
wt.72 vs wt.0
ID Description Gene SymbAGI FC logFC t P.Value adj.P.Val B
257203_at  xyloglucan endotransglycosylase, p--- AT3G23730 -34.26 -5.10 -48.42 8.22E-10 1.87E-05 11.51
254889_at osmotin precursor  ;supported by fuATOSM34 AT4G11650 346.86 8.44 43.69 1.64E-09 1.87E-05 11.20
253505_at  Cytochrome P450-like protein flavoCYP82C2 AT4G31970 45.74 5.52 35.09 7.12E-09 4.06E-05 10.41
245393_at  beta-1,3-glucanase class I precurso--- AT4G16260 187.96 7.55 30.12 1.98E-08 9.02E-05 9.76
256964_at unknown protein  ;supported by full-AGP12 AT3G13520 -12.54 -3.65 -29.02 2.54E-08 9.64E-05 9.58
267592_at unknown protein similar to GP 2245--- AT2G39710 5.15 2.37 24.71 7.42E-08 0.000167 8.78
260592_at  cellulose synthase catalytic subunitCSLE1 AT1G55850 12.59 3.65 24.47 7.92E-08 0.000167 8.73
259150_at unknown protein similar to unknown--- AT3G10320 6.04 2.60 24.35 8.18E-08 0.000167 8.70
255360_at putative protein  ;supported by full-le--- AT4G03960 6.87 2.78 24.21 8.50E-08 0.000167 8.67
254833_s_a copper amine oxidase like protein (--- AT4G12280 / 4.98 2.32 23.51 1.03E-07 0.000167 8.52
260101_at putative trypsin inhibitor similar to tr --- AT1G73260 15.06 3.91 23.12 1.15E-07 0.000167 8.43
249123_at beta-ketoacyl-CoA synthase  ; suppKCS20 AT5G43760 -4.14 -2.05 -23.04 1.18E-07 0.000167 8.41
261728_at  pectinesterase, putative similar to psks5 AT1G76160 -23.08 -4.53 -22.92 1.22E-07 0.000167 8.38
267256_s_aputative serine carboxypeptidase I  scpl10 AT2G23000 / -10.07 -3.33 -22.81 1.27E-07 0.000167 8.35
263228_at  putative reticuline oxidase-like prot --- AT1G30700 35.30 5.14 22.72 1.30E-07 0.000167 8.33
267200_at hypothetical protein predicted by ge--- AT2G31010 -8.06 -3.01 -22.51 1.38E-07 0.000167 8.28
264923_s_a peroxiredoxin, putative similar to ty --- AT1G60740 / 45.34 5.50 21.68 1.77E-07 0.000196 8.07
258975_at putative WRKY-like transcriptional rWRKY45 AT3G01970 7.65 2.93 21.62 1.81E-07 0.000196 8.05
258957_at feebly-like protein contains similarityDOX1 AT3G01420 11.34 3.50 21.04 2.17E-07 0.000206 7.90
267201_at putative protein kinase contains a p --- AT2G31010 -22.34 -4.48 -21.01 2.18E-07 0.000206 7.89
256598_at  cytochrome P450 homolog, putativ BR6OX2 AT3G30180 -11.56 -3.53 -20.90 2.26E-07 0.000206 7.86
251323_at delta-8 sphingolipid desaturase  ;su --- AT3G61580 -5.84 -2.55 -20.01 3.02E-07 0.000265 7.61
265305_at putative tyrosine decarboxylase --- AT2G20340 -7.51 -2.91 -19.67 3.38E-07 0.000277 7.51
260602_at  serine acetyltransferase identical toATSERAT2AT1G55920 5.91 2.56 19.65 3.41E-07 0.000277 7.50
261020_at hypothetical protein similar to reticu --- AT1G26390 72.71 6.18 19.28 3.86E-07 0.000301 7.39
255885_at sterol-C-methyltransferase identicalSMT2 AT1G20330 -4.45 -2.15 -18.91 4.39E-07 0.000301 7.27
263475_at Expressed protein ; supported by fu--- AT2G31945 5.72 2.52 18.90 4.40E-07 0.000301 7.27
257061_at hypothetical protein predicted by ge--- AT3G18250 15.09 3.92 18.79 4.58E-07 0.000301 7.23
245780_at unknown protein ;supported by full-l--- AT1G45688 -5.65 -2.50 -18.76 4.62E-07 0.000301 7.23
259014_at putative glucan endo-1-3-beta-gluco--- AT3G07320 -10.57 -3.40 -18.70 4.72E-07 0.000301 7.21
252048_at expressed protein supported by cDN--- AT3G52500 -8.10 -3.02 -18.58 4.93E-07 0.000301 7.17
257202_at  receptor-like kinase, putative simila--- AT3G23750 -6.15 -2.62 -18.52 5.03E-07 0.000301 7.15
264271_at  beta-glucosidase, putative similar t BGLU6 AT1G60270 -14.31 -3.84 -18.46 5.14E-07 0.000301 7.13



261785_at hypothetical protein contains similar--- AT1G08230 3.74 1.90 18.31 5.43E-07 0.00031 7.08
258483_at putative mannose-6-phosphate isomMEE31 AT3G02570 -9.09 -3.18 -17.99 6.09E-07 0.000312 6.97
245275_at beta-amylase ; supported by cDNA:BAM5 AT4G15210 -33.11 -5.05 -17.93 6.23E-07 0.000312 6.95
252414_at  putative protein sn-glycerol-3-phos --- AT3G47420 8.97 3.17 17.91 6.29E-07 0.000312 6.95
267318_at fatty acid hydroxylase (FAH1) identiFAH1 AT2G34770 -4.96 -2.31 -17.88 6.36E-07 0.000312 6.94
245317_at hypothetical protein ; supported by f--- AT4G15610 4.40 2.14 17.85 6.42E-07 0.000312 6.93
246200_at putative protein ;supported by full-le--- AT4G37240 -15.46 -3.95 -17.78 6.60E-07 0.000312 6.90
260686_at unknown protein ; supported by cDN--- AT1G17620 -22.26 -4.48 -17.72 6.75E-07 0.000312 6.88
260327_at  putative RING zinc finger protein P --- AT1G63840 10.85 3.44 17.69 6.83E-07 0.000312 6.87
247183_at putative protein strong similarity to u--- AT5G65440 -3.53 -1.82 -17.65 6.93E-07 0.000312 6.86
265233_s_ahypothetical protein --- AT2G07718 4.31 2.11 17.57 7.14E-07 0.000312 6.83
253382_at  putative protein AT.I.24, Arabidops --- AT4G33040 6.05 2.60 17.50 7.33E-07 0.000312 6.80
260667_at  very-long-chain fatty acid condensi KCS4 AT1G19440 -3.57 -1.84 -17.49 7.34E-07 0.000312 6.80
259958_at  leucine-rich repeat transmembraneSRF6 AT1G53730 -4.39 -2.13 -17.48 7.37E-07 0.000312 6.80
256376_s_aunknown protein PXMT1 AT1G66690 / 82.21 6.36 17.48 7.38E-07 0.000312 6.80
265066_at  unknown protein location of ESTs eFLA9 AT1G03870 -10.58 -3.40 -17.39 7.62E-07 0.000313 6.77
263083_at purple acid phosphatase precursor PAP12 AT2G27190 3.93 1.97 17.37 7.69E-07 0.000313 6.76
261492_at  acid phosphatase, putative similar SBH2 AT1G14290 -6.18 -2.63 -17.28 7.95E-07 0.000318 6.73
257071_at unknown protein  ; supported by cDATCSLC04 AT3G28180 -8.32 -3.06 -16.98 8.94E-07 0.000346 6.62
259072_at unknown protein similar to unknownFLA18 AT3G11700 -6.60 -2.72 -16.92 9.16E-07 0.000348 6.60
265175_at hypothetical protein similar to putati ATCSLA03 AT1G23480 -9.58 -3.26 -16.83 9.49E-07 0.000355 6.56
264857_at putative glycosyl transferase similarLGT9 AT1G24170 -7.26 -2.86 -16.42 1.12E-06 0.000399 6.41
249093_at putative protein similar to unknown --- AT5G43880 -3.06 -1.61 -16.41 1.12E-06 0.000399 6.41
258250_at putative delta 9 desaturase similar tFAD5 AT3G15850 -3.07 -1.62 -16.38 1.13E-06 0.000399 6.40
249985_at  Ser/Thr specific protein kinase - like--- AT5G18500 -4.97 -2.31 -16.37 1.14E-06 0.000399 6.39
249309_at homeotic protein BEL1 homolog  ; sBEL1 AT5G41410 4.69 2.23 16.24 1.20E-06 0.000414 6.34
260109_at hypothetical protein predicted by geTET10 AT1G63260 -4.99 -2.32 -16.09 1.27E-06 0.000432 6.28
266184_s_aphosphate transporter (AtPT2) iden ATPT2 AT2G38940 / 15.63 3.97 16.07 1.29E-06 0.000432 6.27
253163_at  putative protein E1B 19K/Bcl-2-inte--- AT4G35750 6.32 2.66 15.99 1.33E-06 0.000438 6.24
261926_at unknown protein PATL2 AT1G22530 -4.31 -2.11 -15.95 1.35E-06 0.000438 6.23
247794_at phosphoinositide specific phospholi PLC1 AT5G58670 -4.92 -2.30 -15.92 1.36E-06 0.000438 6.22
262733_s_a lipase identical to lipase GB:AAA93--- AT1G28660 / 4.36 2.12 15.82 1.43E-06 0.000442 6.17
253165_at  putative protein predicted protein, A--- AT4G35320 -16.48 -4.04 -15.81 1.43E-06 0.000442 6.17
261722_at  acyl-(acyl carrier protein) thioesteraFATB AT1G08510 -2.98 -1.58 -15.78 1.45E-06 0.000442 6.16
257985_at hypothetical protein predicted by ge--- AT3G20810 4.77 2.25 15.77 1.45E-06 0.000442 6.16



267364_at unknown protein  ;supported by full-ELF4 AT2G40080 4.63 2.21 15.72 1.48E-06 0.000442 6.14
248419_at putative protein similar to unknown EXL3 AT5G51550 -9.83 -3.30 -15.67 1.51E-06 0.000442 6.12
253268_s_a glucosyltransferase -like protein im UGT73B2 AT4G34131 / 10.25 3.36 15.65 1.53E-06 0.000442 6.11
245262_at predicted protein ; supported by cD --- AT4G16563 -8.52 -3.09 -15.45 1.66E-06 0.000457 6.02
266296_at putative glutathione S-transferase  ;ATGSTU7 AT2G29420 4.52 2.18 15.43 1.68E-06 0.000457 6.02
263662_at ankyrin-like protein EST gb|ATTS09--- AT1G04430 -8.15 -3.03 -15.42 1.68E-06 0.000457 6.01
253551_at Expressed protein ; supported by cD--- AT4G30996 -3.91 -1.97 -15.31 1.77E-06 0.000461 5.97
247597_at  GTP-binding protein - like GTP-bin AtRABA1f AT5G60860 -17.08 -4.09 -15.29 1.78E-06 0.000461 5.96
261851_at  hexokinase, putative similar to chloHKL1 AT1G50460 -10.38 -3.38 -15.28 1.79E-06 0.000461 5.95
245276_at DNA-binding homeotic protein Athb ATHB-2 AT4G16780 -4.29 -2.10 -15.27 1.80E-06 0.000461 5.95
260391_at putative strictosidine synthase extreSS2 AT1G74020 4.34 2.12 15.19 1.86E-06 0.00047 5.92
261292_at hypothetical protein predicted by ge--- AT1G36940 -4.11 -2.04 -15.08 1.95E-06 0.000479 5.87
261242_at subtilisin-like serine protease contaiSBT3.3 AT1G32960 8.23 3.04 15.04 1.99E-06 0.000479 5.85
266295_at tubulin beta-7 chain identical to GB:TUB7 AT2G29550 -11.66 -3.54 -15.02 2.00E-06 0.000479 5.84
250102_at receptor-like protein kinase LRR1 AT5G16590 -4.10 -2.04 -14.98 2.04E-06 0.000479 5.83
260551_at putative trypsin inhibitor  ; supportedATTI1 AT2G43510 17.58 4.14 14.97 2.04E-06 0.000479 5.83
247186_at putative protein contains similarity to--- AT5G65470 -8.13 -3.02 -14.96 2.06E-06 0.000479 5.82
260431_at putative zinc finger protein similar to--- AT1G68190 -2.59 -1.37 -14.95 2.06E-06 0.000479 5.82
256243_at  basic chitinase identical to basic chATHCHIB AT3G12500 63.47 5.99 14.94 2.07E-06 0.000479 5.81
264449_at hypothetical protein predicted by geNPGR1 AT1G27460 -8.54 -3.09 -14.93 2.08E-06 0.000479 5.81
258856_at hypothetical protein predicted by geSRG3 AT3G02040 14.53 3.86 14.91 2.10E-06 0.00048 5.80
258676_at hypothetical protein predicted by ge--- AT3G08600 -3.99 -2.00 -14.81 2.19E-06 0.000491 5.75
257912_at formin-like protein AHF1 identical toAFH1 AT3G25500 -14.35 -3.84 -14.73 2.27E-06 0.000504 5.72
257299_at unknown protein  ;supported by full---- AT3G28050 3.74 1.90 14.69 2.31E-06 0.000507 5.70
253925_at putative protein ; supported by cDN SHV3 AT4G26690 -9.47 -3.24 -14.64 2.37E-06 0.000515 5.68
259611_at  GTP-binding protein RAB7D, putat AtRABG3d AT1G52280 -3.63 -1.86 -14.53 2.49E-06 0.000523 5.63
262603_at  hypothetical protein Is a member of--- AT1G15380 15.94 3.99 14.52 2.50E-06 0.000523 5.63
258791_at  hevein-like protein precursor (PR-4PR4 AT3G04720 23.75 4.57 14.48 2.54E-06 0.000527 5.61
262803_at  unknown protein Location of ESTs --- AT1G21000 6.73 2.75 14.33 2.73E-06 0.000556 5.54
248060_at putative protein contains similarity to--- AT5G55560 3.16 1.66 14.25 2.82E-06 0.000556 5.51
255016_at  sucrose-phosphate synthase - like ATSPS4F AT4G10120 5.94 2.57 14.25 2.83E-06 0.000556 5.51
267497_at putative glutaredoxin  ;supported by--- AT2G30540 -11.11 -3.47 -14.23 2.85E-06 0.000556 5.50
246932_at  ethylene-responsive element - like --- AT5G25190 -14.94 -3.90 -14.23 2.85E-06 0.000556 5.50
247982_at serine O-acetyltransferase (EC 2.3. ATSERAT1AT5G56760 -3.28 -1.71 -14.15 2.96E-06 0.000569 5.46
262930_at hypothetical protein similar to hin1 G--- AT1G65690 9.68 3.28 14.13 2.99E-06 0.000569 5.45



248704_at putative protein pectinesterase-like;sks3 AT5G48450 -4.65 -2.22 -14.07 3.07E-06 0.000576 5.42
253776_at  ADP,ATP carrier-like protein ADP,AAAC3 AT4G28390 5.81 2.54 14.05 3.10E-06 0.000576 5.42
250110_at  putative protein many predicted pro--- AT5G15350 -15.97 -4.00 -14.03 3.13E-06 0.000576 5.40
261346_at putative aspartyl protease contains --- AT1G79720 -3.29 -1.72 -14.03 3.13E-06 0.000576 5.40
261229_at RAC-like GTP-binding protein ARACROP2 AT1G20090 -2.52 -1.33 -13.99 3.18E-06 0.000581 5.39
258764_at putative pectinesterase contains sim--- AT3G10720 -11.69 -3.55 -13.97 3.22E-06 0.000582 5.38
247717_at  nonspecific lipid-transfer protein preLTP3 AT5G59320 -12.21 -3.61 -13.86 3.39E-06 0.000602 5.33
254759_at  short-chain alcohol dehydrogenase--- AT4G13180 5.49 2.46 13.85 3.40E-06 0.000602 5.32
246682_at  putative protein EXOSTOSIN-1 (PUXGD1 AT5G33290 3.61 1.85 13.80 3.49E-06 0.000602 5.30
255818_at hypothetical protein predicted by ge--- AT2G33570 -23.64 -4.56 -13.79 3.50E-06 0.000602 5.29
263680_at unknown protein --- AT1G26930 2.41 1.27 13.78 3.52E-06 0.000602 5.29
263989_at putative MAP kinase  ; supported byATMPK20 AT2G42880 -5.21 -2.38 -13.77 3.54E-06 0.000602 5.28
249071_at putative protein similar to unknown --- AT5G44050 -15.53 -3.96 -13.72 3.62E-06 0.000608 5.26
262137_at  transcription factor, putative similar --- AT1G77920 2.85 1.51 13.71 3.64E-06 0.000608 5.25
263499_at unknown protein  ; supported by cDTTL3 AT2G42580 -6.16 -2.62 -13.64 3.76E-06 0.000608 5.22
249101_at unknown protein --- AT5G43580 21.38 4.42 13.63 3.79E-06 0.000608 5.21
255411_at  putative ribonucleoprotein similarity--- AT4G03110 -3.54 -1.82 -13.60 3.83E-06 0.000608 5.20
263981_at unknown protein  ;supported by full-PAR1 AT2G42870 -36.61 -5.19 -13.59 3.85E-06 0.000608 5.20
251544_at  putative protein general stress prot GAUT15 AT3G58790 -5.05 -2.34 -13.59 3.86E-06 0.000608 5.20
262452_at hypothetical protein similar to hypot --- AT1G11210 2.96 1.57 13.58 3.86E-06 0.000608 5.19
265414_at nodulin-like protein --- AT2G16660 -17.79 -4.15 -13.56 3.91E-06 0.000608 5.18
254363_at  pectinesterase like protein pectinessks4 AT4G22010 -6.09 -2.61 -13.55 3.92E-06 0.000608 5.18
260581_at MYB transcription factor (Atmyb2) MYB2 AT2G47190 4.85 2.28 13.54 3.95E-06 0.000608 5.17
265610_at unknown protein  ;supported by full---- AT2G25430 -2.42 -1.27 -13.53 3.97E-06 0.000608 5.17
256293_at pinhead-like protein similar to pinheAGO7 AT1G69440 5.05 2.34 13.44 4.15E-06 0.000618 5.12
257858_at hypothetical protein predicted by ge--- AT3G12920 -7.15 -2.84 -13.43 4.16E-06 0.000618 5.12
265444_s_aaquaporin (plasma membrane intrinRD28 AT2G37170 / -8.79 -3.14 -13.42 4.19E-06 0.000618 5.11
249850_at putative protein similar to unknown --- AT5G23240 2.45 1.30 13.41 4.19E-06 0.000618 5.11
264209_at  RAS-related protein, RAB7 identicaRABG3B AT1G22740 -3.65 -1.87 -13.40 4.22E-06 0.000618 5.11
267040_at unknown protein --- AT2G34300 -11.28 -3.50 -13.40 4.23E-06 0.000618 5.10
250657_at steroid sulfotransferase-like protein ST2B AT5G07000 -9.69 -3.28 -13.38 4.26E-06 0.000619 5.10
267260_at putative proline-rich protein  ; suppoAGP17 AT2G23130 -16.24 -4.02 -13.32 4.39E-06 0.000622 5.07
245025_at ATPase I subunit --- --- -2.20 -1.14 -13.31 4.42E-06 0.000622 5.06
248393_at putative protein contains similarity toATBAG1 AT5G52060 -5.86 -2.55 -13.29 4.44E-06 0.000622 5.05
253405_at  transcription factor TINY homolog t --- AT4G32800 -7.09 -2.82 -13.27 4.49E-06 0.000622 5.04



265771_at unknown protein  ;supported by full---- AT2G48030 -3.67 -1.88 -13.27 4.49E-06 0.000622 5.04
252102_at dehydrin Xero2  ; supported by cDNLTI30 AT3G50970 -24.86 -4.64 -13.26 4.53E-06 0.000622 5.03
245905_at  putative protein predicted proteins, --- AT5G11090 3.04 1.61 13.23 4.59E-06 0.000622 5.02
252993_at monooxygenase 2 (MO2) --- AT4G38540 8.86 3.15 13.21 4.62E-06 0.000622 5.01
253407_at putative protein --- AT4G32920 3.09 1.63 13.20 4.64E-06 0.000622 5.01
265920_s_aunknown protein --- AT2G15120 / 14.20 3.83 13.20 4.67E-06 0.000622 5.00
252167_at  putative protein steroid dehydrogen--- AT3G50560 -3.31 -1.73 -13.18 4.70E-06 0.000622 5.00
267175_s_aactin 3 identical to GB:U29480;suppACT1 AT2G37620 / -4.49 -2.17 -13.18 4.71E-06 0.000622 5.00
259848_at  leucine-rich receptor-like protein kin--- AT1G72180 -3.76 -1.91 -13.17 4.72E-06 0.000622 4.99
254815_at  putative pollen-specific protein polleSKU5 AT4G12420 -6.91 -2.79 -13.17 4.72E-06 0.000622 4.99
254110_at  putative protein pectinesterase - Ci --- AT4G25260 -13.84 -3.79 -13.16 4.75E-06 0.000623 4.99
251516_s_a putative protein hypothetical protein--- AT3G59310 / -3.13 -1.65 -13.07 4.97E-06 0.000646 4.94
267162_s_aputative phosphoribosylaminoimida --- AT2G05140 / 4.99 2.32 13.06 4.99E-06 0.000646 4.94
258468_at unknown protein predicted by gensc--- AT3G06070 -13.12 -3.71 -13.00 5.15E-06 0.000659 4.91
259598_at  sphingosine-1-phosphate lyase, puDPL1 AT1G27980 3.36 1.75 12.97 5.22E-06 0.000662 4.89
265057_at unknown protein ;supported by full-l--- AT1G52140 -3.00 -1.58 -12.97 5.22E-06 0.000662 4.89
252265_at  putative protein SRG1 protein - AraDIN11 AT3G49620 69.59 6.12 12.91 5.39E-06 0.000672 4.86
246071_at  ids4-like protein ids-4 protein - HordSPX1 AT5G20150 16.08 4.01 12.89 5.42E-06 0.000672 4.85
260784_at MYB-related protein identical to  GBATMYB13 AT1G06180 8.39 3.07 12.89 5.42E-06 0.000672 4.85
263421_at unknown protein  ;supported by full-EXL5 AT2G17230 -11.40 -3.51 -12.89 5.44E-06 0.000672 4.85
251791_at  expansin-like protein expansin At-EATEXPA16 AT3G55500 -11.84 -3.57 -12.88 5.45E-06 0.000672 4.85
266215_at putative endoxyloglucan glycosyltraEXGT-A1 AT2G06850 -23.00 -4.52 -12.80 5.69E-06 0.00069 4.80
257746_at chorismate mutase identical to chorCM1 AT3G29200 2.49 1.32 12.73 5.88E-06 0.000698 4.77
257196_at  AMP-binding protein, putative simil --- AT3G23790 3.70 1.89 12.73 5.90E-06 0.000698 4.77
261727_at  S-adenosyl-methionine-sterol-C-meSMT3 AT1G76090 -6.95 -2.80 -12.69 6.02E-06 0.0007 4.75
250505_at cellulose synthase catalytic subunit CESA5 AT5G09870 -4.34 -2.12 -12.68 6.05E-06 0.0007 4.74
247440_at peptide transporter --- AT5G62680 2.55 1.35 12.65 6.14E-06 0.000703 4.73
266962_at hypothetical protein predicted by ge--- AT2G39435 / 2.78 1.47 12.64 6.16E-06 0.000703 4.72
247360_at cytochrome P450-like protein  ;suppCYP94B1 AT5G63450 -19.41 -4.28 -12.59 6.34E-06 0.000709 4.69
255064_at putative phi-1-like phosphate-induceEXO AT4G08950 -50.23 -5.65 -12.58 6.37E-06 0.000709 4.69
262291_at  zinc finger and C2 domain protein, --- AT1G70790 2.49 1.31 12.57 6.39E-06 0.000709 4.69
255714_at contains weak similarity to S. cerevi--- AT4G00300 -3.09 -1.63 -12.57 6.41E-06 0.000709 4.68
256116_at unknown protein contains similarity CPuORF55AT1G16858 / -3.11 -1.64 -12.55 6.46E-06 0.000711 4.67
261005_at hypothetical protein similar to reticu --- AT1G26420 17.27 4.11 12.54 6.49E-06 0.000711 4.67
262970_at unknown protein --- AT1G75690 -2.72 -1.44 -12.49 6.68E-06 0.000729 4.64



252890_at brassinosteroid insensitive 1 gene ( BRI1 AT4G39400 -2.53 -1.34 -12.47 6.73E-06 0.000731 4.63
251768_at  phosphoinositide-specific phosphol--- AT3G55940 -6.46 -2.69 -12.44 6.83E-06 0.000737 4.62
254667_at  glycine-rich cell wall protein-like gly--- AT4G18280 -7.27 -2.86 -12.44 6.85E-06 0.000737 4.61
255433_at putative xyloglucan endotransglycosXTH9 AT4G03210 -9.91 -3.31 -12.42 6.92E-06 0.000738 4.60
250413_at  adenine phosphoribosyltransferaseAPT5 AT5G11160 -4.40 -2.14 -12.41 6.96E-06 0.000738 4.60
263866_at putative farnesylated protein  ;suppo--- AT2G36950 4.98 2.32 12.40 6.99E-06 0.000738 4.59
264300_at  gamma glutamyl hydrolase, putativATGGH3 AT1G78670 2.62 1.39 12.37 7.10E-06 0.000739 4.58
262229_at unknown protein ; supported by cDN--- AT1G68620 15.50 3.95 12.35 7.18E-06 0.000739 4.57
253879_s_a UDP rhamnose--anthocyanidin-3-g --- AT4G27560 / -7.98 -3.00 -12.34 7.19E-06 0.000739 4.57
263867_at putative aquaporin (tonoplast intrinsGAMMA-TI AT2G36830 -7.41 -2.89 -12.34 7.19E-06 0.000739 4.56
261023_at unknown protein similar to unknown--- AT1G12200 3.23 1.69 12.32 7.28E-06 0.000742 4.55
259132_at putative auxin-independent growth --- AT3G02250 -4.33 -2.11 -12.30 7.37E-06 0.000743 4.54
248466_at putative protein similar to unknown HVA22E AT5G50720 -5.76 -2.53 -12.29 7.39E-06 0.000743 4.54
263948_at similar to harpin-induced protein hinYLS9 AT2G35980 16.76 4.07 12.29 7.41E-06 0.000743 4.53
266946_at putative protein kinase contains a p --- AT2G18890 -3.08 -1.62 -12.28 7.43E-06 0.000743 4.53
246595_at formate dehydrogenase (FDH)  ;supFDH AT5G14780 2.61 1.38 12.22 7.69E-06 0.000759 4.50
264770_at unknown protein similar to unknown--- AT1G23030 -8.06 -3.01 -12.21 7.73E-06 0.00076 4.49
248721_at putative protein strong similarity to uGAUT4 AT5G47780 -2.08 -1.06 -12.16 7.92E-06 0.00077 4.47
267212_at similar to late embryogenesis abund--- AT2G44060 -2.37 -1.25 -12.11 8.14E-06 0.00078 4.44
251036_at putative protein  ; supported by cDN--- AT5G02160 -2.95 -1.56 -12.11 8.14E-06 0.00078 4.44
248701_at ligand-gated ion channel protein-likeGLR1.3 AT5G48410 2.70 1.43 12.03 8.52E-06 0.000802 4.39
260254_at putative glycerophosphodiester pho--- AT1G74210 2.53 1.34 12.01 8.58E-06 0.000802 4.38
265433_at unknown protein --- AT2G20950 3.66 1.87 12.01 8.59E-06 0.000802 4.38
256751_at  CLC-b chloride channel protein ide CLC-B AT3G27170 -7.25 -2.86 -11.98 8.74E-06 0.000804 4.36
263319_at putative anion exchange protein ideBOR1 AT2G47160 -6.67 -2.74 -11.97 8.78E-06 0.000804 4.36
251575_at  putative protein basic leucine zippeBZIP61 AT3G58120 -14.36 -3.84 -11.96 8.81E-06 0.000804 4.36
261252_at RAS-related protein ARA-1 identicaRABA5E AT1G05810 -3.38 -1.76 -11.96 8.85E-06 0.000804 4.35
250180_at  early nodule-specific protein - like e--- AT5G14450 -2.58 -1.37 -11.92 9.01E-06 0.000814 4.33
258386_at hypothetical protein predicted by ge--- AT3G15520 -4.00 -2.00 -11.90 9.14E-06 0.000821 4.32
247072_at putative protein similar to unknown --- AT5G66490 4.33 2.11 11.89 9.18E-06 0.000822 4.31
250665_at unknown protein  ;supported by full---- AT5G06980 -3.36 -1.75 -11.88 9.23E-06 0.000822 4.31
266424_at unknown protein --- AT2G41330 -4.93 -2.30 -11.86 9.32E-06 0.000822 4.30
250261_at  peptide transporter - like protein pe--- AT5G13400 -7.58 -2.92 -11.85 9.37E-06 0.000822 4.29
260783_at  ethylene response factor, putative sORA59 AT1G06160 18.53 4.21 11.83 9.49E-06 0.000823 4.28
245809_at  squalene monooxygenase, putativeXF1 AT1G58440 -3.08 -1.62 -11.77 9.77E-06 0.000838 4.25



247005_at adenylylsulfate kinase-like protein  ;--- AT5G67520 -3.61 -1.85 -11.76 9.81E-06 0.000838 4.25
247161_at putative protein similar to unknown --- AT5G65810 -3.26 -1.70 -11.73 9.99E-06 0.000843 4.23
259410_at hypothetical protein predicted by ge--- AT1G13340 11.29 3.50 11.73 1.00E-05 0.000843 4.22
264471_at hypothetical protein predicted by ge--- AT1G67120 5.46 2.45 11.72 1.00E-05 0.000843 4.22
263876_at putative RAS superfamily GTP-bindATRAB7A AT2G21880 -3.72 -1.90 -11.72 1.00E-05 0.000843 4.22
245018_at hypothetical protein --- --- -2.24 -1.16 -11.72 1.01E-05 0.000843 4.22
245193_at F12A21.6 hypothetical protein SUFE2 AT1G67810 30.52 4.93 11.68 1.03E-05 0.000843 4.20
261006_at unknown protein similar to reticuline--- AT1G26410 10.01 3.32 11.67 1.03E-05 0.000843 4.19
249454_at  expressed protein predicted protein--- AT5G39520 24.02 4.59 11.67 1.03E-05 0.000843 4.19
249377_at  putative protein predicted proteins, --- AT5G40690 5.67 2.50 11.67 1.04E-05 0.000843 4.19
259232_at unknown protein similar to hypothet --- AT3G11420 -4.49 -2.17 -11.66 1.04E-05 0.000843 4.19
246995_at formin-like protein --- AT5G67470 -4.72 -2.24 -11.66 1.04E-05 0.000843 4.19
254785_at  putative pollen surface protein endoFLA2 AT4G12730 -53.32 -5.74 -11.64 1.05E-05 0.000844 4.17
246510_at cyclic nucleotide-gated cation channDND1 AT5G15410 -2.85 -1.51 -11.64 1.05E-05 0.000844 4.17
259671_at  protein kinase, putative similar to G--- AT1G52290 -9.09 -3.18 -11.63 1.05E-05 0.000844 4.17
244926_s_amaturase --- AT2G07711 / 3.07 1.62 11.60 1.07E-05 0.000845 4.15
246098_at  ethylene-forming-enzyme-like dioxy--- AT5G20400 4.65 2.22 11.58 1.08E-05 0.000845 4.14
264772_at  unknown protein location of EST gb--- AT1G22930 2.68 1.42 11.58 1.09E-05 0.000845 4.14
258750_at putative pectinacetylesterase simila --- AT3G05910 -9.47 -3.24 -11.57 1.09E-05 0.000845 4.13
246820_at  putative protein predicted proteins, --- AT5G26910 -2.10 -1.07 -11.53 1.12E-05 0.000857 4.11
258158_at acid phosphatase type 5 identical toPAP17 AT3G17790 16.15 4.01 11.53 1.12E-05 0.000857 4.11
267127_at putative acetone-cyanohydrin lyase MES3 AT2G23610 -2.69 -1.43 -11.51 1.13E-05 0.00086 4.10
248046_at receptor protein kinase-like protein --- AT5G56040 -3.52 -1.81 -11.51 1.13E-05 0.00086 4.10
252940_at  receptor protein kinase - like protei --- AT4G39270 4.67 2.22 11.49 1.14E-05 0.00086 4.09
266956_at unknown protein --- AT2G34510 -10.85 -3.44 -11.48 1.15E-05 0.000864 4.08
261762_at hypothetical protein predicted by ge--- AT1G15510 5.82 2.54 11.44 1.17E-05 0.000865 4.06
258467_at unknown protein contains Pfam pro --- AT3G06060 -2.87 -1.52 -11.44 1.18E-05 0.000865 4.06
254234_at  putative major latex protein major la--- AT4G23680 15.71 3.97 11.42 1.19E-05 0.00087 4.05
267170_at putative RING zinc finger protein --- AT2G37585 -5.22 -2.39 -11.41 1.20E-05 0.000871 4.04
245947_at spermine synthase (ACL5)  ;supporACL5 AT5G19530 -4.79 -2.26 -11.38 1.21E-05 0.00088 4.03
264313_at  carbonic anhydrase, putative similaBCA4 AT1G70410 -2.10 -1.07 -11.37 1.22E-05 0.00088 4.02
249410_at  receptor-like protein kinase recepto--- AT5G40380 -5.99 -2.58 -11.35 1.24E-05 0.000885 4.01
264479_at hypothetical protein similar to recep--- AT1G77280 2.82 1.50 11.35 1.24E-05 0.000885 4.01
247063_at unknown protein --- AT5G66820 3.97 1.99 11.34 1.25E-05 0.000888 4.00
261658_at hypothetical protein predicted by ge--- AT1G50040 -13.27 -3.73 -11.33 1.25E-05 0.00089 3.99



252000_at  hypothetical protein predicted prote--- AT3G52710 3.11 1.64 11.30 1.27E-05 0.000897 3.98
248968_at pectin acetylesterase  ;supported by--- AT5G45280 -6.35 -2.67 -11.28 1.29E-05 0.000903 3.96
261117_at unknown protein AUL1 AT1G75310 -4.34 -2.12 -11.27 1.30E-05 0.000908 3.96
266712_at unknown protein --- AT2G46750 3.02 1.59 11.21 1.34E-05 0.00092 3.92
250939_at  putative protein various predicted piqd2 AT5G03040 -4.15 -2.05 -11.20 1.34E-05 0.00092 3.92
255662_at putative protein GPAT8 AT4G00400 -6.24 -2.64 -11.20 1.35E-05 0.00092 3.92
244982_at ribosomal protein L14 --- --- -2.84 -1.51 -11.20 1.35E-05 0.00092 3.92
251200_at  putative protein PrMC3, Pinus radiaGID1B AT3G63010 3.24 1.69 11.19 1.35E-05 0.00092 3.91
259990_s_a F-box protein FKF1/ADO3, AtFBX2FKF1 AT1G68050 / 4.00 2.00 11.19 1.36E-05 0.00092 3.91
250125_at biotin carboxyl carrier protein of aceCAC1 AT5G16390 -2.48 -1.31 -11.19 1.36E-05 0.00092 3.91
254434_at ethylene-regulated transcript 2 (ERT--- AT4G20880 2.28 1.19 11.18 1.36E-05 0.00092 3.91
245008_at hypothetical protein --- --- -2.20 -1.14 -11.17 1.37E-05 0.000921 3.90
261708_at unknown protein similar to hypothet --- AT1G32740 2.32 1.21 11.16 1.38E-05 0.000922 3.89
254484_at hypothetical protein --- AT4G20760 -2.29 -1.19 -11.16 1.38E-05 0.000922 3.89
248366_at SCARECROW transcriptional regul --- AT5G52510 2.88 1.52 11.15 1.39E-05 0.000922 3.89
248879_at ornithine aminotransferase DELTA-OA AT5G46180 3.06 1.61 11.14 1.40E-05 0.000922 3.88
251141_at Expressed protein ; supported by fu--- AT5G01075 -5.37 -2.42 -11.11 1.42E-05 0.000924 3.87
265823_at hypothetical protein predicted by ge--- AT2G35760 -2.42 -1.27 -11.11 1.42E-05 0.000924 3.86
262868_at unknown protein --- AT1G64980 -4.06 -2.02 -11.10 1.43E-05 0.000924 3.86
247338_at pyruvate kinase --- AT5G63680 2.39 1.26 11.09 1.44E-05 0.000926 3.85
266682_at putative disease resistance protein --- AT2G19780 -4.83 -2.27 -11.07 1.45E-05 0.000931 3.84
262910_at unknown protein ;supported by full-l--- AT1G59710 -3.38 -1.76 -11.05 1.47E-05 0.000939 3.83
253273_at  putative protein hypothetical protein--- AT4G34180 2.21 1.14 11.05 1.47E-05 0.000939 3.83
250287_at  putative protein AP2 domain conta Rap2.6L AT5G13330 3.86 1.95 11.03 1.49E-05 0.000946 3.81
256441_at unknown protein  ;supported by full---- AT3G10940 -5.21 -2.38 -11.01 1.50E-05 0.000949 3.80
247979_at pollen specific protein SF21  ;suppo--- AT5G56750 -2.81 -1.49 -11.00 1.51E-05 0.000949 3.80
253489_at  monogalactosyldiacylglycerol synthMGD1 AT4G31780 -3.69 -1.89 -11.00 1.51E-05 0.000949 3.80
249037_at putative protein contains similarity toFLA13 AT5G44130 -20.72 -4.37 -11.00 1.51E-05 0.000949 3.80
252365_at Expressed protein ; supported by fu--- AT3G48350 -8.54 -3.09 -10.99 1.52E-05 0.000949 3.79
250618_at putative protein hypothetical proteinATBAG3 AT5G07220 -2.25 -1.17 -10.95 1.56E-05 0.000963 3.77
253631_at  nucleotide sugar epimerase-like proGAE1 AT4G30440 -3.12 -1.64 -10.94 1.56E-05 0.000964 3.76
263606_at putative beta-ketoacyl-CoA synthasKCS9 AT2G16280 -3.72 -1.89 -10.93 1.58E-05 0.000966 3.75
245274_at ankyrin like protein ; supported by c --- AT4G14360 -2.68 -1.42 -10.93 1.58E-05 0.000966 3.75
259553_x_ahypothetical protein ATEXT3 AT1G21310 8.99 3.17 10.90 1.61E-05 0.000978 3.73
245528_at  pyruvate,orthophosphate dikinase  PPDK AT4G15530 2.94 1.55 10.88 1.63E-05 0.00098 3.72



258264_at unknown protein MBD11 AT3G15790 -2.89 -1.53 -10.88 1.63E-05 0.00098 3.72
253891_at putative protein  ;supported by full-le--- AT4G27720 -5.99 -2.58 -10.87 1.63E-05 0.00098 3.72
260914_at  beta-xylosidase, putative similar to BXL2 AT1G02640 -9.61 -3.26 -10.85 1.65E-05 0.000986 3.71
254293_at  putative protein SF16 protein, HeliaIQD22 AT4G23060 -5.46 -2.45 -10.85 1.65E-05 0.000986 3.71
267319_at ABC transporter (AtMRP2) identicalATMRP2 AT2G34660 3.43 1.78 10.85 1.65E-05 0.000986 3.71
249765_at putative protein contains similarity toSLAH3 AT5G24030 -17.46 -4.13 -10.83 1.67E-05 0.000991 3.69
258751_at low temperature and salt responsiveRCI2B AT3G05890 -19.22 -4.26 -10.82 1.68E-05 0.000992 3.69
255110_at  peroxidase C2 precursor like protei--- AT4G08770 75.94 6.25 10.81 1.69E-05 0.000994 3.68
266168_at putative protease inhibitor  ;support --- AT2G38870 14.72 3.88 10.81 1.69E-05 0.000996 3.68
245859_at  serine (threonine) protein kinase - lATNEK3 AT5G28290 -4.07 -2.03 -10.80 1.70E-05 0.000996 3.67
245026_at ATPase III subunit --- --- -2.15 -1.11 -10.80 1.70E-05 0.000996 3.67
251864_at  pectate lyase - like protein pectate PMR6 AT3G54920 -2.96 -1.56 -10.76 1.74E-05 0.001013 3.65
247461_at  putative protein various predicted pATBAG2 AT5G62100 -3.00 -1.58 -10.75 1.75E-05 0.001013 3.64
253994_at protein phosphatase ABI1  ; suppor ABI1 AT4G26080 2.41 1.27 10.75 1.76E-05 0.001014 3.64
249481_at  frnE protein - like frnE protein, Dein--- AT5G38900 29.10 4.86 10.73 1.77E-05 0.001014 3.63
249008_at putative protein contains similarity to--- AT5G44680 -4.52 -2.18 -10.73 1.77E-05 0.001014 3.63
256578_at  peroxidase, putative similar to pero--- AT3G28200 -5.43 -2.44 -10.73 1.78E-05 0.001015 3.63
261021_at hypothetical protein similar to reticu --- AT1G26380 52.43 5.71 10.70 1.81E-05 0.001028 3.61
266489_at unknown protein  ; supported by cDNPSN11 AT2G35190 -4.20 -2.07 -10.68 1.83E-05 0.001029 3.60
245915_s_a tubulin alpha-5 chain-like protein tuTUA3 AT5G19770 / -2.38 -1.25 -10.68 1.83E-05 0.001029 3.60
251413_at bZIP protein  ; supported by cDNA: --- AT3G60320 -2.85 -1.51 -10.68 1.83E-05 0.001029 3.60
259010_at unknown protein contains helix-loop--- AT3G07340 -4.05 -2.02 -10.68 1.83E-05 0.001029 3.60
249383_at  putative protein putative DNA-bindiPRE1 AT5G39860 -4.56 -2.19 -10.65 1.86E-05 0.001039 3.58
253811_at hypothetical protein  ;supported by fULT1 AT4G28190 -5.61 -2.49 -10.62 1.90E-05 0.00105 3.56
255430_at  putative chloroplast protein import ctic20-IV AT4G03320 5.47 2.45 10.60 1.91E-05 0.001054 3.55
246482_at plant adhesion molecule 1 (PAM1)  PAM1 AT5G15930 -2.28 -1.19 -10.60 1.92E-05 0.001054 3.55
261017_at  UDP-glucose dehydrogenase, putaUGD1 AT1G26570 -2.61 -1.38 -10.60 1.92E-05 0.001054 3.55
260856_at TINY-like protein similar to TINY GB--- AT1G21910 -33.68 -5.07 -10.58 1.94E-05 0.001059 3.54
259858_at putative receptor kinase similar to re--- AT1G68400 -4.88 -2.29 -10.56 1.96E-05 0.001066 3.52
253841_at  putative beta-glucosidase beta-glucBGLU10 AT4G27830 3.45 1.78 10.56 1.97E-05 0.001067 3.52
254726_at  isoflavone reductase-like protein is PRR2 AT4G13660 7.95 2.99 10.54 1.99E-05 0.001071 3.51
253224_at  invertase - like protein mRNA, Liliu --- AT4G34860 3.71 1.89 10.52 2.02E-05 0.001082 3.50
261420_at  fatty acid elongase 3-ketoacyl-CoAKCS3 AT1G07720 -6.29 -2.65 -10.51 2.03E-05 0.001082 3.49
261611_at hypothetical protein predicted by ge--- AT1G49730 -4.96 -2.31 -10.51 2.03E-05 0.001082 3.49
259642_at hypothetical protein predicted by ge--- AT1G69030 -3.58 -1.84 -10.50 2.03E-05 0.001082 3.49



259104_at unknown protein  ;supported by full-LNG2 AT3G02170 -4.40 -2.14 -10.50 2.04E-05 0.001082 3.49
260000_at  unknown protein similar to C-terminATMAP70- AT1G68060 -2.93 -1.55 -10.49 2.06E-05 0.001088 3.48
261563_at  polyphosphoinositide binding prote --- AT1G01630 -2.52 -1.33 -10.45 2.10E-05 0.001106 3.45
248921_at GDSL-motif lipase/hydrolase-like pr --- AT5G45950 -9.30 -3.22 -10.44 2.11E-05 0.00111 3.45
251601_at Expressed protein ; supported by fu--- AT3G57800 -3.92 -1.97 -10.43 2.12E-05 0.001114 3.44
253253_at  putative protein auxin-regulated ge --- AT4G34750 -2.27 -1.18 -10.42 2.13E-05 0.001116 3.44
254770_at  extensin-like protein extensin-like p--- AT4G13340 -7.84 -2.97 -10.42 2.14E-05 0.001116 3.43
253911_at  putative receptor protein kinase rec--- AT4G27300 6.98 2.80 10.41 2.15E-05 0.001117 3.43
247123_at unknown protein --- AT5G66050 -3.38 -1.76 -10.39 2.18E-05 0.001119 3.41
246449_at hypothetical protein --- AT5G16810 -2.47 -1.31 -10.38 2.19E-05 0.001119 3.41
245740_at  amino acid permease, putative almAAP5 AT1G44100 2.92 1.54 10.38 2.19E-05 0.001119 3.41
253330_at putative potassium transporter AtKTKUP5 AT4G33530 -2.19 -1.13 -10.37 2.20E-05 0.001119 3.40
263957_at unknown protein  ; supported by cD--- AT2G35880 -2.10 -1.07 -10.34 2.24E-05 0.001129 3.38
264833_at putative protein phosphatase simila --- AT1G03590 -3.76 -1.91 -10.33 2.27E-05 0.001137 3.37
258515_at  ATP citrate lyase, putative similar t ACLB-1 AT3G06650 -2.12 -1.09 -10.30 2.31E-05 0.001146 3.35
248179_at receptor-protein kinase-like protein THE1 AT5G54380 -6.97 -2.80 -10.29 2.32E-05 0.001146 3.35
259995_at  putative golgi transport complex pro--- AT1G67930 -2.73 -1.45 -10.29 2.32E-05 0.001146 3.35
245816_at hypothetical protein similar to hypot --- AT1G26210 -6.24 -2.64 -10.27 2.34E-05 0.001146 3.34
257650_at  protein phosphatase, putative simil --- AT3G16800 -3.04 -1.61 -10.27 2.34E-05 0.001146 3.34
264704_at unknown protein similar to putative LGT8 AT1G70090 -4.02 -2.01 -10.27 2.34E-05 0.001146 3.34
259766_at unknown protein ;supported by full-l--- AT1G64360 4.45 2.15 10.27 2.35E-05 0.001146 3.33
258087_at putative peroxiredoxin similar to perATPRX Q AT3G26060 -3.50 -1.81 -10.27 2.35E-05 0.001146 3.33
246968_at  RING finger-like protein RING-H2 f --- AT5G24870 2.99 1.58 10.23 2.41E-05 0.001165 3.31
253496_at  glutathione peroxidase - like proteinATGPX7 AT4G31870 -12.08 -3.59 -10.21 2.44E-05 0.001175 3.29
260015_at putative S-adenosyl-L-methionine:trCCOAMT AT1G67980 25.96 4.70 10.19 2.46E-05 0.001179 3.29
256930_at  O-acetylserine(thiol) lyase, putativeOASA2 AT3G22460 2.70 1.43 10.19 2.46E-05 0.001179 3.29
255283_at putative symbiosis-related protein  ;ATG8B AT4G04620 3.41 1.77 10.17 2.50E-05 0.001192 3.27
253428_at cellulose synthase catalytic subunit CESA1 AT4G32410 -3.06 -1.61 -10.16 2.52E-05 0.001192 3.26
256787_at beta-fructofuranosidase 1 identical tATBFRUCTAT3G13790 4.95 2.31 10.16 2.52E-05 0.001192 3.26
259915_at unknown protein --- AT1G72790 -7.44 -2.89 -10.16 2.52E-05 0.001192 3.26
248943_s_aputative protein similar to unknown --- AT5G45440 / -6.24 -2.64 -10.15 2.53E-05 0.001195 3.26
250954_at putative protein  ;supported by full-leATRAB8C AT5G03520 -2.91 -1.54 -10.14 2.55E-05 0.001197 3.25
257636_at  cytochrome P450, putative contain CYP71B22 AT3G26200 6.93 2.79 10.14 2.55E-05 0.001197 3.25
246596_at CARBONIC ANHYDRASE 2  ; suppCA2 AT5G14740 -2.19 -1.13 -10.13 2.56E-05 0.001197 3.25
260877_at unknown protein ; supported by full---- AT1G21500 -3.25 -1.70 -10.13 2.56E-05 0.001197 3.25



257772_at unknown protein C-term similar to p--- AT3G23080 -2.55 -1.35 -10.13 2.56E-05 0.001197 3.24
247954_at beta-galactosidase (emb|CAB64740BGAL4 AT5G56870 2.67 1.42 10.08 2.64E-05 0.001218 3.21
246843_at  putative protein various predicted p--- AT5G26740 -2.09 -1.07 -10.08 2.64E-05 0.001218 3.21
248082_at fimbrin --- AT5G55400 -4.26 -2.09 -10.07 2.65E-05 0.001221 3.21
253099_s_a peroxidase - like protein peroxidase--- AT4G37520 / 2.58 1.37 10.06 2.67E-05 0.001223 3.20
259523_at hypothetical protein --- AT1G12500 -4.09 -2.03 -10.06 2.68E-05 0.001223 3.20
256396_at unknown protein --- AT3G06150 -4.19 -2.07 -10.05 2.69E-05 0.001225 3.19
251342_at  putative protein SAUR-AC1, Arabid--- AT3G60690 3.07 1.62 10.05 2.69E-05 0.001225 3.19
253050_at  putative protein probable arabinogaAGP18 AT4G37450 -13.47 -3.75 -10.05 2.70E-05 0.001225 3.19
261191_at  starch synthase, putative similar to --- AT1G32900 -5.02 -2.33 -10.04 2.72E-05 0.001225 3.18
253519_at  predicted protein red-1 gene, M.mu--- AT4G31240 4.89 2.29 10.03 2.72E-05 0.001225 3.18
250936_at putative protein  ;supported by full-le--- AT5G03120 -5.03 -2.33 -10.03 2.73E-05 0.001225 3.18
245671_at purine permease identical to purine PUP1 AT1G28230 2.11 1.08 10.03 2.73E-05 0.001225 3.18
259058_at putative cytochrome P450 similar toCYP89A9 AT3G03470 6.36 2.67 10.03 2.73E-05 0.001225 3.18
247596_at  putative protein predicted protein, D--- AT5G60840 -4.36 -2.12 -10.02 2.75E-05 0.001226 3.17
246097_at  putative protein CGI-45 protein - HoHHP1 AT5G20270 -7.99 -3.00 -10.01 2.75E-05 0.001226 3.17
263131_at  ribosomal protein L13, putative simemb1473 AT1G78630 -2.21 -1.14 -10.01 2.76E-05 0.001226 3.17
255969_at Expressed protein ; supported by fu--- AT1G22330 -5.05 -2.34 -9.99 2.79E-05 0.001234 3.15
259911_at putative cinnamyl-alcohol dehydrog CAD1 AT1G72680 3.25 1.70 9.99 2.79E-05 0.001234 3.15
253590_at putative protein various predicted prHHP2 AT4G30850 -3.01 -1.59 -9.97 2.83E-05 0.001239 3.14
257194_at  serine acetyltransferase (Sat-1) ideATSERAT2AT3G13110 2.32 1.22 9.97 2.83E-05 0.001239 3.14
244901_at hypothetical protein --- ATMG00640 2.45 1.29 9.97 2.84E-05 0.001239 3.14
251701_at  putative protein hypothetical protein--- AT3G56650 -2.35 -1.23 -9.96 2.86E-05 0.001239 3.13
252885_at glycine-rich protein (clone AtGRP8) GR-RBP8 AT4G39260 3.37 1.75 9.95 2.86E-05 0.001239 3.13
265471_at putative peroxidase ATP2a  ;suppor--- AT2G37130 7.13 2.83 9.95 2.87E-05 0.001239 3.13
255889_at  ABC transporter, putative similar toWBC11 AT1G17840 -3.10 -1.63 -9.95 2.87E-05 0.001239 3.12
249693_at histidine kinase-like protein  ; suppoAHK2 AT5G35750 -3.82 -1.94 -9.90 2.96E-05 0.001264 3.09
261150_at  floral nectary-specific protein, putatJMT AT1G19640 -16.83 -4.07 -9.90 2.96E-05 0.001264 3.09
254016_at  putative transcription factor ArabidoCGA1 AT4G26150 -4.28 -2.10 -9.88 3.00E-05 0.001277 3.08
260347_at  DHHC-type zinc finger protein, puta--- AT1G69420 -3.60 -1.85 -9.87 3.02E-05 0.00128 3.07
253835_at  putative beta-glucosidase beta-glucBGLU9 AT4G27820 2.44 1.29 9.86 3.03E-05 0.001283 3.07
247552_at  phytochelatin synthetase - like prot COB AT5G60920 -3.93 -1.98 -9.85 3.06E-05 0.001289 3.06
250569_at  myc-like protein myc-like regulatoryBIM1 AT5G08130 -4.63 -2.21 -9.85 3.07E-05 0.001291 3.05
252433_at  putative protein putative hydrolyse --- AT3G47560 -3.33 -1.74 -9.84 3.07E-05 0.001291 3.05
263664_at  putative auxin-induced protein, IAAAXR3 AT1G04250 -8.23 -3.04 -9.83 3.09E-05 0.001296 3.04



253974_at  receptor protein kinase - like protei --- AT4G26540 -4.63 -2.21 -9.79 3.18E-05 0.00132 3.02
257074_at unknown protein --- AT3G19660 4.99 2.32 9.79 3.19E-05 0.00132 3.01
251402_at  SRG1 - like protein SRG1 protein, A--- AT3G60290 -6.90 -2.79 -9.79 3.19E-05 0.00132 3.01
245176_at unknown protein similar to GP|2104--- AT2G47440 -7.08 -2.82 -9.78 3.20E-05 0.001322 3.01
259741_at unknown protein --- AT1G71020 -2.98 -1.58 -9.78 3.21E-05 0.001322 3.01
251790_at  elicitor responsive/phloem -like pro --- AT3G55470 2.45 1.29 9.77 3.22E-05 0.001322 3.00
255078_at  putative protein ascorbate peroxidaAPX4 AT4G09010 -3.03 -1.60 -9.76 3.24E-05 0.00133 3.00
249120_at unknown protein  ;supported by full---- AT5G43750 -2.20 -1.13 -9.74 3.29E-05 0.001345 2.98
255298_at putative protein similar to transcriptiATMSRB6 AT4G04840 -16.86 -4.08 -9.74 3.29E-05 0.001345 2.98
267565_at putative cytochrome P450 CYP71A12 AT2G30750 25.35 4.66 9.72 3.33E-05 0.001352 2.97
245362_at homeobox-leucine zipper protein HAHAT1 AT4G17460 -3.01 -1.59 -9.71 3.35E-05 0.001356 2.96
262396_at unknown protein ;supported by full-l--- AT1G49470 5.24 2.39 9.70 3.38E-05 0.001365 2.95
254701_at  putative protein predicted protein, A--- AT4G18030 -4.20 -2.07 -9.69 3.40E-05 0.001369 2.95
261564_at  NAC domain protein, putative simil ATAF1 AT1G01720 3.01 1.59 9.68 3.42E-05 0.00137 2.94
250645_at putative protein strong similarity to u--- AT5G06700 -4.21 -2.07 -9.67 3.43E-05 0.00137 2.94
245698_at phosphate/phosphoenolpyruvate tra--- AT5G04160 -3.78 -1.92 -9.67 3.43E-05 0.00137 2.94
265824_at putative glucosyltransferase  ;suppoATCSLA07 AT2G35650 -2.87 -1.52 -9.67 3.44E-05 0.00137 2.93
264321_at unknown protein Contains similarity --- AT1G04200 -2.90 -1.54 -9.67 3.44E-05 0.00137 2.93
266963_at unknown protein MTP11 AT2G39450 -2.31 -1.21 -9.67 3.45E-05 0.00137 2.93
250408_at  serine/threonine protein kinase -likeCIPK5 AT5G10930 3.92 1.97 9.66 3.47E-05 0.001377 2.92
249118_at putative protein similar to unknown --- AT5G43870 -2.63 -1.39 -9.64 3.50E-05 0.001381 2.91
256310_at unknown protein ; supported by cDNERD4 AT1G30360 -3.20 -1.68 -9.64 3.51E-05 0.001381 2.91
259430_at hypothetical protein similar to unknoGPAT4 AT1G01610 -3.30 -1.72 -9.64 3.51E-05 0.001381 2.91
246371_at unknown protein contains similarity --- AT1G51940 -2.33 -1.22 -9.64 3.51E-05 0.001381 2.91
255590_at  cathepsin B-like cysteine protease, --- AT4G01610 2.59 1.38 9.62 3.55E-05 0.001384 2.90
256417_s_a omega-3 fatty acid desaturase, chloFAD7 AT3G11170 / -3.96 -1.99 -9.62 3.56E-05 0.001384 2.90
267078_at unknown protein  ;supported by full---- AT2G40960 -2.15 -1.10 -9.61 3.57E-05 0.001384 2.89
266884_at phytocyanin identical to GB:U90428UCC2 AT2G44790 8.63 3.11 9.59 3.62E-05 0.001395 2.88
252317_at  putative protein hypersensitivity-rel --- AT3G48720 -17.99 -4.17 -9.57 3.67E-05 0.001408 2.86
263184_at  UDP-glucose:indole-3-acetate betaUGT75B1 AT1G05560 3.08 1.62 9.56 3.69E-05 0.00141 2.86
250690_at ABC transporter-like protein  ; supp --- AT5G06530 -3.32 -1.73 -9.55 3.73E-05 0.001419 2.85
263297_at putative ADP-ribosylation factor  ; s ATARFB1AAT2G15310 3.38 1.76 9.52 3.79E-05 0.001441 2.83
260900_s_a branched-chain alpha keto-acid de --- AT1G21400 / 4.28 2.10 9.51 3.82E-05 0.001441 2.82
267481_at putative receptor-like protein kinase--- AT2G02780 -6.82 -2.77 -9.51 3.83E-05 0.001441 2.82
261594_at  DNA-binding factor, putative simila AT-GTL1 AT1G33240 -2.36 -1.24 -9.51 3.83E-05 0.001441 2.82



251996_at  beta-galactosidase precursor - like BGAL2 AT3G52840 -2.46 -1.30 -9.50 3.84E-05 0.001441 2.82
257628_at  cytochrome P450, putative contain CYP71B26 AT3G26290 5.25 2.39 9.49 3.86E-05 0.001443 2.81
253136_at  putative protein leucine-rich protein--- AT4G35470 -2.24 -1.16 -9.49 3.88E-05 0.001443 2.81
252231_at hypothetical protein  ;supported by f--- AT3G49720 -2.46 -1.30 -9.48 3.89E-05 0.001446 2.80
258357_at putative leucine-rich repeat transmeSRF7 AT3G14350 -3.89 -1.96 -9.45 3.97E-05 0.00147 2.78
259057_at unknown protein  ; supported by cD--- AT3G03310 2.72 1.44 9.45 3.99E-05 0.001475 2.77
267005_at unknown protein ; supported by cDN--- AT2G34460 -2.12 -1.08 -9.44 4.00E-05 0.001476 2.77
258921_at unknown protein N-terminus similar anac053 AT3G10500 2.67 1.42 9.42 4.05E-05 0.001488 2.76
249823_s_aputative protein contains similarity to--- AT5G23350 / -3.03 -1.60 -9.41 4.07E-05 0.001493 2.75
254300_at  Translation factor EF-1 alpha - like ACR7 AT4G22780 3.10 1.63 9.41 4.10E-05 0.001493 2.75
247949_at cytochrome P450 CYP81F2 AT5G57220 34.41 5.10 9.41 4.10E-05 0.001493 2.75
255552_at S-adenosylmethionine synthase 2  SAM-2 AT4G01850 -2.22 -1.15 -9.37 4.19E-05 0.001514 2.72
259008_at metallothionein-like protein similar t MT2A AT3G09390 2.28 1.19 9.37 4.19E-05 0.001514 2.72
263953_at hypothetical protein predicted by geOFP15 AT2G36050 -4.13 -2.05 -9.37 4.19E-05 0.001514 2.72
264960_at hypothetical protein contains similarATEXT4 AT1G76930 37.44 5.23 9.37 4.19E-05 0.001514 2.72
264916_at  ATP citrate-lyase, putative similar t ACLA-2 AT1G60810 -2.89 -1.53 -9.36 4.24E-05 0.00152 2.71
266791_at unknown protein --- AT2G02960 -2.02 -1.01 -9.35 4.24E-05 0.00152 2.71
266735_at putative pectinesterase  ; supported--- AT2G46930 -2.61 -1.38 -9.35 4.26E-05 0.001524 2.71
256569_at hypothetical protein  ; supported by --- AT3G19550 8.86 3.15 9.34 4.29E-05 0.001528 2.70
267008_at putative ABC transporter --- AT2G39350 -3.31 -1.73 -9.33 4.30E-05 0.001528 2.70
258123_at putative MAP kinase similar to blastMPK9 AT3G18040 -4.36 -2.12 -9.33 4.32E-05 0.001531 2.69
259161_at  carbonic anhydrase, chloroplast preCA1 AT3G01500 -7.72 -2.95 -9.31 4.36E-05 0.00154 2.68
256891_at hypothetical protein contains similar--- AT3G19030 2.70 1.44 9.30 4.40E-05 0.001546 2.67
259592_at  lipid transfer protein, putative contaLTPG1 AT1G27950 -9.71 -3.28 -9.30 4.41E-05 0.001547 2.67
258736_at unknown protein --- AT3G05900 -3.23 -1.69 -9.29 4.42E-05 0.001548 2.66
253740_at Expressed protein ; supported by cD--- AT4G28706 -2.41 -1.27 -9.29 4.43E-05 0.001548 2.66
260222_at putative alpha galactosyltransferaseXXT5 AT1G74380 -4.34 -2.12 -9.27 4.49E-05 0.001559 2.65
259645_at  putative DNA-binding protein predicBIM2 AT1G69010 -2.70 -1.43 -9.27 4.49E-05 0.001559 2.65
247251_at cellulose synthase catalytic subunit CESA6 AT5G64740 -2.88 -1.53 -9.26 4.51E-05 0.001565 2.64
266899_at hypothetical protein predicted by ge--- AT2G34620 -6.47 -2.69 -9.23 4.63E-05 0.001592 2.62
265884_at unknown protein --- AT2G42320 -2.53 -1.34 -9.22 4.65E-05 0.001593 2.61
261131_at unknown protein --- AT1G19835 -3.76 -1.91 -9.22 4.65E-05 0.001593 2.61
247573_at  anthocyanin 5-aromatic acyltransfeAACT1 AT5G61160 57.15 5.84 9.22 4.66E-05 0.001593 2.61
252255_at  pectinesterase - like protein pectine--- AT3G49220 -5.79 -2.53 -9.21 4.68E-05 0.001597 2.60
265405_at putative protein kinase contains a p --- AT2G16750 -3.90 -1.96 -9.20 4.70E-05 0.001597 2.60



245629_at hypothetical protein predicted by ge--- AT1G56580 -2.65 -1.41 -9.19 4.73E-05 0.001601 2.59
258982_at  putative serine/threonine protein ki --- AT3G08870 3.27 1.71 9.17 4.81E-05 0.001615 2.58
244950_at cytochrome c oxidase subunit 2 --- --- 3.24 1.70 9.17 4.82E-05 0.001615 2.57
254665_at  beta-1,3-glucanase-like protein stro--- AT4G18340 -3.79 -1.92 -9.16 4.83E-05 0.001615 2.57
259106_at unknown protein  ;supported by full-RALFL22 AT3G05490 -5.87 -2.55 -9.16 4.84E-05 0.001615 2.57
255709_at putative YABBY3 axial regulator  ; sYAB3 AT4G00180 -2.37 -1.24 -9.16 4.84E-05 0.001615 2.57
257076_at unknown protein --- AT3G19680 -5.15 -2.36 -9.15 4.89E-05 0.001618 2.56
254709_at Expressed protein ; supported by cDAGD8 AT4G17890 -2.48 -1.31 -9.14 4.91E-05 0.001618 2.55
250062_at  BCS1 - like protein h-bcs1, Homo s--- AT5G17760 3.52 1.82 9.14 4.92E-05 0.001618 2.55
245011_at photosystem II G protein --- --- -2.08 -1.06 -9.14 4.92E-05 0.001618 2.55
251584_at  putative protein At2g42580 - ArabidTTL4 AT3G58620 -6.19 -2.63 -9.13 4.93E-05 0.001618 2.55
254453_at amino acid transport protein AAT1 AAT1 AT4G21120 3.14 1.65 9.13 4.95E-05 0.001618 2.54
262729_at rac-like GTP binding protein (ARACARAC5 AT1G75840 -2.67 -1.42 -9.13 4.96E-05 0.001618 2.54
252997_at  putative pollen allergen pollen aller ATEXLA2 AT4G38400 -7.33 -2.87 -9.12 4.98E-05 0.00162 2.54
247884_at lipid transfer protein; glossy1 homolCER3 AT5G57800 -6.95 -2.80 -9.11 5.03E-05 0.001622 2.53
255543_at predicted protein of unknown functio--- AT4G01870 7.50 2.91 9.10 5.03E-05 0.001622 2.53
260493_at hypothetical protein predicted by ge--- AT2G41830 -3.70 -1.89 -9.10 5.03E-05 0.001622 2.53
248138_at pyruvate decarboxylase (gb|AAB16 PDC2 AT5G54960 2.74 1.45 9.10 5.03E-05 0.001622 2.53
258179_at  integral membrane protein, putative--- AT3G21690 2.98 1.58 9.10 5.03E-05 0.001622 2.53
251192_at  alpha galactosyltransferase-like proXT1 AT3G62720 -6.04 -2.59 -9.08 5.11E-05 0.001641 2.51
259790_s_a auxin-induced protein, putative sim--- AT1G29430 / -9.62 -3.27 -9.08 5.13E-05 0.001643 2.51
245136_at putative auxin-regulated protein --- AT2G45210 6.19 2.63 9.06 5.19E-05 0.001652 2.50
266745_at unknown protein  ; supported by cDPKS1 AT2G02950 -6.03 -2.59 -9.05 5.20E-05 0.001655 2.49
259586_at unknown protein --- AT1G28100 -2.00 -1.00 -9.05 5.24E-05 0.001662 2.48
266533_s_aputative plasma membrane intrinsicPIP2;8 AT2G16850 / -2.84 -1.50 -9.03 5.29E-05 0.001666 2.47
255850_at putative chloroplast 50S ribosomal p--- AT2G33450 -2.31 -1.21 -9.03 5.29E-05 0.001666 2.47
257686_at unknown protein similar to unknownSDRB AT3G12800 2.24 1.16 9.03 5.31E-05 0.001666 2.47
258371_at hypothetical protein contains similar--- AT3G14410 -2.20 -1.14 -9.01 5.36E-05 0.001673 2.46
246284_at putative protein --- AT4G36780 -2.18 -1.13 -9.00 5.40E-05 0.001682 2.45
256057_at unknown protein contains similarity NDA1 AT1G07180 -4.81 -2.27 -8.99 5.43E-05 0.001687 2.45
258239_at putative chlorophyll A-B binding proLHCB2.3 AT3G27690 -29.66 -4.89 -8.98 5.47E-05 0.001693 2.44
244902_at NADH dehydrogenase subunit 4L --- ATMG00650 2.23 1.15 8.98 5.49E-05 0.001693 2.44
254764_at putative protein  ; supported by cDN--- AT4G13250 4.92 2.30 8.97 5.51E-05 0.001699 2.43
256999_at hypothetical protein predicted by ge--- AT3G14200 -2.01 -1.01 -8.97 5.53E-05 0.001702 2.43
255626_at coded for by A. thaliana cDNA T206--- AT4G00780 2.30 1.20 8.97 5.54E-05 0.001702 2.43



260009_at unknown protein  ;supported by full---- AT1G67950 -2.99 -1.58 -8.96 5.55E-05 0.001704 2.42
261822_at unknown protein ;supported by full-l--- AT1G11380 -3.87 -1.95 -8.92 5.70E-05 0.001729 2.39
259143_at  calmodulin-like protein similar to ca--- AT3G10190 2.68 1.42 8.91 5.74E-05 0.001737 2.39
266938_at hypothetical protein predicted by geHPT1 AT2G18950 2.40 1.26 8.88 5.87E-05 0.001758 2.36
254445_at  3-hydroxyisobutyrate dehydrogena --- AT4G20930 2.09 1.07 8.88 5.88E-05 0.001758 2.36
264954_at  carboxyphosphonoenolpyruvate mu--- AT1G77060 -2.71 -1.44 -8.87 5.92E-05 0.001766 2.35
245987_at  NAM-like protein hypothetical proteANAC083 AT5G13180 2.17 1.12 8.83 6.10E-05 0.001791 2.32
258813_at NAM-like protein (no apical meristemanac046 AT3G04060 2.73 1.45 8.83 6.11E-05 0.001791 2.32
260225_at putative glutathione S-transferase sGSTU10 AT1G74590 22.22 4.47 8.83 6.11E-05 0.001791 2.32
254332_at  leucine rich repeat receptor kinase---- AT4G22730 -2.84 -1.51 -8.82 6.12E-05 0.001791 2.32
255732_at  fatty acid condensing enzyme CUTKCS5 AT1G25450 / -6.80 -2.77 -8.81 6.18E-05 0.001802 2.31
256865_at  NAD dependent epimerase, putativGAE6 AT3G23820 -3.89 -1.96 -8.81 6.20E-05 0.001806 2.30
247480_at  KED - like protein KED, Nicotiana t ATBAG7 AT5G62390 -2.48 -1.31 -8.80 6.22E-05 0.001809 2.30
264910_at  resistance protein, putative similar --- AT1G61100 -4.43 -2.15 -8.80 6.22E-05 0.001809 2.30
251922_at  protein kinase -like protein protein k--- AT3G54030 -3.96 -1.99 -8.79 6.28E-05 0.001813 2.29
262482_at  SRG1-like protein Strong homologySRG1 AT1G17020 11.65 3.54 8.78 6.30E-05 0.001813 2.29
247934_at putative protein similar to unknown --- AT5G57000 -2.04 -1.03 -8.78 6.32E-05 0.001813 2.28
254370_at L1 specific homeobox gene ATML1 ATML1 AT4G21750 -2.49 -1.32 -8.77 6.34E-05 0.001818 2.28
260676_at  integral membrane protein, putative--- AT1G19450 -3.91 -1.97 -8.77 6.38E-05 0.001822 2.27
267209_at unknown protein  ;supported by full---- AT2G30930 -2.46 -1.30 -8.75 6.43E-05 0.001827 2.27
257338_s_aNADH dehydrogenase subunit 5 (na--- AT2G07711 / 2.68 1.42 8.75 6.46E-05 0.001832 2.26
248914_at Rab-type small GTP-binding proteinAtRABA1c AT5G45750 -3.29 -1.72 -8.73 6.55E-05 0.001849 2.24
257216_at  4-methyl-5(b-hydroxyethyl)-thiazole--- AT3G14990 4.68 2.23 8.73 6.56E-05 0.001849 2.24
263391_at putative monogalactosyldiacylglyce MGDC AT2G11810 3.58 1.84 8.73 6.56E-05 0.001849 2.24
265817_at histone H1  ;supported by full-lengthHIS1-3 AT2G18050 6.56 2.71 8.72 6.59E-05 0.001852 2.24
256228_at  phosphoglycerate kinase, putative --- AT1G56190 -2.48 -1.31 -8.72 6.60E-05 0.001852 2.24
245042_at hypothetical protein predicted by geHEMD AT2G26540 -3.51 -1.81 -8.69 6.73E-05 0.00187 2.22
251993_at  peroxiredoxin - like protein peroxire--- AT3G52960 -2.27 -1.19 -8.69 6.74E-05 0.00187 2.21
266905_at putative katanin  ;supported by full-l --- AT2G34560 -2.73 -1.45 -8.69 6.76E-05 0.00187 2.21
253394_at  putative protein predicted protein, SVTE1 AT4G32770 -3.66 -1.87 -8.68 6.79E-05 0.001871 2.21
263382_at putative anthranilate N-hydroxycinn --- AT2G40230 -2.42 -1.27 -8.68 6.79E-05 0.001871 2.21
247069_at pectinesterase like protein  ;supportsks17 AT5G66920 -5.81 -2.54 -8.67 6.82E-05 0.001875 2.20
264307_at hypothetical protein contains similar--- AT1G61900 -2.30 -1.20 -8.66 6.88E-05 0.001886 2.19
263207_at putative endoxyloglucan transferaseXTH33 AT1G10550 -17.37 -4.12 -8.66 6.89E-05 0.001887 2.19
261763_at  ABC transporter, putative similar toPDR12 AT1G15520 20.13 4.33 8.65 6.91E-05 0.001888 2.19



254260_at hypothetical protein --- AT4G23440 -2.96 -1.56 -8.65 6.92E-05 0.001888 2.19
256456_at unknown protein ; supported by full---- AT1G75180 -3.68 -1.88 -8.65 6.94E-05 0.001888 2.18
251855_at  sugar-phosphate isomerase - like p--- AT3G54690 -4.10 -2.03 -8.64 6.97E-05 0.00189 2.18
246411_at hypothetical protein contains similar--- AT1G57770 -4.74 -2.24 -8.64 6.98E-05 0.00189 2.18
260746_at  glutathione transferase, putative simATGSTU19AT1G78380 2.03 1.02 8.64 6.99E-05 0.00189 2.18
263851_at putative retroelement pol polyprotei --- --- 6.22 2.64 8.62 7.06E-05 0.001901 2.17
265573_at putative zinc-finger protein similar to--- AT2G28200 4.23 2.08 8.62 7.07E-05 0.001902 2.16
254077_at  putative protein NorM, Vibrio parah--- AT4G25640 2.34 1.23 8.62 7.10E-05 0.001908 2.16
253875_at  putative protein ENOD20 gene, Me--- AT4G27520 -4.01 -2.00 -8.61 7.12E-05 0.001909 2.16
259020_at unknown protein  ; supported by cD--- AT3G07470 -2.30 -1.20 -8.60 7.18E-05 0.001917 2.15
244937_at NADH dehydrogenase 49KDa prote--- --- -3.48 -1.80 -8.60 7.19E-05 0.001917 2.15
249493_at  acyltransferase -like protein Anthoc--- AT5G39080 -3.07 -1.62 -8.60 7.19E-05 0.001917 2.14
249467_at  NAM / CUC2 - like protein CUC2, AATNAC6 AT5G39610 9.58 3.26 8.58 7.27E-05 0.001926 2.13
244953_s_aNADH dehydrogenase subunit 6 --- AT2G07731 3.02 1.60 8.58 7.27E-05 0.001926 2.13
258565_at unknown protein  ; supported by cD--- AT3G04350 2.86 1.52 8.58 7.30E-05 0.001927 2.13
261949_at hypothetical protein predicted by geBDG1 AT1G64670 -5.67 -2.50 -8.58 7.30E-05 0.001927 2.13
247074_at putative protein contains similarity to--- AT5G66590 -2.64 -1.40 -8.57 7.32E-05 0.001931 2.13
256529_at  protein kinase, putative contains Pf--- AT1G33260 -3.78 -1.92 -8.54 7.49E-05 0.001949 2.10
258033_at unknown protein similar to MRP-likeMRP6 AT3G21250 3.51 1.81 8.54 7.50E-05 0.001949 2.10
265938_at putative SF21 protein  {Helianthus a--- AT2G19620 -6.66 -2.74 -8.54 7.51E-05 0.001949 2.10
248487_at  ATP-dependent Clp protease ATP-ERD1 AT5G51070 2.12 1.09 8.52 7.64E-05 0.001966 2.08
258632_s_a putative MAP3K epsilon protein kinMAPKKK7 AT3G07980 / -2.55 -1.35 -8.51 7.66E-05 0.001969 2.08
246133_at aldehyde oxidase AAO1  ; supporteAAO1 AT5G20960 7.41 2.89 8.51 7.70E-05 0.001976 2.07
246368_at  light repressible receptor protein kin--- AT1G51890 8.75 3.13 8.50 7.75E-05 0.00198 2.06
251661_at  putative protein NODULIN-26 - GlySIP2;1 AT3G56950 2.46 1.30 8.49 7.80E-05 0.001986 2.06
259237_at putative 2-cys peroxiredoxin BAS1 p--- AT3G11630 -2.59 -1.38 -8.48 7.87E-05 0.001988 2.05
258484_at sterol-C5-desaturase identical to GBSTE1 AT3G02580 -2.00 -1.00 -8.47 7.87E-05 0.001988 2.05
253492_at  enoyl-CoA hydratase - like protein --- AT4G31810 5.34 2.42 8.47 7.88E-05 0.001988 2.05
255674_at probable plasma membrane intrinsi PIP1;4 AT4G00430 -3.73 -1.90 -8.47 7.89E-05 0.001988 2.05
252441_at putative protein  ; supported by cDNPTAC16 AT3G46780 -2.86 -1.52 -8.46 7.97E-05 0.002 2.04
267335_s_a putative beta-1,3-glucanase  --- AT1G64760 / -2.96 -1.56 -8.45 8.01E-05 0.002002 2.03
254638_at hypothetical protein --- AT4G18740 -2.84 -1.51 -8.45 8.02E-05 0.002002 2.03
251803_at  putative protein predicted proteins, --- AT3G55350 -2.40 -1.26 -8.43 8.13E-05 0.002023 2.01
249073_at vegetative storage protein-like  ;sup--- AT5G44020 -6.04 -2.59 -8.43 8.16E-05 0.002026 2.01
258719_at putative pectate lyase simliar to pec--- AT3G09540 -4.75 -2.25 -8.40 8.32E-05 0.002058 1.99



266993_at nodulin-like protein  ; supported by c--- AT2G39210 3.41 1.77 8.39 8.35E-05 0.002063 1.99
263513_at unknown protein --- AT2G12400 -3.12 -1.64 -8.38 8.47E-05 0.00208 1.97
252563_at  putative protein cim1 induced allergATEXLA1 AT3G45970 -8.14 -3.03 -8.34 8.72E-05 0.002123 1.94
245339_at hypothetical protein ;supported by fuCOBL7 AT4G16120 -3.44 -1.78 -8.33 8.77E-05 0.00213 1.93
245757_at  phosphate-induced (phi-1) protein, PHI-1 AT1G35140 -33.33 -5.06 -8.33 8.77E-05 0.00213 1.93
247038_at anthranilate N-hydroxycinnamoyl/beEPS1 AT5G67160 2.49 1.32 8.32 8.80E-05 0.002136 1.93
256848_at hypothetical protein similar to hypot --- AT3G27960 -7.74 -2.95 -8.32 8.81E-05 0.002136 1.93
253571_at  putative calmodulin-binding protein --- AT4G31000 -8.43 -3.07 -8.31 8.89E-05 0.002145 1.92
263676_at  putative RNA-binding protein Ident CRB AT1G09340 -2.47 -1.31 -8.31 8.90E-05 0.002145 1.92
248273_at putative protein contains similarity to--- AT5G53500 -3.38 -1.76 -8.29 9.02E-05 0.002169 1.90
264037_at putative steroid sulfotransferase  ;su--- AT2G03750 -2.23 -1.16 -8.29 9.03E-05 0.002169 1.90
249818_at Expressed protein ; supported by cDTUB8 AT5G23860 -3.39 -1.76 -8.29 9.06E-05 0.002172 1.90
253215_at  putative protein AT.I.24-7, Arabidop--- AT4G34950 -5.79 -2.53 -8.27 9.13E-05 0.002183 1.89
256076_at unknown protein ; supported by cDN--- AT1G18060 -2.99 -1.58 -8.27 9.14E-05 0.002183 1.89
247817_at Expressed protein ; supported by fu--- AT5G58375 2.20 1.13 8.26 9.20E-05 0.002187 1.88
246952_at putative protein similar to unknown OFP13 AT5G04820 -2.27 -1.18 -8.26 9.20E-05 0.002187 1.88
250327_at  putative serine rich protein predicte--- AT5G12050 -6.87 -2.78 -8.26 9.21E-05 0.002187 1.88
263823_s_aAP2 domain transcription factor --- AT2G40340 / 4.22 2.08 8.25 9.30E-05 0.002202 1.87
253022_at putative protein --- AT4G38060 3.73 1.90 8.25 9.33E-05 0.002204 1.87
250983_at  putative protein In2, Zea mays, EM--- AT5G02780 12.53 3.65 8.24 9.35E-05 0.002204 1.86
253309_at  male sterility 2-like protein male steCER4 AT4G33790 -4.24 -2.08 -8.24 9.35E-05 0.002204 1.86
252711_at  lipid-transfer protein-like protein no --- AT3G43720 -9.20 -3.20 -8.24 9.35E-05 0.002204 1.86
253046_at  cytochrome P450 - like protein cytoCYP81D8 AT4G37370 14.47 3.86 8.24 9.37E-05 0.002205 1.86
264280_at  beta-glucosidase, putative similar t BGLU46 AT1G61820 4.15 2.05 8.24 9.39E-05 0.002205 1.86
248153_at cyclic nucleotide and calmodulin-regATCNGC4 AT5G54250 2.06 1.04 8.21 9.60E-05 0.002229 1.83
252117_at  mucin -like protein hemomucin, DroYLS2 AT3G51430 2.96 1.56 8.21 9.60E-05 0.002229 1.83
257204_at Expressed protein ; supported by fuRALFL24 AT3G23805 -5.68 -2.51 -8.21 9.61E-05 0.002229 1.83
256725_at hypothetical protein predicted by ge--- AT2G34070 -4.22 -2.08 -8.20 9.64E-05 0.002231 1.83
253197_at  putative protein Cyanophora parad --- AT4G35250 -2.62 -1.39 -8.20 9.65E-05 0.002231 1.83
263545_at unknown protein --- AT2G21560 4.92 2.30 8.20 9.65E-05 0.002231 1.83
263553_at putative purple acid phosphatase prPAP10 AT2G16430 2.21 1.14 8.20 9.68E-05 0.002233 1.83
258421_at MtN3-like protein similar to MtN3 G --- AT3G16690 -3.76 -1.91 -8.20 9.69E-05 0.002233 1.83
257766_at  auxin-inducible gene (IAA2) identic IAA2 AT3G23030 -2.84 -1.51 -8.20 9.69E-05 0.002233 1.82
258528_at unknown protein contains Pfam pro --- AT3G06770 -4.78 -2.26 -8.19 9.76E-05 0.002245 1.82
262225_at  pectinesterase, putative similar to pATPME1 AT1G53840 -4.06 -2.02 -8.18 9.78E-05 0.002245 1.82



252945_at putative protein  ;supported by full-le--- AT4G39140 2.10 1.07 8.18 9.84E-05 0.002253 1.81
262314_at unknown protein contains similarity --- AT1G70810 2.17 1.12 8.17 9.85E-05 0.002253 1.81
256617_at unknown protein  ; supported by full--- AT3G22240 5.13 2.36 8.16 9.98E-05 0.002269 1.79
267261_at unknown protein  ;supported by full---- AT2G23120 -3.43 -1.78 -8.15 9.99E-05 0.002269 1.79
244943_at NADH dehydrogenase subunit 9 --- ATMG00070 2.42 1.27 8.15 0.0001 0.002269 1.79
251150_at  putative protein Sb34 (PREG-like pCYCP1;1 AT3G63120 -2.07 -1.05 -8.15 0.0001 0.002269 1.79
255647_at Ca2+-transporting ATPase - like proECA2 AT4G00900 2.24 1.17 8.14 0.000101 0.002281 1.78
266650_at unknown protein --- AT2G25800 -2.24 -1.17 -8.14 0.000101 0.002281 1.78
253617_at hypothetical protein --- AT4G30410 -5.82 -2.54 -8.13 0.000102 0.00229 1.77
248608_at ATP citrate lyase  ; supported by cDACLB-2 AT5G49460 -2.16 -1.11 -8.13 0.000102 0.002291 1.77
262661_s_ahypothetical protein --- AT1G14230 / -12.70 -3.67 -8.13 0.000102 0.002291 1.77
259660_at unknown protein ; supported by full---- AT1G55260 -11.11 -3.47 -8.13 0.000102 0.002291 1.77
247399_at putative protein similar to unknown --- AT5G62960 -3.33 -1.74 -8.12 0.000103 0.002302 1.76
250213_at H-protein promoter binding factor-1 TBP1 AT5G13820 2.52 1.33 8.11 0.000103 0.002307 1.76
254174_at putative protein various predicted prYSL1 AT4G24120 2.79 1.48 8.10 0.000104 0.002327 1.75
250300_at  putative protein various predicted p--- AT5G11890 -2.65 -1.41 -8.09 0.000105 0.002331 1.74
256305_at glutathione S-conjugate transportingMRP1 AT1G30400 2.62 1.39 8.08 0.000106 0.002333 1.73
266140_at nodulin-like protein  ; supported by c--- AT2G28120 -2.44 -1.29 -8.07 0.000107 0.002352 1.72
258202_at unknown protein --- AT3G13940 2.98 1.57 8.07 0.000107 0.002354 1.72
257022_at  zinc finger protein, putative similar AZF2 AT3G19580 2.30 1.20 8.06 0.000107 0.002357 1.71
254034_at P-glycoprotein-2 (pgp2) PGP2 AT4G25960 -2.58 -1.37 -8.06 0.000108 0.002357 1.71
261767_s_a adenine nucleotide translocase, puNTT1 AT1G15500 / 2.12 1.09 8.05 0.000108 0.002365 1.70
261055_at  chloroplast nucleoid DNA binding p--- AT1G01300 -2.12 -1.08 -8.05 0.000108 0.002365 1.70
266418_at putative annexin  ;supported by full-ANNAT4 AT2G38750 -6.86 -2.78 -8.05 0.000108 0.002365 1.70
245349_at cyanohydrin lyase like protein ;suppMES16 AT4G16690 4.30 2.10 8.04 0.000109 0.002367 1.70
262902_x_ahypothetical protein similar to putati --- AT1G59930 -2.89 -1.53 -8.04 0.000109 0.002372 1.69
252400_at hypothetical protein --- AT3G48020 3.97 1.99 8.02 0.000111 0.002391 1.68
258901_at putative protein phosphatase-2C sim--- AT3G05640 -19.30 -4.27 -8.02 0.000111 0.002392 1.68
251259_at  putative protein phosphoprotein ph --- AT3G62260 2.85 1.51 8.01 0.000111 0.002396 1.68
260501_at unknown protein  ; supported by cD--- AT2G41770 -2.44 -1.29 -8.01 0.000111 0.002396 1.67
263456_at unknown protein --- AT2G22125 -2.40 -1.26 -8.01 0.000111 0.002396 1.67
256855_at 30S ribosomal protein S20 contains--- AT3G15190 -2.20 -1.13 -8.01 0.000112 0.002402 1.67
246792_at  putative protein predicted proteins, --- AT5G27290 -4.01 -2.01 -8.00 0.000112 0.002402 1.67
258923_at putative glucose acyltransferase simSCPL7 AT3G10450 4.10 2.04 8.00 0.000113 0.002411 1.66
259520_at hypothetical protein --- AT1G12320 2.99 1.58 7.98 0.000114 0.002425 1.65



259618_at  myb-related transcription factor (cpMYB112 AT1G48000 2.51 1.33 7.98 0.000114 0.002427 1.65
248756_at sodium-dicarboxylate cotransporter TDT AT5G47560 3.62 1.86 7.98 0.000114 0.002427 1.65
252866_at putative protein --- AT4G39840 -5.83 -2.54 -7.97 0.000115 0.002432 1.64
263947_at unknown protein  ;supported by full---- AT2G35820 3.20 1.68 7.95 0.000117 0.002457 1.62
246584_at  putative protein predicted protein, A--- AT5G14730 10.01 3.32 7.95 0.000117 0.002457 1.62
251191_at  putative protein putative protein F1 --- AT3G62590 3.52 1.81 7.95 0.000117 0.002457 1.62
254805_at pEARLI 1  ; supported by cDNA: gi_pEARLI 1 AT4G12480 48.43 5.60 7.93 0.000118 0.002479 1.61
254189_at  putative protein cellulose synthase CSLG2 AT4G24000 6.21 2.63 7.93 0.000118 0.002479 1.61
262665_at  xyloglucan fucosyltransferase, putaFUT7 AT1G14070 5.47 2.45 7.92 0.000119 0.002493 1.60
250960_at putative protein --- AT5G02940 -3.31 -1.72 -7.92 0.00012 0.002497 1.60
251906_at putative protein several hypotheticaATCHX20 AT3G53720 2.34 1.22 7.92 0.00012 0.002497 1.59
259800_at Expressed protein ; supported by fu--- AT1G72175 -2.16 -1.11 -7.91 0.00012 0.0025 1.59
249941_at putative protein similar to unknown --- AT5G22270 2.32 1.22 7.91 0.000121 0.0025 1.59
251305_at peptidylprolyl isomerase ROC4  ;su ROC4 AT3G62030 -2.67 -1.42 -7.89 0.000122 0.002513 1.57
258395_at putative jasmonic acid regulatory prANAC055 AT3G15500 3.19 1.67 7.89 0.000123 0.002516 1.57
261758_at hypothetical protein contains similarADT6 AT1G08250 2.82 1.50 7.89 0.000123 0.002516 1.57
261135_at  defensin AMP1, putative similar to PDF1.4 AT1G19610 17.71 4.15 7.89 0.000123 0.002516 1.57
261240_at subtilisin-like serine protease contaiSBT3.5 AT1G32940 5.30 2.41 7.87 0.000124 0.002533 1.56
249174_at putative protein similar to unknown --- AT5G42900 3.20 1.68 7.87 0.000124 0.002534 1.56
267279_at hypothetical protein predicted by ge--- AT2G19460 -3.95 -1.98 -7.87 0.000124 0.002534 1.56
257173_at  S-adenosyl-L-homocysteinas, puta SAHH2 AT3G23810 -11.45 -3.52 -7.87 0.000124 0.002534 1.55
255794_at putative NAM (no apical meristem)- ANAC041 AT2G33480 4.22 2.08 7.84 0.000127 0.00256 1.53
251176_at  Ca2+-transporting ATPase -like pro--- AT3G63380 9.99 3.32 7.84 0.000127 0.00256 1.53
256461_s_aadenylosuccinate lyase - like protein--- AT1G36280 / -6.49 -2.70 -7.84 0.000127 0.002564 1.53
265228_s_ahypothetical protein --- AT2G07698 2.15 1.10 7.83 0.000128 0.002579 1.52
245976_at  WRKY-like protein WRKY DNA binWRKY75 AT5G13080 15.69 3.97 7.83 0.000129 0.002582 1.52
249847_at serine carboxypeptidase II-like proteSCPL34 AT5G23210 -2.65 -1.41 -7.82 0.000129 0.002584 1.52
250827_at cellulose synthase catalytic subunit CEV1 AT5G05170 -2.42 -1.28 -7.82 0.00013 0.002588 1.51
245148_at putative pectinesterase  ; supported--- AT2G45220 16.55 4.05 7.82 0.00013 0.002588 1.51
245325_at xyloglucan endotransglycosylase-reXTR7 AT4G14130 -20.10 -4.33 -7.81 0.000131 0.002598 1.50
246446_at  putative protein hypothetical protein--- AT5G17640 -2.19 -1.13 -7.80 0.000131 0.002602 1.50
252184_at steroid 22-alpha-hydroxylase (DWFDWF4 AT3G50660 -2.33 -1.22 -7.80 0.000132 0.002609 1.49
266000_at putative cytochrome P450 identical CYP71B6 AT2G24180 3.52 1.82 7.79 0.000132 0.002613 1.49
249807_at pectinacetylesterase --- AT5G23870 -2.52 -1.33 -7.79 0.000133 0.002622 1.48
255774_at unknown protein --- AT1G18620 -3.98 -1.99 -7.76 0.000136 0.002659 1.46



254085_at  abscisic acid-induced - like protein HVA22D AT4G24960 -3.71 -1.89 -7.74 0.000137 0.002679 1.45
258535_at unknown protein  ; supported by cD--- AT3G06750 -3.23 -1.69 -7.74 0.000138 0.002682 1.44
246463_at  quinone oxidoreductase -like prote AT-AER AT5G16970 2.58 1.37 7.74 0.000138 0.002682 1.44
244983_at ribosomal protein L16 --- --- -3.13 -1.64 -7.73 0.000138 0.002682 1.44
248683_at putative protein similar to unknown --- AT5G48490 -7.64 -2.93 -7.73 0.000138 0.002682 1.44
253281_at predicted protein UGT73B1 AT4G34138 3.89 1.96 7.73 0.000139 0.002682 1.44
254122_at CER2  ;supported by full-length cDNCER2 AT4G24510 -35.22 -5.14 -7.73 0.000139 0.002682 1.44
266254_at putative membrane transporter NAT12 AT2G27810 -2.24 -1.17 -7.73 0.000139 0.002682 1.44
257793_at unknown protein  ;supported by full---- AT3G26960 -12.16 -3.60 -7.71 0.000141 0.0027 1.42
245692_at myc - like protein BHLH101 AT5G04150 -2.39 -1.26 -7.71 0.000141 0.002701 1.42
259530_at hypothetical protein --- AT1G12450 -3.21 -1.68 -7.71 0.000141 0.002701 1.42
254485_at  cell-cell signaling protein csgA - like--- AT4G20760 -2.25 -1.17 -7.71 0.000141 0.002704 1.42
249065_at putative protein similar to unknown --- AT5G44260 -3.25 -1.70 -7.70 0.000142 0.002709 1.41
261315_at  AP2 domain containing protein, putERF8 AT1G53170 3.77 1.92 7.70 0.000143 0.002712 1.41
253975_at  putative protein proliferating-cell nu--- AT4G26600 4.18 2.06 7.69 0.000143 0.002712 1.41
247679_at  1-aminocyclopropane-1-carboxylat --- AT5G59540 3.66 1.87 7.68 0.000144 0.002722 1.40
256327_at unknown protein ;supported by full-lGAUT9 AT3G02350 -2.15 -1.10 -7.68 0.000144 0.002722 1.40
263433_at putative myo-inositol 1-phosphate sMIPS2 AT2G22240 -2.58 -1.37 -7.68 0.000145 0.002726 1.39
247162_at xyloglucan endo-transglycosylase-li --- AT5G65730 -5.57 -2.48 -7.68 0.000145 0.002726 1.39
254520_at  potassium transporter-like protein p--- AT4G19960 2.36 1.24 7.67 0.000145 0.002731 1.39
248311_at beta-carotene hydroxylase BETA-OHAAT5G52570 -2.87 -1.52 -7.67 0.000146 0.002733 1.38
267635_at rhodanese-like family protein ;suppo--- AT2G42220 -2.88 -1.53 -7.67 0.000146 0.002733 1.38
258368_at subtilisin-like serine protease contai--- AT3G14240 -3.88 -1.95 -7.66 0.000146 0.002735 1.38
244981_at ribosomal protein S8 --- --- -2.08 -1.05 -7.64 0.000149 0.002765 1.36
260812_at  nodulin-like protein similar to MtN2 --- AT1G43650 -2.74 -1.46 -7.63 0.000151 0.002794 1.35
254563_at putative protein several hypotheticaERD3 AT4G19120 -2.29 -1.20 -7.62 0.000152 0.002804 1.34
251365_at  putative DNA-binding protein At2g3--- AT3G61310 -2.20 -1.14 -7.61 0.000152 0.002813 1.34
253794_at  putative protein dimethylaniline mo --- AT4G28720 -5.67 -2.50 -7.61 0.000153 0.002813 1.33
263497_at cold-regulated protein cor15a precuCOR15A AT2G42540 -27.93 -4.80 -7.58 0.000157 0.002868 1.30
247488_at  putative protein MtN19, Medicago t--- AT5G61820 2.54 1.35 7.57 0.000157 0.002869 1.30
265042_at  unknown protein Similar to acid pho--- AT1G04040 -6.37 -2.67 -7.56 0.000159 0.002877 1.29
253039_at  squalene epoxidase - like protein s SQE3 AT4G37760 -3.45 -1.79 -7.56 0.000159 0.002878 1.29
253493_at putative protein various predicted prENP AT4G31820 -2.84 -1.51 -7.56 0.000159 0.002878 1.29
259729_at hypothetical protein predicted by ge--- AT1G77640 -5.80 -2.54 -7.56 0.000159 0.00288 1.29
263467_at unknown protein --- AT2G31730 -3.76 -1.91 -7.56 0.00016 0.00288 1.29



249045_at berberine bridge enzyme-like protei --- AT5G44380 8.12 3.02 7.55 0.00016 0.002886 1.28
259437_at  protein serine/threonine kinase, pu --- AT1G01540 -3.25 -1.70 -7.54 0.000161 0.002896 1.27
264746_at unknown protein similar to putative WRKY6 AT1G62300 5.64 2.50 7.54 0.000161 0.002896 1.27
252411_at  putative protein PMP31 protein - C PEX11B AT3G47430 3.51 1.81 7.54 0.000161 0.002896 1.27
261768_at  gibberellin 3 beta-hydroxylase, putaGA3OX1 AT1G15550 -2.04 -1.03 -7.54 0.000162 0.002898 1.27
264338_at  potassium transporter, putative simKUP6 AT1G70300 2.62 1.39 7.54 0.000162 0.0029 1.27
251796_at  synaptic glycoprotein SC2-like prot --- AT3G55360 -2.74 -1.46 -7.53 0.000163 0.002912 1.26
260924_at hypothetical protein similar to Pto ki --- AT1G21590 2.51 1.33 7.52 0.000164 0.002918 1.26
255617_at putative protein kinase --- AT4G01330 -2.14 -1.09 -7.52 0.000164 0.002918 1.26
258997_at hypothetical protein similar to unkno--- AT3G01810 -2.86 -1.52 -7.52 0.000164 0.00292 1.25
253478_at  putative protein trichohyalin - huma--- AT4G32350 -2.77 -1.47 -7.52 0.000165 0.00292 1.25
247126_at protein phosphatase 2C-like protein--- AT5G66080 -2.51 -1.33 -7.51 0.000165 0.002929 1.25
260898_at  plastid ribosomal protein L34 precu--- AT1G29070 -2.23 -1.16 -7.51 0.000166 0.002929 1.24
248100_at  beta-1,3-glucanase-like protein  ;su--- AT5G55180 -5.99 -2.58 -7.51 0.000166 0.002933 1.24
255536_at Expressed protein ; supported by fu--- AT4G01575 -2.69 -1.43 -7.50 0.000168 0.002948 1.23
247819_at MAP kinase ; supported by cDNA: gWNK4 AT5G58350 2.45 1.29 7.49 0.000169 0.00296 1.23
258887_at putative phospholipase D similar to PLDP2 AT3G05630 2.41 1.27 7.49 0.000169 0.00296 1.23
257051_at squamosa promoter binding proteinSPL5 AT3G15270 -6.35 -2.67 -7.48 0.00017 0.002972 1.22
267220_at putative sugar nucleotide phosphoryISPD AT2G02500 -2.06 -1.04 -7.47 0.000171 0.00298 1.21
259664_at unknown protein ; supported by full-AGP21 AT1G55330 -38.51 -5.27 -7.47 0.000171 0.00298 1.21
259248_at putative heat-shock protein similar t --- AT3G07770 3.79 1.92 7.47 0.000172 0.002982 1.21
247925_at TCH4 protein (gb|AAA92363.1)  ; suTCH4 AT5G57560 -12.58 -3.65 -7.46 0.000172 0.00299 1.20
253042_at  formamidase - like protein formami --- AT4G37550 -2.76 -1.47 -7.45 0.000174 0.003005 1.19
247327_at peroxidase (emb|CAA67551.1)  ;su --- AT5G64120 14.11 3.82 7.45 0.000174 0.003005 1.19
260302_at putative sulfate transporter contains--- AT1G80310 / 2.22 1.15 7.44 0.000176 0.00302 1.18
253424_at putative protein ; supported by cDN --- AT4G32330 -2.10 -1.07 -7.42 0.000179 0.003054 1.16
258684_at  putative protein kinase contains Pfa--- AT3G08680 -2.20 -1.14 -7.41 0.000179 0.003059 1.16
261769_at plastocyanin identical to plastocyan PETE1 AT1G76100 -2.05 -1.04 -7.41 0.00018 0.003063 1.16
248460_at Expressed protein ; supported by fu--- AT5G50915 -8.57 -3.10 -7.40 0.000181 0.003066 1.15
248085_at putative protein similar to unknown SVL1 AT5G55480 -3.40 -1.77 -7.39 0.000183 0.003077 1.14
258225_at unknown protein  ; supported by cD--- AT3G15630 -4.28 -2.10 -7.38 0.000184 0.003095 1.13
263411_at putative C2H2-type zinc finger prote--- AT2G28710 3.13 1.65 7.38 0.000185 0.003095 1.13
246408_at hypothetical protein predicted by ge--- AT1G57680 -2.14 -1.10 -7.37 0.000185 0.003097 1.13
267377_at beta-ketoacyl-CoA synthase (FIDDLKCS10 AT2G26250 -3.54 -1.82 -7.37 0.000185 0.003097 1.12
255904_at  lemir (miraculin), putative similar to --- AT1G17860 2.14 1.10 7.37 0.000186 0.003098 1.12



263536_at putative WRKY-type DNA binding pWRKY60 AT2G25000 3.89 1.96 7.35 0.000189 0.003119 1.10
255479_at  coded for by A. thaliana cDNA T46 SAG21 AT4G02380 10.55 3.40 7.34 0.00019 0.003133 1.10
249052_at antifungal protein-like (PDF1.2) PDF1.2 AT5G44420 12.91 3.69 7.34 0.000191 0.00314 1.09
257157_at  syntaxin-like protein similar to syntaSYP32 AT3G24350 -2.26 -1.17 -7.33 0.000192 0.003159 1.08
251282_at  putative protein transcription factor CRF6 AT3G61630 4.10 2.03 7.32 0.000193 0.003161 1.08
254210_at  putative protein zinc finger protein, --- AT4G23450 3.19 1.67 7.32 0.000194 0.003161 1.08
254630_at  glycolate oxidase - like protein (S)- --- AT4G18360 11.73 3.55 7.31 0.000195 0.003172 1.07
264078_at putative beta-galactosidase BGAL8 AT2G28470 -7.30 -2.87 -7.30 0.000197 0.0032 1.06
264788_at putative DnaJ protein  ;supported by--- AT2G17880 -5.81 -2.54 -7.29 0.000198 0.003211 1.05
250668_at unknown protein  ; supported by full--- AT5G07020 -2.22 -1.15 -7.29 0.000198 0.003211 1.05
251105_at  putative protein unknown protein A ATSCAR4 AT5G01730 -3.70 -1.89 -7.29 0.000199 0.003217 1.05
256981_at  brassinosteroid receptor kinase, puBRL3 AT3G13380 2.61 1.39 7.28 0.0002 0.003223 1.04
263809_at putative GDSL-motif lipase/hydrolas--- AT2G04570 -3.98 -1.99 -7.28 0.0002 0.003227 1.04
261639_at  tubulin alpha-2/alpha-4 chain, puta TUA2 AT1G50010 -5.87 -2.55 -7.26 0.000203 0.003268 1.02
257219_at  uroporphyrinogen decarboxylase, pHEME1 AT3G14930 -2.29 -1.19 -7.26 0.000203 0.003268 1.02
265649_at putative ferredoxin  ; supported by f ATFD3 AT2G27510 3.04 1.60 7.25 0.000206 0.003285 1.01
258076_at  50S ribosomal protein L15, chloropRPL15 AT3G25920 -2.30 -1.20 -7.24 0.000206 0.003289 1.01
252549_at  protein kinase - like receptor-like pr--- AT3G45860 -4.32 -2.11 -7.24 0.000206 0.003289 1.01
253855_at  senescence-associated protein -lik TET7 AT4G28050 -4.71 -2.23 -7.24 0.000207 0.003292 1.01
251428_at beta-glucosidase-like protein severaDIN2 AT3G60140 54.80 5.78 7.24 0.000207 0.003295 1.00
266995_at putative cytochrome P450 CYP710A1 AT2G34500 12.55 3.65 7.23 0.000208 0.003311 1.00
260345_at  receptor protein kinase, putative simRPK1 AT1G69270 2.41 1.27 7.23 0.000208 0.003311 1.00
260933_at hypothetical protein contains non-co--- AT1G02470 8.92 3.16 7.22 0.00021 0.003323 0.99
255692_at putative protein GPAT8 AT4G00400 -6.46 -2.69 -7.21 0.000211 0.003333 0.98
259185_at putative phosphate/phosphoenolpyrPPT2 AT3G01550 -9.69 -3.28 -7.21 0.000211 0.003333 0.98
264990_at  unknown protein supported by cDN--- AT1G27210 -3.13 -1.65 -7.21 0.000212 0.003333 0.98
258351_at hypothetical protein contains similarCNBT1 AT3G17700 2.47 1.30 7.21 0.000212 0.003335 0.98
250054_at  potassium-dependent sodium-calciCAX7 AT5G17860 4.67 2.22 7.20 0.000213 0.003346 0.97
248040_at putative protein contains similarity to--- AT5G55970 3.52 1.82 7.20 0.000214 0.003355 0.97
259773_at  auxin-induced protein, putative sim--- AT1G29500 -7.92 -2.99 -7.19 0.000216 0.003363 0.96
246777_at  RING-H2 zinc finger protein-like RI --- AT5G27420 15.22 3.93 7.18 0.000218 0.003389 0.95
265913_at Expressed protein ; supported by fu--- AT2G25625 4.52 2.18 7.17 0.000219 0.003402 0.94
247427_at putative protein similar to unknown --- AT5G62580 -2.83 -1.50 -7.17 0.000219 0.003402 0.94
264521_at unknown protein Location of EST g --- AT1G10020 -3.95 -1.98 -7.17 0.000219 0.003402 0.94
247101_at apospory-associated protein C-like --- AT5G66530 -2.15 -1.11 -7.17 0.00022 0.003402 0.94



247175_at G protein-coupled receptor-like protGCL1 AT5G65280 -4.87 -2.28 -7.17 0.00022 0.003402 0.94
256114_at unknown protein ; supported by cDN--- AT1G16850 -6.43 -2.68 -7.16 0.000221 0.003421 0.93
263628_at unknown protein  ;supported by full-FLA7 AT2G04780 -8.21 -3.04 -7.16 0.000222 0.003421 0.93
264424_at unknown protein similar to hypothet --- AT1G61740 -2.05 -1.04 -7.16 0.000222 0.003422 0.93
261717_at  helix-loop-helix protein homolog, puBEE1 AT1G18400 -8.23 -3.04 -7.15 0.000222 0.003424 0.93
260005_at unknown protein  ;supported by full---- AT1G67920 6.78 2.76 7.14 0.000225 0.00344 0.92
265151_at hypothetical protein similar to hypot --- AT1G51340 2.05 1.04 7.14 0.000225 0.003447 0.91
255506_at  predicted glycosyl transferase similGATL6 AT4G02130 -3.21 -1.68 -7.13 0.000227 0.003462 0.91
251519_at  putative protein hypothetical proteinGUN4 AT3G59400 -2.12 -1.09 -7.13 0.000227 0.003462 0.90
248607_at NaCl-inducible Ca2+-binding proteinATCP1 AT5G49480 4.39 2.13 7.13 0.000227 0.003462 0.90
251503_at  ABC transporter-like protein putativATMRP14 AT3G59140 2.77 1.47 7.13 0.000228 0.003464 0.90
258003_at expansin At-EXP5 identical to expa EXPA5 AT3G29030 -7.01 -2.81 -7.12 0.000228 0.003467 0.90
249027_at ATP dependent copper transporter RAN1 AT5G44790 2.06 1.04 7.12 0.00023 0.003479 0.89
250248_at transporter-like protein ZIF1 AT5G13740 -3.49 -1.80 -7.10 0.000232 0.0035 0.88
259788_at  lipase/hydrolase, putative contains --- AT1G29670 -10.41 -3.38 -7.10 0.000233 0.003507 0.88
267339_at unknown protein  ; supported by cD--- AT2G39870 -2.80 -1.48 -7.10 0.000234 0.003513 0.87
257339_s_aATP synthase subunit 9 --- AT2G07671 2.44 1.29 7.09 0.000234 0.003515 0.87
248812_at palmitoyl-protein thioesterase precu--- AT5G47330 -8.48 -3.08 -7.09 0.000235 0.003517 0.87
266071_at unknown protein --- AT2G18670 / 7.12 2.83 7.09 0.000235 0.003517 0.87
253412_at  putative protein (fragment) calcineuCBL10 AT4G33000 -2.00 -1.00 -7.08 0.000237 0.003529 0.86
246724_at  putative protein CDPK substrate pr --- AT5G29000 2.06 1.04 7.07 0.000238 0.003541 0.85
263509_s_ahypothetical protein --- AT2G07687 2.47 1.31 7.06 0.000241 0.003565 0.84
258472_at unknown protein identical to unknow--- AT3G06080 -2.54 -1.34 -7.05 0.000243 0.00357 0.83
249927_at Glucose-1-phosphate adenylyltransAPL1 AT5G19220 -2.55 -1.35 -7.05 0.000244 0.003578 0.83
248276_at EspB-like protein YSL3 AT5G53550 2.26 1.17 7.04 0.000245 0.003586 0.82
258338_at putative L-asparaginase similar to L--- AT3G16150 2.72 1.45 7.04 0.000245 0.003586 0.82
260685_at Expressed protein ; supported by fuGLYR2 AT1G17650 -2.28 -1.19 -7.03 0.000247 0.003604 0.81
251169_at  putative protein putative protein At2MARD1 AT3G63210 3.53 1.82 7.00 0.000253 0.003649 0.79
256585_at hypothetical protein --- AT3G28760 -2.34 -1.23 -7.00 0.000253 0.003654 0.78
267116_at unknown protein --- AT2G32560 -2.97 -1.57 -6.99 0.000255 0.003665 0.78
253255_at  putative auxin-regulated protein au --- AT4G34760 -8.97 -3.17 -6.99 0.000255 0.003665 0.78
266892_at putative glycine dehydrogenase AtGLDP2 AT2G26080 -2.06 -1.04 -6.99 0.000256 0.003674 0.77
253286_at hypothetical protein FUC95A AT4G34260 -9.63 -3.27 -6.99 0.000257 0.003676 0.77
246911_at transcription factor TINY tny AT5G25810 -3.94 -1.98 -6.98 0.000259 0.0037 0.76
246880_s_amyrosinase TGG2  ; supported by cTGG2 AT5G25980 / -5.94 -2.57 -6.97 0.00026 0.003701 0.76



263591_at unknown protein ATMAP65-6AT2G01910 -6.92 -2.79 -6.97 0.000261 0.00371 0.75
257933_at  aminoalcoholphosphotransferase, AAPT2 AT3G25585 2.54 1.35 6.96 0.000261 0.003714 0.75
248819_at putative protein contains similarity to--- AT5G47050 2.68 1.42 6.96 0.000262 0.003722 0.75
263348_at cytoplasmic aconitate hydratase --- AT2G05710 2.22 1.15 6.96 0.000263 0.003726 0.74
261192_at  NAM protein, putative similar to NAANAC13 AT1G32870 2.21 1.15 6.96 0.000263 0.003726 0.74
259892_at germin-like protein similar to germinGER1 AT1G72610 -12.28 -3.62 -6.95 0.000264 0.003735 0.74
265849_at hypothetical protein predicted by ge--- AT2G35736 2.21 1.15 6.95 0.000265 0.003737 0.74
248908_at receptor kinase-like protein MEE62 AT5G45800 5.05 2.34 6.93 0.00027 0.003794 0.71
250254_at 24-sterol C-methyltransferase  ; supSMT1 AT5G13710 -2.25 -1.17 -6.92 0.000272 0.003807 0.71
261407_at unknown protein ;supported by full-l--- AT1G18810 -2.44 -1.28 -6.92 0.000273 0.003814 0.71
250167_at  myb-related protein - like myb-relatATMYB16 AT5G15310 -2.28 -1.19 -6.91 0.000275 0.003829 0.70
259358_at hypothetical protein similar to putati GATL3 AT1G13250 -5.46 -2.45 -6.90 0.000276 0.003842 0.69
255462_at  hypothetical protein similar to A. tha--- AT4G02940 2.69 1.43 6.89 0.000279 0.003863 0.68
252515_at heat shock protein 17  ; supported bHSP17.4 AT3G46230 8.60 3.10 6.89 0.00028 0.003867 0.68
253688_at putative protein  ;supported by full-le--- AT4G29590 -2.25 -1.17 -6.88 0.000281 0.003872 0.67
250351_at heat shock protein 17.6A AT-HSP17. AT5G12030 4.66 2.22 6.88 0.000282 0.003881 0.67
249895_at male sterility 2-like protein (emb|CAFAR1 AT5G22500 -6.64 -2.73 -6.88 0.000282 0.003881 0.67
256793_at unknown protein  ;supported by full---- AT3G22160 3.58 1.84 6.87 0.000283 0.003881 0.66
257634_s_a cytochrome P450, putative similar tCYP71B19 AT3G26170 / 3.02 1.60 6.86 0.000286 0.003901 0.65
248377_at unknown protein  ; supported by full--- AT5G51720 -3.14 -1.65 -6.86 0.000286 0.003901 0.65
251178_at  cytokinin oxidase -like protein cytokCKX6 AT3G63440 -3.44 -1.78 -6.86 0.000287 0.003901 0.65
251406_at  putative protein various predicted p--- AT3G60260 -2.72 -1.44 -6.85 0.000289 0.003921 0.64
258299_at unknown protein contains GMC oxid--- AT3G23410 -2.21 -1.14 -6.85 0.000289 0.003921 0.64
260820_at  receptor protein kinase, putative sim--- AT1G06840 2.79 1.48 6.84 0.00029 0.003937 0.64
264083_at ethylene reponse factor-like AP2 doATERF15 AT2G31230 7.39 2.89 6.84 0.000292 0.003947 0.63
267611_at unknown protein SPX2 AT2G26660 2.70 1.43 6.84 0.000292 0.003947 0.63
246488_at  steroid 5alpha-reductase-like prote --- AT5G16010 -2.75 -1.46 -6.83 0.000293 0.003955 0.63
256275_at actin 11 (ACT11) identical to actin 1ACT11 AT3G12110 -2.28 -1.19 -6.83 0.000293 0.003955 0.63
265716_at unknown protein  ;supported by full---- AT2G03350 -2.11 -1.08 -6.83 0.000295 0.003973 0.62
260362_at putative protein kinase similar to C- --- AT1G70530 3.63 1.86 6.82 0.000296 0.003977 0.62
261272_at Expressed protein ; supported by cD--- AT1G26665 3.05 1.61 6.82 0.000296 0.003977 0.61
256453_at  GSH-dependent dehydroascorbateDHAR2 AT1G75270 3.03 1.60 6.82 0.000297 0.003987 0.61
252363_at  lipase - like protein lipase Arab-1, A--- AT3G48460 -5.34 -2.42 -6.81 0.000298 0.003989 0.61
253949_at grpE like protein  ;supported by full-AR192 AT4G26780 4.17 2.06 6.81 0.000299 0.003998 0.60
245277_at glucosyltransferase like protein ; su IAGLU AT4G15550 3.05 1.61 6.81 0.0003 0.004002 0.60



252859_at  putative protein AP2 domain conta --- AT4G39780 2.49 1.32 6.81 0.0003 0.004002 0.60
250006_at  putative protein 2'-hydroxyisoflavonPCB2 AT5G18660 -4.28 -2.10 -6.81 0.0003 0.004003 0.60
253066_at  1-aminocyclopropane-1-carboxylat ACS8 AT4G37770 -11.29 -3.50 -6.79 0.000303 0.004034 0.59
259431_at  plasma membrane intrinsic protein PIP1C AT1G01620 -8.66 -3.11 -6.79 0.000303 0.004037 0.59
247214_at putative protein similar to unknown --- AT5G64850 -4.18 -2.06 -6.79 0.000304 0.004037 0.59
266291_at putative tropinone reductase  ;supp --- AT2G29320 2.84 1.51 6.79 0.000305 0.004048 0.58
261570_at fatty acid elongase 3-ketoacyl-CoA KCS1 AT1G01120 -11.91 -3.57 -6.78 0.000307 0.004055 0.58
247079_at Expressed protein ; supported by cDAKRP AT5G66055 -2.20 -1.14 -6.78 0.000307 0.004056 0.58
265214_at  unkown protein ESTs gb|H36249, g--- AT1G05000 3.55 1.83 6.78 0.000308 0.004061 0.57
246926_at putative protein --- AT5G25240 -2.62 -1.39 -6.78 0.000308 0.004062 0.57
265499_at putative glucosyltransferase UGT73B5 AT2G15480 7.71 2.95 6.77 0.000309 0.004066 0.57
257206_at putative lectin similar to lectin SP:P0--- AT3G16530 14.40 3.85 6.77 0.00031 0.004066 0.57
251973_at  nodulin / glutamate-ammonia ligase--- AT3G53180 -2.66 -1.41 -6.77 0.00031 0.004066 0.57
255232_at  putative protein phosphatidylinositoAGD13 AT4G05330 -2.11 -1.08 -6.77 0.000311 0.004074 0.56
264266_at putative protein phosphatase 2C sim--- AT1G09160 -2.17 -1.12 -6.77 0.000311 0.004077 0.56
260386_at putative strictosidine synthase simil --- AT1G74010 6.72 2.75 6.76 0.000312 0.004084 0.56
261801_at hypothetical protein similar to hypot AAE14 AT1G30520 -2.10 -1.07 -6.76 0.000314 0.004095 0.55
245662_at hypothetical protein predicted by ge--- AT1G28190 7.76 2.96 6.75 0.000316 0.004105 0.55
249750_at unknown protein  ;supported by full---- AT5G24570 -2.55 -1.35 -6.75 0.000316 0.004105 0.55
266721_at unknown protein FT1 AT2G03220 -2.07 -1.05 -6.74 0.000318 0.004124 0.54
258505_at hypothetical protein predicted by ge--- AT3G06530 4.73 2.24 6.73 0.000321 0.004152 0.53
252291_s_aperoxidase  ;supported by full-lengt PRXCB AT3G49110 / 2.78 1.48 6.73 0.000322 0.004154 0.53
248252_at putative protein similar to unknown AGP22 AT5G53250 -4.73 -2.24 -6.72 0.000323 0.004162 0.52
262093_at  receptor protein kinase, putative co--- AT1G56145 2.37 1.24 6.72 0.000324 0.004162 0.52
251743_at  Yippee-like protein Yippee protein, --- AT3G55890 3.30 1.72 6.71 0.000325 0.004177 0.51
266014_s_ahypothetical protein --- AT2G07722 3.06 1.61 6.71 0.000328 0.004202 0.50
255690_at probable cytochrome P450 CYP86A2 AT4G00360 -13.52 -3.76 -6.71 0.000328 0.004202 0.50
253109_at  putative protein predicted protein AMCA1 AT4G35920 -2.69 -1.43 -6.70 0.000328 0.004207 0.50
254250_at  serine/threonine kinase - like protei--- AT4G23290 -3.00 -1.58 -6.70 0.000329 0.004209 0.50
259771_at unknown protein --- AT1G29470 -2.20 -1.14 -6.70 0.00033 0.004216 0.50
250490_at  pectin methylesterase - like protein --- AT5G09760 -3.31 -1.73 -6.70 0.00033 0.004216 0.50
259878_at putative catechol O-methyltransfera--- AT1G76790 -3.34 -1.74 -6.70 0.00033 0.004216 0.50
246389_at  amino acid carrier, putative similar AAP3 AT1G77380 2.14 1.09 6.69 0.000332 0.004217 0.49
252740_at  pectinesterase -like protein PECTIN--- AT3G43270 -2.37 -1.24 -6.69 0.000334 0.004231 0.49
258809_at NAM-like protein (no apical meristemanac047 AT3G04070 3.92 1.97 6.69 0.000334 0.004231 0.49



261216_at  catechol O-methyltransferase, puta--- AT1G33030 5.64 2.50 6.67 0.000339 0.00426 0.47
245398_at hydroxyproline-rich glycoprotein hom--- AT4G14900 2.42 1.27 6.65 0.000344 0.004301 0.45
258415_at putative s-adenosylmethionine synt MTO3 AT3G17390 -3.18 -1.67 -6.64 0.000348 0.004333 0.44
246984_at cytochrome P450 CYP81G1 AT5G67310 6.59 2.72 6.64 0.000349 0.004336 0.44
248028_at putative protein similar to unknown --- AT5G55620 -3.75 -1.91 -6.62 0.000352 0.00436 0.43
262237_at hypothetical protein predicted by ge--- AT1G48320 2.70 1.43 6.62 0.000354 0.004371 0.42
266481_at unknown protein  ; supported by cDTCP10 AT2G31070 -2.03 -1.02 -6.61 0.000357 0.004397 0.41
255575_at  predicted protein of unknown funct --- AT4G01430 4.41 2.14 6.61 0.000358 0.004404 0.41
266873_at putative PREG1-like negative regulaCYCP4;1 AT2G44740 -6.42 -2.68 -6.60 0.000359 0.004416 0.40
253871_at protochlorophyllide reductase precuPORB AT4G27440 -2.26 -1.18 -6.59 0.000362 0.004436 0.40
264315_at  aromatic rich glycoprotein, putative --- AT1G70370 -6.37 -2.67 -6.58 0.000367 0.004463 0.38
262174_at putative GDP-mannose pyrophosph--- AT1G74910 -2.00 -1.00 -6.57 0.000369 0.004476 0.38
245078_at putative AP2 domain transcription fa--- AT2G23340 -4.31 -2.11 -6.57 0.00037 0.004478 0.37
251494_at  protein kinase-like protein Pto kinas--- AT3G59350 -3.48 -1.80 -6.56 0.000373 0.004514 0.36
264708_at  putative ER6 protein similar to GB:A--- AT1G09740 2.06 1.04 6.55 0.000378 0.004553 0.35
254241_at  serine/threonine kinase - like proteiCRK11 AT4G23190 6.26 2.65 6.54 0.000379 0.004556 0.35
259661_at Expressed protein ; supported by fu--- AT1G55265 2.03 1.02 6.54 0.00038 0.004563 0.34
251017_at  protein phosphatase - like protein p--- AT5G02760 -22.54 -4.49 -6.54 0.000382 0.004574 0.34
250656_at putative protein contains similarity to--- AT5G06970 -2.08 -1.06 -6.53 0.000385 0.004598 0.33
257129_at  cytochrome P450, putative contain CYP705A1 AT3G20100 2.42 1.28 6.52 0.000389 0.004627 0.32
264837_at  unknown protein similar to ESTs em--- AT1G03600 -2.53 -1.34 -6.51 0.00039 0.00463 0.32
253736_at  Proline-rich APG - like protein proli --- AT4G28780 -2.39 -1.26 -6.51 0.000391 0.004632 0.31
264102_at hypothetical protein predicted by geECT8 AT1G79270 2.06 1.04 6.51 0.000391 0.004632 0.31
251157_at  mRNA binding protein precursor - l CSP41A AT3G63140 -2.13 -1.09 -6.50 0.000396 0.004672 0.30
251899_at  nucleoid DNA-binding - like protein --- AT3G54400 -12.37 -3.63 -6.49 0.000399 0.004701 0.29
265260_at NAM (no apical meristem)-like proteanac042 AT2G43000 13.57 3.76 6.49 0.000399 0.004701 0.29
263656_at putative auxin-induced protein AUX SHY2 AT1G04240 -13.81 -3.79 -6.48 0.000401 0.004721 0.28
266155_at  cytochrome p450, putative similar tCYP89A5 AT1G64950 / 3.36 1.75 6.47 0.000406 0.004755 0.27
258394_at unknown protein  ;supported by full---- AT3G15530 -2.73 -1.45 -6.46 0.000408 0.004769 0.27
247246_at invertase inhibitor homolog (emb|CAC/VIF2 AT5G64620 -2.53 -1.34 -6.45 0.000413 0.004803 0.25
249552_s_a receptor serine/threonine protein ki --- AT5G38240 / 2.56 1.36 6.45 0.000414 0.004804 0.25
256098_at unknown protein similar to 6-phosph--- AT1G13700 -2.78 -1.47 -6.43 0.000419 0.004842 0.24
250646_at peroxidase (emb|CAA68212.1)  ;su --- AT5G06720 2.06 1.04 6.43 0.000419 0.004843 0.24
254543_at  putative chitinase chitinase (EC 3.2--- AT4G19810 5.55 2.47 6.43 0.00042 0.004845 0.24
255230_at  ferredoxin--NADP+ reductase - likeATRFNR1 AT4G05390 6.29 2.65 6.42 0.000423 0.004872 0.23



261356_at predicted protein --- AT1G79660 -2.11 -1.08 -6.42 0.000424 0.004884 0.22
254101_at  alpha-amylase - like protein alpha-aAMY1 AT4G25000 4.69 2.23 6.41 0.000428 0.00491 0.22
247037_at putative protein similar to unknown RALFL34 AT5G67070 -12.41 -3.63 -6.41 0.000429 0.00491 0.21
256655_at hypothetical protein predicted by ge--- AT3G18890 -2.23 -1.15 -6.40 0.00043 0.004915 0.21
248095_at putative protein strong similarity to uATMAP65- AT5G55230 -2.00 -1.00 -6.40 0.000431 0.004915 0.21
252320_at  endoxyloglucan transferase-like pro--- AT3G48580 3.46 1.79 6.39 0.000434 0.004945 0.20
258708_at putative oxidoreductase similar to p --- AT3G09580 -2.22 -1.15 -6.39 0.000437 0.004959 0.19
260267_at  very-long-chain fatty acid condensi KCS6 AT1G68530 -3.09 -1.63 -6.37 0.000445 0.005023 0.17
261109_at  cytokinin oxidase, putative similar t CKX5 AT1G75450 -9.81 -3.29 -6.37 0.000446 0.005029 0.17
263942_at unknown protein FLA16 AT2G35860 -17.79 -4.15 -6.36 0.000446 0.005029 0.17
254417_at putative protein ATFMN/FH AT4G21470 2.14 1.10 6.35 0.000452 0.005063 0.15
257506_at  auxin-induced protein, putative sim--- AT1G29440 -6.36 -2.67 -6.35 0.000453 0.005066 0.15
264318_at putative beta-ketoacyl-CoA synthasKCS2 AT1G04220 -2.74 -1.46 -6.34 0.000455 0.005072 0.15
255676_at putative beta-amylase similar to theBAM2 AT4G00490 -3.31 -1.73 -6.34 0.000455 0.005072 0.15
264836_at unknown protein similar to hypothet --- AT1G03610 -2.30 -1.20 -6.34 0.000456 0.005072 0.14
255962_at  glycine-rich RNA-binding protein, p --- AT1G22330 -6.29 -2.65 -6.33 0.000462 0.005102 0.13
254553_at  TMV resistance protein N - like TM --- AT4G19530 -2.64 -1.40 -6.33 0.000462 0.005102 0.13
259707_at thylakoid-bound ascorbate peroxidaTAPX AT1G77490 -2.09 -1.06 -6.33 0.000462 0.005102 0.13
260939_at hypothetical protein contains similar--- AT1G45180 -3.65 -1.87 -6.32 0.000467 0.005127 0.12
257805_at  sugar transport, putative similar to ATPLT5 AT3G18830 2.78 1.48 6.31 0.000468 0.005137 0.12
257365_x_aputative antifungal protein PDF1.2b AT2G26020 13.44 3.75 6.31 0.000471 0.005162 0.11
246831_at  hexose transporter - like protein heMSS1 AT5G26340 2.40 1.26 6.30 0.000474 0.005187 0.10
256385_at  60S ribosomal protein L10, putative--- AT1G66580 2.41 1.27 6.29 0.000477 0.005205 0.10
262119_s_a glutathione S-transferase, putative ATGSTF6 AT1G02920 / 5.46 2.45 6.27 0.000485 0.005255 0.08
251109_at ferritin 1 precursor  ;supported by fuFER1 AT5G01600 2.92 1.55 6.25 0.000496 0.00533 0.05
264195_at putative gibberellin-regulated protei --- AT1G22690 -2.42 -1.28 -6.24 0.000499 0.005355 0.05
258393_at unknown protein similar to unknown--- AT3G15480 -2.25 -1.17 -6.24 0.000503 0.005385 0.04
254328_at  adenine phosphoribosyltransferaseAPT3 AT4G22570 -2.68 -1.42 -6.24 0.000503 0.005385 0.04
254137_at hypothetical protein --- AT4G24930 -2.43 -1.28 -6.23 0.000504 0.005396 0.04
259015_at unknown protein similar to hypothet --- AT3G07350 -3.61 -1.85 -6.23 0.000507 0.005416 0.03
255561_at putative hexose transporter similar t--- AT4G02050 2.15 1.11 6.23 0.000507 0.005418 0.03
250471_at  myo-inositol-1-phosphate synthaseMIPS3 AT5G10170 -2.20 -1.14 -6.22 0.00051 0.005431 0.02
258836_at hypothetical protein predicted using --- AT3G07210 -2.03 -1.03 -6.21 0.000515 0.005464 0.01
253044_at hypothetical protein ;supported by fu--- AT4G37290 19.26 4.27 6.20 0.000518 0.005486 0.01
261618_at unknown protein --- AT1G33110 3.01 1.59 6.19 0.000524 0.005528 -0.01



252970_at small auxin up RNA (SAUR-AC1)  ; SAUR15 AT4G38850 -2.31 -1.21 -6.19 0.000526 0.00554 -0.01
261309_at  phosphoethanolamine N-methyltranCPuORF31AT1G48598 / -2.34 -1.23 -6.19 0.000527 0.005548 -0.01
245007_at PSI P700 apoprotein A1 --- --- -2.46 -1.30 -6.18 0.000529 0.005557 -0.02
252852_at hypothetical protein  ;supported by f--- AT4G39900 -2.92 -1.55 -6.16 0.000538 0.005609 -0.04
263706_s_a 3-methyladenine DNA glycosylase,--- AT1G31180 / -2.29 -1.20 -6.16 0.000539 0.00561 -0.04
261395_at unknown protein similar to putative --- AT1G79700 -3.37 -1.75 -6.16 0.00054 0.005611 -0.04
262935_at hypothetical protein similar to putati AtOCT5 AT1G79410 4.12 2.04 6.16 0.00054 0.005611 -0.04
257623_at  cytochrome P450, putative contain CYP71B23 AT3G26210 4.57 2.19 6.16 0.000541 0.005613 -0.04
265620_at unknown protein --- AT2G27310 4.69 2.23 6.15 0.000543 0.005628 -0.05
257113_at  cytochrome P450, putative contain CYP705A22AT3G20130 -2.78 -1.48 -6.15 0.000543 0.005629 -0.05
256756_at  ATPase II, putative similar to GB:A --- AT3G25610 3.16 1.66 6.15 0.000548 0.005658 -0.05
250233_at  putative protein weak homology witIQD11 AT5G13460 -5.46 -2.45 -6.14 0.00055 0.00567 -0.06
261740_at hypothetical protein similar to unkno--- AT1G47740 -2.03 -1.02 -6.14 0.000551 0.005682 -0.06
259403_at unknown protein ; supported by full-PGDH AT1G17745 7.25 2.86 6.14 0.000553 0.005692 -0.07
263962_at putative protein kinase contains a p --- AT2G36350 -2.03 -1.02 -6.14 0.000553 0.005692 -0.07
AFFX-Athal-Arabidopsis thaliana /REF=M64116GAPC1 --- 2.15 1.11 6.13 0.000555 0.005698 -0.07
259791_at unknown protein ; supported by cDN--- AT1G29700 -2.44 -1.28 -6.13 0.000557 0.005717 -0.07
255571_at hypothetical protein  ; supported by --- AT4G01220 -2.25 -1.17 -6.13 0.000558 0.005719 -0.07
260744_at hypothetical protein predicted by ge--- AT1G15010 -8.94 -3.16 -6.12 0.00056 0.005722 -0.08
257624_at  cytochrome P450 monooxygenase CYP71B3 AT3G26220 6.45 2.69 6.12 0.000563 0.00574 -0.08
247189_at unknown protein  ;supported by full-AGP7 AT5G65390 -4.17 -2.06 -6.11 0.000565 0.005756 -0.09
249932_at unknown protein --- AT5G22390 -3.88 -1.96 -6.11 0.000566 0.005763 -0.09
264394_at  aminomethyltransferase-like precur--- AT1G11860 -2.12 -1.09 -6.11 0.000569 0.005786 -0.10
264574_at putative zinc transporter Similar to AZIP5 AT1G05300 2.78 1.47 6.10 0.000574 0.005821 -0.11
248656_at fimbrin 2 (gb|AAB97844.1)  ; suppo --- AT5G48460 -4.03 -2.01 -6.10 0.000575 0.005822 -0.11
262744_at  anthranilate N-hydroxycinnamoyl/b --- AT1G28680 2.38 1.25 6.09 0.000576 0.005828 -0.11
257556_at hypothetical protein predicted by ge--- AT3G28100 3.45 1.79 6.09 0.000579 0.005849 -0.12
254066_at  transcriptional activator CBF1-like pDREB1A AT4G25480 4.01 2.00 6.08 0.000581 0.005853 -0.12
266163_at hypothetical protein predicted by ge--- AT2G28130 -2.16 -1.11 -6.08 0.000582 0.005858 -0.12
256883_at unknown protein  ; supported by cD--- AT3G26440 4.41 2.14 6.08 0.000582 0.005859 -0.12
264611_at putative pectate lyase A11 similar to--- AT1G04680 -7.17 -2.84 -6.08 0.000585 0.005876 -0.13
254215_at  putative Na+/H+-exchanging proteiATCHX17 AT4G23700 7.27 2.86 6.08 0.000585 0.005876 -0.13
261394_at  wall-associated kinase 2, putative s--- AT1G79680 12.10 3.60 6.07 0.000587 0.00589 -0.13
247351_at putative protein contains similarity toANAC102 AT5G63790 3.57 1.84 6.07 0.000587 0.00589 -0.13
249550_at  protein kinase - like protein wall-as --- AT5G38210 2.64 1.40 6.07 0.000589 0.005908 -0.13



258879_at unknown protein  ; supported by full--- AT3G03270 2.77 1.47 6.07 0.000591 0.005921 -0.14
253638_at  cinnamoyl-CoA reductase - like pro--- AT4G30470 -3.85 -1.95 -6.06 0.000597 0.005966 -0.15
245399_at membrane channel like protein ;supTIP2;2 AT4G17340 -2.53 -1.34 -6.05 0.0006 0.005986 -0.15
256451_s_aunknown protein --- AT1G75170 / 3.84 1.94 6.05 0.000601 0.005989 -0.15
264645_at  unknown protein Similar to Saccha --- AT1G08940 4.41 2.14 6.05 0.000601 0.005991 -0.16
261366_at unknown protein --- AT1G53100 3.67 1.87 6.05 0.000601 0.005991 -0.16
260203_at NAM-like protein similar to NAM (noANAC019 AT1G52890 2.42 1.27 6.04 0.000604 0.006006 -0.16
249057_at putative protein contains similarity toDUR AT5G44480 5.42 2.44 6.04 0.000606 0.006015 -0.16
252876_at putative protein  ;supported by full-le--- AT4G39970 -2.19 -1.13 -6.04 0.000607 0.006018 -0.17
265342_at hypothetical protein predicted by ge--- AT2G18300 -2.50 -1.32 -6.03 0.000612 0.00606 -0.18
253372_at  pectinesterase - like protein pectinePME44 AT4G33220 -3.54 -1.82 -6.03 0.000613 0.006065 -0.18
261459_at  O-methyltransferase, putative simil --- AT1G21100 12.01 3.59 6.01 0.000622 0.006129 -0.19
267057_at hypothetical protein predicted by ge--- AT2G32500 -3.25 -1.70 -6.01 0.000622 0.006129 -0.19
254601_at  putative protein DNA (cytosine-5-)- CMT2 AT4G19020 -2.08 -1.05 -6.01 0.000625 0.006151 -0.20
253829_at  Medicago nodulin N21-like protein --- AT4G28040 5.14 2.36 6.00 0.000629 0.006172 -0.20
253423_at Expressed protein ; supported by cDIAA29 AT4G32280 -10.89 -3.45 -6.00 0.00063 0.006182 -0.21
245213_at  photosystem II 22kDa protein, putaNPQ4 AT1G44575 -3.45 -1.79 -5.98 0.000641 0.006257 -0.23
251479_at  serine/threonine-specific kinase lecATHLECRKAT3G59700 3.59 1.84 5.97 0.000651 0.006316 -0.24
256446_at  RING zinc finger protein contains P--- AT3G11110 -2.31 -1.21 -5.96 0.000656 0.006347 -0.25
254041_at Expressed protein ; supported by fu--- AT4G25830 -4.75 -2.25 -5.96 0.000657 0.006353 -0.25
264024_at hypothetical protein predicted by ge--- AT2G21180 2.55 1.35 5.95 0.000658 0.006355 -0.25
249469_at  UDP-glucose dehydrogenase-like p--- AT5G39320 -3.13 -1.65 -5.95 0.000661 0.006374 -0.26
254040_at  possible apospory-associated like p--- AT4G25900 2.21 1.15 5.94 0.000665 0.006389 -0.27
261861_at hypothetical protein predicted by ge--- AT1G50450 -2.74 -1.45 -5.94 0.000666 0.006399 -0.27
259787_at  auxin-induced protein, putative sim--- AT1G29460 -4.34 -2.12 -5.94 0.000671 0.006424 -0.28
248198_at putative protein contains similarity to--- AT5G54200 -2.63 -1.40 -5.93 0.000673 0.006441 -0.28
257323_at hypothetical protein --- AT2G07698 3.59 1.84 5.92 0.00068 0.006492 -0.29
245385_at hypothetical protein ;supported by fu--- AT4G14020 2.01 1.01 5.91 0.000686 0.006524 -0.30
262682_at anter-specific proline-rich -like prote--- AT1G75900 -4.80 -2.26 -5.91 0.000688 0.006537 -0.30
266044_s_ahypothetical protein --- AT2G07725 2.55 1.35 5.91 0.00069 0.00655 -0.31
262235_at  ribosomal protein L18, putative sim--- AT1G48350 -2.02 -1.01 -5.90 0.000693 0.006567 -0.31
261455_at unknown protein ;supported by full-l--- AT1G21070 -2.17 -1.12 -5.89 0.000702 0.00662 -0.32
264261_at putative nicotianamine synthase simNAS3 AT1G09240 6.39 2.68 5.88 0.000706 0.006633 -0.33
263410_at predicted protein ;supported by full- --- AT2G04039 -2.21 -1.14 -5.87 0.000711 0.006672 -0.34
265877_at unknown protein  ; supported by cDBZIP34 AT2G42380 -2.39 -1.26 -5.87 0.000715 0.006699 -0.34



245460_at disease resistance RPP5 like proteiRLM3 AT4G16990 -2.53 -1.34 -5.86 0.000722 0.00675 -0.36
257314_at  integral membrane protein, putative--- AT3G26590 3.24 1.69 5.85 0.000728 0.006795 -0.37
256411_at ATP-dependent Clp protease proteoCLPP3 AT1G66670 2.14 1.10 5.82 0.000747 0.006922 -0.39
253040_at  endo-xyloglucan transferase - like p--- AT4G37800 -5.03 -2.33 -5.81 0.000761 0.007018 -0.41
254221_at  putative polygalacturonase polygal --- AT4G23820 -6.22 -2.64 -5.80 0.000762 0.007018 -0.41
262047_at hypothetical protein predicted by ge--- AT1G80160 6.64 2.73 5.80 0.000766 0.007046 -0.42
252023_at  putative protein various predicted p--- AT3G52920 3.15 1.66 5.79 0.000775 0.007108 -0.43
253550_at  putative protein kinase serine/threoSIP3 AT4G30960 2.27 1.18 5.78 0.000779 0.007135 -0.44
246011_at  putative protein auxin-induced basi --- AT5G08330 -2.59 -1.37 -5.78 0.000783 0.007154 -0.44
263517_at unknown protein  ;supported by full-RD2 AT2G21620 2.03 1.02 5.77 0.000789 0.007177 -0.45
254500_at  vacuolar sorting receptor-like prote --- AT4G20110 2.83 1.50 5.76 0.000794 0.007197 -0.46
262496_at unknown protein ; supported by full---- AT1G21790 -2.40 -1.26 -5.76 0.000794 0.007197 -0.46
266327_at homeodomain transcription factor  (ATHB-7 AT2G46680 2.65 1.41 5.76 0.000795 0.007197 -0.46
250337_at  putative protein SF21 protein, Helia--- AT5G11790 -4.47 -2.16 -5.75 0.000802 0.007243 -0.47
266167_at unknown protein  ;supported by full-YLS5 AT2G38860 4.86 2.28 5.75 0.000805 0.007261 -0.47
249188_at N-hydroxycinnamoyl benzoyltransfe--- AT5G42830 3.31 1.73 5.75 0.000808 0.007276 -0.48
262850_at signal response protein (GAI) identi GAI AT1G14920 -2.47 -1.30 -5.75 0.000808 0.007277 -0.48
265411_at unknown protein --- AT2G16630 -5.04 -2.33 -5.74 0.000809 0.007282 -0.48
262920_at  2-dehydro-3-deoxyphosphooctonat--- AT1G79500 -2.85 -1.51 -5.74 0.00081 0.007282 -0.48
257880_at  AMP-binding protein, putative contaAAE7 AT3G16910 2.32 1.21 5.74 0.000811 0.007282 -0.48
261526_at protein kinase identical to protein ki APK2A AT1G14370 2.28 1.19 5.74 0.000812 0.007282 -0.48
258203_at hypothetical protein predicted by ge--- AT3G13950 8.62 3.11 5.73 0.000817 0.007311 -0.49
265183_at unknown protein  ;supported by full---- AT1G23750 -2.18 -1.12 -5.73 0.00082 0.007323 -0.49
267503_at unknown protein  ; supported by full--- AT2G45600 -2.15 -1.10 -5.73 0.000821 0.007328 -0.50
262357_at  jacalin, putative similar to jacalin G --- AT1G73040 4.22 2.08 5.72 0.000828 0.007368 -0.50
245252_at ethylene responsive element bindin ATERF-1 AT4G17500 4.18 2.06 5.72 0.00083 0.007381 -0.51
259783_at  auxin-induced protein, putative simSAUR68 AT1G29510 -8.69 -3.12 -5.71 0.000837 0.007407 -0.52
254299_at hypothetical protein  ;supported by fNYE1 AT4G22920 2.51 1.33 5.71 0.000841 0.007431 -0.52
248402_at dihydrodipicolinate reductase-like p crr1 AT5G52100 -2.17 -1.12 -5.71 0.000841 0.007431 -0.52
256713_at putative peroxidase --- AT2G34060 -2.15 -1.10 -5.70 0.000844 0.007447 -0.53
260547_at putative trypsin inhibitor  ;supported--- AT2G43550 -5.01 -2.33 -5.70 0.000844 0.007447 -0.53
257045_at dynamin-like protein similar to phragARC5 AT3G19720 -2.10 -1.07 -5.70 0.000847 0.007459 -0.53
254598_at  xyloglucan endo-transglycosylase ---- AT4G18990 2.68 1.42 5.70 0.000849 0.007466 -0.53
248962_at putative protein contains similarity toFKBP13 AT5G45680 -2.14 -1.10 -5.69 0.000857 0.007516 -0.54
249306_at RING zinc finger protein-like  ;suppo--- AT5G41400 3.23 1.69 5.67 0.000871 0.00759 -0.56



252834_at  putative protein RING-H2 zinc finge--- AT4G40070 -2.53 -1.34 -5.67 0.000872 0.007599 -0.56
265450_at hypothetical protein predicted by ge--- AT2G46620 2.09 1.06 5.66 0.000879 0.007641 -0.57
253263_at abscisic acid responsive elements-bABF3 AT4G34000 2.76 1.47 5.66 0.000881 0.007651 -0.57
246212_at putative protein ; supported by cDN SPT AT4G36930 4.00 2.00 5.66 0.000884 0.007653 -0.58
258277_at putative cytochrome P450 similar toPAD3 AT3G26830 26.78 4.74 5.65 0.000885 0.007653 -0.58
267034_at unknown protein  ;supported by full---- AT2G38310 -3.94 -1.98 -5.64 0.000897 0.007719 -0.59
251281_at  putative protein hypothetical proteinAGP20 AT3G61640 -3.19 -1.67 -5.64 0.000899 0.007729 -0.59
260930_at  GTP-binding protein Sar1, putative --- AT1G02620 -2.48 -1.31 -5.64 0.000901 0.007735 -0.60
259103_at unknown protein  ; supported by cD--- AT3G11690 -2.97 -1.57 -5.64 0.000901 0.007735 -0.60
256407_at  sucrose-proton symporter, putativeATSUC7 AT1G66570 4.89 2.29 5.64 0.000903 0.007745 -0.60
254673_at  membrane-bound small GTP-bindinAtRABA1e AT4G18430 3.80 1.93 5.63 0.000905 0.00776 -0.60
251096_at  receptor like protein kinase receptoLECRKA4.2AT5G01550 2.19 1.13 5.61 0.000927 0.007877 -0.63
259970_at putative chlorophyll A-B binding pro --- AT1G76570 -2.09 -1.06 -5.60 0.000932 0.007905 -0.63
267607_s_aepoxide hydrolase (ATsEH) identicaATSEH AT2G26740 / -2.25 -1.17 -5.60 0.000933 0.007906 -0.64
247026_at protein kinase-like protein MAPKKK19AT5G67080 11.32 3.50 5.60 0.000939 0.007947 -0.64
262980_at  endo-beta-1,4-glucanase, putative AtGH9B7 AT1G75680 -6.86 -2.78 -5.59 0.000947 0.008002 -0.65
261025_at Expressed protein ; supported by fu--- AT1G01225 -2.26 -1.18 -5.57 0.000967 0.008115 -0.67
257264_at hypothetical protein contains Pfam p--- AT3G22060 6.29 2.65 5.56 0.000972 0.008137 -0.68
257951_at putative SGP1 monomeric G-proteinSGP2 AT3G21700 2.91 1.54 5.56 0.000977 0.008166 -0.69
246607_at  receptor-like protein kinase - like pr--- AT5G35370 2.81 1.49 5.55 0.000983 0.008197 -0.69
245861_at  GTL1 - like protein GTL1, Arabidop--- AT5G28300 -2.56 -1.35 -5.53 0.001007 0.008345 -0.72
261129_at tubulin alpha-2/alpha-4 chain identicTUA4 AT1G04820 -3.16 -1.66 -5.52 0.001013 0.008384 -0.73
261425_at  peptide transporter, putative similar--- AT1G18880 2.62 1.39 5.51 0.001027 0.008483 -0.74
267645_at putative beta-glucosidase BGLU33 AT2G32860 -3.43 -1.78 -5.50 0.00103 0.00849 -0.74
247215_at Expressed protein ; supported by fuPROPEP3 AT5G64905 12.09 3.60 5.50 0.001032 0.008497 -0.75
250847_at  putative protein predicted protein, A--- AT5G04480 -2.46 -1.30 -5.50 0.001033 0.008504 -0.75
261413_at unknown protein ;supported by full-lPLL5 AT1G07630 2.89 1.53 5.48 0.001056 0.008631 -0.77
267549_at hypothetical protein predicted by ge--- AT2G32640 -3.39 -1.76 -5.47 0.00107 0.008693 -0.78
253747_at  serine threonine-specific kinase like--- AT4G29050 2.33 1.22 5.47 0.001072 0.008702 -0.79
266971_at unknown protein --- AT2G39580 -2.46 -1.30 -5.45 0.001086 0.008763 -0.80
257983_at unknown protein --- AT3G20790 -3.17 -1.66 -5.45 0.001095 0.0088 -0.81
265067_at hypothetical protein predicted by ge--- AT1G03850 4.09 2.03 5.44 0.001101 0.008836 -0.82
254448_at  fatty acid hydroxylase - like protein FAH2 AT4G20870 -3.54 -1.82 -5.44 0.001105 0.008857 -0.82
257093_at hypothetical protein  ;supported by f--- AT3G20570 -2.10 -1.07 -5.43 0.001112 0.008881 -0.83
252624_at Expressed protein ; supported by fuPSK1 AT3G44735 -2.62 -1.39 -5.42 0.001124 0.008929 -0.84



264616_at unknown protein --- AT2G17740 12.63 3.66 5.41 0.001133 0.008953 -0.85
255719_at unknown protein ;supported by full-l--- AT1G32080 -2.59 -1.38 -5.41 0.001134 0.008953 -0.85
251387_at putative protein --- AT3G60810 -2.04 -1.03 -5.41 0.001136 0.008964 -0.85
249677_at DNA helicase-like --- AT5G35970 -2.19 -1.13 -5.40 0.001146 0.009014 -0.86
248420_at receptor-like protein kinase  ;suppor--- AT5G51560 -3.35 -1.74 -5.39 0.001157 0.009057 -0.87
264635_at unknown protein ;supported by full-l--- AT1G65500 3.34 1.74 5.39 0.001158 0.009057 -0.87
264435_at putative glutathione S-transferase TATGSTU18AT1G10360 -2.16 -1.11 -5.39 0.001158 0.009057 -0.87
263126_at hypothetical protein predicted by ge--- AT1G78460 4.26 2.09 5.39 0.001163 0.009081 -0.88
253052_at cytochrome P450-like protein ; suppCYP81H1 AT4G37310 2.77 1.47 5.39 0.001164 0.009083 -0.88
259211_at unknown protein identical to GB:AA--- AT3G09020 4.71 2.24 5.38 0.001173 0.009124 -0.88
260542_at putative FKBP type peptidyl-prolyl c--- AT2G43560 -2.13 -1.09 -5.36 0.001192 0.00922 -0.90
261688_at unknown protein contains similarity --- AT1G47380 -3.56 -1.83 -5.35 0.001204 0.009259 -0.91
264324_at myosin heavy chain MYA2 Strong sXIB AT1G04160 -2.32 -1.21 -5.35 0.001209 0.009285 -0.92
258815_at putative short-chain type dehydroge--- AT3G04000 2.18 1.12 5.34 0.001219 0.009331 -0.93
267169_at putative oxidoreductase --- AT2G37540 -2.48 -1.31 -5.34 0.001223 0.009345 -0.93
258662_at unknown protein --- AT3G02900 -2.48 -1.31 -5.34 0.001226 0.009363 -0.93
260438_at putative bifunctional nuclease similaENDO 2 AT1G68290 -2.94 -1.56 -5.33 0.001229 0.009366 -0.94
252572_at  putative protein Mlo-h1 protein - HoMLO3 AT3G45290 2.11 1.08 5.33 0.00124 0.009419 -0.95
244995_at ATPase a subunit --- --- -2.26 -1.18 -5.32 0.001247 0.009453 -0.95
260490_at  ATP-dependent transmembrane traCER5 AT1G51500 -2.32 -1.21 -5.30 0.001269 0.009559 -0.97
251962_at plasma membrane intrinsic protein 2PIP2A AT3G53420 -2.14 -1.10 -5.29 0.001289 0.009661 -0.99
252334_at  mitochondrial phosphate transporte--- AT3G48850 6.93 2.79 5.29 0.001291 0.009661 -0.99
262263_at  auxin transport protein REH1, puta PIN3 AT1G70940 -3.45 -1.79 -5.28 0.001295 0.00969 -0.99
250550_at  N-hydroxycinnamoyl benzoyltransfe--- AT5G07870 -2.49 -1.32 -5.28 0.001296 0.009697 -0.99
262796_at cysteine proteinase XCP2 identical XCP2 AT1G20850 -3.15 -1.66 -5.28 0.001298 0.009709 -1.00
267038_at expressed protein supported by cDN--- AT2G38480 -2.86 -1.52 -5.28 0.001303 0.009734 -1.00
255177_at strong similarity to 1-aminocyclopro ACS11 AT4G08040 -3.78 -1.92 -5.28 0.001305 0.009737 -1.00
260371_at unknown protein  ; supported by cD--- AT1G69690 -3.00 -1.59 -5.28 0.001306 0.009737 -1.00
250307_at putative protein similar to unknown --- AT5G12170 2.12 1.08 5.27 0.001313 0.009757 -1.01
245783_s_ahypothetical protein similar to hypot --- AT1G35170 / -3.26 -1.70 -5.27 0.001314 0.00976 -1.01
251920_at  uracil phosphoribosyltransferase-lik--- AT3G53900 -2.47 -1.30 -5.26 0.001326 0.009802 -1.02
251072_at  putative protein wound-inducible pr--- AT5G01740 -2.40 -1.26 -5.26 0.001328 0.009805 -1.02
245657_at unknown protein similar to receptor---- AT1G56720 -3.07 -1.62 -5.26 0.001328 0.009805 -1.02
265740_at RING-H2 finger protein RHA2b idenRHA2B AT2G01150 -2.64 -1.40 -5.24 0.001362 0.009973 -1.05
247199_at DNA binding protein TGA1a homoloTGA1 AT5G65210 2.31 1.21 5.23 0.001373 0.01003 -1.06



253987_at  pyrophosphate-dependent phosphoPFK3 AT4G26270 2.57 1.36 5.23 0.001378 0.010046 -1.06
251196_at  glutaredoxin -like protein glutaredox--- AT3G62950 -3.62 -1.86 -5.23 0.001379 0.010046 -1.06
245352_at indole-3-acetate beta-glucosyltransfUGT84A3 AT4G15490 2.09 1.06 5.22 0.001385 0.010068 -1.07
258419_at unknown protein --- AT3G16670 -6.23 -2.64 -5.21 0.001395 0.010107 -1.07
265720_at unknown protein --- AT2G40110 2.41 1.27 5.21 0.001406 0.010167 -1.08
258682_at  putative ribosomal-protein S6 kinasS6K2 AT3G08720 2.90 1.54 5.21 0.001407 0.010169 -1.08
250199_at putative protein contains similarity toMPL1 AT5G14180 4.23 2.08 5.21 0.001409 0.010179 -1.09
247166_at unknown protein --- AT5G65840 -2.25 -1.17 -5.20 0.00142 0.010216 -1.09
249361_at  protein kinase - like protein protein --- AT5G40540 -2.35 -1.23 -5.20 0.001424 0.010231 -1.10
248162_at  1,4-benzoquinone reductase-like; TFQR1 AT5G54500 2.04 1.03 5.19 0.001429 0.01026 -1.10
248687_at ADPG pyrophosphorylase small subADG1 AT5G48300 -2.33 -1.22 -5.19 0.001431 0.010263 -1.10
250611_at gibberellin 20-oxidase GA20OX3 AT5G07200 -2.00 -1.00 -5.19 0.001434 0.010276 -1.10
259516_at hypothetical protein ; supported by cERD10 AT1G20450 -2.35 -1.23 -5.19 0.001438 0.010283 -1.11
262280_at unknown protein --- AT1G68580 -2.24 -1.16 -5.19 0.001439 0.010284 -1.11
248335_at putative protein strong similarity to u--- AT5G52450 2.05 1.04 5.18 0.001446 0.010326 -1.11
251100_at  aldose reductase-like protein aldos --- AT5G01670 2.14 1.10 5.18 0.001448 0.010327 -1.12
266156_at hypothetical protein predicted by geFRA8 AT2G28110 3.89 1.96 5.18 0.00145 0.01033 -1.12
260919_at hypothetical protein predicted by ge--- AT1G21520 / 4.69 2.23 5.16 0.001476 0.010462 -1.14
247478_at  DC1.2 homologue - like protein DC--- AT5G62360 -3.64 -1.87 -5.16 0.00148 0.010478 -1.14
255926_at  AP2 domain containing protein RA --- AT1G22190 2.43 1.28 5.15 0.00149 0.010539 -1.15
256112_at  guanine nucleotide regulatory proteATRABA1BAT1G16920 -3.22 -1.69 -5.14 0.001509 0.010628 -1.16
267619_at putative receptor-like protein kinase--- AT2G26730 -2.15 -1.10 -5.14 0.00151 0.010636 -1.16
262309_at  phosphoglucomutase, putative sim --- AT1G70820 -2.31 -1.21 -5.13 0.001522 0.01069 -1.17
250777_at putative protein similar to unknown --- AT5G05440 -5.42 -2.44 -5.13 0.00153 0.010724 -1.17
266368_at putative embryo-abundant protein --- AT2G41380 10.11 3.34 5.12 0.001546 0.010813 -1.19
261788_at unknown protein ;supported by full-lNDF1 AT1G15980 -2.17 -1.12 -5.12 0.001546 0.010813 -1.19
265221_s_aputative glutamate decarboxylase  ;GAD3 AT2G02000 / 4.59 2.20 5.11 0.001556 0.010858 -1.19
262195_at  allergen, putative similar to allergen--- AT1G78040 -2.57 -1.36 -5.11 0.001566 0.0109 -1.20
256673_at unknown protein FLA15 AT3G52370 -5.10 -2.35 -5.10 0.001572 0.010917 -1.20
253207_at  putative protein small auxin up-regu--- AT4G34770 -3.20 -1.68 -5.10 0.001578 0.010938 -1.21
260221_at  GAST1-like protein similar to GAST--- AT1G74670 -7.40 -2.89 -5.10 0.001581 0.010952 -1.21
259297_at putative disease resistance protein AtRLP30 AT3G05360 2.85 1.51 5.09 0.001586 0.010963 -1.21
266292_at putative tropinone reductase  ;supp SAG13 AT2G29350 13.90 3.80 5.09 0.001591 0.010984 -1.22
261032_at unknown protein ;supported by full-l--- AT1G17430 -3.27 -1.71 -5.09 0.001594 0.010995 -1.22
254592_at  heat shock transcription factor - likeHSF A4A AT4G18880 3.54 1.82 5.07 0.001623 0.011115 -1.24



253608_at  xyloglucan endo-1,4-beta-D-glucanXTH19 AT4G30290 -3.80 -1.93 -5.07 0.00163 0.011136 -1.24
266856_at putative ABC transporter related to PDR4 AT2G26910 -2.20 -1.14 -5.04 0.001674 0.011359 -1.27
260982_at  chalcone isomerase, putative simila--- AT1G53520 -3.66 -1.87 -5.04 0.001687 0.011412 -1.28
264400_at  glucose-6-phosphate/phosphate-traGPT2 AT1G61800 10.64 3.41 5.04 0.00169 0.011421 -1.28
266984_at unknown protein  ; supported by cD--- AT2G39570 2.19 1.13 5.03 0.001693 0.011436 -1.29
251621_at  protein kinase - like protein wall-as --- AT3G57700 2.08 1.06 5.03 0.001695 0.011436 -1.29
257333_at cytochrome c oxidase subunit 1 --- --- 2.24 1.16 5.02 0.001712 0.011496 -1.30
260153_at putative lipase similar to monoglyce--- AT1G52760 2.21 1.14 5.02 0.001725 0.011554 -1.31
252300_at pyruvate kinase -like protein various--- AT3G49160 2.12 1.08 5.02 0.001726 0.011555 -1.31
250012_x_aauxin-induced protein-like --- AT5G18060 -8.50 -3.09 -5.01 0.001735 0.011579 -1.31
266503_at unknown protein --- AT2G47780 -2.27 -1.19 -5.00 0.001758 0.011684 -1.33
246233_at putative protein --- AT4G36550 2.89 1.53 5.00 0.001763 0.011699 -1.33
250293_s_a auxin reponsive - like protein Nt-gh --- AT5G13360 / 2.53 1.34 4.99 0.001768 0.011716 -1.33
248344_at hyaluronan mediated motility recept--- AT5G52280 -2.09 -1.06 -4.99 0.00178 0.011773 -1.34
263287_at Expressed protein ; supported by fu--- AT2G36145 -3.10 -1.63 -4.98 0.001793 0.011826 -1.35
260704_at  glycine cleavage system H protein --- AT1G32470 -3.26 -1.70 -4.97 0.001811 0.011883 -1.36
254384_at  heat shock protein - like heat shock--- AT4G21870 -3.33 -1.74 -4.97 0.00182 0.01191 -1.36
251665_at responce reactor 4  ; supported by cARR9 AT3G57040 -2.88 -1.53 -4.96 0.001834 0.011955 -1.37
260522_x_ahypothetical protein predicted by ge--- AT2G41730 8.17 3.03 4.96 0.001835 0.011955 -1.37
258871_at putative 26S proteosome regulatory--- AT3G03060 2.51 1.33 4.96 0.001846 0.012005 -1.38
260884_at unknown protein similar to unknown--- AT1G29240 2.59 1.37 4.95 0.001847 0.012011 -1.38
245906_at putative protein  ;supported by full-le--- AT5G11070 -2.49 -1.32 -4.94 0.001872 0.012113 -1.39
258000_at AIG2-like protein similar to AIG2 pro--- AT3G28940 2.08 1.05 4.94 0.001877 0.012128 -1.40
262210_at hypothetical protein predicted by geIQD31 AT1G74690 -2.52 -1.33 -4.94 0.001883 0.01215 -1.40
247393_at unknown protein --- AT5G63130 5.57 2.48 4.92 0.001921 0.012315 -1.42
258470_at Expressed protein ; supported by fu--- AT3G06035 -7.04 -2.82 -4.92 0.001923 0.012315 -1.42
249610_at putative protein --- AT5G37360 -2.24 -1.17 -4.91 0.001932 0.012347 -1.43
257337_at NADH dehydrogenase subunit 5 (na--- --- 2.35 1.23 4.90 0.001957 0.012455 -1.44
248794_at ethylene responsive element bindin ERF2 AT5G47220 6.64 2.73 4.89 0.001984 0.012582 -1.46
266097_at unknown protein  ; supported by cDSOUL-1 AT2G37970 2.50 1.32 4.89 0.001986 0.012587 -1.46
264757_at  receptor protein kinase (IRK1), puta--- AT1G61360 5.35 2.42 4.87 0.002033 0.012827 -1.49
258074_at unknown protein --- AT3G25890 2.88 1.53 4.86 0.002041 0.012843 -1.49
266172_at putative aquaporin (water channel pPIP2E AT2G39010 -2.33 -1.22 -4.86 0.002048 0.012875 -1.49
262151_at hypothetical protein predicted by ge--- AT1G52510 -2.16 -1.11 -4.85 0.002066 0.012951 -1.50
266225_at putative membrane channel protein ATOEP16-1AT2G28900 -2.59 -1.37 -4.83 0.00212 0.013189 -1.53



258633_at putative serine carboxypeptidase II SCPL27 AT3G07990 -2.22 -1.15 -4.83 0.002122 0.013197 -1.53
264223_s_a receptor kinase, putative similar to --- AT1G67520 / 2.65 1.41 4.83 0.002131 0.013216 -1.54
258679_at  putative 2,3-bisphosphoglycerate-in--- AT3G08590 2.13 1.09 4.82 0.00215 0.013311 -1.55
260179_at unknown protein similar to hypothetHWI1 AT1G70690 2.35 1.23 4.81 0.002161 0.013348 -1.55
267436_at putative receptor-like protein kinaseFRK1 AT2G19190 3.61 1.85 4.81 0.002161 0.013348 -1.55
252214_at  putative protein EREBP-3 homologCEJ1 AT3G50260 2.59 1.37 4.81 0.002162 0.013348 -1.55
247314_at  3(2),5-bisphosphate nucleotidase ( SAL2 AT5G64000 2.83 1.50 4.81 0.002168 0.013376 -1.56
252366_at Expressed protein ; supported by fu--- AT3G48420 -2.46 -1.30 -4.81 0.002176 0.013403 -1.56
260028_at unknown protein ; supported by cDN--- AT1G29980 -4.66 -2.22 -4.81 0.002177 0.013405 -1.56
262518_at putative glutathione transferase OneATGSTU24AT1G17170 20.64 4.37 4.80 0.002194 0.013483 -1.57
260882_at  DNA binding protein, putative similaWRKY65 AT1G29280 2.11 1.08 4.78 0.002234 0.013662 -1.59
259730_at unknown protein similar to hypothet --- AT1G77660 2.80 1.49 4.78 0.002253 0.013729 -1.60
249996_at  glutaredoxin -like protein glutaredox--- AT5G18600 -2.19 -1.13 -4.77 0.002268 0.013801 -1.60
258055_at putative 2Fe-2S iron-sulfur cluster pNDF4 AT3G16250 -2.99 -1.58 -4.77 0.002273 0.01382 -1.61
247912_at putative protein contains similarity to--- AT5G57480 2.26 1.17 4.77 0.002275 0.013824 -1.61
244934_at NADH dehydrogenase ND6 --- --- -2.21 -1.15 -4.77 0.00228 0.013841 -1.61
267567_at putative cytochrome P450 CYP71A13 AT2G30770 27.98 4.81 4.76 0.002282 0.013849 -1.61
262369_at hypothetical protein predicted by ge--- AT1G73010 5.12 2.36 4.76 0.002298 0.01392 -1.62
245760_s_a receptor serine/threonine kinase PR--- AT1G66910 / 2.45 1.29 4.76 0.002303 0.013937 -1.62
246280_at hypothetical protein --- AT4G36660 -2.26 -1.18 -4.75 0.002318 0.013991 -1.63
255856_at unknown protein identical to unknow--- AT1G66940 -4.84 -2.27 -4.74 0.002347 0.014115 -1.64
266831_at putative squalene epoxidase SQE2 AT2G22830 -3.09 -1.63 -4.73 0.002373 0.014221 -1.65
254343_at PRH26 protein  ;supported by full-le 03-אפר AT4G21990 3.26 1.70 4.73 0.002381 0.014248 -1.66
249755_at unknown protein  ;supported by full---- AT5G24580 -3.15 -1.65 -4.72 0.002405 0.014342 -1.67
258183_at unknown protein  ;supported by full---- AT3G21550 -3.50 -1.81 -4.72 0.002412 0.014368 -1.67
264301_at hypothetical protein contains similar--- AT1G78780 2.60 1.38 4.71 0.002438 0.014469 -1.68
254232_at  tyrosine transaminase like protein tCORI3 AT4G23600 -3.73 -1.90 -4.70 0.002462 0.014584 -1.69
255437_at  putative oxidoreductase similar to PAOP2 AT4G03060 -3.05 -1.61 -4.69 0.002485 0.014686 -1.70
250090_at glutamate decarboxylase 1 (GAD 1)GAD AT5G17330 5.60 2.49 4.69 0.002486 0.014686 -1.70
259180_at unknown protein --- AT3G01680 -2.88 -1.53 -4.68 0.002511 0.014768 -1.71
262488_at unknown protein EST gb|AA586241--- AT1G21830 -2.09 -1.06 -4.67 0.002529 0.014842 -1.72
261421_at hypothetical protein similar to unknoIQD30 AT1G18840 -2.44 -1.29 -4.67 0.002551 0.014925 -1.73
246863_at  nodulin - like protein early nodulin N--- AT5G25940 2.21 1.14 4.66 0.002558 0.014949 -1.73
259166_at unknown protein  ; supported by cD--- AT3G01670 -3.16 -1.66 -4.66 0.002568 0.014991 -1.74
246487_at  putative protein with poly glutamic a--- AT5G16030 -2.06 -1.04 -4.66 0.002577 0.015035 -1.74



247881_at putative protein similar to unknown --- AT5G57700 -2.47 -1.30 -4.65 0.002585 0.015066 -1.75
251058_at putative protein --- AT5G01790 -3.69 -1.88 -4.65 0.00259 0.015085 -1.75
260804_at hypothetical protein predicted by ge--- AT1G78410 15.99 4.00 4.64 0.002614 0.015184 -1.76
256366_at  protein kinase, putative contains Pf--- AT1G66880 2.24 1.16 4.64 0.002634 0.015278 -1.77
262414_at  acyl CoA synthetase, putative similLACS2 AT1G49430 -4.26 -2.09 -4.64 0.00264 0.015304 -1.77
249515_at tryptophan synthase beta chain --- AT5G38530 3.55 1.83 4.62 0.002688 0.015487 -1.79
260243_at hypothetical protein similar to putati --- AT1G63720 2.54 1.34 4.62 0.002699 0.015527 -1.79
253343_at putative protein --- AT4G33540 2.59 1.37 4.61 0.002715 0.015562 -1.80
258897_at unknown protein --- AT3G05730 -12.36 -3.63 -4.61 0.002733 0.015638 -1.81
260867_at hypothetical protein predicted by geTED6 AT1G43790 -3.40 -1.77 -4.60 0.002751 0.015702 -1.81
261814_at unknown protein --- AT1G08310 5.66 2.50 4.60 0.002762 0.015756 -1.82
258588_s_a glyceraldehyde-3-phosphate dehydGAPC1 AT3G04120 2.17 1.12 4.59 0.002789 0.015899 -1.83
247768_at  I-box binding factor - like protein I-b--- AT5G58900 -3.03 -1.60 -4.58 0.002823 0.016048 -1.84
248327_at putative protein similar to unknown --- AT5G52750 8.40 3.07 4.57 0.002831 0.016077 -1.85
267178_at unknown protein  ; supported by full--- AT2G37750 4.29 2.10 4.57 0.002859 0.016178 -1.86
257325_at hypothetical protein --- AT2G07798 2.40 1.26 4.56 0.002866 0.016207 -1.86
262288_at unknown protein identical to residueCRR23 AT1G70760 -2.56 -1.35 -4.56 0.002869 0.016212 -1.86
258877_at putative expansin precursor similar ATEXPA13 AT3G03220 -2.31 -1.21 -4.56 0.002888 0.016264 -1.87
258929_at unknown protein Pfam HMM hit: FK--- AT3G10060 -2.64 -1.40 -4.55 0.002904 0.016325 -1.87
254331_s_a cytochrome P450 - like protein flav CYP706A2 AT4G22690 / 2.82 1.50 4.55 0.002905 0.016325 -1.87
264402_at  HSP100/ClpB, putative similar to HCLPB4 AT2G25140 2.05 1.03 4.55 0.002909 0.016325 -1.87
251304_at putative protein several O-methyltra--- AT3G61990 3.44 1.78 4.55 0.002917 0.016349 -1.88
255817_at unknown protein  ;supported by full-PDLP3 AT2G33330 -2.11 -1.08 -4.54 0.002934 0.01642 -1.88
259507_at unknown protein --- AT1G43910 2.75 1.46 4.54 0.00294 0.016451 -1.89
249983_at  putative protein S-receptor kinase P--- AT5G18470 10.93 3.45 4.54 0.002943 0.016451 -1.89
251272_at homeobox-leucine zipper protein ATATHB-12 AT3G61890 2.82 1.50 4.53 0.002972 0.01656 -1.90
262634_at unknown protein ; supported by cDN--- AT1G06690 -2.53 -1.34 -4.53 0.002978 0.016568 -1.90
252950_at  putative protein phospholipase C (E--- AT4G38690 -2.26 -1.18 -4.53 0.002979 0.016568 -1.90
266536_at hypothetical protein predicted by ge--- AT2G16900 2.93 1.55 4.53 0.00298 0.016568 -1.90
248448_at putative protein contains similarity to--- AT5G51190 5.35 2.42 4.53 0.002981 0.016568 -1.90
247213_at unknown protein  ; supported by fullPROPEP1 AT5G64900 3.43 1.78 4.53 0.002989 0.016591 -1.90
245854_at adenosine nucleotide translocator  ;AAC2 AT5G13490 6.12 2.61 4.50 0.003102 0.016985 -1.94
256186_at 4-coumarate:CoA ligase 1 identical 4CL1 AT1G51680 2.49 1.31 4.49 0.003107 0.017006 -1.95
250132_at putative protein similar to unknown KAN AT5G16560 -2.03 -1.02 -4.49 0.003115 0.017038 -1.95
267610_at  K+ transporter, AKT1 identical to GAKT1 AT2G26650 2.59 1.37 4.49 0.003135 0.017119 -1.96



246988_at putative protein strong similarity to u--- AT5G67340 2.45 1.29 4.48 0.003172 0.017258 -1.97
266017_at unknown protein  ; supported by cD--- AT2G18690 2.74 1.46 4.47 0.003182 0.017286 -1.97
261913_at  flavin-containing monooxygenase FFMO GS-O AT1G65860 -2.30 -1.20 -4.47 0.00319 0.017307 -1.97
262871_at hypothetical protein predicted by ge--- AT1G65010 -2.98 -1.57 -4.46 0.00322 0.017393 -1.99
245793_at unknown protein ;supported by full-l--- AT1G32220 -2.11 -1.08 -4.46 0.00323 0.017414 -1.99
247729_at  1-aminocyclopropane-1-carboxylat --- AT5G59530 2.02 1.01 4.46 0.003245 0.017439 -1.99
250680_at putative protein similar to unknown --- AT5G06570 -2.21 -1.14 -4.46 0.003245 0.017439 -1.99
264777_at  unknown protein similar to L-allo-thTHA1 AT1G08630 4.26 2.09 4.45 0.003266 0.017519 -2.00
247487_at  putative protein predicted protein, A--- AT5G62150 4.76 2.25 4.44 0.003295 0.017644 -2.01
251336_at  putative protein hypothetical proteinBAP1 AT3G61190 2.17 1.12 4.44 0.003305 0.017672 -2.01
246370_at hypothetical protein predicted by ge--- AT1G51920 4.50 2.17 4.44 0.003323 0.017728 -2.02
264524_at  tat-binding protein, putative Highly ATBCAT-2 AT1G10070 4.45 2.16 4.44 0.003326 0.01774 -2.02
260754_at unknown protein --- AT1G49000 2.32 1.22 4.43 0.003343 0.017801 -2.03
251374_at homeobox-leucine zipper protein HAHAT3 AT3G60390 -2.09 -1.06 -4.43 0.003358 0.017865 -2.03
247908_at GS1-like protein ;supported by full-l GS1 AT5G57440 -2.22 -1.15 -4.43 0.003365 0.017889 -2.03
260239_at  putative receptor protein kinase sim--- AT1G74360 5.16 2.37 4.42 0.003387 0.017977 -2.04
255842_at putative serine carboxypeptidase II scpl46 AT2G33530 -2.38 -1.25 -4.42 0.003394 0.017992 -2.04
248676_at putative protein similar to unknown ATSDI1 AT5G48850 -3.57 -1.84 -4.42 0.003394 0.017992 -2.04
260368_at AtHVA22c identical to AtHVA22c G ATHVA22CAT1G69700 -3.07 -1.62 -4.42 0.003409 0.018051 -2.05
252133_at  hypothetical protein hypothetical pr --- AT3G50900 3.13 1.64 4.40 0.003455 0.018224 -2.06
250892_at  putative protein beta-(1-3)-glucosylATCSLA09 AT5G03760 -10.98 -3.46 -4.40 0.003458 0.018235 -2.06
246251_at cold acclimation protein homolog --- AT4G37220 -2.56 -1.35 -4.39 0.003493 0.01838 -2.07
255546_at putative CHP-rich zinc finger protein--- AT4G01910 2.31 1.21 4.39 0.003515 0.018449 -2.08
254737_at  fatty acid elongase - like protein (ce--- AT4G13840 -2.61 -1.39 -4.39 0.003525 0.018487 -2.08
257923_at hypothetical protein predicted by ge--- AT3G23160 2.53 1.34 4.39 0.003531 0.01851 -2.09
248404_at trehalose-6-phosphate phosphataseATTPPA AT5G51460 -2.12 -1.08 -4.38 0.00355 0.018573 -2.09
260978_at  17.6 kDa heat shock protein (AA 1---- AT1G53540 2.29 1.20 4.37 0.003576 0.018667 -2.10
261480_at  phytochrome kinase substrate 1, puPKS2 AT1G14280 -3.65 -1.87 -4.37 0.003578 0.018671 -2.10
264511_at putative galactinol synthase similar AtGolS3 AT1G09350 -3.15 -1.66 -4.36 0.003621 0.018837 -2.11
259979_at unknown protein  ;supported by full---- AT1G76600 2.19 1.13 4.36 0.003631 0.018866 -2.12
255065_s_a putative arginase similar to arginas --- AT4G08870 / -3.39 -1.76 -4.36 0.003659 0.018982 -2.12
264147_at  receptor-like protein glossy1 (gl1), CER1 AT1G02205 -13.77 -3.78 -4.35 0.003685 0.019084 -2.13
259244_at unknown protein similar to zinc fingeCOL9 AT3G07650 2.17 1.12 4.34 0.003705 0.019147 -2.14
250267_at putative protein predicted proteins --- AT5G12930 4.15 2.05 4.34 0.003722 0.019211 -2.14
252280_at  SF16 -like protein SF16 protein, poiqd21 AT3G49260 -2.45 -1.29 -4.34 0.003731 0.019242 -2.15



248932_at peptide transporter PTR3 AT5G46050 3.62 1.86 4.34 0.003739 0.019268 -2.15
263924_at enolase (2-phospho-D-glycerate hy LOS2 AT2G36530 2.16 1.11 4.34 0.003746 0.019294 -2.15
249783_at calcium sensor homolog (gb|AAC26SOS3 AT5G24270 2.07 1.05 4.32 0.003802 0.019539 -2.17
259980_at unknown protein  ;supported by full---- AT1G76520 2.02 1.02 4.32 0.003808 0.019555 -2.17
265572_at putative carbonic anhydrase ATACA2 AT2G28210 8.70 3.12 4.32 0.003828 0.019623 -2.17
266775_at putative SCARECROW gene regula--- AT2G29060 2.04 1.03 4.31 0.003866 0.019778 -2.18
245336_at Expressed protein ; supported by fu--- AT4G16515 -4.36 -2.12 -4.31 0.003869 0.019787 -2.18
259033_at putative pectinacetylesterase simila --- AT3G09405 / 6.75 2.75 4.30 0.003893 0.01988 -2.19
255127_at  nodulin-like protein nodulin gene M--- AT4G08300 3.43 1.78 4.28 0.003979 0.020196 -2.22
266132_at hypothetical protein predicted by geSPX3 AT2G45130 2.14 1.10 4.27 0.004042 0.020446 -2.23
257938_at  cell elongation protein, Dwarf1 idenDWF1 AT3G19820 -4.38 -2.13 -4.27 0.004047 0.020469 -2.23
248405_at putative protein pectinesterase-like;SKS2 AT5G51480 -5.07 -2.34 -4.27 0.004055 0.02049 -2.24
258362_at unknown protein --- AT3G14280 3.77 1.91 4.23 0.00423 0.021115 -2.28
254571_at hypothetical protein --- AT4G19370 3.79 1.92 4.22 0.004291 0.021291 -2.30
263565_at unknown protein FUT4 AT2G15390 3.10 1.63 4.22 0.004323 0.021388 -2.30
250443_at  Pto kinase interactor - like protein PRBK1 AT5G10520 5.02 2.33 4.22 0.004326 0.021389 -2.31
247983_at pyrophosphate-dependent phosphoPFK7 AT5G56630 2.45 1.29 4.21 0.004353 0.021488 -2.31
251183_at  putative protein putative protein At2--- AT3G62630 -2.84 -1.51 -4.18 0.004516 0.022109 -2.35
263495_at cold-regulated protein cor15b precuCOR15B AT2G42530 -3.46 -1.79 -4.18 0.004537 0.022191 -2.36
245334_at Expressed protein ; supported by fuRALFL33 AT4G15800 -2.01 -1.01 -4.17 0.004548 0.022204 -2.36
253088_at ferulate-5-hydroxylase (FAH1)  ; supFAH1 AT4G36220 2.10 1.07 4.17 0.004577 0.022294 -2.37
266516_at putative glutaredoxin  ;supported by--- AT2G47880 -2.27 -1.18 -4.17 0.004583 0.02231 -2.37
266979_at unknown protein  ;supported by full-PPL2 AT2G39470 -3.71 -1.89 -4.16 0.004599 0.022363 -2.37
249494_at  acyltransferase - like protein Antho --- AT5G39050 2.23 1.16 4.16 0.004606 0.022382 -2.37
266150_s_ahypothetical protein --- AT2G12290 / 2.64 1.40 4.16 0.00463 0.022454 -2.38
258399_at  early auxin-induced protein, IAA19 IAA19 AT3G15540 -3.29 -1.72 -4.15 0.004653 0.022534 -2.38
264774_at unknown protein --- AT1G22890 2.32 1.22 4.15 0.004702 0.022729 -2.40
247444_at putative protein strong similarity to uHIPL2 AT5G62630 2.30 1.20 4.13 0.004792 0.023026 -2.42
259743_at hypothetical protein predicted by ge--- AT1G71140 3.65 1.87 4.12 0.004841 0.023212 -2.43
247816_at similar to unknown protein (pir||S75 --- AT5G58260 -2.11 -1.08 -4.12 0.004851 0.023229 -2.43
257021_at  branched-chain amino acid aminotrBCAT4 AT3G19710 -2.07 -1.05 -4.12 0.004865 0.023271 -2.43
260477_at Ser/Thr protein kinase isolog --- AT1G11050 3.84 1.94 4.11 0.004915 0.023457 -2.44
261279_at  class I chitinase, putative similar to POM1 AT1G05850 -4.76 -2.25 -4.11 0.004945 0.023534 -2.45
257058_at Expressed protein ; supported by cDCOX17 AT3G15352 3.47 1.79 4.09 0.005061 0.023874 -2.48
253274_at  Phosphoglycerate dehydrogenase EDA9 AT4G34200 6.48 2.70 4.08 0.005072 0.023907 -2.48



264501_at  putative lipase Similar to nodulins a--- AT1G09390 -2.53 -1.34 -4.07 0.005137 0.02412 -2.49
255502_at  contains similarity to a protein kinas--- AT4G02410 3.68 1.88 4.07 0.005151 0.024153 -2.49
265656_at putative nonspecific lipid-transfer pr --- AT2G13820 -2.18 -1.13 -4.06 0.005222 0.024413 -2.51
260857_at unknown protein contains Pfam pro LYM1 AT1G21880 -2.15 -1.10 -4.06 0.005233 0.024457 -2.51
263182_at Expressed protein ; supported by fu--- AT1G05575 7.99 3.00 4.05 0.005299 0.024679 -2.53
253414_at putative protein EDA39 AT4G33050 4.91 2.30 4.05 0.005308 0.024707 -2.53
257547_at hypothetical protein predicted by ge--- AT3G13000 -2.40 -1.27 -4.04 0.005335 0.024796 -2.53
249109_at auxin-induced protein AUX2-11 (sp ATAUX2-11AT5G43700 -3.09 -1.63 -4.04 0.00536 0.024877 -2.54
255111_at  peroxidase C2 precursor like protei--- AT4G08780 10.86 3.44 4.03 0.005389 0.024964 -2.54
262942_at hypothetical protein similar to unknoALIS5 AT1G79450 2.28 1.19 4.03 0.005416 0.025029 -2.55
265853_at putative RING zinc finger protein --- AT2G42360 2.91 1.54 4.03 0.005423 0.025057 -2.55
267028_at putative WRKY-type DNA binding pWRKY33 AT2G38470 5.41 2.43 4.03 0.005428 0.025075 -2.55
246516_at  putative protein auxin-independent --- AT5G15740 -3.02 -1.59 -4.03 0.005449 0.025151 -2.56
256933_at unknown protein contains Pfam pro --- AT3G22600 10.82 3.44 4.03 0.005453 0.025156 -2.56
256015_at  PSI type II chlorophyll a/b-binding pLHCA6 AT1G19150 -3.76 -1.91 -4.02 0.005506 0.025314 -2.57
249986_at  putative protein predicted proteins, --- AT5G18460 -2.10 -1.07 -4.01 0.005566 0.025484 -2.58
245744_at unknown protein --- AT1G51110 -2.32 -1.22 -4.01 0.005591 0.025549 -2.58
262882_at  cytochrome p450, putative similar tCYP89A2 AT1G64900 2.52 1.33 4.00 0.0056 0.025578 -2.59
261248_at  calreticulin, putative similar to GB:A--- AT1G20030 -2.29 -1.19 -4.00 0.005616 0.025645 -2.59
254408_at  serine/threonine kinase - like proteiB120 AT4G21390 6.51 2.70 4.00 0.00565 0.025737 -2.59
246858_at  receptor-like protein kinase - like re--- AT5G25930 2.89 1.53 3.99 0.005707 0.025936 -2.61
264433_at  beta-glucosidase, putative similar t BGLU45 AT1G61810 4.61 2.21 3.99 0.005721 0.025969 -2.61
248895_at receptor protein kinase FLS2 AT5G46330 -2.06 -1.04 -3.97 0.00582 0.026285 -2.63
258282_at unknown protein --- AT3G26910 2.31 1.21 3.93 0.006125 0.027265 -2.68
255011_at  cytochrome c several plant cytochr CYTC-2 AT4G10040 2.79 1.48 3.93 0.006176 0.027408 -2.69
266270_at putative glutathione S-transferase  ;ATGSTU3 AT2G29470 7.92 2.98 3.91 0.006255 0.027647 -2.70
261247_at hypothetical protein predicted by ge--- AT1G20070 -3.39 -1.76 -3.90 0.00634 0.027922 -2.72
261451_at unknown protein --- AT1G21060 -2.55 -1.35 -3.90 0.006353 0.02795 -2.72
249485_at  receptor protein kinase - like protei --- AT5G39020 2.43 1.28 3.90 0.006408 0.028125 -2.73
255923_at hypothetical protein contains Pfam p--- AT1G22180 2.33 1.22 3.89 0.006423 0.028153 -2.73
252908_at putative protein --- AT4G39670 5.54 2.47 3.89 0.006452 0.028232 -2.74
258002_at AIG2-like protein similar to AIG2 proAIG2 AT3G28930 4.71 2.24 3.89 0.006464 0.028269 -2.74
252178_at putative protein various predicted pr--- AT3G50750 -2.11 -1.07 -3.87 0.006585 0.028658 -2.76
260706_at  oxidase, putative similar to oxidaseAOX1D AT1G32350 10.36 3.37 3.85 0.00676 0.029176 -2.79
248970_at urea active transporter-like protein --- AT5G45380 2.10 1.07 3.85 0.006797 0.029298 -2.79



247754_at putative protein --- AT5G59080 -2.14 -1.10 -3.85 0.006799 0.0293 -2.79
262649_at unknown protein contains similarity --- AT1G14040 2.29 1.20 3.84 0.006875 0.029555 -2.81
253203_at arginine decarboxylase SPE2  ; supADC2 AT4G34710 -2.38 -1.25 -3.83 0.00694 0.029761 -2.82
246919_at  putative protein hypothetical protein--- AT5G25460 -9.93 -3.31 -3.82 0.007046 0.030071 -2.83
248382_at peroxidase --- AT5G51890 -3.02 -1.60 -3.80 0.007217 0.030589 -2.86
256300_at unknown protein similar to N-term hNAP AT1G69490 3.02 1.60 3.80 0.007225 0.030611 -2.86
266581_at putative desiccation related protein --- AT2G46140 4.11 2.04 3.79 0.00728 0.03076 -2.87
256583_at hypothetical protein --- AT3G28850 2.04 1.03 3.79 0.007282 0.03076 -2.87
262801_at unknown protein  ;supported by full---- AT1G21010 2.16 1.11 3.77 0.007496 0.031359 -2.90
266290_at putative glutathione S-transferase  ;ATGSTU1 AT2G29490 5.18 2.37 3.77 0.007518 0.031406 -2.90
255879_at  receptor-like kinase, putative simila--- AT1G67000 2.00 1.00 3.77 0.007522 0.031418 -2.90
256185_at dof zinc finger protein identical to doADOF1 AT1G51700 2.47 1.30 3.77 0.007532 0.031435 -2.90
255340_at putative receptor-like protein kinase--- AT4G04490 3.02 1.60 3.77 0.007537 0.031435 -2.91
266752_at putative ABC transporter related to ABCB4 AT2G47000 5.41 2.44 3.75 0.007668 0.031854 -2.92
246275_at putative protein ; supported by full-leBEE2 AT4G36540 -4.63 -2.21 -3.75 0.007709 0.031965 -2.93
257008_at  myrosinase-associated protein, putESM1 AT3G14210 -4.02 -2.01 -3.75 0.007745 0.032091 -2.93
251395_at unknown protein  ;supported by full-FLA8 AT2G45470 -7.96 -2.99 -3.73 0.00786 0.032415 -2.95
256589_at  cytochrome P450, putative contain CYP81D1 AT3G28740 4.57 2.19 3.73 0.007869 0.032439 -2.95
252939_at  NAD(P)H oxidoreductase, isoflavon--- AT4G39230 2.82 1.49 3.73 0.007907 0.032549 -2.96
258140_at Expressed protein ; supported by cDALDH2C4 AT3G24503 2.19 1.13 3.73 0.007927 0.032586 -2.96
266834_s_aputative protein phosphatase 2C --- AT2G05050 / 4.41 2.14 3.72 0.00802 0.032844 -2.97
266992_at similar to Mlo proteins from H. vulgaMLO12 AT2G39200 3.47 1.79 3.71 0.008083 0.032983 -2.98
258641_at unknown protein  ;supported by full---- AT3G08030 -2.80 -1.49 -3.71 0.008085 0.032986 -2.98
262926_s_a receptor kinase, putative similar to ARK1 AT1G65790 / 2.26 1.18 3.71 0.008145 0.033139 -2.99
262366_at  disease resistance protein, putative--- AT1G72890 2.13 1.09 3.70 0.00825 0.033432 -3.00
255999_at  DNA-binding protein, putative simil WRKY71 AT1G29860 2.08 1.06 3.69 0.008297 0.033519 -3.01
266294_at putative small heat shock protein  ;s--- AT2G29500 3.91 1.97 3.69 0.008315 0.033581 -3.01
252338_at putative progesterone-binding proteMAPR3 AT3G48890 2.65 1.41 3.69 0.008339 0.033621 -3.01
245929_at  alcohol dehydrogenase - like prote --- AT5G24760 2.46 1.30 3.67 0.008497 0.034049 -3.03
248719_at respiratory burst oxidase protein  ; sRBOHD AT5G47910 2.75 1.46 3.67 0.00852 0.034093 -3.04
259439_at 1-aminocyclopropane-1-carboxylateACS2 AT1G01480 4.76 2.25 3.66 0.0086 0.034301 -3.05
261363_at  pectinesterase, putative similar to GSKS6 AT1G41830 -6.13 -2.62 -3.66 0.008702 0.034613 -3.06
255753_at  myb factor, putative similar to myb MYB51 AT1G18570 5.06 2.34 3.65 0.008715 0.034655 -3.06
261653_at  subtilisin-like serine protease, puta SBTI1.1 AT1G01900 -2.07 -1.05 -3.65 0.008737 0.03473 -3.06
266311_at hypothetical protein predicted by ge--- AT2G27130 -2.49 -1.32 -3.65 0.008778 0.034817 -3.07



261663_at hypothetical protein similar to hypot EPR1 AT1G18330 / -2.42 -1.28 -3.64 0.008819 0.034893 -3.07
253373_at lysine-ketoglutarate reductase/sacc --- AT4G33150 2.32 1.21 3.64 0.008853 0.034979 -3.08
246821_at  calmodulin-binding - like protein ca CBP60G AT5G26920 3.11 1.64 3.64 0.008904 0.035128 -3.08
AFFX-r2-At-  Arabidopsis thaliana /REF=M64116--- --- 2.09 1.06 3.63 0.008963 0.035292 -3.09
257466_at hypothetical protein predicted by ge--- AT1G62840 2.11 1.08 3.63 0.008985 0.035354 -3.09
261375_at  transcription factor, putative similarSPL4 AT1G53160 -3.37 -1.75 -3.62 0.009124 0.03568 -3.11
264773_at putative disease resistance respons--- AT1G22900 2.26 1.17 3.61 0.00917 0.035806 -3.12
246949_at  cytochrome P450-like protein CYTOCYP71B13 AT5G25140 -2.45 -1.29 -3.60 0.009335 0.036318 -3.14
266464_at glutathione-conjugate transporter A ATMRP4 AT2G47800 4.29 2.10 3.60 0.009359 0.036383 -3.14
245251_at calcineurin B-like protein 1 ; suppor CBL1 AT4G17615 2.33 1.22 3.59 0.009429 0.036577 -3.15
245318_at Expressed protein ; supported by fu--- AT4G16980 -5.66 -2.50 -3.58 0.009559 0.03694 -3.16
260405_at putative glutathione transferase simATGSTU11AT1G69930 6.10 2.61 3.57 0.009687 0.03732 -3.18
250798_at peroxidase --- AT5G05340 5.57 2.48 3.57 0.009743 0.037484 -3.18
259757_at putative thioredoxin similar to proteiATPDIL1-2 AT1G77510 2.55 1.35 3.56 0.009793 0.037598 -3.19
254926_at ACC synthase (AtACS-6)  ; support ACS6 AT4G11280 4.45 2.15 3.55 0.009929 0.037983 -3.20
249872_at unknown protein --- AT5G23130 -2.35 -1.23 -3.54 0.010065 0.038315 -3.22
260693_at  peptide transporter PTR2-B, putativNRT1.5 AT1G32450 2.09 1.06 3.54 0.010077 0.038348 -3.22
253627_at  low temperature and salt responsiv--- AT4G30650 -5.16 -2.37 -3.53 0.01028 0.038901 -3.24
257925_at unknown protein  ;supported by full---- AT3G23170 3.81 1.93 3.52 0.010408 0.039207 -3.25
252604_at  high-affinity nitrate transporter - likeNRT2.6 AT3G45060 -2.50 -1.32 -3.50 0.010579 0.039682 -3.27
263231_at putative indole-3-acetate beta-gluco--- AT1G05680 11.60 3.54 3.48 0.010885 0.040491 -3.30
254229_at hypothetical protein  ; supported by --- AT4G23610 2.45 1.29 3.48 0.010934 0.040634 -3.30
256442_at hypothetical protein predicted by ge--- AT3G10930 4.09 2.03 3.48 0.010961 0.040711 -3.31
261648_at salt-tolerance zinc finger protein ideSTZ AT1G27730 3.19 1.68 3.48 0.01098 0.040744 -3.31
259479_at Expressed protein ; supported by fu--- AT1G19020 3.25 1.70 3.47 0.011071 0.040967 -3.32
245038_at similar to latex allergen from Hevea PLA2A AT2G26560 2.52 1.34 3.47 0.011116 0.041109 -3.32
250916_at  monodehydroascorbate reductase ATMDAR2 AT5G03630 2.37 1.25 3.45 0.011433 0.041985 -3.35
260745_at  2,4-D inducible glutathione S-transfATGSTU20AT1G78370 -2.12 -1.08 -3.45 0.011434 0.041985 -3.35
246912_at  putative protein various predicted p--- AT5G25820 2.03 1.02 3.44 0.011521 0.042238 -3.36
260568_at endochitinase isolog --- AT2G43570 8.36 3.06 3.43 0.011645 0.042518 -3.37
264756_at  receptor protein kinase (IRK1), puta--- AT1G61370 2.76 1.47 3.43 0.011704 0.042655 -3.38
250415_at  putative protein GLUR3 ligand-gateGLR2.5 AT5G11210 2.39 1.26 3.42 0.011827 0.042965 -3.39
265028_at hypothetical protein predicted by ge--- AT1G24530 -2.49 -1.32 -3.42 0.011836 0.042975 -3.39
267559_at putative cytochrome P450 CYP76C2 AT2G45570 3.34 1.74 3.41 0.011931 0.043251 -3.40
259213_at putative receptor ser/thr protein kina--- AT3G09010 2.69 1.43 3.41 0.011979 0.043371 -3.40



266865_at omega-3 fatty acid desaturase iden FAD3 AT2G29980 -9.98 -3.32 -3.41 0.011985 0.04338 -3.40
245250_at ethylene responsive element bindin ATERF6 AT4G17490 4.66 2.22 3.41 0.011985 0.04338 -3.40
266267_at putative glutathione S-transferase  ;ATGSTU4 AT2G29460 3.81 1.93 3.40 0.012107 0.043676 -3.41
261431_at  Myb-related transcription factor mixAtMYB47 AT1G18710 2.48 1.31 3.40 0.012119 0.043691 -3.41
257137_at  P-glycoprotein, putative similar to PABCB19 AT3G28860 -2.55 -1.35 -3.38 0.012399 0.044347 -3.44
251297_at germin-like protein (GLP10) GLP10 AT3G62020 -2.06 -1.04 -3.36 0.012746 0.045216 -3.47
258947_at hypothetical protein similar to calmo--- AT3G01830 4.24 2.08 3.36 0.012864 0.045485 -3.48
249928_at CCR4-associated factor-like protein--- AT5G22250 4.46 2.16 3.34 0.01324 0.046469 -3.51
256093_at predicted protein ; supported by cD --- AT1G20823 2.46 1.30 3.31 0.013726 0.04766 -3.55
245749_at  proline-rich protein, putative similar--- AT1G51090 -2.25 -1.17 -3.31 0.013739 0.0477 -3.55
254954_at hypothetical protein  ;supported by f--- AT4G10910 -2.09 -1.06 -3.30 0.013797 0.047828 -3.55
248896_at putative protein contains similarity toWRKY8 AT5G46350 2.56 1.36 3.30 0.013925 0.048161 -3.56
255959_at  phosphatidylinositol-4-phosphate 5ATPIP5K1 AT1G21980 -2.55 -1.35 -3.29 0.013983 0.048267 -3.57
264514_at  putative cinnamyl alcohol dehydrog--- AT1G09500 3.81 1.93 3.29 0.014161 0.048682 -3.58
258787_at hypothetical protein predicted by gePUB24 AT3G11840 3.39 1.76 3.28 0.014213 0.048829 -3.58
251975_at  CDC48 - like protein transitional en--- AT3G53230 2.29 1.20 3.28 0.014234 0.048856 -3.59
245711_at putative c2h2 zinc finger transcriptioZAT6 AT5G04340 2.55 1.35 3.28 0.014243 0.048861 -3.59
262381_at  virus resistance protein, putative si --- AT1G72900 2.92 1.54 3.27 0.014464 0.049342 -3.60
264415_at  AP2 domain containing protein, putRAP2.6 AT1G43160 -48.25 -5.59 -38.70 3.70E-09 2.81E-05 10.79
259942_at unknown protein ATWHY2 AT1G71260 4.28 2.10 23.71 9.78E-08 0.000167 8.56
251142_at Expressed protein ; supported by fu--- AT5G01015 -6.78 -2.76 -22.49 1.39E-07 0.000167 8.27
247030_at putative protein similar to unknown --- AT5G67210 -3.88 -1.96 -21.19 2.06E-07 0.000206 7.94
260235_at  putative SET protein, phospatase 2NRP1 AT1G74560 3.58 1.84 19.02 4.23E-07 0.000301 7.31
262811_at unknown protein ESTs gb|R65381 a--- AT1G11700 4.83 2.27 18.50 5.08E-07 0.000301 7.14
261086_at hypothetical protein predicted by geTRFL3 AT1G17460 3.29 1.72 17.03 8.78E-07 0.000345 6.63
263412_at putative histone H2B  ;supported by--- AT2G28720 3.42 1.77 15.65 1.53E-06 0.000442 6.11
255604_at hypothetical protein --- AT4G01080 -7.00 -2.81 -15.62 1.55E-06 0.000442 6.09
249839_at Expressed protein ; supported by cD--- AT5G23405 3.94 1.98 15.46 1.66E-06 0.000457 6.03
245060_at  GDP-mannose  pyrophosphorylaseCYT1 AT2G39770 -2.85 -1.51 -15.34 1.75E-06 0.000461 5.98
260496_at putative ABC transporter --- AT2G41700 2.70 1.43 14.86 2.15E-06 0.000485 5.78
253358_at gamma-VPE (vacuolar processing eGAMMA-VPAT4G32940 3.12 1.64 14.57 2.45E-06 0.000523 5.65
250194_at  putative protein various predicted p--- AT5G14550 3.13 1.65 14.53 2.49E-06 0.000523 5.63
246809_s_a SAR DNA-binding protein - like SA --- AT5G27120 / 2.44 1.29 14.29 2.77E-06 0.000556 5.53
249970_at  dermal glycoprotein precursor -like --- AT5G19100 -8.12 -3.02 -14.27 2.80E-06 0.000556 5.51
264657_at  putative 26S protease regulatory suRPT5B AT1G09100 2.92 1.55 14.12 2.99E-06 0.000569 5.45



252123_at flavanone 3-hydroxylase (FH3)  ;supF3H AT3G51240 -2.80 -1.49 -13.81 3.46E-06 0.000602 5.30
249090_at Expressed protein ; supported by cD--- AT5G43745 -4.85 -2.28 -13.79 3.50E-06 0.000602 5.29
261772_at hypothetical protein predicted by ge--- AT1G76240 -8.52 -3.09 -13.60 3.83E-06 0.000608 5.20
255264_at  putative protein ethylene responsiv --- AT4G05170 -3.32 -1.73 -13.59 3.84E-06 0.000608 5.20
251472_at  putative protein nodule inception pr--- AT3G59580 2.75 1.46 13.54 3.93E-06 0.000608 5.18
250545_at serine/threonine protein kinase  ;su ATPK3 AT5G08160 -2.62 -1.39 -13.48 4.05E-06 0.000616 5.15
250663_at  putative protein prenylated rab acc PRA1.B6 AT5G07110 -2.77 -1.47 -13.35 4.34E-06 0.000622 5.08
262996_at hypothetical protein predicted by ge--- AT1G54440 2.84 1.50 13.29 4.46E-06 0.000622 5.05
263929_at hypothetical protein predicted by geURH1 AT2G36310 -3.21 -1.68 -13.02 5.08E-06 0.000655 4.92
257608_at  chaperonin, putative similar to CHAHSP60-3A AT3G13860 2.84 1.51 12.85 5.54E-06 0.000679 4.83
257164_at  mismatch binding protein, putative MSH1 AT3G24320 2.88 1.52 12.80 5.68E-06 0.00069 4.81
257193_at Expressed protein ; supported by fu--- AT3G13160 2.42 1.28 12.78 5.75E-06 0.000694 4.79
245367_at Expressed protein ; supported by fuNRPB9B AT4G16265 2.89 1.53 12.74 5.85E-06 0.000698 4.78
249354_at  nuclear pore protein -like nuclear p EMB3012 AT5G40480 4.68 2.23 12.73 5.89E-06 0.000698 4.77
249540_at  4-coumarate--CoA ligase -like prote--- AT5G38120 -8.44 -3.08 -12.70 5.99E-06 0.0007 4.75
264516_at unknown protein --- AT1G10090 -2.58 -1.37 -12.67 6.07E-06 0.0007 4.74
260605_at hypothetical protein predicted by ge--- AT2G43780 2.62 1.39 12.67 6.08E-06 0.0007 4.74
248753_at acyl carrier protein-like mtACP3 AT5G47630 2.59 1.38 12.61 6.26E-06 0.000709 4.71
266264_at Expressed protein ; supported by fu--- AT2G27775 2.52 1.33 12.59 6.34E-06 0.000709 4.69
261071_at unknown protein --- AT1G07380 3.38 1.76 12.40 6.97E-06 0.000738 4.60
261951_at hypothetical protein predicted by ge--- AT1G64490 2.73 1.45 12.38 7.05E-06 0.000739 4.59
252355_at  putative protein various predicted p--- AT3G48250 2.62 1.39 12.36 7.15E-06 0.000739 4.57
258453_at  RNA polymerase I, II and III 24.3 k NRPB5 AT3G22320 2.30 1.20 12.32 7.29E-06 0.000742 4.55
260364_at putative alliinase similar to aliinase TAA1 AT1G70560 4.12 2.04 12.27 7.47E-06 0.000745 4.53
245141_at putative flavonol reductase BEN1 AT2G45400 -3.06 -1.61 -12.24 7.60E-06 0.000753 4.51
263533_at putative Rieske iron-sulfur protein  ;TIC55 AT2G24820 2.11 1.08 12.19 7.80E-06 0.000763 4.48
246603_at  copper amine oxidase, putative sim--- AT1G31690 -4.03 -2.01 -12.16 7.93E-06 0.00077 4.46
255825_at Expressed protein ; supported by fu--- AT2G40475 -4.51 -2.17 -12.14 8.02E-06 0.000776 4.45
246057_at  putative protein predicted proteins, --- AT5G08400 2.42 1.27 12.04 8.47E-06 0.000802 4.40
260500_at Expressed protein ; supported by cD--- AT2G41705 2.28 1.19 12.04 8.48E-06 0.000802 4.40
247434_at Expressed protein ; supported by fu--- AT5G62575 2.33 1.22 12.03 8.51E-06 0.000802 4.39
264257_at unknown protein --- AT1G09230 3.09 1.63 12.01 8.61E-06 0.000802 4.38
262379_at hypothetical protein predicted by ge--- AT1G73020 -2.35 -1.24 -11.98 8.74E-06 0.000804 4.36
254773_at  putative protein Cyclic beta-1-3-gluATCSLA15 AT4G13410 -12.05 -3.59 -11.96 8.81E-06 0.000804 4.36
253558_at  kinase binding protein - like Skb1 pSKB1 AT4G31120 2.93 1.55 11.92 9.03E-06 0.000814 4.33



250598_at transcription factor-like protein  ; supATMYB29 AT5G07690 -4.41 -2.14 -11.86 9.31E-06 0.000822 4.30
256661_at hypothetical protein similar to putati --- AT3G11964 2.43 1.28 11.85 9.34E-06 0.000822 4.30
250529_at RNA helicase-like protein --- AT5G08610 3.81 1.93 11.83 9.45E-06 0.000823 4.28
257239_at unknown protein --- AT3G24100 2.67 1.42 11.83 9.48E-06 0.000823 4.28
257765_at hypothetical protein contains Pfam p--- AT3G23020 2.29 1.20 11.79 9.69E-06 0.000837 4.26
246260_at  amino acid permease, putative con--- AT1G31820 3.64 1.86 11.77 9.81E-06 0.000838 4.25
260089_at putative ATPase contains Pfam pro --- AT1G73170 2.16 1.11 11.69 1.02E-05 0.000843 4.20
265895_at unknown protein  ;supported by full---- AT2G15000 2.84 1.50 11.69 1.02E-05 0.000843 4.20
247386_at putative protein similar to unknown emb2746 AT5G63420 2.40 1.26 11.66 1.04E-05 0.000843 4.19
263679_at  RNA helicase, putative similar to R --- AT1G59990 3.12 1.64 11.66 1.04E-05 0.000843 4.18
253976_at  putative protein kinase protein kinaD6PKL1 AT4G26610 -2.08 -1.05 -11.62 1.06E-05 0.000845 4.16
256489_at unknown protein --- AT1G31550 -2.10 -1.07 -11.60 1.07E-05 0.000845 4.15
257635_at  cytochrome P450 monooxygenase CYP71B4 AT3G26280 3.09 1.63 11.60 1.08E-05 0.000845 4.15
261317_at  cytochrome C oxidase assembly pr--- AT1G53030 2.55 1.35 11.60 1.08E-05 0.000845 4.15
248219_at unknown protein  ; supported by full--- AT5G53650 2.00 1.00 11.59 1.08E-05 0.000845 4.15
245323_at cysteine proteinase inhibitor like pro--- AT4G16500 -3.22 -1.69 -11.57 1.09E-05 0.000845 4.14
263786_at putative auxin-responsive protein  ; JAR1 AT2G46370 -1.99 -0.99 -11.54 1.11E-05 0.000856 4.12
259759_at  hypothetical protein similar to GB:C--- AT1G77550 2.51 1.33 11.50 1.14E-05 0.00086 4.09
264344_at putative aspartic proteinase similar --- AT1G11910 2.05 1.04 11.50 1.14E-05 0.00086 4.09
250196_at polynucleotide phosphorylase --- AT5G14580 3.06 1.61 11.47 1.16E-05 0.000864 4.08
250484_at asparagine synthetase ASN3  ; sup ASN3 AT5G10240 2.42 1.28 11.46 1.16E-05 0.000865 4.07
247575_at  RNA-binding protein - like RNA-binGR-RBP3 AT5G61030 3.40 1.76 11.45 1.17E-05 0.000865 4.07
261796_at  non-phototropic hypocotyl, putative--- AT1G30440 -2.47 -1.30 -11.44 1.17E-05 0.000865 4.06
251951_s_a putative protein predicted proteins, --- AT1G55710 / 2.54 1.35 11.42 1.19E-05 0.00087 4.05
267534_at putative CCCH-type zinc finger prot --- AT2G41900 2.33 1.22 11.39 1.21E-05 0.000879 4.03
263483_at putative heat shock protein  ; suppoCR88 AT2G04030 2.59 1.38 11.37 1.22E-05 0.00088 4.02
258616_at  putative protein kinase contains Pfa--- AT3G02880 -3.14 -1.65 -11.31 1.27E-05 0.000897 3.98
248878_at 50S ribosomal protein L14 --- AT5G46160 2.33 1.22 11.28 1.29E-05 0.000903 3.97
247453_at putative protein similar to unknown --- AT5G62440 3.21 1.68 11.23 1.32E-05 0.00092 3.94
261872_s_ahypthetical protein contains similarit--- AT1G11520 / 2.60 1.38 11.22 1.33E-05 0.00092 3.93
266419_at putative annexin  ;supported by full-ANNAT3 AT2G38760 -3.68 -1.88 -11.21 1.34E-05 0.00092 3.92
249115_at PINHEAD (gb|AAD40098.1); translaZLL AT5G43810 2.12 1.08 11.20 1.34E-05 0.00092 3.92
253422_at putative protein  ;supported by full-le--- AT4G32240 2.55 1.35 11.15 1.39E-05 0.000922 3.89
255365_at putative phosphofructokinase beta sMEE51 AT4G04040 2.27 1.19 11.14 1.39E-05 0.000922 3.88
259422_at unknown protein --- AT1G13810 3.73 1.90 11.14 1.40E-05 0.000922 3.88



248739_at DnaJ protein-like  ;supported by full GFA2 AT5G48030 2.22 1.15 11.13 1.40E-05 0.000922 3.88
264512_at Expressed protein ; supported by cD--- AT1G09575 -2.71 -1.44 -11.12 1.41E-05 0.000924 3.87
255651_at putative protein --- AT4G00940 2.49 1.32 11.11 1.42E-05 0.000924 3.86
245108_at putative cytokinin oxidase CKX1 AT2G41510 2.31 1.21 11.10 1.43E-05 0.000924 3.85
262505_at  unknown protein ESTs gb|N96028,--- AT1G21680 2.73 1.45 11.03 1.49E-05 0.000946 3.81
266841_at putative heat shock transcription facATHSFA2 AT2G26150 -4.26 -2.09 -10.99 1.52E-05 0.000949 3.79
256092_at Expressed protein ; supported by fuHMGB3 AT1G20696 2.00 1.00 10.99 1.52E-05 0.000949 3.79
266480_at unknown protein  ; supported by cD--- AT2G31130 2.13 1.09 10.96 1.55E-05 0.000962 3.77
248984_at DNA-directed RNA polymerase subNRPC2 AT5G45140 3.03 1.60 10.96 1.55E-05 0.000962 3.77
253562_at putative protein  ;supported by full-le--- AT4G31130 2.03 1.02 10.90 1.60E-05 0.000978 3.74
261838_at  heat shock protein hsp70, putative Hsp70b AT1G16030 2.39 1.26 10.90 1.61E-05 0.000978 3.73
264239_at hypothetical protein predicted by ge--- AT1G54770 2.12 1.08 10.88 1.62E-05 0.00098 3.72
254999_at putative protein  ; supported by full- --- AT4G09830 3.13 1.65 10.84 1.66E-05 0.00099 3.70
259515_at hypothetical protein ; supported by c--- AT1G20430 2.08 1.06 10.83 1.67E-05 0.000991 3.69
251278_at  putative protein hypothetical proteinemb1703 AT3G61780 2.69 1.43 10.77 1.74E-05 0.001013 3.65
263375_s_aputative prohibitin  ;supported by fulATPHB6 AT2G20530 / 2.69 1.43 10.75 1.75E-05 0.001013 3.65
262618_at unknown protein --- AT1G06560 2.03 1.02 10.74 1.77E-05 0.001014 3.63
259819_at unknown protein ; supported by cDNATMTK AT1G49820 2.00 1.00 10.72 1.78E-05 0.001015 3.63
247247_at 50S ribosomal protein L17  ;support--- AT5G64650 2.20 1.14 10.68 1.83E-05 0.001029 3.60
264922_s_a U2 snRNP auxiliary factor, large su--- AT1G60830 / 2.06 1.04 10.67 1.84E-05 0.001029 3.59
255428_at  putative LRR receptor-like protein kSRF3 AT4G03390 -2.29 -1.20 -10.65 1.86E-05 0.001039 3.58
256466_at  plastid protein, putative similar to G--- AT1G32580 2.02 1.01 10.64 1.87E-05 0.00104 3.57
249971_at  dermal glycoprotein - like dermal gl--- AT5G19110 -4.23 -2.08 -10.63 1.89E-05 0.001047 3.57
248326_at Notchless protein homolog --- AT5G52820 3.03 1.60 10.61 1.90E-05 0.00105 3.56
245710_at ferulate-5-hydroxylase --- AT5G04330 -3.26 -1.71 -10.59 1.93E-05 0.001057 3.54
253973_at Expressed protein ; supported by cD--- AT4G26555 -1.89 -0.92 -10.58 1.94E-05 0.001059 3.53
251015_at  putative protein predicted protein, A--- AT5G02480 2.10 1.07 10.55 1.97E-05 0.001067 3.52
266643_s_aputative flavonol 3-O-glucosyltransf --- AT2G29710 / -3.04 -1.60 -10.54 1.98E-05 0.00107 3.51
263371_at unknown protein  ;supported by full-NOP10 AT2G20490 2.89 1.53 10.50 2.04E-05 0.001082 3.48
265511_at putative glycine-rich protein  ; suppo--- AT2G05540 3.50 1.81 10.47 2.07E-05 0.001092 3.47
260595_at unknown protein --- AT1G55890 2.60 1.38 10.42 2.14E-05 0.001116 3.43
263236_at  putative response regulator 3 similaARR4 AT1G10470 -4.07 -2.03 -10.40 2.17E-05 0.001119 3.42
264811_at hypothetical protein predicted by ge--- AT1G08640 2.02 1.02 10.39 2.17E-05 0.001119 3.42
265139_at unknown protein --- AT1G51310 2.68 1.42 10.39 2.18E-05 0.001119 3.41
258850_at putative cellulose synthase catalyticCSLD3 AT3G03050 -2.36 -1.24 -10.39 2.18E-05 0.001119 3.41



248362_at fibrillarin 1 (AtFib1) identical to fibrillFIB1 AT5G52470 2.20 1.14 10.37 2.20E-05 0.001119 3.40
265147_at hypothetical protein --- AT1G51380 3.41 1.77 10.37 2.20E-05 0.001119 3.40
261927_at  RING-H2 zinc finger protein ATL5, --- AT1G22500 6.71 2.75 10.37 2.21E-05 0.001122 3.40
262946_at hypothetical protein predicted by ge--- AT1G79390 2.32 1.22 10.35 2.23E-05 0.001127 3.39
261406_at unknown protein contains similarity NRP2 AT1G18800 3.69 1.88 10.35 2.24E-05 0.001129 3.39
252362_at hypothetical protein PDE312 AT3G48500 4.02 2.01 10.33 2.26E-05 0.001135 3.38
266466_at hypothetical protein The first 3 exon--- AT2G47790 2.23 1.16 10.32 2.28E-05 0.001139 3.37
266197_at hypothetical protein predicted by ge--- AT2G39120 2.19 1.13 10.31 2.28E-05 0.001139 3.37
254452_at  UV-damaged DNA-binding protein-DDB1B AT4G21100 2.87 1.52 10.30 2.30E-05 0.001146 3.36
257724_at hypothetical protein predicted by ge--- AT3G18510 2.60 1.38 10.29 2.31E-05 0.001146 3.35
249433_at  putative protein hypothetical protein--- AT5G39940 3.13 1.65 10.27 2.34E-05 0.001146 3.34
264513_at  putative glucose-6-phosphate dehyG6PD4 AT1G09420 2.27 1.18 10.26 2.36E-05 0.001148 3.33
256672_at  ABC transporter, putative contains --- AT3G52310 -2.82 -1.50 -10.24 2.39E-05 0.001159 3.32
258059_at  NAM-like protein (No Apical MeristeATNAC3 AT3G29035 3.69 1.88 10.23 2.41E-05 0.001165 3.31
250767_at putative protein contains similarity toATNFXL2 AT5G05660 -2.04 -1.03 -10.22 2.42E-05 0.001169 3.30
246316_at putative protein predicted proteins - --- AT3G56890 1.89 0.92 10.17 2.50E-05 0.001192 3.27
255795_at putative calcium-binding EF-hand p RD20 AT2G33380 -7.38 -2.88 -10.17 2.50E-05 0.001192 3.27
255668_s_apredicted protein ; supported by full --- AT4G00238 / 2.79 1.48 10.11 2.60E-05 0.001209 3.23
253942_at putative protein --- AT4G27010 3.74 1.90 10.11 2.60E-05 0.001209 3.23
258009_at unknown protein --- AT3G19440 1.89 0.92 10.10 2.61E-05 0.001213 3.22
256091_at Expressed protein ; supported by fuHMGB2 AT1G20693 2.26 1.17 10.08 2.64E-05 0.001218 3.21
256064_at Expressed protein ; supported by fu--- AT1G07020 -2.22 -1.15 -10.08 2.64E-05 0.001218 3.21
261819_at  receptor-like kinase, putative simila--- AT1G11410 2.16 1.11 10.06 2.67E-05 0.001223 3.20
261487_at hypothetical protein predicted by ge--- AT1G14340 2.12 1.09 10.03 2.73E-05 0.001225 3.18
248394_at unknown protein --- AT5G52070 2.11 1.08 10.03 2.73E-05 0.001225 3.18
247776_at  phosphoinositide-specific phospholPLC4 AT5G58700 -2.75 -1.46 -10.01 2.76E-05 0.001226 3.17
260985_at  dTDP-D-glucose 4,6-dehydratase, MUM4 AT1G53500 -2.42 -1.28 -10.00 2.78E-05 0.001232 3.16
258531_at  importin alpha identical to GB:AAC IMPA-1 AT3G06720 2.01 1.00 9.99 2.81E-05 0.001237 3.15
256892_at  hypothetical protein contains simila--- AT3G19000 4.18 2.06 9.98 2.81E-05 0.001237 3.15
264605_at  putative auxin-induced protein, IAAIAA12 AT1G04550 2.30 1.20 9.98 2.82E-05 0.001239 3.14
267082_at CPDK-related protein kinase CDPKCRK1 AT2G41140 2.03 1.02 9.96 2.84E-05 0.001239 3.13
263200_at hypothetical protein predicted by ge--- AT1G05600 2.90 1.54 9.96 2.85E-05 0.001239 3.13
255008_at  putative protein hypothetical protein--- AT4G10060 -2.24 -1.17 -9.95 2.87E-05 0.001239 3.12
250126_at ubiquitin C-terminal hydrolase-like pUCH1 AT5G16310 2.57 1.36 9.93 2.90E-05 0.001249 3.11
248510_at Expressed protein ; supported by fu--- --- 1.91 0.93 9.91 2.94E-05 0.001261 3.10



253803_at  putative protein hypothetical protein--- AT4G28200 2.13 1.09 9.90 2.96E-05 0.001264 3.09
253917_at hypothetical protein  ;supported by f--- AT4G27380 3.29 1.72 9.90 2.96E-05 0.001264 3.09
251699_at  cytochrome P450-like protein cytocCYP94D2 AT3G56630 2.30 1.20 9.88 3.01E-05 0.001277 3.08
254788_at putative protein other predicted prot--- AT4G12790 -2.00 -1.00 -9.85 3.05E-05 0.001289 3.06
260020_at  hydrophilic protein, putative similar PDF6 AT1G29990 1.92 0.94 9.83 3.10E-05 0.001296 3.04
255749_at  p68 RNA helicase, putative similar STRS1 AT1G31970 2.15 1.10 9.82 3.12E-05 0.001303 3.04
245019_at hypothetical protein --- --- -1.87 -0.90 -9.81 3.13E-05 0.001307 3.03
247132_at putative protein strong similarity to uARO2 AT5G66200 -2.89 -1.53 -9.79 3.18E-05 0.00132 3.02
251637_at hypothetical protein --- AT3G57570 2.33 1.22 9.78 3.21E-05 0.001322 3.01
267033_at unknown protein  ;supported by full---- AT2G38450 1.86 0.89 9.73 3.30E-05 0.001347 2.98
250513_at protein kinase  ;supported by full-len--- AT5G09890 -2.14 -1.10 -9.72 3.32E-05 0.001352 2.97
260897_at ER lumen protein retaining receptorERD2 AT1G29330 -2.16 -1.11 -9.72 3.33E-05 0.001353 2.97
254303_at predicted protein --- AT4G22830 -2.08 -1.06 -9.72 3.34E-05 0.001353 2.96
252942_at putative protein  ;supported by full-le--- AT4G39300 2.43 1.28 9.68 3.41E-05 0.00137 2.94
261250_at unknown protein --- AT1G05890 2.09 1.06 9.67 3.44E-05 0.00137 2.93
267337_at putative anthocyanin 5-aromatic acy--- AT2G39980 -3.28 -1.71 -9.65 3.48E-05 0.001378 2.92
250863_at  F1F0-ATPase inhibitor - like protein--- AT5G04750 1.89 0.92 9.64 3.52E-05 0.001381 2.91
260607_at putative receptor protein kinase --- AT2G43700 2.75 1.46 9.63 3.54E-05 0.001384 2.90
261102_at unknown protein --- AT1G62880 1.99 0.99 9.63 3.54E-05 0.001384 2.90
246457_at  WD40-repeat protein transducin hoTOZ AT5G16750 2.24 1.16 9.62 3.54E-05 0.001384 2.90
259347_at putative GAR1 protein similar to GB--- AT3G03920 2.07 1.05 9.62 3.56E-05 0.001384 2.90
258114_at putative cytochrome P450 similar toCYP72A13 AT3G14660 2.13 1.09 9.61 3.57E-05 0.001384 2.89
266127_s_aputative mitochondrial translation el --- AT1G45332 / 2.95 1.56 9.60 3.60E-05 0.001393 2.88
258812_at unknown protein similar to GB:AAD ECT1 AT3G03950 2.41 1.27 9.59 3.62E-05 0.001396 2.88
263774_at unknown protein  ; supported by cD--- AT2G40280 -2.04 -1.03 -9.58 3.65E-05 0.001405 2.87
260688_at hypothetical protein similar to dehyd--- AT1G17665 2.28 1.19 9.57 3.68E-05 0.00141 2.86
262754_at putative inosine-5-monophosphate --- AT1G16350 2.42 1.28 9.56 3.69E-05 0.00141 2.86
246478_at putative protein several hypothetica --- AT5G15980 2.05 1.03 9.56 3.70E-05 0.001411 2.86
251478_at  putative protein SF16 protein, polleIQD13 AT3G59690 1.91 0.93 9.52 3.80E-05 0.001441 2.83
250485_at Expressed protein ; supported by fuPROPEP5 AT5G09990 3.91 1.97 9.51 3.82E-05 0.001441 2.82
264142_at hypothetical protein predicted by ge--- AT1G78930 3.06 1.61 9.51 3.83E-05 0.001441 2.82
255573_at hypothetical protein --- AT4G01400 -1.81 -0.86 -9.50 3.84E-05 0.001441 2.82
248864_at bHLH protein-like --- AT5G46760 1.87 0.91 9.50 3.85E-05 0.001443 2.81
253926_at hnRNP-like protein  ; supported by c--- AT4G26650 -2.02 -1.02 -9.49 3.86E-05 0.001443 2.81
260696_at unknown protein --- AT1G32520 2.25 1.17 9.49 3.88E-05 0.001443 2.81



254026_at  putative calmodulin-binding protein --- AT4G25800 1.85 0.89 9.48 3.91E-05 0.00145 2.80
256595_x_ahypothetical protein --- AT3G28530 2.42 1.27 9.44 4.01E-05 0.001476 2.77
254779_at hypothetical protein --- AT4G12760 1.95 0.96 9.43 4.03E-05 0.001483 2.76
248933_at putative protein contains similarity to--- AT5G46070 2.04 1.03 9.41 4.08E-05 0.001493 2.75
250314_at putative protein contains similarity to--- AT5G12190 1.93 0.95 9.41 4.09E-05 0.001493 2.75
266072_at putative trehalose-6-phosphate syn ATTPS11 AT2G18700 -3.66 -1.87 -9.40 4.12E-05 0.001499 2.74
262751_at hypothetical protein predicted by ge--- AT1G16310 1.94 0.96 9.38 4.18E-05 0.001514 2.73
266903_at hypothetical protein predicted by geMEE21 AT2G34570 1.94 0.95 9.36 4.24E-05 0.00152 2.71
245483_at cysteine proteinase contains similar--- AT4G16190 1.93 0.95 9.36 4.24E-05 0.00152 2.71
262780_at  putative cytochrome P450 monoox CYP71B28 AT1G13090 2.68 1.42 9.34 4.28E-05 0.001528 2.70
250356_at  clathrin binding protein - like Af10-p--- AT5G11710 -1.76 -0.82 -9.34 4.29E-05 0.001528 2.70
258663_at hypothetical protein --- AT3G08670 -1.92 -0.94 -9.33 4.30E-05 0.001528 2.70
253386_at sulfolipid biosynthesis protein SQD1SQD1 AT4G33030 2.86 1.52 9.32 4.33E-05 0.001535 2.69
267123_at putative acetone-cyanohydrin lyase MES7 AT2G23560 -3.94 -1.98 -9.31 4.36E-05 0.00154 2.68
249335_at putative protein contains similarity toNRPB12 AT5G41010 2.11 1.08 9.31 4.37E-05 0.001541 2.68
247529_at monosaccharide transporter STP3 --- AT5G61520 2.10 1.07 9.30 4.40E-05 0.001546 2.67
250424_at  bromodomain protein - like bromodGTE2 AT5G10550 -1.90 -0.92 -9.30 4.40E-05 0.001546 2.67
254679_at  putative protein Mei2-like protein, AAML3 AT4G18120 2.15 1.10 9.29 4.44E-05 0.001549 2.66
263711_at putative protein phosphatase 2C  ;s --- AT2G20630 -2.13 -1.09 -9.27 4.48E-05 0.001559 2.65
249140_at  F-box protein family, AtFBX6 conta--- AT5G43190 -2.82 -1.49 -9.25 4.54E-05 0.001572 2.64
255243_at  putative protein hypothetical protein--- AT4G05590 2.04 1.03 9.25 4.55E-05 0.001572 2.64
255278_at putative WD-repeat membrane prot --- AT4G04940 3.21 1.68 9.24 4.59E-05 0.001583 2.63
250985_at  putative protein various predicted p--- AT5G02830 1.93 0.95 9.23 4.61E-05 0.00159 2.62
256033_at  UDP-glucose glucosyltransferase, UGT71C4 AT1G07250 -2.04 -1.03 -9.22 4.66E-05 0.001593 2.61
251320_at  3-methyl-2-oxobutanoate hydroxy-mPANB2 AT3G61530 1.90 0.93 9.21 4.68E-05 0.001597 2.61
257697_at hypothetical protein predicted by ge--- AT3G12700 -3.10 -1.63 -9.20 4.70E-05 0.001597 2.60
259272_at unknown protein similar to hypothet --- AT3G01290 -2.43 -1.28 -9.20 4.70E-05 0.001597 2.60
245502_at hypothetical protein --- AT4G15640 2.50 1.32 9.20 4.73E-05 0.001601 2.59
261034_s_ahypothetical protein predicted by ge--- AT1G17450 / 2.66 1.41 9.19 4.75E-05 0.001605 2.59
259593_at  nuclear transport factor 2, putative NTF2B AT1G27970 1.81 0.86 9.19 4.76E-05 0.001605 2.59
263532_s_a putative protein RIO1 protein, Sacc--- AT2G24990 / 2.77 1.47 9.18 4.78E-05 0.001612 2.58
251011_at  putative protein histone H2A, gardeHTA12 AT5G02560 1.92 0.94 9.16 4.83E-05 0.001615 2.57
265946_s_a putative WD-40 repeat protein, MS FVE AT2G19520 / 1.92 0.94 9.16 4.84E-05 0.001615 2.57
261187_at  beta-1,3-glucanase precursor, puta--- AT1G32860 -3.49 -1.80 -9.15 4.86E-05 0.001618 2.56
262026_at calcium-dependent protein kinase idATCDPK2 AT1G35670 -2.50 -1.32 -9.15 4.89E-05 0.001618 2.56



266951_at putative salt-inducible protein  ; sup --- AT2G18940 1.85 0.89 9.14 4.91E-05 0.001618 2.55
255600_s_a putative protein predicted protein, A--- AT4G01020 / 1.86 0.89 9.14 4.91E-05 0.001618 2.55
262307_at  heat shock protein DnaJ, putative s--- AT1G71000 -2.66 -1.41 -9.13 4.92E-05 0.001618 2.55
266002_at hypothetical protein predicted by ge--- AT2G37310 2.10 1.07 9.13 4.95E-05 0.001618 2.55
262957_s_a RNA polymerase II subunit, putativ NRPB8A AT1G54250 / 1.73 0.79 9.13 4.96E-05 0.001618 2.54
252921_at  putative protein DNA damage-indu EDS5 AT4G39030 -5.10 -2.35 -9.12 4.96E-05 0.001618 2.54
265451_at unknown protein --- AT2G46490 -1.82 -0.87 -9.12 4.98E-05 0.00162 2.54
257007_at Expressed protein ; supported by cD--- AT3G14205 -1.85 -0.89 -9.12 4.99E-05 0.00162 2.54
258687_at unknown protein --- AT3G07860 2.76 1.47 9.10 5.03E-05 0.001622 2.53
249315_at unknown protein --- AT5G41190 1.88 0.91 9.09 5.08E-05 0.001634 2.52
252293_at  4-coumarate-CoA ligase -like prote --- AT3G48990 1.96 0.97 9.08 5.13E-05 0.001643 2.51
258120_at hypothetical protein predicted by ge--- AT3G14730 1.86 0.90 9.07 5.14E-05 0.001643 2.51
254045_at  pumilio-like protein abdominal segmAPUM6 AT4G25880 1.92 0.94 9.07 5.15E-05 0.001643 2.50
259285_at hypothetical protein similar to putati --- AT3G11460 1.99 1.00 9.07 5.15E-05 0.001643 2.50
260519_at unknown protein --- AT1G51540 -1.82 -0.86 -9.05 5.21E-05 0.001655 2.49
257825_at  protein kinase, putative contains Pf--- AT3G26700 -2.14 -1.10 -9.04 5.25E-05 0.001664 2.48
246947_at  cytochrome P450-like protein CYTOCYP71B11 AT5G25120 1.97 0.98 9.04 5.26E-05 0.001666 2.48
259426_at hypothetical protein contains similarLEA14 AT1G01470 -2.23 -1.16 -9.03 5.29E-05 0.001666 2.47
266259_at unknown protein  ;supported by full---- AT2G27830 2.04 1.03 9.03 5.30E-05 0.001666 2.47
258244_at unknown protein  ; supported by cD--- AT3G27770 -1.96 -0.97 -9.03 5.31E-05 0.001666 2.47
259346_at putative glutamate dehydrogenase GDH3 AT3G03910 -1.88 -0.91 -9.02 5.35E-05 0.001673 2.46
252031_at  putative protein 150-kD protein cluA--- AT3G52140 1.96 0.97 9.01 5.35E-05 0.001673 2.46
265025_at Expressed protein ; supported by fu--- AT1G24575 2.20 1.14 9.01 5.36E-05 0.001673 2.46
264047_at hypothetical protein predicted by ge--- AT2G22410 2.03 1.02 8.99 5.43E-05 0.001687 2.45
245569_at RNA polymerase II fifth largest subuNRPE7 AT4G14660 1.80 0.85 8.99 5.44E-05 0.001687 2.45
264515_at hypothetical protein similar to hypot --- AT1G10090 -1.72 -0.78 -8.98 5.48E-05 0.001693 2.44
254635_at  extensin-like protein extensin-like p--- AT4G18670 -2.26 -1.17 -8.98 5.48E-05 0.001693 2.44
256480_at unknown protein SAR1 AT1G33410 2.40 1.26 8.95 5.61E-05 0.001719 2.41
250495_at  ribsomal protein - like chloroplast ri --- AT5G09770 2.46 1.30 8.94 5.62E-05 0.001719 2.41
265258_at hypothetical protein predicted by ge--- AT2G20390 1.81 0.86 8.94 5.63E-05 0.001719 2.41
253396_at  putative protein RNA-binding prote AtLa1 AT4G32720 2.02 1.01 8.94 5.63E-05 0.001719 2.41
264951_at unknown protein contains similarity --- AT1G76970 1.77 0.83 8.94 5.64E-05 0.001719 2.41
251221_at  putative protein ER6 protein - Lyco --- AT3G62550 2.07 1.05 8.93 5.66E-05 0.001724 2.40
253480_at  putative protein ENOD16, Medicag--- AT4G31840 -1.98 -0.99 -8.93 5.68E-05 0.001728 2.40
261073_at hypothetical protein predicted by ge--- AT1G07300 2.04 1.03 8.93 5.69E-05 0.001728 2.40



255305_at  putative ABC transporter similar to ATABC1 AT4G04770 2.56 1.36 8.92 5.72E-05 0.001734 2.39
249727_at putative protein similar to unknown MRU1 AT5G35490 -1.88 -0.91 -8.91 5.76E-05 0.001737 2.38
266551_at unknown protein  ; supported by cD--- AT2G35260 -1.72 -0.78 -8.91 5.76E-05 0.001737 2.38
261891_at  transcriptional regulator, putative si--- AT1G80790 1.80 0.85 8.90 5.81E-05 0.001752 2.37
252980_at  putative protein Human multiple ex --- AT4G38040 -1.80 -0.85 -8.89 5.85E-05 0.001758 2.37
266229_at putative RING zinc finger ankyrin pr--- AT2G28840 1.91 0.93 8.89 5.86E-05 0.001758 2.37
257451_at hypothetical protein predicted by geBT3 AT1G05690 2.07 1.05 8.88 5.87E-05 0.001758 2.36
249581_at glutamate--ammonia ligase  ; suppoGSR 1 AT5G37600 1.98 0.98 8.88 5.87E-05 0.001758 2.36
250987_at  putative protein crp1 protein, Zea m--- AT5G02860 2.25 1.17 8.88 5.89E-05 0.001758 2.36
258512_at  beta-glucosidase, putative similar t --- AT3G06510 / 1.72 0.78 8.86 5.96E-05 0.001776 2.35
259835_at unknown protein TRZ3 AT1G52160 1.96 0.97 8.86 5.98E-05 0.001776 2.34
260294_at GMP synthase similar to GMP synth--- AT1G63660 1.90 0.93 8.86 5.98E-05 0.001776 2.34
256797_at  DEAD box helicase protein, putativ --- AT3G18600 3.04 1.60 8.85 6.00E-05 0.001781 2.34
244906_at hypothetical protein --- ATMG00690 1.96 0.97 8.84 6.04E-05 0.001789 2.33
250978_at  putative protein contains transmem--- AT5G03080 -1.78 -0.83 -8.84 6.06E-05 0.00179 2.33
249475_at  putative protein CGI-108 protein, H--- AT5G38890 2.56 1.36 8.84 6.06E-05 0.00179 2.33
256745_at  UDP-glucose dehydrogenase, puta--- AT3G29360 -2.35 -1.24 -8.84 6.07E-05 0.00179 2.33
260292_at  putative UDP-N-acetylmuramoylalaMURE AT1G63680 1.73 0.79 8.83 6.07E-05 0.00179 2.33
251686_at putative protein hypothetical proteinATATG18DAT3G56440 -1.90 -0.93 -8.83 6.09E-05 0.001791 2.32
261576_at unknown protein ;supported by full-l--- AT1G01070 5.12 2.35 8.82 6.13E-05 0.001791 2.32
257122_at  RNA-binding protein, putative contaAPUM5 AT3G20250 3.01 1.59 8.82 6.13E-05 0.001791 2.32
255132_at  inositol 1,3,4-trisphosphate 5/6-kina--- AT4G08170 -2.38 -1.25 -8.80 6.24E-05 0.00181 2.30
264689_at hypothetical protein predicted by ge--- AT1G09900 2.79 1.48 8.79 6.25E-05 0.001812 2.30
260733_at  RNA-binding protein, putative simil --- AT1G17640 2.35 1.23 8.79 6.28E-05 0.001813 2.29
248292_at putative protein similar to unknown --- AT5G53030 2.93 1.55 8.79 6.29E-05 0.001813 2.29
251740_at peptidylprolyl isomerase ROC2 AT3G56070 4.17 2.06 8.78 6.29E-05 0.001813 2.29
246623_at  nuM1 protein, putative similar to nuATNUC-L1 AT1G48920 2.59 1.37 8.78 6.30E-05 0.001813 2.29
264099_at  replicase, putative similar to replica--- AT1G79050 2.08 1.06 8.78 6.32E-05 0.001813 2.28
260824_at unknown protein --- AT1G06720 4.02 2.01 8.77 6.37E-05 0.001822 2.28
261070_at  disease resistance protein, putativeAtRLP1 AT1G07390 2.42 1.28 8.76 6.41E-05 0.001827 2.27
259881_at Expressed protein ; supported by cD--- AT1G76820 2.86 1.52 8.76 6.42E-05 0.001827 2.27
249253_at putative protein similar to unknown --- AT5G42060 2.18 1.13 8.76 6.42E-05 0.001827 2.27
263049_at unknown protein  ;supported by full---- AT2G05260 -2.04 -1.03 -8.75 6.43E-05 0.001827 2.26
265826_at hypothetical protein predicted by ge--- AT2G35795 1.83 0.87 8.74 6.51E-05 0.001843 2.25
259393_at  trehalose-6-phosphate synthase, p ATTPS7 AT1G06410 -2.08 -1.06 -8.73 6.52E-05 0.001846 2.25



259884_at hypothetical protein predicted by ge--- AT1G76390 1.88 0.91 8.72 6.58E-05 0.001852 2.24
248710_at unknown protein  ;supported by full---- AT5G48480 2.50 1.32 8.72 6.60E-05 0.001852 2.24
256570_at unknown protein  ; supported by cD--- AT3G19540 -1.78 -0.84 -8.71 6.62E-05 0.001856 2.23
263122_at  prenyltransferase, putative similar tSPS1 AT1G78510 2.32 1.21 8.71 6.66E-05 0.001864 2.23
248192_at IAA-amino acid hydrolase homolog ILL3 AT5G54140 1.93 0.95 8.70 6.67E-05 0.001864 2.23
261839_at unknown protein --- AT1G16040 2.14 1.09 8.70 6.69E-05 0.001867 2.22
261303_at unknown protein contains DNA-bindHON5 AT1G48620 1.74 0.80 8.69 6.74E-05 0.00187 2.21
266824_at homeodomain transcription factor (HHAT9 AT2G22800 1.90 0.92 8.69 6.74E-05 0.00187 2.21
261319_at  phytochrome A supressor spa1, puSPA4 AT1G53090 1.68 0.75 8.69 6.75E-05 0.00187 2.21
255176_s_a putative DNA-directed RNA polyme--- AT1G01210 / 1.95 0.97 8.69 6.76E-05 0.00187 2.21
267051_at hypothetical protein predicted by ge--- AT2G38500 -2.72 -1.44 -8.68 6.76E-05 0.00187 2.21
263104_at unknown protein --- AT2G05120 2.14 1.10 8.68 6.79E-05 0.001871 2.21
253393_at Expressed protein ; supported by cDGLB3 AT4G32690 2.10 1.07 8.67 6.82E-05 0.001875 2.20
249375_at  putative protein predicted proteins, AGP24 AT5G40730 -2.03 -1.02 -8.66 6.88E-05 0.001886 2.19
266194_at unknown protein --- AT2G39090 -1.69 -0.75 -8.66 6.90E-05 0.001887 2.19
263127_at hypothetical protein predicted by geMSL6 AT1G78610 -2.24 -1.16 -8.65 6.94E-05 0.001888 2.18
252281_at putative protein various predicted pr--- AT3G49320 2.58 1.37 8.65 6.95E-05 0.00189 2.18
246808_at  putative protein many predicted pro--- AT5G27110 1.97 0.98 8.64 6.98E-05 0.00189 2.18
260486_at F-box protein ZEITLUPE/FKF/LKP/A--- AT1G51550 2.03 1.02 8.64 6.99E-05 0.00189 2.18
265605_at putative cellulose synthase catalyticCESA10 AT2G25540 -1.69 -0.76 -8.63 7.04E-05 0.001897 2.17
250197_at  isocitrate dehydrogenase - like prot--- AT5G14590 1.84 0.88 8.63 7.04E-05 0.001897 2.17
252868_at  putative protein tubulin-folding cofaPOR AT4G39920 -1.81 -0.85 -8.61 7.12E-05 0.001909 2.16
247833_at putative protein --- AT5G58575 1.80 0.85 8.61 7.14E-05 0.00191 2.15
261044_at  molybdopterin biosynthesis CNX3 pCNX3 AT1G01290 2.09 1.07 8.61 7.14E-05 0.00191 2.15
262656_at  unknown protein location of EST TA--- AT1G14200 -2.04 -1.03 -8.59 7.23E-05 0.001924 2.14
252619_at putative protein several hypothetica --- AT3G45210 3.66 1.87 8.59 7.26E-05 0.001926 2.14
267344_at hypothetical protein predicted by ge--- AT2G44230 -4.75 -2.25 -8.58 7.27E-05 0.001926 2.13
259551_at hypothetical protein --- AT1G21190 1.94 0.96 8.58 7.30E-05 0.001927 2.13
248307_at selenium-binding protein-like --- AT5G52850 2.16 1.11 8.56 7.38E-05 0.001943 2.12
265961_at unknown protein  ;supported by full---- AT2G37400 2.94 1.55 8.56 7.39E-05 0.001943 2.12
252677_at nitrilase 3  ;supported by full-length NIT3 AT3G44320 -3.38 -1.76 -8.56 7.39E-05 0.001943 2.12
254147_at  putative protein similarity Human m--- AT4G24270 3.03 1.60 8.56 7.41E-05 0.001945 2.11
252824_at histone H3.3  ; supported by cDNA: --- AT4G40030 2.09 1.06 8.55 7.43E-05 0.001946 2.11
265326_at unknown protein predicted by gensc--- AT2G18220 2.59 1.37 8.55 7.43E-05 0.001946 2.11
257477_at unknown protein --- AT1G10660 2.46 1.30 8.55 7.45E-05 0.001946 2.11



265011_at  putative chloroplast membrane pro ALB4 AT1G24490 1.71 0.78 8.55 7.45E-05 0.001946 2.11
253061_at  putative protein SPOP, Homo sapieBT5 AT4G37610 -3.49 -1.80 -8.54 7.48E-05 0.001949 2.10
250217_at nodulin-like protein --- AT5G14120 -2.55 -1.35 -8.54 7.49E-05 0.001949 2.10
264169_at hypothetical protein predicted by ge--- AT1G02020 1.64 0.72 8.54 7.51E-05 0.001949 2.10
250679_at putative protein contains similarity to--- AT5G06550 2.82 1.50 8.54 7.53E-05 0.001952 2.10
262769_at actin-like protein strong similarity to DIS1 AT1G13180 -2.24 -1.16 -8.53 7.56E-05 0.001958 2.09
253294_at hypothetical protein --- AT4G33740 2.02 1.01 8.53 7.57E-05 0.001959 2.09
256808_at unknown protein ALY3 AT3G21430 1.77 0.82 8.52 7.60E-05 0.001961 2.09
251961_at  inorganic pyrophosphatase -like proAtPPa4 AT3G53620 -3.61 -1.85 -8.52 7.61E-05 0.001961 2.08
253249_at GATA transcription factor 3 --- AT4G34680 2.46 1.30 8.52 7.61E-05 0.001961 2.08
247818_at contains similarity to GTP-binding p --- AT5G58370 1.97 0.98 8.50 7.70E-05 0.001976 2.07
254133_at putative protein various predicted A --- AT4G24810 1.78 0.83 8.50 7.73E-05 0.001978 2.07
263249_at delta 9 desaturase ALMOST identicADS2 AT2G31360 -1.83 -0.87 -8.50 7.73E-05 0.001978 2.07
260407_at putative protein kinase Pfam HMM h--- AT1G69910 -1.78 -0.83 -8.50 7.74E-05 0.001978 2.07
267099_at DNA-(apurinic or apyrimidinic site) l ARP AT2G41460 2.96 1.57 8.49 7.79E-05 0.001986 2.06
248573_at cellulase homolog OR16pep precur ATGH9A1 AT5G49720 -2.16 -1.11 -8.49 7.80E-05 0.001986 2.06
262943_at  inosine-5'-monophosphate dehydro--- AT1G79470 1.92 0.94 8.48 7.84E-05 0.001988 2.05
265029_at  zinc finger protein 7, ZFP7  ; suppoZFP7 AT1G24625 2.58 1.37 8.48 7.85E-05 0.001988 2.05
252183_at  UTP-glucose glucosyltransferase - UGT72E1 AT3G50740 2.39 1.26 8.48 7.86E-05 0.001988 2.05
245269_at hypothetical protein ; supported by c--- AT4G14500 -2.05 -1.03 -8.48 7.86E-05 0.001988 2.05
260390_at unknown protein  ; supported by full--- AT1G73940 2.13 1.09 8.47 7.89E-05 0.001988 2.05
259174_at  hypothetical protein similar to putatUNE7 AT3G03690 -1.67 -0.74 -8.47 7.91E-05 0.00199 2.04
255870_at hypothetical protein predicted by ge--- AT2G30280 1.90 0.92 8.47 7.91E-05 0.00199 2.04
266366_at unknown protein --- AT2G41420 -2.32 -1.22 -8.46 7.95E-05 0.001996 2.04
245388_at hypothetical protein ;supported by fu--- AT4G16410 1.80 0.84 8.45 8.01E-05 0.002002 2.03
265712_s_aunknown protein --- AT2G03330 / 1.95 0.97 8.45 8.01E-05 0.002002 2.03
257300_at unknown protein  ; supported by full--- AT3G28080 3.41 1.77 8.45 8.03E-05 0.002002 2.03
251087_at  putative protein unknown protein T --- AT5G01460 -1.82 -0.87 -8.45 8.03E-05 0.002002 2.03
261979_at  nitrate reductase, putative similar toNIA2 AT1G37130 3.26 1.71 8.44 8.09E-05 0.002015 2.02
255670_at Expressed protein ; supported by fuRHB1A AT4G00335 1.76 0.81 8.43 8.15E-05 0.002024 2.01
246152_at  IPP transferase - like protein tRNA IPT9 AT5G20040 1.91 0.93 8.40 8.30E-05 0.002057 1.99
251267_at  putative protein hypothetical protein--- AT3G62330 -2.19 -1.13 -8.40 8.32E-05 0.002058 1.99
248315_at selenium-binding protein-like MEF1 AT5G52630 2.01 1.01 8.39 8.37E-05 0.002067 1.98
250463_at transcription factor OBF4 TGA4 AT5G10030 2.19 1.13 8.39 8.39E-05 0.002069 1.98
246789_at  long-chain-fatty-acid--CoA ligase-likLACS7 AT5G27600 1.84 0.88 8.38 8.42E-05 0.002073 1.98



250721_at putative protein contains similarity to--- AT5G06210 1.85 0.88 8.38 8.43E-05 0.002073 1.98
254778_at putative protein --- AT4G12750 2.34 1.23 8.38 8.45E-05 0.002076 1.97
247459_at  putative protein embryo-specific pro--- AT5G62200 1.97 0.98 8.37 8.48E-05 0.002081 1.97
267562_at unknown protein similar to hypothet --- AT2G39670 1.84 0.88 8.37 8.49E-05 0.002081 1.97
253585_at  putative protein hypothetical protein--- AT4G30720 1.85 0.89 8.36 8.54E-05 0.002091 1.96
262354_at  H+-transporting ATPase protein, puVHA-E3 AT1G64200 -4.60 -2.20 -8.36 8.59E-05 0.002099 1.96
246124_at  putative protein acyl-protein thioest--- AT5G20060 -1.67 -0.74 -8.35 8.61E-05 0.002102 1.95
261409_at zinc finger protein OBP2 identical toOBP2 AT1G07640 2.02 1.02 8.35 8.63E-05 0.002105 1.95
262168_at unknown protein ;supported by full-l--- AT1G74730 -1.98 -0.99 -8.34 8.67E-05 0.002112 1.95
252901_at  putative protein various predicted p--- AT4G39550 1.86 0.89 8.32 8.82E-05 0.002136 1.93
258245_at hypothetical protein --- AT3G29075 -1.94 -0.96 -8.32 8.86E-05 0.002142 1.92
266005_at unknown protein RSZ33 AT2G37340 2.42 1.27 8.31 8.87E-05 0.002142 1.92
266957_at unknown protein PTAC12 AT2G34640 2.20 1.14 8.31 8.92E-05 0.002149 1.91
254955_at  putative protein RNA polymerase IIKELP AT4G10920 1.85 0.88 8.30 8.93E-05 0.00215 1.91
247550_at putative protein many predicted pro --- AT5G61370 1.74 0.80 8.28 9.07E-05 0.002172 1.90
245465_at cellulose synthase like protein ATCSLA01 AT4G16590 -13.42 -3.75 -8.27 9.15E-05 0.002183 1.89
247187_at putative protein similar to unknown --- AT5G65490 1.90 0.93 8.27 9.15E-05 0.002183 1.89
253996_at nucleosome assembly protein I-like NAP1;1 AT4G26110 2.11 1.07 8.27 9.16E-05 0.002184 1.89
262947_at unknown protein ;supported by full-lGASA1 AT1G75750 -1.67 -0.74 -8.26 9.23E-05 0.002188 1.88
247355_at unknown protein  ; supported by fullSPT42 AT5G63670 1.84 0.88 8.26 9.23E-05 0.002188 1.88
247155_at  2-oxoglutarate dehydrogenase, E1 --- AT5G65750 2.63 1.40 8.24 9.35E-05 0.002204 1.86
263449_at unknown protein AtRABA5d AT2G31670 / -1.85 -0.89 -8.24 9.39E-05 0.002205 1.86
253538_at  putative protein ribosomal protein Y--- AT4G31460 1.75 0.81 8.23 9.41E-05 0.002205 1.86
266288_s_aputative pumilio/Mpt5 family RNA-b APUM1 AT2G29140 / 2.16 1.11 8.23 9.41E-05 0.002205 1.86
252875_at GTP-binding protein GB3  ;supporteRABA4B AT4G39990 -1.80 -0.85 -8.22 9.49E-05 0.002222 1.85
267405_at putative related to microbial divalen CUTA AT2G33740 1.80 0.84 8.22 9.50E-05 0.002222 1.85
253344_at  putative protein predicted protein, A--- AT4G33550 -3.65 -1.87 -8.21 9.56E-05 0.002229 1.84
248197_at NADPH:protochlorophyllide oxidorePORA AT5G54190 -1.90 -0.93 -8.21 9.56E-05 0.002229 1.84
266715_at putative RNA-binding protein --- AT2G46780 -2.14 -1.10 -8.21 9.56E-05 0.002229 1.84
265828_at hypothetical protein predicted by ge--- AT2G14520 1.79 0.84 8.21 9.57E-05 0.002229 1.84
248378_at unknown protein  ;supported by full---- AT5G51840 -1.82 -0.86 -8.21 9.58E-05 0.002229 1.84
257149_at  prohibitin, putative similar to prohibATPHB4 AT3G27280 3.93 1.97 8.21 9.62E-05 0.002229 1.83
245244_at  IAA-amino acid hydrolase, putative ILL6 AT1G44350 -2.77 -1.47 -8.19 9.70E-05 0.002233 1.82
262094_at  SAR DNA binding protein, putative NOP56 AT1G56110 4.16 2.06 8.18 9.78E-05 0.002245 1.81
256002_at  carbamoylphosphate synthetase, pCARB AT1G29900 1.97 0.98 8.18 9.80E-05 0.002246 1.81



259081_at putative sodium proton exchanger sNHX2 AT3G05030 2.24 1.16 8.17 9.91E-05 0.002265 1.80
261535_at Expressed protein ; supported by fu--- AT1G01725 2.21 1.15 8.16 9.95E-05 0.002269 1.80
247406_at response regulator 6 (ARR6)  ; suppARR6 AT5G62920 -5.37 -2.43 -8.16 9.95E-05 0.002269 1.80
250112_at low density lipoprotein B-like protein--- AT5G16300 -1.80 -0.85 -8.16 9.96E-05 0.002269 1.79
266557_at unknown protein  ; supported by cD--- AT2G46080 1.64 0.71 8.16 9.97E-05 0.002269 1.79
267511_at unknown protein --- AT2G45670 -1.88 -0.91 -8.15 0.0001 0.002276 1.79
247641_at  imidazoleglycerol-phosphate synth PDX2 AT5G60540 1.96 0.97 8.14 0.000101 0.002281 1.78
266589_at hypothetical protein predicted by ge--- AT2G46250 2.45 1.29 8.14 0.000101 0.002285 1.78
251927_at  hypothetical protein ER6 protein - L--- AT3G53990 -1.80 -0.84 -8.13 0.000102 0.002291 1.77
266570_at putative chloroplast ribosomal prote--- AT2G24090 -1.82 -0.87 -8.13 0.000102 0.002291 1.77
253672_at  mRNA cleavage factor subunit - lik CFIM-25 AT4G29820 2.27 1.18 8.12 0.000103 0.002302 1.76
256890_at  glycine-rich RNA binding protein, p GRP4 AT3G23830 4.17 2.06 8.11 0.000103 0.002306 1.76
249821_at putative protein contains similarity to--- AT5G23690 3.09 1.63 8.11 0.000103 0.002307 1.76
259344_at  putative polynucleotide phosphoryl RIF10 AT3G03710 2.19 1.13 8.09 0.000105 0.002329 1.74
257218_at unknown protein similar to DAG pro--- AT3G15000 1.82 0.86 8.09 0.000105 0.002329 1.74
254079_at  putative protein pmt2 methyltransfe--- AT4G25730 3.42 1.77 8.09 0.000105 0.002329 1.74
253004_at putative protein --- AT4G38280 / 2.46 1.30 8.09 0.000105 0.002331 1.74
251678_at  putative protein conserved hypotheEDA7 AT3G56990 1.78 0.83 8.09 0.000105 0.002331 1.74
254593_s_a putative protein IEF SSP 9502, Hom--- AT4G18900 / 2.16 1.11 8.08 0.000106 0.002333 1.73
252613_at  putative protein hypothetical protein--- AT3G45190 1.70 0.77 8.08 0.000106 0.002333 1.73
256253_at  60S acidic ribosomal protein, putat --- AT3G11250 2.02 1.02 8.08 0.000106 0.002342 1.73
254919_at RING-H2 finger protein RHA1b  ;su RHA1B AT4G11360 2.88 1.53 8.07 0.000106 0.002344 1.73
246173_s_a putative protein hypothetical protein--- AT3G61520 / 2.49 1.32 8.06 0.000107 0.002357 1.71
257674_at  translational inhibitor protein, putat --- AT3G20390 -1.82 -0.87 -8.06 0.000107 0.002357 1.71
254187_at  putative protein hypothetical protein--- AT4G23890 1.73 0.79 8.06 0.000107 0.002357 1.71
250329_at  putative potassium transport protei KEA6 AT5G11800 -1.95 -0.96 -8.06 0.000108 0.002359 1.71
251256_at putative protein hypothetical protein--- AT3G62300 2.25 1.17 8.05 0.000108 0.002365 1.70
247907_at unknown protein --- AT5G57460 -1.75 -0.81 -8.04 0.000109 0.002367 1.70
252723_at hypothetical protein  ; supported by --- AT3G43520 1.71 0.77 8.04 0.000109 0.002367 1.70
253388_at putative protein  ; supported by cDN--- AT4G32910 2.59 1.38 8.04 0.000109 0.002367 1.70
256458_at  integral membrane protein, putative--- AT1G75220 -2.96 -1.57 -8.04 0.000109 0.00237 1.70
262595_at putative ethylene responsive eleme SHN1 AT1G15360 -1.91 -0.93 -8.03 0.00011 0.002372 1.69
259846_at  peptide transporter PTR2-B, putativ--- AT1G72140 -2.04 -1.03 -8.03 0.00011 0.002387 1.69
265272_at unknown protein ARF10 AT2G28350 2.52 1.34 8.02 0.00011 0.002388 1.68
250510_at 15.9 kDa subunit of RNA polymerasNRPB4 AT5G09920 1.80 0.85 8.02 0.000111 0.002393 1.68



255686_at putative potassium/H+ antiporter KEA2 AT4G00630 2.20 1.14 8.01 0.000112 0.0024 1.67
247763_at RNA polymerase II NRPB7 AT5G59180 1.89 0.92 8.00 0.000112 0.002407 1.67
250004_at putative protein predicted proteins - --- AT5G18750 2.37 1.24 7.99 0.000114 0.002425 1.65
263863_at 3-oxoacyl carrier protein synthase --- AT2G04540 1.67 0.74 7.99 0.000114 0.002425 1.65
250743_at phosphate/phosphoenolpyruvate tra--- AT5G05820 -2.02 -1.02 -7.98 0.000114 0.002425 1.65
249785_at soluble starch synthase SSI1 AT5G24300 -1.98 -0.99 -7.98 0.000114 0.002425 1.65
266117_at hypothetical protein  ; supported by --- AT2G02170 -1.78 -0.83 -7.98 0.000114 0.002425 1.65
259932_at  zinc finger protein, putative similar STOP1 AT1G34370 1.95 0.96 7.98 0.000114 0.002425 1.65
251987_at CYTOCHROME P450 71B5  ; suppCYP71B5 AT3G53280 2.10 1.07 7.98 0.000114 0.002427 1.65
255338_at PEROXISOMAL MEMBRANE PROPMP22 AT4G04470 1.72 0.79 7.97 0.000115 0.002436 1.64
263637_at hypothetical protein predicted by ge--- AT2G11890 1.78 0.83 7.97 0.000115 0.002436 1.64
265475_at ferredoxin--nitrite reductase  ; suppoNIR1 AT2G15620 2.62 1.39 7.97 0.000115 0.002439 1.64
249359_at  putative protein unnamed ORF, Ho--- AT5G40470 2.18 1.13 7.96 0.000116 0.00245 1.63
265472_at putative RING-H2 zinc finger protein--- AT2G15580 2.17 1.12 7.96 0.000116 0.002453 1.63
247735_at  thymidylate kinase - like protein thyZEU1 AT5G59440 3.68 1.88 7.95 0.000117 0.002457 1.62
250753_at glucuronosyl transferase-like proteinUGT76C2 AT5G05860 -2.29 -1.19 -7.94 0.000118 0.002472 1.61
258485_at putative stearoyl-acyl carrier protein--- AT3G02630 1.61 0.69 7.94 0.000118 0.002479 1.61
264924_at RNA polymerase subunit identical toATRPAC43AT1G60620 1.77 0.83 7.93 0.000119 0.002489 1.60
267044_at nodulin-like protein --- AT2G34357 3.05 1.61 7.92 0.00012 0.002497 1.60
252058_at  putative protein hin1 protein -Nicoti --- AT3G52470 -2.82 -1.50 -7.92 0.00012 0.002497 1.60
262402_at unknown protein ; supported by cDNTOM6 AT1G49410 2.29 1.19 7.92 0.00012 0.002497 1.59
252093_at  putative protein predicted protein, O--- AT3G51500 1.96 0.97 7.91 0.00012 0.0025 1.59
255465_at  hypothetical protein similar to A. tha--- AT4G02990 2.16 1.11 7.91 0.000121 0.0025 1.59
262846_at  endomembrane protein, putative si --- AT1G14670 -1.97 -0.97 -7.91 0.000121 0.0025 1.59
250028_at putative protein similar to unknown --- AT5G18130 1.88 0.91 7.91 0.000121 0.0025 1.59
253322_at putative protein  ;supported by full-le--- AT4G33980 2.29 1.19 7.90 0.000121 0.002501 1.58
261803_at  transcription factor, putative similarNF-YA7 AT1G30500 2.43 1.28 7.90 0.000121 0.002501 1.58
257211_at  exonuclease, putative contains Pfa --- AT3G15080 2.32 1.21 7.90 0.000121 0.002505 1.58
257369_at hypothetical protein predicted by geBPC7 AT2G35550 1.99 0.99 7.90 0.000122 0.00251 1.58
255819_s_a40S ribosomal protein S26 --- AT2G40510 / 1.87 0.90 7.89 0.000122 0.002512 1.58
261954_at  plastid ribosomal protein S6, putati --- AT1G64510 -1.89 -0.92 -7.89 0.000123 0.002516 1.57
265678_at putative RAD50 DNA repair protein RAD50 AT2G31970 2.75 1.46 7.89 0.000123 0.002516 1.57
248369_at arginine/serine-rich splicing factor RATRSP41 AT5G52040 2.29 1.19 7.88 0.000123 0.002516 1.57
262714_s_aunknown protein similar to gb|AJ224--- AT1G07950 / 1.78 0.83 7.88 0.000124 0.002527 1.56
258953_at hypothetical protein predicted by ge--- AT3G01430 -2.10 -1.07 -7.87 0.000125 0.002534 1.55



248039_at putative protein similar to unknown --- AT5G55950 -1.68 -0.75 -7.87 0.000125 0.002537 1.55
247836_at putative protein similar to unknown --- AT5G57860 2.05 1.04 7.86 0.000125 0.002537 1.55
254763_at  ribosomal protein L13a like protein --- AT4G13170 2.24 1.16 7.86 0.000125 0.002542 1.55
247261_at ZW10-like protein  ; supported by cD--- AT5G64460 -1.82 -0.87 -7.85 0.000126 0.002556 1.54
264436_at  putative glutathione S-transferase TERD9 AT1G10370 -10.54 -3.40 -7.85 0.000126 0.002557 1.54
260160_at  putative RNA-binding protein conta--- AT1G79880 1.79 0.84 7.85 0.000127 0.00256 1.54
246856_at  nucleic acid binding protein - like nuAL4 AT5G26210 1.68 0.75 7.84 0.000127 0.00256 1.53
259955_s_aunknown protein  ;supported by full-BZR1 AT1G19350 / 1.98 0.99 7.84 0.000127 0.00256 1.53
266108_at putative peptide/amino acid transpo--- AT2G37900 -2.11 -1.08 -7.84 0.000127 0.00256 1.53
256979_at Expressed protein ; supported by fuPSBTN AT3G09550 / -1.99 -0.99 -7.84 0.000127 0.00256 1.53
246253_at myb-related protein MYB73 AT4G37260 -2.39 -1.26 -7.83 0.000129 0.002582 1.52
256675_at  putative protein DNA-binding prote --- AT3G52170 3.34 1.74 7.82 0.000129 0.002584 1.52
256337_at unknown protein --- AT1G72060 6.28 2.65 7.82 0.000129 0.002584 1.52
247029_at TINY-like protein --- AT5G67190 -2.30 -1.20 -7.82 0.00013 0.002588 1.51
251355_at  putative protein hypothetical protein--- AT3G61100 2.23 1.16 7.82 0.00013 0.002588 1.51
259859_at putative protein phosphatase simila --- AT1G68410 -4.74 -2.25 -7.81 0.000131 0.002598 1.50
257891_at hypothetical protein predicted by geRFC3 AT3G17170 2.69 1.43 7.81 0.000131 0.002598 1.50
261547_at  protein kinase, putative contains Pf--- AT1G63500 -1.90 -0.93 -7.80 0.000131 0.002605 1.50
257756_at  uridylate kinase, putative similar to --- AT3G18680 2.03 1.02 7.80 0.000131 0.002606 1.50
252508_at  putative protein tRNA nucleotidyltra--- AT3G46210 2.74 1.45 7.80 0.000131 0.002606 1.50
244980_at ribosomal protein L36 --- --- -1.87 -0.90 -7.80 0.000132 0.002609 1.49
264633_at  step II splicing factor, putative similSMP1 AT1G65660 1.90 0.93 7.79 0.000132 0.002615 1.49
258079_at hypothetical protein predicted by ge--- AT3G25940 1.88 0.91 7.78 0.000133 0.002624 1.48
260995_at unknown protein --- AT1G12120 -1.85 -0.88 -7.77 0.000134 0.002643 1.47
265900_at unknown protein --- AT2G25730 1.59 0.67 7.77 0.000134 0.002643 1.47
250316_at cystatin (emb|CAA03929.1)  ; suppoATCYS1 AT5G12140 -1.82 -0.86 -7.77 0.000135 0.002649 1.47
255481_at T14P8.6  ; supported by cDNA: gi_1PMS1 AT4G02460 2.25 1.17 7.77 0.000135 0.002649 1.47
266822_at 60S ribosomal protein L30  ;support--- AT2G44860 2.48 1.31 7.76 0.000135 0.002657 1.46
256279_at  protein phosphatase 2C, putative c --- AT3G12620 -1.60 -0.68 -7.76 0.000135 0.002657 1.46
257948_at hypothetical protein predicted by geAPO4 AT3G21740 1.96 0.97 7.75 0.000137 0.002673 1.45
265722_at putative chlorophyll a/b binding protLHCB4.3 AT2G40100 -2.87 -1.52 -7.75 0.000137 0.002674 1.45
262636_at DEIH-box RNA/DNA helicase identiNIH AT1G06670 2.06 1.04 7.75 0.000137 0.002674 1.45
260915_at hypothetical protein similar to hypot --- AT1G02660 -4.33 -2.11 -7.75 0.000137 0.002674 1.45
260129_at hypothetical protein similar to vanillo--- AT1G36380 1.73 0.79 7.74 0.000137 0.002679 1.45
255446_at  hypothetical protein similar to A. tha--- AT4G02750 1.98 0.98 7.74 0.000138 0.002682 1.45



245797_at  defective chloroplasts and leaves ( --- AT1G45230 1.58 0.66 7.73 0.000138 0.002682 1.44
267596_s_aputative leucine-rich repeat diseaseAtRLP26 AT2G33050 / 4.92 2.30 7.73 0.000139 0.002682 1.44
252990_at putative protein --- AT4G38440 3.56 1.83 7.73 0.000139 0.002682 1.44
250034_at apyrase (gb|AAF00612.1)  ; supportATAPY2 AT5G18280 -1.99 -0.99 -7.73 0.000139 0.002682 1.44
263548_at  glycine-rich RNA binding protein 7 CCR2 AT2G21660 / 1.92 0.94 7.72 0.000139 0.002687 1.43
267036_at Expressed protein ; supported by fu--- AT2G38465 3.07 1.62 7.72 0.00014 0.002687 1.43
266888_s_aputative thiamin pyrophosphokinaseTPK1 AT1G02880 / 1.79 0.84 7.72 0.00014 0.002687 1.43
246398_at  auxin-induced basic helix-loop-helix--- AT1G58100 -1.61 -0.69 -7.72 0.00014 0.002691 1.43
247572_at putative protein  ; supported by full- --- AT5G61220 1.73 0.79 7.72 0.00014 0.002692 1.43
253490_at  methyltransferase - like protein me --- AT4G31790 3.45 1.79 7.72 0.00014 0.002692 1.43
249641_at DegP protease contains similarity toDegP10 AT5G36950 1.97 0.98 7.72 0.00014 0.002692 1.43
257016_at  protein kinase, putative similar to P--- AT3G28690 1.99 0.99 7.70 0.000142 0.002709 1.41
264835_at unknown protein similar to unknown--- AT1G03550 1.60 0.68 7.70 0.000142 0.002709 1.41
251642_at  imbibition protein homolog probableAtSIP2 AT3G57520 -1.94 -0.96 -7.70 0.000142 0.002709 1.41
257154_at unknown protein  ; supported by cD--- AT3G27210 2.21 1.15 7.70 0.000142 0.002711 1.41
258553_at hypothetical protein  ; supported by PDE320 AT3G06960 1.74 0.80 7.69 0.000143 0.002712 1.41
247277_at putative protein similar to unknown --- AT5G64420 1.88 0.91 7.69 0.000143 0.002712 1.41
267081_at putative phosphatidylinositol-4-phosPIP5K5 AT2G41210 1.82 0.87 7.69 0.000143 0.002714 1.40
264953_at alcohol dehydrogenase identical to ADH1 AT1G77120 -2.30 -1.20 -7.69 0.000143 0.002714 1.40
256511_at  RNA helicase, putative similar to G--- AT1G33390 1.75 0.81 7.69 0.000144 0.002717 1.40
256789_at seven in absentia-like protein simila--- AT3G13672 3.66 1.87 7.69 0.000144 0.00272 1.40
250148_at  putative protein various predicted p--- AT5G14530 1.96 0.97 7.68 0.000144 0.002722 1.40
264094_at unknown protein ;supported by full-l--- AT1G79200 1.96 0.97 7.68 0.000145 0.002726 1.39
266579_at putative small nuclear ribonucleoproSNRNP-G AT2G23930 2.13 1.09 7.68 0.000145 0.002726 1.39
263912_at starch branching enzyme II SBE2.1 AT2G36390 2.23 1.16 7.67 0.000145 0.00273 1.39
261306_at regulatory protein HAL3B similar to --- AT1G48610 -1.86 -0.89 -7.67 0.000146 0.002735 1.38
248549_at putative protein contains similarity to--- AT5G50310 1.81 0.85 7.66 0.000146 0.002735 1.38
261062_at  transcription factor scarecrow-like 1SCL14 AT1G07530 1.82 0.86 7.66 0.000146 0.002735 1.38
262590_at  putative RING-H2 zinc finger proteiRHA2A AT1G15100 1.98 0.99 7.66 0.000147 0.00274 1.38
255010_at  lipase-like protein monoglyceride lip--- AT4G10050 1.75 0.81 7.66 0.000147 0.00274 1.38
259340_at hypothetical protein predicted usingPYK10 AT3G03870 / 2.02 1.01 7.66 0.000147 0.00274 1.37
251959_at  putative protein KIAA0544 protein, --- AT3G53410 1.78 0.83 7.65 0.000148 0.002756 1.37
259643_at  putative menaquinone biosynthesis--- AT1G68890 -1.71 -0.77 -7.65 0.000149 0.002763 1.36
249330_at putative protein similar to unknown --- AT5G40970 1.86 0.90 7.64 0.000149 0.002769 1.36
257730_at unknown protein contains Pfam pro --- AT3G18420 2.38 1.25 7.63 0.00015 0.002785 1.35



262001_at  myrosinase binding protein, putativ --- AT1G33790 -1.99 -0.99 -7.63 0.000151 0.002793 1.35
261069_at  small G protein, putative similar to ATRABA2BAT1G07410 -1.64 -0.71 -7.62 0.000151 0.002796 1.35
266284_at putative pumilio/Mpt5 family RNA-b APUM2 AT2G29190 1.94 0.95 7.62 0.000151 0.002797 1.34
256229_at unknown protein MSL3 AT1G58200 -2.26 -1.18 -7.61 0.000152 0.002813 1.34
254526_at  putative protein cyclin C homolog 1CYCT1;4 AT4G19600 1.75 0.81 7.61 0.000153 0.002813 1.33
255572_at hypothetical protein  ; supported by --- AT4G01050 -1.60 -0.68 -7.61 0.000153 0.002813 1.33
250627_at putative amidase --- AT5G07360 2.05 1.04 7.61 0.000153 0.002813 1.33
252548_at  kinesin-related protein - like kinesin--- AT3G45850 -1.97 -0.98 -7.61 0.000153 0.002813 1.33
249997_at  chromatin remodelling complex AT CHR17 AT5G18620 1.98 0.98 7.61 0.000153 0.002813 1.33
259130_at putative ribosomal protein L39 simil --- AT3G02190 1.98 0.99 7.61 0.000153 0.002813 1.33
250283_at  putative protein many hypothetical --- AT5G13270 1.91 0.93 7.60 0.000154 0.002817 1.33
246943_at  putative protein kinase serine/threo--- AT5G25440 -2.66 -1.41 -7.59 0.000155 0.002843 1.32
249947_at  FVT1 - like protein follicular lympho--- AT5G19200 -1.68 -0.75 -7.58 0.000156 0.002854 1.31
260373_at unknown protein --- AT1G73970 1.81 0.86 7.58 0.000156 0.002854 1.31
247632_at  protein transport protein subunit - li --- AT5G60460 2.00 1.00 7.58 0.000157 0.002863 1.31
251429_at dynamin-like protein 4 (ADL4)  ; supADL1E AT3G60190 1.91 0.94 7.57 0.000157 0.002868 1.30
266422_at hypothetical protein predicted by geGAUT7 AT2G38650 -1.78 -0.84 -7.57 0.000158 0.002876 1.30
262931_at  small nuclear ribonucleoprotein, pu--- AT1G65700 1.87 0.90 7.57 0.000158 0.002877 1.30
266490_at unknown protein --- AT2G07000 2.08 1.06 7.57 0.000158 0.002877 1.29
256204_at  DNA polymerase A family protein, pPOLGAMMAT1G50840 2.17 1.12 7.57 0.000158 0.002877 1.29
253964_at  putative protein qkI-7, Mus musculu--- AT4G26480 -1.82 -0.86 -7.56 0.000159 0.002877 1.29
265768_at putative sugar transporter  ;supporte--- AT2G48020 -1.74 -0.80 -7.56 0.000159 0.002878 1.29
257131_at  mitochondrial carrier protein, putati --- AT3G20240 1.68 0.75 7.56 0.000159 0.002878 1.29
251421_at  enoyl-CoA-hydratase - like protein --- AT3G60510 1.83 0.87 7.56 0.00016 0.00288 1.29
258489_at 14-3-3 protein GF14nu (grf7) identicGRF7 AT3G02520 1.68 0.75 7.55 0.00016 0.002885 1.28
250087_at putative protein contains similarity to--- AT5G17270 2.86 1.51 7.55 0.00016 0.002885 1.28
246619_at transmembrane protein FT27/PFT2 --- AT5G36290 -1.66 -0.73 -7.55 0.00016 0.002886 1.28
260289_at CAD ATPase (AAA1) identical to CAERH3 AT1G80350 -1.57 -0.65 -7.54 0.000161 0.002896 1.27
262678_at hypothetical protein ;supported by fu--- AT1G75810 2.28 1.19 7.54 0.000162 0.002898 1.27
260705_at unknown protein ;supported by full-lTOM2A AT1G32400 -1.71 -0.77 -7.54 0.000162 0.0029 1.27
253557_at  putative protein wall-associated kin--- AT4G31110 / 1.65 0.72 7.53 0.000163 0.002903 1.27
245479_at extensin like protein --- AT4G16140 -1.86 -0.90 -7.53 0.000163 0.002905 1.27
264120_at  latex-abundant protein, putative simAtMC4 AT1G79340 -1.64 -0.72 -7.53 0.000163 0.002908 1.26
265483_at hypothetical protein ; supported by cSQN AT2G15790 2.38 1.25 7.52 0.000164 0.002918 1.26
259793_at AP2-containing DNA-binding protein--- AT1G64380 -5.53 -2.47 -7.52 0.000165 0.002921 1.25



252113_at  putative protein predicted protein, A--- AT3G51620 1.67 0.74 7.52 0.000165 0.002921 1.25
261524_at hypothetical protein predicted by ge--- AT1G14300 1.97 0.98 7.51 0.000165 0.002925 1.25
254038_at  nitrogen fixation like protein nitrogeNFU3 AT4G25910 1.70 0.77 7.51 0.000166 0.002929 1.25
266986_at putative dolichyl-phosphate beta-glu--- AT2G39630 1.67 0.74 7.51 0.000166 0.002932 1.24
262231_at  putative receptor protein similar to --- AT1G68740 4.20 2.07 7.50 0.000167 0.00294 1.24
255829_at putative potassium transporter  ; su KT2 AT2G40540 -1.65 -0.72 -7.50 0.000167 0.002943 1.24
263064_at putative bZIP transcription factor coCPuORF1 AT2G18160 / 2.34 1.23 7.50 0.000168 0.002948 1.23
252625_at putative histone deacetylase similarHDA3 AT3G44750 5.29 2.40 7.49 0.000169 0.00296 1.23
249977_at  chaperonin 60 alpha chain - like proEMB3007 AT5G18820 2.25 1.17 7.49 0.000169 0.00296 1.23
255685_s_aputative tetrahydrofolate synthase s--- AT4G00600 / 2.62 1.39 7.49 0.000169 0.002961 1.22
246594_at pyrroline-5-carboxylate reductase  ; P5CR AT5G14800 2.13 1.09 7.48 0.000169 0.002966 1.22
255482_at  putative chloroplast outer envelopeTOC159 AT4G02510 1.76 0.82 7.48 0.00017 0.002967 1.22
251427_at beta-glucosidase-like protein severaBGLU16 AT3G60130 -2.37 -1.25 -7.48 0.00017 0.002975 1.22
249864_at putative protein similar to unknown ATMGT10 AT5G22830 -1.63 -0.71 -7.47 0.000171 0.002977 1.21
250787_at meiotic check point regulator-like prEMB2771 AT5G05560 1.73 0.79 7.47 0.000171 0.00298 1.21
257799_at  protein kinase, putative similar to s --- AT3G15890 1.85 0.89 7.47 0.000171 0.002982 1.21
251447_at  U6 snRNA-associated Sm-like prot --- AT3G59810 1.63 0.71 7.46 0.000172 0.002992 1.20
246479_at hypothetical protein --- AT5G16060 1.83 0.87 7.46 0.000173 0.002999 1.20
248942_at putative protein similar to unknown --- AT5G45480 -1.98 -0.98 -7.46 0.000173 0.003 1.20
248920_at  magnesium chelatase subunit of prCHLI2 AT5G45930 -1.88 -0.91 -7.45 0.000173 0.003005 1.20
258861_at putative helicase similar to C-termin--- AT3G02060 2.30 1.20 7.45 0.000174 0.003005 1.19
254076_at  putative protein immunophilin FKBP--- AT4G25340 3.04 1.60 7.45 0.000174 0.003005 1.19
259945_at unknown protein --- AT1G71460 1.98 0.99 7.45 0.000174 0.003005 1.19
266338_at putative ligand-gated ion channel suGLR5 AT2G32400 2.11 1.08 7.45 0.000175 0.003009 1.19
253952_at  ubiquitin-like protein ubiquitin-like pSUMO1 AT4G26840 1.79 0.84 7.44 0.000175 0.003011 1.19
263212_at unknown protein similar to ribonucleemb2004 AT1G10510 1.81 0.85 7.44 0.000175 0.003011 1.19
261124_at hypothetical protein predicted by ge--- AT1G04900 1.79 0.84 7.44 0.000175 0.003015 1.18
258999_at putative D-ribulose-5-phosphate 3-e--- AT3G01850 1.81 0.85 7.43 0.000176 0.003024 1.18
259838_at unknown protein ;supported by full-l--- AT1G52220 -1.67 -0.74 -7.43 0.000176 0.003024 1.18
248515_at putative protein strong similarity to u--- AT5G50530 / -1.95 -0.96 -7.43 0.000176 0.003024 1.18
246282_at ATPase-like protein --- AT4G36580 2.69 1.43 7.43 0.000177 0.003041 1.17
245106_at unknown protein --- AT2G41650 2.03 1.02 7.42 0.000178 0.003041 1.17
245981_at putative protein  ;supported by full-le--- AT5G13100 -1.95 -0.96 -7.42 0.000178 0.003044 1.17
265484_at unknown protein  ; supported by cDOTP51 AT2G15820 1.86 0.90 7.42 0.000178 0.003045 1.17
251593_at  DNA-directed RNA polymerase I 19NRPA1 AT3G57660 2.71 1.44 7.42 0.000178 0.003045 1.17



266716_at unknown protein  ;supported by full-PSI-P AT2G46820 -1.85 -0.89 -7.42 0.000179 0.003054 1.16
261166_s_aExpressed protein ; supported by fu--- AT1G34570 / 2.21 1.14 7.41 0.00018 0.003065 1.16
252923_at  kinesin like protein kinesin motor pr--- AT4G39050 -2.26 -1.18 -7.41 0.00018 0.003065 1.15
249081_at protein phosphatase 2A 62 kDa B re--- AT5G44090 1.79 0.84 7.40 0.000181 0.003066 1.15
248492_at putative protein similar to unknown --- AT5G51040 1.68 0.75 7.40 0.000181 0.003066 1.15
265594_at 50S ribosomal protein L4  ;supporte--- AT2G20060 2.62 1.39 7.40 0.000181 0.003066 1.15
248820_at putative protein similar to unknown --- AT5G47060 2.23 1.16 7.40 0.000181 0.003073 1.15
259882_at unknown protein similar to hypothet --- AT1G76670 -1.89 -0.92 -7.40 0.000181 0.003073 1.15
246052_at  putative protein predicted proteins, --- AT5G08310 2.11 1.08 7.40 0.000182 0.003073 1.15
256603_at unknown protein similar to At14a pr --- AT3G28270 -4.03 -2.01 -7.40 0.000182 0.003073 1.15
258519_at unknown protein --- AT3G06760 -2.11 -1.08 -7.39 0.000182 0.003076 1.14
266055_at hypothetical protein predicted by ge--- AT2G40650 1.98 0.98 7.39 0.000182 0.003076 1.14
248442_at DEAD-box protein abstrakt --- AT5G51280 2.03 1.02 7.39 0.000183 0.003077 1.14
251892_at putative protein WRI1 AT3G54320 2.30 1.20 7.39 0.000183 0.003077 1.14
264928_at  auxin-induced protein, putative simATB2 AT1G60710 -1.81 -0.86 -7.39 0.000183 0.003084 1.14
262207_at hypothetical protein predicted by gePTAC2 AT1G74850 2.12 1.09 7.39 0.000183 0.003084 1.14
253900_at translation initiation factor  ; support--- AT4G27130 1.78 0.83 7.38 0.000184 0.003091 1.13
249826_at iron superoxide dismutase 3 (gb|AAFSD3 AT5G23310 2.30 1.20 7.38 0.000184 0.003095 1.13
247748_at putative protein  ;supported by full-le--- AT5G58920 1.82 0.86 7.38 0.000185 0.003096 1.13
258800_at  unknown protein predicted by gens--- AT3G04550 1.98 0.99 7.38 0.000185 0.003096 1.13
249703_at putative protein strong similarity to u--- AT5G35560 1.66 0.73 7.37 0.000186 0.003098 1.12
260250_at putative phosphoribosylformylglycinPUR4 AT1G74260 2.04 1.03 7.37 0.000186 0.003098 1.12
250896_at putative protein  ; supported by cDN--- AT5G03560 2.34 1.23 7.37 0.000186 0.003099 1.12
256741_at hypothetical protein predicted by ge--- AT3G29375 2.35 1.23 7.37 0.000186 0.003101 1.12
261664_s_ahypothetical protein contains similar--- AT1G18320 / 2.37 1.24 7.37 0.000186 0.003101 1.12
247866_at endoxyloglucan transferase (gb|AADXTR3 AT5G57550 -6.82 -2.77 -7.36 0.000187 0.003101 1.12
245337_at Expressed protein ; supported by fu--- AT4G16566 -1.70 -0.77 -7.36 0.000187 0.003101 1.12
252602_at  putative protein KIAA1094 protein, --- AT3G45040 -1.93 -0.95 -7.36 0.000187 0.003101 1.11
247525_at pseudo-response regulator 1  ; suppTOC1 AT5G61380 1.59 0.67 7.36 0.000187 0.003101 1.11
259082_at unknown protein similar to hypothet --- AT3G04820 2.69 1.43 7.36 0.000187 0.003101 1.11
266732_at unknown protein --- AT2G03240 -2.40 -1.26 -7.36 0.000187 0.003101 1.11
249933_at rac GTPase activating protein --- AT5G22400 -1.69 -0.76 -7.36 0.000187 0.003101 1.11
252593_at  putative protein tRNA intron endon ATSEN1 AT3G45590 2.07 1.05 7.36 0.000187 0.003101 1.11
261750_at hypothetical protein contains similar--- AT1G76120 2.04 1.03 7.36 0.000188 0.003105 1.11
266705_at 40S ribosomal protein S30  ; suppo --- AT2G19750 2.44 1.29 7.36 0.000188 0.003105 1.11



261223_at hypothetical protein predicted by geHVA22H AT1G19950 -1.58 -0.66 -7.35 0.00019 0.003126 1.10
260491_at hypothetical protein predicted by ge--- AT1G51440 -2.36 -1.24 -7.35 0.00019 0.003126 1.10
260062_at hypothetical protein contains Pfam p--- AT1G73710 2.01 1.01 7.34 0.00019 0.003133 1.10
261335_at  nodulin protein, putative similar to G--- AT1G44800 1.59 0.66 7.34 0.000191 0.00314 1.09
251039_at  putative protein hypothetical protein--- AT5G02020 4.16 2.06 7.33 0.000192 0.003159 1.08
267068_at unknown protein --- AT2G41020 2.04 1.03 7.33 0.000193 0.003161 1.08
246249_at salt-inducible like protein --- AT4G36680 2.08 1.06 7.32 0.000193 0.003161 1.08
267129_at curly leaf protein (polycomb-group) CLF AT2G23380 -1.70 -0.77 -7.32 0.000193 0.003161 1.08
262937_at  FtsH protease, putative contains si FTSH12 AT1G79560 1.67 0.74 7.32 0.000193 0.003161 1.08
246064_at  DNA binding protein ACBF - like D --- AT5G19350 1.80 0.85 7.32 0.000193 0.003161 1.08
258876_at putative ADP-ribosylation factor simATARFB1CAT3G03120 1.65 0.72 7.32 0.000194 0.003161 1.08
246622_at protein phosphatase-2C PP2C-like --- AT5G36250 -1.63 -0.71 -7.32 0.000194 0.003168 1.07
262706_at putative ATP-dependent RNA helica--- AT1G16280 2.19 1.13 7.31 0.000195 0.003182 1.07
249201_at putative protein similar to unknown --- AT5G42370 2.16 1.11 7.31 0.000196 0.003186 1.06
248433_at putative protein strong similarity to u--- AT5G51400 -1.69 -0.76 -7.31 0.000196 0.003186 1.06
247506_at  Mei2-like protein Mei2-like protein, AML1 AT5G61960 1.63 0.71 7.31 0.000196 0.003186 1.06
264506_at  germin-like protein Identical to ArabGLP5 AT1G09560 1.97 0.98 7.30 0.000196 0.003188 1.06
260100_at Expressed protein ; supported by fuBNS AT1G73177 1.64 0.72 7.30 0.000197 0.0032 1.06
262456_at glucose transporter almost identicalSTP1 AT1G11260 -3.07 -1.62 -7.30 0.000197 0.0032 1.06
247918_at putative protein contains similarity to--- AT5G57610 2.10 1.07 7.29 0.000199 0.003217 1.05
261588_at hypothetical protein predicted by ge--- AT1G01670 1.60 0.67 7.29 0.000199 0.003217 1.05
259862_at hypothetical protein  ;supported by fTRFL6 AT1G72650 2.04 1.03 7.28 0.0002 0.003225 1.04
261984_at TINY-like protein similar to TINY GB--- AT1G33760 -2.12 -1.09 -7.28 0.0002 0.003227 1.04
248299_at unknown protein  ;supported by full---- AT5G53080 1.80 0.85 7.27 0.000201 0.003237 1.04
265314_at hypothetical protein predicted by ge--- AT2G20210 1.88 0.91 7.26 0.000204 0.003269 1.02
256401_at putative guanylate kinase similar to --- AT3G06200 1.55 0.63 7.26 0.000204 0.003269 1.02
246555_at  putative protein 68 kDa protein - CiGAUT14 AT5G15470 -2.44 -1.29 -7.26 0.000204 0.003272 1.02
255611_at hypothetical protein --- AT4G01210 -1.68 -0.75 -7.26 0.000204 0.003274 1.02
245712_at pullulanase-like protein (starch debrATLDA AT5G04360 -1.72 -0.78 -7.25 0.000205 0.003277 1.02
267492_at histone H1 ;supported by full-length --- AT2G30620 2.18 1.13 7.25 0.000205 0.003277 1.02
266471_at putative GTP-binding protein --- AT2G31060 2.61 1.39 7.25 0.000205 0.003285 1.01
254263_at Expressed protein ; supported by fu--- AT4G23493 1.71 0.77 7.25 0.000206 0.003289 1.01
253605_at  putative protein probable membran--- AT4G30990 2.23 1.16 7.24 0.000207 0.003295 1.00
261076_at unknown protein ;supported by full-lSMO2-1 AT1G07420 -1.66 -0.73 -7.23 0.000208 0.003311 1.00
251184_at  small nuclear ribonucleoprotein-like--- AT3G62840 1.59 0.67 7.23 0.000209 0.003312 1.00



264107_s_aputative receptor-like protein kinaseSERK5 AT2G13790 / -1.88 -0.91 -7.23 0.000209 0.003316 0.99
263934_at hypothetical protein predicted by geEDA12 AT2G35950 1.59 0.67 7.22 0.00021 0.00333 0.99
245612_at carnitine racemase like protein HCD1 AT4G14440 -6.40 -2.68 -7.22 0.000211 0.00333 0.99
265330_at unknown protein GUT15 --- 1.92 0.94 7.22 0.000211 0.00333 0.99
246850_at  Lon protease homolog 2 precursor LON1 AT5G26860 3.52 1.82 7.22 0.000211 0.00333 0.98
250822_at unknown protein --- AT5G05230 1.66 0.73 7.22 0.000211 0.00333 0.98
245422_at putative protein --- AT4G17470 -6.78 -2.76 -7.22 0.000211 0.003333 0.98
258755_at hypothetical protein identical to hyp --- AT3G11945 / -1.93 -0.95 -7.21 0.000212 0.003335 0.98
253238_at putative protein (fragment) --- AT4G34480 -1.95 -0.97 -7.21 0.000213 0.003346 0.97
246302_at Ca2+/H+-exchanging protein-like ArCAX3 AT3G51860 6.33 2.66 7.20 0.000213 0.003346 0.97
262653_at  dioxygenase-like protein very simila--- AT1G14130 1.61 0.69 7.20 0.000213 0.003346 0.97
250512_at Expressed protein ; supported by fu--- AT5G09995 -1.93 -0.95 -7.20 0.000213 0.003346 0.97
251291_at  putative protein auxin-induced prot --- AT3G61900 1.73 0.79 7.20 0.000214 0.003355 0.97
256436_at hypothetical protein predicted by ge--- AT3G11150 1.80 0.85 7.20 0.000214 0.003355 0.97
266718_at putative zinc transporter  ;supportedZAT AT2G46800 -1.80 -0.85 -7.19 0.000215 0.003361 0.96
263117_at  putative lipoamide dehydrogenase --- AT1G03040 1.61 0.69 7.19 0.000215 0.003361 0.96
249403_at  putative protein intracellular protein--- AT5G40270 2.09 1.06 7.19 0.000216 0.003363 0.96
250733_at 2-cys peroxiredoxin-like protein  ;su2-Cys Prx BAT5G06290 -2.00 -1.00 -7.19 0.000216 0.003363 0.96
263636_at unknown protein  ; supported by full--- AT2G11910 1.87 0.90 7.19 0.000216 0.003363 0.96
256991_at unknown protein --- AT3G28600 -1.64 -0.72 -7.18 0.000218 0.003389 0.95
255631_at hypothetical protein BSK3 AT4G00710 -1.60 -0.68 -7.17 0.00022 0.003402 0.94
259505_at hypothetical protein contains similar--- AT1G15810 2.13 1.09 7.17 0.00022 0.003402 0.94
262056_at Expressed protein ; supported by fu--- AT1G80245 1.83 0.87 7.16 0.000221 0.003421 0.93
249089_at  ATPase, calcium-transporting   --- AT5G44240 1.56 0.64 7.16 0.000221 0.003421 0.93
254848_at  putative protein hypothetical proteinPGRL1B AT4G11960 1.78 0.83 7.16 0.000222 0.003421 0.93
254951_at putative protein various kinesin light--- AT4G10840 -1.65 -0.72 -7.16 0.000222 0.003421 0.93
260805_at  glutathione transferase, putative simATGSTU23AT1G78320 1.62 0.70 7.15 0.000222 0.003423 0.93
249307_s_aDNA excision repair cross-complemXPB1 AT5G41360 / 1.78 0.83 7.15 0.000223 0.003425 0.93
254418_at  glucose transporter glucose transp --- AT4G21480 -1.79 -0.84 -7.15 0.000223 0.003429 0.92
261544_at unknown protein --- AT1G63540 2.17 1.12 7.15 0.000223 0.00343 0.92
258161_at hypothetical protein predicted by ge--- AT3G17930 1.88 0.91 7.15 0.000224 0.00343 0.92
249979_s_aputative protein --- AT5G18860 / -3.98 -1.99 -7.15 0.000224 0.00343 0.92
250883_at  putative protein predicted proteins, --- AT5G03970 2.12 1.09 7.14 0.000224 0.003435 0.92
245893_at hypothetical protein  ;supported by f--- AT5G09270 1.74 0.80 7.14 0.000225 0.00344 0.92
250079_at putative protein similar to unknown --- AT5G16650 -1.95 -0.96 -7.13 0.000227 0.003462 0.91



257265_at  PHD-finger protein, putative contain--- AT3G14980 -1.87 -0.90 -7.13 0.000227 0.003462 0.90
251786_at  phosphatase - like protein DUAL S MKP1 AT3G55270 1.68 0.74 7.13 0.000227 0.003462 0.90
265425_at hypothetical protein GCL2 AT2G20770 -2.04 -1.03 -7.13 0.000227 0.003462 0.90
249901_at  histone deacetylase-like protein no HD2B AT5G22650 2.26 1.17 7.12 0.000228 0.003467 0.90
266246_at putative cytochrome P450 CYP94C1 AT2G27690 -5.79 -2.53 -7.12 0.000229 0.003473 0.90
259192_at unknown protein  ;supported by full---- AT3G01740 1.97 0.98 7.12 0.000229 0.003477 0.89
250139_at  putative protein de novo DNA methDRM2 AT5G14620 1.57 0.65 7.12 0.000229 0.003479 0.89
247800_at Expressed protein ; supported by fu--- AT5G58570 9.77 3.29 7.11 0.000231 0.003495 0.89
248956_at unknown protein --- AT5G45610 1.80 0.85 7.11 0.000231 0.003496 0.89
248093_at putative protein similar to unknown --- AT5G55210 1.92 0.94 7.11 0.000231 0.003496 0.88
262891_at  ent-kaurene synthase, putative simGA2 AT1G79460 -2.53 -1.34 -7.11 0.000232 0.003499 0.88
249886_at unknown protein  ; supported by cD--- AT5G22320 2.39 1.26 7.11 0.000232 0.0035 0.88
252246_at putative protein various predicted pr--- AT3G49725 / 1.82 0.87 7.10 0.000232 0.0035 0.88
261112_at unknown protein --- AT1G75420 1.94 0.95 7.10 0.000232 0.003505 0.88
267300_at putative glucosyltransferase --- AT2G30140 1.68 0.75 7.10 0.000233 0.003509 0.88
263875_at unknown protein  ;supported by full- 02-ספט AT2G21970 2.43 1.28 7.10 0.000234 0.003513 0.87
246906_at Expressed protein ; supported by fu--- AT5G25475 1.73 0.79 7.09 0.000234 0.003513 0.87
260413_at hypothetical protein predicted by ge--- AT1G69800 2.18 1.13 7.09 0.000234 0.003515 0.87
256240_at unknown protein ; supported by cDNatnudt16 AT3G12600 -1.79 -0.84 -7.09 0.000234 0.003515 0.87
246958_at putative protein similar to unknown --- AT5G24690 2.18 1.12 7.09 0.000235 0.003517 0.87
253399_at  putative poly(A) polymerase polynunPAP AT4G32850 1.66 0.73 7.09 0.000235 0.003517 0.87
246453_at syntaxin homologue  ;supported by SYP21 AT5G16830 -1.85 -0.88 -7.09 0.000236 0.00352 0.86
260989_at unknown protein ; supported by cDN--- AT1G53450 2.11 1.08 7.09 0.000236 0.00352 0.86
252688_at putative protein --- AT3G44020 1.87 0.90 7.08 0.000236 0.00352 0.86
263142_at unknown protein --- AT1G65230 -1.85 -0.89 -7.08 0.000236 0.003521 0.86
252319_at  putative protein putative protein - A--- AT3G48710 2.22 1.15 7.08 0.000236 0.003521 0.86
246614_at serine/threonine protein kinase SOSSOS2 AT5G35410 1.72 0.78 7.08 0.000237 0.003524 0.86
253703_at  putative protein origin recognition cORC5 AT4G29910 1.84 0.88 7.07 0.000238 0.003543 0.85
247668_at  pseudo-response regulator - like psAPRR3 AT5G60100 1.59 0.67 7.07 0.000238 0.003543 0.85
250382_at  putative protein rjs protein, Mus mu--- AT5G11580 1.56 0.64 7.07 0.000239 0.003546 0.85
259253_at hypothetical protein predicted by ge--- AT3G07640 1.56 0.64 7.07 0.00024 0.003554 0.85
255378_at  putative glucan synthase compone ATGSL05 AT4G03550 -1.69 -0.76 -7.07 0.00024 0.003556 0.84
256528_at  C2H2-type zinc finger protein, putaZFP4 AT1G66140 2.37 1.24 7.06 0.00024 0.003556 0.84
260800_at unknown protein TSD2 AT1G78240 -2.26 -1.18 -7.06 0.00024 0.003556 0.84
249938_at Ruv DNA-helicase-like protein  ;supRIN1 AT5G22330 1.69 0.76 7.06 0.000241 0.003565 0.84



255799_at Deetiolated1 (DET1) light signal tranDET1 AT4G10180 1.83 0.87 7.06 0.000241 0.003565 0.84
253549_at Expressed protein ; supported by fuNFD1 AT4G30930 2.55 1.35 7.06 0.000242 0.003565 0.84
262610_at putative mitochondrial uncoupling p --- AT1G14140 -1.55 -0.63 -7.06 0.000242 0.003565 0.84
267545_at unknown protein GRP23 AT2G32690 -2.25 -1.17 -7.06 0.000242 0.003565 0.84
248065_at putative protein similar to unknown --- AT5G55580 2.15 1.10 7.06 0.000242 0.003565 0.84
256383_at hypothetical protein ; supported by f--- AT1G66820 1.92 0.94 7.05 0.000242 0.003565 0.83
260343_at  fructokinase (Frk1), putative similar--- AT1G69200 2.24 1.16 7.05 0.000242 0.003569 0.83
246083_at  zinc finger protein - like probable ziAL5 AT5G20510 1.67 0.74 7.05 0.000243 0.00357 0.83
260774_at  serine-threonine protein kinase, pu --- AT1G78290 4.67 2.22 7.05 0.000243 0.00357 0.83
260936_at hypothetical protein predicted by ge--- AT1G45150 1.81 0.85 7.05 0.000244 0.003577 0.83
245152_at putative mitochondrial carrier protei --- AT2G47490 -1.77 -0.82 -7.04 0.000244 0.003579 0.83
251611_at putative protein several hypothetica --- AT3G57940 2.21 1.15 7.04 0.000245 0.003586 0.82
249125_at 1-aminocyclopropane-1-carboxylate--- AT5G43450 2.47 1.30 7.04 0.000245 0.003586 0.82
262756_at putative transport protein may be a 06-אוק AT1G16370 -7.36 -2.88 -7.04 0.000245 0.003586 0.82
258559_at putative transcriptional regulator simATCHR12 AT3G06010 2.01 1.01 7.04 0.000246 0.003588 0.82
264372_at  lactoylglutathione lyase-like proteinATGLX1 AT1G11840 -2.36 -1.24 -7.03 0.000246 0.003597 0.82
249575_at  low-molecular-weight heat shock p --- AT5G37670 2.35 1.23 7.03 0.000247 0.003598 0.81
261931_at  alcohol dehydrogenase ADH, putat--- AT1G22430 -1.63 -0.71 -7.03 0.000247 0.003605 0.81
248177_at putative protein strong similarity to u--- AT5G54630 -1.68 -0.75 -7.03 0.000248 0.00361 0.81
251967_at  putative protein DMR-N9 PROTEIN--- AT3G53390 1.65 0.72 7.02 0.000248 0.003613 0.81
257700_at unknown protein similar to unknownALIS1 AT3G12740 1.93 0.95 7.02 0.000248 0.003613 0.81
249975_s_a ribosomal protein L33 - like ribosom--- AT3G06320 / 2.70 1.43 7.02 0.000249 0.003614 0.81
253462_at  synaptobrevin-like protein synaptobATVAMP71AT4G32150 1.95 0.96 7.02 0.00025 0.003625 0.80
247586_at  mipC protein - like (aquaporin) mip PIP2;4 AT5G60660 -1.76 -0.81 -7.02 0.00025 0.003628 0.80
257175_s_a cyclopropane-fatty-acyl-phospholip --- AT3G23470 / -1.81 -0.85 -7.02 0.00025 0.003628 0.80
253897_at putative protein --- AT4G27120 1.69 0.75 7.02 0.00025 0.003628 0.80
250825_at putative protein similar to unknown --- AT5G05210 1.70 0.77 7.01 0.00025 0.003629 0.80
265909_at unknown protein  ;supported by full---- AT2G25720 1.83 0.87 7.01 0.000251 0.003629 0.80
260938_at hypothetical protein contains similar--- AT1G45170 1.96 0.97 7.01 0.000251 0.003629 0.80
261909_at hypothetical protein predicted by geSAR3 AT1G80680 1.99 1.00 7.01 0.000251 0.003629 0.80
247464_at  putative protein various predicted pIQD23 AT5G62070 -2.61 -1.38 -7.01 0.000251 0.003635 0.79
262592_at unknown protein ESTs gb|H37295 a--- AT1G15400 2.21 1.15 7.00 0.000253 0.003649 0.79
254102_at  acyl carrier - like protein acyl carrieACP4 AT4G25050 -1.94 -0.95 -7.00 0.000253 0.003649 0.79
245939_at  oxoglutarate/malate translocator-lik--- AT5G19760 -1.76 -0.82 -6.99 0.000255 0.003665 0.78
255650_s_ahypothetical protein CIP4.1 AT4G00930 / 1.93 0.95 6.99 0.000255 0.003665 0.78



250504_at putative protein similar to unknown --- AT5G09840 2.00 1.00 6.99 0.000255 0.003665 0.78
262493_at  auxilin-like protein similar to GB:CA--- AT1G21660 -1.69 -0.76 -6.99 0.000256 0.003676 0.77
261259_at unknown protein --- AT1G26660 1.80 0.85 6.99 0.000257 0.003676 0.77
264335_s_ahypothetical protein contains similarUPL1 AT1G55860 / 1.57 0.65 6.99 0.000257 0.003676 0.77
260157_at unknown protein  ; supported by cD--- AT1G52930 3.46 1.79 6.98 0.000257 0.003681 0.77
267309_at Expressed protein ; supported by fu--- AT2G19385 2.29 1.19 6.98 0.000258 0.003699 0.76
250970_at putative protein  ; supported by cDN--- AT5G02770 1.66 0.73 6.98 0.000259 0.0037 0.76
265270_at putative ribose phosphate pyrophos--- AT2G42910 1.71 0.77 6.97 0.000259 0.003701 0.76
265172_at putative spermidine synthase SPDS1 AT1G23820 1.60 0.68 6.97 0.000259 0.003701 0.76
262700_at unknown protein --- AT1G76020 -2.05 -1.03 -6.97 0.00026 0.003701 0.76
252479_at small zinc finger-like protein TIM9  ;TIM9 AT3G46560 2.25 1.17 6.97 0.00026 0.003705 0.76
262800_at  putative ATP-dependent RNA helicemb1507 AT1G20960 1.79 0.84 6.97 0.000261 0.00371 0.75
261197_at  putative calcium-binding protein, caGAPA-2 AT1G12900 -1.85 -0.89 -6.97 0.000261 0.003712 0.75
266782_at putative ligand-gated ion channel prATGLR2.7 AT2G29120 -1.69 -0.76 -6.96 0.000262 0.003714 0.75
260871_at hypothetical protein predicted by ge--- AT1G29040 -1.57 -0.65 -6.96 0.000262 0.003714 0.75
246494_at  putative protein putative cellulose sCSLA11 AT5G16190 -1.88 -0.91 -6.95 0.000264 0.003733 0.74
256792_at hypothetical protein predicted by ge--- AT3G22150 3.43 1.78 6.95 0.000264 0.003735 0.74
263766_at hypothetical protein predicted by ge--- AT2G21440 2.09 1.06 6.95 0.000264 0.003735 0.74
255279_at putative thioredoxin  ; supported by --- AT4G04950 2.42 1.28 6.95 0.000265 0.003737 0.74
248678_at U6 snRNA-associated Sm-like proteSAD1 AT5G48870 1.81 0.86 6.95 0.000265 0.003737 0.74
246295_at calmodulin-binding protein  ; supporCIP111 AT3G56690 2.08 1.06 6.95 0.000265 0.00374 0.73
247734_at  putative protein predicted protein, A--- AT5G59400 1.82 0.86 6.95 0.000266 0.003745 0.73
250669_at polygalacturonase inhibiting protein PGIP2 AT5G06870 -5.20 -2.38 -6.94 0.000266 0.003746 0.73
255614_at putative myb-related DNA-binding p--- AT4G01280 1.66 0.74 6.94 0.000266 0.003749 0.73
245761_at hypothetical protein predicted by ge--- AT1G66890 1.76 0.81 6.94 0.000267 0.003757 0.73
251980_at  putative protein endopeptidase Clp --- AT3G53270 1.58 0.66 6.93 0.000269 0.00378 0.72
265521_at hypothetical protein predicted by geORG4 AT2G06010 1.93 0.95 6.93 0.000269 0.003781 0.72
251771_at  putative protein cellulose synthase CSLA14 AT3G56000 -1.82 -0.86 -6.93 0.00027 0.003793 0.72
252328_at Expressed protein ; supported by cD--- AT3G48570 -1.70 -0.77 -6.92 0.000271 0.003803 0.71
256406_at unknown protein --- AT1G50710 -1.83 -0.87 -6.92 0.000272 0.003805 0.71
266365_at ferredoxin-dependent glutamate synGLU2 AT2G41220 2.15 1.10 6.92 0.000273 0.003814 0.71
250969_at putative protein  ;supported by full-le--- AT5G02740 1.68 0.74 6.91 0.000273 0.003818 0.70
250711_at cell division related protein-like --- AT5G06110 1.71 0.78 6.91 0.000274 0.003822 0.70
250454_at unknown protein  ; supported by full--- AT5G09830 1.52 0.60 6.91 0.000274 0.003829 0.70
266482_at putative small nuclear ribonucleopro--- AT2G47640 2.03 1.02 6.91 0.000275 0.003829 0.70



248605_at putative protein similar to unknown --- AT5G49410 2.45 1.30 6.91 0.000275 0.003829 0.70
254879_at hypothetical protein --- AT4G11670 1.76 0.82 6.90 0.000275 0.003832 0.70
251853_at putative protein various Arabidopsis--- AT3G54790 1.66 0.73 6.90 0.000276 0.003842 0.69
246131_at MOLYBDOPTERIN BIOSYNTHESI B73 AT5G20990 1.60 0.68 6.90 0.000276 0.003842 0.69
250613_at  putative protein SF16 protein, polleIQD24 AT5G07240 -1.96 -0.97 -6.90 0.000277 0.003842 0.69
254624_at hypothetical protein  ;supported by f--- AT4G18580 1.73 0.79 6.90 0.000277 0.003843 0.69
248815_at putative protein contains similarity to--- AT5G46920 2.26 1.18 6.89 0.000278 0.003851 0.69
255619_s_a putative CHP-rich zinc finger protei --- AT4G01350 / -2.11 -1.08 -6.89 0.000278 0.003851 0.69
264360_at  putative isoamylase Similar to gi|16DBE1 AT1G03310 1.98 0.99 6.89 0.000279 0.003863 0.68
257587_at  3'-5' exonuclease, putative contains--- AT1G56310 1.66 0.73 6.89 0.00028 0.003867 0.68
259666_at unknown protein ; supported by cDNSR33 AT1G55310 1.72 0.78 6.88 0.00028 0.00387 0.68
255681_at predicted protein of unknown functioDGD2 AT4G00550 1.91 0.93 6.88 0.00028 0.00387 0.68
247497_at  Peter Pan - like protein Peter Pan, PPAN AT5G61770 2.31 1.21 6.88 0.00028 0.00387 0.68
247891_at GTP binding protein-like --- AT5G57960 1.72 0.78 6.88 0.000281 0.003872 0.67
245161_at putative myrosinase binding proteinNSP2 AT2G33070 -1.98 -0.98 -6.88 0.000281 0.003874 0.67
262162_at unknown protein ;supported by full-l--- AT1G78020 2.09 1.07 6.88 0.000282 0.003881 0.67
259908_at RNA polymerase subunit identical toATRPAC42AT1G60850 2.17 1.11 6.87 0.000282 0.003881 0.67
256889_at  PHD-finger protein, putative containING1 AT3G24010 1.57 0.65 6.87 0.000282 0.003881 0.67
264211_at putative gigantea protein strong simGI AT1G22770 1.59 0.66 6.87 0.000283 0.003881 0.67
255594_at putative ABC transporter ATABC1 AT4G01660 -1.69 -0.76 -6.87 0.000283 0.003881 0.66
245130_at putative receptor-like protein kinase--- AT2G45340 1.60 0.68 6.87 0.000283 0.003881 0.66
250119_at putative protein similar to unknown --- AT5G16470 1.65 0.72 6.87 0.000283 0.003881 0.66
258193_at putative pectinesterase similar to pePME31 AT3G29090 1.62 0.69 6.87 0.000284 0.003882 0.66
250207_at chalcone synthase (naringenin-chalTT4 AT5G13930 -5.11 -2.35 -6.87 0.000284 0.003882 0.66
256860_at hypothetical protein similar to acety --- AT3G23840 -1.76 -0.81 -6.87 0.000284 0.003889 0.66
250477_at  putative protein CIS,CIS-MUCONA--- AT5G10190 1.60 0.68 6.86 0.000285 0.003901 0.66
257932_at unknown protein contains Pfam pro HCF107 AT3G17040 -1.87 -0.91 -6.86 0.000286 0.003901 0.65
266521_at unknown protein  ; supported by cD--- AT2G24020 -1.62 -0.69 -6.86 0.000286 0.003901 0.65
248508_at histone acetyltransferase  ;supporteELO3 AT5G50320 2.08 1.06 6.86 0.000286 0.003901 0.65
263082_at putative nucleotide-binding protein --- AT2G27200 1.55 0.63 6.86 0.000286 0.003901 0.65
255542_at hypothetical protein --- AT4G01860 1.90 0.93 6.86 0.000287 0.003903 0.65
267602_at unknown protein  ; supported by cD--- AT2G32970 -2.11 -1.08 -6.85 0.000289 0.003921 0.64
262966_at  ER lumen protein retaining recepto --- AT1G75760 -1.71 -0.78 -6.84 0.00029 0.003936 0.64
246070_at  ribosomal protein L7Ae-like NHP2/ --- AT5G20160 2.34 1.22 6.84 0.00029 0.003937 0.64
251583_at putative protein several hypothetica --- AT3G58590 2.23 1.16 6.84 0.000291 0.00394 0.63



254732_at hypothetical protein --- AT4G13750 2.23 1.16 6.84 0.000291 0.003942 0.63
247834_at  cinnamoyl-CoA reductase - like pro--- AT5G58490 1.61 0.69 6.83 0.000292 0.003952 0.63
265510_at putative microtubule-associated proATG8D AT2G05630 1.72 0.78 6.83 0.000293 0.003952 0.63
250141_at  protein kinase MSK-3 - like protein SK13 AT5G14640 1.93 0.95 6.83 0.000294 0.003965 0.62
AFFX-Athal-Arabidopsis thaliana /REF=M64116GAPC1 --- 2.11 1.08 6.82 0.000296 0.003977 0.62
245377_at hypothetical protein --- AT4G17700 -1.73 -0.79 -6.82 0.000296 0.003977 0.62
263939_at hypothetical protein predicted by geATTIM44-2 AT2G36070 1.71 0.77 6.82 0.000296 0.003977 0.61
250589_at transcription factor (gb|AAD53097.1MYB76 AT5G07700 -4.54 -2.18 -6.82 0.000296 0.003977 0.61
255451_at putative protein similar to T5J8.17 --- AT4G02860 1.90 0.92 6.82 0.000296 0.003977 0.61
258104_at hypothetical protein predicted by ge--- AT3G23620 2.44 1.29 6.82 0.000298 0.003987 0.61
261919_at  type 2 peroxiredoxin, putative simil TPX1 AT1G65980 1.88 0.91 6.81 0.000298 0.003987 0.61
251368_at  putative protein hypothetical protein--- AT3G61380 -2.53 -1.34 -6.81 0.000298 0.003989 0.61
262433_s_a DNA binding protein, putative similaATRBP47CAT1G47490 / 1.63 0.71 6.81 0.0003 0.004003 0.60
258094_at putative cytochrome P450 similar toCYP72A15 AT3G14690 1.78 0.83 6.80 0.000303 0.004033 0.59
247696_at  MYB27 protein - like MYB27 protei MYB59 AT5G59780 3.55 1.83 6.80 0.000303 0.004034 0.59
260290_at  hypothetical protein predicted by ge--- AT1G80510 -1.77 -0.82 -6.79 0.000304 0.004045 0.59
258390_at unknown protein similar to leucine-r --- AT3G15410 -1.69 -0.76 -6.79 0.000305 0.004048 0.58
263298_at unknown protein  ; supported by cDTIC21 AT2G15290 -1.60 -0.68 -6.79 0.000305 0.004048 0.58
256455_at unknown protein ;supported by full-l--- AT1G75190 -1.70 -0.77 -6.78 0.000306 0.004051 0.58
251760_at Expressed protein ; supported by fu--- AT3G55605 2.73 1.45 6.78 0.000306 0.004051 0.58
248102_at putative protein contains similarity to--- AT5G55140 2.14 1.10 6.78 0.000306 0.004053 0.58
259420_at hypothetical protein similar to putati --- AT1G13900 -1.49 -0.57 -6.78 0.000306 0.004053 0.58
266441_at hypothetical protein predicted by ge--- AT2G43250 1.70 0.77 6.78 0.000306 0.004053 0.58
259318_at unknown protein similar to HYP1 G HYP1 AT3G01100 1.99 1.00 6.78 0.000307 0.004055 0.58
265118_at beta-fructosidase nearly identical to --- AT1G62660 -2.50 -1.32 -6.78 0.000307 0.004056 0.58
245122_at putative dimethyladenosine transfer--- AT2G47420 1.81 0.86 6.78 0.000308 0.004061 0.57
267419_at putative thioredoxin ATO1 AT2G35010 1.74 0.80 6.77 0.000309 0.004066 0.57
266351_at unknown protein  ;supported by full---- AT2G01490 1.85 0.89 6.77 0.00031 0.004066 0.57
264467_at unknown protein similar to EST gb|A--- AT1G10140 1.80 0.85 6.77 0.00031 0.004066 0.57
249991_at  zinc finger -like protein zinc finger p--- AT5G18550 -1.70 -0.76 -6.77 0.00031 0.004066 0.57
263180_at unknown protein  ;supported by full-URH2 AT1G05620 -1.77 -0.82 -6.76 0.000311 0.004078 0.56
253096_at cytochrome P450-like protein CYP81D4 AT4G37330 1.82 0.87 6.76 0.000312 0.004083 0.56
256269_at transcription factor HBP-1B-like neaTGA6 AT3G12250 1.63 0.70 6.76 0.000312 0.004085 0.56
262708_at  UV-sensitive rad23, putative simila --- AT1G16190 -1.57 -0.65 -6.76 0.000313 0.004092 0.56
261833_at  ATP citrate-lyase, putative similar t ACLA-1 AT1G10670 -1.71 -0.77 -6.76 0.000314 0.004095 0.55



265453_at putative cellular apoptosis susceptib--- AT2G46520 -1.92 -0.94 -6.75 0.000314 0.004095 0.55
247027_at subtilisin-like serine protease contai--- AT5G67090 -1.57 -0.65 -6.75 0.000314 0.004098 0.55
251772_at  cyclophilin-like protein ROC7, cyclo--- AT3G55920 -1.94 -0.95 -6.75 0.000315 0.004105 0.55
251242_at ARGININE/SERINE-RICH SPLICINRSP31 AT3G61860 1.61 0.69 6.75 0.000315 0.004105 0.55
261322_at hypothetical protein predicted by geATPUP11 AT1G44750 1.81 0.86 6.75 0.000315 0.004105 0.55
266371_at calmodulin-like protein identical to G--- AT2G41410 3.06 1.61 6.75 0.000316 0.00411 0.54
262637_at  oxidoreductase, putative contains P--- AT1G06640 -12.47 -3.64 -6.74 0.000317 0.004112 0.54
262351_at  beta-galactosidase (BGAL), putativBGAL17 AT1G72990 1.56 0.64 6.74 0.000318 0.004124 0.54
253410_at  putative protein various predicted p--- AT4G32970 2.03 1.02 6.74 0.000318 0.004124 0.54
260873_at hypothetical protein predicted by ge--- AT1G21580 -1.55 -0.63 -6.74 0.000318 0.004127 0.54
262345_at hypothetical protein similar to hypot --- AT1G64180 1.79 0.84 6.74 0.000319 0.004129 0.54
263870_at unknown protein RKP AT2G22010 1.78 0.83 6.74 0.000319 0.004129 0.53
253912_at  putative protein met-10+ protein, N --- AT4G27340 1.89 0.92 6.73 0.00032 0.004139 0.53
246076_at  sucrose-phosphate synthase-like pATSPS1F AT5G20280 1.75 0.81 6.73 0.000321 0.004151 0.53
266271_at putative glutathione S-transferase  ;ATGSTU6 AT2G29440 -6.38 -2.67 -6.73 0.000322 0.004154 0.52
255317_at putative vesicle transfer ATPase --- AT4G04180 2.61 1.39 6.73 0.000322 0.004155 0.52
258673_at unknown protein --- AT3G08620 2.18 1.13 6.72 0.000323 0.004162 0.52
266461_at  glutathione S-transferase (GST6) idATGSTF8 AT2G47730 -2.61 -1.38 -6.72 0.000323 0.004162 0.52
252946_at Expressed protein ; supported by fu--- AT4G39235 2.38 1.25 6.72 0.000323 0.004162 0.52
249325_at urophorphyrin III methylase (gb|AABUPM1 AT5G40850 2.00 1.00 6.72 0.000324 0.004162 0.52
251025_at  putative protein CND41, chloroplasPCS1 AT5G02190 -2.00 -1.00 -6.72 0.000324 0.004163 0.52
258609_at unknown protein  ;supported by full---- AT3G02910 1.84 0.88 6.71 0.000327 0.004201 0.51
265187_at putative ADP-ribosylation factor  ; s --- AT1G23490 / -1.49 -0.57 -6.71 0.000327 0.004201 0.51
259034_at putative pectinacetylesterase simila --- AT3G09410 2.34 1.22 6.70 0.000329 0.004209 0.50
258766_at  galactokinase-like protein similar to--- AT3G10700 -1.63 -0.70 -6.70 0.00033 0.004214 0.50
266414_at mevalonate diphosphate decarboxyMVD1 AT2G38700 -1.76 -0.82 -6.70 0.00033 0.004216 0.50
266977_at putative phospholipase --- AT2G39420 -3.79 -1.92 -6.70 0.000331 0.004216 0.50
255764_at unknown protein HCF173 AT1G16720 -1.96 -0.97 -6.69 0.000331 0.004217 0.49
250013_at putative protein similar to unknown --- AT5G18040 1.63 0.71 6.69 0.000331 0.004217 0.49
255535_at  putative RNaseP-associated protei --- AT4G01790 2.18 1.12 6.69 0.000332 0.004217 0.49
246861_at  putative protein phytochrome-asso IAA28 AT5G25890 1.73 0.79 6.69 0.000332 0.004217 0.49
253005_at hypothetical protein  ;supported by f--- AT4G38100 2.33 1.22 6.69 0.000332 0.004217 0.49
257227_at monodehydroascorbate reductase sMDAR4 AT3G27820 1.74 0.80 6.69 0.000332 0.004219 0.49
249427_at  40S ribosomal protein S9-like 40S --- AT5G39850 4.20 2.07 6.69 0.000333 0.004224 0.49
265593_s_aunknown protein  ;supported by full-LCV1 AT2G20120 / -1.62 -0.69 -6.68 0.000334 0.004231 0.48



247972_at histone acetyltransferase HAT B HAG2 AT5G56740 2.12 1.08 6.68 0.000334 0.004231 0.48
266641_at Expressed protein ; supported by fu--- AT2G35605 1.73 0.79 6.68 0.000334 0.004231 0.48
256262_at unknown protein --- AT3G12150 -1.95 -0.97 -6.68 0.000334 0.004231 0.48
250358_at  putative protein gibberellin-responsAGP15 AT5G11740 -2.02 -1.02 -6.68 0.000335 0.004232 0.48
262837_at  dynamin, putative similar to dynam ADL1C AT1G14830 -1.75 -0.81 -6.68 0.000335 0.004236 0.48
250718_at unknown protein emb2735 AT5G06240 1.69 0.76 6.68 0.000335 0.004237 0.48
265366_at putative N-acetylglucosaminyltransf --- AT2G13290 1.75 0.81 6.68 0.000336 0.00424 0.48
248418_at cleavage and polyadenylation spec CPSF160 AT5G51660 1.76 0.81 6.67 0.000337 0.004251 0.47
267174_at 60S ribosomal protein L36  ;support--- AT2G37600 2.62 1.39 6.67 0.000337 0.004253 0.47
246708_at  putative protein various predicted p--- AT5G28150 -1.98 -0.98 -6.67 0.000338 0.004257 0.47
257783_at unknown protein --- AT3G26950 -1.69 -0.76 -6.67 0.000338 0.004257 0.47
250704_at Expressed protein ; supported by fu--- AT5G06265 1.95 0.96 6.67 0.000339 0.00426 0.47
250647_at putative protein contains similarity to--- AT5G06770 -1.72 -0.79 -6.67 0.000339 0.00426 0.47
250246_at polyamine oxidase ATPAO1 AT5G13700 -1.55 -0.63 -6.67 0.000339 0.00426 0.47
252114_at  mucin -like protein hemomucin, Dro--- AT3G51450 -4.99 -2.32 -6.66 0.00034 0.00427 0.47
247446_at unknown protein  ; supported by cD--- AT5G62650 1.59 0.66 6.66 0.00034 0.00427 0.46
260775_at 14-3-3 protein GF14omega (grf2) idGRF2 AT1G78300 -1.98 -0.98 -6.66 0.000341 0.004274 0.46
256107_at hypothetical protein predicted by ge--- AT1G16830 1.60 0.67 6.66 0.000342 0.004288 0.46
260058_at unknown protein  ; supported by cD--- AT1G78100 -1.78 -0.84 -6.66 0.000342 0.004288 0.46
259444_at hypothetical protein predicted by ge--- AT1G02370 3.39 1.76 6.66 0.000342 0.004288 0.46
264675_at  putative phosphoribosylglycinamide--- AT1G09830 1.64 0.71 6.65 0.000343 0.004291 0.46
261334_at unknown protein --- AT1G44960 1.74 0.80 6.65 0.000343 0.004291 0.46
252986_at  putative protein T19C21.18 Arabido--- AT4G38380 1.50 0.58 6.65 0.000345 0.004308 0.45
250784_at unknown protein ; supported by cDN--- AT5G05480 1.91 0.94 6.65 0.000345 0.004315 0.45
258868_at putative exportin1 (XPO1) protein s XPO1B AT3G03110 1.78 0.83 6.64 0.000347 0.004333 0.44
256145_at  lipid transfer protein, putative simila--- AT1G48750 -3.64 -1.86 -6.64 0.000347 0.004333 0.44
265596_at hypothetical protein predicted by geCAF1 AT2G20020 3.05 1.61 6.64 0.000348 0.004333 0.44
259690_at  replication factor, putative similar to--- AT1G63160 2.34 1.22 6.64 0.000348 0.004333 0.44
253775_at  putative protein T01B08.14 gene, B--- AT4G28440 1.57 0.65 6.64 0.000348 0.004333 0.44
261700_at hypothetical protein similar to hypot --- AT1G32690 1.97 0.98 6.64 0.000348 0.004333 0.44
266774_at hypothetical protein predicted by geATRBL1 AT2G29050 -1.96 -0.97 -6.64 0.000349 0.004336 0.44
250662_at steroid sulfotransferase-like protein ST2A AT5G07010 -3.37 -1.75 -6.63 0.000349 0.004339 0.44
261018_at unknown protein contains similarity --- AT1G26550 1.49 0.58 6.63 0.000349 0.004339 0.44
256255_at  MYB-family transcription factor, put--- AT3G11280 -1.52 -0.60 -6.63 0.00035 0.004342 0.43
266704_at putative N-acetyl-gamma-glutamyl-p--- AT2G19940 -1.90 -0.93 -6.63 0.00035 0.004342 0.43



251733_at copper homeostasis factor  ;suppor CCH AT3G56240 1.77 0.82 6.63 0.00035 0.004342 0.43
246829_at  putative protein pyruvate water dikiATGWD3 AT5G26570 1.62 0.69 6.63 0.000351 0.004351 0.43
251432_at  putative protein leucine zipper-EF-h--- AT3G59820 2.25 1.17 6.63 0.000351 0.004352 0.43
246593_at  putative protein predicted protein, A--- AT5G14790 -2.12 -1.09 -6.62 0.000352 0.00436 0.43
256852_at unknown protein contains Pfam pro ATRANGAPAT3G18610 2.12 1.09 6.62 0.000353 0.004369 0.42
263824_at putative WD-40 repeat protein --- AT2G40360 2.55 1.35 6.62 0.000355 0.004385 0.42
254503_at hypothetical protein  ;supported by fPTAC9 AT4G20010 1.77 0.82 6.61 0.000356 0.00439 0.42
249264_s_adisease resistance protein-like --- AT5G41740 / -2.67 -1.42 -6.61 0.000356 0.004395 0.41
259411_at hypothetical protein contains Pfam p--- AT1G13410 1.69 0.76 6.61 0.000357 0.0044 0.41
263729_at hypothetical protein predicted by ge--- AT1G60080 1.52 0.61 6.61 0.000357 0.0044 0.41
264201_at unknown protein ;supported by full-l--- AT1G22630 2.26 1.18 6.61 0.000358 0.004405 0.41
259105_at  stress related protein, putative simi --- AT3G05500 -2.09 -1.06 -6.61 0.000358 0.004405 0.41
257207_at hypothetical protein predicted by ge--- AT3G14900 1.85 0.89 6.60 0.00036 0.004422 0.40
264712_at unknown protein ECT11 AT1G09810 2.06 1.04 6.60 0.00036 0.004424 0.40
258992_at unknown protein similar to unknown--- AT3G08930 -1.51 -0.59 -6.60 0.000361 0.004433 0.40
253121_at  putative protein predicted protein, C--- AT4G35890 1.49 0.58 6.60 0.000361 0.004433 0.40
247345_at putative protein contains similarity to--- AT5G63760 1.84 0.88 6.59 0.000362 0.004436 0.40
262566_at  auxin response factor 1, putative siARF12 AT1G34310 -2.19 -1.13 -6.59 0.000362 0.004436 0.40
266065_at phytochrome B Identical to GB:X17 PHYB AT2G18790 -1.83 -0.88 -6.59 0.000363 0.004442 0.39
259154_at unknown protein similar to unknown--- AT3G10260 -1.68 -0.75 -6.59 0.000363 0.004445 0.39
258728_at unknown protein  ; supported by cD--- AT3G11800 -1.60 -0.68 -6.59 0.000364 0.004453 0.39
246953_at unknown protein  ;supported by full-VPS60.2 AT5G04850 1.66 0.73 6.59 0.000365 0.004456 0.39
265931_at unknown protein  ;supported by full---- AT2G18520 1.99 0.99 6.58 0.000365 0.004456 0.39
245592_at CCAAT-binding transcription factor NF-YB3 AT4G14540 2.09 1.06 6.58 0.000365 0.004456 0.39
250938_at  putative protein various predicted p--- AT5G03180 2.08 1.06 6.58 0.000365 0.004456 0.39
254758_at  putative protein dimethylaniline mo YUC2 AT4G13260 -2.85 -1.51 -6.58 0.000366 0.004462 0.38
260041_at unknown protein similar to hypothet --- AT1G68780 -1.83 -0.87 -6.58 0.000366 0.004463 0.38
261695_at  Mg-chelatase, putative similar to MCHLD AT1G08520 -1.84 -0.88 -6.58 0.000367 0.004463 0.38
249843_at putative protein similar to unknown SGS3 AT5G23570 2.20 1.14 6.58 0.000367 0.004466 0.38
248785_at unknown protein --- AT5G47400 1.52 0.61 6.58 0.000367 0.004466 0.38
252529_at  putative protein several oxidases, m--- AT3G46490 -4.77 -2.25 -6.58 0.000368 0.004472 0.38
267601_at hypothetical protein predicted by ge--- AT2G32980 -1.73 -0.79 -6.57 0.000368 0.004472 0.38
259295_at hypothetical protein predicted by ge--- AT3G05340 1.94 0.96 6.57 0.000369 0.004472 0.38
259708_at  lysophospholipase isolog, putative --- AT1G77420 -1.98 -0.98 -6.57 0.000369 0.004472 0.38
259724_at putative serine/threonine-protein kinSNRK2.10 AT1G60940 2.00 1.00 6.57 0.000369 0.004476 0.38



246521_at  N2,N2-dimethylguanine tRNA meth--- AT5G15810 1.97 0.98 6.57 0.00037 0.004484 0.37
259616_at hypothetical protein contains similarC/VIF1 AT1G47960 2.35 1.23 6.56 0.000372 0.0045 0.37
263574_at putative tetracycline transporter pro --- AT2G16990 -1.60 -0.67 -6.56 0.000373 0.004508 0.37
255716_at coded for by A. thaliana cDNA R305CRCK2 AT4G00330 -1.48 -0.57 -6.56 0.000375 0.004525 0.36
251260_at  putative protein ISOPENICILLIN N --- AT3G62130 2.37 1.24 6.55 0.000376 0.004535 0.36
266280_at putative tropinone reductase --- AT2G29260 1.53 0.61 6.55 0.000376 0.00454 0.35
247311_at DNA polymerase III catalytic subuniEMB2780 AT5G63960 1.74 0.80 6.55 0.000376 0.00454 0.35
263106_at hypothetical protein predicted by ge--- AT2G05160 -1.91 -0.93 -6.55 0.000377 0.004542 0.35
264219_at unknown protein contains similarity --- AT1G60420 2.19 1.13 6.55 0.000377 0.004542 0.35
247089_at dimethyladenosine transferase-like --- AT5G66360 1.80 0.85 6.55 0.000378 0.004555 0.35
258847_at unknown protein  ; supported by full--- AT3G03100 1.56 0.65 6.54 0.000379 0.004556 0.35
252081_at  putative heat shock transcription faHSFA7A AT3G51910 3.28 1.71 6.54 0.000379 0.004556 0.35
255046_at  H+-transporting ATP synthase-like ATPD AT4G09650 -1.81 -0.86 -6.54 0.000379 0.004557 0.35
264100_at lupeol synthase identical to lupeol sLUP1 AT1G78970 -5.40 -2.43 -6.54 0.000381 0.004572 0.34
254051_at putative protein other Arabidopsis p --- AT4G25270 -1.68 -0.75 -6.54 0.000382 0.004574 0.34
257000_at hypothetical protein predicted by ge--- AT3G14120 2.28 1.19 6.54 0.000382 0.004574 0.34
257056_at unknown protein similar to hypothet --- AT3G15350 -1.73 -0.79 -6.53 0.000383 0.00458 0.34
266205_s_aputative dTDP-glucose 4-6-dehydraAXS2 AT1G08200 / -1.83 -0.87 -6.53 0.000383 0.004581 0.34
250523_at putative protein strong similarity to u--- AT5G08510 1.53 0.61 6.53 0.000383 0.004581 0.34
266808_at Expressed protein ; supported by fu--- AT2G29995 -1.98 -0.99 -6.53 0.000385 0.004604 0.33
266513_at unknown protein --- AT2G47700 -1.93 -0.95 -6.52 0.000386 0.004607 0.33
245821_at hypothetical protein similar to putati --- AT1G26270 -1.93 -0.95 -6.52 0.000386 0.004608 0.33
256207_at  GTP-binding protein, putative simila--- AT1G50920 1.97 0.98 6.52 0.000386 0.004608 0.33
254911_at putative protein  ;supported by full-le--- AT4G11100 -1.63 -0.70 -6.52 0.000386 0.004608 0.33
261136_at  ribokinase, putative similar to GB:A--- AT1G19600 1.60 0.68 6.52 0.000387 0.004612 0.32
262941_at hypothetical protein predicted by geEMB2217 AT1G79490 2.17 1.12 6.52 0.000387 0.004612 0.32
249167_at putative protein similar to unknown --- AT5G42860 -3.74 -1.90 -6.52 0.000388 0.004616 0.32
261893_at unknown protein ;supported by full-l--- AT1G80690 -1.68 -0.75 -6.51 0.000389 0.004627 0.32
263259_at putative zinc-binding protein similar PUB18 AT1G10560 -2.65 -1.41 -6.51 0.000389 0.004629 0.32
263521_at hypothetical protein predicted by ge--- AT2G24960 2.07 1.05 6.51 0.00039 0.004632 0.31
246020_at putative protein  ; supported by cDN--- AT5G10710 1.66 0.73 6.51 0.00039 0.004632 0.31
265575_at proline iminopeptidase identical to GPIP AT2G14260 1.61 0.69 6.51 0.000391 0.004632 0.31
252305_at  putative protein CRP1 protein, Zea emb1796 AT3G49240 2.17 1.11 6.51 0.000391 0.004632 0.31
253438_at  glycine hydroxymethyltransferase (SHM3 AT4G32520 1.98 0.99 6.51 0.000392 0.004635 0.31
262118_at  beta-glucosidase, putative similar t BGLU11 AT1G02850 5.35 2.42 6.51 0.000392 0.004636 0.31



263039_at  mak16-like protein-related similar to--- AT1G23280 2.14 1.10 6.51 0.000392 0.004636 0.31
248217_at cytochrome b5 (dbj|BAA74839.1)  ;sCB5-E AT5G53560 1.87 0.90 6.50 0.000394 0.004653 0.31
265100_at hypothetical protein predicted by geOSB4 AT1G31010 2.11 1.08 6.49 0.000396 0.004678 0.30
254427_at  putative protein predicted protein, Aemb1417 AT4G21190 2.46 1.30 6.49 0.000397 0.004683 0.30
252136_at  calmodulin-like protein flagellar calm--- AT3G50770 16.83 4.07 6.49 0.000398 0.004698 0.29
256281_at  myb-family transcription factor, putaTRFL9 AT3G12560 -1.89 -0.91 -6.48 0.000401 0.004716 0.29
259562_at hypothetical protein ; supported by c--- AT1G21200 1.70 0.77 6.48 0.000401 0.00472 0.29
261053_at hypothetical protein predicted by ge--- AT1G01320 2.02 1.01 6.48 0.000402 0.004721 0.28
257019_at unknown protein --- AT3G19640 1.49 0.58 6.47 0.000403 0.004742 0.28
259746_at hypothetical protein predicted by ge--- AT1G71060 2.07 1.05 6.47 0.000404 0.004742 0.28
260453_s_aunknown protein --- AT1G72510 / 1.99 1.00 6.47 0.000404 0.004742 0.28
253175_at WD-40 repeat protein (MSI3)  ; suppMSI3 AT4G35050 2.44 1.28 6.47 0.000404 0.004742 0.28
266166_at putative glucosyltransferase  ; supp --- AT2G28080 -2.15 -1.10 -6.47 0.000405 0.004752 0.27
267411_at putative disease resistance protein --- AT2G34930 -16.62 -4.05 -6.47 0.000406 0.004761 0.27
259179_at hypothetical protein similar to putati --- AT3G01660 1.98 0.98 6.46 0.000407 0.004769 0.27
266934_at unknown protein --- AT2G18900 1.79 0.84 6.46 0.000408 0.004769 0.27
254213_at  tyrosine transaminase like protein t --- AT4G23590 -1.63 -0.70 -6.46 0.000408 0.004769 0.27
261277_at hypothetical protein predicted by ge--- AT1G20230 1.84 0.88 6.46 0.000409 0.004774 0.27
255788_at auxin regulated protein (IAA13) GB IAA13 AT2G33310 2.03 1.02 6.46 0.000411 0.004792 0.26
255960_at unknown protein ; supported by cDN--- AT1G22140 1.94 0.96 6.46 0.000411 0.004792 0.26
252303_at  putative protein hypothetical protein--- AT3G49210 1.60 0.68 6.46 0.000411 0.004792 0.26
260792_at unknown protein ;supported by full-l--- AT1G06270 1.73 0.79 6.45 0.000411 0.004796 0.26
265192_at hypothetical protein predicted by ge--- AT1G05060 1.92 0.94 6.45 0.000412 0.004799 0.26
260069_at unknown protein --- AT1G73820 1.63 0.71 6.45 0.000412 0.004799 0.25
267406_at unknown protein MEE22 AT2G34780 1.83 0.87 6.45 0.000413 0.004799 0.25
259246_s_ahypothetical protein predicted by ge--- AT3G07730 / 1.96 0.97 6.45 0.000413 0.004799 0.25
248173_at putative protein contains similarity to--- AT5G54580 1.62 0.70 6.45 0.000413 0.004799 0.25
249443_at putative protein  ; supported by cDN--- AT5G39600 1.99 1.00 6.45 0.000413 0.004803 0.25
264487_at vacuolar protein sorting homolog almVPS45 AT1G77140 -1.56 -0.64 -6.45 0.000414 0.004806 0.25
250856_at  putative protein salt-inducible prote--- AT5G04810 1.91 0.93 6.44 0.000415 0.004811 0.25
256932_at unknown protein --- AT3G22520 1.61 0.69 6.44 0.000416 0.004825 0.25
258937_at putative ribosomal protein S28 simil--- AT3G10090 2.26 1.17 6.44 0.000417 0.004828 0.24
246681_at  chloride channel-like protein chlorid--- AT5G33280 1.55 0.63 6.44 0.000417 0.004832 0.24
247855_at similar to unknown protein (sp|P232--- AT5G58210 1.98 0.98 6.44 0.000417 0.004832 0.24
260815_at  chloroplast inner envelope protein, TIC110 AT1G06950 2.37 1.25 6.44 0.000418 0.004839 0.24



258215_at  phosphoprotein phosphatase, puta atToc64-III AT3G17970 2.14 1.10 6.43 0.000419 0.004845 0.24
256286_at unknown protein --- AT3G12180 1.74 0.80 6.43 0.000421 0.004859 0.23
259675_at unknown protein similar to hypothet --- AT1G77710 1.62 0.69 6.43 0.000421 0.00486 0.23
266410_at unknown protein EMB2765 AT2G38770 1.59 0.67 6.43 0.000422 0.004868 0.23
254852_at  putative disease resistance protein WRKY19 AT4G12020 -1.50 -0.59 -6.42 0.000423 0.004872 0.23
248021_at  RuBisCO subunit binding-protein b --- AT5G56500 2.63 1.39 6.42 0.000425 0.004888 0.22
262189_at  GTPase, putative similar to GTPas --- AT1G78010 1.69 0.76 6.42 0.000426 0.004894 0.22
267429_at putative UDP-galactose-4-epimerasMEE25 AT2G34850 -2.14 -1.10 -6.42 0.000426 0.004894 0.22
253520_at hypothetical protein ;supported by fu--- AT4G31410 1.56 0.64 6.41 0.000427 0.00491 0.22
253583_at  translation initiation factor-like prote--- AT4G30680 -1.91 -0.93 -6.41 0.000428 0.00491 0.21
249400_at  putative protein MtN24 gene, Medic--- AT5G40300 1.92 0.94 6.41 0.000428 0.00491 0.21
258993_at  putative chlorophyll a/b-binding proLHCB4.2 AT3G08940 -1.81 -0.86 -6.41 0.000429 0.00491 0.21
260258_at putative ribosomal protein similar to --- AT1G74270 2.03 1.02 6.41 0.000429 0.00491 0.21
252115_at non-specific lipid transfer protein  ;sLTP5 AT3G51600 -1.87 -0.90 -6.41 0.000429 0.00491 0.21
258434_at AP2 domain containing protein RAPATEBP AT3G16770 2.18 1.12 6.41 0.000429 0.00491 0.21
267553_s_ahypothetical protein predicted by ge--- AT2G32180 / 2.18 1.12 6.41 0.000429 0.00491 0.21
263018_at putative non-LTR retroelement reve--- --- -1.48 -0.57 -6.41 0.00043 0.004914 0.21
247942_at putative protein similar to unknown --- AT5G57120 2.10 1.07 6.41 0.00043 0.004914 0.21
254827_at  putative protein KIAA0255 gene, H --- AT4G12650 -1.71 -0.78 -6.40 0.000431 0.004916 0.21
246058_at  putative protein predicted proteins, --- AT5G08430 1.73 0.79 6.40 0.000433 0.004935 0.20
259131_at unknown protein similar to hypothetSP1L3 AT3G02180 -1.63 -0.71 -6.40 0.000433 0.004939 0.20
250538_at RNA helicase (emb|CAA09212.1)  ; STRS2 AT5G08620 2.36 1.24 6.39 0.000434 0.004945 0.20
258474_at hypothetical protein predicted by ge--- AT3G02650 2.18 1.13 6.39 0.000435 0.004945 0.20
251865_at  protein phosphatase 2A regulatory --- AT3G54930 -1.55 -0.63 -6.39 0.000435 0.004945 0.20
262648_at  putative ribulose-1,5 bisphosphate --- AT1G14030 1.64 0.71 6.39 0.000435 0.004945 0.20
263609_at putative LRR receptor protein kinas --- AT2G16250 -1.61 -0.68 -6.39 0.000435 0.004945 0.20
245314_at Expressed protein ; supported by fu--- AT4G16745 -1.69 -0.76 -6.39 0.000435 0.004945 0.20
263689_at  ribonuclease, RNS3 identical to rib RNS3 AT1G26820 -2.42 -1.27 -6.39 0.000437 0.004959 0.19
265190_at unknown protein  ; supported by cD--- AT1G23780 1.53 0.62 6.39 0.000438 0.004964 0.19
248795_at Myb-related transcription activator-l --- AT5G47390 -1.54 -0.62 -6.39 0.000438 0.004964 0.19
256972_at unknown protein --- AT3G21140 1.68 0.75 6.38 0.000439 0.004976 0.19
256223_at unknown protein ;supported by full-lemb1303 AT1G56200 1.78 0.83 6.38 0.00044 0.004987 0.18
248938_at receptor-like protein kinase --- AT5G45780 1.57 0.65 6.38 0.000442 0.005001 0.18
256113_at unknown protein ;supported by full-l--- AT1G16810 1.77 0.83 6.37 0.000442 0.005004 0.18
263692_at  unknown protein Location of ESTs --- AT1G26850 -1.66 -0.73 -6.37 0.000443 0.005006 0.18



259673_at putative phorbol ester / diacylglycer --- AT1G77800 1.97 0.97 6.37 0.000444 0.005022 0.17
248603_at WD-40 repeat protein-like --- AT5G49430 1.54 0.62 6.37 0.000446 0.005029 0.17
264806_at hypothetical protein predicted by ge--- AT1G08610 2.73 1.45 6.37 0.000446 0.005029 0.17
264389_at unknown protein similar to hypothet --- AT1G11960 -2.38 -1.25 -6.37 0.000446 0.005029 0.17
261222_at  anter-specific proline-rich protein A --- AT1G20120 1.59 0.67 6.36 0.000446 0.005029 0.17
260370_at putative aminolevulinate dehydratasHEMB1 AT1G69740 -1.64 -0.71 -6.36 0.000447 0.005035 0.17
249049_at tubulin beta-4 chain (sp|P24636)  ; sTUB4 AT5G44340 -2.12 -1.08 -6.36 0.000448 0.005043 0.16
252693_s_a ribosomal protein S29 - like ribosom--- AT3G43980 / 1.61 0.69 6.36 0.000448 0.005043 0.16
258526_at  DAG protein, putative similar to DA--- AT3G06790 1.69 0.76 6.36 0.000449 0.005043 0.16
246188_at putative protein --- AT5G21050 -1.51 -0.60 -6.36 0.000449 0.005044 0.16
267580_at unknown protein --- AT2G41990 -1.82 -0.86 -6.36 0.000449 0.005045 0.16
258621_at zinc finger protein 1 (zfn1) identical ZFN1 AT3G02830 -1.60 -0.68 -6.36 0.00045 0.005046 0.16
246496_at  putative protein KIAA1468 - Homo --- AT5G16210 -1.73 -0.79 -6.36 0.00045 0.005046 0.16
254153_at  putative protein hypothetical proteinPWD AT4G24450 2.68 1.42 6.36 0.00045 0.005046 0.16
253254_at predicted protein SQS2 AT4G34650 -2.80 -1.49 -6.35 0.000451 0.005056 0.16
249794_at putative protein contains similarity toAtCXE18 AT5G23530 -1.51 -0.60 -6.35 0.000452 0.00506 0.16
256894_at  PREG-like protein, putative similar CYCP2;1 AT3G21870 1.51 0.60 6.35 0.000452 0.005063 0.15
265283_at unknown protein predicted by genefMUR3 AT2G20370 -2.14 -1.10 -6.35 0.000453 0.005066 0.15
250861_at  putative protein predicted proteins, --- AT5G04740 1.79 0.84 6.35 0.000453 0.005066 0.15
247106_at WD repeat protein-like ;supported b--- AT5G66240 1.73 0.79 6.34 0.000455 0.005072 0.15
257403_at hypothetical protein similar to hypot --- AT1G62520 -1.67 -0.74 -6.34 0.000455 0.005072 0.15
260682_at hypothetical protein predicted by ge--- AT1G17510 1.65 0.72 6.34 0.000455 0.005072 0.15
252357_at  putative protein predicted proteins, --- AT3G48410 2.13 1.09 6.34 0.000455 0.005072 0.15
249470_at  putative protein predicted proteins, --- AT5G39350 1.85 0.88 6.34 0.000456 0.005072 0.15
253440_at putative protein ;supported by full-leTIFY8 AT4G32570 1.47 0.56 6.34 0.000456 0.005072 0.15
254306_at putative protein  ; supported by cDNATCES1 AT4G22330 -1.51 -0.60 -6.34 0.000456 0.005072 0.15
251206_at  putative protein various predicted p--- AT3G63090 2.16 1.11 6.34 0.000456 0.005072 0.14
263707_at hypothetical protein Similar to gi|157--- AT1G09300 2.16 1.11 6.34 0.000456 0.005072 0.14
256887_at hypothetical protein predicted by ge--- AT3G15150 1.77 0.83 6.34 0.000457 0.005074 0.14
248579_at mitotic checkpoint protein-like --- AT5G49880 2.08 1.06 6.34 0.000457 0.005076 0.14
247449_at  putative protein swelling-induced ch--- AT5G62290 2.42 1.28 6.34 0.000458 0.005081 0.14
254527_at  putative protein KIAA0682 protein, --- AT4G19610 1.49 0.58 6.34 0.000458 0.005081 0.14
246824_at  drought-induced protein - like non-c--- AT5G26990 -1.56 -0.64 -6.34 0.000459 0.005081 0.14
248765_at MutT domain protein-like  ; supporteATNUDT2 AT5G47650 -1.57 -0.65 -6.33 0.000459 0.005081 0.14
261743_s_a protein serine/threonine phosphataBSL2 AT1G08420 / 1.62 0.70 6.33 0.000459 0.005081 0.14



258097_at  transport protein, putative similar to--- AT3G23660 -1.53 -0.61 -6.33 0.00046 0.005093 0.14
254493_at  DAG-like protein DAG precursor, A--- AT4G20020 2.45 1.29 6.33 0.000461 0.005095 0.13
249862_at PGPD14 protein  ;supported by full---- AT5G22920 -2.94 -1.56 -6.33 0.000461 0.005098 0.13
255510_at  polycomb group - like protein similaSWN AT4G02020 1.99 0.99 6.33 0.000462 0.005102 0.13
251713_at putative protein several hypothetica --- AT3G56080 1.94 0.95 6.33 0.000463 0.005103 0.13
265206_at putative protease belongs to eukary--- AT2G36670 1.81 0.86 6.32 0.000463 0.005105 0.13
259899_at hypothetical protein predicted by ge--- AT1G71210 1.98 0.98 6.32 0.000463 0.005105 0.13
248951_at putative protein similar to unknown --- AT5G45550 -1.86 -0.89 -6.32 0.000464 0.005105 0.13
256542_at unknown protein PMI1 AT1G42550 1.92 0.94 6.32 0.000464 0.005105 0.13
251233_at  putative protein hypothetical proteinDRB4 AT3G62800 1.66 0.73 6.32 0.000465 0.005114 0.12
260087_at hypothetical protein predicted by ge--- AT1G73200 -1.99 -0.99 -6.32 0.000465 0.005114 0.12
260678_at hypothetical protein predicted by ge--- AT1G07970 1.49 0.58 6.32 0.000467 0.005127 0.12
257092_at unknown protein DDL AT3G20550 1.93 0.95 6.31 0.000468 0.005137 0.12
259392_at hypothetical protein similar to hypot --- AT1G06380 1.57 0.65 6.31 0.000468 0.005137 0.12
258555_at fatty acid multifunctional protein (At MFP2 AT3G06860 1.76 0.82 6.31 0.000469 0.00514 0.12
267064_at calmodulin (cam2) CAM2 AT2G41110 -2.77 -1.47 -6.31 0.00047 0.005153 0.11
261422_at unknown protein NDF6 AT1G18730 -1.83 -0.88 -6.30 0.000472 0.00517 0.11
255061_at putative protein disulfide isomerase ATAPRL6 AT4G08930 -1.53 -0.61 -6.30 0.000473 0.005176 0.11
255891_at hypothetical protein predicted by geEGY3 AT1G17870 -1.81 -0.86 -6.30 0.000475 0.005189 0.10
267211_at Expressed protein ; supported by fu--- AT2G44065 1.51 0.59 6.30 0.000475 0.005194 0.10
258538_at putative tRNA pseudouridine syntha--- AT3G06950 1.59 0.67 6.30 0.000475 0.005194 0.10
262074_at  glutathione S-transferase, putative ATGSTU15AT1G59670 2.45 1.29 6.29 0.000476 0.005202 0.10
247779_at  putative protein damage-specific D DDB2 AT5G58760 1.84 0.88 6.29 0.000477 0.005205 0.10
266563_at nodulin-like protein --- AT2G23990 -1.62 -0.69 -6.29 0.000478 0.005214 0.09
260954_at  glyoxalase II isozyme, putative sim GLX2-4 AT1G06130 1.81 0.85 6.29 0.00048 0.005227 0.09
265087_at hypothetical protein predicted by ge--- AT1G03760 2.47 1.31 6.29 0.00048 0.005227 0.09
261935_at  phosphoribosylanthranilate transfer--- AT1G22610 -1.55 -0.63 -6.29 0.00048 0.005228 0.09
263222_at putative protein kinase Strong simila--- AT1G30640 -2.17 -1.12 -6.28 0.000481 0.005231 0.09
253659_at hypothetical protein --- AT4G30150 1.66 0.73 6.28 0.000481 0.005231 0.09
258925_at  unknown protein similar to hypothe --- AT3G10420 1.82 0.87 6.28 0.000482 0.005236 0.09
251667_at  putative protein DYSKERIN (NUCLNAP57 AT3G57150 3.23 1.69 6.28 0.000482 0.00524 0.08
250549_at  N-hydroxycinnamoyl benzoyltransfe--- AT5G07860 -2.21 -1.15 -6.28 0.000482 0.00524 0.08
256230_at  FKBP-type peptidyl-prolyl cis-trans --- AT3G12340 1.89 0.92 6.28 0.000483 0.005242 0.08
265101_at unknown protein similar to ESTs gb --- AT1G30880 2.32 1.21 6.28 0.000483 0.005242 0.08
254353_s_a putative protein probable membran--- AT4G22285 / 2.02 1.01 6.28 0.000483 0.005242 0.08



261336_at unknown protein ;supported by full-l--- AT1G44790 -2.17 -1.12 -6.28 0.000484 0.005243 0.08
263448_at putative importin (nuclear transport SAD2 AT2G31660 1.82 0.86 6.28 0.000484 0.005244 0.08
264621_at putative protein kinase contains a p --- AT2G17700 1.75 0.80 6.28 0.000484 0.005246 0.08
251879_at  putative protein hin1 protein, Nicoti --- AT3G54200 -2.72 -1.44 -6.27 0.000487 0.005271 0.07
244936_at NADH dehydrogenase ND1 --- --- -1.63 -0.70 -6.27 0.000488 0.005278 0.07
252374_at response reactor 2 (ATRR2)  ; suppARR5 AT3G48100 -2.41 -1.27 -6.27 0.000488 0.005278 0.07
256723_at unknown protein  ;supported by full---- AT2G34160 1.50 0.59 6.27 0.000489 0.005285 0.07
245926_at  VPS13 - like protein VPS13, Sacch--- AT5G24740 1.68 0.74 6.26 0.00049 0.005288 0.07
262852_at hypothetical protein predicted by ge--- AT1G20910 1.61 0.69 6.26 0.000492 0.005308 0.06
265991_at chloroplast single subunit DNA-dep SCA3 AT2G24120 2.43 1.28 6.26 0.000492 0.005308 0.06
266045_s_ahypothetical protein --- AT2G07727 1.99 0.99 6.26 0.000493 0.005319 0.06
267147_at putative anthocyanidin synthase  ;su--- AT2G38240 -8.39 -3.07 -6.26 0.000494 0.005319 0.06
250330_at putative protein --- AT5G11810 -1.73 -0.79 -6.26 0.000494 0.005319 0.06
265947_at putative WD-40 repeat protein  ; sup--- AT2G19540 2.30 1.20 6.26 0.000494 0.00532 0.06
246308_at chlorophyll synthetase  ; supported G4 AT3G51820 -1.87 -0.90 -6.25 0.000495 0.005324 0.06
266076_at  ATP-dependent RNA helicase iden--- AT2G40700 2.50 1.32 6.25 0.000495 0.005324 0.06
254784_at  growth factor like protein antisenseNUDT7 AT4G12720 -3.30 -1.72 -6.25 0.000498 0.005349 0.05
261591_at  protein kinase, putative similar to p --- AT1G01740 1.96 0.97 6.25 0.000498 0.005349 0.05
249283_at amino acid permease-like protein; p--- AT5G41800 -2.04 -1.03 -6.25 0.000498 0.00535 0.05
262326_at hypothetical protein similar to putati --- AT1G64140 / 1.55 0.63 6.25 0.000498 0.00535 0.05
258845_at unknown protein  ; supported by full--- AT3G03150 -1.75 -0.81 -6.24 0.000502 0.005385 0.04
264920_at hypothetical protein contains similarECHID AT1G60550 -1.77 -0.82 -6.24 0.000503 0.005385 0.04
259794_at unknown protein --- AT1G64330 -1.73 -0.79 -6.24 0.000503 0.005385 0.04
266104_at putative phosphatidate cytidylyltrans--- AT2G45150 1.73 0.79 6.23 0.000506 0.005412 0.03
255028_at  putative protein Arabidopsis thalianPMP AT3G24160 / 2.86 1.51 6.23 0.000508 0.005421 0.03
247173_at poly(A)-binding protein II-like  ; supp--- AT5G65260 1.79 0.84 6.23 0.000508 0.005421 0.03
261016_at  beta-glucosidase, putative similar t BGLU40 AT1G26560 -5.99 -2.58 -6.23 0.000508 0.005421 0.03
247032_at putative protein strong similarity to uSDN3 AT5G67240 1.60 0.68 6.22 0.000509 0.005424 0.03
259278_at hypothetical protein predicted by ge--- AT3G01160 1.76 0.82 6.22 0.000512 0.005455 0.02
257125_at t-complex polypeptide 1 homologueATTCP-1 AT3G20050 1.80 0.85 6.22 0.000512 0.005455 0.02
249960_at squamosa promoter binding proteinSPL7 AT5G18830 1.63 0.70 6.22 0.000513 0.005455 0.02
254382_at hypothetical protein --- AT4G21890 -2.05 -1.04 -6.21 0.000513 0.005457 0.02
251130_at  oligopeptide transporter - like protePTR5 AT5G01180 -1.54 -0.62 -6.21 0.000513 0.005457 0.02
246262_at hypothetical protein --- AT1G31790 2.03 1.02 6.21 0.000514 0.005464 0.01
258380_at PP1/PP2A phosphatases pleiotropic--- AT3G16650 1.69 0.76 6.21 0.000514 0.005464 0.01



246490_at S-adenosylmethionine decarboxylasCPuORF10AT5G15948 / 1.98 0.99 6.21 0.000515 0.005464 0.01
253208_at putative protein --- AT4G34830 1.59 0.67 6.21 0.000515 0.005467 0.01
247207_at putative protein similar to unknown --- AT5G65000 1.48 0.56 6.21 0.000516 0.005468 0.01
257892_at unknown protein similar to ER6 prot--- AT3G17020 1.64 0.71 6.21 0.000516 0.005474 0.01
254734_at  methionyl-tRNA synthetase - like p --- AT4G13780 1.70 0.77 6.21 0.000517 0.005474 0.01
263693_at hypothetical protein predicted by geATPP2-A9 AT1G31200 3.50 1.81 6.21 0.000517 0.005474 0.01
249964_at  MAP kinase -like protein ATMPK9, MPK16 AT5G19010 -1.62 -0.70 -6.21 0.000517 0.005474 0.01
265383_at  putative WD-40 repeat protein, MS MSI2 AT2G16780 2.02 1.02 6.20 0.000519 0.005491 0.00
263599_at putative histidine kinase  ; supporte WOL AT2G01830 -2.19 -1.13 -6.20 0.000521 0.005507 0.00
247312_at putative protein strong similarity to u--- AT5G63970 1.83 0.87 6.20 0.000522 0.005518 0.00
255580_at putative water channel protein TIP1;3 AT4G01470 -1.84 -0.88 -6.19 0.000523 0.005526 0.00
248495_at putative protein strong similarity to u--- AT5G50780 1.77 0.83 6.19 0.000523 0.005526 -0.01
259172_at O-acetylserine (thiol) lyase identicalCS26 AT3G03630 2.68 1.42 6.19 0.000525 0.00554 -0.01
264053_at hypothetical protein predicted by ge--- AT2G22560 -1.93 -0.95 -6.19 0.000526 0.005543 -0.01
247053_at protein kinase ATN1-like protein --- AT5G66710 -1.49 -0.57 -6.19 0.000527 0.005548 -0.01
248680_at pantoate-beta-alanine ligase  ;supp PANC AT5G48840 1.74 0.80 6.18 0.000528 0.005557 -0.01
253443_at  putative protein beta transducin-likeLUG AT4G32551 1.45 0.54 6.18 0.000529 0.005557 -0.02
248058_at putative protein similar to unknown --- AT5G55530 1.68 0.75 6.18 0.000529 0.005557 -0.02
253622_at  cyclic nucleotide and calmodulin-reATCNGC9 AT4G30560 -1.61 -0.69 -6.18 0.00053 0.005559 -0.02
262967_at hypothetical protein predicted by ge--- AT1G75730 -1.70 -0.76 -6.18 0.00053 0.005559 -0.02
260337_at unknown protein WRKY57 AT1G69310 1.78 0.83 6.18 0.00053 0.005559 -0.02
258716_at unknown protein similar to a region --- AT3G09700 2.22 1.15 6.18 0.000531 0.005565 -0.02
267628_at unknown protein similar to GP|2262--- AT2G42280 1.71 0.77 6.18 0.000531 0.005565 -0.02
246384_at  glutaredoxin, putative similar to glu --- AT1G77370 1.53 0.61 6.18 0.000533 0.005577 -0.02
258292_at hypothetical protein predicted by ge--- AT3G23330 1.80 0.85 6.18 0.000533 0.005577 -0.02
265865_at hypothetical protein predicted by ge--- AT2G01740 1.52 0.60 6.18 0.000533 0.005577 -0.02
253980_at  sucrase-like protein sucrose cleava--- AT4G26620 2.25 1.17 6.17 0.000534 0.005581 -0.03
245050_at PSII K protein --- --- -1.46 -0.55 -6.17 0.000534 0.005581 -0.03
260229_at  putative RING zinc finger protein co--- AT1G74370 -1.88 -0.91 -6.17 0.000534 0.005581 -0.03
247625_at  zinc finger protein - like dof6 zinc fi --- AT5G60200 -1.95 -0.97 -6.17 0.000536 0.005596 -0.03
250440_at 40S ribsomal protein S6  ; supporte EMB3010 AT5G10360 2.01 1.01 6.17 0.000537 0.005604 -0.03
263880_at unknown protein  ;supported by full---- AT2G21960 -2.00 -1.00 -6.17 0.000537 0.005608 -0.03
245685_at Expressed protein ; supported by cDE2F1 AT5G22220 -1.50 -0.59 -6.17 0.000538 0.005608 -0.03
255742_at  DNA-binding protein RAV2, putativ TEM1 AT1G25560 -1.57 -0.65 -6.17 0.000538 0.005608 -0.03
259489_at unknown protein --- AT1G15790 2.45 1.29 6.16 0.000538 0.005609 -0.04



252573_at  zinc finger protein zinc finger protei--- AT3G45260 -1.64 -0.72 -6.16 0.000539 0.005609 -0.04
261190_at  ribosomal protein L11, putative simPRPL11 AT1G32990 -1.69 -0.75 -6.16 0.00054 0.005611 -0.04
259756_at unknown protein  ; supported by cD--- AT1G71080 -1.56 -0.65 -6.16 0.00054 0.005611 -0.04
246045_at  putative protein predicted proteins, --- AT5G19430 1.90 0.93 6.16 0.00054 0.005611 -0.04
249070_at cellulose synthase catalytic subunit-CESA4 AT5G44030 -1.83 -0.87 -6.16 0.000542 0.005628 -0.04
248757_at putative protein contains similarity to--- AT5G47680 1.54 0.62 6.16 0.000543 0.005628 -0.04
246134_at protein kinase tousled  ; supported TSL AT5G20930 1.84 0.88 6.16 0.000543 0.005628 -0.04
249026_at Expressed protein ; supported by fuOSB3 AT5G44785 1.88 0.91 6.15 0.000545 0.005639 -0.05
247495_at  putative protein predicted protein, AIPK2BETA AT5G61760 1.81 0.85 6.15 0.000545 0.005642 -0.05
255443_at sulfate transporter protein similar to SULTR3;2 AT4G02700 -1.77 -0.82 -6.15 0.000546 0.005649 -0.05
250402_at  putative protein unnamed ORF cDN--- AT5G10940 1.57 0.65 6.15 0.000546 0.00565 -0.05
247418_at glutaredoxin-like protein  ; supporte --- AT5G63030 1.91 0.93 6.15 0.000547 0.005656 -0.05
246148_at  glycine-rich RNA-binding protein - l --- AT5G19960 1.74 0.80 6.14 0.000548 0.005663 -0.06
258965_at  hypothetical protein similar to hypo --- AT3G10530 2.66 1.41 6.14 0.000549 0.00567 -0.06
254943_at  putative protein predicted proteins, --- AT4G10890 1.62 0.69 6.14 0.00055 0.00567 -0.06
260766_at unknown protein similar to hypothet --- AT1G48960 -1.67 -0.74 -6.14 0.000551 0.005682 -0.06
254398_at  photosystem II oxygen-evolving co PSBQA AT4G21280 -1.70 -0.76 -6.14 0.000552 0.005682 -0.06
266889_at hypothetical protein predicted by ge--- AT2G44640 1.71 0.78 6.13 0.000554 0.005693 -0.07
266932_s_aputative RNA helicase --- AT1G63250 / 2.20 1.14 6.13 0.000555 0.005698 -0.07
263978_at unknown protein ;supported by full-lMBF1A AT2G42680 1.56 0.64 6.13 0.000555 0.005701 -0.07
251859_at  putative protein proteophosphoglyc--- AT3G54680 1.68 0.75 6.13 0.000556 0.005712 -0.07
250672_at DnaJ homologue (gb|AAB91418.1|)ATJ6 AT5G06910 1.48 0.57 6.13 0.000558 0.005719 -0.07
260425_at  hypothetical protein similar to CCAAEDA25 AT1G72440 3.22 1.69 6.13 0.000559 0.005719 -0.08
253958_at  putative protein RING zinc finger pr--- AT4G26400 -1.69 -0.76 -6.13 0.000559 0.005719 -0.08
256483_at hypothetical protein --- AT1G31410 -1.84 -0.88 -6.13 0.000559 0.005719 -0.08
246830_at  chaperonin gamma chain - like pro --- AT5G26360 2.49 1.32 6.12 0.000559 0.005722 -0.08
265150_at unknown protein  ; supported by cD--- AT1G51200 1.84 0.88 6.12 0.00056 0.005722 -0.08
248766_at putative protein strong similarity to u--- AT5G47580 2.79 1.48 6.12 0.00056 0.005722 -0.08
263472_at molybdopterin synthase (CNX2)  ;suCNX2 AT2G31955 1.85 0.89 6.12 0.00056 0.005723 -0.08
245405_at hypothetical protein --- AT4G17150 -1.49 -0.57 -6.12 0.000561 0.00573 -0.08
261398_at hypothetical protein contains similarNHX6 AT1G79610 1.64 0.72 6.12 0.000561 0.00573 -0.08
250757_at tetrahydrofolylpolyglutamate synthaATDFB AT5G05980 1.64 0.71 6.11 0.000564 0.005753 -0.09
249817_at putative protein similar to unknown --- AT5G23820 -13.09 -3.71 -6.11 0.000566 0.005763 -0.09
247718_at  nonspecific lipid-transfer protein preLTP4 AT5G59310 -1.94 -0.96 -6.11 0.000567 0.005768 -0.09
249128_at 1-aminocyclopropane-1-carboxylate--- AT5G43440 1.60 0.68 6.11 0.000569 0.005786 -0.10



245702_at calcium lipid binding protein - like GSYTC AT5G04220 2.04 1.03 6.10 0.00057 0.005789 -0.10
262044_s_ahypothetical protein predicted by ge--- AT1G80210 / 1.63 0.70 6.10 0.00057 0.005791 -0.10
249753_at putative protein similar to unknown --- AT5G24610 -1.48 -0.56 -6.10 0.000571 0.005791 -0.10
254190_at Expressed protein ; supported by fu--- AT4G23885 2.19 1.13 6.10 0.000571 0.005791 -0.10
260622_at hypothetical protein predicted by geNF-YC10 AT1G07980 1.56 0.64 6.10 0.000571 0.005791 -0.10
257291_at  DNA-binding protein, putative simil --- AT3G15590 3.00 1.58 6.10 0.000571 0.005792 -0.10
267268_at hypothetical protein predicted by ge--- AT2G02570 1.64 0.72 6.10 0.000574 0.005821 -0.11
258811_at unknown protein similar to putative --- AT3G03990 -2.16 -1.11 -6.09 0.000575 0.005825 -0.11
258445_at putative lipoxygenase similar to lipoLOX5 AT3G22400 -2.33 -1.22 -6.09 0.000577 0.005841 -0.11
264072_at hypothetical protein --- --- 1.55 0.63 6.09 0.000578 0.005842 -0.11
251029_at  putative protein gene product of su --- AT5G02050 2.75 1.46 6.09 0.000579 0.005849 -0.11
266939_at plasma membrane proton ATPase  AHA1 AT2G18960 1.48 0.56 6.09 0.000579 0.005849 -0.12
267084_at unknown protein  ; supported by cD--- AT2G41180 6.37 2.67 6.09 0.00058 0.005849 -0.12
259610_at  bZIP protein, putative similar to GI: --- AT1G52320 1.52 0.61 6.09 0.00058 0.005851 -0.12
265662_at putative C2H2-type zinc finger proteFZF AT2G24500 1.91 0.93 6.08 0.00058 0.005853 -0.12
261826_at  pectin methylesterase, putative simPMEPCRA AT1G11580 -2.94 -1.55 -6.08 0.000581 0.005853 -0.12
261844_at hypothetical protein predicted by ge--- AT1G15940 2.30 1.20 6.08 0.000582 0.005859 -0.12
263843_at translin-like protein  ; supported by c--- AT2G37020 1.59 0.67 6.08 0.000583 0.005862 -0.12
261483_at hypothetical protein predicted by ge--- AT1G14270 -1.72 -0.78 -6.08 0.000583 0.005865 -0.12
256770_at  hypothetical protein predicted by ge--- AT3G13700 / -1.89 -0.92 -6.07 0.000588 0.0059 -0.13
259273_s_a serine/threonine specific protein kin--- AT3G01300 / 1.61 0.69 6.07 0.000589 0.005908 -0.13
256205_at hypothetical protein --- AT1G50890 -1.59 -0.67 -6.06 0.000594 0.005945 -0.14
248063_at RNA-binding protein-like  ; supporte--- AT5G55550 -1.57 -0.65 -6.06 0.000594 0.005947 -0.14
246400_at hypothetical protein contains similar--- AT1G57540 1.52 0.61 6.06 0.000595 0.005954 -0.15
249345_at putative protein  ; supported by cDN--- AT5G40740 -1.68 -0.75 -6.06 0.000595 0.005954 -0.15
265340_at putative AAA-type ATPase similar to--- AT2G18330 2.45 1.29 6.05 0.000598 0.00597 -0.15
246286_at unknown protein --- AT1G31910 1.55 0.63 6.05 0.000599 0.005978 -0.15
259163_at  putative protein kinase similar to AT--- AT3G01490 -1.86 -0.89 -6.05 0.0006 0.005989 -0.15
254389_s_aputative protein various predicted pr--- AT4G21903 / -3.29 -1.72 -6.05 0.000601 0.005991 -0.16
245723_at hypothetical protein predicted by ge--- AT1G73400 1.86 0.90 6.05 0.000602 0.005997 -0.16
262341_at  E2, ubiquitin-conjugating enzyme, UBC28 AT1G64230 1.76 0.81 6.05 0.000603 0.005997 -0.16
247886_at branched-chain amino acid aminotr --- AT5G57850 1.98 0.99 6.05 0.000603 0.005997 -0.16
259080_at putative mitogen activated protein kWNK1 AT3G04910 -1.77 -0.83 -6.04 0.000604 0.006006 -0.16
251935_at  fructokinase - like protein fructokina--- AT3G54090 2.03 1.02 6.04 0.000605 0.006013 -0.16
253421_at  putative protein predicted proteins, --- AT4G32340 1.88 0.91 6.04 0.000606 0.006015 -0.16



261337_at unknown protein ; supported by cDN--- AT1G44810 2.41 1.27 6.04 0.000606 0.006015 -0.17
259948_at  unknown protein similar to LIGATIN--- AT1G71350 2.08 1.06 6.04 0.000608 0.006024 -0.17
250222_at putative protein similar to unknown --- AT5G14050 2.22 1.15 6.04 0.000608 0.006025 -0.17
252512_at  receptor protein kinase -like recept --- AT3G46290 -1.60 -0.68 -6.03 0.000609 0.006035 -0.17
263920_at unknown protein  ;supported by full---- AT2G36410 -1.83 -0.87 -6.03 0.000613 0.006065 -0.18
253919_at putative protein  ; supported by full- --- AT4G27350 -2.67 -1.42 -6.02 0.000617 0.0061 -0.18
251936_at  putative protein crp1 protein, Zea mMEE40 AT3G53700 1.82 0.86 6.02 0.000617 0.006102 -0.19
245557_at phosphatase like protein PUX5 AT4G15410 -1.45 -0.54 -6.02 0.000618 0.006103 -0.19
258461_at hypothetical protein predicted by ge--- AT3G17340 -1.52 -0.60 -6.02 0.000618 0.006103 -0.19
245180_at putative protein similarity to proteins--- AT5G12410 2.07 1.05 6.02 0.000619 0.006103 -0.19
256424_at unknown protein ;supported by full-l--- AT1G33490 1.61 0.68 6.02 0.000619 0.006103 -0.19
245668_at  dormancy-associated protein, puta DYL1 AT1G28330 1.90 0.92 6.01 0.000621 0.006127 -0.19
250602_s_aunknown protein --- AT5G07940 / 1.60 0.68 6.01 0.000623 0.006137 -0.20
259138_s_aputative DNA gyrase subunit B simi --- AT3G10270 / 1.66 0.73 6.01 0.000624 0.006142 -0.20
251265_at  ATP-dependent RNA helicase-like --- AT3G62310 1.88 0.91 6.01 0.000625 0.006148 -0.20
251663_at  putative protein hypothetical protein--- AT3G57070 -1.62 -0.69 -6.01 0.000626 0.006152 -0.20
246090_at  putative protein BEM46 bem1/bud5WAV2 AT5G20520 2.47 1.31 6.01 0.000626 0.006152 -0.20
253715_at  RIBOSOMAL PROTEIN S30 homo--- AT4G29390 1.69 0.76 6.00 0.000627 0.006161 -0.20
252886_at cellulose synthase catalytic subunit CESA2 AT4G39350 -1.72 -0.78 -6.00 0.000631 0.006191 -0.21
264818_at hypothetical protein similar to hypot NAF1 AT1G03530 2.85 1.51 5.99 0.000633 0.00621 -0.21
256225_at unknown protein ; supported by full---- AT1G56220 1.98 0.99 5.99 0.000635 0.006222 -0.22
259665_at unknown protein ; supported by cDN--- AT1G55160 -1.87 -0.91 -5.99 0.000636 0.00623 -0.22
262525_at putative cytochrome P450 41% idenCYP72C1 AT1G17060 -2.30 -1.20 -5.99 0.000636 0.00623 -0.22
266253_at unknown protein contains non-consHDT4 AT2G27840 2.58 1.37 5.99 0.000637 0.006235 -0.22
253445_at  putative protein pAFD103 mRNA, M--- AT4G32605 / 1.71 0.77 5.99 0.000638 0.006248 -0.22
262932_at  glutathione-s-transferase, putative --- AT1G65820 1.92 0.94 5.98 0.00064 0.006255 -0.22
246322_at  S-locus protein, putative similar to S--- AT1G16680 1.55 0.64 5.98 0.00064 0.006255 -0.22
249585_at  5-oxoprolinase -like protein 5-oxop OXP1 AT5G37830 1.58 0.66 5.98 0.00064 0.006255 -0.22
258001_at AIG2-like protein similar to AIG2 pro--- AT3G28950 1.57 0.65 5.98 0.00064 0.006255 -0.22
253857_at  putative protein hypothetical chloro --- AT4G27990 1.64 0.71 5.98 0.000641 0.006259 -0.23
265939_at putative Ta11-like non-LTR retroele --- AT2G19650 2.08 1.05 5.98 0.000642 0.00626 -0.23
252032_at  putative protein RNA-binding prote --- AT3G52150 -1.50 -0.59 -5.98 0.000644 0.00628 -0.23
264322_at unknown protein Contains similarity --- AT1G04190 1.72 0.78 5.97 0.000646 0.006296 -0.23
259825_at  RNA and export factor binding prot --- AT1G66260 -1.83 -0.87 -5.97 0.000646 0.006297 -0.23
264356_at putative DNA repair protein Strong sUVH6 AT1G03190 1.59 0.67 5.97 0.000648 0.006305 -0.24



257685_at unknown protein --- AT3G12770 1.76 0.82 5.97 0.000648 0.006305 -0.24
252143_at  putative protein centromere protein--- AT3G51150 -1.58 -0.66 -5.97 0.000648 0.006307 -0.24
264790_at putative histidine kinase histidine kinATHK1 AT2G17820 1.80 0.85 5.97 0.000649 0.006314 -0.24
257771_at SNF1 related protein kinase (ATSR CIPK7 AT3G23000 4.43 2.15 5.97 0.00065 0.006316 -0.24
262385_at  root hair defective, putative similar --- AT1G72960 -1.47 -0.55 -5.97 0.00065 0.006316 -0.24
251243_at  putative protein hypothetical protein--- AT3G61870 -1.96 -0.97 -5.97 0.00065 0.006316 -0.24
259361_at  glyceraldehyde-3-phosphate dehydGAPC2 AT1G13440 1.69 0.76 5.97 0.000651 0.006316 -0.24
253808_at  predicted proline-rich protein hydro --- AT4G28300 -1.83 -0.87 -5.97 0.000651 0.006316 -0.24
265776_at hypothetical protein predicted by ge--- AT2G07340 1.52 0.60 5.97 0.000651 0.006316 -0.24
248905_at putative protein contains similarity to--- AT5G46250 1.59 0.67 5.96 0.000653 0.006329 -0.25
245886_at  ribosomal protein S15-like ribosom --- AT5G09510 1.48 0.57 5.96 0.000653 0.006329 -0.25
257044_at hypothetical protein predicted by geARC5 AT3G19720 -1.80 -0.85 -5.96 0.000654 0.006337 -0.25
250409_at  putative protein 110K5.11, unknow --- AT5G10860 1.60 0.68 5.96 0.000656 0.006347 -0.25
249636_at  beta-glucosidase -like protein prunaBGLU42 AT5G36890 -1.63 -0.70 -5.96 0.000656 0.006347 -0.25
258396_at unknown protein similar to unknown--- AT3G15460 2.53 1.34 5.96 0.000656 0.006347 -0.25
267388_at putative beta-glucosidase BGLU15 AT2G44450 -2.55 -1.35 -5.95 0.000659 0.00636 -0.26
256982_at unknown protein ECT2 AT3G13460 1.60 0.68 5.95 0.00066 0.006374 -0.26
254329_at  putative protein oxysterol-binding pORP2A AT4G22540 -1.67 -0.74 -5.95 0.000661 0.006374 -0.26
254750_at putative protein --- AT4G13150 1.83 0.87 5.95 0.000661 0.006374 -0.26
262259_s_ahypothetical protein predicted by ge--- AT1G53870 / 2.13 1.09 5.95 0.000661 0.006374 -0.26
264076_at unknown protein --- AT2G28540 1.46 0.55 5.95 0.000662 0.006374 -0.26
257970_at putative sucrose cleavage protein s --- AT3G27570 1.67 0.74 5.95 0.000662 0.006374 -0.26
258647_at unknown protein  ; supported by cD--- AT3G07870 1.66 0.73 5.95 0.000662 0.006374 -0.26
267208_at putative shaggy-like protein kinase ASKdZeta AT2G30980 -1.46 -0.55 -5.95 0.000663 0.006374 -0.26
265718_at putative WRKY DNA-binding proteinWRKY3 AT2G03340 1.67 0.74 5.95 0.000664 0.006382 -0.26
263480_at putative root iron transporter proteinZIP7 AT2G04032 -1.72 -0.78 -5.95 0.000664 0.006382 -0.26
264377_at similar to early nodulins --- AT2G25060 -1.51 -0.59 -5.94 0.000667 0.0064 -0.27
251943_at  splicing factor - like protein splicingRSZ32 AT3G53500 1.47 0.55 5.94 0.000668 0.006413 -0.27
248748_at putative protein contains similarity toAMK2 AT5G47840 -1.62 -0.70 -5.94 0.000669 0.006418 -0.27
247593_at  ABC transporter homolog PnATH - GCN1 AT5G60790 1.66 0.73 5.94 0.00067 0.006423 -0.27
260498_at putative AP2 domain transcription fa--- AT2G41710 1.81 0.85 5.94 0.00067 0.006424 -0.27
245865_at hypothetical protein contains similar--- AT1G58025 1.57 0.65 5.93 0.000672 0.00643 -0.28
262824_at  putative DNA binding protein similaRBP45B AT1G11650 1.46 0.55 5.93 0.000672 0.006432 -0.28
248287_at putative protein similar to unknown --- AT5G52970 -1.99 -0.99 -5.93 0.000674 0.006449 -0.28
254301_at  predicted protein predicted protein, --- AT4G22790 2.06 1.05 5.93 0.000675 0.006455 -0.28



249204_at unknown protein  ;supported by full---- AT5G42570 -1.57 -0.65 -5.93 0.000676 0.006458 -0.28
264597_at unknown protein --- AT1G04620 1.89 0.92 5.92 0.000678 0.006479 -0.29
266089_at hypothetical protein predicted by ge--- AT2G38010 -2.58 -1.37 -5.92 0.000679 0.006479 -0.29
264054_at unknown protein SVP AT2G22540 1.72 0.78 5.92 0.000679 0.006479 -0.29
264258_at hypothetical protein predicted by ge--- AT1G09220 1.66 0.73 5.92 0.000681 0.006492 -0.29
246838_at  flap endonuclease - like protein Os --- AT5G26680 1.62 0.70 5.92 0.000682 0.006499 -0.29
246432_at  RGA-like protein putative member RGL3 AT5G17490 -2.31 -1.21 -5.92 0.000683 0.006505 -0.29
254457_at  putative protein various predicted p--- AT4G21170 1.86 0.90 5.91 0.000685 0.006515 -0.30
253629_at  glycine-rich protein glycine-rich cell--- AT4G30450 -1.78 -0.83 -5.91 0.000685 0.006515 -0.30
251094_at putative protein  ;supported by full-le--- AT5G01350 1.68 0.75 5.91 0.000685 0.006515 -0.30
264254_at unknown protein --- AT1G09150 1.46 0.55 5.91 0.000687 0.006533 -0.30
259434_at unknown protein --- AT1G01490 1.55 0.63 5.91 0.000689 0.006542 -0.30
261011_at cytochrome b5 similar to cytochromCB5-A AT1G26340 1.70 0.77 5.90 0.000691 0.006561 -0.31
253698_at  nucleotide pyrophosphatase - like p--- AT4G29680 1.57 0.65 5.90 0.000692 0.006562 -0.31
266874_at unknown protein --- AT2G44760 1.47 0.56 5.90 0.000692 0.006563 -0.31
265940_at putative nucleosome assembly prot NAP1;2 AT2G19480 1.59 0.67 5.90 0.000694 0.006575 -0.31
266348_at putative MAP kinase ATMPK17 AT2G01450 -1.83 -0.87 -5.90 0.000694 0.006575 -0.31
264152_at  Mago Nashi-like protein similar to MMAGO AT1G02140 1.62 0.70 5.90 0.000695 0.006583 -0.31
255017_at hypothetical protein  ;supported by fCNX7 AT4G10100 1.61 0.69 5.90 0.000697 0.00659 -0.32
246311_at high mobility group protein 2-like  ; sHMGB1 AT3G51880 1.68 0.75 5.90 0.000697 0.00659 -0.32
251605_at receptor-like protein kinase several --- AT3G57830 -1.74 -0.80 -5.90 0.000697 0.00659 -0.32
260268_at unknown protein  ;supported by full---- AT1G68490 1.55 0.63 5.89 0.000698 0.006601 -0.32
255947_at hypothetical protein contains Pfam p--- AT1G22040 1.59 0.67 5.89 0.000699 0.006603 -0.32
254144_at putative protein --- AT4G24690 1.62 0.69 5.89 0.0007 0.006612 -0.32
265896_at unknown protein emb2410 AT2G25660 1.62 0.70 5.89 0.000701 0.00662 -0.32
248709_at unknown protein  ;supported by full---- AT5G48470 2.28 1.19 5.89 0.000702 0.00662 -0.32
257209_at hypothetical protein --- AT3G14920 1.46 0.55 5.89 0.000702 0.006622 -0.33
246602_at  copper amine oxidase, putative sim--- AT1G31710 -2.49 -1.32 -5.89 0.000703 0.006622 -0.33
253184_at  putative protein protein kinase APKBSK1 AT4G35230 1.64 0.71 5.89 0.000703 0.006622 -0.33
250678_at selenium-binding protein-like --- AT5G06540 1.50 0.58 5.89 0.000703 0.006622 -0.33
261168_at unknown protein --- AT1G04940 / 2.35 1.23 5.88 0.000704 0.006624 -0.33
256324_at  MATE efflux family protein, putative--- AT1G66760 -6.98 -2.80 -5.88 0.000704 0.006624 -0.33
251646_at putative protein --- AT3G57780 -5.35 -2.42 -5.88 0.000704 0.006624 -0.33
248700_at ligand-gated ion channel protein-likeATGLR1.2 AT5G48400 1.74 0.80 5.88 0.000706 0.006639 -0.33
265431_at (1-4)-beta-mannan endohydrolase --- AT2G20680 -1.57 -0.65 -5.88 0.000708 0.006654 -0.33



262791_at unknown protein EST gb|F13926 co--- AT1G10830 -1.75 -0.80 -5.88 0.00071 0.006666 -0.34
257062_at  zinc finger protein, putative containEMB2454 AT3G18290 -2.85 -1.51 -5.88 0.000711 0.006669 -0.34
245178_at putative protein similarity to cDNA cFIS1B AT5G12390 1.52 0.60 5.88 0.000711 0.006669 -0.34
256336_at unknown protein --- AT1G72030 1.86 0.89 5.87 0.000713 0.006681 -0.34
247210_at annexin  ;supported by full-length cDANNAT2 AT5G65020 -2.64 -1.40 -5.87 0.000715 0.006702 -0.35
256284_at unknown protein PSF2 AT3G12530 2.06 1.04 5.87 0.000717 0.006712 -0.35
263674_at hypothetical protein predicted by ge--- AT2G04790 1.66 0.73 5.86 0.000721 0.006746 -0.35
246191_at  T-complex protein 1, beta subunit T--- AT5G20890 1.77 0.83 5.86 0.000721 0.006746 -0.35
246230_at SCARECROW-like protein --- AT4G36710 1.56 0.64 5.86 0.000722 0.006753 -0.36
262629_at  heat shock protein, putative containACD32.1 AT1G06460 1.52 0.61 5.86 0.000723 0.006759 -0.36
252941_at  phenylalanyl-trna synthetase - like --- AT4G39280 1.50 0.59 5.86 0.000724 0.006767 -0.36
262818_at hypothetical protein predicted by ge--- AT1G11755 / 1.59 0.67 5.86 0.000725 0.006767 -0.36
262964_at hypothetical protein predicted by ge--- AT1G54380 2.03 1.02 5.86 0.000725 0.006767 -0.36
266279_at putative tropinone reductase --- AT2G29290 -1.85 -0.88 -5.85 0.000729 0.006799 -0.37
258067_at  putative mitotic checkpoint protein --- AT3G25980 -1.57 -0.65 -5.85 0.000729 0.006799 -0.37
266839_at unknown protein ELF3 AT2G25930 1.52 0.60 5.84 0.000735 0.006853 -0.38
257288_at  anthocyanin 5-aromatic acyltransfe--- AT3G29670 -1.56 -0.64 -5.84 0.000737 0.006863 -0.38
253537_at putative protein  ; supported by full- HCF153 AT4G31560 1.66 0.73 5.84 0.000739 0.006879 -0.38
265729_at putative glucan synthase ATGSL03 AT2G31960 1.83 0.87 5.84 0.000739 0.006879 -0.38
253035_at  glycosyltransferase like protein alphCGL1 AT4G38240 1.52 0.61 5.84 0.000739 0.006879 -0.38
254286_at  putative MADS Box / AGL protein MAGL19 AT4G22950 2.27 1.18 5.83 0.000741 0.006886 -0.38
252667_at  protein kinase-like protein MSTK2SNEK6 AT3G44200 -1.86 -0.90 -5.83 0.000741 0.006886 -0.38
263799_at unknown protein  ; supported by cD--- AT2G24550 -2.04 -1.03 -5.83 0.000741 0.006888 -0.38
251257_at  ADP-ribosylation factor-like protein ATARFA1EAT3G62290 1.93 0.95 5.83 0.000742 0.006891 -0.39
262058_at Expressed protein ; supported by fu--- AT1G79990 -1.44 -0.53 -5.83 0.000743 0.006893 -0.39
246476_at putative protein predicted proteins - --- AT5G16730 -1.96 -0.97 -5.83 0.000744 0.006907 -0.39
258054_at  delta tonoplast integral protein (del DELTA-TIPAT3G16240 -19.48 -4.28 -5.83 0.000746 0.006919 -0.39
265907_at unknown protein  ;supported by full---- AT2G25650 1.71 0.78 5.83 0.000746 0.006919 -0.39
245290_at hypothetical protein ; supported by c--- AT4G16490 -1.94 -0.96 -5.82 0.000747 0.006922 -0.39
247996_at putative protein contains similarity to--- AT5G56170 -2.26 -1.18 -5.82 0.000748 0.006927 -0.39
251066_at  putative protein RING-H2 finger pro--- AT5G01880 2.16 1.11 5.82 0.00075 0.006939 -0.40
261649_at putative clathrin-coat assembly prot --- AT1G27700 -1.57 -0.65 -5.82 0.000751 0.006945 -0.40
249778_at Expressed protein ; supported by fu--- AT5G24165 1.54 0.63 5.82 0.000751 0.006945 -0.40
260996_at NBS/LRR disease resistance protei RFL1 AT1G12210 1.86 0.90 5.81 0.000755 0.006977 -0.40
258689_at putative GTPase activating protein c--- AT3G07940 -1.51 -0.59 -5.81 0.000755 0.006981 -0.41



260412_at putative alpha-amylase similar to al AMY3 AT1G69830 -1.46 -0.54 -5.81 0.000756 0.006981 -0.41
257875_at hypothetical protein --- AT3G17120 -1.62 -0.70 -5.81 0.000756 0.006985 -0.41
265831_at unknown protein --- AT2G14460 2.83 1.50 5.81 0.000758 0.006997 -0.41
245742_at  aldehyde dehydrogenase, putative ALDH3H1 AT1G44170 2.08 1.06 5.81 0.000759 0.007 -0.41
254664_at  initiation factor-2Bepsilon-like prote--- AT4G18300 1.67 0.74 5.81 0.00076 0.007011 -0.41
252426_at  putative protein proline transport he--- AT3G47630 1.71 0.78 5.81 0.000762 0.007018 -0.41
251800_at putative protein various predicted prRBL AT3G55510 2.57 1.36 5.80 0.000763 0.007024 -0.42
254650_at hypothetical protein --- --- -1.49 -0.58 -5.80 0.000764 0.007034 -0.42
259534_at hypothetical protein --- AT1G12290 1.73 0.79 5.80 0.000765 0.007038 -0.42
245868_at hypothetical protein CAT2 AT1G58030 1.74 0.80 5.80 0.000766 0.007046 -0.42
255455_at mitochondrial elongation factor Tu --- AT4G02930 2.59 1.37 5.80 0.000768 0.007058 -0.42
251240_at putative protein --- AT3G62450 1.52 0.60 5.79 0.000774 0.007108 -0.43
260886_at hypothetical protein contains similar--- AT1G29200 -1.48 -0.56 -5.79 0.000774 0.007108 -0.43
253174_at catalase  ; supported by cDNA: gi_1CAT2 AT4G35090 -1.73 -0.79 -5.79 0.000775 0.007108 -0.43
246948_at  cytochrome P450-like protein CYTOCYP71B12 AT5G25130 -1.48 -0.56 -5.79 0.000776 0.00712 -0.43
255977_at  ribosomal protein S18, putative sim--- AT1G34030 1.87 0.90 5.79 0.000777 0.007122 -0.44
258804_at hypothetical protein similar to hypot --- AT3G04760 1.89 0.92 5.78 0.000779 0.007135 -0.44
263226_at  unknown protein Contains the PF|0--- AT1G30690 -1.46 -0.54 -5.78 0.000779 0.007135 -0.44
245512_at hypothetical protein --- AT4G15770 2.09 1.06 5.78 0.000781 0.007145 -0.44
261428_at  isochorismate synthase, putative siICS2 AT1G18870 -2.13 -1.09 -5.78 0.000781 0.007145 -0.44
252559_at  RNA binding protein -like COLD-IN--- AT3G46020 1.47 0.55 5.78 0.000781 0.007145 -0.44
266635_at unknown protein  ;supported by full---- AT2G35470 -1.79 -0.84 -5.78 0.000782 0.007147 -0.44
250604_at  putative protein heparanase precurPIP1B AT2G45960 / 2.04 1.03 5.78 0.000782 0.007147 -0.44
257174_at  uracil phosphoribosyltransferase, p--- AT3G27190 1.83 0.87 5.78 0.000783 0.00715 -0.44
253090_at beta-galactosidase like protein ; supBGAL3 AT4G36360 -7.11 -2.83 -5.78 0.000784 0.007155 -0.45
250811_at cysteine proteinase inhibitor-like pro--- AT5G05110 2.36 1.24 5.77 0.000785 0.007163 -0.45
258783_at unknown protein --- AT3G11760 -1.65 -0.73 -5.77 0.000785 0.007163 -0.45
256908_at hypothetical protein similar to mucin--- AT3G24040 -1.64 -0.72 -5.77 0.000786 0.007167 -0.45
253992_at putative protein  ;supported by full-le--- AT4G26060 1.63 0.70 5.77 0.000787 0.007167 -0.45
254649_at  pherophorin - like protein pheropho--- AT4G18570 -1.66 -0.73 -5.77 0.000787 0.007167 -0.45
261418_at  mitochondrial ribosomal protein, pu--- AT1G07830 2.01 1.01 5.77 0.000787 0.007168 -0.45
265984_at putative limonene cyclase TPS10 AT2G24210 -1.54 -0.62 -5.77 0.000788 0.007168 -0.45
261301_at hypothetical protein predicted by ge--- AT1G48570 2.99 1.58 5.77 0.000788 0.007168 -0.45
252066_at  receptor-protein kinase-like protein FER AT3G51550 -2.02 -1.01 -5.77 0.000789 0.007177 -0.45
266983_at putative phospholipase  ; supported--- AT2G39400 2.05 1.04 5.77 0.00079 0.007183 -0.45



264894_at unknown protein Location of EST g --- AT1G23040 1.73 0.79 5.77 0.000791 0.007183 -0.45
262825_at putative chloroplast prephenate dehADT1 AT1G11790 -2.27 -1.18 -5.76 0.000792 0.007195 -0.46
258276_at putative signal peptidase 21kDa sub--- AT3G15710 -1.74 -0.80 -5.76 0.000793 0.007195 -0.46
254228_at putative protein  ; supported by full- --- AT4G23620 1.57 0.65 5.76 0.000793 0.007195 -0.46
251551_at  transcriptional coactivator - like proMBF1B AT3G58680 1.43 0.51 5.76 0.000794 0.007197 -0.46
249672_at nucleolar protein-like --- AT5G35910 1.78 0.83 5.76 0.000795 0.007197 -0.46
247284_at Isp4-like protein  ; supported by full-OPT4 AT5G64410 -2.84 -1.51 -5.76 0.000796 0.007201 -0.46
245291_at Expressed protein ; supported by cD--- AT4G16155 -1.58 -0.66 -5.76 0.000796 0.007203 -0.46
261900_at unknown protein ;supported by full-l--- AT1G80940 1.58 0.66 5.76 0.000796 0.007203 -0.46
260830_at  histone H1, putative similar to histo--- AT1G06760 2.25 1.17 5.76 0.000797 0.007203 -0.46
261435_at  GTP-binding protein, putative simila--- AT1G07615 / 2.19 1.13 5.76 0.000799 0.007218 -0.47
267371_at Expressed protein ; supported by cD--- AT2G44510 2.08 1.06 5.76 0.0008 0.007229 -0.47
258333_at myosin heavy chain-like protein simMFP1 AT3G16000 -1.60 -0.67 -5.75 0.000801 0.007237 -0.47
267314_at putative myosin heavy chain --- AT2G34730 1.87 0.90 5.75 0.000803 0.007247 -0.47
257017_at  beta-xylosidase, putative similar to --- AT3G19620 -1.55 -0.63 -5.75 0.000807 0.007276 -0.48
259732_at putative replication factor C similar t--- AT1G77470 1.64 0.71 5.75 0.000808 0.007276 -0.48
263712_at Expressed protein ; supported by fuNFD6 AT2G20585 1.98 0.98 5.74 0.000809 0.007282 -0.48
246747_at  ribosomal protein S21 - like ribosom--- AT5G27700 1.96 0.97 5.74 0.00081 0.007282 -0.48
261534_at unknown protein ;supported by full-lPEX11C AT1G01820 1.48 0.56 5.74 0.000811 0.007282 -0.48
246892_at  putative protein predicted protein, O--- AT5G25500 1.62 0.70 5.74 0.000811 0.007282 -0.48
249210_at unknown protein --- AT5G42670 1.49 0.58 5.74 0.000811 0.007282 -0.48
259077_s_areversibly glycosylated polypeptide-RGP1 AT3G02230 / -2.44 -1.29 -5.74 0.000814 0.007299 -0.49
264052_at putative cytochrome P450 CYP79B3 AT2G22330 -2.50 -1.32 -5.74 0.000815 0.007306 -0.49
258501_at hypothetical protein predicted by ge--- AT3G06780 -1.99 -1.00 -5.74 0.000815 0.007307 -0.49
261038_at unknown protein ; supported by full---- AT1G17490 1.74 0.80 5.74 0.000816 0.007308 -0.49
249015_at Dreg-2 like protein --- AT5G44730 1.60 0.68 5.74 0.000816 0.007311 -0.49
262299_at  unknown protein Similar to gb|U042--- AT1G27520 1.56 0.64 5.73 0.000817 0.007312 -0.49
260316_at hypothetical protein similar to hypot --- AT1G63810 1.79 0.84 5.73 0.000818 0.007315 -0.49
250897_at putative protein  ; supported by cDN--- AT5G03430 1.57 0.65 5.73 0.000818 0.007315 -0.49
253826_s_a E2, ubiquitin-conjugating enzyme 9UBC9 AT4G27960 / 1.45 0.53 5.73 0.000819 0.007319 -0.49
253789_at  putative protein predicted proteins, --- AT4G28570 1.76 0.82 5.73 0.00082 0.007323 -0.49
246559_at  putative protein YTM1 - Homo sapi --- AT5G15550 2.11 1.08 5.73 0.00082 0.007323 -0.49
255957_at unknown protein ;supported by full-l--- AT1G22160 3.33 1.74 5.73 0.000821 0.007325 -0.50
255231_at  F-box protein family, AtFBL20 cont --- AT4G05460 1.51 0.59 5.73 0.000823 0.007342 -0.50
253920_at  histone H2A- like protein histone H HTA2 AT4G27230 2.00 1.00 5.72 0.000826 0.007364 -0.50



266534_at putative splicing factor  ;supported b--- AT2G16940 1.49 0.57 5.72 0.000827 0.007366 -0.50
263708_at unknown protein --- AT1G09320 1.56 0.64 5.72 0.000827 0.007368 -0.50
260398_at  putative RNA-binding domain contaAPUM23 AT1G72320 2.02 1.01 5.72 0.000829 0.007377 -0.51
261944_at unknown protein --- AT1G64650 -1.84 -0.88 -5.72 0.00083 0.007381 -0.51
256400_at  putative RING zinc finger protein co--- AT3G06140 -1.83 -0.87 -5.72 0.00083 0.007381 -0.51
254010_at putative protein  ;supported by full-le--- AT1G72125 / 1.53 0.61 5.71 0.000833 0.007405 -0.51
256786_at unknown protein  ;supported by full---- AT3G13740 -1.79 -0.84 -5.71 0.000834 0.007405 -0.51
259597_at  ATP-dependent RNA helicase, puta--- AT1G27900 1.67 0.74 5.71 0.000834 0.007405 -0.51
267278_at unknown protein  ; supported by full--- AT2G19350 1.41 0.49 5.71 0.000834 0.007405 -0.51
263098_at Expressed protein ; supported by fu--- AT2G16005 -1.49 -0.58 -5.71 0.000835 0.007405 -0.51
262419_at hypothetical protein identical to hyp --- AT1G50380 1.86 0.90 5.71 0.000835 0.007407 -0.51
251968_at  putative protein proline-rich protein --- AT3G53100 -1.86 -0.90 -5.71 0.000836 0.007407 -0.52
265868_at unknown protein  ;supported by full-PUX2 AT2G01650 1.86 0.90 5.71 0.000836 0.007407 -0.52
262565_at hypothetical protein predicted by ge--- AT1G34320 1.59 0.67 5.71 0.000837 0.007407 -0.52
249066_at WD-repeat protein-like --- AT5G43920 1.45 0.53 5.71 0.000837 0.007407 -0.52
256160_at  pyruvate dehydrogenase E1 beta sPDH-E1 BEAT1G30120 -1.90 -0.93 -5.71 0.000838 0.007412 -0.52
258356_at unknown protein --- AT3G14340 -1.72 -0.78 -5.71 0.000839 0.007417 -0.52
254956_at  putative protein various predicted p--- AT4G10850 -1.49 -0.57 -5.70 0.000843 0.007445 -0.52
264188_at  histone H2A, putative similar to his GAMMA-H2AT1G54690 2.58 1.37 5.70 0.000843 0.007447 -0.53
256648_at  ribosomal protein, putative similar t --- AT3G13580 1.90 0.93 5.70 0.000845 0.007447 -0.53
260323_at putative U3 small nucleolar ribonuclIMP4 AT1G63780 2.44 1.29 5.70 0.000845 0.007447 -0.53
263471_at hypothetical protein predicted by geRAP AT2G31890 1.66 0.73 5.70 0.000845 0.007447 -0.53
252245_at  putative protein various predicted p--- AT3G49710 2.16 1.11 5.70 0.000845 0.007449 -0.53
252932_at  putative proton pump vacuolar protVHA-A3 AT4G39080 -1.58 -0.66 -5.70 0.000847 0.007459 -0.53
249786_at putative protein strong similarity to uABIL3 AT5G24310 2.40 1.26 5.70 0.000849 0.007466 -0.53
254116_at hypothetical protein --- AT4G24730 -1.52 -0.60 -5.70 0.000849 0.007466 -0.53
266325_at putative extensin --- AT2G46630 -4.58 -2.20 -5.69 0.000851 0.007483 -0.54
255081_at MLH1 protein  ; supported by cDNAMLH1 AT4G09140 2.23 1.16 5.69 0.000852 0.00749 -0.54
267163_at unknown protein --- AT2G37520 1.82 0.86 5.69 0.000855 0.007508 -0.54
247801_at putative protein ; supported by full-le--- AT5G58560 -1.59 -0.67 -5.69 0.000855 0.007508 -0.54
252156_at  BCS1 protein-like protein BCS1 pro--- AT3G50940 1.76 0.82 5.69 0.000855 0.007508 -0.54
252213_at  flavonol synthase - like protein SRG--- AT3G50210 1.75 0.81 5.69 0.000858 0.007522 -0.54
262953_at hypothetical protein predicted by ge--- AT1G75670 2.21 1.14 5.69 0.000858 0.007524 -0.54
264210_at  putative myb-related transcription f MYB3 AT1G22640 1.98 0.98 5.68 0.00086 0.007535 -0.55
245428_at putative protein --- AT4G17570 1.58 0.66 5.68 0.00086 0.007535 -0.55



257495_at unknown protein ATPDIL5-1 AT1G07960 1.67 0.74 5.68 0.000861 0.007538 -0.55
251997_at  60S ribosomal protein - like 60S ribSTV1 AT3G53020 1.86 0.90 5.68 0.000861 0.00754 -0.55
260049_at  DNA-directed RNA polymerase subNRPA2 AT1G29940 2.43 1.28 5.68 0.000862 0.00754 -0.55
246214_at heat shock transcription factor HSF4HSF4 AT4G36988 / 1.87 0.90 5.68 0.000863 0.007549 -0.55
258696_at hypothetical protein predicted by geHCF152 AT3G09650 2.08 1.06 5.68 0.000865 0.007566 -0.55
248473_at small zinc finger-like protein  ;suppoTIM8 AT5G50810 1.75 0.81 5.68 0.000866 0.007566 -0.55
265315_at hypothetical protein predicted by geCLASP AT2G20190 -1.56 -0.64 -5.68 0.000867 0.007571 -0.55
255452_at  hypothetical protein similar to A. tha--- AT4G02880 1.50 0.59 5.67 0.000869 0.007585 -0.56
252468_at  starch phosphorylase H (cytosolic fPHS2 AT3G46970 1.83 0.87 5.67 0.000869 0.007585 -0.56
248854_at putative protein contains similarity to--- AT5G46580 1.71 0.77 5.67 0.000869 0.007585 -0.56
261824_at  DAG protein, putative similar to DA--- AT1G11430 1.47 0.56 5.67 0.00087 0.007587 -0.56
245574_at hypothetical protein IQD19 AT4G14750 -1.93 -0.95 -5.67 0.000871 0.00759 -0.56
265088_at hypothetical protein similar to DNA SWI2 AT1G03750 1.44 0.52 5.67 0.000871 0.00759 -0.56
249121_at aluminum-induced protein-like  ; sup--- AT5G43830 -1.59 -0.67 -5.67 0.000873 0.007601 -0.56
261952_at unknown protein --- AT1G64430 1.43 0.51 5.67 0.000874 0.007603 -0.56
248624_at unknown protein  ; supported by cD--- AT5G48790 -1.53 -0.61 -5.67 0.000874 0.007603 -0.56
247720_at  dTDP-glucose 4-6-dehydratase - likUXS3 AT5G59290 -1.69 -0.75 -5.66 0.000876 0.00762 -0.57
260372_at unknown protein contains a region s--- AT1G73980 1.54 0.62 5.66 0.000877 0.007624 -0.57
245822_at unknown protein ; supported by cDN--- AT1G26110 1.72 0.78 5.66 0.000881 0.007653 -0.57
252913_at AtRer1A  ; supported by full-length cATRER1A AT4G39220 -1.55 -0.63 -5.66 0.000882 0.007653 -0.57
244979_at ribosomal protein S11 --- --- -1.43 -0.52 -5.66 0.000882 0.007653 -0.57
266268_at unknown protein predicted by genef--- AT2G29510 -1.50 -0.59 -5.66 0.000883 0.007653 -0.58
262890_at  nucleoporin, putative similar to nuc NUP155 AT1G14850 1.99 1.00 5.66 0.000883 0.007653 -0.58
247465_at RNA helicase ; supported by cDNA PRH75 AT5G62190 2.15 1.10 5.66 0.000884 0.007653 -0.58
267004_at hypothetical protein predicted by ge--- AT2G34260 4.02 2.01 5.66 0.000884 0.007653 -0.58
250555_at  putative protein ferredoxin (2Fe-2S--- AT5G07950 1.91 0.94 5.65 0.000885 0.007653 -0.58
260620_at unknown protein --- AT1G08070 1.57 0.65 5.65 0.000885 0.007653 -0.58
250735_at putative protein similar to unknown --- AT5G06280 1.58 0.66 5.65 0.000885 0.007653 -0.58
250339_at  NADP dependent malic enzyme - liATNADP-MAT5G11670 1.83 0.87 5.65 0.000886 0.007661 -0.58
251285_at putative protein several hypothetica --- AT3G61770 1.56 0.65 5.65 0.000888 0.007668 -0.58
265908_at contains similarity to S. cerevisiae A--- AT4G00270 1.95 0.96 5.65 0.000888 0.007668 -0.58
261119_at  chloroplast 50S ribosomal protein Lemb2184 AT1G75350 -1.39 -0.48 -5.65 0.000889 0.007673 -0.58
250326_at putative protein strong similarity to uMSL10 AT5G12080 1.86 0.90 5.65 0.00089 0.007683 -0.58
267102_at putative small nuclear ribonucleoproLIS AT2G41500 1.63 0.70 5.65 0.000891 0.007684 -0.58
254357_at  nifU-like protein nifU protein homol ISU1 AT4G22220 1.40 0.49 5.65 0.000892 0.00769 -0.59



249257_at unknown protein --- AT5G41640 -1.41 -0.50 -5.65 0.000892 0.00769 -0.59
265675_at 70kD heat shock protein  ;supportedHSP70T-2 AT2G32120 1.86 0.90 5.64 0.000897 0.007719 -0.59
264476_at hypothetical protein contains similarPGSIP2 AT1G77130 1.68 0.75 5.64 0.000897 0.007719 -0.59
263332_at putative snRNP splicing factor  ;sup--- AT2G03870 1.51 0.60 5.64 0.000897 0.007719 -0.59
259305_at unknown protein  ;supported by full---- AT3G05070 1.57 0.65 5.64 0.000897 0.007719 -0.59
261922_at  amp-binding protein, putative similaAAE12 AT1G65890 -1.87 -0.90 -5.64 0.000899 0.007729 -0.59
247600_at Myb transcription factor homolog (AMYB34 AT5G60890 -3.28 -1.71 -5.64 0.000901 0.007735 -0.60
266302_at ethylene-insensitive3-like1 (EIL1) idEIL1 AT2G27050 -1.75 -0.81 -5.64 0.000902 0.007744 -0.60
245983_at  5-formyltetrahydrofolate cyclo-ligas5-FCL AT5G13050 1.55 0.63 5.63 0.000908 0.007783 -0.61
258426_at hypothetical protein predicted by gePLDP1 AT3G16785 -1.55 -0.64 -5.63 0.000909 0.00779 -0.61
245632_at unknown protein contains similarity ATRBL10 AT1G25290 -1.58 -0.66 -5.63 0.00091 0.007794 -0.61
263810_at putative translation initiation factor e--- AT2G04520 1.46 0.54 5.63 0.00091 0.007796 -0.61
255344_s_aputative receptor-like protein kinase--- AT4G04540 / -3.46 -1.79 -5.63 0.000911 0.007796 -0.61
263132_at unknown protein ;supported by full-l--- AT1G78560 -1.46 -0.54 -5.63 0.000911 0.007799 -0.61
253464_at putative protein  ; supported by full- --- AT4G32030 -1.80 -0.85 -5.62 0.000913 0.007809 -0.61
248107_at small Ras-like GTP-binding protein RAN3 AT5G55190 1.46 0.54 5.62 0.000913 0.007809 -0.61
245933_at  putative protein KIAA1521 - Homo VPS9B AT5G09320 1.49 0.57 5.62 0.000913 0.007809 -0.61
262559_at unknown protein similar to hypothet --- AT1G31300 -1.64 -0.72 -5.62 0.000914 0.007813 -0.61
258298_at unknown protein  ; supported by cD--- AT3G23300 -1.84 -0.88 -5.62 0.000915 0.007813 -0.61
262362_at  disease resistance protein, putative--- AT1G72840 1.52 0.61 5.62 0.000915 0.007816 -0.61
258939_at  unknown protein predicted by gene--- AT3G10020 -2.51 -1.33 -5.62 0.000917 0.007832 -0.62
262584_at  hypothetical protein Strong similarit--- AT1G15440 2.71 1.44 5.62 0.000918 0.007835 -0.62
264591_at hypothetical protein contains similar--- AT2G17670 1.58 0.66 5.62 0.000919 0.007837 -0.62
260981_at hypothetical protein predicted by ge--- AT1G53460 1.72 0.79 5.62 0.00092 0.007844 -0.62
266407_at putative elongation factor TFIIS AT2G38560 1.54 0.62 5.62 0.00092 0.007844 -0.62
251915_at  putative protein peroxisomal Ca-de--- AT3G53940 1.78 0.83 5.62 0.000921 0.007847 -0.62
251630_at  putative protein unknown protein - A--- AT3G57420 -1.48 -0.57 -5.61 0.000923 0.007863 -0.62
256062_at unknown protein ;supported by full-lLSH6 AT1G07090 1.49 0.58 5.61 0.000925 0.007874 -0.63
263831_at putative ferritin ATFER4 AT2G40300 2.05 1.03 5.61 0.000925 0.007874 -0.63
250776_at monooxygenase  ;supported by full---- AT5G05320 1.47 0.55 5.61 0.000926 0.007874 -0.63
266298_at unknown protein  ;supported by full---- AT2G29590 1.70 0.76 5.61 0.000926 0.007874 -0.63
245745_at unknown protein contains similarity --- AT1G51110 -1.96 -0.97 -5.61 0.000927 0.007877 -0.63
248767_at putative protein contains similarity to--- AT5G47710 1.66 0.74 5.61 0.000927 0.007878 -0.63
259164_at  hypothetical protein contains bromoATBET10 AT3G01770 1.86 0.90 5.61 0.000929 0.00789 -0.63
251117_at  putative protein predicted protein, C--- AT3G63390 1.73 0.79 5.61 0.000929 0.00789 -0.63



246012_at  Pspzf zinc finger protein - like DNA--- AT5G10650 1.97 0.98 5.60 0.000931 0.007901 -0.63
255567_at hypothetical protein  ; supported by --- AT4G01150 -1.57 -0.65 -5.60 0.000933 0.007906 -0.63
251018_at  60S ribosomal protein - like 60S rib--- AT5G02450 1.91 0.94 5.60 0.000934 0.007915 -0.64
260236_at  geranylgeranyl reductase identical --- AT1G74470 -1.45 -0.53 -5.60 0.000937 0.00794 -0.64
245521_at Expressed protein ;supported by cDESD4 AT4G15880 1.51 0.60 5.59 0.000941 0.007965 -0.64
247000_at casein kinase II alpha subunit  ; supCKA1 AT5G67380 1.70 0.77 5.59 0.000943 0.007979 -0.65
262051_at  putative coatomer protein complex --- AT1G79990 -1.72 -0.78 -5.59 0.000944 0.007985 -0.65
255623_at putative L5 ribosomal protein  ;supp--- AT4G01310 -1.52 -0.60 -5.59 0.000945 0.007988 -0.65
246378_at  integral membrane protein, putative--- AT1G57620 -1.49 -0.57 -5.59 0.000947 0.008002 -0.65
266510_at unknown protein SWA1 AT2G47990 2.54 1.34 5.59 0.000949 0.008016 -0.65
256934_at unknown protein contains Pfam pro --- AT3G22530 1.68 0.75 5.58 0.000949 0.008016 -0.65
246613_at acetyl-CoA carboxylase  ;supportedCAC2 AT5G35360 -1.77 -0.83 -5.58 0.00095 0.00802 -0.66
247403_at  putative protein hypersensitive-indu--- AT5G62740 1.55 0.63 5.58 0.000957 0.008073 -0.66
250297_at  putative protein predicted protein, D--- AT5G11980 -1.66 -0.73 -5.58 0.000958 0.008074 -0.66
263482_at putative GDSL-motif lipase/hydrolas--- AT2G03980 -8.09 -3.02 -5.58 0.000958 0.008077 -0.66
258651_at putative phosphatidylinositol-4-phosPIP5K9 AT3G09920 -1.68 -0.75 -5.58 0.000959 0.008081 -0.67
250559_at  putative protein condensin subunit --- AT5G08010 1.67 0.74 5.57 0.00096 0.008087 -0.67
263598_at putative xyloglucan-specific glucanaEXGT-A3 AT2G01850 -1.62 -0.69 -5.57 0.000961 0.008087 -0.67
247075_at putative protein contains similarity toPLP3b AT5G66410 -1.67 -0.74 -5.57 0.000961 0.008087 -0.67
249965_at  putative protein predicted proteins, --- AT5G19020 1.40 0.48 5.57 0.000961 0.008087 -0.67
245137_at unknown protein --- AT2G45460 1.80 0.85 5.57 0.000962 0.008087 -0.67
260360_at  chorismate mutase, putative contaiCM3 AT1G69370 -1.86 -0.89 -5.57 0.000962 0.008091 -0.67
256249_at  26S proteasome regulatory subunitMEE34 AT3G11270 1.59 0.67 5.57 0.000963 0.008091 -0.67
252496_at putative protein several hypotheticaCRR2 AT3G46790 2.01 1.01 5.57 0.000963 0.008093 -0.67
249177_at unknown protein  ;supported by full---- AT5G42850 1.53 0.62 5.57 0.000966 0.008112 -0.67
252968_at  putative protein unknown mRNA, H--- AT4G38890 1.94 0.96 5.57 0.000967 0.008115 -0.67
261149_s_a GSH-dependent dehydroascorbateDHAR1 AT1G19550 / -2.14 -1.10 -5.57 0.000968 0.008118 -0.68
262940_at unknown protein --- AT1G79520 1.99 0.99 5.56 0.000969 0.008126 -0.68
249222_at putative protein similar to unknown --- AT5G42450 1.43 0.51 5.56 0.00097 0.008127 -0.68
264849_at putative ribosomal protein S4 conta --- AT2G17360 1.71 0.77 5.56 0.00097 0.008128 -0.68
261266_at expansin 10 identical to GB:AAF617ATEXPA10 AT1G26770 -1.89 -0.91 -5.56 0.00097 0.008128 -0.68
255789_at 60S ribosomal protein L23  ;support--- AT2G33370 3.12 1.64 5.56 0.000973 0.008143 -0.68
254639_at  putative protein various predicted pDOT4 AT4G18750 1.60 0.68 5.56 0.000974 0.008146 -0.68
265760_at unknown protein --- AT2G01220 1.58 0.66 5.56 0.000974 0.008146 -0.68
260819_at  b-Zip DNA binding protein, putativeAtbZIP52 AT1G06850 -2.33 -1.22 -5.56 0.000977 0.008166 -0.69



261972_at hypothetical protein predicted by ge--- AT1G64600 2.13 1.09 5.55 0.000979 0.008181 -0.69
264031_at unknown protein --- AT2G03780 1.70 0.77 5.55 0.000979 0.008181 -0.69
248289_at unknown protein  ; supported by cD--- AT5G52880 1.51 0.59 5.55 0.00098 0.008184 -0.69
256398_at putative major intrinsic protein contaNIP7;1 AT3G06100 -1.42 -0.51 -5.55 0.000982 0.008192 -0.69
260852_at  transmembrane protein, putative si --- AT1G21900 1.47 0.56 5.55 0.000983 0.008197 -0.69
246235_at putative protein --- AT4G36830 -1.70 -0.76 -5.55 0.000986 0.008213 -0.70
264086_at unknown protein  ;supported by full---- AT2G31190 1.77 0.82 5.55 0.000986 0.008213 -0.70
248049_at putative protein contains similarity toCOX15 AT5G56090 2.66 1.41 5.55 0.000986 0.008213 -0.70
250244_at putative protein similar to unknown ABO1 AT5G13680 2.12 1.08 5.55 0.000988 0.008227 -0.70
247342_at ARI-like RING zinc finger protein-lik --- AT5G63730 -1.52 -0.61 -5.54 0.00099 0.008241 -0.70
244916_at hypothetical protein ORF187 ATMG00880 -1.49 -0.58 -5.54 0.000991 0.008248 -0.70
256430_at DREB2B transcription factor identic DREB2B AT3G11020 1.53 0.62 5.54 0.000992 0.008252 -0.70
250818_at Expressed protein ; supported by cDALA1 AT5G04930 1.84 0.88 5.54 0.000992 0.008252 -0.70
260760_at hypothetical protein predicted by ge--- AT1G49170 1.75 0.81 5.54 0.000993 0.008252 -0.70
267179_at putative ADP ribosylation factor 1 GAGD7 AT2G37550 -1.91 -0.93 -5.54 0.000996 0.008274 -0.71
256482_at  protein kinase, putative contains PfFEI1 AT1G31420 -1.55 -0.63 -5.54 0.000998 0.008287 -0.71
252633_x_a putative protein HISTONE DEACEThda17 AT3G44490 / 1.42 0.50 5.54 0.000999 0.008294 -0.71
264264_at  unknown protein ESTs gb|T04610, --- AT1G09250 -2.67 -1.41 -5.53 0.001 0.008301 -0.71
264828_at hypothetical protein predicted by geATATG18GAT1G03380 1.86 0.89 5.53 0.001001 0.008303 -0.71
260440_at hypothetical protein predicted by ge--- AT1G68160 1.52 0.60 5.53 0.001005 0.008332 -0.72
251676_at hypothetical protein --- AT3G57320 -1.92 -0.94 -5.53 0.001006 0.008341 -0.72
250832_at nicotianamine synthase (dbj|BAA74NAS1 AT5G04950 5.45 2.45 5.53 0.001008 0.008354 -0.72
261765_at  cyclin, putative similar to cyclin GI:5CYCA2;3 AT1G15570 -1.61 -0.69 -5.52 0.00101 0.008368 -0.72
245249_at acyl-CoA oxidase like protein ; suppACX1 AT4G16760 -1.88 -0.91 -5.52 0.001011 0.008369 -0.72
261415_at globulin-like protein similar to GB:75--- AT1G07750 -2.33 -1.22 -5.52 0.001014 0.008384 -0.73
257984_at  putative cell differentiation protein s--- AT3G20800 1.80 0.85 5.52 0.001014 0.008384 -0.73
262633_at Expressed protein ; supported by fu--- AT1G06630 -1.48 -0.57 -5.52 0.001016 0.008396 -0.73
251945_at  dTDP-glucose 4-6-dehydratase -likUXS1 AT3G53520 -1.54 -0.62 -5.52 0.001019 0.008422 -0.73
253561_at  aspartate--tRNA ligase - like protein--- AT4G31180 1.49 0.57 5.51 0.001028 0.008488 -0.74
257619_at unknown protein ICK3 AT3G24810 1.65 0.72 5.51 0.001029 0.00849 -0.74
254476_at  putative protein gamma-SNAP protGSNAP AT4G20410 -1.50 -0.59 -5.51 0.001029 0.00849 -0.74
260523_at putative salt-inducible protein EMB2654 AT2G41720 1.88 0.91 5.51 0.00103 0.00849 -0.74
254333_at  predicted protein predicted protein SMO1-3 AT4G22753 -3.77 -1.92 -5.51 0.00103 0.00849 -0.74
262049_at unknown protein ;supported by full-l--- AT1G80180 1.63 0.70 5.51 0.00103 0.00849 -0.74
264484_at hypothetical protein similar to ankyr --- AT1G77260 -1.49 -0.58 -5.50 0.001031 0.00849 -0.74



250857_at unknown protein --- AT5G04790 -1.89 -0.92 -5.50 0.001034 0.008506 -0.75
261613_at abscisic acid responsive elements-bABF1 AT1G49720 1.97 0.98 5.50 0.001035 0.008516 -0.75
261296_at unknown protein --- AT1G48460 2.28 1.19 5.50 0.001037 0.008526 -0.75
251469_at  putative protein strictosidine syntha--- AT3G59530 -1.48 -0.57 -5.50 0.001037 0.008526 -0.75
258747_at unknown protein  ; supported by full--- AT3G05810 1.82 0.87 5.50 0.001038 0.008532 -0.75
265872_at unknown protein  ;supported by full-atnudt17 AT2G01670 1.92 0.94 5.50 0.001039 0.008532 -0.75
258810_at hypothetical protein similar to hypot --- AT3G03970 -1.63 -0.71 -5.50 0.00104 0.008539 -0.75
247048_at photoreceptor-interacting protein-lik --- AT5G66560 -2.55 -1.35 -5.50 0.001041 0.008539 -0.75
253843_at  putative protein MLL protein, GallusSDG16 AT4G27910 -1.44 -0.53 -5.49 0.001041 0.008539 -0.75
252971_at  extensin - like protein proline-rich pPRP4 AT4G38770 -16.95 -4.08 -5.49 0.001041 0.00854 -0.76
249047_at berberine bridge enzyme-like protei --- AT5G44410 1.62 0.69 5.49 0.001043 0.008554 -0.76
251683_at  putative protein several hypothetica--- AT3G57120 -2.59 -1.37 -5.49 0.001046 0.008575 -0.76
263010_at T76725 come from this gene. --- AT1G23330 1.48 0.56 5.49 0.001048 0.008582 -0.76
247498_at  peroxisomal Ca-dependent solute c--- AT5G61810 -1.77 -0.82 -5.49 0.001048 0.008582 -0.76
258355_at hypothetical protein predicted by ge--- AT3G14330 1.89 0.92 5.49 0.001048 0.008582 -0.76
260383_s_aputative 60S ribosomal protein L6 s --- AT1G74050 / 1.84 0.88 5.49 0.00105 0.008589 -0.76
260430_at putative zinc finger protein similar to--- AT1G68200 -1.45 -0.54 -5.49 0.00105 0.008589 -0.76
252737_at  putative protein KIAA0274 protein, --- AT3G43220 -1.49 -0.58 -5.49 0.001051 0.008595 -0.77
255077_at putative protein --- AT4G09150 -2.00 -1.00 -5.48 0.001056 0.00863 -0.77
267515_at putative PCF2-like DNA binding pro--- AT2G45680 -1.70 -0.77 -5.48 0.001057 0.008639 -0.77
251860_at  Gluthatione reductase, chloroplast GR AT3G54660 -1.42 -0.50 -5.48 0.001059 0.008651 -0.77
256785_at unknown protein  ;supported by full-PRA8 AT3G13720 -1.86 -0.89 -5.48 0.00106 0.008653 -0.77
259225_at putative small nuclear ribonucleopro--- AT3G07590 3.08 1.62 5.48 0.001061 0.008657 -0.78
251888_at  putative protein GTP-binding regula--- AT3G54190 1.45 0.54 5.48 0.001062 0.008662 -0.78
266728_at similar to late embryogenesis abund--- AT2G03140 1.53 0.61 5.48 0.001062 0.008663 -0.78
265968_at putative protein translocase  ; suppoATTIM17-2 AT2G37410 1.98 0.98 5.47 0.001063 0.008666 -0.78
256140_at hypothetical protein contains similar--- AT1G48650 1.92 0.94 5.47 0.001063 0.008666 -0.78
249016_at putative protein contains similarity toREV1 AT5G44750 1.76 0.82 5.47 0.001065 0.008672 -0.78
253777_at SOF1 protein-like protein SOF1 (inv--- AT4G28450 3.00 1.58 5.47 0.001065 0.008672 -0.78
251309_at  putative protein carbonyl reductase--- AT3G61220 1.67 0.74 5.47 0.001066 0.008672 -0.78
261854_at unknown protein --- AT1G50670 -1.41 -0.50 -5.47 0.001066 0.008672 -0.78
246028_at AKIN beta1  ; supported by full-leng--- AT5G21170 -2.00 -1.00 -5.47 0.001067 0.008678 -0.78
265078_at hypothetical protein contains similarECT4 AT1G55500 2.30 1.20 5.47 0.001067 0.008678 -0.78
250192_at  pescadillo - like protein embryonic --- AT5G14520 2.00 1.00 5.47 0.001068 0.008678 -0.78
252095_at  epoxide hydrolase-like protein epox--- AT3G51000 1.72 0.78 5.47 0.001071 0.008697 -0.79



263419_at putative protein kinase contains a p --- AT2G17220 1.90 0.92 5.47 0.001072 0.008701 -0.79
265735_at putative aldolase  ;supported by full --- AT2G01140 1.92 0.94 5.47 0.001072 0.008702 -0.79
247249_at putative protein similar to unknown --- AT5G64670 1.86 0.90 5.46 0.001074 0.008709 -0.79
246196_at hypothetical protein ;supported by fu--- AT4G37090 1.87 0.91 5.46 0.001074 0.00871 -0.79
265398_at unknown protein ATMAK10 AT2G11000 1.55 0.64 5.46 0.001075 0.008716 -0.79
251143_at  putative protein SqdX protein, SyneSQD2 AT5G01220 2.37 1.24 5.46 0.001078 0.008732 -0.79
251617_at  putative protein hypothetical protein--- AT3G58000 -1.49 -0.58 -5.46 0.001078 0.008732 -0.79
253668_at  snRNP Sm protein F - like  Sm pro RUXF AT4G30220 1.66 0.73 5.46 0.00108 0.008741 -0.79
245002_at PSII D2 protein --- --- -1.72 -0.78 -5.46 0.00108 0.008743 -0.80
247398_at  putative protein predicted protein, A--- AT5G62950 1.67 0.74 5.46 0.001082 0.008752 -0.80
253397_at  putative protein kinase protein kina --- AT4G32710 -1.46 -0.54 -5.46 0.001082 0.008752 -0.80
255887_at hypothetical protein contains Pfam p--- AT1G20370 1.45 0.54 5.46 0.001083 0.008752 -0.80
261973_at hypothetical protein predicted by ge--- AT1G64610 1.93 0.95 5.46 0.001083 0.008752 -0.80
267013_at putative protein kinase contains a p CCR2 AT2G39180 -1.57 -0.65 -5.46 0.001083 0.008755 -0.80
259912_at hypothetical protein iqd8 AT1G72670 -1.69 -0.76 -5.46 0.001084 0.008755 -0.80
260729_at  regulatory protein, putative contain KU80 AT1G48050 1.44 0.53 5.45 0.001085 0.008763 -0.80
257515_at  zinc finger protein, putative similar DOT5 AT1G13290 -1.49 -0.57 -5.45 0.001088 0.008777 -0.80
258478_at unknown protein --- AT3G02710 1.54 0.62 5.45 0.001088 0.008777 -0.80
265987_at unknown protein --- AT2G24240 1.98 0.99 5.45 0.00109 0.008784 -0.80
251391_at  putative protein weak homology wit--- AT3G60910 1.68 0.75 5.45 0.00109 0.008784 -0.80
256853_at hypothetical protein predicted by ge--- AT3G18640 1.49 0.57 5.45 0.001092 0.0088 -0.81
253946_at  putative APG protein proline-rich pr--- AT4G26790 -1.99 -0.99 -5.45 0.001093 0.0088 -0.81
256568_at hypothetical protein  ;supported by f--- AT3G19520 1.51 0.59 5.45 0.001093 0.0088 -0.81
248237_at receptor protein kinase-like protein --- AT5G53890 1.73 0.79 5.45 0.001094 0.0088 -0.81
263621_at putative DNA-directed RNA polyme NRPB6B AT2G04630 1.58 0.66 5.45 0.001094 0.0088 -0.81
265474_at Expressed protein ; supported by cD--- AT2G15690 2.09 1.07 5.45 0.001094 0.0088 -0.81
253679_at cytidine deaminase 6 (CDA6) --- AT4G29610 -2.88 -1.53 -5.45 0.001094 0.0088 -0.81
262534_at unknown protein contains Pfam pro SHA AT1G17040 1.81 0.85 5.44 0.001096 0.008807 -0.81
255734_at hypothetical protein similar to putati --- AT1G25550 1.87 0.90 5.44 0.001097 0.008809 -0.81
264676_at unknown protein EST gb|R64758 co--- AT1G09870 1.45 0.53 5.44 0.001098 0.008816 -0.81
265344_at unknown protein predicted by genef--- AT2G22660 1.87 0.90 5.44 0.001101 0.008836 -0.82
245695_at rec - like protein --- AT5G04270 -1.57 -0.65 -5.44 0.001105 0.008857 -0.82
265325_at putative integral membrane protein --- AT2G18240 1.75 0.80 5.44 0.001105 0.008857 -0.82
261268_at unknown protein similar to 50S ribo --- AT1G26740 1.65 0.72 5.44 0.001105 0.008857 -0.82
248974_at disease resistance protein-like --- AT5G45060 1.50 0.59 5.43 0.001107 0.008868 -0.82



249067_at putative protein similar to unknown --- AT5G43960 1.55 0.63 5.43 0.001108 0.008871 -0.82
248625_at 3-keto-acyl-CoA thiolase 2 (gb|AACPKT2 AT5G48880 -2.43 -1.28 -5.43 0.001109 0.008876 -0.82
256397_at putative dual-specificity protein pho MKP2 AT3G06110 1.50 0.58 5.43 0.001109 0.008876 -0.82
255020_at  isoleucine-tRNA ligase - like protein--- AT4G10320 1.40 0.48 5.43 0.00111 0.008876 -0.83
258323_at unknown protein similar to putative --- AT3G22750 1.84 0.88 5.43 0.00111 0.008876 -0.83
245486_x_aglycine-rich protein homolog --- AT4G16240 -1.54 -0.62 -5.43 0.001112 0.008881 -0.83
246034_at  putative protein FH protein interact --- AT5G08350 -2.11 -1.07 -5.43 0.001112 0.008881 -0.83
264701_at hypothetical protein similar to hypot --- AT1G70160 1.59 0.67 5.43 0.001112 0.008881 -0.83
267219_at putative transport protein  ;supporte--- AT2G02590 -1.82 -0.87 -5.43 0.001113 0.008886 -0.83
253143_at putative protein --- AT4G35530 1.72 0.78 5.43 0.001115 0.008897 -0.83
259193_at putative thylakoid lumen rotamase sCYP38 AT3G01480 -1.87 -0.91 -5.43 0.001116 0.008897 -0.83
256117_at unknown protein ; supported by cDN--- AT1G16840 -1.46 -0.55 -5.43 0.001117 0.008901 -0.83
257444_at hypothetical protein predicted by ge--- AT2G12550 1.68 0.75 5.43 0.001117 0.008901 -0.83
252615_at serine/proline-rich  protein --- AT3G45230 -1.98 -0.99 -5.43 0.001117 0.008901 -0.83
258568_at unknown protein contains Pfam pro --- AT3G04470 -1.54 -0.62 -5.43 0.001118 0.008905 -0.83
253733_at hypothetical protein ATMND1 AT4G29170 1.66 0.73 5.42 0.00112 0.008914 -0.83
264205_at hypothetical protein identical to hyp --- AT1G22790 1.46 0.54 5.42 0.00112 0.008917 -0.84
260656_at hypothetical protein predicted by ge--- AT1G19380 -5.21 -2.38 -5.42 0.001122 0.00892 -0.84
266359_at putative phospholipid cytidylyltransf CCT1 AT2G32260 1.49 0.57 5.42 0.001122 0.00892 -0.84
266661_at TINY-like AP2 domain transcription --- AT2G25820 -1.66 -0.73 -5.42 0.001122 0.00892 -0.84
264183_at unknown protein CLV2 AT1G65380 1.61 0.69 5.42 0.001123 0.008927 -0.84
262737_at hypothetical protein SRD2 AT1G28560 1.65 0.72 5.42 0.001125 0.008931 -0.84
262173_at  betaine aldehyde dehydrogenase, ALDH10A8 AT1G74920 -1.59 -0.67 -5.42 0.001125 0.008931 -0.84
250353_at  putative protein predicted proteins, --- AT5G11630 1.64 0.71 5.42 0.001125 0.008931 -0.84
250381_at  putative protein various predicted p--- AT5G11610 2.26 1.18 5.42 0.001126 0.008935 -0.84
257835_at  cytochrome P450 monooxygenase CYP82G1 AT3G25180 -3.83 -1.94 -5.42 0.001127 0.008935 -0.84
251174_at  putative protein latex protein allergePLP9 AT3G63200 -2.45 -1.29 -5.42 0.001128 0.00894 -0.84
255089_at nucleoside-diphosphate kinase  ;su NDPK1 AT4G09320 1.88 0.91 5.42 0.001128 0.00894 -0.84
250470_at  (3R)-hydroxymyristoyl-[acyl carrier --- AT5G10160 -1.71 -0.77 -5.42 0.001128 0.00894 -0.84
265724_at hypothetical protein predicted by geOFP16 AT2G32100 -1.94 -0.96 -5.42 0.001129 0.008943 -0.84
252649_at  putative protein histone deacetylas HDA9 AT3G44680 1.43 0.51 5.41 0.00113 0.008946 -0.84
262112_at unknown protein ;supported by full-l--- AT1G02870 1.80 0.85 5.41 0.00113 0.008946 -0.84
261377_at unknown protein ;supported by full-l--- AT1G18850 2.50 1.32 5.41 0.001132 0.008953 -0.85
253222_at  chalcone synthase - like protein ch --- AT4G34850 -1.41 -0.49 -5.41 0.001132 0.008953 -0.85
264175_at  unknown protein Similar to rice cha--- AT1G02050 1.70 0.76 5.41 0.001132 0.008953 -0.85



255527_at putative protein --- AT4G02360 -5.20 -2.38 -5.41 0.001134 0.008953 -0.85
260245_at putative RNA-binding protein simila GR-RBP5 AT1G74230 1.44 0.52 5.41 0.001134 0.008953 -0.85
249014_at putative protein similar to unknown --- AT5G44710 1.71 0.78 5.41 0.001134 0.008953 -0.85
257712_at hypothetical protein predicted by ge--- AT3G27420 -1.40 -0.49 -5.41 0.001135 0.008958 -0.85
259782_at unknown protein --- AT1G29680 -1.44 -0.52 -5.41 0.001138 0.008972 -0.85
253876_at COP1-interacting protein 7 (CIP7)  CIP7 AT4G27430 -1.99 -1.00 -5.41 0.001138 0.008972 -0.85
255872_at putative protein kinase contains a p SIP4 AT2G30360 -3.03 -1.60 -5.41 0.001139 0.008976 -0.85
249164_at  U2 snRNP auxiliary factor, small suU2AF35B AT5G42820 1.66 0.73 5.41 0.00114 0.00898 -0.85
258814_at putative short-chain type dehydroge--- AT3G03980 -1.63 -0.71 -5.41 0.001141 0.008987 -0.86
245144_at putative methionine aminopeptidaseMAP1A AT2G45240 1.58 0.66 5.40 0.001144 0.009003 -0.86
262064_at  elongation factor, putative similar toLOS1 AT1G56070 1.63 0.71 5.40 0.001144 0.009003 -0.86
265539_at unknown protein --- AT2G15830 3.04 1.60 5.40 0.001146 0.009014 -0.86
264027_at putative AAA-type ATPase similar toCDC48B AT2G03670 1.79 0.84 5.40 0.00115 0.009042 -0.86
261392_at hypothetical protein predicted by ge--- AT1G79780 -1.46 -0.55 -5.40 0.001151 0.009044 -0.86
260665_at unknown protein ;supported by full-l--- AT1G19360 1.59 0.67 5.40 0.001152 0.009044 -0.87
247325_at putative protein contains similarity toSC35 AT5G64200 1.47 0.56 5.40 0.001152 0.009044 -0.87
250518_at Expressed protein ; supported by cD--- AT5G08139 1.44 0.53 5.40 0.001152 0.009044 -0.87
262313_at unknown protein ;supported by full-l--- AT1G70900 1.88 0.91 5.40 0.001153 0.009051 -0.87
264908_at unknown protein --- AT2G17440 1.53 0.62 5.39 0.001157 0.009057 -0.87
258134_at  rubisco expression protein, putative--- AT3G24530 -1.84 -0.88 -5.39 0.001157 0.009057 -0.87
260545_at putative glutathione peroxidase  ;suATGPX3 AT2G43350 1.58 0.66 5.39 0.001157 0.009057 -0.87
248006_at unknown protein HAP8 AT5G56250 -1.52 -0.61 -5.39 0.001157 0.009057 -0.87
255087_at putative protein proteins of this bac --- AT4G09340 1.46 0.55 5.39 0.001158 0.009057 -0.87
250546_at nhp2-like protein high mobility group--- AT5G08180 2.39 1.26 5.39 0.001158 0.009057 -0.87
249318_at uridine kinase-like protein AtUK/UPRTAT5G40870 1.53 0.62 5.39 0.001161 0.009078 -0.87
259763_at unknown protein similar to GB:AAB --- AT1G77630 -1.94 -0.96 -5.39 0.001161 0.009078 -0.87
248386_at DNA-directed RNA polymerase II suNRPB6A AT5G51940 1.57 0.65 5.39 0.001162 0.009081 -0.88
263251_at unknown protein  ; supported by cD--- AT2G31410 2.38 1.25 5.39 0.001163 0.009083 -0.88
258883_at  unknown protein predicted by gens--- AT3G09970 1.61 0.69 5.39 0.001164 0.009083 -0.88
261782_at unknown protein --- AT1G76110 -1.74 -0.80 -5.39 0.001165 0.009087 -0.88
267096_at unknown protein  ; supported by cD--- AT2G38180 2.30 1.20 5.38 0.001168 0.009102 -0.88
250666_at  SPF1-like protein SPF1 protein - IpWRKY26 AT5G07100 2.66 1.41 5.38 0.001168 0.009102 -0.88
249235_at  beta-1,3-glucanase-like protein  ;suBG_PPAP AT5G42100 -1.38 -0.46 -5.38 0.001169 0.009111 -0.88
267378_at hypothetical protein --- AT2G26200 1.44 0.52 5.38 0.001169 0.009111 -0.88
258253_at putative short chain alcohol dehydro--- AT3G26760 -1.48 -0.56 -5.38 0.00117 0.009114 -0.88



259981_at unknown protein  ; supported by full--- AT1G76450 -1.67 -0.74 -5.38 0.001171 0.009118 -0.88
251536_at ketol-acid reductoisomerase  ; supp--- AT3G58610 1.58 0.66 5.38 0.001173 0.009124 -0.89
258093_at unknown protein  ; supported by cD--- AT3G14750 1.67 0.74 5.38 0.001173 0.009124 -0.89
247558_at  histone deacetylase - like histone dHDA05 AT5G61060 1.54 0.62 5.38 0.001174 0.009124 -0.89
245010_at NADH dehydrogenase subunit --- --- -1.64 -0.72 -5.38 0.001174 0.009124 -0.89
255116_at  receptor protein kinase-like protein --- AT4G08850 1.84 0.88 5.38 0.001174 0.009124 -0.89
258545_at putative GTPase contains Pfam pro--- AT3G07050 2.06 1.04 5.38 0.001175 0.009126 -0.89
258295_at unknown protein  ;supported by full---- AT3G23400 -1.91 -0.93 -5.38 0.001177 0.009136 -0.89
262807_at unknown protein strong similarity to --- AT1G11740 -1.75 -0.81 -5.38 0.001178 0.009144 -0.89
256268_at  retinoblastoma-related protein, putaRBR1 AT3G12280 1.75 0.80 5.37 0.00118 0.009154 -0.89
252969_at  putative protein vsf-1 protein, Lycop--- AT4G38900 -1.49 -0.58 -5.37 0.001181 0.009163 -0.89
246566_at  oligopeptide transporter -like protei --- AT5G14940 2.25 1.17 5.37 0.001182 0.009164 -0.89
265825_at  ubiquitin-like (UBQ7), putative simi UBQ7 AT2G35635 1.58 0.66 5.37 0.001186 0.009189 -0.90
258988_at unknown protein similar to unknown--- AT3G08890 -1.56 -0.64 -5.37 0.001186 0.009189 -0.90
264299_s_ahypothetical protein predicted by ge--- AT1G78850 / -2.76 -1.46 -5.37 0.001187 0.009189 -0.90
251124_s_a laccase -like protein lac110 laccaseLAC8 AT5G01040 / -7.86 -2.97 -5.37 0.001187 0.009189 -0.90
246041_at phospholipase - like protein various --- AT5G19290 -1.42 -0.51 -5.37 0.001189 0.009201 -0.90
244944_s_aribosomal protein L16 --- --- 1.86 0.90 5.36 0.001192 0.00922 -0.90
267338_at 26S proteasome regulatory subunit EIF2 AT2G39990 1.64 0.71 5.36 0.001193 0.009224 -0.90
246976_s_a putative protein UBIQUINONE BIO--- AT5G24810 -1.98 -0.99 -5.36 0.001193 0.009224 -0.90
253578_at  putative protein diacylglycerol kinasATDGK7 AT4G30340 -1.91 -0.93 -5.36 0.001194 0.009224 -0.90
258260_at unknown protein  ; supported by cD--- AT3G26850 1.46 0.55 5.36 0.001195 0.009229 -0.91
253640_at putative protein  ;supported by full-le--- AT4G30630 1.45 0.53 5.36 0.001196 0.009233 -0.91
260806_at RNA recognition motif-containing pr--- AT1G78260 -1.41 -0.50 -5.36 0.001197 0.009233 -0.91
252130_at  putative protein 1 photosystem II oxPSBO2 AT3G50820 -1.54 -0.63 -5.36 0.001197 0.009233 -0.91
249741_at putative protein contains similarity toAPRR5 AT5G24470 1.39 0.47 5.36 0.001197 0.009233 -0.91
257072_at  myrosinase-associated protein, put--- AT3G14220 -2.31 -1.21 -5.36 0.001197 0.009233 -0.91
258919_at Expressed protein ; supported by fu--- AT3G10525 -1.75 -0.80 -5.36 0.001198 0.009233 -0.91
259768_at expressed protein supported by cDNCOR314-TMAT1G29390 -1.39 -0.47 -5.36 0.001198 0.009233 -0.91
250866_at Expressed protein ; supported by fu--- AT5G03905 1.57 0.65 5.36 0.001199 0.009237 -0.91
261655_at hypothetical protein predicted by ge--- AT1G01940 1.83 0.87 5.36 0.001199 0.009237 -0.91
248659_at cyclin C-like protein --- AT5G48640 1.63 0.71 5.36 0.001201 0.009238 -0.91
257794_at hypothetical protein predicted by ge--- AT3G27050 -1.75 -0.81 -5.36 0.001201 0.009238 -0.91
264327_at  putative translation initiation factor EIF2 GAMMAT1G04170 1.48 0.56 5.36 0.001201 0.009238 -0.91
266818_at unknown protein HUB1 AT2G44950 1.66 0.73 5.35 0.001207 0.009282 -0.92



247208_at nodulin-like  ;supported by full-lengt --- AT5G64870 -1.60 -0.68 -5.35 0.001208 0.009285 -0.92
256524_at  glutamine synthetase, putative sim ATGSR2 AT1G66200 1.58 0.66 5.35 0.001209 0.009285 -0.92
253889_at forever young gene (FEY) FEY AT4G27760 -1.44 -0.53 -5.35 0.00121 0.009286 -0.92
246117_at  CAF-like protein CAF protein - ArabDCL4 AT5G20320 1.89 0.92 5.35 0.00121 0.009286 -0.92
257271_at Expressed protein ; supported by fu--- AT3G28007 -3.90 -1.96 -5.35 0.00121 0.009286 -0.92
253909_at  putative protein LEDI-3 protein, Lith--- AT4G27270 -1.67 -0.74 -5.35 0.001213 0.009305 -0.92
261154_at unknown protein ;supported by full-l--- AT1G04970 1.76 0.82 5.35 0.001215 0.009316 -0.92
262539_at unknown protein Location of est 136--- AT1G17200 -1.86 -0.90 -5.34 0.001218 0.00933 -0.93
256803_at  cytochrome P450, putative similar tCYP705A3 AT3G20960 1.45 0.54 5.34 0.001218 0.00933 -0.93
265332_at hypothetical protein predicted by ge--- AT2G18410 1.66 0.73 5.34 0.001218 0.00933 -0.93
261585_at  NAC domain protein, putative simil ANAC001 AT1G01010 2.05 1.04 5.34 0.001219 0.009332 -0.93
251688_at  putative protein hypothetical protein--- AT3G56480 -2.55 -1.35 -5.34 0.00122 0.009334 -0.93
253247_at  Homeodomain - like protein similar BLH6 AT4G34610 -2.11 -1.08 -5.34 0.00122 0.009334 -0.93
256118_at hypothetical protein predicted by geKU70 AT1G16970 1.71 0.78 5.34 0.001222 0.009345 -0.93
251647_at  protein kinase - like protein wall-as --- AT3G57770 1.65 0.73 5.34 0.001223 0.009345 -0.93
262853_at  unknown protein Location of ESTs --- AT1G20890 1.56 0.64 5.34 0.001226 0.009363 -0.93
258910_at  putative RNA helicase similar to RN--- AT3G06480 1.47 0.56 5.34 0.001227 0.009363 -0.93
254831_at Ribosomal protein L7Ae -like variou--- AT4G12600 2.54 1.34 5.34 0.001227 0.009366 -0.93
252075_at  putative protein saposin precursor --- AT3G51730 1.80 0.85 5.34 0.001228 0.009366 -0.93
247357_at receptor-like protein kinase  ; suppo--- AT5G63710 1.55 0.64 5.33 0.001229 0.009366 -0.94
253479_at  ferredoxin-NADP+ reductase - like --- AT4G32360 1.45 0.54 5.33 0.001229 0.009366 -0.94
260291_at putative protein kinase similar to MAYDA AT1G63700 -1.40 -0.48 -5.33 0.001232 0.009381 -0.94
248385_at putative protein contains similarity to--- AT5G51910 -1.69 -0.76 -5.33 0.001232 0.009381 -0.94
258649_at  putative transitional endoplasmic reCDC48 AT3G09840 1.41 0.49 5.33 0.001232 0.009381 -0.94
261725_at  small nuclear ribonucleoprotein, puSmD3 AT1G76300 1.79 0.84 5.33 0.001234 0.009389 -0.94
262117_at  ribosomal protein L19, putative simemb2386 AT1G02780 1.71 0.77 5.33 0.001234 0.009389 -0.94
261019_at unknown protein ; supported by cDN--- AT1G26470 1.58 0.66 5.33 0.001236 0.009398 -0.94
258742_at hypothetical protein predicted by ge--- AT3G05800 -2.31 -1.21 -5.33 0.001238 0.009412 -0.94
245168_at 3-ketoacyl-CoA thiolase  ;supportedPKT3 AT2G33150 1.69 0.76 5.33 0.00124 0.009419 -0.95
248798_at putative protein contains similarity to--- AT5G47190 -1.57 -0.65 -5.33 0.00124 0.009419 -0.95
257988_at unknown protein  ; supported by cD--- AT3G20870 1.54 0.62 5.33 0.00124 0.009419 -0.95
266116_at unknown protein  ;supported by full-TOM3 AT2G02180 -1.76 -0.82 -5.32 0.001243 0.009433 -0.95
247709_at  D-xylose-H+ symporter - like protei --- AT5G59250 -1.69 -0.76 -5.32 0.001244 0.009436 -0.95
245145_at putative dihydrodipicolinate synthasDHDPS2 AT2G45440 2.07 1.05 5.32 0.001246 0.009452 -0.95
245693_at thioredoxin - like protein WCRKC2 AT5G04260 1.60 0.68 5.32 0.001247 0.009453 -0.95



265702_at putative purple acid phosphatase coPAP9 AT2G03450 1.60 0.68 5.32 0.001248 0.009454 -0.95
263995_at putative MADS-box protein SVP AT2G22540 1.67 0.74 5.32 0.00125 0.00947 -0.95
247405_at Arac10  ; supported by cDNA: gi_37ARAC10 AT5G62880 -1.56 -0.65 -5.32 0.001251 0.009475 -0.96
257883_at  calmodulin-binding protein, putative--- AT3G16940 1.75 0.80 5.32 0.001252 0.009479 -0.96
265953_at unknown protein --- AT2G37478 / 1.49 0.57 5.32 0.001253 0.009479 -0.96
266916_at hypothetical protein predicted by ge--- AT2G45860 1.95 0.96 5.32 0.001254 0.00949 -0.96
258132_at  protein kinase, putative similar to GATPERK1 AT3G24550 -1.87 -0.90 -5.31 0.001255 0.009493 -0.96
267134_at putative protein kinase contains a p --- AT2G23450 1.38 0.46 5.31 0.001256 0.009493 -0.96
266109_at putative mitochondrial carrier protei --- AT2G37890 2.29 1.19 5.31 0.001257 0.009503 -0.96
257982_at unknown protein similar to TYPE II ATTOP6B AT3G20780 -1.71 -0.77 -5.31 0.00126 0.009516 -0.96
257680_at  aspartate carbamoyltransferase pre--- AT3G20330 1.75 0.81 5.31 0.00126 0.009516 -0.96
252056_at  ubiquitin extension protein (UBQ1) UBQ1 AT3G52590 1.50 0.58 5.31 0.00126 0.009516 -0.96
266592_at putative fatty acid desaturase/cytoc --- AT2G46210 -1.50 -0.58 -5.31 0.001261 0.009518 -0.96
256747_at unknown protein similar to CW14 G--- AT3G29180 1.59 0.67 5.31 0.001264 0.009534 -0.97
258060_at protein phosphatase 2A regulatory sATB' DELTAAT3G26030 -1.44 -0.53 -5.31 0.001264 0.009538 -0.97
266767_at Expressed protein ; supported by fu--- AT2G46910 -1.75 -0.80 -5.31 0.001265 0.00954 -0.97
248403_at arginine-aspartate-rich RNA binding--- AT5G51410 1.54 0.62 5.31 0.001266 0.00954 -0.97
252647_at  protein-tyrosine-phosphatase-like p--- AT3G44620 -1.99 -0.99 -5.30 0.001269 0.009559 -0.97
251706_at  nodulin-like protein MtN21 - Medica--- AT3G56620 1.64 0.72 5.30 0.00127 0.009566 -0.97
251598_at  AP2 transcription factor - like prote --- AT3G57600 -1.46 -0.54 -5.30 0.001274 0.009588 -0.97
250671_at transcription factor HBP-1b homologAHBP-1B AT5G06950 1.47 0.56 5.30 0.001274 0.009588 -0.98
255636_at homeodomain protein AHDP  ; suppANL2 AT4G00730 1.65 0.72 5.30 0.001275 0.009595 -0.98
252464_at RNA-binding protein-like protein var--- AT3G47160 1.75 0.81 5.30 0.001276 0.009596 -0.98
248172_at unknown protein  ;supported by full---- AT5G54660 2.17 1.12 5.30 0.001278 0.009609 -0.98
245781_at  S-ribonuclease binding protein SBPSBP1 AT1G45976 1.66 0.73 5.30 0.001279 0.009611 -0.98
245052_at putative pectinesterase --- AT2G26440 -1.72 -0.78 -5.29 0.001282 0.009628 -0.98
247268_at putative protein contains similarity to--- AT5G64080 -1.72 -0.79 -5.29 0.001282 0.00963 -0.98
250851_at  putative protein rngB protein, Dicty --- AT5G04420 -1.67 -0.74 -5.29 0.001283 0.00963 -0.98
251356_at putative protein hypothetical proteinAtPP2-A13 AT3G61060 1.68 0.74 5.29 0.001286 0.00965 -0.99
251837_s_a spliceosomal - like protein spliceos --- AT3G55200 / 1.66 0.73 5.29 0.001288 0.009661 -0.99
247627_at cysteine proteinase AALP identical AALP AT5G60360 1.45 0.53 5.29 0.001289 0.009661 -0.99
254834_at  flavonoid 3,5-hydroxylase -like protCYP706A4 AT4G12300 1.73 0.79 5.29 0.001289 0.009661 -0.99
258934_at putative RecA protein similar to RecRECA3 AT3G10140 1.59 0.67 5.29 0.001289 0.009661 -0.99
260664_at  myb-related protein, putative similaATRL5 AT1G19510 2.45 1.29 5.29 0.00129 0.009661 -0.99
247156_at lysosomal Pro-X carboxypeptidase --- AT5G65760 1.55 0.63 5.29 0.001291 0.009661 -0.99



262888_at  RNA-directed RNA polymerase, puRDR1 AT1G14790 2.79 1.48 5.28 0.0013 0.009718 -1.00
256715_at  hypothetical protein predicted by geMEE18 AT2G34090 -1.90 -0.93 -5.28 0.001301 0.009723 -1.00
251225_at  putative protein glycosyl transferas GATL7 AT3G62660 -1.83 -0.87 -5.28 0.001303 0.009734 -1.00
252353_at  putative protein KIAA0226 gene pro--- AT3G48200 -1.54 -0.63 -5.28 0.001304 0.009737 -1.00
245112_at glycerol-3-phosphate dehydrogenasGPDHC1 AT2G41540 -3.39 -1.76 -5.28 0.001304 0.009737 -1.00
261559_at  LIM domain protein, putative simila --- AT1G01780 1.60 0.68 5.28 0.001306 0.009737 -1.00
249360_at  putative protein KIAA0409 protein, --- AT5G40530 1.51 0.59 5.28 0.001307 0.009737 -1.00
265419_at putative secretory carrier-associated--- AT2G20840 -1.67 -0.74 -5.28 0.001307 0.009737 -1.00
246925_at  cytochrome P450 71B1 - like prote CYP71B14 AT5G25180 1.48 0.57 5.28 0.001307 0.009737 -1.00
261569_at  DNA-binding protein, putative simil LHY AT1G01060 -1.62 -0.70 -5.28 0.001308 0.009742 -1.00
257294_at  non-phototropic hypocotyl protein, --- AT3G15570 -1.95 -0.96 -5.27 0.001309 0.009745 -1.01
263922_s_aputative pyruvate kinase  ;supported--- AT2G36580 / 1.44 0.53 5.27 0.001309 0.009745 -1.01
255440_at predicted protein of unknown functio--- AT4G02530 -1.64 -0.72 -5.27 0.00131 0.009748 -1.01
247865_at Expressed protein ; supported by fu--- AT5G57815 1.48 0.56 5.27 0.001313 0.009757 -1.01
255821_at putative initiator tRNA phosphoribos--- AT2G40570 1.54 0.63 5.27 0.001313 0.009757 -1.01
255041_at  putative protein hypothetical protein--- AT4G09620 1.66 0.73 5.27 0.001314 0.00976 -1.01
258966_at putative DNA gyrase subunit A simi --- AT3G10690 2.19 1.13 5.27 0.001314 0.00976 -1.01
267101_at putative peroxidase --- AT2G41480 1.80 0.85 5.27 0.001315 0.00976 -1.01
265742_at putative ribose 5-phosphate isomer --- AT2G01290 1.87 0.90 5.27 0.001316 0.009763 -1.01
266552_at unknown protein ; supported by cDNAGP16 AT2G46330 -1.86 -0.90 -5.27 0.001316 0.009765 -1.01
252271_s_a putative protein CGI-141 protein- H--- AT3G49420 / 1.42 0.51 5.27 0.001317 0.009768 -1.01
264323_at putative dimethylaniline monooxyge--- AT1G04180 -4.52 -2.18 -5.27 0.001318 0.009768 -1.01
245644_at unknown protein similar to putative --- AT1G25320 -1.64 -0.71 -5.27 0.001319 0.009772 -1.01
254073_at  splicing factor At-SRp40 contains ERSP35 AT4G25500 1.56 0.64 5.27 0.001319 0.009772 -1.01
263785_at unknown protein  ; supported by cD--- AT2G46390 1.56 0.64 5.26 0.001324 0.009802 -1.02
262558_at Expressed protein ; supported by fu--- AT1G31335 -1.59 -0.67 -5.26 0.001324 0.009802 -1.02
262531_at putative leucine-rich receptor protei --- AT1G17230 / -1.78 -0.84 -5.26 0.001325 0.009802 -1.02
255557_at hypothetical protein  ; supported by --- AT4G01990 1.96 0.97 5.26 0.001325 0.009802 -1.02
254002_at  steroid sulfotransferase - like prote --- AT4G26280 -1.39 -0.48 -5.26 0.001326 0.009802 -1.02
256016_at hypothetical protein predicted by ge--- AT1G19240 1.63 0.71 5.26 0.001326 0.009802 -1.02
245730_at unknown protein ;supported by full-l--- AT1G73470 -1.47 -0.56 -5.26 0.001326 0.009802 -1.02
258064_at putative cytochrome P450 similar toCYP72A14 AT3G14680 3.12 1.64 5.26 0.001327 0.009803 -1.02
253359_at  putative protein kinase protein kina --- AT4G33080 1.67 0.74 5.26 0.001331 0.00982 -1.02
248594_at unknown protein  ; supported by full--- AT5G49210 1.90 0.93 5.26 0.001331 0.00982 -1.02
264517_at hypothetical protein predicted by ge--- AT1G10120 -1.77 -0.82 -5.26 0.001333 0.009827 -1.02



266845_at unknown protein --- AT2G26110 -2.01 -1.01 -5.26 0.001334 0.009831 -1.03
248008_at transcription factor NtWRKY4-like ; WRKY2 AT5G56270 1.86 0.90 5.26 0.001335 0.009842 -1.03
265446_at unknown protein  ;supported by full---- AT2G37110 -1.54 -0.62 -5.26 0.001336 0.009842 -1.03
259047_at unknown protein DegP7 AT3G03380 1.40 0.49 5.25 0.001342 0.009884 -1.03
261230_at  beta tubulin 1, putative similar to G TUB5 AT1G20010 -1.47 -0.56 -5.25 0.001345 0.009899 -1.03
245599_at RING-H2 finger protein RHF1a RHF1A AT4G14220 1.93 0.95 5.25 0.001347 0.009911 -1.04
245084_at putative MYB family transcription fa AtMYB70 AT2G23290 -2.08 -1.06 -5.25 0.001348 0.009916 -1.04
260912_at ATP-dependent Clp protease proteoCLPP5 AT1G02560 1.46 0.55 5.25 0.00135 0.009927 -1.04
245147_at putative RAD51C-like DNA repair p ATRAD51CAT2G45280 2.25 1.17 5.24 0.001351 0.009931 -1.04
267523_at unknown protein --- AT2G30600 -1.57 -0.65 -5.24 0.001351 0.009931 -1.04
267620_at  putative beta-1,3-glucanase   --- AT2G39640 -1.46 -0.55 -5.24 0.001352 0.009931 -1.04
253954_at  putative aconitase Pumpkin mRNA--- AT4G26970 1.96 0.97 5.24 0.001352 0.009931 -1.04
259984_at  putative RNA-binding protein conta--- AT1G76460 1.61 0.69 5.24 0.001353 0.009935 -1.04
255743_at unknown protein ; supported by cDN--- AT1G25375 -1.53 -0.61 -5.24 0.001356 0.009953 -1.04
252925_at  ES43 like protein ES43 protein - baSHL1 AT4G39100 1.70 0.76 5.24 0.001357 0.009958 -1.04
253459_at hypothetical protein --- AT4G32080 -1.41 -0.49 -5.24 0.001358 0.009958 -1.04
250174_at agp6 AGP6 AT5G14380 -1.45 -0.54 -5.24 0.001358 0.009958 -1.04
250829_at  disease resistance - like protein rppADR1-L2 AT5G04720 1.64 0.71 5.24 0.00136 0.009964 -1.05
260738_at hypothetical protein predicted by ge--- AT1G14990 1.48 0.56 5.24 0.00136 0.009964 -1.05
245986_at  protein kinase-like protein kinase 1 PBS1 AT5G13160 -1.42 -0.51 -5.24 0.00136 0.009964 -1.05
260548_at biotin synthase (Bio B)  ;supported bBIO2 AT2G43360 1.95 0.96 5.24 0.00136 0.009964 -1.05
254923_at protein phosphatase type 1 PP1BG TOPP7 AT4G11240 1.69 0.76 5.24 0.001363 0.009978 -1.05
252084_at  wax synthase-like protein wax synt AtSAT1 AT3G51970 -1.68 -0.75 -5.24 0.001364 0.009979 -1.05
260895_at unknown protein similar to unknown--- AT1G29250 2.29 1.20 5.24 0.001364 0.00998 -1.05
249268_at Expressed protein ; supported by cD--- AT5G41685 1.46 0.55 5.23 0.001367 0.009994 -1.05
254080_at fibrillarin 2 (AtFib2) identical to fibrillFIB2 AT4G25630 3.31 1.73 5.23 0.001369 0.010002 -1.05
245477_at hypothetical protein ARR2 AT4G16110 -1.54 -0.63 -5.23 0.001369 0.010002 -1.05
249529_at  putative protein predicted proteins, --- AT5G38730 1.87 0.90 5.23 0.001369 0.010002 -1.05
245618_at hypothetical protein --- AT4G14510 1.64 0.71 5.23 0.001374 0.01003 -1.06
256149_at  zinc finger protein, putative similar AtIDD7 AT1G55110 1.80 0.85 5.23 0.001374 0.010031 -1.06
249178_at putative protein similar to unknown SCP2 AT5G42890 1.47 0.56 5.23 0.001376 0.010043 -1.06
265816_s_aputative  elongation factor beta-1  ;s--- AT1G30230 / 1.75 0.81 5.23 0.001377 0.010046 -1.06
262749_at  lipase, putative contains Pfam profi--- AT1G28580 1.51 0.60 5.23 0.001379 0.010046 -1.06
250826_at unknown protein ; supported by cDN--- AT5G05220 -1.56 -0.64 -5.23 0.001379 0.010046 -1.06
257087_at  purple acid phosphatase, putative sPAP18 AT3G20500 1.63 0.70 5.23 0.001379 0.010046 -1.06



255469_at predicted OR23 protein of unknown--- AT4G03030 1.55 0.63 5.22 0.001381 0.010056 -1.06
248985_at GTP-binding protein-like; root hair d--- AT5G45160 1.45 0.53 5.22 0.001382 0.010059 -1.06
266261_at putative zinc finger protein  ;support--- AT2G27580 -1.39 -0.48 -5.22 0.001383 0.010059 -1.06
264803_at hypothetical protein predicted by ge--- AT1G08580 1.82 0.87 5.22 0.001383 0.010059 -1.06
245063_at Expressed protein ; supported by fu--- AT2G39795 2.69 1.43 5.22 0.001386 0.010074 -1.07
250928_at putative protein EIN2 AT5G03280 1.47 0.55 5.22 0.001386 0.010074 -1.07
258126_at hypothetical protein predicted by ge--- AT3G24490 1.58 0.66 5.22 0.001388 0.01008 -1.07
263136_at  trehalose-6-phosphate synthase, p ATTPS1 AT1G78580 -1.53 -0.62 -5.22 0.00139 0.010093 -1.07
255933_at  membrane protein, putative similar ATRBL6 AT1G12750 -1.95 -0.97 -5.22 0.001391 0.010093 -1.07
259895_at unknown protein ;supported by full-lPFI AT1G71440 -1.45 -0.53 -5.22 0.001391 0.010093 -1.07
247361_at unknown protein  ;supported by full---- AT5G63480 -1.72 -0.78 -5.22 0.001393 0.010107 -1.07
266561_at unknown protein --- AT2G23960 -1.43 -0.51 -5.22 0.001394 0.010107 -1.07
250554_at unknown protein  ;supported by full---- AT5G07900 1.52 0.61 5.21 0.001395 0.010107 -1.07
253019_at  putative protein crp1-hcf111 allele,e--- AT4G38010 1.49 0.58 5.21 0.001395 0.010107 -1.07
247885_at putative protein similar to unknown --- AT5G57830 -1.98 -0.99 -5.21 0.001398 0.010123 -1.08
246153_s_aRAN1 small Ras-like GTP-binding nRAN-1 AT5G20010 / 2.02 1.01 5.21 0.001399 0.010127 -1.08
255878_at putative bZIP transcription factor co --- AT2G40620 -1.88 -0.91 -5.21 0.001399 0.010127 -1.08
254087_at  brefeldin A-sensitive Golgi protein ---- AT4G24840 -1.41 -0.50 -5.21 0.001403 0.010154 -1.08
256870_at  cytochrome P450, putative contain CYP71B34 AT3G26300 2.19 1.13 5.21 0.001404 0.010158 -1.08
261566_at unknown protein ;supported by full-l--- AT1G33230 -1.70 -0.77 -5.21 0.001409 0.010179 -1.08
261201_at unknown protein ;supported by full-l--- AT1G12850 -1.54 -0.63 -5.20 0.00141 0.010179 -1.09
264248_at hypothetical protein predicted by ge--- AT1G78700 -1.78 -0.83 -5.20 0.00141 0.010179 -1.09
265149_at unknown protein ; supported by full---- AT1G51400 -1.60 -0.67 -5.20 0.00141 0.010179 -1.09
246865_s_a eukaryotic translation initiation factoTIF3B1 AT5G25780 / 1.38 0.47 5.20 0.001411 0.010184 -1.09
259688_at  membrane protein, putative similar ATRBL2 AT1G63120 -1.89 -0.92 -5.20 0.001412 0.010186 -1.09
246632_at hypothetical protein similar to putati --- AT1G29710 1.55 0.64 5.20 0.001415 0.010205 -1.09
255586_at hypothetical protein  ;supported by fMEE49 AT4G01560 2.05 1.03 5.20 0.001416 0.010205 -1.09
250769_at putative protein similar to unknown --- AT5G05680 2.12 1.08 5.20 0.001416 0.010206 -1.09
245242_at chlorophyll a oxygenase identical toCH1 AT1G44446 -1.73 -0.79 -5.20 0.001418 0.010213 -1.09
246447_at  putative protein SART-1 protein - HDOT2 AT5G16780 1.58 0.66 5.20 0.001419 0.010213 -1.09
250891_at  fatty acid elongase - like protein KCKCS19 AT5G04530 -1.67 -0.74 -5.20 0.001419 0.010213 -1.09
263930_at hypothetical protein predicted by ge--- AT2G36300 -1.52 -0.60 -5.20 0.001419 0.010213 -1.09
253812_at  putative wound induced protein wo --- AT4G28240 -1.63 -0.70 -5.20 0.001421 0.01022 -1.09
259840_at photosystem I subunit VI precursor PSAH2 AT1G52230 -1.68 -0.75 -5.20 0.001423 0.01023 -1.10
258773_at hypothetical protein predicted by ge--- AT3G10730 -1.37 -0.46 -5.20 0.001423 0.01023 -1.10



262297_at hypothetical protein similar to hypot --- AT1G27600 -1.41 -0.50 -5.19 0.001425 0.010238 -1.10
259245_at  unknown protein predicted by gene--- AT3G07660 1.62 0.69 5.19 0.001429 0.01026 -1.10
247549_at putative transcription factor MYB28 MYB28 AT5G61420 1.97 0.98 5.19 0.00143 0.010263 -1.10
262770_at hypothetical protein predicted by ge--- AT1G13190 -1.92 -0.94 -5.19 0.00143 0.010263 -1.10
266228_at unknown protein  ; supported by fullCXIP4 AT2G28910 1.64 0.71 5.19 0.001432 0.010265 -1.10
256873_at  cytochrome P450, putative contain CYP71B34 AT3G26300 / 1.56 0.64 5.19 0.001434 0.010276 -1.10
253612_at  putative protein D-ribulokinase - Kle--- AT4G30310 -1.47 -0.56 -5.19 0.001434 0.010276 -1.10
261628_at hypothetical protein predicted by ge--- AT1G50000 1.43 0.52 5.19 0.001435 0.010276 -1.11
248669_at putative protein contains similarity to--- AT5G48730 1.85 0.89 5.19 0.001436 0.010283 -1.11
254594_at putative protein --- AT4G18930 1.96 0.97 5.19 0.001437 0.010283 -1.11
256516_at  receptor protein kinase (TMK1), puTMK1 AT1G66150 -1.98 -0.99 -5.19 0.001438 0.010283 -1.11
260823_at hypothetical  protein predicted by geDRIP1 AT1G06770 1.49 0.57 5.19 0.001438 0.010283 -1.11
259257_at unknown protein  ;supported by full---- AT3G07760 1.60 0.68 5.18 0.001443 0.010313 -1.11
259545_at hypothetical protein ; supported by cAAE1 AT1G20560 1.53 0.62 5.18 0.001446 0.010326 -1.11
262055_at unknown protein ; supported by full---- AT1G79970 1.45 0.53 5.18 0.001447 0.010326 -1.11
258379_at  putative decarboxilase similar to 5- --- AT3G16700 -1.83 -0.87 -5.18 0.001447 0.010326 -1.11
255505_at SAR1/GTP-binding secretory factor ATSAR2 AT4G02080 1.50 0.59 5.18 0.001447 0.010327 -1.11
245639_at unknown protein contains similarity --- AT1G25260 2.11 1.08 5.18 0.001448 0.010327 -1.12
260968_at hypothetical protein predicted by ge--- AT1G12250 -1.63 -0.70 -5.18 0.001449 0.010327 -1.12
250355_at  putative protein predicted protein, A--- AT5G11700 -1.63 -0.71 -5.18 0.001453 0.010353 -1.12
246120_at  tetratricopeptide repeat protein tetr --- AT5G20360 1.65 0.72 5.18 0.001454 0.010353 -1.12
248255_at ATP-dependent Clp protease ATP-bCLPX AT5G53350 1.59 0.67 5.17 0.001455 0.010355 -1.12
260444_at unknown protein  ;supported by full---- AT1G68300 1.57 0.65 5.17 0.001455 0.010355 -1.12
257141_at  60S ribosomal protein L34, putative--- AT3G28900 2.16 1.11 5.17 0.001456 0.010355 -1.12
267315_at putative CCAAT-binding transcriptioNF-YA4 AT2G34720 1.91 0.93 5.17 0.001456 0.010355 -1.12
257780_at hypothetical protein predicted by ge--- AT3G27100 1.64 0.71 5.17 0.001456 0.010355 -1.12
258656_at putative Ras-like GTP-binding proteATRABE1EAT3G09900 1.80 0.85 5.17 0.001458 0.01036 -1.12
255474_at  coded for by A. thaliana cDNA T75 --- AT4G02480 1.51 0.60 5.17 0.00146 0.010374 -1.12
253814_at putative protein  ;supported by full-le--- AT4G28290 -1.91 -0.94 -5.17 0.00146 0.010374 -1.12
253782_at hypothetical protein --- AT4G28590 1.40 0.49 5.17 0.001463 0.010389 -1.13
258701_at  putative RNA helicase similar to RN--- AT3G09720 2.04 1.03 5.17 0.001464 0.010397 -1.13
260283_at  hypothetical protein predicted by gePTAC17 AT1G80480 1.39 0.47 5.17 0.001467 0.010412 -1.13
250421_at putative protein OCP3 AT5G11270 1.68 0.75 5.16 0.001471 0.010437 -1.13
256379_at hypothetical protein predicted by ge--- AT1G66840 1.80 0.85 5.16 0.001473 0.010445 -1.13
259735_at Expressed protein ; supported by fu--- AT1G64405 2.02 1.02 5.16 0.001476 0.010462 -1.14



247130_at putative protein contains similarity to--- AT5G66180 2.24 1.16 5.16 0.001477 0.010469 -1.14
266656_at putative CCCH-type zinc finger protATCTH AT2G25900 -1.80 -0.85 -5.16 0.001478 0.010473 -1.14
259471_at hypothetical protein contains similar--- AT1G19040 -1.38 -0.47 -5.16 0.001482 0.010492 -1.14
255070_at  isoamylase-like protein probable is ISA3 AT4G09020 1.45 0.54 5.16 0.001485 0.010513 -1.14
260441_at unknown protein  ;supported by full---- AT1G68260 -2.59 -1.37 -5.15 0.001488 0.010527 -1.14
256753_at unknown protein contains Pfam pro GHS1 AT3G27160 -1.66 -0.73 -5.15 0.001492 0.010549 -1.15
265530_at  12-oxophytodienoate-10,11-reductaOPR3 AT2G06050 -3.09 -1.63 -5.15 0.001494 0.010563 -1.15
249700_at 40S ribosomal protein S3  ; support --- AT5G35530 1.71 0.77 5.15 0.001495 0.010564 -1.15
266152_s_ahypothetical protein predicted by ge--- AT2G12050 / -1.44 -0.52 -5.15 0.001495 0.010564 -1.15
258425_at unknown protein --- AT3G16760 -1.39 -0.47 -5.15 0.001497 0.010572 -1.15
251801_at cytosolic triosephosphatisomerase  TPI AT3G55440 -1.37 -0.46 -5.15 0.001498 0.010579 -1.15
259896_at unknown protein ;supported by full-l--- AT1G71500 -1.56 -0.64 -5.15 0.0015 0.010585 -1.15
249466_at  ribosomal protein L5 - like ribosomaRPL5B AT5G39740 1.93 0.95 5.15 0.001501 0.010589 -1.15
260566_at cysteine synthase (cpACS1)  ;suppoOASB AT2G43750 -1.66 -0.73 -5.14 0.001502 0.010596 -1.16
254081_at  putative protein various predicted p--- AT4G25660 -1.63 -0.70 -5.14 0.001503 0.010597 -1.16
260311_at hypothetical protein predicted by ge--- AT1G70570 1.38 0.47 5.14 0.001505 0.010608 -1.16
264946_at hypothetical protein predicted by ge--- AT1G77010 1.64 0.72 5.14 0.001508 0.010625 -1.16
262272_at unknown protein ; supported by cDN--- AT1G42440 1.39 0.48 5.14 0.001514 0.010658 -1.16
249553_at  receptor serine/threonine protein ki --- AT5G38260 1.79 0.84 5.14 0.001515 0.010663 -1.16
248103_at ubiquitin-like protein SMT3-like  ; suSUMO2 AT5G55160 1.85 0.89 5.14 0.001516 0.010663 -1.16
261490_at  tumor suppressor, putative similar tSAC52 AT1G14320 1.75 0.81 5.14 0.001516 0.010663 -1.16
256513_at unknown protein similar to phosphoSGR2 AT1G31480 1.47 0.56 5.14 0.001516 0.010663 -1.17
256404_at unknown protein similar to far-red imFRS7 AT3G06250 1.76 0.81 5.13 0.00152 0.010683 -1.17
265141_at hypothetical protein predicted by ge--- AT1G51350 1.52 0.61 5.13 0.001522 0.01069 -1.17
250858_at  I-box binding factor - like protein I-b--- AT5G04760 1.84 0.88 5.13 0.001522 0.010692 -1.17
247648_at  laccase - like protein laccase LAC2LAC17 AT5G60020 -1.59 -0.67 -5.13 0.001523 0.010692 -1.17
247015_at protease-like --- AT5G66960 1.72 0.78 5.13 0.001524 0.010694 -1.17
265154_at  putative GTP-binding protein, ERG--- AT1G30960 2.21 1.15 5.13 0.001525 0.010696 -1.17
260587_at unknown protein ; supported by cDN--- AT1G53210 -1.54 -0.62 -5.13 0.001525 0.010696 -1.17
266554_s_aeukaryotic translation initiation facto--- AT2G46280 / 1.67 0.74 5.13 0.001529 0.010721 -1.17
245123_at unknown protein  ; supported by cDCAO AT2G47450 -1.59 -0.67 -5.13 0.001531 0.010729 -1.18
264045_at putative GTP cyclohydrolase --- AT2G22450 1.46 0.55 5.13 0.001532 0.010731 -1.18
251327_at  prolyl aminopeptidase-like protein p--- AT3G61540 1.38 0.47 5.12 0.00154 0.010782 -1.18
245747_at hypothetical protein predicted by ge--- AT1G51100 1.77 0.83 5.12 0.001542 0.010797 -1.18
246436_at  putative protein cisplatin resistance--- AT5G17440 1.42 0.50 5.12 0.001543 0.010799 -1.18



264878_at unknown protein --- AT2G17410 1.41 0.50 5.12 0.001544 0.010805 -1.19
246699_at  putative protein predicted proteins, --- AT5G27990 1.80 0.85 5.12 0.001548 0.010815 -1.19
253867_at  putative protein tRNA nucleotidyltra--- AT4G27490 1.97 0.98 5.12 0.001548 0.010815 -1.19
247013_at putative protein strong similarity to uBT4 AT5G67480 -2.07 -1.05 -5.12 0.001548 0.010815 -1.19
261864_s_a10-formyltetrahydrofolate synthetas THFS AT1G50480 / 1.54 0.63 5.12 0.00155 0.010821 -1.19
257487_at hypothetical protein predicted by ge--- AT1G71850 2.17 1.12 5.12 0.00155 0.010821 -1.19
266237_at  DNA-directed RNA polymerase 14 ATRPC14 AT2G29540 1.93 0.95 5.11 0.001557 0.010862 -1.19
253717_at  putative protein putative suppresso--- AT4G29440 -1.49 -0.58 -5.11 0.001558 0.01087 -1.20
255660_at Expressed protein ; supported by fu--- AT4G00755 1.58 0.66 5.11 0.001559 0.010872 -1.20
250716_at sucrose transporter protein ATSUC9 AT5G06170 -1.46 -0.54 -5.11 0.00156 0.010872 -1.20
253336_at  putative protein Caenorhabditis eleEIF3K AT4G33250 1.55 0.63 5.11 0.00156 0.010872 -1.20
248718_at farnesyl diphosphate synthase precFPS1 AT5G47770 -1.93 -0.95 -5.11 0.001563 0.010891 -1.20
257816_at  glycosyl transferase, putative contaQUA1 AT3G25140 -1.56 -0.65 -5.11 0.001564 0.010892 -1.20
258192_at  putative terpene synthase-related p--- AT3G29110 -1.41 -0.49 -5.11 0.001565 0.010898 -1.20
251476_at  putative protein hypothetical protein--- AT3G59670 1.99 0.99 5.11 0.001566 0.010898 -1.20
249811_at unknown protein  ;supported by full---- AT5G23760 1.42 0.51 5.11 0.001568 0.010908 -1.20
251037_at  putative protein oxysterol-binding pUNE18 AT5G02100 1.88 0.91 5.10 0.00157 0.010914 -1.20
250609_at peptide methionine sulfoxide reductPMSR3 AT5G07470 1.44 0.53 5.10 0.00157 0.010914 -1.20
261434_at  receptor-like serine/threonine kinas--- AT1G07650 -1.85 -0.89 -5.10 0.001571 0.010917 -1.20
263351_at hypothetical protein predicted by gra--- AT2G22120 1.37 0.46 5.10 0.001571 0.010917 -1.20
245255_at COP9 protein ; supported by cDNA COP9 AT4G14110 1.52 0.61 5.10 0.001572 0.010917 -1.20
257832_at  light regulated protein, putative simCCL AT3G26740 1.47 0.55 5.10 0.001573 0.010917 -1.21
266396_at unknown protein --- AT2G38790 1.82 0.87 5.10 0.001574 0.010922 -1.21
258455_at unknown protein  ;supported by full---- AT3G22440 1.82 0.87 5.10 0.001574 0.010922 -1.21
261088_at  DNA-binding protein, putative simil --- AT1G07590 1.63 0.70 5.10 0.001576 0.010931 -1.21
250041_at  putative protein p53 inducible protePIR121 AT5G18410 -1.38 -0.47 -5.10 0.001578 0.010938 -1.21
266813_at unknown protein --- AT2G44920 -1.65 -0.72 -5.10 0.001581 0.010952 -1.21
255767_at  ribosomal protein L20, putative sim--- AT1G16740 1.50 0.58 5.10 0.001582 0.010952 -1.21
261513_at  unknown protein contains Pfam pro--- AT1G71840 1.57 0.65 5.10 0.001582 0.010953 -1.21
247335_at RNA helicase --- AT5G63630 1.52 0.60 5.10 0.001583 0.010957 -1.21
267506_at unknown protein  ;supported by full---- AT2G45520 1.44 0.53 5.10 0.001585 0.010963 -1.21
245773_at hypothetical protein predicted by ge--- AT1G30290 1.51 0.59 5.09 0.001585 0.010963 -1.21
262848_at unknown protein ; supported by cDNBPC2 AT1G14685 -1.52 -0.60 -5.09 0.001586 0.010963 -1.21
265295_at putative DNA replication licensing faMCM9 AT2G14050 1.63 0.71 5.09 0.001587 0.010966 -1.21
255688_at putative RNA helicase similar to AT --- AT4G00660 1.49 0.57 5.09 0.001589 0.010975 -1.22



259889_at predicted protein ; supported by cD --- AT1G76405 1.79 0.84 5.09 0.001589 0.010975 -1.22
267011_at unknown protein --- AT2G39230 1.73 0.79 5.09 0.001591 0.010984 -1.22
257802_at unknown protein --- AT3G18770 1.71 0.77 5.09 0.001592 0.010985 -1.22
261578_at  acidic ribosomal protein, putative s --- AT1G01100 1.71 0.77 5.09 0.001593 0.010986 -1.22
264913_at hypothetical protein predicted by ge--- AT1G60770 1.99 0.99 5.09 0.001596 0.010999 -1.22
264887_at  unknown protein similar to ripening --- AT1G23120 1.87 0.91 5.09 0.001596 0.010999 -1.22
263334_at putative nonsense-mediated mRNA--- AT2G03820 1.50 0.59 5.09 0.001597 0.011004 -1.22
251658_at putative protein strictosidine syntha --- AT3G57020 -2.65 -1.41 -5.09 0.001599 0.011007 -1.22
252312_at  hypothetical protein SF16 protein, Hiqd15 AT3G49380 -1.62 -0.69 -5.09 0.001599 0.011007 -1.22
249658_s_aN-glyceraldehyde-2-phosphotransfe--- AT5G36700 / -1.79 -0.84 -5.08 0.001603 0.01103 -1.23
250457_at splicing factor-like protein  ; support --- AT5G09880 1.54 0.63 5.08 0.001603 0.01103 -1.23
264568_at putative O-GlcNAc transferase simi --- AT1G05150 -1.67 -0.74 -5.08 0.001604 0.01103 -1.23
247206_at putative protein similar to unknown --- AT5G64950 1.35 0.43 5.08 0.001604 0.011031 -1.23
263438_at unknown protein --- AT2G28660 1.68 0.75 5.08 0.001606 0.011042 -1.23
245796_at unknown protein similar to unknownRCD1 AT1G32230 1.51 0.59 5.08 0.001607 0.011046 -1.23
263431_at unknown protein  ;supported by full---- AT2G22170 -13.63 -3.77 -5.08 0.001608 0.011048 -1.23
248747_at ribosomal protein S27 ;supported by--- AT5G47930 1.76 0.81 5.08 0.001609 0.011054 -1.23
267259_at Expressed protein ; supported by fu--- AT2G23090 / 1.54 0.62 5.08 0.001612 0.011067 -1.23
259056_at hypothetical protein similar to Ku70---- AT3G03420 1.64 0.72 5.08 0.001612 0.011067 -1.23
250714_at sorting nexin-like protein SNX1 AT5G06140 1.58 0.66 5.08 0.001613 0.011068 -1.23
256094_at hypothetical protein predicted by geSAUL1 AT1G20780 -1.50 -0.59 -5.08 0.001614 0.011068 -1.23
251858_at  aquaporin MIP - like protein aquapoPIP2;5 AT3G54820 -1.97 -0.98 -5.08 0.001614 0.011068 -1.23
245794_at  endoxyloglucan transferase, putativXTR4 AT1G32170 -1.69 -0.76 -5.08 0.001614 0.011068 -1.23
251518_at  putative protein protein CG15643 - --- AT3G59390 1.52 0.61 5.08 0.001616 0.011073 -1.23
258229_at unknown protein contains Pfam pro --- AT3G27700 1.44 0.53 5.08 0.001619 0.011095 -1.24
262703_at putative auxin-induced protein simil --- AT1G16510 1.85 0.89 5.07 0.001624 0.011119 -1.24
258726_at Expressed protein ; supported by fu--- AT3G11745 1.44 0.52 5.07 0.001625 0.011122 -1.24
249582_at calmodulin 1 (CAM1)  ; supported bCAM1 AT5G37780 1.63 0.71 5.07 0.001626 0.011127 -1.24
250649_at thioredoxin-like  ; supported by cDNWCRKC1 AT5G06690 -1.59 -0.67 -5.07 0.001626 0.011127 -1.24
261532_at  amino acid permease, putative sim--- AT1G71680 -1.45 -0.54 -5.07 0.001627 0.011129 -1.24
251209_at putative protein several hypothetica --- AT3G62890 1.65 0.73 5.07 0.001628 0.011134 -1.24
255948_at hypothetical protein predicted by ge--- AT1G22060 -1.40 -0.48 -5.07 0.001629 0.011135 -1.24
250038_at  disease resistance protein -like dise--- AT5G18360 -1.80 -0.85 -5.07 0.001632 0.011146 -1.25
266806_at unknown protein  ;supported by full---- AT2G30000 1.66 0.73 5.06 0.001643 0.011219 -1.25
265316_at unknown protein --- AT2G20400 1.82 0.86 5.06 0.001645 0.011232 -1.25



249999_at  triacylglycerol lipase-like protein tria--- AT5G18640 2.14 1.10 5.06 0.001647 0.011242 -1.26
253275_at Expressed protein ; supported by fu--- AT4G34215 -1.57 -0.65 -5.06 0.001648 0.011246 -1.26
262701_at hypothetical protein predicted by ge--- AT1G16480 1.60 0.68 5.06 0.001649 0.011251 -1.26
257267_at unknown protein similar to TCP3 GBTCP4 AT3G15030 -1.56 -0.64 -5.06 0.00165 0.011252 -1.26
251360_at  putative protein embryonic abunda --- AT3G61210 -1.47 -0.55 -5.06 0.001651 0.011252 -1.26
263242_at unknown protein --- AT2G31400 1.54 0.62 5.06 0.001652 0.011261 -1.26
262068_at  splicing factor Prp8, putative simila SUS2 AT1G80070 1.77 0.83 5.06 0.001654 0.011271 -1.26
258392_at  anther development protein, ATA20ATA20 AT3G15400 -1.70 -0.76 -5.05 0.001656 0.011274 -1.26
255929_at hypothetical protein predicted by ge--- AT1G12650 1.59 0.67 5.05 0.001656 0.011274 -1.26
252385_at  putative protein Vps29, SchizosaccMAG1 AT3G47810 1.44 0.52 5.05 0.001656 0.011274 -1.26
266812_at putative protein kinase contains a p --- AT2G44830 -1.72 -0.78 -5.05 0.001657 0.011275 -1.26
245738_at  nucellin, putative similar to nucellin --- AT1G44130 1.98 0.98 5.05 0.001658 0.011281 -1.26
246514_at DNA-directed RNA polymerase (mit--- AT5G15700 1.89 0.92 5.05 0.001659 0.011283 -1.26
246794_s_a putative protein predicted proteins, --- AT5G06350 / 2.20 1.14 5.05 0.00166 0.011283 -1.26
256173_at unknown protein --- AT1G51730 1.42 0.50 5.05 0.001666 0.011322 -1.27
259769_at  RNA-binding protein MEI2, putativeAML5 AT1G29400 1.89 0.92 5.05 0.001668 0.011334 -1.27
263534_at putative steroid binding protein  ;supAtMAPR2 AT2G24940 / 1.57 0.65 5.05 0.001671 0.011352 -1.27
261684_at hypothetical protein predicted by ge--- AT1G47400 -4.11 -2.04 -5.04 0.001674 0.011359 -1.27
256008_s_a allinase, putative similar to allinase --- AT1G34040 / 1.50 0.59 5.04 0.001674 0.011359 -1.27
245899_at putative protein ALF4 AT5G11030 1.51 0.59 5.04 0.001675 0.011359 -1.27
256948_at unknown protein --- AT3G18930 1.45 0.54 5.04 0.001675 0.011359 -1.27
247265_at putative protein strong similarity to uCPuORF22AT5G64550 / 2.45 1.30 5.04 0.001675 0.011359 -1.27
261720_at hypothetical protein similar to hypot HDA08 AT1G08460 1.99 1.00 5.04 0.001681 0.011395 -1.28
259700_at unknown protein --- AT1G68980 1.36 0.45 5.04 0.001684 0.01141 -1.28
256728_at  glutamyl-tRNA amidotransferase su--- AT3G25660 -1.77 -0.83 -5.04 0.001685 0.01141 -1.28
252379_at  ABC-type transport protein-like pro ATH1 AT3G47730 1.53 0.61 5.04 0.001685 0.01141 -1.28
253524_at predicted protein  ; supported by cD--- AT4G31430 1.54 0.62 5.04 0.001686 0.011412 -1.28
257310_at  ATP-dependent RNA helicase, puta--- AT3G26560 1.56 0.64 5.04 0.001687 0.011412 -1.28
258381_at kinesin-like protein similar to mitoticKINESIN-13AT3G16630 -1.56 -0.64 -5.04 0.001688 0.011412 -1.28
250426_at  ovule development protein - like ovAIL6 AT5G10510 -1.43 -0.52 -5.04 0.001688 0.011412 -1.28
264996_at  nuclear matrix constituent protein 1LINC1 AT1G67230 -1.61 -0.68 -5.04 0.001688 0.011412 -1.28
256125_at  pathogenesis-related group 5 proteATLP-1 AT1G18250 -1.79 -0.84 -5.04 0.00169 0.011421 -1.28
263847_at putative glucosyltransferase  ; supp --- AT2G36970 4.44 2.15 5.03 0.001695 0.011436 -1.29
250190_at  ribosomal protein precursor - like ri --- AT5G14320 -1.46 -0.54 -5.03 0.001695 0.011436 -1.29
265739_at unknown protein  ; supported by cDAtQSOX2 AT2G01270 1.37 0.45 5.03 0.001695 0.011436 -1.29



248146_at translation initiation factor-like prote --- AT5G54940 1.48 0.57 5.03 0.001696 0.011436 -1.29
264295_at hypothetical protein predicted by ge--- AT1G78740 -1.38 -0.46 -5.03 0.001698 0.011446 -1.29
258143_at hypothetical protein --- AT3G18170 -1.89 -0.92 -5.03 0.001701 0.011462 -1.29
267130_at hypothetical protein predicted by ge--- AT2G23390 1.77 0.83 5.03 0.001701 0.011462 -1.29
247328_at unknown protein  ;supported by full---- AT5G64130 -1.88 -0.91 -5.03 0.001702 0.011462 -1.29
254549_at putative protein various predicted pr--- AT4G19880 1.78 0.83 5.03 0.001702 0.011462 -1.29
262261_at  CLE17, putative CLAVATA3/ESR-RCLE17 AT1G70895 -1.61 -0.69 -5.03 0.001703 0.011462 -1.29
250935_at polyubiquitin (UBQ3) identical to GI UBQ3 AT5G03240 1.97 0.98 5.03 0.001704 0.011466 -1.29
263255_at  unknown protein similar to steroid r--- AT1G10490 1.74 0.80 5.03 0.001704 0.011467 -1.29
264014_at putative auxin-regulated protein --- AT2G21210 3.67 1.87 5.03 0.001705 0.011467 -1.29
262625_at hypothetical protein predicted by ge--- AT1G06440 1.40 0.49 5.03 0.00171 0.011496 -1.30
250981_at  receptor like protein kinase recepto--- AT5G03140 -1.75 -0.81 -5.02 0.001711 0.011496 -1.30
258285_at photosystem I subunit VI precursor PSAH-1 AT3G16140 -1.41 -0.50 -5.02 0.001711 0.011496 -1.30
264019_at cyclophilin (CYP2) Same as GB: AF--- AT2G21130 1.64 0.71 5.02 0.001712 0.011496 -1.30
247771_at  Ran binding protein 1 homolog - likRANBP1 AT5G58590 1.57 0.65 5.02 0.001712 0.011496 -1.30
251372_at putative protein  ;supported by full-le--- AT3G60520 1.67 0.74 5.02 0.001713 0.011496 -1.30
266814_at homeodomain transcription factor (AATHB4 AT2G44910 -1.36 -0.44 -5.02 0.001713 0.011496 -1.30
246923_at  putative multispanning membrane p--- AT5G25100 -1.63 -0.71 -5.02 0.001713 0.011496 -1.30
261286_at unknown protein ; supported by cDN--- AT1G35780 -1.68 -0.75 -5.02 0.001714 0.011498 -1.30
249028_at DNA-damage-inducible protein P  ; POLH AT5G44740 1.66 0.74 5.02 0.001718 0.01152 -1.30
261930_at  alcohol dehydrogenase ADH, putat--- AT1G22440 1.79 0.84 5.02 0.00172 0.01153 -1.30
260029_at  endoplasmic reticulum alpha-mann--- AT1G30000 -1.42 -0.51 -5.02 0.001724 0.01155 -1.30
258254_at unknown protein contains Pfam pro --- AT3G26780 / 1.72 0.78 5.02 0.001725 0.011554 -1.31
251007_at  ribosomal protein L35 - like ribosom--- AT5G02610 1.62 0.70 5.02 0.001726 0.011554 -1.31
247585_at  putative protein predicted proteins, --- AT5G60680 -1.69 -0.76 -5.02 0.001727 0.011556 -1.31
261986_s_a cytochrome P450, putative similar tCYP76C5 AT1G33720 / -3.01 -1.59 -5.01 0.001729 0.011562 -1.31
262161_at  signal peptidase subunit, putative s--- AT1G52600 1.45 0.53 5.01 0.001729 0.011562 -1.31
251500_at  receptor-like protein kinase recepto--- AT3G59110 -1.46 -0.55 -5.01 0.001729 0.011562 -1.31
251270_at putative protein --- AT3G62370 -1.83 -0.87 -5.01 0.001731 0.011564 -1.31
260644_at hypothetical protein contains similar--- AT1G53290 -1.66 -0.73 -5.01 0.001731 0.011564 -1.31
266628_at unknown protein --- AT2G35330 1.40 0.49 5.01 0.001732 0.011565 -1.31
257144_at  glucose-6-phosphate 1-dehydrogenG6PD5 AT3G27300 1.45 0.54 5.01 0.001734 0.011577 -1.31
258979_at heat-shock protein (At-hsc70-3) ide --- AT3G09440 -2.22 -1.15 -5.01 0.001735 0.011579 -1.31
254145_at hypothetical protein --- AT4G24700 2.36 1.24 5.01 0.001739 0.011599 -1.31
247520_at  cytochrome c oxidase subunit - like--- AT5G61310 2.07 1.05 5.01 0.00174 0.011604 -1.32



258139_at  heat shock transcription factor HSFHSFC1 AT3G24520 1.68 0.75 5.01 0.001741 0.011608 -1.32
245307_at gibberellin oxidase-like protein non- --- AT4G16770 -1.59 -0.67 -5.01 0.001744 0.011621 -1.32
255759_at hypothetical protein predicted by ge--- AT1G16790 1.51 0.60 5.01 0.001744 0.011621 -1.32
261278_at hypothetical protein predicted by geDGL AT1G05800 -1.45 -0.53 -5.01 0.001745 0.011627 -1.32
248132_at SGP1 monomeric G-protein (emb|CSGP1 AT5G54840 1.85 0.88 5.01 0.001746 0.011629 -1.32
254711_at putative protein --- AT4G18060 -1.57 -0.65 -5.01 0.001747 0.011629 -1.32
254218_at  putative receptor kinase receptor-li --- AT4G23740 -1.53 -0.61 -5.00 0.001751 0.011656 -1.32
261204_s_aEukaryotic peptide chain release facERF1-2 AT1G12920 / 1.36 0.45 5.00 0.001755 0.011678 -1.32
262581_at  unknown protein ESTs gb|T22508, --- AT1G15370 -1.38 -0.46 -5.00 0.001756 0.011683 -1.33
265974_at unknown protein --- --- -1.98 -0.98 -5.00 0.001757 0.011683 -1.33
262699_at unknown protein --- AT1G75980 1.51 0.59 5.00 0.001758 0.011684 -1.33
245438_at growth regulator like protein --- AT4G16650 1.47 0.55 5.00 0.001758 0.011684 -1.33
255603_at hypothetical protein --- AT4G01040 -1.42 -0.50 -5.00 0.001759 0.011684 -1.33
251308_at putative protein several hypotheticaGAUT1 AT3G61130 -1.46 -0.55 -5.00 0.001761 0.011693 -1.33
264906_at putative mitochondrial phosphate tra--- AT2G17270 1.74 0.80 5.00 0.001761 0.011693 -1.33
252077_at putative protein several putative my--- AT3G51720 1.61 0.69 5.00 0.001764 0.011704 -1.33
250921_at Expressed protein ; supported by fu--- AT5G03460 1.69 0.76 5.00 0.001765 0.011704 -1.33
247612_at  ATPase - like protein ATPase, Sola--- AT5G60730 1.53 0.62 5.00 0.001766 0.011709 -1.33
247775_at  phosphoinositide-specific phospholPLC5 AT5G58690 -2.02 -1.02 -5.00 0.001767 0.011714 -1.33
250622_at putative transcription factor AP2 dom--- AT5G07310 -1.43 -0.51 -4.99 0.001771 0.011731 -1.33
256419_at RNA-binding protein similar to GI:82--- AT1G33470 -1.55 -0.63 -4.99 0.001772 0.011733 -1.34
250083_at glutathione S-transferase-like proteiATGSTF12 AT5G17220 -1.57 -0.65 -4.99 0.001772 0.011733 -1.34
247004_at putative protein similar to unknown DG1 AT5G67570 1.54 0.62 4.99 0.001773 0.011734 -1.34
267524_at unknown protein --- AT2G30600 -1.81 -0.86 -4.99 0.001774 0.011739 -1.34
250268_s_a putative protein putative secreted p--- AT5G12950 / 1.74 0.80 4.99 0.001781 0.011778 -1.34
259051_at  unknown protein similar to CGI-86 --- AT3G03330 1.52 0.61 4.99 0.001782 0.011785 -1.34
258542_at unknown protein --- AT3G07030 1.60 0.68 4.99 0.001785 0.011796 -1.34
246199_at putative protein ;supported by full-le--- AT4G36530 -1.83 -0.87 -4.99 0.001785 0.011796 -1.34
261911_at  ribosomal protein L7, putative simil --- AT1G80750 2.19 1.13 4.98 0.001787 0.011805 -1.34
257459_at unknown protein --- AT1G24040 1.49 0.57 4.98 0.001788 0.011807 -1.34
261208_at unknown protein ; supported by cDN--- AT1G12930 1.70 0.77 4.98 0.001789 0.01181 -1.35
245870_at hypothetical protein similar to hypot --- AT1G26300 -1.44 -0.53 -4.98 0.001791 0.011816 -1.35
246573_at  copper amine oxidase, putative sim--- AT1G31690 -1.74 -0.80 -4.98 0.001791 0.011816 -1.35
245708_at pectate lyase-like protein --- AT5G04310 -1.61 -0.69 -4.98 0.001793 0.011826 -1.35
256146_at  delta-adaptin, putative similar to dedelta-ADR AT1G48760 -1.44 -0.53 -4.98 0.001796 0.011838 -1.35



247124_at  prolyl 4-hydroxylase, alpha subunit --- AT5G66060 -1.43 -0.51 -4.98 0.001796 0.011838 -1.35
264702_at hypothetical protein contains similar--- AT1G70190 1.56 0.64 4.98 0.001797 0.011838 -1.35
252377_at  putative peptide transporter peptide--- AT3G47960 -1.68 -0.75 -4.98 0.001798 0.011846 -1.35
256220_at unknown protein --- AT1G56230 1.65 0.72 4.98 0.0018 0.011855 -1.35
265253_at putative peptide/amino acid transpo--- AT2G02020 -1.42 -0.50 -4.98 0.001802 0.011862 -1.35
250060_at  chromo domain protein polycomb-l TFL2 AT5G17690 1.60 0.68 4.98 0.001803 0.011863 -1.35
260928_at hypothetical protein similar to putati GATL5 AT1G02720 -1.50 -0.58 -4.98 0.001803 0.011863 -1.35
250011_at  putative protein crp1 protein, maize--- AT5G18475 -1.42 -0.51 -4.98 0.001804 0.011863 -1.35
255901_at  GDP-L-fucose synthetase, putativeGER2 AT1G17890 -1.85 -0.89 -4.98 0.001804 0.011863 -1.35
262298_at unknown protein Similar to gb|AF15--- AT1G27530 1.39 0.48 4.98 0.001806 0.011867 -1.36
254011_at  putative protein transcription termin--- AT4G26370 1.55 0.63 4.98 0.001806 0.011867 -1.36
255000_at S18.A ribosomal protein  ;supportedRPS18C AT4G09800 1.82 0.87 4.97 0.001807 0.011867 -1.36
267519_at putative VP1/ABI3 family regulatoryHSI2 AT2G30470 -1.75 -0.80 -4.97 0.001807 0.011867 -1.36
247114_at unknown protein  ; supported by cD--- AT5G65910 -1.58 -0.66 -4.97 0.001807 0.011867 -1.36
253820_at hypothetical protein --- AT4G28370 1.47 0.55 4.97 0.001809 0.011873 -1.36
266846_at unknown protein --- AT2G25970 1.42 0.51 4.97 0.00181 0.011877 -1.36
249426_at  putative RNA helicase putative ATP--- AT5G39840 2.53 1.34 4.97 0.001814 0.0119 -1.36
256041_at unknown protein --- AT1G07230 1.68 0.75 4.97 0.001816 0.011906 -1.36
256622_at unknown protein AtHB34 AT3G28920 1.38 0.47 4.97 0.001819 0.01191 -1.36
250803_at putative protein contains similarity to--- AT5G04980 1.88 0.91 4.97 0.001819 0.01191 -1.36
247380_at 4-coumarate-CoA ligase-like protein--- AT5G63380 -1.69 -0.75 -4.97 0.001819 0.01191 -1.36
249829_at c-myc binding protein MM-1-like proPDF5 AT5G23290 1.47 0.56 4.97 0.001819 0.01191 -1.36
259110_at unknown protein --- AT3G05570 1.75 0.81 4.97 0.001819 0.01191 -1.36
249146_at putative protein contains similarity to--- AT5G43310 -1.45 -0.54 -4.97 0.001821 0.01191 -1.36
267161_at hypothetical protein predicted by ge--- AT2G37680 -1.42 -0.50 -4.97 0.001821 0.01191 -1.36
246193_at Expressed protein ; supported by fu--- --- 1.47 0.55 4.97 0.001823 0.011916 -1.37
250418_at  putative protein predicted proteins, --- AT5G11240 2.19 1.13 4.97 0.001823 0.011916 -1.37
256919_at hypothetical protein predicted by ge--- AT3G18970 1.55 0.63 4.97 0.001823 0.011916 -1.37
245597_at salt-inducible protein homolog --- AT4G14190 1.47 0.56 4.97 0.001824 0.011916 -1.37
258184_at  two-component phosphorelay med AHP1 AT3G21510 -1.74 -0.80 -4.96 0.001828 0.011941 -1.37
261582_at unknown protein ; supported by cDNGIF2 AT1G01160 1.44 0.53 4.96 0.001829 0.011941 -1.37
260747_at unknown protein ; supported by cDN--- AT1G78420 1.40 0.48 4.96 0.001831 0.011955 -1.37
260619_at  glyoxalase I, putative similar to GB --- AT1G08110 1.67 0.74 4.96 0.001833 0.011955 -1.37
251670_at  putative protein translation releasin--- AT3G57190 1.64 0.72 4.96 0.001833 0.011955 -1.37
248952_at putative protein similar to unknown --- AT5G45410 1.56 0.64 4.96 0.001833 0.011955 -1.37



253956_at fimbrin-like protein (ATFIM1)  ; suppFIM1 AT4G26700 -1.98 -0.98 -4.96 0.001834 0.011955 -1.37
248461_s_afumarate hydratase  ; supported by FUM1 AT2G47510 / -1.58 -0.66 -4.96 0.001835 0.011955 -1.37
257797_at hypothetical protein contains Pfam p--- AT3G15940 -1.55 -0.63 -4.96 0.001835 0.011955 -1.37
250406_at enhancer of rudimentary  ; supporteER AT5G10810 1.76 0.82 4.96 0.001838 0.011968 -1.37
263761_at putative fructose bisphosphate aldo --- AT2G21330 -1.73 -0.79 -4.96 0.001839 0.01197 -1.38
254845_at hydroxymethylglutaryl-CoA synthas MVA1 AT4G11820 -1.70 -0.76 -4.96 0.001839 0.011971 -1.38
256071_at  ubiquitin, putative similar to ubiquiti--- AT1G13640 1.84 0.88 4.96 0.00184 0.011973 -1.38
251008_at putative protein ;supported by full-le--- AT5G02710 1.61 0.68 4.95 0.001849 0.01202 -1.38
251794_at  mannose-1-phosphate guanylyltran--- AT3G55590 -1.42 -0.50 -4.95 0.001851 0.012026 -1.38
251098_at light-inducible protein ATLS1 --- AT5G01650 1.38 0.47 4.95 0.001851 0.012026 -1.38
260946_at hypothetical protein predicted by ge--- AT1G06010 1.58 0.66 4.95 0.001854 0.012044 -1.38
267347_at hypothetical protein predicted by ge--- AT2G39950 1.44 0.52 4.95 0.001856 0.012049 -1.39
266587_at unknown protein  ; supported by full--- AT2G14880 1.57 0.66 4.95 0.00186 0.012073 -1.39
267214_at unknown protein  ; supported by cD--- AT2G43970 1.70 0.76 4.95 0.001864 0.012095 -1.39
251078_at putative protein hypothetical protein--- AT5G01990 1.87 0.91 4.95 0.001865 0.012098 -1.39
257786_at hypothetical protein predicted by ge--- AT3G26990 1.71 0.77 4.95 0.001866 0.012099 -1.39
259816_at  RING-H2 finger protein RHY1a ide --- AT1G49850 1.50 0.58 4.94 0.001867 0.012102 -1.39
260201_at F12A21.27 hypothetical protein;sup--- AT1G67600 2.28 1.19 4.94 0.001867 0.012102 -1.39
258270_at putative lysophospholipase similar t --- AT3G15650 -2.48 -1.31 -4.94 0.001868 0.012103 -1.39
258994_at unknown protein similar to putative RAPTOR1 AT3G08850 1.42 0.50 4.94 0.00187 0.012111 -1.39
267304_at putative Fe(II) transport protein ZIP6 AT2G30080 1.66 0.73 4.94 0.001871 0.012113 -1.39
257395_at putative salt-inducible protein --- AT2G15630 1.70 0.76 4.94 0.001872 0.012113 -1.39
250045_at  putative protein mRNA (orf04), Ara --- AT5G17700 -1.86 -0.90 -4.94 0.001872 0.012113 -1.40
254965_at putative protein other hypothetical p--- AT4G11090 -1.41 -0.49 -4.94 0.001872 0.012113 -1.40
263320_at putative galactinol synthase  ;suppoAtGolS1 AT2G47180 -3.61 -1.85 -4.94 0.001873 0.012114 -1.40
248410_at putative protein similar to unknown --- AT5G51570 1.46 0.55 4.94 0.001874 0.012116 -1.40
245195_at  F12A21.13 putative photosystem IIPSBY AT1G67740 -1.47 -0.55 -4.94 0.001875 0.012116 -1.40
246021_at  ascorbate oxidase-like protein asco--- AT5G21100 1.89 0.92 4.94 0.001876 0.01212 -1.40
254349_at hypothetical protein --- AT4G22250 1.56 0.64 4.94 0.00188 0.012141 -1.40
248969_at unknown protein  ; supported by cD--- AT5G45310 2.38 1.25 4.94 0.001881 0.012141 -1.40
267298_at putative homeodomain transcriptionBLH4 AT2G23760 -1.75 -0.81 -4.94 0.001886 0.012168 -1.40
247065_s_adisease resistance protein-like --- AT5G66900 / 1.67 0.74 4.94 0.001886 0.012168 -1.40
267199_at hypothetical protein predicted by ge--- AT2G30990 -3.55 -1.83 -4.93 0.001888 0.012176 -1.40
248336_at unknown protein  ; supported by cD--- AT5G52420 1.91 0.94 4.93 0.001889 0.012176 -1.40
255830_at putative PRP19-like spliceosomal p --- AT2G33340 2.12 1.08 4.93 0.00189 0.012176 -1.41



248797_at putative protein similar to unknown --- AT5G47210 1.57 0.65 4.93 0.00189 0.012176 -1.41
247541_at  structural protein - like glycine-rich --- AT5G61660 -1.58 -0.66 -4.93 0.00189 0.012176 -1.41
264130_at hypothetical protein predicted by ge--- AT1G79160 1.64 0.71 4.93 0.001898 0.012226 -1.41
248746_at NADH dehydrogenase 10.5K chain---- AT5G47890 1.91 0.93 4.93 0.001899 0.012226 -1.41
250021_at casein kinase-like protein --- AT5G18190 -1.35 -0.43 -4.93 0.001907 0.012274 -1.42
251930_at putative protein several hypotheticaATRBL4 AT3G53780 1.62 0.69 4.92 0.00191 0.012284 -1.42
253092_at  putative protein various predicted p--- AT4G37380 1.99 0.99 4.92 0.00191 0.012284 -1.42
250920_at putative protein  ;supported by full-le--- AT5G03390 -2.03 -1.02 -4.92 0.00191 0.012284 -1.42
260359_at hypothetical protein predicted by ge--- AT1G69210 1.70 0.77 4.92 0.001911 0.012285 -1.42
247138_at 3-dehydroquinate synthase-like pro --- AT5G66120 1.83 0.87 4.92 0.001911 0.012285 -1.42
251024_at putative protein hypothetical protein--- AT5G02180 -1.62 -0.69 -4.92 0.001915 0.012304 -1.42
252770_at  putative protein cellular nucleic acid--- AT3G42860 1.55 0.63 4.92 0.001915 0.012304 -1.42
250522_at cleft lip and palate associated trans --- AT5G08500 1.44 0.52 4.92 0.001916 0.012304 -1.42
259152_at hypothetical protein similar to putati --- AT3G10210 1.37 0.45 4.92 0.001917 0.012309 -1.42
250852_at  putative protein BRL protein, Homo--- AT5G04670 1.39 0.48 4.92 0.001918 0.012309 -1.42
267609_at unknown protein similar to GP|5221--- AT2G26780 1.33 0.42 4.92 0.001919 0.012309 -1.42
261077_at  protein phosphatase 2C, putative s --- AT1G07430 1.87 0.90 4.92 0.001919 0.012309 -1.42
251177_at  cyclophylin -like protein CDC28/cdc--- AT3G63400 1.61 0.69 4.92 0.001921 0.012315 -1.42
257900_at hypothetical protein predicted by ge--- AT3G28420 -1.41 -0.50 -4.92 0.001922 0.012315 -1.42
257868_at unknown protein RIN4 AT3G25070 1.68 0.75 4.92 0.001922 0.012315 -1.42
264128_at unknown protein --- AT1G79190 1.46 0.55 4.92 0.001923 0.012315 -1.42
258449_s_aputative RNA helicase similar to RNPMH1 AT3G22310 / 1.80 0.84 4.92 0.001924 0.012315 -1.42
260176_at unknown protein similar to Pi starva--- AT1G71950 -1.52 -0.60 -4.92 0.001926 0.012328 -1.43
264351_at unknown protein Contains similarity --- AT1G03370 -1.51 -0.59 -4.92 0.001927 0.012328 -1.43
257509_at unknown protein --- AT1G63190 1.52 0.61 4.92 0.001929 0.012341 -1.43
264736_at  oligopeptide transporter, putative s --- AT1G62200 1.70 0.76 4.91 0.001931 0.012345 -1.43
255946_at  glycine hydroxymethyltransferase, SHM6 AT1G22020 1.35 0.43 4.91 0.001932 0.012347 -1.43
255635_at Shaggy related protein kinase tethaATSK32 AT4G00720 1.54 0.62 4.91 0.001933 0.012349 -1.43
255216_s_aputative peptidase --- AT4G07670 / 2.12 1.09 4.91 0.001937 0.012374 -1.43
259761_at putative acyl-CoA synthetase similaLACS9 AT1G77590 -1.79 -0.84 -4.91 0.001939 0.012382 -1.43
259041_at unknown protein similar to putative ATCSLC6 AT3G07330 -1.79 -0.84 -4.91 0.00194 0.012385 -1.43
253762_at  putative protein conserved hypothe--- AT4G28830 1.50 0.58 4.91 0.001945 0.012411 -1.44
255128_at  putative protein glutamic acid-rich p--- AT4G08310 1.65 0.72 4.91 0.001946 0.012415 -1.44
260679_at unknown protein --- AT1G07990 1.42 0.50 4.91 0.001947 0.012415 -1.44
267346_at  coronatine-insensitive 1 (COI1), At COI1 AT2G39940 1.68 0.75 4.91 0.001947 0.012415 -1.44



259872_at putative translation initiation factor I --- AT1G76810 1.43 0.52 4.91 0.001947 0.012415 -1.44
247280_at phi-1-like protein  ;supported by full-EXL2 AT5G64260 -2.31 -1.21 -4.91 0.001949 0.012424 -1.44
263108_at hypothetical protein similar to putati --- AT1G65240 -3.60 -1.85 -4.90 0.001952 0.012436 -1.44
264131_at unknown protein --- AT1G79150 1.81 0.86 4.90 0.001956 0.012455 -1.44
264084_at putative kinesin light chain --- AT2G31240 1.48 0.57 4.90 0.001956 0.012455 -1.44
260190_at putative lipoxygenase similar to 13- --- AT1G67560 -1.96 -0.97 -4.90 0.001956 0.012455 -1.44
262172_at  ribosomal protein S9, putative similRPS9 AT1G74970 -1.47 -0.56 -4.90 0.001959 0.012467 -1.44
253001_at Expressed protein ; supported by cD--- AT4G38490 1.36 0.44 4.90 0.001961 0.012471 -1.45
262372_at hypothetical protein predicted by ge--- AT1G73130 1.95 0.96 4.90 0.001962 0.012471 -1.45
246435_at hypothetical protein  ; supported by --- AT5G17460 1.39 0.47 4.90 0.001962 0.012471 -1.45
250808_at putative protein contains similarity toATG18E AT5G05150 -1.61 -0.68 -4.90 0.001962 0.012471 -1.45
266320_at hypothetical protein predicted by ge--- AT2G46640 -1.94 -0.96 -4.90 0.001963 0.012473 -1.45
260086_at hypothetical protein predicted by ge--- AT1G63240 -1.73 -0.79 -4.90 0.001965 0.012484 -1.45
250762_at putative protein similar to unknown --- AT5G05990 2.36 1.24 4.89 0.001975 0.012537 -1.45
263156_at  myrosinase-associated protein, put--- AT1G54030 -2.20 -1.14 -4.89 0.001975 0.012537 -1.45
263759_at hypothetical protein predicted by ge--- AT2G21290 1.51 0.59 4.89 0.001978 0.012554 -1.45
261896_at  mRNA export protein, putative simi --- AT1G80670 1.60 0.68 4.89 0.001983 0.012582 -1.46
261183_at hypothetical protein predicted by geEMB2756 AT1G34550 -1.61 -0.69 -4.89 0.001984 0.012583 -1.46
249845_at putative protein similar to unknown --- AT5G23610 1.44 0.52 4.89 0.001985 0.012585 -1.46
264594_at hypothetical protein ; supported by cATSERAT3AT2G17640 1.51 0.59 4.89 0.001989 0.012602 -1.46
245714_at RNA-binding protein-like --- AT5G04280 1.47 0.56 4.89 0.001991 0.012614 -1.46
253683_at cytidine deaminase 4 (CDA4) --- AT4G29650 -1.45 -0.53 -4.88 0.001996 0.012643 -1.47
248453_at unknown protein --- AT5G51340 1.46 0.55 4.88 0.001999 0.012656 -1.47
254350_at  putative protein hypothetical protein--- AT4G22280 1.38 0.46 4.88 0.002003 0.012677 -1.47
245118_at  putative thioredoxin reductase The NTRC AT2G41680 -1.44 -0.53 -4.88 0.002004 0.012677 -1.47
248398_at sorbitol dehydrogenase-like protein --- AT5G51970 1.57 0.65 4.88 0.002005 0.012684 -1.47
260655_at  pathogenesis-related protein 5 prec--- AT1G19320 -2.27 -1.18 -4.88 0.002013 0.012728 -1.47
266188_at unknown protein --- AT2G39000 1.56 0.64 4.88 0.002013 0.012728 -1.47
260423_at unknown protein ATEXO70DAT1G72470 -2.50 -1.32 -4.88 0.002015 0.012734 -1.48
265306_at unknown protein --- AT2G20320 1.79 0.84 4.88 0.002016 0.012741 -1.48
246017_at putative protein predicted proteins f --- AT5G10730 1.41 0.50 4.87 0.002018 0.012748 -1.48
262417_at hypothetical protein similar to hypot ATSIRB AT1G50170 1.36 0.45 4.87 0.002024 0.012783 -1.48
263076_at putative protein kinase/endoribonucIRE1A AT2G17520 -1.46 -0.55 -4.87 0.002025 0.012783 -1.48
247854_at contains similarity to phosphoestera--- AT5G58200 1.53 0.61 4.87 0.002026 0.012786 -1.48
256386_at  cytochrome P450, putative contain --- AT1G66540 -1.39 -0.48 -4.87 0.002028 0.012798 -1.48



263193_at  acetyl-CoA carboxylase, putative s --- AT1G36050 -1.44 -0.53 -4.87 0.002034 0.012828 -1.49
260103_at unknown protein --- AT1G35430 -1.46 -0.54 -4.87 0.002035 0.012831 -1.49
255094_at putative zinc finger protein ORTHL AT4G08590 -1.91 -0.93 -4.87 0.002037 0.012838 -1.49
257504_at  dynein light chain, putative similar tROPGEF11AT1G52240 -2.18 -1.12 -4.87 0.002038 0.012839 -1.49
253027_at  putative protein leaf protein (PnC40--- AT4G38150 1.89 0.92 4.87 0.002039 0.012843 -1.49
262088_at unknown protein --- AT1G56020 -1.44 -0.53 -4.86 0.002039 0.012843 -1.49
265310_at hypothetical protein predicted by ge--- AT2G20280 1.44 0.53 4.86 0.002041 0.012843 -1.49
245304_at hypothetical protein ; supported by f--- AT4G15630 -3.14 -1.65 -4.86 0.002041 0.012843 -1.49
252473_s_ahypothetical protein several hypothe--- AT3G46610 / 1.81 0.85 4.86 0.002043 0.012847 -1.49
265015_at putative Ta11-1 reverse transcriptas--- --- -1.35 -0.43 -4.86 0.002043 0.012847 -1.49
254433_at  putative protein tripeptidyl-peptidasTPP2 AT4G20850 1.38 0.47 4.86 0.002049 0.012877 -1.49
261858_at Expressed protein ; supported by fu--- AT1G50570 1.40 0.49 4.86 0.002052 0.012892 -1.49
262741_at hypothetical protein --- AT1G28760 1.42 0.50 4.86 0.002054 0.012905 -1.50
261701_at hypothetical protein similar to hypot HAF01 AT1G32750 1.35 0.43 4.86 0.002056 0.01291 -1.50
255992_at unknown protein --- AT1G29790 -1.55 -0.63 -4.86 0.002057 0.012917 -1.50
264200_at putative invertase Similar to LIM17 --- AT1G22650 -1.89 -0.92 -4.86 0.002059 0.012919 -1.50
260060_at feebly-like protein similar to feebly p--- AT1G73680 1.63 0.71 4.86 0.002059 0.012919 -1.50
247933_at  putative protein non-consensus CG--- AT5G56980 -2.78 -1.47 -4.86 0.002062 0.012935 -1.50
253691_at  putative protein predicted proteins, EMB2752 AT4G29660 1.36 0.45 4.85 0.002064 0.012942 -1.50
256512_at Expressed protein ; supported by fu--- AT1G33265 1.59 0.67 4.85 0.002066 0.012951 -1.50
254181_at  FtsH protease, putative contains si --- AT4G23940 -1.39 -0.47 -4.85 0.002068 0.012961 -1.50
258524_at  acetyl-coA dehydrogenase, putativ IBR3 AT3G06810 1.56 0.64 4.85 0.002071 0.012972 -1.50
261254_at Expressed protein ; supported by fu--- AT1G05805 -1.51 -0.59 -4.85 0.002073 0.012982 -1.51
252475_s_aputative protein several hypotheticaPCL1 AT3G46640 / -1.63 -0.70 -4.85 0.002073 0.012982 -1.51
267396_at hypothetical protein predicted by gra--- AT2G44270 1.61 0.69 4.85 0.002078 0.013002 -1.51
255615_at hypothetical protein --- AT4G01290 1.34 0.42 4.85 0.002078 0.013002 -1.51
247659_at  DNA-directed RNA polymerase - likNRPC1 AT5G60040 2.56 1.36 4.85 0.002079 0.013005 -1.51
266363_at hypothetical protein predicted by ge--- AT2G41250 2.03 1.02 4.85 0.002079 0.013005 -1.51
253319_at  putative protein various predicted pEMB2758 AT4G33990 1.82 0.87 4.85 0.002083 0.013024 -1.51
259535_at hypothetical protein --- AT1G12280 1.77 0.82 4.84 0.002086 0.01304 -1.51
252507_at  putative protein predicted protein, SaTNUDT9 AT3G46200 -1.78 -0.83 -4.84 0.002091 0.013067 -1.52
262960_at unknown protein ; supported by cDN--- AT1G54320 1.48 0.56 4.84 0.002092 0.013068 -1.52
255826_at putative uroporphyrinogen decarboxHEME2 AT2G40490 -1.50 -0.58 -4.84 0.002094 0.013078 -1.52
250703_at putative protein similar to unknown --- AT5G06360 1.64 0.72 4.84 0.002097 0.013094 -1.52
249694_at glucose-6-phosphate dehydrogenasG6PD1 AT5G35790 -1.37 -0.45 -4.84 0.002098 0.013094 -1.52



263105_at putative N-acetylglucosaminyltransf --- AT2G05320 1.40 0.49 4.84 0.002098 0.013094 -1.52
266668_at hypothetical protein predicted by gra--- AT2G29760 2.18 1.13 4.84 0.002101 0.013108 -1.52
259928_at  DNA polymerase type I, putative si --- AT1G34380 1.93 0.95 4.84 0.002107 0.013141 -1.52
247856_at receptor-like protein kinase --- AT5G58300 -1.71 -0.78 -4.84 0.002107 0.013141 -1.52
248555_at DNA repair protein-like --- AT5G50340 1.49 0.58 4.84 0.002108 0.013143 -1.52
252277_at  alpha NAC-like protein Nascent po NACA2 AT3G49470 -1.36 -0.44 -4.83 0.00211 0.01315 -1.53
255724_at hypothetical protein BRCA2(IV) AT4G00020 -1.41 -0.50 -4.83 0.002111 0.013155 -1.53
259227_at putative 3  exoribonuclease contain --- AT3G07750 2.81 1.49 4.83 0.002113 0.013158 -1.53
264705_at putative leucyl-tRNA synthetase Str --- AT1G09620 1.54 0.63 4.83 0.002113 0.013158 -1.53
247295_at putative protein similar to unknown --- AT5G64180 1.50 0.59 4.83 0.002115 0.013165 -1.53
250923_at putative protein  ; supported by full- CDC25 AT5G03455 1.60 0.68 4.83 0.002118 0.013181 -1.53
248850_at putative protein contains similarity to--- AT5G46550 1.49 0.58 4.83 0.002126 0.013216 -1.53
246461_at  putative protein AAA family protein --- AT5G16930 2.68 1.42 4.83 0.002126 0.013216 -1.53
247385_at putative protein similar to unknown emb2746 AT5G63420 1.74 0.80 4.83 0.002128 0.013216 -1.53
265647_at hypothetical protein predicted by ge--- AT2G27410 -1.46 -0.54 -4.83 0.002129 0.013216 -1.53
245729_at unknown protein --- AT1G73490 1.60 0.67 4.83 0.002129 0.013216 -1.54
253813_at  putative protein hypothetical protein--- AT4G28150 -1.52 -0.60 -4.83 0.002129 0.013216 -1.54
262136_at  auxin response factor, putative simARF17 AT1G77850 1.43 0.52 4.83 0.00213 0.013216 -1.54
253837_at  putative proline-rich protein extensi--- AT4G27850 -1.43 -0.51 -4.83 0.00213 0.013216 -1.54
259210_at hypothetical protein nearly identical HY2 AT3G09150 1.67 0.74 4.83 0.002131 0.013216 -1.54
267218_at Expressed protein ; supported by fu--- AT2G02515 -1.45 -0.54 -4.83 0.002131 0.013216 -1.54
248147_at putative protein contains similarity toATRBP45AAT5G54900 1.48 0.57 4.82 0.002137 0.01325 -1.54
263143_at hypothetical protein Contains PF|00--- AT1G03100 1.55 0.63 4.82 0.002138 0.013254 -1.54
245758_at unknown protein contains similarity KAN2 AT1G32240 1.84 0.88 4.82 0.002142 0.013271 -1.54
257618_at  protein kinase, putative similar to T --- AT3G24715 -1.35 -0.43 -4.82 0.002145 0.013291 -1.54
263114_at  putative photosystem I reaction cenPSAD-2 AT1G03130 -1.51 -0.59 -4.82 0.002147 0.013292 -1.54
246882_at  putative protein predicted proteins, --- AT5G26180 1.39 0.48 4.82 0.002147 0.013292 -1.54
250404_at  CCR4-ASSOCIATED FACTOR  -lik--- AT5G10960 1.38 0.46 4.82 0.002155 0.013335 -1.55
257407_at unknown protein --- AT1G27100 -1.45 -0.54 -4.81 0.002156 0.013341 -1.55
251833_at putative protein various predicted pr--- AT3G55160 1.43 0.52 4.81 0.002157 0.013341 -1.55
254035_at  putative phosphatidylserine decarbPSD3 AT4G25970 / 1.46 0.54 4.81 0.002159 0.013348 -1.55
252823_at Expressed protein ; supported by fu--- AT4G40045 -1.49 -0.58 -4.81 0.00216 0.013348 -1.55
256248_at hypothetical protein --- AT3G66652 1.77 0.83 4.81 0.00216 0.013348 -1.55
255133_at  putative protein (fragment) glutamin--- AT4G08320 1.55 0.64 4.81 0.002163 0.013353 -1.55
262164_at unknown protein ; supported by cDN--- AT1G78070 1.68 0.74 4.81 0.002164 0.013357 -1.55



259967_at putative DNA-binding protein contai --- AT1G76510 1.39 0.48 4.81 0.002166 0.013366 -1.55
251273_at  serine/threonine-protein kinase-like--- AT3G61960 1.81 0.86 4.81 0.002169 0.013377 -1.56
263502_s_ahypothetical protein --- AT2G07675 1.86 0.89 4.81 0.002172 0.013393 -1.56
253280_at  poly(A)-binding protein non-consenPAB2 AT4G34110 1.39 0.48 4.81 0.002174 0.013401 -1.56
255702_at subtilisin-like serine protease XSP1 XSP1 AT4G00230 -1.78 -0.83 -4.81 0.002176 0.013403 -1.56
248690_at acetyl-CoA C-acetyltransferase  ; suACAT2 AT5G48230 1.38 0.46 4.81 0.002177 0.013405 -1.56
245289_at Expressed protein ; supported by cD--- AT4G15470 -1.36 -0.45 -4.80 0.002181 0.013422 -1.56
266347_at putative ATP-dependent DNA helica--- AT2G01440 1.66 0.73 4.80 0.00219 0.013473 -1.57
267187_s_aputative methylenetetrahydrofolate MTHFR2 AT2G44160 / -1.75 -0.80 -4.80 0.002191 0.013477 -1.57
250526_at pyruvate kinase --- AT5G08570 1.45 0.54 4.80 0.002191 0.013477 -1.57
245575_at centromere protein homolog --- AT4G14760 -1.46 -0.54 -4.80 0.002193 0.013483 -1.57
253276_at  caffeoyl-CoA O-methyltransferase --- AT4G34050 1.78 0.83 4.80 0.002201 0.013516 -1.57
253477_at L-ascorbate peroxidase - like protei APX6 AT4G32320 2.03 1.02 4.80 0.002201 0.013516 -1.57
262509_at hypothetical protein similar to hypot CRR22 AT1G11290 1.53 0.62 4.80 0.002201 0.013516 -1.57
265911_at unknown protein  ;supported by full---- AT2G25670 1.39 0.47 4.80 0.002202 0.013516 -1.57
261089_at protein kinase APK1A identical to SAPK1A AT1G07570 -1.83 -0.87 -4.80 0.002202 0.013516 -1.57
265356_at putative TRAP protein --- AT2G16595 1.65 0.72 4.80 0.002203 0.013518 -1.57
262686_at  proteasome regulatory subunit S3, --- AT1G75990 -1.54 -0.63 -4.80 0.002204 0.013519 -1.57
263035_at  splicing factor, putative similar to RRSZP21 AT1G23860 1.65 0.72 4.79 0.002205 0.013523 -1.57
245706_at putative protein --- AT5G04310 -1.47 -0.55 -4.79 0.002206 0.013526 -1.57
259071_at unknown protein similar to hin1 GB:NHL2 AT3G11650 -1.92 -0.94 -4.79 0.002214 0.01357 -1.58
253674_at  UDP-N-acetylglucosamine O-acyltr--- AT4G29540 1.46 0.55 4.79 0.002215 0.013575 -1.58
254694_at putative protein --- AT4G17900 1.71 0.77 4.79 0.002216 0.013575 -1.58
253873_at hypothetical protein ;supported by fuPRA1.H AT4G27540 1.44 0.52 4.79 0.002218 0.013586 -1.58
266599_at unknown protein --- AT2G46100 -1.41 -0.50 -4.79 0.002223 0.013615 -1.58
246290_at calmodulin-3  ;supported by full-lengCAM3 AT3G56800 -1.40 -0.49 -4.79 0.002225 0.013623 -1.58
266299_at glutathione S-transferase identical t ATGSTU5 AT2G29450 -2.26 -1.18 -4.78 0.00223 0.013651 -1.59
263356_at putative RNA-binding protein  ; suppUBA1A AT2G22090 -1.39 -0.48 -4.78 0.002233 0.013657 -1.59
255784_at hypothetical protein predicted by ge--- AT1G19860 1.44 0.52 4.78 0.002233 0.013657 -1.59
258062_at unknown protein  ; supported by cD--- AT3G26000 1.69 0.76 4.78 0.002235 0.013662 -1.59
248689_at SCARECROW gene regulator-like  PAT1 AT5G48150 1.58 0.66 4.78 0.002236 0.013668 -1.59
250188_at  putative protein COP9 complex subCOP13 AT5G14250 1.45 0.54 4.78 0.002239 0.01368 -1.59
248789_at putative protein strong similarity to u--- AT5G47440 -1.75 -0.81 -4.78 0.00224 0.013683 -1.59
253468_at  putative protein predicted gene T10--- AT4G32160 1.60 0.67 4.78 0.002241 0.013683 -1.59
250792_at unknown protein  ;supported by full---- AT5G05520 1.47 0.56 4.78 0.002244 0.013699 -1.59



247375_at Expressed protein ; supported by fu--- AT5G63135 1.34 0.42 4.78 0.002244 0.0137 -1.59
260949_at F-box protein family contains simila SKIP16 AT1G06110 1.47 0.56 4.78 0.002247 0.013712 -1.59
257215_at  RING zinc finger protein, putative c--- AT3G15070 -1.46 -0.54 -4.78 0.002248 0.013714 -1.59
245330_at hypothetical protein ;supported by fu--- AT4G14930 1.60 0.68 4.78 0.002252 0.013729 -1.60
261507_at  RIBOSOMAL PROTEIN, putative s--- AT1G71720 -1.44 -0.53 -4.78 0.002253 0.013729 -1.60
264396_at  fumarylacetoacetate hydrolase-like --- AT1G12050 1.40 0.48 4.78 0.002253 0.013729 -1.60
264583_at putative AVR9 elicitor response pro --- AT1G05170 1.62 0.70 4.77 0.002256 0.013746 -1.60
246469_at  putative protein predicted protein, D--- AT5G17070 -1.43 -0.52 -4.77 0.00226 0.013765 -1.60
258700_at putative SF16 protein similar to SF1IQD1 AT3G09710 -1.45 -0.54 -4.77 0.002261 0.013765 -1.60
262029_at 50S ribosomal protein L21 chloropla--- AT1G35680 -1.65 -0.72 -4.77 0.002264 0.013784 -1.60
262921_at  transfactor, putative similar to transAPL AT1G79430 1.46 0.55 4.77 0.002271 0.013812 -1.61
255568_at putative DNA-binding protein  ; suppWRKY22 AT4G01250 -3.82 -1.93 -4.77 0.002271 0.013812 -1.61
259487_at hypothetical protein contains similarTRFL5 AT1G15720 -1.34 -0.43 -4.77 0.002275 0.013824 -1.61
264118_at unknown protein --- AT1G79150 2.40 1.26 4.77 0.002275 0.013824 -1.61
258964_at putative 3-phosphoinositide-depend--- AT3G10540 -1.47 -0.56 -4.77 0.002278 0.013837 -1.61
248477_at putative protein similar to unknown --- AT5G50900 -1.61 -0.69 -4.77 0.00228 0.013841 -1.61
267500_s_aputative cytochrome P450 CYP704A1 AT2G44890 / 1.86 0.90 4.76 0.002281 0.013846 -1.61
256238_at unknown protein ; supported by full-ELC AT3G12400 -1.65 -0.72 -4.76 0.002283 0.01385 -1.61
259603_at Expressed protein ; supported by fu--- AT1G56500 -1.80 -0.84 -4.76 0.002284 0.01385 -1.61
264551_at  unknown protein similar to beta-1,3--- AT1G09460 -2.08 -1.05 -4.76 0.002286 0.013861 -1.61
265188_at putative aldehyde dehydrogenase  ALDH2B7 AT1G23800 -1.66 -0.73 -4.76 0.002291 0.013885 -1.61
256274_at  GTPase, putative contains Pfam premb2738 AT3G12080 1.41 0.50 4.76 0.002295 0.013907 -1.62
249441_at  avirulence induced gene (AIG) - lik --- AT5G39730 -1.63 -0.70 -4.76 0.002298 0.01392 -1.62
248224_at  thylakoid lumenal 17.4 kD protein, --- AT5G53490 -1.72 -0.79 -4.76 0.002299 0.01392 -1.62
261439_at Expressed protein ; supported by fu--- AT1G28395 2.09 1.06 4.76 0.0023 0.013922 -1.62
261857_at hypothetical protein predicted by ge--- AT1G50620 2.37 1.25 4.76 0.002304 0.013938 -1.62
255607_at  putative acetyltransferase similar to--- AT4G01130 -1.93 -0.95 -4.76 0.002306 0.013942 -1.62
254980_at  putative ribosomal protein L9, cytos--- AT4G10450 2.23 1.16 4.76 0.002306 0.013942 -1.62
249685_at putative protein similar to unknown CCB3 AT5G36120 -1.39 -0.47 -4.75 0.002314 0.013989 -1.63
263699_at putative potassium transporter similKUP10 AT1G31120 1.77 0.83 4.75 0.002316 0.013989 -1.63
255695_at putative protein UNE11 AT4G00080 -1.40 -0.49 -4.75 0.002316 0.013989 -1.63
267089_at unknown protein --- AT2G38300 1.66 0.73 4.75 0.002316 0.013989 -1.63
250104_at unknown protein --- AT5G16610 1.71 0.77 4.75 0.002316 0.013989 -1.63
251110_at putative protein various alpha amyla--- AT5G01260 1.88 0.91 4.75 0.002317 0.013989 -1.63
246960_at unknown protein --- AT5G24710 -1.42 -0.50 -4.75 0.002319 0.013992 -1.63



249266_at 6-phosphogluconate dehydrogenas --- AT5G41670 1.69 0.76 4.75 0.002325 0.014025 -1.63
256978_at  phosphoribosyamidoimidazole-suc PUR7 AT3G21110 2.08 1.05 4.75 0.002327 0.014034 -1.63
255117_s_aputative protein various hypotheticaATPUP13 AT4G08700 / 1.35 0.44 4.75 0.002329 0.01404 -1.63
262198_at  pectin methylesterase (PMEU1), puATPME2 AT1G53830 -3.35 -1.75 -4.75 0.002331 0.01405 -1.63
247845_at  beta-1,3 glucanase - like protein be--- AT5G58090 -1.44 -0.53 -4.74 0.002337 0.014076 -1.64
258316_at unknown protein --- AT3G22660 1.81 0.85 4.74 0.002337 0.014076 -1.64
251823_at putative protein --- AT3G55080 -1.37 -0.46 -4.74 0.002337 0.014076 -1.64
264308_at hypothetical protein similar to hypot --- AT1G61990 1.32 0.40 4.74 0.00234 0.014089 -1.64
254640_at  ion transporter - like protein integraNRAMP5 AT4G18790 -1.46 -0.54 -4.74 0.002341 0.014094 -1.64
247706_at putative ripening-related protein - lik--- AT5G59480 -2.45 -1.29 -4.74 0.002343 0.014103 -1.64
253732_at putative protein several hypothetica --- AT4G29140 -1.46 -0.54 -4.74 0.002344 0.014106 -1.64
263054_at putative cation transport protein --- AT2G04620 1.45 0.53 4.74 0.002349 0.014125 -1.64
249900_at unknown protein emb1211 AT5G22640 1.43 0.52 4.74 0.00235 0.014127 -1.64
256696_at unknown protein --- AT3G20650 1.42 0.51 4.74 0.002353 0.014141 -1.64
248163_at auxin-responsive-like protein  ; suppDFL1 AT5G54510 -6.05 -2.60 -4.74 0.002353 0.014141 -1.64
259380_at putative ABC transporter similar to APDR1 AT3G16340 -1.59 -0.67 -4.74 0.002355 0.01415 -1.65
260395_at homeobox gene 13 protein identica ATHB13 AT1G69780 -2.37 -1.25 -4.74 0.002356 0.01415 -1.65
250988_at  putative protein thyroid receptor int UPL4 AT5G02880 1.38 0.46 4.74 0.002357 0.01415 -1.65
246423_at  putative protein ribosomal protein L--- AT5G16950 1.64 0.71 4.73 0.002359 0.01416 -1.65
260780_at  valyl-tRNA synthetase, putative simTWN2 AT1G14610 1.38 0.46 4.73 0.002362 0.014172 -1.65
258995_at putative ribosomal protein L13 simil --- AT3G01790 1.74 0.80 4.73 0.002365 0.014187 -1.65
250525_at putative protein contains similarity toILP1 AT5G08550 1.43 0.52 4.73 0.002366 0.01419 -1.65
265773_at unknown protein  ; supported by cDRPH1 AT2G48070 -1.51 -0.59 -4.73 0.002371 0.014216 -1.65
245841_s_a ribosomal protein S2, putative similXW6 AT1G58380 / 1.84 0.88 4.73 0.002371 0.014216 -1.65
257843_at  hypothetical protein predicted by ge--- --- -1.39 -0.47 -4.73 0.002374 0.014221 -1.65
251537_at putative protein several hypothetica --- AT3G58470 1.97 0.98 4.73 0.002376 0.014229 -1.65
261427_at  protein kinase, putative similar to CIBS1 AT1G18670 -2.04 -1.03 -4.73 0.002376 0.014229 -1.65
252663_at putative protein several hypothetica --- AT3G44070 -1.35 -0.44 -4.73 0.00238 0.014248 -1.66
250075_at putative protein --- AT5G17670 -2.00 -1.00 -4.73 0.002381 0.014248 -1.66
260350_at  Eukaryotic initiation  factor 5A , put ELF5A-3 AT1G69410 1.72 0.79 4.73 0.002383 0.014255 -1.66
245413_at asparagine--tRNA ligase NS1 AT4G17300 -1.45 -0.53 -4.73 0.002384 0.014255 -1.66
251185_at  60S RIBOSOMAL PROTEIN L7A p--- AT3G62870 1.65 0.72 4.72 0.002386 0.014267 -1.66
248357_at putative protein similar to unknown --- AT5G52380 2.12 1.08 4.72 0.002388 0.014272 -1.66
251831_at  pectate lyase -like protein pectate l --- AT3G55140 -1.35 -0.43 -4.72 0.002388 0.014272 -1.66
250231_at AP2/EREBP-like transcription factorLEP AT5G13910 -1.40 -0.49 -4.72 0.002391 0.014283 -1.66



253850_at  pectinesterase like protein pectinessks10 AT4G28090 -1.61 -0.69 -4.72 0.002394 0.014301 -1.66
260418_s_ahypothetical protein predicted by geCOX19-1 AT1G66590 / 2.47 1.31 4.72 0.002396 0.014302 -1.66
257687_at hypothetical protein predicted by geSDRB AT3G12800 1.45 0.54 4.72 0.002396 0.014302 -1.66
259311_at putative SAR DNA-binding protein-1--- AT3G05060 2.08 1.06 4.72 0.002401 0.01433 -1.67
267055_at unknown protein PRA1.B4 AT2G38360 -2.73 -1.45 -4.72 0.002402 0.014332 -1.67
251526_at putative protein several serine/threo--- AT3G58640 -1.55 -0.63 -4.72 0.002405 0.014342 -1.67
264286_at unknown protein ;supported by full-lPPR336 AT1G61870 1.94 0.96 4.72 0.002409 0.014361 -1.67
264164_at Expressed protein ; supported by fu--- AT1G65295 -1.58 -0.66 -4.72 0.00241 0.014361 -1.67
253988_at  putative protein elongation factor P --- AT4G26310 1.41 0.50 4.72 0.00241 0.014361 -1.67
265390_at unknown protein  ; supported by full--- AT2G20820 1.41 0.50 4.72 0.002413 0.014368 -1.67
258534_at  thioredoxin, putative similar to thior --- AT3G06730 1.42 0.50 4.71 0.002415 0.01438 -1.67
255403_at  putative GH3-like protein similar to DFL2 AT4G03400 -1.62 -0.70 -4.71 0.00242 0.014403 -1.67
264561_at  uracil phosphoribosyltransferase, p--- AT1G55810 1.72 0.79 4.71 0.002421 0.014404 -1.68
267484_at  E2, ubiquitin-conjugating enzyme 2ATUBC2 AT2G02760 1.45 0.54 4.71 0.002421 0.014404 -1.68
253453_at  protein phosphatase 2C - like prote--- AT4G31860 1.37 0.45 4.71 0.002422 0.014404 -1.68
253213_at RNA helicase (RH16) --- AT4G34910 1.46 0.54 4.71 0.002425 0.01442 -1.68
248239_at ribosomal protein L11 methyltransfe--- AT5G53920 1.77 0.83 4.71 0.002427 0.014427 -1.68
247408_at  ZAP - like protein nuclear protein Z --- AT5G62760 -1.36 -0.44 -4.71 0.002428 0.014427 -1.68
266614_at unknown protein --- AT2G14910 1.51 0.60 4.71 0.002428 0.014427 -1.68
259514_at hypothetical protein ; supported by cOZS1 AT1G12480 -1.48 -0.56 -4.71 0.002431 0.014441 -1.68
255735_at  transmembrane protein, putative si --- AT1G25520 2.01 1.00 4.71 0.002432 0.014441 -1.68
265037_at putative prohibitin 2 B-cell receptor ATPHB2 AT1G03860 1.56 0.64 4.71 0.002433 0.014443 -1.68
250817_at SET-domain protein-like  ; supporteSUVH1 AT5G04940 1.43 0.52 4.70 0.002442 0.01449 -1.68
265230_s_ahypothetical protein --- AT2G07707 1.69 0.76 4.70 0.002449 0.01453 -1.69
260273_at unknown protein --- AT1G80550 1.56 0.64 4.70 0.002453 0.014547 -1.69
260537_at hypothetical protein predicted by ge--- AT2G43450 -1.34 -0.43 -4.70 0.002453 0.014547 -1.69
249238_at GAMM1 protein-like  ; supported by --- AT5G41970 1.45 0.53 4.70 0.002456 0.014558 -1.69
265318_at putative D-amino acid dehydrogena--- AT2G22650 1.70 0.77 4.70 0.002461 0.014582 -1.69
248081_at putative protein similar to unknown EDM2 AT5G55390 1.38 0.46 4.70 0.002464 0.014593 -1.69
246630_at hypothetical protein predicted by ge--- AT1G50730 -1.93 -0.95 -4.70 0.002466 0.014601 -1.69
246198_at geranylgeranyl pyrophosphate synt GGPS1 AT4G36810 -1.66 -0.73 -4.70 0.002467 0.014607 -1.70
254224_at calcium-dependent protein kinase (CCDPK6 AT4G23650 -1.41 -0.49 -4.69 0.002473 0.014639 -1.70
261817_at hypothetical protein predicted by ge--- AT1G08180 2.27 1.19 4.69 0.002474 0.014641 -1.70
255227_at  D123 -like protein protein D123, RaEDA35 AT4G05440 1.63 0.70 4.69 0.002477 0.014654 -1.70
252276_at hypothetical protein  ; supported by --- AT3G49490 1.53 0.61 4.69 0.002478 0.014657 -1.70



258970_at putative serine carboxypeptidase prscpl49 AT3G10410 1.66 0.73 4.69 0.002485 0.014686 -1.70
256367_at  C-x8-C-x5-C-x3-H type Zinc finger --- AT1G66810 -1.49 -0.57 -4.69 0.002487 0.014686 -1.70
249434_at putative protein GTP-binding protein--- AT5G39960 1.68 0.75 4.69 0.002487 0.014686 -1.70
252406_at  putative protein pectinesterase - Ar--- AT3G47670 -1.35 -0.44 -4.69 0.002487 0.014686 -1.70
263031_at  glucosyltransferase, putative similaATCSLA10 AT1G24070 -5.62 -2.49 -4.69 0.002488 0.014686 -1.70
256677_at  unknown protein contains Pfam proPHF1 AT3G52190 1.53 0.61 4.69 0.002492 0.014704 -1.71
261745_at unknown protein identical to unknow--- AT1G08500 -2.61 -1.38 -4.69 0.002494 0.01471 -1.71
250354_at  putative protein predicted proteins, --- AT5G11640 -1.45 -0.53 -4.69 0.002496 0.01471 -1.71
266330_at unknown protein  ; supported by cDMLP329 AT2G01530 1.80 0.85 4.69 0.002496 0.01471 -1.71
262154_at unknown protein contains similarity --- AT1G52700 -1.80 -0.85 -4.69 0.002496 0.01471 -1.71
263065_at MAP kinase (ATMPK7) identical to ATMPK7 AT2G18170 1.89 0.92 4.69 0.002496 0.01471 -1.71
253761_at  putative protein thyroid receptor int --- AT4G28820 1.54 0.63 4.68 0.002497 0.01471 -1.71
262641_at unknown protein ;supported by full-l--- AT1G62730 1.32 0.40 4.68 0.002497 0.01471 -1.71
253922_at putative protein  ; supported by cDNVTC2 AT4G26850 1.79 0.84 4.68 0.0025 0.014726 -1.71
246733_at  serine protease-like protein serine --- AT5G27660 1.51 0.59 4.68 0.002503 0.014735 -1.71
258138_at Expressed protein GC donor splice MSH7 AT3G24495 1.38 0.46 4.68 0.002504 0.014738 -1.71
258712_s_aputative 40S ribosomal protein S23 --- AT3G09680 / 1.60 0.68 4.68 0.002505 0.014743 -1.71
247792_at Expressed protein ; supported by fu--- AT5G58787 1.89 0.92 4.68 0.00251 0.014768 -1.71
266158_at putative ABC transporter --- AT2G28070 1.69 0.75 4.68 0.002512 0.014769 -1.72
253186_at  putative protein predicted proteins, --- AT4G35270 1.71 0.78 4.68 0.002515 0.014787 -1.72
248232_at putative protein contains similarity toMLO11 AT5G53760 -1.60 -0.68 -4.68 0.002521 0.014819 -1.72
262295_at  putative U2 snRNP auxiliary factor ATU2AF35AAT1G27650 1.61 0.69 4.68 0.002522 0.014822 -1.72
264122_at  GTP-binding protein, ara-5 ras homARA-5 AT1G02130 1.32 0.40 4.68 0.002524 0.014828 -1.72
245368_at hypothetical protein ; supported by f--- AT4G15510 -1.86 -0.90 -4.67 0.002525 0.014831 -1.72
250905_at  protein kinase -like protein protein k--- AT5G03640 1.37 0.45 4.67 0.002526 0.014831 -1.72
249510_at putative protein similar to unknown --- AT5G38510 1.48 0.57 4.67 0.002529 0.014842 -1.72
266911_at putative protein kinase contains a p --- AT2G45910 1.65 0.72 4.67 0.00253 0.014842 -1.72
256771_at unknown protein --- AT3G13700 / -1.39 -0.47 -4.67 0.002531 0.014843 -1.72
254991_at  putative protein conserved hypothe--- AT4G10620 1.57 0.65 4.67 0.002534 0.01486 -1.72
253804_at putative protein --- AT4G28230 1.52 0.61 4.67 0.002538 0.014876 -1.73
246951_at unknown protein --- AT5G04880 2.19 1.13 4.67 0.002538 0.014876 -1.73
254655_s_a ribosomal protein L32 -like protein --- AT4G18100 / 1.87 0.90 4.67 0.002539 0.014876 -1.73
256607_at unknown protein ; supported by cDN--- AT3G32930 -1.39 -0.47 -4.67 0.00254 0.014876 -1.73
265442_at hypothetical protein predicted by ge--- AT2G20940 2.06 1.04 4.67 0.002543 0.01489 -1.73
261565_at  beta-1,3-glucanase, putative simila --- AT1G33220 -1.34 -0.42 -4.67 0.002543 0.01489 -1.73



262777_at hypothetical protein predicted by ge--- AT1G13030 1.80 0.85 4.67 0.002544 0.014892 -1.73
267299_at putative glucosyltransferase --- AT2G30150 1.62 0.69 4.67 0.002548 0.014908 -1.73
255578_at  predicted protein of unknown funct --- AT4G01450 2.29 1.20 4.67 0.002552 0.014925 -1.73
249144_at squamosa promoter binding proteinSPL2 AT5G43270 -1.48 -0.56 -4.66 0.002554 0.014934 -1.73
264048_at unknown protein --- AT2G22400 1.72 0.78 4.66 0.002555 0.014939 -1.73
246879_at  endopeptidase - like protein O-sialo--- AT5G26110 1.46 0.54 4.66 0.002558 0.014949 -1.74
255240_at coded for by A. thaliana cDNA Z180IBR1 AT4G05530 1.43 0.52 4.66 0.00256 0.014954 -1.74
252286_at putative protein --- AT3G49070 -1.32 -0.40 -4.66 0.002561 0.014958 -1.74
245117_at putative Ca2+-ATPase  ; supported ACA4 AT2G41560 1.71 0.77 4.66 0.002568 0.014991 -1.74
258963_at putative myotubularin similar to myo--- AT3G10550 -1.50 -0.59 -4.66 0.00257 0.014994 -1.74
250384_at  putative protein various predicted p--- AT5G11500 1.42 0.50 4.66 0.002579 0.015044 -1.74
254573_at  putative pectinacetylesterase pectin--- AT4G19420 2.16 1.11 4.66 0.002581 0.015047 -1.74
261607_at unknown protein similar to putative AtCXE5 AT1G49660 2.64 1.40 4.66 0.002582 0.01505 -1.75
259323_at unknown protein --- AT3G05280 -1.32 -0.40 -4.65 0.002588 0.015076 -1.75
266456_at putative bHLH transcription factor NAI1 AT2G22770 -1.50 -0.58 -4.65 0.002588 0.015077 -1.75
246965_at  methyltransferase-like protein meth--- AT5G24840 1.81 0.86 4.65 0.002594 0.015105 -1.75
251881_at  DIPHOSPHOMEVALONATE DECA--- AT3G54250 -2.07 -1.05 -4.65 0.002597 0.015114 -1.75
266057_at putative methionyl-tRNA synthetase--- AT2G40660 1.39 0.47 4.65 0.002598 0.015119 -1.75
251134_at  hypothetical protein RNA polymeraAtQSOX2 AT2G01270 / 1.46 0.55 4.65 0.0026 0.015126 -1.75
257990_at putative myc-like DNA-binding prote--- AT3G19860 -1.66 -0.73 -4.65 0.002606 0.015154 -1.76
260627_at hypothetical protein predicted by ge--- AT1G62310 -1.78 -0.83 -4.65 0.002607 0.015156 -1.76
251741_at  putative protein predicted protein, AUGP3 AT3G56040 2.17 1.12 4.65 0.002608 0.015163 -1.76
266746_s_aputative glutathione S-transferase  ;ATGSTF3 AT2G02930 / 5.04 2.33 4.65 0.002612 0.01518 -1.76
257940_at putative UDP-glucose glucosyltrans--- AT3G21790 1.58 0.66 4.64 0.002613 0.015182 -1.76
247241_at unknown protein --- AT5G64680 1.98 0.99 4.64 0.002622 0.015228 -1.76
248196_at putative protein similar to unknown --- AT5G54150 -1.39 -0.48 -4.64 0.002623 0.015229 -1.76
266703_at unknown protein predicted by gensc--- AT2G19880 -1.77 -0.82 -4.64 0.002626 0.015242 -1.76
253013_at  heat shock protein 70 like protein dmtHsc70-1 AT4G37910 2.05 1.04 4.64 0.002627 0.015242 -1.76
260843_at unknown protein similar to hypothet --- AT1G29060 1.33 0.41 4.64 0.002628 0.015248 -1.76
259789_at Expressed protein ; supported by fuCOR414-TMAT1G29395 -1.51 -0.60 -4.64 0.002639 0.015303 -1.77
253815_at  putative beta-expansin/allergen proATEXPB3 AT4G28250 -1.76 -0.82 -4.64 0.002641 0.015307 -1.77
257956_at unknown protein --- AT3G25400 1.62 0.69 4.63 0.002647 0.015335 -1.77
247705_at putative protein  ;supported by full-le--- AT5G59460 1.44 0.52 4.63 0.002649 0.015342 -1.77
245957_at putative protein predicted proteins - --- AT5G19590 1.36 0.44 4.63 0.002653 0.015358 -1.77
262220_at  calcium-dependent protein kinase, CPK30 AT1G74740 -1.39 -0.47 -4.63 0.002653 0.015358 -1.77



251538_at  putative protein PBK1 protein, Hom--- AT3G58660 1.85 0.89 4.63 0.002656 0.015374 -1.78
258166_at  WD-repeat protein, putative contain--- AT3G21540 2.12 1.09 4.63 0.002664 0.015413 -1.78
267533_at unknown protein  ;supported by full-ATNUDX23AT2G42070 1.48 0.57 4.63 0.002666 0.015425 -1.78
261606_at  peroxidase, putative similar to pero--- AT1G49570 -1.60 -0.68 -4.63 0.00267 0.015438 -1.78
250453_at  putative protein predicted protein, B--- AT5G10620 -1.60 -0.68 -4.63 0.002671 0.015438 -1.78
246074_at hypothetical protein  ; supported by --- AT5G20130 1.40 0.49 4.63 0.002671 0.015438 -1.78
248242_at aldo/keto reductase-like protein --- AT5G53580 1.61 0.68 4.62 0.002674 0.015452 -1.78
261238_at hypothetical protein predicted by ge--- AT1G32810 1.46 0.55 4.62 0.002676 0.015462 -1.78
255495_at  predicted protein of unknown funct --- AT4G02720 1.45 0.53 4.62 0.002678 0.015466 -1.78
257857_s_aunknown protein contains an RNaseRRP45a AT3G12990 / 1.76 0.82 4.62 0.002679 0.015467 -1.79
245565_at hypothetical protein --- AT4G14605 1.48 0.57 4.62 0.00268 0.015467 -1.79
260879_at hypothetical protein predicted by ge--- AT1G21480 -1.47 -0.55 -4.62 0.00268 0.015467 -1.79
259677_at putative phosphatidylinositol-4-phos--- AT1G77740 -1.63 -0.70 -4.62 0.00268 0.015467 -1.79
255226_at  UV-damaged DNA binding factor - DDB1A AT4G05420 1.39 0.47 4.62 0.002685 0.015486 -1.79
257002_at  oligouridylate binding protein, putat--- AT3G14100 1.59 0.67 4.62 0.002685 0.015486 -1.79
259605_at unknown protein PUB45 AT1G27910 -1.95 -0.96 -4.62 0.002686 0.015486 -1.79
266064_at expressed protein --- AT2G18780 1.62 0.69 4.62 0.002686 0.015486 -1.79
261313_at hypothetical protein predicted by ge--- AT1G52970 -1.35 -0.44 -4.62 0.002688 0.015487 -1.79
265352_at cytosolic cyclophilin (ROC3)  ;suppoROC3 AT2G16600 1.48 0.57 4.62 0.002693 0.01551 -1.79
262342_at unknown protein similar to hypothet --- AT1G64150 -1.89 -0.92 -4.62 0.002693 0.01551 -1.79
264855_at  3-hydroxy-3-methylglutaryl-coenzymHSK AT2G17265 1.40 0.48 4.62 0.002695 0.015518 -1.79
257876_at hypothetical protein predicted by ge--- AT3G17130 -2.00 -1.00 -4.62 0.002696 0.015518 -1.79
255225_at  U3 snoRNP-associated -like protein--- AT4G05410 2.33 1.22 4.62 0.002698 0.015527 -1.79
247197_at receptor-like protein kinase --- AT5G65240 2.32 1.22 4.62 0.002702 0.015541 -1.79
262594_at putative 60s ribosomal protein L37 a--- AT1G15250 2.75 1.46 4.61 0.002705 0.015544 -1.80
259292_at unknown protein --- AT3G11560 1.47 0.56 4.61 0.002705 0.015544 -1.80
254054_at  putative protein DNA-binding prote --- AT4G25320 1.70 0.76 4.61 0.002706 0.015544 -1.80
249838_at unknown protein  ;supported by full---- AT5G23460 1.64 0.72 4.61 0.002706 0.015544 -1.80
247791_at cyclophilin ROC7  ;supported by ful ROC7 AT5G58710 1.65 0.72 4.61 0.002706 0.015544 -1.80
255018_at hypothetical protein  ; supported by --- AT4G10090 1.62 0.69 4.61 0.002707 0.015544 -1.80
257652_at unknown protein contains Pfam pro APUM24 AT3G16810 2.02 1.02 4.61 0.002707 0.015544 -1.80
253825_at Expressed protein ; supported by fu--- AT4G28025 -1.68 -0.75 -4.61 0.00271 0.015557 -1.80
263384_at hypothetical protein predicted by ge--- AT2G40130 -1.51 -0.60 -4.61 0.002711 0.015558 -1.80
260645_at hypothetical protein predicted by geTTL1 AT1G53300 -1.93 -0.95 -4.61 0.002712 0.015558 -1.80
255261_s_a putative protein equilibrative nucleoFUR1 AT4G05110 / -2.81 -1.49 -4.61 0.002713 0.015558 -1.80



257761_at unknown protein --- AT3G23090 -2.01 -1.01 -4.61 0.002713 0.015558 -1.80
254078_at  putative protein various predicted p--- AT4G25710 1.50 0.58 4.61 0.002716 0.015565 -1.80
255224_at  putative protein hypothetical protein--- AT4G05400 1.58 0.66 4.61 0.002717 0.015565 -1.80
245266_at hypothetical protein ; supported by c--- AT4G17070 1.89 0.92 4.61 0.002718 0.015568 -1.80
245059_at unknown protein  ;supported by full-RHC2A AT2G39720 -1.38 -0.46 -4.61 0.002718 0.015568 -1.80
260984_at Expressed protein ; supported by fu--- AT1G53645 2.01 1.01 4.61 0.00272 0.015571 -1.80
251357_at ribosomal protein S27  ; supported bARS27A AT3G61110 1.95 0.97 4.61 0.002727 0.015606 -1.80
265726_at putative inositol polyphosphate 5'-p --- AT2G32010 1.69 0.76 4.61 0.002727 0.015606 -1.80
266036_s_a20S proteasome subunit (PAA2) idePAA2 AT2G05840 / 1.43 0.51 4.61 0.002735 0.015641 -1.81
260112_at unknown protein similar to unknown--- AT1G63310 -1.61 -0.69 -4.60 0.002736 0.015643 -1.81
255249_at  3(2),5-BISPHOSPHATE NUCLEOT--- AT4G05090 -1.83 -0.87 -4.60 0.00274 0.015665 -1.81
258996_at putative ribosome recycling factor s --- AT3G01800 1.61 0.69 4.60 0.002741 0.015665 -1.81
251784_at  putative protein photosystem II oxyPPL1 AT3G55330 -1.84 -0.88 -4.60 0.002742 0.015667 -1.81
246775_at putative protein GTP-binding proteinMIRO1 AT5G27540 1.36 0.44 4.60 0.002743 0.015667 -1.81
260786_s_aunknown protein similar to CryptospMEE5 AT1G06220 / 1.56 0.64 4.60 0.002746 0.015682 -1.81
248975_at unknown protein  ; supported by cD--- AT5G45040 -1.46 -0.54 -4.60 0.002747 0.015682 -1.81
264731_at hypothetical protein predicted by ge--- AT1G62150 1.48 0.56 4.60 0.002751 0.015702 -1.81
258046_at MAP kinase kinase 5 identical to GBMKK5 AT3G21220 1.45 0.54 4.60 0.002763 0.015758 -1.82
259176_at  putative cell division control proteinCDC48C AT3G01610 1.47 0.55 4.60 0.002764 0.015762 -1.82
245164_at mitochondrial chaperonin (HSP60) HSP60-2 AT2G33210 2.44 1.29 4.59 0.002785 0.015879 -1.83
245373_s_aExpressed protein ; supported by fuATARD2 AT4G14710 / 1.45 0.54 4.59 0.00279 0.015899 -1.83
245999_at  putative protein predicted protein, ACOPT5 AT5G20650 1.38 0.47 4.59 0.002794 0.015918 -1.83
264064_at hypothetical protein predicted by ge--- AT2G27900 -1.42 -0.50 -4.59 0.002795 0.015918 -1.83
267093_at  high affinity Ca2+ antiporter identic CAX1 AT2G38170 1.83 0.87 4.59 0.002798 0.015931 -1.83
245543_at glucosyltransferase --- AT4G15260 1.53 0.61 4.58 0.002799 0.015931 -1.83
266662_at hypothetical protein predicted by ge--- AT2G25830 -1.62 -0.70 -4.58 0.002799 0.015931 -1.83
260465_at membrane-associated salt-inducible--- AT1G10910 1.32 0.40 4.58 0.002811 0.015995 -1.84
266568_at unknown protein --- AT2G24070 -1.37 -0.46 -4.58 0.002817 0.016026 -1.84
266776_at putative ubiquitin fusion-degradation--- AT2G29070 1.55 0.63 4.58 0.002822 0.016047 -1.84
254023_at  putative protein hypothetical protein--- AT4G25770 -1.53 -0.62 -4.58 0.002827 0.016065 -1.84
253507_at  serine threonine protein kinase like --- AT4G32000 -1.74 -0.80 -4.58 0.002827 0.016065 -1.84
259461_at unknown protein --- AT1G18900 1.81 0.86 4.58 0.002829 0.016074 -1.84
264670_s_a unknown protein Similar to elongat --- AT1G09640 / 1.56 0.64 4.58 0.00283 0.016074 -1.84
262395_at hypothetical protein similar to hypot --- AT1G49540 2.03 1.02 4.57 0.002833 0.01608 -1.85
262310_at unknown protein contains similarity MLP31 AT1G70840 -1.45 -0.54 -4.57 0.002835 0.016088 -1.85



252929_at  putative fructose-bisphosphate aldo--- AT4G38970 -1.43 -0.51 -4.57 0.002835 0.016089 -1.85
255593_at hypothetical protein --- AT4G01650 1.44 0.53 4.57 0.002837 0.016092 -1.85
245100_at  ubiquitin-specific protease 5 (UBP5UBP5 AT2G40930 1.42 0.51 4.57 0.002841 0.016109 -1.85
253547_at chloroplast omega-6 fatty acid desaFAD6 AT4G30950 -1.42 -0.51 -4.57 0.002841 0.016109 -1.85
257775_at  short-chain alcohol dehydrogenase--- AT3G29260 -1.48 -0.57 -4.57 0.002845 0.016117 -1.85
253072_at putative protein  ;supported by full-le--- AT4G37830 1.36 0.45 4.57 0.002845 0.016117 -1.85
250133_at thioredoxin f2 (gb|AAD35004.1)  ; s TRXF2 AT5G16400 -1.95 -0.96 -4.57 0.002846 0.016117 -1.85
261753_at unknown protein --- AT1G76340 -1.52 -0.61 -4.57 0.002846 0.016117 -1.85
256110_at  Ser Thr protein kinase, putative sim--- AT1G16900 1.69 0.75 4.57 0.002847 0.016117 -1.85
246258_at  PPR-repeat protein, putative conta --- AT1G31840 1.40 0.49 4.57 0.002847 0.016117 -1.85
259824_at  copper homeostasis factor, putativeATX1 AT1G66240 1.40 0.48 4.57 0.002847 0.016117 -1.85
258243_at carbamoyl phosphate synthetase smCARA AT3G27740 1.73 0.79 4.57 0.002861 0.016186 -1.86
253849_at  putative protein 150-kD protein, Dic--- AT4G28080 -1.40 -0.49 -4.57 0.002862 0.016186 -1.86
252943_at cinnamyl-alcohol dehydrogenase CACAD9 AT4G39330 -12.83 -3.68 -4.56 0.002868 0.016212 -1.86
255677_at putative calmodulin-binding heat sh --- AT4G00500 1.75 0.81 4.56 0.00287 0.016212 -1.86
259682_at  transcription factor DREB1A, putati--- AT1G63040 -1.67 -0.74 -4.56 0.00287 0.016212 -1.86
257060_at unknown protein --- AT3G18230 1.47 0.56 4.56 0.002872 0.016216 -1.86
254761_at Expressed protein ; supported by fuCLE44 AT4G13195 1.70 0.76 4.56 0.002872 0.016216 -1.86
257009_at unknown protein  ; supported by cD--- AT3G14160 1.38 0.46 4.56 0.002874 0.016217 -1.86
259837_at  aquaporin, putative similar to delta --- AT1G52180 -1.78 -0.83 -4.56 0.002874 0.016217 -1.86
265254_at unknown protein  ; supported by cDDRB2 AT2G28380 -1.45 -0.54 -4.56 0.002878 0.016238 -1.86
248409_at putative protein contains similarity toLPA2 AT5G51540 / -1.56 -0.64 -4.56 0.00288 0.016246 -1.86
248744_at putative protein contains similarity to--- AT5G48250 1.66 0.73 4.56 0.002883 0.016256 -1.87
250833_at  myotubularin - like protein myotubu--- AT5G04540 1.41 0.50 4.56 0.002883 0.016256 -1.87
247410_at putative protein similar to unknown emb1692 AT5G62990 1.99 0.99 4.56 0.002887 0.016264 -1.87
256314_at hypothetical protein TOC75-I AT1G35860 -1.45 -0.54 -4.56 0.002888 0.016264 -1.87
247608_at  replication protein A1 - like probabl --- AT5G60990 1.56 0.64 4.56 0.002888 0.016264 -1.87
261634_at ATP-dependent Clp protease proteoCLPR1 AT1G49970 1.61 0.69 4.56 0.002889 0.016264 -1.87
258904_at  putative ATPase (ISW2-like) simila CHR11 AT3G06400 1.48 0.57 4.56 0.002889 0.016264 -1.87
259067_at  F-box protein family, AtFBL12 cont --- AT3G07550 -1.38 -0.46 -4.56 0.00289 0.016267 -1.87
267550_at putative protein kinase contains a p AP4.3A AT2G32800 -2.40 -1.26 -4.56 0.002892 0.016272 -1.87
246782_at  putative protein PrMC3 - Pinus rad GID1C AT5G27320 2.08 1.05 4.56 0.002893 0.016272 -1.87
258924_at  putative diadenosine 5',5'''-P1,P4-teATNUDX26AT3G10620 -1.39 -0.48 -4.55 0.002903 0.016325 -1.87
246767_at  putative protein CG6949 - Drosoph--- AT5G27395 2.55 1.35 4.55 0.002905 0.016325 -1.87
256078_at hypothetical protein predicted by ge--- AT1G20670 -1.45 -0.54 -4.55 0.002906 0.016325 -1.87



258041_at Expressed protein ; supported by fuZML1 AT3G21175 1.46 0.55 4.55 0.002906 0.016325 -1.87
249748_at thaumatin-like protein --- AT5G24620 -1.48 -0.57 -4.55 0.002909 0.016325 -1.87
258226_at  putative phospholipase D similar toPLDALPHAAT3G15730 -1.45 -0.53 -4.55 0.002909 0.016325 -1.87
246565_at  biotin carboxyl carrier protein precuBCCP2 AT5G15530 -1.46 -0.54 -4.55 0.00291 0.016325 -1.88
266671_at  anthranilate synthase, alpha subunASA2 AT2G29690 -1.49 -0.57 -4.55 0.00291 0.016325 -1.88
259754_at hypothetical protein predicted by ge--- AT1G71090 1.48 0.57 4.55 0.002911 0.016328 -1.88
267646_at putative phosphate transporter PHT5 AT2G32830 1.76 0.82 4.55 0.002916 0.016349 -1.88
255756_at  endo-beta-1,4-D-glucanase, putativAtGH9B5 AT1G19940 -1.47 -0.55 -4.55 0.002917 0.016349 -1.88
258974_at  unknown protein similar to brahma --- AT3G01890 1.48 0.57 4.55 0.002925 0.016388 -1.88
246339_at RP19 gene for chloroplast ribosomaRPL9 AT3G44890 -1.48 -0.56 -4.54 0.002931 0.016414 -1.88
254262_at  putative protein annexin VII, Dictyo --- AT4G23470 -1.57 -0.66 -4.54 0.002932 0.016414 -1.88
250234_at  transaldolase - like protein transald--- AT5G13420 1.69 0.76 4.54 0.002932 0.016414 -1.88
259159_at unknown protein contains Pfam pro ACBP4 AT3G05420 -1.64 -0.71 -4.54 0.002934 0.01642 -1.88
259162_at unknown protein similar to unknown--- AT3G01640 -1.55 -0.63 -4.54 0.002943 0.016451 -1.89
264690_at hypothetical protein similar to hypot SNL4 AT1G70060 -1.58 -0.66 -4.54 0.002943 0.016451 -1.89
254945_at  putative RING finger protein ring fin--- AT4G10940 -1.55 -0.64 -4.54 0.002943 0.016451 -1.89
267095_at putative AMP deaminase  ; supporteFAC1 AT2G38280 1.51 0.60 4.54 0.002945 0.016455 -1.89
255494_at  predicted protein of unknown funct --- AT4G02710 1.39 0.48 4.54 0.002951 0.016482 -1.89
251576_at putative protein several hypothetica --- AT3G58200 1.40 0.48 4.54 0.002951 0.016482 -1.89
266453_at putative protein kinase contains a p --- AT2G43230 -1.35 -0.43 -4.54 0.002956 0.016507 -1.89
260731_at  P-type ATPase, putative similar to --- AT1G17500 -1.52 -0.60 -4.54 0.002958 0.016508 -1.89
255413_at putative alcohol dehydrogenase sim--- AT4G03140 -1.49 -0.58 -4.54 0.002959 0.016508 -1.89
254952_at  UDP-galactose 4-epimerase - like pUGE5 AT4G10955 / 1.52 0.61 4.54 0.002959 0.016508 -1.89
246294_at  ribosomal protein, chloroplast ribosPSRP5 AT3G56910 -1.40 -0.48 -4.54 0.002959 0.016508 -1.89
258317_at hypothetical protein predicted by ge--- AT3G22670 1.40 0.49 4.54 0.002964 0.016528 -1.90
248228_at unknown protein  ;supported by full---- AT5G53800 1.63 0.70 4.53 0.002969 0.016552 -1.90
252223_at  MYB -like protein DNA-binding protTRB3 AT3G49850 1.72 0.78 4.53 0.002971 0.01656 -1.90
252118_at  putative protein various predicted p--- AT3G51400 1.32 0.40 4.53 0.002974 0.016568 -1.90
258563_at putative long-chain-fatty-acid--CoA LACS6 AT3G05970 1.47 0.56 4.53 0.002978 0.016568 -1.90
248743_at unknown protein --- AT5G48240 1.81 0.85 4.53 0.002978 0.016568 -1.90
244985_at ribosomal protein L22 --- --- -1.76 -0.81 -4.53 0.002978 0.016568 -1.90
258717_at unknown protein  ; supported by cDSYP71 AT3G09740 -1.33 -0.41 -4.53 0.002978 0.016568 -1.90
257324_at hypothetical protein --- --- 2.77 1.47 4.53 0.00298 0.016568 -1.90
248014_at putative protein similar to unknown --- AT5G56340 -1.60 -0.68 -4.53 0.002981 0.016568 -1.90
260585_at unknown protein EMB2777 AT2G43650 2.14 1.10 4.53 0.002982 0.016568 -1.90



264270_at  beta-glucosidase, putative similar t --- --- -1.37 -0.45 -4.53 0.002984 0.016572 -1.90
253657_at  cadmium-transporting ATPase-like HMA2 AT4G30110 2.57 1.36 4.53 0.002984 0.016572 -1.90
255886_at  plastocyanin, putative similar to plaDRT112 AT1G20340 -1.39 -0.48 -4.53 0.002985 0.016573 -1.90
254867_at hypothetical proteins --- AT4G12240 1.68 0.75 4.53 0.002992 0.016606 -1.91
267530_at putative receptor-like protein kinase--- AT2G41890 2.32 1.21 4.53 0.002994 0.016613 -1.91
253589_at  puative protein membrane-associa --- AT4G30825 1.67 0.74 4.53 0.002996 0.01662 -1.91
250235_s_a ubiquinol--cytochrome-c reductase --- AT5G13430 / 1.36 0.44 4.53 0.002998 0.016625 -1.91
260641_at hypothetical protein predicted by ge--- AT1G53200 1.98 0.99 4.52 0.003 0.016636 -1.91
263171_at unknown protein CCX4 AT1G54115 1.46 0.54 4.52 0.003006 0.016658 -1.91
254132_at  putative protein hypothetical proteinATHB22 AT4G24660 1.77 0.82 4.52 0.003006 0.016658 -1.91
258217_at unknown protein contains Pfam pro XPL1 AT3G17998 / -1.88 -0.91 -4.52 0.003007 0.016658 -1.91
265899_s_a SKP1/ASK1 (At3), putative similar ASK4 AT1G20140 / 1.48 0.56 4.52 0.003008 0.016659 -1.91
250321_at  zinc finger transcription factor -like --- AT5G12850 -1.46 -0.55 -4.52 0.003012 0.016681 -1.91
252927_at  cysteine proteinase RD19A identicaRD19 AT4G39090 1.37 0.46 4.52 0.003014 0.016685 -1.91
264367_at  unknown protein ESTs gb|T21276, --- AT1G03350 -1.40 -0.49 -4.52 0.003015 0.016687 -1.91
251710_at putative protein several hypothetica --- AT3G56930 -2.02 -1.01 -4.52 0.003016 0.016687 -1.91
261037_at lipoxygenase identical to GB:CAB56LOX3 AT1G17420 -5.47 -2.45 -4.52 0.003017 0.016687 -1.91
248303_at  FtsH protease, putative similar to AFTSH11 AT5G53170 1.45 0.54 4.52 0.003017 0.016687 -1.91
259536_s_aputative protein hypothetical proteinATCOAB AT1G12350 / 1.33 0.41 4.52 0.003018 0.016687 -1.91
265586_at pathogenesis-related protein (PR-1)PR-1-LIKE AT2G19990 -1.56 -0.64 -4.52 0.00302 0.016689 -1.92
256405_at calcium-dependent protein kinase sCPK33 AT1G50700 1.38 0.47 4.52 0.00302 0.016689 -1.92
253362_s_a putative protein cyclopropane-fatty---- AT4G33110 / -1.66 -0.73 -4.52 0.00302 0.016689 -1.92
260148_at putative oxidoreductase similar to g --- AT1G52800 1.74 0.80 4.52 0.003021 0.016691 -1.92
246908_at dehydration-induced protein RD22  RD22 AT5G25610 -4.93 -2.30 -4.52 0.003022 0.016693 -1.92
260575_at hypothetical protein predicted by ge--- AT2G47300 1.45 0.54 4.52 0.003028 0.016718 -1.92
256106_at unknown protein --- AT1G16870 1.40 0.48 4.52 0.003028 0.016718 -1.92
259277_at putative glycogen synthase similar tAtSS2 AT3G01180 -1.74 -0.80 -4.52 0.003031 0.016725 -1.92
246155_at  putative protein predicted proteins, --- AT5G20030 -1.34 -0.42 -4.52 0.003032 0.01673 -1.92
253977_at putative protein various Caenorhabd--- AT4G26630 1.73 0.79 4.52 0.003034 0.016738 -1.92
254819_at  pEARLI 1-like protein Arabidopsis t--- AT4G12500 11.09 3.47 4.51 0.003036 0.016743 -1.92
260862_at unknown protein SEU AT1G43850 1.42 0.50 4.51 0.00304 0.016756 -1.92
260632_at  homeobox protein, putative similar STM AT1G62360 -1.45 -0.54 -4.51 0.00304 0.016756 -1.92
263605_at hypothetical protein predicted by ge--- AT2G16485 1.56 0.64 4.51 0.003042 0.016763 -1.92
252504_at  telomere repeat-binding protein ho TRFL1 AT3G46590 1.41 0.50 4.51 0.003044 0.016773 -1.92
258480_at unknown protein  ;supported by full---- AT3G02640 -1.47 -0.56 -4.51 0.003047 0.01678 -1.93



264952_at  Tub family protein, putative containAtTLP1 AT1G76900 -1.36 -0.45 -4.51 0.003047 0.01678 -1.93
266239_at unknown protein  ; supported by cD--- AT2G29530 2.19 1.13 4.51 0.00305 0.016794 -1.93
257964_at hypothetical protein similar to hypot --- AT3G19850 -1.79 -0.84 -4.51 0.003053 0.016807 -1.93
249356_at  putative protein predicted proteins, --- AT5G40520 1.84 0.88 4.51 0.003056 0.016809 -1.93
245925_at bZIP transcription factor family proteBZO2H3 AT5G28770 -1.68 -0.75 -4.51 0.003056 0.016809 -1.93
255021_at hypothetical protein --- AT4G10330 1.44 0.52 4.51 0.003056 0.016809 -1.93
250564_at  putative protein sigma factor F inhib--- AT5G08060 1.34 0.42 4.51 0.003057 0.016809 -1.93
266701_at profilin 1  ; supported by cDNA: gi_1PRF1 AT2G19760 -1.34 -0.42 -4.51 0.003057 0.016809 -1.93
249574_at  putative protein embryonic abunda PDLP7 AT5G37660 -1.45 -0.54 -4.51 0.00306 0.016818 -1.93
246122_at  putative protein brain specific Na+- PHT4;5 AT5G20380 1.51 0.59 4.51 0.003061 0.016818 -1.93
249828_at  succinyl-CoA synthetase, alpha sub--- AT5G23250 1.56 0.64 4.51 0.003061 0.016818 -1.93
260916_at predicted protein ; supported by cD --- AT1G02475 1.46 0.55 4.51 0.003067 0.016847 -1.93
260266_at putative B-box zinc finger protein co--- AT1G68520 -1.65 -0.72 -4.51 0.003068 0.016847 -1.93
264018_at putative triosephosphate isomeraseTIM AT2G21170 -1.42 -0.51 -4.51 0.00307 0.016852 -1.93
248886_at phosphate/triose-phosphate translo APE2 AT5G46110 -1.46 -0.55 -4.50 0.003071 0.016854 -1.93
263526_at hypothetical protein predicted by ge--- AT2G24830 1.39 0.47 4.50 0.003072 0.016854 -1.93
261561_at unknown protein ;supported by full-l--- AT1G01730 1.69 0.76 4.50 0.003077 0.016878 -1.94
260616_at hypothetical protein contains Pfam p--- AT1G53280 1.63 0.71 4.50 0.003082 0.016901 -1.94
255520_at putative ribosomal protein L19 simil --- AT4G02230 1.86 0.90 4.50 0.003085 0.016916 -1.94
249248_at unknown protein --- AT5G42320 -1.51 -0.60 -4.50 0.003087 0.016924 -1.94
257610_at  zinc finger protein, putative similar AtIDD11 AT3G13810 2.33 1.22 4.50 0.003089 0.016929 -1.94
250156_at  putative protein predicted proteins, --- AT5G15170 1.36 0.44 4.50 0.00309 0.016931 -1.94
253726_at  ribosomal protein S15a homolog ribrps15ae AT4G29430 2.18 1.12 4.50 0.003091 0.016931 -1.94
248833_at Bax inhibitor-1 like  ;supported by fuATBI1 AT5G47120 1.55 0.63 4.50 0.003093 0.016939 -1.94
254326_at  putative protein AIR1, Arabidopsis --- AT4G22610 -1.46 -0.55 -4.49 0.003112 0.017033 -1.95
254765_at hypothetical protein --- AT4G13270 1.49 0.57 4.49 0.003114 0.017038 -1.95
263696_at putative aspartate kinase-homoserinAK-HSDH I AT1G31230 1.79 0.84 4.49 0.00312 0.017061 -1.95
252527_at  dTDP-glucose 4-6-dehydratases-likUXS5 AT3G46440 1.53 0.62 4.49 0.00312 0.017061 -1.95
246211_at G-box-binding factor 1 ; supported bGBF1 AT4G36730 -2.00 -1.00 -4.49 0.003123 0.017069 -1.95
259348_at  hypothetical protein may contain C --- AT3G03770 -1.82 -0.86 -4.49 0.003129 0.017099 -1.95
261553_at hypothetical protein --- AT1G63420 -1.50 -0.59 -4.49 0.003131 0.017108 -1.95
255979_at hypothetical protein UPF3 AT1G33980 1.43 0.52 4.49 0.003134 0.017119 -1.96
256510_at  ATP-dependent Clp protease ATP---- AT1G33360 1.48 0.57 4.49 0.003137 0.017126 -1.96
263120_at  cytochrome P450, putative similar tCYP708A3 AT1G78490 -7.43 -2.89 -4.49 0.003138 0.017128 -1.96
251092_at putative protein  ;supported by full-le--- AT5G01470 -1.44 -0.53 -4.49 0.00314 0.017136 -1.96



264864_at hypothetical protein predicted by ge--- AT1G24310 1.80 0.85 4.48 0.003144 0.017149 -1.96
264693_at hypothetical protein predicted by geCLE26 AT1G69970 -1.42 -0.50 -4.48 0.003144 0.017149 -1.96
266093_at unknown protein  ;supported by full---- AT2G37990 1.72 0.78 4.48 0.003149 0.017172 -1.96
260145_at putative G protein-coupled receptor GPCR AT1G52920 1.33 0.41 4.48 0.003158 0.017215 -1.96
262005_at  ABC transporter protein, putative s ATGCN3 AT1G64550 1.65 0.72 4.48 0.003159 0.017219 -1.96
262487_at unknown protein ESTs gb|T42839 a--- AT1G21610 1.30 0.38 4.48 0.003163 0.017232 -1.97
251841_at  putative protein CRP1, Zea mays, --- AT3G54980 1.81 0.85 4.48 0.003163 0.017232 -1.97
259919_at  putative exportin, tRNA (nuclear exPSD AT1G72560 1.63 0.70 4.48 0.003164 0.017232 -1.97
263600_at hypothetical protein predicted by geDRD1 AT2G16390 -1.48 -0.57 -4.48 0.003168 0.017245 -1.97
259718_at unknown protein VIP5 AT1G61040 1.34 0.42 4.48 0.003168 0.017245 -1.97
257086_at hypothetical protein predicted by ge--- AT3G20490 1.70 0.77 4.48 0.003169 0.017245 -1.97
246817_at  putative protein various predicted p--- AT5G27240 1.49 0.57 4.48 0.00317 0.017249 -1.97
259849_at  phosphoglycerate dehydrogenase, --- AT1G72190 1.34 0.42 4.48 0.003173 0.017258 -1.97
264214_s_a MADS-box transcription factor, putaAGL38 AT1G65300 / -1.38 -0.47 -4.47 0.003179 0.017284 -1.97
245626_at unknown protein ;supported by full-l--- AT1G56700 1.67 0.74 4.47 0.003179 0.017284 -1.97
253383_at putative protein  ;supported by full-le--- AT4G32900 1.69 0.76 4.47 0.003181 0.017286 -1.97
245593_at IAA7 like protein IAA14 AT4G14550 -2.51 -1.33 -4.47 0.003182 0.017286 -1.97
258099_at unknown protein similar to hypothet --- AT3G23540 1.41 0.50 4.47 0.003183 0.017286 -1.97
258160_at  glutamine synthetase, putative sim GLN1.3 AT3G17820 1.89 0.92 4.47 0.003187 0.017296 -1.97
247176_at acyl-CoA oxidase (gb|AAC13497.1)ACX2 AT5G65110 1.76 0.81 4.47 0.003187 0.017296 -1.97
253248_at Putative S-phase-specific ribosoma --- AT4G34670 2.47 1.30 4.47 0.003187 0.017296 -1.97
260590_at  phosphoenolpyruvate carboxylase ATPPC1 AT1G53310 1.59 0.66 4.47 0.003195 0.017329 -1.98
253020_at hypothetical protein --- AT4G38020 1.61 0.68 4.47 0.003198 0.017335 -1.98
266574_at hypothetical protein predicted by ge--- AT2G23890 2.09 1.06 4.47 0.003198 0.017335 -1.98
250390_at  separation anxiety protein - like sep--- AT5G11340 1.32 0.40 4.47 0.003198 0.017335 -1.98
248491_at unknown protein  ;supported by full---- AT5G51010 1.67 0.74 4.47 0.003199 0.017335 -1.98
252849_at Histon H3  ;supported by full-length --- AT4G40040 1.41 0.50 4.47 0.0032 0.017335 -1.98
250350_at  putative protein predicted proteins, --- AT5G12010 -2.09 -1.06 -4.47 0.003202 0.017345 -1.98
265284_at unknown protein  ;supported by full---- AT2G20230 1.48 0.56 4.47 0.003204 0.017345 -1.98
265384_at unknown protein  ;supported by full---- AT2G20760 -1.33 -0.41 -4.47 0.003204 0.017345 -1.98
246263_at unknown protein --- AT1G31780 -1.58 -0.66 -4.47 0.003205 0.017345 -1.98
264678_at  putative U2 small nuclear ribonucleU2A' AT1G09760 1.44 0.53 4.47 0.003206 0.017345 -1.98
254851_at  putative disease resistance protein --- AT4G12010 1.92 0.94 4.47 0.003206 0.017345 -1.98
260480_at Ser/Thr kinase  ;supported by full-leSNRK2.4 AT1G10940 1.32 0.40 4.47 0.003208 0.017349 -1.98
263243_at putative glyoxalase II GLX2-5 AT2G31350 1.50 0.59 4.47 0.003209 0.017349 -1.98



261207_at peroxisomal targeting signal type 2 --- AT1G12830 1.74 0.80 4.47 0.003209 0.017349 -1.98
250571_at hypothetical protein --- AT5G08200 -1.66 -0.73 -4.47 0.003216 0.017381 -1.98
252186_at putative protein --- AT3G50810 1.52 0.60 4.46 0.003217 0.017386 -1.98
251249_at  putative protein 10-deacetylbaccati --- AT3G62160 -1.45 -0.54 -4.46 0.00322 0.017393 -1.99
263386_at unknown protein  ; supported by cD--- AT2G40150 -2.08 -1.06 -4.46 0.003222 0.017401 -1.99
258026_at abscisic acid responsive elements-bABF4 AT3G19290 1.61 0.69 4.46 0.003224 0.017402 -1.99
251310_at  homeobox protein AnthocyaninlessHDG1 AT3G61150 -1.59 -0.67 -4.46 0.003225 0.017402 -1.99
252335_at  putative protein putative protein - A--- AT3G48860 1.49 0.57 4.46 0.003225 0.017402 -1.99
259533_at hypothetical protein --- AT1G12530 1.33 0.41 4.46 0.003227 0.017402 -1.99
250625_at calnexin homolog --- AT5G07340 1.67 0.74 4.46 0.003227 0.017402 -1.99
264065_at hypothetical protein predicted by ge--- AT2G27900 -1.47 -0.55 -4.46 0.003227 0.017402 -1.99
254559_at  putative protein glycine/proline-rich --- AT4G19200 -1.70 -0.76 -4.46 0.003232 0.017414 -1.99
251656_at  putative protein N-ACETYLGLUCO--- AT3G57170 -1.44 -0.53 -4.46 0.003232 0.017414 -1.99
246244_at receptor kinase-like protein --- AT4G37250 -1.40 -0.48 -4.46 0.003232 0.017414 -1.99
258502_at unknown protein --- AT3G02490 1.86 0.89 4.46 0.003234 0.017416 -1.99
247607_at  putative protein various predicted p--- AT5G60960 1.95 0.97 4.46 0.003235 0.01742 -1.99
245806_at light-harvesting complex protein simLHCA5 AT1G45474 -1.85 -0.88 -4.46 0.003237 0.017426 -1.99
265119_at  flavin-containing monooxygenase, FMO GS-O AT1G62570 -2.16 -1.11 -4.46 0.003238 0.017426 -1.99
256288_at  arginine N-methyltransferase 3, pu PRMT3 AT3G12270 2.23 1.16 4.46 0.00324 0.017435 -1.99
267442_at unknown protein  ;supported by full---- AT2G19080 1.37 0.45 4.46 0.003242 0.017437 -1.99
258297_at Expressed protein ; supported by fu--- AT3G23325 1.46 0.55 4.46 0.003243 0.017437 -1.99
258945_at  calmodulin-domain protein kinase CCPK2 AT3G10660 -1.34 -0.42 -4.46 0.003243 0.017437 -1.99
256858_at hypothetical protein predicted by ge--- AT3G15140 1.69 0.76 4.46 0.003244 0.017437 -1.99
261709_at  RNA-binding protein, putative simil CID11 AT1G32790 1.40 0.49 4.46 0.003247 0.017445 -1.99
265301_s_aputative MYB family transcription fa --- AT2G13960 / 1.45 0.53 4.46 0.003249 0.017451 -2.00
247271_at nuclear protein-like --- AT5G64270 1.50 0.59 4.46 0.00325 0.017452 -2.00
253648_at pathogenesis related homeodomainPRHA AT4G29940 1.35 0.43 4.45 0.003257 0.017486 -2.00
257456_at unknown protein predicted by genscSRS4 AT2G18120 -1.45 -0.53 -4.45 0.00326 0.017497 -2.00
258174_at hypothetical protein contains Pfam p--- AT3G21470 1.45 0.54 4.45 0.003262 0.017497 -2.00
250966_at  putative protein various predicted p--- AT5G02910 1.54 0.62 4.45 0.003262 0.017497 -2.00
259723_at putative iron-regulated transporter sIRT3 AT1G60960 2.20 1.14 4.45 0.00327 0.017536 -2.00
266520_at cyclic nucleotide and calmodulin-regATCNGC6 AT2G23980 1.51 0.59 4.45 0.003273 0.017543 -2.00
247601_at  zinc finger protein OBP4 - like zinc OBP4 AT5G60850 -1.71 -0.78 -4.45 0.003276 0.017556 -2.00
263975_at hypothetical protein predicted by ge--- AT2G42710 1.47 0.56 4.45 0.003279 0.017571 -2.01
260331_at hypothetical protein contains Pfam p--- AT1G80270 4.57 2.19 4.44 0.003294 0.017644 -2.01



252055_at  putative ribosomal protein S14 ribo --- AT3G52580 1.56 0.64 4.44 0.003295 0.017644 -2.01
259648_at hypothetical protein predicted by ge--- --- -1.34 -0.42 -4.44 0.003298 0.017647 -2.01
261348_at hypothetical protein contains similarTED3 AT1G79810 1.37 0.46 4.44 0.003298 0.017647 -2.01
265032_at ribosomal protein identical to ribosoRPL3B AT1G61580 2.20 1.14 4.44 0.003298 0.017647 -2.01
250144_at  putative protein various predicted p--- AT5G14680 1.86 0.90 4.44 0.003301 0.017659 -2.01
252566_at  cytoplasmic ribosomal protein S15aRPS15AD AT3G46040 1.59 0.67 4.44 0.003305 0.017672 -2.01
258375_at hypothetical protein predicted by ge--- AT3G17470 -1.38 -0.46 -4.44 0.003313 0.017707 -2.02
246601_at  copper amine oxidase, putative sim--- AT1G31710 -11.77 -3.56 -4.44 0.003313 0.017707 -2.02
245560_at indole-3-acetate beta-glucosyltransfUGT84A1 AT4G15480 -1.52 -0.60 -4.44 0.003316 0.017712 -2.02
253901_at  ribosomal protein L14 -like protein --- AT4G27090 1.80 0.84 4.44 0.003316 0.017712 -2.02
245256_at Expressed protein ; supported by cDFAR1 AT4G15090 1.50 0.59 4.44 0.003317 0.017712 -2.02
261898_at hypothetical protein predicted by ge--- AT1G80720 2.08 1.06 4.44 0.003317 0.017712 -2.02
256986_at unknown protein --- AT3G28700 1.65 0.72 4.44 0.003319 0.017718 -2.02
259711_at  putative DNA-binding protein simila--- AT1G77570 2.27 1.18 4.44 0.003322 0.017726 -2.02
248265_at putative protein contains similarity toSDG29 AT5G53430 1.63 0.71 4.44 0.003322 0.017726 -2.02
246549_at  putative protein predicted proteins, --- AT5G15050 -2.00 -1.00 -4.44 0.003327 0.017742 -2.02
262986_at unknown protein similar to hypothet --- AT1G23390 -1.99 -0.99 -4.44 0.003331 0.017757 -2.02
257047_at hypothetical protein predicted by ge--- AT3G19570 -1.66 -0.73 -4.43 0.003333 0.017757 -2.02
254546_at  lectin like protein lectin 2, phloem-sPP2-A2 AT4G19850 2.72 1.44 4.43 0.003333 0.017757 -2.02
246904_at  DNA methyltransferase PMT1 - likeDNMT2 AT5G25480 1.51 0.59 4.43 0.003342 0.017801 -2.03
246591_at  putative cation transport protein pu --- AT5G14880 1.53 0.62 4.43 0.003343 0.017801 -2.03
260073_at putative protein kinase contains Pfa--- AT1G73660 1.59 0.67 4.43 0.003354 0.017851 -2.03
254615_at  RNase L inhibitor-like protein RNasRLI2 AT4G19210 1.39 0.48 4.43 0.003357 0.017863 -2.03
251652_at  putative protein hypothetical protein--- AT3G57380 1.75 0.81 4.43 0.003358 0.017865 -2.03
260868_at unknown protein ;supported by full-l--- AT1G43860 1.58 0.66 4.43 0.003364 0.017889 -2.03
257755_at unknown protein  ; supported by full--- AT3G18760 1.85 0.89 4.43 0.003367 0.0179 -2.03
262654_at  putative mandelonitrile lyase simila --- AT1G14180 -1.59 -0.67 -4.43 0.003368 0.017901 -2.03
265676_at putative CCR4-associated factor  ; s--- AT2G32070 -1.38 -0.46 -4.42 0.003373 0.017922 -2.04
262284_at hypothetical protein predicted by ge--- AT1G68670 1.71 0.78 4.42 0.00338 0.017955 -2.04
260961_at unknown protein similar to hypothet --- AT1G05960 -1.33 -0.42 -4.42 0.003382 0.017963 -2.04
249525_at putative protein similar to unknown --- AT5G38650 1.38 0.47 4.42 0.003384 0.017966 -2.04
267186_at unknown protein  ; supported by cD--- AT2G44090 -1.41 -0.50 -4.42 0.003387 0.017977 -2.04
258029_at  serine/threonine-protein kinase, PKATPK7 AT3G27580 1.36 0.45 4.42 0.00339 0.01799 -2.04
261049_at hypothetical protein similar to hypot --- AT1G01430 -1.74 -0.80 -4.42 0.003392 0.017991 -2.04
258011_at  putative homeobox protein, HAT3.1HAT3.1 AT3G19510 1.59 0.67 4.42 0.003392 0.017992 -2.04



266860_at putative phospholipase C --- AT2G26870 -1.98 -0.98 -4.42 0.003397 0.018004 -2.04
264799_at putative violaxanthin de-epoxidase NPQ1 AT1G08550 -1.53 -0.61 -4.42 0.0034 0.018016 -2.04
250673_at  serine threonine protein kinase-likeCIPK2 AT5G07070 -1.62 -0.70 -4.42 0.003402 0.018016 -2.04
266183_at unknown protein ATPT2 AT2G38940 1.57 0.65 4.42 0.003402 0.018016 -2.04
247349_at putative protein similar to unknown --- AT5G63820 -1.38 -0.47 -4.41 0.003411 0.018058 -2.05
245770_at hypothetical protein predicted by ge--- AT1G30240 1.83 0.87 4.41 0.003413 0.018061 -2.05
252998_at  probable H+-transporting ATPase H--- AT4G38510 -1.48 -0.56 -4.41 0.003417 0.018081 -2.05
253947_at  putative protein hypothetical proteinMAP65-2 AT4G26760 1.50 0.58 4.41 0.003418 0.018081 -2.05
256534_at unknown protein --- AT1G33270 1.41 0.49 4.41 0.003422 0.018099 -2.05
249230_at putative protein similar to unknown --- AT5G42070 -1.55 -0.63 -4.41 0.003426 0.018115 -2.05
251437_at  putative protein hypothetical protein--- AT3G59910 1.36 0.44 4.41 0.00343 0.018134 -2.05
262324_at hypothetical protein similar to hypot ATCHX16 AT1G64170 6.04 2.60 4.41 0.003432 0.01814 -2.05
254323_at  putative protein auxin-induced prot --- AT4G22620 -2.27 -1.19 -4.41 0.003435 0.018149 -2.06
263638_at unknown protein --- AT2G25310 1.33 0.41 4.41 0.003438 0.018164 -2.06
266304_at hypothetical protein --- AT2G27090 1.39 0.48 4.41 0.003439 0.018164 -2.06
249040_at eukaryotic translation initiation facto--- AT5G44320 1.44 0.52 4.41 0.003441 0.018169 -2.06
250049_at  putative protein predicted proteins, --- AT5G17780 -1.45 -0.54 -4.41 0.003442 0.018169 -2.06
250836_at  putative protein various predicted pDME AT5G04560 -1.33 -0.42 -4.41 0.003443 0.018172 -2.06
253190_at  UDP-galactose transporter - like pr --- AT4G35335 -1.44 -0.53 -4.41 0.00345 0.018202 -2.06
256413_at hypothetical protein predicted by ge--- AT3G11100 1.45 0.53 4.40 0.003456 0.01823 -2.06
262969_at unknown protein --- AT1G75710 -1.62 -0.70 -4.40 0.003466 0.018269 -2.07
254438_at  translation initiation factor eIF3 - lik --- AT4G20980 1.55 0.64 4.40 0.003467 0.018269 -2.07
259402_at  developmental protein, putative simVPS46.1 AT1G17730 -1.38 -0.47 -4.40 0.003467 0.018269 -2.07
251062_at putative protein putative proteins - AOFP1 AT5G01840 -1.44 -0.53 -4.40 0.00347 0.018281 -2.07
250748_at AtPH1-like protein  ;supported by fu--- AT5G05710 1.50 0.59 4.40 0.003482 0.018337 -2.07
248998_at unknown protein --- AT5G45320 -1.37 -0.45 -4.40 0.003487 0.01836 -2.07
247830_at  putative protein predicted proteins, --- AT5G58530 -1.74 -0.80 -4.40 0.003488 0.018361 -2.07
256486_at  chloroplast nucleoid DNA binding p--- AT1G31450 -1.43 -0.52 -4.39 0.003493 0.01838 -2.07
267361_at hypothetical protein predicted by ge--- AT2G39920 1.81 0.86 4.39 0.003496 0.018389 -2.07
257750_at unknown protein  ;supported by full---- AT3G18800 -1.51 -0.59 -4.39 0.003499 0.018402 -2.08
253609_at  H+-transporting ATPase type 2, plaAHA2 AT4G30190 1.51 0.60 4.39 0.003503 0.018419 -2.08
257352_at putative RING3 protein IMB1 AT2G34900 1.52 0.61 4.39 0.003504 0.018419 -2.08
250723_at lysine decarboxylase-like protein --- AT5G06300 -1.63 -0.70 -4.39 0.003505 0.018419 -2.08
254415_at subtilisin-like serine protease contaiATSBT3.12AT4G21326 -1.34 -0.42 -4.39 0.003506 0.018422 -2.08
264722_at unknown protein location of EST em--- AT1G22970 1.59 0.67 4.39 0.003507 0.018422 -2.08



258529_at  hypothetical protein predicted by ge--- AT3G06740 -1.62 -0.70 -4.39 0.003511 0.018439 -2.08
250741_at putative protein contains similarity to--- AT5G05790 2.03 1.02 4.39 0.003515 0.018449 -2.08
248674_at non-phototropic hypocotyl-like prote--- AT5G48800 1.96 0.97 4.39 0.003515 0.018449 -2.08
258707_at putative histone H2B similar to histo--- AT3G09480 1.57 0.65 4.39 0.003522 0.018479 -2.08
254444_at  putative protein riboflavin biosynthe--- AT4G20960 -1.89 -0.92 -4.39 0.003524 0.018487 -2.08
249237_at putative protein similar to unknown --- AT5G42050 1.72 0.78 4.39 0.003527 0.018492 -2.08
266370_at hypothetical protein predicted by ge--- AT2G41350 -1.33 -0.41 -4.39 0.003532 0.01851 -2.09
266087_at putative alcohol dehydrogenase --- AT2G37790 -1.53 -0.62 -4.38 0.003535 0.018523 -2.09
249386_at  disease resistance -like protein dow--- AT5G40060 1.42 0.50 4.38 0.003536 0.018523 -2.09
251762_at sedoheptulose-bisphosphatase precSBPASE AT3G55800 -1.44 -0.53 -4.38 0.00354 0.018535 -2.09
257743_at unknown protein --- AT3G27390 1.64 0.71 4.38 0.003541 0.018535 -2.09
258432_at unknown protein  ;supported by full-RALFL23 AT3G16570 -1.81 -0.85 -4.38 0.003541 0.018535 -2.09
263046_at unknown protein  ; supported by cDGRP3S AT2G05380 2.01 1.01 4.38 0.003541 0.018535 -2.09
252065_at putative protein  ;supported by full-le--- AT3G51610 1.53 0.61 4.38 0.003546 0.018554 -2.09
257401_at hypothetical protein identical to hyp SRO2 AT1G23550 1.57 0.65 4.38 0.003552 0.018577 -2.09
246442_at hypothetical protein  ;supported by f--- AT5G17610 1.36 0.44 4.38 0.003554 0.018582 -2.09
256023_at hypothetical protein predicted by geZW2 AT1G58330 -1.51 -0.59 -4.38 0.003557 0.018599 -2.09
253183_at  putative protein predicted protein, A--- AT4G35220 1.35 0.43 4.38 0.00356 0.018606 -2.09
251679_at putative protein strictosidine syntha --- AT3G57030 -1.95 -0.96 -4.38 0.003564 0.018624 -2.10
247555_at putative protein various predicted prECT3 AT5G61020 1.81 0.86 4.38 0.003566 0.01863 -2.10
255537_at protoporphyrinogen oxidase  ; supp PPOX AT4G01690 -1.55 -0.63 -4.38 0.003567 0.018631 -2.10
266699_at putative ribosomal protein L28  ; sup--- AT2G19730 1.76 0.82 4.38 0.003568 0.018631 -2.10
245229_at putative protein contains EST gb:T4--- AT4G25620 -1.90 -0.92 -4.37 0.003576 0.018667 -2.10
247454_at unknown protein --- AT5G62440 1.97 0.98 4.37 0.003579 0.018671 -2.10
254822_at  polyubiquitin-like protein polyubiqu UPL5 AT4G12570 1.38 0.47 4.37 0.003581 0.018678 -2.10
247698_at  putative protein predicted proteins, --- AT5G59830 1.47 0.56 4.37 0.003582 0.018679 -2.10
252359_at  putative protein predicted proteins, --- AT3G48440 -1.59 -0.67 -4.37 0.00359 0.018715 -2.10
254508_at  putative protein gene F4P9.34 chro--- AT4G20170 -1.52 -0.60 -4.37 0.00359 0.018715 -2.10
267375_at G protein alpha subunit 1 (GPA1) idGP ALPHA AT2G26300 1.49 0.58 4.37 0.003593 0.018719 -2.10
249398_at  RING finger -like protein RING-H2 --- AT5G40250 1.47 0.56 4.37 0.003593 0.018719 -2.10
262188_at  Avr9 elicitor response protein, puta --- AT1G77810 1.49 0.58 4.37 0.003594 0.018719 -2.10
245395_at hypothetical protein ;supported by fu--- AT4G17420 -1.52 -0.61 -4.37 0.003597 0.018733 -2.11
257611_at unknown protein --- AT3G26580 1.60 0.68 4.37 0.003598 0.018734 -2.11
252408_at putative transcription factor MYB94 ATMYB94 AT3G47600 -1.34 -0.42 -4.37 0.003614 0.018812 -2.11
261178_at  synaptobrevin 7B, putative similar tATVAMP72AT1G04760 -1.35 -0.44 -4.36 0.003618 0.018829 -2.11



249331_at 50S ribosomal protein L27 ;supporteRPL27 AT5G40950 -1.43 -0.52 -4.36 0.003621 0.018837 -2.11
261148_at unknown protein ; supported by full-GAMMA CAAT1G19580 -1.35 -0.44 -4.36 0.003627 0.018853 -2.11
259121_at unknown protein --- AT3G02220 1.57 0.65 4.36 0.003627 0.018853 -2.11
252469_at  protein kinase - like protein Raf pro--- AT3G46920 1.59 0.67 4.36 0.003627 0.018853 -2.11
262533_at hypothetical protein Pfam --- AT1G17090 1.45 0.54 4.36 0.003628 0.018853 -2.11
260533_at putative U1 small nuclear ribonucleo--- AT2G43370 1.37 0.45 4.36 0.003639 0.018902 -2.12
257280_at  9-cis-epoxycarotenoid dioxygenaseNCED3 AT3G14440 -1.81 -0.85 -4.36 0.003641 0.01891 -2.12
256444_at hypothetical protein predicted by ge--- AT3G11060 -1.35 -0.44 -4.36 0.003645 0.018924 -2.12
249718_at  putative protein contains similarity t--- AT5G35740 -1.52 -0.60 -4.36 0.003655 0.018974 -2.12
250842_at  putative protein predicted proteins, VTE5 AT5G04490 -1.61 -0.69 -4.36 0.003658 0.018982 -2.12
245673_at hypothetical protein similar to putati --- AT1G56690 1.49 0.57 4.36 0.003658 0.018982 -2.12
260593_at  poly(A)-specific ribonuclease, putatAHG2 AT1G55870 1.57 0.65 4.36 0.00366 0.018985 -2.12
251444_at  putative protein ETHIONINE AMIN MAP2B AT3G59990 1.36 0.44 4.35 0.00367 0.019028 -2.13
248631_at putative protein strong similarity to u--- AT5G49000 1.52 0.60 4.35 0.003672 0.019037 -2.13
255292_s_aputative calcium dependent protein CPK22 AT4G04710 / 1.56 0.64 4.35 0.003675 0.019047 -2.13
262428_at hypothetical protein predicted by ge--- AT1G47570 1.40 0.48 4.35 0.003676 0.019047 -2.13
265569_at unknown protein  ;supported by full-PGR5 AT2G05620 1.42 0.51 4.35 0.00368 0.019064 -2.13
258776_at  putative T-complex protein 1, ETA --- AT3G11830 1.49 0.58 4.35 0.003683 0.019076 -2.13
261351_at hypothetical protein predicted by ge--- AT1G79790 -1.47 -0.55 -4.35 0.003687 0.019087 -2.13
262455_at  Mlo protein, putative similar to Mlo MLO2 AT1G11310 1.63 0.71 4.35 0.003694 0.019116 -2.13
247504_at  putative protein various predicted p--- AT5G61990 1.65 0.72 4.35 0.003694 0.019116 -2.13
253798_at  predicted protein CUC2 (involved inANAC073 AT4G28500 -1.45 -0.54 -4.35 0.003695 0.019116 -2.13
248853_at protein kinase-like protein BSK2 AT5G46570 -1.55 -0.63 -4.35 0.003698 0.019127 -2.14
257315_at  proline oxidase, mitochondrial precERD5 AT3G30775 -3.60 -1.85 -4.35 0.0037 0.019131 -2.14
260295_at putative aminopeptidase similar to a--- AT1G63770 1.51 0.60 4.35 0.0037 0.019131 -2.14
262098_at  transcription factor, putative similarNF-YC2 AT1G56170 1.58 0.66 4.34 0.003704 0.019147 -2.14
265985_at hypothetical protein predicted by geATPUP5 AT2G24220 -1.36 -0.44 -4.34 0.003713 0.019184 -2.14
257073_at hypothetical protein predicted by ge--- AT3G19650 1.55 0.64 4.34 0.003717 0.019202 -2.14
255953_at transcription factor identical to transTGA3 AT1G22070 1.60 0.67 4.34 0.00372 0.01921 -2.14
262134_at  sulfate transporter, putative similar AST56 AT1G77990 1.96 0.97 4.34 0.003722 0.019211 -2.14
266898_at unknown protein ; supported by cDN--- AT2G45990 -1.51 -0.60 -4.34 0.003724 0.019219 -2.14
264450_s_aunknown protein similar to hypothetSNL6 AT1G10250 / 1.75 0.81 4.34 0.003726 0.019223 -2.14
253391_at hypothetical protein  ; supported by --- AT4G32590 -1.69 -0.76 -4.34 0.00373 0.019242 -2.14
254878_at  heat shock transcription factor - likeAT-HSFB2BAT4G11660 -1.82 -0.87 -4.34 0.003735 0.019258 -2.15
255770_at hypothetical protein predicted by ge--- AT1G18560 -1.41 -0.50 -4.34 0.003738 0.019268 -2.15



251446_at Expressed protein ; supported by fu--- AT3G59840 1.35 0.43 4.34 0.00374 0.019268 -2.15
262712_at mercaptopyruvate sulfurtransferaseATRDH2 AT1G16460 1.49 0.58 4.34 0.00374 0.019268 -2.15
265580_at putative protein phosphatase 2C --- AT2G20050 -1.53 -0.61 -4.33 0.003749 0.019304 -2.15
256309_at photosystem I subunit X precursor i PSAK AT1G30380 -1.37 -0.45 -4.33 0.003762 0.019366 -2.15
257188_at hypothetical protein contains Pfam p--- AT3G13150 1.47 0.56 4.33 0.003764 0.019374 -2.15
248749_at eukaryotic release factor 1 homologERF1-1 AT5G47880 1.35 0.43 4.33 0.003779 0.019443 -2.16
247415_at unknown protein --- AT5G63060 -1.96 -0.97 -4.33 0.003791 0.019502 -2.16
249528_at  putative protein predicted protein, D--- AT5G38720 1.75 0.81 4.32 0.003794 0.019515 -2.16
250027_at putative protein similar to unknown --- AT5G18250 1.55 0.64 4.32 0.003796 0.01952 -2.16
254675_at  RNA helicase - like protein Cdc28p--- AT4G18465 1.71 0.78 4.32 0.0038 0.019538 -2.17
262375_at unknown protein ; supported by cDNSUVH3 AT1G73100 1.50 0.58 4.32 0.003802 0.019539 -2.17
257235_at ras-related GTP-binding protein conAtRABA1g AT3G15060 -3.42 -1.77 -4.32 0.003805 0.019547 -2.17
257658_at unknown protein  ; supported by full--- AT3G13230 2.33 1.22 4.32 0.003806 0.019551 -2.17
258219_at  thioredoxin, putative similar to THIOATTDX AT3G17880 1.39 0.48 4.32 0.00381 0.019558 -2.17
258433_at translationally controlled tumor proteTCTP AT3G16640 1.50 0.59 4.32 0.00381 0.019558 -2.17
266474_at hypothetical protein predicted by gra--- AT2G31110 2.86 1.51 4.32 0.003815 0.019575 -2.17
246756_at  protein phosphatase - like protein p--- AT5G27930 -1.55 -0.64 -4.32 0.00382 0.019595 -2.17
249827_at unknown protein  ;supported by full---- AT5G23330 1.51 0.59 4.32 0.00382 0.019595 -2.17
259937_s_aputative ABC transporter contains PATNAP5 AT1G71330 / 1.43 0.51 4.32 0.003823 0.019603 -2.17
248080_at wax synthase-like protein --- AT5G55380 -1.55 -0.64 -4.32 0.003828 0.019623 -2.17
254162_at transcription factor IIA small subunit--- AT4G24440 1.60 0.68 4.32 0.003832 0.019639 -2.17
266181_at putative glutathione S-transferase  ;ATGSTZ1 AT2G02390 1.52 0.61 4.32 0.003834 0.019644 -2.17
260010_at putative trehalose-6-phosphate syn ATTPS6 AT1G68020 -1.74 -0.80 -4.31 0.003841 0.019675 -2.18
255508_at putative zinc finger protein identical --- AT4G02220 1.48 0.57 4.31 0.003843 0.019679 -2.18
245581_at hypothetical protein --- AT4G14840 -1.49 -0.58 -4.31 0.003845 0.019689 -2.18
254495_at hypothetical protein EMB1895 AT4G20060 1.69 0.76 4.31 0.003859 0.019754 -2.18
253172_at putative protein ;supported by full-le--- AT4G35060 -2.60 -1.38 -4.31 0.00386 0.019755 -2.18
245020_at cytochrome f --- --- -1.41 -0.50 -4.31 0.003863 0.019767 -2.18
264448_at putative sensory transduction histid AHK3 AT1G27320 1.34 0.42 4.31 0.003872 0.0198 -2.19
247429_at putative protein strong similarity to u--- AT5G62620 1.60 0.68 4.31 0.003873 0.0198 -2.19
255816_at unknown protein  ;supported by full-GLTP1 AT2G33470 1.33 0.42 4.31 0.003877 0.019815 -2.19
245993_at  putative protein predicted proteins, --- AT5G20700 1.75 0.81 4.30 0.00389 0.019879 -2.19
265682_at similar to avrRpt2-induced protein 2--- AT2G24390 1.60 0.68 4.30 0.003891 0.019879 -2.19
266700_at 60S ribosomal protein L31  ; suppor--- AT2G19740 1.62 0.69 4.30 0.003893 0.01988 -2.19
247545_at  putative protein rhoGAP, Homo sap--- AT5G61530 1.36 0.45 4.30 0.003896 0.019892 -2.19



258617_at putative calmodulin similar to calmo--- AT3G03000 -1.33 -0.42 -4.30 0.003902 0.019914 -2.19
258881_at unknown protein  ; supported by full--- AT3G06310 1.43 0.52 4.30 0.003903 0.019918 -2.19
248189_at DNA mismatch repair protein MutS2--- AT5G54090 1.52 0.60 4.30 0.003905 0.019921 -2.19
259493_at unknown protein --- AT1G15840 -1.41 -0.50 -4.30 0.003906 0.019922 -2.19
251151_at hypothetical protein ; supported by f--- AT3G63170 -1.51 -0.60 -4.30 0.003909 0.019935 -2.20
248958_at unknown protein  ; supported by full--- AT5G45590 -1.62 -0.70 -4.30 0.003913 0.019952 -2.20
251821_at  protein phosphatase 2C - like prote--- AT3G55050 -2.03 -1.02 -4.30 0.003914 0.019952 -2.20
264848_at unknown protein  ;supported by full---- AT2G17350 1.32 0.40 4.30 0.003917 0.019961 -2.20
267557_at unknown protein  ; supported by cDKRP4 AT2G32710 1.54 0.62 4.30 0.003924 0.019991 -2.20
257754_at  GTP binding protein, putative similaATRAB7B AT3G18820 -1.37 -0.45 -4.30 0.003925 0.019991 -2.20
267269_at unknown protein CAND1 AT2G02560 1.45 0.53 4.30 0.003929 0.020007 -2.20
256836_at  pyruvate kinase, putative similar to PKP-ALPHAAT3G22960 1.54 0.62 4.29 0.003933 0.020024 -2.20
254684_at  glycine-rich RNA-binding protein AtGR-RBP2 AT4G13850 1.67 0.74 4.29 0.003934 0.020026 -2.20
250584_at WD-repeat protein-like --- AT5G07590 -1.49 -0.58 -4.29 0.003935 0.020026 -2.20
257851_at unknown protein --- AT3G12940 -1.42 -0.51 -4.29 0.003942 0.020057 -2.20
254105_at  magnesium-protoporphyrin IX methCHLM AT4G25080 -1.46 -0.55 -4.29 0.003947 0.020078 -2.21
261904_at unknown protein contains similarity --- AT1G65040 1.33 0.41 4.29 0.003949 0.020086 -2.21
251725_at putative protein --- AT3G56260 -1.73 -0.79 -4.29 0.003951 0.02009 -2.21
267115_s_aputative cellulose synthase ATCSLB04 AT2G32530 / 2.22 1.15 4.29 0.003953 0.020095 -2.21
265114_at hypothetical protein contains similarLRX2 AT1G62440 -1.95 -0.96 -4.29 0.003955 0.0201 -2.21
255118_at  nitrilase 1 like protein nitrilase 1 - M--- AT4G08790 1.50 0.58 4.29 0.003961 0.020128 -2.21
253329_at hypothetical protein --- AT4G33480 1.35 0.43 4.29 0.00397 0.020166 -2.21
262680_at anter-specific proline-rich -like prote--- AT1G75880 1.76 0.82 4.29 0.003971 0.020168 -2.21
252595_at  putative transporter protein peptide--- AT3G45690 -1.44 -0.52 -4.29 0.003973 0.020176 -2.21
265990_at putative prolylcarboxypeptidase --- AT2G24280 1.73 0.79 4.29 0.003976 0.020185 -2.21
256068_at hypothetical protein contains similarATE1 AT1G13690 1.37 0.45 4.28 0.00398 0.020196 -2.22
266170_at unknown protein  ;supported by full---- AT2G39050 -1.89 -0.91 -4.28 0.003986 0.020223 -2.22
252202_at  anthranilate N-hydroxycinnamoyl/b --- AT3G50300 -1.40 -0.49 -4.28 0.00399 0.02024 -2.22
251657_at  putative protein MULTICOPY SUP --- AT3G57000 1.78 0.83 4.28 0.003993 0.020251 -2.22
245572_at hypothetical protein PPD2 AT4G14720 1.82 0.86 4.28 0.004 0.020278 -2.22
247694_at  GTP cyclohydrolase II / 3,4-dihydro--- AT5G59750 1.44 0.53 4.28 0.004001 0.020278 -2.22
263921_at putative fructose bisphosphate aldo --- AT2G36460 1.55 0.64 4.28 0.004008 0.02031 -2.22
265043_at Expressed protein ; supported by cDATNAP4 AT1G03900 1.44 0.53 4.28 0.004014 0.020338 -2.22
246443_at hypothetical protein  ;supported by f--- AT5G17620 -1.47 -0.55 -4.28 0.004016 0.020344 -2.23
248685_at putative protein similar to unknown --- AT5G48500 1.70 0.76 4.28 0.004022 0.02037 -2.23



258780_at putative ubiquitin carboxyl-terminal UBP13 AT3G11910 1.31 0.39 4.27 0.004036 0.020435 -2.23
260589_at hypothetical protein predicted by ge--- AT1G53400 -1.32 -0.41 -4.27 0.004037 0.020436 -2.23
267088_at 30S ribosomal protein S31  ;suppor PSRP4 AT2G38140 -1.55 -0.63 -4.27 0.004038 0.020436 -2.23
264726_at Expressed protein ; supported by fu--- AT1G22985 1.56 0.64 4.27 0.00404 0.020444 -2.23
263415_at hypothetical protein similar to GB:AAEMB2762 AT2G17250 1.61 0.69 4.27 0.004049 0.020476 -2.23
251795_at  putative protein MtN24, Medicago t--- AT3G55390 1.68 0.75 4.27 0.004051 0.020479 -2.23
249147_at cytosolic malate dehydrogenase ;su--- AT5G43330 1.56 0.64 4.27 0.004054 0.02049 -2.24
250403_at argininosuccinate lyase (AtArgH)  ; --- AT5G10920 1.90 0.93 4.27 0.00406 0.020511 -2.24
259528_at hypothetical protein --- AT1G12330 -1.66 -0.73 -4.27 0.004062 0.020518 -2.24
258699_at unknown protein --- AT3G09470 1.47 0.55 4.27 0.004065 0.020529 -2.24
245852_at  ribosomal protein L10-like ribosoma--- AT5G13510 -1.53 -0.61 -4.27 0.00407 0.020549 -2.24
257726_at hypothetical protein predicted by ge--- AT3G18360 -1.37 -0.46 -4.27 0.004071 0.020549 -2.24
265728_at hypothetical protein predicted by ge--- AT2G31990 1.60 0.68 4.27 0.004073 0.020555 -2.24
249076_at putative protein similar to unknown TOM22-V AT5G43970 1.61 0.69 4.26 0.004075 0.020555 -2.24
260408_at putative thioredoxin similar to thioreATH8 AT1G69880 1.50 0.59 4.26 0.004075 0.020555 -2.24
261804_at  UDP glucose:flavonoid 3-o-glucosyUGT78D1 AT1G30530 -1.69 -0.76 -4.26 0.004078 0.020563 -2.24
263137_at  gamma glutamyl hydrolase, putativATGGH1 AT1G78660 -2.04 -1.03 -4.26 0.004078 0.020563 -2.24
250135_at putative protein --- AT5G15360 1.41 0.49 4.26 0.004085 0.020591 -2.24
267446_s_aputative tyrosyl-tRNA synthetase --- AT1G28350 / 1.35 0.44 4.26 0.004086 0.020591 -2.24
249247_at maize crp1 protein-like --- AT5G42310 1.54 0.63 4.26 0.004089 0.020601 -2.24
261378_at  calcium-dependent protein kinase, ATCDPK1 AT1G18890 -1.71 -0.77 -4.26 0.004089 0.020601 -2.24
251262_at hypothetical protein  ; supported by --- AT3G62080 1.71 0.77 4.26 0.004092 0.020609 -2.25
247282_at putative protein strong similarity to uAtMC3 AT5G64240 -1.45 -0.53 -4.26 0.004098 0.020634 -2.25
250906_at  1,4-alpha-glucan branching enzym SBE2.2 AT5G03650 -1.45 -0.54 -4.26 0.004099 0.020634 -2.25
253302_at Expressed protein ; supported by fu--- AT4G33660 -1.63 -0.71 -4.26 0.0041 0.020636 -2.25
247339_at unknown protein --- AT5G63690 1.50 0.58 4.26 0.00411 0.020679 -2.25
263844_at unknown protein  ; supported by cD--- AT2G36930 2.15 1.11 4.26 0.00411 0.020679 -2.25
260781_at decoy identical to GB:AAB51588 G DECOY AT1G14620 2.73 1.45 4.26 0.004114 0.020692 -2.25
254032_at  predicted protein destination factor --- AT4G25940 -1.56 -0.64 -4.26 0.004116 0.020697 -2.25
258608_at unknown protein  ;supported by full---- AT3G03020 -1.96 -0.97 -4.26 0.00412 0.020714 -2.25
264171_at hypothetical protein predicted by ge--- AT1G02100 1.50 0.59 4.26 0.004121 0.020714 -2.25
264875_at putative glucanase AKR2B AT2G17390 1.30 0.38 4.25 0.004132 0.020764 -2.26
262522_at putative amino acid transporter VeryCAT8 AT1G17120 -1.44 -0.53 -4.25 0.004134 0.020768 -2.26
249134_at unknown protein --- AT5G43150 1.82 0.86 4.25 0.004134 0.020768 -2.26
246864_at cytochrome P450 GA3 ; supported GA3 AT5G25900 -1.92 -0.94 -4.25 0.004141 0.020797 -2.26



249742_at putative protein contains similarity to--- AT5G24490 -1.50 -0.59 -4.25 0.004143 0.0208 -2.26
258027_at hypothetical protein predicted by ge--- AT3G19515 1.40 0.49 4.25 0.004147 0.020818 -2.26
261350_at hypothetical protein predicted by ge--- AT1G79770 1.69 0.76 4.25 0.004155 0.020853 -2.26
258643_at unknown protein  ;supported by full-ATAB2 AT3G08010 1.33 0.41 4.25 0.004163 0.020889 -2.26
252822_at Expressed protein ; supported by fu--- AT4G39955 1.48 0.57 4.25 0.004169 0.020914 -2.27
257806_at hypothetical protein predicted by ge--- AT3G18670 -1.39 -0.47 -4.24 0.004188 0.020998 -2.27
262245_at unknown protein NPSN12 AT1G48240 -1.55 -0.63 -4.24 0.004189 0.020998 -2.27
261601_at  ARP protein, putative similar to AR NQR AT1G49670 1.37 0.46 4.24 0.004189 0.020998 -2.27
262107_at hypothetical protein predicted by ge--- AT1G02750 1.36 0.44 4.24 0.004189 0.020998 -2.27
263705_at unknown protein contains similarity IMPL1 AT1G31190 -1.59 -0.67 -4.24 0.004191 0.021002 -2.27
259462_at hypothetical protein contains similar--- AT1G18940 -1.61 -0.68 -4.24 0.004193 0.021004 -2.27
251830_at phosphoribosylformylglycinamidine PUR5 AT3G55010 1.85 0.88 4.24 0.004194 0.021005 -2.27
248032_at myosin heavy chain-like --- AT5G55860 1.55 0.63 4.24 0.004199 0.021025 -2.27
250193_at  putative protein proline-rich protein --- AT5G14540 -1.41 -0.49 -4.24 0.004201 0.021027 -2.27
259397_at hypothetical protein predicted by ge--- AT1G17680 1.37 0.46 4.24 0.004201 0.021027 -2.27
266556_at hypothetical protein predicted by ge--- AT2G46230 1.49 0.58 4.24 0.004203 0.021027 -2.27
247810_at 26S proteasome AAA-ATPase subuRPT3 AT5G58290 1.36 0.45 4.24 0.004203 0.021027 -2.27
262624_at  CCR4-associated factor, putative s --- AT1G06450 1.45 0.54 4.24 0.004204 0.021027 -2.27
258300_at putative casein kinase I similar to cackl10 AT3G23340 1.65 0.73 4.24 0.004205 0.021031 -2.27
267310_at unknown protein AIR9 AT2G34680 -2.51 -1.33 -4.24 0.00421 0.021051 -2.28
261694_at  60S ribosomal protein L10A, putati --- AT1G08360 1.62 0.70 4.24 0.004215 0.021068 -2.28
247642_at putative protein various predicted pr--- AT5G60590 1.37 0.46 4.24 0.004218 0.021078 -2.28
251246_at  auxin-induced protein homolog auxIAA30 AT3G62100 -1.32 -0.40 -4.24 0.004218 0.021078 -2.28
267612_at putative nitrate transporter --- AT2G26690 -2.64 -1.40 -4.23 0.004225 0.021107 -2.28
263787_at unknown protein  ; supported by cD--- AT2G46420 1.66 0.73 4.23 0.004228 0.021115 -2.28
247926_at protein carboxyl methylase-like --- AT5G57280 2.05 1.04 4.23 0.004229 0.021115 -2.28
247248_at putative protein contains similarity to--- AT5G64560 -1.83 -0.87 -4.23 0.00423 0.021115 -2.28
263432_at putative beta-hydroxyacyl-ACP deh --- AT2G22230 -1.55 -0.63 -4.23 0.004234 0.021121 -2.28
246038_s_a putative protein thiamin pyrophosp atnudt20 AT5G19460 / -1.58 -0.66 -4.23 0.004234 0.021121 -2.28
264601_at hypothetical protein similar to hypot --- AT1G04540 -1.41 -0.50 -4.23 0.004234 0.021121 -2.28
266336_at putative Fe(II)  transporter identical ZIP3 AT2G32270 -1.52 -0.61 -4.23 0.004235 0.021121 -2.28
259750_at  hypothetical protein predicted by ge--- AT1G71130 1.69 0.75 4.23 0.004237 0.021123 -2.28
260420_at unknown protein --- AT1G69610 1.41 0.49 4.23 0.004238 0.021123 -2.28
251321_at RING finger protein  ;supported by fBRH1 AT3G61460 -1.71 -0.78 -4.23 0.004239 0.021125 -2.28
265732_at predicted by genscan and genefinde--- AT2G01300 -6.90 -2.79 -4.23 0.004241 0.021132 -2.28



247455_at MYB96 transcription factor-like prot MYB96 AT5G62470 -1.79 -0.84 -4.23 0.004243 0.021137 -2.28
246842_at Expressed protein ; supported by fu--- AT5G26731 1.80 0.85 4.23 0.004246 0.021146 -2.29
AFFX-Athal-Arabidopsis thaliana /REF=U37281 --- --- -1.51 -0.59 -4.23 0.004247 0.021146 -2.29
259519_at hypothetical protein --- AT1G12270 1.53 0.61 4.23 0.004248 0.021146 -2.29
247569_at  Cf-5 disease resistance protein - lik--- AT5G61240 -1.64 -0.71 -4.23 0.004251 0.02116 -2.29
261304_at unknown protein ;supported by full-l--- AT1G48440 -1.30 -0.38 -4.23 0.004253 0.021161 -2.29
267035_at putative beta-alanine-pyruvate aminAGT3 AT2G38400 -2.77 -1.47 -4.23 0.004254 0.021164 -2.29
259188_at unknown protein  ;supported by full---- AT3G01510 -1.62 -0.70 -4.23 0.004256 0.021169 -2.29
246877_at  putative protein various predicted p--- AT5G26150 -1.31 -0.39 -4.23 0.004265 0.02121 -2.29
248136_at RNA helicase-like protein --- AT5G54910 1.84 0.88 4.23 0.00427 0.021229 -2.29
265400_at unknown protein  ;supported by full---- AT2G10940 -117.42 -6.88 -4.23 0.004272 0.021229 -2.29
259160_at unknown protein --- AT3G05410 1.45 0.54 4.23 0.004272 0.021229 -2.29
263735_s_ahypothetical protein predicted by geAGL50 AT1G59810 / -1.33 -0.41 -4.23 0.004273 0.021229 -2.29
259436_at hypothetical protein predicted by ge--- AT1G01500 1.39 0.47 4.22 0.004281 0.021254 -2.29
264692_at  DNA binding protein MybSt1, putat --- AT1G70000 1.52 0.60 4.22 0.004281 0.021254 -2.29
250720_at putative protein similar to unknown --- AT5G06180 1.64 0.71 4.22 0.004281 0.021254 -2.29
247081_at AtRAD17 (dbj|BAA90479.1)  ; supp ATRAD17 AT5G66130 1.48 0.57 4.22 0.004282 0.021254 -2.29
257171_at unknown protein  ; supported by full--- AT3G23760 -1.46 -0.55 -4.22 0.00429 0.021291 -2.30
259381_s_a putative lectin contains Pfam profileNSP1 AT3G16390 / -4.10 -2.04 -4.22 0.004296 0.021313 -2.30
267062_at putative spliceosome associated pro--- AT2G32600 1.51 0.59 4.22 0.004298 0.021315 -2.30
265798_at unknown protein ; supported by cDN--- AT2G35790 1.67 0.74 4.22 0.004299 0.021316 -2.30
263333_at unknown protein  ; supported by cD--- AT2G03890 1.59 0.67 4.22 0.0043 0.021316 -2.30
260096_at hypothetical protein predicted by ge--- AT1G73240 1.50 0.59 4.22 0.004302 0.021323 -2.30
257059_at unknown protein  ; supported by cD--- AT3G15280 -1.35 -0.44 -4.22 0.004304 0.021328 -2.30
250009_at  putative protein nuclear FMRP inte --- AT5G18440 2.05 1.03 4.22 0.004309 0.021348 -2.30
267135_at cyclin-dependent kinase inhibitor pr ICK1 AT2G23430 1.93 0.95 4.22 0.004311 0.021353 -2.30
248762_at Expressed protein ; supported by fu--- AT5G47455 1.75 0.80 4.22 0.004314 0.02136 -2.30
254259_s_a putative protein rape mRNA, Brass --- AT4G23420 / -1.67 -0.74 -4.22 0.004314 0.02136 -2.30
254425_at  putative membrane associated pro --- AT4G21450 1.33 0.41 4.22 0.004315 0.02136 -2.30
252938_at hypothetical protein --- AT4G39190 2.79 1.48 4.22 0.004322 0.021388 -2.30
261905_at hypothetical protein contains similar--- AT1G65070 1.39 0.47 4.22 0.004324 0.021388 -2.31
256426_at hypothetical protein predicted by ge--- AT1G33420 2.40 1.27 4.22 0.004324 0.021388 -2.31
266743_at  ribonuclease, RNS1 identical to rib RNS1 AT2G02990 / -5.41 -2.43 -4.22 0.004327 0.021389 -2.31
253903_at kinesin-related protein katB  ; suppoATK2 AT4G27180 1.29 0.37 4.21 0.004335 0.021427 -2.31
258678_at  E2, ubiquitin-conjugating enzyme 1UBC11 AT3G08690 1.56 0.64 4.21 0.004337 0.021431 -2.31



257779_at  protein kinase, putative similar to PCDG1 AT3G26940 -1.29 -0.37 -4.21 0.004339 0.021431 -2.31
256944_at unknown protein similar to unknownVRN1 AT3G18990 1.61 0.69 4.21 0.00434 0.021431 -2.31
253566_at DNA topoisomerase like- protein Ba--- AT4G31210 2.53 1.34 4.21 0.00434 0.021431 -2.31
252313_at  RNA-binding - like protein RNA-binCID10 AT3G49390 1.82 0.86 4.21 0.004342 0.021435 -2.31
259113_at  hypothetical protein predicted by ge--- AT3G05510 1.47 0.55 4.21 0.004356 0.021496 -2.31
262407_at hypothetical protein predicted by ge--- AT1G34630 -1.82 -0.86 -4.21 0.004365 0.021536 -2.32
266673_at putative thiamin biosynthesis proteinTHIC AT2G29630 1.73 0.79 4.21 0.004373 0.02157 -2.32
265941_s_a recA, putative similar to GB:CAA39--- AT2G19490 / 1.74 0.80 4.21 0.004376 0.02158 -2.32
264309_at  coatomer alpha subunit, putative si --- AT1G62020 -1.33 -0.42 -4.21 0.004377 0.021584 -2.32
258832_at putative protein kinase similar to AP--- AT3G07070 -1.44 -0.52 -4.21 0.004379 0.021585 -2.32
246008_at  putative protein predicted proteins, --- AT5G08320 -1.49 -0.57 -4.20 0.004382 0.021596 -2.32
255801_at  putative protein heat shock protein --- AT4G10130 1.34 0.42 4.20 0.004384 0.021601 -2.32
249579_at  ADP-ribosylation factor - like protei ATARLA1AAT5G37680 1.40 0.48 4.20 0.00439 0.021626 -2.32
250823_at putative protein similar to unknown --- AT5G05180 -1.40 -0.49 -4.20 0.004391 0.021627 -2.32
258544_at disease resistance gene (RPM1) ideRPM1 AT3G07040 -1.83 -0.87 -4.20 0.004394 0.021638 -2.32
267060_at unknown protein  ; supported by full--- AT2G32580 -1.68 -0.75 -4.20 0.004396 0.021642 -2.32
252181_at Expressed protein ; supported by fu--- AT3G50685 -1.37 -0.46 -4.20 0.004398 0.021648 -2.32
248861_at senescence-associated protein 5-likTRN2 AT5G46700 -2.97 -1.57 -4.20 0.0044 0.021652 -2.32
266157_at unknown protein ATFUC1 AT2G28100 -1.29 -0.37 -4.20 0.004403 0.021662 -2.32
250066_at unknown protein --- AT5G17930 1.74 0.80 4.20 0.004405 0.021669 -2.33
267205_at unknown protein --- AT2G30820 -1.43 -0.52 -4.20 0.004408 0.021678 -2.33
263525_at putative MADS-box protein AGL61 AT2G24840 -1.52 -0.60 -4.20 0.00441 0.021683 -2.33
263199_at  hypothetical protein Similar to hexoHEXO2 AT1G05590 -1.56 -0.64 -4.20 0.004411 0.021683 -2.33
266702_at hexokinase (ATHXK2)  ; supported HXK2 AT2G19860 1.38 0.46 4.20 0.004413 0.02169 -2.33
258504_at putative sterol-C5-desaturase identi--- AT3G02590 -1.31 -0.39 -4.20 0.004429 0.021753 -2.33
258284_at putative ribosomal protein similar to --- AT3G16080 2.08 1.06 4.20 0.00443 0.021753 -2.33
265002_at  putative lysine/histidine-specific pe LHT2 AT1G24400 1.65 0.72 4.20 0.00443 0.021753 -2.33
245296_at isp4 like protein ; supported by cDNATOPT3 AT4G16370 -1.83 -0.87 -4.20 0.00443 0.021753 -2.33
262159_at hypothetical protein predicted by ge--- AT1G52720 -2.19 -1.13 -4.20 0.004431 0.021753 -2.33
257621_at calmodulin-domain protein kinase CCPK9 AT3G20410 1.87 0.90 4.19 0.004439 0.021788 -2.33
255839_at putative CONSTANS-like B-box zin --- AT2G33500 1.34 0.42 4.19 0.00447 0.021938 -2.34
245040_at hypothetical protein predicted by ge--- AT2G26520 -1.44 -0.53 -4.19 0.004473 0.021947 -2.34
260878_at scarecrow-like 1 identical to scarecrSCL1 AT1G21450 1.62 0.69 4.19 0.004477 0.021958 -2.34
255864_at putative pseudouridine synthase --- AT2G30320 -1.46 -0.54 -4.19 0.004477 0.021958 -2.34
260858_at hypothetical protein predicted by ge--- AT1G43770 1.40 0.49 4.18 0.004487 0.022003 -2.35



245351_at casein kinase II beta chain CKB2 ;sCKB2 AT4G17640 -1.41 -0.50 -4.18 0.00449 0.022011 -2.35
254663_at potassium channel protein KAT2 KAT2 AT4G18290 -1.60 -0.68 -4.18 0.004493 0.022021 -2.35
245616_at kinase like protein --- AT4G14480 1.89 0.92 4.18 0.004494 0.022021 -2.35
256724_at unknown protein  ;supported by full---- AT2G34040 1.44 0.53 4.18 0.004501 0.022049 -2.35
265599_at unknown protein AT2G14255--- -1.39 -0.47 -4.18 0.004509 0.022087 -2.35
266003_at hypothetical protein predicted by ge--- AT2G37320 1.58 0.66 4.18 0.004511 0.022088 -2.35
256343_at unknown protein ; supported by cDN--- AT1G72090 1.47 0.56 4.18 0.004519 0.022119 -2.35
249479_at  germin - like protein probable germ--- AT5G38960 -1.53 -0.61 -4.18 0.004524 0.02214 -2.35
264679_s_a putative 60S ribosomal protein L21--- AT1G09590 / 1.77 0.83 4.18 0.004529 0.022159 -2.36
251719_at  putative protein PUTATIVE PROTE--- AT3G56140 1.49 0.57 4.18 0.004537 0.022191 -2.36
266588_at putative proline-rich protein  ; suppoAGP9 AT2G14890 -5.86 -2.55 -4.18 0.00454 0.022194 -2.36
259012_at hypothetical protein similar to hypot PUB9 AT3G07360 -1.56 -0.64 -4.18 0.00454 0.022194 -2.36
246139_at  putative protein predicted protein, D--- AT5G19900 1.48 0.56 4.17 0.004543 0.022202 -2.36
251353_at  putative protein hypothetical protein--- AT3G61080 -1.54 -0.62 -4.17 0.004546 0.022204 -2.36
254796_at  putative protein protein kinase hom--- AT4G13000 -1.48 -0.56 -4.17 0.004546 0.022204 -2.36
265438_at hypothetical protein --- AT2G20970 -1.32 -0.40 -4.17 0.004546 0.022204 -2.36
258313_at unknown protein contains RanBP1 --- AT3G15970 1.35 0.43 4.17 0.004548 0.022204 -2.36
245635_at  zinc finger protein ID1, putative simAtIDD16 AT1G25250 -1.32 -0.40 -4.17 0.004552 0.022213 -2.36
257826_at  RING zinc finger protein, putative c--- AT3G26730 1.37 0.46 4.17 0.004552 0.022213 -2.36
247670_at  putative protein predicted proteins, --- AT5G60190 1.55 0.63 4.17 0.004558 0.022237 -2.36
253297_at  beta-xylan endohydrolase -like prot--- AT4G33810 -1.38 -0.47 -4.17 0.004559 0.022237 -2.36
264157_at  xyloglucan endotransglycosylase, pXTH17 AT1G65310 -1.87 -0.90 -4.17 0.00456 0.022237 -2.36
257489_at hypothetical protein predicted by ge--- AT1G07330 -1.38 -0.47 -4.17 0.004562 0.022238 -2.36
250107_at  ids-4 protein - like ids-4 protein, HoSPX4 AT5G15330 -1.63 -0.71 -4.17 0.004563 0.022238 -2.36
252096_at hypothetical protein  ; supported by --- AT3G51180 1.79 0.84 4.17 0.004563 0.022238 -2.36
259089_at hypothetical protein similar to GB:C --- AT3G04960 -1.38 -0.46 -4.17 0.004564 0.022238 -2.36
263516_at AtRer1B  ;supported by full-length cATRER1B AT2G21600 -1.43 -0.52 -4.17 0.004576 0.022292 -2.37
251306_at  putative DNA-binding protein DNA---- AT3G61260 -1.54 -0.62 -4.17 0.004578 0.022294 -2.37
247815_at  ribosomal protein S4 - like ribosom --- AT5G58420 1.65 0.73 4.17 0.004582 0.022308 -2.37
262722_at  sterol glucosyltransferase, putative --- AT1G43620 -1.36 -0.44 -4.17 0.00459 0.022336 -2.37
247528_at MIM protein  ; supported by cDNA: MIM AT5G61460 1.47 0.55 4.17 0.004594 0.022351 -2.37
264748_at hypothetical protein predicted by geEMB25 AT1G70070 1.32 0.40 4.17 0.004595 0.022352 -2.37
259531_at hypothetical protein --- AT1G12460 -1.66 -0.73 -4.17 0.004596 0.022354 -2.37
251840_at  protein disulfide-isomerase-like proATPDIL1-3 AT3G54960 1.93 0.95 4.16 0.004603 0.022379 -2.37
246977_at  putative protein CONSTANS-like p COL4 AT5G24930 -1.33 -0.41 -4.16 0.004607 0.022382 -2.37



259254_at  putative P-protein: chorismate mutaADT2 AT3G07630 1.45 0.54 4.16 0.004608 0.022382 -2.37
246543_at putative protein --- AT5G15060 -1.30 -0.37 -4.16 0.004609 0.022382 -2.37
267181_at putative alcohol dehydrogenase  ; s --- AT2G37760 1.89 0.92 4.16 0.004609 0.022382 -2.37
251119_at  putative protein nifR3 protein, Azos--- AT3G63510 -1.60 -0.68 -4.16 0.004614 0.0224 -2.38
265225_at putative PHD-type zinc finger protei --- AT2G36720 1.39 0.47 4.16 0.004617 0.022413 -2.38
262916_at  glutathione S-transferase, putative ATGSTU16AT1G59700 1.75 0.80 4.16 0.004625 0.022443 -2.38
262572_at unknown protein Contains a PF|001--- AT1G15140 -1.52 -0.60 -4.16 0.004625 0.022443 -2.38
263090_at hypothetical protein predicted by ge--- AT2G16190 -1.34 -0.43 -4.16 0.004629 0.022454 -2.38
266274_at putative protein phosphatase 2C --- AT2G29380 -1.39 -0.47 -4.16 0.004632 0.02246 -2.38
249269_at cell cycle control crn (crooked neck)--- AT5G41770 1.55 0.64 4.16 0.004649 0.022529 -2.38
248231_at putative protein contains similarity to--- AT5G53770 1.44 0.53 4.16 0.004649 0.022529 -2.38
259070_at digalactosyldiacylglycerol synthase DGD1 AT3G11670 1.95 0.96 4.16 0.004649 0.022529 -2.38
262575_at putative ABC transporter Similar to PDR7 AT1G15210 -1.41 -0.50 -4.16 0.00465 0.022529 -2.38
247731_at  glucuronosyl transferase - like proteUGT76E2 AT5G59590 -1.39 -0.47 -4.16 0.004652 0.022534 -2.38
257423_at hypothetical protein predicted by ge--- AT1G62010 1.46 0.55 4.15 0.004658 0.022552 -2.39
253144_at  putative protein transcription factor --- AT4G35540 1.37 0.46 4.15 0.004661 0.022563 -2.39
251376_at  scarecrow - like protein scarecrow- --- AT3G60630 -1.71 -0.77 -4.15 0.004671 0.022605 -2.39
259823_at  beta-1,3-glucanase precursor, puta--- AT1G66250 1.47 0.56 4.15 0.004673 0.02261 -2.39
261145_at  thioredoxin identical to GB:CAA846ATTRX4 AT1G19730 1.40 0.48 4.15 0.004674 0.02261 -2.39
257147_at unknown protein --- AT3G27270 1.62 0.69 4.15 0.004687 0.022668 -2.39
260712_at  protein phosphatase 2C, putative sHAB2 AT1G17550 1.57 0.66 4.15 0.00469 0.022678 -2.39
252107_at  sugar transporter-like protein sugarTMT3 AT3G51490 -1.58 -0.66 -4.15 0.004696 0.022703 -2.39
249077_at alcohol dehydrogenase (EC 1.1.1.1 HOT5 AT5G43940 1.43 0.51 4.15 0.004706 0.022741 -2.40
259994_at  putative C2H2-type zinc finger prot AtIDD14 AT1G68130 / -1.68 -0.75 -4.15 0.004708 0.022744 -2.40
266345_at hypothetical protein predicted by ge--- AT2G01410 -1.35 -0.44 -4.15 0.004708 0.022744 -2.40
249108_at steroid sulfotransferase-like --- AT5G43690 -1.29 -0.36 -4.14 0.004714 0.022764 -2.40
266514_at putative zinc-finger protein (B-box z --- AT2G47890 1.58 0.66 4.14 0.004718 0.022776 -2.40
256276_at  geranylgeranyl transferase type II b--- AT3G12070 1.41 0.50 4.14 0.004719 0.022776 -2.40
259977_at unknown protein  ;supported by full---- AT1G76590 2.35 1.23 4.14 0.004719 0.022776 -2.40
265897_at hypothetical protein predicted by geMOT1 AT2G25680 1.75 0.81 4.14 0.004722 0.022786 -2.40
249092_at putative protein similar to unknown --- AT5G43710 1.45 0.54 4.14 0.004723 0.022786 -2.40
253320_at  putative protein ThiJ protein, Esche--- AT4G34020 1.39 0.47 4.14 0.004726 0.022786 -2.40
261213_at unknown protein ; supported by cDN--- AT1G12970 1.38 0.47 4.14 0.004726 0.022786 -2.40
246075_at monogalactosyldiacylglycerol synth MGD2 AT5G20410 2.71 1.44 4.14 0.004726 0.022786 -2.40
261832_at  S-ribonuclease binding protein SBP--- AT1G10650 1.68 0.75 4.14 0.004738 0.022837 -2.40



265027_at putative ribonuclease III similar to ENFD2 AT1G24450 1.54 0.62 4.14 0.004739 0.022841 -2.40
253575_at  putative protein TINY, Arabidopsis --- AT4G31060 -1.38 -0.47 -4.14 0.004744 0.022855 -2.41
250216_at unknown protein --- AT5G14090 -1.52 -0.60 -4.14 0.004744 0.022855 -2.41
260598_at unknown protein --- AT1G55930 1.62 0.70 4.14 0.004748 0.022866 -2.41
259373_at hypothetical protein predicted by ge--- AT1G69160 -2.29 -1.20 -4.14 0.004752 0.022882 -2.41
257112_at  cytochrome P450, putative contain CYP705A2 AT3G20120 1.41 0.50 4.14 0.004755 0.022892 -2.41
245732_at unknown protein contains similarity --- AT1G73440 1.38 0.46 4.14 0.004759 0.022908 -2.41
246231_at putative protein --- AT4G37080 -1.57 -0.65 -4.14 0.004766 0.022933 -2.41
259379_at putative MYB family transcription fa --- AT3G16350 -2.10 -1.07 -4.13 0.004769 0.022945 -2.41
255444_at LUMINIDEPENDENS protein  ; sup LD AT4G02560 1.38 0.46 4.13 0.004772 0.022957 -2.41
249926_at  E1, ubiquitin-like activating enzymeECR1 AT5G19180 1.49 0.57 4.13 0.00478 0.022989 -2.41
254048_at  putative protein various predicted p--- AT4G25680 -1.73 -0.79 -4.13 0.004786 0.02301 -2.41
265818_at putative peptidyl-prolyl cis-trans isomPIN1AT AT2G18040 1.36 0.44 4.13 0.004789 0.023023 -2.42
246094_at  putative protein predicted proteins, --- AT5G19300 1.72 0.78 4.13 0.004792 0.023026 -2.42
AFFX-r2-At-  Arabidopsis thaliana /REF=M64116--- --- 1.93 0.95 4.13 0.004813 0.023124 -2.42
254803_at putative protein several hypothetica --- AT4G13100 1.65 0.73 4.13 0.004822 0.023156 -2.42
264895_at putative 10kd chaperonin strongly s --- AT1G23100 2.24 1.16 4.13 0.004823 0.023156 -2.42
265998_at putative NADP-dependent glyceraldALDH11A3 AT2G24270 1.42 0.51 4.13 0.004823 0.023156 -2.42
250752_at cytochrome P450 90A1 (sp|Q42569CPD AT5G05690 -1.50 -0.59 -4.13 0.004824 0.023157 -2.42
249944_at NAM (no apical meristem)-like proteanac089 AT5G22290 2.24 1.16 4.12 0.004834 0.0232 -2.43
254346_at  symbiosis-related like protein symbAPG8A AT4G21980 1.78 0.83 4.12 0.004836 0.023202 -2.43
264022_at Expressed protein ; supported by fu--- AT2G21185 1.54 0.62 4.12 0.00484 0.023212 -2.43
247407_at  putative protein predicted proteins, --- AT5G62900 1.54 0.62 4.12 0.004841 0.023212 -2.43
258218_at  methyltransferase, putative similar XPL1 AT3G17998 / -1.64 -0.71 -4.12 0.004842 0.023212 -2.43
261581_at  serine/threonine kinase, putative si CIPK9 AT1G01140 1.59 0.67 4.12 0.004847 0.023229 -2.43
260618_at  flower development protein cycloid TCP3 AT1G53230 -1.48 -0.57 -4.12 0.004848 0.023229 -2.43
248027_at outward rectifying potassium chann ATKCO1 AT5G55630 -1.48 -0.56 -4.12 0.004849 0.023229 -2.43
260249_s_aunknown protein similar to unknown--- AT1G74280 / 1.50 0.58 4.12 0.00485 0.023229 -2.43
258849_at putative UDP-glucose pyrophosphoUGP AT3G03250 1.53 0.62 4.12 0.004851 0.023229 -2.43
253948_at  Avr9 elicitor response like protein A--- AT4G26940 -1.39 -0.47 -4.12 0.004858 0.023253 -2.43
255258_at contains similarity to Arabidopsis th --- AT4G05060 -1.44 -0.53 -4.12 0.004858 0.023253 -2.43
258240_at oleosin isoform identical to oleosin iOLEO4 AT3G27660 -1.42 -0.51 -4.12 0.004863 0.023267 -2.43
251186_at  putative protein unknown protein A --- AT3G62790 1.29 0.37 4.12 0.004865 0.023271 -2.43
256226_at unknown protein ; supported by cDNATDI19 AT1G56280 1.57 0.65 4.12 0.004867 0.023271 -2.43
250279_at  ABA-responsive protein - like ABA---- AT5G13200 -1.72 -0.78 -4.12 0.004867 0.023271 -2.43



245134_s_aunknown protein --- AT2G45250 / 1.39 0.47 4.12 0.004873 0.023294 -2.43
252110_at  disease resistance-like protein TMV--- AT3G51560 -1.33 -0.41 -4.11 0.004892 0.023378 -2.44
264285_at  symbiosis-related protein, putative ATG8C AT1G62040 1.43 0.51 4.11 0.004894 0.023385 -2.44
250073_at unknown protein  ; supported by cDENH1 AT5G17170 1.99 0.99 4.11 0.004898 0.023397 -2.44
264921_at  RNA binding protein, putative simila--- AT1G60650 1.43 0.51 4.11 0.004904 0.023418 -2.44
266991_at putative CDP-diacylglycerol--glyceroPGP1 AT2G39290 -1.30 -0.38 -4.11 0.004904 0.023418 -2.44
265481_at unknown protein  ; supported by cD--- AT2G15960 1.41 0.49 4.11 0.004907 0.023425 -2.44
261206_at  heat shock factor protein hsf8, puta--- AT1G12800 -1.50 -0.59 -4.11 0.004916 0.023457 -2.44
262981_at unknown protein ;supported by full-l--- AT1G75590 -1.54 -0.63 -4.11 0.004917 0.023458 -2.44
265336_at hypothetical protein predicted by geAPC10 AT2G18290 1.35 0.43 4.11 0.004918 0.023459 -2.44
248955_at putative protein contains similarity toGAS41 AT5G45600 1.35 0.43 4.11 0.00492 0.023459 -2.44
247844_at  ARR2 - like protein ARR2 protein, AARR18 AT5G58080 -1.33 -0.41 -4.11 0.004921 0.023459 -2.45
251392_at dihydrodipicolinate synthase precur DHDPS1 AT3G60880 1.36 0.44 4.11 0.004923 0.023459 -2.45
265388_s_aunknown protein  ;supported by full---- AT2G20990 / -1.36 -0.45 -4.11 0.004923 0.023459 -2.45
245731_at  MAP kinase, putative similar to MAMKK9 AT1G73500 1.98 0.98 4.11 0.004923 0.023459 -2.45
260889_at hypothetical protein predicted by ge--- AT1G29120 1.34 0.42 4.11 0.004933 0.023497 -2.45
245881_at putative protein --- AT5G09460 / 1.66 0.73 4.11 0.004933 0.023497 -2.45
266540_at hypothetical protein predicted by ge--- AT2G35310 -1.35 -0.43 -4.11 0.00494 0.023522 -2.45
259739_at unknown protein supported by cDNASEH1H AT1G64350 1.40 0.48 4.11 0.004942 0.023529 -2.45
266500_at Expressed protein ; supported by fuPLA2-ALPHAT2G06925 -1.79 -0.84 -4.10 0.004945 0.023534 -2.45
249993_at  GTP-binding protein obg -like GTP --- AT5G18570 1.30 0.38 4.10 0.004948 0.02354 -2.45
250437_at AtAGP4  ; supported by cDNA: gi_1AGP4 AT5G10430 -3.77 -1.92 -4.10 0.004949 0.02354 -2.45
247099_at putative protein contains similarity to--- AT5G66500 1.45 0.54 4.10 0.00495 0.02354 -2.45
261108_at  1-aminocyclopropane-1-carboxylat ACS10 AT1G62960 1.52 0.60 4.10 0.004951 0.023542 -2.45
265730_at 60S ribosomal protein L27 --- AT2G32220 2.89 1.53 4.10 0.004954 0.02355 -2.45
263237_at hypothetical protein contains similar--- AT1G10610 1.74 0.80 4.10 0.00496 0.023574 -2.45
252915_at  EF-Hand containing protein -like st --- AT4G38810 -1.51 -0.59 -4.10 0.004964 0.023587 -2.45
246060_at  rev interacting protein mis3 - like re--- AT5G08420 1.31 0.39 4.10 0.004966 0.023596 -2.46
254671_at  MuDR transposable element - like --- --- -1.36 -0.44 -4.10 0.004969 0.023601 -2.46
255294_at putative sugar transporter --- AT4G04750 1.40 0.49 4.10 0.00497 0.023605 -2.46
254708_at  ubiquitin-specific protease 20 (UBPUBP20 AT4G17895 -1.37 -0.45 -4.10 0.004971 0.023605 -2.46
259821_at subtilisin-like serine protease contai--- AT1G66220 -1.53 -0.62 -4.10 0.004973 0.023606 -2.46
248869_at putative protein contains similarity to--- AT5G46840 1.78 0.83 4.10 0.004978 0.023623 -2.46
246192_at  translation initiation factor eIF-2 be EIF2 BETA AT5G20920 1.33 0.41 4.10 0.004978 0.023623 -2.46
245991_at  24 kDa vacuolar protein - like 24 kD--- AT5G20660 1.36 0.44 4.10 0.00498 0.023628 -2.46



257860_at Expressed protein ; supported by cD--- AT3G13062 1.65 0.72 4.10 0.004982 0.02363 -2.46
249849_at putative protein similar to unknown NIC2 AT5G23230 1.50 0.59 4.10 0.004983 0.023632 -2.46
258152_at  chaperonin subunit, putative simila --- AT3G18190 1.45 0.54 4.10 0.004986 0.023638 -2.46
262067_at hypothetical protein predicted by ge--- AT1G80060 -1.49 -0.57 -4.10 0.004987 0.023638 -2.46
249322_at  protein import receptor TOM20, mitTOM20-4 AT5G40930 1.32 0.40 4.10 0.004988 0.023641 -2.46
252912_at  ribosomal protein S25 ribosomal pr--- AT4G39200 1.68 0.75 4.10 0.004992 0.023655 -2.46
245016_at carboxytransferase beta subunit --- --- -1.35 -0.44 -4.10 0.004998 0.023675 -2.46
248832_at putative protein similar to unknown --- AT5G47170 -1.32 -0.40 -4.10 0.004999 0.023675 -2.46
254830_at  putative protein predicted protein, S--- AT4G12590 1.29 0.37 4.10 0.005004 0.023695 -2.46
263326_at unknown protein  ; supported by cD--- AT2G04280 -1.62 -0.70 -4.10 0.005005 0.023696 -2.46
261270_at  initiation factor 5A-4, putative similaFBR12 AT1G26630 1.34 0.42 4.09 0.005009 0.023709 -2.46
245054_at unknown protein --- AT2G26460 1.46 0.55 4.09 0.005012 0.023721 -2.47
264677_at hypothetical protein predicted by geHYL1 AT1G09700 1.29 0.37 4.09 0.005016 0.023731 -2.47
259109_at putative serine threonine protein ph --- AT3G05580 -1.67 -0.74 -4.09 0.005021 0.023751 -2.47
251175_at homocysteine S-methyltransferase HMT2 AT3G63250 1.39 0.47 4.09 0.005024 0.02376 -2.47
249594_at  putative protein SIAH1 protein, Bra --- AT5G37910 -1.34 -0.43 -4.09 0.005025 0.02376 -2.47
260126_at putative hydroxymethyltransferase sSHM7 AT1G36370 -1.68 -0.75 -4.09 0.005026 0.023762 -2.47
261923_at  UDP-glucose glucosyltransferase, AtUGT85A3AT1G22380 -1.44 -0.53 -4.09 0.005034 0.023792 -2.47
259668_at hypothetical protein predicted by ge--- AT1G52390 -1.37 -0.45 -4.09 0.005036 0.023797 -2.47
261742_at hypothetical protein predicted by ge--- AT1G08390 -1.34 -0.42 -4.09 0.005037 0.023798 -2.47
259544_at hypothetical protein ; supported by fCAT3 AT1G20620 1.37 0.45 4.09 0.00504 0.023804 -2.47
257905_at unknown protein --- --- -1.44 -0.53 -4.09 0.005049 0.023841 -2.47
251471_at  putative protein GTPASE-ACTIVAT--- AT3G59570 -1.42 -0.51 -4.09 0.00505 0.023841 -2.47
255968_at Expressed protein ; supported by fu--- AT1G22270 1.47 0.55 4.09 0.00505 0.023841 -2.47
266606_at putative AP2 domain transcription faCRF5 AT2G46310 1.80 0.85 4.09 0.005054 0.023851 -2.47
265779_at unknown protein --- AT2G07360 -1.67 -0.74 -4.09 0.00506 0.023874 -2.48
255136_s_a putative protein chromatin structura--- AT4G08350 / 1.45 0.54 4.09 0.005062 0.023875 -2.48
257317_at hypothetical protein AT2G07743--- 1.45 0.53 4.08 0.005071 0.023907 -2.48
249385_at thioredoxin  ; supported by full-lengtATTRX2 AT5G39950 1.50 0.58 4.08 0.005071 0.023907 -2.48
249875_at photosystem II stability/assembly faHCF136 AT5G23120 -1.70 -0.76 -4.08 0.005083 0.023951 -2.48
249286_at transcription factor-like protein --- AT5G41580 1.41 0.49 4.08 0.005083 0.023951 -2.48
255417_at  F-box protein GRR1-like protein 1, GRH1 AT4G03190 -3.56 -1.83 -4.08 0.005089 0.023975 -2.48
258413_at unknown protein  ;supported by full---- AT3G17300 1.46 0.54 4.08 0.005093 0.023988 -2.48
262236_at hypothetical protein similar to hypot --- AT1G48330 -1.95 -0.96 -4.08 0.005107 0.024048 -2.49
250875_at  putative protein fimbriae-associated--- AT5G04020 -2.29 -1.20 -4.08 0.005108 0.024049 -2.49



256612_at hypothetical protein predicted by ge--- AT3G29280 -1.47 -0.56 -4.08 0.005109 0.024049 -2.49
251502_at putative protein several hypothetica --- AT3G59130 -1.33 -0.41 -4.08 0.005112 0.024053 -2.49
248427_at subtilisin-like serine protease simila ATSBT1.3 AT5G51750 -1.54 -0.62 -4.08 0.005112 0.024053 -2.49
260692_at hypothetical protein predicted by ge--- AT1G32430 -1.36 -0.44 -4.08 0.005115 0.024061 -2.49
253083_at  aldehyde dehydrogenase like proteALDH3F1 AT4G36250 -1.96 -0.97 -4.08 0.005119 0.024073 -2.49
253360_at  aminopeptidase- like protein aminoAPM1 AT4G33090 1.44 0.53 4.08 0.00512 0.024076 -2.49
250423_s_a cytochrome P450 - like protein cytoCYP81K2 AT5G10600 / 1.33 0.42 4.08 0.005124 0.024091 -2.49
266189_at unknown protein --- AT2G39020 -1.30 -0.38 -4.08 0.005127 0.024096 -2.49
246115_at  putative protein chloroplast outer e --- AT5G20300 1.46 0.55 4.08 0.005129 0.024101 -2.49
260544_at unknown protein predicted by gensc--- AT2G43540 1.62 0.70 4.08 0.00513 0.024101 -2.49
260654_at hypothetical protein predicted by ge--- AT1G19290 1.53 0.61 4.07 0.005132 0.024107 -2.49
253866_at putative protein various putative pro--- AT4G27480 1.45 0.53 4.07 0.005135 0.024114 -2.49
255394_at  hypothetical protein similar to A. tha--- --- -1.38 -0.47 -4.07 0.005139 0.024126 -2.49
258830_at unknown protein --- AT3G07090 -1.94 -0.96 -4.07 0.005141 0.024128 -2.49
259367_at hypothetical protein predicted by ge--- AT1G69070 1.67 0.74 4.07 0.005144 0.024137 -2.49
255627_at Expressed protein ; supported by fu--- AT4G00955 -1.33 -0.41 -4.07 0.005145 0.02414 -2.49
251379_at putative protein various predicted A --- AT3G60680 1.75 0.80 4.07 0.00515 0.024153 -2.49
252937_at  SEC14 - like protein phosphatidylinSEC14 AT4G39180 -1.35 -0.44 -4.07 0.00515 0.024153 -2.49
250542_at hypothetical protein (fragment at BA--- AT5G08270 1.87 0.91 4.07 0.005153 0.024155 -2.50
246748_at  putative protein predicted protein, D--- AT5G27730 1.39 0.47 4.07 0.005158 0.024172 -2.50
257844_at  prolyl 4-hydroxylase, putative simila--- AT3G28480 1.56 0.64 4.07 0.005159 0.024172 -2.50
254327_at  RCc3- like protein RCc3 protein, O --- AT4G22490 -2.07 -1.05 -4.07 0.00516 0.024172 -2.50
250429_at  putative protein TH65 protein, Arab--- AT5G10470 1.39 0.48 4.07 0.005162 0.024179 -2.50
264475_s_ahypothetical protein predicted by ge--- AT1G77150 / 1.51 0.60 4.07 0.00517 0.024209 -2.50
252644_at  putative protein KIAA0073, Homo sCYP71 AT3G44600 1.48 0.56 4.07 0.005191 0.024304 -2.50
262607_at unknown protein ;supported by full-l--- AT1G13990 1.50 0.59 4.06 0.005195 0.024317 -2.50
256826_at hypothetical protein predicted by ge--- AT3G18540 -1.30 -0.38 -4.06 0.005202 0.024347 -2.51
264510_at putative phytochrome-associated prPIF3 AT1G09530 1.82 0.87 4.06 0.005208 0.024366 -2.51
267584_at putative protein kinase contains a p --- AT2G41930 -1.38 -0.46 -4.06 0.005209 0.024366 -2.51
257269_at unknown protein contains Pfam pro NPSN13 AT3G17440 -1.61 -0.69 -4.06 0.005214 0.024384 -2.51
257863_at hypothetical protein similar to GRABanac057 AT3G17730 -1.30 -0.38 -4.06 0.005217 0.024394 -2.51
259868_at  thioredoxin-like protein similar to thATY1 AT1G76760 1.35 0.44 4.06 0.00523 0.024444 -2.51
246501_at  putative protein KIAA1012 protein ---- AT5G16280 -1.37 -0.45 -4.06 0.005242 0.024494 -2.51
264822_at putative ribonucleoprotein --- AT1G03457 -1.83 -0.87 -4.06 0.005246 0.024506 -2.51
252650_at putative protein --- AT3G44690 1.34 0.42 4.06 0.005249 0.024513 -2.51



252207_at  putative protein mRNA of unknown--- AT3G50370 1.40 0.48 4.06 0.00525 0.024516 -2.52
258345_at unknown protein --- AT3G22845 1.35 0.44 4.06 0.005252 0.024521 -2.52
265805_s_a60S ribosomal protein L2 EMB2296 AT2G18020 / 1.58 0.66 4.06 0.005255 0.024522 -2.52
248035_at sucrose cleavage protein-like ;supp --- AT5G55900 1.36 0.44 4.06 0.005255 0.024522 -2.52
255706_at putative ribosomal protein S13 similATRPS13AAT4G00100 1.64 0.72 4.06 0.005256 0.024522 -2.52
246001_at  putative protein predicted protein, A--- AT5G20790 1.99 0.99 4.05 0.005262 0.024545 -2.52
249607_at  putative protein RING-H2 finger pro--- AT5G37280 -1.34 -0.43 -4.05 0.005276 0.024604 -2.52
259294_at hypothetical protein predicted by geATN AT3G05330 1.62 0.70 4.05 0.005282 0.024623 -2.52
264115_at hypothetical protein --- AT2G31290 1.48 0.57 4.05 0.005283 0.024623 -2.52
264884_at unknown protein ;supported by full-l--- AT1G61170 -1.95 -0.97 -4.05 0.005283 0.024623 -2.52
264259_at hypothetical protein This gene is co --- AT1G09290 1.64 0.72 4.05 0.005289 0.024644 -2.52
253126_at  putative protein probable membran--- AT4G36050 1.77 0.82 4.05 0.005295 0.024668 -2.52
263295_at putative MADS-box protein ANR1 AGL44 AT2G14210 1.31 0.39 4.05 0.005296 0.024668 -2.52
250884_at signal recognition particle 54CP proCPSRP54 AT5G03940 -1.34 -0.43 -4.05 0.005305 0.024702 -2.53
246489_at 14-3-3 protein GF14upsilon (grf5) idGRF5 AT5G16050 1.41 0.50 4.05 0.005309 0.024707 -2.53
255760_at  vacuolar-type H+-translocating inor--- AT1G16780 1.39 0.47 4.05 0.005316 0.024735 -2.53
254061_at putative protein several hypothetica --- AT4G25360 -1.38 -0.47 -4.05 0.005318 0.024741 -2.53
261821_at  thioredoxin h, putative similar to thi ATCXXS1 AT1G11530 1.40 0.49 4.05 0.005319 0.024741 -2.53
256807_at unknown protein contains Pfam pro NFU4 AT3G20970 1.38 0.47 4.05 0.005321 0.024742 -2.53
258789_at Mutator-like transposase similar to M--- --- 1.39 0.47 4.04 0.005331 0.024784 -2.53
251023_at  putative protein amino acid transpo--- AT5G02170 -1.44 -0.53 -4.04 0.005332 0.024785 -2.53
245927_at  sterol glucosyltransferase - like pro --- AT5G24750 -1.28 -0.35 -4.04 0.005338 0.024804 -2.53
258141_at hypothetical protein HON4 AT3G18035 1.51 0.59 4.04 0.005351 0.024852 -2.54
261362_s_aribosomal protein identical to GB:CA--- AT1G41880 / 1.75 0.81 4.04 0.005351 0.024852 -2.54
264587_at putative ligand-gated ion channel prATGLR3.4 AT1G05200 2.95 1.56 4.04 0.005352 0.024852 -2.54
252327_at  MTN3-like protein MtN3 gene prod --- AT3G48740 1.61 0.69 4.04 0.005356 0.024868 -2.54
253881_at  putative protein Ran_GTP binding --- AT4G27640 1.35 0.43 4.04 0.00536 0.024877 -2.54
257937_at hypothetical protein predicted by ge--- AT3G19810 1.31 0.39 4.04 0.00537 0.02491 -2.54
248838_at carnitine/acylcarnitine translocase-liBOU AT5G46800 -1.73 -0.79 -4.04 0.00537 0.02491 -2.54
266382_at hypothetical protein predicted by ge--- --- -1.31 -0.39 -4.04 0.005371 0.02491 -2.54
251506_at putative protein  ; supported by cDN--- AT3G59090 -1.30 -0.38 -4.04 0.005372 0.02491 -2.54
253886_at  cytochrome P450 - like protein cytoCYP709B3 AT4G27710 -1.34 -0.43 -4.04 0.005374 0.024915 -2.54
251882_at  peptide transport - like protein peptPTR1 AT3G54140 -1.46 -0.55 -4.04 0.005381 0.024943 -2.54
258495_at unknown protein  ;supported by full---- AT3G02690 1.34 0.42 4.03 0.005389 0.024964 -2.54
258907_at putative sodium proton exchanger sNHX4 AT3G06370 -1.42 -0.51 -4.03 0.005389 0.024964 -2.54



265857_s_aserine threonine protein phosphatasPP2A-4 AT2G42500 / 1.42 0.51 4.03 0.005391 0.02497 -2.54
252622_at  cysteine proteinase AALP, putative--- AT3G45310 1.42 0.51 4.03 0.005395 0.024979 -2.54
250414_at  putative protein Glr5, Arabidopsis t GLR2.6 AT5G11180 -1.33 -0.41 -4.03 0.005396 0.024979 -2.54
245133_at putative nucleotide sugar epimeraseGAE4 AT2G45310 -1.68 -0.75 -4.03 0.0054 0.024992 -2.55
245270_at tubulin alpha-6 chain (TUA6) ; suppTUA6 AT4G14960 -1.87 -0.90 -4.03 0.005401 0.024992 -2.55
249577_at  calmodulin-binding heat-shock prot--- AT5G37710 -1.65 -0.73 -4.03 0.005402 0.024992 -2.55
252018_at  putative protein various predicted pAtPP2-A15 AT3G53000 -1.57 -0.65 -4.03 0.005404 0.024996 -2.55
265602_at putative retroelement pol polyprotei --- --- -1.44 -0.52 -4.03 0.005405 0.024996 -2.55
257442_at legumin-like protein contains a 11-S--- AT2G28680 -1.59 -0.67 -4.03 0.005406 0.024996 -2.55
251194_at putative protein --- AT3G62920 1.69 0.75 4.03 0.005408 0.024996 -2.55
262491_at putative SecA-type chloroplast prote--- AT1G21650 1.43 0.51 4.03 0.005408 0.024996 -2.55
249320_at disease resistance protein-like non- --- AT5G40910 1.62 0.70 4.03 0.005436 0.025106 -2.55
253167_at calmodulin-domain protein kinase CCPK5 AT4G35310 -1.48 -0.57 -4.03 0.005437 0.025107 -2.55
253495_at  putative protein crp1 protein, Zea mPGR3 AT4G31850 1.63 0.70 4.03 0.005449 0.025151 -2.56
251303_at  NAM-like protein no apical meristemANAC066 AT3G61910 -1.32 -0.40 -4.03 0.005452 0.025156 -2.56
262536_at  SOUL-like protein Similar to SOUL --- AT1G17100 1.95 0.97 4.03 0.005454 0.025156 -2.56
265417_at unknown protein --- AT2G20920 1.74 0.80 4.02 0.005463 0.025189 -2.56
264805_at unknown protein similar to putative ATRX AT1G08600 1.39 0.48 4.02 0.005463 0.025189 -2.56
246327_at  receptor-like serine/threonine kinas--- AT1G16670 1.51 0.59 4.02 0.005468 0.025203 -2.56
264474_s_a ribulose-bisphosphate carboxylase RBCS1A AT1G06820 / -1.29 -0.36 -4.02 0.005468 0.025203 -2.56
262977_at  transcription factor, putative similar --- AT1G75490 -1.44 -0.53 -4.02 0.005474 0.025224 -2.56
251552_at  ribosomal protein L11 -like ribosom--- AT3G58700 1.81 0.86 4.02 0.005475 0.025224 -2.56
265958_at putative adenylate kinase  ;supporteADK AT2G37250 1.75 0.81 4.02 0.005479 0.025236 -2.56
258265_at  putative beta-1,3-glucanase precur --- AT3G15800 -1.40 -0.49 -4.02 0.005486 0.025267 -2.56
250794_at putative protein contains similarity to--- AT5G05270 -1.36 -0.44 -4.02 0.005489 0.025267 -2.56
256862_at  dihydroxyacid dehydratase, putativ --- AT3G23940 2.15 1.11 4.02 0.00549 0.025267 -2.56
252392_s_a putative protein various predicted p--- AT3G47890 / 1.53 0.62 4.02 0.00549 0.025267 -2.56
258635_at unknown protein --- AT3G08020 1.30 0.38 4.02 0.005491 0.025267 -2.56
255924_at unknown protein contains similarity --- AT1G22170 -1.46 -0.55 -4.02 0.005492 0.025267 -2.56
257741_at hypothetical protein predicted by ge--- AT3G27340 1.58 0.66 4.02 0.0055 0.025299 -2.57
256957_at hypothetical protein predicted by ge--- AT3G13420 -1.38 -0.46 -4.02 0.005504 0.025313 -2.57
261122_at ornithine carbamoyltransferase precOTC AT1G75330 1.56 0.64 4.02 0.005508 0.025318 -2.57
259971_at  unknown protein similar to SPL1-re--- AT1G76580 -1.61 -0.69 -4.02 0.00551 0.02532 -2.57
245851_at  putative protein HERC2 - Homo sa KEG AT5G13530 1.38 0.46 4.02 0.00551 0.02532 -2.57
260580_at unknown protein --- AT2G47390 1.30 0.38 4.02 0.005517 0.025345 -2.57



246524_at  Carboxylesterase-like protein steroATPCME AT5G15860 1.61 0.69 4.02 0.005518 0.025346 -2.57
254722_at  putative protein predicted protein, A--- AT4G13530 1.80 0.85 4.02 0.005522 0.025359 -2.57
257293_at unknown protein similar to symbiosiAPG8H AT3G15580 1.59 0.67 4.01 0.005532 0.025393 -2.57
261426_at unknown protein contains similarity --- AT1G18680 -1.33 -0.42 -4.01 0.005532 0.025393 -2.57
251578_at  putative protein contains alternative--- AT3G58180 1.36 0.44 4.01 0.005538 0.025417 -2.57
262544_at hypothetical protein predicted by ge--- AT1G15420 1.45 0.54 4.01 0.005539 0.025417 -2.57
254858_at  putative protein other predicted pro--- AT4G12070 1.37 0.46 4.01 0.005543 0.025427 -2.57
247374_at topoisomerase-like protein  ;suppor --- AT5G63190 1.64 0.71 4.01 0.005544 0.025427 -2.57
252759_at putative protein hypothetical protein--- AT3G42630 1.29 0.37 4.01 0.005545 0.025428 -2.57
253402_at HD-zip transcription factor (athb-8) ATHB-8 AT4G32880 -1.69 -0.75 -4.01 0.005546 0.025428 -2.57
255601_at  putative protein (fragment) various --- AT4G01030 1.43 0.52 4.01 0.005551 0.025447 -2.58
252672_at hypothetical protein --- AT3G44230 -1.31 -0.39 -4.01 0.005554 0.025454 -2.58
265309_at putative myosin heavy chain XIG AT2G20290 -1.61 -0.69 -4.01 0.005558 0.025466 -2.58
259013_at unknown protein similar to putative emb1990 AT3G07430 1.36 0.45 4.01 0.005563 0.025482 -2.58
266601_at hypothetical protein predicted by ge--- AT2G46060 1.73 0.79 4.01 0.005564 0.025482 -2.58
245253_at hydroperoxide lyase (HPOL) like proHPL1 AT4G15440 -5.13 -2.36 -4.01 0.005564 0.025482 -2.58
264442_at hypothetical protein similar to lecithi--- AT1G27480 1.67 0.74 4.01 0.005568 0.025487 -2.58
261761_at hypothetical protein predicted by geCENP-C AT1G15660 1.35 0.44 4.01 0.005569 0.025488 -2.58
260377_at unknown protein --- AT1G73930 -1.29 -0.37 -4.01 0.00557 0.025488 -2.58
255522_at  putative GTP pyrophosphokinase sRSH1 AT4G02260 1.41 0.49 4.01 0.005571 0.025488 -2.58
248258_at putative protein contains similarity to--- AT5G53400 1.89 0.92 4.01 0.005575 0.025494 -2.58
245913_at predicted protein --- AT5G19860 1.41 0.50 4.01 0.005575 0.025494 -2.58
253116_at  putative protein CRP1, Zea mays, g--- AT4G35850 1.81 0.86 4.01 0.005576 0.025494 -2.58
261333_at hypothetical protein predicted by ge--- AT1G44910 1.62 0.69 4.01 0.005579 0.025503 -2.58
247221_at Expressed protein ; supported by cDLIP1 AT5G64813 -1.29 -0.37 -4.01 0.005584 0.025519 -2.58
251557_at v-ATPase subunit D (vATPD)  ; sup --- AT3G58730 -1.37 -0.45 -4.00 0.005596 0.025565 -2.58
264685_at  endo-1,4-beta-glucanase, putative KOR2 AT1G65610 -1.42 -0.51 -4.00 0.005628 0.025694 -2.59
248552_at RNA-binding protein-like  ; supporte--- AT5G50250 1.38 0.46 4.00 0.00563 0.025694 -2.59
246536_at  putative protein KIAA0594 - Homo --- AT5G15920 2.18 1.12 4.00 0.00563 0.025694 -2.59
245227_s_agunknown protein contains non-con--- AT1G08410 1.64 0.71 4.00 0.005631 0.025694 -2.59
252899_at  putative protein leaf protein, Ipomo --- AT4G39530 1.41 0.50 4.00 0.005634 0.025704 -2.59
247258_at expressed protein similar to unknow--- AT5G64816 1.45 0.53 4.00 0.005636 0.025706 -2.59
256961_at transcription initiation factor TFIID-1TBP1 AT3G13445 1.40 0.49 4.00 0.00564 0.025716 -2.59
257607_at hypothetical protein predicted by ge--- AT3G13880 1.29 0.37 4.00 0.00564 0.025716 -2.59
257050_at putative protein phosphatase type 2--- AT3G15260 1.51 0.60 4.00 0.005645 0.025732 -2.59



248681_at pectate lyase non-consensus AG do--- AT5G48900 -13.42 -3.75 -4.00 0.005649 0.025737 -2.59
260042_at hypothetical protein C-term similar t --- AT1G68820 1.71 0.77 4.00 0.005649 0.025737 -2.59
253293_at Expressed protein ; supported by cD--- AT4G33905 -1.65 -0.73 -4.00 0.005657 0.025768 -2.60
247182_at putative protein contains similarity toHB25 AT5G65410 -1.45 -0.53 -3.99 0.005662 0.025784 -2.60
252193_at R2R3-MYB transcription factor  ; suMYB77 AT3G50060 -2.40 -1.26 -3.99 0.005664 0.025789 -2.60
253474_at hypothetical protein --- AT4G32270 1.46 0.55 3.99 0.005667 0.025792 -2.60
260840_at hypothetical protein similar to hypot --- AT1G29050 1.49 0.57 3.99 0.005668 0.025792 -2.60
262968_at hypothetical protein predicted by ge--- AT1G75720 -1.37 -0.46 -3.99 0.005669 0.025792 -2.60
265220_at histidine transport protein (PTR2-B)PTR2 AT2G02040 1.31 0.39 3.99 0.005669 0.025792 -2.60
255718_at unknown protein ;supported by full-lATNSI AT1G32070 1.39 0.47 3.99 0.005676 0.025818 -2.60
251883_at  ribosomal protein L17 -like protein --- AT3G54210 -1.37 -0.45 -3.99 0.00568 0.025829 -2.60
249924_at kinase associated protein phosphat KAPP AT5G19280 1.49 0.57 3.99 0.005681 0.025829 -2.60
247376_at nucleotide diphosphate kinase Ia (eNDPK2 AT5G63310 -1.33 -0.41 -3.99 0.005686 0.025844 -2.60
250400_at  protein phosphatase 2C -like prote --- AT5G10740 1.68 0.75 3.99 0.005709 0.025943 -2.61
259441_at  cathepsin B-like cysteine protease, --- AT1G02300 1.49 0.58 3.99 0.005711 0.025947 -2.61
251333_at  putative protein putative protein F2 --- AT3G61690 1.28 0.35 3.99 0.005713 0.025948 -2.61
249619_at  stelar K+ outward rectifying channeGORK AT5G37500 -1.61 -0.69 -3.99 0.005717 0.02596 -2.61
248540_at FRO1 and FRO2-like protein FRO8 AT5G50160 1.29 0.37 3.99 0.005718 0.02596 -2.61
262108_at unknown protein similar to unknown--- AT1G02740 1.46 0.54 3.99 0.005728 0.025996 -2.61
248010_at peroxisomal targeting signal type 1 PEX5 AT5G56290 1.32 0.40 3.98 0.005742 0.026057 -2.61
257054_at Expressed protein ; supported by fuMT3 AT3G15353 1.28 0.36 3.98 0.00575 0.026081 -2.61
260361_at unknown protein ; supported by cDN--- AT1G69360 -1.55 -0.63 -3.98 0.005751 0.026081 -2.61
259102_at unknown protein similar to hin1 GB:NHL1 AT3G11660 1.47 0.56 3.98 0.005751 0.026081 -2.61
266495_at cycloartenol synthase identical to S CAS1 AT2G07050 -1.42 -0.51 -3.98 0.005761 0.026114 -2.62
249628_at  putative protein tropomyosin gene --- AT5G37590 1.48 0.56 3.98 0.005761 0.026114 -2.62
252332_at putative protein --- AT3G48810 -1.55 -0.63 -3.98 0.005762 0.026116 -2.62
263100_at hypothetical protein predicted by geAtPOT1a AT2G05210 -1.55 -0.63 -3.98 0.005764 0.02612 -2.62
247320_at photosystem I reaction centre subunPSAN AT5G64040 -1.36 -0.45 -3.98 0.005767 0.026123 -2.62
250562_at putative protein TOM5 AT5G08040 1.46 0.55 3.98 0.005767 0.026123 -2.62
246480_at  TCP-1 chaperonin-like protein t-com--- AT5G16070 1.54 0.62 3.98 0.00577 0.026126 -2.62
262616_at  oxidoreductase, putative contains P--- AT1G06620 -1.88 -0.91 -3.98 0.005771 0.026126 -2.62
261883_at  protein kinase, putative similar to re--- AT1G80870 -1.40 -0.49 -3.98 0.005772 0.026127 -2.62
250786_at putative protein strong similarity to uSDN2 AT5G05540 1.55 0.63 3.98 0.005775 0.026138 -2.62
245348_at trehalose-6-phosphate synthase likeATTPS5 AT4G17770 1.57 0.65 3.98 0.005782 0.026162 -2.62
252105_at  protein phosphatase 2C-like protein--- AT3G51470 -1.49 -0.57 -3.98 0.005792 0.026203 -2.62



261603_at  DNA binding protein ACBF, putativ ATRBP47AAT1G49600 1.90 0.93 3.98 0.005796 0.026216 -2.62
253138_at ribosomal protein L11 homolog seveMRPL11 AT4G35490 1.32 0.40 3.98 0.005802 0.026237 -2.62
261530_at unknown protein contains Pfam pro --- AT1G63460 1.52 0.60 3.97 0.005805 0.026247 -2.62
251255_at  putative protein early nodule-specif--- AT3G62280 -1.31 -0.38 -3.97 0.00581 0.026263 -2.62
266526_at putative tetracycline transporter pro --- AT2G16980 -1.42 -0.50 -3.97 0.005811 0.026265 -2.63
246778_at mevalonate kinase  supported by fuMK AT5G27450 -1.43 -0.52 -3.97 0.005814 0.026273 -2.63
257792_at  TOM20, putative similar to TOM20 TOM20-3 AT3G27080 1.46 0.55 3.97 0.005817 0.02628 -2.63
260829_s_a chloroplast thylakoidal processing p--- AT1G06870 / 1.58 0.66 3.97 0.005821 0.026285 -2.63
247691_at heat shock protein 18  ;supported b HSP18.2 AT5G59720 -1.39 -0.47 -3.97 0.005822 0.026285 -2.63
265627_at Expressed protein ; supported by fu--- AT2G27285 1.42 0.50 3.97 0.005824 0.026289 -2.63
257667_at  1,4-alpha-glucan branching enzym EMB2729 AT3G20440 1.65 0.72 3.97 0.005826 0.026296 -2.63
247154_at receptor protein kinase-like protein HSL2 AT5G65710 -1.34 -0.42 -3.97 0.00583 0.026306 -2.63
263730_at  beta-glucosidase, putative similar t BGLU4 AT1G60090 -1.33 -0.41 -3.97 0.005838 0.026337 -2.63
264783_at  putative calcium-dependent proteinPPCK1 AT1G08650 1.92 0.94 3.97 0.005851 0.02639 -2.63
253632_at  senescence-associated protein homTET9 AT4G30430 -1.28 -0.35 -3.97 0.005853 0.026393 -2.63
264141_at hypothetical protein predicted by ge--- AT1G79090 1.31 0.39 3.97 0.005854 0.026393 -2.63
260127_at  hypothetical protein similar to hypo --- AT1G36320 1.57 0.65 3.97 0.005856 0.026393 -2.63
247209_at putative protein contains similarity to--- AT5G64830 1.35 0.44 3.97 0.005856 0.026393 -2.63
262985_s_a60s ribosomal protein l27a. similar tRPL27AB AT1G23290 / 1.71 0.77 3.97 0.005858 0.026396 -2.63
248097_at protein phosphatase X isoform 2 (gbPPX2 AT5G55260 1.46 0.54 3.97 0.005863 0.026411 -2.63
266344_at hypothetical protein predicted by ge--- AT2G01580 -1.34 -0.42 -3.97 0.005864 0.026411 -2.63
244945_at cytochrome c biogenesis orf206 --- --- 1.49 0.57 3.97 0.005865 0.026411 -2.63
254817_at  putative SWH1 protein SWH1 proteORP2B AT4G12460 1.40 0.49 3.97 0.005866 0.026411 -2.64
256765_at  aminotransferase, putative similar tPOP2 AT3G22200 1.52 0.60 3.97 0.005875 0.026445 -2.64
262347_at unknown protein similar to hypothet --- AT1G64110 -1.42 -0.51 -3.96 0.005885 0.026487 -2.64
260004_at unknown protein  ;supported by full---- AT1G67860 1.75 0.80 3.96 0.005888 0.026493 -2.64
256468_at  ferredoxin, putative similar to GB:D--- AT1G32550 -1.45 -0.53 -3.96 0.005889 0.026497 -2.64
260638_at unknown protein similar to putative --- AT1G62390 1.71 0.77 3.96 0.005897 0.026523 -2.64
262394_at unknown protein emb1273 AT1G49510 -1.66 -0.73 -3.96 0.005898 0.026525 -2.64
250651_at cytochrome P450 CYP93D1 AT5G06900 -1.29 -0.36 -3.96 0.005899 0.026525 -2.64
262962_at  NADP-isocitrate dehydrogenase, p ICDH AT1G54340 1.28 0.35 3.96 0.005906 0.026549 -2.64
267435_at 30S ribosomal protein S5  ; support --- AT2G33800 -1.32 -0.40 -3.96 0.005922 0.026608 -2.65
261113_at hypothetical protein predicted by ge--- AT1G75400 1.52 0.60 3.96 0.005922 0.026608 -2.65
251684_at putative protein --- AT3G56410 1.72 0.78 3.96 0.005922 0.026608 -2.65
248167_at putative protein similar to unknown --- AT5G54530 1.55 0.63 3.96 0.005929 0.026629 -2.65



253385_at  putative protein predicted protein, C--- AT4G32930 1.33 0.41 3.96 0.005929 0.026629 -2.65
260651_at hypothetical protein predicted by ge--- AT1G32460 -1.35 -0.43 -3.96 0.005931 0.026629 -2.65
259834_at H-protein promoter binding factor-2b--- AT1G69570 -1.81 -0.85 -3.96 0.005932 0.026629 -2.65
267539_at putative RING zinc finger protein  ; s--- AT2G42030 -1.42 -0.50 -3.96 0.00594 0.026659 -2.65
261098_at unknown protein --- AT1G62970 1.36 0.45 3.96 0.005947 0.026686 -2.65
258038_at unknown protein  ;supported by full---- AT3G21260 1.75 0.80 3.96 0.005948 0.026688 -2.65
246095_at  homeotic gene regulator - like prote--- AT5G19310 1.66 0.73 3.96 0.00595 0.02669 -2.65
248620_at putative protein similar to unknown --- AT5G49320 -1.36 -0.44 -3.95 0.005952 0.026692 -2.65
254178_at hypothetical protein --- AT4G23880 3.70 1.89 3.95 0.005954 0.026692 -2.65
262157_at unknown protein contains similarity --- AT1G52670 -1.40 -0.49 -3.95 0.005954 0.026692 -2.65
261784_at hypothetical protein predicted by ge--- AT1G08220 1.34 0.43 3.95 0.005962 0.026721 -2.65
262380_at  threonine synthase, putative simila --- AT1G72810 1.43 0.51 3.95 0.005981 0.026804 -2.66
260044_at Expressed protein ; supported by fu--- AT1G73655 -1.37 -0.46 -3.95 0.005993 0.026853 -2.66
249957_at  putative protein predicted proteins, --- AT5G18900 1.47 0.56 3.95 0.006 0.026875 -2.66
262912_at  oligopeptide transporter, putative s --- AT1G59740 -3.12 -1.64 -3.95 0.006001 0.026875 -2.66
252423_at  putative protein putative hydrolyse --- AT3G47590 -1.34 -0.42 -3.95 0.006007 0.0269 -2.66
260579_at putative cytochrome c oxidase Vc s --- AT2G47380 1.40 0.48 3.95 0.006015 0.026929 -2.66
259657_at  phospholipase D alpha, putative simPLDEPSILOAT1G55180 -1.34 -0.42 -3.95 0.006017 0.026932 -2.66
252080_at  putative protein polyphosphoinositi --- AT3G51670 -1.71 -0.77 -3.94 0.006025 0.026965 -2.66
264364_at unknown protein Similar to gb|U852--- AT1G03330 1.32 0.40 3.94 0.006029 0.026976 -2.66
256227_at unknown protein ; supported by cDN--- AT1G56290 1.32 0.40 3.94 0.006035 0.026998 -2.67
252557_at  putative protein cim1 induced allergATEXLA3 AT3G45960 -1.34 -0.42 -3.94 0.006041 0.027017 -2.67
260749_at hypothetical protein predicted by ge--- AT1G49110 -1.43 -0.51 -3.94 0.006046 0.027037 -2.67
266713_at unknown protein --- AT2G46760 -1.36 -0.44 -3.94 0.006055 0.027069 -2.67
257447_at hypothetical protein predicted by ge--- AT2G04230 1.27 0.35 3.94 0.006057 0.027071 -2.67
253950_at  putative dihydrolipoamide succinylt --- AT4G26910 1.71 0.77 3.94 0.006058 0.027071 -2.67
262062_s_ahypothetical protein emb1427 AT1G20570 / 1.39 0.47 3.94 0.006059 0.027071 -2.67
258283_at hypothetical protein predicted by ge--- AT3G26750 1.38 0.47 3.94 0.00606 0.027071 -2.67
259950_at  hypothetical protein predicted by ge--- AT1G71410 -1.41 -0.49 -3.94 0.006061 0.027071 -2.67
262859_at hypothetical protein predicted by ge--- AT1G64790 1.38 0.46 3.94 0.006062 0.027072 -2.67
254721_at hypothetical protein  ;supported by fSMAP1 AT4G13520 1.39 0.47 3.94 0.006064 0.027073 -2.67
250394_at  putative protein yllC, Enterococcus --- AT5G10910 1.46 0.55 3.94 0.006065 0.027073 -2.67
249527_at  proline oxidase, mitochondrial prec --- AT5G38710 1.60 0.68 3.94 0.006066 0.027073 -2.67
251926_at  60S RIBOSOMAL PROTEIN L36 h--- AT3G53740 1.81 0.86 3.94 0.00607 0.027085 -2.67
247578_at  putative protein predicted protein, A--- AT5G61300 -1.45 -0.53 -3.94 0.006072 0.027085 -2.67



259543_at hypothetical protein ; supported by f--- AT1G20580 1.43 0.52 3.94 0.006073 0.027085 -2.67
262071_at unknown protein ;supported by full-lCF9 AT1G59510 1.43 0.52 3.94 0.006074 0.027086 -2.67
259992_at  putative heat shock transcription faHSFA8 AT1G67970 1.70 0.76 3.94 0.006076 0.027088 -2.67
245660_at unknown protein --- AT1G28240 -1.68 -0.75 -3.94 0.006077 0.027088 -2.67
262963_at  dihydrolipoamide S-acetyltransfera --- AT1G54220 -1.32 -0.40 -3.94 0.006079 0.027092 -2.67
251985_at  thioredoxin -like protein cop c2,  Co--- AT3G53220 1.47 0.56 3.94 0.006083 0.027106 -2.67
252180_at  putative protein cyclin-dependent kKRP2 AT3G50630 -1.63 -0.70 -3.94 0.00609 0.02713 -2.68
246305_at  putative protein protein At2g40060 --- AT3G51890 1.45 0.54 3.94 0.006094 0.027144 -2.68
253314_at hypothetical protein --- AT4G33890 1.31 0.39 3.93 0.006103 0.027179 -2.68
257190_at  30S ribosomal protein S10, putative--- AT3G13120 -1.63 -0.70 -3.93 0.006119 0.027244 -2.68
260055_at unknown protein similar to putative --- AT1G78150 1.32 0.40 3.93 0.006127 0.027268 -2.68
246954_at unknown protein  ; supported by cD--- AT5G04830 -1.31 -0.39 -3.93 0.006128 0.027268 -2.68
258532_at  ribosomal protein L29, putative sim--- AT3G06700 2.23 1.15 3.93 0.006132 0.027281 -2.68
259178_at  unknown protein similar to hypotheRGLG1 AT3G01650 1.50 0.59 3.93 0.006135 0.027291 -2.68
256484_at PPR-repeat protein contains multipl --- AT1G31430 1.41 0.50 3.93 0.00614 0.027306 -2.68
258998_at putative adenylate kinase similar to --- AT3G01820 1.47 0.55 3.93 0.006141 0.027306 -2.68
247193_at putative protein strong similarity to u--- AT5G65380 -1.54 -0.63 -3.93 0.006147 0.027325 -2.69
248786_at unknown protein --- AT5G47410 1.74 0.80 3.93 0.00615 0.027326 -2.69
248883_at putative protein strong similarity to u--- AT5G46190 -1.34 -0.42 -3.93 0.00615 0.027326 -2.69
265377_at  putative beta-1,3-glucanase  --- AT2G05790 -4.85 -2.28 -3.93 0.006151 0.027326 -2.69
248589_at von Hippel-Lindau binding protein (VPDF3 AT5G49510 1.33 0.41 3.93 0.006152 0.027326 -2.69
245790_at glycerol-3-phosphate acyltransferasATS1 AT1G32200 -1.44 -0.53 -3.93 0.006155 0.027334 -2.69
264330_at multi-drug resistance protein StrongATMRP5 AT1G04120 -1.35 -0.44 -3.93 0.006168 0.027384 -2.69
264661_at hypothetical protein Similar to Nicot --- AT1G09950 -1.75 -0.81 -3.93 0.006168 0.027384 -2.69
254052_at  UMP/CMP kinase like protein UMP--- AT4G25280 -1.44 -0.53 -3.93 0.006173 0.0274 -2.69
253861_at  putative protein MSP1 protein, Sac --- AT4G27680 1.36 0.44 3.92 0.006178 0.027408 -2.69
263466_at hypothetical protein predicted by ge--- AT2G31740 1.31 0.39 3.92 0.006179 0.027408 -2.69
257962_at hypothetical protein predicted by ge--- AT3G19790 -1.68 -0.75 -3.92 0.006185 0.027429 -2.69
258946_at hypothetical protein predicted by ge--- AT3G10650 1.46 0.54 3.92 0.006186 0.027429 -2.69
266880_at hypothetical protein predicted by ge--- AT2G44770 -1.44 -0.53 -3.92 0.006191 0.027447 -2.69
260526_at putative WD-40 repeat protein --- AT2G47410 -1.34 -0.42 -3.92 0.006197 0.027468 -2.69
245509_at hypothetical protein --- AT4G15730 1.45 0.54 3.92 0.006198 0.027468 -2.69
252108_at  putative protein various predicted p--- AT3G51530 1.36 0.44 3.92 0.006199 0.027468 -2.69
258136_at hypothetical protein predicted by geRSY3 AT3G24560 1.43 0.51 3.92 0.006202 0.027474 -2.70
255005_at putative protein putative proteins Ar --- AT4G09990 -1.42 -0.50 -3.92 0.006209 0.027499 -2.70



249231_at putative protein similar to unknown ABIL4 AT5G42030 1.41 0.49 3.92 0.006211 0.027503 -2.70
248941_s_aputative protein similar to unknown --- AT5G45460 / -1.47 -0.55 -3.92 0.006213 0.027507 -2.70
265814_at  hypothetical protein similar to hypo --- AT2G17930 1.37 0.45 3.92 0.006216 0.027517 -2.70
248547_at putative protein contains similarity toEMB1006 AT5G50280 1.68 0.75 3.92 0.00622 0.027527 -2.70
266792_at putative sucrose/H+ symporter SUT2 AT2G02860 -2.08 -1.06 -3.92 0.006227 0.027551 -2.70
253264_at  protein kinase - like protein protein OST1 AT4G33950 -1.31 -0.39 -3.92 0.006232 0.02757 -2.70
248152_at DNA repair and meiosis protein MreMRE11 AT5G54260 -1.55 -0.63 -3.92 0.006243 0.027615 -2.70
261938_at hypothetical protein predicted by ge--- AT1G22510 -1.88 -0.91 -3.92 0.006248 0.027632 -2.70
258090_at putative 60S ribosomal protein L18A--- AT3G14600 1.54 0.62 3.92 0.00625 0.027634 -2.70
263716_at 26S proteasome regulatory subunit RPN1A AT2G20580 1.29 0.37 3.91 0.006255 0.027647 -2.70
265887_at biotin holocarboxylase synthetase idHCS1 AT2G25710 1.46 0.54 3.91 0.006272 0.027715 -2.71
254738_at RNA-binding protein like AT4G13860--- -1.39 -0.47 -3.91 0.006283 0.027758 -2.71
260875_at hypothetical protein predicted by geSKP2A AT1G21410 1.88 0.91 3.91 0.006285 0.027763 -2.71
245155_at  putative protein similarity to predict --- AT5G12470 -1.61 -0.69 -3.91 0.006287 0.027766 -2.71
252805_at putative protein --- AT3G42380 -1.31 -0.39 -3.91 0.006296 0.027793 -2.71
258149_at hypothetical protein contains Pfam pEMB1270 AT3G18110 1.46 0.55 3.91 0.006296 0.027793 -2.71
260332_at hypothetical protein predicted by ge--- AT1G70470 -1.27 -0.35 -3.91 0.006299 0.0278 -2.71
259063_at putative 5B-anther specific protein s--- AT3G07450 -1.28 -0.36 -3.91 0.006303 0.027812 -2.71
251319_at  putative protein POSSIBLE APOSP--- AT3G61610 -1.56 -0.64 -3.91 0.006308 0.02783 -2.71
249181_at putative protein contains similarity to--- AT5G42920 1.38 0.46 3.91 0.00631 0.027832 -2.71
249842_at putative protein contains similarity to--- AT5G23550 1.32 0.40 3.91 0.006311 0.027832 -2.71
260053_at hypothetical protein similar to unkno--- AT1G78120 -1.48 -0.57 -3.91 0.006316 0.027849 -2.71
264046_at putative non-LTR retroelement reve--- AT2G22440 -1.37 -0.45 -3.91 0.006318 0.02785 -2.72
261036_at  developmentally regulated GTP-binATDRG1 AT1G17470 1.31 0.39 3.91 0.006318 0.02785 -2.72
254776_at  3-hydroxyisobutyryl-coenzyme A hy--- AT4G13360 1.28 0.35 3.91 0.00632 0.027851 -2.72
253969_at  putative protein hypothetical proteinCSN6B AT4G26430 1.73 0.79 3.90 0.006338 0.027922 -2.72
246460_at  cellulose synthase catalytic subunitCSLD2 AT5G16910 -1.68 -0.75 -3.90 0.00634 0.027922 -2.72
258573_at hypothetical protein contains Pfam pPTAC3 AT3G04260 1.30 0.38 3.90 0.006346 0.027937 -2.72
254617_s_a ribosomal protein L11, cytosolic  ;s RPL16B AT4G18730 / 1.63 0.70 3.90 0.006347 0.027937 -2.72
248388_at putative protein contains similarity to--- AT5G51980 1.42 0.50 3.90 0.006347 0.027937 -2.72
256394_at unknown protein contains non-cons--- AT3G06290 1.33 0.42 3.90 0.006349 0.02794 -2.72
258827_at hypothetical protein predicted by ge--- AT3G07150 1.55 0.63 3.90 0.006353 0.02795 -2.72
251076_at  putative protein putative protein At2--- AT5G01970 -1.64 -0.72 -3.90 0.006356 0.027957 -2.72
260543_at putative membrane transporter INT1 AT2G43330 -1.63 -0.70 -3.90 0.006359 0.027963 -2.72
253285_at  fatty acid elongase - like protein fatKCS16 AT4G34250 -1.83 -0.87 -3.90 0.006363 0.027976 -2.72



246307_at putative nuclear DNA-binding prote ATG2 AT3G51800 1.62 0.69 3.90 0.006366 0.027981 -2.72
251492_at  putative protein CGI-136 protein - HTXR1 AT3G59280 1.29 0.36 3.90 0.006367 0.027981 -2.72
256575_at  dTDP-glucose 4,6-dehydratase, puRHM3 AT3G14790 -1.55 -0.64 -3.90 0.00638 0.028034 -2.73
260416_at putative cullin similar to cullin 3 GB:CUL3B AT1G69670 1.35 0.43 3.90 0.006389 0.028067 -2.73
266707_at hypothetical protein predicted by ge--- AT2G03310 1.34 0.42 3.90 0.006394 0.028085 -2.73
262645_at unknown protein similar to elongatioSCO1 AT1G62750 1.49 0.57 3.90 0.006397 0.028094 -2.73
255296_at hypothetical protein --- AT4G04790 1.84 0.88 3.90 0.006399 0.028096 -2.73
266059_at predicted protein ;supported by cDN--- AT2G40765 1.87 0.90 3.90 0.006406 0.02812 -2.73
262775_at unknown protein --- AT1G13000 1.33 0.41 3.90 0.006411 0.028134 -2.73
247172_at anthocyanidin-3-glucoside rhamnos--- AT5G65550 -1.33 -0.41 -3.89 0.006414 0.028141 -2.73
248946_at putative protein similar to unknown --- AT5G45530 -1.31 -0.39 -3.89 0.00642 0.028153 -2.73
256311_at  auxin response factor 6 (ARF6) ideARF6 AT1G30330 -1.72 -0.78 -3.89 0.006422 0.028153 -2.73
251861_at  putative protein GATA transcriptionBME3 AT3G54810 -2.68 -1.42 -3.89 0.006422 0.028153 -2.73
252294_at  60S ribosomal protein L13, BBC1 pATBBC1 AT3G49010 2.13 1.09 3.89 0.006423 0.028153 -2.73
259204_s_a hypothetical protein predicted by ge--- --- -1.33 -0.41 -3.89 0.006424 0.028153 -2.73
263647_at unknown protein --- AT2G04690 1.51 0.60 3.89 0.006427 0.028161 -2.73
247218_at asparagine synthetase (gb|AAC728ASN2 AT5G65010 3.32 1.73 3.89 0.00643 0.028167 -2.73
262600_at  unknown protein ESTs gb|H37032,MBD10 AT1G15340 1.56 0.64 3.89 0.006435 0.028185 -2.74
253232_at hypothetical protein  ;supported by fTAF8 AT4G34340 1.40 0.48 3.89 0.006444 0.028217 -2.74
261220_at ER lumen protein-retaining receptor--- AT1G19970 -2.05 -1.04 -3.89 0.006446 0.028217 -2.74
249295_at putative protein contains similarity to--- AT5G41280 -1.30 -0.37 -3.89 0.006446 0.028217 -2.74
260208_s_aunknown protein similar to Ca+2-bin--- AT1G70670 / -1.84 -0.88 -3.89 0.006452 0.028232 -2.74
263134_at  dTDP-glucose 4,6-dehydratase, puRHM1 AT1G78570 -1.56 -0.65 -3.89 0.006455 0.028232 -2.74
253753_at  glycine-rich protein like glycine-rich--- AT4G29030 -1.39 -0.47 -3.89 0.006455 0.028232 -2.74
261163_x_a auxin response factor, putative simARF21 AT1G34410 -1.28 -0.35 -3.89 0.006473 0.028303 -2.74
249906_at unknown protein --- AT5G22730 1.30 0.38 3.89 0.006475 0.028303 -2.74
247849_at  putative protein fibrinogen-binding --- AT5G58130 1.48 0.56 3.89 0.006482 0.02833 -2.74
261012_at  CLE9, putative CLAVATA3/ESR-R CLE9 AT1G26600 -1.27 -0.34 -3.89 0.00649 0.028357 -2.74
260768_at Expressed protein ; supported by fu--- AT1G49245 1.37 0.46 3.88 0.006503 0.028412 -2.75
246527_at ribosomal protein-like 40S RIBOSO--- AT5G15750 2.08 1.06 3.88 0.006517 0.028468 -2.75
257413_at  putative RNA-binding protein conta--- AT1G22910 -1.60 -0.68 -3.88 0.006523 0.028477 -2.75
254049_at  putative ribosomal protein S10 40S--- AT4G25740 1.80 0.85 3.88 0.006524 0.028477 -2.75
247041_at floral homeotic protein apetala2-likeTOE3 AT5G67180 -1.42 -0.50 -3.88 0.006526 0.028477 -2.75
247400_at putative protein  ;supported by full-le--- AT5G62840 -1.54 -0.63 -3.88 0.006526 0.028477 -2.75
257864_at hypothetical protein predicted by ge--- AT3G17740 1.55 0.63 3.88 0.006528 0.028477 -2.75



259036_at putative laccase similar to laccase GLAC7 AT3G09220 -1.31 -0.38 -3.88 0.006529 0.028477 -2.75
264987_at unknown protein ; supported by cDN--- AT1G27030 -1.99 -1.00 -3.88 0.00653 0.028477 -2.75
249138_at putative protein contains similarity toWPP1 AT5G43070 -1.35 -0.43 -3.88 0.00653 0.028477 -2.75
267532_at unknown protein  ;supported by full---- AT2G42040 -1.70 -0.77 -3.88 0.006531 0.028477 -2.75
247745_at copper transport protein COPT1 AT5G59030 1.29 0.37 3.88 0.006535 0.02849 -2.75
245866_s_aunknown protein --- AT1G57980 / -3.55 -1.83 -3.88 0.006559 0.028589 -2.76
250914_at  myb -like protein telomeric DNA binTRFL10 AT5G03780 1.41 0.50 3.88 0.006561 0.028589 -2.76
265898_at hypothetical protein predicted by ge--- AT2G25690 1.72 0.79 3.88 0.006562 0.028589 -2.76
246852_at putative protein various predicted ba--- AT5G26880 1.33 0.41 3.88 0.006562 0.028589 -2.76
250481_at putative protein --- AT5G10310 1.36 0.44 3.88 0.006572 0.028626 -2.76
263045_at hypothetical protein predicted by ge--- AT2G05370 -1.36 -0.44 -3.88 0.006575 0.028631 -2.76
262484_at  putative transcriptional regulatory pATSWI3C AT1G21700 -1.26 -0.33 -3.87 0.006578 0.02864 -2.76
265858_at putative ribophorin I --- AT2G01720 1.45 0.54 3.87 0.006587 0.028658 -2.76
265005_at Expressed protein ; supported by fu--- AT1G61667 -1.74 -0.80 -3.87 0.006588 0.028658 -2.76
252295_at  signal recognition particle subunit 9--- AT3G49100 1.54 0.63 3.87 0.006589 0.028658 -2.76
250874_at putative protein --- AT5G04010 -1.41 -0.49 -3.87 0.00659 0.028658 -2.76
245674_at  chitinase, putative similar to chitina --- AT1G56680 -1.32 -0.40 -3.87 0.006592 0.028658 -2.76
259685_at unknown protein AtPP2-A11 AT1G63090 -1.70 -0.77 -3.87 0.006592 0.028658 -2.76
258851_at glutathione S-transferase identical t ATGSTF11 AT3G03190 -2.06 -1.04 -3.87 0.006592 0.028658 -2.76
255511_at Expressed protein ; supported by cDPIT1 AT4G02075 1.91 0.93 3.87 0.006602 0.028692 -2.76
260799_at  UDP-glucose glucosyltransferase, AtUGT85A4AT1G78270 1.44 0.53 3.87 0.006603 0.028692 -2.76
246232_at hypothetical protein EMB2754 AT4G36630 1.35 0.43 3.87 0.00663 0.028804 -2.77
248790_at membrane channel protein-like; aquTIP2;3 AT5G47450 -1.58 -0.66 -3.87 0.006634 0.028816 -2.77
249430_at  GTP-binding protein-like GTP-bind --- AT5G39900 1.60 0.68 3.87 0.006635 0.028816 -2.77
255458_at  small nuclear riboprotein Sm-D1-lik--- AT4G02840 1.31 0.39 3.87 0.006636 0.028816 -2.77
264491_at hypothetical protein predicted by ge--- AT1G27410 1.34 0.42 3.87 0.006642 0.028837 -2.77
255582_at putative DNA-binding protein simila NGA4 AT4G01500 -1.32 -0.40 -3.87 0.006645 0.028845 -2.77
250729_at ubiquitin activating enzyme 2 (UBA2UBA 2 AT5G06460 1.36 0.44 3.87 0.006655 0.028882 -2.77
267206_at putative dioxygenase --- AT2G30830 -1.35 -0.44 -3.86 0.006662 0.028908 -2.77
257516_at unknown protein ACR4 AT1G69040 -1.64 -0.71 -3.86 0.006664 0.028911 -2.77
266980_at 60S ribosomal protein L35  ;support--- AT2G39390 1.79 0.84 3.86 0.006669 0.028923 -2.77
251393_at  putative protein symbiosis-related pATG8G AT3G60640 1.57 0.65 3.86 0.00667 0.028923 -2.77
252960_at hypothetical protein --- AT4G38750 1.72 0.78 3.86 0.006672 0.028926 -2.77
246758_at  60S ribosomal protein - like 60S rib--- AT5G27850 1.74 0.80 3.86 0.006679 0.028949 -2.78
AFFX-Athal-Arabidopsis thaliana /REF=M64116GAPC1 --- 1.87 0.90 3.86 0.006679 0.028949 -2.78



249523_at cytochrome b-561 (gb|AAD45585.1 ACYB-1 AT5G38630 -1.36 -0.44 -3.86 0.006684 0.028962 -2.78
255656_at  putative protein (fragment) DNA-bin--- AT4G00990 1.42 0.50 3.86 0.006685 0.028962 -2.78
251645_at  putative protein polygalacturonase --- AT3G57790 -1.40 -0.49 -3.86 0.00669 0.028974 -2.78
252895_at hypothetical protein --- AT4G39450 1.33 0.41 3.86 0.006692 0.028974 -2.78
245120_at hypothetical protein predicted by geHOS1 AT2G39810 1.45 0.53 3.86 0.006692 0.028974 -2.78
245967_at proline-rich protein extensins --- AT5G19800 -1.34 -0.42 -3.86 0.006693 0.028974 -2.78
249327_at anion channel protein (gb|AAC0574ATCLC-A AT5G40890 -1.91 -0.93 -3.86 0.006699 0.028996 -2.78
247460_at AtOXA1  ;supported by full-length c OXA1 AT5G62050 1.26 0.33 3.86 0.006703 0.029006 -2.78
245844_at hypothetical protein predicted by ge--- AT1G26170 1.37 0.45 3.86 0.006708 0.029021 -2.78
247098_at GTP-binding protein-like --- AT5G66470 1.64 0.72 3.86 0.006709 0.029022 -2.78
247077_at putative protein similar to unknown --- AT5G66420 -1.44 -0.52 -3.86 0.006716 0.029048 -2.78
261175_at unknown protein --- AT1G04800 -1.38 -0.46 -3.86 0.00672 0.029058 -2.78
263004_at hypothetical protein contains similarATNEK1 AT1G54510 1.40 0.49 3.86 0.006722 0.029061 -2.78
246910_at  exonuclease - like protein ribonucle--- AT5G25800 1.60 0.68 3.86 0.006724 0.029063 -2.78
246434_at root cap 1 (RCP1)  ;supported by fuRCP1 AT5G17520 -1.52 -0.60 -3.86 0.006725 0.029063 -2.78
259672_at  DNA-directed RNA polymerase ide --- AT1G68990 2.17 1.12 3.86 0.006726 0.029063 -2.78
253029_at hypothetical protein FRS9 AT4G38170 1.92 0.94 3.86 0.006736 0.029099 -2.78
252484_at  glucuronosyl transferase-like protei--- AT3G46690 1.45 0.54 3.86 0.006741 0.029118 -2.79
245877_at unknown protein --- AT1G26220 -1.53 -0.61 -3.85 0.006754 0.029163 -2.79
252015_at  putative protein growth-regulating f AtGRF4 AT3G52910 1.27 0.34 3.85 0.006754 0.029163 -2.79
248059_at putative protein similar to unknown TRN1 AT5G55540 -1.80 -0.85 -3.85 0.006758 0.029174 -2.79
246114_at  seed imbitition protein-like seed im DIN10 AT5G20250 -1.69 -0.75 -3.85 0.006762 0.02918 -2.79
251917_at putative protein --- AT3G53970 1.32 0.40 3.85 0.006782 0.02926 -2.79
258354_at putative zinc finger protein similar to--- AT3G14320 -1.29 -0.37 -3.85 0.006785 0.029269 -2.79
255221_at putative protein various predicted pr--- AT4G05150 1.41 0.50 3.85 0.00679 0.029282 -2.79
245331_at hypothetical protein ;supported by fu--- AT4G14410 1.34 0.42 3.85 0.006794 0.029292 -2.79
253463_at Expressed protein ; supported by fu--- AT4G32105 -1.35 -0.43 -3.85 0.006795 0.029292 -2.79
245771_at hypothetical protein predicted by ge--- AT1G30250 -5.08 -2.35 -3.85 0.006807 0.029329 -2.80
257374_at hypothetical protein predicted by ge--- AT2G43280 1.54 0.62 3.85 0.006814 0.029354 -2.80
248981_at regulatory protein NPR1-like; transcNPR3 AT5G45110 -1.36 -0.45 -3.85 0.006816 0.029355 -2.80
266894_at hypothetical protein predicted by ge--- AT2G26050 -1.28 -0.35 -3.85 0.006818 0.029355 -2.80
252764_at  nucleic acid binding protein-like nucAL3 AT3G42790 1.35 0.44 3.85 0.006818 0.029355 -2.80
254192_at  acyl-CoA synthetase - like protein a--- AT4G23850 -1.36 -0.45 -3.85 0.006823 0.029371 -2.80
253569_at  receptor kinase - like protein recep --- AT4G31250 -1.45 -0.54 -3.84 0.006831 0.029397 -2.80
260178_at hypothetical protein similar to unkno--- AT1G70720 -1.37 -0.46 -3.84 0.006832 0.029397 -2.80



250303_at putative protein similar to unknown --- AT5G12100 1.77 0.82 3.84 0.006842 0.029433 -2.80
259936_at putative UDP-glucose:glycoprotein EBS1 AT1G71220 1.32 0.40 3.84 0.006845 0.029443 -2.80
244940_at ribosomal protein S12 (trans-splice --- --- -1.46 -0.54 -3.84 0.006861 0.029507 -2.80
250937_at  putative protein various predicted p--- AT5G03230 1.71 0.77 3.84 0.006863 0.029509 -2.80
257856_at  hypothetical protein predicted by ge--- AT3G12930 -1.29 -0.37 -3.84 0.006899 0.029654 -2.81
247367_at oxygen-independent coproporphyrin--- AT5G63290 1.66 0.73 3.84 0.006902 0.029656 -2.81
263038_at conserved hypothetical protein prote--- AT1G23270 -1.33 -0.41 -3.84 0.006902 0.029656 -2.81
259321_at unknown protein GAUT13 AT3G01040 -1.51 -0.60 -3.84 0.006904 0.029658 -2.81
247676_at  putative protein RNaseP protein p3--- AT5G59980 1.72 0.78 3.84 0.00691 0.029678 -2.81
246390_at  1-aminocyclopropane-1-carboxylat --- AT1G77330 -1.52 -0.60 -3.83 0.006916 0.029698 -2.81
255672_at hypothetical protein  ; supported by EDA8 AT4G00310 -1.41 -0.49 -3.83 0.006919 0.029705 -2.81
259762_at hypothetical protein predicted by ge--- AT1G77600 1.40 0.49 3.83 0.006931 0.02975 -2.82
247043_at  protein kinase, 41K (EC 2.7.1.-) (pi SNRK2.3 AT5G66880 1.65 0.72 3.83 0.006932 0.02975 -2.82
263311_at hypothetical protein predicted by ge--- AT2G10340 -1.41 -0.49 -3.83 0.006934 0.02975 -2.82
253189_at putative protein --- AT4G35335 -1.61 -0.69 -3.83 0.006935 0.02975 -2.82
254368_at DNA-directed RNA polymerase (ECNRPB2 AT4G21710 1.34 0.42 3.83 0.006937 0.029752 -2.82
250388_at  putative protein various predicted p--- AT5G11310 2.01 1.01 3.83 0.006946 0.029781 -2.82
266119_at  protease inhibitor II identical to GB LCR69 AT2G02100 -3.02 -1.60 -3.83 0.006949 0.029789 -2.82
264336_at hypothetical protein contains similar--- AT1G70360 1.42 0.51 3.83 0.00695 0.029789 -2.82
267237_s_aunknown protein  ;supported by full---- AT2G44040 / -1.96 -0.97 -3.83 0.006954 0.029797 -2.82
251854_at  putative protein various predicted p--- AT3G54800 -1.33 -0.41 -3.83 0.006955 0.029797 -2.82
266125_at putative GATA-type zinc finger trans--- AT2G45050 -1.46 -0.55 -3.83 0.006958 0.029801 -2.82
256912_at hypothetical protein predicted by ge--- AT3G23850 -1.36 -0.44 -3.83 0.006958 0.029801 -2.82
267063_at hypothetical protein predicted by ge--- AT2G41120 1.51 0.60 3.83 0.006963 0.029817 -2.82
245345_at proteinase like protein ;supported b --- AT4G16640 -1.32 -0.40 -3.83 0.006965 0.029817 -2.82
265671_at 40S ribosomal protein S12  ;suppor --- AT2G32060 1.97 0.98 3.83 0.006979 0.029867 -2.82
266950_at expressed protein supported by full---- AT2G18910 -1.60 -0.68 -3.83 0.006979 0.029867 -2.82
255585_at putative NAM-like protein anac069 AT4G01550 1.62 0.69 3.83 0.006998 0.029941 -2.83
254948_at  putative protein various predicted p--- AT4G11000 -1.40 -0.48 -3.83 0.007003 0.029956 -2.83
259786_at  lipase/hydrolase, putative contains --- AT1G29660 -13.89 -3.80 -3.82 0.007005 0.029956 -2.83
252272_at  receptor protein kinase - like protei BAM2 AT3G49670 -1.92 -0.94 -3.82 0.007006 0.029956 -2.83
264192_at hypothetical protein predicted by geATATG18HAT1G54710 1.28 0.35 3.82 0.007007 0.029956 -2.83
246769_at hypothetical protein --- AT5G27440 1.34 0.42 3.82 0.007008 0.029956 -2.83
253105_at  putative protein zinc finger protein, --- AT4G35840 1.57 0.65 3.82 0.007009 0.029956 -2.83
255267_at  putative protein LpxD gene, Brucel --- AT4G05210 -1.27 -0.35 -3.82 0.007012 0.029961 -2.83



244997_at RNA polymerase beta' subunit-2 --- --- -1.38 -0.46 -3.82 0.007013 0.029962 -2.83
258151_at  beta-glucosidase, putative similar t BGLU44 AT3G18080 1.82 0.87 3.82 0.007019 0.029983 -2.83
257522_at Yippee-like protein similar to Yippee--- AT3G08990 -1.30 -0.38 -3.82 0.007025 0.030003 -2.83
261133_at  DYW7 protein identical to DYW7 pr--- AT1G19715 -1.62 -0.69 -3.82 0.007041 0.030065 -2.83
253469_at  putative protein gene C42D8.3, Ca ATPANK2 AT4G32180 1.35 0.44 3.82 0.007042 0.030065 -2.83
255488_at putative serine/threonine protein kin--- AT4G02630 1.49 0.58 3.82 0.007046 0.030071 -2.83
265205_at putative poly(A) binding protein PAB7 AT2G36660 -1.33 -0.41 -3.82 0.007058 0.030116 -2.83
245092_at putative TGACG-sequence-specific BZIP17 AT2G40950 1.44 0.52 3.82 0.007066 0.030142 -2.84
264637_at  allyl alcohol dehydrogenase, putati --- AT1G65560 1.59 0.67 3.82 0.007067 0.030142 -2.84
252256_at  PRE-MRNA SPLICING FACTOR SSRp34a AT3G49430 1.47 0.55 3.82 0.007069 0.030143 -2.84
259124_at  floral homeotic protein AGL4 identi 02-ספט AT3G02310 -1.27 -0.35 -3.82 0.007075 0.030165 -2.84
257381_at unknown protein --- AT2G37950 -1.76 -0.82 -3.82 0.007085 0.0302 -2.84
258914_at hypothetical protein predicted by geAGP27 AT3G06360 -1.30 -0.37 -3.82 0.007088 0.030211 -2.84
251028_at  putative protein putative hydrolase --- AT5G02230 1.42 0.51 3.81 0.007095 0.03023 -2.84
244999_at RNA polymerase beta subunit --- --- -1.64 -0.71 -3.81 0.007096 0.03023 -2.84
251669_at  putative protein hypothetical protein--- AT3G57180 1.87 0.90 3.81 0.007097 0.030231 -2.84
261256_at  disease resistance protein RTM1 idRTM1 AT1G05760 -1.48 -0.56 -3.81 0.007101 0.030244 -2.84
260525_at putative pre-mRNA splicing factor R--- AT2G47250 1.31 0.39 3.81 0.007107 0.030263 -2.84
249224_at mitochondrial carrier protein-like --- AT5G42130 1.29 0.37 3.81 0.007111 0.030275 -2.84
257949_at putative UDP-glucose glucosyltransUGT71B1 AT3G21750 -1.57 -0.65 -3.81 0.007113 0.030278 -2.84
249192_at brain and reproductive organ-expre --- AT5G42470 1.28 0.35 3.81 0.007117 0.030285 -2.84
256874_at  cytochrome P450, putative contain CYP71B36 AT3G26320 1.41 0.49 3.81 0.007118 0.030285 -2.84
251851_at  structural maintenance of chromos TTN8 AT3G54670 1.37 0.45 3.81 0.007119 0.030285 -2.84
253539_at  putative protein RING-finger protein--- AT4G31450 1.39 0.48 3.81 0.007134 0.030341 -2.85
266310_at  putative PCI domain protein proteaFUS12 AT2G26990 1.39 0.48 3.81 0.007138 0.030351 -2.85
251322_at cysteine synthase AtcysC1  ;supporCYSC1 AT3G61440 2.12 1.09 3.81 0.007139 0.030351 -2.85
257012_at  RNA-binding protein, putative simil TEL1 AT3G26120 -1.31 -0.39 -3.81 0.007149 0.03039 -2.85
246558_at  putative protein IDN3-B - Homo sapEMB2773 AT5G15540 1.44 0.52 3.81 0.007151 0.030391 -2.85
255857_at unknown protein ;supported by full-lABA4 AT1G67080 1.29 0.37 3.81 0.007155 0.030404 -2.85
248737_at unknown protein --- AT5G48120 1.56 0.64 3.81 0.007163 0.030431 -2.85
246807_at  ion channel - like protein ligand gatGLR2.1 AT5G27100 -1.54 -0.62 -3.81 0.007167 0.030442 -2.85
248646_at unknown protein  ;supported by full---- AT5G49100 -1.86 -0.90 -3.81 0.007171 0.030453 -2.85
248111_at wax synthase-like protein --- AT5G55330 -1.32 -0.40 -3.81 0.007172 0.030453 -2.85
249054_at unknown protein --- AT5G02870 / 1.43 0.51 3.81 0.007178 0.030473 -2.85
255907_at  homeobox protein, putative similar HDG12 AT1G17920 -1.31 -0.39 -3.80 0.007189 0.030515 -2.85



250912_at  histone deacetylase -like protein hi HD2C AT5G03740 1.83 0.87 3.80 0.007195 0.03053 -2.86
254430_at  reticuline oxidase - like protein retic--- AT4G20820 2.07 1.05 3.80 0.007195 0.03053 -2.86
262710_at unknown protein ESTs gb|T04357 a--- AT1G16210 1.31 0.39 3.80 0.007199 0.030541 -2.86
254421_at  VP1 like protein transcription activaVAL3 AT4G21550 1.55 0.64 3.80 0.007202 0.030548 -2.86
253447_at hypothetical protein --- AT4G32630 -1.28 -0.35 -3.80 0.007208 0.030567 -2.86
262504_at  putative protein disulfide isomeraseATPDIL1-1 AT1G21750 1.61 0.68 3.80 0.007212 0.030575 -2.86
247847_at  putative protein predicted proteins, --- AT5G58110 1.62 0.69 3.80 0.007216 0.030588 -2.86
257690_at unknown protein contains similarity --- AT3G12830 2.25 1.17 3.80 0.007223 0.030609 -2.86
262794_at unknown protein EST gb|N37870 coemb1745 AT1G13120 1.37 0.45 3.80 0.007236 0.030652 -2.86
258051_at hypothetical protein predicted by geTRZ4 AT3G16260 1.49 0.58 3.80 0.007239 0.030659 -2.86
250306_at putative protein similar to unknown --- AT5G12170 1.58 0.66 3.80 0.007244 0.03067 -2.86
253932_at putative protein other Arabidopsis p --- AT4G26800 1.29 0.37 3.80 0.007245 0.03067 -2.86
258715_at putative 60S ribosomal protein L1 s --- AT3G09630 1.56 0.64 3.80 0.007251 0.030684 -2.86
255919_at putative protein --- --- -1.36 -0.44 -3.80 0.007252 0.030684 -2.86
250986_at putative protein --- AT5G02850 -1.34 -0.42 -3.80 0.007252 0.030684 -2.86
265347_at similar to mammalian MHC III regio SUVH6 AT2G22740 -1.27 -0.35 -3.80 0.007253 0.030684 -2.86
260095_at  putative transcription factor BTF3 ( --- AT1G73230 1.58 0.66 3.80 0.007264 0.030716 -2.87
266417_at putative non-green plastid inner env--- AT2G38550 1.44 0.53 3.80 0.007265 0.030716 -2.87
262685_at unknown protein ; supported by cDN--- AT1G76010 1.57 0.65 3.80 0.007265 0.030716 -2.87
245637_at hypothetical protein similar to putati --- AT1G25230 -2.45 -1.29 -3.80 0.007266 0.030716 -2.87
262052_at hypothetical protein identical to hyp --- --- 1.38 0.47 3.79 0.007276 0.030752 -2.87
254574_at expressed protein  supported by cD--- AT4G19430 3.42 1.77 3.79 0.007283 0.03076 -2.87
249285_at unknown protein --- AT5G41960 1.44 0.52 3.79 0.007283 0.03076 -2.87
263009_at hypothetical protein contains similarNHX5 AT1G54370 1.33 0.41 3.79 0.007291 0.030784 -2.87
250751_at glucuronosyl transferase-like protein--- AT5G05890 -1.41 -0.50 -3.79 0.007293 0.030784 -2.87
247721_at  elongin - like protein elongin C, Dro--- AT5G59140 1.28 0.35 3.79 0.007294 0.030784 -2.87
261404_at  alpha galactosyltransferase, putativ--- AT1G18690 1.69 0.75 3.79 0.007295 0.030784 -2.87
259363_at  methionine aminopeptidase I (MAPMAP1C AT1G13270 1.38 0.47 3.79 0.007296 0.030784 -2.87
252166_at protein kinase SPK-2  ;supported bySNRK2.2 AT3G50500 1.45 0.54 3.79 0.007299 0.030793 -2.87
258575_at putative O-linked GlcNAc transferasSEC AT3G04240 1.32 0.41 3.79 0.007304 0.030808 -2.87
260976_at hypothetical protein CID8 AT1G53650 1.54 0.62 3.79 0.007317 0.030857 -2.87
263958_at putative salt-inducible protein --- AT2G36240 1.27 0.34 3.79 0.00732 0.030859 -2.87
250386_at  MYB like protein MYB like protein, MYB3R-4 AT5G11510 -1.45 -0.54 -3.79 0.00732 0.030859 -2.87
255113_at  putative protein various hypothetica--- --- -1.32 -0.40 -3.79 0.007324 0.030866 -2.87
257601_at hypothetical protein predicted by ge--- AT3G24820 1.32 0.40 3.79 0.007325 0.030866 -2.87



251929_at sigma factor SigC  ; supported by c SIGC AT3G53920 1.34 0.42 3.79 0.007334 0.030899 -2.88
256599_at hypothetical protein predicted by ge--- AT3G14760 -1.32 -0.40 -3.79 0.007338 0.03091 -2.88
258187_at  HSC70-interacting protein, putativeATTDX AT3G17880 1.34 0.43 3.79 0.007346 0.030938 -2.88
264460_at hypothetical protein similar to transcATNFXL1 AT1G10170 1.47 0.55 3.79 0.007348 0.030943 -2.88
252044_at  outer envelope membrane protein- OEP7 AT3G52420 1.29 0.37 3.79 0.007353 0.030952 -2.88
254088_at  putative protein snurportin1 m3G-c --- AT4G24880 1.53 0.61 3.79 0.007353 0.030952 -2.88
257625_at  cytochrome P450, putative contain CYP71B24 AT3G26230 4.42 2.14 3.79 0.007361 0.030977 -2.88
253025_at hypothetical protein --- AT4G38120 1.57 0.66 3.79 0.007362 0.030977 -2.88
267535_at putative C2H2-type zinc finger proteZFP8 AT2G41940 -1.77 -0.82 -3.78 0.007371 0.031008 -2.88
250299_at  putative esterase - like protein cinI --- AT5G11910 1.37 0.45 3.78 0.007374 0.031012 -2.88
259583_at hypothetical protein --- AT1G28070 1.41 0.50 3.78 0.007374 0.031012 -2.88
255434_at predicted protein of unknown functio--- AT4G03180 1.36 0.44 3.78 0.00738 0.03103 -2.88
247863_at SKP1 interacting partner 1 (SKIP1) --- AT5G57890 / 1.36 0.45 3.78 0.007392 0.031075 -2.88
266519_at unknown protein  ; supported by cD--- AT2G35155 -1.40 -0.49 -3.78 0.007393 0.031075 -2.88
249161_at 20S proteasome subunit PAF1 (gb|APAF1 AT5G42790 1.26 0.34 3.78 0.007395 0.031077 -2.88
253032_at  guanine nucleotide-exchange prote--- AT4G38200 -1.31 -0.39 -3.78 0.007409 0.031121 -2.89
258259_s_aunknown protein  ; supported by cD--- AT3G26820 / 1.37 0.45 3.78 0.007409 0.031121 -2.89
249200_at 5-3 exoribonuclease 2 ; supported bXRN2 AT5G42540 1.47 0.55 3.78 0.00741 0.031121 -2.89
248564_at putative protein contains similarity to--- AT5G49700 1.53 0.61 3.78 0.007413 0.031131 -2.89
262070_at  far-red impaired response protein, FRS8 AT1G80010 1.32 0.40 3.78 0.007418 0.031144 -2.89
258072_at unknown protein RGS1 AT3G26090 1.30 0.38 3.78 0.007421 0.03115 -2.89
248862_at unknown protein --- AT5G46730 -1.57 -0.65 -3.78 0.007422 0.03115 -2.89
248074_at putative protein similar to unknown FLA1 AT5G55730 -2.33 -1.22 -3.78 0.007428 0.03117 -2.89
247275_at beta-ureidopropionase BETA-UP AT5G64370 1.69 0.76 3.78 0.007432 0.031178 -2.89
263145_at hypothetical protein predicted by geATEXO70DAT1G54090 -1.50 -0.58 -3.78 0.007442 0.031214 -2.89
245198_at Expressed protein ; supported by fu--- AT1G67700 -1.34 -0.42 -3.78 0.007446 0.031229 -2.89
266484_at putative putative sister-chromatide cSCC3 AT2G47980 1.37 0.46 3.78 0.00745 0.031236 -2.89
255683_at putative malate oxidoreductase --- AT4G00570 -1.41 -0.50 -3.78 0.007452 0.031236 -2.89
266182_at hypothetical protein predicted by ge--- AT2G02370 1.50 0.58 3.78 0.007454 0.031236 -2.89
254820_s_a pEARLI 1-like protein Arabidopsis t--- AT4G12510 / -1.95 -0.96 -3.78 0.007454 0.031236 -2.89
264373_at putative vesicle transport protein CoSEC22 AT1G11890 -1.50 -0.58 -3.78 0.007455 0.031237 -2.89
260463_at DNA helicase isolog RECQ4A AT1G10930 -1.28 -0.35 -3.78 0.007459 0.031243 -2.89
258281_at putative shikimate kinase similar to --- AT3G26900 1.26 0.34 3.78 0.007459 0.031243 -2.89
258640_at hypothetical protein predicted by ge--- AT3G07930 1.46 0.55 3.77 0.007463 0.031251 -2.89
267065_at hypothetical protein predicted by ge--- AT2G41080 1.41 0.50 3.77 0.007477 0.031307 -2.90



265162_at hypothetical protein predicted by ge--- AT1G30910 1.39 0.48 3.77 0.007486 0.031332 -2.90
264146_at hypothetical protein contains similarCER1 AT1G02205 -16.94 -4.08 -3.77 0.007486 0.031332 -2.90
259075_at  putative N2,N2-dimethylguanosine --- AT3G02320 1.39 0.48 3.77 0.007494 0.031359 -2.90
265460_at putative caltractin  ;supported by ful --- AT2G46600 1.70 0.76 3.77 0.007497 0.031359 -2.90
266202_at putative cinnamoyl-CoA reductase --- AT2G02400 -1.31 -0.39 -3.77 0.007502 0.031375 -2.90
260012_at Expressed protein ; supported by cD--- AT1G67865 1.78 0.84 3.77 0.007507 0.031389 -2.90
265440_at pEARLI 4 protein Same as GB: L43pEARLI4 AT2G20960 1.74 0.80 3.77 0.007509 0.031393 -2.90
250929_at putative protein  ; supported by cDN--- AT5G03290 1.58 0.66 3.77 0.00751 0.031393 -2.90
259512_at hypothetical protein ; supported by cKEU AT1G12360 -1.28 -0.36 -3.77 0.007512 0.031393 -2.90
248877_at putative protein similar to unknown --- AT5G46140 -1.33 -0.41 -3.77 0.007516 0.031405 -2.90
258180_at unknown protein --- AT3G21480 1.67 0.74 3.77 0.007526 0.031424 -2.90
253368_at  myosin - like protein unconventionaXI-I AT4G33200 1.35 0.43 3.77 0.007526 0.031424 -2.90
248195_at membrane associated protein  ; supATMAMI AT5G54110 -1.45 -0.53 -3.77 0.007533 0.031435 -2.90
260683_at  ribosomal protein, putative similar tHLL AT1G17560 1.37 0.45 3.77 0.007536 0.031435 -2.91
246103_at putative protein AN3 AT5G28640 -1.26 -0.34 -3.77 0.007536 0.031435 -2.91
258855_at unknown protein --- AT3G02070 -1.67 -0.74 -3.77 0.007537 0.031435 -2.91
247955_at nucleosome assembly protein NAP1;3 AT5G56950 1.45 0.53 3.77 0.007546 0.031466 -2.91
252413_at  40S ribosomal protein S20-like pro --- AT3G47370 1.84 0.88 3.77 0.007552 0.031487 -2.91
256231_at unknown protein ; supported by full---- AT3G12630 1.33 0.41 3.76 0.007564 0.031531 -2.91
250664_at  putative protein 10-deacetylbaccati --- AT5G07080 -1.97 -0.98 -3.76 0.007575 0.031563 -2.91
248787_at putative protein similar to unknown --- AT5G47420 -1.57 -0.65 -3.76 0.007575 0.031563 -2.91
256505_at unknown protein --- AT1G75200 1.52 0.60 3.76 0.007576 0.031563 -2.91
267416_at putative phosphatidylinositol-glycanSETH1 AT2G34980 -1.32 -0.40 -3.76 0.007578 0.031565 -2.91
259590_at hypothetical protein contains similar--- AT1G28160 -1.38 -0.46 -3.76 0.007581 0.031574 -2.91
261560_at  acyl CoA thioesterase, putative sim--- AT1G01710 -1.28 -0.36 -3.76 0.007584 0.031579 -2.91
262249_at root hairless 1 (RHL1) similar to rooRHL1 AT1G48380 -1.38 -0.47 -3.76 0.007585 0.031579 -2.91
257817_at  putative RNA-binding protein conta--- AT3G25150 -1.34 -0.42 -3.76 0.007595 0.031609 -2.91
259043_at unknown protein similar to putative --- AT3G03440 1.61 0.69 3.76 0.007595 0.031609 -2.91
248784_at putative protein similar to unknown --- AT5G47380 -1.58 -0.66 -3.76 0.0076 0.031621 -2.91
267604_at hypothetical protein predicted by geZFN2 AT2G32930 -1.84 -0.88 -3.76 0.007601 0.031621 -2.91
248436_at putative protein contains similarity to--- AT5G51220 1.33 0.41 3.76 0.007604 0.031629 -2.91
257046_at  ATPase, putative similar to spastin --- AT3G19740 1.51 0.59 3.76 0.007613 0.031657 -2.92
245003_at PSII 43 KDa protein --- --- -1.37 -0.46 -3.76 0.007618 0.031674 -2.92
267561_at putative protein kinase contains a p --- AT2G45590 -1.68 -0.75 -3.76 0.007631 0.031721 -2.92
263435_at putative ATP-dependent RNA helica--- AT2G28600 1.73 0.79 3.76 0.007636 0.031737 -2.92



249866_at 2-isopropylmalate synthase-like; ho MAM1 AT5G23010 -1.85 -0.89 -3.76 0.007651 0.031795 -2.92
247300_at unknown protein FCLY AT5G63910 1.38 0.46 3.75 0.007658 0.031816 -2.92
257798_at unknown protein NAI2 AT3G15950 -1.52 -0.60 -3.75 0.007677 0.031883 -2.93
249810_at unknown protein --- AT5G23920 1.61 0.68 3.75 0.007681 0.031892 -2.93
248526_at putative protein contains similarity to--- AT5G50740 -1.55 -0.63 -3.75 0.007681 0.031892 -2.93
265449_at putative arginine/serine-rich splicing--- AT2G46610 1.57 0.65 3.75 0.007692 0.031931 -2.93
251581_at  putative protein CARBON CATABO--- AT3G58560 1.42 0.51 3.75 0.007695 0.031936 -2.93
245378_at GLABRA2 like protein HDG4 AT4G17710 -1.30 -0.38 -3.75 0.007696 0.031936 -2.93
247281_at immunophilin (gb|AAB57847.1)  ;su FKBP12 AT5G64350 1.30 0.38 3.75 0.007698 0.031937 -2.93
259659_at hypothetical protein contains similar--- AT1G55170 1.52 0.60 3.75 0.007706 0.031964 -2.93
246343_at putative protein --- AT3G56720 1.25 0.32 3.75 0.007708 0.031965 -2.93
252671_at putative protein dehydrogenases of --- AT3G44190 -1.47 -0.56 -3.75 0.007712 0.031972 -2.93
252586_at dof6 zinc finger protein --- AT3G45610 -1.38 -0.46 -3.75 0.007737 0.032071 -2.93
255397_at putative transposon protein --- --- -1.48 -0.56 -3.75 0.007745 0.032091 -2.93
256611_at unknown protein similar to putative --- AT3G29270 1.42 0.51 3.75 0.00775 0.032105 -2.94
248267_at NADH-dependent glutamate synthaGLT1 AT5G53460 1.56 0.64 3.74 0.007758 0.032133 -2.94
258822_s_aunknown protein contains Pfam pro --- AT3G07220 / 1.67 0.74 3.74 0.007762 0.032144 -2.94
262542_at hypothetical protein similar to NAM-anac016 AT1G34180 1.67 0.74 3.74 0.007764 0.032144 -2.94
257224_at  P-type ATPase, putative similar to A--- AT3G27870 -1.40 -0.49 -3.74 0.007765 0.032144 -2.94
263821_s_a40S ribosomal protein S16 Same as--- AT2G09990 / 1.55 0.63 3.74 0.007776 0.032181 -2.94
246955_at calcium-dependent protein kinase  ;CPK1 AT5G04870 -2.06 -1.04 -3.74 0.007777 0.032181 -2.94
261314_at putative GTP-binding protein similar--- AT1G52980 1.56 0.64 3.74 0.007778 0.032182 -2.94
255723_at hypothetical protein AFP3 AT3G29575 -2.08 -1.06 -3.74 0.00778 0.032184 -2.94
253778_at  heat-shock protein heat-shock prot --- AT4G28480 -1.43 -0.51 -3.74 0.007787 0.032201 -2.94
263607_at unknown protein predicted by gensc--- AT2G16270 -1.49 -0.58 -3.74 0.007788 0.032201 -2.94
266583_at Expressed protein ; supported by cD--- AT2G46220 1.52 0.61 3.74 0.007788 0.032201 -2.94
258569_at  ribosomal protein L17, putative simemb2171 AT3G04400 1.55 0.63 3.74 0.007794 0.032217 -2.94
262224_at hypothetical protein contains Pfam pOTP43 AT1G74900 1.29 0.37 3.74 0.007796 0.032219 -2.94
256992_at hypothetical protein predicted by ge--- AT3G28630 -1.37 -0.45 -3.74 0.007805 0.032253 -2.94
246220_at putative protein ; supported by cDN --- AT4G37210 1.31 0.39 3.74 0.00781 0.032263 -2.94
248816_at prematurely terminated mRNA decaLBA1 AT5G47010 1.31 0.39 3.74 0.007811 0.032263 -2.94
250428_at  putative protein phosphatase prote PAS2 AT5G10480 -1.72 -0.78 -3.74 0.007824 0.032313 -2.95
252164_at  hypothetical protein nodH - Rhizob --- AT3G50620 -1.91 -0.94 -3.74 0.007829 0.032329 -2.95
254846_at Expressed protein ; supported by fuPLDGAMM AT4G11830 -1.45 -0.54 -3.74 0.007833 0.032336 -2.95
252481_at  putative protein DCL PROTEIN, CH--- AT3G46630 -1.42 -0.50 -3.74 0.007834 0.032336 -2.95



265917_at putative disease resistance protein AtRLP19 AT2G15080 1.48 0.56 3.74 0.007835 0.032336 -2.95
260177_at hypothetical protein predicted by ge--- AT1G70650 1.60 0.68 3.74 0.007837 0.032336 -2.95
260666_at unknown protein ;supported by full-lPARVUS AT1G19300 -2.12 -1.08 -3.74 0.007853 0.032398 -2.95
246575_at  bystin, putative similar to bystin GI: --- AT1G31660 1.63 0.71 3.73 0.007855 0.032402 -2.95
254194_at auxin response factor 9 (ARF9)  ; suARF9 AT4G23980 1.56 0.64 3.73 0.007866 0.032433 -2.95
245319_at Expressed protein ; supported by fu--- AT4G16146 1.69 0.76 3.73 0.007879 0.032474 -2.95
247871_at xyloglucan endotransglycosylase  ; --- AT5G57530 -1.28 -0.36 -3.73 0.00788 0.032475 -2.95
262622_at hypothetical protein predicted by ge--- AT1G06510 1.31 0.38 3.73 0.007882 0.032476 -2.95
259165_at homeobox-leucine zipper protein HAATHB-1 AT3G01470 / 1.84 0.88 3.73 0.007884 0.03248 -2.95
251104_at  F-box protein family, AtFBL3 conta --- AT5G01720 1.48 0.57 3.73 0.007888 0.032487 -2.95
253486_at  putative protein KIAA0260 gene, hu--- AT4G31600 -1.34 -0.43 -3.73 0.007904 0.032548 -2.96
266074_at putative small nuclear ribonucleopro--- AT2G18740 1.63 0.71 3.73 0.007905 0.032548 -2.96
254360_at  CDP-diacylglycerol synthetase-like --- AT4G22340 -1.33 -0.41 -3.73 0.00791 0.032556 -2.96
258052_at putative hydrolase predicted by gen--- AT3G16190 1.39 0.48 3.73 0.007913 0.032563 -2.96
260753_at  RING-H2 finger protein RHA3a, pu --- AT1G49230 2.08 1.06 3.73 0.007918 0.032577 -2.96
248583_at putative protein strong similarity to uemb1441 AT5G49930 1.42 0.50 3.73 0.007922 0.032586 -2.96
254290_at hypothetical protein --- AT4G23000 1.54 0.62 3.73 0.007926 0.032586 -2.96
252132_at  putative LEA protein Picea glauca l--- AT3G50790 -1.83 -0.87 -3.73 0.007926 0.032586 -2.96
256772_at  galactosidase, putative similar to B BGAL1 AT3G13750 -2.77 -1.47 -3.73 0.007928 0.032586 -2.96
263579_at hypothetical protein similar to hypot --- AT2G17030 1.50 0.58 3.73 0.007929 0.032586 -2.96
262951_at  nodulin-like protein similar to MtN2 --- AT1G75500 -1.47 -0.56 -3.73 0.007933 0.032596 -2.96
247899_at Expressed protein ; supported by fu--- AT5G57345 -1.44 -0.52 -3.73 0.00794 0.032618 -2.96
254564_at  neoxanthin cleavage enzyme-like pNCED4 AT4G19170 1.65 0.72 3.73 0.007941 0.032618 -2.96
246450_at Heat Shock Factor 3 HSF3 AT5G16820 1.31 0.38 3.73 0.007953 0.032662 -2.96
260801_at hypothetical protein predicted by ge--- AT1G78430 -1.26 -0.33 -3.72 0.007955 0.032665 -2.96
251632_at hypothetical protein --- AT3G57440 -1.44 -0.53 -3.72 0.007965 0.032701 -2.96
264824_at  unknown protein similar to gb|T4542A6 --- -1.63 -0.70 -3.72 0.007967 0.032702 -2.97
245775_at  serine/threonine kinase, putative si CIPK23 AT1G30270 1.35 0.43 3.72 0.007972 0.032717 -2.97
267159_at putative SCARECROW gene regula--- AT2G37650 1.35 0.44 3.72 0.007974 0.032717 -2.97
247787_at putative protein various predicted pr--- AT5G58640 1.30 0.37 3.72 0.007975 0.032717 -2.97
259491_at  chlorophyll binding protein, putativeLHCB6 AT1G15820 -1.39 -0.48 -3.72 0.007983 0.032746 -2.97
264821_at hypothetical protein predicted by ge--- AT1G03470 1.65 0.72 3.72 0.007985 0.032748 -2.97
264134_at unknown protein contains similarity --- AT1G79070 1.27 0.34 3.72 0.008005 0.032818 -2.97
264319_at  subtilisin-like serine protease, puta SDD1 AT1G04110 -1.43 -0.51 -3.72 0.008005 0.032818 -2.97
252012_at  ubiquinol--cytochrome-c reductase --- AT3G52730 1.33 0.41 3.72 0.008016 0.032844 -2.97



247388_s_atranscription factor Hap5a-like proteNF-YC1 AT3G48590 / -1.83 -0.87 -3.72 0.008016 0.032844 -2.97
264984_at unknown protein ;supported by full-l--- AT1G27000 1.27 0.35 3.72 0.00802 0.032844 -2.97
261558_at unknown protein --- AT1G01770 1.63 0.70 3.72 0.00802 0.032844 -2.97
245415_at G2484-1 protein ATG2484-1AT4G17330 1.29 0.37 3.72 0.008022 0.032844 -2.97
257661_at  unknown protein contains Pfam pro--- AT3G13340 1.26 0.34 3.72 0.008023 0.032844 -2.97
263918_at putative proline transporter  ;supporProT3 AT2G36590 -2.99 -1.58 -3.72 0.008024 0.032844 -2.97
267236_at GDP dissociation inhibitor identical ATGDI1 AT2G44100 1.35 0.44 3.72 0.008025 0.032844 -2.97
258797_at auxin-induced protein identical to G IAA16 AT3G04730 -1.54 -0.62 -3.72 0.008026 0.032844 -2.97
257530_at unknown protein --- AT3G03040 1.32 0.40 3.72 0.008033 0.032867 -2.97
258576_at putative 40S ribosomal protein S16 --- AT3G04230 1.51 0.60 3.72 0.008035 0.032867 -2.97
260687_at  inner mitochondrial membrane protATTIM23-1 AT1G17530 1.58 0.66 3.72 0.008039 0.032876 -2.97
260336_at putative protease IV similar to proteSPPA AT1G73990 -1.42 -0.51 -3.72 0.008039 0.032876 -2.97
260443_at Expressed protein ; supported by fu--- AT1G68185 1.27 0.34 3.72 0.008047 0.0329 -2.98
256866_at unknown protein similar to alpha ga--- AT3G26380 1.48 0.56 3.72 0.008051 0.03291 -2.98
247491_at putative protein supported by cDNA--- AT5G61880 1.80 0.85 3.71 0.008062 0.032948 -2.98
251324_at plasma membrane intrinsic protein PIP1A AT3G61430 -1.43 -0.52 -3.71 0.008064 0.032951 -2.98
255682_at putative dTDP-6-deoxy-L-mannose---- AT4G00560 -1.35 -0.43 -3.71 0.008065 0.032951 -2.98
262721_at  thioredoxin, putative similar to thiorAty2 AT1G43560 -1.43 -0.52 -3.71 0.008067 0.032951 -2.98
259123_at unknown protein --- AT3G02200 1.31 0.39 3.71 0.008068 0.032951 -2.98
264339_at  trehalose-6-phosphate synthase, p TPS8 AT1G70290 -1.59 -0.67 -3.71 0.00807 0.032953 -2.98
259175_at unknown protein --- AT3G01560 -1.43 -0.51 -3.71 0.008071 0.032953 -2.98
261975_at unknown protein --- AT1G64640 -2.44 -1.29 -3.71 0.008079 0.032974 -2.98
254981_at  putative alpha NAC stong similarity--- AT4G10480 1.68 0.75 3.71 0.008079 0.032974 -2.98
259068_at unknown protein PEX13 AT3G07560 1.37 0.45 3.71 0.008093 0.033004 -2.98
258725_at  putative RNA helicase  similar to R --- AT3G09620 -1.30 -0.38 -3.71 0.008093 0.033004 -2.98
266790_at expansin AtEx6 identical to GB U30ATEXPA6 AT2G28950 -4.02 -2.01 -3.71 0.008097 0.033017 -2.98
247882_at Expressed protein ; supported by fu--- AT5G57785 -2.73 -1.45 -3.71 0.008101 0.033024 -2.98
256402_at hypothetical protein  ; supported by --- AT3G06130 -1.87 -0.90 -3.71 0.008102 0.033024 -2.98
254728_at hypothetical protein --- AT4G13690 -1.32 -0.40 -3.71 0.008104 0.033027 -2.98
257814_at  acyl-(acyl carrier protein) thioesteraAtFaTA AT3G25110 -1.92 -0.94 -3.71 0.008112 0.033055 -2.98
255556_at  putative NifU-like metallocluster as NFU1 AT4G01940 1.47 0.55 3.71 0.008115 0.033059 -2.98
249217_at ubiquitin-like protein  ; supported byUBL5 AT5G42300 1.26 0.33 3.71 0.008119 0.033069 -2.99
258322_at putative selenocysteine methyltransHMT3 AT3G22740 -2.54 -1.35 -3.71 0.008126 0.033091 -2.99
267454_at  putative U5 small nuclear ribonucle--- AT2G33730 1.32 0.40 3.71 0.008131 0.033107 -2.99
261746_at unknown protein ;supported by full-lPSAO AT1G08380 -1.29 -0.37 -3.71 0.008136 0.033124 -2.99



245977_at glucose-6-phosphate 1-dehydrogenG6PD2 AT5G13110 1.78 0.83 3.71 0.008143 0.033138 -2.99
256628_at  membrane import protein, putative TOM40 AT3G20000 1.62 0.69 3.71 0.008143 0.033138 -2.99
246576_at hypothetical protein predicted by geROPGEF14AT1G31650 1.28 0.35 3.71 0.008151 0.033154 -2.99
267285_at unknown protein --- AT2G23690 -1.70 -0.76 -3.71 0.008151 0.033154 -2.99
247283_at 2-nitropropane dioxygenase-like pro--- AT5G64250 1.38 0.46 3.70 0.008165 0.033203 -2.99
253002_at phosphoinositide-specific phospholiATPLC1 AT4G38530 -1.40 -0.49 -3.70 0.008166 0.033203 -2.99
247188_at  14-3-3 protein GF14kappa (grf8) idGRF8 AT5G65430 -1.38 -0.47 -3.70 0.008171 0.033212 -2.99
262918_at hypothetical protein predicted by ge--- AT1G65000 1.38 0.47 3.70 0.008171 0.033212 -2.99
261300_at hypothetical protein predicted by ge--- AT1G48560 1.40 0.48 3.70 0.008176 0.033225 -2.99
254869_at  protein kinase - like protein KI dom --- AT4G11890 1.99 0.99 3.70 0.008181 0.033242 -2.99
259406_at hypothetical protein predicted by ge--- AT1G17690 1.29 0.37 3.70 0.008195 0.033292 -3.00
250739_at putative protein similar to unknown EGY2 AT5G05740 -1.55 -0.63 -3.70 0.008197 0.033292 -3.00
254159_at  putative DNA-binding protein DNA-WRKY7 AT4G24240 1.85 0.89 3.70 0.0082 0.0333 -3.00
247831_at  putative protein serine/threonine-sp--- AT5G58540 1.69 0.76 3.70 0.008203 0.033304 -3.00
254212_at  putative protein many putative prot --- AT4G23580 -1.33 -0.41 -3.70 0.008204 0.033305 -3.00
256671_at unknown protein IQD3 AT3G52290 -1.56 -0.65 -3.70 0.008209 0.033316 -3.00
267246_at putative WRKY-type DNA binding pWRKY25 AT2G30250 -1.76 -0.82 -3.70 0.008213 0.033327 -3.00
254603_at  putative protein hypothetical protein--- AT4G19045 / -1.39 -0.47 -3.70 0.008221 0.033353 -3.00
259799_at  drought induced protein, putative s --- AT1G72290 -1.27 -0.34 -3.70 0.008225 0.033366 -3.00
264138_at  beta-Amyrin Synthase, putative sim--- AT1G78950 -1.39 -0.47 -3.70 0.008228 0.033368 -3.00
250039_at  disease resistance protein -like dise--- AT5G18370 1.42 0.51 3.70 0.00823 0.033368 -3.00
266535_s_a50S ribosomal protein L27  ;support--- AT2G16930 / 1.47 0.56 3.70 0.00823 0.033368 -3.00
249059_at subtilisin-like serine protease contai--- AT5G44530 -1.61 -0.69 -3.70 0.008238 0.033394 -3.00
245219_at  viral resistance protein, putative sim--- AT1G58807 / 1.33 0.41 3.70 0.008242 0.033404 -3.00
257987_at fertilization-independent endospermFIE AT3G20740 1.32 0.40 3.70 0.008257 0.033446 -3.00
267177_at Expressed protein ; supported by fu--- AT2G37580 -1.64 -0.72 -3.70 0.008257 0.033446 -3.00
260195_at hypothetical protein predicted by ge--- AT1G67540 -1.35 -0.43 -3.70 0.008258 0.033446 -3.00
250533_at flavonol synthase (FLS) (sp|Q96330FLS AT5G08640 -1.30 -0.38 -3.70 0.00826 0.033447 -3.00
248043_s_aheat shock protein (emb|CAA72514--- AT5G56000 / -1.69 -0.76 -3.70 0.008262 0.03345 -3.00
264852_at similar to Mlo proteins from H. vulgaMLO8 AT2G17480 -2.07 -1.05 -3.69 0.008266 0.033459 -3.00
246700_at  cysteine synthase - like cysteine sy--- AT5G28030 1.82 0.86 3.69 0.008267 0.033459 -3.00
252618_at lipoxygenase AtLOX2  ; supported bLOX2 AT3G45140 -1.51 -0.60 -3.69 0.008272 0.033468 -3.01
265092_at hypothetical protein predicted by ge--- AT1G03910 1.28 0.36 3.69 0.008272 0.033468 -3.01
245342_at ribosomal protein ;supported by full---- AT4G16720 1.54 0.62 3.69 0.008275 0.033473 -3.01
253842_at putative protein putative proteins fro--- AT4G27860 -2.36 -1.24 -3.69 0.008276 0.033473 -3.01



260794_at unknown protein ; supported by cDN--- AT1G06210 1.37 0.46 3.69 0.008279 0.033475 -3.01
257788_at unknown protein TCP20 AT3G27010 1.46 0.55 3.69 0.00828 0.033475 -3.01
266472_at unknown protein --- AT2G31150 -1.27 -0.34 -3.69 0.008285 0.033488 -3.01
260564_at putative small nuclear ribonucleopro--- AT2G43810 1.41 0.49 3.69 0.008286 0.033488 -3.01
253470_s_a putative protein dnaK-type molecul SDH3-2 AT4G32210 / 1.30 0.38 3.69 0.008294 0.033512 -3.01
264133_at hypothetical protein predicted by ge--- AT1G79080 1.35 0.43 3.69 0.008298 0.033519 -3.01
258404_at ribosomal protein L3 RPL3P AT3G17465 1.43 0.51 3.69 0.00832 0.033593 -3.01
262230_at alpha-xylosidase precursor identica XYL1 AT1G68560 -1.99 -0.99 -3.69 0.008322 0.033598 -3.01
264429_at hypothetical protein similar to memb--- AT1G61670 -1.29 -0.37 -3.69 0.008326 0.033605 -3.01
261757_at hypothetical protein similar to putati --- AT1G08210 1.57 0.65 3.69 0.008327 0.033605 -3.01
264531_at hypothetical protein predicted by ge--- AT1G30790 -1.32 -0.40 -3.69 0.00833 0.033612 -3.01
258471_at  NPK1-related protein kinase 3 idenANP3 AT3G06030 -1.36 -0.44 -3.69 0.008336 0.033621 -3.01
249023_at putative protein strong similarity to u--- AT5G44850 -1.90 -0.93 -3.69 0.008339 0.033621 -3.01
263186_at  lectin receptor kinase, putative sim --- --- -1.51 -0.59 -3.69 0.008339 0.033621 -3.01
263347_at putative U4/U6 small nuclear ribonu--- AT2G05720 -1.47 -0.56 -3.69 0.00834 0.033621 -3.01
252034_at putative protein  ;supported by full-le--- AT3G52040 1.78 0.83 3.69 0.008343 0.033623 -3.01
256221_at  DnaJ protein, putative contains Pfa--- AT1G56300 1.31 0.39 3.69 0.008343 0.033623 -3.01
245756_at  hyoscyamine 6-dioxygenase hydro --- AT1G35190 1.54 0.62 3.69 0.008353 0.033657 -3.02
254986_at  putative protein SF16 protein -HeliaIQD16 AT4G10640 -1.26 -0.34 -3.69 0.008355 0.033658 -3.02
260671_at unknown protein ;supported by full-l--- AT1G19310 -1.42 -0.51 -3.69 0.008364 0.033688 -3.02
262277_at  transmembrane protein, putative si --- AT1G68650 1.93 0.95 3.69 0.008367 0.033695 -3.02
260913_at s-adenosylmethionine synthetase idSAM1 AT1G02500 1.66 0.73 3.69 0.008368 0.033695 -3.02
266927_at  aquaporin (plasma membrane intrinPIP1B AT2G45960 -1.45 -0.54 -3.69 0.00837 0.033695 -3.02
267409_at hypothetical protein predicted by ge--- AT2G34910 -1.26 -0.34 -3.68 0.008381 0.033732 -3.02
250091_at unknown protein --- AT5G17340 -1.26 -0.33 -3.68 0.008382 0.033733 -3.02
246674_at bcnt-like protein ; supported by full-l--- AT5G30490 1.34 0.42 3.68 0.008398 0.033789 -3.02
250585_at putative protein contains similarity to--- AT5G07620 -1.91 -0.93 -3.68 0.008399 0.033789 -3.02
267475_at expressed protein ; supported by fu --- AT2G02730 1.42 0.50 3.68 0.008414 0.033845 -3.02
255400_at hypothetical protein --- --- -1.38 -0.47 -3.68 0.008421 0.033859 -3.02
266578_at putative cinnamoyl CoA reductase  --- AT2G23910 1.42 0.51 3.68 0.008423 0.033859 -3.02
253033_at  putative protein aminoacylase I - S --- AT4G38220 -1.33 -0.41 -3.68 0.008423 0.033859 -3.02
259375_at putative APG protein similar to ante --- AT3G16370 -15.93 -3.99 -3.68 0.008425 0.033859 -3.03
255483_at  putative glycosyltransferase similarXT2 AT4G02500 -1.54 -0.62 -3.68 0.008425 0.033859 -3.03
259513_at hypothetical protein ; supported by cARK3 AT1G12430 1.37 0.45 3.68 0.008428 0.033861 -3.03
246424_at Exportin1 (XPO1) protein  ; support XPO1A AT5G17020 1.40 0.49 3.68 0.008429 0.033861 -3.03



246396_at  carbonic anhydrase, putative similaBCA6 AT1G58180 -1.57 -0.65 -3.68 0.00844 0.033899 -3.03
244939_at ribosomal protein S12 (trans-splice --- --- -1.63 -0.70 -3.68 0.008443 0.0339 -3.03
251595_at  putative protein galactose oxidase --- AT3G57620 -1.36 -0.44 -3.68 0.008443 0.0339 -3.03
257372_at hypothetical protein predicted by ge--- AT2G43220 -1.31 -0.39 -3.68 0.008453 0.03393 -3.03
248241_at unknown protein --- AT5G53960 -1.31 -0.39 -3.68 0.008454 0.03393 -3.03
247368_at putative protein contains similarity to--- AT5G63320 1.42 0.51 3.68 0.008458 0.033941 -3.03
261903_at chromomethylase identical to GB:AACMT1 AT1G80740 -1.28 -0.35 -3.68 0.008459 0.033941 -3.03
253979_at putative protein other putative prote --- AT4G26680 1.36 0.44 3.68 0.008466 0.033961 -3.03
263037_at conserved hypothetical protein --- AT1G23230 1.42 0.51 3.68 0.008469 0.033968 -3.03
253769_at  putative protein (fragment) protein RIC7 AT4G28560 -1.44 -0.53 -3.68 0.008471 0.033969 -3.03
249019_at unknown protein --- AT5G44780 2.03 1.02 3.67 0.008489 0.034037 -3.03
256620_at  disease resistance protein, putative--- AT3G24480 -1.69 -0.76 -3.67 0.008491 0.034041 -3.03
259433_at hypothetical protein predicted by ge--- AT1G01570 -1.40 -0.49 -3.67 0.008495 0.034048 -3.03
261324_at unknown protein --- AT1G44770 1.49 0.58 3.67 0.008499 0.034053 -3.03
258642_at unknown protein  ;supported by full---- AT3G07910 1.30 0.37 3.67 0.008504 0.034068 -3.04
265266_at putative RNA-binding protein  ; suppAML2 AT2G42890 1.43 0.51 3.67 0.008506 0.034068 -3.04
259307_at unknown protein similar to MICROS--- AT3G05230 -1.47 -0.55 -3.67 0.008511 0.034082 -3.04
257647_at Expressed protein ; supported by cD--- AT3G25805 -1.70 -0.76 -3.67 0.008517 0.034093 -3.04
250999_at  putative protein predicted proyeins --- AT5G02630 1.48 0.57 3.67 0.008519 0.034093 -3.04
267400_at unknown protein --- AT2G26240 1.47 0.55 3.67 0.00852 0.034093 -3.04
260610_at putative SF16 protein {Helianthus a IQD14 AT2G43680 1.61 0.69 3.67 0.008521 0.034093 -3.04
264013_at unknown protein FIO1 AT2G21070 1.26 0.33 3.67 0.008526 0.034107 -3.04
260927_at hypothetical protein predicted by geCAT9 AT1G05940 1.43 0.51 3.67 0.008529 0.034115 -3.04
257986_at Expressed protein ; supported by fuAGP40 AT3G20865 -1.59 -0.67 -3.67 0.008534 0.034123 -3.04
249612_at  putative protein CG14881, Drosoph--- AT5G37290 1.76 0.81 3.67 0.008534 0.034123 -3.04
251664_at leucine zipper-containing protein ATCRD1 AT3G56940 -1.40 -0.49 -3.67 0.008539 0.034137 -3.04
250007_at  beta-amylase-like proten beta-amy BMY3 AT5G18670 -3.23 -1.69 -3.67 0.008543 0.034144 -3.04
246755_at F-box protein family contains simila --- AT5G27920 -1.92 -0.94 -3.67 0.008544 0.034144 -3.04
251295_at putative protein several O-methyltra--- AT3G62000 1.48 0.57 3.67 0.008548 0.034151 -3.04
257052_at putative 3-hydroxybutyryl-CoA dehy--- AT3G15290 -1.31 -0.39 -3.67 0.008549 0.034151 -3.04
245400_at  ATP-dependent Clp protease prote--- AT4G17040 1.44 0.52 3.67 0.008553 0.034162 -3.04
251132_at  putative protein Myb-related transc --- AT5G01200 1.50 0.58 3.67 0.008555 0.034162 -3.04
246437_at  putative protein hypersensitivity-rel --- AT5G17540 -1.30 -0.38 -3.67 0.008556 0.034163 -3.04
257189_at hypothetical protein GIP1 AT3G13222 1.29 0.37 3.67 0.008563 0.034183 -3.04
255485_at  predicted protein of unknown funct --- AT4G02550 1.33 0.41 3.67 0.008572 0.034214 -3.04



248367_at actin depolymerizing factor-like  ;su ADF10 AT5G52360 -1.42 -0.50 -3.67 0.008583 0.034253 -3.05
266467_at Not56-like protein  ; supported by cDALG3 AT2G47760 -1.39 -0.48 -3.67 0.008585 0.034254 -3.05
247439_at plasma membrane proton ATPase-lAHA11 AT5G62670 -1.83 -0.87 -3.67 0.00859 0.034268 -3.05
260056_at hypothetical protein predicted by ge--- AT1G78140 -1.58 -0.66 -3.66 0.008614 0.034351 -3.05
AFFX-BioB- E. coli /GEN=bioB /DB_XREF=gb:J --- --- -1.80 -0.85 -3.66 0.008616 0.034353 -3.05
255820_at putative protein kinase contains a p --- AT2G40580 -1.39 -0.47 -3.66 0.00863 0.034401 -3.05
261539_at hypothetical protein predicted by ge--- AT1G01840 -1.38 -0.47 -3.66 0.008631 0.034401 -3.05
247644_s_atranslation elongation factor eEF-1 a--- AT1G07920 / 1.33 0.41 3.66 0.008641 0.034435 -3.05
250238_at unknown protein DCP2 AT5G13570 1.32 0.40 3.66 0.008657 0.03449 -3.05
260948_at  delta 9 desaturase, putative similar --- AT1G06100 -1.38 -0.46 -3.66 0.008659 0.03449 -3.05
256704_at  deacetylvindoline 4-O-acetyltransfe--- AT3G30280 -1.30 -0.38 -3.66 0.00866 0.03449 -3.05
259670_at  protein kinase, putative similar to G--- AT1G52310 1.42 0.51 3.66 0.00867 0.034527 -3.06
255583_at  hypothetical protein similar to C. eleARV2 AT4G01510 1.39 0.47 3.66 0.008679 0.034555 -3.06
253662_at  transcription factor-like protein ArabARF16 AT4G30080 -1.36 -0.44 -3.66 0.008684 0.034569 -3.06
264615_at unknown protein  ; supported by cD--- AT1G04590 1.60 0.67 3.66 0.008688 0.034579 -3.06
262991_at hypothetical protein predicted by geBRX-LIKE3AT1G54180 -1.27 -0.34 -3.66 0.008692 0.034588 -3.06
262887_at hypothetical protein --- AT1G14780 -2.64 -1.40 -3.66 0.008693 0.034588 -3.06
263950_at hypothetical protein predicted by geHVA22J AT2G36020 -1.25 -0.32 -3.66 0.008697 0.034597 -3.06
251195_at  glutaredoxin -like protein glutaredox--- AT3G62930 -1.65 -0.72 -3.65 0.008727 0.034699 -3.06
263666_at putative pre-mRNA splicing factor P--- AT1G04510 1.52 0.60 3.65 0.008739 0.034734 -3.06
261085_at hypothetical protein similar to hypot IQD7 AT1G17480 -1.30 -0.38 -3.65 0.008746 0.03475 -3.07
254578_at  putative pectinacetylesterase prote --- AT4G19400 / -1.59 -0.67 -3.65 0.008748 0.03475 -3.07
261666_at hypothetical protein contains similar--- AT1G18440 -1.45 -0.54 -3.65 0.008749 0.03475 -3.07
261110_at  E2, ubiquitin-conjugating enzyme 1UBC16 AT1G75440 -1.50 -0.58 -3.65 0.008752 0.03475 -3.07
260051_at hypothetical protein --- AT1G78210 -1.90 -0.92 -3.65 0.008752 0.03475 -3.07
253237_at  putative aldehyde dehydrogenase aALDH3I1 AT4G34240 -1.60 -0.68 -3.65 0.008752 0.03475 -3.07
253205_at  putative cyclase associated proteinATCAP1 AT4G34490 -1.70 -0.77 -3.65 0.008758 0.034769 -3.07
261823_at hypothetical protein predicted by gePYM AT1G11400 -1.33 -0.42 -3.65 0.008767 0.034795 -3.07
255667_at  phospholipase D, putative  PLDBETA2AT4G00240 -1.32 -0.40 -3.65 0.00877 0.034802 -3.07
251525_at putative protein several hypothetica --- AT3G59000 1.39 0.48 3.65 0.008777 0.034817 -3.07
266421_at putative nonspecific lipid-transfer prLP1 AT2G38540 -2.71 -1.44 -3.65 0.008778 0.034817 -3.07
253628_at  xyloglucan endo-1,4-beta-D-glucanXTH18 AT4G30280 -7.92 -2.99 -3.65 0.008784 0.034835 -3.07
252754_at  putative protein hypothetical protein--- --- 1.66 0.73 3.65 0.008788 0.034838 -3.07
265391_at Expressed protein ; supported by cDGAUT10 AT2G20810 -1.27 -0.35 -3.65 0.008788 0.034838 -3.07
250243_at cobalamin biosynthesis protein GUN5 AT5G13630 -1.50 -0.58 -3.65 0.008796 0.034861 -3.07



252417_at putative calcium-binding protein cal --- AT3G47480 4.31 2.11 3.65 0.008797 0.034861 -3.07
245211_at  putative protein similarity to sec10, SEC10 AT5G12370 -1.26 -0.33 -3.65 0.008799 0.034861 -3.07
254442_at  putative protein predicted protein T --- AT4G21060 1.32 0.40 3.65 0.008802 0.034861 -3.07
245196_at  F12A21.12 similar to pectate lyase --- AT1G67750 -1.98 -0.98 -3.65 0.008802 0.034861 -3.07
267166_at unknown protein --- AT2G37720 -1.24 -0.31 -3.65 0.008803 0.034861 -3.07
250397_at  histon H3 protein HISTONE H3.2, M--- AT5G10980 1.24 0.31 3.65 0.008805 0.034863 -3.07
253216_at  cyclophilin - like protein cyclophilin,--- AT4G34960 1.42 0.50 3.65 0.008807 0.034864 -3.07
265544_at putative cyclic nucleotide and  calm ATCNGC15AT2G28260 -1.49 -0.57 -3.65 0.008812 0.034876 -3.07
263685_at unknown protein similar to cell differATCUL3 AT1G26830 1.27 0.34 3.64 0.008818 0.034893 -3.07
258799_at putative 40S ribosomal protein iden RPSAb AT3G04770 1.49 0.58 3.64 0.008821 0.034895 -3.07
263802_at unknown protein  ;supported by full---- AT2G40430 1.68 0.75 3.64 0.008823 0.034897 -3.07
256365_at arginyl-tRNA synthetase nearly iden--- AT1G66530 1.61 0.69 3.64 0.008827 0.034907 -3.08
251928_at  putative protein hypothetical protein--- AT3G53980 -2.50 -1.32 -3.64 0.008829 0.034907 -3.08
245386_at hypothetical protein ;supported by fuRALFL32 AT4G14010 -1.99 -0.99 -3.64 0.008843 0.034959 -3.08
248913_at unknown protein  ;supported by full---- AT5G45760 1.32 0.41 3.64 0.008849 0.034971 -3.08
247640_at  putative protein various predicted p--- AT5G60610 1.34 0.42 3.64 0.008849 0.034971 -3.08
250591_at alpha galactosyltransferase protein --- AT5G07720 -1.42 -0.51 -3.64 0.008856 0.034985 -3.08
263428_at ubiquitin-specific protease 4 (UBP4 ATUBP4 AT2G22310 1.37 0.45 3.64 0.008865 0.035012 -3.08
249198_s_aputative protein similar to unknown --- AT5G42350 / -1.34 -0.42 -3.64 0.008867 0.035012 -3.08
252565_at actin depolymerizing factor 2 (ADF2ADF2 AT3G46000 1.27 0.35 3.64 0.008868 0.035012 -3.08
267092_at unknown protein  ;supported by full-AUX1 AT2G38120 -1.97 -0.98 -3.64 0.008869 0.035012 -3.08
247134_at putative protein similar to unknown --- AT5G66230 -1.32 -0.40 -3.64 0.008881 0.035052 -3.08
267336_at putative small heat shock protein  ;s--- AT2G19310 1.52 0.60 3.64 0.008892 0.035091 -3.08
253700_at threonine synthase MTO2 AT4G29840 1.56 0.64 3.64 0.008895 0.035096 -3.08
260497_at 40S ribosomal protein S2  ;supporte--- AT2G41840 1.88 0.91 3.64 0.008912 0.035153 -3.09
266881_at putative casein kinase II beta subunCKB4 AT2G44680 1.34 0.42 3.64 0.008915 0.035159 -3.09
266542_at unknown protein ARAD1 AT2G35100 -1.29 -0.37 -3.64 0.008927 0.035199 -3.09
247333_at 1-aminocyclopropane-1-carboxylic aFLS5 AT5G63600 1.90 0.92 3.63 0.008932 0.035213 -3.09
250168_at  putative protein predicted protein, A--- AT5G15320 1.32 0.40 3.63 0.008935 0.035219 -3.09
252947_at  putative protein ubiquitin fusion degKAK AT4G38600 1.27 0.34 3.63 0.008943 0.035243 -3.09
249482_at putative protein  ;supported by full-le--- AT5G38980 2.00 1.00 3.63 0.008948 0.035253 -3.09
245303_at hypothetical protein ; supported by f--- AT4G17010 1.29 0.37 3.63 0.008948 0.035253 -3.09
248717_at Expressed protein ; supported by fu--- AT5G48175 -1.26 -0.34 -3.63 0.00895 0.035253 -3.09
248586_at putative protein similar to unknown --- AT5G49610 1.36 0.44 3.63 0.008958 0.035279 -3.09
245005_at ribosomal protein S14 --- --- -1.62 -0.70 -3.63 0.008975 0.035331 -3.09



258030_at hypothetical protein predicted by ge--- AT3G27590 -1.40 -0.49 -3.63 0.008979 0.035342 -3.09
247120_at amino acid transporter protein-like --- AT5G65990 1.33 0.41 3.63 0.008982 0.03535 -3.09
248523_s_aubiquitin activating enzyme  ;supporSAE1B AT5G50580 / 1.42 0.51 3.63 0.008987 0.035356 -3.09
257570_at  dirigent protein, putative similar to d--- AT3G13662 -1.32 -0.40 -3.63 0.008989 0.035358 -3.09
257638_at terpene synthase-related protein coATTPS-CINAT3G25820 / -1.31 -0.39 -3.63 0.008996 0.035378 -3.10
245411_at hypothetical protein --- AT4G17240 -1.67 -0.74 -3.63 0.009007 0.035414 -3.10
259286_at hypothetical protein similar to hypot BSMT1 AT3G11480 -11.30 -3.50 -3.63 0.009008 0.035414 -3.10
266948_at unknown protein --- AT2G18850 1.65 0.73 3.63 0.009012 0.03542 -3.10
250332_at  putative protein predicted proteins, --- AT5G11680 -1.41 -0.50 -3.63 0.009013 0.03542 -3.10
246112_at putative protein predicted proteins - --- AT5G20200 1.41 0.49 3.63 0.00902 0.035441 -3.10
250284_at  protein kinase precursor - like rece CRN AT5G13290 1.55 0.63 3.63 0.009022 0.035446 -3.10
246130_at  putative protein various predicted p--- --- -1.54 -0.62 -3.63 0.009035 0.035491 -3.10
246427_at  ADP/ATP translocase-like protein aER-ANT1 AT5G17400 -1.40 -0.49 -3.63 0.009046 0.035522 -3.10
267031_at hypothetical protein predicted by ge--- AT2G38420 1.30 0.38 3.62 0.009047 0.035522 -3.10
256055_at  mitochondrial carrier protein, putati --- AT1G07030 1.31 0.39 3.62 0.009049 0.035522 -3.10
245425_at carboxyl-terminal proteinase like proUCH3 AT4G17510 1.24 0.31 3.62 0.009051 0.035522 -3.10
246907_at  AtBgamma - like protein B' regulato--- AT5G25510 -1.42 -0.50 -3.62 0.009051 0.035522 -3.10
262532_at hypothetical protein predicted by ge--- AT1G17210 1.34 0.42 3.62 0.009059 0.035545 -3.10
266164_at putative salt-inducible protein --- AT2G28050 -1.62 -0.70 -3.62 0.009065 0.035563 -3.10
251520_at  protein kinase like GCN2 - Sacchar--- AT3G59410 1.30 0.37 3.62 0.009067 0.035563 -3.10
250259_at putative protein similar to unknown --- AT5G13800 1.49 0.57 3.62 0.009068 0.035563 -3.10
247306_at ser/thr protein phosphatase catalyticPP7 AT5G63870 -1.42 -0.51 -3.62 0.009071 0.035569 -3.10
254633_at putative protein (fragment) MRH1 AT4G18640 -1.58 -0.66 -3.62 0.009074 0.035571 -3.10
254751_at hypothetical protein --- AT4G13150 1.30 0.38 3.62 0.009074 0.035571 -3.10
265403_at putative Ta11-like non-LTR retroele --- --- -1.38 -0.46 -3.62 0.009076 0.035571 -3.11
254019_at  putative protein mature-parasite-inf--- AT4G26190 1.24 0.32 3.62 0.009079 0.035576 -3.11
264562_at hypothetical protein predicted by ge--- AT1G55760 1.76 0.82 3.62 0.009081 0.035578 -3.11
255244_at putative protein various hypothetica --- AT4G05620 -1.33 -0.41 -3.62 0.009085 0.035588 -3.11
266257_at putative chorismate mutase/prephe PD1 AT2G27820 -1.48 -0.57 -3.62 0.0091 0.035641 -3.11
247178_at Expressed protein ; supported by cD--- AT5G65205 1.95 0.97 3.62 0.009107 0.03566 -3.11
265274_at putative RNA methyltransferase --- AT2G28450 1.41 0.50 3.62 0.009108 0.03566 -3.11
244929_at NADH dehydrogenase subunit 4 --- --- 1.58 0.66 3.62 0.009119 0.03568 -3.11
247299_at putative protein contains similarity to--- AT5G63900 -1.29 -0.36 -3.62 0.00912 0.03568 -3.11
262262_at unknown protein identical to unknow--- AT1G70780 / 1.63 0.70 3.62 0.009122 0.03568 -3.11
246433_at  glutamine-rich protein predicted pro--- AT5G17510 1.52 0.60 3.62 0.009122 0.03568 -3.11



254890_at phospholipid hydroperoxide glutathiATGPX6 AT4G11600 1.34 0.43 3.62 0.009123 0.03568 -3.11
248329_at putative protein similar to unknown --- AT5G52780 1.52 0.60 3.62 0.009124 0.03568 -3.11
258587_at hypothetical protein predicted by ge--- AT3G04310 1.72 0.78 3.62 0.009126 0.035681 -3.11
252378_at  receptor kinase-like protein protein --- AT3G47570 -1.58 -0.66 -3.62 0.009128 0.035684 -3.11
251533_at putative protein several hypotheticaATRBL15 AT3G58460 1.27 0.34 3.62 0.009141 0.035729 -3.11
254990_at RNA-binding protein  ;supported by CID12 AT4G10610 1.26 0.33 3.62 0.00915 0.035756 -3.11
251214_at putative protein hypothetical protein--- AT3G62500 -1.32 -0.40 -3.62 0.00916 0.035791 -3.12
248531_at putative protein contains similarity to--- AT5G49950 1.35 0.43 3.61 0.009167 0.035806 -3.12
251834_at ribosomal protein L35 -like various r--- AT3G55170 1.32 0.40 3.61 0.009169 0.035806 -3.12
264470_at  cytochrome P450, putative similar tCYP735A2 AT1G67110 -1.45 -0.54 -3.61 0.00917 0.035806 -3.12
250998_at  ankyrin - like protein ankyrin G119, --- AT5G02620 1.52 0.61 3.61 0.009179 0.035834 -3.12
261999_at hypothetical protein predicted by ge--- AT1G33800 -1.42 -0.50 -3.61 0.009189 0.03586 -3.12
258514_at unknown protein  ; supported by full--- AT3G06610 1.29 0.37 3.61 0.009189 0.03586 -3.12
253555_at  putative protein predicted proetein, --- AT4G31080 1.53 0.61 3.61 0.0092 0.035894 -3.12
251244_at  pectinacetylesterase precursor-like --- AT3G62060 -1.37 -0.45 -3.61 0.009201 0.035894 -3.12
258448_at unknown protein --- AT3G22290 -1.27 -0.35 -3.61 0.009209 0.035919 -3.12
264108_at hypothetical protein predicted by geCALS5 AT2G13680 -1.29 -0.37 -3.61 0.009211 0.035922 -3.12
258498_at unknown protein similar to pollen co--- AT3G02480 -1.93 -0.95 -3.61 0.00922 0.035949 -3.12
260565_at unknown protein predicted by genef--- AT2G43800 -1.67 -0.74 -3.61 0.009224 0.035961 -3.12
260950_s_a delta 9 desaturase, putative similar --- AT1G06090 / -1.40 -0.49 -3.61 0.009236 0.036001 -3.12
246743_at  putative protein predicted proteins, --- AT5G27750 1.38 0.46 3.61 0.009253 0.036059 -3.13
250131_at unknown protein  ; supported by cD--- AT5G16550 -1.57 -0.65 -3.61 0.00926 0.036081 -3.13
252128_at  transcription factor-like protein ArabMNP AT3G50870 -1.30 -0.38 -3.61 0.009266 0.0361 -3.13
258430_at  phospholipase D, putative similar toPLDP1 AT3G16785 -1.28 -0.36 -3.60 0.0093 0.036224 -3.13
264523_at unknown protein Location of EST g ERG28 AT1G10030 -1.29 -0.37 -3.60 0.009312 0.036264 -3.13
248865_at putative protein similar to unknown --- AT5G46790 1.47 0.55 3.60 0.009319 0.036285 -3.13
264163_at Expressed protein ; supported by fu--- AT1G65445 -1.39 -0.48 -3.60 0.009326 0.036294 -3.13
263274_at putative protein kinase contains a p CRCK3 AT2G11520 1.38 0.47 3.60 0.009326 0.036294 -3.13
251931_at  putative protein glyoxal oxidase (glx--- AT3G53950 -1.61 -0.69 -3.60 0.009326 0.036294 -3.13
267207_at putative dioxygenase --- AT2G30840 2.02 1.01 3.60 0.009332 0.036314 -3.14
265614_at Expressed protein ; supported by cD--- AT2G25355 1.46 0.54 3.60 0.009345 0.036349 -3.14
251918_at  photoassimilate-responsive protein --- AT3G54040 -1.30 -0.38 -3.60 0.009349 0.036358 -3.14
261620_s_a ribosomal protein L9, putative simil PGY2 AT1G33120 / 1.48 0.56 3.60 0.009354 0.036373 -3.14
257820_at  immunophilin (FKBP15-1) identical FKBP15-1 AT3G25220 1.39 0.48 3.60 0.00936 0.036383 -3.14
250532_at putative protein similar to unknown --- AT5G08540 1.40 0.49 3.60 0.009362 0.036386 -3.14



257855_at hypothetical protein predicted by ge--- AT3G13040 1.31 0.39 3.60 0.009377 0.036436 -3.14
248999_at putative protein contains similarity to--- AT5G44970 -1.29 -0.37 -3.60 0.009381 0.036448 -3.14
264686_at  shaggy-like protien kinase, kappa I ATSK41 AT1G09840 -1.26 -0.34 -3.60 0.009385 0.036456 -3.14
256920_at hypothetical protein predicted by ge--- AT3G18980 -1.27 -0.35 -3.60 0.009396 0.036492 -3.14
258358_at unknown protein similar to unknown--- AT3G14380 -1.35 -0.44 -3.60 0.009398 0.036492 -3.14
259695_at hypothetical protein predicted by ge--- AT1G63170 -1.40 -0.48 -3.60 0.0094 0.036492 -3.14
261139_at  homeodomain protein, putative simBEL10 AT1G19700 1.29 0.37 3.60 0.009401 0.036492 -3.14
255468_at  putative WD-repeat protein similar --- AT4G03020 1.31 0.39 3.60 0.009403 0.036497 -3.14
246503_at  40S ribosomal protein S7-like 40S --- AT5G16130 1.75 0.81 3.59 0.009413 0.03653 -3.14
260165_at  30S ribosomal protein S17, chloropRPS17 AT1G79850 -1.49 -0.57 -3.59 0.009429 0.036577 -3.15
246759_at  putative protein kinesin heavy chai --- AT5G27950 1.48 0.57 3.59 0.009432 0.036583 -3.15
245387_at nuclear RNA binding protein A-like p--- AT4G17520 1.46 0.54 3.59 0.009447 0.036634 -3.15
263881_at unknown protein  ; supported by cD--- AT2G21820 1.33 0.41 3.59 0.00945 0.036638 -3.15
264362_at  unknown protein ESTs gb|H36966,--- AT1G03290 1.54 0.62 3.59 0.009462 0.036672 -3.15
250600_at dimethylaniline monooxygenase-like--- AT5G07800 -1.31 -0.39 -3.59 0.009464 0.036672 -3.15
254089_at  putative protein apoptosis gene MA--- AT4G24800 -1.35 -0.43 -3.59 0.009465 0.036672 -3.15
250420_at HY5(bZIP transcription factor familyHY5 AT5G11260 1.40 0.48 3.59 0.009465 0.036672 -3.15
267215_at hypothetical protein --- AT2G02630 -1.25 -0.32 -3.59 0.00948 0.036721 -3.15
251041_at  ubiquitin-protein ligase E3-alpha -li PRT6 AT5G02310 -1.49 -0.57 -3.59 0.009481 0.036721 -3.15
248497_at putative protein strong similarity to uATEXO70FAT5G50380 1.56 0.64 3.59 0.009487 0.036737 -3.15
255319_at putative disease resistance protein AtRLP46 AT4G04220 1.84 0.88 3.59 0.009488 0.036737 -3.15
256479_at unknown protein --- AT1G33400 1.47 0.56 3.59 0.009496 0.036764 -3.15
245044_at unknown protein Alternative splice f --- AT2G26500 1.25 0.33 3.59 0.009513 0.036821 -3.16
261806_at  ferrodoxin NADP oxidoreductase, pATRFNR2 AT1G30510 1.74 0.80 3.59 0.00952 0.036841 -3.16
251136_at  mRNA capping enzyme - like prote --- AT5G01290 1.27 0.35 3.59 0.009524 0.036848 -3.16
261305_at  glutamine synthetase, putative sim GLN1;5 AT1G48470 1.27 0.34 3.59 0.009525 0.036848 -3.16
252713_at calmodulin 7  ; supported by full-lenCAM7 AT3G43810 -1.35 -0.44 -3.59 0.009526 0.036848 -3.16
247058_at dolichyl-di-phosphooligosaccharide-DGL1 AT5G66680 1.39 0.47 3.58 0.009529 0.036853 -3.16
252457_at  zinc-finger protein-like protein DNA--- AT3G47180 -1.29 -0.37 -3.58 0.009533 0.036861 -3.16
250111_at acetolactate synthase-like protein --- AT5G16290 -1.54 -0.62 -3.58 0.009556 0.03694 -3.16
256485_at unknown protein --- AT1G31440 1.32 0.40 3.58 0.009559 0.03694 -3.16
263709_at  unknown protein ESTs gb|T20589, --- AT1G09310 -4.60 -2.20 -3.58 0.00956 0.03694 -3.16
263067_at hypothetical protein predicted by ge--- AT2G17550 -1.64 -0.71 -3.58 0.00957 0.036971 -3.16
261624_at  nucleotide sugar epimerase, putativGAE2 AT1G02000 -1.68 -0.75 -3.58 0.009571 0.036971 -3.16
257313_at gamma tonoplast intrinsic protein neTIP2 AT3G26520 -1.43 -0.52 -3.58 0.009573 0.036974 -3.16



245895_at  SIR2-family protein sirtuin type 4 (SSRT2 AT5G09230 -1.35 -0.43 -3.58 0.00958 0.036994 -3.16
267456_at  E2, ubiquitin-conjugating enzyme, PHO2 AT2G33770 1.89 0.92 3.58 0.009585 0.037007 -3.16
252616_at  serine threonine-protein kinase-likeGRIK1 AT3G45240 / 1.43 0.51 3.58 0.009595 0.037039 -3.16
259085_at unknown protein similar to GB:CAB --- AT3G05000 -1.33 -0.42 -3.58 0.009607 0.037078 -3.17
261846_at hypothetical protein similar to hypot --- AT1G11540 -1.36 -0.45 -3.58 0.00961 0.037085 -3.17
263239_at amidophosphoribosyltransferase ideATASE1 AT2G16570 -1.37 -0.45 -3.58 0.009615 0.037097 -3.17
260152_at putative IAA6 protein similar to IAA6IAA6 AT1G52830 -1.92 -0.94 -3.58 0.009621 0.037116 -3.17
256332_at  trihelix DNA-binding protein (GT2) GT2 AT1G76890 -1.93 -0.95 -3.58 0.009639 0.037178 -3.17
249119_at unknown protein  ;supported by full---- AT5G43720 1.25 0.32 3.58 0.009651 0.037217 -3.17
258312_at putative long-chain acyl-CoA synthe--- AT3G16170 1.51 0.59 3.57 0.009664 0.037261 -3.17
250634_at  putative protein 2-oxoglutarate-dep--- AT5G07480 -1.29 -0.37 -3.57 0.009666 0.037263 -3.17
247595_at  ring finger protein - like ring finger p--- AT5G60820 -1.45 -0.54 -3.57 0.009668 0.037263 -3.17
261265_at hypothetical protein predicted by ge--- AT1G26800 -1.67 -0.74 -3.57 0.00968 0.037302 -3.17
246837_at  pectin acetylesterase precursor - lik--- AT5G26670 -1.64 -0.72 -3.57 0.009682 0.037304 -3.17
257151_at  blue copper protein, putative simila --- AT3G27200 -1.43 -0.52 -3.57 0.009696 0.037346 -3.18
254753_at  putative protein Pto kinase interact --- AT4G13190 -1.28 -0.35 -3.57 0.009698 0.037348 -3.18
254602_at hypothetical protein EDR2 AT4G19040 1.32 0.40 3.57 0.009715 0.037407 -3.18
251992_at  putative protein myosin heavy chai --- AT3G53350 1.48 0.57 3.57 0.009723 0.03743 -3.18
254481_at hypothetical protein  ; supported by --- AT4G20480 1.55 0.63 3.57 0.009726 0.037432 -3.18
251461_at putative protein --- AT3G59780 -1.43 -0.52 -3.57 0.009726 0.037432 -3.18
259492_at hypothetical protein predicted by ge--- AT1G15830 -1.59 -0.67 -3.57 0.009741 0.037482 -3.18
267229_s_aputative translation initiation factor e--- AT2G44070 / 1.79 0.84 3.57 0.009753 0.037513 -3.18
249086_at putative protein strong similarity to u--- AT5G44180 1.34 0.42 3.57 0.009754 0.037513 -3.18
253198_at putative protein various predicted pr--- AT4G35360 -1.34 -0.42 -3.57 0.009763 0.037542 -3.18
260732_at  myb-related DNA-binding protein, p--- AT1G17520 1.30 0.37 3.57 0.009768 0.037549 -3.18
255019_at  putative protein IB1C3-1 protein, A --- AT4G10210 -1.30 -0.38 -3.57 0.009768 0.037549 -3.18
262499_at unknown protein EST gb|T41993 co--- AT1G21770 1.48 0.57 3.57 0.009772 0.037559 -3.18
258657_at hypothetical protein predicted by ge--- AT3G09890 1.52 0.61 3.57 0.009774 0.037559 -3.18
266832_at putative protein kinase contains a p MAPKKK14AT2G30040 1.57 0.65 3.57 0.009777 0.037562 -3.18
266847_at hypothetical protein predicted by graemb1345 AT2G26060 1.42 0.51 3.56 0.009782 0.037578 -3.19
266122_at putative helicase  ; supported by cDETL1 AT2G02090 1.31 0.39 3.56 0.009786 0.037585 -3.19
264383_at  putative glutathione peroxidase Co ATGPX1 AT2G25080 -1.43 -0.51 -3.56 0.009791 0.037598 -3.19
259795_at hypothetical protein predicted by ge--- AT1G64290 -1.37 -0.45 -3.56 0.009797 0.037602 -3.19
258201_at hypothetical protein predicted by ge--- AT3G13910 1.74 0.80 3.56 0.009797 0.037602 -3.19
247932_at putative protein similar to unknown --- AT5G56920 -1.27 -0.34 -3.56 0.009812 0.037651 -3.19



264840_at unknown protein similar to leucine-r --- AT1G03440 -1.30 -0.38 -3.56 0.009815 0.037658 -3.19
259924_at putative DNA-binding protein simila --- AT1G72740 1.37 0.46 3.56 0.009818 0.037665 -3.19
249265_at  E2, ubiquitin-conjugating enzyme 8--- AT5G41080 / 1.25 0.33 3.56 0.009832 0.037713 -3.19
266807_at hypothetical protein --- AT2G29920 -1.41 -0.49 -3.56 0.009841 0.03774 -3.19
255384_at hypothetical protein --- AT4G03580 -1.26 -0.33 -3.56 0.009843 0.037742 -3.19
253559_at  1,3-beta-glucanase - like protein 1, --- AT4G31140 -1.31 -0.39 -3.56 0.009884 0.037892 -3.20
249769_at sigma-like factor (emb CAA77213.1SIGE AT5G24120 1.50 0.59 3.56 0.009889 0.037899 -3.20
255780_at hypothetical protein contains Pfam pGAUT11 AT1G18580 -1.40 -0.49 -3.56 0.009891 0.037899 -3.20
260798_at unknown protein contains similarity --- AT1G78280 -1.58 -0.66 -3.56 0.009891 0.037899 -3.20
245149_at putative SWI/SNF family transcriptioATSWI3A AT2G47620 1.35 0.43 3.56 0.009894 0.037899 -3.20
263686_at  putative 60s ribosomal protein L10 --- AT1G26910 1.57 0.65 3.56 0.009894 0.037899 -3.20
253047_at Expressed protein ; supported by fu--- AT4G37295 1.67 0.74 3.56 0.009898 0.037904 -3.20
251804_at  beta-1,3-glucanase - like protein pr --- AT3G55430 -1.50 -0.59 -3.56 0.009899 0.037904 -3.20
250109_at GASA4  ; supported by cDNA: gi_95GASA4 AT5G15230 -5.25 -2.39 -3.56 0.009907 0.037925 -3.20
261608_at unknown protein similar to putative --- AT1G49650 -1.36 -0.44 -3.55 0.009909 0.037925 -3.20
260264_at hypothetical protein predicted by ge--- AT1G68500 -1.50 -0.58 -3.55 0.009909 0.037925 -3.20
245358_at PRL1 protein ;supported by full-lengPRL1 AT4G15900 1.39 0.47 3.55 0.009911 0.037926 -3.20
258482_at putative chaperonin similar to chape--- AT3G02530 1.40 0.48 3.55 0.009918 0.037944 -3.20
251258_at  PECTINESTERASE-like protein PEVGDH2 AT3G62170 -1.39 -0.48 -3.55 0.009935 0.037998 -3.20
247859_at unknown protein --- AT5G58410 1.24 0.32 3.55 0.009943 0.038021 -3.20
248199_at membrane related protein-like  ;sup --- AT5G54170 -1.86 -0.90 -3.55 0.009954 0.038053 -3.20
255043_at putative protein several hypothetica --- AT4G09640 -1.65 -0.72 -3.55 0.009955 0.038053 -3.20
261199_at unknown protein --- AT1G12950 -1.26 -0.33 -3.55 0.009958 0.038062 -3.20
254422_at  putative protein hypothetical proteinVPS28-1 AT4G21560 -1.72 -0.78 -3.55 0.009961 0.038064 -3.20
266308_at putative cytochrome P450 CYP705A9 AT2G27010 1.38 0.47 3.55 0.009962 0.038064 -3.21
253270_at cyclin delta-3 CYCD3;1 AT4G34160 -1.53 -0.62 -3.55 0.009967 0.038077 -3.21
246897_at  putative protein predicted proteins, --- AT5G25560 -1.40 -0.48 -3.55 0.009969 0.038078 -3.21
263687_at unknown protein  ;supported by full---- AT1G26940 1.50 0.58 3.55 0.009972 0.038083 -3.21
258551_at hypothetical protein predicted by ge--- AT3G06890 -1.25 -0.32 -3.55 0.009977 0.038087 -3.21
253567_at  protein kinase-like protein serine/th--- AT4G31230 -1.45 -0.54 -3.55 0.009977 0.038087 -3.21
249472_at hypothetical protein  ;supported by fCRR7 AT5G39210 1.65 0.73 3.55 0.009993 0.038144 -3.21
245803_at cysteine proteinase RD21A identicaRD21 AT1G47128 1.43 0.52 3.55 0.009998 0.038146 -3.21
249777_at putative protein similar to unknown --- AT5G24210 -1.47 -0.55 -3.55 0.009998 0.038146 -3.21
257362_at hypothetical protein predicted by ge--- AT2G45840 -1.26 -0.33 -3.55 0.009999 0.038146 -3.21
258906_at  unknown protein similar to C-terminATTLP9 AT3G06380 1.39 0.48 3.55 0.010003 0.038156 -3.21



254957_at putative protein  ; supported by full- --- AT4G10970 1.37 0.45 3.55 0.010006 0.038161 -3.21
262586_at hypothetical protein predicted by ge--- AT1G15480 1.63 0.70 3.55 0.010008 0.038161 -3.21
267132_at unknown protein NAPRT2 AT2G23420 1.70 0.76 3.55 0.010018 0.03819 -3.21
260209_at putative AP2 domain transcription faCPuORF53AT1G68550 / 1.37 0.46 3.55 0.010019 0.03819 -3.21
258329_at putative protein disulfide isomerase ATPDIL1-6 AT3G16110 1.32 0.40 3.54 0.01004 0.038263 -3.21
258860_at putative potassium transporter similKUP3 AT3G02050 1.62 0.70 3.54 0.010047 0.038285 -3.21
264983_at hypothetical protein predicted by ge--- AT1G27240 -1.29 -0.37 -3.54 0.010049 0.038286 -3.21
259352_at unknown protein --- AT3G05170 -1.65 -0.72 -3.54 0.010051 0.038286 -3.21
246236_at hypothetical protein --- AT4G36470 -1.39 -0.47 -3.54 0.010053 0.038286 -3.21
265000_at hypothetical protein predicted by ge--- AT1G67410 -1.35 -0.44 -3.54 0.010054 0.038286 -3.21
263042_at conserved hypothetical protein prote--- AT1G23340 -1.37 -0.46 -3.54 0.010058 0.038295 -3.22
252878_at  mitochondrial carrier - like protein ASAMC1 AT4G39460 -1.33 -0.41 -3.54 0.010075 0.038345 -3.22
260966_at  NBS/LRR disease resistance proteRPS5 AT1G12220 1.33 0.41 3.54 0.01008 0.038354 -3.22
257187_at hypothetical protein predicted by ge--- AT3G13140 -1.31 -0.39 -3.54 0.010082 0.038354 -3.22
264283_at hypothetical protein contains similar--- AT1G61850 -1.33 -0.42 -3.54 0.010093 0.038388 -3.22
258550_at putative mudrA protein similar to mu--- --- 1.37 0.45 3.54 0.010128 0.038513 -3.22
261002_at hypothetical protein contains similar--- AT1G26520 1.33 0.41 3.54 0.010129 0.038513 -3.22
246483_at  receptor protein kinase-like protein NIK1 AT5G16000 -1.94 -0.96 -3.54 0.010137 0.038538 -3.22
257075_at unknown protein contains Pfam pro --- AT3G19670 1.46 0.54 3.54 0.010141 0.038548 -3.22
263793_at putative glucosyltransferase ATCSLC08 AT2G24630 -1.79 -0.84 -3.54 0.010143 0.038548 -3.22
262992_at hypothetical protein predicted by geATG12A AT1G54210 1.48 0.56 3.54 0.01015 0.038566 -3.23
267355_at putative LIM-domain protein --- AT2G39900 -1.48 -0.57 -3.54 0.010154 0.038578 -3.23
256250_at  integral membrane protein, putative--- AT3G11320 -1.46 -0.55 -3.54 0.010163 0.038604 -3.23
259368_at  aspartic protease, putative similar t --- AT1G69100 -1.30 -0.38 -3.54 0.01017 0.038623 -3.23
252038_at gamma response I protein  ; suppor--- AT3G52120 -1.46 -0.55 -3.53 0.010172 0.038623 -3.23
267009_at unknown protein --- AT2G39260 1.27 0.35 3.53 0.010174 0.038623 -3.23
266804_at  cyclophilin identical to GB:AF02043CYP5 AT2G29960 1.35 0.43 3.53 0.010175 0.038623 -3.23
253734_at  putative serine/threonine-specific re--- AT4G29180 -1.34 -0.42 -3.53 0.010179 0.038634 -3.23
248901_at putative protein contains similarity to--- AT5G46410 1.40 0.49 3.53 0.010186 0.038652 -3.23
246420_at putative protein various predicted pr--- AT5G16870 -1.41 -0.49 -3.53 0.010187 0.038652 -3.23
255194_at  score=37.6, E=2.9e-07, N=3   --- AT4G07410 1.53 0.62 3.53 0.010193 0.038667 -3.23
245676_at  nodule-specific protein, putative sim--- AT1G56670 -1.35 -0.43 -3.53 0.010197 0.038676 -3.23
259416_at Expressed protein ; supported by cD--- AT1G02305 1.44 0.52 3.53 0.010207 0.0387 -3.23
259202_at  putative mRNA capping enzyme, R--- AT3G09100 1.35 0.44 3.53 0.010207 0.0387 -3.23
250461_at hypothetical protein --- AT5G10010 1.43 0.51 3.53 0.010211 0.038706 -3.23



253953_at  putative protein extensin precursor --- AT4G26750 -1.57 -0.65 -3.53 0.010213 0.038706 -3.23
251759_at  tetrahydrofolylpolyglutamate synthaATDFD AT3G55630 1.69 0.75 3.53 0.010214 0.038706 -3.23
251289_at  auxin response factor-like protein aARF18 AT3G61830 1.44 0.53 3.53 0.010215 0.038706 -3.23
263322_at putative ribonuclease E RNEE/G AT2G04270 1.59 0.67 3.53 0.01022 0.038719 -3.23
246693_at putative protein --- AT5G29070 -1.30 -0.38 -3.53 0.010232 0.038758 -3.23
253527_at  pathogenesis-related protein homo--- AT4G31470 -1.34 -0.42 -3.53 0.010234 0.038759 -3.23
246612_at putative protein  ;supported by full-le--- AT5G35320 1.40 0.49 3.53 0.010245 0.038792 -3.24
252769_at  arabinose kinase - like protein puta--- AT3G42850 -1.31 -0.39 -3.53 0.010256 0.038828 -3.24
249925_at  putative protein predicted proteins, --- AT5G19150 1.50 0.58 3.53 0.01027 0.038875 -3.24
256645_at hypothetical protein predicted by ge--- AT3G24250 -1.27 -0.35 -3.53 0.010272 0.038875 -3.24
259119_at  transport protein SEC13, putative s--- AT3G01340 -1.27 -0.34 -3.53 0.010292 0.038939 -3.24
255591_at putative expansin ATEXPA17 AT4G01630 -1.33 -0.41 -3.53 0.010296 0.038946 -3.24
265723_at putative disease resistance protein --- AT2G32140 -1.26 -0.34 -3.53 0.010302 0.038965 -3.24
267469_at unknown protein  ; supported by cDWRKY21 AT2G30590 -1.36 -0.44 -3.52 0.010306 0.038971 -3.24
253017_at  cinnamyl alcohol dehydrogenase -l CAD6 AT4G37970 -1.27 -0.34 -3.52 0.010309 0.038973 -3.24
258805_at  putative beta-1,3-glucanase similar--- AT3G04010 1.52 0.60 3.52 0.01031 0.038973 -3.24
252456_at hypersensitivity-related protein-like --- AT3G47170 -1.34 -0.42 -3.52 0.010315 0.038988 -3.24
253037_at putative protein other predicted Ara GAUT3 AT4G38270 1.32 0.40 3.52 0.01032 0.038995 -3.24
257199_at  Tic22, putative similar to Tic22 GB:--- AT3G23710 1.38 0.47 3.52 0.010321 0.038995 -3.24
259055_at unknown protein  ;supported by full-UNE6 AT3G03340 1.31 0.39 3.52 0.010322 0.038995 -3.24
259255_at putative glycerol-3-phosphate dehyd--- AT3G07690 1.69 0.76 3.52 0.010328 0.03901 -3.24
250343_at  putative protein density regulated p--- AT5G11900 1.32 0.40 3.52 0.010338 0.03904 -3.24
261050_at  transcription factor MYC7E, putativ --- AT1G01260 -1.58 -0.66 -3.52 0.010339 0.03904 -3.24
259631_at  heat shock protein, putative similar ERD2 AT1G56410 -1.27 -0.34 -3.52 0.010347 0.039062 -3.25
255928_at unknown protein --- AT1G12640 1.55 0.63 3.52 0.01036 0.039103 -3.25
259412_at  DNA binding protein GT-1, putative--- AT1G13450 -1.32 -0.40 -3.52 0.010365 0.039113 -3.25
246040_at peptidyl-prolyl cis-trans isomerase - --- AT5G19370 -1.32 -0.40 -3.52 0.010366 0.039113 -3.25
253058_at  ribosomal - like protein ribosomal p--- AT4G37660 1.52 0.60 3.52 0.010368 0.039115 -3.25
247637_at  putative protein gcpE protein, Chla HDS AT5G60600 1.46 0.55 3.52 0.010376 0.03914 -3.25
253619_at  glycine-rich protein glycine-rich cell--- AT4G30460 -1.50 -0.59 -3.52 0.010382 0.039155 -3.25
254112_at  putative protein KIAA0136 gene, H --- AT4G24970 1.32 0.40 3.52 0.010388 0.039165 -3.25
248708_at putative protein contains similarity to--- AT5G48560 -1.86 -0.89 -3.52 0.010388 0.039165 -3.25
257648_at  RNA helicase, putative similar to R --- AT3G16840 1.65 0.72 3.52 0.010397 0.039194 -3.25
248558_at permease --- AT5G49990 1.58 0.66 3.52 0.010399 0.039194 -3.25
248792_at ras-related small GTP-binding proteATRAB1A AT5G47200 -1.34 -0.43 -3.52 0.010403 0.039203 -3.25



259327_at  putative lectin contains Pfam profile--- AT3G16460 -3.38 -1.76 -3.52 0.010406 0.039207 -3.25
250318_at dihydropyrimidinase  ; supported by--- AT5G12200 1.52 0.61 3.52 0.010413 0.03922 -3.25
246056_at  katanin p80 subunit - like protein ka--- AT5G08390 -1.40 -0.48 -3.52 0.010416 0.039225 -3.25
266230_at hypothetical protein predicted by ge--- AT2G28830 1.74 0.80 3.52 0.010417 0.039225 -3.25
248720_at protein kinase (EC 2.7.1.37) 5 (pir||JD6PKL2 AT5G47750 1.31 0.39 3.52 0.010427 0.039254 -3.25
252106_at  putative glutamate receptor putativ ATGLR3.6 AT3G51480 -1.46 -0.55 -3.52 0.010439 0.039291 -3.26
261771_at hypothetical protein contains similar--- AT1G76150 1.24 0.31 3.51 0.010441 0.039293 -3.26
267157_at putative MYB family transcription fa AS1 AT2G37630 1.56 0.64 3.51 0.010451 0.039325 -3.26
250305_at putative protein contains similarity to--- AT5G12150 -1.41 -0.50 -3.51 0.010454 0.039325 -3.26
248298_at putative protein similar to unknown --- AT5G53110 1.59 0.67 3.51 0.010455 0.039325 -3.26
257707_at hypothetical protein predicted by ge--- AT3G12650 1.29 0.37 3.51 0.01046 0.03934 -3.26
255501_at hypothetical protein --- AT4G02400 1.54 0.62 3.51 0.010473 0.03938 -3.26
251885_at fructose-bisphosphatase precursor --- AT3G54050 -1.57 -0.65 -3.51 0.010485 0.039421 -3.26
266033_at putative translation initiation factor e--- AT2G05830 1.43 0.51 3.51 0.010488 0.039427 -3.26
247266_at beta-xylosidase XYL4 AT5G64570 1.63 0.71 3.51 0.010493 0.039439 -3.26
265123_at hypothetical protein similar to putati --- AT1G55440 -1.27 -0.35 -3.51 0.010495 0.039439 -3.26
266315_at unknown protein  ; supported by cDSE AT2G27100 1.27 0.34 3.51 0.010498 0.03944 -3.26
248019_at putative protein similar to unknown --- AT5G56480 -1.32 -0.40 -3.51 0.0105 0.03944 -3.26
267525_at putative glycine-rich protein --- AT2G30560 -1.24 -0.31 -3.51 0.010502 0.03944 -3.26
261370_at  cell division-related protein, putativ --- AT1G53050 -1.30 -0.38 -3.51 0.010502 0.03944 -3.26
252450_s_a receptor kinase-like protein recepto--- AT3G47090 / 1.77 0.82 3.51 0.010504 0.039441 -3.26
257233_at hypothetical protein similar to SF16 IQD10 AT3G15050 -1.30 -0.38 -3.51 0.010518 0.039485 -3.26
260734_at  disease resistance protein RPP1-W--- AT1G17600 -1.41 -0.50 -3.51 0.010537 0.039552 -3.27
250483_at  alpha-hydroxynitrile lyase-like proteMES5 AT5G10300 1.48 0.57 3.51 0.010552 0.039601 -3.27
248871_at putative protein strong similarity to u--- AT5G46680 1.36 0.44 3.51 0.010558 0.039616 -3.27
259463_at hypothetical protein predicted by ge--- AT1G18950 1.63 0.71 3.51 0.010562 0.039626 -3.27
262900_at hypothetical protein contains similarSNL5 AT1G59890 1.39 0.47 3.50 0.010588 0.039708 -3.27
255665_at hypothetical protein CRP AT4G00450 1.29 0.36 3.50 0.010595 0.03973 -3.27
247142_at putative protein strong similarity to u--- AT5G65570 1.34 0.42 3.50 0.010604 0.039756 -3.27
248387_at unknown protein --- AT5G51960 1.38 0.47 3.50 0.010606 0.039756 -3.27
259566_at hypothetical protein --- AT1G20520 -1.27 -0.34 -3.50 0.010612 0.039775 -3.27
261626_at unknown protein ; supported by cDN--- AT1G01990 1.40 0.48 3.50 0.010636 0.039858 -3.28
255810_at hypothetical protein ; supported by f--- AT4G10140 -1.32 -0.40 -3.50 0.010652 0.039909 -3.28
247744_at  putative protein various predicted p--- AT5G59020 -1.45 -0.54 -3.50 0.010657 0.039922 -3.28
247970_at cytosolic malate dehydrogenase --- AT5G56720 -1.30 -0.38 -3.50 0.010663 0.039938 -3.28



246815_at  putative protein integrin analogue, --- AT5G27220 1.27 0.35 3.50 0.010665 0.039939 -3.28
255982_at hypothetical protein contains similarOHP2 AT1G34000 -1.30 -0.38 -3.50 0.010669 0.039946 -3.28
259588_at unknown protein ;supported by full-l--- AT1G27930 1.24 0.31 3.50 0.010673 0.039953 -3.28
253714_at  putative protein adaptor protein - H--- AT4G29380 1.32 0.40 3.50 0.010674 0.039953 -3.28
246385_at  mitotic cyclin a2-type, putative simi CYCA1;2 AT1G77390 -1.98 -0.98 -3.50 0.010686 0.039992 -3.28
257733_at unknown protein  ; supported by cD--- AT3G18350 -1.36 -0.44 -3.50 0.010697 0.040026 -3.28
259395_at  GTP-binding protein(RAB11D), putARA-2 AT1G06400 -1.30 -0.38 -3.50 0.010699 0.040026 -3.28
265699_at putative esterase (contains an ester--- AT2G03550 1.34 0.42 3.50 0.010713 0.040068 -3.28
265112_at hypothetical protein predicted by ge--- AT1G62530 -1.25 -0.32 -3.50 0.010713 0.040068 -3.28
260680_s_a GATA transcription factor 3, putativ--- AT1G08000 / -1.26 -0.33 -3.50 0.010717 0.040073 -3.28
262476_at phosphoprotein phosphatase identic--- AT1G50370 1.30 0.38 3.49 0.010721 0.040081 -3.28
246240_at nucleoporin-like protein --- AT4G37130 1.25 0.32 3.49 0.010725 0.040092 -3.28
256573_at hypothetical protein predicted by ge--- AT3G14860 1.32 0.40 3.49 0.010733 0.040114 -3.28
259389_at hypothetical protein predicted by ge--- AT1G06320 -1.28 -0.36 -3.49 0.010735 0.040114 -3.29
246617_at GSH-dependent dehydroascorbate --- AT5G36270 -1.34 -0.42 -3.49 0.010741 0.040132 -3.29
255558_at P II nitrogen sensing protein GLB I  GLB1 AT4G01900 -1.36 -0.45 -3.49 0.01075 0.04016 -3.29
258372_at ubiquitin-specific protease 25 (UBP UBP25 AT3G14400 1.29 0.37 3.49 0.010757 0.040179 -3.29
261852_at unknown protein ;supported by full-l--- AT1G50440 -1.26 -0.33 -3.49 0.010761 0.040187 -3.29
264242_at hypothetical protein predicted by ge--- AT1G54640 -1.24 -0.31 -3.49 0.010765 0.040187 -3.29
261614_at  poly(A)-binding protein, putative simPAB8 AT1G49760 1.48 0.56 3.49 0.010766 0.040187 -3.29
262143_at unknown protein --- AT1G52630 -1.34 -0.43 -3.49 0.010767 0.040187 -3.29
247935_at 30S ribosomal protein S16  ; suppo --- AT5G56940 1.46 0.54 3.49 0.010779 0.040223 -3.29
253366_at  putative protein predicted protein, A--- AT4G33180 -1.44 -0.53 -3.49 0.01078 0.040223 -3.29
256914_at hypothetical protein --- AT3G23880 -1.57 -0.65 -3.49 0.010784 0.040232 -3.29
248429_at putative protein contains similarity to--- AT5G51770 1.79 0.84 3.49 0.010796 0.040271 -3.29
267445_at  hypothetical protein predicted by ge--- AT2G33680 1.36 0.44 3.49 0.010799 0.040271 -3.29
247158_at branched-chain amino acid aminotr ATBCAT-5 AT5G65780 1.29 0.37 3.49 0.010801 0.040271 -3.29
265012_at  putative b-keto acyl reductase simi KCR2 AT1G24470 -1.33 -0.41 -3.49 0.010801 0.040271 -3.29
259706_at unknown protein similar to GB:AAD --- AT1G77540 1.38 0.46 3.49 0.01081 0.040293 -3.29
256587_at histone-H4-like protein similar to H4--- AT3G28780 -1.34 -0.43 -3.49 0.010811 0.040293 -3.29
248636_at putative protein similar to unknown --- --- -1.33 -0.41 -3.49 0.010814 0.040293 -3.29
258959_at putative amino acid transporter simiCAT7 AT3G10600 -1.31 -0.39 -3.49 0.010816 0.040293 -3.29
257198_at  DNA-binding protein, putative simil --- AT3G23690 -1.38 -0.47 -3.49 0.010817 0.040293 -3.29
251480_at  putative protein inducible carbonyl --- AT3G59710 -1.44 -0.53 -3.49 0.010818 0.040293 -3.29
246776_at  kinesin-like protein kinesin-like hea--- AT5G27550 -1.49 -0.57 -3.49 0.010824 0.04031 -3.29



255792_at AT-hook DNA-binding protein (AHP--- AT2G33620 1.42 0.50 3.49 0.010833 0.040335 -3.29
255599_at  cyclic nucleotide gated channel (CNATCNGC13AT4G01010 1.76 0.82 3.49 0.010834 0.040335 -3.29
252959_at  putative protein NADH dehydrogen--- AT4G38640 1.32 0.41 3.49 0.010838 0.040342 -3.30
263286_at 40S ribosomal protein S14  ;suppor --- AT2G36160 1.54 0.62 3.49 0.010856 0.040402 -3.30
251730_at  N2,N2-dimethylguanosine tRNA me--- AT3G56330 1.42 0.50 3.48 0.01088 0.040478 -3.30
247613_at  xABC transporter - like protein brea--- AT5G60740 -1.39 -0.48 -3.48 0.01088 0.040478 -3.30
259466_at  response regulator 5, putative similARR7 AT1G19050 -2.83 -1.50 -3.48 0.010899 0.040535 -3.30
266073_at putative signal recognition particle r --- AT2G18770 -1.31 -0.39 -3.48 0.010917 0.040597 -3.30
266511_at putative ATP-dependent RNA helica--- AT2G47680 1.40 0.48 3.48 0.010932 0.040634 -3.30
259198_at hypothetical protein similar to F1N2 --- AT3G03610 -1.34 -0.42 -3.48 0.010932 0.040634 -3.30
249647_at putative protein hypothetical protein--- AT5G37040 -1.42 -0.51 -3.48 0.010934 0.040634 -3.30
252324_at  protein translocation complex sec6 --- AT3G48570 -1.36 -0.44 -3.48 0.010952 0.040693 -3.31
252135_at  putative cold acclimation protein coCOR413-PMAT3G50830 -1.48 -0.56 -3.48 0.010958 0.040707 -3.31
250955_at  putative protein various predicted pCPUORF47AT5G03190 -2.90 -1.54 -3.48 0.010963 0.040711 -3.31
257671_at hypothetical protein predicted by ge--- AT3G20450 -1.38 -0.47 -3.48 0.010964 0.040711 -3.31
260436_at unknown protein --- AT1G68140 1.41 0.50 3.48 0.01097 0.040726 -3.31
254790_at  probable photosystem I chain XI prPSAL AT4G12800 -1.28 -0.36 -3.48 0.010977 0.040744 -3.31
260262_at  hypothetical protein similar to hypo --- AT1G68470 -2.01 -1.01 -3.48 0.010979 0.040744 -3.31
266864_at putative hydroxymethylglutaryl-CoA--- AT2G26800 -1.43 -0.52 -3.48 0.010989 0.040765 -3.31
263909_at hypothetical protein predicted by geDML1 AT2G36490 -1.59 -0.67 -3.48 0.010989 0.040765 -3.31
249279_at SCARECROW gene regulator-like p--- AT5G41920 -1.26 -0.33 -3.48 0.010992 0.04077 -3.31
246352_at hypothetical protein --- --- -1.25 -0.32 -3.48 0.010994 0.04077 -3.31
252298_at  putative protein various predicted p--- AT3G49060 -1.28 -0.36 -3.48 0.010999 0.040781 -3.31
249580_at  putative protein predicted proteins, --- AT5G37740 1.42 0.51 3.48 0.011001 0.040781 -3.31
260902_at hypothetical protein similar to carbo --- AT1G21440 -1.64 -0.71 -3.47 0.011017 0.040836 -3.31
255275_at putative protein various ubiquitin-lik --- AT4G05310 -1.23 -0.30 -3.47 0.01103 0.040876 -3.31
253577_at putative protein --- AT4G31080 1.60 0.67 3.47 0.011035 0.040888 -3.31
248694_at unknown protein --- AT5G48340 1.30 0.37 3.47 0.01104 0.040901 -3.32
247516_at  germin-like protein - like germin-like--- AT5G61750 -1.34 -0.43 -3.47 0.011044 0.040901 -3.32
252766_at putative protein hypothetical protein--- --- -1.45 -0.54 -3.47 0.011044 0.040901 -3.32
258127_at unknown protein --- AT3G24570 -1.28 -0.36 -3.47 0.011049 0.040915 -3.32
247533_at  putative protein kinase-like transme--- AT5G61570 -1.95 -0.97 -3.47 0.011053 0.040916 -3.32
259029_at putative oxysterol-binding protein si ORP3B AT3G09300 -1.39 -0.47 -3.47 0.011053 0.040916 -3.32
265495_at unknown protein predicted by gensc--- AT2G15695 1.33 0.41 3.47 0.01106 0.040935 -3.32
267192_at hypothetical protein predicted by gra--- AT2G30890 -1.41 -0.50 -3.47 0.011082 0.041002 -3.32



246793_at  putative protein seven transmembr --- AT5G27210 1.30 0.38 3.47 0.011084 0.041002 -3.32
249416_at  putative protein DNA DAMAGE-RE--- AT5G39570 -1.33 -0.41 -3.47 0.011095 0.041038 -3.32
261925_at  oligopeptide transporter, putative s --- AT1G22540 -1.32 -0.40 -3.47 0.01112 0.041115 -3.32
254865_s_a putative protein, fragment other pre--- AT4G05350 / -1.28 -0.35 -3.47 0.011124 0.041125 -3.32
248397_at unknown protein --- AT5G52140 -1.32 -0.40 -3.47 0.011133 0.041144 -3.32
265252_at putative Na+/H+ antiporter SOS1 AT2G01980 1.26 0.34 3.47 0.011133 0.041144 -3.32
245980_at putative protein  ;supported by full-le--- AT5G13140 -6.55 -2.71 -3.47 0.011136 0.041148 -3.32
264899_at  unknown protein similar to ripening --- AT1G23130 1.75 0.81 3.47 0.01114 0.041158 -3.32
258698_at unknown protein --- AT3G09690 -1.36 -0.45 -3.47 0.011143 0.041161 -3.33
248976_at putative protein strong similarity to uARAD2 AT5G44930 1.41 0.50 3.47 0.011149 0.041172 -3.33
244931_at hypothetical protein --- --- 1.50 0.58 3.47 0.01115 0.041172 -3.33
260094_at  GDP-4-keto-6-deoxy-D-mannose-3GER1 AT1G73250 -1.42 -0.51 -3.46 0.011156 0.041189 -3.33
264228_at hypothetical protein contains similarGCS1 AT1G67490 1.32 0.40 3.46 0.011164 0.041211 -3.33
247080_at 20S proteasome subunit PAD2 (gb| PAD2 AT5G66140 1.34 0.42 3.46 0.011166 0.041214 -3.33
247790_at putative PRL1 associated protein  ;s--- AT5G58720 -1.35 -0.44 -3.46 0.011171 0.041225 -3.33
262464_at hypothetical protein contains similar--- AT1G50280 1.65 0.72 3.46 0.01118 0.041252 -3.33
255062_at hypothetical protein --- AT4G08940 1.39 0.48 3.46 0.011189 0.041273 -3.33
257721_at hypothetical protein predicted by ge--- AT3G18310 1.25 0.33 3.46 0.011189 0.041273 -3.33
252173_at scarecrow-like 7 (SCL7) --- AT3G50650 -1.67 -0.74 -3.46 0.011197 0.041295 -3.33
257178_at hemolysin-like protein similar to hem--- AT3G13070 1.35 0.44 3.46 0.011222 0.041378 -3.33
266458_at unknown protein  ;supported by full---- AT2G47710 1.27 0.35 3.46 0.011224 0.041379 -3.33
258837_at putative 60S ribosomal protein L13A--- AT3G07110 1.94 0.95 3.46 0.011228 0.041388 -3.33
262120_at  glutathione-S-transferase, putative ATGSTF4 AT1G02950 -1.45 -0.54 -3.46 0.011238 0.041416 -3.33
256412_at hypothetical protein predicted by geELO1 AT3G11220 1.35 0.43 3.46 0.011239 0.041416 -3.33
254996_at  putative protein kinase CLV1 recep--- AT4G10390 -1.43 -0.51 -3.46 0.01125 0.041443 -3.34
252665_at valine-rich protein --- AT3G44140 -1.36 -0.45 -3.46 0.011251 0.041443 -3.34
261060_at unknown protein --- AT1G17340 -1.40 -0.48 -3.46 0.011252 0.041443 -3.34
258018_at hypothetical protein predicted by ge--- AT3G19500 -1.46 -0.54 -3.46 0.011265 0.041484 -3.34
254577_at putative protein  ;supported by full-le--- AT4G19450 1.51 0.59 3.46 0.011278 0.041526 -3.34
265122_at similar to flavin-binding monooxyge FMO GS-O AT1G62540 -1.24 -0.31 -3.46 0.011291 0.041565 -3.34
254821_at hypothetical protein --- AT4G12540 -1.28 -0.36 -3.46 0.011292 0.041565 -3.34
245879_at  putative subunit of TOC complex chATTOC64-VAT5G09420 2.07 1.05 3.46 0.011296 0.041572 -3.34
257226_at hypothetical protein predicted by ge--- AT3G27880 2.08 1.05 3.45 0.011298 0.041573 -3.34
252920_at  putative endo-1,4-beta-glucanase eAtGH9B17 AT4G39000 -1.36 -0.45 -3.45 0.011311 0.041615 -3.34
253337_at  putative protein acetylpolyamine amhda14 AT4G33470 -1.60 -0.68 -3.45 0.011322 0.041646 -3.34



264973_at  nitrate transporter, putative nitrate t--- AT1G27040 -1.40 -0.49 -3.45 0.011325 0.041652 -3.34
262602_at  unknown protein ESTs gb|AA65089--- AT1G15270 1.26 0.34 3.45 0.011331 0.041668 -3.34
253916_at hypothetical protein  ;supported by f--- AT4G27240 -1.67 -0.74 -3.45 0.011366 0.04179 -3.35
249666_at phytochrome C (sp|P14714) PHYC AT5G35840 1.41 0.50 3.45 0.011373 0.041809 -3.35
261273_at unknown protein ; supported by cDN--- AT1G26650 -1.53 -0.61 -3.45 0.011381 0.04183 -3.35
249782_at dipeptidyl peptidase IV-like protein --- AT5G24260 -1.32 -0.40 -3.45 0.011403 0.041904 -3.35
246568_at  E2F transcription factor -like proteinDEL2 AT5G14960 1.39 0.48 3.45 0.011412 0.041931 -3.35
245396_at hypothetical protein ;supported by fu--- AT4G14870 -1.60 -0.67 -3.45 0.011422 0.041959 -3.35
248360_at putative protein contains similarity to--- AT5G52430 -1.49 -0.57 -3.45 0.011432 0.041985 -3.35
256897_at hypothetical protein predicted by ge--- AT3G24640 -1.26 -0.33 -3.44 0.011459 0.042068 -3.35
259524_at hypothetical protein --- AT1G12550 -1.49 -0.57 -3.44 0.011467 0.042091 -3.36
253381_at  Tic22 -like protein strong homology--- AT4G33350 1.36 0.45 3.44 0.011469 0.042091 -3.36
249244_at  FtsH protease, putative similar to FVAR1 AT5G42270 -1.33 -0.41 -3.44 0.01147 0.042091 -3.36
255596_at  putative DNA-binding protein similaWRKY47 AT4G01720 1.93 0.95 3.44 0.011493 0.042168 -3.36
264825_at hypothetical protein predicted by ge--- AT1G03720 -1.35 -0.43 -3.44 0.011495 0.042168 -3.36
258241_at hypothetical protein similar to hypot LBD25 AT3G27650 -1.46 -0.54 -3.44 0.011504 0.042195 -3.36
255120_x_aputative transposon protein similar t--- --- -1.27 -0.34 -3.44 0.01152 0.042238 -3.36
247511_at  Fdr1 Cen - like protein Fdr1, Oryza --- AT5G62040 -1.37 -0.45 -3.44 0.011522 0.042238 -3.36
261682_at unknown protein similar to hypothet --- AT1G47330 1.38 0.47 3.44 0.011523 0.042238 -3.36
253413_at  putative protein Fe(II) transport proZIP9 AT4G33020 1.22 0.29 3.44 0.011525 0.042238 -3.36
267462_at Expressed protein ; supported by fu--- AT2G33735 1.65 0.73 3.44 0.011531 0.042252 -3.36
249393_at  disease resistance - like protein resAtRLP54 AT5G40170 1.74 0.80 3.44 0.011543 0.04229 -3.36
255966_at  14-3-3 protein GF14epsilon (grf10) GRF10 AT1G22300 1.38 0.47 3.44 0.011556 0.042323 -3.36
245687_at unknown protein DEG15 AT1G28320 1.24 0.31 3.44 0.011557 0.042323 -3.36
258086_at dihydrolipoamide S-acetyltransferasLTA2 AT3G25860 -1.39 -0.47 -3.44 0.011558 0.042323 -3.36
265387_at unknown protein  ;supported by full---- AT2G20670 -2.10 -1.07 -3.44 0.01156 0.042324 -3.36
260119_at  AIG1-like protein similar to AIG1 pr --- AT1G33930 -1.30 -0.38 -3.44 0.011562 0.042325 -3.36
245466_at glucosyltransferase like protein --- AT4G16600 -1.40 -0.48 -3.44 0.011566 0.042332 -3.36
249546_at  putative protein chromosome segrePMI15 AT5G38150 1.57 0.65 3.44 0.011569 0.042338 -3.37
252292_at  RNA polymerase III subunit - like p --- AT3G49000 1.35 0.43 3.44 0.011583 0.042381 -3.37
254832_at  pEARLI 1-like protein Arabidopsis t--- AT4G12490 5.15 2.36 3.44 0.011585 0.042383 -3.37
264332_at hypothetical protein predicted by ge--- AT1G61920 -1.29 -0.37 -3.44 0.011589 0.042389 -3.37
252090_at  5B protein like protein cysteine-rich--- AT3G52130 -1.29 -0.36 -3.44 0.011591 0.042389 -3.37
246727_at  major latex protein homolog - like m--- AT5G28010 1.44 0.53 3.43 0.011602 0.04242 -3.37
261195_at  transport inhibitor response 1 (TIR1AFB3 AT1G12820 1.33 0.41 3.43 0.011603 0.04242 -3.37



266207_at unknown protein  ; supported by cD--- AT2G27680 -1.43 -0.52 -3.43 0.011606 0.042426 -3.37
248907_at putative protein contains similarity to--- AT5G46340 1.30 0.38 3.43 0.011612 0.04244 -3.37
248548_at transmembrane transport protein-lik--- AT5G50300 -1.27 -0.34 -3.43 0.011618 0.042456 -3.37
247580_at  putative protein traube, Mus muscu--- AT5G61330 1.37 0.46 3.43 0.011634 0.042505 -3.37
252368_at  cytochrome P450-like protein cytocCYP94B3 AT3G48520 -1.94 -0.96 -3.43 0.011635 0.042505 -3.37
265888_at putative cleavage and polyadenylat RIE1 AT2G01735 -1.26 -0.34 -3.43 0.011641 0.042518 -3.37
250237_at putative protein strong similarity to u--- AT5G13560 -1.40 -0.49 -3.43 0.011644 0.042518 -3.37
249324_at cytochrome c1 precursor  ; supporte--- AT5G40810 1.26 0.33 3.43 0.011654 0.042545 -3.37
258911_at  unknown protein similar to hypothe --- AT3G06470 -1.35 -0.43 -3.43 0.011657 0.042545 -3.37
267070_at putative DnaJ protein --- AT2G41000 1.53 0.61 3.43 0.011657 0.042545 -3.37
254933_at  putative RNA-directed RNA polymeRDR2 AT4G11130 1.39 0.47 3.43 0.011669 0.04258 -3.37
252151_at putative protein several hypothetica --- AT3G51320 1.26 0.33 3.43 0.011675 0.042594 -3.37
263541_at unknown protein  ; supported by full--- AT2G24860 -1.30 -0.38 -3.43 0.011691 0.042643 -3.38
245332_at isomerase like protein ;supported by--- AT4G15940 1.23 0.30 3.43 0.011692 0.042643 -3.38
252472_at GTP-binding protein Rab11  ; suppoATRABA2CAT3G46830 -1.36 -0.45 -3.43 0.011696 0.042647 -3.38
265960_at putative histone H2B  ;supported by--- AT2G37470 1.68 0.75 3.43 0.011698 0.042647 -3.38
266131_at putative SCARECROW gene regula--- AT2G45160 -1.52 -0.60 -3.43 0.011698 0.042647 -3.38
250674_at  laccase-like protein laccase - PopuLAC13 AT5G07130 -1.56 -0.64 -3.43 0.011703 0.042655 -3.38
247450_at  ripening-related protein - like ripeni --- AT5G62350 -1.42 -0.50 -3.43 0.01171 0.042668 -3.38
264644_at hypothetical protein Similar to CaenCAX11 AT1G08960 -1.37 -0.46 -3.43 0.011714 0.042677 -3.38
266922_s_a SKP1/ASK1-related, putative similaASK20 AT2G45950 / 1.61 0.69 3.43 0.01172 0.042693 -3.38
244949_at hypothetical protein --- --- 1.34 0.42 3.43 0.011742 0.042752 -3.38
251205_at  glutathione peroxidase -like proteinATGPX5 AT3G63080 -1.41 -0.50 -3.43 0.011742 0.042752 -3.38
245719_at DNA gyrase subunit B - like protein --- AT5G04110 1.30 0.37 3.43 0.011743 0.042752 -3.38
260328_at putative aspartate aminotransferase--- AT1G80360 1.25 0.32 3.43 0.011744 0.042752 -3.38
246310_at sulfate transporter ATST1  ; suppor SULTR3;1 AT3G51895 1.59 0.67 3.43 0.01175 0.042765 -3.38
266501_at unknown protein  ; supported by cDHEN2 AT2G06990 1.36 0.45 3.43 0.011754 0.042775 -3.38
262988_at putative alanine             aminotransfGGT1 AT1G23310 1.27 0.35 3.42 0.01176 0.042788 -3.38
263075_at hypothetical protein predicted by ge--- AT2G17570 1.50 0.58 3.42 0.011769 0.042816 -3.38
263765_at putative phosphatidylinositol phophaSFH3 AT2G21540 -2.42 -1.28 -3.42 0.011772 0.042821 -3.38
256165_at hypothetical protein predicted by ge--- AT1G48780 -1.43 -0.51 -3.42 0.011778 0.042834 -3.38
249885_at putative protein strong similarity to uF8H AT5G22940 -1.67 -0.74 -3.42 0.011789 0.042869 -3.39
248165_at putative protein similar to unknown PHOS32 AT5G54430 1.39 0.47 3.42 0.011794 0.04288 -3.39
267465_at subtilisin-like serine protease contaiSLP3 AT2G19170 -1.95 -0.96 -3.42 0.011802 0.042902 -3.39
258070_at hypothetical protein predicted by ge--- AT3G26040 -1.41 -0.50 -3.42 0.011806 0.04291 -3.39



251010_at putative protein  ;supported by full-le--- AT5G02550 -1.42 -0.51 -3.42 0.011811 0.042919 -3.39
261116_at  sec14 cytosolic factor, putative sim--- AT1G75370 -1.31 -0.39 -3.42 0.011829 0.042965 -3.39
264571_at hypothetical protein predicted by ge--- AT1G05330 -1.25 -0.32 -3.42 0.011829 0.042965 -3.39
255171_at hypothetical protein --- AT4G07990 1.28 0.36 3.42 0.011833 0.042971 -3.39
262124_at nucleoporin 98-like protein similar to--- AT1G59660 1.26 0.33 3.42 0.011837 0.042975 -3.39
263414_at putative bZIP transcription factor co --- AT2G21230 1.30 0.38 3.42 0.011851 0.043012 -3.39
246754_at  transcription factor - like protein HaNF-YC8 AT5G27910 -1.44 -0.52 -3.42 0.011851 0.043012 -3.39
266394_at Ras-related GTP-binding protein (A ARA4 AT2G43130 -1.32 -0.40 -3.42 0.011866 0.043058 -3.39
252375_at rac GTP binding protein Arac8  ; su ROP10 AT3G48040 -1.34 -0.43 -3.42 0.011868 0.043058 -3.39
246653_at  putative protein clathrin assembly p--- AT5G35200 1.32 0.40 3.42 0.01189 0.043131 -3.39
247835_at putative protein similar to unknown --- AT5G57910 1.72 0.79 3.42 0.011908 0.043191 -3.40
248507_at putative protein strong similarity to u--- AT5G50420 -1.40 -0.48 -3.41 0.011924 0.043239 -3.40
247540_at  ethylene responsive element bindin--- AT5G61590 -1.88 -0.91 -3.41 0.011927 0.043244 -3.40
261550_at hypothetical protein --- AT1G63450 -1.29 -0.37 -3.41 0.011942 0.043285 -3.40
261592_at  double-stranded RNA-specific edita--- AT1G01760 -1.34 -0.43 -3.41 0.011948 0.043302 -3.40
246572_at  putative protein predicted proteins, --- AT5G15010 1.33 0.41 3.41 0.011955 0.043318 -3.40
248590_at receptor protein kinase --- AT5G49660 1.30 0.37 3.41 0.011957 0.043318 -3.40
265394_at predicted protein ; supported by cD --- AT2G20725 1.38 0.46 3.41 0.011964 0.043339 -3.40
266802_at Expressed protein ; supported by cD--- AT2G22900 -3.26 -1.70 -3.41 0.011967 0.043341 -3.40
251983_at  putative protein MtN21, Medicago t--- AT3G53210 1.50 0.58 3.41 0.011976 0.043367 -3.40
265073_at unknown protein similar to putative --- AT1G55480 -1.68 -0.75 -3.41 0.011997 0.043417 -3.40
264357_at hypothetical protein Similar to hypotATRRP4 AT1G03360 2.16 1.11 3.41 0.012002 0.043428 -3.40
253579_at  SERINE CARBOXYPEPTIDASE II BRS1 AT4G30610 -1.94 -0.95 -3.41 0.012005 0.043432 -3.40
255449_at hypothetical protein --- AT4G02820 1.45 0.53 3.41 0.012014 0.043458 -3.41
252036_at putative protein  ;supported by full-le--- AT3G52070 1.42 0.51 3.41 0.012021 0.043476 -3.41
257928_at hypothetical protein contains Pfam pPPR40 AT3G16890 1.24 0.31 3.41 0.012024 0.043478 -3.41
266869_at putative glucosyltransferase --- AT2G44660 -1.53 -0.62 -3.41 0.012027 0.043484 -3.41
246206_at Expressed protein ; supported by cDATPBRP --- -1.28 -0.36 -3.41 0.012034 0.043502 -3.41
263034_at pollen allergen-like protein similar toMLP423 AT1G24020 -1.73 -0.79 -3.41 0.012039 0.043511 -3.41
252874_at  putative protein ipiB1 gene,  Phytop--- --- -1.31 -0.39 -3.41 0.01204 0.043511 -3.41
258560_at hypothetical protein predicted by ge--- AT3G06020 -1.47 -0.55 -3.41 0.012043 0.043513 -3.41
260076_at putative calmodulin similar to calmo--- AT1G73630 1.54 0.63 3.41 0.01205 0.043532 -3.41
249506_at putative protein --- AT5G38880 -1.36 -0.44 -3.41 0.012055 0.043543 -3.41
256922_at  hypothetical protein contains simila--- AT3G19010 1.88 0.91 3.41 0.012061 0.043552 -3.41
247524_at thioredoxin-like 3  ; supported by cDACHT5 AT5G61440 -2.33 -1.22 -3.41 0.012061 0.043552 -3.41



262343_at phosphoprotein phosphatase 1 idenTOPP3 AT1G64040 1.28 0.36 3.40 0.012082 0.04362 -3.41
266968_at putative protein kinase contains a p --- AT2G39360 -1.91 -0.93 -3.40 0.012087 0.043628 -3.41
AFFX-r2-At- /FEATURE=cds-2 /GENE= /LABEL --- --- -1.32 -0.40 -3.40 0.012088 0.043628 -3.41
261203_at Expressed protein ; supported by fu--- AT1G12845 -2.88 -1.53 -3.40 0.012094 0.043643 -3.41
251644_at  putative protein putative DNA bindi --- AT3G57540 1.70 0.76 3.40 0.012101 0.04366 -3.41
250250_at putative protein similar to unknown --- AT5G13610 1.34 0.42 3.40 0.01211 0.04368 -3.41
246042_at  cinnamyl-alcohol dehydrogenase - --- AT5G19440 1.85 0.89 3.40 0.012114 0.043688 -3.41
260137_at unknown protein ;supported by full-l--- AT1G66330 1.50 0.58 3.40 0.012119 0.043691 -3.41
266942_at putative ATP binding protein TXND9 AT2G18990 -1.55 -0.64 -3.40 0.01214 0.043758 -3.42
253754_at  glycine-rich protein like glycine-rich--- AT4G29020 -2.64 -1.40 -3.40 0.01215 0.043788 -3.42
246957_at unknown protein --- AT5G24670 1.24 0.31 3.40 0.012152 0.04379 -3.42
245268_at hypothetical protein ; supported by cPRMT7 AT4G16570 -1.63 -0.71 -3.40 0.012157 0.043798 -3.42
258164_at surfeit 1 identical to GB:AAF19609 fSURF1 AT3G17910 1.53 0.62 3.40 0.012158 0.043798 -3.42
251816_at Expressed protein ; supported by cDTON1B AT3G55005 -1.45 -0.54 -3.40 0.012162 0.043805 -3.42
246921_at  putative protein small unique nucle --- AT5G25080 1.51 0.59 3.40 0.01217 0.043824 -3.42
253218_at  subtilisin-like serine protease similaSLP2 AT4G34980 1.71 0.78 3.40 0.012172 0.043824 -3.42
266012_s_apredicted protein --- AT2G07699 / 1.71 0.78 3.40 0.012174 0.043824 -3.42
256652_at hypothetical protein similar to putati LPAT5 AT3G18850 -1.96 -0.97 -3.40 0.012175 0.043824 -3.42
253729_at  beta-1,3-glucanase-like protein bet --- AT4G29360 -1.39 -0.47 -3.40 0.012181 0.043837 -3.42
251751_at  putative protein predicted proteins, --- AT3G55720 -1.24 -0.31 -3.40 0.012182 0.043837 -3.42
266895_at hypothetical protein predicted by ge--- AT2G26040 -1.29 -0.36 -3.40 0.012185 0.04384 -3.42
246583_at  protein kinase -like protein Ste-20 r--- AT5G14720 -1.39 -0.48 -3.40 0.012193 0.043861 -3.42
253669_at  dihydropteroate synthase-like prote--- AT4G30000 1.29 0.36 3.40 0.012196 0.043864 -3.42
263691_at  60s ribosomal protein L34 identical --- AT1G26880 1.68 0.74 3.40 0.012198 0.043866 -3.42
249822_at unknown protein --- AT5G23710 1.33 0.41 3.40 0.012203 0.043873 -3.42
256089_at hypothetical protein predicted by ge--- AT1G20830 1.51 0.60 3.40 0.012204 0.043873 -3.42
247741_at  putative protein predicted proteins, GIL1 AT5G58960 1.68 0.75 3.40 0.012217 0.043904 -3.42
258549_at putative arginine methyltransferase PRMT4B AT3G06930 1.25 0.32 3.40 0.012219 0.043904 -3.42
265689_at hypothetical protein predicted by ge--- AT2G24310 -1.25 -0.32 -3.40 0.012221 0.043904 -3.42
253206_at  putative squalene synthase non-coSQS1 AT4G34640 -1.34 -0.42 -3.40 0.012222 0.043904 -3.42
253757_at rac GTP binding protein Arac7  ; su ROP9 AT4G28950 -1.36 -0.45 -3.40 0.012223 0.043904 -3.42
249531_at  putative protein predicted protein, AAtGDU7 AT5G38770 -1.29 -0.37 -3.40 0.012224 0.043904 -3.42
255925_at unknown protein ;supported by full-l--- AT1G22200 1.41 0.50 3.39 0.012234 0.043934 -3.42
245665_at unknown protein ;supported by full-l--- AT1G28250 -1.34 -0.42 -3.39 0.012246 0.043968 -3.43
248465_at putative protein contains similarity to--- AT5G51200 1.48 0.57 3.39 0.012248 0.04397 -3.43



256818_at hypothetical protein contains Pfam p--- AT3G21420 -1.27 -0.35 -3.39 0.012261 0.044007 -3.43
251717_at  putative protein EXOENZYMES RELAF3 AT3G55850 1.43 0.51 3.39 0.012268 0.044022 -3.43
251163_at  putative protein S1R protein - Hom --- AT3G63310 1.24 0.31 3.39 0.012269 0.044022 -3.43
261869_at hypothetical protein predicted by ge--- AT1G11470 -1.35 -0.43 -3.39 0.012272 0.044028 -3.43
255082_at  putative protein polyphosphoinositi --- AT4G09160 -1.29 -0.37 -3.39 0.012275 0.044032 -3.43
247094_at  GDP-D-mannose 4,6-dehydratase;GMD1 AT5G66280 -1.32 -0.40 -3.39 0.012282 0.044049 -3.43
246644_at putative protein --- AT5G35100 -1.49 -0.57 -3.39 0.012291 0.044068 -3.43
249344_at prohibitin (gb AAC49691.1) ;suppor ATPHB3 AT5G40770 1.61 0.69 3.39 0.012291 0.044068 -3.43
264882_at  NAM protein, putative similar to NAanac025 AT1G61110 -1.28 -0.35 -3.39 0.012309 0.044117 -3.43
266401_s_aputative cell division control protein CDKB1;2 AT2G38620 / -1.25 -0.32 -3.39 0.012311 0.044117 -3.43
249145_at enoyl CoA hydratase-like protein ATDCI1 AT5G43280 -1.27 -0.34 -3.39 0.012312 0.044117 -3.43
262489_at unknown protein EST gb|T21171 co--- AT1G21830 -1.45 -0.54 -3.39 0.012313 0.044117 -3.43
251711_at  phosphatidylinositol-4-phosphate 5PIP5K4 AT3G56960 1.41 0.50 3.39 0.012315 0.04412 -3.43
250122_at unknown protein --- AT5G16520 1.33 0.41 3.39 0.01232 0.04413 -3.43
265090_at  putative protein phosphatase 2A H --- AT1G03960 1.31 0.39 3.39 0.012333 0.044168 -3.43
264368_at  hypothetical protein Contains simila--- AT1G03280 1.29 0.37 3.39 0.012347 0.044211 -3.43
246611_at  putative protein predicted proteins, MBD02 AT5G35330 1.61 0.69 3.39 0.012354 0.044232 -3.44
265006_at unknown protein similar to small zinTIM13 AT1G61570 1.86 0.90 3.39 0.012357 0.044235 -3.44
264038_at putative ubiquinone biosynthesis pr --- AT2G03690 -1.42 -0.51 -3.39 0.01236 0.044238 -3.44
261667_at unknown protein similar to putative --- AT1G18460 -1.47 -0.55 -3.39 0.012364 0.044246 -3.44
245036_at putative SF16 protein {Helianthus a Iqd4 AT2G26410 -1.26 -0.34 -3.39 0.012395 0.044347 -3.44
263808_at hypothetical protein predicted by ge--- AT2G04340 1.30 0.38 3.38 0.012398 0.044347 -3.44
250761_at ankyrin-like protein --- AT5G06050 -1.34 -0.42 -3.38 0.012401 0.044347 -3.44
260325_at putative monodehydroascorbate redMDAR6 AT1G63940 1.44 0.53 3.38 0.012402 0.044347 -3.44
251059_at serine/threonine protein kinase ATPCIPK15 AT5G01810 -2.10 -1.07 -3.38 0.012406 0.044354 -3.44
248346_at GTP-binding protein-like  ;supportedATGB1 AT5G52210 -1.59 -0.67 -3.38 0.012418 0.044384 -3.44
260855_at  phosphatidylinositol-4-phosphate 5 --- AT1G21920 1.49 0.57 3.38 0.012418 0.044384 -3.44
265506_at putative non-LTR retroelement reve--- --- -1.38 -0.47 -3.38 0.012442 0.044463 -3.44
251756_at putative protein --- AT3G55820 -1.27 -0.35 -3.38 0.012453 0.044493 -3.44
266416_at unknown protein  ; supported by full--- AT2G38710 1.48 0.56 3.38 0.012455 0.044494 -3.44
260787_at  Ring3-like bromodomain protein simGTE4 AT1G06230 1.33 0.41 3.38 0.01246 0.044505 -3.44
246548_at putative protein  ;supported by full-le--- AT5G14910 -1.33 -0.42 -3.38 0.012464 0.044513 -3.44
253721_at hypothetical protein  ;supported by f--- AT4G29250 -1.43 -0.51 -3.38 0.01248 0.044555 -3.45
260299_at putative gibberellin 3 beta-hydroxylaGA3OX4 AT1G80330 -1.24 -0.31 -3.38 0.01248 0.044555 -3.45
265715_s_aexpressed protein non-consensus G--- AT1G13860 / -1.66 -0.73 -3.38 0.012482 0.044555 -3.45



262631_at hypothetical protein predicted by ge--- AT1G06500 1.29 0.37 3.38 0.012487 0.044568 -3.45
266731_at unknown protein --- AT2G03260 -1.26 -0.33 -3.38 0.012495 0.044588 -3.45
266636_at glycine decarboxylase complex H-pGDCH AT2G35370 -1.36 -0.44 -3.38 0.012503 0.044611 -3.45
248535_at putative protein contains similarity to--- AT5G50120 -1.40 -0.48 -3.38 0.012513 0.044639 -3.45
251042_at eceriferum3 (CER3) PRT6 AT5G02310 1.28 0.36 3.38 0.012521 0.044661 -3.45
246961_at unknown protein --- AT5G24710 -1.62 -0.70 -3.38 0.012526 0.04467 -3.45
261747_at unknown protein similar to putative --- AT1G08350 1.43 0.51 3.38 0.012533 0.044688 -3.45
255412_at auxin-binding protein 1 precursor  ;sABP1 AT4G02980 1.31 0.39 3.38 0.012537 0.044697 -3.45
247917_at putative protein similar to unknown BIO1 AT5G57590 -1.28 -0.35 -3.38 0.012541 0.044703 -3.45
259117_at  unknown protein similar to hypotheSNL1 AT3G01320 1.28 0.36 3.38 0.012543 0.044703 -3.45
259234_at unknown protein similar to unknown--- AT3G11620 -1.33 -0.41 -3.38 0.012549 0.04472 -3.45
258888_at putative pectinesterase similar to pe--- AT3G05620 -1.59 -0.67 -3.38 0.012561 0.044747 -3.45
247108_at ReMembR-H2 protein JR700 (gb|AARMR1 AT5G66160 1.36 0.44 3.38 0.012561 0.044747 -3.45
245968_at proline-rich protein extensins --- AT5G19800 / -1.39 -0.47 -3.37 0.01257 0.044767 -3.45
261661_at  lysophospholipase homolog, putati --- AT1G18360 -1.55 -0.63 -3.37 0.012571 0.044767 -3.45
252249_at  putative protein heat shock protein --- AT3G49770 -1.38 -0.46 -3.37 0.012579 0.044789 -3.45
262793_at  putative cytochrome P450 monoox CYP71B7 AT1G13110 1.89 0.92 3.37 0.012586 0.044804 -3.46
246462_at  putative protein predicted protein, D--- AT5G16940 -1.54 -0.63 -3.37 0.012587 0.044804 -3.46
247110_at putative protein contains similarity to--- AT5G65830 -1.46 -0.54 -3.37 0.012592 0.044813 -3.46
260141_at  gibberellin regulatory protein, putat RGL1 AT1G66350 -2.71 -1.44 -3.37 0.012594 0.044813 -3.46
257252_at  glutathione reductase, cytosolic ideATGR1 AT3G24170 1.69 0.76 3.37 0.012595 0.044813 -3.46
249732_at 6-phosphogluconolactonase-like pro--- AT5G24420 -7.75 -2.95 -3.37 0.012602 0.044832 -3.46
247716_at  putative protein predicted protein, A--- AT5G59350 1.53 0.61 3.37 0.012607 0.044839 -3.46
258438_at hypothetical protein predicted by ge--- AT3G17230 -1.24 -0.31 -3.37 0.012608 0.044839 -3.46
250621_at  membrane protein membrane proteATRBL3 AT5G07250 -1.33 -0.41 -3.37 0.012613 0.044849 -3.46
256210_at hypothetical protein --- AT1G50950 2.19 1.13 3.37 0.012627 0.044884 -3.46
258458_at Expressed protein ; supported by cD--- AT3G22435 1.50 0.59 3.37 0.012627 0.044884 -3.46
248171_at putative protein similar to unknown ILR3 AT5G54680 1.26 0.33 3.37 0.012634 0.0449 -3.46
245962_at putative protein predicted proteins - --- AT5G19700 -1.33 -0.41 -3.37 0.012636 0.044902 -3.46
256061_at unknown protein ;supported by full-l--- AT1G07040 1.56 0.64 3.37 0.012644 0.044925 -3.46
264537_at  receptor kinase, putative similar to BRL1 AT1G55610 1.50 0.59 3.37 0.012655 0.044957 -3.46
266100_at similar to axi 1 protein from Nicotian--- AT2G37980 1.59 0.67 3.37 0.012657 0.044957 -3.46
253592_at hypothetical protein ;supported by fu--- AT4G30840 1.28 0.35 3.37 0.012678 0.045017 -3.46
250256_at GTP-binding protein typA (tyrosine --- AT5G13650 1.29 0.37 3.37 0.01268 0.045017 -3.46
253758_at Expressed protein ;supported by cDemb2726 AT4G29060 1.38 0.47 3.37 0.01268 0.045017 -3.46



265374_at hypothetical protein  ;supported by fPSBX AT2G06520 -1.25 -0.33 -3.37 0.012712 0.045122 -3.47
253009_at  glycine hydroxymethyltransferase l SHM1 AT4G37930 -1.44 -0.53 -3.37 0.012717 0.045132 -3.47
256440_at unknown protein  ;supported by full---- AT3G10970 1.28 0.36 3.37 0.012725 0.045156 -3.47
253456_at  putative protein norbin, Rattus norv--- AT4G32050 1.41 0.49 3.36 0.012742 0.045207 -3.47
254186_at  putative protein cellulose synthase CSLG1 AT4G24010 -1.32 -0.40 -3.36 0.012757 0.045247 -3.47
265464_at putative myosin heavy chain --- AT2G37080 1.25 0.32 3.36 0.01276 0.045251 -3.47
253219_at  MYB-like protein myb-related proteAtMYB32 AT4G34990 1.63 0.71 3.36 0.012767 0.045269 -3.47
261605_at  CDPK-related protein kinase, putat --- AT1G49580 -1.40 -0.48 -3.36 0.012772 0.045278 -3.47
247202_at GTP-binding protein  ; supported byAtRABA4a AT5G65270 -1.37 -0.45 -3.36 0.012773 0.045278 -3.47
253010_at ovule development protein aintegumANT AT4G37750 -1.34 -0.42 -3.36 0.012779 0.045284 -3.47
258771_at unknown protein  ;supported by full---- AT3G10770 1.32 0.40 3.36 0.012781 0.045284 -3.47
246451_at  Inositol 1,3,4-Trisphosphate 5/6 kin--- AT5G16760 1.24 0.31 3.36 0.012781 0.045284 -3.47
247184_at putative protein contains similarity toUBP17 AT5G65450 -1.41 -0.49 -3.36 0.012786 0.045294 -3.47
264101_at unknown protein similar to putative HAC1 AT1G79000 1.37 0.46 3.36 0.012795 0.045319 -3.47
245043_at putative cyclin  ;supported by full-lenRCY1 AT2G26430 1.57 0.65 3.36 0.012808 0.045356 -3.47
265714_at putative integral membrane protein ATUPS4 AT2G03520 -1.25 -0.33 -3.36 0.012809 0.045356 -3.47
265222_at putative endosomal protein  ; suppo--- AT2G01970 -1.24 -0.32 -3.36 0.012813 0.045358 -3.47
251451_s_aputative protein several hypothetica --- AT3G60040 / 1.32 0.40 3.36 0.012814 0.045358 -3.47
265512_at hypothetical protein predicted by ge--- AT2G05590 -1.41 -0.49 -3.36 0.012817 0.04536 -3.47
267510_at unknown protein  ; supported by fullSAP18 AT2G45640 1.43 0.52 3.36 0.012827 0.045389 -3.48
251758_at transcription factor L2  ;supported b --- AT3G55770 1.33 0.42 3.36 0.012836 0.045413 -3.48
248839_at putative protein contains similarity tobHLH071 AT5G46690 -2.03 -1.02 -3.36 0.012846 0.045445 -3.48
248187_at zinc-binding protein-like  ; supported--- AT5G53940 1.33 0.41 3.36 0.012853 0.045462 -3.48
251749_at  putative protein predicted proteins, --- AT3G55690 -1.28 -0.35 -3.36 0.012858 0.045472 -3.48
257699_at  phosphoglycerate kinase, putative PGK1 AT3G12780 -1.39 -0.47 -3.36 0.012867 0.045488 -3.48
245401_at hypothetical protein ;supported by fu--- AT4G17670 2.03 1.02 3.36 0.012873 0.045504 -3.48
256752_at hypothetical protein predicted by ge--- AT3G27180 1.57 0.65 3.36 0.012876 0.045506 -3.48
246050_s_a protein phosphatase 2A regulatory --- AT5G28850 / 1.24 0.31 3.36 0.012881 0.045516 -3.48
254806_at  putative trehalose-6-phosphate pho--- AT4G12430 / 1.32 0.40 3.36 0.01289 0.045538 -3.48
253955_at  putative DNA binding protein DNA ATRBP45CAT4G27000 1.50 0.59 3.36 0.012891 0.045538 -3.48
262170_at hypothetical protein predicted by ge--- AT1G74940 1.51 0.59 3.36 0.012895 0.045538 -3.48
264173_at unknown protein --- AT1G02160 1.28 0.36 3.36 0.012895 0.045538 -3.48
261895_at metal ion transporter identical to GBNRAMP1 AT1G80830 1.92 0.94 3.36 0.012901 0.045552 -3.48
251880_at hypothetical protein  ;supported by f--- AT3G54290 1.43 0.52 3.35 0.012909 0.045575 -3.48
247636_at putative protein predicted proteins f --- AT5G60570 -1.30 -0.38 -3.35 0.012915 0.045586 -3.48



266585_at putative retroelement pol polyprotei --- --- -1.37 -0.46 -3.35 0.012916 0.045586 -3.48
252911_at  cytochrome P450 -like protein cyto CYP96A12 AT4G39510 -2.08 -1.05 -3.35 0.012927 0.045615 -3.48
254298_at putative protein  ;supported by full-lePGR5-LIKEAT4G22890 -1.42 -0.51 -3.35 0.012933 0.045627 -3.48
264999_at hypothetical protein contains similar--- AT1G67310 1.28 0.36 3.35 0.012934 0.045627 -3.48
261670_at hypothetical protein contains similarTET11 AT1G18520 -1.24 -0.31 -3.35 0.012942 0.045645 -3.48
250653_at putative protein strong similarity to u--- AT5G06930 -1.87 -0.90 -3.35 0.012945 0.045645 -3.49
247628_at putative protein --- AT5G60400 -1.45 -0.53 -3.35 0.012945 0.045645 -3.49
266224_at chloroplast membrane protein (ALBALB3 AT2G28800 -1.26 -0.33 -3.35 0.012961 0.045693 -3.49
247127_at putative protein similar to unknown --- AT5G66100 -1.29 -0.36 -3.35 0.012965 0.0457 -3.49
254042_at  xyloglucan endo-1,4-beta-D-glucanXTR6 AT4G25810 -3.54 -1.82 -3.35 0.012974 0.045726 -3.49
246552_at putative protein --- AT5G15420 -1.71 -0.77 -3.35 0.012985 0.045759 -3.49
265959_at unknown protein  ;supported by full---- AT2G37240 -1.78 -0.83 -3.35 0.01299 0.045769 -3.49
266591_at expressed protein  supported by cDABIL1 AT2G46225 -1.55 -0.63 -3.35 0.012996 0.045784 -3.49
262148_at  chloroplast-localized small heat sho--- AT1G52560 1.79 0.84 3.35 0.013009 0.045821 -3.49
249317_at glutathione transferase ATGSTT2 AT5G41240 -1.29 -0.37 -3.35 0.013018 0.045847 -3.49
263551_at hypothetical protein contains NLS (P--- AT2G17110 1.75 0.81 3.35 0.013028 0.045873 -3.49
258189_at unknown protein  ;supported by full-JAZ3 AT3G17860 -1.68 -0.75 -3.35 0.013032 0.045876 -3.49
258238_at unknown protein RST1 AT3G27670 1.25 0.32 3.35 0.013033 0.045876 -3.49
245792_at  pinoresinol-lariciresinol reductase, PRR1 AT1G32100 -2.30 -1.20 -3.35 0.013044 0.04591 -3.49
260626_at  storage protein, putative similar to G--- AT1G08040 -1.35 -0.44 -3.35 0.013049 0.045921 -3.49
245949_at elongation factor 1B alpha-subunit  --- AT5G19510 1.42 0.50 3.35 0.013056 0.045938 -3.49
252574_at  receptor like protein kinase recepto--- AT3G45430 -1.33 -0.42 -3.35 0.013068 0.045972 -3.50
264625_at hypothetical protein Contains similaSNF4 AT1G09020 -1.30 -0.38 -3.34 0.013093 0.046052 -3.50
252716_at  putative protein CAF protein, Arabi DCL3 AT3G43920 1.39 0.47 3.34 0.013119 0.046138 -3.50
263556_at hypothetical protein predicted by ge--- AT2G16365 1.36 0.44 3.34 0.013137 0.046193 -3.50
246929_at putative protein  ; supported by full- --- AT5G25210 -1.43 -0.52 -3.34 0.013153 0.046243 -3.50
263158_at  CCAAT-binding factor B subunit, puNF-YA5 AT1G54160 -1.30 -0.38 -3.34 0.013161 0.046264 -3.50
251251_at  serine/threonine protein kinase-like--- AT3G62220 -1.34 -0.42 -3.34 0.013168 0.046281 -3.50
264535_at  Phosphatidylinositol Transfer Prote--- AT1G55690 -1.99 -1.00 -3.34 0.013174 0.046293 -3.50
263570_at aldehyde oxidase identical to GP:31AAO3 AT2G27150 1.58 0.66 3.34 0.013185 0.046325 -3.50
250570_at putative protein hypothetical bacteriEMB1873 AT5G08170 1.44 0.52 3.34 0.01319 0.046327 -3.51
257251_at  type 1 membrane protein, putative PMP AT3G24160 -1.31 -0.39 -3.34 0.013191 0.046327 -3.51
249208_at allene oxide synthase (emb CAA73 AOS AT5G42650 -2.12 -1.08 -3.34 0.013191 0.046327 -3.51
249088_at selenium-binding protein-like --- AT5G44230 1.45 0.54 3.34 0.0132 0.04635 -3.51
253095_at  putative protein ribonuclease III, Ba--- AT4G37510 1.32 0.40 3.34 0.013218 0.046402 -3.51



259577_at unknown protein --- AT1G35340 -1.41 -0.50 -3.34 0.013219 0.046402 -3.51
265319_at auxin-regulated protein (IAA8)  ;supIAA8 AT2G22670 -1.72 -0.79 -3.34 0.013243 0.046472 -3.51
249911_at glucosyltransferase-like protein  ; suCSLA02 AT5G22740 -2.67 -1.42 -3.33 0.013255 0.046506 -3.51
267362_at hypothetical protein predicted by ge--- AT2G39910 1.25 0.32 3.33 0.013276 0.046575 -3.51
245786_at  G-Box binding protein, putative sim--- AT1G32150 -1.23 -0.30 -3.33 0.01328 0.04658 -3.51
252352_at Expressed protein ; supported by fu--- AT3G48185 1.41 0.50 3.33 0.013287 0.0466 -3.51
247654_at  cytoplasmic ribosomal protein S15a--- AT5G59850 1.94 0.96 3.33 0.013292 0.046609 -3.51
254628_at Expressed protein ; supported by fu--- AT4G18593 1.23 0.30 3.33 0.013302 0.046635 -3.51
261041_at hypothetical protein contains similarEER4 AT1G17440 1.31 0.39 3.33 0.013304 0.046635 -3.51
250395_at  putative protein cylicin II, bovine, P --- AT5G10950 1.51 0.60 3.33 0.013305 0.046635 -3.51
265799_at unknown protein  ; supported by cD--- AT2G35680 1.34 0.43 3.33 0.013316 0.046663 -3.52
260006_at phosphatidylinositol synthase (PIS1ATPIS1 AT1G68000 -1.23 -0.30 -3.33 0.013329 0.046702 -3.52
252575_at  receptor like protein kinase recepto--- AT3G45440 -1.45 -0.54 -3.33 0.013341 0.046737 -3.52
248807_at pectin methylesterase-like --- AT5G47500 -1.22 -0.28 -3.33 0.013356 0.046783 -3.52
250950_at putative protein ATEXO70AAT5G03540 / -1.39 -0.47 -3.33 0.013359 0.046786 -3.52
249256_at putative protein strong similarity to u--- AT5G41620 1.45 0.54 3.33 0.013362 0.046789 -3.52
260853_at hypothetical protein predicted by ge--- AT1G21950 -1.48 -0.57 -3.33 0.013366 0.046796 -3.52
248971_at putative protein contains similarity to--- AT5G45000 -1.53 -0.61 -3.33 0.01337 0.046803 -3.52
251445_at  putative protein hypothetical protein--- AT3G59870 -1.25 -0.32 -3.33 0.013389 0.046857 -3.52
263209_at Expressed protein ; supported by fu--- AT1G10522 1.70 0.76 3.33 0.01339 0.046857 -3.52
256881_at hypothetical protein  ; supported by --- AT3G26410 1.30 0.38 3.33 0.013398 0.046881 -3.52
245650_at F5A9.20 similar to S-adenosyl-L-me--- AT1G24735 -1.34 -0.42 -3.33 0.013404 0.046895 -3.52
249254_at unknown protein --- AT5G42110 -1.32 -0.40 -3.33 0.013407 0.046896 -3.52
260156_at NAM-like protein similar to NAM (noNAM AT1G52880 1.58 0.66 3.33 0.01342 0.046933 -3.52
253425_at  putative protein myosin heavy chai --- AT4G32190 -1.57 -0.65 -3.32 0.013429 0.046954 -3.52
261498_at  receptor kinase, putative similar to HSL1 AT1G28440 -1.42 -0.50 -3.32 0.01343 0.046954 -3.52
261584_at CAF protein identical to RNA helica DCL1 AT1G01040 1.47 0.55 3.32 0.013445 0.046999 -3.53
249876_at putative protein similar to unknown CaS AT5G23060 -1.38 -0.47 -3.32 0.013457 0.047037 -3.53
247025_at zeaxanthin epoxidase precursor  ; sABA1 AT5G67030 -1.40 -0.48 -3.32 0.013467 0.047062 -3.53
249734_at putative protein strong similarity to uIRE1-1 AT5G24360 -1.24 -0.31 -3.32 0.013484 0.047113 -3.53
252241_at  putative protein CND41, chloroplas--- AT3G50050 -1.31 -0.39 -3.32 0.013485 0.047113 -3.53
258196_at hypothetical protein predicted by ge--- AT3G13980 -2.24 -1.16 -3.32 0.013498 0.047145 -3.53
265195_at hypothetical protein --- AT2G36730 1.26 0.33 3.32 0.013499 0.047145 -3.53
253542_at  putative protein deubiquitinating enUBP18 AT4G31670 1.29 0.37 3.32 0.013501 0.047145 -3.53
256155_at  MYB-family transcription factor, putMYB83 AT3G08500 -1.26 -0.33 -3.32 0.013508 0.047163 -3.53



263956_at putative homeodomain transcriptionBLH1 AT2G35940 1.62 0.69 3.32 0.013513 0.047172 -3.53
257809_at  ribonucleotide reductase small sub TSO2 AT3G27060 -1.47 -0.56 -3.32 0.013518 0.047184 -3.53
253847_at  putative protein CRP1, Zea mays, A--- AT4G28010 1.29 0.36 3.32 0.01352 0.047184 -3.53
245627_at  water stress-induced protein, putat AtGolS2 AT1G56600 1.77 0.83 3.32 0.013525 0.047194 -3.53
258570_at  phosphoenolpyruvate carboxylase PPCK2 AT3G04530 1.39 0.47 3.32 0.013527 0.047194 -3.53
253098_at cytochrome P450-like protein CYP81D3 AT4G37340 -1.35 -0.44 -3.32 0.013532 0.047204 -3.53
255913_at  kinase, putative similar to leaf rust --- AT1G66980 1.24 0.30 3.32 0.013541 0.047228 -3.53
247014_at RuvB DNA helicase-like protein  ; su--- AT5G67630 1.72 0.78 3.32 0.013544 0.04723 -3.53
260929_at  transcription factor TFIID, putative TAF13 AT1G02680 1.48 0.57 3.32 0.013549 0.04724 -3.53
264329_at  unknown protein Contains similarity--- AT1G04140 1.26 0.34 3.32 0.013555 0.047257 -3.53
248364_at fibrillarin 3 (AtFib3) similar to fibrillar--- AT5G52490 -1.26 -0.33 -3.32 0.013568 0.047294 -3.54
259733_at nucellin-like protein similar to nucell --- AT1G77480 1.56 0.64 3.32 0.013576 0.047313 -3.54
258683_at putative protein kinase contains PfaATSIK AT3G08760 1.61 0.69 3.32 0.01358 0.047319 -3.54
261678_at  disease resistance protein, putative--- AT1G47370 -1.35 -0.44 -3.32 0.013585 0.04733 -3.54
246763_at NHE1 Na+/H+ exchanger  ; supportNHX1 AT5G27150 1.56 0.64 3.32 0.013588 0.047333 -3.54
247287_at unknown protein  ; supported by cD--- AT5G64230 1.65 0.72 3.32 0.013595 0.047345 -3.54
265717_at unknown protein  ;supported by full---- AT2G03510 1.40 0.49 3.32 0.013596 0.047345 -3.54
260552_at putative glyoxalase II  ; supported bGLX2-1 AT2G43430 -1.25 -0.32 -3.32 0.013598 0.047345 -3.54
261538_at unknown protein ; supported by cDN--- AT1G01830 1.74 0.80 3.32 0.0136 0.047345 -3.54
253792_at  ammonium transporter - like proteinAMT1;4 AT4G28700 -1.38 -0.47 -3.32 0.013603 0.047351 -3.54
251785_at  ABC transporter - like protein breasATWBC19 AT3G55130 -1.78 -0.83 -3.32 0.013608 0.047359 -3.54
248534_at putative protein contains similarity to--- AT5G50030 -1.28 -0.36 -3.31 0.013615 0.047376 -3.54
246513_at hypothetical protein --- AT5G15680 1.26 0.33 3.31 0.013623 0.047396 -3.54
264804_at  putative receptor kinase, CLV1 sim--- AT1G08590 -1.37 -0.46 -3.31 0.013625 0.047396 -3.54
260684_at  transcription factor, putative similarNF-YA8 AT1G17590 1.45 0.53 3.31 0.013637 0.047432 -3.54
252707_at  transporter-like protein multidrug-efZIFL2 AT3G43790 1.39 0.47 3.31 0.013645 0.047454 -3.54
245989_s_apolyubiquitin (UBQ4) identical to GI UBQ4 AT5G20620 1.33 0.41 3.31 0.013662 0.047504 -3.54
263853_at putative mutT domain protein --- AT2G04440 -1.47 -0.56 -3.31 0.013686 0.047579 -3.54
264560_at hypothetical protein predicted by ge--- AT1G55820 1.26 0.34 3.31 0.013691 0.047586 -3.54
255560_at  hypothetical protein similar to C. ele--- AT4G02030 -1.25 -0.32 -3.31 0.013694 0.047586 -3.55
247904_at putative protein contains similarity toAIL5 AT5G57390 -1.41 -0.49 -3.31 0.013696 0.047586 -3.55
264023_at Expressed protein ; supported by fu--- AT2G21195 1.58 0.66 3.31 0.013696 0.047586 -3.55
260527_at unknown protein  ;supported by full---- AT2G47270 2.58 1.37 3.31 0.013703 0.047605 -3.55
251528_at  putative protein hypothetical protein--- AT3G58600 -1.37 -0.46 -3.31 0.013715 0.047639 -3.55
250740_at t-SNARE SED5 (gb|AAC06291.1)  ;SYP31 AT5G05760 -1.25 -0.32 -3.31 0.013723 0.04766 -3.55



247977_at putative protein similar to unknown --- AT5G56850 -1.44 -0.53 -3.31 0.013743 0.047705 -3.55
250220_at receptor protein kinase-like protein --- AT5G14210 -1.80 -0.85 -3.31 0.013758 0.047744 -3.55
266323_at putative calcium-dependent protein CRK3 AT2G46700 -1.32 -0.40 -3.31 0.013758 0.047744 -3.55
261969_at hypothetical protein contains similar--- AT1G65950 1.26 0.34 3.31 0.01377 0.047777 -3.55
262459_at hypothetical protein similar to hypot --- AT1G50400 1.43 0.51 3.31 0.013775 0.047787 -3.55
260167_at hypothetical protein predicted by ge--- AT1G71970 1.36 0.44 3.31 0.013786 0.047818 -3.55
265550_at hypothetical protein predicted by ge--- --- -1.30 -0.37 -3.31 0.013789 0.047818 -3.55
260553_at unknown protein similar to T11A07. --- AT2G41800 -1.27 -0.35 -3.31 0.01379 0.047818 -3.55
260365_at hypothetical protein predicted by ge--- AT1G70630 -1.31 -0.39 -3.30 0.013795 0.047827 -3.55
261169_at  sucrose-phosphate synthase, putatATSPS3F AT1G04920 -1.33 -0.42 -3.30 0.013799 0.047828 -3.55
248771_at unknown protein --- AT5G47790 1.37 0.45 3.30 0.013801 0.047828 -3.55
264775_at  putative endo-1,4-beta-D-glucanas CEL5 AT1G22880 -1.38 -0.46 -3.30 0.01381 0.047851 -3.55
247747_at  putative protein predicted proteins, --- AT5G59000 -1.43 -0.51 -3.30 0.01382 0.047875 -3.55
245064_at Expressed protein ; supported by fu--- AT2G39725 1.58 0.66 3.30 0.013821 0.047875 -3.55
255579_at putative bHLH DNA-binding protein --- AT4G01460 -1.75 -0.81 -3.30 0.013852 0.047976 -3.56
264168_at unknown protein Similar to yeast ge--- AT1G02080 1.33 0.41 3.30 0.013855 0.047977 -3.56
263756_at putative ubiquitin fusion-degradation--- AT2G21270 1.24 0.32 3.30 0.013877 0.048047 -3.56
254492_at endomembrane-associated protein PCAP1 AT4G20260 1.33 0.41 3.30 0.013881 0.048054 -3.56
266450_s_ahypothetical protein predicted by ge--- AT2G43190 1.44 0.53 3.30 0.013887 0.048062 -3.56
259649_at  Serine/arginine-rich protein, putativTAF7 AT1G55300 -1.29 -0.36 -3.30 0.013888 0.048062 -3.56
251103_at  putative protein protein phosphatas--- AT5G01700 -1.43 -0.52 -3.30 0.013893 0.04807 -3.56
253905_s_a putative protein retrotransposon Op--- --- -1.23 -0.30 -3.30 0.013894 0.04807 -3.56
267172_at unknown protein  ;supported by full---- AT2G37660 -1.40 -0.49 -3.30 0.013905 0.048101 -3.56
258446_at hypothetical protein predicted by ge--- AT3G22430 1.28 0.36 3.30 0.013927 0.048163 -3.56
250042_at  putative protein non-consensus GC--- AT5G18420 1.30 0.37 3.30 0.013938 0.048191 -3.56
259570_at hypothetical protein COR47 AT1G20440 -1.66 -0.73 -3.30 0.01395 0.048228 -3.56
245459_at hypothetical protein --- --- -1.49 -0.58 -3.30 0.013956 0.048237 -3.57
254362_at Expressed protein ; supported by fu--- AT4G22160 -1.44 -0.53 -3.30 0.013957 0.048237 -3.57
265038_at  putative protein kinase highly simila--- AT1G03920 -1.31 -0.39 -3.30 0.013965 0.048248 -3.57
263000_at hypothetical protein similar to hypot --- AT1G54350 -1.34 -0.42 -3.30 0.013966 0.048248 -3.57
246061_at RAN GTPase activating protein 2  ; RANGAP2 AT5G19320 1.22 0.29 3.30 0.013968 0.048248 -3.57
250229_at putative protein contains similarity toNACA3 AT5G13850 1.56 0.64 3.30 0.013969 0.048248 -3.57
257954_at putative UDP-glucose glucosyltrans--- AT3G21760 1.35 0.43 3.30 0.013976 0.048263 -3.57
260134_at  Myb-related transcription factor, puMYB113 AT1G66370 -1.40 -0.49 -3.30 0.013977 0.048263 -3.57
263864_at hypothetical protein predicted by geCPZ AT2G04530 1.32 0.40 3.29 0.013982 0.048267 -3.57



266053_at unknown protein --- AT2G40730 -1.33 -0.41 -3.29 0.013987 0.048273 -3.57
255814_at unknown protein --- AT1G19900 -1.27 -0.34 -3.29 0.013994 0.048283 -3.57
261752_at putative AMP-binding protein conta --- AT1G76290 -1.31 -0.39 -3.29 0.013994 0.048283 -3.57
256939_at  multicatalytic endopeptidase complPBD1 AT3G22630 1.46 0.54 3.29 0.014011 0.048336 -3.57
254616_at shaggy-like protein kinase etha (ECBIN2 AT4G18710 -1.28 -0.36 -3.29 0.014034 0.048406 -3.57
249303_at putative protein strong similarity to u--- AT5G41460 -1.51 -0.60 -3.29 0.014048 0.048447 -3.57
264883_s_asecretory carrier membrane protein --- AT1G11180 / 1.29 0.37 3.29 0.014076 0.048539 -3.57
261676_at Expressed protein ; supported by fu--- AT1G18480 1.39 0.47 3.29 0.014083 0.048556 -3.57
246180_at  putative protein predicted proteins, --- AT5G20840 -1.28 -0.35 -3.29 0.014094 0.048583 -3.58
261174_at  26S proteasome regulatory subunit--- AT1G04810 1.37 0.45 3.29 0.014096 0.048583 -3.58
255931_at hypothetical protein similar to putati AtPP2-A12 AT1G12710 -1.56 -0.65 -3.29 0.014098 0.048583 -3.58
248268_at importin beta --- AT5G53480 -1.37 -0.45 -3.29 0.014105 0.0486 -3.58
249551_at  putative protein predicted proteins, --- AT5G38220 1.39 0.47 3.29 0.014117 0.048618 -3.58
255739_at unknown protein similar to hypothetANAC008 AT1G25580 1.44 0.53 3.29 0.014118 0.048618 -3.58
251414_at hypothetical protein --- AT3G60370 -1.39 -0.48 -3.29 0.014118 0.048618 -3.58
248472_at cyclin-dependent protein kinase-like--- AT5G50860 1.33 0.42 3.29 0.014119 0.048618 -3.58
262432_at unknown protein --- AT1G47530 1.65 0.72 3.29 0.014121 0.048621 -3.58
257804_at  protein kinase, putative similar to s --- AT3G18810 -1.26 -0.34 -3.29 0.014124 0.048621 -3.58
255696_at putative nucleotide sugar epimeraseGAE3 AT4G00110 -1.33 -0.41 -3.29 0.014131 0.048639 -3.58
264735_s_ahypothetical protein similar to hypot --- AT1G62000 / -1.40 -0.49 -3.29 0.014144 0.048676 -3.58
246730_at  40S ribosomal protein S19 - like 40--- AT5G28060 1.61 0.69 3.29 0.014151 0.048682 -3.58
258884_at  threonine dehydratase/deaminase OMR1 AT3G10050 1.64 0.72 3.29 0.014152 0.048682 -3.58
245672_at  polygalacturonase, putative similar --- AT1G56710 1.42 0.51 3.29 0.014154 0.048682 -3.58
252161_at proline-rich protein --- AT3G50580 -1.22 -0.29 -3.29 0.014157 0.048682 -3.58
258916_at putative ABC transporter ATPase siATNAP7 AT3G10670 -1.28 -0.36 -3.29 0.014159 0.048682 -3.58
263223_at  coatomer-like protein, epsilon subu--- AT1G30630 -1.34 -0.42 -3.29 0.01416 0.048682 -3.58
263804_at putative protein kinase contains a p --- AT2G40270 -1.39 -0.48 -3.29 0.014164 0.048685 -3.58
248064_at unknown protein --- AT5G55570 -1.93 -0.95 -3.28 0.014204 0.048815 -3.58
250688_at transcription factor-like protein  ;supNF-YA10 AT5G06510 1.27 0.34 3.28 0.014213 0.048829 -3.58
246015_at  putative protein predicted proteins, --- AT5G10700 -1.28 -0.35 -3.28 0.014214 0.048829 -3.58
253457_at  putative protein C56A3.6,Caenorha--- AT4G32060 -1.35 -0.43 -3.28 0.014222 0.04885 -3.59
255752_at  secretory carrier membrane protein--- AT1G32050 -1.41 -0.50 -3.28 0.014232 0.048856 -3.59
252242_at  F-box protein family, AtFBL16 cont VFB2 AT3G50080 1.32 0.40 3.28 0.014233 0.048856 -3.59
259215_at unknown protein largely predicted bDEX1 AT3G09090 1.27 0.35 3.28 0.014236 0.048856 -3.59
261699_at hypothetical protein identical to hyp --- AT1G32660 -1.33 -0.41 -3.28 0.014236 0.048856 -3.59



255003_at  AIG1-like protein AIG1 - Arabidops --- AT4G09950 -1.26 -0.33 -3.28 0.014237 0.048856 -3.59
247793_at putative protein  ; supported by cDNPSY1 AT5G58650 1.48 0.56 3.28 0.014242 0.048861 -3.59
245080_at putative receptor-like protein kinase--- AT2G23300 -1.44 -0.53 -3.28 0.014268 0.048941 -3.59
253738_at  photosystem I subunit PSI-E - like pPSAE-1 AT4G28750 -1.22 -0.29 -3.28 0.014274 0.048954 -3.59
256766_at Expressed protein ; supported by cDPCC1 AT3G22231 -13.63 -3.77 -3.28 0.014276 0.048954 -3.59
245116_at unknown protein  ; supported by cD--- AT2G41620 1.72 0.78 3.28 0.014286 0.048978 -3.59
253755_at  26S proteasome subunit 4-like protRPT2a AT4G29040 1.31 0.39 3.28 0.014288 0.048979 -3.59
245320_at Expressed protein ; supported by fu--- AT4G16444 1.27 0.35 3.28 0.014294 0.048994 -3.59
247965_at putative protein similar to unknown AGP14 AT5G56540 -1.53 -0.61 -3.28 0.014302 0.049013 -3.59
245458_at kinase like protein --- AT4G16970 -1.30 -0.38 -3.28 0.014308 0.049024 -3.59
265914_at En/Spm-like transposon protein rela--- --- -1.24 -0.31 -3.28 0.01431 0.049024 -3.59
246826_at  UTP-glucose glucosyltransferase - UGT72E3 AT5G26310 -1.29 -0.37 -3.28 0.014319 0.04905 -3.59
251288_at exonuclease RRP41  ; supported byRRP41 AT3G61620 1.44 0.52 3.28 0.014322 0.049053 -3.59
245194_at F12A21.5 similar to protein phospha--- AT1G67820 1.61 0.69 3.28 0.014332 0.049077 -3.59
261500_at hypothetical protein predicted by ge--- AT1G28400 1.99 0.99 3.28 0.014335 0.049081 -3.59
251964_at hypothetical protein  ; supported by --- AT3G53370 -1.53 -0.61 -3.28 0.014338 0.049083 -3.59
253482_at Expressed protein ; supported by cD--- AT4G31985 1.96 0.97 3.28 0.014342 0.049091 -3.59
245517_at hypothetical protein --- AT4G15840 1.22 0.28 3.28 0.014348 0.049102 -3.59
247517_at  100 kDa coactivator - like protein 1 --- AT5G61780 -1.38 -0.46 -3.28 0.014352 0.049111 -3.60
253921_at glutamine amidotransferase/cyclaseAT-HF AT4G26900 1.34 0.42 3.28 0.014359 0.049127 -3.60
265905_at putative transcription elongation fac --- AT2G25640 -1.24 -0.31 -3.27 0.01438 0.049188 -3.60
262730_at putative transport protein may be a ATOCT3 AT1G16390 -1.34 -0.42 -3.27 0.014384 0.049188 -3.60
262760_at hypothetical protein contains similar--- AT1G10770 2.38 1.25 3.27 0.014385 0.049188 -3.60
251820_at  putative protein In2-1 protein, Zea GSTL2 AT3G55040 -1.72 -0.78 -3.27 0.014386 0.049188 -3.60
245930_at  transcriptional co-activator-like prot--- AT5G09240 -1.53 -0.61 -3.27 0.014389 0.049188 -3.60
251723_at  putative protein speckle-type prote --- AT3G56230 -1.36 -0.45 -3.27 0.01439 0.049188 -3.60
249958_at  plasma membrane associated prot --- AT5G18970 -1.44 -0.52 -3.27 0.014398 0.049208 -3.60
258772_at putative ubiquinol-cytochrome C red--- AT3G10860 1.37 0.45 3.27 0.014403 0.04922 -3.60
248423_at putative protein contains similarity to--- AT5G51670 -1.51 -0.59 -3.27 0.014409 0.04923 -3.60
261933_at  3-deoxy-D-arabino-heptulosonate 7--- AT1G22410 1.71 0.78 3.27 0.014419 0.049257 -3.60
253303_at putative protein  ; supported by full- --- AT4G33780 1.31 0.39 3.27 0.014431 0.049291 -3.60
249094_at dimethylaniline monooxygenase-likeYUC5 AT5G43890 -1.38 -0.46 -3.27 0.01444 0.049314 -3.60
259653_at unknown protein --- AT1G55240 -1.24 -0.31 -3.27 0.014444 0.049322 -3.60
262588_at  unknown protein Similar to gb|AJ00--- AT1G15130 -1.31 -0.39 -3.27 0.014455 0.049342 -3.60
255775_at hypothetical protein predicted by geRBL12 AT1G18600 -1.28 -0.36 -3.27 0.014462 0.049342 -3.60



267461_at putative auxin-regulated protein  ;su--- AT2G33830 1.37 0.45 3.27 0.014464 0.049342 -3.60
251562_at  putative protein hypothetical protein--- AT3G57890 -1.28 -0.35 -3.27 0.014465 0.049342 -3.60
247508_at  auxin response factor - like protein ARF2 AT5G62000 -1.46 -0.55 -3.27 0.014465 0.049342 -3.60
256060_at hypothetical protein contains similar--- AT1G07050 1.51 0.59 3.27 0.014465 0.049342 -3.60
254913_at  putative protein beta-transducin rep--- AT4G11270 1.28 0.36 3.27 0.014471 0.049353 -3.60
253160_at  putative protein predicted protein, S--- AT4G35760 1.50 0.59 3.27 0.014478 0.049373 -3.60
250812_at putative protein similar to unknown --- AT5G04900 1.27 0.35 3.27 0.014485 0.049386 -3.60
262923_at Dhp1-like protein similar to Dhp1 pr XRN3 AT1G75660 1.29 0.37 3.27 0.014488 0.04939 -3.61
251170_at ATMRK1  ;supported by full-length cATMRK1 AT3G63260 1.23 0.30 3.27 0.014495 0.049404 -3.61
253240_at  putative ketoacyl-CoA synthase fat KCS17 AT4G34510 -1.25 -0.32 -3.27 0.014496 0.049404 -3.61
248890_at disease resistance protein-like --- AT5G46270 1.28 0.35 3.27 0.014516 0.049464 -3.61
246407_at  disease resistance protein RPS4, p--- AT1G57670 -1.24 -0.31 -3.27 0.014518 0.049464 -3.61
264441_at Expressed protein ; supported by fu--- AT1G27435 1.36 0.44 3.27 0.014522 0.049464 -3.61
254096_at  acid phosphatase - like protein acid--- AT4G25150 -1.33 -0.41 -3.27 0.014525 0.049464 -3.61
264289_at hypothetical protein similar to hypot --- AT1G61890 -1.98 -0.99 -3.27 0.014527 0.049464 -3.61
247107_at senescence-associated protein alm STR16 AT5G66040 1.53 0.61 3.27 0.014527 0.049464 -3.61
266604_at  E2, ubiquitin-conjugating enzyme 6UBC6 AT2G46030 -1.63 -0.71 -3.27 0.014541 0.049504 -3.61
257973_at unknown protein --- AT3G20720 1.38 0.46 3.27 0.01455 0.049525 -3.61
257376_at hypothetical protein predicted by ge--- AT2G32350 -1.31 -0.39 -3.27 0.014552 0.049525 -3.61
251088_at putative protein several hypothetica --- AT5G01480 -1.48 -0.57 -3.27 0.014553 0.049525 -3.61
256876_at hypothetical protein predicted by ge--- AT3G26360 1.22 0.28 3.26 0.014557 0.049527 -3.61
248637_at DNAJ-like protein --- AT5G49060 1.28 0.35 3.26 0.014559 0.049527 -3.61
260313_at putative disease resistance protein --- AT1G63870 -1.39 -0.47 -3.26 0.014568 0.049548 -3.61
257679_at  glycine-rich protein, putative identicGRP5 AT3G20470 -2.30 -1.20 -3.26 0.014569 0.049548 -3.61
264003_at Expressed protein ; supported by fuGEM AT2G22475 -1.40 -0.49 -3.26 0.014593 0.049623 -3.61
245228_at phytochelatin synthetase-like protei COBL2 AT3G29810 -1.85 -0.89 -3.26 0.0146 0.049638 -3.61
250212_at putative protein contains similarity toSUVH4 AT5G13960 1.31 0.39 3.26 0.014608 0.049659 -3.61
251139_at  cell division - like protein JM23 prot--- AT5G01230 1.38 0.46 3.26 0.014613 0.049661 -3.61
254483_at  putative protein CRP1, Zea mays, --- AT4G20740 1.43 0.52 3.26 0.014613 0.049661 -3.61
257108_x_ahypothetical protein --- --- -1.25 -0.32 -3.26 0.014617 0.049667 -3.61
264025_at AUX1-like amino acid permease  ; s--- AT2G21050 -2.44 -1.29 -3.26 0.014621 0.04967 -3.61
250895_at  RIBOSOMAL PROTEIN S28- like r --- AT5G03850 1.51 0.60 3.26 0.014622 0.04967 -3.61
249290_at putative protein strong similarity to u--- AT5G41060 -1.58 -0.66 -3.26 0.014631 0.049692 -3.62
260334_at homeotic protein (ATK1) identical toKNAT2 AT1G70510 -1.26 -0.33 -3.26 0.014639 0.049712 -3.62
260999_at hypothetical protein similar to putati --- AT1G26580 1.26 0.33 3.26 0.014672 0.049816 -3.62



247289_at 2-oxoglutarate/malate translocator  DIT2.1 AT5G64290 -1.38 -0.46 -3.26 0.014676 0.049816 -3.62
262736_at  lipase, putative contains Pfam profi--- AT1G28570 1.28 0.35 3.26 0.014676 0.049816 -3.62
248982_at chloroplast nucleoid DNA-binding p --- AT5G45120 -1.32 -0.40 -3.26 0.014682 0.049818 -3.62
264553_s_a putative cinnamyl alcohol dehydrog--- AT1G09480 / 1.36 0.45 3.26 0.014683 0.049818 -3.62
253684_at nucleotide pyrophosphatase - like p --- AT4G29690 -1.34 -0.42 -3.26 0.014683 0.049818 -3.62
264277_at  polygalacturonase isoenzyme 1 be --- AT1G60390 -1.31 -0.39 -3.26 0.01469 0.049834 -3.62
253307_at  putative protein auxin-induced prot --- AT4G33670 1.34 0.43 3.26 0.014699 0.049855 -3.62
259806_at  mysoin-like protein similar to GI:23 --- AT1G47900 -1.48 -0.56 -3.26 0.01471 0.049886 -3.62
259304_at putative nucleotide repair protein simERCC1 AT3G05210 1.29 0.37 3.26 0.014729 0.049937 -3.62
259287_at putative rac GTPase activating prot --- AT3G11490 -1.36 -0.45 -3.26 0.014731 0.049937 -3.62
266171_at putative CCAAT-binding transcriptioNF-YB1 AT2G38880 1.39 0.47 3.26 0.014731 0.049937 -3.62
256050_at  leucine zipper protein, putative sim ATEXO70BAT1G07000 -1.31 -0.39 -3.26 0.014738 0.049953 -3.62
244921_s_ahypothetical protein --- AT2G07674 / 1.48 0.57 3.26 0.014741 0.049955 -3.62
252420_at putative protein several hypothetica --- AT3G47530 1.48 0.57 3.26 0.014744 0.049956 -3.62
249291_at glutathione transferase AtGST 10 (eATGSTT1 AT5G41210 1.33 0.41 3.25 0.014755 0.049987 -3.62
257004_s_a glycolate oxidase, putative similar t --- AT3G14130 / 1.25 0.33 3.25 0.014762 0.050003 -3.62
263841_at putative xyloglucan endo-transglyco--- AT2G36870 -6.06 -2.60 -3.25 0.014766 0.050004 -3.63
253458_at  putative protein predicted protein, A--- AT4G32070 1.53 0.61 3.25 0.014767 0.050004 -3.63
265050_at  jasmonate inducible protein, putativ--- AT1G52070 -1.26 -0.33 -3.25 0.014796 0.050095 -3.63
251292_at  putative protein hypothetical protein--- AT3G61920 -1.43 -0.52 -3.25 0.0148 0.050102 -3.63
253633_at  putative protein tetratricopeptide re --- AT4G30480 1.35 0.44 3.25 0.01481 0.050127 -3.63
260279_at putative DNA repair protein similar t--- AT1G80420 -1.29 -0.37 -3.25 0.014813 0.05013 -3.63
255045_at  putative protein hypothetical protein--- AT4G09690 -1.33 -0.41 -3.25 0.014817 0.050131 -3.63
262431_at  trypsin inhibitor 2, putative similar t --- AT1G47540 -1.28 -0.35 -3.25 0.014817 0.050131 -3.63
246335_at lethal leaf-spot 1 homolog Lls1 ACD1 AT3G44880 1.42 0.50 3.25 0.01482 0.050132 -3.63
251013_at  putative protein various predicted p--- AT5G02540 -4.56 -2.19 -3.25 0.014827 0.050148 -3.63
262767_at putative oxysterol-binding protein si ORP1D AT1G13170 -1.74 -0.80 -3.25 0.014836 0.050171 -3.63
252234_at putative protein  ; supported by full- ATPSK4 AT3G49780 2.77 1.47 3.25 0.014849 0.050208 -3.63
263733_at  polyprotein, putative similar to poly --- --- -1.22 -0.29 -3.25 0.014854 0.050215 -3.63
262664_at hypothetical protein predicted by ge--- AT1G13970 1.29 0.37 3.25 0.014855 0.050215 -3.63
265945_at putative cytokinin oxidase  ; supportCKX2 AT2G19500 -1.28 -0.36 -3.25 0.014877 0.050281 -3.63
252786_at  putative protein putative DNA-helic CHR38 AT3G42670 1.65 0.72 3.25 0.014891 0.050321 -3.63
256045_at  MAP3K gamma protein kinase, putMAPKKK13AT1G07150 -1.33 -0.42 -3.25 0.014896 0.050325 -3.63
258366_at  DNA-binding protein contains AP2 RAP2.2 AT3G14230 1.33 0.41 3.25 0.014897 0.050325 -3.63
257881_at putative serine carboxypeptidase II scpl33 AT3G17180 -1.38 -0.46 -3.25 0.014899 0.050325 -3.63



259578_at unknown protein --- AT1G27990 -1.51 -0.59 -3.25 0.014904 0.050335 -3.64
254284_at  putative fizzy-related protein fizzy-rFZR2 AT4G22910 -1.47 -0.55 -3.25 0.014911 0.050352 -3.64
251610_at  putative protein hypothetical protein--- AT3G57930 -2.23 -1.16 -3.25 0.014921 0.050376 -3.64
262370_at hypothetical protein predicted by ge--- AT1G73090 1.42 0.51 3.25 0.014924 0.050376 -3.64
265863_at putative membrane protein VIT1 AT2G01770 -1.39 -0.48 -3.25 0.014925 0.050376 -3.64
265357_at  E2, ubiquitin-conjugating enzyme, UBC29 AT2G16740 1.44 0.53 3.24 0.014972 0.050526 -3.64
249278_at putative protein strong similarity to u--- AT5G41900 -5.67 -2.50 -3.24 0.014988 0.050573 -3.64
265943_at putative cytidine deaminase  ;suppoCDA1 AT2G19570 -1.73 -0.79 -3.24 0.01499 0.050573 -3.64
261574_at  cytochrome P450, putative similar tCYP78A8 AT1G01190 -1.71 -0.78 -3.24 0.014996 0.050587 -3.64
258122_at hypothetical protein contains similarATGSL04 AT3G14570 -1.57 -0.65 -3.24 0.015004 0.050599 -3.64
251487_at cysteine synthase OASC AT3G59760 -1.68 -0.75 -3.24 0.015004 0.050599 -3.64
266633_at putative DnaJ protein --- AT2G35540 1.34 0.42 3.24 0.015009 0.050606 -3.64
246346_at hypothetical protein --- AT3G56810 -1.50 -0.58 -3.24 0.015016 0.050623 -3.64
262254_at unknown protein similar to GDSL-mGLIP5 AT1G53920 -1.72 -0.78 -3.24 0.015052 0.050738 -3.65
252025_at  putative protein chromosome assem--- AT3G52900 -1.32 -0.40 -3.24 0.015071 0.05079 -3.65
259721_at putative phosphatidylinositol-4-phos--- AT1G60890 1.46 0.55 3.24 0.015072 0.05079 -3.65
261355_at putative malate oxidoreductase sim ATNADP-MAT1G79750 1.35 0.43 3.24 0.015079 0.050801 -3.65
264581_at hypothetical protein predicted by ge--- AT1G05210 -1.75 -0.81 -3.24 0.01508 0.050801 -3.65
256754_at unknown protein CHUP1 AT3G25690 -1.33 -0.41 -3.24 0.015089 0.050826 -3.65
265246_at putative pectinesterase ATPMEPCRAT2G43050 -1.36 -0.44 -3.24 0.015093 0.050828 -3.65
256653_at hypothetical protein predicted by ge--- AT3G18870 1.30 0.38 3.24 0.015095 0.050828 -3.65
260102_at unknown protein --- AT1G35470 1.34 0.43 3.24 0.015098 0.050828 -3.65
255943_at  UDP-glucose glucosyltransferase, AtUGT85A5AT1G22370 2.23 1.16 3.24 0.015099 0.050828 -3.65
260065_at  putative RING zinc finger protein co--- AT1G73760 1.33 0.41 3.24 0.015104 0.050836 -3.65
248243_at unknown protein CPuORF50AT5G53588 / 1.24 0.31 3.24 0.015106 0.050837 -3.65
256438_s_aribosomal protein L41 identical to rib--- AT2G40205 / 1.76 0.82 3.24 0.015109 0.050837 -3.65
246036_at  alpha-galactosidase - like protein aAtAGAL2 AT5G08370 -1.73 -0.79 -3.24 0.015111 0.050837 -3.65
265850_at putative DnaJ protein --- AT2G35720 1.43 0.51 3.24 0.015113 0.050837 -3.65
245640_at  helix-loop-helix protein homolog, pu--- AT1G25330 -1.29 -0.36 -3.24 0.01512 0.050849 -3.65
267007_at 60S ribosomal protein L18A ; suppo--- AT2G34480 1.54 0.62 3.24 0.015121 0.050849 -3.65
246944_at  ubiquinol--cytochrome-c reductase --- AT5G25450 1.31 0.39 3.24 0.015146 0.050927 -3.65
249039_at late embryogenesis abundant prote --- AT5G44310 -1.33 -0.41 -3.24 0.015155 0.050949 -3.65
253312_s_a putative protein (1,4)-beta-xylan en--- AT4G33850 / -1.28 -0.36 -3.23 0.015159 0.050953 -3.65
254238_at  putative protein probable membran--- AT4G23540 1.39 0.48 3.23 0.015176 0.051003 -3.65
245946_at  putative protein glyoxal oxidase pre--- AT5G19580 -1.39 -0.48 -3.23 0.015185 0.051018 -3.66



251884_at  embryonic abundant protein -like e --- AT3G54150 3.51 1.81 3.23 0.015186 0.051018 -3.66
253200_at vacuolar H+-transporting ATPase 1 AVA-P1 AT4G34720 -1.37 -0.45 -3.23 0.015187 0.051018 -3.66
254119_at  putative pectate lyase pectate lyase--- AT4G24780 -2.81 -1.49 -3.23 0.015202 0.05106 -3.66
266761_at putative alcohol dehydrogenase --- AT2G47130 1.88 0.91 3.23 0.015205 0.051063 -3.66
252626_at  putative protein predicted protein, A--- AT3G44940 -1.40 -0.48 -3.23 0.015224 0.051119 -3.66
262155_at  glycosyl transferase, putative simila--- AT1G52420 1.34 0.42 3.23 0.01523 0.051133 -3.66
256885_at chaperone-like ATPase contains Pf --- AT3G15120 1.35 0.43 3.23 0.015238 0.051145 -3.66
252147_at putative protein several hypothetica --- AT3G51270 1.48 0.56 3.23 0.015238 0.051145 -3.66
253743_at  putative protein vegetative storage --- AT4G28940 -1.21 -0.28 -3.23 0.015246 0.051164 -3.66
255553_at predicted protein of unknown functio--- AT4G01960 1.44 0.52 3.23 0.015257 0.051193 -3.66
252528_at  E2, ubiquitin-conjugating enzyme 1UBC13 AT3G46460 -1.26 -0.33 -3.23 0.015261 0.051199 -3.66
252780_at alcohol dehydrogenase (ATA1)  ;su ATA1 AT3G42960 -1.50 -0.58 -3.23 0.015286 0.051277 -3.66
248916_at receptor protein kinase-like protein --- AT5G45840 -1.87 -0.90 -3.23 0.015303 0.051321 -3.66
248421_at unknown protein  ;supported by full---- AT5G51510 1.31 0.38 3.23 0.015304 0.051321 -3.66
254074_at transcriptional activator CBF1  CRTCBF1 AT4G25490 1.78 0.83 3.23 0.015312 0.05134 -3.66
259738_at predicted protein --- AT1G64355 -1.31 -0.39 -3.23 0.015314 0.05134 -3.66
249870_at unknown protein TGH AT5G23080 1.84 0.88 3.23 0.015324 0.051357 -3.66
245605_at ribonucleoprotein like protein --- AT4G14300 -1.23 -0.30 -3.23 0.015324 0.051357 -3.66
260832_at unknown protein ; supported by cDNGAUT6 AT1G06780 1.34 0.42 3.23 0.015358 0.051463 -3.67
265988_at hypothetical protein predicted by ge--- AT2G24255 -1.27 -0.34 -3.22 0.015377 0.051521 -3.67
251714_at  putative protein leucine-rich recepto--- AT3G56370 -1.84 -0.88 -3.22 0.015391 0.051558 -3.67
254014_at  NPR1 like protein regulatory protein--- AT4G26120 1.88 0.91 3.22 0.015393 0.051558 -3.67
250531_at GTP-binding protein LepA homolog --- AT5G08650 -1.48 -0.57 -3.22 0.015399 0.051573 -3.67
255791_at plastid protein identical to GB:Z8609DAL1 AT2G33430 1.42 0.51 3.22 0.015402 0.051575 -3.67
256063_at Expressed protein ; supported by fuSTN1 AT1G07130 1.32 0.40 3.22 0.015409 0.051589 -3.67
247896_at  26S proteasome regulatory subunit--- AT5G57950 1.25 0.32 3.22 0.015417 0.051609 -3.67
253139_at ankyrin repeat-containing protein 2 AKR2 AT4G35450 -1.25 -0.32 -3.22 0.015426 0.051626 -3.67
249233_at putative protein contains similarity to--- AT5G42150 2.05 1.04 3.22 0.015427 0.051626 -3.67
263173_at hypothetical protein predicted by geBRX-LIKE3AT1G54180 -1.25 -0.32 -3.22 0.01543 0.05163 -3.67
247002_at putative protein strong similarity to uHOS15 AT5G67320 1.34 0.42 3.22 0.015433 0.051632 -3.67
262870_at  alcohol dehydrogenase, putative si --- AT1G64710 2.51 1.33 3.22 0.015445 0.051664 -3.67
263202_at  putative inositol 1,4,5-trisphosphate5PTASE13 AT1G05630 -1.87 -0.91 -3.22 0.01545 0.05167 -3.67
248088_at 2-oxoglutarate dehydrogenase E2 s--- AT5G55070 1.44 0.53 3.22 0.015453 0.05167 -3.67
267376_at  putative receptor-like protein kinaseER AT2G26330 -2.80 -1.48 -3.22 0.015453 0.05167 -3.67
263913_at putative receptor-like protein kinase--- AT2G36570 -1.54 -0.62 -3.22 0.015485 0.051763 -3.68



245356_at adenosylhomocysteinase ;supporte MEE58 AT4G13940 1.46 0.55 3.22 0.015486 0.051763 -3.68
247071_at putative protein similar to unknown DAR3 AT5G66640 -2.31 -1.21 -3.22 0.015491 0.051774 -3.68
252991_at  protein kinase like protein protein k --- AT4G38470 -2.32 -1.21 -3.22 0.015498 0.051788 -3.68
257782_at hypothetical protein predicted by ge--- AT3G27120 / -1.31 -0.39 -3.22 0.015503 0.051797 -3.68
264914_at  clathrin adaptor medium chain prot HAP13 AT1G60780 -1.31 -0.39 -3.22 0.015511 0.051817 -3.68
246223_at UDP-glucuronyltransferase-like protIRX14 AT4G36890 1.26 0.33 3.22 0.015515 0.051823 -3.68
245127_at putative Na+/Ca2+ antiporter  ; sup ATMHX AT2G47600 -1.60 -0.68 -3.22 0.015522 0.051837 -3.68
263129_at unknown protein ;supported by full-l--- AT1G78620 -1.28 -0.36 -3.22 0.01553 0.051856 -3.68
259218_at  hypothetical protein similar to putat --- AT3G03580 1.33 0.41 3.22 0.015537 0.051874 -3.68
262944_at  phosphoglycerate kinase, putative PGK AT1G79550 1.44 0.53 3.22 0.015549 0.051896 -3.68
259584_at hypothetical protein predicted by ge--- AT1G28080 -1.25 -0.32 -3.22 0.015552 0.051896 -3.68
266770_at putative expansin Experimental evidATEXPA15 AT2G03090 -1.52 -0.61 -3.22 0.015554 0.051896 -3.68
263618_at hypothetical protein predicted by geAPC2 AT2G04660 1.37 0.46 3.22 0.015556 0.051896 -3.68
252440_at  aquaporin-like protein aquaporin - VTIP5;1 AT3G47440 -1.26 -0.33 -3.22 0.015557 0.051896 -3.68
263289_at  ubiquitin extension protein (UBQ2) --- AT2G36170 1.61 0.69 3.22 0.015557 0.051896 -3.68
254816_at  putative adenine phosphoribosyltraAPT4 AT4G12440 -1.22 -0.29 -3.22 0.015562 0.051905 -3.68
259372_at  homeotic protein boi1AP1, putativeAP1 AT1G69120 -1.29 -0.37 -3.22 0.015566 0.051906 -3.68
253498_at putative protein various predicted pr--- AT4G31890 -1.74 -0.80 -3.22 0.015567 0.051906 -3.68
256629_at  serine/threonine protein phosphataATFYPP3 AT3G19980 1.28 0.36 3.22 0.015571 0.051911 -3.68
256976_at unknown protein similar to putative --- --- 1.46 0.55 3.21 0.015579 0.051931 -3.68
255544_at predicted protein of unknown functio--- AT4G01880 1.39 0.47 3.21 0.015594 0.051972 -3.68
252194_at  putative tyrosine phosphatase phosATPEN3 AT3G50110 -1.34 -0.42 -3.21 0.015603 0.051996 -3.68
259006_at putative 60S acidic ribosomal protei--- AT3G09200 1.54 0.63 3.21 0.01561 0.05201 -3.68
252587_at  putative protein Human (H326) tran--- AT3G45620 1.64 0.71 3.21 0.015613 0.052012 -3.68
256006_at hypothetical protein --- AT1G34070 -1.25 -0.33 -3.21 0.015621 0.052031 -3.69
267277_at putative protein transport protein SE--- AT2G30050 -1.29 -0.37 -3.21 0.015625 0.052036 -3.69
249833_at putative protein contains similarity to--- AT5G23430 -1.37 -0.45 -3.21 0.015628 0.052041 -3.69
254207_at  putative protein Dof zinc finger prot--- AT4G24060 -1.32 -0.40 -3.21 0.015644 0.052085 -3.69
263961_at  F-box protein family, AtFBL11 cont --- AT2G36370 1.38 0.46 3.21 0.015648 0.052092 -3.69
255429_at hypothetical protein --- AT4G03410 -1.41 -0.50 -3.21 0.015657 0.052113 -3.69
258987_at  putative SCO1 protein similar to SC--- AT3G08950 1.69 0.75 3.21 0.015667 0.052139 -3.69
245124_at small nuclear ribonucleoprotein U1AU1A AT2G47580 1.31 0.38 3.21 0.015675 0.052157 -3.69
247164_at NifS-like aminotranfserase  ; supporNFS1 AT5G65720 1.30 0.38 3.21 0.015677 0.052157 -3.69
266981_at 60S ribosomal protein L23A identicaRPL23AA AT2G39460 1.69 0.75 3.21 0.01569 0.052193 -3.69
266758_at unknown protein POL AT2G46920 1.32 0.40 3.21 0.015693 0.052196 -3.69



267136_at putative GTP-binding protein (extra XLG1 AT2G23460 -1.31 -0.39 -3.21 0.015708 0.052238 -3.69
245621_at AMP-binding protein AAE15 AT4G14070 1.46 0.54 3.21 0.015715 0.052247 -3.69
247880_at putative protein similar to unknown --- AT5G57780 -2.55 -1.35 -3.21 0.015715 0.052247 -3.69
262886_at hypothetical protein KNATM AT1G14760 -1.39 -0.47 -3.21 0.01572 0.052256 -3.69
247118_at uridylyl transferases-like  ; supporteACR1 AT5G65890 -1.53 -0.61 -3.21 0.015723 0.052257 -3.69
259662_at Expressed protein ; supported by fuHUB2 AT1G55250 1.41 0.50 3.21 0.015729 0.052269 -3.69
258417_at Expressed protein ; supported by cD--- AT3G17365 1.40 0.48 3.21 0.015734 0.052277 -3.69
257104_at  ER lumen retaining receptor (HDEL--- AT3G25040 -1.28 -0.36 -3.21 0.015737 0.052282 -3.69
261412_at  L-ascorbate peroxidase identical toAPX1 AT1G07890 1.62 0.70 3.21 0.015744 0.052294 -3.69
252978_at  galactosidase like protein ss-1,4-exBGAL14 AT4G38590 -1.39 -0.47 -3.21 0.015745 0.052294 -3.69
251781_at  P-glycoprotein - like P-glycoproteinPGP20 AT3G55320 1.30 0.37 3.21 0.015757 0.052325 -3.69
252199_at  anthranilate N-hydroxycinnamoyl/b --- AT3G50270 1.35 0.43 3.21 0.01577 0.052361 -3.70
248274_at isp4 protein ATOPT9 AT5G53510 -1.26 -0.34 -3.20 0.015795 0.052434 -3.70
264522_at  putative xylan endohydrolase simila--- AT1G10050 1.36 0.44 3.20 0.015817 0.0525 -3.70
266283_at putative proline-rich protein --- AT2G29210 1.31 0.39 3.20 0.015827 0.052527 -3.70
249988_at  putative protein predicted proteins, --- AT5G18310 1.39 0.48 3.20 0.015842 0.052568 -3.70
255598_at putative protein similar to nucleolin --- AT4G00830 1.39 0.48 3.20 0.015866 0.052641 -3.70
257378_s_ahypothetical protein predicted by ge--- AT2G02290 / -1.32 -0.40 -3.20 0.015869 0.052642 -3.70
256478_at unknown protein --- --- -1.32 -0.40 -3.20 0.015876 0.052658 -3.70
248334_s_aunknown protein  ; supported by cD--- AT5G52370 / 1.57 0.65 3.20 0.015884 0.052678 -3.70
260276_at unknown protein --- AT1G80450 1.84 0.88 3.20 0.015895 0.052702 -3.70
245734_at  lysophospholipase homolog, putati --- AT1G73480 -1.57 -0.65 -3.20 0.015897 0.052702 -3.70
251190_at RING-H2 zinc finger protein ATL5  ;ATL5 AT3G62690 -1.64 -0.71 -3.20 0.015899 0.052702 -3.70
258181_at nitrate transporter identical to nitrate--- AT3G21670 -1.48 -0.56 -3.20 0.015901 0.052702 -3.70
263167_at  unknown protein Belongs to PF|01 --- AT1G03030 1.35 0.43 3.20 0.015908 0.052718 -3.70
259023_at unknown protein  ; supported by cD--- AT3G07510 -1.53 -0.62 -3.20 0.015912 0.052723 -3.70
250886_at putative protein --- AT5G04440 1.33 0.41 3.20 0.015923 0.052752 -3.71
254873_at  putative protein a 162 kDa componEIF3A AT4G11420 1.26 0.34 3.20 0.015936 0.052786 -3.71
265120_at 3-ketoacyl-acyl carrier protein synthKAS III AT1G62640 -1.37 -0.45 -3.20 0.015938 0.052786 -3.71
258817_at  hypothetical protein similar to hypo --- AT3G04750 1.24 0.31 3.20 0.015941 0.05279 -3.71
254969_at hypothetical protein  ;supported by f--- AT4G10360 1.26 0.34 3.20 0.01597 0.052878 -3.71
254798_at  oleoyl-[acyl-carrier-protein] hydrola --- AT4G13050 1.57 0.65 3.20 0.015984 0.052915 -3.71
246387_at hypothetical protein predicted by ge--- AT1G77400 1.41 0.49 3.19 0.016001 0.052966 -3.71
247846_at putative protein --- AT5G58100 1.29 0.37 3.19 0.016012 0.052995 -3.71
259546_at unknown protein --- AT1G35350 -1.91 -0.93 -3.19 0.016021 0.053015 -3.71



247624_at  aspartyl aminopeptidase - like prote--- AT5G60160 1.22 0.29 3.19 0.016023 0.053015 -3.71
262116_at Expressed protein ; supported by fu--- AT1G02816 -1.71 -0.78 -3.19 0.016026 0.053017 -3.71
253333_at 2-dehydro-3-deoxyphosphoheptonaDHS2 AT4G33510 1.30 0.38 3.19 0.016049 0.053086 -3.71
246334_at  putative protein serine kinase SRP --- AT3G44850 1.47 0.56 3.19 0.016061 0.053114 -3.71
250918_at  putative protein proline-rich protein --- AT5G03610 3.07 1.62 3.19 0.016063 0.053114 -3.71
259609_at  myosin-like protein contains Pfam pTSA1 AT1G52410 -3.13 -1.65 -3.19 0.016066 0.053114 -3.71
250961_at  putative protein various predicted p--- AT5G02980 -1.29 -0.37 -3.19 0.016067 0.053114 -3.72
254818_at  pEARLI 1-like protein Arabidopsis t--- AT4G12470 2.94 1.56 3.19 0.016069 0.053114 -3.72
246959_at unknown protein --- AT5G24690 1.68 0.75 3.19 0.016075 0.053122 -3.72
246871_at  extensin - like protein pAP8 protein--- AT5G26070 -1.24 -0.32 -3.19 0.016079 0.053122 -3.72
256371_at hypothetical protein --- AT1G66770 -1.27 -0.35 -3.19 0.016079 0.053122 -3.72
255121_at putative mitogen-activated protein kMAPKKK9 AT4G08480 1.48 0.56 3.19 0.016081 0.053122 -3.72
254233_at  98b like protein 98b - Daucus carot--- AT4G23800 -1.53 -0.62 -3.19 0.016096 0.053164 -3.72
259736_at  endo-beta-1,4-glucanase, putative AtGH9C2 AT1G64390 -3.77 -1.91 -3.19 0.01611 0.053203 -3.72
251570_at putative protein several hypothetica --- AT3G58300 -1.31 -0.39 -3.19 0.01613 0.053258 -3.72
246868_at  protein phosphatase - like protein p--- AT5G26010 -1.27 -0.35 -3.19 0.016132 0.053258 -3.72
246317_at  putative protein unnamed ORF - Ho--- AT3G56900 1.46 0.54 3.19 0.016137 0.053265 -3.72
266460_at unknown protein ; supported by cDNAGP26 AT2G47930 -5.67 -2.50 -3.19 0.016138 0.053265 -3.72
266649_at putative aquaporin (tonoplast intrinsTIP4;1 AT2G25810 -1.25 -0.33 -3.19 0.016144 0.053266 -3.72
246822_at  putative protein predicted proteins, --- AT5G26960 -1.33 -0.41 -3.19 0.016145 0.053266 -3.72
250524_at putative protein contains similarity to--- AT5G08520 -1.27 -0.34 -3.19 0.016146 0.053266 -3.72
245347_at ferredoxin ;supported by full-length --- AT4G14890 1.40 0.49 3.19 0.016153 0.053275 -3.72
265200_s_aputative glucosyl transferase an ES UGT73C6 AT2G36790 / 1.96 0.97 3.19 0.016153 0.053275 -3.72
256301_at unknown protein ;supported by full-l--- AT1G69510 1.28 0.36 3.19 0.016162 0.05329 -3.72
247959_at unknown protein --- AT5G57080 1.43 0.52 3.19 0.016165 0.05329 -3.72
248478_at ubiquitin-conjugating enzyme-like p UBC27 AT5G50870 -1.24 -0.31 -3.19 0.016166 0.05329 -3.72
247401_at 1-deoxy-D-xylulose 5-phosphate redDXR AT5G62790 -1.48 -0.56 -3.19 0.016168 0.05329 -3.72
257598_at  PRT1 identical to GB:CAA11891 fr PRT1 AT3G24800 -1.39 -0.47 -3.19 0.016171 0.05329 -3.72
258385_at putative jasmonic acid regulatory prATNAC2 AT3G15510 1.45 0.54 3.19 0.016171 0.05329 -3.72
249020_at helicase-like protein CHR4 AT5G44800 1.33 0.42 3.19 0.016175 0.053293 -3.72
258592_at hypothetical protein contains Pfam p--- AT3G04130 1.33 0.41 3.19 0.016177 0.053294 -3.72
258956_at hypothetical protein predicted by ge--- AT3G01440 2.14 1.10 3.19 0.016183 0.053303 -3.72
256272_at unknown protein --- AT3G12100 -1.28 -0.35 -3.19 0.016185 0.053303 -3.72
263248_at putative endonuclease  ;supported ATNTH1 AT2G31450 1.28 0.35 3.19 0.016196 0.053325 -3.72
262065_at hypothetical protein predicted by ge--- AT1G56180 1.55 0.63 3.19 0.016198 0.053325 -3.72



265664_at unknown protein predicted by gensc--- AT2G24420 1.34 0.42 3.19 0.016199 0.053325 -3.72
266876_at hypothetical protein predicted by ge--- AT2G44820 1.31 0.40 3.19 0.016207 0.053344 -3.72
247323_at putative protein similar to unknown --- AT5G64170 1.45 0.54 3.19 0.016211 0.05335 -3.72
249087_at DNA binding protein EREBP-3-like ERF9 AT5G44210 -1.50 -0.59 -3.19 0.016215 0.053355 -3.72
257894_at unknown protein ; supported by cDN--- AT3G17100 -1.64 -0.72 -3.18 0.016223 0.053376 -3.73
252275_at  ubiquitin-specific protease 26 (UBPUBP26 AT3G49600 1.43 0.52 3.18 0.016242 0.053428 -3.73
251893_at putative protein --- AT3G54380 1.27 0.34 3.18 0.016244 0.053428 -3.73
258552_at putative pectate lyase similar to pec--- AT3G07010 -4.42 -2.15 -3.18 0.016255 0.05345 -3.73
260606_at putative splicing factor --- AT2G43770 1.48 0.56 3.18 0.016255 0.05345 -3.73
266106_at putative microtubule-associated proATATG8E AT2G45170 -1.51 -0.59 -3.18 0.016262 0.053464 -3.73
265373_at putative replication protein A1 RPA1A AT2G06510 1.61 0.69 3.18 0.016265 0.053466 -3.73
255310_at Expressed protein ; supported by fuATALN AT4G04955 1.88 0.91 3.18 0.016273 0.053486 -3.73
257725_at  DNA mismatch repair protein MSH MSH2 AT3G18524 1.43 0.51 3.18 0.016288 0.053526 -3.73
248342_at unknown protein MBD13 AT5G52230 1.24 0.31 3.18 0.016302 0.053564 -3.73
261518_at peroxidase ATP4a identical to GB:C--- AT1G71695 -1.36 -0.44 -3.18 0.016304 0.053565 -3.73
256899_at  putative kinase-like protein TMKL1 TMKL1 AT3G24660 1.31 0.38 3.18 0.016312 0.053581 -3.73
251026_at hypothetical protein FHL AT5G02200 -2.64 -1.40 -3.18 0.016322 0.053602 -3.73
247989_at pyruvate kinase  ;supported by full-l --- AT5G56350 1.44 0.52 3.18 0.016325 0.053602 -3.73
249334_at putative protein strong similarity to uYSL4 AT5G41000 1.46 0.54 3.18 0.016325 0.053602 -3.73
262786_at putative lipase similar to gb|X02844--- AT1G10740 -1.43 -0.51 -3.18 0.016333 0.053622 -3.73
259861_at unknown protein similar to ribosoma--- AT1G80620 1.37 0.46 3.18 0.016338 0.053629 -3.73
256143_at  40S ribosomal protein S7 homolog --- AT1G48830 1.39 0.47 3.18 0.01634 0.053629 -3.73
263396_at unknown protein  ;supported by full---- AT2G31710 1.31 0.39 3.18 0.016352 0.053657 -3.73
252188_at  putative clathrin coat assembly pro --- AT3G50860 1.54 0.63 3.18 0.016354 0.053657 -3.73
248253_at putative protein contains similarity toCRF3 AT5G53290 -1.27 -0.34 -3.18 0.016356 0.053657 -3.73
256936_at prefoldin-like protein similar to  prefoPDF2 AT3G22480 1.29 0.36 3.18 0.016366 0.053682 -3.73
255424_at  putative glycosylation enzyme simi --- AT4G03340 -1.28 -0.36 -3.18 0.016369 0.053684 -3.73
256757_at  membrane transporter, putative sim--- AT3G25620 -1.30 -0.38 -3.18 0.016395 0.053762 -3.74
263066_at unknown protein --- AT2G17540 -1.23 -0.29 -3.18 0.016423 0.053845 -3.74
252424_at  putative protein activating signal co--- AT3G47610 1.40 0.48 3.18 0.016428 0.053855 -3.74
264224_at hypothetical protein predicted by geemb1688 AT1G67440 1.32 0.40 3.17 0.016447 0.053902 -3.74
258735_at low temperature and salt responsiveRCI2A AT3G05880 -1.53 -0.61 -3.17 0.016447 0.053902 -3.74
255080_at  arabinogalactan-protein homolog aAGP10 AT4G09030 -1.56 -0.65 -3.17 0.016461 0.05394 -3.74
245365_at hypothetical protein ;supported by fu--- AT4G17720 1.54 0.63 3.17 0.016468 0.053956 -3.74
254608_at  major intrinsic protein (MIP)- like noNIP1;2 AT4G18910 1.84 0.88 3.17 0.016493 0.054026 -3.74



253545_at  AIG2-like protein AIG2 protein, Ara --- AT4G31310 1.40 0.48 3.17 0.016494 0.054026 -3.74
255994_at hypothetical protein predicted by ge--- AT1G29760 1.26 0.33 3.17 0.016497 0.054027 -3.74
250695_at lectin-like protein kinase --- AT5G06740 2.04 1.03 3.17 0.016513 0.054071 -3.74
252219_at putative protein some putative prote--- AT3G50160 -1.34 -0.42 -3.17 0.016518 0.05408 -3.74
259582_at hypothetical protein --- AT1G28060 1.35 0.43 3.17 0.016523 0.054089 -3.74
249835_s_aputative protein similar to unknown --- AT5G23490 / 1.66 0.73 3.17 0.016526 0.054091 -3.74
260404_at unknown protein similar to activator --- --- 1.52 0.61 3.17 0.016534 0.05411 -3.75
265051_at  jasmonate inducible protein, putativ--- AT1G52100 -1.40 -0.49 -3.17 0.016539 0.054119 -3.75
245932_at  3'(2'),5'-bisphosphate nucleotidase --- AT5G09290 -1.77 -0.82 -3.17 0.016546 0.054131 -3.75
247447_at  nitrate transporter NTL1 - like prote--- AT5G62730 -1.86 -0.90 -3.17 0.016548 0.054131 -3.75
256624_at hypothetical protein predicted by ge--- AT3G19990 1.26 0.34 3.17 0.016552 0.054138 -3.75
266040_at hypothetical protein --- AT2G07738 -1.24 -0.30 -3.17 0.016568 0.054182 -3.75
258705_at hypothetical protein predicted by ge--- AT3G09470 1.30 0.38 3.17 0.016573 0.05419 -3.75
260002_at  putative ABC transporter similar to ATNAP3 AT1G67940 1.51 0.60 3.17 0.016579 0.054202 -3.75
264365_s_a unknown protein Strong similarity to--- AT1G03220 / 1.91 0.93 3.17 0.016588 0.054225 -3.75
264931_at  polygalacturonase, putative similar --- AT1G60590 -1.30 -0.37 -3.17 0.016603 0.054266 -3.75
248474_at  pyruvate dehydrogenase E1 compoMAB1 AT5G50850 1.36 0.44 3.17 0.016611 0.054278 -3.75
255691_at hypothetical protein ANTR2 AT4G00370 1.33 0.41 3.17 0.016612 0.054278 -3.75
246738_at  replication factor C - like replicationEMB2775 AT5G27740 1.28 0.36 3.17 0.016624 0.054303 -3.75
261369_at  protein kinase, putative similar to m--- AT1G53060 -1.39 -0.48 -3.17 0.016624 0.054303 -3.75
267552_at putative purple acid phosphatase prPAP13 AT2G32770 -1.25 -0.32 -3.17 0.01663 0.054316 -3.75
258175_at  FKBP-type peptidyl-prolyl cis-trans TWD1 AT3G21640 1.29 0.36 3.17 0.016639 0.054335 -3.75
263856_at unknown protein --- AT2G04410 1.42 0.50 3.17 0.016652 0.054371 -3.75
246401_at  DNA-binding protein, putative simil AtMYB50 AT1G57560 -1.52 -0.60 -3.16 0.016671 0.054424 -3.75
264420_at hypothetical protein predicted by ge--- AT1G43320 -1.24 -0.31 -3.16 0.016687 0.054468 -3.76
257460_at  auxin induced protein, putative sim --- AT1G75580 -1.27 -0.34 -3.16 0.01669 0.05447 -3.76
266028_at hypothetical protein predicted by ge--- AT2G06000 1.42 0.51 3.16 0.016692 0.05447 -3.76
262211_at  AP2 domain containing protein, putORA47 AT1G74930 2.58 1.36 3.16 0.016699 0.05448 -3.76
255059_at  putative protein downy mildew resis--- AT4G09420 -1.81 -0.86 -3.16 0.0167 0.05448 -3.76
264456_at  unknown protein similar to T cell re --- AT1G10390 1.29 0.37 3.16 0.016706 0.054491 -3.76
266079_at unknown protein LCD1 AT2G37860 1.37 0.45 3.16 0.016708 0.054492 -3.76
248647_at sucrose synthase SUS2 AT5G49190 -1.25 -0.32 -3.16 0.016713 0.054499 -3.76
245437_at RNA helicase like protein --- AT4G16630 1.46 0.55 3.16 0.016725 0.054531 -3.76
247435_at glutathione S-transferase-like proteiATGSTU9 AT5G62480 4.27 2.09 3.16 0.016728 0.054532 -3.76
267240_at hypothetical protein predicted by ge--- AT2G02680 -1.32 -0.41 -3.16 0.016754 0.054608 -3.76



247378_at ATP-dependent RNA helicase-like p--- AT5G63120 -1.41 -0.50 -3.16 0.016761 0.054625 -3.76
259830_at hypothetical protein predicted by ge--- AT1G80630 -1.31 -0.38 -3.16 0.01677 0.054639 -3.76
266185_at unknown protein --- AT2G38950 1.26 0.33 3.16 0.016772 0.054639 -3.76
255608_at hypothetical protein --- AT4G01140 -1.39 -0.47 -3.16 0.016774 0.054639 -3.76
249899_at putative protein similar to unknown --- AT5G22620 -1.58 -0.66 -3.16 0.016775 0.054639 -3.76
252592_at mitogen-activated protein kinase 3  NAXT1 AT3G45640 / 2.04 1.03 3.16 0.016787 0.054671 -3.76
253749_at phytochrome-associated protein PAPAP2 AT4G29080 -3.56 -1.83 -3.16 0.016803 0.054716 -3.76
255551_at putative potassium channel  ;suppo KCO5 AT4G01840 1.23 0.30 3.16 0.016807 0.054721 -3.76
245481_at hypothetical protein --- AT4G16170 1.26 0.34 3.16 0.016822 0.054761 -3.76
267368_at  citrate synthase similar to GB:X175ATCS AT2G44350 1.33 0.41 3.16 0.016826 0.054766 -3.76
262278_at transcription factor PERIANTHIA idePAN AT1G68640 -1.36 -0.44 -3.16 0.016871 0.054904 -3.77
265430_at hypothetical protein predicted by ge--- AT2G20700 -1.54 -0.62 -3.16 0.01688 0.054925 -3.77
260714_at chaperonin CPN10 identical to SP:PCPN10 AT1G14980 1.61 0.69 3.16 0.016891 0.054954 -3.77
254725_at  putative protein various predicted p--- AT4G13650 1.34 0.43 3.15 0.0169 0.054968 -3.77
250984_at  protein kinase - like protein kinase --- AT5G02800 1.23 0.30 3.15 0.0169 0.054968 -3.77
246426_at  ovule development protein aintegu BBM AT5G17430 -1.24 -0.32 -3.15 0.016905 0.05497 -3.77
258976_at  putative dehydrogenase contains P--- AT3G01980 -1.24 -0.32 -3.15 0.016907 0.05497 -3.77
262570_at unknown protein EST gb|H77143 co--- AT1G15200 1.29 0.37 3.15 0.01691 0.05497 -3.77
258040_at unknown protein  ;supported by full---- AT3G21190 -3.84 -1.94 -3.15 0.01691 0.05497 -3.77
264866_at putative metalloproteinase similar to--- AT1G24140 4.08 2.03 3.15 0.016913 0.05497 -3.77
264293_at  cell division cycle protein, putative APC6 AT1G78770 1.24 0.31 3.15 0.016938 0.055046 -3.77
246553_at  putative protein hypothetical proteinEDL1 AT5G15440 -1.31 -0.39 -3.15 0.016949 0.055073 -3.77
265026_at  putative 3-oxoacyl [acyl-carrier prot--- AT1G24360 1.45 0.54 3.15 0.016981 0.055168 -3.77
264140_at  proteasome alpha subunit, putative--- AT1G79210 1.26 0.33 3.15 0.016986 0.055169 -3.77
253060_at  putative protein predicted protein, A--- AT4G37710 1.85 0.89 3.15 0.016986 0.055169 -3.77
250464_at hypothetical protein --- AT5G10040 -1.21 -0.28 -3.15 0.01699 0.055173 -3.77
249787_at putative protein contains similarity to--- AT5G24320 1.24 0.32 3.15 0.016996 0.05518 -3.77
266272_at hypothetical protein predicted by ge--- AT2G29600 -1.29 -0.37 -3.15 0.016997 0.05518 -3.77
265215_at hypothetical protein predicted by ge--- AT1G05040 -1.23 -0.30 -3.15 0.017007 0.055207 -3.78
263624_at putative ferredoxin-thioredoxin redu--- AT2G04700 -1.37 -0.45 -3.15 0.017015 0.055222 -3.78
248445_at unknown protein  ;supported by full---- AT5G51170 1.37 0.46 3.15 0.01702 0.055232 -3.78
260375_at unknown protein --- AT1G73950 1.30 0.37 3.15 0.017023 0.055234 -3.78
252351_at putative protein  ;supported by full-le--- AT3G48210 1.37 0.46 3.15 0.017026 0.055234 -3.78
263379_at putative CCCH-type zinc finger protCZF1 AT2G40140 2.83 1.50 3.15 0.017049 0.055302 -3.78
267595_at putative glucanse AtGH9B8 AT2G32990 -5.52 -2.46 -3.15 0.017054 0.055311 -3.78



255710_at predicted protein of unknown functio--- AT4G00030 / -1.55 -0.64 -3.15 0.017062 0.055331 -3.78
266920_at hypothetical protein predicted by ge--- AT2G45750 -1.33 -0.41 -3.15 0.017075 0.055364 -3.78
262567_at hypothetical protein contains similar--- AT1G34300 1.50 0.58 3.15 0.01709 0.055405 -3.78
256776_at  multispanning membrane protein, p--- AT3G13772 1.27 0.34 3.15 0.017093 0.055407 -3.78
259705_at  GRAB1-like protein similar to GRA anac032 AT1G77450 1.54 0.62 3.15 0.017099 0.055418 -3.78
255466_at  putative protein similar to A. thalian--- AT4G03000 1.30 0.38 3.15 0.017105 0.055424 -3.78
267358_at proline transporter 1  ;supported by PROT1 AT2G39890 1.36 0.44 3.15 0.017106 0.055424 -3.78
260309_at putative alanine aminotransferase sAOAT2 AT1G70580 -1.39 -0.48 -3.15 0.017111 0.055434 -3.78
246246_at putative protein --- AT4G37170 1.37 0.46 3.15 0.017115 0.055438 -3.78
246650_at  putative protein p76, Homo sapiens--- AT5G35160 -1.30 -0.38 -3.15 0.017117 0.055438 -3.78
254335_at  putative protein alternative oxidase IM AT4G22260 1.26 0.33 3.15 0.017121 0.05544 -3.78
253291_at Expressed protein ; supported by fu--- AT4G33865 1.42 0.50 3.14 0.017126 0.055445 -3.78
267317_at putative proline-rich glycoprotein --- AT2G34700 -1.27 -0.34 -3.14 0.017127 0.055445 -3.78
262132_at  ribosomal protein L22, putative sim--- AT1G02830 -1.26 -0.33 -3.14 0.017147 0.055503 -3.78
261352_at  DNA repair protein RAD23, putativeRAD23 AT1G79650 -1.30 -0.38 -3.14 0.017157 0.055525 -3.78
263538_at hypothetical protein predicted by ge--- AT2G25010 1.43 0.51 3.14 0.017165 0.055544 -3.79
252001_at  plastid division protein FtsZ-like FtsFTSZ2-2 AT3G52750 -1.62 -0.70 -3.14 0.017197 0.055641 -3.79
264077_at putative RAD51B-like DNA repair prRAD51B AT2G28560 -1.28 -0.35 -3.14 0.01721 0.055676 -3.79
250991_at metallothionein 2b  ; supported by fuMT2B AT5G02380 1.31 0.39 3.14 0.017225 0.055715 -3.79
249589_at  pyridoxal kinase -like protein pyridoSOS4 AT5G37850 1.22 0.29 3.14 0.017229 0.055721 -3.79
266355_at hypothetical protein predicted by ge--- AT2G01400 1.63 0.70 3.14 0.017263 0.055823 -3.79
247259_at  CPR5 protein, putative ConstitutiveCPR5 AT5G64930 1.42 0.51 3.14 0.017266 0.055823 -3.79
250026_at putative protein similar to unknown --- AT5G18090 -1.32 -0.41 -3.14 0.01727 0.055823 -3.79
250170_at  putative protein ribulose-1,5-bispho--- AT5G14260 -1.33 -0.41 -3.14 0.017271 0.055823 -3.79
262486_at  putative bzip-like transcription facto--- AT1G21740 -1.44 -0.53 -3.14 0.017295 0.05589 -3.79
261105_at unknown protein ;supported by full-lNRS/ER AT1G63000 -1.39 -0.47 -3.14 0.017296 0.05589 -3.79
253361_at putative protein various predicted pr--- AT4G33100 1.55 0.63 3.14 0.017305 0.055911 -3.79
264807_at putative presenilin similar to presen --- AT1G08700 1.40 0.48 3.14 0.017316 0.055937 -3.79
252121_at  GDP-D-mannose-4,6-dehydratase MUR1 AT3G51160 -1.65 -0.72 -3.14 0.017333 0.055984 -3.80
251318_at putative protein putative protein At2GDAP1 AT3G61570 -1.25 -0.33 -3.14 0.01734 0.055993 -3.80
246818_at  putative protein crp1, Zea mays, PIEMB976 AT5G27270 1.68 0.75 3.14 0.01734 0.055993 -3.80
265074_at hypothetical protein ; supported by cemb1011 AT1G55540 1.33 0.41 3.14 0.017344 0.055996 -3.80
251332_at  putative protein putative protein At2--- AT3G61670 1.44 0.52 3.14 0.017347 0.055999 -3.80
251843_x_a extensin precursor -like protein exteATHRGP1 AT3G54590 -1.61 -0.69 -3.14 0.017361 0.056036 -3.80
262066_at hypothetical protein contains similar--- AT1G79950 1.60 0.68 3.13 0.017364 0.056037 -3.80



252228_at  porin - like protein porin, MesembryVDAC5 AT3G49920 -1.24 -0.31 -3.13 0.017369 0.056047 -3.80
252680_at  putative protein predicted protein, C--- AT3G44330 1.22 0.29 3.13 0.01738 0.056074 -3.80
267308_at putative malonyl-CoA:Acyl carrier p --- AT2G30200 1.34 0.42 3.13 0.017389 0.056093 -3.80
263488_at hypothetical protein predicted by ge--- AT2G31840 1.40 0.48 3.13 0.017391 0.056093 -3.80
254966_at  COP1 like protein photomorphogenSPA2 AT4G11110 1.21 0.28 3.13 0.017397 0.056105 -3.80
257606_at  root hair defective 3 (RHD3) identicRHD3 AT3G13870 -1.36 -0.44 -3.13 0.017402 0.056114 -3.80
249173_at unknown protein --- AT5G43000 -1.37 -0.45 -3.13 0.017406 0.056116 -3.80
258223_at unknown protein  ; supported by cDPIFI AT3G15840 1.33 0.41 3.13 0.017422 0.056159 -3.80
265415_at unknown protein  ;supported by full-PSB29 AT2G20890 -1.31 -0.39 -3.13 0.017424 0.056159 -3.80
246259_at  amino acid permease, putative con--- AT1G31830 1.34 0.42 3.13 0.017426 0.05616 -3.80
264316_at unknown protein ; supported by cDNENT1,AT AT1G70330 -1.36 -0.44 -3.13 0.017429 0.05616 -3.80
265396_at predicted protein --- AT2G21040 -1.45 -0.53 -3.13 0.017433 0.056165 -3.80
264405_at  putative mitogen-activated protein ATMPK1 AT1G10210 1.66 0.73 3.13 0.017436 0.056166 -3.80
260969_at beta-fructosidase identical to beta-frATBETAFRAT1G12240 -1.78 -0.83 -3.13 0.017454 0.056211 -3.80
247050_at At14a protein-like --- AT5G66660 -1.43 -0.51 -3.13 0.017455 0.056211 -3.80
259617_at hypothetical protein predicted by ge--- AT1G47970 1.34 0.42 3.13 0.017461 0.056222 -3.80
266192_at unknown protein --- AT2G39080 1.23 0.30 3.13 0.017493 0.056319 -3.81
265661_at putative protein kinase contains a p --- AT2G24360 1.34 0.42 3.13 0.017506 0.05635 -3.81
262495_at  unknown protein Contains similarity--- AT1G21780 1.44 0.52 3.13 0.017508 0.05635 -3.81
255477_at coded for by A. thaliana cDNA R649--- AT4G02370 1.38 0.46 3.13 0.017512 0.056355 -3.81
251493_at  putative protein hypothetical protein--- AT3G59300 1.36 0.44 3.13 0.017516 0.056362 -3.81
263965_at putative retroelement pol polyprotei --- --- -1.29 -0.37 -3.13 0.017519 0.056362 -3.81
251579_at  putative protein Bet1 homolog - RaBS14A AT3G58170 1.26 0.33 3.13 0.017546 0.056438 -3.81
251639_at  acetylglutamate kinase-like protein --- AT3G57560 -1.37 -0.45 -3.13 0.017548 0.056438 -3.81
250508_at selenium-binding protein-like --- AT5G09950 1.28 0.35 3.13 0.017563 0.056474 -3.81
264452_at unknown protein similar to salt-indu GRP23 AT1G10270 2.10 1.07 3.13 0.017564 0.056474 -3.81
254797_at putative protein --- AT4G13030 1.53 0.62 3.13 0.017582 0.056526 -3.81
248190_at unknown protein --- AT5G54130 1.29 0.36 3.13 0.017599 0.056572 -3.81
245454_at disease resistance RPP5 like protei --- AT4G16920 1.23 0.30 3.12 0.017603 0.056576 -3.81
256996_at unknown protein similar to unknown--- AT3G25850 -1.23 -0.29 -3.12 0.01761 0.056591 -3.81
263980_at hypothetical protein predicted by gra--- AT2G42770 -1.37 -0.45 -3.12 0.017623 0.056604 -3.81
257452_at hypothetical protein predicted by ge--- AT1G05740 -1.24 -0.31 -3.12 0.017624 0.056604 -3.81
262929_at hypothetical protein ;supported by fu--- AT1G65720 1.42 0.50 3.12 0.017624 0.056604 -3.81
256579_at hypothetical protein --- AT3G28720 1.24 0.31 3.12 0.017624 0.056604 -3.81
246691_at putative protein predicted proteins - --- --- -1.23 -0.30 -3.12 0.017641 0.056652 -3.81



267000_at Expressed protein ; supported by fu--- AT2G34310 -1.59 -0.67 -3.12 0.017655 0.056686 -3.81
261446_at unknown protein SEC5B AT1G21170 -1.40 -0.48 -3.12 0.01766 0.056692 -3.82
250143_at  ADP-ribosylation factor - like protei ATARFA1BAT5G14670 -1.29 -0.37 -3.12 0.017664 0.056692 -3.82
262578_at hypothetical protein Similar to gi|22 --- --- 1.29 0.37 3.12 0.017664 0.056692 -3.82
254801_at  endoxyloglucan transferase-like pro--- AT4G13080 -1.21 -0.27 -3.12 0.017687 0.056756 -3.82
245383_at SUPERMAN like protein --- AT4G17810 -1.58 -0.66 -3.12 0.017689 0.056756 -3.82
263842_at Expressed protein ; supported by fu--- AT2G36835 1.44 0.53 3.12 0.017691 0.056756 -3.82
245372_at ribosomal protein ;supported by full---- AT4G15000 1.63 0.71 3.12 0.017699 0.056773 -3.82
258981_at hypothetical protein predicted by ge--- AT3G08880 1.23 0.30 3.12 0.017701 0.056773 -3.82
262024_at  protein disulfide isomerase, putativ ATPDIL5-2 AT1G35620 1.36 0.44 3.12 0.017728 0.056849 -3.82
265626_at unknown protein  ;supported by full---- AT2G27260 -1.31 -0.39 -3.12 0.017731 0.056849 -3.82
263164_at putative glutamate/aspartate-bindin --- AT1G03070 -1.29 -0.36 -3.12 0.017732 0.056849 -3.82
258211_at hypothetical protein predicted by ge--- AT3G17890 1.40 0.48 3.12 0.017755 0.056913 -3.82
256929_at unknown protein --- --- -1.32 -0.40 -3.12 0.017759 0.056916 -3.82
257435_at putative RSZp22 splicing factor --- AT2G24590 1.40 0.48 3.12 0.017763 0.056922 -3.82
258100_at unknown protein --- AT3G23550 3.52 1.81 3.12 0.017767 0.056927 -3.82
252026_at  serine protein kinase - like serine pSRPK4 AT3G53030 -1.29 -0.37 -3.12 0.017771 0.056932 -3.82
260424_at  putative receptor-like protein kinase--- AT1G72460 -1.27 -0.34 -3.12 0.017791 0.056989 -3.82
248391_at putative protein similar to unknown --- AT5G52030 -1.30 -0.38 -3.12 0.0178 0.057009 -3.82
246245_at putative protein --- AT4G36440 1.28 0.35 3.12 0.017808 0.057025 -3.82
262903_at  NADPH-dependent codeinone redu--- AT1G59950 2.83 1.50 3.12 0.017812 0.057031 -3.82
266794_at hypothetical protein --- AT2G02980 1.25 0.33 3.12 0.01782 0.057048 -3.82
263028_at  protein kinase, putative similar to P--- AT1G24030 -1.40 -0.48 -3.12 0.017829 0.05707 -3.83
251925_at hypothetical protein  ;supported by f--- AT3G54000 1.49 0.58 3.11 0.017854 0.05714 -3.83
252919_at  putative endo-1,4-beta-glucanase eAtGH9B16 AT4G38990 -1.39 -0.48 -3.11 0.017881 0.057219 -3.83
266921_at putative cytochrome P450 CYP86A8 AT2G45970 -2.00 -1.00 -3.11 0.017904 0.057284 -3.83
257637_at terpene synthase-related protein co --- AT3G25810 -1.23 -0.30 -3.11 0.017907 0.057284 -3.83
245175_at putative protein disulfide-isomeraseUNE5 AT2G47470 1.57 0.65 3.11 0.017908 0.057284 -3.83
248532_at Expressed protein ; supported by cDNFU2 AT5G49940 1.34 0.43 3.11 0.017916 0.057299 -3.83
246640_x_a putative protein predicted proteins, --- --- -1.29 -0.36 -3.11 0.017923 0.057311 -3.83
260624_at  high-affinity nitrate transporter ACHNRT2.2 AT1G08100 -1.43 -0.52 -3.11 0.017925 0.057311 -3.83
259571_at hypothetical protein --- AT1G20410 1.40 0.48 3.11 0.01793 0.057319 -3.83
245608_at protein kinase --- AT4G14350 -1.43 -0.52 -3.11 0.017932 0.057319 -3.83
248587_at Expressed protein ; supported by fu--- AT5G49550 -1.29 -0.37 -3.11 0.01794 0.057335 -3.83
252304_at hypothetical protein --- AT3G49230 -1.22 -0.29 -3.11 0.017942 0.057335 -3.83



256196_at hypothetical protein predicted by ge--- --- -1.32 -0.40 -3.11 0.017949 0.05735 -3.83
253131_at homeodomain - like protein several WOX13 AT4G35550 -1.35 -0.43 -3.11 0.017962 0.057384 -3.83
262185_at  MADS box transcription factor, putaAGL67 AT1G77950 -1.22 -0.28 -3.11 0.01797 0.057394 -3.83
248222_at GTPase activator protein of Rab-like--- AT5G53570 1.37 0.45 3.11 0.017971 0.057394 -3.83
256242_at actin-like protein contains Pfam profATARP5 AT3G12380 1.38 0.46 3.11 0.017975 0.057394 -3.83
251653_at  putative protein regulatory protein NBOP1 AT3G57130 -1.34 -0.42 -3.11 0.017976 0.057394 -3.83
253272_at putative protein  ;supported by full-le 01-ספט AT4G34190 -1.45 -0.54 -3.11 0.017985 0.057413 -3.83
246119_at  ankyrin-repeat protein patsas proteTIP1 AT5G20350 1.34 0.42 3.11 0.017987 0.057413 -3.83
262060_at  polygalacturonase, putative similar --- AT1G80170 -1.30 -0.38 -3.11 0.018011 0.057482 -3.84
266780_at putative ligand-gated ion channel prATGLR2.8 AT2G29110 -1.48 -0.57 -3.11 0.018016 0.05749 -3.84
252198_x_a putative protein predicted protein, A--- AT3G50250 -1.46 -0.55 -3.11 0.018028 0.057521 -3.84
260937_at hypothetical protein contains similar--- AT1G45160 -1.22 -0.29 -3.11 0.018036 0.05754 -3.84
263160_at  oligouridylate binding protein, putatUBP1A AT1G54080 1.30 0.37 3.11 0.018043 0.057551 -3.84
251375_at  putative protein various predicted p--- AT3G60410 -1.44 -0.53 -3.11 0.018045 0.057551 -3.84
254881_at hypothetical protein --- AT4G11700 -1.24 -0.31 -3.11 0.018047 0.057551 -3.84
249473_at His-Asp Phosphotransfer Signal TraAHP3 AT5G39340 1.31 0.39 3.11 0.018062 0.057582 -3.84
253818_at hypothetical protein --- AT4G28330 -1.38 -0.47 -3.11 0.018062 0.057582 -3.84
247049_at putative protein similar to unknown --- AT5G66440 3.07 1.62 3.11 0.018067 0.057589 -3.84
249298_at putative protein similar to unknown --- AT5G41330 -1.27 -0.35 -3.11 0.018071 0.057595 -3.84
260215_at unknown protein --- AT1G74530 -1.28 -0.36 -3.11 0.018075 0.0576 -3.84
255859_at  putative protein embryonic abunda --- AT5G34930 1.48 0.57 3.11 0.018083 0.057608 -3.84
255776_at  60S ribosomal protein L6, putative --- AT1G18540 1.75 0.81 3.11 0.018083 0.057608 -3.84
258669_at hypothetical protein predicted by ge--- AT3G08800 1.25 0.32 3.10 0.018091 0.057614 -3.84
264823_at putative serine/threonine protein ph BSU1 AT1G03445 -1.41 -0.50 -3.10 0.018094 0.057614 -3.84
245941_at  putative protein karyopherin beta 3 emb2734 AT5G19820 -1.32 -0.40 -3.10 0.018095 0.057614 -3.84
250563_at  putative protein predicted protein, A--- AT5G08050 -1.45 -0.54 -3.10 0.018095 0.057614 -3.84
256494_at hypothetical protein predicted by ge--- AT1G31520 -1.25 -0.32 -3.10 0.018121 0.057682 -3.84
247839_at  eukaryotic initiation factor 4, eIF4-li --- AT5G57870 1.46 0.55 3.10 0.018121 0.057682 -3.84
259655_at unknown protein --- AT1G55210 2.17 1.12 3.10 0.018127 0.057692 -3.84
263589_at hypothetical protein predicted by ge--- AT2G25280 1.23 0.30 3.10 0.018144 0.057739 -3.84
246182_at  beta-1,3-glucanase - like protein pr --- AT5G20870 -1.36 -0.44 -3.10 0.018154 0.057763 -3.84
256348_at hypothetical protein predicted by ge--- AT1G54880 -1.28 -0.35 -3.10 0.018163 0.057771 -3.84
264843_at  putative 1-aminocyclopropane-1-ca--- AT1G03400 -1.53 -0.61 -3.10 0.018164 0.057771 -3.84
249368_at  putative protein predicted proteins, --- AT5G40640 1.39 0.48 3.10 0.018165 0.057771 -3.85
251828_at  putative protein unnamed sequenc --- AT3G55070 -1.30 -0.38 -3.10 0.018169 0.057778 -3.85



255865_at unknown protein --- AT2G30330 1.22 0.29 3.10 0.018175 0.057787 -3.85
267356_at putative isoamylase ISA1 AT2G39930 1.29 0.37 3.10 0.018182 0.057801 -3.85
265346_at hypothetical protein --- --- -1.27 -0.35 -3.10 0.018193 0.05783 -3.85
264957_at  F-box protein family, AtFBL5 conta SKP2B AT1G77000 1.55 0.63 3.10 0.018202 0.05785 -3.85
251522_at hypothetical protein --- AT3G59430 1.31 0.39 3.10 0.018247 0.057978 -3.85
259625_at  glyceraldehyde-3-phosphate dehydGAPB AT1G42970 -1.37 -0.45 -3.10 0.018247 0.057978 -3.85
257426_at hypothetical protein contains similar--- AT1G54850 1.38 0.46 3.10 0.018254 0.057985 -3.85
253305_at Expressed protein ; supported by fu--- AT4G33666 -1.90 -0.93 -3.10 0.018257 0.057985 -3.85
246226_at thiol-disulfide interchange like prote HCF164 AT4G37200 1.41 0.50 3.10 0.018257 0.057985 -3.85
258447_at hypothetical protein predicted by ge--- AT3G22450 1.24 0.31 3.10 0.018269 0.058014 -3.85
264548_at unknown protein ; supported by cDN--- AT1G55680 1.28 0.35 3.10 0.018279 0.058036 -3.85
258648_at putative auxin-independent growth --- AT3G07900 -1.51 -0.60 -3.10 0.018281 0.058036 -3.85
252916_at  kinesin like protein kinesin-related p--- AT4G38950 -1.28 -0.35 -3.10 0.018286 0.058036 -3.85
262219_at hypothetical protein predicted by ge--- AT1G74750 1.49 0.57 3.10 0.018286 0.058036 -3.85
246511_at  UDP-glucose dehydrogenase-like p--- AT5G15490 -1.79 -0.84 -3.10 0.018291 0.058044 -3.85
255728_at unknown protein --- AT1G25500 1.55 0.63 3.10 0.018314 0.058108 -3.85
267250_at similar to hookless1 (HLS1) --- AT2G23060 -1.24 -0.31 -3.10 0.018321 0.058123 -3.85
252905_at  putative protein predicted protein, A--- AT4G39720 -1.37 -0.45 -3.10 0.018325 0.058125 -3.85
253278_at  receptor protein kinase - like protei --- AT4G34220 -2.23 -1.16 -3.10 0.018327 0.058125 -3.85
264378_at hypothetical protein predicted by ge--- AT2G25220 -1.97 -0.98 -3.09 0.018367 0.058245 -3.86
262448_at  En/Spm-like transposon protein, pu--- AT1G49450 -1.29 -0.36 -3.09 0.01837 0.058246 -3.86
264918_at  interferon-induced GTP-binding pro--- AT1G60530 -1.27 -0.35 -3.09 0.018377 0.058259 -3.86
253719_at  putative protein, fragment prolidase--- AT4G29490 1.22 0.28 3.09 0.018382 0.058261 -3.86
246086_at  beta-1,3-glucanase - like protein be--- AT5G20560 -1.24 -0.31 -3.09 0.018382 0.058261 -3.86
261276_at  v-SNARE protein AtVTI1b, putativeVTI1B AT1G26670 1.42 0.50 3.09 0.018387 0.058267 -3.86
266223_at putative thaumatin  ;supported by fu--- AT2G28790 -2.47 -1.31 -3.09 0.018404 0.058308 -3.86
266838_at similar to jasmonate-inducible prote --- AT2G25980 -1.28 -0.35 -3.09 0.018405 0.058308 -3.86
247584_at  60S ribosomal protein L12 - like 60 --- AT5G60670 1.84 0.88 3.09 0.018423 0.058358 -3.86
259490_at hypothetical protein preedicted by g--- AT1G15800 -1.28 -0.35 -3.09 0.01844 0.058404 -3.86
266114_at hypothetical protein predicted by ge--- AT2G02150 -1.22 -0.28 -3.09 0.018446 0.058414 -3.86
247194_at putative protein similar to unknown --- AT5G65480 1.45 0.53 3.09 0.01845 0.058414 -3.86
245940_at putative protein predicted proteins - --- AT5G19630 -1.34 -0.42 -3.09 0.018451 0.058414 -3.86
260402_at  putative gamma-glutamyltransferasGGT3 AT1G69820 -1.38 -0.47 -3.09 0.018461 0.058427 -3.86
247999_at  E2, ubiquitin-conjugating enzyme, UBC30 AT5G56150 1.29 0.37 3.09 0.018462 0.058427 -3.86
246379_s_a 60S ribosomal protein L21, putative--- AT1G57660 / 1.47 0.55 3.09 0.018465 0.058427 -3.86



267624_at putative protein kinase BIK1 AT2G39660 1.74 0.80 3.09 0.018466 0.058427 -3.86
254710_at  multidrug resistance protein/P-glyc PGP9 AT4G18050 1.53 0.61 3.09 0.018481 0.058457 -3.86
267591_at Expressed protein ; supported by fuRTFL8 AT2G39705 2.02 1.01 3.09 0.018482 0.058457 -3.86
252129_at  putative protein hypothetical proteinAtHB28 AT3G50890 -1.31 -0.39 -3.09 0.018484 0.058457 -3.86
255259_at coded for by A. thaliana cDNA W43NDB2 AT4G05020 3.01 1.59 3.09 0.018485 0.058457 -3.86
264751_at  putative superoxide-generating NA FRO3 AT1G23020 -2.24 -1.17 -3.09 0.01849 0.058465 -3.86
251615_at  putative protein hypothetical protein--- AT3G57980 -1.46 -0.55 -3.09 0.018514 0.058531 -3.87
266438_at putative carboxyphosphonoenolpyru--- AT2G43180 1.36 0.45 3.09 0.018516 0.058531 -3.87
266913_at hypothetical protein predicted by geROPGEF4 AT2G45890 -1.22 -0.29 -3.09 0.018519 0.058532 -3.87
245246_at hypothetical protein predicted by ge--- AT1G44224 -1.25 -0.32 -3.09 0.018524 0.05854 -3.87
266796_at predicted by genscan --- AT2G02880 1.28 0.35 3.09 0.01854 0.058575 -3.87
258374_at hypothetical protein predicted by ge--- AT3G14360 -1.62 -0.70 -3.09 0.018541 0.058575 -3.87
246666_at hypothetical protein --- AT5G34830 -1.22 -0.28 -3.09 0.018568 0.058652 -3.87
250734_at putative protein similar to unknown --- AT5G06270 -1.88 -0.91 -3.09 0.018591 0.058716 -3.87
263979_at En/Spm-like transposon protein relaPDF1 AT2G42840 -1.42 -0.51 -3.08 0.018593 0.058717 -3.87
259423_at unknown protein similar to putative --- AT1G13880 -1.40 -0.49 -3.08 0.018599 0.058719 -3.87
249396_at DegP protease contains similarity toDegP9 AT5G40200 1.24 0.31 3.08 0.018599 0.058719 -3.87
245500_at reverse transcriptase like protein --- --- -1.25 -0.32 -3.08 0.018604 0.058727 -3.87
256263_at  5,10-methylenetetrahydrofolate deh--- AT3G12290 -1.30 -0.38 -3.08 0.018618 0.058755 -3.87
251431_at  protein synthesis initiation factor - l EIF4G AT3G60240 1.23 0.30 3.08 0.018618 0.058755 -3.87
256545_at hypothetical protein predicted by ge--- --- -1.29 -0.37 -3.08 0.018632 0.058789 -3.87
248305_at putative protein similar to unknown ATUSP AT5G52560 -1.37 -0.45 -3.08 0.018634 0.058789 -3.87
261381_at hypothetical protein predicted by geSDE3 AT1G05460 1.23 0.30 3.08 0.018638 0.058792 -3.87
264674_at Expressed protein ; supported by fuPOLD4 AT1G09815 1.31 0.39 3.08 0.018646 0.058809 -3.87
247112_at unknown protein --- AT5G65950 1.29 0.37 3.08 0.018661 0.058849 -3.87
250698_at putative protein similar to unknown --- AT5G06810 1.25 0.32 3.08 0.018672 0.058875 -3.87
263150_at  heat-shock protein, putative similar --- AT1G54050 -1.64 -0.71 -3.08 0.018674 0.058875 -3.87
250565_at  putative protein various predicted pE13L3 AT5G08000 -1.37 -0.45 -3.08 0.018678 0.058878 -3.87
245081_at  unknown protein overlap with T20D--- --- -1.47 -0.56 -3.08 0.018695 0.058923 -3.88
258213_at hypothetical protein predicted by ge--- AT3G17950 1.46 0.55 3.08 0.018697 0.058923 -3.88
246351_at  unknown protein contains similarity--- AT1G16570 1.26 0.33 3.08 0.018706 0.058942 -3.88
260748_at  RING-H2 finger protein RHA3a, pu --- AT1G49210 -2.52 -1.34 -3.08 0.018715 0.058962 -3.88
258388_at putative expansin S2 precursor sim ATEXPA12 AT3G15370 -1.23 -0.30 -3.08 0.018736 0.059019 -3.88
257420_at hypothetical protein predicted by ge--- AT1G77250 -1.34 -0.42 -3.08 0.018741 0.059029 -3.88
251754_at  beta-1,3-glucanase - like protein be--- AT3G55780 -1.32 -0.40 -3.08 0.018761 0.059084 -3.88



255052_at  rab7 -like protein rab7 protein -VignATRABG3AAT4G09720 -1.32 -0.40 -3.08 0.018776 0.05912 -3.88
266112_x_ahypothetical protein predicted by ge--- --- -1.33 -0.41 -3.08 0.018778 0.05912 -3.88
258697_at putative minichromosome maintenaMCM8 AT3G09660 1.34 0.42 3.08 0.018794 0.059162 -3.88
263633_at putative SCARECROW gene regulaSCL21 AT2G04890 1.35 0.44 3.08 0.018805 0.059189 -3.88
245688_at  prolin-rich protein, putative similar tAGP31 AT1G28290 -3.73 -1.90 -3.08 0.018813 0.059207 -3.88
254688_at  DnaJ-like protein DnaJ-like protein J20 AT4G13830 -1.27 -0.34 -3.08 0.018817 0.05921 -3.88
265498_at putative C2H2-type zinc finger prote--- AT2G15740 -1.23 -0.30 -3.08 0.018827 0.059233 -3.88
256969_at unknown protein --- AT3G21080 2.35 1.23 3.08 0.018831 0.059239 -3.88
259488_at hypothetical protein preedicted by g--- AT1G15780 1.37 0.46 3.08 0.018842 0.059263 -3.88
260951_at hypothetical protein similar to hypot --- AT1G06145 / 1.36 0.44 3.07 0.018851 0.059284 -3.88
263306_at putative serine carboxypeptidase II SCPL43 AT2G12480 -1.26 -0.33 -3.07 0.018854 0.059286 -3.88
262913_at  NADPH-dependent codeinone redu--- AT1G59960 1.97 0.98 3.07 0.018875 0.059345 -3.89
257408_at unknown protein similar to A. thalianSON1 AT2G17310 -1.32 -0.40 -3.07 0.018891 0.059385 -3.89
262517_at putative glutathione transferase SecATGSTU25AT1G17180 4.22 2.08 3.07 0.018896 0.059388 -3.89
265375_at unknown protein  ;supported by full-VPS2.1 AT2G06530 -1.37 -0.45 -3.07 0.018897 0.059388 -3.89
250932_s_a putative protein MED7, Homo sapie--- AT5G03220 / 1.26 0.33 3.07 0.018904 0.059402 -3.89
266598_at 3-methyl-2-oxobutanoate hydroxy-mKPHMT1 AT2G46110 1.37 0.45 3.07 0.01891 0.059414 -3.89
249424_s_ahypothetical protein  ; supported by --- AT5G39800 / 1.32 0.40 3.07 0.018919 0.059429 -3.89
256273_at  senescence-assocated protein, putTET6 AT3G12090 1.33 0.42 3.07 0.01892 0.059429 -3.89
253531_at  putative protein tomato leucine zippATEXO70GAT4G31540 1.26 0.33 3.07 0.018928 0.059437 -3.89
259054_at putative hypersensitivity-related genCHAT AT3G03480 3.83 1.94 3.07 0.018928 0.059437 -3.89
263406_at  subtilisin-like serine protease AIR3 AIR3 AT2G04160 1.97 0.98 3.07 0.01894 0.059459 -3.89
247630_at putative protein SIZ1 AT5G60410 1.32 0.40 3.07 0.018941 0.059459 -3.89
250990_at serine/threonine-specific protein kinNAK AT5G02290 1.60 0.68 3.07 0.018943 0.059459 -3.89
261084_at  tropinone reductase-I, putative sim --- AT1G07440 1.51 0.60 3.07 0.018957 0.059494 -3.89
253864_at hypothetical protein --- AT4G27460 -1.35 -0.43 -3.07 0.018963 0.059507 -3.89
245374_at hypothetical protein --- AT4G17620 1.30 0.38 3.07 0.018973 0.059529 -3.89
251862_at  putative protein arm repeat containPUB14 AT3G54850 1.25 0.33 3.07 0.018981 0.059546 -3.89
245728_at  steroid 22-alpha-hydroxylase, puta --- AT1G73340 -1.35 -0.43 -3.07 0.019016 0.059647 -3.89
262990_at  E2, ubiquitin-conjugating enzyme, MMZ1 AT1G23260 -1.25 -0.32 -3.07 0.019038 0.059709 -3.89
247145_at receptor protein kinase-like protein --- AT5G65600 3.74 1.90 3.07 0.019056 0.059755 -3.90
252215_at  kinesin -like protein KINESIN-LIKE KICP-02 AT3G50240 -2.02 -1.02 -3.07 0.019059 0.059756 -3.90
250385_at aspartate aminotransferase (Asp3) ASP3 AT5G11520 1.62 0.69 3.07 0.019067 0.059772 -3.90
245260_at kinase like protein ; supported by cD--- AT4G16360 1.23 0.30 3.07 0.019069 0.059772 -3.90
253079_s_a putative protein F56F10.1, Caenorh--- AT4G36190 / 1.39 0.48 3.06 0.019109 0.059891 -3.90



266736_at putative cytochrome P450  ; supporCYP709B1 AT2G46960 -1.24 -0.31 -3.06 0.019115 0.0599 -3.90
266016_at putative RING zinc finger protein  ; s--- AT2G18670 / 1.30 0.37 3.06 0.019119 0.059903 -3.90
264654_s_a putative sugar transport protein, ER--- AT1G08890 / -1.51 -0.59 -3.06 0.019121 0.059903 -3.90
246621_at putative protein strong similarity to u--- AT5G36230 1.20 0.27 3.06 0.019124 0.059903 -3.90
266449_at hypothetical protein predicted by geAT-P4H-1 AT2G43080 1.32 0.40 3.06 0.019128 0.059907 -3.90
262285_at hypothetical protein predicted by ge--- AT1G68680 1.26 0.34 3.06 0.019131 0.05991 -3.90
265948_at 1-aminocyclopropane-1-carboxylateACO1 AT2G19590 -1.30 -0.38 -3.06 0.019155 0.059968 -3.90
262574_at  unknown protein ESTs gb|R30529,--- AT1G15230 1.53 0.61 3.06 0.019155 0.059968 -3.90
250298_at  putative protein NLI-interacting fact--- AT5G11860 1.30 0.38 3.06 0.019173 0.060016 -3.90
256717_at hypothetical protein predicted by ge--- AT2G34110 -1.32 -0.40 -3.06 0.019177 0.060019 -3.90
250070_at phosphoribosylanthranilate transfer --- AT5G17980 -1.53 -0.61 -3.06 0.01918 0.060021 -3.90
261311_at  disease resistance protein RTM1, p--- AT1G05770 -1.43 -0.51 -3.06 0.019192 0.060051 -3.90
246300_at  putative transmembrane protein G5SAC8 AT3G51830 1.25 0.32 3.06 0.019209 0.060095 -3.90
259811_at hypothetical protein predicted by ge--- AT1G49830 -1.27 -0.35 -3.06 0.019235 0.060168 -3.91
246832_at  putative protein isopenicillin N epim--- AT5G26600 1.32 0.40 3.06 0.019252 0.060212 -3.91
258525_at hypothetical protein predicted by geIBR3 AT3G06810 1.41 0.49 3.06 0.019256 0.060212 -3.91
245505_at glutaredoxin --- AT4G15690 -1.93 -0.95 -3.06 0.019257 0.060212 -3.91
249568_at  glucosyltransferase-like protein UD--- AT5G38040 1.33 0.41 3.06 0.019271 0.06025 -3.91
262854_at unknown protein --- AT1G20870 -1.28 -0.35 -3.06 0.019282 0.060273 -3.91
265041_at unknown protein Contains similarityTOM22-I AT1G04070 1.48 0.57 3.06 0.019313 0.060362 -3.91
246849_at  putative protein various predicted p--- AT5G26850 -1.75 -0.80 -3.06 0.019322 0.060383 -3.91
258273_at unknown protein  ;supported by full-GRX4 AT3G15660 1.21 0.28 3.06 0.019334 0.060411 -3.91
263197_at  polyubiquitin, putative similar to pol--- AT1G53930 -1.32 -0.40 -3.06 0.01935 0.060447 -3.91
263826_at hypothetical protein predicted by ge--- AT2G40410 -1.40 -0.48 -3.06 0.01935 0.060447 -3.91
254984_s_a putative protein Homo sapiens deuUBP10 AT4G10570 / 1.20 0.26 3.06 0.019358 0.060464 -3.91
261511_at polyadenylate-binding protein 5 idenPAB5 AT1G71770 -1.31 -0.39 -3.06 0.019368 0.060485 -3.91
261414_at Expressed protein ; supported by fu--- AT1G07795 -1.44 -0.52 -3.05 0.019376 0.060498 -3.91
254922_at RING-H2 finger protein RHA1a -likeRHA1A AT4G11370 4.20 2.07 3.05 0.019377 0.060498 -3.91
262716_at  multicatalytic endopeptidase identicPAB1 AT1G16470 1.38 0.46 3.05 0.019428 0.060648 -3.92
261460_at  MAP kinase, putative similar to GB ATMPK13 AT1G07880 -1.21 -0.27 -3.05 0.019436 0.06066 -3.92
247843_at aluminium tolerance associated - likSVL4 AT5G58050 -1.32 -0.40 -3.05 0.019437 0.06066 -3.92
258043_at unknown protein  ; supported by cD--- AT3G21290 1.22 0.29 3.05 0.019441 0.060664 -3.92
258015_at unknown protein --- AT3G19340 -1.31 -0.39 -3.05 0.019444 0.060665 -3.92
264325_at putative phosphoribosylanthranilate --- AT1G04150 -1.37 -0.45 -3.05 0.019453 0.060683 -3.92
251113_at hypothetical protein --- AT5G01370 -1.35 -0.43 -3.05 0.019466 0.060718 -3.92



249464_at  putative protein crp1, Zea mays, PIEMB2745 AT5G39710 1.82 0.87 3.05 0.01948 0.060744 -3.92
247346_at diacylglycerol kinase ATDGK2 AT5G63770 1.44 0.53 3.05 0.01948 0.060744 -3.92
260601_at Expressed protein ; supported by cDZIP11 AT1G55910 1.54 0.63 3.05 0.01949 0.060761 -3.92
259083_at putative kinase similar to NIMA-relaATNEK2 AT3G04810 -1.26 -0.33 -3.05 0.019491 0.060761 -3.92
262175_at unknown protein ; supported by cDNNDH-O AT1G74880 1.39 0.48 3.05 0.019494 0.060761 -3.92
245306_at Expressed protein ; supported by fuELIP2 AT4G14690 -1.34 -0.42 -3.05 0.019512 0.06081 -3.92
266749_at putative protein kinase contains a p --- AT2G47060 -1.67 -0.74 -3.05 0.019519 0.060822 -3.92
259626_at  bZIP transcription factor, putative cATBZIP60 AT1G42990 2.44 1.29 3.05 0.01953 0.060849 -3.92
261712_at  alcohol dehydrogenase, putative si --- AT1G32780 -1.30 -0.38 -3.05 0.019543 0.060881 -3.92
264341_at hypothetical protein predicted by ge--- AT1G70270 -1.22 -0.29 -3.05 0.01955 0.060896 -3.92
251631_at putative protein several hypothetica --- AT3G57430 1.31 0.39 3.05 0.019559 0.060915 -3.92
253506_at  putative protein EREBP-4 homolog--- AT4G31980 -1.50 -0.59 -3.05 0.019597 0.061018 -3.93
263584_at NAM (no apical meristem)-like proteanac036 AT2G17040 2.16 1.11 3.05 0.019599 0.061018 -3.93
260297_at unknown protein contains Pfam pro --- AT1G80280 -1.30 -0.38 -3.05 0.019603 0.061018 -3.93
259118_at  unknown protein similar to unknow --- AT3G01310 1.36 0.44 3.05 0.019604 0.061018 -3.93
254179_at  putative protein various predicted p--- AT4G23910 1.42 0.50 3.05 0.019608 0.061018 -3.93
246989_at unknown protein --- AT5G67350 1.90 0.92 3.05 0.019608 0.061018 -3.93
257010_at Expressed protein ; supported by cDATEXO70DAT3G14090 -1.46 -0.55 -3.05 0.019617 0.061036 -3.93
253043_at  putative protein predicted protein, ALBD39 AT4G37540 1.60 0.68 3.05 0.019619 0.061036 -3.93
250648_at late embryogenesis abundant prote --- AT5G06760 -1.30 -0.38 -3.05 0.01964 0.061092 -3.93
250764_at putative protein similar to unknown --- AT5G05960 -6.32 -2.66 -3.04 0.019649 0.061112 -3.93
266126_at putative metalloproteinase  ; suppor--- AT2G45040 1.51 0.59 3.04 0.019652 0.061114 -3.93
254359_at  putative protein hypothetical protein--- AT4G22360 -1.30 -0.38 -3.04 0.019688 0.061215 -3.93
251266_at  putative protein hypothetical protein--- AT3G62320 -1.33 -0.41 -3.04 0.01969 0.061215 -3.93
247476_at putative protein --- AT5G62330 -1.26 -0.33 -3.04 0.019693 0.061216 -3.93
250944_at putative protein --- AT5G03380 2.40 1.26 3.04 0.019707 0.06125 -3.93
259552_at hypothetical protein --- AT1G21320 -1.32 -0.40 -3.04 0.019709 0.06125 -3.93
245700_at carbonate dehydratase - like proteinACA3 AT5G04180 -1.24 -0.31 -3.04 0.019721 0.061276 -3.93
245934_at  putative protein NAC1 - Medicago tanac082 AT5G09330 1.37 0.45 3.04 0.019724 0.061278 -3.93
252773_at  putative protein predicted proteins, --- --- -1.23 -0.30 -3.04 0.019734 0.0613 -3.93
247131_at ferredoxin-NADP+ reductase FNR1 AT5G66190 -1.24 -0.31 -3.04 0.019739 0.061309 -3.93
265788_at putative auxin-induced protein IAA32 AT2G01200 -1.23 -0.29 -3.04 0.019749 0.06133 -3.93
260925_at  DNA-binding protein, putative conta--- AT1G21340 -1.31 -0.39 -3.04 0.019771 0.061387 -3.93
261212_at hypothetical protein predicted by geatnudt12 AT1G12880 1.46 0.54 3.04 0.019773 0.061387 -3.93
248852_at unknown protein --- AT5G46560 1.21 0.28 3.04 0.019776 0.061391 -3.93



262875_at gamma-tocopherol methyltransferasG-TMT AT1G64970 1.32 0.40 3.04 0.019783 0.061404 -3.94
254265_s_a serine threonine kinase - like proteiCRK6 AT4G23140 / 2.48 1.31 3.04 0.019806 0.061465 -3.94
264862_at hypothetical protein predicted by ge--- AT1G24330 -1.45 -0.53 -3.04 0.019813 0.061478 -3.94
249501_s_a expansin-like protein expansin - Pr ATEXP26 AT5G39270 / -1.21 -0.28 -3.04 0.019834 0.061536 -3.94
259139_at hypothetical protein similar to F16N --- AT3G10240 -1.26 -0.34 -3.04 0.01984 0.061541 -3.94
252828_at  DnaJ - like protein DnaJ-like protein--- AT4G39960 1.31 0.38 3.04 0.019841 0.061541 -3.94
247814_at polyneuridine aldehyde esterase-lik MES18 AT5G58310 -2.83 -1.50 -3.04 0.019854 0.061573 -3.94
245206_at  putative protein similarity to NCA2 DGS1 AT5G12290 1.31 0.39 3.04 0.019869 0.061607 -3.94
252470_at  protein kinase 6-like protein protein--- AT3G46930 1.96 0.97 3.04 0.01987 0.061607 -3.94
266273_at putative zinc transporter MTPB1 AT2G29410 2.48 1.31 3.04 0.019877 0.061621 -3.94
265296_at hypothetical protein predicted by ge--- AT2G14060 -1.25 -0.32 -3.04 0.019882 0.061627 -3.94
251594_at  putative protein DOC4, Mus muscu--- AT3G57630 2.12 1.08 3.04 0.019886 0.061631 -3.94
258296_at putative ribosomal protein similar to --- AT3G23390 1.72 0.78 3.04 0.019899 0.061663 -3.94
258214_at  amidase, putative similar to amidasatToc64-III AT3G17970 1.55 0.64 3.03 0.019939 0.061779 -3.94
252235_at  60S RIBOSOMAL PROTEIN - like --- AT3G49910 1.60 0.67 3.03 0.019942 0.061779 -3.94
249221_at serine/threonine protein kinase-like --- AT5G42440 1.36 0.44 3.03 0.019962 0.061821 -3.94
250730_at C3HC4-type RING zinc finger prote --- AT5G06490 -1.28 -0.35 -3.03 0.019964 0.061821 -3.94
249974_at  putative protein predicted proteins, --- AT5G18780 1.63 0.71 3.03 0.019964 0.061821 -3.94
265116_at unknown protein ; supported by full---- AT1G62480 3.16 1.66 3.03 0.019967 0.061821 -3.94
251513_at  pirin-like protein pirin - LycopersicoPRN AT3G59220 -2.41 -1.27 -3.03 0.019972 0.061829 -3.95
255538_at putative transcription factor  ; suppoMYB55 AT4G01680 -1.92 -0.94 -3.03 0.019984 0.061859 -3.95
248283_at pyruvate kinase  ;supported by full-lPKP-BETA AT5G52920 1.54 0.62 3.03 0.020009 0.061921 -3.95
247874_at 101 kDa heat shock protein; HSP10--- AT5G57710 -1.45 -0.53 -3.03 0.02001 0.061921 -3.95
245248_at Expressed protein ; supported by cDATB' GAMMAT4G15415 1.19 0.26 3.03 0.020016 0.061933 -3.95
247643_at auxin response factor 4  ; supportedARF4 AT5G60450 1.47 0.56 3.03 0.02003 0.061967 -3.95
250072_at putative protein similar to unknown --- AT5G17210 -1.42 -0.50 -3.03 0.020049 0.062019 -3.95
245524_at cytochrome c oxidoreductase like p --- AT4G15920 -1.99 -1.00 -3.03 0.020062 0.062049 -3.95
250568_at putative protein several putative AT --- AT5G08110 1.28 0.35 3.03 0.020065 0.062049 -3.95
259985_at unknown protein  ; supported by cD--- AT1G76620 -1.26 -0.34 -3.03 0.020073 0.062054 -3.95
248025_at  NOI protein, nitrate-induced  NOI AT5G55850 -1.33 -0.42 -3.03 0.020074 0.062054 -3.95
255883_at  unknown protein similar to putative --- AT1G20270 1.34 0.43 3.03 0.020074 0.062054 -3.95
256333_at Sm-like protein contains Pfam profil --- AT1G76860 1.47 0.56 3.03 0.020081 0.062068 -3.95
267350_at putative DNA-directed RNA polyme NRPD1B AT2G40030 -1.34 -0.42 -3.03 0.020095 0.062084 -3.95
259313_at hypothetical protein predicted by ge--- AT3G05090 1.32 0.40 3.03 0.020097 0.062084 -3.95
266309_at unknown protein  ;supported by full---- AT2G27140 -1.41 -0.49 -3.03 0.020098 0.062084 -3.95



267017_at unknown protein SVR1 AT2G39140 1.71 0.77 3.03 0.020098 0.062084 -3.95
252037_at  putative calmodulin calmodulin - TeCAM9 AT3G51920 1.47 0.56 3.03 0.0201 0.062084 -3.95
256261_at ras-related GTP-binding protein conRABA4D AT3G12160 -1.26 -0.34 -3.03 0.020124 0.062149 -3.95
259801_at  blue copper protein, putative simila --- AT1G72230 -1.82 -0.87 -3.03 0.020145 0.062205 -3.95
260479_at hypothetical protein predicted by ge--- AT1G11020 1.23 0.30 3.03 0.020153 0.062222 -3.95
245359_at carnitine racemase like protein ;sup IBR10 AT4G14430 1.56 0.65 3.03 0.020167 0.062255 -3.96
267605_at putative protein disulfide isomerase ATPDIL2-3 AT2G32920 1.38 0.46 3.02 0.020192 0.062325 -3.96
258289_at hypothetical protein predicted by ge--- AT3G23450 -1.24 -0.31 -3.02 0.020195 0.062325 -3.96
257540_at hypothetical protein --- AT3G21520 -1.30 -0.38 -3.02 0.020202 0.062337 -3.96
248639_at anthranilate N-benzoyltransferase  HCT AT5G48930 1.48 0.57 3.02 0.020204 0.062337 -3.96
245264_at Expressed protein ; supported by cD--- AT4G17245 -2.09 -1.06 -3.02 0.020208 0.062341 -3.96
267579_at metallothionein-like protein --- AT2G42000 -1.22 -0.29 -3.02 0.020217 0.06236 -3.96
256614_at hypothetical protein predicted by ge--- AT3G29300 -1.26 -0.34 -3.02 0.020222 0.062367 -3.96
261402_at  wall-associated kinase 4, putative sRFO1 AT1G79670 1.53 0.62 3.02 0.02024 0.062409 -3.96
253838_at  putative zinc finger protein zinc fing--- AT4G27880 -1.45 -0.53 -3.02 0.020243 0.062409 -3.96
245532_at cytochrome P450 like protein CYP97B3 AT4G15110 -1.20 -0.27 -3.02 0.020244 0.062409 -3.96
261536_at K Efflux antiporter KEA1 identical toKEA1 AT1G01790 -1.39 -0.47 -3.02 0.020249 0.062415 -3.96
248799_at ethylene responsive element bindin ERF5 AT5G47230 3.63 1.86 3.02 0.020258 0.062437 -3.96
247177_at unknown protein ; supported by cDN--- AT5G65300 2.13 1.09 3.02 0.020265 0.062448 -3.96
261879_at  cytochrome P450, putative similar tCYP705A2 AT1G50520 -1.24 -0.31 -3.02 0.020285 0.062502 -3.96
253552_at  ubiquitin-specific protease 24 (UBPUBP24 AT4G30890 1.25 0.33 3.02 0.02032 0.062595 -3.96
259784_at  auxin-induced protein, putative sim--- AT1G29450 -1.67 -0.74 -3.02 0.020322 0.062595 -3.96
254752_at  putative protein IFA-binding protein--- AT4G13160 1.28 0.36 3.02 0.020323 0.062595 -3.96
249790_at putative protein similar to unknown --- AT5G24290 -2.68 -1.42 -3.02 0.020332 0.062611 -3.96
251550_at  putative protein proline-rich protein --- AT3G58800 -1.29 -0.37 -3.02 0.020381 0.062756 -3.97
249613_at  putative protein mDj10, Mus muscu--- AT5G37380 1.35 0.43 3.02 0.020387 0.062766 -3.97
264314_at unknown protein ; supported by cDN--- AT1G70420 1.50 0.58 3.02 0.02039 0.062767 -3.97
247428_at unknown protein --- AT5G62600 1.22 0.29 3.02 0.020402 0.062792 -3.97
246283_at putative protein --- AT4G36860 -1.33 -0.42 -3.02 0.020404 0.062792 -3.97
248597_at DNA (cytosine-5)-methyltransferaseMET1 AT5G49160 1.73 0.79 3.02 0.020445 0.062909 -3.97
262746_at Expressed protein ; supported by fuATNUDX15AT1G28960 1.21 0.28 3.02 0.020455 0.062933 -3.97
250862_s_a 40S ribosomal protein S17 -like 40S--- AT2G04390 / 1.51 0.60 3.02 0.020462 0.062936 -3.97
262050_at unknown protein ;supported by full-l--- AT1G80130 -2.81 -1.49 -3.02 0.020463 0.062936 -3.97
265646_at putative lipase --- AT2G27360 1.30 0.38 3.02 0.020464 0.062936 -3.97
262768_at  putative beta-1,4-N-acetylglucosam--- AT1G12990 -1.74 -0.80 -3.02 0.020469 0.06294 -3.97



246563_at putative protein --- AT5G15581 -1.33 -0.41 -3.01 0.020474 0.062949 -3.97
246655_at hypothetical protein --- AT5G35230 -1.26 -0.33 -3.01 0.020479 0.062952 -3.97
254225_at  putative major latex protein major la--- AT4G23670 -2.90 -1.54 -3.01 0.020481 0.062952 -3.97
262260_at  major latex protein (MLP149), puta MLP34 AT1G70850 -1.42 -0.51 -3.01 0.02049 0.062972 -3.97
246779_at putative protein peroxisomal integraPNC2 AT5G27520 -1.57 -0.65 -3.01 0.020512 0.063028 -3.97
261794_at hypothetical protein contains similar--- AT1G16060 -1.34 -0.43 -3.01 0.020514 0.063028 -3.97
254053_s_a SRG1-like protein strong homology--- AT4G25300 / 1.56 0.65 3.01 0.020555 0.063147 -3.98
260785_at hypothetical protein predicted by ge--- AT1G06200 1.26 0.34 3.01 0.020576 0.063203 -3.98
253476_at  S-receptor kinase -like protein serinSD2-5 AT4G32300 -1.64 -0.71 -3.01 0.020607 0.063289 -3.98
253695_at arginine methyltransferase (pam1)  PRMT11 AT4G29510 1.41 0.50 3.01 0.020615 0.063306 -3.98
263504_s_ahypothetical protein --- AT2G07677 1.24 0.31 3.01 0.020619 0.063308 -3.98
258437_at unknown protein contains protein ph--- AT3G16560 1.46 0.55 3.01 0.020627 0.063318 -3.98
260499_at unknown protein  ; supported by cD--- AT2G41760 -1.24 -0.31 -3.01 0.020628 0.063318 -3.98
260944_at  beta-galactosidase, putative similarBGAL5 AT1G45130 -4.32 -2.11 -3.01 0.020644 0.063358 -3.98
248591_at xylulose kinase  ; supported by cDN--- AT5G49650 -1.31 -0.39 -3.01 0.020648 0.063358 -3.98
246323_at hypothetical protein predicted by ge--- AT1G16690 -1.33 -0.41 -3.01 0.020649 0.063358 -3.98
257279_at unknown protein  ;supported by full---- AT3G14430 1.27 0.34 3.01 0.020656 0.06337 -3.98
248889_at unknown protein ;supported by full-l--- AT5G46230 1.50 0.59 3.01 0.020673 0.063415 -3.98
265770_at Expressed protein ; supported by fu--- AT2G48100 1.34 0.43 3.01 0.020687 0.063449 -3.98
245888_at  putative protein DNA-binding prote --- AT5G09450 1.28 0.35 3.01 0.020691 0.063453 -3.98
261387_at hypothetical protein predicted by ge--- AT1G05410 1.52 0.61 3.01 0.02071 0.063504 -3.98
262441_at hypothetical protein similar to hypot OSB1 AT1G47720 1.32 0.40 3.01 0.020728 0.063548 -3.98
259120_at unknown protein --- AT3G02240 4.43 2.15 3.00 0.020761 0.063641 -3.99
256613_at hypothetical protein predicted by geemb2076 AT3G29290 1.36 0.45 3.00 0.020802 0.06376 -3.99
258249_s_aunknown protein  ; supported by full--- AT3G15820 / -1.43 -0.51 -3.00 0.020823 0.063815 -3.99
263585_at 60S ribosomal protein L39 --- AT2G25210 1.69 0.76 3.00 0.020837 0.063845 -3.99
266231_at putative protein kinase PSKR1 AT2G02220 2.21 1.14 3.00 0.020838 0.063845 -3.99
250163_at  putative protein various predicted p--- AT5G15270 -1.30 -0.38 -3.00 0.020845 0.063857 -3.99
261698_at unknown protein identical to hypoth --- AT1G32630 1.34 0.42 3.00 0.020855 0.063878 -3.99
262046_at hypothetical protein predicted by geOFP14 AT1G79960 -1.35 -0.44 -3.00 0.020882 0.063946 -3.99
263663_at putative malate dehydrogenase sim--- AT1G04410 1.26 0.34 3.00 0.020883 0.063946 -3.99
248818_at Lon protease homolog 1 precursor LON2 AT5G47040 -1.37 -0.46 -3.00 0.020887 0.063951 -3.99
247139_at unknown protein  ;supported by full---- AT5G66090 1.28 0.36 3.00 0.020892 0.063953 -3.99
246987_at  myb-related protein, 33.3K (pir |S7 MYBR1 AT5G67300 -1.58 -0.66 -3.00 0.020893 0.063953 -3.99
255104_at Expressed protein ; supported by fuSAH7 AT4G08685 -2.37 -1.24 -3.00 0.020907 0.063981 -3.99



260874_at hypothetical protein predicted by geemb2170 AT1G21390 1.33 0.41 3.00 0.020908 0.063981 -3.99
248108_at molybdopterin synthase sulphurylasCNX5 AT5G55130 1.31 0.38 3.00 0.020914 0.063992 -3.99
247873_at diacylglycerol kinase-like protein --- AT5G57690 -1.24 -0.31 -3.00 0.020927 0.064021 -3.99
259753_at putative isoprenylated protein simila--- AT1G71050 -1.44 -0.52 -3.00 0.020939 0.064051 -4.00
250449_at  embryonic abundant protein -like e --- AT5G10830 -1.69 -0.76 -3.00 0.020942 0.064051 -4.00
258350_at unknown protein similar to serine/thCIPK1 AT3G17510 -1.67 -0.74 -3.00 0.020951 0.064071 -4.00
262275_at  ATPase, putative similar to chroma--- AT1G68710 1.30 0.38 3.00 0.020959 0.064084 -4.00
255385_at putative hydrolase --- AT4G03610 -1.36 -0.44 -3.00 0.020977 0.064131 -4.00
251207_at putative protein  ;supported by full-le--- AT3G63050 1.57 0.65 3.00 0.020988 0.064157 -4.00
249601_at  quinone oxidoreductase -like prote --- AT5G37980 -1.36 -0.45 -3.00 0.020997 0.064162 -4.00
266768_s_aubiquitin extension protein (UBQ6) iUBQ6 AT2G47110 / 1.44 0.53 3.00 0.020997 0.064162 -4.00
253317_at putative protein --- AT4G33960 1.74 0.80 3.00 0.020998 0.064162 -4.00
252502_at  copper transport protein - like proteCOPT2 AT3G46900 1.99 0.99 3.00 0.021008 0.064185 -4.00
253149_at  NAD+ dependent isocitrate dehydro--- AT4G35650 -1.28 -0.36 -3.00 0.021016 0.064198 -4.00
266949_s_aunknown protein ;supported by full-l--- AT2G18840 / -1.34 -0.42 -3.00 0.021018 0.064198 -4.00
265792_at predicted by genscan and genefinde--- AT2G01390 -1.31 -0.39 -3.00 0.021024 0.064202 -4.00
245514_at OEP8 like protein --- AT4G15810 -1.44 -0.53 -3.00 0.021025 0.064202 -4.00
255808_at  putative protein predicted protein, A--- AT4G10280 1.29 0.36 3.00 0.021034 0.06422 -4.00
254164_at putative protein  ;supported by full-leTIFY1 AT4G24470 1.28 0.35 2.99 0.021045 0.064245 -4.00
257102_at  endoxyloglucan transferase, putativXTH3 AT3G25050 -1.21 -0.28 -2.99 0.021066 0.064296 -4.00
256452_at hypothetical protein predicted by geAtHB33 AT1G75240 -2.32 -1.21 -2.99 0.021068 0.064296 -4.00
262593_at putative ubiquinol--cytochrome-c re --- AT1G15120 1.47 0.55 2.99 0.02107 0.064296 -4.00
253767_at 12S cruciferin seed storage protein CRU3 AT4G28520 -1.27 -0.34 -2.99 0.021086 0.064334 -4.00
267030_at unknown protein SCAR2 AT2G38440 -1.24 -0.32 -2.99 0.021095 0.064353 -4.00
249720_at fimbrin  ; supported by cDNA: gi_15FIM2 AT5G35700 1.25 0.33 2.99 0.021099 0.064359 -4.00
252833_at Expressed protein ; supported by cDAGP3 AT4G40090 -1.24 -0.31 -2.99 0.021111 0.064385 -4.00
257689_at  myb-related protein, putative myb-rAtMYB10 AT3G12820 -1.28 -0.35 -2.99 0.02112 0.0644 -4.00
255704_at putative proline-rich protein  ;suppo --- AT4G00170 1.22 0.28 2.99 0.021121 0.0644 -4.00
250676_at harpin-induced protein-like  ; suppo NHL3 AT5G06320 -1.51 -0.59 -2.99 0.021129 0.0644 -4.00
255487_at  tryptophan synthase alpha 1-like pr--- AT4G02610 1.30 0.38 2.99 0.02113 0.0644 -4.00
253260_at hypothetical protein --- AT4G34420 / -1.28 -0.36 -2.99 0.02113 0.0644 -4.00
260271_at unknown protein similar to unknown--- AT1G63690 1.25 0.32 2.99 0.021134 0.064404 -4.00
252282_at  6-phosphogluconolactonase - like p--- AT3G49360 1.23 0.30 2.99 0.021144 0.064428 -4.01
246084_at  putative protein predicted proteins, ATBRXL4 AT5G20540 -1.29 -0.37 -2.99 0.021169 0.064492 -4.01
259027_at hypothetical protein predicted by ge--- AT3G09280 -1.21 -0.27 -2.99 0.021185 0.064534 -4.01



246760_at  putative protein predicted proteins, --- AT5G27970 -1.24 -0.31 -2.99 0.021195 0.064548 -4.01
258936_s_a hypothetical protein similar to hypo --- --- -1.25 -0.32 -2.99 0.021196 0.064548 -4.01
245308_at putative protein ; supported by cDN --- AT4G17486 -1.23 -0.30 -2.99 0.021198 0.064548 -4.01
265184_at unknown protein  ;supported by full---- AT1G23710 2.55 1.35 2.99 0.021201 0.064548 -4.01
251986_at  putative protein various predicted p--- AT3G53310 1.68 0.75 2.99 0.021222 0.064605 -4.01
245713_at S-adenosyl-L-methionine:salicylic a NAMT1 AT5G04370 -1.40 -0.49 -2.99 0.021228 0.064612 -4.01
266425_at putative strictosidine synthase --- AT2G41300 -1.29 -0.37 -2.99 0.021255 0.064685 -4.01
248521_s_anodulin-like protein ; supported by c--- AT5G50520 / 1.27 0.34 2.99 0.021284 0.064766 -4.01
258983_at  putative aminotransferase similar to--- AT3G08860 2.14 1.10 2.99 0.02132 0.064866 -4.01
264392_at hypothetical protein Similar to salt-in--- AT1G11900 1.34 0.42 2.98 0.021356 0.064966 -4.02
253984_at  isp4 like protein isp4 protein -SchizOPT5 AT4G26590 -1.29 -0.37 -2.98 0.021358 0.064966 -4.02
265441_at unknown protein  ;supported by full---- AT2G20870 -1.37 -0.46 -2.98 0.021378 0.065018 -4.02
256767_at hypothetical protein predicted by ge--- AT3G13680 -1.26 -0.33 -2.98 0.021389 0.065038 -4.02
265096_at  unknown protein Location of ESTs --- AT1G04030 1.31 0.39 2.98 0.021391 0.065038 -4.02
257080_at unknown protein --- AT3G15240 -1.20 -0.27 -2.98 0.021413 0.065099 -4.02
249342_at  putative protein ATP12 protein prec--- AT5G40660 1.30 0.38 2.98 0.021417 0.065102 -4.02
258737_at unknown protein similar to unknown--- AT3G05940 -1.24 -0.32 -2.98 0.02143 0.065133 -4.02
246796_at  putative protein myosin heavy chai --- AT5G26770 -1.38 -0.47 -2.98 0.021433 0.065133 -4.02
253756_at Cdk-activating kinase CAK1At ; supCAK1AT AT4G28980 -1.21 -0.28 -2.98 0.021444 0.065146 -4.02
251115_at  putative protein symplekin - Homo ESP4 AT5G01400 1.27 0.35 2.98 0.021448 0.065146 -4.02
259604_at 20S proteasome beta subunit (PBGPBG1 AT1G56450 1.25 0.33 2.98 0.021455 0.065146 -4.02
262952_at hypothetical protein predicted by ge--- AT1G75770 -1.34 -0.42 -2.98 0.021455 0.065146 -4.02
245504_at glutaredoxin --- AT4G15660 -1.49 -0.57 -2.98 0.021455 0.065146 -4.02
245346_at putative beta-amylase ;supported b CT-BMY AT4G17090 -1.34 -0.42 -2.98 0.021456 0.065146 -4.02
265157_at putative reverse transcriptase simila--- --- -1.28 -0.35 -2.98 0.021462 0.065146 -4.02
262346_at unknown protein similar to hypothet --- AT1G63980 1.38 0.46 2.98 0.021462 0.065146 -4.02
264938_at unknown protein contains similarity --- AT1G60610 1.27 0.35 2.98 0.021463 0.065146 -4.02
264186_at hypothetical protein predicted by ge--- AT1G54570 1.86 0.90 2.98 0.021505 0.065257 -4.02
256543_at unknown protein supported by full-le--- AT1G42480 1.31 0.39 2.98 0.021506 0.065257 -4.02
261610_at hypothetical protein predicted by ge--- AT1G49560 1.49 0.57 2.98 0.021512 0.06527 -4.02
248884_at putative protein similar to unknown --- AT5G46030 1.22 0.29 2.98 0.021521 0.065286 -4.02
259909_at unknown protein ; supported by full-MEE9 AT1G60870 1.24 0.31 2.98 0.021527 0.065292 -4.02
260700_at hypothetical protein identical to hyp --- AT1G32260 1.31 0.39 2.98 0.021528 0.065292 -4.02
252583_at putative protein several hypothetica --- AT3G45540 -1.28 -0.35 -2.98 0.021546 0.065336 -4.03
244984_at ribosomal protein S3 --- --- -1.43 -0.52 -2.98 0.02157 0.065402 -4.03



258110_at putative cytochrome P450 similar toCYP72A7 AT3G14610 1.35 0.43 2.98 0.021581 0.065425 -4.03
264440_at  unknown protein similar to fim prote--- AT1G27340 1.24 0.31 2.98 0.021592 0.065451 -4.03
261365_at  proton pump interactor, putative sim--- AT1G53110 1.88 0.91 2.98 0.021601 0.065469 -4.03
252590_at  putative protein kinase NPK1-relate--- AT3G45670 -1.27 -0.35 -2.98 0.021611 0.06549 -4.03
256209_at  electron transport flavoprotein, putaETFALPHAAT1G50940 1.27 0.34 2.98 0.021615 0.065491 -4.03
257705_at unknown protein  ; supported by cD--- AT3G12760 1.19 0.26 2.98 0.021617 0.065491 -4.03
267599_at putative serine/threonine protein kin--- AT2G32850 -1.23 -0.30 -2.98 0.021622 0.065498 -4.03
249774_at squalene monooxygenase SQP1 AT5G24150 -1.53 -0.61 -2.97 0.021635 0.065529 -4.03
250366_at  putative protein predicted proteins --- AT5G11420 -4.46 -2.16 -2.97 0.021638 0.065529 -4.03
255847_at putative thioredoxin ACHT3 AT2G33270 -1.21 -0.27 -2.97 0.021698 0.065701 -4.03
262933_at  polyamine oxidase, putative similarATPAO4 AT1G65840 -1.48 -0.57 -2.97 0.021707 0.065719 -4.03
246924_at  putative protein KIAA0332 - Homo --- AT5G25060 1.21 0.28 2.97 0.021723 0.065759 -4.03
254231_at  putative protein AR411 - ArabidopsWRKY53 AT4G23810 3.75 1.91 2.97 0.021728 0.065759 -4.03
262711_at hypothetical protein predicted by ge--- AT1G16500 1.43 0.52 2.97 0.021733 0.065759 -4.03
250873_at  lipase -like protein lipase Arab-1, A --- AT5G03980 -1.28 -0.36 -2.97 0.021734 0.065759 -4.03
257854_at putative CREB-binding protein similHAC5 AT3G12980 -1.27 -0.34 -2.97 0.021739 0.065759 -4.03
246261_at unknown protein --- AT1G31810 1.29 0.36 2.97 0.02174 0.065759 -4.03
263254_x_ahypothetical protein similar to hypot --- --- -1.39 -0.48 -2.97 0.02174 0.065759 -4.03
248693_at regulator of chromosome condensa--- AT5G48330 1.42 0.51 2.97 0.021761 0.065815 -4.04
253076_at  NAM like protein P.hybrida NAM geANAC076 AT4G36160 -1.26 -0.33 -2.97 0.021766 0.06582 -4.04
264446_at  putative nuclear transport factor simNTF2A AT1G27310 1.28 0.36 2.97 0.02183 0.066004 -4.04
264221_s_aunknown protein contains similarity emb1220 AT1G60170 / 1.28 0.36 2.97 0.021843 0.066035 -4.04
256905_at  mitochondrial chaperonin hsp60 ideHSP60 AT3G23990 1.75 0.81 2.97 0.021874 0.066119 -4.04
264421_at ribosomal protein identical to ribosoARP1 AT1G43170 1.41 0.50 2.97 0.021876 0.066119 -4.04
253763_at  xyloglucan endotransglycosylase - --- AT4G28850 -1.22 -0.29 -2.97 0.021899 0.066171 -4.04
250726_at putative protein similar to unknown --- AT5G06410 1.34 0.42 2.97 0.0219 0.066171 -4.04
257177_at cyanate lyase (CYN) identical to cyaCYN AT3G23490 1.42 0.50 2.97 0.021902 0.066171 -4.04
261595_at hypothetical protein predicted by ge--- AT1G33070 -1.21 -0.27 -2.97 0.021914 0.066196 -4.04
259342_at unknown protein  ;supported by full---- AT3G03890 1.39 0.48 2.97 0.021918 0.066196 -4.04
267569_at putative photosystem II oxygen-evoPSBP-2 AT2G30790 -1.52 -0.60 -2.97 0.021919 0.066196 -4.04
250105_at putative protein contains similarity toRAD4 AT5G16630 1.56 0.64 2.97 0.021936 0.066228 -4.04
258085_at unknown protein  ; supported by cD--- AT3G26100 1.31 0.39 2.97 0.021936 0.066228 -4.04
261482_at unknown protein ;supported by full-lTHH1 AT1G14530 -1.28 -0.36 -2.96 0.021939 0.066228 -4.04
245874_at unknown protein --- AT1G26250 -1.29 -0.36 -2.96 0.021945 0.066235 -4.04
265922_at putative sugar transporter --- AT2G18480 -1.25 -0.32 -2.96 0.021947 0.066235 -4.04



260085_at putative D-ribulose-5-phosphate sim--- AT1G63290 1.24 0.31 2.96 0.021951 0.066239 -4.04
251788_at putative protein --- AT3G55420 -1.75 -0.80 -2.96 0.021957 0.066249 -4.05
266642_at putative chloroplast RNA binding pr --- AT2G35410 -1.28 -0.35 -2.96 0.021991 0.066343 -4.05
262715_at putative myb-related transcription faMYB58 AT1G16490 -1.20 -0.26 -2.96 0.022018 0.066414 -4.05
265571_s_aunknown protein --- AT2G28020 / 1.24 0.31 2.96 0.022052 0.066508 -4.05
265707_at unknown protein --- AT2G03390 1.32 0.40 2.96 0.02206 0.066518 -4.05
259087_at  hypothetical protein, contains DnaJ--- AT3G04980 1.21 0.27 2.96 0.022061 0.066518 -4.05
246846_at putative protein --- AT5G26760 1.23 0.30 2.96 0.022075 0.066542 -4.05
251199_at  transport inhibitor response 1 (TIR1TIR1 AT3G62980 -1.50 -0.59 -2.96 0.022075 0.066542 -4.05
259140_at lycopene beta cyclase identical to lyLYC AT3G10230 1.23 0.30 2.96 0.022081 0.066551 -4.05
258291_at putative protein kinase similar to pro--- AT3G23310 -1.30 -0.38 -2.96 0.022109 0.066628 -4.05
258133_at  ethylene-responsive transcriptionalMBF1C AT3G24500 1.40 0.48 2.96 0.022112 0.066629 -4.05
266915_at hypothetical protein predicted by ge--- AT2G45870 -1.24 -0.31 -2.96 0.022124 0.066654 -4.05
264343_at unknown protein  ; supported by full--- AT1G11850 -1.46 -0.55 -2.96 0.022144 0.066707 -4.05
260107_at  fructokinase, putative similar to fruc--- AT1G66430 -2.46 -1.30 -2.96 0.022155 0.066721 -4.05
254399_at  G10 - like protein Maternal G10 like--- AT4G21110 1.22 0.28 2.96 0.022156 0.066721 -4.05
246072_at PISTILLATA  ; supported by full-len PI AT5G20240 1.23 0.30 2.96 0.022157 0.066721 -4.05
246159_at Expressed protein ; supported by fu--- AT5G20935 1.56 0.64 2.96 0.022169 0.066746 -4.06
250877_at  putative protein predicted protein, ASDP1 AT5G04040 -1.40 -0.48 -2.96 0.022176 0.066758 -4.06
256777_at hypothetical protein predicted by ge--- AT3G13780 1.25 0.33 2.96 0.022183 0.066771 -4.06
259419_at  acyl-CoA oxidase ACX3, putative sACX6 AT1G06310 -1.25 -0.32 -2.96 0.022192 0.06679 -4.06
246010_at  putative protein predicted proteins, --- AT5G08440 1.21 0.28 2.96 0.022209 0.066831 -4.06
257297_at  unknown protein contains Pfam pro--- AT3G28040 -1.79 -0.84 -2.96 0.022212 0.066831 -4.06
258063_at putative cytochrome P450 similar toCYP72A8 AT3G14620 2.07 1.05 2.96 0.022218 0.066837 -4.06
260459_at hypothetical protein predicted by ge--- AT1G68240 -1.28 -0.35 -2.96 0.022219 0.066837 -4.06
253296_at  putative protein inositol 1,3,4-trisph--- AT4G33770 -1.25 -0.32 -2.96 0.022237 0.06688 -4.06
263760_at unknown protein  ; supported by cDSULA AT2G21280 -1.48 -0.57 -2.96 0.022239 0.06688 -4.06
254182_at  putative protein various npredicted --- AT4G23950 1.32 0.40 2.95 0.022262 0.066928 -4.06
257729_at  histone deacetylase, putative contaHDA15 AT3G18520 1.41 0.49 2.95 0.022263 0.066928 -4.06
252141_at putative protein --- AT3G51100 1.22 0.28 2.95 0.022266 0.066928 -4.06
254482_at  TWIN SISTER OF FT (TSF) terminTSF AT4G20370 -1.32 -0.40 -2.95 0.022267 0.066928 -4.06
256928_at unknown protein --- AT3G22590 -1.28 -0.35 -2.95 0.022275 0.066939 -4.06
264240_at  protein kinase, putative Simisimilar --- AT1G54820 -2.60 -1.38 -2.95 0.022277 0.066939 -4.06
255833_at unknown protein --- AT2G33390 1.30 0.38 2.95 0.022282 0.066946 -4.06
251083_at hypothetical protein  ; supported by --- AT5G01590 -1.27 -0.35 -2.95 0.022309 0.067018 -4.06



251707_at  protein kinase C inhibitor-like prote --- AT3G56490 1.29 0.36 2.95 0.022317 0.067031 -4.06
262761_at  unknown protein ESTs gb|AA39570--- AT1G10720 -1.40 -0.48 -2.95 0.022319 0.067031 -4.06
264071_at putative carboxypeptidase  ; supporSCPL51 AT2G27920 -1.53 -0.61 -2.95 0.022355 0.067128 -4.06
263665_at putative putative 60S ribosomal pro --- AT1G04480 1.54 0.62 2.95 0.022357 0.067128 -4.06
254810_at  putative protein pectinesterase - CiPME1 AT4G12390 1.73 0.79 2.95 0.022375 0.067168 -4.06
257461_at hypothetical protein predicted by geATPUP15 AT1G75470 -1.21 -0.27 -2.95 0.022377 0.067168 -4.07
255366_x_aputative transposon protein --- --- -1.27 -0.34 -2.95 0.022407 0.067252 -4.07
257841_at  nitrate transporter, putative similar --- AT3G25260 -1.24 -0.31 -2.95 0.022429 0.067308 -4.07
267210_at dihydroxypolyprenylbenzoate methyATCOQ3 AT2G30920 -1.20 -0.26 -2.95 0.022452 0.067368 -4.07
261731_s_ahypothetical protein similar to hypot --- AT1G47780 / -1.21 -0.28 -2.95 0.022458 0.067378 -4.07
260813_at VirE2-interacting protein VIP1 ident VIP1 AT1G43700 1.40 0.48 2.95 0.022468 0.06739 -4.07
262467_at hypothetical protein similar to hypot FU AT1G50240 -1.32 -0.40 -2.95 0.022468 0.06739 -4.07
262512_at Expressed protein ; supported by fu--- AT1G17145 1.69 0.76 2.95 0.022478 0.067412 -4.07
267603_at unknown protein  ; supported by cDATZW10 AT2G32900 -1.33 -0.41 -2.95 0.022485 0.067415 -4.07
247409_at dihydroneopterin aldolase-like prote--- AT5G62980 1.45 0.53 2.95 0.022492 0.067415 -4.07
262158_at  somatic embryogenesis receptor-lik--- AT1G52540 1.44 0.53 2.95 0.022493 0.067415 -4.07
251412_at RING-H2 zinc finger protein ATL4  ;ATL4 AT3G60220 -1.72 -0.78 -2.95 0.022494 0.067415 -4.07
265369_s_aputative retroelement pol polyprotei --- --- -1.24 -0.31 -2.95 0.022494 0.067415 -4.07
249914_at protease-like protein --- AT5G22850 1.36 0.44 2.95 0.0225 0.067417 -4.07
258896_at  putative syntaxin protein, AtSNAP3SYP43 AT3G05710 -1.29 -0.37 -2.95 0.022501 0.067417 -4.07
250123_at putative protein contains similarity toPIN5 AT5G16530 1.32 0.40 2.95 0.022519 0.067462 -4.07
263941_at unknown protein --- --- -1.33 -0.41 -2.95 0.022526 0.067474 -4.07
258049_at hypothetical protein similar to CGI-1--- AT3G16220 1.22 0.29 2.94 0.022558 0.067546 -4.07
263840_at Expressed protein ; supported by fu--- AT2G36885 -1.41 -0.50 -2.94 0.022558 0.067546 -4.07
247542_at  autophagocytosis protein - like autoATG3 AT5G61500 1.32 0.40 2.94 0.022559 0.067546 -4.07
263385_at ABA-regulated gene (ATEM6)  ; supGEA6 AT2G40170 -1.33 -0.41 -2.94 0.022571 0.067575 -4.07
247383_at putative protein contains similarity to--- AT5G63410 1.56 0.64 2.94 0.022576 0.067576 -4.07
253431_at  putative protein predicted protein, A--- AT4G32440 1.28 0.36 2.94 0.022578 0.067576 -4.07
264613_at lipoyltransferase identical to GB:BA LIP2 AT1G04640 -1.28 -0.36 -2.94 0.022596 0.067613 -4.08
260351_at hypothetical protein predicated by g--- AT1G69380 1.64 0.71 2.94 0.022596 0.067613 -4.08
247423_at  putative protein predicted proteins, --- AT5G62830 -1.22 -0.29 -2.94 0.022606 0.067634 -4.08
249606_at  putative protein DNA-binding prote RVE2 AT5G37260 1.28 0.35 2.94 0.022611 0.06764 -4.08
248684_at Expressed protein ; supported by fuDIR1 AT5G48485 1.99 0.99 2.94 0.022635 0.067702 -4.08
247073_at 33 kDa polypeptide of oxygen-evolvPSBO1 AT5G66570 -1.22 -0.29 -2.94 0.022654 0.067751 -4.08
255093_s_aputative microfibril-associated prote --- AT4G08580 / 1.22 0.29 2.94 0.022663 0.067765 -4.08



246047_at  putative protein predicted proteins, --- --- -1.27 -0.34 -2.94 0.022664 0.067765 -4.08
258796_at unknown protein  ;supported by full-WDL1 AT3G04630 -1.69 -0.76 -2.94 0.022675 0.067786 -4.08
248514_s_aunknown protein --- AT5G50510 / -1.23 -0.30 -2.94 0.022684 0.067804 -4.08
247864_s_aanthranilate synthase beta chain  ;s --- AT1G24807 / 2.38 1.25 2.94 0.022689 0.06781 -4.08
250172_at putative protein --- AT5G14330 -1.38 -0.46 -2.94 0.022692 0.06781 -4.08
249453_at v-SNARE AtVTI1a SGR4 AT5G39510 1.21 0.28 2.94 0.022713 0.067865 -4.08
261249_at hypothetical protein predicted by ge--- AT1G05880 -1.27 -0.35 -2.94 0.022731 0.06791 -4.08
257824_at unknown protein  ; supported by cD--- AT3G25290 1.58 0.66 2.94 0.022734 0.06791 -4.08
258389_at hypothetical protein predicted by geSDE5 AT3G15390 1.34 0.42 2.94 0.02274 0.067919 -4.08
249150_at inorganic phosphate transporter (dbPHT6 AT5G43340 -1.23 -0.30 -2.94 0.022749 0.067938 -4.08
256043_at hypothetical protein contains Pfam p--- AT1G07210 1.42 0.50 2.94 0.022773 0.068 -4.08
255185_at hypothetical protein --- AT4G07740 -1.27 -0.34 -2.94 0.022796 0.068061 -4.08
260596_at unknown protein TIM50 AT1G55900 1.49 0.58 2.94 0.022801 0.068066 -4.08
264069_at putative rubisco subunit binding-proCPN60A AT2G28000 1.45 0.53 2.94 0.022804 0.068066 -4.08
253704_at  X-Pro dipeptidase - like protein (fra --- AT4G29490 1.28 0.35 2.94 0.022807 0.068066 -4.09
258691_at unknown protein --- AT3G08630 -1.88 -0.91 -2.94 0.022829 0.068123 -4.09
261068_at  tropinone reductase-I, putative sim --- AT1G07450 -1.27 -0.34 -2.94 0.022869 0.068232 -4.09
264011_at unknown protein --- AT2G21090 1.29 0.36 2.93 0.022885 0.068269 -4.09
265694_at hypothetical protein predicted by ge--- AT2G24440 1.30 0.37 2.93 0.022887 0.068269 -4.09
254646_at putative protein --- AT4G18530 1.36 0.45 2.93 0.022902 0.068306 -4.09
260081_at unknown protein --- AT1G78170 -2.94 -1.56 -2.93 0.022907 0.06831 -4.09
255252_at contains similarity to Gossypium hir --- AT4G04990 -1.25 -0.32 -2.93 0.022912 0.068317 -4.09
267128_at putative acetone-cyanohydrin lyase MES1 AT2G23620 -1.33 -0.41 -2.93 0.022925 0.068348 -4.09
246889_at  putative protein various predicted p--- AT5G25470 -1.32 -0.41 -2.93 0.02296 0.068439 -4.09
265861_at hypothetical protein predicted by ge--- AT2G01790 -1.27 -0.34 -2.93 0.022962 0.068439 -4.09
264700_at hypothetical protein predicted by ge--- AT1G70100 -1.33 -0.41 -2.93 0.022973 0.068464 -4.09
249898_at alkaline/neutral invertase  ; supporte--- AT5G22510 1.40 0.48 2.93 0.022995 0.068516 -4.09
245679_at  clathrin-associated protein, putative--- AT1G56590 -1.28 -0.36 -2.93 0.022997 0.068516 -4.09
262782_at Expressed protein ; supported by fu--- AT1G13195 1.24 0.31 2.93 0.023007 0.068538 -4.09
246971_at  Protein phosphatase 2C-like protei --- AT5G24940 -1.24 -0.31 -2.93 0.023019 0.068563 -4.09
257965_at unknown protein  ;supported by full---- AT3G19900 1.44 0.52 2.93 0.023032 0.068595 -4.10
253572_at hypothetical protein --- AT4G31010 1.28 0.36 2.93 0.023058 0.068663 -4.10
265871_at unknown protein  ;supported by full---- AT2G01680 1.37 0.46 2.93 0.023064 0.068672 -4.10
250616_at  receptor-like protein kinase-like proEMS1 AT5G07280 -1.31 -0.39 -2.93 0.023078 0.068705 -4.10
247432_at microtubule-associated protein EB1ATEB1B AT5G62500 -1.29 -0.36 -2.93 0.023088 0.068724 -4.10



246484_at  UVB-resistance protein-like UVB-re--- AT5G16040 1.29 0.37 2.93 0.023111 0.068776 -4.10
247372_at unknown protein  ;supported by full---- AT5G63280 1.43 0.52 2.93 0.023111 0.068776 -4.10
258034_at hypothetical protein predicted by ge--- AT3G21300 1.76 0.81 2.93 0.023141 0.068845 -4.10
261262_at hypothetical protein predicted by geSDG35 AT1G26760 -1.22 -0.29 -2.93 0.023141 0.068845 -4.10
246459_at  receptor protein kinase -like protein--- AT5G16900 -1.25 -0.32 -2.93 0.023144 0.068845 -4.10
256856_at Expressed protein ; supported by fu--- AT3G15110 -1.41 -0.50 -2.93 0.023162 0.068892 -4.10
261438_at metallothionein-like protein identica --- AT1G07590 / 1.23 0.29 2.92 0.023211 0.069019 -4.10
256350_at hypothetical protein contains similarPGSIP4 AT1G54940 -1.22 -0.29 -2.92 0.023211 0.069019 -4.10
264967_at unknown protein ;supported by full-l--- AT1G67250 1.22 0.29 2.92 0.023228 0.06906 -4.10
250806_at putative protein similar to unknown --- AT5G05070 -1.24 -0.31 -2.92 0.023243 0.069095 -4.10
261971_at  type 2 peroxiredoxin, putative simil --- AT1G65990 -1.32 -0.40 -2.92 0.02326 0.069135 -4.11
252239_at  putative protein putative protein - D--- AT3G49990 1.48 0.57 2.92 0.023262 0.069135 -4.11
266744_at putative nucleoside triphosphatase --- AT2G02970 -1.21 -0.27 -2.92 0.023284 0.069186 -4.11
252879_at  putative protein predicted proteins, NST-K1 AT4G39390 -1.82 -0.87 -2.92 0.023286 0.069186 -4.11
256179_at  ubiquitin-specific protease 6 (UBP6UBP6 AT1G51710 1.22 0.29 2.92 0.023294 0.069204 -4.11
266917_at unknown protein DTA2 AT2G45830 1.24 0.31 2.92 0.023307 0.069232 -4.11
251773_at  putative protein HSPC058, Homo s--- AT3G55960 1.47 0.55 2.92 0.023318 0.069257 -4.11
250187_at  putative protein predicted proteins, --- AT5G14370 -1.52 -0.60 -2.92 0.023326 0.06927 -4.11
265677_at putative purine-rich single-stranded PUR ALPH AT2G32080 -1.23 -0.30 -2.92 0.023334 0.069286 -4.11
246162_at actin interacting protein ; supported --- AT4G36400 1.35 0.43 2.92 0.023339 0.069291 -4.11
264202_at TINY-like transcription factor Contai--- AT1G22810 -2.08 -1.06 -2.92 0.023357 0.069337 -4.11
255644_at coded for by A. thaliana cDNA T438--- AT4G00870 1.24 0.31 2.92 0.023361 0.069337 -4.11
266026_at putative non-LTR retroelement reve--- --- -1.29 -0.36 -2.92 0.023389 0.069388 -4.11
261052_at hypothetical protein similar to hypot --- AT1G01440 1.34 0.42 2.92 0.023391 0.069388 -4.11
266883_at putative triacylglycerol lipase DAD1 AT2G44810 -1.25 -0.32 -2.92 0.023393 0.069388 -4.11
255564_s_ahypothetical protein T15B16.8 RGXT2 AT4G01750 / 1.29 0.36 2.92 0.023393 0.069388 -4.11
261920_at  isocitrate dehydrogenase, putative --- AT1G65930 1.28 0.36 2.92 0.023395 0.069388 -4.11
259398_at hypothetical protein predicted by gePRA1.F1 AT1G17700 -2.00 -1.00 -2.92 0.023396 0.069388 -4.11
258403_at hypothetical protein predicted by ge--- AT3G15380 1.25 0.33 2.92 0.023402 0.069397 -4.11
265276_at hypothetical protein predicted by ge--- AT2G28400 -1.45 -0.54 -2.92 0.023407 0.069398 -4.11
266853_at putative salt-inducible protein --- AT2G26790 1.23 0.30 2.92 0.023408 0.069398 -4.11
261433_s_aendoplasmic reticulum-type calcium--- AT1G07670 / 1.21 0.27 2.92 0.023424 0.069434 -4.11
260892_at cysteine proteinase contains similar--- AT1G29110 -1.29 -0.37 -2.92 0.023442 0.06948 -4.11
252210_at DNA binding protein OBP1 AT3G50410 -1.44 -0.53 -2.92 0.023456 0.069506 -4.11
247997_at putative protein contains similarity toATARP8 AT5G56180 1.31 0.39 2.92 0.023457 0.069506 -4.11



261932_at hypothetical protein predicted by ge--- AT1G22420 -1.21 -0.28 -2.92 0.023462 0.069511 -4.11
262766_at hypothetical protein predicted by ge--- AT1G13160 1.52 0.60 2.92 0.023476 0.069544 -4.12
257345_s_apseudogene --- --- -1.21 -0.28 -2.92 0.023489 0.069574 -4.12
266211_at putative retroelement pol polyprotei --- --- -1.26 -0.33 -2.92 0.023493 0.069577 -4.12
252163_at hypothetical protein --- AT3G50610 -1.27 -0.35 -2.92 0.023516 0.069635 -4.12
247703_at  putative protein predicted proteins, SRR1 AT5G59560 1.29 0.37 2.91 0.023524 0.069639 -4.12
247307_at UVB-resistance protein UVR8 (gb|A--- AT5G21326 / 1.24 0.31 2.91 0.023528 0.069639 -4.12
254645_at putative protein --- AT4G18520 1.29 0.37 2.91 0.023529 0.069639 -4.12
267401_at unknown protein --- AT2G26210 1.26 0.33 2.91 0.023531 0.069639 -4.12
251627_at  glucan endo-1,3-beta-D-glucosidasBG1 AT3G57270 -1.28 -0.35 -2.91 0.023532 0.069639 -4.12
266823_at hypothetical protein predicted by ge--- AT2G44930 -1.26 -0.34 -2.91 0.023543 0.06966 -4.12
245611_at hypothetical protein --- AT4G14390 -1.41 -0.50 -2.91 0.023546 0.069662 -4.12
254557_at hypothetical protein  ;supported by f--- AT4G19140 -1.58 -0.66 -2.91 0.023549 0.069662 -4.12
266538_at hypothetical protein predicted by ge--- AT2G35230 -1.26 -0.33 -2.91 0.023553 0.069663 -4.12
251229_at beta-glucosidase-like protein severaBGLU7 AT3G62740 -1.22 -0.29 -2.91 0.02356 0.069674 -4.12
246676_at putative protein --- --- -1.21 -0.27 -2.91 0.023575 0.069711 -4.12
266655_at putative protein kinase contains a p AtAUR2 AT2G25880 -1.35 -0.44 -2.91 0.023587 0.069737 -4.12
265109_s_a NBS/LRR disease resistance prote --- AT1G62630 / 1.47 0.56 2.91 0.023594 0.069749 -4.12
263369_at unknown protein --- AT2G20480 1.22 0.28 2.91 0.023607 0.069779 -4.12
257494_at hypothetical protein predicted by ge--- AT1G32375 -1.21 -0.27 -2.91 0.023629 0.069824 -4.12
267489_s_aputative DNA2-NAM7 helicase fami --- AT2G19120 / 1.43 0.51 2.91 0.023629 0.069824 -4.12
265963_s_a40S ribosomal protein S5 identical tATRPS5B AT2G37270 / 1.59 0.67 2.91 0.023636 0.069837 -4.12
264509_at unknown protein Location of EST g --- AT1G09520 1.28 0.36 2.91 0.023639 0.069837 -4.12
255699_at putative pectinesterase PME38 AT4G00190 -1.22 -0.29 -2.91 0.023646 0.069847 -4.12
245181_at putative protein similarity to various --- AT5G12420 1.89 0.92 2.91 0.023655 0.069865 -4.12
252954_at  putative thaumatin-like protein thau--- AT4G38660 -2.28 -1.19 -2.91 0.023707 0.070011 -4.13
249111_at unknown protein --- AT5G43770 -1.21 -0.27 -2.91 0.023712 0.070015 -4.13
264298_at hypothetical protein contains similar--- AT1G78690 -1.27 -0.34 -2.91 0.023715 0.070015 -4.13
263296_at unknown protein --- AT2G38800 1.63 0.70 2.91 0.023735 0.070058 -4.13
266086_at putative Na+-dependent inorganic pPHT4;2 AT2G38060 -1.28 -0.35 -2.91 0.023736 0.070058 -4.13
254940_at  putative protein predicted proteins, --- AT4G10820 -1.24 -0.32 -2.91 0.02376 0.070119 -4.13
248101_at chaperone GrpE-like protein  ;suppo--- AT5G55200 1.74 0.80 2.91 0.023762 0.070119 -4.13
245551_at cytochrome P450 like protein CYP705A2 AT4G15350 -1.22 -0.28 -2.91 0.023782 0.070166 -4.13
262203_at transfactor-like protein similar to tra --- AT2G01060 1.28 0.36 2.91 0.023784 0.070166 -4.13
265130_at unknown protein similar to ESTs gb --- AT1G30890 -1.19 -0.26 -2.91 0.023796 0.070192 -4.13



257406_at  hypothetical protein predicted by ge--- AT1G27060 1.33 0.41 2.91 0.023804 0.070205 -4.13
245873_at  bHLH transcription factor GBOF-1, CIB5 AT1G26260 -1.34 -0.43 -2.91 0.023817 0.070235 -4.13
255837_at unknown protein RIC1 AT2G33460 -1.26 -0.33 -2.91 0.023829 0.07026 -4.13
265807_at unknown protein --- AT2G17990 1.27 0.35 2.90 0.023857 0.070335 -4.13
263422_s_aputative ubiquitin-like protein  ; supp--- AT2G17190 / 1.22 0.29 2.90 0.023864 0.070347 -4.13
258989_at rhodanese-like family protein contai --- AT3G08920 -1.30 -0.38 -2.90 0.023881 0.070388 -4.13
256706_at  auxin-independent growth promote --- AT3G30300 1.28 0.36 2.90 0.023898 0.070427 -4.13
263048_s_aunknown protein  ;supported by full---- AT2G05310 / -1.31 -0.39 -2.90 0.023908 0.07045 -4.13
249859_at serine protein kinase-like protein  ;s --- AT5G22840 / 1.54 0.62 2.90 0.023922 0.070479 -4.14
257950_at putative UDP-glucose glucosyltransUGT71B6 AT3G21780 2.14 1.10 2.90 0.02395 0.070542 -4.14
261007_at hypothetical protein similar to reticu --- AT1G26400 1.19 0.25 2.90 0.023952 0.070542 -4.14
247216_at 4-alpha-glucanotransferase  ; suppoDPE1 AT5G64860 1.37 0.46 2.90 0.023955 0.070542 -4.14
254129_at  putative tRNA isopentenyltransfera IPT4 AT4G24650 -1.23 -0.30 -2.90 0.023955 0.070542 -4.14
259053_at unknown protein similar to hypothet --- AT3G03320 1.28 0.36 2.90 0.02399 0.070633 -4.14
267520_at putative integral membrane protein --- AT2G30460 -1.48 -0.56 -2.90 0.023992 0.070633 -4.14
261825_at  endo-xyloglucan transferase, putat --- AT1G11545 -3.83 -1.94 -2.90 0.02401 0.070669 -4.14
250650_at anthranilate phosphoribosyltransfer --- AT5G06850 1.45 0.53 2.90 0.024011 0.070669 -4.14
258622_at unknown protein contains Pfam pro --- AT3G02720 -1.25 -0.32 -2.90 0.024024 0.070693 -4.14
255766_at unknown protein ;supported by full-l--- AT1G16750 -1.35 -0.43 -2.90 0.024025 0.070693 -4.14
258466_at  hypothetical protein contains simila--- AT3G06040 1.31 0.39 2.90 0.024044 0.070741 -4.14
261450_s_a O-methyltransferase, putative simil --- AT1G21110 / 5.53 2.47 2.90 0.02405 0.070747 -4.14
245602_at Expressed protein ;supported by cD--- AT4G14270 1.42 0.51 2.90 0.024057 0.070756 -4.14
262089_s_ahypothetical protein predicted by ge--- AT1G55980 / -1.38 -0.46 -2.90 0.024059 0.070756 -4.14
261232_at unknown protein ; supported by cDN--- AT1G20220 -1.25 -0.32 -2.90 0.024069 0.070778 -4.14
249633_at  sucrose synthase-like protein sucroSUS5 AT5G37180 -1.23 -0.30 -2.90 0.02409 0.070829 -4.14
260078_at hypothetical protein predicted by ge--- AT1G73790 1.29 0.36 2.90 0.024094 0.070833 -4.14
258798_at hypothetical protein predicted by ge--- AT3G04540 -1.28 -0.36 -2.90 0.024108 0.070864 -4.14
257886_at  pectinesterase, putative similar to p--- AT3G17060 -1.26 -0.34 -2.90 0.024111 0.070865 -4.14
250497_at  putative protein predicted proteins, --- AT5G09630 1.34 0.43 2.90 0.024121 0.070885 -4.14
267204_at putative blue copper-binding protein--- AT2G31050 -1.27 -0.35 -2.90 0.024141 0.070934 -4.14
249404_at ankyrin repeat protein EMB506  ; suEMB506 AT5G40160 1.36 0.45 2.90 0.024153 0.070959 -4.15
255880_at hypothetical protein predicted by ge--- AT1G67060 -1.24 -0.31 -2.90 0.024162 0.070976 -4.15
252322_at  putative protein putative zinc-finger--- AT3G48550 -1.65 -0.72 -2.89 0.024191 0.071053 -4.15
257879_at unknown protein --- AT3G17160 1.47 0.56 2.89 0.024241 0.071192 -4.15
266238_at  phosphoprotein phosphatase, type TOPP1 AT2G29400 1.45 0.53 2.89 0.024248 0.071201 -4.15



254854_at  putative protein hypothetical protein--- AT4G12130 1.38 0.46 2.89 0.024265 0.071242 -4.15
AFFX-BioC- E. coli /GEN=bioC /DB_XREF=gb:J --- --- -1.54 -0.62 -2.89 0.024287 0.07128 -4.15
265761_at putative stress protein --- AT2G01330 1.25 0.32 2.89 0.024288 0.07128 -4.15
251623_at  MADS transcription factor-like proteAGL18 AT3G57390 1.21 0.28 2.89 0.02429 0.07128 -4.15
250952_at putative protein ATIREG2 AT5G03570 -1.35 -0.43 -2.89 0.024293 0.07128 -4.15
246167_at putative protein --- --- -1.32 -0.40 -2.89 0.024293 0.07128 -4.15
245499_at membrane transporter like protein INT4 AT4G16480 -1.23 -0.30 -2.89 0.024311 0.071315 -4.15
259996_at hypothetical protein predicted by ge--- AT1G67910 -1.36 -0.44 -2.89 0.024311 0.071315 -4.15
261873_at  serine/threonine kinase, putative si SD1-13 AT1G11350 -1.48 -0.57 -2.89 0.024315 0.071317 -4.15
251721_s_aalpha-soluble NSF attachment proteALPHA-SN AT3G56190 / 1.30 0.37 2.89 0.024327 0.071342 -4.15
255637_at hypothetical protein --- AT4G00750 1.41 0.49 2.89 0.024332 0.071348 -4.15
255346_at hypothetical protein --- --- -1.19 -0.25 -2.89 0.024338 0.071356 -4.15
248186_at unknown protein  ;supported by full---- AT5G53880 -2.51 -1.32 -2.89 0.024353 0.07139 -4.15
259696_at unknown protein ; supported by cDN--- AT1G63150 1.26 0.34 2.89 0.024404 0.07151 -4.16
263906_at plastid division protein (FtsZ) identicFTSZ2-1 AT2G36250 1.30 0.38 2.89 0.024405 0.07151 -4.16
262033_at  terminal ear1, putative similar to terMCT1 AT1G37140 -1.27 -0.35 -2.89 0.024406 0.07151 -4.16
266332_at hypothetical protein predicted by ge--- AT2G32415 -1.27 -0.34 -2.89 0.024406 0.07151 -4.16
247875_at putative protein similar to unknown --- AT5G57720 -1.28 -0.35 -2.89 0.024409 0.07151 -4.16
257818_at hypothetical protein predicted by ge--- AT3G25120 1.30 0.37 2.89 0.024418 0.071526 -4.16
256744_at  ATHP2, putative similar to ATHP2 AHP2 AT3G29350 1.32 0.40 2.89 0.024427 0.071542 -4.16
250805_at unknown protein --- AT5G05050 -1.23 -0.30 -2.89 0.02443 0.071542 -4.16
266901_at hypothetical protein predicted by geJAZ7 AT2G34600 -2.01 -1.01 -2.89 0.024463 0.071629 -4.16
266620_at unknown protein --- AT2G35450 -1.32 -0.40 -2.89 0.024509 0.071756 -4.16
251797_at  putative protein AT-hook protein 1 AGF2 AT3G55560 1.36 0.45 2.88 0.024522 0.071776 -4.16
250455_at unknown protein  ; supported by fullPROPEP4 AT5G09980 -1.39 -0.48 -2.88 0.024522 0.071776 -4.16
255916_at putative protein --- AT5G28550 -1.31 -0.39 -2.88 0.024528 0.071784 -4.16
262939_s_a glyceraldehyde-3-phosphate dehydGAPCP-2 AT1G16300 / 2.57 1.36 2.88 0.024533 0.071785 -4.16
259396_at  shaggy-like kinase, putative similarGSK1 AT1G06390 -1.22 -0.29 -2.88 0.024538 0.071785 -4.16
259366_at  allene oxide cyclase, putative similaAOC4 AT1G13280 -1.41 -0.49 -2.88 0.024538 0.071785 -4.16
262072_at hypothetical protein predicted by geZCF37 AT1G59590 1.80 0.85 2.88 0.024551 0.071813 -4.16
245531_at hydroxynitrile lyase like protein scpl30 AT4G15100 -1.39 -0.48 -2.88 0.024572 0.071867 -4.16
245909_at  putative protein DNA-directed RNA--- AT5G09380 1.33 0.41 2.88 0.024577 0.071873 -4.16
263112_at unknown protein Strong similarity to--- AT1G03080 1.29 0.37 2.88 0.024596 0.071918 -4.16
250191_at  kinase - like protein RING3 protein ATBET9 AT5G14270 1.28 0.36 2.88 0.024599 0.071918 -4.16
254371_at  beta-glucosidase -like protein beta-BGLU47 AT4G21760 -1.23 -0.30 -2.88 0.024606 0.071929 -4.16



265338_at putative ribosomal protein L6  ; supp--- AT2G18400 1.26 0.33 2.88 0.02461 0.071932 -4.16
257677_at unknown protein contains Pfam pro ATEHD1 AT3G20290 1.29 0.36 2.88 0.024638 0.072003 -4.17
247620_at  receptor like protein kinase recepto--- AT5G60310 -1.28 -0.35 -2.88 0.024658 0.072053 -4.17
258690_at putative phosphatidylinositol-4-phos--- AT3G07960 -1.24 -0.31 -2.88 0.024675 0.072093 -4.17
265845_at unknown protein --- AT2G35610 1.19 0.24 2.88 0.024679 0.072097 -4.17
250136_at  putative protein de novo DNA methDRM1 AT5G15380 -1.52 -0.61 -2.88 0.024713 0.072187 -4.17
253696_at  cytokinin oxidase - like protein cytoCKX4 AT4G29740 -1.78 -0.83 -2.88 0.024725 0.072213 -4.17
246891_at  putative protein various predicted p--- AT5G25490 -1.21 -0.27 -2.88 0.024735 0.072234 -4.17
254167_at  serine/threonine kinase-like proteinCIPK8 AT4G24400 1.29 0.36 2.88 0.024753 0.072276 -4.17
265275_at En/Spm-like transposon protein rela--- AT2G28440 -1.50 -0.59 -2.88 0.024777 0.072336 -4.17
247310_at putative protein contains similarity toCHR24 AT5G63950 1.38 0.46 2.88 0.024789 0.072363 -4.17
261039_at Expressed protein ; supported by fuELF4-L4 AT1G17455 -1.42 -0.51 -2.88 0.024798 0.072379 -4.17
253403_at  putative serine/threonine protein ki AtAUR1 AT4G32830 -1.31 -0.39 -2.88 0.024803 0.072384 -4.17
247944_at putative protein similar to unknown --- AT5G57100 -1.31 -0.39 -2.88 0.024808 0.072389 -4.17
253607_at  small nuclear ribonucleoprotein hom--- AT4G30330 1.37 0.45 2.88 0.024811 0.072389 -4.17
257532_at hypothetical protein similar to hypot --- AT3G04700 2.35 1.23 2.88 0.024819 0.072404 -4.17
257887_at  protein phosphatase-2c, putative s --- AT3G17090 -1.32 -0.40 -2.88 0.024831 0.072429 -4.17
252967_at  amidophosphoribosyltransferase - ATASE3 AT4G38880 -1.26 -0.34 -2.88 0.024854 0.072487 -4.18
253868_at proton pump interactor non-consensPPI1 AT4G27500 -1.29 -0.37 -2.88 0.024861 0.072497 -4.18
253475_at  putative protein predicted protein, A--- AT4G32290 -1.56 -0.64 -2.87 0.024878 0.072532 -4.18
254431_at  reticuline oxidase - like protein retic--- AT4G20840 1.47 0.55 2.87 0.024879 0.072532 -4.18
252975_s_aputative protein other predicted protROPGEF1 AT4G38430 -1.24 -0.31 -2.87 0.024888 0.07254 -4.18
255888_at hypothetical protein contains similar--- AT1G20300 1.87 0.91 2.87 0.024889 0.07254 -4.18
260971_at hypothetical protein predicted by ge--- AT1G53620 -1.24 -0.31 -2.87 0.024891 0.07254 -4.18
251149_at  putative protein CGI-77 protein, Ho--- AT3G62940 1.19 0.26 2.87 0.024923 0.072612 -4.18
245897_at potassium transport protein-like sevKUP7 AT5G09400 -1.37 -0.46 -2.87 0.024924 0.072612 -4.18
267365_at putative phosphoribosyl pyrophosph--- AT2G44530 1.20 0.26 2.87 0.024926 0.072612 -4.18
252162_at hypothetical protein --- AT3G50590 -1.47 -0.55 -2.87 0.024937 0.072627 -4.18
246499_at  putative protein Tat-SF1 - Homo sa--- AT5G16260 1.34 0.42 2.87 0.02494 0.072627 -4.18
250973_at  60S ribosomal protein - like 60S ro --- AT5G02870 1.53 0.61 2.87 0.02494 0.072627 -4.18
248352_at low-temperature-induced 65 kD pro LTI65 AT5G52300 -2.21 -1.15 -2.87 0.024946 0.072633 -4.18
252887_at  putative protein various predicted p--- AT4G39240 1.20 0.26 2.87 0.024949 0.072633 -4.18
256075_at  mitogen-activated protein kinase, pATMPK8 AT1G18150 1.32 0.40 2.87 0.024981 0.072719 -4.18
258200_at putative ATPase similar to ATPase --- AT3G13900 -1.32 -0.40 -2.87 0.025018 0.072804 -4.18
258606_at unknown protein  ;supported by full---- AT3G02840 4.84 2.27 2.87 0.025019 0.072804 -4.18



250441_at  oligopeptidase A - like protein oligo--- AT5G10540 1.21 0.27 2.87 0.02502 0.072804 -4.18
249682_at putative protein similar to unknown --- AT5G36080 -1.22 -0.28 -2.87 0.025039 0.072849 -4.18
251470_at  putative protein hypothetical protein--- AT3G59570 -1.33 -0.41 -2.87 0.02506 0.0729 -4.18
256577_at unknown protein --- AT3G28220 -2.39 -1.26 -2.87 0.025063 0.0729 -4.18
261132_at hypothetical protein predicted by geTGD1 AT1G19800 -1.24 -0.31 -2.87 0.025085 0.072955 -4.19
256581_at hypothetical protein --- AT3G28830 -1.20 -0.26 -2.87 0.025094 0.072972 -4.19
246319_at  putative protein HYPOTHETICAL P--- AT3G56680 -1.24 -0.31 -2.87 0.025105 0.072996 -4.19
260070_at putative helix-loop-helix DNA-bindinBEE3 AT1G73830 -2.81 -1.49 -2.87 0.025123 0.073026 -4.19
255208_at see GB:AL022580 --- --- -1.25 -0.33 -2.87 0.025125 0.073026 -4.19
258391_at hypothetical protein predicted by ge--- AT3G15420 1.43 0.51 2.87 0.025126 0.073026 -4.19
262779_at putative cytochrome P450 monooxy--- AT1G13070 -1.20 -0.26 -2.87 0.025129 0.073026 -4.19
260198_at F12A21.23 hypothetical protein --- AT1G67635 -1.22 -0.28 -2.87 0.025147 0.073069 -4.19
255574_at  putative calcium-regulated protein pCBL5 AT4G01420 1.26 0.34 2.87 0.025172 0.073133 -4.19
262197_at  AP2 domain containing protein, putRAP2.12 AT1G53910 1.49 0.57 2.87 0.025175 0.073133 -4.19
253827_at Expressed protein ; supported by cD--- AT4G28085 -1.99 -0.99 -2.87 0.025181 0.073142 -4.19
251866_at  putative protein MSP58 - nucleolar emb1967 AT3G54350 1.21 0.28 2.86 0.025218 0.073235 -4.19
250958_at  laccase precursor - like laccase preLAC11 AT5G03260 -2.06 -1.04 -2.86 0.025225 0.073235 -4.19
255130_at hypothetical protein  ; supported by --- AT4G08240 -1.29 -0.37 -2.86 0.025226 0.073235 -4.19
253404_at  putative pyrophosphate--fructose-6PFK6 AT4G32840 -1.32 -0.40 -2.86 0.025226 0.073235 -4.19
248045_at HEAT SHOCK PROTEIN 81-2 (HSPHSP81-2 AT5G56030 -1.80 -0.85 -2.86 0.025237 0.073257 -4.19
248057_at putative protein strong similarity to u--- AT5G55520 -1.22 -0.28 -2.86 0.025248 0.073281 -4.19
247566_at  40S ribsomal protein S19 - like 40S--- AT5G61170 1.68 0.74 2.86 0.025268 0.073326 -4.19
263290_at unknown protein --- AT2G10930 -1.20 -0.26 -2.86 0.02527 0.073326 -4.19
260541_at putative trypsin inhibitor --- AT2G43530 -2.10 -1.07 -2.86 0.025275 0.073331 -4.19
266312_at 20S proteasome subunit C8 (PAG1 PAG1 AT2G27020 1.29 0.37 2.86 0.025285 0.07335 -4.19
252269_at putative protein  ;supported by full-leLSU1 AT3G49580 1.91 0.93 2.86 0.025305 0.073397 -4.19
262687_at PPR-repeat protein contains multipl --- AT1G62670 1.21 0.28 2.86 0.025308 0.073397 -4.19
258347_at unknown protein identical to LEA-lik--- AT3G17520 -1.28 -0.35 -2.86 0.025313 0.073404 -4.19
257752_at hypothetical protein predicted by ge--- AT3G18720 -1.27 -0.35 -2.86 0.025338 0.073449 -4.20
251958_at  putative protein predicted proteins, --- AT3G53560 1.54 0.62 2.86 0.025338 0.073449 -4.20
253535_at  putaive DNA-binding protein DNA-bWRKY11 AT4G31550 2.37 1.25 2.86 0.02534 0.073449 -4.20
262717_s_aputative cytochrome P450 similar toCYP79F2 AT1G16400 / -1.42 -0.50 -2.86 0.025342 0.073449 -4.20
265412_at putative chloroplast outer membran TOC132 AT2G16640 1.20 0.27 2.86 0.025352 0.07347 -4.20
253580_at  putative protein RING-H2 finger pro--- AT4G30400 -1.67 -0.74 -2.86 0.025355 0.07347 -4.20
248205_at cotton fiber expressed protein 1-like--- AT5G54300 -2.05 -1.04 -2.86 0.025365 0.073489 -4.20



258025_at putative D-3-phosphoglycerate dehy--- AT3G19480 -1.48 -0.56 -2.86 0.025369 0.073492 -4.20
267094_at putative diphenol oxidase  ; support IRX12 AT2G38080 -2.20 -1.14 -2.86 0.025376 0.073502 -4.20
247556_at  putative protein predicted protein, A--- AT5G61040 1.33 0.42 2.86 0.025383 0.073513 -4.20
263643_at unknown protein predicted by genef--- AT2G04740 1.42 0.50 2.86 0.025397 0.073543 -4.20
251218_at  CP12 protein precursor-like proteinCP12-2 AT3G62410 1.35 0.43 2.86 0.025414 0.073585 -4.20
256025_at  xylan endohydrolase, putative similRXF12 AT1G58370 -1.45 -0.54 -2.86 0.025418 0.073585 -4.20
266918_at putative LIM-domain protein --- AT2G45800 -1.22 -0.28 -2.86 0.025436 0.073627 -4.20
262589_s_ahypothetical protein Strong similarity--- AT1G15150 / -1.24 -0.31 -2.86 0.025443 0.073627 -4.20
256815_at unknown protein contains Pfam pro --- AT3G21380 -1.24 -0.31 -2.86 0.025444 0.073627 -4.20
259484_at  calcium-dependent protein kinase, PEPKR1 AT1G12580 -1.33 -0.41 -2.86 0.025447 0.073627 -4.20
264267_at hypothetical protein contains similar--- AT1G60200 -1.28 -0.36 -2.86 0.025448 0.073627 -4.20
263629_at hypothetical protein predicted by ge--- AT2G04850 -1.46 -0.54 -2.86 0.025463 0.073659 -4.20
255882_x_ahypothetical protein contains similar--- AT1G20280 1.28 0.36 2.86 0.025485 0.073715 -4.20
254692_at  putative protein predicted protein, A--- AT4G17860 -1.25 -0.33 -2.86 0.025494 0.073731 -4.20
251317_at  putative protein polygalacturonase --- AT3G61490 -1.43 -0.51 -2.86 0.025512 0.07377 -4.20
261397_at  hexose transporter, putative similarSGB1 AT1G79820 -1.50 -0.58 -2.86 0.025514 0.07377 -4.20
245037_at putative phosphatidylinositol-4-phosPIP5K3 AT2G26420 -1.21 -0.27 -2.86 0.025523 0.073786 -4.20
255009_at  putative DNA-directed RNA polyme--- AT4G10070 1.39 0.48 2.86 0.025528 0.073786 -4.20
256065_at  ribosomal protein, putative similar t --- AT1G07070 1.58 0.66 2.86 0.025529 0.073786 -4.20
266049_at putative translation initiation factor --- AT2G40780 1.25 0.32 2.85 0.025573 0.073902 -4.21
257848_at hypothetical protein predicted by ge--- AT3G13030 1.33 0.41 2.85 0.025578 0.073902 -4.21
258653_at  hypothetical protein similar to auxin--- AT3G09870 -1.32 -0.40 -2.85 0.025579 0.073902 -4.21
246725_at  putative protein various predicted p--- AT5G29040 -1.41 -0.49 -2.85 0.025602 0.07396 -4.21
249273_at unknown protein --- AT5G41850 1.31 0.39 2.85 0.025608 0.073966 -4.21
250577_at  putative protein densin-180, Rattus--- AT5G07910 -1.22 -0.28 -2.85 0.025615 0.073968 -4.21
245785_at  cellulose synthase catalytic subunitATCSLD6 AT1G32180 -1.26 -0.33 -2.85 0.025615 0.073968 -4.21
254315_at  putative glycine-rich protein glycine--- --- -1.38 -0.47 -2.85 0.02562 0.073968 -4.21
246887_at  hexose transporter - like protein he --- AT5G26250 -1.26 -0.33 -2.85 0.025621 0.073968 -4.21
259887_at putative protein kinase similar to pro--- AT1G76360 1.27 0.34 2.85 0.025627 0.073972 -4.21
263087_s_aputative sugar transporter --- AT2G16120 / -1.26 -0.33 -2.85 0.025629 0.073972 -4.21
260770_at  RING-H2 finger protein RHA3a, pu --- AT1G49200 -2.73 -1.45 -2.85 0.025646 0.074012 -4.21
250462_at  receptor protein kinase -like(fragme--- AT5G10020 -1.19 -0.25 -2.85 0.025653 0.074022 -4.21
259409_at hypothetical protein contains similar--- AT1G13330 1.24 0.31 2.85 0.02569 0.074116 -4.21
251870_at  putative protein Various predicted p--- AT3G54510 -1.24 -0.31 -2.85 0.025692 0.074116 -4.21
245716_at Expressed protein ; supported by cDNDC1 AT5G08740 -1.48 -0.57 -2.85 0.025697 0.074122 -4.21



259615_at  dessication-related protein, putative--- AT1G47980 -1.31 -0.38 -2.85 0.025731 0.07421 -4.21
262576_at  unknown protein ESTs gb|R90323,--- AT1G15280 1.21 0.28 2.85 0.025735 0.074212 -4.21
257536_at unknown protein --- AT3G02800 3.09 1.63 2.85 0.025749 0.074243 -4.21
251073_at putative protein hypothetical protein--- AT5G01750 -1.20 -0.26 -2.85 0.025768 0.074279 -4.21
256122_at hypothetical protein predicted by ge--- AT1G18180 -1.27 -0.35 -2.85 0.02577 0.074279 -4.21
258365_s_aputative diaminopimelate decarboxy--- AT3G14390 / 1.28 0.36 2.85 0.025772 0.074279 -4.21
255521_at  putative sucrose synthetase similarSUS3 AT4G02280 1.45 0.53 2.85 0.025775 0.074279 -4.21
246207_at RNA-binding like protein non-conse--- AT4G36960 -1.24 -0.31 -2.85 0.025782 0.074287 -4.21
256994_s_a limonene cyclase, putative similar tATTPS-CINAT3G25820 / -1.24 -0.31 -2.85 0.025784 0.074287 -4.21
257396_at predicted protein EPF1 AT2G20875 -1.34 -0.42 -2.85 0.025847 0.07446 -4.22
246800_at  glycine hydroxymethyltransferase -SHM2 AT5G26780 1.33 0.41 2.85 0.025869 0.074513 -4.22
251499_at  putative protein putative callose synATGSL11 AT3G59100 -1.25 -0.32 -2.85 0.025873 0.074516 -4.22
249948_at  eIF-4AII - like protein EUKARYOTI --- AT5G19210 1.35 0.43 2.85 0.02588 0.074528 -4.22
249143_at putative protein strong similarity to u--- AT5G43230 -1.20 -0.27 -2.85 0.025886 0.074534 -4.22
257890_s_a putative protein peroxidase -  Lycop--- AT3G17070 / -1.36 -0.45 -2.85 0.025893 0.074545 -4.22
263133_at hypothetical protein predicted by ge--- AT1G78450 -2.45 -1.30 -2.85 0.025897 0.074546 -4.22
259485_at  ATP synthase gamma-subunit, put ATPC2 AT1G15700 1.65 0.72 2.85 0.025902 0.074547 -4.22
246580_at  ABC transporter, putative contains --- AT1G31770 1.33 0.41 2.85 0.025903 0.074547 -4.22
266675_s_ahypothetical protein predicted by ge--- AT2G29610 / -1.19 -0.25 -2.85 0.025921 0.074588 -4.22
257312_at Expressed protein ; supported by fuAT3G26590--- 1.22 0.29 2.85 0.025928 0.074594 -4.22
251650_at hypothetical protein --- AT3G57360 1.38 0.47 2.85 0.02593 0.074594 -4.22
258586_s_aputative trypsin inhibitor similar to tr --- AT3G04320 / 1.77 0.83 2.84 0.025934 0.074597 -4.22
254814_at hypothetical protein  ; supported by --- AT4G12340 1.19 0.25 2.84 0.025939 0.074601 -4.22
255154_at putative protein several hypothetica --- --- 1.20 0.27 2.84 0.025962 0.074659 -4.22
249722_at putative protein similar to unknown --- AT5G35430 -1.20 -0.26 -2.84 0.025973 0.074675 -4.22
251161_at  putative protein hypothetical protein--- AT3G63290 1.27 0.35 2.84 0.025974 0.074675 -4.22
254377_at  subtilisin proteinase - like subtilisin---- AT4G21650 -3.17 -1.66 -2.84 0.026001 0.074743 -4.22
263727_at putative cap-binding protein  ; suppoABH1 AT2G13540 1.33 0.41 2.84 0.026013 0.074764 -4.22
259497_at unknown protein --- AT1G15860 1.20 0.26 2.84 0.026015 0.074764 -4.22
259608_at unknown protein ECT9 AT1G27960 -1.28 -0.36 -2.84 0.026024 0.07478 -4.22
265007_s_aExpressed protein ; supported by fuRALFL8 AT1G61563 / -1.19 -0.25 -2.84 0.026035 0.074802 -4.22
265126_s_ahypothetical protein similar to hypot --- AT1G55380 / -1.27 -0.35 -2.84 0.026071 0.074898 -4.23
250795_at RING zinc finger protein-like CPuORF64AT5G05280 / 1.29 0.37 2.84 0.026092 0.074943 -4.23
245558_at hypothetical protein --- AT4G15430 -1.21 -0.27 -2.84 0.026094 0.074943 -4.23
245079_at putative retroelement pol polyprotei --- --- -1.21 -0.28 -2.84 0.026102 0.074957 -4.23



253426_at  putative protein polygalacturonase --- AT4G32375 -1.23 -0.30 -2.84 0.026119 0.074997 -4.23
264652_at  putative sugar transport protein, ER--- AT1G08920 -1.78 -0.83 -2.84 0.026127 0.075009 -4.23
249678_at protein kinase-like --- AT5G35980 -1.20 -0.26 -2.84 0.026161 0.0751 -4.23
260248_at heat shock protein 101 (HSP101) idATHSP101 AT1G74310 -1.59 -0.66 -2.84 0.026187 0.075163 -4.23
249635_at putative glucan synthase glucan synATGSL09 AT5G36870 -1.27 -0.34 -2.84 0.026199 0.075185 -4.23
248469_at putative protein similar to unknown anac097 AT5G50820 -1.34 -0.42 -2.84 0.026201 0.075185 -4.23
249524_at putative protein similar to unknown --- AT5G38520 -1.44 -0.53 -2.84 0.026211 0.075196 -4.23
267423_at putative potassium transporter KUP11 AT2G35060 1.50 0.59 2.84 0.026211 0.075196 -4.23
263888_at unknown protein --- AT2G37000 -1.35 -0.43 -2.84 0.026231 0.075242 -4.23
267029_at unknown protein ATIREG1 AT2G38460 -1.30 -0.38 -2.84 0.02625 0.075287 -4.23
250746_at glucuronosyl transferase-like protein--- AT5G05880 -1.22 -0.29 -2.84 0.026256 0.075296 -4.23
262131_at hypothetical protein predicted by geRALF1 AT1G02900 -2.21 -1.14 -2.84 0.026279 0.075349 -4.23
255026_at hypothetical protein MES12 AT4G09900 1.55 0.63 2.84 0.026281 0.075349 -4.23
252550_at  putative protein MtN21, Medicago t--- AT3G45870 -1.31 -0.39 -2.84 0.026293 0.075374 -4.23
253295_at  putative aspartate--tRNA ligase asp--- AT4G33760 1.41 0.49 2.83 0.02631 0.075405 -4.23
250502_at heat shock protein 70 (Hsc70-5)  ; sMTHSC70- AT5G09590 1.65 0.73 2.83 0.026311 0.075405 -4.23
248229_at caffeic acid 3-O-methyltransferase-l--- AT5G53810 -1.32 -0.40 -2.83 0.026319 0.07542 -4.24
265564_s_ahypothetical protein predicted by ge--- --- -1.25 -0.33 -2.83 0.026334 0.07544 -4.24
260427_at hypothetical protein predicted by ge--- AT1G72430 -1.74 -0.80 -2.83 0.026336 0.07544 -4.24
256415_at unknown protein ; supported by full---- AT3G11210 -1.95 -0.96 -2.83 0.026336 0.07544 -4.24
255107_at hypothetical protein --- AT4G08730 -1.33 -0.41 -2.83 0.026351 0.075473 -4.24
253065_at  putative protein predicted proteins, AtGRF2 AT4G37740 -1.36 -0.45 -2.83 0.026362 0.075489 -4.24
258940_at putative lipase acylhydrolase contai --- AT3G09930 -1.20 -0.26 -2.83 0.026363 0.075489 -4.24
266262_at hypothetical protein predicted by ge--- AT2G27590 1.49 0.58 2.83 0.026374 0.075509 -4.24
263240_s_aunknown protein  ; supported by cD--- AT1G72590 / 1.40 0.49 2.83 0.026379 0.075509 -4.24
250770_at laccase (diphenol oxidase) LAC12 AT5G05390 -1.37 -0.46 -2.83 0.02638 0.075509 -4.24
263931_at unknown protein  ;supported by full---- AT2G36220 1.79 0.84 2.83 0.026398 0.075552 -4.24
249009_at unknown protein  ; supported by fullMAP18 AT5G44610 1.46 0.55 2.83 0.026439 0.075657 -4.24
264379_at hypothetical protein predicted by gra--- AT2G25200 -1.55 -0.63 -2.83 0.026444 0.075663 -4.24
253162_at phosphoserine aminotransferase  ;sPSAT AT4G35630 2.35 1.23 2.83 0.026479 0.075754 -4.24
263994_at putative VSF-1-like b-ZIP transcripti--- AT2G12900 -1.20 -0.27 -2.83 0.026484 0.075758 -4.24
264599_at putative myosin heavy chain similarXIA AT1G04600 -1.24 -0.31 -2.83 0.026503 0.075804 -4.24
260210_at  putative xyloglucan fucosyltransferaFUT3 AT1G74420 -1.33 -0.41 -2.83 0.026528 0.075867 -4.24
260211_at hypothetical protein similar to YGL0--- AT1G74440 -2.05 -1.04 -2.83 0.026541 0.075892 -4.24
263216_s_a putative reticuline oxidase-like prot --- AT1G30720 / 3.33 1.73 2.83 0.026561 0.075941 -4.24



256152_at  ethylene-responsive RNA helicase --- AT1G55150 1.20 0.27 2.83 0.026571 0.07596 -4.25
262764_at putative cytochrome P450 monooxyCYP86C3 AT1G13140 -1.24 -0.31 -2.83 0.026586 0.075993 -4.25
248911_at tumor-related protein-like DOG1 AT5G45830 -1.37 -0.45 -2.83 0.026597 0.076015 -4.25
263776_s_aputative cyclic nucleotide-regulated ATCNGC3 AT2G46430 / 2.74 1.46 2.83 0.026618 0.076066 -4.25
254100_at hypothetical protein  ;supported by f--- AT4G25020 1.53 0.61 2.83 0.026635 0.076105 -4.25
262386_at hypothetical protein predicted by ge--- AT1G49370 -1.34 -0.42 -2.83 0.026641 0.076112 -4.25
256720_at putative DOF zinc finger protein --- AT2G34140 -1.59 -0.67 -2.83 0.026645 0.076115 -4.25
246956_at unknown protein  ; supported by cDRTM2 AT5G04890 -1.25 -0.33 -2.83 0.02665 0.076119 -4.25
251744_at  putative protein CHLOROPLAST 3 --- AT3G56010 1.32 0.40 2.82 0.026678 0.07619 -4.25
258557_at  hypothetical protein similar to recep--- AT3G05990 -1.24 -0.31 -2.82 0.026685 0.076193 -4.25
260034_at putative DNA-binding protein Pfam --- AT1G68810 -1.91 -0.93 -2.82 0.026687 0.076193 -4.25
246888_at putative protein --- AT5G26270 -1.21 -0.27 -2.82 0.026689 0.076193 -4.25
258857_at putative serine carboxypeptidase II scpl25 AT3G02110 -2.17 -1.12 -2.82 0.026706 0.076232 -4.25
259137_at unknown protein Pfam HMM hit: EF--- AT3G10300 -1.45 -0.53 -2.82 0.026719 0.076258 -4.25
245067_at  S-like ribonuclease RNS2 identical RNS2 AT2G39780 1.27 0.35 2.82 0.026726 0.07627 -4.25
256007_at  allinase, putative similar to allinase SAMC2 AT1G34065 -1.36 -0.44 -2.82 0.026745 0.076314 -4.25
262392_at hypothetical protein predicted by ge--- AT1G49520 -1.39 -0.47 -2.82 0.026748 0.076314 -4.25
266289_at putative C-4 sterol methyl oxidase  SMO2-2 AT2G29390 -1.24 -0.31 -2.82 0.026762 0.076342 -4.25
263569_at putative chromosome associated prTTN7 AT2G27170 1.42 0.50 2.82 0.026775 0.07637 -4.25
246523_at CONSTANS-like 1 COL1 AT5G15850 -1.44 -0.53 -2.82 0.026784 0.076388 -4.25
255037_at DNA-binding protein  ;supported by ATMYB6 AT4G09460 -1.64 -0.71 -2.82 0.026802 0.07643 -4.25
267488_at putative cadmium-transporting ATP HMA4 AT2G19110 1.39 0.48 2.82 0.02682 0.076471 -4.26
251648_at  protein kinase - like protein S-recep--- AT3G57720 -1.34 -0.42 -2.82 0.026841 0.076521 -4.26
245187_s_aF12A21.17 similar to signal recogni --- AT1G67650 / 1.24 0.31 2.82 0.026864 0.076573 -4.26
260940_at  26S proteasome regulatory particle--- AT1G45000 1.30 0.38 2.82 0.026866 0.076573 -4.26
256321_at  lipoxygenase, putative similar to lipLOX1 AT1G55020 2.72 1.44 2.82 0.026871 0.076577 -4.26
255300_at putative phosphatidylglycerotransfe CLS AT4G04870 -1.37 -0.46 -2.82 0.026885 0.076602 -4.26
263871_at hypothetical protein predicted by geRKP AT2G22010 1.31 0.38 2.82 0.026886 0.076602 -4.26
251407_at  Arm repeat containing protein - like--- AT3G60350 1.27 0.34 2.82 0.026907 0.076651 -4.26
257926_at unknown protein contains Pfam pro --- AT3G23280 1.19 0.26 2.82 0.026923 0.076688 -4.26
267182_at unknown protein --- AT2G23360 -1.32 -0.40 -2.82 0.026984 0.076852 -4.26
249642_at putative protein --- AT5G36960 -1.30 -0.38 -2.82 0.027026 0.076961 -4.26
249104_at sucrose transporter protein ATSUC6 AT5G43610 1.24 0.31 2.82 0.027032 0.076969 -4.26
255851_at hypothetical protein predicted by ge--- AT1G67040 -1.31 -0.39 -2.82 0.027036 0.07697 -4.26
258637_at putative RHO GDP-dissociation inh --- AT3G07880 -1.32 -0.40 -2.81 0.027095 0.077129 -4.27



262453_at hypothetical protein predicted by ge--- AT1G11240 1.20 0.27 2.81 0.027102 0.07714 -4.27
245376_at peroxidase like protein --- AT4G17690 -1.22 -0.28 -2.81 0.027111 0.077147 -4.27
255288_at coded for by A. thaliana cDNA T416--- AT4G04670 1.42 0.51 2.81 0.027111 0.077147 -4.27
247457_at  putative protein various predicted p--- AT5G62170 -1.22 -0.29 -2.81 0.027128 0.077184 -4.27
260848_at  pectinesterase, putative similar to psks8 AT1G21850 -1.36 -0.44 -2.81 0.027144 0.07722 -4.27
255689_at hypothetical protein --- AT4G00670 -1.20 -0.26 -2.81 0.027154 0.077239 -4.27
247046_at unknown protein  ; supported by cD--- AT5G66540 1.27 0.34 2.81 0.027186 0.077307 -4.27
257128_at  cytochrome P450, putative contain CYP705A1 AT3G20080 1.33 0.41 2.81 0.027186 0.077307 -4.27
256681_at unknown protein ; supported by cDNSPP2 AT3G52340 1.97 0.98 2.81 0.027188 0.077307 -4.27
264236_at hypothetical protein predicted by ge--- AT1G54680 1.27 0.34 2.81 0.027204 0.077343 -4.27
245562_at OBP33pep like protein contains non--- AT4G15520 1.33 0.41 2.81 0.02721 0.077349 -4.27
247958_at putative protein similar to unknown --- AT5G57070 -1.27 -0.35 -2.81 0.027215 0.077356 -4.27
253701_at  choline monooxygenase - like prote--- AT4G29890 1.34 0.42 2.81 0.027227 0.077371 -4.27
255276_at  putative fatty acid desaturase similaDES-1-LIKEAT4G04930 -1.22 -0.29 -2.81 0.027227 0.077371 -4.27
260217_at hypothetical protein contains Pfam p--- AT1G74600 1.21 0.27 2.81 0.027239 0.077395 -4.27
252844_at putative protein several hypothetica --- AT3G42140 -1.29 -0.37 -2.81 0.027265 0.077459 -4.27
259364_at DNA-binding protein RAV1 identica RAV1 AT1G13260 -1.30 -0.38 -2.81 0.027307 0.077568 -4.27
265397_at hypothetical protein predicted by ge--- --- -1.22 -0.28 -2.81 0.027321 0.077599 -4.27
260617_at Expressed protein ; supported by fu--- AT1G53345 1.30 0.38 2.81 0.027326 0.077599 -4.27
251173_at  putative protein hypothetical protein--- AT3G63270 1.20 0.27 2.81 0.027332 0.077599 -4.27
262039_at adenine phosphoribosyltransferase APT2 AT1G80050 -1.35 -0.43 -2.81 0.027332 0.077599 -4.27
256252_at  glucosyl transferase, putative simila--- AT3G11340 3.84 1.94 2.81 0.027336 0.077599 -4.27
259467_at hypothetical protein predicted by ge--- AT1G19060 -1.18 -0.24 -2.81 0.027338 0.077599 -4.28
257753_at  60S ribosomal protein, putative sim--- AT3G18740 1.41 0.49 2.81 0.027359 0.077647 -4.28
258376_at hypothetical protein similar to GB:AA--- AT3G17680 -1.21 -0.28 -2.81 0.027363 0.077649 -4.28
256506_at unknown protein --- AT1G75160 -1.29 -0.37 -2.81 0.027371 0.077664 -4.28
259456_s_aunknown protein similar to putative --- --- -1.26 -0.34 -2.81 0.027375 0.077665 -4.28
250166_at  putative protein many predicted pro--- AT5G15300 1.23 0.30 2.81 0.027383 0.077676 -4.28
252596_at  receptor-like protein kinase recepto--- AT3G45330 -1.21 -0.28 -2.81 0.027394 0.077686 -4.28
252709_at  putative protein predicted proteins, --- AT3G43840 -1.19 -0.25 -2.81 0.027396 0.077686 -4.28
246272_at hydroxynitrile lyase like protein MES9 AT4G37150 1.88 0.91 2.81 0.027399 0.077686 -4.28
253945_at  putative protein gene F23F1.15 Ara--- AT4G27050 1.20 0.26 2.81 0.027399 0.077686 -4.28
252127_at  putative protein ATP binding protei PLP3a AT3G50960 -1.35 -0.44 -2.81 0.027413 0.077706 -4.28
260442_at unknown protein  ; supported by full--- AT1G68220 1.34 0.42 2.81 0.027415 0.077706 -4.28
250019_at putative protein similar to unknown --- AT5G18160 -1.30 -0.38 -2.81 0.027417 0.077706 -4.28



267171_at putative DOF zinc finger protein DOF2.4 AT2G37590 -1.32 -0.41 -2.81 0.027421 0.077708 -4.28
260308_at putative ABC transporter contains PATTAP1 AT1G70610 -1.58 -0.66 -2.81 0.027429 0.077723 -4.28
262832_s_aunknown protein --- AT1G14870 / 7.19 2.85 2.80 0.027445 0.077757 -4.28
254524_at hypothetical protein --- AT4G20000 2.20 1.14 2.80 0.027461 0.077777 -4.28
252331_s_aserine palmitoyltransferase-like protSPT1 AT3G48780 / 1.28 0.35 2.80 0.027462 0.077777 -4.28
261257_at  tat-binding protein, putative similar --- AT1G05910 1.33 0.41 2.80 0.027462 0.077777 -4.28
254375_at  putative protein (fragment) ATP(GTQQT2 AT4G21800 1.25 0.32 2.80 0.027482 0.077822 -4.28
266631_at putative serpin --- AT2G35570 -1.19 -0.25 -2.80 0.027486 0.077825 -4.28
267126_s_aputative acetone-cyanohydrin lyase ACL AT2G23590 / -1.44 -0.52 -2.80 0.02753 0.077939 -4.28
247645_at  late embryonic abundant protein - l --- AT5G60530 -1.24 -0.31 -2.80 0.027539 0.077955 -4.28
265852_at putative RING zinc finger protein --- AT2G42350 1.50 0.58 2.80 0.02755 0.077978 -4.28
261101_at  transcription factor DREB1A, putatiddf2 AT1G63030 -1.33 -0.41 -2.80 0.027557 0.077986 -4.28
250155_at  putative protein predicted proteins, --- AT5G15160 -1.77 -0.82 -2.80 0.027578 0.078035 -4.28
246250_at cysteine proteinase similar to cysteiCP1 AT4G36880 3.22 1.69 2.80 0.027581 0.078035 -4.28
262785_at putative carboxyl-terminal peptidase--- AT1G10750 -1.42 -0.50 -2.80 0.027616 0.078124 -4.29
249417_at  calcium-binding protein - like cbp1 --- AT5G39670 3.67 1.87 2.80 0.027628 0.078148 -4.29
255186_at putative transposon protein similar t--- --- -1.41 -0.50 -2.80 0.027632 0.078148 -4.29
246374_at  light repressible receptor protein kin--- AT1G51840 -1.19 -0.26 -2.80 0.027634 0.078148 -4.29
262092_at unknown protein --- AT1G56150 1.99 0.99 2.80 0.027647 0.078175 -4.29
250846_at sulphite reductase  ; supported by cSIR AT5G04590 1.53 0.61 2.80 0.027652 0.078177 -4.29
260630_at subtilisin-like serine protease contaiALE1 AT1G62340 -1.34 -0.43 -2.80 0.027661 0.078194 -4.29
251070_at  translation initiation factor eIF-2 be --- AT5G01940 1.47 0.56 2.80 0.027666 0.078197 -4.29
252995_at hypothetical protein  ;supported by f--- AT4G38370 -1.32 -0.40 -2.80 0.027679 0.078226 -4.29
256530_at unknown protein --- AT1G33290 1.25 0.32 2.80 0.027699 0.078274 -4.29
248185_at flavonol 3-O-glucosyltransferase-lik UF3GT AT5G54060 -1.24 -0.31 -2.80 0.027731 0.078352 -4.29
261144_s_aunknown protein ;supported by full-l--- AT1G19660 / 1.26 0.33 2.80 0.027735 0.078353 -4.29
261715_at hypothetical protein similar to hypot --- AT1G18485 -1.26 -0.33 -2.80 0.027752 0.078393 -4.29
246055_at  alpha-galactosidase - like protein aAtAGAL1 AT5G08380 1.66 0.73 2.80 0.027772 0.078439 -4.29
259965_at  transcriptional regulator, putative foMSRB1 AT1G53670 -1.32 -0.40 -2.80 0.027789 0.078478 -4.29
255473_at putative protein similar to several pr--- AT4G02450 1.21 0.28 2.80 0.0278 0.078498 -4.29
256649_at  serine/arginine-rich protein, putativ SCL30A AT3G13570 1.33 0.42 2.80 0.027803 0.078498 -4.29
249127_at actin-like protein  ; supported by cD ATARP9 AT5G43500 1.29 0.37 2.80 0.027807 0.078498 -4.29
256904_at unknown protein --- AT3G23980 -1.20 -0.26 -2.79 0.027846 0.078599 -4.29
247821_at WD-40 repeat protein MSI1 (sp|O22MSI1 AT5G58230 1.28 0.35 2.79 0.027858 0.078625 -4.29
258899_at Expressed protein ; supported by fu--- AT3G05675 1.32 0.40 2.79 0.027866 0.078638 -4.30



258978_at unknown protein  ; supported by cD--- AT3G09320 1.22 0.29 2.79 0.027881 0.078671 -4.30
262503_at hypothetical protein predicted by ge--- AT1G21670 1.58 0.66 2.79 0.027889 0.078683 -4.30
248458_at putative protein contains similarity toEYE AT5G51430 -1.23 -0.30 -2.79 0.027904 0.078706 -4.30
262149_at hypothetical protein predicted by ge--- AT1G52530 -1.34 -0.42 -2.79 0.027904 0.078706 -4.30
266862_at putative MYB family transcription fa AtMYB104 AT2G26950 -1.20 -0.26 -2.79 0.027925 0.078755 -4.30
252643_at  acidic ribosomal protein P2 -like ac --- AT3G44590 1.72 0.78 2.79 0.027939 0.078785 -4.30
248988_at putative protein contains similarity to--- AT5G45190 1.27 0.34 2.79 0.027958 0.078829 -4.30
263174_at  jasmonate inducible protein, putativESP AT1G54040 -1.82 -0.87 -2.79 0.027973 0.078857 -4.30
257302_at hypothetical protein predicted by ge--- AT3G30220 -1.21 -0.27 -2.79 0.027975 0.078857 -4.30
247237_at auxin-independent growth promoter--- AT5G64600 -1.29 -0.36 -2.79 0.027982 0.078867 -4.30
263275_at putative methylmalonate semi-aldehALDH6B2 AT2G14170 1.38 0.46 2.79 0.027986 0.078868 -4.30
257553_at  unknown protein contains Pfam proTPR2 AT3G16830 1.43 0.51 2.79 0.02799 0.07887 -4.30
263130_at hypothetical protein predicted by gePOLD3 AT1G78650 1.52 0.60 2.79 0.028012 0.078921 -4.30
262258_at 20S proteasome subunit PAE1 idenPAE1 AT1G53850 1.30 0.38 2.79 0.028018 0.078929 -4.30
259458_at  glycine-rich protein, putative similar--- AT1G44085 -1.28 -0.35 -2.79 0.028034 0.078949 -4.30
260764_at unknown protein --- AT1G48950 1.31 0.39 2.79 0.028038 0.078949 -4.30
256669_s_ahypothetical protein similar to hypot --- AT3G32200 / -1.29 -0.37 -2.79 0.028039 0.078949 -4.30
265965_at putative glutamate/ornithine acetyltr--- AT2G37500 1.26 0.34 2.79 0.028041 0.078949 -4.30
256304_at Expressed protein ; supported by cD--- AT1G69523 -1.48 -0.57 -2.79 0.028042 0.078949 -4.30
265778_at unknown protein --- AT2G07360 -1.21 -0.28 -2.79 0.028046 0.07895 -4.30
251649_at  Ca2+-transporting ATPase-like pro ACA11 AT3G57330 1.46 0.55 2.79 0.028054 0.078962 -4.30
251486_at  60S RIBOSOMAL PROTEIN L38-li --- AT3G59540 1.43 0.52 2.79 0.028065 0.078983 -4.30
250325_s_aputative protein contains similarity to--- AT5G12060 / -1.20 -0.27 -2.79 0.028071 0.078991 -4.30
245240_at  polyprotein, putative similar to poly --- --- -1.30 -0.37 -2.79 0.02816 0.079233 -4.31
267585_s_aputative actin ACT9 AT2G42090 -1.23 -0.30 -2.79 0.028165 0.079235 -4.31
262790_at putative translation initiation factor sTIF3H1 AT1G10840 1.18 0.24 2.79 0.028177 0.07926 -4.31
261499_at  cytochrome P450 (CYP93A1), putaCYP705A24AT1G28430 -1.27 -0.35 -2.79 0.028206 0.079327 -4.31
252510_at  putative protein serine/threonine-sp--- AT3G46270 -1.24 -0.32 -2.79 0.028208 0.079327 -4.31
248248_at spermidine synthase  ;supported bySPDS3 AT5G53120 -1.48 -0.57 -2.78 0.02822 0.079347 -4.31
248542_at putative protein similar to unknown AT5G50190--- -1.22 -0.29 -2.78 0.028222 0.079347 -4.31
245892_at  putative lipid transfer protein lipid tr--- AT5G09370 -1.37 -0.46 -2.78 0.028237 0.079379 -4.31
261551_at  ATP dependent copper transporter HMA5 AT1G63440 1.24 0.31 2.78 0.028285 0.079503 -4.31
267079_at hypothetical protein predicted by ge--- AT2G41200 1.21 0.28 2.78 0.028288 0.079503 -4.31
258905_at unknown protein similar to hypothet --- AT3G06390 -1.45 -0.54 -2.78 0.028291 0.079503 -4.31
264709_at  putative DNA-binding protein, Myb ATCDC5 AT1G09770 1.44 0.52 2.78 0.028295 0.079504 -4.31



256102_at unknown protein --- AT1G13680 -1.21 -0.28 -2.78 0.028312 0.07954 -4.31
250480_at  protein serine/threonine kinase-like--- AT5G10290 1.79 0.84 2.78 0.028322 0.079558 -4.31
259338_at s-syntaxin-like protein similar to s-sySYP131 AT3G03800 -1.21 -0.28 -2.78 0.028325 0.079558 -4.31
246354_at hypothetical protein --- AT1G38950 -1.27 -0.34 -2.78 0.028339 0.079582 -4.31
264797_at unknown protein similar to ESTs gb --- AT1G08710 1.27 0.34 2.78 0.02834 0.079582 -4.31
256219_at hypothetical protein predicted by ge--- AT1G56260 1.25 0.33 2.78 0.028346 0.079587 -4.31
254886_at  putative protein bp4A protein, Bras LCR17 AT4G11760 -1.27 -0.34 -2.78 0.028352 0.079595 -4.31
264545_at  photosystem I subunit V precursor,PSAG AT1G55670 -1.19 -0.25 -2.78 0.028393 0.0797 -4.31
262879_at plastid RNA polymerase sigma-sub SIGA AT1G64860 1.28 0.35 2.78 0.028427 0.079786 -4.32
248867_at bHLH transcription factor --- AT5G46830 -1.23 -0.30 -2.78 0.028457 0.07986 -4.32
261478_at unknown protein MIOX1 AT1G14520 -1.39 -0.47 -2.78 0.028472 0.079892 -4.32
258646_at  MATE efflux family protein, putativeFRD3 AT3G08040 -1.22 -0.29 -2.78 0.028503 0.079969 -4.32
250551_at  SNAP25 - like protein SNAP25A prSNAP29 AT5G07880 -1.26 -0.33 -2.78 0.028539 0.080062 -4.32
264156_at unknown protein --- AT1G65280 1.19 0.25 2.78 0.028547 0.080073 -4.32
255980_at hypothetical protein ;supported by fu--- AT1G33970 1.27 0.35 2.78 0.028574 0.080141 -4.32
250725_at putative protein similar to unknown --- AT5G06400 1.30 0.38 2.77 0.028636 0.080303 -4.32
259229_at unknown protein similar to transcripADA2A AT3G07740 1.33 0.41 2.77 0.028661 0.080357 -4.32
257952_at putative peroxidase almost identica --- AT3G21770 -1.39 -0.48 -2.77 0.028663 0.080357 -4.32
247740_at  receptor-like protein kinase precursCRCK1 AT5G58940 1.93 0.95 2.77 0.028666 0.080357 -4.32
247936_at lycopene epsilon cyclase  ; supporteLUT2 AT5G57030 -1.38 -0.46 -2.77 0.028671 0.08036 -4.32
246144_at  dynein light chain - like protein dyn --- AT5G20110 -1.45 -0.53 -2.77 0.028677 0.08036 -4.33
247686_at  receptor-like protein kinase precurs--- AT5G59700 1.93 0.95 2.77 0.028681 0.08036 -4.33
247008_at ADP-ribosylation factor-like protein ATARLA1DAT5G67560 -1.23 -0.30 -2.77 0.028681 0.08036 -4.33
264672_at hypothetical protein predicted by ge--- AT1G09750 -6.48 -2.70 -2.77 0.028712 0.080436 -4.33
251228_at  beta-D-glucan exohydrolase-like pr--- AT3G62710 -1.23 -0.30 -2.77 0.028728 0.080474 -4.33
253533_at  putative protein cellulose synthase ATCSLC5 AT4G31590 -2.02 -1.02 -2.77 0.028736 0.080485 -4.33
258658_at putative adenosine kinase similar toADK1 AT3G09820 -1.64 -0.71 -2.77 0.028756 0.080531 -4.33
251755_at  putative protein predicted protein, A--- AT3G55790 1.43 0.52 2.77 0.028783 0.080597 -4.33
255266_at  receptor protein kinase - like protei --- AT4G05200 -1.25 -0.32 -2.77 0.028801 0.080628 -4.33
252673_at  CCR4-associated factor 1-like prote--- AT3G44240 -1.24 -0.31 -2.77 0.028801 0.080628 -4.33
256861_at  beta-amylase, putative similar to beBAM1 AT3G23920 1.51 0.60 2.77 0.028812 0.080649 -4.33
254904_at  putative translation initiation factor --- AT4G11160 1.37 0.45 2.77 0.028834 0.0807 -4.33
247634_at  late embryonic abundant protein - l --- AT5G60520 -1.19 -0.25 -2.77 0.028841 0.08071 -4.33
254249_at  serine /threonine kinase - like prote--- AT4G23280 1.78 0.84 2.77 0.028856 0.08074 -4.33
260808_at  polyprotein, putative similar to poly --- --- -1.21 -0.27 -2.77 0.028862 0.08074 -4.33



251955_at  putative protein predicted proteins, --- AT3G53680 -1.25 -0.33 -2.77 0.028862 0.08074 -4.33
262892_at  succinic semialdehyde dehydrogenALDH5F1 AT1G79440 1.23 0.29 2.77 0.028869 0.08074 -4.33
266801_at putative nucleotide-binding protein  EMB2001 AT2G22870 1.57 0.65 2.77 0.02887 0.08074 -4.33
252263_at putative protein several hypothetica --- AT3G49520 -1.29 -0.37 -2.77 0.028885 0.080774 -4.33
245480_at transcription factor like protein --- AT4G16150 1.20 0.26 2.77 0.028892 0.080782 -4.33
248768_at 60S acidic ribosomal protein P1-like--- AT5G47700 1.45 0.54 2.77 0.028898 0.080784 -4.33
260022_at unknown protein --- AT1G30020 -1.25 -0.32 -2.77 0.0289 0.080784 -4.33
255989_at putative protein --- AT5G35069 -1.30 -0.38 -2.77 0.028904 0.080786 -4.33
252742_at  putative protein glyceraldehyde-3-p--- AT3G43290 -1.32 -0.40 -2.77 0.028944 0.080883 -4.33
254992_at putative transcriptional regulator SPT16 AT4G10710 1.36 0.44 2.77 0.028946 0.080883 -4.33
264021_at putative auxin-regulated protein  ;su--- AT2G21200 -1.67 -0.74 -2.77 0.028956 0.080902 -4.34
259007_at putative MYB family transcription fa MYB3R-3 AT3G09370 -1.33 -0.41 -2.77 0.028961 0.080905 -4.34
262223_at hypothetical protein predicted by ge--- AT1G74680 1.44 0.53 2.77 0.028972 0.08092 -4.34
264340_at unknown protein similar to hypothet --- AT1G70280 -1.30 -0.37 -2.77 0.028974 0.08092 -4.34
250968_at putative protein  ;supported by full-le--- AT5G02890 -1.67 -0.74 -2.77 0.028977 0.08092 -4.34
261572_at unknown protein --- AT1G01170 1.30 0.37 2.77 0.028997 0.080966 -4.34
251783_at ribosomal L23a - like protein variousRPL23AB AT3G55280 1.61 0.69 2.77 0.029003 0.080974 -4.34
264929_at  auxin-induced protein, putative sim--- AT1G60730 2.63 1.39 2.77 0.029007 0.080977 -4.34
255777_at  glycine-rich RNA-binding protein, pGR-RBP6 AT1G18630 1.34 0.42 2.77 0.029013 0.080982 -4.34
262810_at putative salt-inducible protein simila--- AT1G11710 1.40 0.49 2.76 0.029019 0.080989 -4.34
265595_at 26S proteasome subunit 4  ;support--- AT2G20140 -1.30 -0.38 -2.76 0.029029 0.081004 -4.34
262232_at unknown protein ; supported by cDN--- AT1G68600 -1.42 -0.50 -2.76 0.029032 0.081004 -4.34
245746_at  bHLH transcription factor, putative --- AT1G51070 -1.32 -0.40 -2.76 0.029055 0.081054 -4.34
265129_at  putative zinc finger protein similar t SUF4 AT1G30970 -1.26 -0.33 -2.76 0.029057 0.081054 -4.34
255727_at hypothetical protein similar to unkno--- AT1G25510 -1.27 -0.34 -2.76 0.029069 0.081079 -4.34
252225_at  ADP-RIBOSYLATION FACTOR -likATARLA1CAT3G49870 -1.22 -0.29 -2.76 0.029086 0.081114 -4.34
254405_at  putative protein arm repeat containPUB8 AT4G21350 1.40 0.48 2.76 0.02909 0.081114 -4.34
265590_at  SKP1/ASK1 (At17), putative similarMEO AT2G20160 -1.23 -0.30 -2.76 0.029092 0.081114 -4.34
247591_at  high-affinity nitrate transporter ACHNRT2.4 AT5G60770 -1.23 -0.29 -2.76 0.029107 0.081145 -4.34
252101_at rac-like GTP binding protein Arac11ROP1 AT3G51300 -1.25 -0.32 -2.76 0.029123 0.08118 -4.34
248517_at St12p protein --- AT5G50550 / -1.24 -0.31 -2.76 0.029132 0.081195 -4.34
264538_at hypothetical protein predicted by geWRKY10 AT1G55600 -1.30 -0.38 -2.76 0.029148 0.081221 -4.34
259982_at  putative RING zinc finger protein coATL8 AT1G76410 -1.86 -0.90 -2.76 0.029151 0.081221 -4.34
247436_at dehydrogenase  ; supported by cDNALDH12A1 AT5G62530 1.35 0.43 2.76 0.029152 0.081221 -4.34
264279_s_a glycoprotein(EP1), putative similar --- AT1G78820 / -1.36 -0.44 -2.76 0.029157 0.081224 -4.34



256435_at putative leucoanthocyanidin dioxyge--- AT3G11180 -1.26 -0.33 -2.76 0.029167 0.081244 -4.34
265889_at hypothetical protein predicted by ge--- AT2G15130 -1.29 -0.36 -2.76 0.029179 0.081267 -4.34
248230_at putative protein similar to unknown --- AT5G53830 1.56 0.64 2.76 0.02919 0.081289 -4.34
253135_at cytoplasmatic aconitate hydratase ( --- AT4G35830 1.38 0.46 2.76 0.029199 0.081301 -4.34
261775_at hypothetical protein predicted by ge--- AT1G76280 1.27 0.35 2.76 0.029205 0.081308 -4.34
251969_at  Cytochrom P450 -like protein CYTOLUT1 AT3G53130 -1.33 -0.41 -2.76 0.029215 0.081328 -4.34
248359_at unknown protein --- AT5G52410 -1.29 -0.36 -2.76 0.029243 0.081394 -4.35
247746_at uncoupling protein AtUCP2  ;suppo ATUCP2 AT5G58970 -1.35 -0.43 -2.76 0.029251 0.081407 -4.35
252552_at putative protein --- AT3G45900 1.36 0.45 2.76 0.029261 0.081425 -4.35
265216_at putative NPK1-related MAP kinase MAPKKK18AT1G05100 -1.46 -0.55 -2.76 0.029273 0.081448 -4.35
252350_at  ataxia-telangiectasia mutated proteATM AT3G48190 1.21 0.27 2.76 0.02928 0.081458 -4.35
261008_at hypothetical protein contains similar--- AT1G26370 1.32 0.40 2.76 0.029316 0.081548 -4.35
255877_at putative PTR2 family peptide transp--- AT2G40460 -1.82 -0.87 -2.76 0.029347 0.081624 -4.35
255988_at putative protein --- --- -1.24 -0.31 -2.76 0.02935 0.081624 -4.35
254157_at  putative protein protein induced up VEP1 AT4G24220 -1.26 -0.33 -2.76 0.029361 0.081644 -4.35
252848_at putative protein several hypothetica --- --- -1.28 -0.36 -2.76 0.029381 0.081676 -4.35
258157_at putative MYB family transcription fa MYB4R1 AT3G18100 1.40 0.49 2.76 0.029382 0.081676 -4.35
254744_at Expressed protein ; supported by cDMEE55 AT4G13345 1.38 0.46 2.76 0.029384 0.081676 -4.35
267244_at putative reverse transcriptase --- AT2G02650 -1.22 -0.29 -2.76 0.029387 0.081676 -4.35
251527_at  putative protein hypothetical protein--- AT3G58650 -1.23 -0.30 -2.76 0.029394 0.081687 -4.35
252891_at  putative WRKY DNA-binding proteiWRKY13 AT4G39410 -1.36 -0.44 -2.76 0.029402 0.081697 -4.35
257427_at hypothetical protein predicted by ge--- AT1G79060 -1.44 -0.53 -2.76 0.029412 0.081715 -4.35
245800_at  heat shock transcription factor, putaHSFB4 AT1G46264 -1.24 -0.31 -2.75 0.029442 0.081789 -4.35
267061_at unknown protein  ;supported by full---- AT2G32480 1.24 0.31 2.75 0.029461 0.081832 -4.35
260722_at  protein phosphatase-2C, putative s--- AT1G48040 1.45 0.53 2.75 0.029465 0.081835 -4.35
257787_at  actin related protein, putative similaARP2 AT3G27000 1.19 0.25 2.75 0.029488 0.081886 -4.35
262468_at  alanine--tRNA ligase, putative similALATS AT1G50200 1.35 0.43 2.75 0.029492 0.081888 -4.35
265389_at putative riboflavin synthase alpha c --- AT2G20690 1.29 0.36 2.75 0.029507 0.081917 -4.35
250165_at  putative protein many predicted pro--- AT5G15290 -1.24 -0.31 -2.75 0.02951 0.081917 -4.35
248528_at putative protein similar to unknown --- AT5G50760 3.72 1.90 2.75 0.029513 0.081917 -4.35
252830_at  putative protein 70K peroxisomal mPXA1 AT4G39850 1.20 0.26 2.75 0.029534 0.081965 -4.36
255843_at unknown protein CPL3 AT2G33540 -1.20 -0.27 -2.75 0.029561 0.08203 -4.36
247783_at  light harvesting pigment - like prote--- AT5G58800 1.54 0.62 2.75 0.029566 0.082035 -4.36
249301_at putative protein similar to unknown --- AT5G41440 -1.30 -0.38 -2.75 0.029608 0.082133 -4.36
264371_at pEARLI 1-like protein may be induc ELP AT1G12090 -1.55 -0.63 -2.75 0.029609 0.082133 -4.36



251685_at  putative protein unknown protein A --- AT3G56430 1.64 0.71 2.75 0.029631 0.082185 -4.36
256877_at unknown protein  ;supported by full---- AT3G26470 1.83 0.87 2.75 0.029676 0.082299 -4.36
264569_at unknown protein EST gb|ATTS1136--- --- -1.21 -0.28 -2.75 0.029697 0.082349 -4.36
252212_at  protein kinase -like protein NTPK1 MAPKKK20AT3G50310 1.72 0.78 2.75 0.029718 0.08239 -4.36
248651_at unknown protein --- AT5G49260 -1.21 -0.27 -2.75 0.02972 0.08239 -4.36
255525_at coded for by A. thaliana cDNA T042--- AT4G02340 -1.28 -0.36 -2.75 0.029731 0.08241 -4.36
252343_at  putative protein hypothetical protein--- AT3G48610 -2.03 -1.02 -2.75 0.029743 0.082434 -4.36
250208_at unknown protein  ;supported by full-anac084 AT5G14000 1.93 0.95 2.75 0.029746 0.082434 -4.36
247713_at  putative protein nonspecific lipid-tra--- AT5G59330 -1.24 -0.31 -2.75 0.029758 0.082456 -4.36
260955_at unknown protein contains similarity --- AT1G06000 -1.64 -0.71 -2.75 0.029829 0.082638 -4.37
259371_at unknown protein ;supported by full-l--- AT1G69080 -1.96 -0.97 -2.75 0.029831 0.082638 -4.37
248777_at putative protein similar to unknown --- AT5G47920 -1.27 -0.34 -2.74 0.029865 0.082723 -4.37
261557_at kinesin-like protein C-terminal regio --- AT1G63640 1.35 0.44 2.74 0.029889 0.08278 -4.37
249130_at putative protein contains similarity to--- AT5G43100 1.21 0.27 2.74 0.029911 0.082826 -4.37
248576_at methionine S-methyltransferase (gbMMT AT5G49810 1.23 0.30 2.74 0.029913 0.082826 -4.37
251876_at  TATA box binding protein (TBP) asRGD3 AT3G54280 1.26 0.33 2.74 0.029924 0.082836 -4.37
264879_at  cotton fiber expressed protein, puta--- AT1G61260 -1.67 -0.74 -2.74 0.029924 0.082836 -4.37
265022_at putative agp1 similar to GB:CAA482BCP1 AT1G24520 -1.34 -0.42 -2.74 0.029933 0.082847 -4.37
257172_at  hypothetical protein predicted by ge--- AT3G23700 -1.32 -0.40 -2.74 0.029935 0.082847 -4.37
259206_at hypothetical protein similar to putati --- AT3G09040 1.29 0.37 2.74 0.029948 0.082872 -4.37
249406_at  putative protein MtN21, Medicago t--- AT5G40210 -1.30 -0.38 -2.74 0.029957 0.082879 -4.37
247822_at  putative protein sorting nexin 2, HoSNX2a AT5G58440 -1.29 -0.37 -2.74 0.029959 0.082879 -4.37
248682_at cytochrome b5 (dbj|BAA74840.1)  ; CB5-D AT5G48810 1.23 0.30 2.74 0.029961 0.082879 -4.37
262014_at unknown protein --- AT1G35660 1.51 0.59 2.74 0.030002 0.082982 -4.37
254566_at hypothetical protein --- AT4G19240 1.32 0.40 2.74 0.030021 0.083018 -4.37
247291_at unknown protein --- AT5G64480 -1.25 -0.32 -2.74 0.030023 0.083018 -4.37
245678_at unknown protein --- AT1G56610 1.35 0.43 2.74 0.030031 0.083023 -4.37
251138_at putative protein various predicted pr--- AT5G01160 1.27 0.34 2.74 0.030032 0.083023 -4.37
256824_at hypothetical protein predicted by geAT3G22121--- -1.46 -0.55 -2.74 0.030049 0.083062 -4.37
263181_at unknown protein  ;supported by full---- AT1G05720 1.22 0.28 2.74 0.030053 0.083062 -4.37
245606_at hypothetical protein --- AT4G14310 -1.26 -0.34 -2.74 0.030092 0.083154 -4.38
264901_at  putative sulphate transporter proteiAST91 AT1G23090 2.00 1.00 2.74 0.030094 0.083154 -4.38
251388_at  putative protein protein regulating cMAP65-4 AT3G60840 -1.27 -0.34 -2.74 0.030107 0.083181 -4.38
254201_at putative protein predicted proteins --- AT4G24130 -1.34 -0.43 -2.74 0.030121 0.08321 -4.38
250349_at  putative receptor - like kinase recep--- AT5G12000 -1.27 -0.34 -2.74 0.030149 0.083275 -4.38



257972_at  putative protein kinase, ATN1 almoATN1 AT3G27560 1.27 0.34 2.74 0.030155 0.083282 -4.38
261043_at hypothetical protein similar to unkno--- AT1G01220 1.31 0.38 2.74 0.030177 0.083334 -4.38
251660_at Expressed protein ; supported by fu--- AT3G57160 -1.36 -0.45 -2.74 0.03026 0.083552 -4.38
266206_at unknown protein  ; supported by full--- AT2G27730 1.33 0.41 2.73 0.030313 0.083678 -4.38
260175_at  neutral invertase, putative similar to--- AT1G72000 -1.21 -0.27 -2.73 0.030313 0.083678 -4.38
248396_at unknown protein --- AT5G52130 -1.28 -0.36 -2.73 0.030324 0.083679 -4.38
264226_at hypothetical protein similar to putati --- AT1G67510 -1.25 -0.32 -2.73 0.030326 0.083679 -4.38
255632_at putative actin-depolymerizing factorADF8 AT4G00680 -1.19 -0.25 -2.73 0.030326 0.083679 -4.38
264112_at  putative 1,3-beta-D-glucan synthasCALS5 AT2G13680 -1.28 -0.36 -2.73 0.030328 0.083679 -4.38
265263_at putative DNA binding protein --- AT2G42940 -1.23 -0.30 -2.73 0.030363 0.083766 -4.38
262492_at unknown protein Contains similarity --- AT1G21630 -1.25 -0.32 -2.73 0.030396 0.083849 -4.39
264255_at  putative SF2/ASF splicing modulato--- AT1G09140 1.35 0.43 2.73 0.030443 0.083967 -4.39
255402_at Expressed protein hemf2 AT4G03205 -1.54 -0.63 -2.73 0.030466 0.08402 -4.39
259469_at hypothetical protein predicted by ge--- AT1G19100 1.22 0.29 2.73 0.030478 0.084039 -4.39
244951_s_acytochrome c biogenesis orf452 --- AT2G07723 1.56 0.64 2.73 0.03048 0.084039 -4.39
253790_at  photosystem II protein W - like pho PSB28 AT4G28660 -1.45 -0.54 -2.73 0.030506 0.084094 -4.39
248759_at putative protein similar to unknown --- AT5G47610 1.66 0.73 2.73 0.03051 0.084094 -4.39
259384_at  putative lectin contains Pfam profile--- AT3G16450 -1.31 -0.39 -2.73 0.030511 0.084094 -4.39
265563_s_ahypothetical protein predicted by ge--- --- -1.18 -0.24 -2.73 0.030548 0.084173 -4.39
258824_at unknown protein --- AT3G07190 1.34 0.42 2.73 0.030551 0.084173 -4.39
267447_at putative GTP-binding protein ArRABA1h AT2G33870 -1.19 -0.26 -2.73 0.030551 0.084173 -4.39
266440_at unknown protein --- AT2G43235 / 1.23 0.30 2.73 0.030631 0.084383 -4.39
257963_at hypothetical protein predicted by ge--- AT3G19840 1.49 0.57 2.73 0.030636 0.084388 -4.39
254469_at hypothetical protein --- AT4G20470 -1.23 -0.30 -2.73 0.030648 0.084402 -4.39
247456_at  iron-regulated transporter - like pro AtZIP12 AT5G62160 -1.23 -0.30 -2.73 0.030649 0.084402 -4.39
255426_at putative protein --- AT4G03370 -1.23 -0.30 -2.73 0.030657 0.084413 -4.39
258517_at  galactose kinase identical to GB:AAGALK AT3G06580 -1.25 -0.32 -2.72 0.030707 0.084542 -4.40
252974_at putative protein  ; supported by cDNMTN1 AT4G38800 1.22 0.29 2.72 0.030721 0.08457 -4.40
254588_at putative protein hypothetical protein--- AT4G18840 1.23 0.30 2.72 0.030729 0.084574 -4.40
255058_s_a putative protein various hypothetica--- --- -1.19 -0.25 -2.72 0.030731 0.084574 -4.40
259453_at  gibberelin 20-oxidase, putative, 5' pATGA20OXAT1G44090 -1.35 -0.43 -2.72 0.030734 0.084574 -4.40
262521_at unknown protein Location of est 278--- AT1G17130 1.25 0.32 2.72 0.030756 0.084614 -4.40
246002_at  ripening-related protein - like grip28--- AT5G20740 -1.60 -0.68 -2.72 0.030759 0.084614 -4.40
261685_at  3-beta-hydroxysteroid dehydrogenaAT3BETAHAT1G47290 -1.61 -0.69 -2.72 0.030763 0.084614 -4.40
260397_at hypothetical protein predicted by ge--- AT1G69680 1.25 0.32 2.72 0.030766 0.084614 -4.40



263086_at putative non-LTR retrolelement reve--- AT2G16110 -1.24 -0.31 -2.72 0.030769 0.084614 -4.40
254847_at  putative phospholipase D-gamma pPLDGAMM AT4G11850 1.72 0.79 2.72 0.030771 0.084614 -4.40
254961_at  putative acyl-CoA synthetase acyl- --- AT4G11030 -1.25 -0.32 -2.72 0.030774 0.084614 -4.40
250301_at  putative protein predicted proteins, --- AT5G11970 -1.36 -0.45 -2.72 0.030788 0.084641 -4.40
262787_at putative clathrin-coat assembly prot --- AT1G10730 1.42 0.50 2.72 0.030794 0.084649 -4.40
254789_at  blue copper-binding protein, 15K (la--- AT4G12880 -3.59 -1.85 -2.72 0.030805 0.08467 -4.40
247254_at  CLE21, putative CLAVATA3/ESR-RCLE21 AT5G64800 1.51 0.59 2.72 0.030846 0.084756 -4.40
266240_at putative RNA-binding protein  ; supp--- AT2G29580 1.18 0.24 2.72 0.030847 0.084756 -4.40
253467_at  putative protein hypothetical protein--- AT4G32140 -1.28 -0.35 -2.72 0.030848 0.084756 -4.40
250178_at  putative protein various unknown o --- AT5G14430 1.21 0.27 2.72 0.030899 0.084883 -4.40
247898_at  F-box protein ZTL/LFK1/ADO1, AtFZTL AT5G57360 1.25 0.32 2.72 0.030902 0.084883 -4.40
264123_at unknown protein ; supported by cDN--- AT1G02270 1.28 0.35 2.72 0.030928 0.084936 -4.40
250274_at  putative protein predicted protein, A--- AT5G13020 1.27 0.35 2.72 0.030929 0.084936 -4.40
248635_at unknown protein --- AT5G49050 -1.22 -0.29 -2.72 0.030933 0.084936 -4.40
266275_at putative tropinone reductase --- AT2G29370 -1.31 -0.39 -2.72 0.030936 0.084936 -4.40
254393_at  putative NADPH quinone oxidoredu--- AT4G21580 1.24 0.31 2.72 0.03094 0.084936 -4.40
257946_at hypothetical protein predicted by ge--- AT3G21710 1.23 0.30 2.72 0.030984 0.085035 -4.41
262938_at hypothetical protein predicted by ge--- AT1G79540 1.27 0.34 2.72 0.030985 0.085035 -4.41
252064_at  putative protein various predicted p--- AT3G51520 1.23 0.30 2.72 0.03099 0.085035 -4.41
248612_at putative protein contains similarity to--- AT5G49530 1.40 0.49 2.72 0.030991 0.085035 -4.41
251489_at putative protein putative proteins - A--- AT3G59460 -1.28 -0.35 -2.72 0.031001 0.085054 -4.41
257829_at unknown protein SNM1 AT3G26680 1.47 0.56 2.72 0.031017 0.085087 -4.41
262246_at leaf development protein ArgonauteAGO1 AT1G48410 -1.27 -0.35 -2.72 0.031042 0.085145 -4.41
252179_at  putative protein UDP-glucose:(glucGATL2 AT3G50760 -1.39 -0.48 -2.72 0.031054 0.085169 -4.41
252863_at myo-inositol-1-phosphate synthase MIPS1 AT4G39800 -2.95 -1.56 -2.72 0.031077 0.085219 -4.41
258918_at putative cytochrome P450 similar toUNE9 AT3G10560 -1.38 -0.47 -2.72 0.031083 0.085219 -4.41
255199_at coded for by A. thaliana cDNA N649--- AT4G07390 1.22 0.28 2.72 0.031084 0.085219 -4.41
259998_at hypothetical protein similar to unknoBPC3 AT1G68120 -1.36 -0.44 -2.72 0.031115 0.085295 -4.41
254429_at Expressed protein ; supported by fu--- AT4G21105 1.24 0.31 2.72 0.031132 0.085325 -4.41
261654_at  hypothetical protein contains simila--- AT1G01920 1.34 0.42 2.72 0.031134 0.085325 -4.41
262415_at  40S ribosomal protein S17, putativeemb1129 AT1G49400 1.32 0.40 2.71 0.03115 0.085361 -4.41
262353_at hypothetical protein similar to hypot --- AT1G64210 -1.19 -0.25 -2.71 0.03116 0.085377 -4.41
250816_at coatomer delta subunit (delta-coat p--- AT5G05010 -1.33 -0.41 -2.71 0.031178 0.085415 -4.41
246597_at  L-aspartate oxidase -like protein L- AO AT5G14760 2.03 1.02 2.71 0.031227 0.085531 -4.41
249808_at unknown protein --- AT5G23890 1.52 0.61 2.71 0.031228 0.085531 -4.41



265500_at putative non-LTR retroelement reve--- --- -1.42 -0.50 -2.71 0.031244 0.085565 -4.41
253497_at  putative protein microtubule-associ --- AT4G31880 1.28 0.36 2.71 0.031255 0.085586 -4.41
253045_at Expressed protein ; supported by fu--- AT4G37445 -1.42 -0.51 -2.71 0.031262 0.085595 -4.41
260634_at  initiation factor isozyme 4F p82 sub--- AT1G62410 -1.25 -0.32 -2.71 0.031272 0.085611 -4.42
262127_at hypothetical protein predicted by ge--- AT1G52550 1.34 0.42 2.71 0.031277 0.085615 -4.42
252297_at cytosolic ribosomal protein S11  ;suEMB1080 AT3G48930 1.52 0.61 2.71 0.031284 0.085624 -4.42
248530_at putative protein strong similarity to u--- AT5G49945 -1.30 -0.38 -2.71 0.031296 0.085647 -4.42
252087_at  putative protein putative Na+/H+-exchx28 AT3G52080 -1.22 -0.29 -2.71 0.031306 0.085663 -4.42
248213_at putative protein similar to unknown AtGRF7 AT5G53660 -1.26 -0.33 -2.71 0.031312 0.085669 -4.42
246627_s_a 5-enolpyruvylshikimate-3-phosphat--- AT1G48860 / 1.74 0.80 2.71 0.03132 0.08568 -4.42
256998_at hypothetical protein predicted by ge--- AT3G14180 -1.32 -0.40 -2.71 0.031338 0.08572 -4.42
246564_at  putative protein hypothetical protein--- AT5G15610 1.19 0.26 2.71 0.031346 0.085731 -4.42
255219_at hypothetical protein --- AT4G07720 -1.21 -0.28 -2.71 0.0314 0.085868 -4.42
248961_at subtilisin-like protease --- AT5G45650 1.89 0.92 2.71 0.031425 0.085927 -4.42
256509_at  NADPH oxidoreductase, putative s --- AT1G75300 -1.49 -0.58 -2.71 0.031442 0.085937 -4.42
265019_at putative myosin heavy chain similar --- AT1G24560 1.20 0.26 2.71 0.031443 0.085937 -4.42
245103_at putative Ta11-like non-LTR retroele --- AT2G41590 -1.21 -0.27 -2.71 0.031446 0.085937 -4.42
266265_at putative tropinone reductase  ; supp--- AT2G29340 -1.42 -0.50 -2.71 0.031446 0.085937 -4.42
251389_at putative protein --- AT3G60850 1.22 0.28 2.71 0.031447 0.085937 -4.42
246413_at unknown protein --- AT1G77310 1.26 0.33 2.71 0.031475 0.085991 -4.42
246099_at blue copper binding protein  ;suppo ATBCB AT5G20230 1.49 0.58 2.71 0.031475 0.085991 -4.42
262397_at hypothetical protein predicted by ge--- AT1G49380 -1.45 -0.54 -2.71 0.031482 0.085991 -4.42
252014_at  putative protein predicted proteins, --- AT3G52870 -1.91 -0.93 -2.71 0.031482 0.085991 -4.42
249572_at  chromosome condensation protein EMB2656 AT5G37630 -1.30 -0.38 -2.71 0.031496 0.086019 -4.42
264399_at  postsynaptic protein CRIPT, putativ--- AT1G61780 1.18 0.24 2.71 0.031553 0.086165 -4.42
248112_at wax synthase-like protein --- AT5G55350 -1.31 -0.39 -2.71 0.03157 0.086194 -4.43
262514_at  NAM(no apical meristem) protein, panac017 AT1G34190 1.20 0.26 2.71 0.031572 0.086194 -4.43
261111_at  homeodomain protein BELL1, putaBLH11 AT1G75430 -1.20 -0.26 -2.70 0.031594 0.086244 -4.43
260689_at hypothetical protein predicted by ge--- AT1G32290 -1.31 -0.39 -2.70 0.031605 0.086255 -4.43
266525_at putative tetracycline transporter pro MEE15 AT2G16970 -1.28 -0.36 -2.70 0.031609 0.086255 -4.43
253187_at  putative zinc-finger protein PEThy;Z--- AT4G35280 -1.20 -0.26 -2.70 0.031609 0.086255 -4.43
266571_at unknown protein --- AT2G23830 1.56 0.64 2.70 0.031624 0.086284 -4.43
260461_at membrane protein PTM1 precursor --- AT1G10980 -1.26 -0.33 -2.70 0.03163 0.086289 -4.43
266815_at  F-box protein family, AtFBX5 conta--- AT2G44900 -1.28 -0.36 -2.70 0.031633 0.086289 -4.43
262025_at  growth regulator, putative similar to--- AT1G35510 -1.28 -0.36 -2.70 0.031642 0.086303 -4.43



253444_at  putative protein ring finger protein, --- AT4G32600 1.21 0.28 2.70 0.031647 0.086306 -4.43
256193_at hypothetical protein similar to hypot --- AT1G30200 -1.22 -0.29 -2.70 0.031674 0.086369 -4.43
252451_at hypothetical protein --- AT3G47100 -1.21 -0.27 -2.70 0.031678 0.086371 -4.43
250924_at putative protein  ;supported by full-le--- AT5G03440 -1.25 -0.32 -2.70 0.031693 0.086401 -4.43
264798_at  putative myosin MYA1, class V (Z2XIC AT1G08730 -1.23 -0.30 -2.70 0.031702 0.086413 -4.43
264588_at unknown protein contains similarity --- AT2G17730 1.59 0.67 2.70 0.031705 0.086413 -4.43
266297_at  putative proliferating cell nuclear anPCNA2 AT2G29570 2.12 1.09 2.70 0.03171 0.086417 -4.43
258973_at putative cytochrome P450 similar toCYP94B2 AT3G01900 -1.26 -0.33 -2.70 0.031718 0.086427 -4.43
262109_at hypothetical protein similar to celluloATCSLD5 AT1G02730 -1.51 -0.60 -2.70 0.031739 0.086475 -4.43
257884_at hypothetical protein predicted by ge--- AT3G16960 -1.24 -0.32 -2.70 0.031755 0.086508 -4.43
248308_at putative protein similar to unknown --- AT5G52530 1.22 0.29 2.70 0.031764 0.086522 -4.43
252914_at  putative protein dehydrin, Glycine m--- AT4G39130 -1.32 -0.40 -2.70 0.031781 0.086559 -4.43
264253_at putative kinesin similar to GB:AAB6--- AT1G09170 -1.39 -0.48 -2.70 0.03179 0.086572 -4.43
262163_at  ribosomal protein L30, putative sim--- AT1G77940 1.63 0.71 2.70 0.031803 0.086588 -4.43
263408_at predicted protein --- AT2G04060 -1.21 -0.28 -2.70 0.031803 0.086588 -4.43
255153_at putative protein several hypothetica --- AT4G08210 -1.31 -0.39 -2.70 0.031809 0.086592 -4.43
256256_at unknown protein ; supported by full---- AT3G11230 1.25 0.32 2.70 0.031849 0.086686 -4.43
261408_s_a histone H4 identical to GB:M36659--- AT1G07660 / 1.35 0.43 2.70 0.031851 0.086686 -4.43
260143_at sucrose transport protein SUC1 ide SUC1 AT1G71880 1.68 0.75 2.70 0.031861 0.086689 -4.43
256127_at  small GTP-binding protein (RAB11 AtRABA6b AT1G18200 -1.28 -0.36 -2.70 0.031862 0.086689 -4.43
262325_at  dirigent protein, putative similar to d--- AT1G64160 1.60 0.67 2.70 0.031863 0.086689 -4.43
258601_at putative histidyl tRNA synthetase si --- AT3G02760 1.28 0.36 2.70 0.03188 0.086724 -4.44
259694_at  uridine diphosphate glucose epimeUGE3 AT1G63180 1.86 0.90 2.70 0.031902 0.086773 -4.44
262611_at Expressed protein ; supported by fu--- AT1G14060 1.44 0.52 2.70 0.031907 0.086776 -4.44
256761_at hypothetical protein predicted by ge--- AT3G25670 -1.32 -0.40 -2.70 0.031918 0.086795 -4.44
264490_at  putative protein import receptor simTOM20-2 AT1G27390 1.43 0.52 2.70 0.031931 0.086822 -4.44
247732_at  putative protein various predicted p--- AT5G59600 1.19 0.26 2.70 0.031964 0.086902 -4.44
261003_at hypothetical protein predicted by ge--- AT1G26500 1.29 0.37 2.70 0.031986 0.086942 -4.44
259910_at putative P-type transporting ATPase--- AT1G72700 -1.53 -0.61 -2.70 0.031987 0.086942 -4.44
256191_at unknown protein similar to hypothet --- AT1G30130 -1.27 -0.34 -2.70 0.031991 0.086943 -4.44
252796_at  putative protein predicted proteins, --- --- -1.37 -0.45 -2.70 0.031996 0.086947 -4.44
254376_at putative protein  ; supported by cDNTOM1 AT4G21790 -1.18 -0.24 -2.70 0.032018 0.086995 -4.44
249659_s_aputative protein similar to unknown --- AT5G36710 / -1.33 -0.42 -2.70 0.032034 0.087029 -4.44
251895_at class IV chitinase (CHIV) ATEP3 AT3G54420 1.78 0.84 2.69 0.032038 0.08703 -4.44
248207_at tyrosine aminotransferase --- AT5G53970 1.89 0.91 2.69 0.032042 0.08703 -4.44



266924_at unknown protein  ;supported by full---- AT2G45730 1.30 0.38 2.69 0.032047 0.087033 -4.44
250953_at putative protein  ;supported by full-leDPB AT5G03415 1.38 0.47 2.69 0.032056 0.087048 -4.44
260074_at putative ras-related GTP-binding pr AtRABA6a AT1G73640 -1.22 -0.29 -2.69 0.032082 0.0871 -4.44
248127_at transport protein particle componen--- AT5G54750 -1.21 -0.28 -2.69 0.032083 0.0871 -4.44
251641_at  protease-like protein INSULIN-DEG--- AT3G57470 -1.36 -0.45 -2.69 0.032113 0.087172 -4.44
260138_at  calmodulin-4 identical to GB:Q0351CAM4 AT1G66410 1.29 0.37 2.69 0.032155 0.087268 -4.44
257534_at hypothetical protein predicted by ge--- AT3G09670 1.22 0.28 2.69 0.032157 0.087268 -4.44
254170_at  LG27/30-like gene LG27/30 gene - --- AT4G24430 -1.19 -0.26 -2.69 0.03216 0.087268 -4.44
247316_at ankyrin-like protein --- AT5G64030 -1.22 -0.29 -2.69 0.032169 0.087282 -4.44
258269_at putative acetyl-CoA carboxylase bio--- AT3G15690 -1.23 -0.29 -2.69 0.032182 0.087295 -4.45
261225_at unknown protein ;supported by full-l--- AT1G20100 1.22 0.28 2.69 0.032187 0.087295 -4.45
246772_at  putative protein unknown protein T --- AT5G27490 -1.51 -0.59 -2.69 0.032187 0.087295 -4.45
263677_at unknown protein PDLP2 AT1G04520 -1.25 -0.33 -2.69 0.03219 0.087295 -4.45
265423_at unknown protein --- AT2G20790 -1.44 -0.53 -2.69 0.032193 0.087295 -4.45
254121_at  putative protein putative protein F6 --- AT4G24760 1.48 0.56 2.69 0.032203 0.087311 -4.45
258596_at unknown protein LSH2 AT3G04510 -1.28 -0.35 -2.69 0.032218 0.087341 -4.45
245288_at transcriptional adaptor like protein ; ADA2B AT4G16420 1.23 0.30 2.69 0.032235 0.087372 -4.45
260987_at hypothetical protein predicted by geNTMC2T6. AT1G53590 1.31 0.39 2.69 0.032237 0.087372 -4.45
259628_at hypothetical protein contains Pfam p--- AT1G56440 1.36 0.45 2.69 0.032241 0.087373 -4.45
255325_at putative membrane trafficking factorPUX4 AT4G04210 1.23 0.30 2.69 0.032247 0.087378 -4.45
255454_at hypothetical protein --- AT4G02910 -1.20 -0.27 -2.69 0.032273 0.087438 -4.45
246586_at  putative protein predicted protein, A--- AT5G14770 1.34 0.42 2.69 0.032313 0.087536 -4.45
254619_at  myb - like protein transforming protMYB98 AT4G18770 -1.23 -0.30 -2.69 0.032345 0.087613 -4.45
264907_at unknown protein similar to S.pombe--- AT2G17280 -1.81 -0.86 -2.69 0.032351 0.087619 -4.45
253854_at  putative protein zinc-finger protein --- AT4G27900 1.80 0.85 2.69 0.03236 0.087634 -4.45
254754_at  pectate lyase like protein pectate ly--- AT4G13210 -1.20 -0.26 -2.69 0.032368 0.087644 -4.45
263900_at unknown protein  ;supported by full---- AT2G36290 1.31 0.39 2.69 0.032388 0.087687 -4.45
265056_at  mitochondrial processing peptidase--- AT1G51980 1.33 0.41 2.69 0.032391 0.087687 -4.45
245024_at ATPase alpha subunit --- --- -1.20 -0.26 -2.69 0.032407 0.087718 -4.45
258727_at  ethylene-responsive protein, putativ--- AT3G11930 1.29 0.36 2.69 0.032413 0.087725 -4.45
263510_s_ahypothetical protein --- AT2G07681 / 1.20 0.26 2.69 0.032422 0.087735 -4.45
253788_at  aromatic amino-acid decarboxylase--- AT4G28680 -1.27 -0.35 -2.69 0.032425 0.087735 -4.45
265257_at succinyl-CoA ligase beta subunit  ;s--- AT2G20420 1.51 0.60 2.69 0.032436 0.087756 -4.45
262802_at  putative cell division control proteinCDKB2;2 AT1G20930 -1.19 -0.25 -2.69 0.032473 0.087846 -4.45
251774_at  nematode resistance protein-like pr--- AT3G55840 -2.24 -1.16 -2.68 0.032507 0.087926 -4.46



265381_at putative non-LTR retroelement reve--- --- -1.34 -0.42 -2.68 0.032517 0.087945 -4.46
250479_at  GTP-binding protein GTP-binding pAtRABH1e AT5G10260 -1.25 -0.32 -2.68 0.032551 0.088024 -4.46
253236_at  putative protein ARI protein, Droso ARI1 AT4G34370 1.20 0.26 2.68 0.03258 0.088093 -4.46
251563_at  anthranilate phosphoribosyltransfer--- AT3G57880 -1.48 -0.56 -2.68 0.032598 0.088131 -4.46
247988_at putative protein similar to unknown --- AT5G56910 1.40 0.48 2.68 0.032603 0.088135 -4.46
262540_at hypothetical protein predicted by ge--- AT1G34260 -1.41 -0.50 -2.68 0.032622 0.088174 -4.46
266428_at putative protein kinase contains a p --- AT2G07180 1.30 0.38 2.68 0.032653 0.088247 -4.46
256825_at unknown protein similar to cell wall-CWLP AT3G22120 -5.47 -2.45 -2.68 0.032658 0.088252 -4.46
263904_at putative ABC transporter related to PDR6 AT2G36380 1.88 0.91 2.68 0.032674 0.088285 -4.46
250880_at  putative protein Ube-1a, Mus musc--- AT5G04070 1.20 0.26 2.68 0.032705 0.088334 -4.46
260642_at  plastid protein, putative similar to p --- AT1G53260 -1.37 -0.45 -2.68 0.032709 0.088334 -4.46
249961_at  putative protein predicted proteins, --- AT5G18770 1.27 0.35 2.68 0.03271 0.088334 -4.46
266411_at putative peptidyl-prolyl cis-trans isom--- AT2G38730 -1.32 -0.40 -2.68 0.032713 0.088334 -4.46
263539_at putative tyrosine aminotransferase  TAT3 AT2G24850 -3.95 -1.98 -2.68 0.032715 0.088334 -4.46
251254_at  putative protein anion exchanger 3 --- AT3G62270 1.29 0.37 2.68 0.032716 0.088334 -4.46
260880_at hypothetical protein similar to unkno--- AT1G21380 -1.25 -0.32 -2.68 0.032722 0.088339 -4.46
260455_at hypothetical protein predicted by ge--- AT1G72500 -1.72 -0.78 -2.68 0.032741 0.088382 -4.46
256072_at WD-40 repeat protein identical to WATARCA AT1G18080 1.56 0.64 2.68 0.032748 0.088389 -4.46
249000_at putative protein contains similarity to--- AT5G44980 -1.25 -0.32 -2.68 0.032756 0.088397 -4.46
250900_at putative protein  ; supported by cDNATB' ALPH AT5G03470 1.34 0.42 2.68 0.032759 0.088397 -4.46
255785_at sulfate adenylyltransferase identica APS2 AT1G19920 1.25 0.32 2.68 0.032774 0.08843 -4.46
258101_at unknown protein RFR1 AT3G23590 -1.52 -0.61 -2.68 0.032827 0.088551 -4.47
248948_at putative protein strong similarity to u--- AT5G45560 -1.36 -0.44 -2.68 0.032827 0.088551 -4.47
258056_at hypothetical protein similar to GB:AA--- AT3G29010 -1.33 -0.42 -2.68 0.032832 0.088554 -4.47
246304_at acyl-coA dehydrogenase Mus muscACX4 AT3G51840 1.35 0.44 2.68 0.032846 0.08858 -4.47
255435_at putative component of cytochrome PETC AT4G03280 -1.25 -0.33 -2.68 0.032854 0.088591 -4.47
247147_at putative protein contains similarity toGTE7 AT5G65630 -1.34 -0.43 -2.68 0.032863 0.088605 -4.47
262135_at  AP2 domain containing protein, putRAP2.4 AT1G78080 1.53 0.61 2.68 0.032925 0.088762 -4.47
257248_at hypothetical protein predicted by ge--- AT3G24150 -1.34 -0.42 -2.68 0.032933 0.088773 -4.47
249229_at putative protein similar to unknown --- AT5G42090 1.24 0.31 2.68 0.032948 0.088798 -4.47
260695_at  RNA helicase, putative similar to GESP3 AT1G32490 1.18 0.24 2.68 0.03295 0.088798 -4.47
246301_at calcium-dependent protein kinase CPK13 AT3G51850 1.22 0.29 2.68 0.03296 0.088809 -4.47
258718_at unknown protein  ; supported by cD--- AT3G09760 1.25 0.32 2.67 0.032962 0.088809 -4.47
265238_s_ahypothetical protein --- AT2G07696 1.38 0.46 2.67 0.032993 0.088883 -4.47
253918_at putative protein  ; supported by full- PHOS34 AT4G27320 1.24 0.32 2.67 0.032997 0.088883 -4.47



262795_at hypothetical protein predicted by ge--- AT1G13130 -1.36 -0.44 -2.67 0.033031 0.088965 -4.47
261226_at  expansin S2 precursor, putative simATEXPA11 AT1G20190 -4.05 -2.02 -2.67 0.033078 0.089079 -4.47
256711_at unknown protein contains Pfam pro --- AT3G30390 1.42 0.50 2.67 0.033085 0.089088 -4.47
254893_at  putative phospholipase D-gamma pPLDGAMM AT4G11830 -1.44 -0.53 -2.67 0.033092 0.089097 -4.47
252571_at  putative protein syntaxin 8 - Homo SYP72 AT3G45280 -1.27 -0.34 -2.67 0.033109 0.089133 -4.47
261669_at unknown protein similar to hypothet --- AT1G18490 -1.18 -0.23 -2.67 0.033135 0.089193 -4.48
262872_at hypothetical protein predicted by ge--- AT1G64690 -1.36 -0.45 -2.67 0.033155 0.089235 -4.48
245057_at En/Spm-like transposon protein rela--- AT2G26490 -1.18 -0.23 -2.67 0.033164 0.08924 -4.48
263788_at putative sarcosine oxidase --- AT2G24580 1.42 0.50 2.67 0.033165 0.08924 -4.48
253097_at cytochrome P450-like protein CYP81D5 AT4G37320 1.79 0.84 2.67 0.033176 0.08926 -4.48
247151_at unknown protein  ;supported by full-bHLH093 AT5G65640 -1.43 -0.52 -2.67 0.033185 0.089275 -4.48
247538_at  ABC family transporter - like proteinATH16 AT5G61700 -1.18 -0.24 -2.67 0.033197 0.089295 -4.48
262338_at Expressed protein ; supported by fu--- AT1G64185 1.35 0.43 2.67 0.033233 0.08938 -4.48
253923_at  hypothetical protein Arabidopsis thaTOR1 AT4G27060 -1.24 -0.31 -2.67 0.033241 0.089384 -4.48
245453_at disease resistance RPP5 like protei --- AT4G16900 -1.24 -0.31 -2.67 0.033242 0.089384 -4.48
267472_at putative basic blue protein (plantacyARPN AT2G02850 -1.26 -0.33 -2.67 0.033251 0.089399 -4.48
251055_at  putative protein putative protein F4 --- AT5G01710 / -1.22 -0.28 -2.67 0.033272 0.089445 -4.48
266096_at putative vacuolar protein sorting-assVCL1 AT2G38020 1.22 0.28 2.67 0.033276 0.089446 -4.48
260166_at homeobox protein (GLABRA2) idenGL2 AT1G79840 -1.20 -0.27 -2.67 0.033306 0.089508 -4.48
267578_at Expressed protein ; supported by cD--- AT2G30695 -1.51 -0.59 -2.67 0.033308 0.089508 -4.48
246997_at putative protein similar to unknown --- AT5G67390 1.37 0.46 2.67 0.033324 0.089542 -4.48
AFFX-Athal-Arabidopsis thaliana /REF=U84969 --- --- 1.18 0.24 2.67 0.033331 0.089549 -4.48
250903_at  putative protein coil protein PO22, --- AT5G03600 -1.32 -0.41 -2.67 0.033385 0.089682 -4.48
248126_at protein translation factor Sui1 homoROC5 AT4G34870 / 1.18 0.24 2.67 0.03339 0.089682 -4.48
248502_at putative protein strong similarity to u--- AT5G50450 -1.33 -0.41 -2.67 0.033392 0.089682 -4.48
267455_at  hypothetical protein predicted by ge--- AT2G33760 1.31 0.39 2.67 0.033396 0.089682 -4.48
247470_at  putative protein various predicted p--- AT5G62220 -1.95 -0.97 -2.67 0.033424 0.089748 -4.48
254339_at  glucosidase like protein furostanol BGLU3 AT4G22100 -1.22 -0.29 -2.66 0.033442 0.089785 -4.48
247042_at putative protein similar to unknown --- AT5G67220 -1.22 -0.28 -2.66 0.033451 0.089798 -4.49
251160_at  inositol-1,4,5-trisphosphate 5-Phos--- AT3G63240 -1.26 -0.33 -2.66 0.033462 0.089817 -4.49
261160_at hypothetical protein --- AT1G34480 -1.23 -0.30 -2.66 0.033469 0.089825 -4.49
266234_at  SKP1 interacting partner 3 (SKIP3)SKIP3 AT2G02350 1.26 0.34 2.66 0.033473 0.089827 -4.49
267373_at unknown protein CID7 AT2G26280 1.24 0.31 2.66 0.033493 0.089869 -4.49
264012_at hypothetical protein predicted by ge--- AT2G21080 -1.30 -0.38 -2.66 0.033505 0.08989 -4.49
251054_at  receptor like protein kinase receptoLECRKA4.1AT5G01540 2.71 1.44 2.66 0.033514 0.089905 -4.49



250893_at putative protein predicted proteins - EMB175 AT5G03795 / -1.20 -0.27 -2.66 0.033519 0.089908 -4.49
264390_at putative DNA-binding protein Conta --- AT1G11950 1.29 0.37 2.66 0.033538 0.089938 -4.49
248330_at putative protein contains similarity to--- AT5G52810 1.52 0.60 2.66 0.033542 0.089938 -4.49
252369_at  putative protein deoxycytidylate de --- AT3G48540 -1.22 -0.29 -2.66 0.033542 0.089938 -4.49
259614_at  dioxygenase, putative similar to dioATGA2OX4AT1G47990 -1.25 -0.32 -2.66 0.033555 0.08996 -4.49
258330_at unknown protein ROPGEF13AT3G16130 -1.25 -0.32 -2.66 0.033565 0.089978 -4.49
257105_at unknown protein --- AT3G15300 1.38 0.46 2.66 0.033573 0.089989 -4.49
266260_at putative ATPase skd1 family; suppoSKD1 AT2G27600 -1.20 -0.26 -2.66 0.033591 0.090025 -4.49
247141_at putative protein strong similarity to u--- AT5G65560 1.38 0.46 2.66 0.033605 0.090053 -4.49
260057_at putative protein phosphatase 2C sim--- AT1G78200 1.21 0.27 2.66 0.033612 0.090062 -4.49
258752_at hypothetical protein predicted by geATEXO70HAT3G09520 1.55 0.63 2.66 0.033632 0.090105 -4.49
253764_s_a protein kinase - like protein ADK1 pckl4 AT4G28860 / 1.29 0.37 2.66 0.033639 0.090113 -4.49
245121_at 60S ribosomal protein L7A  ;suppor --- AT2G47610 1.51 0.60 2.66 0.033689 0.090234 -4.49
262753_at putative 3-deoxy-D-manno-2-octulo ATKDSA2 AT1G16340 1.23 0.29 2.66 0.033695 0.09024 -4.49
245506_at glutaredoxin homolog --- AT4G15700 -1.61 -0.69 -2.66 0.033713 0.09027 -4.49
264408_at hypothetical protein predicted by geFRS11 AT1G10240 1.22 0.29 2.66 0.033714 0.09027 -4.49
263806_at hypothetical protein predicted by ge--- AT2G04305 -1.61 -0.69 -2.66 0.033749 0.090345 -4.49
254681_at  putative protein HYA22 protein, Ho--- AT4G18140 -1.40 -0.49 -2.66 0.03375 0.090345 -4.49
251350_at  cytochrome P450 monooxygenase CYP76C7 AT3G61040 -1.40 -0.49 -2.66 0.03376 0.090362 -4.49
267110_at hypothetical protein predicted by ge--- AT2G14800 1.30 0.38 2.66 0.033791 0.090432 -4.50
254931_at  serine/threonine kinase-like protein--- AT4G11460 -1.33 -0.41 -2.66 0.033796 0.090432 -4.50
257135_at hypothetical protein similar to oxido --- AT3G12900 -1.30 -0.38 -2.66 0.033798 0.090432 -4.50
267108_at hypothetical protein predicted by ge--- AT2G14830 -1.20 -0.26 -2.66 0.033818 0.090476 -4.50
266653_at hypothetical protein predicted by ge--- AT2G25740 1.26 0.33 2.66 0.033835 0.09051 -4.50
258722_at putative pathogenesis-related prote --- AT3G09590 -1.23 -0.30 -2.66 0.03384 0.090514 -4.50
263279_x_ahypothetical protein predicted by ge--- --- -1.25 -0.32 -2.66 0.033872 0.090588 -4.50
255268_at  putative protein ubiquitin, Tetrahym--- AT4G05230 -1.26 -0.34 -2.66 0.033906 0.090668 -4.50
263115_at Expressed protein ; supported by cD--- AT1G03055 -1.48 -0.57 -2.65 0.033925 0.090709 -4.50
261219_at hypothetical protein predicted by ge--- AT1G19980 1.28 0.35 2.65 0.033932 0.090716 -4.50
252416_at  chromosome assembly protein homATSMC2 AT3G47460 -1.17 -0.23 -2.65 0.033974 0.090816 -4.50
260261_at unknown protein --- AT1G68450 2.24 1.17 2.65 0.033979 0.09082 -4.50
265844_at putative receptor-like protein kinaseFEI2 AT2G35620 -1.36 -0.44 -2.65 0.034014 0.090885 -4.50
246108_at  putative protein retinal glutamic aci --- AT5G28630 -1.63 -0.71 -2.65 0.034014 0.090885 -4.50
256070_at hypothetical protein predicted by ge--- AT1G13730 1.22 0.28 2.65 0.034015 0.090885 -4.50
251220_at  cytochrome c oxidase subunit 5c-lik--- AT3G62400 1.35 0.43 2.65 0.034026 0.090904 -4.50



256432_at hypothetical protein similar to hypot --- AT3G10990 -1.20 -0.26 -2.65 0.034036 0.090904 -4.50
248310_at putative protein similar to unknown CPuORF14AT5G52550 / 1.22 0.28 2.65 0.034037 0.090904 -4.50
247317_at putative protein contains similarity toanac103 AT5G64060 -1.26 -0.34 -2.65 0.034038 0.090904 -4.50
267393_at similar to axi 1 protein from Nicotian--- AT2G44500 -1.48 -0.56 -2.65 0.034043 0.090905 -4.50
247723_at  protein phosphatase 2C - like ABA --- AT5G59220 1.50 0.59 2.65 0.034072 0.09097 -4.50
252922_at putative protein --- AT4G39040 -1.23 -0.30 -2.65 0.034076 0.09097 -4.50
250520_at putative protein contains similarity toPEX1 AT5G08470 1.18 0.24 2.65 0.034079 0.09097 -4.50
253171_at putative protein  ;supported by full-le--- AT4G35040 1.27 0.35 2.65 0.034107 0.09103 -4.51
252174_at  putative protein APRIL protein, Hom--- AT3G50690 1.19 0.26 2.65 0.034109 0.09103 -4.51
250158_at putative protein --- AT5G15190 -1.45 -0.54 -2.65 0.034147 0.091101 -4.51
252458_at  putative protein various predicted p--- AT3G47210 -1.22 -0.29 -2.65 0.034147 0.091101 -4.51
249830_at dihydroorotate dehydrogenase precPYRD AT5G23300 1.50 0.59 2.65 0.034148 0.091101 -4.51
260426_at putative 40S ribosomal protein SA (P40 AT1G72370 1.48 0.57 2.65 0.034152 0.091101 -4.51
248158_at unknown protein --- AT5G54440 -1.19 -0.25 -2.65 0.034156 0.091101 -4.51
265045_s_a putative protein kinase, ADK1 dual ADK1 AT1G03930 / -1.50 -0.58 -2.65 0.034164 0.091113 -4.51
259482_at  receptor-like serine/threonine kinasRKF2 AT1G19090 -1.25 -0.32 -2.65 0.03417 0.091113 -4.51
257644_at unknown protein  ;supported by full-AOC3 AT3G25780 -2.34 -1.23 -2.65 0.034172 0.091113 -4.51
261310_at hypothetical protein predicted by gePDE247 AT1G05750 1.31 0.39 2.65 0.034238 0.091273 -4.51
263430_at unknown protein  ;supported by full---- AT2G22270 -1.28 -0.36 -2.65 0.03424 0.091273 -4.51
259399_at hypothetical protein similar to putati --- AT1G17710 1.32 0.40 2.65 0.034296 0.091411 -4.51
257827_at unknown protein contains Pfam pro --- AT3G26630 1.43 0.52 2.65 0.0343 0.091411 -4.51
258012_at unknown protein similar to GB:CAB --- AT3G19310 -1.18 -0.24 -2.65 0.034329 0.091462 -4.51
249212_at putative protein strong similarity to u--- AT5G42690 -1.25 -0.32 -2.65 0.03433 0.091462 -4.51
261271_at Expressed protein ; supported by fu--- AT1G26795 -1.26 -0.33 -2.65 0.034331 0.091462 -4.51
259377_at  putative poly(A) binding protein simPAB6 AT3G16380 -1.32 -0.40 -2.65 0.034343 0.091483 -4.51
256308_s_a ABC transporter, putative contains ATMRP13 AT1G30410 / 1.43 0.51 2.65 0.034349 0.091487 -4.51
264230_at hypothetical protein predicted by ge--- AT1G67460 -1.22 -0.29 -2.65 0.034363 0.091507 -4.51
264539_at hypothetical protein predicted by ge--- AT1G55590 -1.26 -0.33 -2.65 0.034364 0.091507 -4.51
257719_at unknown protein AtALMT9 AT3G18440 1.34 0.42 2.65 0.034385 0.091551 -4.51
266990_at putative ABC transporter ATATH8 AT2G39190 -1.51 -0.59 -2.65 0.034389 0.091551 -4.51
254963_at  putative protein single strand DNA-MTSSB AT4G11060 1.27 0.34 2.64 0.034466 0.091736 -4.52
251004_at  putative protein predicted protein, A--- AT5G02720 -1.24 -0.31 -2.64 0.034466 0.091736 -4.52
254460_at  putative protein sigma70 operon, SATRP1 AT4G21210 -1.32 -0.40 -2.64 0.034474 0.091745 -4.52
266978_at putative disease resistance respons--- AT2G39430 -1.23 -0.30 -2.64 0.034478 0.091745 -4.52
249554_at  CRS2 -like protein CRS2, Zea may--- AT5G38290 -1.68 -0.75 -2.64 0.034511 0.091823 -4.52



245540_at ABC transporter like protein PDR2 AT4G15230 -1.95 -0.96 -2.64 0.034525 0.091849 -4.52
258405_at  unknown protein almost identical toBSH AT3G17590 1.36 0.45 2.64 0.034553 0.091914 -4.52
254840_at hypothetical protein --- AT4G11930 -1.34 -0.42 -2.64 0.034561 0.091924 -4.52
267577_at unknown protein  ; supported by cD--- AT2G30710 -1.18 -0.24 -2.64 0.034591 0.091994 -4.52
257537_at hypothetical protein predicted by ge--- AT3G22350 -1.32 -0.40 -2.64 0.034608 0.09201 -4.52
261042_at  GTP-binding protein, putative similaATRABA3 AT1G01200 -1.28 -0.35 -2.64 0.03461 0.09201 -4.52
258493_at Expressed protein ; supported by fu--- AT3G02555 1.25 0.32 2.64 0.03461 0.09201 -4.52
245357_at putative protein ;supported by full-le--- AT4G17560 -1.33 -0.41 -2.64 0.034615 0.09201 -4.52
258198_at putative transcription factor similar tNF-YA6 AT3G14020 1.27 0.34 2.64 0.034618 0.09201 -4.52
251886_at  putative protein various predicted p--- AT3G54260 -1.42 -0.51 -2.64 0.034643 0.092066 -4.52
263218_at  putative serine/threonine protein ki --- AT1G30570 -1.32 -0.40 -2.64 0.034668 0.092122 -4.52
251453_at  putative protein hypothetical protein--- AT3G60070 -1.24 -0.32 -2.64 0.034681 0.092141 -4.52
265637_at unknown protein ATCOAE AT2G27490 1.23 0.30 2.64 0.034683 0.092141 -4.52
250756_at putative protein strong similarity to uROPGEF5 AT5G05940 -1.24 -0.32 -2.64 0.034689 0.092146 -4.52
245516_at hypothetical protein --- AT4G15820 1.29 0.37 2.64 0.034726 0.092234 -4.52
257458_at hypothetical protein predicted by ge--- AT2G05400 -1.18 -0.24 -2.64 0.034756 0.092302 -4.52
258078_at unknown protein  ;supported by full---- AT3G25870 1.56 0.64 2.64 0.034774 0.092332 -4.53
250617_at  Mei2-like protein Mei2-like protein -AML4 AT5G07290 1.28 0.35 2.64 0.034775 0.092332 -4.53
264640_at  pollen allergen, putative similar to pATEXPB2 AT1G65680 -1.39 -0.47 -2.64 0.034788 0.092335 -4.53
267213_at 60S ribosomal protein L7  ;supporte--- AT2G44120 1.51 0.59 2.64 0.034792 0.092335 -4.53
250828_at unknown protein ; supported by cDN--- AT5G05250 -3.13 -1.65 -2.64 0.034794 0.092335 -4.53
257150_at unknown protein  ;supported by full---- AT3G27230 -1.30 -0.38 -2.64 0.034795 0.092335 -4.53
249220_at putative protein strong similarity to u--- AT5G42420 -1.27 -0.35 -2.64 0.034797 0.092335 -4.53
258902_at  putative pyruvate dehydrogenase kPDK AT3G06483 -1.20 -0.26 -2.64 0.034827 0.092404 -4.53
250887_at putative protein --- --- 1.26 0.33 2.64 0.034842 0.092434 -4.53
255832_at hypothetical protein predicted by ge--- AT2G33360 1.34 0.42 2.64 0.034848 0.09244 -4.53
246745_at  60S ribosomal protein L22 - like rib --- AT5G27770 1.46 0.54 2.64 0.034869 0.092479 -4.53
256520_at hypothetical protein CYP96A14 AT1G66030 -1.22 -0.29 -2.64 0.034871 0.092479 -4.53
247288_at non-phototropic hypocotyl 3 (gb|AA NPH3 AT5G64330 -1.96 -0.97 -2.64 0.034881 0.092495 -4.53
245397_at auxin-responsive protein IAA1 ;suppIAA1 AT4G14560 -1.81 -0.86 -2.63 0.034891 0.092508 -4.53
257067_at unknown protein contains Pfam pro CYP77A5P AT3G18270 1.27 0.34 2.63 0.034896 0.092508 -4.53
264664_at putative elongation factor similar to --- AT1G09660 1.37 0.46 2.63 0.034899 0.092508 -4.53
246574_at  copper amine oxidase, putative sim--- AT1G31670 -1.49 -0.58 -2.63 0.034914 0.092539 -4.53
247334_at cdc2-like protein kinase-like protein CDKE;1 AT5G63610 -1.18 -0.23 -2.63 0.034949 0.092621 -4.53
258383_at hypothetical protein predicted by ge--- AT3G15440 1.60 0.68 2.63 0.034961 0.092635 -4.53



260549_at Expressed protein ; supported by fu--- AT2G43535 -1.90 -0.92 -2.63 0.034962 0.092635 -4.53
264638_at flowering signals mediating protein FT AT1G65480 1.79 0.84 2.63 0.034969 0.092642 -4.53
265708_at  unknown protein member of a large--- AT2G03380 1.22 0.28 2.63 0.034989 0.092685 -4.53
248644_at disease resistance protein-like --- AT5G49140 -1.18 -0.24 -2.63 0.034997 0.092693 -4.53
253635_at  putative protein hypothetical protein--- AT4G30620 1.20 0.27 2.63 0.035031 0.092772 -4.53
247553_at  MAD box containing protein NAP1-AGL8 AT5G60910 1.50 0.59 2.63 0.035038 0.092774 -4.53
253102_at Expressed protein ; supported by fu--- AT4G36105 -1.35 -0.43 -2.63 0.035039 0.092774 -4.53
247507_at  putative protein predicted protein, AAPO3 AT5G61930 1.52 0.60 2.63 0.03505 0.092791 -4.53
262273_at hypothetical protein predicted by ge--- AT1G68730 -1.20 -0.27 -2.63 0.03506 0.092805 -4.53
245880_at  putative hydrolase EtbD1 - Rhodoc--- AT5G09430 -1.31 -0.39 -2.63 0.035063 0.092805 -4.53
258933_at  unknown protein similar to unknow --- AT3G09980 -1.24 -0.31 -2.63 0.03509 0.09286 -4.53
254537_at  putative protein chitinase / lysozym--- AT4G19730 -1.25 -0.32 -2.63 0.035092 0.09286 -4.53
265577_at unknown protein --- AT2G20100 1.21 0.28 2.63 0.035097 0.092861 -4.54
260247_at putative disease resistance protein AtRLP16 AT1G74200 -1.19 -0.26 -2.63 0.035106 0.092874 -4.54
255303_at predicted protein of unknown functioDER2.2 AT4G04860 1.24 0.31 2.63 0.03512 0.092897 -4.54
247762_at cell wall protein --- AT5G59170 -1.64 -0.71 -2.63 0.035122 0.092897 -4.54
259003_at  hypothetical protein similar to hypo --- AT3G02010 1.37 0.46 2.63 0.035131 0.092909 -4.54
267434_at 3-beta-hydroxysteroid dehydrogenaAT3BETAHAT2G26260 -1.28 -0.35 -2.63 0.035141 0.092923 -4.54
261541_at unknown protein contains Pfam pro --- AT1G63600 -1.25 -0.32 -2.63 0.035169 0.092989 -4.54
251712_at  putative protein non-consensus TT --- AT3G56120 1.19 0.25 2.63 0.035176 0.092996 -4.54
245216_at Expressed protein non-consensus GIMPA-2 AT4G16143 -1.17 -0.23 -2.63 0.03521 0.093055 -4.54
250309_at putative protein similar to unknown --- AT5G12220 1.33 0.41 2.63 0.035211 0.093055 -4.54
247253_at  beta-1,3-glucanase  --- AT5G64790 1.86 0.90 2.63 0.035211 0.093055 -4.54
245778_at  RNA-binding glycine-rich protein, p --- AT1G73530 -1.36 -0.44 -2.63 0.035257 0.093165 -4.54
263400_s_a40S ribosomal protein; contains C-t --- AT2G31610 / 1.28 0.36 2.63 0.035271 0.093191 -4.54
252383_at  ABC-type transport protein-like pro ATH6 AT3G47780 1.81 0.85 2.63 0.035275 0.093191 -4.54
264160_at hypothetical protein predicted by ge--- AT1G65450 -1.28 -0.36 -2.63 0.03529 0.093209 -4.54
263797_at putative WRKY-type DNA binding pWRKY17 AT2G24570 2.09 1.06 2.63 0.03529 0.093209 -4.54
262778_at hypothetical protein predicted by ge--- AT1G13050 1.19 0.25 2.63 0.035294 0.093209 -4.54
253852_at  putative protein diacylglycerol kinas--- AT4G28130 -1.21 -0.27 -2.63 0.035315 0.093255 -4.54
257083_s_a non-race specific disease resistanc--- AT3G20590 / 1.47 0.56 2.63 0.035322 0.093264 -4.54
253995_at Col-0 casein kinase I-like protein  ; sCK1 AT4G26100 -1.32 -0.40 -2.63 0.035343 0.093281 -4.54
263882_at putative ribonucleoside-diphosphateRNR1 AT2G21790 1.65 0.72 2.63 0.035344 0.093281 -4.54
261484_at  E2, ubiquitin-conjugating enzyme 1UBC1 AT1G14400 1.21 0.28 2.63 0.035344 0.093281 -4.54
266546_at putative AT-hook DNA-binding prote--- AT2G35270 -1.20 -0.26 -2.63 0.035346 0.093281 -4.54



259486_at  embryo abundance protein (EMB20--- AT1G15710 -1.27 -0.34 -2.63 0.035351 0.093285 -4.54
261372_at  zinc finger protein, putative similar --- AT1G53010 -1.27 -0.35 -2.62 0.035393 0.093386 -4.54
262840_at  linker histone protein, putative contHMGA AT1G14900 1.26 0.34 2.62 0.035405 0.093406 -4.54
267568_at hypothetical protein predicted by ge--- AT2G30780 1.25 0.32 2.62 0.035425 0.093449 -4.54
252449_at  FtsH protease, putative contains si ftsh7 AT3G47060 1.18 0.24 2.62 0.035439 0.093474 -4.55
261162_at hypothetical protein predicted by ge--- AT1G34440 -1.28 -0.35 -2.62 0.035443 0.093474 -4.55
255042_at  putative protein hypothetical protein--- AT4G09630 -1.23 -0.30 -2.62 0.03547 0.093533 -4.55
267598_at hypothetical protein predicted by ge--- AT2G33010 -1.29 -0.36 -2.62 0.035492 0.093573 -4.55
249505_at putative protein --- --- -1.53 -0.61 -2.62 0.035493 0.093573 -4.55
262306_s_a asparaginyl-tRNA synthetase(SYN SYNC3 AT1G70980 / 1.31 0.38 2.62 0.035523 0.093632 -4.55
245324_at lactate dehydrogenase (LDH1) ;sup--- AT4G17260 -1.66 -0.73 -2.62 0.035524 0.093632 -4.55
261589_at hypothetical protein predicted by ge--- AT1G01690 -1.29 -0.37 -2.62 0.035535 0.093646 -4.55
265479_at hypothetical protein  ;supported by f--- AT2G15760 2.60 1.38 2.62 0.035537 0.093646 -4.55
253564_at  protein kinase - like protein protein --- AT4G31170 -1.25 -0.32 -2.62 0.035553 0.093675 -4.55
245350_at nuclear antigen homolog ;supported--- AT4G16830 1.27 0.34 2.62 0.035556 0.093675 -4.55
249951_at  S-adenosyl-L-methionine decarboxBUD2 AT5G18930 -1.39 -0.48 -2.62 0.035619 0.093829 -4.55
261816_at unknown protein CHX6B AT1G08135 -1.22 -0.29 -2.62 0.035625 0.093831 -4.55
266638_at putative fibrillin  ;supported by full-le--- AT2G35490 -1.25 -0.32 -2.62 0.035628 0.093831 -4.55
263092_at hypothetical protein predicted by ge--- AT2G16210 -1.20 -0.26 -2.62 0.035649 0.093858 -4.55
253673_at  putative protein putative phosphata--- AT4G29530 -1.26 -0.33 -2.62 0.035649 0.093858 -4.55
253560_at  putative protein KIAA0800 protein, DCAF1 AT4G31160 1.25 0.32 2.62 0.03565 0.093858 -4.55
265952_at unknown protein supported by cDNA--- AT2G37478 / 1.23 0.30 2.62 0.035659 0.093869 -4.55
262121_at  endo-1,4-beta-glucanase precursorATCEL2 AT1G02800 -1.29 -0.36 -2.62 0.035676 0.093903 -4.55
248691_at putative protein strong similarity to u--- AT5G48310 -1.22 -0.29 -2.62 0.035698 0.093951 -4.55
252086_at hypothetical protein --- AT3G52030 1.24 0.31 2.62 0.035717 0.09399 -4.55
250845_at  rna binding protein - like rna bindin --- AT5G04600 1.36 0.45 2.62 0.035757 0.094085 -4.55
245138_at unknown protein predicted by genscAFO AT2G45190 -1.42 -0.50 -2.62 0.03582 0.094238 -4.56
266081_at putative protein kinase contains a p --- AT2G37840 -1.22 -0.28 -2.62 0.035827 0.094248 -4.56
250701_at bZIP transcription factor-like protein--- AT5G06839 -1.26 -0.33 -2.62 0.035837 0.094263 -4.56
256169_at  receptor protein kinase, putative co--- AT1G51800 2.52 1.33 2.62 0.035843 0.094266 -4.56
265304_at putative AP2 domain transcription fa--- AT2G20350 -1.19 -0.25 -2.62 0.035896 0.094386 -4.56
267508_at hypothetical protein predicted by ge--- AT2G45700 1.22 0.29 2.62 0.035896 0.094386 -4.56
262914_at auxin response factor 1 identical to ARF1 AT1G59750 -1.25 -0.32 -2.61 0.03593 0.094453 -4.56
247437_at AtHVA22b-like protein  ; supported HVA22B AT5G62490 -1.29 -0.36 -2.61 0.035933 0.094453 -4.56
250885_at  ABC transporter -like protein ABC-tATH12 AT5G03910 -1.21 -0.28 -2.61 0.035934 0.094453 -4.56



260033_at  putative mutT protein contains PfamATNUDX1 AT1G68760 -1.27 -0.35 -2.61 0.035947 0.094466 -4.56
262883_at  ammonium transporter, puitative si ATAMT1;2 AT1G64780 -1.44 -0.52 -2.61 0.035947 0.094466 -4.56
253759_at AIM1 protein ; supported by cDNA: AIM1 AT4G29010 1.19 0.25 2.61 0.035986 0.094557 -4.56
263742_at predicted protein --- AT2G20625 -1.20 -0.27 -2.61 0.035993 0.094564 -4.56
266600_at putative mitogen-activated protein kMPK12 AT2G46070 1.41 0.50 2.61 0.036018 0.094618 -4.56
260389_at Expressed protein ; supported by fu--- AT1G74055 -1.37 -0.45 -2.61 0.036031 0.094641 -4.56
261051_at  cytochrome P450, putative similar tCYP703A2 AT1G01280 -1.22 -0.28 -2.61 0.036036 0.094645 -4.56
256518_at hypothetical protein --- AT1G66080 -1.28 -0.36 -2.61 0.036044 0.094647 -4.56
261958_at  peptide transporter, putative predic --- AT1G64500 1.53 0.61 2.61 0.036046 0.094647 -4.56
246425_at cellulose synthase catalytic subunit IRX3 AT5G17420 -1.60 -0.68 -2.61 0.036057 0.094666 -4.56
262516_at putative glutathione transferase OneATGSTU26AT1G17190 -1.24 -0.32 -2.61 0.036064 0.094668 -4.56
247890_at cyclic nucleotide and calmodulin-regATCNGC5 AT5G57940 -1.28 -0.35 -2.61 0.036067 0.094668 -4.56
255051_at  RNA-directed DNA polymerase -lik --- --- -1.39 -0.47 -2.61 0.03607 0.094668 -4.56
262227_s_a 26S proteasome ATPase subunit, p--- AT1G53750 / 1.20 0.26 2.61 0.036079 0.094679 -4.56
250101_at putative protein contains similarity toBGLU2 AT5G16580 -1.47 -0.56 -2.61 0.036089 0.094695 -4.56
258972_at hypothetical protein predicted by ge--- AT3G01920 -1.40 -0.48 -2.61 0.036094 0.094697 -4.56
264354_s_aunknown protein similar to Lambda---- AT1G03200 / 1.24 0.31 2.61 0.03616 0.09486 -4.57
256533_at unknown protein --- AT1G33250 -1.34 -0.42 -2.61 0.03619 0.094927 -4.57
247191_at homeobox-leucine zipper protein ATATHB5 AT5G65310 -1.44 -0.52 -2.61 0.036212 0.094976 -4.57
260106_at unknown protein ;supported by full-l--- AT1G35420 -1.24 -0.31 -2.61 0.036229 0.095008 -4.57
260988_at  MAP3K alpha protein kinase, putat MAP3KA AT1G53570 -1.38 -0.46 -2.61 0.036254 0.095055 -4.57
246005_at  lipoic acid synthase - like protein lip--- AT5G08415 1.35 0.43 2.61 0.036255 0.095055 -4.57
259039_at unknown protein  ;supported by full---- AT3G09250 1.22 0.29 2.61 0.03626 0.095056 -4.57
255291_at putative calcium dependent protein CPK27 AT4G04700 -1.26 -0.33 -2.61 0.036281 0.095101 -4.57
261987_at hypothetical protein predicted by ge--- AT1G33710 -1.17 -0.23 -2.61 0.036298 0.095135 -4.57
257600_at hypothetical protein predicted by geCLE41 AT3G24770 -1.29 -0.37 -2.61 0.036319 0.095178 -4.57
256909_at hypothetical protein predicted by ge--- AT3G24060 -1.28 -0.36 -2.61 0.036324 0.095181 -4.57
266340_at similar to axi 1 protein from Nicotian--- AT2G01480 1.18 0.24 2.61 0.036334 0.095195 -4.57
246018_at Expressed protein ; supported by fu--- AT5G10695 -1.95 -0.96 -2.61 0.03634 0.095201 -4.57
258125_s_ahypothetical protein contains Pfam p--- AT3G23510 / -1.71 -0.78 -2.61 0.036373 0.095276 -4.57
250683_x_aputative protein similar to unknown --- AT5G06640 -1.37 -0.45 -2.61 0.036381 0.095286 -4.57
253845_at  putative protein myosin heavy chai --- AT4G27980 -1.17 -0.23 -2.60 0.03642 0.095379 -4.57
260970_at unknown protein --- AT1G53640 -1.27 -0.34 -2.60 0.036426 0.095381 -4.57
267504_at unknown protein  ;supported by full---- AT2G45530 1.29 0.37 2.60 0.036457 0.095453 -4.57
265989_at unknown protein --- AT2G24260 1.21 0.28 2.60 0.036467 0.095469 -4.57



257484_at unknown protein --- AT1G01650 -1.20 -0.27 -2.60 0.036491 0.095521 -4.58
261224_at subtilisin-like serine protease simila ATSBT5.2 AT1G20160 -1.74 -0.80 -2.60 0.036505 0.095544 -4.58
264737_at unknown protein --- AT1G62210 -1.33 -0.42 -2.60 0.036538 0.095622 -4.58
257221_at  MYB family transcription factor (GLATMYB0 AT3G27920 -1.31 -0.39 -2.60 0.036547 0.095633 -4.58
254693_at  bHLH protein - like bHLH protein, A--- AT4G17880 1.91 0.94 2.60 0.036585 0.095713 -4.58
266799_at unknown protein ATPSK2 AT2G22860 -1.50 -0.59 -2.60 0.036586 0.095713 -4.58
248501_at golgi SNARE protein MEMB12 AT5G50440 -1.28 -0.36 -2.60 0.036596 0.095729 -4.58
249176_at thioredoxin (clone GIF1) (pir||S5811ATTRX3 AT5G42980 1.19 0.25 2.60 0.036608 0.095749 -4.58
250359_at  putative protein predicted proteins, --- AT5G11350 1.21 0.28 2.60 0.036619 0.095757 -4.58
266047_at unknown protein --- AT2G40800 -1.29 -0.37 -2.60 0.036619 0.095757 -4.58
260730_at lipoamide dehydrogenase precurso mtLPD1 AT1G48030 -1.33 -0.41 -2.60 0.036645 0.095807 -4.58
250159_at  40S ribosomal protein - like 40S rib--- AT5G15200 1.37 0.46 2.60 0.036647 0.095807 -4.58
248110_at wax synthase-like protein --- AT5G55320 -1.18 -0.24 -2.60 0.036654 0.095816 -4.58
267193_at hypothetical protein predicted by gra--- AT2G30900 -1.23 -0.29 -2.60 0.036673 0.095853 -4.58
248499_at putative protein contains similarity toPAP27 AT5G50400 1.19 0.25 2.60 0.036711 0.095935 -4.58
258786_at putative syntaxin contains Pfam proSYP121 AT3G11820 -1.60 -0.67 -2.60 0.036713 0.095935 -4.58
248613_at phytoene dehydrogenase-like --- AT5G49555 -1.34 -0.42 -2.60 0.036721 0.095946 -4.58
258521_at  ribosomal protein L29, putative sim--- AT3G06680 1.68 0.75 2.60 0.03674 0.095983 -4.58
259725_at Expressed protein ; supported by fu--- AT1G61065 1.39 0.48 2.60 0.036754 0.096002 -4.58
255518_at putative pectinesterase similar to se--- AT4G02300 -1.24 -0.32 -2.60 0.036755 0.096002 -4.58
253326_at  putative protein polygalacturonase(--- AT4G33440 -1.24 -0.31 -2.60 0.036784 0.096056 -4.58
257602_at  hydrolase, putative similar to Metal --- AT3G13800 -1.23 -0.29 -2.60 0.036785 0.096056 -4.58
248361_at putative protein similar to unknown EDA41 AT5G52460 -1.25 -0.33 -2.60 0.036789 0.096056 -4.58
254486_at  putative protein crp1 protein, Zea m--- AT4G20770 1.26 0.33 2.60 0.036819 0.096125 -4.58
263769_at 5S ribosomal RNA --- --- -1.27 -0.34 -2.60 0.036824 0.096127 -4.58
264550_at hypothetical protein predicted by ge--- AT1G09450 -1.40 -0.49 -2.60 0.036841 0.09616 -4.59
245907_at ubiquitin-like protein ubiquitins - diff --- AT5G09340 1.18 0.24 2.60 0.036848 0.096167 -4.59
258318_at unknown protein --- AT3G22680 1.44 0.52 2.60 0.036867 0.096206 -4.59
253239_at  putative serine/threonine protein ki --- AT4G34500 -1.39 -0.47 -2.60 0.036872 0.096207 -4.59
246901_at  putative protein Leaf protein, Pharb--- AT5G25630 1.22 0.28 2.60 0.036881 0.096221 -4.59
266854_at putative C2H2-type zinc finger prote--- AT2G26940 -1.31 -0.39 -2.60 0.036898 0.096254 -4.59
259090_at putative ribosomal protein s19 or s2--- AT3G04920 1.43 0.52 2.60 0.036914 0.096283 -4.59
260252_at putative mitochondrial carrier protei --- AT1G74240 1.34 0.42 2.60 0.036921 0.096283 -4.59
259331_at putative auxin-induced protein simil --- AT3G03840 -1.32 -0.40 -2.60 0.036922 0.096283 -4.59
258894_at putative disease resistance protein AtRLP32 AT3G05650 -1.62 -0.69 -2.59 0.036959 0.096369 -4.59



247232_at ABC transporter-like ATH13 AT5G64940 -1.31 -0.39 -2.59 0.036985 0.096426 -4.59
252491_at  disease resistance protein RPP8-lik--- AT3G46730 1.18 0.24 2.59 0.037005 0.096466 -4.59
248939_at tyrosine-specific protein phosphatas--- AT5G45790 1.24 0.31 2.59 0.03702 0.096495 -4.59
261390_at hypothetical protein similar to hypot --- AT1G35040 -1.20 -0.26 -2.59 0.03709 0.096665 -4.59
261612_at  fucosyltransferase c3 protein, putatFUT12 AT1G49710 1.21 0.28 2.59 0.03716 0.096839 -4.59
250850_at putative protein  ; supported by cDN--- AT5G04550 -1.29 -0.37 -2.59 0.037172 0.096859 -4.59
263440_at unknown protein predicted by genscATEXO70HAT2G28640 -1.17 -0.23 -2.59 0.037181 0.096865 -4.59
247652_at  histone H2B - like protein histone HHTB4 AT5G59910 1.29 0.37 2.59 0.037185 0.096865 -4.59
259774_at  plasma membrane associated prot --- AT1G29520 -1.36 -0.44 -2.59 0.037187 0.096865 -4.59
247068_at putative protein similar to unknown --- AT5G66800 -1.27 -0.34 -2.59 0.037217 0.096919 -4.60
250263_at putative protein --- AT5G13470 1.28 0.36 2.59 0.037219 0.096919 -4.60
267470_at cinnamate-4-hydroxylase molecularC4H AT2G30490 1.79 0.84 2.59 0.037221 0.096919 -4.60
261681_at hypothetical protein similar to hypot --- AT1G47340 1.40 0.48 2.59 0.037238 0.096951 -4.60
251798_at  putative RNA binding protein Serin SCL30 AT3G55460 1.22 0.29 2.59 0.037242 0.096952 -4.60
265531_at hypothetical protein predicted by geAtGRF6 AT2G06200 -1.23 -0.30 -2.59 0.037267 0.097005 -4.60
251638_at  40S ribosomal protein S2 homolog --- AT3G57490 1.52 0.60 2.59 0.037276 0.097011 -4.60
257081_at  RING zinc finger protein contains P--- AT3G30460 -1.21 -0.28 -2.59 0.037278 0.097011 -4.60
262095_at hypothetical protein predicted by ge--- AT1G56090 1.32 0.40 2.59 0.037285 0.097016 -4.60
259283_at putative transcription factor similar tMYB65 AT3G11440 -1.24 -0.31 -2.59 0.037288 0.097016 -4.60
248223_at unknown protein  ; supported by cD--- AT5G53620 1.17 0.23 2.59 0.037304 0.097045 -4.60
263519_at 40S ribosomal protein S25  ; suppo --- AT2G21580 1.49 0.58 2.59 0.03731 0.097045 -4.60
253647_at  putative protein KIAA0210 gene, H --- AT4G29950 -1.28 -0.35 -2.59 0.037312 0.097045 -4.60
251056_at  putative protein KIAA1303 protein -RAPTOR2 AT5G01770 1.30 0.38 2.59 0.037353 0.09714 -4.60
266748_at putative squamosa-promoter bindin SPL1 AT2G47070 -1.40 -0.48 -2.59 0.037391 0.097228 -4.60
266488_at putative pectinesterase  ; supported--- AT2G47670 1.38 0.47 2.59 0.037397 0.097234 -4.60
253321_at  putative protein prolyl 4-hydroxylas --- AT4G33910 1.21 0.28 2.59 0.037412 0.097261 -4.60
246003_at chloroplast Cpn21 protein  ; supportCPN20 AT5G20720 1.26 0.33 2.59 0.037445 0.097336 -4.60
262866_at  cytochrome p450, putative similar tCYP89A6 AT1G64940 -1.19 -0.25 -2.59 0.037461 0.097365 -4.60
255419_at putative receptor kinase --- AT4G03230 -1.25 -0.32 -2.58 0.037468 0.097373 -4.60
251586_at zinc finger-like protein several zinc fGIS AT3G58070 -1.31 -0.39 -2.58 0.037513 0.097479 -4.60
249596_s_a glucuronosyl transferase-like protei--- AT5G37950 / -1.39 -0.48 -2.58 0.037518 0.097482 -4.60
266607_at hypothetical protein predicted by ge--- AT2G46300 -1.26 -0.33 -2.58 0.037527 0.097494 -4.60
255387_at  putative nodulin similar to M. trunca--- AT4G03630 -1.30 -0.38 -2.58 0.037536 0.097496 -4.60
252206_at centrin ATCEN2 AT3G50360 -1.24 -0.31 -2.58 0.037537 0.097496 -4.60
251396_at  transketolase - like protein transket--- AT3G60750 1.21 0.28 2.58 0.03759 0.097613 -4.61



255861_at putative vacuolar sorting receptor --- AT2G30290 -1.19 -0.25 -2.58 0.03759 0.097613 -4.61
260189_at putative urease similar to urease GBURE AT1G67550 1.27 0.35 2.58 0.037601 0.097631 -4.61
262695_at  vacuolor sorting protein 35, putativeVPS35B AT1G75850 1.21 0.27 2.58 0.037613 0.097645 -4.61
257994_at unknown protein --- AT3G19920 1.34 0.43 2.58 0.037615 0.097645 -4.61
257651_at  polygalacturonase, putative similar --- AT3G16850 -1.51 -0.60 -2.58 0.037679 0.097786 -4.61
263659_at unknown protein EST gb|ATTS5672--- AT1G04470 -1.23 -0.30 -2.58 0.037683 0.097786 -4.61
260410_at putative peptide transporter similar --- AT1G69870 -1.51 -0.59 -2.58 0.037684 0.097786 -4.61
264540_at hypothetical protein predicted by ge--- AT1G55630 1.24 0.31 2.58 0.037687 0.097786 -4.61
264728_at unknown protein location of EST gb--- AT1G22850 -1.28 -0.35 -2.58 0.037709 0.097832 -4.61
248730_at putative protein similar to unknown --- AT5G48050 -1.30 -0.38 -2.58 0.037722 0.097854 -4.61
252097_at putative protein hypothetical protein--- AT3G51090 1.20 0.27 2.58 0.037747 0.097909 -4.61
256590_at  recombination signal sequence recATHMG AT3G28730 1.31 0.39 2.58 0.037768 0.097951 -4.61
262742_at  GTP-binding protein, putative similaAtRABA1i AT1G28550 -1.21 -0.28 -2.58 0.037824 0.098086 -4.61
267054_at hypothetical protein --- AT2G38370 1.40 0.49 2.58 0.037858 0.098164 -4.61
266448_s_aunknown protein  ;supported by full---- AT2G43210 -1.22 -0.28 -2.58 0.037876 0.098199 -4.61
266679_at putative helicase ; supported by cD --- AT2G03270 1.25 0.32 2.58 0.037883 0.098205 -4.61
251944_at  ABC transporter -like protein breas --- AT3G53510 -1.32 -0.40 -2.58 0.037898 0.098234 -4.61
257655_at  unknown protein contains Pfam pro--- AT3G13350 1.53 0.62 2.58 0.037902 0.098234 -4.61
265705_at unknown protein related to MO25 (m--- AT2G03410 1.75 0.80 2.58 0.037915 0.098255 -4.61
248312_at unknown protein --- AT5G52580 -1.25 -0.33 -2.58 0.037938 0.098304 -4.62
258829_at putative Sec24-like COPII protein si--- AT3G07100 1.17 0.23 2.58 0.037982 0.098391 -4.62
245824_at hypothetical protein predicted by geATPUP17 AT1G57943 -1.37 -0.45 -2.58 0.037988 0.098391 -4.62
257524_at hypothetical protein similar to putati DEL3 AT3G01330 -1.25 -0.33 -2.58 0.037989 0.098391 -4.62
249969_at  putative protein glycine-rich protein--- AT5G19090 -1.47 -0.55 -2.58 0.037989 0.098391 -4.62
261760_at hypothetical protein similar to putati --- AT1G15600 -1.33 -0.41 -2.58 0.037993 0.098391 -4.62
259760_at hypothetical protein similar to GB:AA--- AT1G77580 -1.18 -0.24 -2.57 0.038022 0.098447 -4.62
267594_at hypothetical protein predicted by ge--- AT2G33000 -1.21 -0.28 -2.57 0.038024 0.098447 -4.62
266772_s_apredicted by genefinder --- AT2G03020 / -1.38 -0.47 -2.57 0.038028 0.098447 -4.62
252934_at  Inositol monophosphatase - like proIMPL2 AT4G39120 1.31 0.39 2.57 0.038039 0.098453 -4.62
245578_at RNA helicase like protein ATSUV3 AT4G14790 1.29 0.36 2.57 0.038039 0.098453 -4.62
257270_at unknown protein  ; supported by full--- AT3G28140 1.19 0.25 2.57 0.038044 0.098454 -4.62
248148_at putative protein similar to unknown --- AT5G54930 1.39 0.47 2.57 0.038052 0.098464 -4.62
250774_at ATP-dependent RNA helicase-like p--- AT5G05450 -1.33 -0.41 -2.57 0.038069 0.098498 -4.62
246151_at putative protein predicted proteins f --- AT5G19950 1.26 0.33 2.57 0.038074 0.0985 -4.62
262820_at  putative obtusifoliol 14-alpha demeCYP51G1 AT1G11680 1.22 0.29 2.57 0.038078 0.0985 -4.62



246522_at  bZIP DNA-binding protein-like putaAtbZIP3 AT5G15830 1.71 0.78 2.57 0.038102 0.098545 -4.62
247730_at  glucuronosyl transferase - like proteUGT76E1 AT5G59580 -1.41 -0.50 -2.57 0.038105 0.098545 -4.62
262673_at unknown protein EMB1793 AT1G76060 1.23 0.30 2.57 0.038111 0.098551 -4.62
266982_at unknown protein  ; supported by cD--- AT2G39500 1.30 0.38 2.57 0.038136 0.098603 -4.62
250412_at  putative protein synaptobrevin-like ATVAMP71AT5G11150 1.30 0.38 2.57 0.038158 0.098641 -4.62
246026_at putative protein predicted protein - O--- AT5G21070 -1.22 -0.29 -2.57 0.038159 0.098641 -4.62
262880_at hypothetical protein contains similar--- AT1G64880 1.68 0.75 2.57 0.038169 0.098654 -4.62
262867_at hypothetical protein predicted by ge--- AT1G64960 1.24 0.31 2.57 0.038196 0.09871 -4.62
258145_at  integral membrane protein, putative--- AT3G18200 -1.28 -0.35 -2.57 0.038199 0.09871 -4.62
253494_at putative protein --- AT4G31830 -1.23 -0.30 -2.57 0.03822 0.098751 -4.62
254894_at  putative phospholipase D-gamma pPLDGAMM AT4G11840 1.36 0.45 2.57 0.038223 0.098751 -4.62
248957_at 26S proteasome subunit-like protein--- AT5G45620 -1.22 -0.29 -2.57 0.038228 0.098751 -4.62
259496_at hypothetical protein predicted by ge--- AT1G15900 -1.22 -0.29 -2.57 0.038234 0.098755 -4.62
261443_at  glutaredoxin, putative similar to glu GRX480 AT1G28480 1.87 0.90 2.57 0.038263 0.098819 -4.62
247990_at unknown protein  ;supported by full---- AT5G56360 1.20 0.26 2.57 0.038277 0.098845 -4.62
265480_at similar to cold acclimation protein WCOR413-PMAT2G15970 -1.42 -0.51 -2.57 0.038322 0.098949 -4.63
247534_at  pyrophosphate-dependent phosphoPFK4 AT5G61580 1.19 0.25 2.57 0.038336 0.098975 -4.63
256052_at  spliceosomal protein (U2B), putativ--- AT1G06960 -1.24 -0.31 -2.57 0.03834 0.098975 -4.63
256910_at hypothetical protein --- AT3G24080 1.29 0.36 2.57 0.038345 0.098977 -4.63
253107_at  putative protein predicted proteins, --- AT4G35880 -1.30 -0.38 -2.57 0.038363 0.09901 -4.63
248584_at putative protein similar to unknown --- AT5G49960 -1.38 -0.46 -2.57 0.038374 0.09902 -4.63
265467_at putative receptor-like protein kinase--- AT2G37050 -1.36 -0.44 -2.57 0.038378 0.09902 -4.63
249063_at NBD-like protein (gb|AAD20643.1)  POP1 AT5G44110 -1.33 -0.41 -2.57 0.038379 0.09902 -4.63
260017_at hypothetical protein predicted by ge--- --- -1.40 -0.48 -2.57 0.038396 0.099048 -4.63
263583_at  putative NAD+ dependent isocitrateIDH2 AT2G17130 1.36 0.45 2.57 0.038401 0.099048 -4.63
258866_at unknown protein --- AT3G03180 1.20 0.26 2.57 0.038403 0.099048 -4.63
249888_s_azinc finger protein-like  ; supported b--- AT5G22480 / 1.23 0.30 2.57 0.038442 0.099135 -4.63
257236_at hypothetical protein --- AT3G15095 -1.30 -0.38 -2.57 0.038446 0.099135 -4.63
264505_at  putative nodulin protein, N21 Simila--- AT1G09380 -1.36 -0.45 -2.57 0.038452 0.099141 -4.63
259450_at hypothetical protein predicted by geDRL1 AT1G13870 -1.26 -0.33 -2.57 0.038465 0.099162 -4.63
246633_at hypothetical protein ; supported by c--- AT1G29720 -1.84 -0.88 -2.57 0.038492 0.099219 -4.63
255570_at putative carrier protein similar to mitADNT1 AT4G01100 1.24 0.31 2.57 0.038496 0.099219 -4.63
262922_at hypothetical protein predicted by ge--- AT1G79420 -1.31 -0.39 -2.57 0.038501 0.099221 -4.63
253819_at  receptor protein kinase like protein --- AT4G28350 2.86 1.51 2.57 0.038534 0.099295 -4.63
252421_at  endochitinase-like protein BASIC E--- AT3G47540 3.13 1.65 2.57 0.038548 0.099313 -4.63



254850_at putative protein predicted proteins A--- AT4G12000 -1.34 -0.42 -2.57 0.03855 0.099313 -4.63
246835_at  putative protein putative APC11 an--- AT5G26640 -1.27 -0.35 -2.56 0.038557 0.099314 -4.63
260707_s_aExpressed protein ; supported by fu--- AT1G32410 -1.30 -0.38 -2.56 0.038559 0.099314 -4.63
253118_at  ras-related small GTP-binding proteARAC6 AT4G35950 -1.30 -0.38 -2.56 0.038563 0.099315 -4.63
250266_at  histone H3 -like protein histone H3 --- AT5G12910 -1.25 -0.32 -2.56 0.038577 0.099338 -4.63
248193_at  homogentisate 1,2-dioxygenase  ;sHGO AT5G54080 1.48 0.56 2.56 0.03859 0.099356 -4.63
265916_at hypothetical protein similar to En/Sp--- --- -1.21 -0.28 -2.56 0.038592 0.099356 -4.63
264942_at unknown protein ; supported by cDN--- AT1G67340 1.32 0.40 2.56 0.038612 0.099396 -4.63
253584_at putative protein several hypothetica --- AT4G30700 1.22 0.29 2.56 0.038645 0.099468 -4.63
252909_at putative protein --- AT4G39680 1.20 0.26 2.56 0.038655 0.099483 -4.63
252785_at  putative protein AND-1 protein - Ho--- AT3G42660 -1.46 -0.55 -2.56 0.038662 0.099491 -4.64
261672_at unknown protein contains similarity ATARP4 AT1G18450 1.32 0.40 2.56 0.038676 0.099498 -4.64
264845_at  putative thioredoxin-m similar to thiATHM1 AT1G03680 -1.25 -0.32 -2.56 0.038678 0.099498 -4.64
254475_at  putative snRNP protein small nuclesmB AT4G20440 1.45 0.53 2.56 0.038682 0.099498 -4.64
249001_at putative protein strong similarity to u--- AT5G44990 1.95 0.96 2.56 0.038682 0.099498 -4.64
248831_at putative protein contains similarity to--- AT5G47160 1.25 0.32 2.56 0.038723 0.09959 -4.64
250247_at unknown protein --- AT5G13720 1.20 0.26 2.56 0.03876 0.099675 -4.64
255471_at  putative oxidoreductase similar to AAOP3 AT4G03050 -1.23 -0.30 -2.56 0.038767 0.099682 -4.64
251341_at  ribosomal protein S13 -like AtRPS1--- AT3G60770 1.50 0.58 2.56 0.038802 0.099762 -4.64
261094_at hypothetical protein predicted by ge--- AT1G62920 -1.35 -0.43 -2.56 0.038816 0.099786 -4.64
245825_at  protein kinase, putative similar to p ATSK42 AT1G57870 -1.23 -0.30 -2.56 0.038838 0.099818 -4.64
262234_at putative G protein coupled receptor GCR1 AT1G48270 -1.34 -0.43 -2.56 0.038841 0.099818 -4.64
257276_at  disease resistance protein, putative--- AT3G14460 -1.19 -0.25 -2.56 0.038842 0.099818 -4.64
258578_at germin-like protein contains Pfam p --- AT3G04200 -1.38 -0.47 -2.56 0.038853 0.099836 -4.64
248099_at DNA topoisomerase I (sp P30181) TOP1ALPHAT5G55300 1.20 0.26 2.56 0.038876 0.099883 -4.64
264859_at  glucose-6-phosphate 1-dehydrogenG6PD3 AT1G24280 1.90 0.93 2.56 0.038888 0.099891 -4.64
253610_at putative protein  ; supported by cDNVEL1 AT4G30200 1.27 0.34 2.56 0.038888 0.099891 -4.64
255478_at putative protein  ;supported by full-leEID1 AT4G02440 -1.25 -0.32 -2.56 0.038894 0.099896 -4.64
248779_at acetoacyl-CoA-thiolase  ;supported --- AT5G47720 1.43 0.51 2.56 0.038904 0.099901 -4.64
265103_at  UDP-N-acetylglucosamine pyropho--- AT1G31070 -1.29 -0.37 -2.56 0.038905 0.099901 -4.64
247474_at  putative protein predicted proteins, --- AT5G62280 -3.49 -1.80 -2.56 0.038928 0.099948 -4.64
245156_at  calcium-dependent protein kinase-lCPK7 AT5G12480 1.23 0.30 2.56 0.038946 0.099976 -4.64
250684_at zinc finger-like protein GIS2 AT5G06650 -1.23 -0.30 -2.56 0.038947 0.099976 -4.64
258744_at  hypothetical protein similar to plant --- AT3G05830 1.27 0.34 2.56 0.038972 0.100029 -4.64
254428_at  putative protein Human mRNA for ZAC AT4G21160 1.22 0.29 2.56 0.038991 0.100065 -4.64



266388_at hypothetical protein predicted by ge--- AT2G32340 1.27 0.35 2.56 0.039008 0.100097 -4.64
256199_at unknown protein SAB AT1G58250 1.30 0.38 2.56 0.039025 0.10011 -4.64
245075_at putative cytochrome P450 CYP96A1 AT2G23180 1.24 0.31 2.56 0.039028 0.10011 -4.64
257255_at hypothetical protein contains Pfam p--- AT3G21960 -1.23 -0.30 -2.56 0.039029 0.10011 -4.64
260697_at unknown protein --- AT1G32530 1.37 0.45 2.56 0.03903 0.10011 -4.64
254547_at putative protein --- AT4G19860 1.37 0.46 2.56 0.039039 0.10012 -4.65
264557_at  putative pectinacetylesterase precu--- AT1G09550 -1.34 -0.42 -2.56 0.039045 0.10012 -4.65
255781_at unknown protein --- AT1G19880 -1.20 -0.27 -2.56 0.039047 0.10012 -4.65
267273_at putative non-LTR retroelement reve--- AT2G02520 -1.18 -0.23 -2.56 0.039065 0.100155 -4.65
267590_at putative expansin  ;supported by fulATEXPA4 AT2G39700 -1.51 -0.59 -2.56 0.039074 0.100165 -4.65
258456_at putative protein kinase similar to mi WNK2 AT3G22420 1.74 0.80 2.55 0.03911 0.100247 -4.65
267564_at putative protein kinase contains a p --- AT2G30740 -1.26 -0.33 -2.55 0.039118 0.100257 -4.65
264238_at hypothetical protein predicted by ge--- AT1G54740 -1.60 -0.67 -2.55 0.039148 0.100322 -4.65
260064_at  ethylene-insensitive3-like3 (EIL3) idEIL3 AT1G73730 1.31 0.39 2.55 0.039153 0.100323 -4.65
258670_at unknown protein --- AT3G08810 -1.28 -0.36 -2.55 0.039191 0.100393 -4.65
251910_at  serine/threonine-specific kinase like--- AT3G53810 2.16 1.11 2.55 0.039191 0.100393 -4.65
263061_at putative AAA-type ATPase --- AT2G18190 -1.25 -0.33 -2.55 0.039193 0.100393 -4.65
257789_at unknown protein  ;supported by full-YSL6 AT3G27020 1.39 0.48 2.55 0.039208 0.100419 -4.65
256697_at hypothetical protein contains similarAtOCT4 AT3G20660 1.55 0.64 2.55 0.039212 0.100419 -4.65
263404_s_ahypothetical protein similar to hypot --- AT2G04090 / 1.95 0.97 2.55 0.039239 0.100476 -4.65
252751_at  putative protein RING-H2 zinc finge--- AT3G43430 -1.54 -0.62 -2.55 0.039287 0.100588 -4.65
248802_at Expressed protein ; supported by cD--- AT5G47435 1.24 0.31 2.55 0.039317 0.100654 -4.65
261793_at unknown protein ; supported by cDN--- AT1G16080 -1.59 -0.67 -2.55 0.03933 0.100674 -4.65
254184_at hypothetical protein --- AT4G23970 -1.22 -0.29 -2.55 0.039343 0.100697 -4.65
260088_at  tonoplast intrinsic protein, alpha (alTIP3;1 AT1G73190 -1.27 -0.34 -2.55 0.03936 0.100726 -4.65
247660_at  ankyrin-like protein ankyrin 3, Mus --- AT5G60070 -1.20 -0.27 -2.55 0.039363 0.100726 -4.65
259351_at  putative sugar transporter similar to--- AT3G05150 -1.22 -0.29 -2.55 0.039371 0.100734 -4.65
254126_at RNA-binding protein RNP-T precursRBP31 AT4G24770 -1.24 -0.31 -2.55 0.03938 0.100746 -4.65
248529_at protein kinase ;supported by full-len--- AT5G50000 -1.35 -0.43 -2.55 0.039407 0.100804 -4.65
251805_at  putative protein RING-H2 finger proSDIR1 AT3G55530 1.21 0.27 2.55 0.039415 0.100814 -4.65
249036_at  nuclear cap-binding protein; CBP20CBP20 AT5G44200 1.26 0.34 2.55 0.039444 0.100877 -4.66
262209_at hypothetical protein contains similar--- AT1G74720 1.28 0.35 2.55 0.039454 0.100891 -4.66
266478_at putative cysteinyl-tRNA synthetase SYCO ARAAT2G31170 -1.39 -0.47 -2.55 0.039461 0.100898 -4.66
258991_at unknown protein contains Pfam pro --- AT3G08820 1.23 0.30 2.55 0.039474 0.100919 -4.66
250291_at aspartate kinase  ;supported by full-AK-LYS1 AT5G13280 1.37 0.45 2.55 0.039503 0.100983 -4.66



261835_at hypothetical protein contains similar--- AT1G16040 1.24 0.31 2.55 0.039514 0.100999 -4.66
249674_at unknown protein --- AT5G35930 1.19 0.25 2.55 0.039537 0.101047 -4.66
257263_at unknown protein  ;supported by full---- AT3G22070 -1.44 -0.52 -2.55 0.039547 0.101053 -4.66
255952_at  MADS-box protein (ZAP1), putativeAGL104 AT1G22130 1.18 0.24 2.55 0.039555 0.101053 -4.66
246051_at  epimerase/dehydratase - like prote GME AT5G28840 1.29 0.37 2.55 0.039557 0.101053 -4.66
262609_at unknown protein ;supported by full-l--- AT1G13930 1.26 0.34 2.55 0.039558 0.101053 -4.66
266518_at hypothetical protein predicted by ge--- AT2G35170 -1.25 -0.32 -2.55 0.039562 0.101053 -4.66
265179_at unknown protein predicted by gene --- AT1G23650 -1.30 -0.38 -2.55 0.039577 0.101079 -4.66
255301_at putative protein similar to transcriptiATMSRB3 AT4G04800 1.46 0.54 2.55 0.039588 0.101097 -4.66
246197_at caltractin-like protein ;supported by CEN2 AT4G37010 1.94 0.96 2.55 0.039603 0.101125 -4.66
248716_at unknown protein  ;supported by full---- AT5G48210 -1.29 -0.37 -2.55 0.039608 0.101125 -4.66
253928_at phosphoprotein phosphatase (PPX-PPX1 AT4G26720 1.23 0.29 2.55 0.039633 0.101177 -4.66
259405_at Expressed protein ; supported by cD--- AT1G17744 1.35 0.44 2.55 0.039645 0.101197 -4.66
257373_at hypothetical protein predicted by ge--- AT2G43140 1.30 0.38 2.55 0.039668 0.101246 -4.66
255013_at putative protein  ;supported by full-le--- AT4G10000 1.26 0.34 2.54 0.039692 0.101296 -4.66
265010_at  T-complex chaperonin protein , eps--- AT1G24510 1.36 0.44 2.54 0.039701 0.101307 -4.66
245439_at hypothetical protein --- AT4G16670 1.53 0.61 2.54 0.039726 0.10136 -4.66
257914_at Expressed protein ; supported by cD--- AT3G25545 1.28 0.35 2.54 0.039734 0.101367 -4.66
247285_at putative protein similar to unknown --- AT5G64400 1.20 0.27 2.54 0.039743 0.101379 -4.66
258607_at thioredoxin f1 identical to thioredoxi TRXF1 AT3G02730 -1.30 -0.38 -2.54 0.039794 0.101497 -4.66
259093_at unknown protein similar to putative --- AT3G04860 -1.49 -0.58 -2.54 0.03982 0.101543 -4.67
265312_at unknown protein --- AT2G20240 -1.52 -0.60 -2.54 0.039824 0.101543 -4.67
254222_at hypothetical protein --- AT4G23840 -1.25 -0.32 -2.54 0.039825 0.101543 -4.67
259415_at hypothetical protein contains similar--- AT1G02330 -1.30 -0.38 -2.54 0.039831 0.101547 -4.67
254683_at hypothetical protein  ;supported by f--- AT4G13800 -1.24 -0.31 -2.54 0.039887 0.101678 -4.67
247292_at unknown protein --- AT5G64490 1.25 0.32 2.54 0.039891 0.101679 -4.67
253125_at  DnaJ-like protein DnaJ-like protein --- AT4G36040 1.30 0.38 2.54 0.039939 0.101789 -4.67
264593_at putative GTP-binding protein  ; suppARAC1 AT2G17800 -1.23 -0.30 -2.54 0.039974 0.101844 -4.67
258503_at unknown protein --- AT3G02500 -1.28 -0.36 -2.54 0.039974 0.101844 -4.67
245338_at Expressed protein ; supported by fu--- AT4G16442 -1.32 -0.40 -2.54 0.039981 0.101844 -4.67
263225_at  putative DNA-binding protein similaWRKY14 AT1G30650 -1.25 -0.32 -2.54 0.039984 0.101844 -4.67
257274_at  geranylgeranyl pyrophosphate synt--- AT3G14510 -1.25 -0.32 -2.54 0.039987 0.101844 -4.67
245272_at hypothetical protein ; supported by c--- AT4G17250 1.51 0.59 2.54 0.039988 0.101844 -4.67
245736_at Dr4(protease inhibitor) identical to DATDR4 AT1G73330 -1.60 -0.68 -2.54 0.04 0.101864 -4.67
248449_at putative protein similar to unknown --- AT5G51110 -1.19 -0.25 -2.54 0.040007 0.10187 -4.67



246345_at  calcium-dependent protein kinase-l--- AT3G56760 1.29 0.37 2.54 0.040027 0.101909 -4.67
246519_at proline-rich protein other proline-rich--- AT3G23750 / -3.01 -1.59 -2.54 0.040031 0.101909 -4.67
260597_at hypothetical protein predicted by ge--- AT1G55915 1.36 0.44 2.54 0.040036 0.10191 -4.67
252059_at  E2, ubiquitin-conjugating enzyme, UEV1D-4 AT3G52560 1.21 0.28 2.54 0.040072 0.10199 -4.67
258667_at hypothetical protein --- AT3G08750 -1.21 -0.28 -2.54 0.040099 0.102043 -4.67
248990_at disease resistance protein-like --- AT5G45210 -1.22 -0.28 -2.54 0.040101 0.102043 -4.67
249816_at cleavage and polyadenylation spec CPSF100 AT5G23880 1.32 0.40 2.54 0.040114 0.102063 -4.67
245150_at photolyase/blue-light receptor (PHRPHR2 AT2G47590 -1.27 -0.34 -2.54 0.040122 0.102071 -4.67
260193_at putative amino acid permease simil --- AT1G67640 -1.31 -0.39 -2.54 0.040126 0.102071 -4.67
265128_at hypothetical protein predicted by ge--- AT1G30860 -1.30 -0.38 -2.54 0.040135 0.102071 -4.67
263895_at hypothetical protein predicted by ge--- AT2G21920 -1.18 -0.23 -2.54 0.040139 0.102071 -4.67
261586_at  hypothetical protein predicted by ge--- AT1G01640 1.56 0.64 2.54 0.040139 0.102071 -4.67
251856_at  Peptidase - like protein ileal peptidaAMP1 AT3G54720 -1.41 -0.49 -2.54 0.040145 0.102075 -4.67
245656_at hypothetical protein predicted by ge--- AT1G56620 -1.22 -0.29 -2.54 0.040154 0.102086 -4.67
247198_at unknown protein --- AT5G65290 -1.20 -0.27 -2.54 0.04018 0.102131 -4.67
260979_at  MAP kinase ATMPK9, putative simATMPK18 AT1G53510 -1.21 -0.27 -2.54 0.040181 0.102131 -4.67
259621_at unknown protein --- AT1G42710 -1.19 -0.25 -2.54 0.040221 0.102222 -4.68
256296_at hypothetical protein --- AT1G69480 1.19 0.26 2.54 0.040231 0.102235 -4.68
267173_at origin recognition complex protein idORC2 AT2G37560 -1.41 -0.50 -2.53 0.040297 0.102373 -4.68
249326_at unknown protein  ; supported by cDSYN2 AT5G40840 1.23 0.30 2.53 0.0403 0.102373 -4.68
250181_at  tRNA synthase - like protein tRNA --- AT5G14460 1.23 0.30 2.53 0.040303 0.102373 -4.68
262084_at hypothetical protein predicted by ge--- AT1G56080 -1.25 -0.33 -2.53 0.040303 0.102373 -4.68
260556_at putative endochitinase --- AT2G43620 3.34 1.74 2.53 0.040311 0.102381 -4.68
265843_at putative acyl-CoA oxidase possibly ACX5 AT2G35690 -1.23 -0.30 -2.53 0.040315 0.102381 -4.68
254242_at  serine /threonine kinase - like prote--- AT4G23200 -1.94 -0.96 -2.53 0.040319 0.102381 -4.68
249994_at  putative protein cell polarity protein --- AT5G18590 1.24 0.31 2.53 0.040326 0.102381 -4.68
264380_at unknown protein predicted by gensc--- AT2G25190 -1.17 -0.22 -2.53 0.040328 0.102381 -4.68
253048_at  formamidase - like protein formami --- AT4G37560 1.74 0.80 2.53 0.040345 0.102402 -4.68
252864_at  putative protein regulatory protein p--- AT4G39740 1.46 0.54 2.53 0.040351 0.102402 -4.68
260449_at unknown protein --- AT1G72390 1.18 0.23 2.53 0.040352 0.102402 -4.68
247220_at cdc2-like protein kinase  ; supportedCDKC2 AT5G64960 1.23 0.29 2.53 0.040355 0.102402 -4.68
266473_at unknown protein --- AT2G31110 1.81 0.85 2.53 0.040362 0.102409 -4.68
259236_at unknown protein  ; supported by full--- AT3G11530 1.20 0.27 2.53 0.0404 0.102494 -4.68
265160_at unknown protein similar to EST gb|A--- AT1G31050 -1.28 -0.36 -2.53 0.040437 0.102576 -4.68
246746_at  putative protein predicted proteins, --- AT5G27820 1.26 0.33 2.53 0.040497 0.102716 -4.68



256784_at hypothetical protein predicted by ge--- AT3G13674 -1.20 -0.26 -2.53 0.040508 0.102734 -4.68
245864_at hypothetical protein predicted by ge--- AT1G58070 -1.42 -0.50 -2.53 0.040526 0.102755 -4.68
262133_at  high affinity sulphate transporter, p SULTR1;2 AT1G78000 1.95 0.97 2.53 0.040529 0.102755 -4.68
257791_at unknown protein contains Pfam pro --- AT3G27110 1.32 0.40 2.53 0.04053 0.102755 -4.68
244932_at PSI 9KDa protein --- --- -1.26 -0.34 -2.53 0.040572 0.102851 -4.68
267587_at unknown protein --- AT2G42080 -1.33 -0.41 -2.53 0.040577 0.102851 -4.68
246660_at  putative protein predicted protein, A--- AT5G35180 -1.22 -0.29 -2.53 0.040585 0.10286 -4.69
251845_at Expressed protein ; supported by fuATGCN4 AT3G54540 1.32 0.40 2.53 0.040619 0.102935 -4.69
262166_at  myb-related transcription activator, --- AT1G74840 -1.30 -0.38 -2.53 0.040654 0.103012 -4.69
259421_at  disease resistance protein, putative--- AT1G13910 1.28 0.36 2.53 0.040718 0.103162 -4.69
267448_at putative protein phosphatase 2C --- AT2G33700 1.18 0.23 2.53 0.040723 0.103164 -4.69
259715_at  hypothetical protein predicted by ge--- AT1G60990 1.28 0.36 2.53 0.040728 0.103165 -4.69
261134_at  cytochrome P450, putative similar tCYP722A1 AT1G19630 -1.21 -0.28 -2.53 0.040784 0.103295 -4.69
262632_at 23 kDa polypeptide of oxygen-evolvPSBP-1 AT1G06680 -1.22 -0.29 -2.53 0.040805 0.103324 -4.69
255549_at predicted protein of unknown functioGPAT3 AT4G01950 -2.65 -1.41 -2.53 0.040807 0.103324 -4.69
263690_at  putative DNA-binding protein SimilaAtHB23 AT1G26960 -1.44 -0.52 -2.53 0.040809 0.103324 -4.69
251776_at  eukaryotic translation initiation factoemb1624 AT3G55620 1.32 0.40 2.52 0.04084 0.103382 -4.69
257545_at hypothetical protein predicted by ge--- AT3G23200 1.35 0.43 2.52 0.040841 0.103382 -4.69
263601_s_adihydrofolate reductase-thymidylateTHY-1 AT2G16370 / 1.30 0.38 2.52 0.040854 0.103395 -4.69
259309_at putative cyclin-dependent protein ki --- AT3G05050 1.31 0.39 2.52 0.040856 0.103395 -4.69
262208_at hypothetical protein predicted by ge--- AT1G74800 -1.26 -0.34 -2.52 0.040864 0.103395 -4.69
266835_at putative NADH dehydrogenase (ubiNDA2 AT2G29990 1.77 0.82 2.52 0.040864 0.103395 -4.69
248559_at unknown protein --- AT5G50010 / -1.23 -0.30 -2.52 0.040893 0.103456 -4.69
254545_at  putative protein FKBP-type peptidy --- AT4G19830 -1.42 -0.51 -2.52 0.040922 0.103512 -4.69
251293_at hypothetical protein --- AT3G61930 3.58 1.84 2.52 0.040924 0.103512 -4.69
256708_at hypothetical protein predicted by ge--- AT3G30320 -1.19 -0.26 -2.52 0.040933 0.103523 -4.69
265535_at  hypothetical protein predicted by ge--- AT2G15900 1.20 0.27 2.52 0.040945 0.103542 -4.69
262215_at hypothetical protein contains similar--- AT1G74790 -1.59 -0.66 -2.52 0.040954 0.103553 -4.69
264904_s_aputative thioredoxin reductase NTRA AT2G17420 / 1.31 0.39 2.52 0.040965 0.103569 -4.69
261948_at unknown protein ;supported by full-l--- AT1G64680 -1.43 -0.52 -2.52 0.04099 0.103622 -4.70
262640_at hypothetical protein --- AT1G62760 4.83 2.27 2.52 0.041023 0.103694 -4.70
254660_at  receptor serine/threonine kinase-lik--- AT4G18250 1.41 0.50 2.52 0.041049 0.103745 -4.70
258321_at early light-induced protein identical ELIP1 AT3G22840 -1.25 -0.32 -2.52 0.041052 0.103745 -4.70
249624_at  putative protein predicted proteins, --- AT5G37570 1.30 0.38 2.52 0.041079 0.1038 -4.70
261326_s_a aminoacylase, putative similar to am--- AT1G44180 / 1.37 0.45 2.52 0.041102 0.103848 -4.70



263911_at hypothetical protein predicted by ge--- AT2G36560 -1.19 -0.26 -2.52 0.041126 0.103898 -4.70
258156_at unknown protein  ; supported by cD--- AT3G18050 -1.49 -0.58 -2.52 0.041163 0.103979 -4.70
246383_at hypothetical protein predicted by ge--- AT1G77360 1.42 0.50 2.52 0.041202 0.104067 -4.70
263073_at unknown protein  ;supported by full---- AT2G17500 4.78 2.26 2.52 0.041214 0.104083 -4.70
260451_at putative AP2 domain transcription fa--- AT1G72360 -2.06 -1.04 -2.52 0.041222 0.104092 -4.70
249702_at axi 1 (auxin-independent growth pro--- AT5G35570 -1.66 -0.73 -2.52 0.041226 0.104092 -4.70
262361_at unknown protein contains similarity GTE3 AT1G73150 1.22 0.28 2.52 0.041241 0.104119 -4.70
255289_at  score=11/3, E=0.23, N=1 contains --- AT4G04690 -1.23 -0.30 -2.52 0.041262 0.10416 -4.70
250252_at transporter-like protein ;supported bZIFL1 AT5G13750 2.03 1.02 2.52 0.041277 0.104186 -4.70
250173_at MYB40 - putative transcription factoAtMYB40 AT5G14340 -1.25 -0.33 -2.52 0.041293 0.104214 -4.70
255442_at  predicted NADH dehydrogenase 24--- AT4G02580 -1.20 -0.26 -2.52 0.0413 0.104221 -4.70
267156_at hypothetical protein predicted by ge--- AT2G37610 -1.23 -0.30 -2.52 0.04131 0.104233 -4.70
245787_at unknown protein --- AT1G32130 1.24 0.31 2.52 0.041314 0.104233 -4.70
259596_at  auxin-regulated GH3 protein, putat GH3.17 AT1G28130 -1.57 -0.66 -2.52 0.04132 0.104237 -4.70
253982_at calcineurin B-like protein 3  ;suppor ATCBL3 AT4G26570 -1.36 -0.44 -2.52 0.041349 0.104295 -4.70
262017_at  elongation factor, putative similar to--- AT1G35550 1.34 0.42 2.52 0.041352 0.104295 -4.70
245039_at  putative beta-1,3-glucanase  ;supp --- AT2G26600 1.23 0.29 2.52 0.041367 0.104321 -4.70
247486_at putative protein --- AT5G62140 -1.36 -0.45 -2.51 0.041431 0.104471 -4.71
260849_at  pectinesterase, putative similar to psks7 AT1G21860 -1.18 -0.24 -2.51 0.041436 0.104471 -4.71
262658_at ribonuclease contains similarity to S--- AT1G14220 -1.19 -0.25 -2.51 0.041476 0.104562 -4.71
264986_at  glutathione transferase, putative simATGSTU13AT1G27130 2.22 1.15 2.51 0.041494 0.104595 -4.71
264526_at  putative calcium ATPase very similECA3 AT1G10130 1.26 0.33 2.51 0.041519 0.104642 -4.71
253890_s_aputative protein contains similarity to--- AT4G27585 / 1.61 0.69 2.51 0.041522 0.104642 -4.71
263794_at similar to S-locus glycoproteins --- AT2G24620 -1.18 -0.24 -2.51 0.041532 0.104656 -4.71
260414_at nitrate transporter (NTL1) identical tATNRT1:2 AT1G69850 -1.26 -0.33 -2.51 0.041547 0.104656 -4.71
251908_at  putative protein late embryogenis a--- AT3G53770 -1.24 -0.31 -2.51 0.04155 0.104656 -4.71
258494_at cell division protein FtsH-like protein--- AT3G02450 1.28 0.36 2.51 0.04155 0.104656 -4.71
263590_at putative receptor-like protein kinase--- AT2G01820 -1.20 -0.27 -2.51 0.04155 0.104656 -4.71
256678_at  RNA-binding protein (cp33) identicaCP33 AT3G52380 1.24 0.31 2.51 0.041558 0.104664 -4.71
257977_at hypothetical protein predicted by ge--- AT3G20850 -1.22 -0.28 -2.51 0.041587 0.104726 -4.71
260825_at hypothetical protein predicted by ge--- AT1G06810 -1.21 -0.27 -2.51 0.041597 0.104738 -4.71
245333_at Expressed protein ; supported by fu--- AT4G14615 1.17 0.22 2.51 0.04162 0.104786 -4.71
267075_at putative bZIP transcription factor coEEL AT2G41070 1.19 0.25 2.51 0.041625 0.104786 -4.71
254623_at  protein ch-42 precursor, chloroplasCHLI1 AT4G18480 -1.32 -0.40 -2.51 0.041643 0.104817 -4.71
266943_at putative reverse transcriptase --- --- -1.34 -0.43 -2.51 0.041646 0.104817 -4.71



266868_at hypothetical protein predicted by ge--- AT2G44630 1.21 0.28 2.51 0.041672 0.10487 -4.71
264972_at  meiotic asynaptic mutant asy1, put ASY1 AT1G67370 1.36 0.44 2.51 0.041682 0.104874 -4.71
248012_at putative protein strong similarity to u--- AT5G56310 1.29 0.37 2.51 0.041683 0.104874 -4.71
245468_at pectinesterase like protein --- AT4G15980 -1.20 -0.26 -2.51 0.041694 0.104891 -4.71
251933_at  putative protein mucin MUC3, Hom--- AT3G54060 -1.28 -0.35 -2.51 0.041712 0.104911 -4.71
265796_at Expressed protein ; supported by fu--- AT2G35730 2.97 1.57 2.51 0.041713 0.104911 -4.71
256083_at hypothetical protein predicted by ge--- AT1G20730 -1.17 -0.23 -2.51 0.041716 0.104911 -4.71
264148_at  NAM (no apical meristem)-like prot ANAC003 AT1G02220 5.32 2.41 2.51 0.041722 0.104915 -4.71
265039_at  unknown protein Location of ESTs --- AT1G04000 -1.21 -0.28 -2.51 0.041728 0.104917 -4.71
258928_at unknown protein similar to hypothetTAF12 AT3G10070 1.30 0.38 2.51 0.041793 0.10507 -4.72
249631_at  sen1-like protein SEN1 - Saccharo --- AT5G37160 -1.22 -0.29 -2.51 0.041824 0.105135 -4.72
250835_at  putative protein various predicted pDME AT5G04560 -1.26 -0.34 -2.51 0.041834 0.10515 -4.72
249836_at unknown protein  ;supported by full-HMGB6 AT5G23420 1.53 0.62 2.51 0.041847 0.10517 -4.72
245985_at  peptidylprolyl isomerase-like protei --- AT5G13120 -1.29 -0.36 -2.51 0.04186 0.105192 -4.72
250323_at  putative protein hydroxyproline-rich--- AT5G12880 2.10 1.07 2.51 0.041877 0.105222 -4.72
249333_at GDSL-motif lipase/hydrolase-like prGLIP1 AT5G40990 2.19 1.13 2.51 0.041881 0.105222 -4.72
263341_at hypothetical protein predicted by ge--- --- -1.24 -0.31 -2.51 0.041917 0.1053 -4.72
266447_at putative calcium binding protein ;su MSS3 AT2G43290 -1.70 -0.77 -2.51 0.041926 0.105302 -4.72
263020_at unknown protein --- AT1G23880 -1.21 -0.27 -2.51 0.041931 0.105302 -4.72
250859_at  cytochrom P450 - like protein cytocCYP77A4 AT5G04660 -1.16 -0.22 -2.51 0.041932 0.105302 -4.72
264044_at putative pyrophosphate--fructose-6-PFK5 AT2G22480 1.22 0.28 2.51 0.041956 0.105352 -4.72
262978_at  tubulin beta-1 chain identical to GBTUB1 AT1G75780 -3.54 -1.82 -2.50 0.042042 0.105557 -4.72
254464_at  putative protein retinoblastoma bind--- AT4G20400 1.33 0.41 2.50 0.042076 0.105631 -4.72
251032_at putative homeodomain protein seveRPL AT5G02030 1.63 0.71 2.50 0.042115 0.105715 -4.72
264361_at unknown protein Strong similarity to--- AT1G03300 -1.23 -0.30 -2.50 0.04216 0.105819 -4.72
247895_at  putative protein bHLH transcription --- AT5G58010 -1.21 -0.28 -2.50 0.042169 0.105827 -4.72
257922_at  ethylene receptor, putative (ETR2) ETR2 AT3G23150 1.49 0.57 2.50 0.042189 0.105868 -4.72
266994_at MADS-box protein (AGL29) AGL29 AT2G34440 -1.25 -0.33 -2.50 0.042198 0.105878 -4.73
263355_at putative RNA-binding protein  ;supp--- AT2G22100 1.28 0.36 2.50 0.042205 0.105884 -4.73
265680_at putative hydrolase  ; supported by c--- AT2G32150 -1.43 -0.51 -2.50 0.042219 0.105908 -4.73
245392_at glutaredoxin ;supported by full-lengt--- AT4G15680 -2.15 -1.11 -2.50 0.042224 0.105908 -4.73
262644_at beta-VPE nearly identical to beta-V BETA-VPE AT1G62710 -1.23 -0.30 -2.50 0.042269 0.106006 -4.73
248668_at putative protein similar to unknown XRI1 AT5G48720 1.40 0.49 2.50 0.042272 0.106006 -4.73
252884_at  SEC14 - like protein phosphatidylin--- AT4G39170 -1.26 -0.33 -2.50 0.042305 0.106076 -4.73
254579_at hypothetical protein  ;supported by f--- AT4G19400 -1.27 -0.35 -2.50 0.042312 0.106083 -4.73



256215_at unknown protein ;supported by full-l--- AT1G50900 -1.24 -0.31 -2.50 0.042318 0.106085 -4.73
256819_at unknown protein contains Pfam pro --- AT3G21390 -1.21 -0.27 -2.50 0.042338 0.106124 -4.73
251825_at  ABC transporter - like protein ATP- --- AT3G55100 -1.23 -0.30 -2.50 0.042372 0.106197 -4.73
248075_at selenium-binding protein-like CRR21 AT5G55740 1.37 0.45 2.50 0.042381 0.106208 -4.73
247149_at unknown protein  ;supported by full---- AT5G65660 -1.53 -0.62 -2.50 0.042411 0.106271 -4.73
253836_at  putative protein hypothetical protein--- AT4G27840 1.22 0.28 2.50 0.042455 0.10637 -4.73
260509_at natural resistance-associated macroNRAMP2 AT1G47240 -1.17 -0.23 -2.50 0.042469 0.106393 -4.73
267464_at putative pectinesterase --- AT2G19150 -1.23 -0.30 -2.50 0.042481 0.106413 -4.73
251539_at  serine/threonine-specific protein kin--- AT3G58690 -1.30 -0.38 -2.50 0.042504 0.106457 -4.73
259832_at  transfactor, putative similar to GI:45--- AT1G69580 -1.67 -0.74 -2.50 0.04251 0.106461 -4.73
264819_at hypothetical protein similar to memb--- AT1G03510 1.37 0.46 2.50 0.042517 0.106467 -4.73
259612_at  60S ribosomal protein L37, putative--- AT1G52300 1.51 0.60 2.50 0.042541 0.106516 -4.73
246994_at putative protein similar to unknown --- AT5G67460 -1.64 -0.71 -2.50 0.04255 0.106527 -4.73
262804_at  putative RNA-binding protein simila--- AT1G20880 1.28 0.36 2.50 0.042575 0.106577 -4.73
262580_at hypothetical protein Similar to gb|U4--- AT1G15330 -1.32 -0.40 -2.50 0.042592 0.106604 -4.73
260518_at  cinnamyl alcohol dehydrogenase, p--- AT1G51410 -1.18 -0.24 -2.50 0.042598 0.106604 -4.73
253419_at  putative protein predicted proteins, --- AT4G32780 -1.26 -0.33 -2.50 0.0426 0.106604 -4.73
245191_at F12A21.10 similar to terminal ear1 gTEL2 AT1G67770 -1.37 -0.46 -2.50 0.042612 0.106624 -4.74
263839_at putative cis-Golgi SNARE protein  ;sMEMB11 AT2G36900 1.35 0.44 2.49 0.042629 0.106654 -4.74
250431_at  cyclin protein - like cyclin D2.1 prot CYCD4;2 AT5G10440 -1.21 -0.28 -2.49 0.042634 0.106654 -4.74
266084_at hypothetical protein predicted by ge--- AT2G37810 -1.29 -0.37 -2.49 0.042644 0.106669 -4.74
261004_at  hypothetical protein similar to putat --- AT1G26450 -1.38 -0.46 -2.49 0.042709 0.10682 -4.74
264716_at  matrix metalloproteinase, putative sMMP AT1G70170 1.73 0.79 2.49 0.042752 0.106915 -4.74
264349_at putative Proline synthetase associa --- AT1G11930 1.16 0.22 2.49 0.042757 0.106915 -4.74
249711_at putative protein contains similarity to--- AT5G35680 1.28 0.35 2.49 0.042775 0.106947 -4.74
264098_at hypothetical protein predicted by ge--- AT1G79260 -1.41 -0.49 -2.49 0.042779 0.106947 -4.74
256392_at putative glycosyl transferase containGATL4 AT3G06260 -1.24 -0.31 -2.49 0.042785 0.10695 -4.74
263893_at putative WRKY-type DNA binding pWRKY59 AT2G21900 -1.31 -0.39 -2.49 0.04286 0.107127 -4.74
250361_at  putative protein various predicted p--- AT5G11370 -1.18 -0.24 -2.49 0.042912 0.107245 -4.74
253858_at  carbohydrate kinase - like protein p--- AT4G27600 1.19 0.25 2.49 0.042923 0.10726 -4.74
259689_x_aunknown protein --- AT1G63130 -1.42 -0.51 -2.49 0.042939 0.10729 -4.74
247397_at  Dof zinc finger protein - like Dof zin--- AT5G62940 -1.40 -0.48 -2.49 0.043024 0.107488 -4.75
264519_at putative reverse transcriptase simila--- AT1G10000 -1.27 -0.35 -2.49 0.043032 0.107497 -4.75
251313_at putative protein several hypothetica --- AT3G61360 1.23 0.30 2.49 0.043042 0.10751 -4.75
246774_at  polygalacturonase-like protein poly --- AT5G27530 -1.22 -0.28 -2.49 0.043055 0.10753 -4.75



248575_at  ATP-dependent Clp protease ATP---- AT5G49840 1.19 0.25 2.49 0.043064 0.107543 -4.75
247902_at plasma membrane ATPase 3 (protoAHA3 AT5G57350 1.26 0.34 2.49 0.043086 0.107586 -4.75
253793_at  myosin heavy chain - like protein (f XIH AT4G28710 -1.18 -0.24 -2.49 0.043118 0.107652 -4.75
255135_at putative protein several hypothetica --- --- -1.22 -0.29 -2.49 0.043122 0.107652 -4.75
263626_at transcription factor ZAP1 identical toZAP1 AT2G04880 1.18 0.24 2.49 0.043129 0.107658 -4.75
245098_at ethylene response sensor (ERS) ideERS1 AT2G40940 -1.56 -0.64 -2.49 0.043148 0.107692 -4.75
262327_at hypothetical protein similar to hypot --- AT1G64130 -1.21 -0.28 -2.49 0.043163 0.107705 -4.75
250661_at nucleoid DNA-binding-like protein  ; --- AT5G07030 -3.32 -1.73 -2.49 0.043173 0.107705 -4.75
253690_at  putative protein various predicted p--- AT4G29550 -1.33 -0.41 -2.49 0.043173 0.107705 -4.75
258926_s_aunknown protein N-terminus similar anac052 AT3G10480 / 1.30 0.38 2.49 0.043178 0.107705 -4.75
263177_at hypothetical protein predicted by ge--- AT1G05540 -1.21 -0.27 -2.49 0.04318 0.107705 -4.75
265966_at putative RNA-binding protein  ; supp--- AT2G37220 1.29 0.37 2.49 0.043185 0.107705 -4.75
248007_at S-adenosylmethionine:2-demethylm--- AT5G56260 1.18 0.24 2.49 0.043186 0.107705 -4.75
254993_at putative protein kinase --- AT4G10730 1.20 0.26 2.49 0.043193 0.10771 -4.75
254859_at  putative protein Arabidopsis thalian--- AT4G12060 -1.29 -0.37 -2.49 0.043228 0.107787 -4.75
256879_at unknown protein similar to auxin-ind--- AT3G26370 1.17 0.23 2.48 0.043238 0.107801 -4.75
261343_s_aputative protein hypothetical protein--- --- -1.19 -0.25 -2.48 0.043278 0.107886 -4.75
255420_at putative frataxin-like protein similar FH AT4G03240 1.18 0.24 2.48 0.043289 0.107903 -4.75
251328_at  putative protein putative protein At2ATPOB1 AT3G61600 -1.18 -0.24 -2.48 0.043306 0.107934 -4.75
245704_at glycine-rich protein KTF1 AT5G04290 1.18 0.24 2.48 0.043356 0.108047 -4.75
251662_at  putative protein DNA-DIRECTED RNRPE5 AT3G57080 1.28 0.36 2.48 0.043389 0.108118 -4.75
250438_at  putative protein predicted protein, A--- AT5G10580 -1.19 -0.25 -2.48 0.043413 0.108164 -4.75
260168_at  unknown protein contains zinc finge--- AT1G71980 1.29 0.37 2.48 0.04344 0.10822 -4.75
248170_at ankyrin-repeat-containing protein-lik--- AT5G54620 -1.30 -0.38 -2.48 0.043456 0.108249 -4.76
258479_at hypothetical protein predicted by ge--- AT3G02440 -1.23 -0.29 -2.48 0.043503 0.108353 -4.76
252701_at  hypothetical protein SPOP protein, ATBPM6 AT3G43700 1.28 0.36 2.48 0.043516 0.108375 -4.76
257770_at unknown protein  ;supported by full-LFR AT3G22990 1.23 0.30 2.48 0.043537 0.108404 -4.76
264688_at hypothetical protein similar to LG27 --- AT1G09890 -1.32 -0.41 -2.48 0.043542 0.108404 -4.76
247592_at  high affinity nitrate transporter proteNRT2.3 AT5G60780 -1.19 -0.25 -2.48 0.043542 0.108404 -4.76
253221_at peptidylprolyl isomerase (cyclophilinROC5 AT4G34870 1.29 0.37 2.48 0.043593 0.108519 -4.76
262434_at  lysine and histidine specific transpo--- AT1G47670 -1.46 -0.55 -2.48 0.043604 0.108534 -4.76
246348_at putative protein putative glycerol-3-p--- AT3G56840 1.16 0.21 2.48 0.043616 0.108551 -4.76
248585_at unknown protein --- AT5G49640 1.22 0.28 2.48 0.043641 0.108602 -4.76
253824_at  putative protein protein kinase LeP MTM1 AT4G27940 1.93 0.95 2.48 0.043663 0.108636 -4.76
265488_at hypothetical protein predicted by ge--- AT2G15610 -1.23 -0.29 -2.48 0.043664 0.108636 -4.76



248616_at putative protein contains similarity to--- AT5G49580 1.30 0.38 2.48 0.043669 0.108636 -4.76
258523_at  pectin methylesterase, putative sim--- AT3G06830 -1.16 -0.22 -2.48 0.043683 0.10866 -4.76
247256_at putative protein contains similarity to--- AT5G64730 1.18 0.24 2.48 0.043688 0.108661 -4.76
248835_at NBS/LRR disease resistance protei --- AT5G47250 1.42 0.50 2.48 0.043709 0.108696 -4.76
246985_at putative protein contains similarity to--- AT5G67290 1.24 0.31 2.48 0.043712 0.108696 -4.76
250215_at putative protein similar to unknown --- AT5G14080 1.21 0.28 2.48 0.043755 0.108791 -4.76
260941_at  peroxidase, putative similar to pero--- AT1G44970 -1.35 -0.43 -2.48 0.04377 0.108807 -4.76
263668_at putative 1-aminocyclopropane-1-ca --- AT1G04350 1.25 0.33 2.48 0.043771 0.108807 -4.76
262557_at  photosystem I subunit III precursor --- AT1G31330 / -1.22 -0.29 -2.48 0.043781 0.108821 -4.76
251948_at  diaminopimelate epimerase - like p --- AT3G53580 1.25 0.32 2.48 0.043801 0.108852 -4.76
260400_at putative peptide transporter similar --- AT1G69860 -1.18 -0.24 -2.48 0.043803 0.108852 -4.76
266572_at unknown protein --- AT2G23840 1.34 0.42 2.48 0.04382 0.108883 -4.76
266909_at hypothetical protein predicted by geBRM AT2G46020 -1.27 -0.35 -2.48 0.043855 0.108957 -4.76
248353_at cytochrome P450 CYP96A4 AT5G52320 -1.20 -0.26 -2.47 0.043866 0.108971 -4.76
249931_at putative protein similar to unknown QQT1 AT5G22370 1.32 0.40 2.47 0.043875 0.108983 -4.77
257833_at  transcriptional regulator protein, puLWD2 AT3G26640 -1.18 -0.24 -2.47 0.043896 0.109022 -4.77
245341_at Expressed protein ; supported by fu--- AT4G16447 1.71 0.78 2.47 0.0439 0.109022 -4.77
249251_at putative protein similar to unknown --- AT5G42000 -1.29 -0.36 -2.47 0.043927 0.109077 -4.77
251505_at putative protein polyamine oxidase CPuORF18AT3G59050 / -1.38 -0.47 -2.47 0.04394 0.109098 -4.77
257468_at hypothetical protein contains similar--- AT1G47470 -1.18 -0.24 -2.47 0.04397 0.10915 -4.77
259349_at unknown protein  ; supported by cDATAPRL5 AT3G03860 1.19 0.25 2.47 0.043971 0.10915 -4.77
250160_at  putative protein various predicted pATHB30 AT5G15210 1.60 0.68 2.47 0.043979 0.109158 -4.77
267083_at calmodulin-like protein identical to GTCH3 AT2G41100 -1.52 -0.60 -2.47 0.044 0.109199 -4.77
262129_at mutM homologue-1 identical to mut ATMMH-1 AT1G52500 1.28 0.35 2.47 0.044009 0.109208 -4.77
AFFX-r2-At-  Arabidopsis thaliana /REF=U37281--- --- -1.18 -0.24 -2.47 0.044023 0.109232 -4.77
260025_at unknown protein ;supported by full-l--- AT1G30070 1.38 0.47 2.47 0.044032 0.109242 -4.77
254695_at  putative protein predicted protein, SATL4H AT4G17905 / -1.25 -0.32 -2.47 0.044057 0.109293 -4.77
259074_at putative protein kinase contains PfaRPK2 AT3G02130 -1.35 -0.44 -2.47 0.04408 0.109337 -4.77
249990_at hypothetical protein --- AT5G18540 1.20 0.26 2.47 0.044113 0.109397 -4.77
264057_at putative AP2 domain transcription faRAP2.7 AT2G28550 -1.37 -0.45 -2.47 0.044116 0.109397 -4.77
245183_at  putative protein similarity to predict --- AT5G12440 1.30 0.38 2.47 0.044118 0.109397 -4.77
255763_at hypothetical protein predicted by ge--- AT1G16730 1.27 0.34 2.47 0.044211 0.109614 -4.77
259606_at hypothetical protein predicted by geMAP65-8 AT1G27920 -1.18 -0.24 -2.47 0.044233 0.109657 -4.77
262059_at  DnaJ protein, putative similar to Dn--- AT1G80030 -1.32 -0.40 -2.47 0.044252 0.109693 -4.77
246785_at  glutathione synthetase gsh2 non-coGSH2 AT5G27380 1.48 0.56 2.47 0.044286 0.10976 -4.77



267296_at hypothetical protein predicted by geLBD10 AT2G23660 -1.22 -0.28 -2.47 0.044289 0.10976 -4.77
245975_at  putative protein CGI-107 protein - H--- AT5G13070 1.27 0.34 2.47 0.044312 0.109806 -4.78
260669_at hypothetical protein predicted by ge--- AT1G19340 1.22 0.29 2.47 0.044348 0.109882 -4.78
244978_at RNA polymerase alpha subunit --- --- -1.20 -0.26 -2.47 0.044355 0.109887 -4.78
251449_at Rab GDP dissociation inhibitor  ; suATGDI2 AT3G59920 1.28 0.35 2.47 0.044363 0.109895 -4.78
251690_at  putative protein TATA-binding prote--- AT3G56510 1.22 0.28 2.47 0.044371 0.109904 -4.78
254131_at protein kinase (AFC2)  ; supported bAFC2 AT4G24740 1.25 0.32 2.47 0.04438 0.109904 -4.78
266738_at unknown protein predicted by genef--- AT2G47010 -1.33 -0.41 -2.47 0.044381 0.109904 -4.78
250347_at putative protein --- AT5G11960 -1.20 -0.27 -2.47 0.044387 0.109907 -4.78
266465_at putative auxin-responsive protein  ; GH3.9 AT2G47750 -1.24 -0.31 -2.47 0.044406 0.109942 -4.78
265973_at putative non-LTR retroelement reve--- --- -1.18 -0.23 -2.47 0.044419 0.109944 -4.78
249207_at C2H2-type zinc finger protein-like --- AT5G42640 -1.21 -0.28 -2.47 0.044431 0.109944 -4.78
252415_at glutamine-dependent asparagine syASN1 AT3G47340 -3.76 -1.91 -2.47 0.044433 0.109944 -4.78
264968_at  stress related protein, putative simi --- AT1G67360 1.60 0.68 2.47 0.044435 0.109944 -4.78
262909_at  serine/threonine protein phosphataPP2A-1 AT1G59830 -1.23 -0.30 -2.47 0.044436 0.109944 -4.78
264856_at  3-hydroxy-3-methylglutaryl-coenzymHMG2 AT2G17370 -1.31 -0.39 -2.47 0.044442 0.109944 -4.78
256921_at unknown protein  ;supported by full---- AT3G18940 1.23 0.30 2.47 0.044443 0.109944 -4.78
253212_s_a xanthine dehydrogenase - like prot XDH1 AT4G34890 / 1.30 0.38 2.47 0.044445 0.109944 -4.78
252784_at  putative protein predicted proteins, --- --- -1.17 -0.22 -2.47 0.044453 0.109953 -4.78
261233_at hypothetical protein similar to hypot --- AT1G32810 1.24 0.32 2.47 0.044479 0.110003 -4.78
266988_at putative myrosinase-binding proteinJAL22 AT2G39310 -1.36 -0.45 -2.46 0.044502 0.110048 -4.78
257153_at unknown protein  ; supported by cD--- AT3G27220 1.34 0.42 2.46 0.044512 0.110061 -4.78
247009_at unknown protein  ;supported by full---- AT5G67600 1.49 0.58 2.46 0.044536 0.110109 -4.78
250459_at unknown protein  ; supported by cD--- AT5G09860 1.22 0.29 2.46 0.044573 0.110188 -4.78
266548_at unknown protein  ;supported by full-RPA AT2G35210 -1.34 -0.43 -2.46 0.044578 0.110188 -4.78
261357_at hypothetical protein predicted by ge--- --- -1.18 -0.24 -2.46 0.044594 0.110216 -4.78
264802_at putative syntaxin-related protein (U3SYP111 AT1G08560 -1.50 -0.59 -2.46 0.044601 0.110223 -4.78
261512_at  actin capping protein beta-2, putati --- AT1G71790 -1.36 -0.45 -2.46 0.044612 0.110238 -4.78
262745_at  lipase, putative contains Pfam profi--- AT1G28600 -1.29 -0.36 -2.46 0.044619 0.110243 -4.78
262483_at  putative translation initiation factor FUG1 AT1G17220 1.20 0.26 2.46 0.044641 0.110284 -4.78
255263_at  4-coumarate--CoA ligase - like prot--- AT4G05160 1.18 0.24 2.46 0.044651 0.110297 -4.78
263268_at unknown protein --- --- -1.22 -0.29 -2.46 0.044657 0.110301 -4.78
247987_at putative protein similar to unknown --- AT5G56900 1.23 0.30 2.46 0.04467 0.11031 -4.78
250466_at  putative protein TETRATRICOPEP--- AT5G10090 -1.19 -0.25 -2.46 0.044671 0.11031 -4.78
255373_s_aputative protein --- --- -1.24 -0.31 -2.46 0.044678 0.110316 -4.78



249030_at putative protein similar to unknown --- --- -1.19 -0.25 -2.46 0.044689 0.110316 -4.78
264656_at unknown protein Contains similarity --- AT1G09010 1.20 0.26 2.46 0.044691 0.110316 -4.78
261269_at unknown protein ; supported by full---- AT1G26690 1.26 0.33 2.46 0.044692 0.110316 -4.78
261159_s_a cyclin, putative similar to GB:AAB0 CYCB1;5 AT1G34460 / 1.27 0.34 2.46 0.044741 0.110424 -4.79
257734_at unknown protein contains Pfam pro ATSYTF AT3G18370 1.17 0.23 2.46 0.044787 0.110514 -4.79
264555_at hypothetical protein predicted by ge--- AT1G09360 -1.21 -0.28 -2.46 0.044787 0.110514 -4.79
255516_at  hypothetical protein similar to exten--- AT4G02270 -1.33 -0.42 -2.46 0.044817 0.110577 -4.79
264233_at  ribosomal protein, putative similar t --- AT1G67430 1.50 0.59 2.46 0.044822 0.110577 -4.79
255012_at putative protein  ;supported by full-le--- AT4G10030 -1.41 -0.49 -2.46 0.04486 0.110659 -4.79
259474_at unknown protein ;supported by full-l--- AT1G19130 1.60 0.68 2.46 0.044867 0.110664 -4.79
257023_at  RNA helicase, putative similar to R --- AT3G19760 1.22 0.28 2.46 0.044872 0.110664 -4.79
260560_at putative endochitinase --- AT2G43590 1.38 0.46 2.46 0.044914 0.110751 -4.79
257505_at hypothetical protein --- AT1G47940 -1.16 -0.22 -2.46 0.044918 0.110751 -4.79
248811_at putative protein contains similarity to--- AT5G47310 -1.24 -0.31 -2.46 0.044922 0.110751 -4.79
251371_at  putative protein CGI-94 protein, HoEDA14 AT3G60360 1.41 0.49 2.46 0.04493 0.110757 -4.79
249704_at Myb-related transcription factor LBMTT2 AT5G35550 -1.29 -0.37 -2.46 0.044937 0.110757 -4.79
257597_at  protein kinase, putative similar to p --- AT3G24790 -1.19 -0.25 -2.46 0.04494 0.110757 -4.79
264832_at unknown unknown --- AT1G03660 1.30 0.38 2.46 0.044944 0.110757 -4.79
263986_at putative citrate synthase  ;supportedCSY3 AT2G42790 1.30 0.38 2.46 0.04497 0.110809 -4.79
257260_at hypothetical protein predicted by ge--- AT3G22104 1.32 0.40 2.46 0.044978 0.110817 -4.79
262115_at Expressed protein ; supported by fu--- AT1G02813 -1.22 -0.28 -2.46 0.044988 0.11083 -4.79
254247_at  putative protein receptor protein kin--- AT4G23260 1.51 0.59 2.46 0.045021 0.110899 -4.79
258232_at unknown protein --- AT3G27750 1.34 0.42 2.46 0.045031 0.110902 -4.79
254985_x_a putative reverse-transcriptase -like --- --- -1.28 -0.36 -2.46 0.045032 0.110902 -4.79
264546_at Expressed protein ; supported by cD--- AT1G55805 1.45 0.54 2.46 0.04507 0.110981 -4.79
251283_at  seven in absentia-like protein SINA--- AT3G61790 1.21 0.27 2.46 0.045073 0.110981 -4.79
252092_at  mucin-like protein hemomucin, DroSSL4 AT3G51420 1.41 0.49 2.46 0.045099 0.111024 -4.79
264370_at  hybrid proline-rich protein, putative --- AT1G12100 -1.22 -0.29 -2.46 0.045101 0.111024 -4.79
256157_at  longevity assurance protein, putativLAG13 AT1G13580 -1.30 -0.38 -2.45 0.045141 0.111108 -4.79
267111_s_ahypothetical protein predicted by ge--- --- -1.27 -0.35 -2.45 0.045145 0.111108 -4.79
258013_at unknown protein --- AT3G19320 -1.29 -0.36 -2.45 0.04517 0.111136 -4.80
265983_at putative homeodomain transcriptionHB-2 AT2G18550 -1.19 -0.26 -2.45 0.045171 0.111136 -4.80
258334_at hypothetical protein predicted by ge--- AT3G16010 -1.22 -0.29 -2.45 0.045173 0.111136 -4.80
267341_at hypothetical protein predicted by ge--- AT2G44200 1.31 0.38 2.45 0.045176 0.111136 -4.80
258146_at  putative WD-repeat protein (WDR1--- AT3G18060 -1.25 -0.32 -2.45 0.045195 0.111171 -4.80



264454_at unknown protein similar to U2 small--- AT1G10320 1.25 0.33 2.45 0.045253 0.111302 -4.80
254177_at  putative protein gene T22C1.1, Cae--- AT4G23860 1.32 0.40 2.45 0.045258 0.111302 -4.80
266836_at hypothetical protein predicted by gra--- AT2G26000 1.30 0.38 2.45 0.045295 0.111382 -4.80
259241_at unknown protein similar to unknown--- AT3G33530 -1.18 -0.24 -2.45 0.045301 0.111385 -4.80
253331_at  nucellin -like protein nucellin - Hord--- AT4G33490 1.34 0.42 2.45 0.045327 0.111437 -4.80
252401_at  putative protein predicted proteins, --- AT3G48030 -1.26 -0.33 -2.45 0.045339 0.111446 -4.80
251118_at  putative chloroplast inner envelopeAPG1 AT3G63410 -1.29 -0.37 -2.45 0.045341 0.111446 -4.80
245951_at aspartate aminotransferase Asp2  ; ASP2 AT5G19550 1.41 0.50 2.45 0.045407 0.111597 -4.80
254455_at hypothetical protein --- AT4G21140 1.36 0.44 2.45 0.04543 0.111628 -4.80
257038_at  longevity factor-like protein similar LOH2 AT3G19260 1.44 0.52 2.45 0.045431 0.111628 -4.80
259812_at unknown protein --- AT1G49840 -1.34 -0.43 -2.45 0.045434 0.111628 -4.80
245681_at  alkaline/neutral invertase, putative --- AT1G56560 1.18 0.24 2.45 0.045446 0.111645 -4.80
265182_at putative auxin-induced protein  ;sup--- AT1G23740 -1.33 -0.41 -2.45 0.045466 0.111683 -4.80
261786_at  cyclic nucleotide and calmodulin-reATCNGC7 AT1G15990 -1.21 -0.27 -2.45 0.045483 0.111706 -4.80
255675_at MYC1 transcription factor ATMYC1 AT4G00480 -1.23 -0.30 -2.45 0.045486 0.111706 -4.80
265264_at hypothetical protein predicted by ge--- AT2G42930 -1.19 -0.25 -2.45 0.045499 0.111711 -4.80
263260_at  putative protein-tyrosine phosphataOTS2 AT1G10570 -1.19 -0.25 -2.45 0.045502 0.111711 -4.80
253306_at dynamin-like protein ADL2 DRP3A AT4G33650 1.19 0.26 2.45 0.045505 0.111711 -4.80
263673_at unknown protein --- AT2G04800 -1.36 -0.44 -2.45 0.045507 0.111711 -4.80
257319_at hypothetical protein --- --- 1.32 0.40 2.45 0.045513 0.111714 -4.80
250183_at  putative protein various predicted p--- AT5G14510 -1.34 -0.43 -2.45 0.045537 0.111749 -4.80
250765_at unknown protein  ;supported by full---- AT5G05930 -1.34 -0.42 -2.45 0.045537 0.111749 -4.80
253745_at  putative protein the C-terminus of t --- AT4G29090 -1.20 -0.27 -2.45 0.045562 0.111797 -4.80
258820_at putative tryptophanyl-tRNA syntheta--- AT3G04600 1.18 0.24 2.45 0.04558 0.111817 -4.80
265541_at hypothetical protein predicted by geSQN --- -1.19 -0.25 -2.45 0.045584 0.111817 -4.80
254283_s_a anthocyanidin synthase - like prote --- AT4G22870 / -1.29 -0.36 -2.45 0.045585 0.111817 -4.80
263899_at hypothetical protein predicted by geEMB2219 AT2G21710 1.27 0.35 2.45 0.045594 0.111828 -4.80
250682_x_aputative protein similar to unknown --- AT5G06630 -1.59 -0.66 -2.45 0.045633 0.111911 -4.81
255624_at MAP kinase 4 (MPK4)  ;supported bATMPK4 AT4G01370 1.29 0.37 2.45 0.045644 0.111926 -4.81
265447_at putative laccase (diphenol oxidase) LAC6 AT2G46570 -1.28 -0.35 -2.45 0.045672 0.111983 -4.81
247315_at unknown protein --- AT5G64010 1.22 0.28 2.45 0.045691 0.112018 -4.81
263684_at hypothetical protein predicted by ge--- AT1G26900 1.23 0.30 2.45 0.04572 0.112076 -4.81
265736_at putative ribosomal protein L7  ;supp--- AT2G01250 1.48 0.56 2.45 0.045737 0.112106 -4.81
266825_at unknown protein --- AT2G22890 -1.49 -0.57 -2.45 0.045765 0.112163 -4.81
245921_at  putative protein predicted protein, A--- AT5G28800 -1.18 -0.23 -2.45 0.045783 0.112191 -4.81



245484_at enoyl-CoA hydratase like protein ECHIA AT4G16210 -1.21 -0.28 -2.45 0.045786 0.112191 -4.81
262176_at  3-ketoacyl-ACP synthase, putative FAB1 AT1G74960 -1.26 -0.33 -2.44 0.0458 0.112213 -4.81
248245_at MtN3 protein-like --- AT5G53190 -1.26 -0.33 -2.44 0.045808 0.11222 -4.81
257065_at  diacylglycerol pyrophosphate phos --- AT3G18220 -1.35 -0.43 -2.44 0.04584 0.112275 -4.81
253615_at  cyclic nucleotide and calmodulin-reCNGC17 AT4G30360 1.33 0.41 2.44 0.04584 0.112275 -4.81
254358_at  putative protein light induced prote --- AT4G22310 1.16 0.21 2.44 0.045922 0.112463 -4.81
247564_at  RNA helicase - like protein RNA he--- AT5G61140 1.23 0.30 2.44 0.045995 0.112627 -4.81
267270_at hypothetical protein predicted by ge--- AT2G02550 -1.29 -0.37 -2.44 0.045999 0.112627 -4.81
257463_at  phosphatidylinositol/phosphatidylch--- AT1G14820 -1.28 -0.36 -2.44 0.046016 0.112647 -4.81
245224_at gene_id:K17E7.8~unknown protein --- AT3G29796 -1.18 -0.24 -2.44 0.04602 0.112647 -4.81
248069_at unknown protein --- AT5G55650 -1.23 -0.30 -2.44 0.046022 0.112647 -4.81
248725_at acetyl-CoA:benzylalcohol acetyltran--- AT5G47980 -1.22 -0.29 -2.44 0.046049 0.112702 -4.81
259822_at  myb-related transcription factor, puMYB20 AT1G66230 -1.46 -0.55 -2.44 0.046056 0.112706 -4.81
258190_at hypothetical protein predicted by ge--- AT3G29080 -1.19 -0.25 -2.44 0.046065 0.112708 -4.82
259897_at putative beta-glucanase similar to bATCEL3 AT1G71380 -1.21 -0.27 -2.44 0.046066 0.112708 -4.82
258980_at putative reversibly glycosylatable poRGP3 AT3G08900 -1.20 -0.27 -2.44 0.046099 0.112767 -4.82
263138_at hypothetical protein predicted by ge--- AT1G65090 -1.18 -0.24 -2.44 0.0461 0.112767 -4.82
263731_at  metalloproteinase, putative similar --- AT1G59970 -1.83 -0.88 -2.44 0.046115 0.11279 -4.82
251546_at  putative protein predicted proteins, --- AT3G58830 1.36 0.44 2.44 0.046148 0.112859 -4.82
266137_at unknown protein  ;supported by full---- AT2G45010 -1.21 -0.27 -2.44 0.046168 0.112897 -4.82
258582_at germin-like protein contains Pfam p --- AT3G04150 -1.16 -0.22 -2.44 0.046191 0.112941 -4.82
264978_at unknown protein contains Pfam pro --- AT1G27120 -1.46 -0.55 -2.44 0.046244 0.113057 -4.82
252747_at  putative protein retrotransposon fin --- --- -1.24 -0.31 -2.44 0.046252 0.113057 -4.82
249530_at  putative protein asparaginyl-tRNA s--- AT5G38750 -1.18 -0.24 -2.44 0.046254 0.113057 -4.82
258756_at hypothetical protein similar to hypot --- AT3G11960 1.23 0.30 2.44 0.046295 0.113146 -4.82
253822_at hypothetical protein --- AT4G28410 -1.20 -0.26 -2.44 0.046308 0.113157 -4.82
261983_at  protein kinase, putative similar to c --- AT1G33770 -1.38 -0.46 -2.44 0.046309 0.113157 -4.82
245584_at amine oxidase like protein ATAO1 AT4G14940 -1.17 -0.23 -2.44 0.046314 0.113157 -4.82
250561_at  glycerophosphodiester phosphodie--- AT5G08030 -1.27 -0.35 -2.44 0.046325 0.113171 -4.82
263661_at unknown protein EST gb|T45093 co--- AT1G04290 -1.40 -0.48 -2.44 0.046338 0.113185 -4.82
264058_at  F-box protein family, AtFBX7 conta--- AT2G03560 -1.19 -0.25 -2.44 0.046341 0.113185 -4.82
260374_at unknown protein TAF2 AT1G73960 1.21 0.27 2.44 0.04636 0.11322 -4.82
261575_at hypothetical protein contains similar--- AT1G01130 -1.36 -0.44 -2.44 0.046369 0.11323 -4.82
264384_at  putative chromodomain-helicase-DPKL AT2G25170 1.17 0.23 2.44 0.046394 0.11328 -4.82
248106_at putative protein similar to unknown --- AT5G55100 -1.18 -0.24 -2.44 0.046429 0.113352 -4.82



246205_at hypothetical protein ; supported by c--- AT4G36970 1.45 0.53 2.43 0.046466 0.11343 -4.82
264870_at hypothetical protein  ;supported by f--- AT1G24210 1.24 0.31 2.43 0.046475 0.113439 -4.82
247007_at porin-like protein  ;supported by full-VDAC2 AT5G67500 -1.27 -0.35 -2.43 0.046492 0.113468 -4.82
257350_x_ahypothetical protein predicted by geRALFL12 AT2G19040 -1.22 -0.28 -2.43 0.046503 0.113484 -4.82
254905_at  RPP1-WsA-like disease resistance --- AT4G11170 1.91 0.94 2.43 0.046535 0.113539 -4.83
263027_at hypothetical protein predicted by ge--- AT1G24010 -1.17 -0.23 -2.43 0.04654 0.113539 -4.83
264059_at Expressed protein ; supported by fuINH3 AT2G31305 1.22 0.29 2.43 0.046546 0.113539 -4.83
246686_at putative protein predicted proteins - --- --- -1.29 -0.37 -2.43 0.046551 0.113539 -4.83
263770_at Mutator-like transposase similar to  --- --- -1.32 -0.40 -2.43 0.046555 0.113539 -4.83
245111_at putative Ta11-like non-LTR retroele --- --- -1.22 -0.29 -2.43 0.046557 0.113539 -4.83
254270_at gamma-glutamylcysteine synthetas GSH1 AT4G23100 1.65 0.72 2.43 0.046565 0.113539 -4.83
247366_at putative protein contains similarity to--- AT5G63260 -1.26 -0.34 -2.43 0.046566 0.113539 -4.83
250583_at zinc finger transcription factor  ; supPEI1 AT5G07500 -1.20 -0.26 -2.43 0.046597 0.113592 -4.83
247892_at putative protein contains similarity to--- AT5G57970 -1.38 -0.47 -2.43 0.046597 0.113592 -4.83
253796_at hypothetical protein --- AT4G28460 2.78 1.47 2.43 0.046617 0.113627 -4.83
251031_at one helix protein (OHP)  ;supportedOHP AT5G02120 -1.25 -0.32 -2.43 0.046639 0.113671 -4.83
254868_at  copper amine oxidase like protein (--- AT4G12270 1.27 0.35 2.43 0.046678 0.113752 -4.83
264050_at putative non-LTR retroelement reve--- --- -1.30 -0.38 -2.43 0.046703 0.113796 -4.83
263424_at putative RING zinc finger protein --- AT2G31510 1.21 0.28 2.43 0.046706 0.113796 -4.83
247229_at putative protein contains similarity to--- AT5G65160 -1.34 -0.43 -2.43 0.046729 0.11384 -4.83
258106_at ribonucleoside-diphosphate reductaRNR2A AT3G23580 1.27 0.34 2.43 0.046737 0.113843 -4.83
259902_at  disease resistance protein, putativeAtRLP13 AT1G74170 1.54 0.62 2.43 0.046741 0.113843 -4.83
266695_at putative CCCH-type zinc finger prot --- AT2G19810 -1.59 -0.67 -2.43 0.046745 0.113843 -4.83
252883_at  GTP-binding - like protein GTP-bin --- AT4G39520 1.29 0.37 2.43 0.046804 0.113965 -4.83
249954_at putative protein  ;supported by full-le--- AT5G18920 1.16 0.21 2.43 0.046805 0.113965 -4.83
256641_at hypothetical protein similar to putati --- --- -1.26 -0.34 -2.43 0.046854 0.114068 -4.83
260727_at  polygalacturonase PG1, putative si --- AT1G48100 -1.29 -0.37 -2.43 0.046857 0.114068 -4.83
256239_at hypothetical protein predicted by ge--- AT3G12470 -1.24 -0.31 -2.43 0.046907 0.114167 -4.83
246127_s_aputative protein --- --- -1.16 -0.22 -2.43 0.046908 0.114167 -4.83
253882_at pelota (PEL1) PEL1 AT4G27650 -1.26 -0.34 -2.43 0.046933 0.114204 -4.83
267548_at putative disease resistance protein AtRLP22 AT2G32660 1.77 0.82 2.43 0.046933 0.114204 -4.83
251548_at  putative protein predicted protein, A--- --- -1.27 -0.34 -2.43 0.046987 0.114322 -4.84
253797_at  putative protein 55.11 protein homoRPN1B AT4G28470 1.16 0.21 2.43 0.047006 0.114357 -4.84
251675_at  helicase-like protein DNA helicase INO80 AT3G57300 1.18 0.24 2.43 0.047049 0.114448 -4.84
263868_at hypothetical protein predicted by ge--- AT2G36840 1.24 0.31 2.43 0.047081 0.114516 -4.84



252220_at  putative protein hypothetical proteinLBD38 AT3G49940 -1.38 -0.47 -2.43 0.047089 0.114522 -4.84
252389_at Expressed protein ; supported by fu--- AT3G47833 1.44 0.53 2.43 0.047097 0.114528 -4.84
262698_at  AMP-binding protein, putative conta--- AT1G75960 -1.60 -0.68 -2.42 0.047136 0.114611 -4.84
265363_at hypothetical protein predicted by ge--- --- -1.18 -0.23 -2.42 0.047147 0.114619 -4.84
258613_at putative myo-inositol monophosphaVTC4 AT3G02870 -1.43 -0.51 -2.42 0.047149 0.114619 -4.84
253828_at  putative protein predicted protein, ASLAH2 AT4G27970 -1.28 -0.36 -2.42 0.047159 0.11462 -4.84
255286_at see T14P8.10 (GB:AF069298) --- AT4G04650 -1.32 -0.40 -2.42 0.04716 0.11462 -4.84
245467_at hypothetical protein --- AT4G16610 -1.35 -0.44 -2.42 0.047191 0.114684 -4.84
251826_at  ABC transporter - like protein ATP- --- AT3G55110 -1.24 -0.31 -2.42 0.047239 0.114788 -4.84
265256_at hypothetical protein predicted by ge--- AT2G28390 -1.16 -0.22 -2.42 0.0473 0.114924 -4.84
267262_at putative serine carboxypeptidase I  SNG1 AT2G22990 -1.33 -0.41 -2.42 0.047314 0.114946 -4.84
257654_at  DnaJ protein, putative contains Pfa--- AT3G13310 1.85 0.89 2.42 0.047359 0.115043 -4.84
253353_at  pathogenesis-related protein - like --- AT4G33730 -1.18 -0.24 -2.42 0.047396 0.115121 -4.84
252252_at  putative protein GTP-binding prote RID3 AT3G49180 1.45 0.54 2.42 0.047413 0.115139 -4.84
250175_at  putative protein CGI-67, Homo sap--- AT5G14390 1.42 0.51 2.42 0.047413 0.115139 -4.84
259125_at unknown protein Pfam HMM hit: Re--- AT3G02300 -1.18 -0.24 -2.42 0.047429 0.115156 -4.84
257632_at  cytochrome P450, putative similar tCYP71B21 AT3G26190 1.44 0.53 2.42 0.047431 0.115156 -4.84
246642_s_a putative protein predicted proteins, --- --- -1.16 -0.22 -2.42 0.047486 0.115277 -4.85
266664_at hypothetical protein predicted by gra--- AT2G29800 -1.21 -0.28 -2.42 0.047501 0.115304 -4.85
264464_at putative heat-shock protein similar t --- AT1G10350 -1.24 -0.31 -2.42 0.047527 0.115354 -4.85
253706_at  putative protein D-threonine dehyd --- AT4G29120 1.20 0.27 2.42 0.047539 0.115366 -4.85
266193_at unknown protein --- AT2G39080 -1.25 -0.32 -2.42 0.047542 0.115366 -4.85
245316_at hypothetical protein ;supported by fu--- AT4G14000 1.23 0.30 2.42 0.047552 0.115376 -4.85
249559_at putative protein --- AT5G38320 1.31 0.39 2.42 0.047574 0.115407 -4.85
255731_at  phosphoprotein phosphatase 2A, reRCN1 AT1G25490 -1.17 -0.22 -2.42 0.047574 0.115407 -4.85
255004_at putative protein --- AT4G09970 1.28 0.36 2.42 0.047632 0.115535 -4.85
261860_at scarecrow-like protein similar to SC SCL5 AT1G50600 1.26 0.34 2.42 0.047714 0.115722 -4.85
256773_at hypothetical protein predicted by ge--- AT3G13630 -1.23 -0.30 -2.42 0.047724 0.115732 -4.85
254463_at  putative protein transcription initiati TAF11 AT4G20280 1.26 0.33 2.42 0.047731 0.115738 -4.85
264246_at  trehalose-6-phosphate synthase, p ATTPS10 AT1G60140 -1.77 -0.82 -2.42 0.047749 0.115767 -4.85
264026_at glycine-rich protein (AtGRP2) SameATGRP2B AT2G21060 1.44 0.52 2.42 0.047753 0.115767 -4.85
248760_at unknown protein  ;supported by full---- AT5G47570 1.30 0.38 2.42 0.047773 0.1158 -4.85
248302_at putative protein similar to unknown --- AT5G53160 1.31 0.39 2.42 0.047777 0.1158 -4.85
265455_at hypothetical protein predicted by ge--- AT2G46560 1.20 0.26 2.41 0.047839 0.115939 -4.85
261289_at hypothetical protein predicted by ge--- AT1G37000 1.18 0.24 2.41 0.047845 0.115939 -4.85



258536_at  Rab escort protein, putative similar --- AT3G06540 1.24 0.31 2.41 0.047871 0.115991 -4.85
260952_at hypothetical protein predicted by ge--- AT1G06140 1.31 0.39 2.41 0.047876 0.115991 -4.85
266300_at putative auxin transport protein  ; suPIN4 AT2G01420 -1.95 -0.97 -2.41 0.047909 0.116048 -4.86
248773_at kinesin-like protein FRA1 AT5G47820 -1.28 -0.35 -2.41 0.04791 0.116048 -4.86
266218_s_aputative cytochrome P450 CYP710A4 AT2G28850 / -1.20 -0.26 -2.41 0.047937 0.116102 -4.86
263416_at hypothetical protein contains protein--- AT2G17170 -1.21 -0.28 -2.41 0.047949 0.116117 -4.86
255053_at  putative protein RNA helicase -Mus--- AT4G09730 1.62 0.70 2.41 0.04797 0.116156 -4.86
251330_at putative protein putative protein At2 --- AT3G61550 -1.32 -0.40 -2.41 0.04805 0.116338 -4.86
264606_at unknown protein  ;supported by full---- AT1G04660 -1.31 -0.39 -2.41 0.048065 0.116354 -4.86
265084_at hypothetical protein contains Cys3HSOM AT1G03790 -1.21 -0.27 -2.41 0.048067 0.116354 -4.86
247960_at N-myristoyl transferase  ;supported NMT1 AT5G57020 -1.18 -0.23 -2.41 0.048075 0.116361 -4.86
264624_at  zinc finger protein ATZF1, putative ERD6 AT1G08930 -1.31 -0.39 -2.41 0.048095 0.116387 -4.86
251504_at  putative protein putative multidrug eTT12 AT3G59030 -1.24 -0.31 -2.41 0.048096 0.116387 -4.86
247023_at putative protein similar to unknown HEC1 AT5G67060 -1.30 -0.38 -2.41 0.048111 0.116411 -4.86
264212_at putative tRNA adenylyltransferase S--- AT1G22660 1.35 0.43 2.41 0.048127 0.116439 -4.86
267507_at putative ribosomal protein S27  ;sup--- AT2G45710 1.34 0.43 2.41 0.048171 0.116532 -4.86
249640_at  cationic amino acid transporter -likeCAT3 AT5G36940 -1.36 -0.44 -2.41 0.048199 0.116587 -4.86
260583_x_aputative polyribonucleotide phospho--- AT2G47220 1.31 0.38 2.41 0.048233 0.116658 -4.86
267527_at unknown protein --- AT2G45610 -1.25 -0.32 -2.41 0.04825 0.116685 -4.86
248309_at putative protein contains similarity to--- AT5G52540 -1.72 -0.79 -2.41 0.048255 0.116685 -4.86
256935_at unknown protein  ;supported by full---- AT3G22570 -1.18 -0.24 -2.41 0.048314 0.116815 -4.86
248463_at putative protein contains similarity to--- AT5G51130 1.57 0.66 2.41 0.048356 0.116905 -4.86
247364_at putative protein similar to unknown --- AT5G63200 1.18 0.24 2.41 0.048361 0.116905 -4.86
252436_x_aputative protein several hypothetica --- --- -1.42 -0.51 -2.41 0.048412 0.117017 -4.87
260563_at putative glucosyltransferase UGT74F1 AT2G43840 1.25 0.32 2.41 0.048428 0.117042 -4.87
258874_at hypothetical protein similar to unkno--- AT3G03230 -1.27 -0.35 -2.41 0.048453 0.117089 -4.87
252480_at  putative protein methyl-CpG-bindinMBD5 AT3G46580 -1.17 -0.22 -2.41 0.048484 0.11714 -4.87
266693_at unknown protein predicted by genscMIOX2 AT2G19800 -2.80 -1.49 -2.41 0.048484 0.11714 -4.87
245971_at putative protein  ; supported by cDNNPH4 AT5G20730 -1.20 -0.27 -2.41 0.048505 0.117178 -4.87
260039_at CLE12 CLAVATA3/ESR-Related 12CLE12 AT1G68795 -1.26 -0.33 -2.40 0.048535 0.117238 -4.87
264729_at putative metal-binding protein highly--- AT1G22990 -1.41 -0.49 -2.40 0.048569 0.117302 -4.87
254529_at  ATP binding protein - like nucleotid INDL AT4G19540 -1.19 -0.25 -2.40 0.048575 0.117302 -4.87
255711_at putative WD repeat membrane prot --- AT4G00090 1.25 0.33 2.40 0.048577 0.117302 -4.87
246405_at  disease resistance protein RPP1-W--- AT1G57630 2.71 1.44 2.40 0.048614 0.117379 -4.87
254669_at  HhoA protease precursor, putative DEG5 AT4G18370 -1.30 -0.38 -2.40 0.048621 0.117384 -4.87



257497_at hypothetical protein predicted by ge--- AT1G51430 -1.36 -0.44 -2.40 0.048645 0.117429 -4.87
248029_at beta-amylase  ; supported by cDNABAM4 AT5G55700 1.23 0.30 2.40 0.048657 0.117445 -4.87
267352_at hypothetical protein predicted by ge--- AT2G40050 -1.18 -0.24 -2.40 0.048683 0.117489 -4.87
246313_at  PPR-repeat protein, putative conta --- AT1G31920 1.54 0.62 2.40 0.048685 0.117489 -4.87
264082_at unknown protein  ;supported by full---- AT2G28570 -1.21 -0.27 -2.40 0.048706 0.117513 -4.87
265104_at unknown protein 3'-end of protein coATO2 AT1G31020 1.21 0.28 2.40 0.048707 0.117513 -4.87
261674_at unknown protein --- AT1G18270 1.41 0.49 2.40 0.04871 0.117513 -4.87
246525_at CONSTANS  ;supported by full-lengCO AT5G15840 1.23 0.30 2.40 0.048766 0.117633 -4.87
245544_at UTP-glucose glucosyltransferase lik--- AT4G15270 -1.24 -0.31 -2.40 0.04879 0.117681 -4.87
258952_at putative RNase H contains Pfam pr --- AT3G01410 -1.25 -0.32 -2.40 0.048799 0.117681 -4.87
253140_at RING-H2 finger protein RHA3b  ;su RHA3B AT4G35480 -1.27 -0.35 -2.40 0.048804 0.117681 -4.87
261083_at unknown protein ; supported by cDN--- AT1G07310 -1.25 -0.32 -2.40 0.048806 0.117681 -4.87
266088_at hypothetical protein predicted by ge--- AT2G37780 -1.28 -0.36 -2.40 0.04882 0.117704 -4.87
253986_at  putative protein predicted protein, A--- AT4G26210 1.39 0.48 2.40 0.048872 0.117807 -4.88
263470_at putative unconventional myosin XIF AT2G31900 -1.19 -0.25 -2.40 0.048874 0.117807 -4.88
264103_at unknown protein --- AT2G13660 1.23 0.30 2.40 0.048931 0.117932 -4.88
263089_at putative retroelement pol polyprotei --- --- -1.27 -0.35 -2.40 0.048949 0.117963 -4.88
262726_at hypothetical protein similar to putati AtTLP5 AT1G43640 -1.26 -0.33 -2.40 0.04899 0.11805 -4.88
250478_at  non-phototropic hypocotyl 3-like proDOT3 AT5G10250 -1.27 -0.34 -2.40 0.049053 0.118191 -4.88
254191_at hypothetical protein  ;supported by f--- AT4G23900 -1.27 -0.34 -2.40 0.049104 0.118293 -4.88
249780_at ubiquitin --- AT5G24240 1.26 0.34 2.40 0.049107 0.118293 -4.88
259060_at hypothetical protein predicted by ge--- AT3G07400 -1.29 -0.36 -2.40 0.049119 0.118311 -4.88
254891_at  putative protein Fly Fas-associatedSAY1 AT4G11740 1.18 0.24 2.40 0.049172 0.118416 -4.88
258508_at  protein kinase, putative similar to S--- AT3G06640 -1.16 -0.22 -2.40 0.049173 0.118416 -4.88
265062_at  receptor kinase, putative similar to --- AT1G61550 1.39 0.48 2.40 0.049185 0.118432 -4.88
254631_at  putative protein predicted proteins, LSH9 AT4G18610 -1.53 -0.62 -2.40 0.049208 0.118474 -4.88
251507_at  putative protein CND41, chloroplas--- AT3G59080 -2.33 -1.22 -2.39 0.049221 0.118484 -4.88
252542_at  nuclear receptor binding factor-like --- AT3G45770 1.18 0.23 2.39 0.049222 0.118484 -4.88
250189_at putative protein  ;supported by full-le--- AT5G14410 -1.37 -0.46 -2.39 0.049241 0.118518 -4.88
246561_at  putative protein hypothetical protein--- AT5G15570 1.21 0.28 2.39 0.049253 0.118534 -4.88
246288_at unknown protein --- AT1G31850 -1.29 -0.37 -2.39 0.049265 0.118549 -4.88
254656_at putative protein  ;supported by full-le--- AT4G18070 -1.32 -0.40 -2.39 0.049274 0.118559 -4.88
253998_at  putative peroxidase peroxidase AT --- AT4G26010 -1.17 -0.23 -2.39 0.049304 0.11862 -4.88
259289_at hypothetical protein predicted by ge--- AT3G11350 -1.24 -0.31 -2.39 0.049343 0.118689 -4.89
250031_at transfactor-like protein  ; supported MYR1 AT5G18240 -1.32 -0.40 -2.39 0.049346 0.118689 -4.89



248845_at disease resistance protein-like --- AT5G46470 -1.27 -0.34 -2.39 0.049357 0.118689 -4.89
245389_at putative protein ;supported by full-le--- AT4G17480 -1.27 -0.34 -2.39 0.049359 0.118689 -4.89
267566_at unknown protein predicted by gensc--- AT2G30760 -1.16 -0.21 -2.39 0.049359 0.118689 -4.89
246410_at hypothetical protein predicted by ge--- AT1G57760 -1.18 -0.24 -2.39 0.049411 0.118801 -4.89
265774_at hypothetical protein predicted by ge--- AT2G07240 -1.29 -0.37 -2.39 0.049433 0.118842 -4.89
258816_at  putative T-complex protein 1, theta --- AT3G03960 1.32 0.41 2.39 0.049448 0.118865 -4.89
250717_at putative protein similar to unknown --- AT5G06200 -1.28 -0.36 -2.39 0.049479 0.118926 -4.89
258853_at unknown protein similar to GB:AAD --- AT3G06440 -1.20 -0.27 -2.39 0.049521 0.119007 -4.89
246135_at  putative protein non-consensus do --- AT5G20885 -1.45 -0.54 -2.39 0.049523 0.119007 -4.89
256433_at unknown protein SAG20 AT3G10985 1.32 0.41 2.39 0.049531 0.119014 -4.89
252165_at hypothetical protein  ;supported by f--- AT3G50550 1.25 0.32 2.39 0.049539 0.119021 -4.89
252972_at  auxin-induced protein - like auxin-in--- AT4G38840 -1.59 -0.67 -2.39 0.049553 0.119041 -4.89
258863_at unknown protein similar to RNA hel DCL2 AT3G03300 1.38 0.46 2.39 0.04957 0.119069 -4.89
258429_at putative GTP-binding protein similarTOC120 AT3G16620 1.21 0.28 2.39 0.049633 0.119209 -4.89
261364_at dynamin-like protein similar to GB:U--- AT1G53140 -1.23 -0.30 -2.39 0.049648 0.119232 -4.89
252182_at U1 snRNP 70K protein  ; supported U1-70K AT3G50670 1.20 0.27 2.39 0.049659 0.119247 -4.89
256014_at hypothetical protein predicted by ge--- AT1G19200 1.77 0.83 2.39 0.049696 0.119322 -4.89
261383_at hypothetical protein predicted by ge--- AT1G05380 1.23 0.30 2.39 0.049718 0.119362 -4.89
258457_at Expressed protein ; supported by fuIGPD AT3G22425 1.29 0.36 2.39 0.049727 0.119373 -4.89
245751_s_ahypothetical protein contains similar--- AT1G25682 / -1.41 -0.50 -2.39 0.04974 0.119391 -4.89
253544_at hypothetical protein --- AT4G31280 -1.18 -0.24 -2.39 0.049835 0.119604 -4.90
247962_at protein kinase MEK1 homolog MKK6 AT5G56580 -1.20 -0.26 -2.39 0.049839 0.119604 -4.90
256544_at Mlo-like protein similar to Mlo [Hord MLO9 AT1G42560 -1.24 -0.31 -2.39 0.049857 0.119627 -4.90
249608_at  multispanning membrane protein - --- AT5G37310 1.24 0.31 2.39 0.04986 0.119627 -4.90
265663_at unknown protein predicted by gensc--- AT2G24290 1.24 0.31 2.39 0.049869 0.119639 -4.90
261058_at  histone, putative similar to histone HTR12 AT1G01370 -1.18 -0.23 -2.39 0.049885 0.119662 -4.90
264687_at cysteine protease XBCP3 identical XBCP3 AT1G09850 -1.17 -0.23 -2.39 0.049894 0.119672 -4.90
253653_at hypothetical protein --- AT4G30050 -1.22 -0.28 -2.39 0.049907 0.11968 -4.90
253313_at  putative peroxidase peroxidase AT --- AT4G33870 -1.22 -0.29 -2.39 0.049908 0.11968 -4.90
262569_at hypothetical protein Strong similarity--- AT1G15180 -1.36 -0.44 -2.39 0.049929 0.119715 -4.90
266148_x_aEn/Spm-like transposon protein rela--- --- -1.24 -0.31 -2.38 0.049938 0.119715 -4.90
251847_at tryptophan synthase alpha chain ; sTSA1 AT3G54640 2.31 1.21 2.38 0.049938 0.119715 -4.90
257169_at Expressed protein ; supported by fuAtSec20 AT3G24315 -1.24 -0.31 -2.38 0.049954 0.119741 -4.90
264826_at  putative 1-aminocyclopropane-1-ca2A6 AT1G03410 1.28 0.36 2.38 0.049969 0.119763 -4.90
257168_at  mrp protein, putative similar to mrp HCF101 AT3G24430 -1.52 -0.61 -2.38 0.049988 0.119798 -4.90



253028_at putative protein pde191 AT4G38160 1.21 0.27 2.38 0.05004 0.11991 -4.90
267509_at MADS-box protein (AGL20)  ; suppoAGL20 AT2G45660 1.32 0.40 2.38 0.050057 0.119938 -4.90
265545_at putative protein kinase contains a p NCRK AT2G28250 -1.24 -0.31 -2.38 0.050105 0.12004 -4.90
245709_at putative protein --- AT5G04320 1.28 0.35 2.38 0.050128 0.120081 -4.90
262819_at putative cytochrome P450 strong si CYP77B1 AT1G11600 -1.18 -0.24 -2.38 0.050135 0.120086 -4.90
256597_at  acidic ribosomal protein P2b (rpp2b--- AT3G28500 1.60 0.68 2.38 0.050199 0.120215 -4.90
248271_at putative protein similar to unknown --- AT5G53420 1.57 0.65 2.38 0.050199 0.120215 -4.90
265170_at putative carbonic anhydrase BCA3 AT1G23730 2.95 1.56 2.38 0.050219 0.120238 -4.90
256222_at hypothetical protein predicted by ge--- AT1G56210 -1.34 -0.43 -2.38 0.050219 0.120238 -4.90
256974_at unknown protein similar to putative --- --- -1.17 -0.23 -2.38 0.050233 0.120257 -4.90
260401_at unknown protein similar to hypothet --- AT1G69840 -1.26 -0.33 -2.38 0.05025 0.120264 -4.90
258436_at putative RING zinc finger protein simATL2 AT3G16720 1.71 0.77 2.38 0.050251 0.120264 -4.90
248638_at fatty acid elongase; beta-ketoacyl-CKCS21 AT5G49070 -1.16 -0.21 -2.38 0.050252 0.120264 -4.90
262474_at hypothetical protein identical to hyp FU AT1G50240 -1.23 -0.30 -2.38 0.050272 0.120302 -4.90
247780_at  dehydrodolichyl diphosphate - like --- AT5G58770 1.71 0.77 2.38 0.050301 0.12035 -4.90
252930_at  putative endo-1,4-beta-glucanase eAtGH9B18 AT4G39010 -1.26 -0.34 -2.38 0.050303 0.12035 -4.91
251535_at hypothetical protein  ;supported by f--- AT3G58540 1.32 0.40 2.38 0.050328 0.120397 -4.91
262949_at  pectinesterase, putative similar to psks18 AT1G75790 -1.21 -0.28 -2.38 0.05035 0.120438 -4.91
266060_at unknown protein unusual splice site--- AT2G18630 -1.30 -0.38 -2.38 0.050362 0.120453 -4.91
262959_at  protein translation factor Sui1 homo--- AT1G54290 1.24 0.31 2.38 0.050384 0.120492 -4.91
256104_at  trehalose-6-phosphate synthase, p ATTPS2 AT1G16980 -1.18 -0.24 -2.38 0.050393 0.120502 -4.91
246662_at putative protein --- AT5G35290 -1.21 -0.27 -2.38 0.05042 0.120541 -4.91
265307_at hypothetical protein predicted by geRIN13 AT2G20310 1.23 0.30 2.38 0.05042 0.120541 -4.91
259404_at type 2A protein serine/threonine phoATB BETA AT1G17720 1.16 0.21 2.38 0.050485 0.120674 -4.91
265297_at putative disease resistance protein --- AT2G14080 1.18 0.24 2.38 0.050486 0.120674 -4.91
255290_at coded for by A. thaliana cDNA AA04ATPC1 AT4G04640 -1.16 -0.21 -2.38 0.050528 0.120762 -4.91
246279_at homeodomain protein ATHB40 AT4G36740 -1.30 -0.38 -2.38 0.050536 0.120768 -4.91
254531_at  putative protein predicted protein, A--- AT4G19650 1.30 0.38 2.38 0.050576 0.120851 -4.91
246068_at  putative protein ribosomal protein S--- AT5G20290 1.44 0.53 2.38 0.050627 0.12096 -4.91
246088_at putative protein --- AT5G20600 1.31 0.39 2.38 0.050638 0.120971 -4.91
264480_at hypothetical protein predicted by geEFS AT1G77300 -1.22 -0.29 -2.38 0.050647 0.120971 -4.91
252736_at  kinesin -like protein kinesin-like proTES AT3G43210 -1.20 -0.26 -2.38 0.050648 0.120971 -4.91
253768_at putative protein --- AT4G28550 -1.35 -0.43 -2.37 0.050663 0.120995 -4.91
257344_s_a pseudogene,  putative mutator-like --- --- -1.31 -0.39 -2.37 0.050691 0.121049 -4.91
248536_at ankyrin-like protein --- AT5G50140 -1.20 -0.27 -2.37 0.050796 0.121287 -4.91



265359_at putative MYB family transcription fa MYB7 AT2G16720 1.68 0.75 2.37 0.050812 0.121307 -4.92
251742_at  putative protein kinase serine threo--- AT3G56050 1.20 0.26 2.37 0.050815 0.121307 -4.92
249462_at  putative protein predicted proteins, EMB2744 AT5G39680 1.23 0.30 2.37 0.050864 0.121413 -4.92
249968_at  putative protein predicted proteins, --- AT5G19070 -1.51 -0.60 -2.37 0.050889 0.121459 -4.92
248067_at unknown protein --- AT5G55600 1.26 0.33 2.37 0.050903 0.121479 -4.92
260905_at hypothetical protein predicted by ge--- AT1G02710 -1.16 -0.21 -2.37 0.050921 0.121509 -4.92
267425_at putative berberine bridge enzyme --- AT2G34810 -1.80 -0.85 -2.37 0.050976 0.121627 -4.92
AFFX-Athal-Arabidopsis thaliana /REF=X52320 --- --- -1.30 -0.37 -2.37 0.051015 0.121709 -4.92
264977_at unknown protein --- AT1G27090 -1.37 -0.46 -2.37 0.051066 0.121816 -4.92
265197_at putative glucosyl transferase UGT73C1 AT2G36750 -1.16 -0.22 -2.37 0.051088 0.121857 -4.92
267311_at hypothetical protein --- AT2G34670 -1.16 -0.22 -2.37 0.051125 0.121933 -4.92
248005_at unknown protein --- AT5G56240 1.27 0.34 2.37 0.051133 0.121938 -4.92
260030_at putative bZIP transcription factor simAtbZIP AT1G68880 -1.20 -0.26 -2.37 0.051144 0.121952 -4.92
252862_at  putative L-ascorbate oxidase L-asc--- AT4G39830 -1.66 -0.74 -2.37 0.051164 0.121987 -4.92
255783_at hypothetical protein contains Pfam piqd32 AT1G19870 1.33 0.41 2.37 0.05117 0.121989 -4.92
255890_at rhodanese-like family protein predic--- AT1G17850 1.39 0.47 2.37 0.051193 0.122023 -4.92
265203_at unknown protein --- AT2G36630 -1.25 -0.33 -2.37 0.051195 0.122023 -4.92
259517_at hypothetical protein ; supported by cCAT1 AT1G20630 -1.35 -0.43 -2.37 0.051221 0.122064 -4.92
245494_at salt-inducible protein homolog --- AT4G16390 1.23 0.30 2.37 0.051223 0.122064 -4.92
257055_at Expressed protein ; supported by fu--- AT3G15351 1.20 0.27 2.37 0.051277 0.122179 -4.92
261165_at  dihydrolipoamide S-acetyltransfera EMB3003 AT1G34430 -1.21 -0.28 -2.37 0.051326 0.122284 -4.93
261193_at unknown protein ; supported by cDN--- AT1G32920 1.75 0.80 2.37 0.051336 0.122291 -4.93
256259_at hypothetical protein predicted by ge--- AT3G12460 -1.29 -0.36 -2.37 0.05134 0.122291 -4.93
261457_at Expressed protein ; supported by fu--- AT1G21065 / -1.23 -0.29 -2.37 0.051361 0.122328 -4.93
254872_at putative protein several hypothetica --- AT4G11560 1.19 0.25 2.37 0.051366 0.122329 -4.93
257234_at hypothetical protein predicted by ge--- AT3G14880 -1.28 -0.36 -2.36 0.05141 0.12242 -4.93
261411_at  histone H2B identical to GB:CAA73HTB1 AT1G07790 1.33 0.42 2.36 0.051426 0.122441 -4.93
265942_at putative casein kinase I  ;supported ckl5 AT2G19470 1.20 0.26 2.36 0.051429 0.122441 -4.93
248175_at histone H2A (gb|AAF64418.1)  ; supRAT5 AT5G54640 1.22 0.29 2.36 0.05144 0.122454 -4.93
257571_at  hypothetical protein predicted by ge--- AT3G16870 1.43 0.51 2.36 0.051452 0.12247 -4.93
249710_at  glutamate-ammonia ligase (EC 6.3 GS2 AT5G35630 -1.22 -0.28 -2.36 0.051484 0.122523 -4.93
266068_at putative geranylgeranyl pyrophosphGGPS4 AT2G18640 -1.25 -0.32 -2.36 0.051485 0.122523 -4.93
254013_at  putative leucine-rich-repeat protein --- AT4G26050 -1.33 -0.41 -2.36 0.051494 0.12253 -4.93
260182_at unknown protein similar to IFA-bind --- AT1G70750 1.23 0.29 2.36 0.051505 0.122544 -4.93
264438_at putative 60S ribosomal protein L17 --- AT1G27400 1.39 0.47 2.36 0.05152 0.122568 -4.93



247975_at putative protein similar to unknown --- AT5G56800 -1.17 -0.23 -2.36 0.051532 0.122583 -4.93
257214_at hypothetical protein  ;supported by f--- AT3G15040 -1.25 -0.33 -2.36 0.051538 0.122584 -4.93
247759_at copper transport protein - like ;suppCOPT3 AT5G59040 -1.18 -0.23 -2.36 0.051606 0.122734 -4.93
250519_at GDSL-motif lipase/acylhydrolase-lik--- AT5G08460 -1.24 -0.30 -2.36 0.051623 0.12276 -4.93
255138_at  extensin-like protein extensin class --- AT4G08380 -1.18 -0.24 -2.36 0.051635 0.122776 -4.93
251508_at  putative protein mitochondrial RNA--- AT3G58970 1.26 0.33 2.36 0.051643 0.122782 -4.93
261956_at  oxidoreductase, putative similar to --- AT1G64590 -1.40 -0.48 -2.36 0.051673 0.122841 -4.93
250659_at MtN21 nodulin protein-like --- AT5G07050 -1.25 -0.32 -2.36 0.051682 0.122847 -4.93
250164_at  putative protein various predicted p--- AT5G15280 -1.28 -0.36 -2.36 0.051689 0.122847 -4.93
253834_at protein phosphatase homolog (PPH--- AT4G27800 1.24 0.31 2.36 0.051692 0.122847 -4.93
251530_at putative protein several hypothetica --- AT3G58520 1.30 0.38 2.36 0.051723 0.122909 -4.93
249908_at putative protein similar to unknown --- AT5G22760 1.19 0.26 2.36 0.051741 0.122939 -4.93
246814_at  acyl carrier protein precursor - like ACP5 AT5G27200 -1.18 -0.24 -2.36 0.051746 0.122939 -4.93
254107_at  putative protein putative glycerol-3---- AT4G25220 -1.27 -0.34 -2.36 0.051758 0.122954 -4.93
252787_at putative protein several En/Spm-like--- --- -1.15 -0.20 -2.36 0.05177 0.122969 -4.93
259974_at putative phosphate transporter simi --- AT1G76430 -1.26 -0.34 -2.36 0.051781 0.122983 -4.93
265681_at putative protein kinase contains a p --- AT2G24370 -1.18 -0.24 -2.36 0.051792 0.122995 -4.93
250226_at putative protein contains similarity to--- AT5G13780 1.24 0.31 2.36 0.051797 0.122996 -4.93
264060_at hypothetical protein predicted by ge--- AT2G27980 1.18 0.24 2.36 0.051812 0.123008 -4.94
261711_at unknown protein similar to hypothet --- AT1G32700 1.22 0.29 2.36 0.051813 0.123008 -4.94
262247_at unknown protein contains similarity D-CDES AT1G48420 1.20 0.26 2.36 0.051819 0.123008 -4.94
258915_at unknown protein similar to hypothetVPS60.1 AT3G10640 -1.26 -0.34 -2.36 0.051824 0.123008 -4.94
263350_at alanine-glyoxylate aminotransferaseAGT AT2G13360 1.34 0.42 2.36 0.051864 0.123089 -4.94
259674_at thaumatin-like protein similar to thau--- AT1G77700 -1.23 -0.30 -2.36 0.051876 0.123106 -4.94
259966_at unknown protein SOB3 AT1G76500 -1.22 -0.29 -2.36 0.051888 0.123122 -4.94
250530_at unknown protein --- AT5G08630 1.22 0.29 2.36 0.05191 0.123148 -4.94
261179_at unknown protein --- AT1G04985 -1.24 -0.31 -2.36 0.05191 0.123148 -4.94
258556_at UDP-glucose:sterol glucosyltransfer--- AT3G07020 1.24 0.31 2.36 0.051959 0.123242 -4.94
253063_at plasma membrane-type calcium ATACA2 AT4G37640 1.41 0.49 2.36 0.051962 0.123242 -4.94
266306_at hypothetical protein predicted by gra--- AT2G26970 1.23 0.30 2.36 0.05197 0.123242 -4.94
261959_s_a polyprotein, putative similar to poly --- --- -1.24 -0.31 -2.36 0.051972 0.123242 -4.94
244948_at hypothetical protein --- --- 1.18 0.24 2.36 0.051976 0.123242 -4.94
258931_at  hypothetical protein similar to hypo DML2 AT3G10010 1.38 0.46 2.36 0.052029 0.123352 -4.94
254454_at hypothetical protein EMB2271 AT4G21130 -1.21 -0.28 -2.36 0.052034 0.123353 -4.94
251082_at chlorophyll a/b-binding protein CP29--- AT5G01530 -1.15 -0.20 -2.36 0.052046 0.123368 -4.94



246874_at  arabinosidase - like protein arabinoASD2 AT5G26120 -1.22 -0.29 -2.36 0.052063 0.123394 -4.94
260844_at peroxisomal targeting signal type 2 PEX7 AT1G29260 1.19 0.25 2.36 0.05209 0.123447 -4.94
245302_at Expressed protein ; supported by cDKAN3 AT4G17695 1.38 0.46 2.36 0.052106 0.123473 -4.94
256823_at hypothetical protein predicted by ge--- AT3G22220 1.24 0.31 2.36 0.052139 0.123529 -4.94
265335_at Expressed protein ; supported by fu--- AT2G18245 -1.16 -0.21 -2.35 0.052141 0.123529 -4.94
253989_at uncharacterized protein  ;supported --- AT4G26130 1.35 0.43 2.35 0.052189 0.12363 -4.94
256525_at unknown protein ;supported by full-l--- AT1G66180 -1.47 -0.55 -2.35 0.052199 0.123636 -4.94
245033_at putative disease resistance protein --- AT2G26380 -1.19 -0.26 -2.35 0.052202 0.123636 -4.94
245429_at Bax inhibitor-1-like protein --- AT4G17580 -1.16 -0.22 -2.35 0.052208 0.123636 -4.94
255074_at  putative protein RING-H2 zinc finge--- AT4G09100 -1.22 -0.28 -2.35 0.052229 0.123668 -4.94
257084_at unknown protein --- AT3G20620 1.34 0.43 2.35 0.052232 0.123668 -4.94
255461_at ent-kaurene synthetase A - like protGA1 AT4G02780 -1.22 -0.29 -2.35 0.052244 0.123671 -4.94
245694_at EF - hand Calcium binding protein - --- AT5G04170 -1.19 -0.25 -2.35 0.052244 0.123671 -4.94
247677_at  oxysterol-binding protein - like oxysORP3C AT5G59420 1.18 0.24 2.35 0.052254 0.12368 -4.94
258900_at putative 60S ribosomal protein L18 RPL18 AT3G05590 1.40 0.49 2.35 0.052288 0.12375 -4.94
256184_at epsilon subunit of mitochondrial F1---- AT1G51650 1.31 0.39 2.35 0.052303 0.12377 -4.94
263834_at hypothetical protein --- AT2G40316 -1.23 -0.30 -2.35 0.052317 0.123791 -4.94
262373_at hypothetical protein predicted by ge--- AT1G73120 -1.53 -0.61 -2.35 0.052333 0.123813 -4.95
251778_at  putative protein various predicted pROPGEF6 AT3G55660 -1.26 -0.33 -2.35 0.052342 0.123813 -4.95
255918_at putative protein --- --- -1.17 -0.23 -2.35 0.052342 0.123813 -4.95
253338_at  somatic embryogenesis receptor-likBAK1 AT4G33430 -1.21 -0.28 -2.35 0.052353 0.123826 -4.95
261543_at unknown protein contains Pfam pro --- AT1G63550 -1.26 -0.33 -2.35 0.052376 0.123866 -4.95
250094_at 2-hydroxyphytanoyl-CoA lyase-like --- AT5G17380 1.61 0.68 2.35 0.052395 0.1239 -4.95
247701_at  putative protein many predicted pro--- AT5G59900 1.19 0.25 2.35 0.052402 0.123902 -4.95
246749_at putative protein  ; supported by cDN--- AT5G27830 1.31 0.39 2.35 0.05242 0.123917 -4.95
252042_at  putative serine/threonine protein ki --- AT3G51990 -1.25 -0.33 -2.35 0.052425 0.123917 -4.95
249721_at Expressed protein ; supported by fuLSU4 AT5G24655 1.16 0.22 2.35 0.052429 0.123917 -4.95
262400_at unknown protein ; supported by cDNRTV1 AT1G49480 1.16 0.22 2.35 0.05243 0.123917 -4.95
265422_at putative NADH-ubiquinone oxireducNDB4 AT2G20800 -1.23 -0.30 -2.35 0.052439 0.123926 -4.95
264542_at hypothetical protein predicted by ge--- AT1G55830 1.17 0.23 2.35 0.05252 0.124106 -4.95
254724_at  putative protein IFA-binding protein--- AT4G13630 1.25 0.32 2.35 0.052529 0.124113 -4.95
253204_at GTP binding protein beta subunit  ; AGB1 AT4G34460 1.16 0.22 2.35 0.052535 0.124115 -4.95
249133_at putative protein strong similarity to uTAF4 AT5G43130 1.17 0.22 2.35 0.052544 0.124123 -4.95
245515_at hypothetical protein --- AT4G15810 1.41 0.49 2.35 0.052553 0.124131 -4.95
256390_at putative MAP kinase similar to MAPATMKK8 AT3G06230 -1.18 -0.24 -2.35 0.052559 0.124132 -4.95



254340_at  putative protein hypothetical protein--- AT4G22120 1.54 0.62 2.35 0.052581 0.124171 -4.95
253427_at  putative protein phosphate/phosph --- AT4G32390 -1.20 -0.26 -2.35 0.052586 0.124171 -4.95
249048_at auxin-repressed protein-like  ;suppo--- AT5G44300 -1.21 -0.27 -2.35 0.052659 0.124331 -4.95
264886_at  S-linalool synthase, putative similarTPS04 AT1G61120 -4.07 -2.03 -2.35 0.052673 0.124349 -4.95
259652_at unknown protein HUB2 AT1G55250 1.30 0.38 2.35 0.052684 0.124362 -4.95
264567_s_aputative peroxidase ATP12a Strong--- AT1G05240 / -1.23 -0.30 -2.35 0.052699 0.124385 -4.95
266329_at unknown protein  ; supported by cDCRR3 AT2G01590 -1.47 -0.55 -2.35 0.052709 0.124396 -4.95
260701_at  heat shock transcription factor HSFATHSFA1DAT1G32330 1.25 0.32 2.35 0.052715 0.124399 -4.95
249793_at putative protein contains similarity to--- AT5G23680 1.31 0.39 2.35 0.052767 0.124508 -4.95
260223_at putative exonuclease contains Pfam--- AT1G74390 1.20 0.27 2.35 0.052781 0.124527 -4.95
264320_at unknown protein --- AT1G04090 -1.16 -0.22 -2.35 0.052798 0.124554 -4.95
249310_at putative protein contains similarity to--- AT5G41520 1.23 0.30 2.35 0.052803 0.124554 -4.95
259559_at hypothetical protein WAK3 AT1G21240 1.34 0.42 2.35 0.052848 0.124646 -4.96
260894_at hypothetical protein contains similar--- AT1G29220 1.19 0.25 2.34 0.052957 0.124891 -4.96
264113_at unknown protein APG9 AT2G31260 1.25 0.32 2.34 0.052993 0.124964 -4.96
256657_at unknown protein contains similarity --- AT3G18860 1.20 0.26 2.34 0.05301 0.124991 -4.96
260793_at unknown protein ;supported by full-l--- AT1G06190 1.21 0.27 2.34 0.053125 0.12525 -4.96
250023_at  beta-1,3-glucanase-like protein   --- AT5G18220 -1.24 -0.31 -2.34 0.053136 0.125261 -4.96
247255_at putative protein similar to unknown --- AT5G64780 1.43 0.52 2.34 0.053151 0.125285 -4.96
266960_at putative retroelement pol polyprotei --- --- -1.24 -0.31 -2.34 0.053177 0.125333 -4.96
246990_at subtilisin-like serine protease ARA1ARA12 AT5G67360 -1.37 -0.45 -2.34 0.053203 0.125381 -4.96
247905_at unknown protein --- AT5G57400 -1.16 -0.22 -2.34 0.053218 0.125403 -4.96
256266_at unknown protein ; supported by cDN--- AT3G12320 1.45 0.53 2.34 0.053276 0.125511 -4.96
246392_at hypothetical protein predicted by ge--- AT1G58120 / -1.17 -0.23 -2.34 0.053279 0.125511 -4.96
261092_at unknown protein --- AT1G62870 -1.16 -0.21 -2.34 0.053283 0.125511 -4.96
260154_at putative histone H2A similar to histoHTA9 AT1G52740 1.30 0.38 2.34 0.053286 0.125511 -4.96
262204_at unknown protein  ; supported by full--- AT2G01100 1.20 0.26 2.34 0.053305 0.125542 -4.96
257143_at  cytochrome P450, putative contain CYP705A2 AT3G20110 1.24 0.31 2.34 0.053331 0.125591 -4.96
256779_at  beta-fructofuranosidase, putative s AtcwINV5 AT3G13784 -1.16 -0.21 -2.34 0.053351 0.125625 -4.96
264085_at putative glutamyl tRNA reductase HEMA3 AT2G31250 -1.18 -0.24 -2.34 0.053357 0.125626 -4.96
258230_s_a hypothetical protein similar to hypo ARI13 AT3G27710 / -1.17 -0.23 -2.34 0.05343 0.125785 -4.97
260677_at  translation elongation factor EF-1 aRNL AT1G07910 1.38 0.47 2.34 0.053458 0.12582 -4.97
248480_at ATP-dependent Clp protease ATP-bCLPC1 AT5G50920 1.19 0.25 2.34 0.053461 0.12582 -4.97
260505_at  Cyclin, putative similar to GB:CAB7CYCA3;4 AT1G47230 -1.19 -0.24 -2.34 0.053461 0.12582 -4.97
265502_at putative poly(A) binding protein --- AT2G15500 -1.25 -0.32 -2.34 0.053567 0.126045 -4.97



263085_at hypothetical protein predicted by geARI12 AT2G16090 1.28 0.36 2.34 0.053568 0.126045 -4.97
253282_at  putative protein hypothetical proteinLEJ1 AT4G34120 1.16 0.22 2.34 0.053618 0.126139 -4.97
267370_at unknown protein  ;supported by full---- AT2G44525 1.16 0.21 2.34 0.053619 0.126139 -4.97
246600_at  putative protein disease resistance SAG101 AT5G14930 -1.43 -0.51 -2.34 0.053624 0.126139 -4.97
267614_at putative cytochrome P450 BAS1 AT2G26710 -1.79 -0.84 -2.34 0.053635 0.126143 -4.97
262409_at hypothetical protein predicted by ge--- --- -1.25 -0.33 -2.34 0.053637 0.126143 -4.97
267141_at putative MYB family transcription fa --- AT2G38090 1.28 0.36 2.34 0.053649 0.126158 -4.97
249956_at  putative protein CGI-66 protein, Ho--- AT5G18940 1.20 0.26 2.33 0.053671 0.126196 -4.97
266590_at hypothetical protein predicted by geBAG6 AT2G46240 -1.38 -0.47 -2.33 0.05369 0.126229 -4.97
263828_at putative GDSL-motif lipase/hydrolas--- AT2G40250 -1.27 -0.34 -2.33 0.053723 0.126293 -4.97
249401_at  putative protein LIM7, Lily, EMBL:L--- AT5G40260 -1.17 -0.23 -2.33 0.053749 0.126341 -4.97
263359_at putative lysosomal acid lipase ATLIP1 AT2G15230 1.25 0.32 2.33 0.053762 0.126358 -4.97
263567_at hypothetical protein predicted by ge--- AT2G15440 -1.24 -0.31 -2.33 0.05383 0.126499 -4.97
262128_at  late embryogenesis-abundant prote--- AT1G52690 -3.17 -1.66 -2.33 0.053833 0.126499 -4.97
249255_at Na+/H+ antiporter-like protein CHX18 AT5G41610 1.24 0.31 2.33 0.053846 0.126507 -4.97
257518_at hypothetical protein --- AT3G03880 1.16 0.22 2.33 0.053847 0.126507 -4.97
245305_at Expressed protein ; supported by fu--- AT4G17215 1.96 0.97 2.33 0.053871 0.126543 -4.97
263971_at hypothetical protein predicted by geAtRLP29 AT2G42800 -1.26 -0.33 -2.33 0.053874 0.126543 -4.97
262200_at unknown protein similar to membran--- AT2G01070 -1.26 -0.34 -2.33 0.053884 0.126555 -4.97
249788_at putative protein contains similarity toATXR6 AT5G24330 -1.32 -0.40 -2.33 0.053893 0.126562 -4.98
267143_at putative peptide/amino acid transpo--- AT2G38100 -1.21 -0.28 -2.33 0.053901 0.126568 -4.98
249372_at glucose-6-phosphate dehydrogenasG6PD6 AT5G40760 1.43 0.52 2.33 0.053922 0.126604 -4.98
260888_at hypothetical protein similar to allerg --- AT1G29140 -1.19 -0.26 -2.33 0.053931 0.126612 -4.98
263938_at hypothetical protein predicted by ge--- AT2G35900 1.20 0.26 2.33 0.053941 0.126622 -4.98
256077_at hypothetical protein contains similar--- AT1G18090 -1.26 -0.33 -2.33 0.053951 0.12663 -4.98
259408_at  protein phosphatase 2A 65 kDa regPP2AA2 AT3G25800 1.17 0.23 2.33 0.053955 0.12663 -4.98
245034_at putative serpin --- AT2G26390 -1.27 -0.35 -2.33 0.053991 0.126702 -4.98
246364_at hypothetical protein --- --- -1.17 -0.23 -2.33 0.054005 0.126711 -4.98
260577_at hypothetical protein predicted by ge--- AT2G47340 -1.20 -0.26 -2.33 0.054007 0.126711 -4.98
264302_at  ATPase 70 kDa subunit, putative s VHA-A AT1G78900 -1.23 -0.30 -2.33 0.054032 0.126745 -4.98
246138_at putative protein predicted proteins f --- AT5G19870 -1.16 -0.21 -2.33 0.054032 0.126745 -4.98
261057_at hypothetical protein predicted by ge--- AT1G01230 -1.21 -0.27 -2.33 0.054104 0.126894 -4.98
262898_at hypothetical protein predicted by ge--- AT1G59850 -1.23 -0.30 -2.33 0.054107 0.126894 -4.98
260660_at hypothetical protein contains Pfam p--- AT1G19485 1.26 0.33 2.33 0.054117 0.126905 -4.98
267165_at putative receptor-like protein kinaseRLK AT2G37710 1.59 0.67 2.33 0.054123 0.126906 -4.98



262671_at  calcium-dependent protein kinase, CPK29 AT1G76040 1.28 0.36 2.33 0.054136 0.126925 -4.98
263148_at  ubiquitin, putative similar to ubiquiti--- AT1G53950 -1.22 -0.28 -2.33 0.054166 0.126982 -4.98
261942_at unknown protein similar to putative AGL87 AT1G22590 -1.44 -0.52 -2.33 0.054201 0.127049 -4.98
267437_at hypothetical protein predicted by ge--- AT2G19200 -1.20 -0.26 -2.33 0.054212 0.127057 -4.98
258794_at  ankyrin-like protein similar to ankyr --- AT3G04710 1.51 0.60 2.33 0.054215 0.127057 -4.98
245649_at  F5A9.21 unknown protein; similar t --- AT1G24706 1.25 0.32 2.33 0.054296 0.127233 -4.98
263352_at En/Spm-like transposon protein rela--- AT2G22080 1.32 0.41 2.33 0.054308 0.127233 -4.98
261403_at unknown protein ;supported by full-lSYP52 AT1G79590 -1.17 -0.23 -2.33 0.054312 0.127233 -4.98
262646_at  aspartate aminotransferase nearly ASP4 AT1G62800 -1.46 -0.54 -2.33 0.054325 0.127233 -4.98
264643_at unknown protein PGSIP5 AT1G08990 -1.18 -0.23 -2.33 0.054326 0.127233 -4.98
254341_at  serine/threonine protein kinase likeSRF8 AT4G22130 -1.65 -0.72 -2.33 0.054328 0.127233 -4.98
253783_at  putative protein predicted protein, ANPGR2 AT4G28600 -1.22 -0.29 -2.33 0.054333 0.127233 -4.98
262253_s_aunknown protein contains similarity --- AT1G53880 / 1.23 0.30 2.33 0.054339 0.127233 -4.98
257795_at hypothetical protein predicted by ge--- AT3G15910 -1.27 -0.34 -2.33 0.05434 0.127233 -4.98
250292_at  putative protein predicted proteins, JAZ10 AT5G13220 -2.34 -1.23 -2.33 0.054398 0.127355 -4.98
250869_at Terminal flower1 (TFL1) ; supportedTFL1 AT5G03840 -1.20 -0.26 -2.33 0.054413 0.127377 -4.98
254877_at  putative protein threonine dehydratATSR AT4G11640 -1.23 -0.29 -2.33 0.054422 0.127384 -4.99
265044_at  hypothetical protein Similar to hum VPS2.3 AT1G03950 -1.26 -0.34 -2.33 0.054435 0.127402 -4.99
266970_at hypothetical protein predicted by ge--- AT2G39560 -1.21 -0.28 -2.33 0.054448 0.127419 -4.99
248020_at putative protein strong similarity to u--- AT5G56490 -1.17 -0.22 -2.32 0.054499 0.127513 -4.99
261802_at hypothetical protein similar to hypot --- AT1G30550 1.21 0.27 2.32 0.054502 0.127513 -4.99
252765_at putative protein hypothetical protein--- AT3G42800 -1.42 -0.50 -2.32 0.054505 0.127513 -4.99
260274_at putative glycerol kinase similar to GNHO1 AT1G80460 1.27 0.34 2.32 0.054534 0.127556 -4.99
260385_at putative flavonol sulfotransferase si SOT18 AT1G74090 1.26 0.33 2.32 0.054534 0.127556 -4.99
254092_at  respiratory burst oxidase - like prot --- AT4G25090 -1.15 -0.21 -2.32 0.054541 0.127558 -4.99
258540_at hypothetical protein predicted by ge--- AT3G06990 -1.20 -0.26 -2.32 0.054552 0.127565 -4.99
251146_at neoxanthin cleavage enzyme nc1 CCD1 AT3G63520 1.29 0.37 2.32 0.054555 0.127565 -4.99
252540_at  putative protein CDP-alcohol phosp--- AT3G45740 -1.19 -0.25 -2.32 0.054599 0.127655 -4.99
253720_at  acid phosphatase-like protein  acid --- AT4G29270 -1.18 -0.24 -2.32 0.054634 0.127708 -4.99
259914_at hypothetical protein predicted by ge--- AT1G72640 -1.26 -0.34 -2.32 0.054643 0.127708 -4.99
258008_at putative late embryogenesis abunda--- AT3G19430 -1.20 -0.26 -2.32 0.054646 0.127708 -4.99
247752_at putative protein --- AT5G59060 -1.16 -0.21 -2.32 0.054649 0.127708 -4.99
248843_at homeobox protein HB-7 AT5G46880 -1.23 -0.30 -2.32 0.05465 0.127708 -4.99
245312_at Expressed protein ; supported by fu--- AT4G14600 1.27 0.34 2.32 0.054661 0.127721 -4.99
255060_at  putative protein TMV resistance pro--- AT4G09430 -1.23 -0.30 -2.32 0.054674 0.127739 -4.99



267526_at photosystem II reaction center 6.1KPSBW AT2G30570 -1.15 -0.21 -2.32 0.054687 0.127756 -4.99
252454_at  putative protein various predicted p--- AT3G47130 -1.16 -0.22 -2.32 0.054707 0.12779 -4.99
266391_at putative strictosidine synthase ident--- AT2G41290 -1.27 -0.35 -2.32 0.054725 0.127815 -4.99
264585_at auxin-resistance protein AXR1 E1 uAXR1 AT1G05180 1.16 0.21 2.32 0.054731 0.127815 -4.99
253840_at  putative acyl-CoA binding protein sACBP2 AT4G27780 1.27 0.34 2.32 0.054735 0.127815 -4.99
254056_at  putative protein Group I Pectineste --- AT4G25250 -1.21 -0.28 -2.32 0.054766 0.127875 -4.99
250539_at WD-repeat protein-like  ; supported --- AT5G08560 1.26 0.33 2.32 0.054776 0.127885 -4.99
264185_at unknown protein ;supported by full-l--- AT1G54780 -1.19 -0.25 -2.32 0.054795 0.127916 -4.99
254273_at  glycoprotein endopeptidase - like p --- AT4G22720 1.32 0.40 2.32 0.054808 0.127935 -4.99
266252_at hypothetical protein predicted by ge--- AT2G27520 -1.21 -0.27 -2.32 0.054866 0.128056 -4.99
246550_at  putative protein predicted protein, A--- AT5G14920 -2.08 -1.06 -2.32 0.05489 0.128099 -4.99
255036_at  putative protein similarity RING zin --- AT4G09560 -1.38 -0.47 -2.32 0.054913 0.12814 -4.99
256970_at  ABC transporter, putative similar to--- AT3G21090 -1.22 -0.28 -2.32 0.054983 0.128289 -5.00
266439_s_ahypothetical protein predicted by gra--- AT2G43200 1.21 0.27 2.32 0.054992 0.128298 -5.00
262206_at putative ubiquinol-cytochrome c red--- AT2G01090 -1.25 -0.33 -2.32 0.055011 0.128329 -5.00
265189_at unknown protein  ; supported by cD--- AT1G23840 1.49 0.57 2.32 0.055028 0.128355 -5.00
262668_at flavin-containing amine oxidase conLDL1 AT1G62830 1.21 0.27 2.32 0.055044 0.12838 -5.00
260489_at hypothetical protein ; supported by c--- AT1G51610 -1.19 -0.25 -2.32 0.05506 0.128405 -5.00
245908_at  laccase-like protein laccase - Acer LAC14 AT5G09360 -1.34 -0.42 -2.32 0.05507 0.128413 -5.00
255701_at predicted protein of unknown functioJLO AT4G00220 -1.18 -0.23 -2.32 0.055075 0.128413 -5.00
246546_at voltage-dependent anion-selective cVDAC3 AT5G15090 1.31 0.39 2.32 0.055121 0.128507 -5.00
259755_at unknown protein similar to glucosam--- AT1G71070 -1.24 -0.32 -2.32 0.055144 0.128548 -5.00
250575_at putative protein --- AT5G08240 1.39 0.48 2.32 0.055166 0.128586 -5.00
264486_at hypothetical protein contains similar--- AT1G77180 1.24 0.31 2.32 0.055184 0.12861 -5.00
253516_at hypothetical protein --- AT4G31360 -1.34 -0.42 -2.32 0.055188 0.12861 -5.00
265950_s_aputative protein kinase contains a p --- AT2G18530 / -1.21 -0.27 -2.31 0.055307 0.128874 -5.00
247092_at putative protein contains similarity toATFOLT1 AT5G66380 -1.25 -0.32 -2.31 0.055329 0.128908 -5.00
246651_at  adenylate kinase -like protein aden--- AT5G35170 -1.29 -0.37 -2.31 0.055333 0.128908 -5.00
263635_at hypothetical protein predicted by ge--- --- -1.16 -0.21 -2.31 0.055376 0.128995 -5.00
255142_at stromal ascorbate peroxidase  ; supSAPX AT4G08390 2.03 1.03 2.31 0.055381 0.128995 -5.00
266771_s_aunknown protein --- AT2G03010 / 1.19 0.25 2.31 0.055401 0.129028 -5.00
266010_at putative C2H2-type zinc finger prote--- AT2G37430 3.64 1.87 2.31 0.055413 0.129043 -5.00
257528_at hypothetical protein predicted by ge--- AT3G02125 -1.18 -0.24 -2.31 0.05542 0.129046 -5.00
247548_at  putative protein various predicted p--- AT5G61400 1.28 0.36 2.31 0.055436 0.129059 -5.00
259752_at spore coat protein-like protein similaLPR2 AT1G71040 1.30 0.38 2.31 0.055437 0.129059 -5.00



257290_at hypothetical protein predicted by ge--- AT3G15550 -1.18 -0.24 -2.31 0.055449 0.129074 -5.00
251726_at  protein kinase NPK1-related protein--- AT3G56280 -1.15 -0.20 -2.31 0.055464 0.129095 -5.00
257691_at hypothetical protein predicted by geFLA14 AT3G12660 -1.30 -0.38 -2.31 0.055509 0.129187 -5.01
247103_at putative protein similar to unknown DAR7 AT5G66610 -1.19 -0.25 -2.31 0.05554 0.129246 -5.01
266121_at unknown protein  ; supported by cD--- AT2G02160 1.28 0.35 2.31 0.05555 0.129257 -5.01
266930_at hypothetical protein predicted by ge--- AT2G45930 -1.25 -0.33 -2.31 0.055557 0.129258 -5.01
266054_at hypothetical protein predicted by ge--- AT2G40640 1.26 0.34 2.31 0.055584 0.129302 -5.01
251048_at  putative protein potassium channel --- AT5G02410 1.23 0.30 2.31 0.055587 0.129302 -5.01
260205_at hypothetical protein predicted by geTIFY7 AT1G70700 -1.56 -0.65 -2.31 0.055619 0.129365 -5.01
245935_at hypothetical protein --- AT5G19840 1.18 0.24 2.31 0.055626 0.129367 -5.01
253485_at Expressed protein ; supported by fuWRKY18 AT4G31800 -1.50 -0.59 -2.31 0.055642 0.129391 -5.01
252808_at  putative protein various predicted p--- --- -1.23 -0.30 -2.31 0.055657 0.129391 -5.01
248897_at KCO-like protein 3 (emb|CAB40380KCO3 AT5G46360 -1.22 -0.29 -2.31 0.055658 0.129391 -5.01
255846_at putative SWI/SNF complex subunit ATSWI3B AT2G33610 1.27 0.34 2.31 0.055659 0.129391 -5.01
258039_at unknown protein  ;supported by full---- AT3G21200 -1.20 -0.26 -2.31 0.055668 0.129398 -5.01
261718_at  wall-associated kinase, putative sim--- AT1G18390 1.76 0.81 2.31 0.055675 0.129403 -5.01
261710_at hypothetical protein identical to hyp --- AT1G32730 1.24 0.30 2.31 0.055705 0.129418 -5.01
251107_at putative protein several hypothetica --- AT5G01610 1.25 0.32 2.31 0.055706 0.129418 -5.01
256130_at unknown protein contains Pfam pro --- AT1G18170 1.24 0.31 2.31 0.055706 0.129418 -5.01
247825_at  RNA/ssDNA-binding protein - like RTAF15b AT5G58470 -1.22 -0.29 -2.31 0.055706 0.129418 -5.01
264418_at  nuclear ribonucleoprotein, putative --- AT1G43190 -1.30 -0.38 -2.31 0.055714 0.129418 -5.01
255628_at coded for by A. thaliana cDNA T454GIF3 AT4G00850 1.20 0.27 2.31 0.055716 0.129418 -5.01
245911_at  oligosaccharyl transferase STT3-likSTT3A AT5G19690 1.17 0.23 2.31 0.055725 0.129425 -5.01
264860_at hypothetical protein contains ATP/G--- AT1G24290 -1.17 -0.23 -2.31 0.05578 0.12954 -5.01
257713_at  succinate dehydrogenase iron-prot SDH2-1 AT3G27380 1.37 0.45 2.31 0.055801 0.129575 -5.01
260237_at putative MYB family transcription fa MYB95 AT1G74430 -1.58 -0.66 -2.31 0.055846 0.129667 -5.01
253392_at  potassium channel protein AtKC poATKC1 AT4G32650 1.81 0.86 2.31 0.055858 0.129681 -5.01
255436_at Expressed protein ; supported by cD--- AT4G03150 1.15 0.21 2.31 0.055869 0.129692 -5.01
266199_at putative calcium-dependent protein CPK20 AT2G38910 -1.18 -0.24 -2.31 0.055874 0.129692 -5.01
262364_at  disease resistance protein, putative--- AT1G72860 -1.18 -0.23 -2.31 0.055889 0.129714 -5.01
245310_at hypothetical protein ;supported by fuRALFL31 AT4G13950 -1.56 -0.64 -2.31 0.055924 0.129783 -5.01
259158_at  hypothetical protein predicted by ge--- AT3G05430 -1.16 -0.22 -2.31 0.055941 0.129809 -5.01
256828_at unknown protein --- AT3G22968 / 1.46 0.55 2.31 0.055961 0.12984 -5.01
259873_s_aputative translation initiation factor I --- AT1G76720 / -1.28 -0.36 -2.31 0.056013 0.129949 -5.01
262623_at  integral membrane protein, putative--- AT1G06470 -1.24 -0.31 -2.31 0.05604 0.129997 -5.01



259378_at unknown protein  supported by full-l--- AT3G16310 1.47 0.56 2.30 0.056066 0.130045 -5.02
258665_at thioredoxin-like protein similar to thi ATH9 AT3G08710 1.41 0.49 2.30 0.056108 0.13013 -5.02
257889_at  S1 self-incompatibility protein, puta--- AT3G17080 -1.25 -0.32 -2.30 0.056142 0.130196 -5.02
252200_at  anthranilate N-hydroxycinnamoyl/b --- AT3G50280 1.74 0.80 2.30 0.056174 0.130257 -5.02
253357_at  Dem -like protein Dem (defective e --- AT4G33400 -1.19 -0.26 -2.30 0.056189 0.130277 -5.02
244917_at hypothetical protein --- --- -1.19 -0.25 -2.30 0.056209 0.13031 -5.02
245091_at unknown protein --- AT2G40910 -1.21 -0.28 -2.30 0.056242 0.130374 -5.02
256664_at DNA-3-methlyadenine glycosylase (--- AT3G12040 1.27 0.35 2.30 0.056254 0.130388 -5.02
249907_at putative protein DNA repair protein RAD5 AT5G22750 1.18 0.24 2.30 0.056284 0.130431 -5.02
262643_at unknown protein ;supported by full-l--- AT1G62770 -1.39 -0.48 -2.30 0.056287 0.130431 -5.02
257078_at putative MAP kinase very similar to --- AT3G15220 1.19 0.26 2.30 0.05629 0.130431 -5.02
252268_at kinesin-like protein several kinesin-l --- AT3G49650 -1.29 -0.36 -2.30 0.056314 0.130473 -5.02
250607_at  putative protein mammalian inosito IPK2a AT5G07370 1.15 0.21 2.30 0.056351 0.130547 -5.02
246508_at  sugar transporter-like protein putatiPGLCT AT5G16150 -1.25 -0.33 -2.30 0.05636 0.130547 -5.02
248234_at putative protein contains similarity to--- AT5G53850 -1.17 -0.23 -2.30 0.056362 0.130547 -5.02
247056_at SWI2/SNF2-like protein (gb|AAD28 CHR1 AT5G66750 1.20 0.26 2.30 0.056373 0.130559 -5.02
249168_at putative protein strong similarity to u--- AT5G42870 1.23 0.30 2.30 0.056478 0.130789 -5.02
264653_at  unknown protein Contains similarityAMI1 AT1G08980 -1.30 -0.38 -2.30 0.05649 0.130802 -5.02
258859_at Expressed protein ; supported by fu--- AT3G02120 -1.16 -0.21 -2.30 0.056507 0.130817 -5.02
264397_at hypothetical protein --- AT1G11820 -1.30 -0.38 -2.30 0.056508 0.130817 -5.02
250685_at kinesin heavy chain-like protein --- AT5G06670 1.15 0.20 2.30 0.05655 0.130901 -5.02
260513_at  cyanogenic beta-glucosidase, puta BGLU36 AT1G51490 -1.19 -0.25 -2.30 0.056567 0.130928 -5.02
263963_at putative DNA-binding protein RAV2 --- AT2G36080 -1.32 -0.40 -2.30 0.056594 0.130978 -5.02
259717_at putative cleavage and polyadenylat CPSF73-I AT1G61010 1.24 0.31 2.30 0.056627 0.131029 -5.03
248997_at beta-amylase-like BMY2 AT5G45300 1.31 0.39 2.30 0.056628 0.131029 -5.03
262659_at  putative nucleoside triphosphatase --- AT1G14240 -1.20 -0.26 -2.30 0.056638 0.131039 -5.03
262605_at hypothetical protein Strong similarity--- AT1G15170 1.82 0.86 2.30 0.056651 0.131055 -5.03
267486_at putative protein kinase contains a p APK2B AT2G02800 1.33 0.41 2.30 0.056701 0.131158 -5.03
250116_at putative protein similar to unknown --- AT5G16430 -1.27 -0.34 -2.30 0.056718 0.131178 -5.03
260388_at  hypothetical protein predicted by ge--- AT1G74070 -1.46 -0.54 -2.30 0.056721 0.131178 -5.03
247321_s_aphosphatidylinositol 4-kinase (emb| PI-4KBETAAT5G09350 / 1.28 0.35 2.30 0.056743 0.131216 -5.03
248406_at pectinesterase --- AT5G51490 -1.30 -0.38 -2.30 0.056761 0.131239 -5.03
253682_at cytidine deaminase 5 (CDA5) --- AT4G29640 -1.25 -0.33 -2.30 0.056765 0.131239 -5.03
256270_at unknown protein ; supported by cDN--- AT3G12300 1.20 0.27 2.30 0.056842 0.131393 -5.03
260027_at unknown protein CPuORF34AT1G29950 / 1.29 0.37 2.30 0.056843 0.131393 -5.03



260965_s_ahypothetical protein predicted by ge--- --- -1.17 -0.22 -2.29 0.056868 0.131439 -5.03
260162_at unknown protein GC5 AT1G79830 1.15 0.21 2.29 0.056901 0.13149 -5.03
263291_at unknown protein --- AT2G10920 1.20 0.26 2.29 0.056904 0.13149 -5.03
249583_at  CALMODULIN-RELATED PROTEITCH2 AT5G37770 -1.93 -0.95 -2.29 0.056909 0.13149 -5.03
263597_at hypothetical protein predicted by ge--- AT2G01870 -1.59 -0.66 -2.29 0.056914 0.13149 -5.03
248249_at protein phosphatase 2C-like  ; supp--- AT5G53140 1.19 0.25 2.29 0.056935 0.13152 -5.03
244915_s_ahypothetical protein --- --- -1.19 -0.25 -2.29 0.056938 0.13152 -5.03
256302_at Expressed protein ; supported by fu--- AT1G69526 -1.25 -0.32 -2.29 0.056949 0.131532 -5.03
266470_at putative non-LTR retroelement reve--- --- -1.38 -0.47 -2.29 0.056956 0.131536 -5.03
264893_at unknown protein similar to unknown--- AT1G23140 1.26 0.33 2.29 0.056973 0.131561 -5.03
260535_at hypothetical protein predicted by ge--- AT2G43390 -1.16 -0.22 -2.29 0.057009 0.131631 -5.03
263033_s_aunknown protein ; supported by full---- AT1G23950 / -1.34 -0.42 -2.29 0.057021 0.131634 -5.03
265386_at unknown protein  ;supported by full---- AT2G20930 -1.18 -0.24 -2.29 0.057022 0.131634 -5.03
249648_at  putative protein hypothetical protein--- AT5G37050 -1.30 -0.38 -2.29 0.057053 0.131689 -5.03
263885_at unknown protein --- AT2G36940 -1.19 -0.25 -2.29 0.057058 0.131689 -5.03
267164_at CER1-like protein may be involved --- AT2G37700 -1.20 -0.26 -2.29 0.057071 0.131708 -5.03
258990_at unknown protein  ;supported by full---- AT3G08840 1.35 0.44 2.29 0.057086 0.131728 -5.03
249025_at putative protein contains similarity to--- AT5G44720 -1.40 -0.49 -2.29 0.0571 0.131746 -5.03
256020_at  glutamyl-tRNA reductase, putative HEMA1 AT1G58290 -1.32 -0.40 -2.29 0.057113 0.131765 -5.03
256799_at unknown protein  ; supported by cD--- AT3G18560 1.57 0.65 2.29 0.057127 0.131778 -5.03
252567_at  zinc finger -like protein zinc finger p--- AT3G46070 -1.18 -0.24 -2.29 0.057136 0.131778 -5.03
250706_at deoxyhypusine synthase  ;supporte DHS AT5G05920 1.24 0.31 2.29 0.057137 0.131778 -5.03
261170_at growth regulator protein similar to G--- AT1G04910 -1.20 -0.27 -2.29 0.057173 0.131849 -5.04
249945_at 60S ribosomal protein L10A  ; supp --- AT5G22440 1.50 0.58 2.29 0.057184 0.13186 -5.04
264668_at  putative 2,3-bisphosphoglycerate-in--- AT1G09780 1.27 0.35 2.29 0.057196 0.131875 -5.04
248096_at embryo-specific protein 1; Ca2+-bin--- AT5G55240 -1.19 -0.25 -2.29 0.057221 0.131918 -5.04
250221_at  protoporphyrinogen oxidase - like pHEMG2 AT5G14220 1.33 0.41 2.29 0.057241 0.131945 -5.04
258410_at putative ribosomal protein similar to --- AT3G16780 1.57 0.65 2.29 0.057244 0.131945 -5.04
250422_at  putative protein KIAA0255 gene, H --- AT5G10840 -1.35 -0.43 -2.29 0.057255 0.131958 -5.04
246063_at  putative protein predicted proteins, --- AT5G19340 -1.18 -0.24 -2.29 0.057274 0.131982 -5.04
259495_at  NBS/LRR disease resistance prote --- AT1G15890 -1.23 -0.30 -2.29 0.057281 0.131982 -5.04
255178_at may be a pseudogene --- --- -1.17 -0.23 -2.29 0.057283 0.131982 -5.04
258753_at hypothetical protein predicted by geATEXO70HAT3G09530 -1.15 -0.20 -2.29 0.05729 0.131983 -5.04
264297_at hypothetical protein similar to hypot --- AT1G78710 -1.15 -0.20 -2.29 0.057295 0.131983 -5.04
260756_at  hypothetical protein contains simila--- AT1G48970 1.17 0.23 2.29 0.057327 0.132038 -5.04



267463_at Expressed protein ; supported by fu--- AT2G33845 1.41 0.49 2.29 0.057334 0.132038 -5.04
265071_at transcription initiation factor TFIID-2TBP2 AT1G55520 1.20 0.27 2.29 0.057336 0.132038 -5.04
259079_at unknown protein --- AT3G04950 1.28 0.36 2.29 0.057349 0.132045 -5.04
247981_at putative protein similar to unknown MIOX5 AT5G56640 -1.17 -0.23 -2.29 0.057353 0.132045 -5.04
245715_s_aExpressed protein ; supported by cD--- AT5G08670 / 1.22 0.29 2.29 0.057357 0.132045 -5.04
263490_at  F-box protein ORE9, AtFBL7 identiMAX2 AT2G42620 -1.43 -0.51 -2.29 0.057367 0.132055 -5.04
245919_at  putative protein various predicted p--- AT5G28780 -1.16 -0.21 -2.29 0.05739 0.132094 -5.04
251155_at  putative protein outer envelope me --- AT3G63160 1.17 0.23 2.29 0.05742 0.13215 -5.04
264256_at putative importin alpha similar to GBIMPA-4 AT1G09270 -1.17 -0.23 -2.29 0.057451 0.132209 -5.04
246154_at  putative protein predicted protein, A--- AT5G19940 -1.20 -0.26 -2.29 0.057458 0.132213 -5.04
246916_at  disease resistance protein - like disAtRLP52 AT5G25910 -1.16 -0.22 -2.29 0.057496 0.132276 -5.04
257562_at hypothetical protein --- --- -1.24 -0.31 -2.29 0.057497 0.132276 -5.04
256742_at  transcription initiation factor IIB, pu --- AT3G29380 -1.19 -0.25 -2.29 0.057549 0.132381 -5.04
264126_at hypothetical protein predicted by geNUA AT1G79280 1.16 0.22 2.29 0.057556 0.132384 -5.04
253913_at  myosin heavy chain - like protein mVIIIB AT4G27370 -1.18 -0.24 -2.29 0.057572 0.132408 -5.04
245417_at phosphoribosylglycinamide formyltr --- AT4G17360 1.34 0.42 2.29 0.057583 0.132411 -5.04
247298_at glucosidase II alpha subunit RSW3 AT5G63840 1.19 0.25 2.29 0.057585 0.132411 -5.04
254291_at  putative protein UDP-galactose tranUTR2 AT4G23010 1.33 0.41 2.28 0.057705 0.132666 -5.04
261065_at hypothetical protein predicted by ge--- AT1G07500 -1.27 -0.35 -2.28 0.057712 0.132666 -5.04
255680_at hypothetical protein --- AT4G00530 1.26 0.34 2.28 0.057713 0.132666 -5.04
252131_at  BCS1 protein-like protein Homo sa BCS1 AT3G50930 2.38 1.25 2.28 0.057758 0.132755 -5.05
257701_at unknown protein contains similarity --- AT3G12710 -2.12 -1.09 -2.28 0.057769 0.132767 -5.05
254047_at hypothetical protein --- AT4G26040 -1.26 -0.34 -2.28 0.057781 0.13278 -5.05
265145_at unknown protein similar to GB:CAA PLT2 AT1G51190 -1.21 -0.28 -2.28 0.057794 0.132797 -5.05
256690_at hypothetical protein predicted by ge--- AT3G32160 -1.24 -0.31 -2.28 0.057848 0.132907 -5.05
261902_at unknown protein ; supported by full-PLMT AT1G80860 1.18 0.24 2.28 0.057874 0.132955 -5.05
252485_at  disease resistance protein RPP13- RPP13 AT3G46530 1.20 0.26 2.28 0.057894 0.132987 -5.05
264292_at hypothetical protein predicted by ge--- AT1G78790 1.24 0.31 2.28 0.05792 0.133034 -5.05
249055_at calmodulin-like protein --- AT5G44460 -1.16 -0.21 -2.28 0.057929 0.13304 -5.05
258194_at unknown protein  ; supported by full--- AT3G29170 -1.28 -0.36 -2.28 0.057936 0.133044 -5.05
260231_at  putative RING zinc finger protein co--- AT1G74410 1.27 0.34 2.28 0.057959 0.133079 -5.05
263324_at hypothetical protein predicted by ge--- AT2G04220 -1.18 -0.24 -2.28 0.057964 0.133079 -5.05
267477_at putative receptor-like protein kinasePLPB AT2G02710 -1.42 -0.51 -2.28 0.057969 0.133079 -5.05
262908_at  pyruvate dehydrogenase e1 alpha AT-E1 ALP AT1G59900 1.19 0.25 2.28 0.057978 0.133087 -5.05
265934_at unknown protein EER5 AT2G19560 1.16 0.21 2.28 0.058001 0.133113 -5.05



249626_at  putative protein nucleoid DNA-bind --- AT5G37540 -1.43 -0.52 -2.28 0.058001 0.133113 -5.05
266923_at unknown protein  ;supported by full---- AT2G45980 1.20 0.27 2.28 0.058007 0.133113 -5.05
245031_at putative mitochondrial carrier protei --- AT2G26360 -1.17 -0.22 -2.28 0.05802 0.13313 -5.05
254636_at putative protein kinase  ; supported CIPK12 AT4G18700 1.17 0.23 2.28 0.058044 0.13317 -5.05
253967_at  putative protein probable membran--- AT4G26550 -1.31 -0.39 -2.28 0.058052 0.133175 -5.05
251814_at chlorophyll a/b-binding protein  ; supLHCA1 AT3G54890 -1.15 -0.20 -2.28 0.05812 0.133319 -5.05
252843_at glycine-rich protein other glycine-ric --- AT3G42130 -1.26 -0.34 -2.28 0.058226 0.133549 -5.05
260008_at  putative RING zinc finger protein co--- AT1G68070 1.18 0.24 2.28 0.058254 0.133599 -5.05
262214_at  germin subunit, putative similar to g--- AT1G74820 -1.18 -0.24 -2.28 0.058266 0.13361 -5.05
260174_at unknown protein  ;supported by full---- AT1G71940 -1.18 -0.24 -2.28 0.058271 0.13361 -5.05
257368_at hypothetical protein predicted by ge--- AT2G29860 -1.18 -0.24 -2.28 0.058289 0.133638 -5.05
249566_at cytochrome P450-like protein CYP735A1 AT5G38450 -1.19 -0.25 -2.28 0.058301 0.133652 -5.05
248072_at unknown protein --- AT5G55680 -1.21 -0.28 -2.28 0.058311 0.133663 -5.05
262738_at hypothetical protein --- AT1G28530 1.25 0.32 2.28 0.058343 0.133712 -5.06
258128_at  chloroplast thylakoidal processing pPLSP1 AT3G24590 -1.25 -0.33 -2.28 0.058349 0.133712 -5.06
252789_s_ahypothetical protein  ; supported by --- AT1G21930 / 1.17 0.23 2.28 0.05835 0.133712 -5.06
250108_at homeobox-leucine zipper protein HAATHB-3 AT5G15150 -1.26 -0.33 -2.28 0.058397 0.133806 -5.06
249662_s_aputative protein hypothetical protein--- AT5G36680 / -1.15 -0.20 -2.28 0.058529 0.134095 -5.06
261440_at hypothetical protein predicted by ge--- AT1G28510 -1.19 -0.25 -2.27 0.058575 0.134187 -5.06
255038_at  neutral invertase like protein DaucuCINV2 AT4G09510 -1.51 -0.60 -2.27 0.058608 0.13425 -5.06
248874_at putative protein strong similarity to u--- AT5G46460 1.32 0.40 2.27 0.058621 0.134266 -5.06
246080_at putative protein --- AT5G20460 1.19 0.25 2.27 0.058631 0.134274 -5.06
256420_at unknown protein --- AT1G33475 / -1.26 -0.34 -2.27 0.058637 0.134275 -5.06
260572_at putative molybdopterin synthase lar --- AT2G43760 -1.18 -0.24 -2.27 0.058653 0.134297 -5.06
267327_at putative protein kinase contains a p --- AT2G19410 -1.18 -0.23 -2.27 0.058695 0.134373 -5.06
258882_at unknown protein  ; supported by full--- AT3G06330 1.22 0.28 2.27 0.058697 0.134373 -5.06
259256_at putative coated vesicle membrane p--- AT3G07680 1.19 0.25 2.27 0.058716 0.134391 -5.06
254065_at gibberellin 20-oxidase - ArabidopsisGA20OX1 AT4G25420 -1.59 -0.67 -2.27 0.058717 0.134391 -5.06
251201_at  putative protein predicted protein, A--- AT3G63020 -1.16 -0.21 -2.27 0.058755 0.134463 -5.06
252318_at glutamate-1-semialdehyde aminotraGSA2 AT3G48730 -1.33 -0.42 -2.27 0.058786 0.134519 -5.06
256067_at unknown protein ;supported by full-l--- AT1G07170 1.28 0.35 2.27 0.058791 0.134519 -5.06
246885_at  putative protein predicted protein, A--- AT5G26230 -1.62 -0.70 -2.27 0.058808 0.134544 -5.06
254456_at  putative protein ribophorin II precurHAP6 AT4G21150 1.24 0.31 2.27 0.058835 0.134592 -5.06
251475_at putative protein other hypothetical p--- AT3G59660 1.36 0.44 2.27 0.058889 0.134703 -5.06
264641_at  ATP-dependent Clp protease prote--- AT1G09130 1.23 0.29 2.27 0.0589 0.134714 -5.07



267239_at unknown protein --- AT2G02510 1.21 0.27 2.27 0.058927 0.134751 -5.07
260723_at unknown protein --- AT1G48070 -1.17 -0.23 -2.27 0.058928 0.134751 -5.07
257550_at hypothetical protein similar to GB:AA--- AT3G18460 -1.24 -0.31 -2.27 0.058958 0.134807 -5.07
255056_at  putative protein helix-loop-helix proTT8 AT4G09820 -1.16 -0.21 -2.27 0.059014 0.134921 -5.07
246043_at  putative protein predicted protein, A--- AT5G19380 -1.41 -0.49 -2.27 0.059024 0.13493 -5.07
266709_at unknown protein  ;supported by full-ATSPP AT2G03120 1.29 0.37 2.27 0.059037 0.13493 -5.07
261462_at hypothetical protein predicted by ge--- AT1G07850 -1.23 -0.30 -2.27 0.059041 0.13493 -5.07
250946_at putative protein --- AT5G03420 1.18 0.24 2.27 0.059042 0.13493 -5.07
254410_at serine/threonine kinase - like protein--- AT4G21410 1.63 0.71 2.27 0.059069 0.134979 -5.07
246867_at  putative protein various predicted p--- AT5G25990 1.16 0.22 2.27 0.059086 0.134993 -5.07
253119_at Expressed protein ; supported by fu--- AT4G35980 1.18 0.24 2.27 0.059087 0.134993 -5.07
266848_at unknown protein  ;supported by full---- AT2G25950 1.29 0.36 2.27 0.059117 0.135047 -5.07
245869_at hypothetical protein predicted by ge--- AT1G26330 -1.18 -0.24 -2.27 0.059162 0.135137 -5.07
245074_at putative protein kinase contains a p --- AT2G23200 1.87 0.91 2.27 0.0592 0.1352 -5.07
256144_at  guanine nucleotide-binding protein RACK1B_AAT1G48630 1.68 0.75 2.27 0.059207 0.1352 -5.07
249676_at serine/threonine protein kinase-like --- AT5G35960 -1.23 -0.30 -2.27 0.059207 0.1352 -5.07
250789_at putative protein contains similarity to--- AT5G05630 1.21 0.27 2.27 0.059231 0.135242 -5.07
254009_at  pyruvate kinase like protein pyruva --- AT4G26390 -1.33 -0.42 -2.27 0.05925 0.135271 -5.07
262798_at  putative SPL1-related protein similaSPL14 AT1G20980 1.21 0.27 2.27 0.059288 0.135323 -5.07
262126_at  disease resistance protein, putativeCW9 AT1G59620 1.29 0.37 2.27 0.05929 0.135323 -5.07
247806_at ABC transporter-like protein ; suppoSTA1 AT5G58270 -1.18 -0.24 -2.27 0.059291 0.135323 -5.07
259112_at putative 60S ribosomal protein  L22--- AT3G05560 1.44 0.53 2.27 0.059357 0.13546 -5.07
257182_s_acrn-like protein similar to crn GB:CA--- AT3G13210 / 1.28 0.36 2.27 0.059372 0.135482 -5.07
264766_at  receptor kinase, putative similar to --- AT1G61420 1.50 0.58 2.26 0.059394 0.135508 -5.07
251817_at  small GTP-binding protein - like (fraARA6 AT3G54840 1.17 0.23 2.26 0.059395 0.135508 -5.07
265986_at putative receptor-like protein kinase--- AT2G24230 -1.31 -0.38 -2.26 0.059406 0.135519 -5.07
260521_at putative villin 2 VLN2 AT2G41740 -1.33 -0.41 -2.26 0.059426 0.13555 -5.07
255796_at similar to mammalian MHC III regio SUVH2 AT2G33290 1.20 0.27 2.26 0.059456 0.135606 -5.07
265099_at  unknown protein Location of EST 2--- AT1G03990 -1.60 -0.68 -2.26 0.059495 0.135676 -5.08
260257_at putative dolichyl-phosphate mannos--- AT1G74340 -1.18 -0.24 -2.26 0.059499 0.135676 -5.08
247664_at  APETALA2 protein - like APETALATOE2 AT5G60120 -1.20 -0.26 -2.26 0.059512 0.135693 -5.08
253176_at  putative protein Human (H326) mR--- AT4G35140 1.32 0.40 2.26 0.059542 0.135747 -5.08
252524_at  putative protein mitochondrial ATP --- AT3G46430 1.23 0.29 2.26 0.059556 0.135766 -5.08
265445_at 60S ribosomal protein L12  ;support--- AT2G37190 1.62 0.70 2.26 0.059565 0.135772 -5.08
245485_at  proline-rich, APG like protein  --- AT4G16230 -1.22 -0.29 -2.26 0.059606 0.135844 -5.08



250655_at transcription factor HBP-1b (gb|AADOBF5 AT5G06960 1.17 0.23 2.26 0.05961 0.135844 -5.08
263573_at unknown protein similar to A. thalian--- AT2G17150 1.28 0.36 2.26 0.059614 0.135844 -5.08
245006_at PSI P700 apoprotein A2 --- --- -1.15 -0.20 -2.26 0.059631 0.135868 -5.08
262523_at  ubiquitin-specific protease 15 (UBPUBP15 AT1G17110 -1.16 -0.21 -2.26 0.059652 0.135899 -5.08
265454_at putative ARF1 family auxin responsARF11 AT2G46530 1.76 0.82 2.26 0.059656 0.135899 -5.08
265670_s_aunknown protein  ;supported by full---- AT2G32190 / 1.76 0.81 2.26 0.059683 0.135946 -5.08
266694_at putative clathrin assembly protein  ; --- AT2G19790 -1.16 -0.21 -2.26 0.059708 0.135989 -5.08
256048_at hypothetical protein contains similar--- AT1G07025 -1.18 -0.24 -2.26 0.059744 0.136057 -5.08
253057_at  putative protein amino-acid N-acety--- AT4G37670 1.66 0.73 2.26 0.059759 0.13607 -5.08
265885_at hypothetical protein predicted by ge--- AT2G42330 -1.28 -0.36 -2.26 0.059761 0.13607 -5.08
262781_s_aproteasome epsilon chain precursorPBE1 AT1G13060 / 1.24 0.32 2.26 0.059867 0.136297 -5.08
247797_at predicted protein --- AT5G58780 -1.23 -0.30 -2.26 0.059876 0.136304 -5.08
254512_at  terpene cyclase like protein vetispir--- AT4G20230 -1.21 -0.28 -2.26 0.059901 0.136347 -5.08
260448_at hypothetical protein predicted by ge--- AT1G72410 -1.22 -0.29 -2.26 0.059914 0.136364 -5.08
246166_at putative protein --- --- -1.20 -0.26 -2.26 0.059991 0.136525 -5.08
246415_at  putative protein (fragment) predicte--- AT5G17160 -1.33 -0.41 -2.26 0.060087 0.136729 -5.09
245476_at hypothetical protein --- AT4G16090 -1.21 -0.27 -2.26 0.060098 0.136742 -5.09
245421_at hypothetical protein --- AT4G17430 1.16 0.21 2.26 0.060179 0.136901 -5.09
251878_at  putative protein predicted protein, A--- AT3G54310 -1.16 -0.22 -2.26 0.06018 0.136901 -5.09
256049_at unknown protein --- AT1G07010 1.27 0.34 2.26 0.060195 0.136921 -5.09
265697_at hypothetical protein predicted by ge--- AT2G32170 1.18 0.24 2.26 0.060232 0.136991 -5.09
260341_at  squamosa-promoter binding protein--- AT1G69170 1.28 0.36 2.26 0.060239 0.136993 -5.09
261766_at  auxin-induced protein IAA5, putativIAA5 AT1G15580 -1.69 -0.76 -2.25 0.060292 0.1371 -5.09
250572_at putative protein MIR834A --- 1.28 0.35 2.25 0.060302 0.137111 -5.09
255129_at  nodulin-like protein nodulin gene M--- AT4G08290 1.56 0.64 2.25 0.060341 0.137186 -5.09
264607_at  putative K+ channel, beta subunit sKAB1 AT1G04690 1.15 0.21 2.25 0.060369 0.137224 -5.09
262390_at hypothetical protein predicted by ge--- AT1G49260 -1.22 -0.29 -2.25 0.06037 0.137224 -5.09
252422_at  putative protein PIT1 - Arabidopsis --- AT3G47550 -1.31 -0.39 -2.25 0.060422 0.137328 -5.09
257659_at Expressed protein ; supported by fu--- AT3G13226 1.16 0.22 2.25 0.060442 0.137361 -5.09
257432_at unknown protein --- AT2G21850 -1.25 -0.32 -2.25 0.060489 0.137452 -5.09
261072_at  hexose transporter, putative similarATSTP2 AT1G07340 -1.24 -0.31 -2.25 0.060502 0.137456 -5.09
255729_at hypothetical protein similar to putati --- AT1G25470 / 1.20 0.26 2.25 0.060502 0.137456 -5.09
245407_at GTP-binding RAB2A like protein RABB1C AT4G17170 -1.19 -0.25 -2.25 0.060523 0.13749 -5.09
260584_at  putative beta-1,3-glucanase, C term--- AT2G43660 -1.18 -0.23 -2.25 0.060534 0.137501 -5.09
261531_at RB-binding protein -like similar to re--- AT1G63490 1.30 0.38 2.25 0.060549 0.137508 -5.09



265785_at hypothetical protein predicted by ge--- AT2G07290 -1.16 -0.21 -2.25 0.060549 0.137508 -5.09
258459_at  hypothetical protein predicted by ge--- --- -1.21 -0.27 -2.25 0.060579 0.137556 -5.09
267474_at hypothetical protein predicted by geWHY3 AT2G02740 1.22 0.29 2.25 0.060585 0.137556 -5.09
250416_at  putative protein predicted proteins, --- AT5G11220 -1.19 -0.26 -2.25 0.060588 0.137556 -5.09
263097_at hypothetical protein predicted by gePDV2 AT2G16070 1.25 0.33 2.25 0.060648 0.137677 -5.09
248994_at disease resistance protein-like RPS4 AT5G45250 1.26 0.33 2.25 0.060658 0.137686 -5.09
252606_at  carboxypeptidase precursor-like pr scpl48 AT3G45010 -1.60 -0.68 -2.25 0.060706 0.137782 -5.10
261164_at hypothetical protein ;supported by fu--- AT1G34470 -1.21 -0.28 -2.25 0.060743 0.137838 -5.10
248527_at putative protein contains similarity to--- AT5G50740 -1.21 -0.27 -2.25 0.060743 0.137838 -5.10
256988_s_a adenosine triphosphatase, putative--- AT3G28710 / -1.16 -0.21 -2.25 0.060766 0.137875 -5.10
255260_at  score=63.7, E=3.9e-15, N=8  ; sup --- AT4G05040 1.25 0.33 2.25 0.060774 0.137875 -5.10
251463_at hypothetical protein --- AT3G59800 -1.21 -0.27 -2.25 0.060782 0.137875 -5.10
248972_at putative protein similar to unknown ATDSS1(V)AT5G45010 1.35 0.43 2.25 0.060784 0.137875 -5.10
254960_at predicted protein --- AT4G10845 -1.22 -0.28 -2.25 0.060814 0.13793 -5.10
253851_at putative transcription factor MYB41 AtMYB41 AT4G28110 -1.23 -0.30 -2.25 0.06082 0.13793 -5.10
265337_at putative ADP-ribosylation factor  ;suTTN5 AT2G18390 -1.32 -0.40 -2.25 0.060886 0.13806 -5.10
245876_at  chaperonin precursor, putative sim --- AT1G26230 1.38 0.47 2.25 0.060889 0.13806 -5.10
254294_at  putative membrane protein membraATRBL7 AT4G23070 -1.40 -0.48 -2.25 0.060903 0.138077 -5.10
256108_at hypothetical protein predicted by ge--- AT1G16940 -1.28 -0.36 -2.25 0.060911 0.138081 -5.10
245965_at  pectin methylesterase-like protein p--- AT5G19730 -1.39 -0.47 -2.25 0.060916 0.138081 -5.10
262290_at Expressed protein ; supported by fu--- AT1G70985 -1.31 -0.38 -2.25 0.060926 0.138089 -5.10
245900_at  putative protein predicted proteins, --- AT5G11040 -1.23 -0.30 -2.25 0.060948 0.138124 -5.10
265486_at unknown protein predicted by gensc--- AT2G15560 1.25 0.32 2.25 0.060964 0.138147 -5.10
252463_at putative protein  ;supported by full-le--- AT3G47070 -1.43 -0.52 -2.25 0.060971 0.138148 -5.10
259096_at putative 40S ribosomal protein S3A --- AT3G04840 1.50 0.59 2.25 0.061017 0.138237 -5.10
262612_at  unknown protein location of ESTs 1--- AT1G14150 -1.58 -0.66 -2.25 0.061022 0.138237 -5.10
264994_at hypothetical protein contains similar--- AT1G67270 -1.18 -0.23 -2.25 0.061045 0.138275 -5.10
264945_at  MADS-box protein (MADS2), putat MAF1 AT1G77080 -1.44 -0.53 -2.25 0.061082 0.138333 -5.10
253888_at hypothetical protein ISI1 AT4G27750 -1.17 -0.23 -2.25 0.061087 0.138333 -5.10
249239_at MAP kinase  ; supported by cDNA: CPuORF58AT5G41990 / 1.17 0.23 2.25 0.061089 0.138333 -5.10
263917_at putative AP2 domain transcription faHRD AT2G36450 -1.30 -0.38 -2.25 0.061101 0.138347 -5.10
262348_at unknown protein similar to transcrip --- AT2G48160 1.17 0.23 2.25 0.061131 0.138403 -5.10
266569_at unknown protein --- AT2G24080 -1.17 -0.23 -2.24 0.061167 0.138465 -5.10
260288_at nodulin-like protein similar to nodule--- AT1G80530 1.32 0.40 2.24 0.061171 0.138465 -5.10
253598_at  ribosomal protein S11 - like ribosom--- AT4G30800 1.66 0.73 2.24 0.061178 0.138468 -5.10



248337_at low-temperature-induced protein 78LTI78 AT5G52310 -2.50 -1.32 -2.24 0.061226 0.138562 -5.10
256497_at  ORF1, putative similar to ORF1 GI ECS1 AT1G31580 -1.44 -0.52 -2.24 0.061261 0.138626 -5.10
251602_at Expressed protein ; supported by fu--- AT3G57785 1.19 0.25 2.24 0.061268 0.13863 -5.10
265660_at putative disease resistance protein AtRLP21 AT2G25470 1.30 0.38 2.24 0.061295 0.138674 -5.11
253865_at  putative RING zinc finger protein A --- AT4G27470 -1.32 -0.40 -2.24 0.0613 0.138674 -5.11
262876_at unknown protein ;supported by full-lATDSS1(I) AT1G64750 1.26 0.33 2.24 0.06132 0.138705 -5.11
265951_at hypothetical protein predicted by geOFP7 AT2G18500 -1.35 -0.43 -2.24 0.061328 0.13871 -5.11
256277_at  omega-6 fatty acid desaturase, endFAD2 AT3G12120 -1.37 -0.45 -2.24 0.061356 0.13876 -5.11
252699_at  hypothetical protein predicted prote--- --- -1.36 -0.44 -2.24 0.061499 0.139068 -5.11
250964_at  putative protein various predicted p--- AT5G03010 -1.24 -0.31 -2.24 0.061515 0.139091 -5.11
259169_at unknown protein similar to unknown--- AT3G03520 1.75 0.80 2.24 0.061533 0.139118 -5.11
265588_at putative pathogenesis-related prote --- AT2G19970 -1.96 -0.97 -2.24 0.061543 0.13912 -5.11
260305_at putative ADP-ribosylation factor 1 n ARFA1D AT1G70490 -1.23 -0.30 -2.24 0.061546 0.13912 -5.11
266851_at similar to avrRpt2-induced protein 1ATPP2-A3 AT2G26820 -1.15 -0.20 -2.24 0.061584 0.139193 -5.11
247761_at phosphoprotein phosphatase 1 cataTOPP2 AT5G59160 -1.20 -0.27 -2.24 0.06162 0.139261 -5.11
257908_at unknown protein contains Pfam pro --- AT3G25410 1.21 0.28 2.24 0.061649 0.139306 -5.11
253087_at purple acid phosphatase like proteinPAP25 AT4G36350 -1.22 -0.28 -2.24 0.061653 0.139306 -5.11
257336_at hypothetical protein --- --- 1.16 0.22 2.24 0.061668 0.139317 -5.11
250460_at putative protein similar to unknown --- AT5G09850 -1.17 -0.23 -2.24 0.06167 0.139317 -5.11
260555_at hypothetical protein predicted by ge--- AT2G41780 1.63 0.71 2.24 0.061685 0.139338 -5.11
260128_at hypothetical protein similar to Yml01--- AT1G36310 1.21 0.28 2.24 0.061703 0.139364 -5.11
251580_at  putative protein ethylene-responsiv--- AT3G58450 -1.30 -0.38 -2.24 0.061746 0.139449 -5.11
255086_at  putative protein chromosome I BAC--- AT4G09300 -1.22 -0.29 -2.24 0.061811 0.13958 -5.11
254607_at hypothetical protein  ;supported by f--- AT4G18920 -1.18 -0.23 -2.24 0.061841 0.139634 -5.11
253103_at  putative auxin-induced protein high--- AT4G36110 -2.39 -1.25 -2.24 0.061857 0.139657 -5.11
266398_at hypothetical protein predicted by ge--- AT2G38680 -1.49 -0.57 -2.24 0.061877 0.139689 -5.11
250444_at  beta-xylosidase - like protein beta-x--- AT5G10560 -1.21 -0.28 -2.24 0.061888 0.139699 -5.12
250588_at SMC-like protein --- AT5G07660 -1.18 -0.24 -2.24 0.061944 0.139812 -5.12
245045_at unknown protein similar to glycopro --- AT2G26590 1.16 0.22 2.24 0.061958 0.139819 -5.12
260603_at  membrane related protein CP5, pu --- AT1G55960 1.32 0.40 2.24 0.061959 0.139819 -5.12
250927_at  lysine decarboxylase - like protein l--- AT5G03270 -1.26 -0.33 -2.24 0.061978 0.139844 -5.12
252337_at CELL DIVISION CONTROL PROTECDC2 AT3G48750 1.34 0.42 2.24 0.061983 0.139844 -5.12
248340_at putative protein similar to unknown --- AT5G52180 -1.19 -0.25 -2.24 0.061998 0.139865 -5.12
246512_at  putative phytochelatin synthetase pIRX6 AT5G15630 -1.25 -0.33 -2.24 0.062009 0.139874 -5.12
252216_at putative protein several hypothetica --- AT3G50420 1.24 0.32 2.24 0.062014 0.139874 -5.12



246909_at  putative protein predicted protein, O--- AT5G25770 1.54 0.63 2.23 0.062069 0.139973 -5.12
252640_at  acyl CoA reductase -like protein acFAR8 AT3G44560 -1.17 -0.23 -2.23 0.062071 0.139973 -5.12
265291_at unknown protein predicted by gensc--- AT2G22720 -1.20 -0.27 -2.23 0.062145 0.140105 -5.12
265102_at putative peroxidase similar to cation--- AT1G30870 -1.21 -0.28 -2.23 0.062147 0.140105 -5.12
253258_at  putative protein NF-180, Petromyzo--- AT4G34400 -1.23 -0.30 -2.23 0.062151 0.140105 -5.12
263372_at 60S ribosomal protein L14  ;support--- AT2G20450 1.48 0.57 2.23 0.062165 0.140105 -5.12
254146_at  endo-1,4-beta-glucanase like proteATGH9A3 AT4G24260 -1.24 -0.31 -2.23 0.062172 0.140105 -5.12
254391_at  putative bifunctional nuclease bifunENDO3 AT4G21590 -1.17 -0.23 -2.23 0.062179 0.140105 -5.12
252260_at putative protein several hypothetica --- AT3G49480 -1.28 -0.36 -2.23 0.062188 0.140105 -5.12
257421_at hypothetical protein predicted by ge--- AT1G12030 -1.37 -0.46 -2.23 0.062194 0.140105 -5.12
257869_at  ER lumen protein retaining recepto --- AT3G25160 -1.16 -0.21 -2.23 0.062195 0.140105 -5.12
254977_s_asubtilisin-like serine protease contai--- AT4G10520 / -1.15 -0.20 -2.23 0.062198 0.140105 -5.12
253968_at  putative calcineurin B-like protein cCBL7 AT4G26560 -1.18 -0.24 -2.23 0.062202 0.140105 -5.12
255242_at  putative protein putative retrotransp--- --- -1.18 -0.23 -2.23 0.062205 0.140105 -5.12
264718_at  receptor-like kinase, putative simila--- AT1G70130 -1.16 -0.22 -2.23 0.062209 0.140105 -5.12
263522_at hypothetical protein --- AT2G24950 -1.16 -0.21 -2.23 0.06222 0.140116 -5.12
249245_at putative protein contains similarity to--- AT5G42280 -1.29 -0.36 -2.23 0.06229 0.140247 -5.12
258730_at putative GTP-binding protein (ATFPATFP8 AT3G11730 1.15 0.20 2.23 0.062292 0.140247 -5.12
264485_at unknown protein ; supported by cDN--- AT1G77220 -1.19 -0.25 -2.23 0.0623 0.140247 -5.12
260702_at  calmodulin, putative similar to calm--- AT1G32250 -1.18 -0.24 -2.23 0.062303 0.140247 -5.12
254202_at  putative protein hydroxymuconic se--- AT4G24140 -1.34 -0.42 -2.23 0.062328 0.140289 -5.12
264410_s_ahypothetical protein predicted by ge--- --- 1.15 0.21 2.23 0.062339 0.140302 -5.12
261505_at  carboxypeptidase, putative similar SOL1 AT1G71696 -1.26 -0.33 -2.23 0.062351 0.140306 -5.12
259407_at  protein phosphatase 2A regulatory PP2AA3 AT1G13320 -1.16 -0.21 -2.23 0.062357 0.140306 -5.12
263328_at hypothetical protein similar to hypot --- AT2G15280 -1.25 -0.33 -2.23 0.06236 0.140306 -5.12
246834_at  putative protein homeotic protein b --- AT5G26630 -1.21 -0.27 -2.23 0.0624 0.140382 -5.12
245184_at F12A21.8 hypothetical protein --- AT1G67790 -1.22 -0.28 -2.23 0.062483 0.140556 -5.12
250473_at  annexin -like protein annexin (AnnAANN6 AT5G10220 -1.15 -0.21 -2.23 0.062498 0.140565 -5.12
257684_s_a unknown protein contains Pfam proVCS AT3G13290 / 1.23 0.30 2.23 0.062499 0.140565 -5.12
263667_at  putative 40S ribosomal protein S15RPS15 AT1G04270 1.27 0.34 2.23 0.062535 0.140612 -5.13
265685_at NAM (no apical meristem)-like proteANAC038 AT2G24430 -1.24 -0.31 -2.23 0.062536 0.140612 -5.13
263196_at hypothetical protein predicted by ge--- AT1G36070 1.34 0.42 2.23 0.062541 0.140612 -5.13
258444_at expressed protein supported by cDNTIC AT3G22380 1.19 0.26 2.23 0.062548 0.140612 -5.13
259170_at hypothetical protein similar to putati --- AT3G03510 -1.17 -0.23 -2.23 0.062551 0.140612 -5.13
250637_at glycine-rich protein atGRP-7 GRP17 AT5G07530 -1.20 -0.27 -2.23 0.062573 0.140648 -5.13



263702_at hypothetical protein identical to hyp --- AT1G31240 -1.19 -0.25 -2.23 0.062585 0.14066 -5.13
253709_at  pyrophosphate-dependent phosphoPFK1 AT4G29220 1.27 0.35 2.23 0.062591 0.140661 -5.13
263887_at hypothetical protein predicted by ge--- AT2G36980 1.26 0.33 2.23 0.062608 0.140684 -5.13
248551_at putative protein similar to unknown WR3 AT5G50200 1.66 0.73 2.23 0.062717 0.140916 -5.13
264179_at hypothetical protein predicted by ge--- AT1G02180 -1.32 -0.40 -2.23 0.06274 0.140954 -5.13
263157_at  aldehyde dehydrogenase homolog ALDH7B4 AT1G54100 1.38 0.46 2.23 0.062787 0.141038 -5.13
247638_at  arabinogalactan protein - like arabi FLA12 AT5G60490 -1.48 -0.56 -2.23 0.06279 0.141038 -5.13
254240_at Expressed protein ; supported by fuSP1L5 AT4G23496 -1.19 -0.25 -2.23 0.062849 0.141157 -5.13
253660_at  putative protein proline-rich protein --- AT4G30140 -1.18 -0.24 -2.23 0.062856 0.141158 -5.13
255961_at  UDP-glucose glucosyltransferase, AtUGT85A7AT1G22340 -1.37 -0.45 -2.23 0.062869 0.141174 -5.13
262312_at hypothetical protein similar to putati MLP28 AT1G70830 -4.52 -2.18 -2.23 0.062929 0.141282 -5.13
259702_at  putative endo-1,3-beta-glucanase s--- AT1G77780 -1.18 -0.24 -2.23 0.06293 0.141282 -5.13
262759_at unknown protein --- AT1G10800 -1.18 -0.23 -2.22 0.062962 0.14134 -5.13
248174_at  50S ribosomal protein L24, chlorop--- AT5G54600 -1.20 -0.26 -2.22 0.062972 0.14135 -5.13
256237_at  leucine rich repeat protein, putativeDRT100 AT3G12610 -6.11 -2.61 -2.22 0.062997 0.141391 -5.13
260047_at putative UDP-N-acetylglucosamine---- AT1G73740 -1.19 -0.25 -2.22 0.063023 0.141436 -5.13
256280_at unknown protein --- AT3G12590 -1.22 -0.29 -2.22 0.063046 0.141471 -5.13
263195_at  non-specific lipid transfer protein, p--- AT1G36150 -1.28 -0.35 -2.22 0.063051 0.141471 -5.13
261945_at unknown protein --- AT1G64530 -1.38 -0.47 -2.22 0.063065 0.141483 -5.13
249913_at GDSL-motif lipase/hydrolase-like pr --- AT5G22810 -1.22 -0.28 -2.22 0.063069 0.141483 -5.13
263253_at bZIP transcription factor (POSF21) --- AT2G31370 -1.25 -0.32 -2.22 0.06308 0.141493 -5.13
266372_at  putative two-component response rATRR3 AT2G41310 1.22 0.29 2.22 0.063096 0.141508 -5.13
251047_at  putative protein mature-parasite-inf--- AT5G02390 -1.23 -0.29 -2.22 0.063098 0.141508 -5.13
249214_at  beta-1,3-glucanase-like protein   --- AT5G42720 -1.42 -0.51 -2.22 0.063114 0.141516 -5.13
256682_at putative protein dihydrolipoamide S LTA3 AT3G52200 1.16 0.22 2.22 0.063115 0.141516 -5.13
259765_at unknown protein ;supported by full-l--- AT1G64370 1.30 0.37 2.22 0.063122 0.141518 -5.13
259024_at hypothetical protein predicted by ge--- --- -1.26 -0.33 -2.22 0.063186 0.141648 -5.14
257238_at unknown protein  ; supported by cD--- AT3G17430 -1.28 -0.35 -2.22 0.063215 0.14169 -5.14
261974_at  protein kinase, putative similar to mCPuORF57AT1G64628 / 1.19 0.25 2.22 0.063217 0.14169 -5.14
267265_at putative serine carboxypeptidase I  SCPL13 AT2G22980 -1.30 -0.38 -2.22 0.063237 0.14172 -5.14
246517_at  ribosomal protein 3 precursor-like p--- AT5G15760 -1.23 -0.30 -2.22 0.063257 0.141751 -5.14
245132_at hypothetical protein predicted by ge--- AT2G45320 1.30 0.38 2.22 0.063289 0.14181 -5.14
267289_at putative protein kinase contains a p --- AT2G23770 -1.17 -0.22 -2.22 0.063324 0.141875 -5.14
261892_at  transcription factor, putative similarWRKY40 AT1G80840 3.02 1.60 2.22 0.063334 0.141883 -5.14
261211_at  uridine diphosphate glucose epimeUGE1 AT1G12780 1.37 0.45 2.22 0.063392 0.141999 -5.14



262221_at hypothetical protein predicted by geARC3 AT1G75010 1.26 0.33 2.22 0.06342 0.142048 -5.14
AFFX-r2-At-  Arabidopsis thaliana /REF=U84969--- --- 1.17 0.23 2.22 0.06344 0.142068 -5.14
266180_at putative PHD-type zinc finger proteiAL6 AT2G02470 1.26 0.33 2.22 0.063442 0.142068 -5.14
250820_at receptor-like protein kinase --- AT5G05160 -1.23 -0.30 -2.22 0.063453 0.142079 -5.14
248142_at putative protein similar to unknown --- AT5G55040 -1.17 -0.23 -2.22 0.063515 0.142205 -5.14
252197_at  receptor protein kinase -like protein--- AT3G50230 -1.16 -0.21 -2.22 0.063551 0.142271 -5.14
251340_at  actin - like protein actin 3, Drosoph ATARP7 AT3G60830 1.19 0.25 2.22 0.063581 0.142324 -5.14
253089_at  putative protein hypothetical protein--- AT4G36290 1.17 0.22 2.22 0.06364 0.142441 -5.14
257028_at  hypothetical protein predicted by ge--- AT3G19230 -1.36 -0.45 -2.22 0.063646 0.142441 -5.14
260896_at flower pigmentation protein ATAN11--- AT1G29310 -1.42 -0.50 -2.22 0.06366 0.142456 -5.14
246704_at putative protein --- AT5G28090 -1.19 -0.25 -2.22 0.063665 0.142456 -5.14
258176_at  B regulatory subunit of PP2A, puta --- AT3G21650 1.40 0.48 2.22 0.063703 0.142526 -5.14
259629_at disease resistance protein contains WRR4 AT1G56510 -1.27 -0.35 -2.22 0.063722 0.142549 -5.14
246562_at  putative protein unknown protein F LNG1 AT5G15580 -2.72 -1.44 -2.22 0.063725 0.142549 -5.14
251802_at  E2, ubiquitin-conjugating enzyme 1UBC14 AT3G55380 1.17 0.23 2.22 0.063777 0.14265 -5.15
256900_at  pectate lyase, putative similar to pe--- AT3G24670 -1.23 -0.30 -2.22 0.063791 0.142668 -5.15
244933_at NADH dehydrogenase ND4L --- --- -1.21 -0.27 -2.22 0.063822 0.142724 -5.15
251916_at  transporter-like protein oligopeptide--- AT3G53960 -1.31 -0.39 -2.22 0.063835 0.142726 -5.15
253862_at NOZZLE/SPOROCYTELESS  ; supSPL AT4G27330 -1.26 -0.34 -2.22 0.063835 0.142726 -5.15
267420_at hypothetical protein predicted by gra--- AT2G35030 1.44 0.52 2.21 0.063929 0.142921 -5.15
251703_at putative protein hypothetical protein--- AT3G56670 -1.26 -0.34 -2.21 0.063941 0.142934 -5.15
248509_at Expressed protein ; supported by fu--- AT5G50335 -5.51 -2.46 -2.21 0.063953 0.142946 -5.15
256602_at unknown protein --- AT3G28310 -1.27 -0.34 -2.21 0.063959 0.142946 -5.15
255150_at putative xylan endohydrolase --- AT4G08160 -1.35 -0.44 -2.21 0.063975 0.142968 -5.15
245979_at  putative protein leucine zipper-contATEXO70CAT5G13150 -1.15 -0.20 -2.21 0.063985 0.142976 -5.15
263294_at hypothetical protein predicted by ge--- --- -1.26 -0.33 -2.21 0.064033 0.143067 -5.15
259871_at nodulin-like protein similar to noduli --- AT1G76800 1.53 0.61 2.21 0.064044 0.143067 -5.15
264649_at hypothetical protein Similar to Vicia --- AT1G09060 -1.24 -0.30 -2.21 0.064045 0.143067 -5.15
267016_at hypothetical protein predicted by ge--- AT2G39160 / -1.19 -0.25 -2.21 0.064063 0.143086 -5.15
245449_at retrotransposon like protein --- --- -1.35 -0.43 -2.21 0.064069 0.143086 -5.15
256538_x_ahypothetical protein predicted by ge--- --- -1.17 -0.23 -2.21 0.064074 0.143086 -5.15
258454_at putative 40S ribosomal protein S10 RPS10 AT3G22300 1.28 0.36 2.21 0.064078 0.143086 -5.15
262457_at hypothetical protein similar to hypot --- AT1G11200 1.36 0.45 2.21 0.064121 0.143167 -5.15
262182_at hypothetical protein predicted by ge--- AT1G77890 -1.18 -0.24 -2.21 0.064129 0.14317 -5.15
246673_at ribosomal protein S1 ;supported by RPS1 AT5G30510 -1.17 -0.23 -2.21 0.064138 0.14317 -5.15



265083_at hypothetical protein predicted by ge--- AT1G03820 -1.44 -0.53 -2.21 0.064141 0.14317 -5.15
260834_at  sugar kinase, putative similar to rib --- AT1G06730 1.24 0.32 2.21 0.06416 0.143198 -5.15
249963_at  putative protein SPECKLE-TYPE PATBPM1 AT5G19000 -1.24 -0.31 -2.21 0.064167 0.1432 -5.15
253621_at  putative protein component of anilin--- AT4G30540 -1.20 -0.26 -2.21 0.06419 0.143229 -5.15
263848_at putative reverse transcriptase --- --- -1.22 -0.28 -2.21 0.064193 0.143229 -5.15
258848_at Expressed protein ; supported by fuDCL2 AT3G03300 / 1.18 0.24 2.21 0.064202 0.143237 -5.15
252177_at  protein kinase ATN1 - like protein p--- AT3G50730 -1.23 -0.30 -2.21 0.064211 0.143242 -5.15
254084_at  ubiquitin activating enzyme - like prSAE1A AT4G24940 1.37 0.45 2.21 0.06426 0.143338 -5.15
261991_at hypothetical protein predicted by ge--- AT1G33700 -1.26 -0.33 -2.21 0.064269 0.143344 -5.15
245952_at  putative protein predicted proteins, --- AT5G28500 1.25 0.32 2.21 0.064401 0.143624 -5.16
248553_at putative protein strong similarity to u--- AT5G50170 1.44 0.52 2.21 0.064421 0.143655 -5.16
249892_at unknown protein --- AT5G22600 -1.16 -0.21 -2.21 0.06445 0.143704 -5.16
254235_at  putative Ap2 domain protein DNA-bCRF2 AT4G23750 -1.18 -0.24 -2.21 0.064458 0.143708 -5.16
257646_at  methionine aminopeptidase, putativMAP1B AT3G25740 -1.41 -0.50 -2.21 0.064469 0.14372 -5.16
266509_at DegP2 protease identical to DegP2 DEGP2 AT2G47940 -1.22 -0.29 -2.21 0.064482 0.143728 -5.16
253191_at cysteine protease XCP1 identical toXCP1 AT4G35350 -1.84 -0.88 -2.21 0.06449 0.143728 -5.16
260191_at putative protein kinase Pfam HMM h--- AT1G67580 1.17 0.22 2.21 0.064497 0.143728 -5.16
257744_at hypothetical protein contains Pfam p--- AT3G29230 1.24 0.31 2.21 0.064498 0.143728 -5.16
256154_at hypothetical protein predicted by ge--- AT3G08490 -1.23 -0.29 -2.21 0.064548 0.143824 -5.16
260837_at  fructose 1,6-bisphosphatase, putat --- AT1G43670 -1.39 -0.48 -2.21 0.064559 0.143836 -5.16
267380_at putative thromboxane-A synthase  ;CYP711A1 AT2G26170 1.47 0.56 2.21 0.06458 0.143856 -5.16
266493_at Mutator-like transposase similar to  --- --- -1.18 -0.24 -2.21 0.064581 0.143856 -5.16
265996_at putative leucine aminopeptidase ide--- AT2G24200 1.47 0.56 2.21 0.064594 0.143858 -5.16
246035_at succinyl-CoA-ligase alpha subunit  --- AT5G08300 1.54 0.62 2.21 0.064594 0.143858 -5.16
258566_at putative glutamate receptor (GLR1) GLR1.1 AT3G04110 1.36 0.45 2.21 0.064618 0.143884 -5.16
245755_at hypothetical protein predicted by ge--- AT1G35210 2.87 1.52 2.21 0.064619 0.143884 -5.16
246762_at  cyclin H-like protein cycH (CAK assCYCH;1 AT5G27620 1.32 0.40 2.21 0.064661 0.143964 -5.16
248735_at laccase (diphenol oxidase) TT10 AT5G48100 -1.18 -0.24 -2.21 0.064702 0.144042 -5.16
250232_at unknown protein --- AT5G13950 -1.18 -0.23 -2.21 0.06471 0.144045 -5.16
251383_at  beta-tubulin cofactor - like protein bTTN1 AT3G60740 1.32 0.40 2.21 0.064723 0.144056 -5.16
262690_at PPR-repeat protein contains multipl --- AT1G62720 1.18 0.24 2.21 0.064727 0.144056 -5.16
258775_at  hydroxyacylglutathione hydrolase cGLY2 AT3G10850 1.19 0.25 2.21 0.06475 0.144065 -5.16
252492_at  chloroplast import-associated chanTOC75-III AT3G46740 1.22 0.29 2.21 0.064755 0.144065 -5.16
261568_at  DNA-binding protein, putative simil NGA3 AT1G01030 -1.20 -0.26 -2.21 0.064756 0.144065 -5.16
250265_at  putative protein predicted proteins, --- AT5G12900 -1.30 -0.37 -2.21 0.064761 0.144065 -5.16



263403_at hypothetical protein similar to hypot TX1 AT2G04040 2.51 1.33 2.21 0.064763 0.144065 -5.16
250975_at putative protein --- AT5G03050 -1.24 -0.31 -2.20 0.064839 0.144219 -5.16
265348_at putative RNA-binding protein --- AT2G22600 -1.21 -0.27 -2.20 0.064858 0.144247 -5.16
252869_at putative protein --- AT4G39930 -1.18 -0.24 -2.20 0.064883 0.144249 -5.16
261171_at unknown protein --- AT1G04880 -1.19 -0.24 -2.20 0.064886 0.144249 -5.16
248706_at unknown protein --- AT5G48530 -1.22 -0.29 -2.20 0.064886 0.144249 -5.16
246741_at  glycine rich protein - like glycine ricemb1644 AT5G27720 1.23 0.30 2.20 0.064889 0.144249 -5.16
265385_at putative diacylglycerol kinase  ;supp--- AT2G20900 1.36 0.45 2.20 0.064896 0.144249 -5.16
259875_s_a12-oxophytodienoate reductase (OPOPR1 AT1G76680 / 1.68 0.75 2.20 0.064896 0.144249 -5.16
267041_at unknown protein --- AT2G34315 -1.15 -0.20 -2.20 0.064909 0.144263 -5.16
255645_at coded for by A. thaliana cDNA T438--- AT4G00880 1.34 0.42 2.20 0.064919 0.144266 -5.16
253460_at hypothetical protein --- AT4G32130 1.24 0.31 2.20 0.064926 0.144266 -5.16
258088_at hypothetical protein predicted by ge--- AT3G14580 1.18 0.24 2.20 0.064934 0.144266 -5.16
263503_s_ahypothetical protein --- AT2G07676 1.17 0.23 2.20 0.064935 0.144266 -5.16
245295_at hypothetical protein ; supported by c--- AT4G16100 1.23 0.30 2.20 0.064955 0.144295 -5.16
267026_at DREB-like AP2 domain transcription--- AT2G38340 1.75 0.80 2.20 0.064978 0.144322 -5.16
255894_at  nuclear poly(A) polymerase, putativ--- AT1G17980 -1.20 -0.26 -2.20 0.06498 0.144322 -5.16
267292_at hypothetical protein predicted by ge--- AT2G23740 -1.20 -0.26 -2.20 0.064988 0.144327 -5.16
246266_at  30S ribosomal protein S11, putativeNFD3 AT1G31817 1.28 0.36 2.20 0.065019 0.144373 -5.16
262547_at hypothetical protein predicted by ge--- AT1G31270 -1.15 -0.20 -2.20 0.065022 0.144373 -5.16
248673_at putative protein contains similarity to--- AT5G48780 -1.17 -0.22 -2.20 0.065031 0.144376 -5.16
253957_at putative protein  ; supported by cDNAGP13 AT4G26320 -1.30 -0.38 -2.20 0.065036 0.144376 -5.16
246913_at  GATA transcription factor - like GA --- AT5G25830 -1.26 -0.34 -2.20 0.065047 0.144386 -5.17
248151_at Lhcb3 chlorophyll a/b binding proteiLHCB3 AT5G54270 -1.39 -0.48 -2.20 0.06506 0.144397 -5.17
252030_at  hypothetical protein predicted prote--- AT3G52690 -1.16 -0.21 -2.20 0.065064 0.144397 -5.17
260635_at unknown protein --- AT1G62420 / -1.25 -0.33 -2.20 0.065098 0.144459 -5.17
263572_at putative disease resistance protein --- AT2G17060 -1.17 -0.22 -2.20 0.065121 0.144496 -5.17
249518_at putative protein similar to unknown --- AT5G38610 -1.19 -0.25 -2.20 0.065128 0.144497 -5.17
247509_at heat shock factor 6 HSFB2A AT5G62020 1.23 0.30 2.20 0.065156 0.144532 -5.17
265164_at putative OBP32pep protein --- AT1G23600 -1.17 -0.23 -2.20 0.065157 0.144532 -5.17
263021_at hypothetical protein predicted by ge--- AT1G23910 -1.15 -0.20 -2.20 0.065167 0.144541 -5.17
246702_at  putative cytidine deaminase - like p--- AT5G28050 -1.63 -0.71 -2.20 0.065239 0.144687 -5.17
262193_at  eukaryotic initiation factor 5 (eIF-5) --- AT1G77840 1.29 0.36 2.20 0.065251 0.144699 -5.17
267185_at unknown protein  ; supported by cDOEP37 AT2G43950 1.21 0.28 2.20 0.065264 0.144714 -5.17
258869_at hypothetical protein similar to xyloseAtVGT1 AT3G03090 -1.23 -0.30 -2.20 0.065403 0.144982 -5.17



258650_at putative protein kinase similar to pro--- AT3G09830 1.37 0.46 2.20 0.065404 0.144982 -5.17
248950_at ATP-dependent Clp protease proteoCLPP4 AT5G45390 -1.22 -0.29 -2.20 0.065404 0.144982 -5.17
267518_at unknown protein --- AT2G30500 1.64 0.71 2.20 0.065459 0.145089 -5.17
251399_at putative protein --- AT3G60590 -1.23 -0.30 -2.20 0.065478 0.145119 -5.17
247971_at zinc protease PQQL-like protein --- AT5G56730 1.18 0.24 2.20 0.065494 0.14514 -5.17
262748_at  lipase, putative contains Pfam profi--- AT1G28610 1.37 0.45 2.20 0.065539 0.145225 -5.17
249287_at putative protein strong similarity to u--- AT5G41250 -1.22 -0.28 -2.20 0.065551 0.145237 -5.17
253340_s_a WD-repeat protein -like protein WDCDC20.2 AT4G33260 / 1.19 0.25 2.20 0.065584 0.145296 -5.17
258222_at putative zinc finger protein contains --- AT3G15680 -1.39 -0.48 -2.20 0.065613 0.145337 -5.17
261419_at hypothetical protein predicted by ge--- AT1G07840 1.15 0.20 2.20 0.065615 0.145337 -5.17
244914_at hypothetical protein --- --- -1.19 -0.25 -2.20 0.065677 0.14546 -5.17
265570_at unknown protein --- AT2G28310 1.24 0.32 2.20 0.065715 0.145529 -5.18
264779_at  putative thioredoxin similar to ESTsACHT4 AT1G08570 -1.49 -0.57 -2.20 0.065728 0.145544 -5.18
258842_at unknown protein similar to putative CLPS3 AT3G04680 1.26 0.33 2.19 0.065748 0.145575 -5.18
262279_at hypothetical protein predicted by ge--- AT1G68630 1.45 0.54 2.19 0.065805 0.145686 -5.18
262178_at  membrane protein, putative similar KOM AT1G77860 -1.28 -0.35 -2.19 0.06587 0.145818 -5.18
262809_at putative glycogen synthase strong sATSS3 AT1G11720 -1.56 -0.64 -2.19 0.065913 0.145898 -5.18
249420_at  NAC domain/ NAM like protein NACanac094 AT5G39820 -1.18 -0.24 -2.19 0.065922 0.145904 -5.18
265468_at hypothetical protein predicted by ge--- AT2G37210 -1.19 -0.26 -2.19 0.065962 0.145977 -5.18
265927_at hypothetical protein --- AT2G18590 -1.23 -0.30 -2.19 0.065974 0.14599 -5.18
253779_at receptor-like protein kinase 5 precu HAE AT4G28490 1.46 0.55 2.19 0.066015 0.146066 -5.18
258496_at putative plant adhesion molecule si --- AT3G02460 -1.29 -0.37 -2.19 0.066071 0.146177 -5.18
258660_at hypothetical protein predicted by ge--- AT3G09850 1.21 0.28 2.19 0.066078 0.146177 -5.18
253129_at  glycine-rich protein glycine-rich proCSDP1 AT4G36020 1.29 0.37 2.19 0.066134 0.146287 -5.18
250982_at  putative protein zinc finger protein, JKD AT5G03150 -1.36 -0.44 -2.19 0.066155 0.146306 -5.18
253220_s_a putative protein phospholipase C, L--- AT4G34920 / -1.28 -0.35 -2.19 0.066155 0.146306 -5.18
263113_at unknown protein Belongs to PF|005--- AT1G03150 -1.16 -0.21 -2.19 0.06617 0.146325 -5.18
245444_at limonene cyclase like protein ATTPS03 AT4G16740 -1.25 -0.32 -2.19 0.066212 0.146403 -5.18
267412_at putative vacuolar sorting receptor --- AT2G34940 -1.71 -0.77 -2.19 0.066224 0.146415 -5.18
255813_at  hypothetical protein contains Pfam --- AT1G19930 -1.20 -0.26 -2.19 0.06627 0.146502 -5.18
257398_at hypothetical protein predicted by ge--- AT2G01990 1.15 0.21 2.19 0.066284 0.14652 -5.18
253196_at NAD+ dependent isocitrate dehydroIDH1 AT4G35260 1.27 0.34 2.19 0.066359 0.146667 -5.19
252434_s_a putative protein mudrA protein - ma--- --- -1.20 -0.26 -2.19 0.066367 0.146667 -5.19
267286_at putative seed maturation protein --- AT2G23640 -1.16 -0.21 -2.19 0.06637 0.146667 -5.19
263024_at hypothetical protein predicted by ge--- AT1G23980 -1.25 -0.32 -2.19 0.066386 0.146689 -5.19



249856_at serine carboxypeptidase scpl47 AT5G22980 -1.31 -0.39 -2.19 0.066397 0.146699 -5.19
257176_s_a cyclopropane-fatty-acyl-phospholip --- AT3G23510 / -1.80 -0.85 -2.19 0.06642 0.146735 -5.19
246014_at putative protein --- AT5G10680 -1.19 -0.25 -2.19 0.066438 0.14676 -5.19
251998_at  putative protein KIAA0010 protein, UPL7 AT3G53090 1.19 0.25 2.19 0.066478 0.146825 -5.19
253387_at  P-Protein - like protein P-Protein prAtGLDP1 AT4G33010 -1.46 -0.54 -2.19 0.066484 0.146825 -5.19
250745_at putative protein strong similarity to u--- AT5G05850 1.31 0.39 2.19 0.066486 0.146825 -5.19
260851_at  nodulin-like protein similar to MtN2 --- AT1G21890 -1.20 -0.26 -2.19 0.066513 0.14687 -5.19
266077_at putative non-LTR retroelement reve--- --- -1.21 -0.27 -2.19 0.066526 0.146884 -5.19
253112_at  putative ascorbate peroxidase ascoAPX5 AT4G35970 -1.31 -0.39 -2.19 0.066541 0.146902 -5.19
246883_at  putative protein many predicted pro--- AT5G26190 -1.16 -0.21 -2.19 0.066615 0.147053 -5.19
263155_at  transcriptional activation factor TAFTAFII21 AT1G54140 -1.22 -0.28 -2.19 0.066658 0.147133 -5.19
249544_at  anti-silencing factor 1-like protein SASF1B AT5G38110 -1.28 -0.36 -2.19 0.066672 0.14715 -5.19
262915_at response regulator 3 identical to resARR3 AT1G59940 -1.23 -0.29 -2.19 0.066697 0.14719 -5.19
259541_at  protein kinase, putative similar to p --- AT1G20650 -1.33 -0.41 -2.18 0.066719 0.147224 -5.19
249690_at acyl-peptide hydrolase-like --- AT5G36210 1.18 0.24 2.18 0.066741 0.147259 -5.19
267554_at  E2, ubiquitin-conjugating enzyme, --- AT2G32790 -1.23 -0.30 -2.18 0.06678 0.147331 -5.19
252657_at hypothetical protein --- AT3G44780 -1.15 -0.20 -2.18 0.066816 0.147395 -5.19
263321_at ADP-ribosylation factor 1  ;supporteARF1A1C AT2G47170 -1.18 -0.24 -2.18 0.066835 0.147423 -5.19
263283_at hypothetical protein predicted by ge--- AT2G36090 1.18 0.24 2.18 0.066844 0.14743 -5.19
253591_at  putative protein hypothetical proteinMUS81 AT4G30870 1.29 0.36 2.18 0.066883 0.147501 -5.19
266235_at putative phloem-specific lectin AtPP2-B10 AT2G02360 1.26 0.34 2.18 0.066926 0.147582 -5.19
251767_at  putative protein U4/U6 small nuclea--- AT3G55930 1.15 0.20 2.18 0.066982 0.14769 -5.19
254696_at hypothetical protein --- AT4G17930 -1.16 -0.22 -2.18 0.066993 0.1477 -5.19
250506_at  ABC transporter, ATP-binding proteGCN2 AT5G09930 -1.21 -0.28 -2.18 0.067005 0.147713 -5.19
259141_at putative cytoskeleton-associated pr --- AT3G10220 1.19 0.25 2.18 0.067024 0.147741 -5.20
266933_at putative Ta11-like non-LTR retroele --- AT2G07760 -1.24 -0.31 -2.18 0.067041 0.147764 -5.20
247471_at  putative protein receptor-like protei ERL1 AT5G62230 -1.21 -0.27 -2.18 0.067057 0.147779 -5.20
263429_at putative aspartate aminotransferaseAAT AT2G22250 1.81 0.86 2.18 0.067061 0.147779 -5.20
259580_at  oxidoreductase, putative contains P--- AT1G28030 -1.25 -0.32 -2.18 0.067102 0.147855 -5.20
261114_at  bZIP transcription factor ATB2, put AtbZIP44 AT1G75388 / 2.71 1.44 2.18 0.06712 0.14787 -5.20
253408_at  putative protein phosphoprotein ph --- AT4G32950 -1.16 -0.21 -2.18 0.067122 0.14787 -5.20
264172_at unknown protein VAD1 AT1G02120 1.30 0.37 2.18 0.067188 0.147994 -5.20
247708_at  putative protein COP1-interacting p--- AT5G59550 1.94 0.96 2.18 0.067191 0.147994 -5.20
253938_at  putative homeodomain protein hom--- AT4G26920 -1.21 -0.27 -2.18 0.067206 0.148013 -5.20
261677_at unknown protein ;supported by full-l--- AT1G18470 1.31 0.39 2.18 0.067221 0.148028 -5.20



254837_at putative protein --- AT4G12360 -1.22 -0.29 -2.18 0.067226 0.148028 -5.20
261327_at  transcription factor, putative contain--- AT1G44830 -2.69 -1.43 -2.18 0.067278 0.148128 -5.20
261950_at  zinc finger protein, putative similar --- AT1G64620 -1.31 -0.39 -2.18 0.067301 0.148162 -5.20
253935_at  putative aspartate-tRNA ligase asp --- AT4G26870 1.51 0.60 2.18 0.06731 0.148162 -5.20
245903_at  CLB1 - like protein CLB1 protein, LSYTD AT5G11100 -1.19 -0.25 -2.18 0.067313 0.148162 -5.20
262398_at hypothetical protein predicted by ge--- AT1G49350 1.15 0.21 2.18 0.067321 0.148165 -5.20
267529_at putative protein kinase contains a p AtAUR3 AT2G45490 -1.24 -0.31 -2.18 0.067378 0.148274 -5.20
265131_at putative polygalacuronase isoenzymJP630 AT1G23760 -1.51 -0.59 -2.18 0.067383 0.148274 -5.20
259989_at hypothetical protein predicted by ge--- --- -1.21 -0.28 -2.18 0.067392 0.148279 -5.20
249910_at chorismate mutase/prephenate dehADT5 AT5G22630 -1.68 -0.75 -2.18 0.067414 0.148309 -5.20
254188_at  UDPglucose 4-epimerase - like proUGE2 AT4G23920 1.46 0.55 2.18 0.06742 0.148309 -5.20
262202_at TATC-like protein similar to GB:AADAPG2 AT2G01110 -1.30 -0.38 -2.18 0.067425 0.148309 -5.20
254689_at putative pectate lyase A11  ; suppo --- AT4G13710 -1.28 -0.35 -2.18 0.067436 0.14832 -5.20
259209_at  putative RNA-binding protein identi --- AT3G09160 -1.14 -0.19 -2.18 0.06749 0.148424 -5.20
256449_at  mutator transposase MUDRA, puta--- --- -1.18 -0.24 -2.18 0.067511 0.148455 -5.20
246201_at minor allergen ;supported by full-len--- AT4G36750 -1.15 -0.21 -2.18 0.067527 0.148471 -5.20
249766_at peroxidase-like protein --- AT5G24070 -1.20 -0.26 -2.18 0.067531 0.148471 -5.20
258257_at putative short chain alcohol dehydro--- AT3G26770 -1.16 -0.21 -2.18 0.067644 0.148705 -5.20
253209_at  putative protein membrane-associa--- AT4G34830 1.25 0.32 2.17 0.067698 0.14881 -5.21
247820_at serine/threonine protein kinase ; su SIP1 AT5G58380 1.26 0.33 2.17 0.067713 0.148827 -5.21
258206_at hypothetical protein predicted by geCID4 AT3G14010 1.19 0.25 2.17 0.067741 0.148875 -5.21
252537_at  putative transporter protein peptide--- AT3G45710 -1.19 -0.26 -2.17 0.067755 0.148891 -5.21
262672_at  RNA pseudouridylate synthase, pu --- AT1G76050 -1.19 -0.25 -2.17 0.067793 0.148959 -5.21
249512_at DNA repair protein RAD23 homolog--- AT5G38470 1.14 0.20 2.17 0.067829 0.149022 -5.21
251316_s_a putative protein putative protein Bc --- AT3G61480 / 1.19 0.26 2.17 0.067835 0.149022 -5.21
249643_at  putative transposase putative trans--- --- -1.23 -0.30 -2.17 0.067841 0.149022 -5.21
251301_at cytochrome p450 (CYP78A9)  ;suppCYP78A9 AT3G61880 1.22 0.29 2.17 0.067852 0.149033 -5.21
248919_at putative protein contains similarity to--- AT5G45920 -1.21 -0.27 -2.17 0.067863 0.149041 -5.21
264458_at unknown protein similar to ESTs gb --- AT1G10410 1.19 0.25 2.17 0.06789 0.149088 -5.21
254134_at  argininosuccinate synthase -like pr --- AT4G24830 -1.38 -0.46 -2.17 0.068011 0.14934 -5.21
265008_at  Mlo protein, putative similar to Mlo MLO6 AT1G61560 1.90 0.93 2.17 0.068021 0.149347 -5.21
254441_at  prolamin box binding protein - like P--- AT4G21050 -1.16 -0.21 -2.17 0.068042 0.149368 -5.21
259938_at hypothetical protein predicted by ge--- AT1G71310 1.20 0.26 2.17 0.068044 0.149368 -5.21
263420_at unknown protein  ; supported by full--- AT2G17240 1.17 0.23 2.17 0.068123 0.149528 -5.21
249713_at putative protein contains similarity to--- AT5G35690 -1.23 -0.30 -2.17 0.068132 0.149532 -5.21



252315_at  putative protein PrMC3 - Pinus rad CXE12 AT3G48690 1.24 0.31 2.17 0.068195 0.149656 -5.21
247097_at  mannan endo-1,4-beta-mannosida --- AT5G66460 1.28 0.36 2.17 0.06823 0.149718 -5.21
264623_at putative NPK1-related protein kinasANP1 AT1G09000 -1.16 -0.21 -2.17 0.06825 0.149748 -5.21
249691_at translation releasing factor RF-2  ;suHCF109 AT5G36170 1.15 0.20 2.17 0.068291 0.149824 -5.21
266094_at Expressed protein ; supported by fu--- AT2G37975 -1.21 -0.27 -2.17 0.0683 0.149826 -5.21
253940_at putative protein other Arabidopsis h --- AT4G26950 1.22 0.29 2.17 0.068305 0.149826 -5.21
258320_at hypothetical protein predicted by ge--- AT3G22710 -1.17 -0.22 -2.17 0.068325 0.149838 -5.21
265854_at hypothetical protein predicted by ge--- AT2G42370 1.16 0.22 2.17 0.068328 0.149838 -5.21
247560_at  putative protein predicted proteins, --- AT5G61090 -1.24 -0.31 -2.17 0.06833 0.149838 -5.21
245032_at En/Spm-like transposon protein rela--- --- -1.29 -0.37 -2.17 0.068351 0.149852 -5.21
258806_at unknown protein --- AT3G04020 1.35 0.43 2.17 0.068355 0.149852 -5.21
256710_at hypothetical protein predicted by ge--- AT3G30350 -1.34 -0.43 -2.17 0.068357 0.149852 -5.21
262463_at  hexose transporter, putative similarSTP9 AT1G50310 -1.37 -0.46 -2.17 0.068369 0.149864 -5.22
258779_at putative protein kinase contains Pfa--- AT3G11870 -1.15 -0.20 -2.17 0.068377 0.149869 -5.22
253599_at  putative protein ash1 protein, DrosoSDG4 AT4G30860 -1.30 -0.37 -2.17 0.068422 0.149948 -5.22
255639_at putative protein APRR8 AT4G00760 -1.24 -0.32 -2.17 0.068427 0.149948 -5.22
259880_at  hypothetical protein similar to hypo --- AT1G76730 -1.30 -0.38 -2.17 0.068436 0.149955 -5.22
264162_at  acyl carrier protein, putative similarmtACP2 AT1G65290 1.23 0.29 2.17 0.068448 0.149967 -5.22
264590_at unknown protein  ;supported by full---- AT2G17710 2.20 1.13 2.17 0.068461 0.149981 -5.22
260574_at hypothetical protein predicted by ge--- AT2G47300 -1.21 -0.28 -2.17 0.068471 0.149988 -5.22
250239_at ABC transporter-like protein --- AT5G13580 -1.27 -0.35 -2.17 0.068616 0.150281 -5.22
247682_at  serine/threonine-specific protein kin--- AT5G59650 -1.21 -0.27 -2.17 0.068618 0.150281 -5.22
262500_at  unknown protein Contains PF|0064FBP7 AT1G21760 1.18 0.23 2.17 0.06863 0.150293 -5.22
262283_at unknown protein ;supported by full-l--- AT1G68590 -1.26 -0.33 -2.16 0.068719 0.150474 -5.22
259424_at  hypothetical protein contains simila--- AT1G13830 1.29 0.37 2.16 0.06875 0.150526 -5.22
263093_at putative replication protein A1 --- --- -1.17 -0.22 -2.16 0.068781 0.15058 -5.22
263377_at AP2 domain transcription factor (ABABI4 AT2G40220 -1.16 -0.21 -2.16 0.068804 0.150617 -5.22
267540_at hypothetical protein predicted by ge--- AT2G32760 -1.16 -0.22 -2.16 0.068813 0.150622 -5.22
260908_at  maternal embryogenesis control pr MEA AT1G02580 1.38 0.47 2.16 0.068827 0.150637 -5.22
248208_at unknown protein ATHB52 AT5G53980 -1.28 -0.35 -2.16 0.068837 0.150645 -5.22
245701_at ferredoxin-dependent glutamate synGLU1 AT5G04140 -1.29 -0.36 -2.16 0.068844 0.150646 -5.22
247939_at putative protein contains similarity toATLIG4 AT5G57160 1.18 0.24 2.16 0.068917 0.150792 -5.22
254115_at  putative protein binding protein HPV--- AT4G24710 -1.17 -0.23 -2.16 0.068957 0.150864 -5.22
251995_at  nuclear envelope membrane proteiFK AT3G52940 -1.16 -0.22 -2.16 0.069001 0.150917 -5.22
260263_at hypothetical protein predicted by geJAG AT1G68480 -1.15 -0.20 -2.16 0.069003 0.150917 -5.22



249604_x_a putative protein RING-H2 finger pro--- AT5G37230 -1.20 -0.26 -2.16 0.069007 0.150917 -5.22
255055_at hypothetical protein --- AT4G09810 1.25 0.33 2.16 0.069008 0.150917 -5.22
257639_at hypothetical protein --- AT3G25720 -1.20 -0.26 -2.16 0.069041 0.150976 -5.22
252089_at putative protein --- AT3G52110 -1.28 -0.35 -2.16 0.06914 0.151177 -5.23
264763_at hypothetical protein contains similar--- AT1G61450 -1.15 -0.21 -2.16 0.069156 0.151188 -5.23
260573_at putative pectinesterase --- AT2G47280 -1.20 -0.27 -2.16 0.069159 0.151188 -5.23
247610_at  putative protein predicted protein, A--- AT5G60630 2.60 1.38 2.16 0.069165 0.151188 -5.23
266462_at unknown protein  ; supported by cD--- AT2G47770 -1.67 -0.74 -2.16 0.069212 0.151277 -5.23
265343_at unknown protein ; supported by full-NIC1 AT2G22570 1.37 0.45 2.16 0.069227 0.151277 -5.23
249064_at putative protein contains similarity to--- AT5G44250 -1.16 -0.21 -2.16 0.06923 0.151277 -5.23
248041_at unknown protein  ;supported by full-emb2731 AT5G55940 -1.15 -0.21 -2.16 0.069232 0.151277 -5.23
252514_at GTP-binding protein ara-3  ; supporATRAB8A AT3G46060 1.16 0.22 2.16 0.069317 0.151448 -5.23
251403_at  putative protein RING finger protein--- AT3G60300 1.27 0.35 2.16 0.069361 0.151531 -5.23
265289_at unknown protein predicted by gensc--- AT2G22690 1.15 0.20 2.16 0.069417 0.151638 -5.23
250715_at splicing factor 3a  ; supported by cDATO AT5G06160 1.27 0.34 2.16 0.069446 0.151686 -5.23
259300_at hypothetical protein predicted by ge--- AT3G05100 -1.18 -0.24 -2.16 0.069467 0.151719 -5.23
264218_at unknown protein --- AT1G60200 1.15 0.20 2.16 0.069568 0.151924 -5.23
253155_at  putative protein predicted protein, A--- AT4G35720 -1.20 -0.27 -2.16 0.069602 0.151971 -5.23
245361_at hypothetical protein ;supported by fu--- AT4G17790 1.40 0.48 2.16 0.069603 0.151971 -5.23
263376_at putative surface protein  ; supportedFLA6 AT2G20520 -1.15 -0.20 -2.16 0.069618 0.151989 -5.23
263074_at putative HMG protein  ;supported byHMGB4 AT2G17560 1.23 0.30 2.16 0.069661 0.152064 -5.23
258050_at unknown protein --- AT3G16200 -1.23 -0.29 -2.16 0.069666 0.152064 -5.23
263224_at putative GTP-binding protein Simila --- AT1G30580 1.26 0.33 2.15 0.069782 0.152304 -5.24
261537_at  carbonyl reductase, putative simila --- AT1G01800 1.15 0.20 2.15 0.069796 0.15232 -5.24
258620_at putative MYB family transcription fa MYB107 AT3G02940 -1.14 -0.18 -2.15 0.069814 0.152344 -5.24
261651_at unknown protein similar to unknownSAT32 AT1G27760 1.41 0.49 2.15 0.069847 0.152403 -5.24
261013_at fatty acid elongase 3-ketoacyl-CoA ATUPS5 AT1G26440 1.28 0.35 2.15 0.069871 0.15244 -5.24
254141_at  glucose-6-phosphate isomerase gluPGI1 AT4G24620 -1.18 -0.24 -2.15 0.069888 0.152462 -5.24
261749_at  dehydrin, putative similar to dehydrERD14 AT1G76180 -1.18 -0.23 -2.15 0.069904 0.152483 -5.24
263558_at putative phosphatidylinositol/phosph--- AT2G16380 -1.27 -0.34 -2.15 0.069912 0.152486 -5.24
251938_at  60S RIBOSOMAL PROTEIN L12 -l--- AT3G53430 1.26 0.33 2.15 0.069939 0.152529 -5.24
247725_at  putative Rab5-interacting protein - --- AT5G59410 1.31 0.39 2.15 0.069946 0.152531 -5.24
254243_at  serine/threonine kinase - like proteiCRK13 AT4G23210 2.21 1.15 2.15 0.069975 0.152559 -5.24
250687_at putative protein similar to unknown --- AT5G06660 1.15 0.20 2.15 0.06999 0.152559 -5.24
246402_at  jasmonate inducible protein, putativ--- AT1G57570 -1.16 -0.21 -2.15 0.069991 0.152559 -5.24



265169_x_aunknown protein --- AT1G23720 -1.19 -0.25 -2.15 0.070001 0.152559 -5.24
256459_at  acetyl-CoA carboxylase, putative s ACC2 AT1G36180 1.24 0.31 2.15 0.070002 0.152559 -5.24
264520_at  putative amino acid permease GC AAP8 AT1G10010 -1.32 -0.40 -2.15 0.070003 0.152559 -5.24
246541_at  ubiquitin-fusion degradation protein--- AT5G15400 1.18 0.24 2.15 0.070006 0.152559 -5.24
253351_at  putative protein hemolysin, 38K, Sy--- AT4G33700 1.19 0.26 2.15 0.070018 0.15257 -5.24
246740_at putative protein --- AT5G27810 -1.15 -0.21 -2.15 0.070037 0.152585 -5.24
244910_s_ahypothetical protein --- --- -1.19 -0.25 -2.15 0.070038 0.152585 -5.24
250469_at  pollen allergen -like protein SAH7 p--- AT5G10130 -1.25 -0.32 -2.15 0.070062 0.152622 -5.24
245725_at  sucrose synthase, putative similar tSUS6 AT1G73370 -1.45 -0.53 -2.15 0.070089 0.152666 -5.24
263743_at coatomer alpha subunit --- AT2G21390 -1.16 -0.21 -2.15 0.070101 0.152678 -5.24
259934_at unknown protein --- AT1G71340 1.29 0.37 2.15 0.070111 0.152687 -5.24
251420_at  transcription factor - like protein tra --- AT3G60490 -1.27 -0.34 -2.15 0.070139 0.152731 -5.24
257668_at  sugar transporter, putative similar t --- AT3G20460 -1.28 -0.36 -2.15 0.07016 0.152763 -5.24
267106_s_aputative vacuolar sorting receptor idATVSR3 AT2G14720 / 1.24 0.31 2.15 0.070185 0.152802 -5.24
246217_at APETALA2 protein ; supported by cAP2 AT4G36920 -1.37 -0.45 -2.15 0.07022 0.152866 -5.24
259259_at spindly (gibberellin signal transductiSPY AT3G11540 1.19 0.25 2.15 0.070234 0.15288 -5.24
258017_at unknown protein --- AT3G19370 -1.40 -0.48 -2.15 0.070252 0.152906 -5.24
261323_at hypothetical protein predicted by ge--- AT1G44760 1.33 0.41 2.15 0.07027 0.152919 -5.24
254862_at  putative transport protein Na(+) dep--- AT4G12030 -1.36 -0.45 -2.15 0.070272 0.152919 -5.24
265567_at unknown protein predicted by genef--- AT2G05580 -1.22 -0.29 -2.15 0.070283 0.15293 -5.24
267025_at unknown protein predicted by gensc--- AT2G38350 -1.14 -0.19 -2.15 0.070292 0.152933 -5.24
249497_at putative protein predicted proteins - --- AT5G39220 -1.22 -0.29 -2.15 0.070337 0.153012 -5.24
245525_at dynein light chain like protein --- AT4G15930 1.14 0.19 2.15 0.070341 0.153012 -5.24
255641_at contains region of similarity to beta --- AT4G00800 -1.19 -0.25 -2.15 0.070363 0.153046 -5.24
252958_at putative transcription factor (MYB4) MYB4 AT4G38620 -1.58 -0.66 -2.15 0.070404 0.153117 -5.24
247144_at DOF zinc finger protein-like --- AT5G65590 -1.30 -0.38 -2.15 0.070418 0.153117 -5.24
256360_at hypothetical protein --- AT1G66440 -1.27 -0.34 -2.15 0.070422 0.153117 -5.24
254811_at  putative protein 2-hydroxy-6-oxohe--- AT4G12230 1.21 0.27 2.15 0.070423 0.153117 -5.24
252694_at  nodulin -like protein nodulin-21, Gly--- AT3G43630 -1.19 -0.25 -2.15 0.070453 0.153167 -5.25
266357_at putative beta-amylase BAM6 AT2G32290 1.64 0.72 2.15 0.070473 0.153196 -5.25
252669_at  putative protein hypothetical protein--- AT3G44100 1.18 0.24 2.15 0.070506 0.153253 -5.25
249537_at  cysteine-tRNA ligase -like protein c--- AT5G38830 1.25 0.32 2.15 0.070557 0.153345 -5.25
264274_at  disease resistance protein RPS4, p--- AT1G60320 -1.18 -0.24 -2.15 0.070561 0.153345 -5.25
247684_at  serine/threonine-specific protein kin--- AT5G59670 -2.84 -1.50 -2.15 0.070604 0.153423 -5.25
264395_at putative GDP-dissociation inhibitor C--- AT1G12070 -1.25 -0.32 -2.15 0.070612 0.153426 -5.25



257885_at  S1 self-incompatibility protein, puta--- AT3G16970 -1.17 -0.23 -2.15 0.070628 0.153434 -5.25
257042_s_ahypothetical protein predicted by ge--- AT3G28640 / 1.17 0.22 2.15 0.07063 0.153434 -5.25
260636_at hypothetical protein contains similarATCDS1 AT1G62430 -1.37 -0.45 -2.15 0.070636 0.153434 -5.25
265245_at unknown protein --- AT2G43060 1.38 0.47 2.14 0.070694 0.153544 -5.25
251718_at putative protein hypothetical proteinMRLK AT3G56100 -1.25 -0.32 -2.14 0.070721 0.153589 -5.25
257626_s_ahypothetical protein --- AT3G26240 / -1.20 -0.26 -2.14 0.070752 0.153642 -5.25
258986_at  putative heat shock protein similar --- AT3G08910 -1.19 -0.26 -2.14 0.070765 0.153655 -5.25
267015_at unknown protein --- AT2G39340 -1.23 -0.30 -2.14 0.070791 0.153697 -5.25
262647_at  putative growth regulator protein si --- AT1G14020 -1.28 -0.36 -2.14 0.070833 0.153761 -5.25
257865_at  protein kinase, putative contains Pf--- AT3G17750 -1.15 -0.20 -2.14 0.070834 0.153761 -5.25
262251_at hypothetical protein predicted by ge--- AT1G53760 1.36 0.44 2.14 0.070844 0.153767 -5.25
262657_at ribonuclease contains similarity to R--- AT1G14210 -1.51 -0.59 -2.14 0.070876 0.153824 -5.25
256965_at  branched chain alpha-keto acid de DIN4 AT3G13450 1.46 0.54 2.14 0.070914 0.153892 -5.25
265969_at En/Spm-like transposon protein rela--- --- -1.18 -0.24 -2.14 0.070922 0.153893 -5.25
263940_at putative calcium-dependent protein CPK25 AT2G35890 -1.16 -0.21 -2.14 0.070941 0.153919 -5.25
245699_at putative protein ;supported by full-le--- AT5G04250 1.37 0.45 2.14 0.070947 0.153919 -5.25
254976_at subtilisin-like serine protease contai--- AT4G10510 -1.18 -0.23 -2.14 0.070973 0.153961 -5.25
261141_at unknown protein contains Pfam pro --- AT1G19740 1.21 0.28 2.14 0.071004 0.154014 -5.25
260110_at hypothetical protein similar to NBS/ --- AT1G63350 -1.16 -0.22 -2.14 0.071019 0.154031 -5.25
264964_at hypothetical protein predicted by ge--- AT1G60460 -1.23 -0.30 -2.14 0.071037 0.154056 -5.25
248629_at mitochondrial carrier protein-like --- AT5G48970 -1.26 -0.34 -2.14 0.071097 0.154171 -5.25
258729_at putative amino acid transporter protANT1 AT3G11900 1.16 0.22 2.14 0.071132 0.154232 -5.25
247726_at telomere repeat-binding protein TRP1 AT5G59430 1.24 0.31 2.14 0.07115 0.154242 -5.25
258652_at putative Ras-like GTP-binding proteATRABC2BAT3G09910 -1.37 -0.45 -2.14 0.071153 0.154242 -5.25
258694_at putative non-phototropic hypocotyl s--- AT3G08660 -1.39 -0.47 -2.14 0.071157 0.154242 -5.26
248484_at carbonyl reductase-like protein --- AT5G51030 1.15 0.20 2.14 0.071164 0.154243 -5.26
250134_at Expressed protein ; supported by cD--- --- 1.22 0.29 2.14 0.071183 0.154269 -5.26
251386_at  putative protein rec, Homo sapiens --- AT3G60800 -1.15 -0.20 -2.14 0.071196 0.154282 -5.26
252951_at  disease resistance response like pr--- AT4G38700 -1.32 -0.40 -2.14 0.07121 0.154299 -5.26
258462_at unknown protein --- AT3G17350 -1.48 -0.57 -2.14 0.071218 0.154302 -5.26
249532_at  AtPP - like protein AtPP protein, Br --- AT5G38780 1.48 0.57 2.14 0.071232 0.154317 -5.26
251614_at hypothetical protein --- AT3G57970 -1.23 -0.30 -2.14 0.071246 0.154332 -5.26
252046_at  putative protein extensin -Nicotiana--- AT3G52460 -1.21 -0.28 -2.14 0.071281 0.154395 -5.26
251400_at  putative protein prib5, Ribes nigrum--- AT3G60420 -2.03 -1.02 -2.14 0.071296 0.154411 -5.26
262037_at hypothetical protein predicted by ge--- --- -1.19 -0.25 -2.14 0.071302 0.154411 -5.26



250341_at MAP3K delta-1 protein kinase --- AT5G11850 -1.15 -0.21 -2.14 0.071325 0.154445 -5.26
251659_at hypothetical protein  ;supported by fBIGYIN AT3G57090 1.19 0.26 2.14 0.071376 0.15454 -5.26
254176_at  hypothetical protein hypothetical pr --- AT4G24200 1.18 0.24 2.14 0.071399 0.154575 -5.26
247059_at UTP-glucose glucosyltransferase  ;sUGT72E2 AT5G66690 1.18 0.24 2.14 0.071422 0.154597 -5.26
246428_at  spindle pole body protein-like spind--- AT5G17410 1.24 0.30 2.14 0.071425 0.154597 -5.26
246059_at  putative protein KED, Nicotiana tab--- AT5G08450 1.17 0.23 2.14 0.071429 0.154597 -5.26
245624_at glucosyltransferase like protein --- AT4G14090 -1.25 -0.32 -2.14 0.07148 0.154692 -5.26
255359_at putative glucose-6-phosphate/phos --- AT4G03950 -1.19 -0.25 -2.14 0.071525 0.154776 -5.26
248297_at protochlorophyllide reductase; oxido--- AT5G53100 -1.15 -0.20 -2.14 0.071532 0.154776 -5.26
250942_at putative protein --- AT5G03350 -4.36 -2.12 -2.14 0.071557 0.154811 -5.26
248037_at sexual differentiation process proteiOPT1 AT5G55930 -1.51 -0.59 -2.14 0.071562 0.154811 -5.26
265999_at unknown protein  ; supported by cD--- AT2G24100 -1.26 -0.33 -2.14 0.071598 0.154875 -5.26
245547_at cytochrome P450 like protein CYP702A2 AT4G15300 -1.16 -0.21 -2.14 0.071605 0.154875 -5.26
248282_at unknown protein  ;supported by full---- AT5G52900 -1.78 -0.84 -2.14 0.071646 0.154938 -5.26
261689_at hypothetical protein contains similar--- AT1G50140 1.26 0.33 2.14 0.071648 0.154938 -5.26
260715_at hypothetical protein predicted by ge--- AT1G48200 1.38 0.46 2.14 0.07167 0.154968 -5.26
260356_at unknown protein  ; supported by fullATMINE1 AT1G69390 -1.18 -0.24 -2.14 0.071675 0.154968 -5.26
260816_at hypothetical protein predicted by ge--- AT1G06930 -1.25 -0.32 -2.14 0.07169 0.154986 -5.26
246535_at putative protein several hypothetica --- AT5G15900 -1.27 -0.34 -2.14 0.071717 0.155028 -5.26
265630_at unknown protein similar to ovarian t --- AT2G27350 1.16 0.21 2.13 0.071739 0.155062 -5.26
260735_at  disease resistance protein, putative--- AT1G17610 -1.39 -0.48 -2.13 0.071759 0.155089 -5.26
260863_at hypothetical protein predicted by ge--- --- -1.29 -0.37 -2.13 0.071769 0.155097 -5.26
247157_at nuclear matrix constituent protein 1 LINC4 AT5G65770 1.19 0.25 2.13 0.071841 0.155239 -5.26
261130_at unknown protein ; supported by cDNPRMT10 AT1G04870 1.39 0.47 2.13 0.071894 0.155298 -5.27
264792_at hypothetical protein similar to hypot --- AT1G08620 1.18 0.24 2.13 0.071898 0.155298 -5.27
244942_at hypothetical protein --- --- -1.17 -0.22 -2.13 0.071899 0.155298 -5.27
250198_at  expressed protein contains similari NAP14 AT5G14100 1.30 0.38 2.13 0.0719 0.155298 -5.27
265754_x_aEn/Spm transposon protein (mosaic--- --- -1.16 -0.21 -2.13 0.071903 0.155298 -5.27
258423_at hypothetical protein predicted by ge--- AT3G16730 1.16 0.21 2.13 0.07193 0.155343 -5.27
266531_at  putative plasma membrane intrinsic--- AT2G16835 -1.15 -0.20 -2.13 0.071968 0.155404 -5.27
254230_at  polyprenyltransferase like protein pAtPPT1 AT4G23660 1.19 0.25 2.13 0.071972 0.155404 -5.27
261652_at  dimethyladenosine transferase, putPFC1 AT1G01860 1.21 0.28 2.13 0.071991 0.15543 -5.27
259252_at  hypothetical protein similar to hypo IBM1 AT3G07610 1.17 0.22 2.13 0.072022 0.155471 -5.27
255327_at putative malonyl-CoA decarboxylas --- AT4G04320 1.15 0.20 2.13 0.072024 0.155471 -5.27
265492_at hypothetical protein AGL95 AT2G15660 -1.18 -0.24 -2.13 0.072039 0.155488 -5.27



255507_at  AtKAP alpha similar to AtKAP, GenMOS6 AT4G02150 1.15 0.20 2.13 0.072046 0.155489 -5.27
265136_at hypothetical protein similar to disea --- AT1G51270 -1.14 -0.19 -2.13 0.072056 0.155496 -5.27
265847_at unknown protein --- AT2G35750 1.16 0.22 2.13 0.072106 0.155582 -5.27
252160_at proline-rich protein --- AT3G50570 -1.25 -0.32 -2.13 0.072109 0.155582 -5.27
263465_at hypothetical protein predicted by ge--- AT2G31940 -1.23 -0.30 -2.13 0.072129 0.15561 -5.27
250202_at putative protein similar to unknown --- AT5G13970 1.21 0.28 2.13 0.072138 0.155615 -5.27
259428_at  MAP kinase, putative similar to MAATMPK11 AT1G01560 2.42 1.28 2.13 0.072158 0.15564 -5.27
248390_at importin alpha subunit IMPA-8 AT5G52000 -1.14 -0.19 -2.13 0.072166 0.15564 -5.27
266565_at putative serine carboxypeptidase II scpl23 AT2G24010 -1.20 -0.27 -2.13 0.07217 0.15564 -5.27
266595_at hypothetical protein predicted by geGC4 AT2G46180 -1.20 -0.27 -2.13 0.0722 0.15569 -5.27
252158_at CDPK-related protein kinase CRK AT3G50530 1.22 0.29 2.13 0.072214 0.155705 -5.27
254123_at  Bnm1 like protein pollen-specific prAPPB1 AT4G24640 -1.18 -0.24 -2.13 0.072249 0.155765 -5.27
246764_s_a putative protein At2g27780 and At2--- AT2G13640 / -1.15 -0.21 -2.13 0.072268 0.155782 -5.27
252506_at  putative protein UDP-galactose tranUTR5 AT3G46180 1.21 0.27 2.13 0.07227 0.155782 -5.27
254643_at  putative protein DNA polymerase II--- AT4G18820 -1.19 -0.26 -2.13 0.072284 0.155796 -5.27
263172_at hypothetical protein predicted by geCID3 AT1G54170 -1.14 -0.19 -2.13 0.072292 0.155798 -5.27
252690_at putative protein --- --- -1.25 -0.32 -2.13 0.072346 0.155893 -5.27
259883_at putative ribophorin I (dolichyl-diphos--- AT1G76400 1.23 0.30 2.13 0.072349 0.155893 -5.27
254106_at geranylgeranylated protein ATGP4 ATGP4 AT4G24990 1.23 0.29 2.13 0.072429 0.15605 -5.27
252253_at Expressed protein ; supported by fu--- AT3G49300 -1.14 -0.19 -2.13 0.072496 0.156179 -5.27
257903_at unknown protein --- AT3G28460 -1.18 -0.23 -2.13 0.072545 0.156272 -5.27
252965_at  putative auxin-induced protein auxi --- AT4G38860 -1.54 -0.62 -2.13 0.072591 0.156349 -5.27
262662_at hypothetical protein similar to hypot --- AT1G13920 -1.22 -0.28 -2.13 0.072595 0.156349 -5.28
259852_at  disulfide bond formation protein, puAERO1 AT1G72280 1.46 0.55 2.13 0.072649 0.156438 -5.28
258367_at putative protein kinase similar to proWAG2 AT3G14370 -1.20 -0.26 -2.13 0.072651 0.156438 -5.28
265021_at unknown protein  ;supported by full---- AT1G24610 -1.15 -0.20 -2.13 0.072657 0.156438 -5.28
261906_at hypothetical protein predicted by ge--- AT1G65080 1.34 0.42 2.13 0.072712 0.156528 -5.28
261837_s_a transcriptional regulator, putative si--- AT1G15910 / 1.25 0.33 2.13 0.072712 0.156528 -5.28
251651_at  putative protein transcription initiati --- AT3G57370 1.14 0.19 2.13 0.072746 0.156586 -5.28
252685_at  disease resistence - like protein RP--- AT3G44410 -1.36 -0.44 -2.13 0.07276 0.156602 -5.28
249966_at  putative protein COLD-INDUCIBLE--- AT5G19030 1.38 0.47 2.12 0.072863 0.1568 -5.28
266092_at hypothetical protein predicted by ge--- AT2G37880 -1.19 -0.25 -2.12 0.072866 0.1568 -5.28
261829_at  P-glycoprotein, putative similar to PPGP10 AT1G10680 -1.23 -0.30 -2.12 0.072874 0.156801 -5.28
250147_at  putative protein predicted proteins, --- AT5G14600 1.30 0.37 2.12 0.072891 0.156824 -5.28
246537_at  putative protein protochlorophyllide--- AT5G15940 -1.20 -0.26 -2.12 0.072899 0.156825 -5.28



266210_at 60S ribosomal protein L10A  ; supp PGY1 AT2G27530 1.36 0.44 2.12 0.072906 0.156827 -5.28
250574_at  putative protein putative transcriptio--- AT5G08230 1.16 0.22 2.12 0.072918 0.156838 -5.28
256864_at  topoisomerase II identical to topois TOPII AT3G23890 -1.25 -0.32 -2.12 0.072947 0.156884 -5.28
251681_at  putative protein hypothetical protein--- AT3G57100 -1.21 -0.28 -2.12 0.072975 0.156931 -5.28
252553_at putative protein --- AT3G45910 -1.18 -0.23 -2.12 0.073035 0.157045 -5.28
252396_at hypothetical protein --- AT3G47980 1.17 0.22 2.12 0.073046 0.157053 -5.28
254223_at  putative protein Pennisetum ciliare --- AT4G23730 1.15 0.20 2.12 0.073092 0.157138 -5.28
265439_at senescence-associated protein con --- AT2G21045 1.97 0.98 2.12 0.073168 0.157285 -5.28
267426_at hypothetical protein predicted by ge--- AT2G34820 -1.17 -0.23 -2.12 0.073224 0.157377 -5.28
252126_at putative disease resistance protein --- AT3G50950 -1.27 -0.35 -2.12 0.073224 0.157377 -5.28
246886_at CLC-d chloride channel protein CLC-D AT5G26240 1.19 0.26 2.12 0.073242 0.157387 -5.28
264549_at putative ser/thr protein kinase simila--- AT1G09440 -1.17 -0.23 -2.12 0.073245 0.157387 -5.28
258124_at Expressed protein ; supported by cD--- AT3G18215 1.31 0.39 2.12 0.07325 0.157387 -5.28
251793_at  regulator of chromosome condensa--- AT3G55580 -1.14 -0.19 -2.12 0.073284 0.157446 -5.28
260983_at hypothetical protein predicted by ge--- AT1G53560 -1.37 -0.45 -2.12 0.073364 0.157604 -5.29
246030_at  Expressed protein genomic sequen--- AT5G21105 -1.18 -0.24 -2.12 0.073391 0.157648 -5.29
259128_at unknown protein similar to pushove BIG AT3G02260 1.30 0.38 2.12 0.073434 0.157723 -5.29
245321_at Expressed protein ; supported by fu--- AT4G15545 1.15 0.20 2.12 0.073462 0.157768 -5.29
265842_at putative AP2 domain transcription faERF38 AT2G35700 -1.45 -0.54 -2.12 0.073479 0.157789 -5.29
261734_at hypothetical protein similar to hypot --- AT1G47790 -1.16 -0.22 -2.12 0.073487 0.157789 -5.29
257596_at unknown protein --- AT3G24760 1.21 0.27 2.12 0.073492 0.157789 -5.29
259226_at  unknown protein similar to hypothe --- AT3G07700 -1.24 -0.31 -2.12 0.073543 0.157883 -5.29
261046_at  flavonol 3-o-glucosyltransferase, pu--- AT1G01390 1.30 0.38 2.12 0.073612 0.157997 -5.29
262620_at hypothetical protein predicted by ge--- AT1G06540 -1.16 -0.21 -2.12 0.073615 0.157997 -5.29
248928_at Rac-like gtp binding protein ARAC2ARAC2 AT5G45970 -1.13 -0.18 -2.12 0.073616 0.157997 -5.29
261638_at Expressed protein ; supported by fu--- AT1G49975 -1.41 -0.49 -2.12 0.073638 0.158028 -5.29
251722_at  putative protein neuronal glutamine--- AT3G56200 1.37 0.45 2.12 0.073652 0.158044 -5.29
267640_at photomorphogenesis repressor (COCOP1 AT2G32950 1.24 0.31 2.12 0.073661 0.158048 -5.29
248264_at putative protein similar to unknown --- AT5G53310 -1.21 -0.27 -2.12 0.073706 0.15812 -5.29
261405_at unknown protein ;supported by full-l--- AT1G18740 -1.41 -0.50 -2.12 0.073709 0.15812 -5.29
249989_at  putative protein FACTOR ASSOCIA--- AT5G18525 1.21 0.27 2.12 0.073739 0.158172 -5.29
246757_at Expressed protein ; supported by fuWPP3 AT5G27940 -1.15 -0.20 -2.12 0.073786 0.158257 -5.29
265538_at unknown protein predicted by gensc--- AT2G15860 1.26 0.33 2.11 0.073838 0.158354 -5.29
264412_at hypothetical protein similar to putati --- AT1G43260 -1.16 -0.22 -2.11 0.073901 0.158474 -5.29
252340_at myb-like protein AtMYB45 AT3G48920 1.30 0.38 2.11 0.073945 0.158552 -5.29



245769_at hypothetical protein similar to putati INT2 AT1G30220 1.16 0.21 2.11 0.073955 0.158559 -5.29
251071_at putative protein receptor protein kin --- AT5G01950 1.33 0.41 2.11 0.073969 0.158559 -5.29
258023_at cinnamyl alcohol dehydrogenase id ATCAD4 AT3G19450 1.53 0.61 2.11 0.073973 0.158559 -5.29
259177_at hypothetical protein similar to putati --- AT3G01630 -1.16 -0.22 -2.11 0.073976 0.158559 -5.29
265308_at putative protein kinase contains a p ALE2 AT2G20300 -1.14 -0.19 -2.11 0.07399 0.158576 -5.29
266850_at unknown protein --- AT2G26850 -1.16 -0.21 -2.11 0.074009 0.1586 -5.29
250065_at  putative protein predicted proteins, --- AT5G17910 -1.27 -0.34 -2.11 0.074027 0.158623 -5.29
252254_at hypothetical protein  ; supported by DMS3 AT3G49250 -1.16 -0.21 -2.11 0.074079 0.15872 -5.30
255033_at  putative protein phosphonopyruvat --- AT4G09520 -1.23 -0.30 -2.11 0.074162 0.158884 -5.30
248945_at putative protein strong similarity to u--- AT5G45510 -1.22 -0.29 -2.11 0.074183 0.158901 -5.30
263889_at putative ABC transporter ATNAP12 AT2G37010 -1.21 -0.27 -2.11 0.074184 0.158901 -5.30
256081_at hypothetical protein contains Pfam pWOX14 AT1G20700 -1.20 -0.27 -2.11 0.074263 0.159056 -5.30
267284_at unknown protein predicted by gensc--- AT2G23700 -1.24 -0.31 -2.11 0.074297 0.159092 -5.30
267058_at putative protein kinase contains a p MAPKKK17AT2G32510 -1.31 -0.39 -2.11 0.074302 0.159092 -5.30
264854_at putative RING zinc finger protein ; sRHA3A AT2G17450 -1.21 -0.28 -2.11 0.074307 0.159092 -5.30
257160_at hypothetical protein predicted by ge--- --- -1.29 -0.37 -2.11 0.074308 0.159092 -5.30
251172_at  putative protein chloroplast ribosomRRF AT3G63190 -1.17 -0.23 -2.11 0.074333 0.159132 -5.30
246544_at  auxin transport protein - like auxin tPIN8 AT5G15100 -1.16 -0.21 -2.11 0.074406 0.159272 -5.30
262830_at  purple acid phosphatase, putative cPAP3 AT1G14700 1.31 0.39 2.11 0.074423 0.159293 -5.30
262460_s_a fructokinase, putative similar to fruc--- AT1G06030 / 1.16 0.22 2.11 0.074448 0.159331 -5.30
261287_at hypothetical protein predicted by ge--- AT1G37020 -1.14 -0.18 -2.11 0.074501 0.159419 -5.30
263047_at putative phosphoserine aminotransf--- AT2G17630 1.42 0.51 2.11 0.074503 0.159419 -5.30
253807_at  putative GPI-anchored protein GPI --- AT4G28280 -1.25 -0.32 -2.11 0.074538 0.15948 -5.30
264684_at unknown protein HEXO3 AT1G65590 -1.40 -0.48 -2.11 0.074576 0.159542 -5.30
250387_at  putative protein predicted proteins, --- AT5G11290 -1.15 -0.20 -2.11 0.074581 0.159542 -5.30
247477_at  putative protein 21K protein precur --- AT5G62340 -1.26 -0.34 -2.11 0.074618 0.159606 -5.30
248181_at cytochrome c biogenesis protein pre--- AT5G54290 -1.27 -0.34 -2.11 0.074685 0.159735 -5.30
261156_s_ahypothetical protein predicted by ge--- AT1G34490 / -1.17 -0.22 -2.11 0.074733 0.159821 -5.30
266278_at putative tropinone reductase --- AT2G29300 -1.56 -0.64 -2.11 0.07474 0.159821 -5.30
247808_at contains similarity to unknown proteECT10 AT5G58190 -1.15 -0.21 -2.11 0.074796 0.159928 -5.30
265880_at unknown protein --- AT2G42300 1.28 0.36 2.11 0.074824 0.159971 -5.31
250077_at putative protein --- AT5G16680 1.16 0.21 2.11 0.074865 0.160045 -5.31
251752_at proline transporter 2 PROT2 AT3G55740 -1.31 -0.39 -2.10 0.07492 0.160147 -5.31
255203_at hypothetical protein --- --- -1.25 -0.32 -2.10 0.074932 0.160154 -5.31
248084_at sodium proton exchanger NHX3 AT5G55470 -1.26 -0.33 -2.10 0.07494 0.160154 -5.31



250225_at Expressed protein ; supported by fu--- AT5G14105 1.25 0.32 2.10 0.074944 0.160154 -5.31
250296_at heat shock protein 17.6-II  ;supporteHSP17.6II AT5G12020 1.47 0.56 2.10 0.075119 0.160492 -5.31
251250_at  putative protein pectin methylestera--- AT3G62180 -1.25 -0.32 -2.10 0.07512 0.160492 -5.31
263221_at UDP-galactose 4-epimerase-like proMUR4 AT1G30620 1.67 0.74 2.10 0.075124 0.160492 -5.31
265143_at unknown protein NFU5 AT1G51390 1.22 0.28 2.10 0.075201 0.160641 -5.31
253512_at  putative protein protein phosphatasWIN2 AT4G31750 -1.18 -0.24 -2.10 0.075257 0.160732 -5.31
251466_at  putative protein hypothetical protein--- AT3G59340 -1.22 -0.29 -2.10 0.075257 0.160732 -5.31
257609_at Expressed protein ; supported by fu--- AT3G13845 1.21 0.28 2.10 0.075266 0.160736 -5.31
264584_at unknown protein Similar to Synecho--- AT1G05140 1.21 0.27 2.10 0.075381 0.160958 -5.31
266384_at hypothetical protein predicted by ge--- AT2G14660 -1.21 -0.27 -2.10 0.075384 0.160958 -5.31
259435_at hypothetical protein similar to putati --- AT1G01450 -1.16 -0.21 -2.10 0.075454 0.161092 -5.31
259864_at hypothetical protein predicted by ge--- AT1G72800 1.36 0.44 2.10 0.075495 0.16114 -5.31
255985_at putative protein contains similarity to--- AT1G34150 1.15 0.21 2.10 0.075495 0.16114 -5.31
254282_at hypothetical protein --- AT4G22860 -1.17 -0.22 -2.10 0.075498 0.16114 -5.31
263678_at hypothetical protein Similar to Babe--- AT1G04420 -1.32 -0.40 -2.10 0.075505 0.16114 -5.31
264056_at putative DOF zinc finger protein  ;su--- AT2G28510 -1.27 -0.34 -2.10 0.075513 0.16114 -5.31
264208_at  putative polyA-binding protein, PABPAB3 AT1G22760 -1.31 -0.39 -2.10 0.075519 0.16114 -5.31
263325_at putative RING zinc finger protein  ; sXERICO AT2G04240 1.41 0.49 2.10 0.075527 0.161142 -5.31
246109_at hypothetical protein (fragment?) --- AT5G20120 -1.22 -0.29 -2.10 0.075592 0.16126 -5.32
264579_at Expressed protein ; supported by fu--- AT1G05205 1.26 0.34 2.10 0.075596 0.16126 -5.32
259440_at hypothetical protein predicted by geBPS1 AT1G01550 1.17 0.22 2.10 0.075627 0.161311 -5.32
254972_at putative protein more than 10 putati --- AT4G10440 -1.20 -0.26 -2.10 0.075642 0.161327 -5.32
245435_at hypothetical protein AT4G17140--- -1.15 -0.20 -2.10 0.075665 0.161362 -5.32
248813_at Expressed protein ; supported by fuVAM3 AT5G46860 1.27 0.34 2.10 0.075697 0.161414 -5.32
254118_at  DNA polymerase III like protein DN--- AT4G24790 1.16 0.22 2.10 0.075712 0.16143 -5.32
259587_at unknown protein ;supported by full-l--- AT1G28120 1.19 0.25 2.10 0.075764 0.161527 -5.32
261027_at  cyclic nucleotide and calmodulin-reATCNGC10AT1G01340 1.64 0.71 2.10 0.075814 0.161619 -5.32
264061_at putative cyclin-dependent kinase re CKS2 AT2G27970 1.43 0.52 2.10 0.075843 0.161664 -5.32
255895_at  12-oxophytodienoate reductase, pu--- AT1G17990 / -1.82 -0.86 -2.10 0.075905 0.161767 -5.32
264016_at putative auxin-regulated protein --- AT2G21220 -1.19 -0.26 -2.10 0.075905 0.161767 -5.32
252526_at  putative protein ethylene-forming e --- AT3G46480 -1.23 -0.30 -2.10 0.075926 0.161797 -5.32
259325_at unknown protein --- AT3G05320 -2.78 -1.47 -2.10 0.075936 0.161804 -5.32
249791_at amino acid transporter  ; supported AAP7 AT5G23810 -1.32 -0.40 -2.09 0.076016 0.161958 -5.32
258497_at putative flowering-time gene CONS COL2 AT3G02380 -1.19 -0.25 -2.09 0.076028 0.161968 -5.32
257572_at hypothetical protein predicted by ge--- AT3G16880 -1.22 -0.28 -2.09 0.076043 0.161985 -5.32



247012_at putative protein contains similarity toTRB2 AT5G67580 1.19 0.25 2.09 0.076068 0.162024 -5.32
263219_at putative serine proteinase Strong si --- AT1G30600 -1.27 -0.34 -2.09 0.076095 0.162059 -5.32
261764_at  receptor lectin kinase, putative sim --- AT1G15530 -1.20 -0.27 -2.09 0.076104 0.162059 -5.32
266426_x_ahypothetical protein predicted by ge--- AT2G07140 1.35 0.43 2.09 0.076106 0.162059 -5.32
261461_at hypothetical protein predicted by ge--- AT1G07860 -1.21 -0.27 -2.09 0.076139 0.162115 -5.32
250410_at  putative protein putative ATP/GTP---- AT5G11010 1.29 0.37 2.09 0.076156 0.162136 -5.32
249869_at acetyl-CoA synthetase-like protein AAE17 AT5G23050 1.28 0.36 2.09 0.076164 0.162138 -5.32
265086_at  hypothetical protein contains Zinc f RING1B AT1G03770 1.27 0.34 2.09 0.076232 0.162267 -5.32
258611_at unknown protein  ;supported by full---- AT3G02860 1.18 0.24 2.09 0.076259 0.162284 -5.32
257759_at hypothetical protein --- AT3G23070 1.29 0.37 2.09 0.076262 0.162284 -5.32
259792_at unknown protein ; supported by cDNCAD1 AT1G29690 -1.62 -0.70 -2.09 0.076266 0.162284 -5.32
258930_at  unknown protein predicted by gens--- AT3G10040 -1.17 -0.23 -2.09 0.076269 0.162284 -5.32
252061_at  hypothetical protein phosphate acty--- AT3G52620 -1.16 -0.22 -2.09 0.076278 0.162284 -5.32
254706_at  putative protein DNA-binding prote --- AT4G17950 -1.26 -0.33 -2.09 0.076283 0.162284 -5.32
252152_at putative protein several hypothetica --- AT3G51350 -1.17 -0.22 -2.09 0.076372 0.162458 -5.33
251590_at  pollen-specific protein BAN102-likeAGP23 AT3G57690 -1.27 -0.34 -2.09 0.07638 0.162461 -5.33
249223_at receptor lectin kinase-like protein --- AT5G42120 1.20 0.27 2.09 0.076554 0.162815 -5.33
248713_at putative protein contains similarity toNSP5 AT5G48180 1.45 0.54 2.09 0.07657 0.162834 -5.33
263079_at putative retroelement pol polyprotei --- --- -1.16 -0.22 -2.09 0.076612 0.162895 -5.33
257404_at hypothetical protein predicted by geSUVR1 AT1G04050 -1.18 -0.24 -2.09 0.076615 0.162895 -5.33
246675_at putative protein --- AT5G30420 -1.19 -0.26 -2.09 0.07662 0.162895 -5.33
265457_at unknown protein  ; supported by full--- AT2G46550 1.24 0.30 2.09 0.076637 0.162907 -5.33
246125_at Expressed protein ; supported by fu--- AT5G19875 1.71 0.77 2.09 0.07664 0.162907 -5.33
267176_at putative zinc finger protein --- AT2G37730 -1.19 -0.26 -2.09 0.076672 0.16296 -5.33
251126_at  putative protein various predicted p--- AT5G01070 -1.16 -0.22 -2.09 0.076685 0.162963 -5.33
251965_at  putative protein variety of predicted--- AT3G53360 1.19 0.25 2.09 0.076688 0.162963 -5.33
251729_at  alpha-galactosidase-like protein alp--- AT3G56310 1.36 0.44 2.09 0.076705 0.162984 -5.33
254989_at  retrotransposon like protein copia-l --- --- -1.21 -0.27 -2.09 0.076745 0.163055 -5.33
261447_at  transcription factor, putative similar --- AT1G21160 1.18 0.23 2.09 0.076755 0.163061 -5.33
262382_at  virus resistance protein, putative si --- AT1G72920 2.31 1.21 2.09 0.076786 0.163112 -5.33
255271_at putative protein (ubiquitin like) to va --- AT4G05260 -1.20 -0.26 -2.09 0.07684 0.1632 -5.33
257941_at putative UDP-glucose glucosyltransUGT71B8 AT3G21800 -1.17 -0.22 -2.09 0.076843 0.1632 -5.33
261125_at  zinc finger protein 2, putative simila--- AT1G04990 1.37 0.45 2.09 0.076849 0.1632 -5.33
263058_at putative non-LTR retrolelement reve--- --- -1.19 -0.25 -2.09 0.07687 0.163228 -5.33
266781_at putative protein kinase contains a p --- AT2G28940 1.25 0.32 2.09 0.076918 0.163315 -5.33



246033_at hydroxymethylbilane synthase  ;supHEMC AT5G08280 -1.26 -0.34 -2.09 0.076938 0.163344 -5.33
246507_at  lipase-like protein monoglyceride lip--- AT5G16120 -1.29 -0.37 -2.09 0.076999 0.163443 -5.33
245089_at putative transketolase precursor  ; s--- AT2G45290 2.19 1.13 2.09 0.077 0.163443 -5.33
252267_at  putative protein NITROGEN REGU--- AT3G49640 -1.27 -0.35 -2.09 0.077018 0.163466 -5.33
266285_at unknown protein --- AT2G29180 -1.39 -0.47 -2.09 0.077082 0.163587 -5.33
248295_at putative protein contains similarity to--- AT5G53070 1.20 0.26 2.09 0.077096 0.163588 -5.33
264001_at putative peroxidase  ;supported by f--- AT2G22420 -1.39 -0.47 -2.09 0.077096 0.163588 -5.33
266859_at putative MADS-box protein AGL41 AT2G26880 -1.21 -0.28 -2.09 0.077119 0.16362 -5.34
251224_at hypothetical protein --- AT3G62620 1.20 0.27 2.08 0.077128 0.163625 -5.34
252948_at  putative protein NLS receptor - OryKAK AT4G38600 -1.20 -0.26 -2.08 0.07714 0.163634 -5.34
248380_at phosphoglucomutase (emb|CAB647PGM AT5G51820 1.40 0.48 2.08 0.077179 0.163702 -5.34
260349_at  mitotic checkpoint protein, putative --- AT1G69400 -1.20 -0.26 -2.08 0.077211 0.163751 -5.34
251624_at hypothetical protein  ;supported by f--- AT3G57280 1.23 0.30 2.08 0.077216 0.163751 -5.34
257999_at hypothetical protein similar to hypot --- AT3G27540 -1.37 -0.45 -2.08 0.077251 0.163805 -5.34
262086_at  GTP-binding protein, putative simila--- AT1G56050 1.22 0.29 2.08 0.07726 0.163805 -5.34
248066_at putative protein contains similarity toQRT1 AT5G55590 -1.19 -0.25 -2.08 0.077263 0.163805 -5.34
252217_at putative protein some putative prote--- AT3G50140 -1.28 -0.35 -2.08 0.077275 0.163814 -5.34
265236_s_ahypothetical protein --- AT2G07714 -1.18 -0.24 -2.08 0.077286 0.163823 -5.34
262287_at unknown protein ;supported by full-l--- AT1G68660 1.20 0.26 2.08 0.077297 0.16383 -5.34
250830_at putative protein similar to unknown --- AT5G04910 1.25 0.32 2.08 0.077316 0.163857 -5.34
247442_s_atubulin beta-2/beta-3 chain (sp|P295TUB2 AT5G62690 / -1.33 -0.42 -2.08 0.077333 0.163877 -5.34
248967_at unknown protein ;supported by full-l--- AT5G45350 -1.24 -0.30 -2.08 0.077351 0.163877 -5.34
258022_at hypothetical protein predicted by ge--- AT3G19460 -1.14 -0.18 -2.08 0.077356 0.163877 -5.34
253929_s_a putative protein H+-transporting AT--- AT2G16030 / -1.20 -0.26 -2.08 0.077363 0.163877 -5.34
250348_at putative protein --- AT5G11990 -1.22 -0.29 -2.08 0.077364 0.163877 -5.34
265542_at putative SNF2 subfamily transcriptioSYD AT2G28290 1.15 0.21 2.08 0.077369 0.163877 -5.34
259585_at hypothetical protein contains similar--- AT1G28090 1.17 0.22 2.08 0.077413 0.163954 -5.34
266609_at unknown protein  ; supported by cDSRO1 AT2G35510 1.26 0.33 2.08 0.077483 0.164081 -5.34
251415_at putative protein --- AT3G60380 -1.17 -0.23 -2.08 0.077499 0.164081 -5.34
253594_at Expressed protein ; supported by fu--- AT4G30820 1.21 0.28 2.08 0.0775 0.164081 -5.34
246409_at  CRK1 protein, putative similar to C --- AT1G57700 -1.26 -0.34 -2.08 0.077505 0.164081 -5.34
259647_at  acetyl-CoA synthetase, putative sim--- AT1G55325 1.21 0.27 2.08 0.077509 0.164081 -5.34
245966_at AP2 domain containing protein RAPRAP2.11 AT5G19790 -1.19 -0.25 -2.08 0.077532 0.164116 -5.34
250154_at  putative aldose 1-epimerase - like p--- AT5G15140 -1.14 -0.19 -2.08 0.077553 0.164137 -5.34
249684_s_acytochrome P450-like --- AT5G36110 / -1.16 -0.21 -2.08 0.077557 0.164137 -5.34



265957_at hypothetical protein predicted by ge--- AT2G37300 -1.13 -0.18 -2.08 0.077583 0.164178 -5.34
264682_at  polygalacturonase, putative similar --- AT1G65570 -1.15 -0.20 -2.08 0.077615 0.16423 -5.34
263619_at putative GDP-mannose  pyrophosp --- AT2G04650 -1.18 -0.24 -2.08 0.077628 0.164241 -5.34
265777_at hypothetical protein predicted by ge--- AT2G07340 1.16 0.22 2.08 0.077637 0.164247 -5.34
258862_at putative mitochondrial processing p MPPBETA AT3G02090 1.18 0.24 2.08 0.07765 0.164258 -5.34
255255_at coded for by A. thaliana cDNA T447--- AT4G05070 1.32 0.40 2.08 0.077666 0.164276 -5.34
257749_at  actin 2 identical to GB:AAB37098 f ACT2 AT3G18780 -1.16 -0.21 -2.08 0.077733 0.164388 -5.34
266657_at unknown protein  ;supported by full---- AT2G25910 -1.14 -0.18 -2.08 0.077733 0.164388 -5.34
245812_at hypothetical protein predicted by ge--- --- -1.16 -0.22 -2.08 0.077775 0.164462 -5.34
253934_at  putative beta-1,3-glucanase beta-1 --- AT4G26830 -1.17 -0.22 -2.08 0.077808 0.164501 -5.34
250336_at alpha-glucosidase 1  ; supported by--- AT5G11720 -1.22 -0.29 -2.08 0.077808 0.164501 -5.34
246325_at hypothetical protein contains similarABA3 AT1G16540 1.50 0.58 2.08 0.077818 0.164507 -5.34
260663_at hypothetical protein predicted by geNFD5 AT1G19520 1.32 0.40 2.08 0.077845 0.164548 -5.34
249959_at  NADH:ubiquinone oxidoreductase --- AT5G18800 1.24 0.30 2.08 0.077853 0.16455 -5.34
260120_at hypothetical protein ATPP2-A4 AT1G33920 -1.18 -0.24 -2.08 0.077884 0.1646 -5.34
266301_at putative MYB family transcription fa AtMYB81 AT2G26960 -1.27 -0.34 -2.08 0.077892 0.164602 -5.35
259554_at hypothetical protein --- --- 1.25 0.32 2.08 0.077929 0.164666 -5.35
248898_at outward rectifying potassium chann KCO2 AT5G46370 -1.21 -0.28 -2.08 0.077941 0.164676 -5.35
249162_at Expressed protein ; supported by fu--- AT5G42765 -1.26 -0.33 -2.08 0.077978 0.164739 -5.35
245204_at  1-AMINOCYCLOPROPANE-1-CAR--- AT5G12270 -1.28 -0.36 -2.08 0.078047 0.164869 -5.35
245764_s_ahypothetical protein contains similarATCSA-1 AT1G19750 / -1.16 -0.21 -2.08 0.078107 0.16498 -5.35
251280_at  putative protein beta-1,3-glucanase--- AT3G61810 -1.17 -0.23 -2.08 0.078171 0.1651 -5.35
245928_s_avegetative storage protein Vsp1  ;suVSP1 AT5G24770 / -3.02 -1.59 -2.08 0.078189 0.165124 -5.35
250658_at C3HC4-type RING zinc finger prote --- AT5G07040 -1.21 -0.27 -2.08 0.078206 0.165143 -5.35
267633_at hypothetical protein predicted by ge--- AT2G42180 -1.15 -0.20 -2.08 0.07823 0.16518 -5.35
254634_at  putative protein transcription factor --- AT4G18650 -1.20 -0.26 -2.07 0.078284 0.165277 -5.35
246270_at putative protein --- AT4G36500 1.81 0.86 2.07 0.078309 0.165316 -5.35
254269_at  putative serine/threonine kinase MA--- AT4G23050 -1.22 -0.29 -2.07 0.078324 0.165327 -5.35
262490_at hypothetical protein predicted by geUREF AT1G21840 -1.23 -0.30 -2.07 0.078329 0.165327 -5.35
253233_at putative protein various predicted pr--- AT4G34290 1.32 0.40 2.07 0.078353 0.165363 -5.35
262152_s_ahypothetical protein predicted by ge--- AT1G52430 / 1.17 0.22 2.07 0.078416 0.165479 -5.35
254108_at putative protein RIN2 AT4G25230 -1.21 -0.27 -2.07 0.078473 0.165584 -5.35
260163_at putative carnitine/acylcarnitine transBAC2 AT1G79900 1.68 0.75 2.07 0.078512 0.165652 -5.35
263878_s_aunknown protein --- AT2G22040 / 1.22 0.28 2.07 0.078536 0.16568 -5.35
265016_at  unknown protein similar to deacety --- AT1G24420 -1.14 -0.19 -2.07 0.07854 0.16568 -5.35



264158_at hypothetical protein contains similarPTAC4 AT1G65260 -1.22 -0.29 -2.07 0.078552 0.16569 -5.35
249069_at unknown protein --- AT5G44010 -1.44 -0.52 -2.07 0.078628 0.165836 -5.35
253766_at putative protein  ;supported by full-le--- AT4G28770 -1.17 -0.23 -2.07 0.078652 0.16587 -5.35
249171_at putative protein contains similarity to--- AT5G42940 1.23 0.30 2.07 0.078707 0.16597 -5.36
249452_at  Sec7/gnom -like protein GNOM, Ar --- AT5G39500 -1.17 -0.23 -2.07 0.078728 0.166 -5.36
261517_at unknown protein ; supported by full---- AT1G71780 1.20 0.26 2.07 0.078754 0.166039 -5.36
256668_at hypothetical protein similar to hypot --- AT3G32190 -1.20 -0.27 -2.07 0.078806 0.166133 -5.36
265794_at unknown protein --- AT2G01310 1.15 0.20 2.07 0.078821 0.166149 -5.36
250317_at tubulin beta-6 chain (sp|P29514)  ; sTUB6 AT5G12250 -1.63 -0.70 -2.07 0.078864 0.166226 -5.36
250527_at serine/threonine-protein kinase SNRK2.1 AT5G08590 1.16 0.21 2.07 0.079074 0.166652 -5.36
259602_at  disease resistance protein, putative--- AT1G56520 -1.15 -0.20 -2.07 0.079096 0.166683 -5.36
245170_at  60S ribosomal protein L18, 5'partia--- AT2G47570 -1.18 -0.24 -2.07 0.079123 0.166724 -5.36
263757_at  cysteine proteinase similar to cyste--- AT2G21430 1.30 0.38 2.07 0.079131 0.166725 -5.36
266317_at calmodulin identical to GB:L18912; CAM5 AT2G27030 -1.17 -0.23 -2.07 0.07916 0.166772 -5.36
251819_at  phosphatidylglycerophosphate syn PGPS2 AT3G55030 -1.19 -0.25 -2.07 0.079169 0.166776 -5.36
253202_at Expressed protein ; supported by fu--- AT4G34555 1.40 0.49 2.07 0.07921 0.166846 -5.36
267354_at putative MYB family transcription fa MYB25 AT2G39880 -1.30 -0.38 -2.07 0.079236 0.166873 -5.36
250146_at  putative protein polypeptide deformPDF1B AT5G14660 -1.32 -0.40 -2.07 0.079237 0.166873 -5.36
247267_at 40S ribosomal protein S28 (sp|P347RPS28 AT5G64140 1.42 0.50 2.07 0.079245 0.166873 -5.36
262451_at receptor-associated kinase isolog SUB AT1G11130 -1.33 -0.41 -2.07 0.079263 0.166897 -5.36
266549_at Expressed protein ; supported by fuEXL1 AT2G35150 -1.19 -0.25 -2.07 0.079293 0.166944 -5.36
262356_at hypothetical protein predicted by ge--- AT1G73000 -1.16 -0.21 -2.07 0.079326 0.166997 -5.36
253898_s_atryptophan synthase beta-subunit (TTSB2 AT4G27070 / 1.65 0.72 2.07 0.079339 0.167008 -5.36
254404_at hypothetical protein B70 AT4G21340 -1.13 -0.18 -2.07 0.079345 0.167008 -5.36
255333_at putative polyprotein --- --- -1.16 -0.21 -2.07 0.079362 0.167028 -5.36
257823_at  integral membrane protein, putative--- AT3G25190 -1.20 -0.26 -2.06 0.079413 0.16712 -5.36
264154_at unknown protein --- AT1G65430 -1.17 -0.23 -2.06 0.079443 0.167168 -5.36
252692_at  cysteine proteinase contains simila --- AT3G43960 -1.48 -0.57 -2.06 0.079453 0.167173 -5.36
249775_at  squalene monooxygenase 1,2 (squSQE6 AT5G24160 1.32 0.40 2.06 0.079478 0.16721 -5.37
259076_at hypothetical protein predicted by geTMAC2 AT3G02140 -2.00 -1.00 -2.06 0.079496 0.167211 -5.37
260011_at  hypothetical protein similar to hypo --- AT1G68110 -1.22 -0.29 -2.06 0.079497 0.167211 -5.37
262305_at hypothetical protein predicted by ge--- AT1G70950 -1.17 -0.22 -2.06 0.0795 0.167211 -5.37
248741_at putative protein similar to unknown SLY2 AT5G48170 1.29 0.37 2.06 0.079526 0.167249 -5.37
259987_at thaumatin-like protein (PR-5) simila ATLP-3 AT1G75030 -1.24 -0.31 -2.06 0.079538 0.167256 -5.37
254927_at  putative protein hypothetical protein--- AT4G11400 -1.21 -0.28 -2.06 0.079544 0.167256 -5.37



254281_at  predicted protein ileal sodium-depe--- AT4G22840 1.68 0.74 2.06 0.079587 0.167331 -5.37
255101_at  putative lipid transfer protein simila --- AT4G08670 -1.23 -0.30 -2.06 0.079716 0.167587 -5.37
246608_at  putative protein various predicted p--- AT5G35380 -1.21 -0.27 -2.06 0.079809 0.167767 -5.37
250401_at  putative protein HSPC184, Homo s--- AT5G10780 1.15 0.21 2.06 0.079816 0.167767 -5.37
263846_at putative RNA polymerase sigma-70SIGF AT2G36990 1.27 0.35 2.06 0.079834 0.167789 -5.37
263381_at putative MADS-box protein AGL48 AT2G40210 -1.16 -0.21 -2.06 0.079948 0.168013 -5.37
247663_at  putative protein predicted proteins, APUM18 AT5G60110 1.15 0.20 2.06 0.080007 0.168119 -5.37
259018_at unknown protein similar to unknownAIR12 AT3G07390 1.72 0.79 2.06 0.080013 0.168119 -5.37
258977_s_aputative aspartate kinase similar to AK3 AT3G02020 / -1.30 -0.37 -2.06 0.080035 0.168149 -5.37
247614_at putative protein --- AT5G60240 -1.16 -0.21 -2.06 0.080057 0.168177 -5.37
245631_at  tRNA-glutamine synthetase, putativOVA9 AT1G25350 1.16 0.22 2.06 0.080063 0.168177 -5.37
254932_at  putative translation elongation facto--- AT4G11120 1.29 0.37 2.06 0.080075 0.168187 -5.37
245017_at PSI I protein --- --- -1.20 -0.27 -2.06 0.080171 0.168374 -5.37
252660_at putative protein --- AT3G44440 -1.15 -0.21 -2.06 0.080213 0.168446 -5.37
252984_at cinnamyl-alcohol dehydrogenase E ELI3-2 AT4G37990 1.68 0.75 2.06 0.08023 0.168467 -5.37
245904_at  sucrose-phosphate synthase -like pATSPS2F AT5G11110 1.21 0.28 2.06 0.080287 0.16857 -5.38
247554_at  putative protein leucine zipper-contATEXO70EAT5G61010 1.55 0.63 2.06 0.080303 0.168579 -5.38
262861_at hypothetical protein similar to hypot --- AT1G64820 -1.18 -0.24 -2.06 0.080306 0.168579 -5.38
252918_at putative protein --- AT4G38980 1.14 0.19 2.06 0.080329 0.168613 -5.38
253665_at hypothetical protein --- AT4G30230 1.34 0.42 2.06 0.080361 0.168657 -5.38
252348_at  B12D-like protein B12D protein - H --- AT3G48140 1.17 0.22 2.06 0.080365 0.168657 -5.38
253451_at  putative myb-protein transforming pPC-MYB1 AT4G32730 -1.17 -0.22 -2.06 0.080382 0.168676 -5.38
261470_at  ethylene-responsive element bindinERF11 AT1G28370 2.17 1.12 2.06 0.08047 0.168839 -5.38
AFFX-r2-At-  Arabidopsis thaliana /REF=U84969--- --- 1.13 0.18 2.06 0.080479 0.168839 -5.38
248457_at putative protein contains similarity to--- AT5G51420 -1.25 -0.32 -2.06 0.080482 0.168839 -5.38
262293_at  heat-shock protein 90, putative ide --- AT1G27640 -1.28 -0.35 -2.06 0.080509 0.16888 -5.38
267398_at putative glucanase AtGH9B11 AT2G44560 -1.20 -0.27 -2.06 0.08053 0.168896 -5.38
265803_at hypothetical protein predicted by ge--- AT2G18115 -1.23 -0.30 -2.06 0.080537 0.168896 -5.38
261627_at  arsA homolog (hASNA-I), putative --- AT1G01910 -1.15 -0.21 -2.06 0.080539 0.168896 -5.38
254921_at  putative protein hypothetical protein--- AT4G11300 1.29 0.37 2.05 0.080562 0.16893 -5.38
260344_at  polyneuridine aldehyde esterase, pMES15 AT1G69240 -1.19 -0.25 -2.05 0.080571 0.168933 -5.38
264740_at unknown protein --- AT1G62070 -1.17 -0.23 -2.05 0.080581 0.168938 -5.38
248966_at unknown protein ;supported by full-l--- AT5G45360 1.19 0.25 2.05 0.080607 0.168977 -5.38
255370_at putative protein --- --- -1.15 -0.20 -2.05 0.080624 0.168996 -5.38
248379_at RAR1 (gb|AAF18433.1) non-consenPBS2 AT5G51700 1.19 0.25 2.05 0.080654 0.168996 -5.38



263398_at putative RAS superfamily GTP-bindAtRABA5d AT2G31680 -1.19 -0.25 -2.05 0.080657 0.168996 -5.38
249972_at  tRNA isopentenyltransferase -like pIPT5 AT5G19040 -1.18 -0.23 -2.05 0.080661 0.168996 -5.38
262954_at  rubredoxin, putative similar to rubre--- AT1G54500 -1.23 -0.30 -2.05 0.080663 0.168996 -5.38
265321_at putative Tub family protein AtTLP2 AT2G18280 -1.15 -0.20 -2.05 0.080666 0.168996 -5.38
265648_at  putative beta-1,3-glucanase  ;supp --- AT2G27500 1.45 0.54 2.05 0.080673 0.168996 -5.38
264177_at hypothetical protein contains Pfam p--- AT1G02150 1.17 0.23 2.05 0.080675 0.168996 -5.38
262502_at unknown protein similar to hypothetPTAC6 AT1G21600 1.18 0.23 2.05 0.08075 0.169126 -5.38
259417_at unknown protein contains similarity HFR1 AT1G02340 -1.32 -0.40 -2.05 0.080752 0.169126 -5.38
264262_at Expressed protein ; supported by fu--- AT1G09200 -2.06 -1.04 -2.05 0.080788 0.169187 -5.38
261656_at unknown protein similar to kinesin-liARK2 AT1G01950 -1.54 -0.62 -2.05 0.080822 0.169243 -5.38
253349_at putative protein --- --- 1.15 0.20 2.05 0.080853 0.169283 -5.38
258144_at hypothetical protein --- AT3G18180 -1.15 -0.20 -2.05 0.080857 0.169283 -5.38
264151_at hypothetical protein    predicted by g--- AT1G02070 -1.19 -0.25 -2.05 0.080867 0.169289 -5.38
267617_at heme oxygenase 1 (HO1) identical TED4 AT2G26670 1.30 0.38 2.05 0.080891 0.169315 -5.38
252894_at hypothetical protein --- AT4G39440 -1.21 -0.27 -2.05 0.080894 0.169315 -5.38
263179_at unknown protein similar to unknown--- AT1G05710 1.36 0.45 2.05 0.080902 0.169316 -5.38
261074_at hypothetical protein predicted by ge--- AT1G07290 -1.17 -0.23 -2.05 0.080926 0.16933 -5.38
248758_at RNA-binding protein-like  ;supported--- AT5G47620 1.21 0.28 2.05 0.080927 0.16933 -5.38
258111_at putative cytochrome P450 similar toCYP72A9 AT3G14630 -1.23 -0.30 -2.05 0.080931 0.16933 -5.38
261519_at unknown protein ; supported by cDN--- AT1G71810 -1.27 -0.34 -2.05 0.081003 0.169466 -5.38
260931_at hypothetical protein predicted by ge--- AT1G02550 -1.22 -0.29 -2.05 0.081028 0.169503 -5.38
248822_at peroxidase  ;supported by full-lengt --- AT5G47000 -1.16 -0.21 -2.05 0.08111 0.169659 -5.39
250205_at unknown protein --- AT5G14020 -1.17 -0.22 -2.05 0.081236 0.169906 -5.39
246312_at  G-protein, putative contains Pfam pXLG3 AT1G31930 1.46 0.55 2.05 0.081244 0.169906 -5.39
249801_at calcium-dependent protein kinase (pCDPK9 AT5G23580 1.18 0.24 2.05 0.081277 0.16996 -5.39
254908_at putative protein other hypothetical p--- --- -1.20 -0.26 -2.05 0.081304 0.169976 -5.39
264642_at putative CCAAT-binding transcriptioNF-YB4 AT1G09030 -1.18 -0.24 -2.05 0.081305 0.169976 -5.39
245541_at hypothetical protein --- AT4G15240 1.28 0.35 2.05 0.081313 0.169976 -5.39
261476_at hypothetical protein contains similar--- AT1G14480 1.44 0.52 2.05 0.081314 0.169976 -5.39
249930_at synaptobrevin-like protein ATVAMP71AT5G22360 -1.17 -0.22 -2.05 0.081325 0.169982 -5.39
255949_at hypothetical protein predicted by ge--- AT1G22080 -1.13 -0.18 -2.05 0.081353 0.170027 -5.39
248121_at putative protein contains similarity toGAUT12 AT5G54690 -1.28 -0.35 -2.05 0.08138 0.170065 -5.39
256100_at unknown protein --- AT1G13750 1.66 0.73 2.05 0.081386 0.170065 -5.39
253284_at  putative protein hydroxyproline-rich--- AT4G34150 -1.42 -0.50 -2.05 0.081459 0.170201 -5.39
266522_at putative ubiquitin-conjugating enzymUBC23 AT2G16920 1.20 0.26 2.05 0.081529 0.170323 -5.39



252229_at  putative protein lea32, Arabidopsis --- AT3G49890 1.23 0.29 2.05 0.081532 0.170323 -5.39
258886_at putative importin alpha similar to GBIMPA-7 AT3G05720 -1.18 -0.24 -2.05 0.081597 0.170443 -5.39
250214_at endoxyloglucan transferase (dbj|BAEXGT-A4 AT5G13870 1.21 0.28 2.05 0.081653 0.170534 -5.39
261127_at unknown protein ; supported by cDN--- AT1G04790 1.24 0.31 2.05 0.08166 0.170534 -5.39
246917_at serine-rich protein  ;supported by fu --- AT5G25280 1.37 0.46 2.05 0.081663 0.170534 -5.39
252538_at  putative transporter protein peptide--- AT3G45720 -1.15 -0.20 -2.05 0.081689 0.170572 -5.39
252287_at 30S ribosomal protein S9 -like simil --- AT3G49080 1.29 0.37 2.04 0.081788 0.170763 -5.39
259460_at unknown protein ; supported by cDN--- AT1G44000 -1.36 -0.45 -2.04 0.081814 0.170801 -5.39
266964_at putative ABC transporter related to PGP6 AT2G39480 -1.13 -0.18 -2.04 0.081827 0.170812 -5.39
257718_at  organ separation protein, putative sanac058 AT3G18400 -1.19 -0.25 -2.04 0.081845 0.170834 -5.39
251093_at putative protein several hypothetica --- AT5G01360 -1.31 -0.39 -2.04 0.081908 0.170951 -5.39
257968_at hypothetical protein predicted by ge--- AT3G27550 1.28 0.36 2.04 0.081942 0.171006 -5.40
249943_at putative protein similar to unknown --- AT5G22280 1.39 0.48 2.04 0.081979 0.171057 -5.40
246118_at  beta-1,3-glucanase bg5   BG5 AT5G20340 -1.20 -0.26 -2.04 0.081981 0.171057 -5.40
258615_at putative aspartyl protease contains --- AT3G02740 1.23 0.30 2.04 0.082052 0.17119 -5.40
247823_at  putative protein predicted proteins f--- AT5G58450 1.14 0.19 2.04 0.082124 0.171302 -5.40
252273_at  putative WD-40 repeat - protein be --- AT3G49660 1.19 0.25 2.04 0.08213 0.171302 -5.40
266506_at unknown protein --- AT2G47850 1.16 0.22 2.04 0.082145 0.171302 -5.40
266944_at unknown protein predicted by genef--- AT2G18870 / -1.19 -0.25 -2.04 0.082147 0.171302 -5.40
257681_at hypothetical protein predicted by ge--- AT3G13370 -1.14 -0.19 -2.04 0.082151 0.171302 -5.40
248655_at 60S ribosomal protein L13a  ;suppo--- AT5G48760 1.26 0.33 2.04 0.082151 0.171302 -5.40
257474_at  DNA-3-methyladenine glycosidase --- AT1G80850 -1.20 -0.27 -2.04 0.082246 0.171483 -5.40
249258_at putative protein similar to unknown --- AT5G41650 1.15 0.20 2.04 0.082276 0.17153 -5.40
253409_at putative protein --- AT4G32960 1.15 0.20 2.04 0.082299 0.171562 -5.40
258424_at hypothetical protein predicted by ge--- AT3G16750 1.20 0.26 2.04 0.082319 0.171589 -5.40
256013_at unknown protein DA1 AT1G19270 1.23 0.30 2.04 0.082363 0.171666 -5.40
260582_at hypothetical protein predicted by ge--- AT2G47200 1.20 0.26 2.04 0.082381 0.171679 -5.40
254605_at  protein kinase - like protein protein --- AT4G18950 -1.48 -0.57 -2.04 0.082385 0.171679 -5.40
262828_at major latex protein type1 identical to--- AT1G14950 -1.31 -0.39 -2.04 0.082396 0.171687 -5.40
255990_at  glycyl tRNA synthetase, putative si --- AT1G29870 -1.18 -0.24 -2.04 0.082507 0.171902 -5.40
246599_at  putative protein ATP-dependent RN--- AT5G14900 -1.14 -0.19 -2.04 0.082522 0.171918 -5.40
264498_at Expressed protein ; supported by fuDIS2 AT1G30825 -1.20 -0.27 -2.04 0.082536 0.171927 -5.40
246744_at  putative protein predicted protein, A--- AT5G27760 1.70 0.76 2.04 0.082542 0.171927 -5.40
264070_at putative cyclin-dependent kinase re CKS1 AT2G27960 1.27 0.35 2.04 0.082591 0.172015 -5.40
247527_at  leucine-rich receptor-like protein kin--- AT5G61480 -1.28 -0.36 -2.04 0.082634 0.172089 -5.40



251812_at hypothetical protein  ;supported by f--- AT3G54970 -1.25 -0.32 -2.04 0.082645 0.172094 -5.40
251456_at beta-glucosidase-like protein severaBGLU27 AT3G60120 4.02 2.01 2.04 0.082727 0.17225 -5.40
255152_at  Rab-like protein Rab11 protein - Ar --- AT4G08190 -1.13 -0.18 -2.04 0.082772 0.172329 -5.41
254365_at  putative protein hypothetical protein--- AT4G22030 -1.17 -0.23 -2.04 0.082795 0.17236 -5.41
263361_at putative senescence-associated proTET13 AT2G03840 -1.18 -0.24 -2.04 0.082813 0.172381 -5.41
246609_at  putative receptor-like protein kinase--- AT5G35390 -1.15 -0.20 -2.04 0.082844 0.17243 -5.41
265287_at putative photosystem I reaction cenPSAE-2 AT2G20260 -1.14 -0.18 -2.04 0.08287 0.172469 -5.41
261353_at hypothetical protein contains similar--- AT1G79600 -1.28 -0.35 -2.04 0.08289 0.172495 -5.41
256161_at unknown protein ; supported by cDN--- AT1G30090 1.18 0.24 2.03 0.083012 0.172733 -5.41
245101_at putative cytochrome P450  ; supporCYP98A3 AT2G40890 1.27 0.35 2.03 0.083024 0.172744 -5.41
256705_at  cytochrome P450, putative similar tCYP702A8 AT3G30290 -1.21 -0.28 -2.03 0.083045 0.172771 -5.41
246066_at  putative protein predicted proteins, SMG7 AT5G19400 1.19 0.25 2.03 0.083054 0.172773 -5.41
253132_at  NAM / CUC2 -like protein nap geneNTL9 AT4G35580 1.22 0.28 2.03 0.083157 0.172971 -5.41
265725_at putative alanine acetyl transferase --- AT2G32030 3.17 1.67 2.03 0.083171 0.172986 -5.41
245087_at hypothetical protein predicted by geDAR2 AT2G39830 1.28 0.35 2.03 0.083187 0.173002 -5.41
254892_at putative protein other hypothetical p--- AT4G11800 1.21 0.27 2.03 0.083227 0.173055 -5.41
245471_at probable ribosomal protein --- AT4G16030 -1.15 -0.20 -2.03 0.083227 0.173055 -5.41
263002_at hypothetical protein predicted by ge--- AT1G54200 -1.46 -0.55 -2.03 0.083258 0.173104 -5.41
251337_at proteasome component C5  ;suppo PBF1 AT3G60820 1.14 0.19 2.03 0.083345 0.173269 -5.41
263314_at putative membrane transporter --- AT2G05760 -1.14 -0.19 -2.03 0.083359 0.17328 -5.41
267280_at diacylglycerol O-acyltransferase ; suTAG1 AT2G19450 -1.25 -0.33 -2.03 0.083384 0.17328 -5.41
264851_at  putative calmodulin-domain proteinCPK6 AT2G17290 -1.35 -0.44 -2.03 0.083384 0.17328 -5.41
255871_at putative small nuclear ribonucleoproU2B'' AT2G30260 1.19 0.25 2.03 0.083385 0.17328 -5.41
261126_at  TATA binding protein-associated faTAF6 AT1G04950 1.16 0.21 2.03 0.083389 0.17328 -5.41
261167_at  disulfide isomerase-related protein ATPDIL2-2 AT1G04980 1.70 0.76 2.03 0.083441 0.173373 -5.41
246213_at serine C-palmitoyltransferase like p ATLCB1 AT4G36480 -1.22 -0.29 -2.03 0.083492 0.173463 -5.41
249942_at Nitrilase 4 (sp|P46011)  ; supported GAPB AT1G42970 / 2.96 1.56 2.03 0.083517 0.173489 -5.41
267072_at unknown protein --- AT2G41170 -1.22 -0.29 -2.03 0.083523 0.173489 -5.41
264106_at unknown protein SERK4 AT2G13790 -1.16 -0.21 -2.03 0.083527 0.173489 -5.41
246209_at BEL1-like homeobox 2 protein (BLHBLH2 AT4G36870 -1.31 -0.39 -2.03 0.083568 0.173557 -5.41
256447_at  nitrate transporter NTL1, putative s --- AT1G33440 -1.22 -0.29 -2.03 0.083613 0.173635 -5.42
263728_at  gamma-adaptin, putative similar to --- AT1G60070 -1.18 -0.24 -2.03 0.083639 0.173674 -5.42
267253_at putative serine carboxypeptidase I --- AT2G22960 -1.15 -0.20 -2.03 0.083703 0.173786 -5.42
262179_at hypothetical protein predicted by geAGL66 AT1G77980 -1.21 -0.28 -2.03 0.083708 0.173786 -5.42
266203_at putative phloem-specific lectin AtPP2-B1 AT2G02230 1.50 0.59 2.03 0.083731 0.173812 -5.42



251940_at  putative protein lysine decarboxyla --- AT3G53450 -1.17 -0.23 -2.03 0.083736 0.173812 -5.42
250089_at homeobox protein HDG9 AT5G17320 -1.21 -0.28 -2.03 0.083807 0.173944 -5.42
267301_at ubiquitin activating enzyme 1 (UBA1ATUBA1 AT2G30110 1.18 0.24 2.03 0.083844 0.174004 -5.42
249622_at putative protein --- AT5G37550 -1.26 -0.33 -2.03 0.083999 0.174308 -5.42
259781_at  reverse transcriptase, putative simi --- --- -1.20 -0.26 -2.03 0.084006 0.174308 -5.42
260348_at  PPR-repeat protein, putative conta --- AT1G69350 1.26 0.33 2.03 0.084045 0.174375 -5.42
250127_at putative protein similar to unknown --- AT5G16380 -1.22 -0.29 -2.03 0.084066 0.174402 -5.42
252176_at  protein kinase ATN1 -like protein p --- AT3G50720 -1.21 -0.27 -2.03 0.084105 0.174466 -5.42
246149_at peroxidase ATP N  ;supported by fu--- AT5G19890 2.37 1.25 2.03 0.084119 0.17448 -5.42
257698_at  regulatory protein of P-starvation a --- AT3G12730 1.18 0.24 2.03 0.084128 0.174482 -5.42
252611_at  oxidosqualene cyclase - like proteinLAS1 AT3G45130 -1.50 -0.58 -2.02 0.084166 0.174534 -5.42
266566_at unknown protein --- AT2G24040 1.20 0.26 2.02 0.084172 0.174534 -5.42
245766_at  En/Spm-like transposon protein, pu--- --- -1.17 -0.23 -2.02 0.084176 0.174534 -5.42
256683_at unknown protein ; supported by cDN--- AT3G52220 -1.14 -0.19 -2.02 0.084195 0.174559 -5.42
253365_at  putative protein various predicted p--- AT4G33170 1.17 0.23 2.02 0.084249 0.174653 -5.42
246654_s_aputative protein predicted protein froEGY1 AT5G35210 / 1.13 0.18 2.02 0.084279 0.174701 -5.42
248417_at unknown protein --- AT5G51650 -1.14 -0.18 -2.02 0.084288 0.174704 -5.42
249806_at putative protein contains similarity to--- AT5G23850 -1.41 -0.49 -2.02 0.084321 0.174756 -5.42
258511_at unknown protein  ;supported by full---- AT3G06590 1.21 0.28 2.02 0.084329 0.174756 -5.42
258671_at putative vacuolar ATP synthase subVHA-E2 AT3G08560 -1.23 -0.30 -2.02 0.084369 0.174823 -5.42
245659_at hypothetical protein predicted by ge--- AT1G28260 1.36 0.44 2.02 0.084376 0.174823 -5.42
250744_at putative protein strong similarity to u--- AT5G05840 -1.22 -0.28 -2.02 0.084427 0.174913 -5.42
250080_at translocon Tic40-like protein  ; suppTIC40 AT5G16620 1.14 0.19 2.02 0.084456 0.174956 -5.43
250854_at  aspartyl aminopeptidase -like prote--- AT5G04710 1.22 0.29 2.02 0.084585 0.175187 -5.43
245607_at kinesin like protein --- AT4G14330 -1.18 -0.24 -2.02 0.084595 0.175187 -5.43
256011_at  respiratory burst oxidase protein, p --- AT1G19230 -1.18 -0.24 -2.02 0.084596 0.175187 -5.43
263337_at hypothetical protein predicted by ge--- --- -1.13 -0.18 -2.02 0.084598 0.175187 -5.43
262410_at  MAGE protein, putative identical to --- AT1G34770 1.31 0.39 2.02 0.084622 0.175212 -5.43
263610_at  putative beta-1,3-glucanase   --- AT2G16230 -1.21 -0.27 -2.02 0.084627 0.175212 -5.43
264251_at hypothetical protein identical to GB: --- AT1G09190 1.25 0.32 2.02 0.084633 0.175212 -5.43
263413_at unknown protein  ;supported by full-BPC4 AT2G21240 1.20 0.27 2.02 0.084641 0.175212 -5.43
245853_at  putative protein predicted protein A--- AT5G13500 -1.24 -0.31 -2.02 0.084674 0.175261 -5.43
257210_at hypothetical protein TTL2 AT3G14950 -1.14 -0.19 -2.02 0.084682 0.175261 -5.43
245765_at hypothetical protein similar to putati --- AT1G33600 1.68 0.75 2.02 0.084688 0.175261 -5.43
244954_s_ahypothetical protein --- AT2G07732 1.40 0.49 2.02 0.08477 0.175415 -5.43



264963_at hypothetical protein predicted by geABC4 AT1G60600 -1.27 -0.35 -2.02 0.0848 0.175452 -5.43
251672_at  MADS-box transcription factor-like AGL16 AT3G57230 -1.16 -0.21 -2.02 0.084803 0.175452 -5.43
247463_at  embryo-specific protein - like embry--- AT5G62210 -1.19 -0.25 -2.02 0.084823 0.175477 -5.43
251957_at  putative protein predicted proteins, --- AT3G53690 1.19 0.25 2.02 0.084835 0.175486 -5.43
245643_at  myb-related transcription factor (cpMYB116 AT1G25340 -1.17 -0.23 -2.02 0.084849 0.175488 -5.43
263982_at hypothetical protein predicted by ge--- AT2G42860 -1.23 -0.29 -2.02 0.084859 0.175488 -5.43
265962_at nodulin-like protein  ;supported by fu--- AT2G37460 1.55 0.63 2.02 0.084865 0.175488 -5.43
257901_at hypothetical protein predicted by ge--- --- -1.17 -0.23 -2.02 0.084867 0.175488 -5.43
266212_at putative retroelement pol polyprotei --- --- -1.23 -0.29 -2.02 0.084893 0.175526 -5.43
251367_at  SKP1 interacting partner 4 (SKIP4)SKIP4 AT3G61350 -1.21 -0.28 -2.02 0.084927 0.175576 -5.43
245964_at  putative protein C-terminus of gluta--- AT5G19720 -1.21 -0.27 -2.02 0.084932 0.175576 -5.43
254007_s_a putative protein RNA-directed DNA--- AT1G60720 -1.16 -0.21 -2.02 0.085038 0.175779 -5.43
258431_at hypothetical protein predicted by ge--- AT3G16580 -1.15 -0.21 -2.02 0.085057 0.175801 -5.43
250972_at  putative protein various Myb relatedLCL1 AT5G02840 1.30 0.38 2.02 0.085072 0.175817 -5.43
257735_at  pectate lyase, putative similar to pe--- AT3G27400 -1.33 -0.41 -2.02 0.085084 0.175826 -5.43
258159_at  receptor kinase, putative similar to RLK902 AT3G17840 -1.38 -0.46 -2.02 0.085115 0.175866 -5.43
265529_at hypothetical protein predicted by ge--- --- -1.15 -0.20 -2.02 0.085119 0.175866 -5.43
254095_at  oleosin, 18.5K   OLEO1 AT4G25140 -1.18 -0.23 -2.02 0.085132 0.175877 -5.43
261097_at  protein kinase, putative contains pr --- AT1G62950 -1.27 -0.35 -2.02 0.085168 0.175935 -5.43
267225_at hypothetical protein predicted by ge--- AT2G44000 -1.18 -0.24 -2.02 0.085188 0.17596 -5.43
260317_at  E2, ubiquitin-conjugating enzyme 5UBC5 AT1G63800 1.31 0.39 2.02 0.085245 0.176056 -5.43
245095_at putative protein kinase contains a p --- AT2G40860 -1.27 -0.34 -2.02 0.085249 0.176056 -5.43
264457_at puative glucosyl transferase similar --- AT1G10400 -1.18 -0.24 -2.02 0.085291 0.176126 -5.43
252016_at  putative protein predicted protein, A--- AT3G52950 1.17 0.23 2.02 0.085323 0.176177 -5.44
260287_at unknown protein contains two Kelch--- AT1G80440 1.31 0.39 2.02 0.085349 0.176213 -5.44
254037_at  hypothetical protein hypothetical prATGDU2 AT4G25760 -1.16 -0.22 -2.01 0.085433 0.176371 -5.44
266098_at hypothetical protein predicted by ge--- AT2G37870 -1.26 -0.33 -2.01 0.085446 0.176383 -5.44
257676_at unknown protein  ;supported by full-TGD2 AT3G20320 1.18 0.24 2.01 0.085497 0.176472 -5.44
265619_at hypothetical protein --- AT2G27320 -1.23 -0.30 -2.01 0.085522 0.176507 -5.44
245364_at hypothetical protein ;supported by fu--- AT4G15790 -1.22 -0.29 -2.01 0.085567 0.176584 -5.44
266075_s_aunknown protein --- AT2G40710 / 1.22 0.29 2.01 0.085618 0.176673 -5.44
251394_at  endosperm specific protein - like enFLA10 AT3G60900 -1.22 -0.29 -2.01 0.08565 0.176723 -5.44
267119_at putative cellulose synthase ATCSLB01 AT2G32610 -1.14 -0.19 -2.01 0.085671 0.176744 -5.44
253300_at  carbonate dehydratase - like protei BCA5 AT4G33580 -1.29 -0.37 -2.01 0.085682 0.176744 -5.44
266130_at putative transcription activator --- AT2G44980 1.29 0.37 2.01 0.085683 0.176744 -5.44



263738_at hypothetical protein predicted by ge--- AT1G60060 -1.57 -0.65 -2.01 0.085719 0.176803 -5.44
258644_at  putative RNA-binding protein conta--- AT3G07810 -1.14 -0.19 -2.01 0.085751 0.176839 -5.44
253289_at  putative protein F10M10_100, Arab--- AT4G34320 -1.17 -0.23 -2.01 0.085753 0.176839 -5.44
260151_at unknown protein  ;supported by full---- AT1G52910 -1.74 -0.80 -2.01 0.08578 0.176869 -5.44
254395_at  subtilisin-like protease subtilisin-like--- AT4G21640 -1.14 -0.19 -2.01 0.085782 0.176869 -5.44
266129_at hypothetical protein predicted by geCCD7 AT2G44990 -1.67 -0.74 -2.01 0.085812 0.176902 -5.44
248947_at putative protein similar to unknown --- AT5G45540 -1.24 -0.30 -2.01 0.085814 0.176902 -5.44
249615_x_acontains similarity to unknown proteAGL105 AT5G37420 -1.18 -0.24 -2.01 0.085828 0.176914 -5.44
248633_at arginine methyltransferase-like prot PRMT4A AT5G49020 1.19 0.25 2.01 0.085851 0.176947 -5.44
259532_at hypothetical protein --- AT1G12470 -1.14 -0.19 -2.01 0.085874 0.176977 -5.44
267153_at glutathione S-transferase identical t ATGSTF9 AT2G30860 1.25 0.33 2.01 0.085945 0.177108 -5.44
252977_at  Phospholipase like protein Arabido --- AT4G38560 1.55 0.64 2.01 0.085955 0.177108 -5.44
254227_at  putative protein chS-Rex-b - GallusBTI1 AT4G23630 -1.26 -0.34 -2.01 0.085969 0.177108 -5.44
253113_at  putative protein physical impedanc --- AT4G35985 -1.32 -0.40 -2.01 0.085973 0.177108 -5.44
260777_at  mitochondrial carrier protein, putati --- AT1G14560 -1.18 -0.24 -2.01 0.085976 0.177108 -5.44
261881_at nodulin-like protein similar to noduli NIP6;1 AT1G80760 -1.31 -0.40 -2.01 0.086005 0.177141 -5.44
260246_at hypothetical protein similar to GB:AA--- AT1G74220 -1.16 -0.22 -2.01 0.086008 0.177141 -5.44
246156_at putative protein predicted proteins f --- AT5G20090 1.20 0.26 2.01 0.086016 0.177141 -5.44
248400_at putative protein contains similarity to--- AT5G52020 -1.23 -0.30 -2.01 0.086025 0.177141 -5.44
267623_at unknown protein --- AT2G39650 1.95 0.96 2.01 0.086031 0.177141 -5.44
254915_s_a cysteine proteinase contains simila --- AT4G11310 / -2.13 -1.09 -2.01 0.086054 0.177171 -5.44
244920_s_aNADH dehydrogenase subunit 3 Pr --- AT2G07751 1.20 0.26 2.01 0.086084 0.177218 -5.44
262526_at  putative prenyl transferase (prephySPS2 AT1G17050 1.54 0.63 2.01 0.086141 0.177319 -5.44
258083_at Expressed protein ; supported by fu--- AT3G25855 -1.20 -0.26 -2.01 0.086162 0.177341 -5.44
248703_at  dermal glycoprotein precursor, extr --- AT5G48430 3.32 1.73 2.01 0.086167 0.177341 -5.44
256794_at  ribosomal protein L27, putative sim--- AT3G22230 1.44 0.53 2.01 0.086185 0.177361 -5.45
246895_at  putative protein predicted protein, ACID6 AT5G25540 -1.16 -0.22 -2.01 0.086196 0.177368 -5.45
265659_at putative disease resistance protein AtRLP20 AT2G25440 1.45 0.54 2.01 0.086216 0.177394 -5.45
251204_at  putative protein HMW prekininogenAT3G63095--- -1.19 -0.25 -2.01 0.086233 0.177413 -5.45
247086_at GATA-binding transcription factor-lik--- AT5G66320 1.92 0.94 2.01 0.086253 0.177437 -5.45
252853_at hypothetical protein ; supported by c--- AT4G39710 -1.45 -0.53 -2.01 0.086261 0.177437 -5.45
256626_at  hypothetical protein, 5' partial   --- AT3G20015 -1.49 -0.57 -2.01 0.086275 0.177451 -5.45
251408_at  palmitoyl-protein thioesterase precu--- AT3G60340 1.22 0.29 2.01 0.086287 0.177456 -5.45
255602_at Expressed protein ; supported by fu--- AT4G01026 -1.20 -0.27 -2.01 0.086293 0.177456 -5.45
258353_s_aunknown protein similar to GB:AAD YSL5 AT3G17650 / 1.24 0.31 2.01 0.086332 0.177514 -5.45



260123_at  AIG1-like protein similar to AIG1 pr --- AT1G33890 -1.17 -0.22 -2.01 0.086337 0.177514 -5.45
253853_at  putative diacylglycerol kinase (fragm--- AT4G28130 -1.16 -0.22 -2.01 0.086371 0.177568 -5.45
264863_at  putative peroxidase similar to perox--- AT1G24110 -1.20 -0.26 -2.01 0.086389 0.177588 -5.45
249135_at putative protein similar to unknown --- AT5G43160 -1.37 -0.45 -2.01 0.086473 0.177745 -5.45
255262_at  putative protein equilibrative nucleo--- AT4G05140 -1.16 -0.22 -2.01 0.086509 0.177787 -5.45
264927_at  phosphatidylinositol 3-kinase, putatVPS34 AT1G60490 1.13 0.18 2.01 0.086525 0.177787 -5.45
267226_at unknown protein --- AT2G44010 1.46 0.54 2.01 0.086527 0.177787 -5.45
258073_at  putative auxin-resistance protein, A--- AT3G25880 -1.16 -0.21 -2.01 0.086537 0.177787 -5.45
259454_at unknown protein similar to hypothet --- AT1G44050 -1.19 -0.25 -2.01 0.086538 0.177787 -5.45
260037_at putative DNA-binding protein (RAV2RAV2 AT1G68840 -1.87 -0.90 -2.01 0.08655 0.177787 -5.45
265802_at predicted protein --- AT2G35733 1.21 0.27 2.01 0.086555 0.177787 -5.45
245817_at hypothetical protein similar to unkno--- AT1G26160 1.14 0.19 2.01 0.086555 0.177787 -5.45
246136_at  peptide transporter - like protein pe--- AT5G28470 -1.19 -0.25 -2.01 0.08657 0.177801 -5.45
267331_at putative salt-inducible protein --- AT2G19280 -1.21 -0.28 -2.00 0.086633 0.177915 -5.45
245441_at decarboxylase like protein PSD1 AT4G16700 1.23 0.30 2.00 0.086653 0.177939 -5.45
251902_at uncoupling protein (ucp/PUMP)  ; suPUMP1 AT3G54110 1.46 0.54 2.00 0.086672 0.177962 -5.45
263477_at putative glucosyltransferase  ; supp --- AT2G31790 -1.27 -0.35 -2.00 0.086704 0.178012 -5.45
260728_at  Pto kinase interactor 1, putative sim--- AT1G48210 1.38 0.46 2.00 0.086722 0.178034 -5.45
255490_at  putative protein lysosomal traffickin--- AT4G02660 -1.17 -0.23 -2.00 0.08675 0.178075 -5.45
254043_at putative protein ; supported by cDN CIL AT4G25990 1.64 0.71 2.00 0.086782 0.17811 -5.45
248042_at putative protein similar to unknown --- AT5G55960 -1.22 -0.29 -2.00 0.086783 0.17811 -5.45
251286_at  putative protein Bcl-2-interacting pr--- AT3G61710 1.16 0.21 2.00 0.086806 0.178141 -5.45
252171_at hypothetical protein  ; supported by --- AT3G50590 -1.17 -0.22 -2.00 0.086814 0.178142 -5.45
246269_at putative protein --- AT4G37110 -1.40 -0.49 -2.00 0.086847 0.178193 -5.45
256254_at hypothetical protein predicted by ge--- AT3G11290 -1.23 -0.29 -2.00 0.086854 0.178193 -5.45
255175_at putative glucosyltransferase  ;suppoATCSLC12 AT4G07960 -1.18 -0.24 -2.00 0.08699 0.178456 -5.45
259959_at hypothetical protein predicted by geCYP59 AT1G53720 1.20 0.27 2.00 0.087135 0.178728 -5.46
246590_at  cyclic nucleotide and calmodulin-reCNGC18 AT5G14870 -1.14 -0.19 -2.00 0.087139 0.178728 -5.46
259930_at hypothetical protein predicted by ge--- AT1G34355 -1.18 -0.24 -2.00 0.087147 0.178728 -5.46
255184_at putative athila transposon protein --- --- -1.14 -0.19 -2.00 0.087175 0.17877 -5.46
246528_at  putative mitochondrial carrier prote --- AT5G15640 -1.32 -0.40 -2.00 0.087215 0.178837 -5.46
263344_at unknown protein  ;supported by full---- AT2G04940 1.23 0.30 2.00 0.087266 0.178925 -5.46
255621_at hypothetical protein --- AT4G01390 1.99 0.99 2.00 0.087299 0.178965 -5.46
249319_s_aputative protein similar to unknown --- AT5G40880 / 1.20 0.27 2.00 0.087301 0.178965 -5.46
250736_s_aputative protein contains similarity to--- AT1G01350 / 1.25 0.32 2.00 0.087354 0.179038 -5.46



264527_at  putative reticuline oxidase-like prot --- AT1G30760 -1.43 -0.52 -2.00 0.08736 0.179038 -5.46
251148_at hypothetical protein TKL AT3G63180 1.17 0.22 2.00 0.087361 0.179038 -5.46
249483_at Expressed protein ; supported by cD--- AT5G38895 1.21 0.28 2.00 0.087392 0.179087 -5.46
260923_at  glycine-rich RNA-binding protein gr--- AT1G21570 -1.18 -0.24 -2.00 0.087423 0.179134 -5.46
248520_at 11-beta-hydroxysteroid dehydrogenAtHSD1 AT5G50600 / -1.27 -0.35 -2.00 0.087529 0.179335 -5.46
255318_at hypothetical protein --- AT4G04190 1.20 0.26 2.00 0.087573 0.179409 -5.46
247784_at subtilisin-like serine protease contai--- AT5G58810 -1.16 -0.22 -2.00 0.087587 0.179417 -5.46
265543_at unknown protein --- AT2G28270 -1.13 -0.18 -2.00 0.087593 0.179417 -5.46
245630_at hypothetical protein similar to putati --- AT1G25360 1.17 0.23 2.00 0.087642 0.179502 -5.46
255996_s_a receptor-like serine threonine kinas--- AT1G29730 / -1.21 -0.27 -2.00 0.087668 0.179539 -5.46
261828_at unknown protein ; supported by cDN--- AT1G11360 1.16 0.22 2.00 0.08772 0.17963 -5.46
256707_at hypothetical protein predicted by ge--- --- -1.15 -0.20 -2.00 0.087795 0.179768 -5.46
253348_at  putative protein SMT4 protein - Sac--- AT4G33620 1.14 0.18 2.00 0.087816 0.179794 -5.46
250537_at Expressed protein ; supported by fu--- AT5G08565 1.30 0.37 2.00 0.087829 0.179804 -5.46
258583_at putative SRF-type transcription fact AGL57 AT3G04100 -1.15 -0.20 -2.00 0.087841 0.179814 -5.46
265020_at  putative cytochrome P450 similar toCYP86C1 AT1G24540 -1.15 -0.20 -1.99 0.0879 0.179896 -5.46
267090_at unknown protein  ; supported by fullCXIP2 AT2G38270 1.14 0.19 1.99 0.087901 0.179896 -5.46
259249_at hypothetical protein predicted by ge--- AT3G07790 -1.26 -0.34 -1.99 0.087914 0.179896 -5.46
264707_at unknown protein --- AT1G09730 1.16 0.22 1.99 0.087919 0.179896 -5.46
249277_at GDSL-motif lipase/hydrolase-like pr --- AT5G41890 -1.54 -0.63 -1.99 0.087944 0.179896 -5.47
256731_at hypothetical protein contains Pfam p--- AT3G30340 -1.16 -0.22 -1.99 0.087944 0.179896 -5.47
258821_at  putative wound-induced basic prote--- AT3G07230 1.22 0.29 1.99 0.087944 0.179896 -5.47
251654_at putative protein several hypotheticaSDP1-LIKEAT3G57140 -1.15 -0.20 -1.99 0.087945 0.179896 -5.47
262684_s_avacuolar ATP synthase subunit B id--- AT1G20260 / -1.21 -0.27 -1.99 0.08797 0.179931 -5.47
257627_at  cytochrome P450, putative contain CYP71B25 AT3G26270 1.19 0.25 1.99 0.087989 0.179954 -5.47
250595_at unknown protein --- AT5G07770 -1.28 -0.36 -1.99 0.088002 0.179964 -5.47
256087_at hypothetical protein predicted by ge--- AT1G20800 -1.16 -0.22 -1.99 0.08801 0.179964 -5.47
254310_at  putative protein predicted protein, A--- AT4G22430 -1.13 -0.18 -1.99 0.088029 0.179988 -5.47
265098_at unknown protein --- AT1G04010 -1.39 -0.48 -1.99 0.088039 0.179993 -5.47
266717_at Expressed protein ; supported by fu--- AT2G46735 -1.17 -0.22 -1.99 0.088115 0.180131 -5.47
247536_at  PREG-like - like protein PREG-like CYCP4;2 AT5G61650 -1.21 -0.28 -1.99 0.088139 0.180163 -5.47
255802_s_a putative protein RING-H2 finger pro--- AT4G10150 / -1.15 -0.20 -1.99 0.088189 0.180251 -5.47
266666_at hypothetical protein predicted by ge--- AT2G29780 -1.17 -0.22 -1.99 0.088198 0.180253 -5.47
246178_s_aputative protein predicted proteins - --- --- 1.22 0.28 1.99 0.088208 0.180257 -5.47
254967_at  putative protein various predicted p--- AT4G10410 -1.16 -0.22 -1.99 0.088281 0.18039 -5.47



254345_at hypothetical protein  ;supported by f--- AT4G22000 1.29 0.37 1.99 0.088298 0.180408 -5.47
259810_at  Na+/H+ antiporter, putative similar ATNHD2 AT1G49810 -1.15 -0.20 -1.99 0.088314 0.180425 -5.47
264592_at  putative prolyl 4-hydroxylase, alpha--- AT2G17720 1.51 0.59 1.99 0.088369 0.18052 -5.47
245568_at hypothetical protein --- AT4G14650 -1.24 -0.31 -1.99 0.088468 0.180707 -5.47
256171_s_ahypothetical protein similar to revers--- --- -1.18 -0.24 -1.99 0.088559 0.180877 -5.47
251782_at beta-N-acetylhexosaminidase -like pHEXO1 AT3G55260 -1.26 -0.33 -1.99 0.088576 0.180896 -5.47
258402_at unknown protein very similar to unk --- AT3G15450 -1.46 -0.55 -1.99 0.08859 0.180908 -5.47
264008_at unknown protein --- AT2G21120 -1.24 -0.30 -1.99 0.088643 0.181 -5.47
262323_at  6-phosphogluconate dehydrogenas--- AT1G64190 1.14 0.19 1.99 0.088673 0.181044 -5.47
262989_at  F28C11.5 similar to INNER NO OUINO AT1G23420 -1.20 -0.27 -1.99 0.088698 0.18108 -5.47
261735_at hypothetical protein similar to hypot --- AT1G47765 -1.18 -0.24 -1.99 0.088766 0.181203 -5.47
246340_s_a AtPP -like protein AtPP protein, Bra--- AT3G44860 / -1.41 -0.50 -1.99 0.08879 0.181236 -5.47
246306_at  putative protein hypothetical proteinATBAG4 AT3G51780 1.13 0.18 1.99 0.088799 0.181238 -5.47
262924_s_a vacuolar ATP synthase, putative si AVA-P4 AT1G19910 / 1.20 0.27 1.99 0.088831 0.181271 -5.47
249381_at  acidic ribosomal protein P2 -like ac --- AT5G40040 -1.21 -0.28 -1.99 0.088831 0.181271 -5.47
257935_at unknown protein --- AT3G25440 1.17 0.22 1.99 0.088844 0.181274 -5.48
263327_at putative receptor-like protein kinase--- AT2G15300 -1.14 -0.20 -1.99 0.088849 0.181274 -5.48
263518_at Expressed protein ; supported by fu--- AT2G21655 -1.17 -0.22 -1.99 0.088865 0.181292 -5.48
249687_at  putative protein oxidosqualene cyc ATPEN3 AT5G36150 -1.16 -0.22 -1.99 0.0889 0.181346 -5.48
266256_at 60S acidic ribosomal protein P2  ;su--- AT2G27710 1.34 0.42 1.99 0.088954 0.181439 -5.48
266893_at hypothetical protein predicted by geRTE1 AT2G26070 -1.19 -0.25 -1.99 0.088969 0.181455 -5.48
260860_at hypothetical protein predicted by ge--- AT1G43810 -1.17 -0.23 -1.99 0.089002 0.181505 -5.48
264993_at  glyoxal oxidase (glx1), putative sim--- AT1G67290 -1.32 -0.40 -1.99 0.089019 0.181523 -5.48
254895_at hypothetical protein --- AT4G11870 1.22 0.29 1.99 0.089128 0.18173 -5.48
248294_at RNA-binding protein-like --- AT5G53060 1.19 0.25 1.99 0.089136 0.18173 -5.48
256625_at  uteroglobin promoter-binding prote --- AT3G20010 1.30 0.38 1.99 0.089158 0.181759 -5.48
251167_at  putative protein proteinase inhibitor--- AT3G63360 -1.15 -0.20 -1.99 0.08918 0.181786 -5.48
252907_at  putative gamma-glutamyltransferasGGT2 AT4G39650 -1.15 -0.20 -1.98 0.089203 0.181818 -5.48
252513_at  putative protein KIAA0776 protein, --- AT3G46220 1.17 0.23 1.98 0.089228 0.181838 -5.48
259745_at unknown protein SAG18 AT1G71190 1.19 0.24 1.98 0.089229 0.181838 -5.48
247231_at transcription factor-like protein AtMYB53 AT5G65230 -1.17 -0.22 -1.98 0.089244 0.181853 -5.48
261448_at  tonoplast intrinsic protein, alpha (al --- AT1G21140 -1.29 -0.37 -1.98 0.089262 0.181873 -5.48
262073_at unknown protein ;supported by full-lZCW32 AT1G59640 1.36 0.45 1.98 0.089286 0.181905 -5.48
261644_s_ahypothetical protein contains similarATCSA-1 AT1G19750 / 1.19 0.25 1.98 0.089314 0.181947 -5.48
265244_at putative amine oxidase ATPAO2 AT2G43018 / -1.36 -0.45 -1.98 0.08933 0.181963 -5.48



255860_at  putative protein heparanase, HomoAtGUS3 AT5G34940 3.12 1.64 1.98 0.089355 0.181992 -5.48
249757_at Expressed protein ; supported by fu--- AT5G24316 -1.20 -0.26 -1.98 0.08936 0.181992 -5.48
248563_at anthocyanidin-3-glucoside rhamnos--- AT5G49690 1.30 0.37 1.98 0.089385 0.182018 -5.48
247093_at zinc finger protein SHI-like  ; supporSHI AT5G66350 1.25 0.32 1.98 0.089389 0.182018 -5.48
245225_at mitochondrial protein-like; contains --- AT3G29800 -1.23 -0.30 -1.98 0.089402 0.182028 -5.48
247653_at  transcriptional coactivator - like pro --- AT5G59950 1.15 0.20 1.98 0.089423 0.182054 -5.48
252811_at putative protein several hypothetica --- --- -1.18 -0.24 -1.98 0.089445 0.182082 -5.48
262667_at  amine oxidase, putative similar to a--- AT1G62810 1.28 0.36 1.98 0.089482 0.182142 -5.48
250709_at putative protein similar to unknown LBD33 AT5G06080 -1.17 -0.23 -1.98 0.089509 0.182181 -5.48
246604_at putative protein --- --- -1.17 -0.22 -1.98 0.089572 0.182285 -5.48
253581_at  stress responsive protein homolog --- AT4G30660 -1.42 -0.50 -1.98 0.089576 0.182285 -5.48
260329_at putative cyclin similar to cyclin GB:SCYCA2;4 AT1G80370 -1.20 -0.26 -1.98 0.089601 0.18232 -5.48
249917_at putative protein strong similarity to u--- AT5G22460 -2.19 -1.13 -1.98 0.089696 0.182497 -5.48
254180_at  putative protein hin1 protein homol --- AT4G23930 -1.30 -0.38 -1.98 0.089737 0.18255 -5.48
257878_at hypothetical protein predicted by ge--- AT3G17150 -1.17 -0.23 -1.98 0.089738 0.18255 -5.48
267158_at putative expansin EXP3 AT2G37640 -2.27 -1.18 -1.98 0.089785 0.182629 -5.49
249456_at unknown protein  ;supported by full---- AT5G39410 1.18 0.24 1.98 0.089823 0.18269 -5.49
262442_at unknown protein identical to hypoth --- AT1G47420 1.15 0.20 1.98 0.089868 0.182765 -5.49
250894_s_a putative protein proline-rich protein --- AT5G03810 / -1.19 -0.25 -1.98 0.089884 0.182779 -5.49
259813_at  glutathione S-transferase, putative ATGSTF14 AT1G49860 -1.18 -0.24 -1.98 0.089899 0.182779 -5.49
258878_at hypothetical protein predicted by ge--- AT3G03170 1.15 0.20 1.98 0.089903 0.182779 -5.49
247842_at  SPP30 - like protein SPP30, Solan --- AT5G58030 -1.14 -0.19 -1.98 0.089907 0.182779 -5.49
255955_at hypothetical protein predicted by ge--- AT1G22030 -1.33 -0.41 -1.98 0.089945 0.182833 -5.49
260628_at hypothetical protein predicted by ge--- AT1G62320 -1.15 -0.20 -1.98 0.08995 0.182833 -5.49
258117_at hypothetical protein predicted by ge--- AT3G14700 1.16 0.21 1.98 0.089966 0.182851 -5.49
249480_s_a protein kinase - like protein recepto--- AT5G38990 / 1.47 0.56 1.98 0.09003 0.182963 -5.49
254155_at  putative protein kinase putative pro--- AT4G24480 -1.20 -0.26 -1.98 0.090093 0.183076 -5.49
251565_at putative protein several hypotheticaLBD29 AT3G58190 -1.15 -0.20 -1.98 0.090111 0.183097 -5.49
253772_at Expressed protein ; supported by fuA7 AT4G28395 -1.13 -0.18 -1.98 0.090131 0.183119 -5.49
257919_at  myb-related transcription factor, puMYB15 AT3G23250 2.35 1.24 1.98 0.090203 0.18325 -5.49
250881_at putative protein --- AT5G04080 1.26 0.34 1.98 0.09031 0.18345 -5.49
259293_at putative DNA binding protein similar--- AT3G11580 1.32 0.40 1.98 0.090321 0.183456 -5.49
246164_at  putative protein predicted proteins, --- --- -1.16 -0.22 -1.98 0.090353 0.183487 -5.49
263380_at hypothetical protein --- AT2G40200 -1.16 -0.22 -1.98 0.090359 0.183487 -5.49
257165_at  beta-1,3-glucanase, putative simila --- AT3G24330 -1.26 -0.33 -1.98 0.09036 0.183487 -5.49



249004_at unknown protein --- AT5G44570 -1.22 -0.29 -1.98 0.090403 0.183535 -5.49
265703_at putative ankyrin --- AT2G03430 1.21 0.28 1.98 0.090407 0.183535 -5.49
259560_at hypothetical protein WAK2 AT1G21270 -1.64 -0.72 -1.98 0.090411 0.183535 -5.49
259712_at putative 20S proteasome beta subuPBC2 AT1G77440 1.15 0.20 1.98 0.090416 0.183535 -5.49
257622_at  hypothetical protein contains Pfam --- AT3G20280 1.26 0.33 1.98 0.090428 0.183544 -5.49
246551_at  putative protein predicted proteins, --- AT5G15070 -1.18 -0.24 -1.98 0.090438 0.183548 -5.49
258165_at unknown protein  ; supported by cD--- AT3G17900 -1.18 -0.23 -1.98 0.090475 0.183606 -5.49
252218_at putative protein some putative prote--- AT3G50150 -1.16 -0.21 -1.97 0.090493 0.183615 -5.49
245056_at putative glucosyltransferase UGT76D1 AT2G26480 -1.26 -0.33 -1.97 0.090497 0.183615 -5.49
257029_at  dem-like protein similar to dem  GB--- AT3G19240 1.17 0.23 1.97 0.090504 0.183615 -5.49
262797_at  putative sugar transporter protein nTMT1 AT1G20840 1.32 0.40 1.97 0.090515 0.183618 -5.49
259133_at  sugar transporter, putative similar t --- AT3G05400 1.40 0.48 1.97 0.090521 0.183618 -5.49
251152_at RAN GTPase activating protein 1 prRANGAP1 AT3G63130 1.28 0.35 1.97 0.09053 0.183619 -5.49
250710_at MYB family transcription factor-like MYB33 AT5G06100 1.16 0.22 1.97 0.090544 0.183633 -5.49
245294_at casein kinase I ; supported by cDNACKI1 AT4G14340 -1.17 -0.22 -1.97 0.090674 0.18388 -5.50
245311_at ribosomal protein ; supported by ful --- AT4G14320 1.28 0.35 1.97 0.090708 0.183932 -5.50
253702_at  Ca2+-transporting ATPase - like pr ACA10 AT4G29900 1.24 0.31 1.97 0.090729 0.183952 -5.50
249533_at  putative protein predicted protein, A--- AT5G38790 -1.18 -0.24 -1.97 0.090734 0.183952 -5.50
245093_at hypothetical protein predicted by ge--- AT2G40815 / -1.17 -0.23 -1.97 0.090746 0.183959 -5.50
261120_at  homeodomain protein BELL1, putaBLH3 AT1G75410 1.27 0.35 1.97 0.090782 0.184006 -5.50
244989_s_ahypothetical protein --- --- -1.24 -0.31 -1.97 0.090785 0.184006 -5.50
245286_at cytosolic O-acetylserine(thiol)lyase OASA1 AT4G14880 -1.17 -0.23 -1.97 0.090844 0.18411 -5.50
257939_at  monosaccharide transport protein, STP4 AT3G19930 -1.32 -0.40 -1.97 0.090889 0.184176 -5.50
257670_at unknown protein --- AT3G20340 -1.43 -0.52 -1.97 0.090893 0.184176 -5.50
259220_at  expressed protein predicted by gen--- AT3G03550 -1.21 -0.27 -1.97 0.090934 0.184242 -5.50
257513_s_ahypothetical protein --- AT1G12340 / 1.18 0.24 1.97 0.09102 0.1844 -5.50
252455_at  putative protein various predicted p--- AT3G47140 -1.13 -0.18 -1.97 0.091066 0.18447 -5.50
266795_at unknown protein --- AT2G03070 1.20 0.26 1.97 0.09107 0.18447 -5.50
252390_at Expressed protein ; supported by cD--- AT3G47836 1.19 0.26 1.97 0.091104 0.184522 -5.50
247812_at peroxidase ;supported by full-length--- AT5G58390 -1.61 -0.69 -1.97 0.091217 0.184733 -5.50
250815_s_aputative protein similar to unknown --- AT5G05040 / -1.23 -0.29 -1.97 0.091249 0.184782 -5.50
265418_at AP2 domain transcription factor --- AT2G20880 -1.78 -0.83 -1.97 0.091289 0.184847 -5.50
266630_at putative serpin --- AT2G35580 -1.15 -0.20 -1.97 0.091303 0.184858 -5.50
246992_at N-acetyltransferase hookless1-like p--- AT5G67430 -1.17 -0.22 -1.97 0.091384 0.185003 -5.50
265105_s_aunknown protein contains similarity --- AT1G62580 / -1.13 -0.18 -1.97 0.091394 0.185003 -5.50



263623_at hypothetical protein predicted by ge--- AT2G04860 -1.14 -0.18 -1.97 0.091399 0.185003 -5.50
267572_at 3-hydroxyisobutyryl-coenzyme A hy--- AT2G30660 -1.17 -0.23 -1.97 0.091485 0.185162 -5.50
256352_at  proline-rich protein, putative similarATPRP1 AT1G54970 -1.22 -0.29 -1.97 0.091507 0.18519 -5.50
261221_at hypothetical protein predicted by ge--- AT1G19960 2.98 1.58 1.97 0.091562 0.185284 -5.50
256647_at unknown protein contains similarity --- AT3G13610 3.67 1.87 1.97 0.091576 0.185297 -5.50
255687_at hypothetical protein KEA2 AT4G00630 1.37 0.45 1.97 0.091694 0.185504 -5.51
253637_at putative protein  ; supported by full- --- AT4G30390 1.29 0.36 1.97 0.091696 0.185504 -5.51
248849_at multidrug resistance p-glycoprotein PGP7 AT5G46540 -1.15 -0.20 -1.97 0.09171 0.185504 -5.51
245533_at putative phosphocholine cytidylyltraCCT2 AT4G15130 -1.49 -0.57 -1.97 0.091711 0.185504 -5.51
258950_at unknown protein contains Pfam pro MBD9 AT3G01460 -1.13 -0.17 -1.97 0.091724 0.185513 -5.51
256951_at hypothetical protein predicted by ge--- AT3G19085 -1.13 -0.18 -1.97 0.091741 0.185513 -5.51
267024_s_aputative aquaporin (plasma membraNIP2;1 AT2G29870 / -1.21 -0.27 -1.97 0.091743 0.185513 -5.51
245186_at F12A21.15 hypothetical protein ARR11 AT1G67710 -1.44 -0.53 -1.97 0.091754 0.185513 -5.51
254844_at hypothetical protein supported by fu--- AT4G11790 1.29 0.36 1.97 0.091756 0.185513 -5.51
259336_at hypothetical protein C-term portion SDG20 AT3G03750 -1.28 -0.36 -1.97 0.091788 0.185561 -5.51
253021_at  putative protein permease 1 - Mese--- AT4G38050 -1.19 -0.25 -1.97 0.091804 0.185576 -5.51
252797_at putative protein --- --- -1.24 -0.31 -1.96 0.091822 0.185597 -5.51
252655_at hypothetical protein with predicted h--- AT3G44760 -1.15 -0.20 -1.96 0.091839 0.185614 -5.51
262752_at putative mitotic cyclin similar to gb|DCYCB3;1 AT1G16330 -1.21 -0.27 -1.96 0.091906 0.185734 -5.51
263364_at unknown protein predicted by gensc--- AT2G20540 1.14 0.19 1.96 0.091927 0.185759 -5.51
258714_at  putative RING zinc finger protein co--- AT3G09770 1.26 0.33 1.96 0.092003 0.18589 -5.51
266319_s_aputative beta-ketoacyl-CoA synthasKCS13 AT2G46720 / 1.28 0.36 1.96 0.092008 0.18589 -5.51
256955_at  L-ascorbate oxidase precursor, putsks11 AT3G13390 -1.26 -0.33 -1.96 0.092021 0.1859 -5.51
267544_at putative cytochrome b5 CB5-B AT2G32720 1.50 0.58 1.96 0.092051 0.185935 -5.51
263405_s_ahypothetical protein similar to hypot --- AT2G04066 / -1.14 -0.19 -1.96 0.09206 0.185935 -5.51
259168_at unknown protein similar to hypothet --- AT3G03570 -1.19 -0.25 -1.96 0.092063 0.185935 -5.51
261831_at  ADP-ribosylation factor, putative simATARFA1FAT1G10630 -1.25 -0.33 -1.96 0.092074 0.185941 -5.51
256679_at putative protein similar to ATP synthATPQ AT3G52300 1.18 0.24 1.96 0.092105 0.185988 -5.51
261724_at Expressed protein ; supported by fu--- AT1G76185 1.16 0.22 1.96 0.092125 0.186012 -5.51
249365_at  putative protein predicted protein, A--- AT5G40600 1.16 0.22 1.96 0.092248 0.186243 -5.51
257590_s_ahypothetical protein predicted by ge--- AT3G24870 / 1.22 0.28 1.96 0.092276 0.186283 -5.51
262538_at Expressed protein ; supported by fu--- AT1G17140 -1.35 -0.44 -1.96 0.092287 0.186289 -5.51
256694_at hypothetical protein predicted gensc--- --- -1.18 -0.23 -1.96 0.092323 0.186345 -5.51
261961_at hypothetical protein predicted by ge--- AT1G36510 -1.19 -0.25 -1.96 0.092372 0.186412 -5.51
247082_at putative protein contains similarity toATGRIP AT5G66030 1.19 0.25 1.96 0.092372 0.186412 -5.51



255140_x_a extensin-like protein hydroxyproline--- AT4G08410 -1.28 -0.36 -1.96 0.092394 0.186439 -5.51
257769_at  indoleacetic acid (IAA)-inducible geIAA7 AT3G23050 -2.71 -1.44 -1.96 0.092427 0.186489 -5.51
266451_at  3-isopropylmalate dehydratase, sm--- AT2G43090 1.16 0.22 1.96 0.092456 0.186532 -5.51
255762_at unknown protein contains Pfam pro HAC12 AT1G16710 -1.17 -0.23 -1.96 0.092467 0.186536 -5.51
245326_at Expressed protein ; supported by fu--- AT4G14100 1.23 0.30 1.96 0.092496 0.186578 -5.51
253390_at hypothetical protein  ;supported by f--- AT4G32750 1.23 0.30 1.96 0.092514 0.186598 -5.51
249154_at Nicotiana EREBP-3 like --- AT5G43410 1.95 0.97 1.96 0.092527 0.186609 -5.51
258709_at putative 60S ribosomal protein L35 --- AT3G09500 1.37 0.45 1.96 0.092606 0.18675 -5.52
249584_s_a Membrane integral protein (MIP) -liNIP4;1 AT5G37810 / -1.20 -0.26 -1.96 0.092666 0.186857 -5.52
244922_s_ahypothetical protein --- AT2G07674 1.21 0.28 1.96 0.092724 0.186957 -5.52
259136_at unknown protein --- AT3G05470 -1.25 -0.32 -1.96 0.092849 0.187191 -5.52
261780_at  cyclin, putative similar to B-like cyc CYCB2;4 AT1G76310 -1.18 -0.24 -1.96 0.092876 0.187227 -5.52
267458_at similar to Mlo proteins from H. vulgaMLO5 AT2G33670 -1.22 -0.28 -1.96 0.092883 0.187227 -5.52
245842_at  proline-rich protein, putative similarRXF26 AT1G58430 -1.14 -0.19 -1.96 0.092897 0.187234 -5.52
256926_at hypothetical protein predicted by ge--- AT3G22540 -1.24 -0.31 -1.96 0.092903 0.187234 -5.52
252818_at putative protein several hypothetica --- --- -1.19 -0.25 -1.96 0.092912 0.187236 -5.52
257240_at  monooxygenase, putatve contains --- AT3G24200 1.16 0.21 1.96 0.092967 0.187328 -5.52
263854_at putative mutT domain protein atnudt5 AT2G04430 -1.16 -0.21 -1.96 0.092976 0.187328 -5.52
261977_at hypothetical protein contains similar--- --- -1.15 -0.20 -1.96 0.092983 0.187328 -5.52
265644_at hypothetical protein predicted by geATEPR1 AT2G27380 -1.15 -0.21 -1.96 0.093017 0.187382 -5.52
266361_at putative O-GlcNAc transferase --- AT2G32450 -1.36 -0.44 -1.96 0.093039 0.187408 -5.52
251569_at putative protein several hypothetica --- AT3G58290 -1.20 -0.26 -1.96 0.093047 0.187409 -5.52
262355_at unknown protein --- AT1G72820 -1.24 -0.30 -1.96 0.093056 0.187409 -5.52
259891_at  putative Eukaryotic initiation factor --- AT1G72730 -1.20 -0.26 -1.96 0.093077 0.187437 -5.52
262270_x_a polyprotein, putative similar to poly --- --- -1.13 -0.18 -1.95 0.093158 0.187581 -5.52
260538_at 60S ribosomal protein L38 --- AT2G43460 1.27 0.34 1.95 0.09319 0.18763 -5.52
245573_at hypothetical protein --- AT4G14730 -1.14 -0.18 -1.95 0.093203 0.187639 -5.52
265713_at putative integral membrane protein UPS2 AT2G03530 1.58 0.66 1.95 0.093223 0.187663 -5.52
265764_at hypothetical protein predicted by ge--- AT2G48060 -1.20 -0.27 -1.95 0.093258 0.187718 -5.52
257953_at predicted protein supported by full-l PEX22 AT3G21865 1.29 0.37 1.95 0.093366 0.187919 -5.52
249035_at putative protein contains similarity toGLK2 AT5G44190 -1.20 -0.27 -1.95 0.093411 0.187992 -5.52
256180_at  light repressible receptor protein kin--- AT1G51810 -1.12 -0.17 -1.95 0.093441 0.188026 -5.52
245647_at F5A9.22 hypothetical protein --- AT1G24706 -1.13 -0.18 -1.95 0.093444 0.188026 -5.52
264143_at  latex-abundant protein, putative simATMC5 AT1G79330 -1.16 -0.22 -1.95 0.09347 0.188062 -5.52
255207_at Expressed protein ; supported by fu--- AT4G07515 -1.13 -0.17 -1.95 0.093487 0.188078 -5.53



264033_at hypothetical protein predicted by ge--- AT2G03580 -1.20 -0.26 -1.95 0.093549 0.188187 -5.53
266637_at hypothetical protein  ;supported by fBRXL1 AT2G35600 -1.28 -0.36 -1.95 0.093576 0.188225 -5.53
256638_at  RNA-binding protein, putative simil --- AT3G19090 -1.25 -0.32 -1.95 0.093599 0.188254 -5.53
264310_at hypothetical protein similar to hypot --- AT1G62030 1.19 0.25 1.95 0.093632 0.188304 -5.53
259650_at  leucoanthocyanidin dioxygenase 2 --- AT1G55290 -1.17 -0.23 -1.95 0.09364 0.188304 -5.53
247238_at histone acetyltransferase HAM1 AT5G64610 1.14 0.19 1.95 0.093652 0.188311 -5.53
256839_at  calmodulin, putative similar to calm--- AT3G22930 1.19 0.26 1.95 0.093667 0.188325 -5.53
246939_at  AP2 domain containing protein AP2SHN2 AT5G25390 -1.17 -0.23 -1.95 0.093692 0.188352 -5.53
245619_at hypothetical protein --- AT4G13990 -1.26 -0.33 -1.95 0.093697 0.188352 -5.53
245884_at  branched-chain alpha keto-acid de --- AT5G09300 1.25 0.33 1.95 0.093728 0.188398 -5.53
262439_at hypothetical protein identical to hyp --- AT1G47730 -1.13 -0.18 -1.95 0.093741 0.188408 -5.53
266303_at putative receptor-like protein kinase--- AT2G27060 -1.33 -0.41 -1.95 0.093754 0.188417 -5.53
247503_at  GCN4-complementing protein - likeAGD1 AT5G61980 -1.20 -0.26 -1.95 0.093778 0.188448 -5.53
265635_at hypothetical protein predicted by ge--- AT2G25360 -1.14 -0.18 -1.95 0.093812 0.188489 -5.53
247616_at  putative protein various predicted p--- AT5G60260 -1.16 -0.22 -1.95 0.093822 0.188489 -5.53
254275_at  HSP associated protein like p48, HAtHip1 AT4G22670 1.21 0.28 1.95 0.093823 0.188489 -5.53
250596_at putative protein contains similarity to--- AT5G07780 -1.26 -0.33 -1.95 0.093845 0.188516 -5.53
255356_x_aputative transposon protein --- --- -1.18 -0.24 -1.95 0.093868 0.188545 -5.53
265860_at hypothetical protein predicted by ge--- AT2G01810 -1.15 -0.20 -1.95 0.093936 0.188666 -5.53
259991_at putative S-adenosyl-L-methionine:s --- AT1G68040 -1.17 -0.22 -1.95 0.093948 0.188674 -5.53
253367_at hypothetical protein --- AT4G33180 -1.30 -0.37 -1.95 0.093969 0.188692 -5.53
249792_at putative protein contains similarity toPHS1 AT5G23720 1.15 0.20 1.95 0.093974 0.188692 -5.53
265585_at CDC27/NUC2-like protein TPR-repeHBT AT2G20000 1.21 0.27 1.95 0.094001 0.188728 -5.53
251932_at pasticcino 1  ; supported by cDNA: PAS1 AT3G54010 1.16 0.21 1.95 0.094014 0.188728 -5.53
259630_at  peptide chain release factor 2, puta--- AT1G56350 -1.27 -0.35 -1.95 0.094017 0.188728 -5.53
264002_at putative DnaJ protein  ;supported by--- AT2G22360 1.23 0.30 1.95 0.094032 0.188728 -5.53
258922_at putative 40S ribosomal protein S17 --- AT3G10610 1.49 0.57 1.95 0.094033 0.188728 -5.53
250085_at unknown protein --- AT5G17250 -1.22 -0.29 -1.95 0.094089 0.188825 -5.53
259224_at putative thymidine kinase similar to --- AT3G07800 -1.24 -0.31 -1.95 0.094116 0.188862 -5.53
266897_at  remorin identical to GB:M25268, a --- AT2G45820 -1.30 -0.38 -1.95 0.094178 0.188958 -5.53
247623_at  receptor-like protein kinase recepto--- AT5G60320 -1.16 -0.21 -1.95 0.094181 0.188958 -5.53
258255_at hypothetical protein predicted by ge--- AT3G26800 1.15 0.20 1.95 0.094217 0.189015 -5.53
244935_at NADH dehydrogenase subunit --- --- -1.16 -0.21 -1.95 0.094261 0.189071 -5.53
256938_at  LEA protein, putative similar to LEAATECP31 AT3G22500 -1.18 -0.24 -1.95 0.094262 0.189071 -5.53
267125_at putative acetone-cyanohydrin lyase MES4 AT2G23580 -1.14 -0.19 -1.95 0.094313 0.189156 -5.53



255779_at  unknown protein similar to beta-1,3PDCB3 AT1G18650 -1.40 -0.49 -1.95 0.094372 0.189243 -5.53
258927_at putative folylpolyglutamate synthetaDFC AT3G10160 1.16 0.22 1.95 0.094372 0.189243 -5.53
258628_at unknown protein --- AT3G02890 1.36 0.44 1.95 0.094389 0.189259 -5.53
254812_at  nucleotide sugar epimerase -like prGAE5 AT4G12250 1.45 0.54 1.95 0.094425 0.189315 -5.53
244924_at hypothetical protein --- --- 1.18 0.24 1.95 0.094437 0.189321 -5.53
246878_at  putative protein self-incompatibility --- AT5G26060 -1.22 -0.28 -1.95 0.094507 0.189445 -5.54
245472_at hypothetical protein --- AT4G16040 -1.21 -0.27 -1.94 0.09461 0.189622 -5.54
248860_at putative protein contains similarity to--- AT5G46670 -1.16 -0.21 -1.94 0.094613 0.189622 -5.54
256782_at  dirigent protein, putative similar to d--- AT3G13660 -1.13 -0.18 -1.94 0.09462 0.189622 -5.54
258406_at hypothetical protein similar to hypot ATRBL14 AT3G17611 1.13 0.17 1.94 0.094643 0.189651 -5.54
248411_at unknown protein --- AT5G51580 -1.14 -0.19 -1.94 0.094658 0.189651 -5.54
263645_at putative GTP-binding protein --- AT2G04720 -1.13 -0.17 -1.94 0.094659 0.189651 -5.54
251035_at Expressed protein ; supported by fu--- AT5G02220 -1.26 -0.34 -1.94 0.094671 0.189658 -5.54
248649_at putative protein contains similarity toAPRR4 AT5G49240 -1.19 -0.25 -1.94 0.094688 0.189674 -5.54
266204_at hypothetical protein predicted by ge--- AT2G02410 -1.24 -0.31 -1.94 0.094741 0.189765 -5.54
260435_at putative transcription factor similar tMYB62 AT1G68320 1.45 0.54 1.94 0.09475 0.189766 -5.54
252068_at  mucin -like protein hemomucin, Dro--- AT3G51440 1.53 0.61 1.94 0.094805 0.189859 -5.54
246515_at  putative protein unusual floral orga --- AT5G15710 -1.13 -0.17 -1.94 0.094826 0.189865 -5.54
261583_at pyruvate dehydrogenase E1 alpha sPDH-E1 ALAT1G01090 -1.16 -0.22 -1.94 0.094833 0.189865 -5.54
245053_at putative pectinesterase --- AT2G26450 -1.24 -0.31 -1.94 0.094835 0.189865 -5.54
256499_at unknown protein --- AT1G36640 1.34 0.42 1.94 0.094843 0.189865 -5.54
249563_at similar to unknown protein (pir |T03 --- AT5G38360 -1.16 -0.21 -1.94 0.09485 0.189865 -5.54
256869_at  nodulin, putative similar to nodulin --- AT3G26420 / 1.26 0.33 1.94 0.094865 0.189878 -5.54
251012_at putative protein  ;supported by full-le--- AT5G02580 2.28 1.19 1.94 0.094872 0.189878 -5.54
246140_at  SOH1 - like protein SOH1, Saccha --- AT5G19910 -1.13 -0.18 -1.94 0.094886 0.189888 -5.54
246918_at  putative protein hypothetical protein--- AT5G25340 -1.22 -0.28 -1.94 0.094957 0.190014 -5.54
249006_at putative protein similar to unknown --- AT5G44650 / 1.26 0.33 1.94 0.094986 0.190056 -5.54
263739_at putative CONSTANS-like B-box zin --- AT2G21320 1.35 0.43 1.94 0.095031 0.190129 -5.54
245406_at GTP-binding RAB2A like protein ATRABB1AAT4G17160 -1.14 -0.19 -1.94 0.095089 0.190217 -5.54
266871_at unknown protein --- AT2G44710 1.12 0.17 1.94 0.095092 0.190217 -5.54
250515_at putative protein --- AT5G09570 1.12 0.16 1.94 0.09513 0.19026 -5.54
267625_at putative RNA-binding protein --- AT2G42240 -1.17 -0.22 -1.94 0.095146 0.19026 -5.54
263459_at ankyrin-like protein --- AT2G31820 1.27 0.34 1.94 0.095148 0.19026 -5.54
254219_at putative protein --- AT4G23760 1.17 0.22 1.94 0.095156 0.19026 -5.54
267450_at hypothetical protein predicted by ge--- AT2G33720 -1.26 -0.33 -1.94 0.09516 0.19026 -5.54



267498_at unknown protein --- AT2G45720 1.24 0.31 1.94 0.095163 0.19026 -5.54
251966_at  receptor lectin kinase -like protein r--- AT3G53380 -1.23 -0.30 -1.94 0.095191 0.190298 -5.54
258397_at Expressed protein ; supported by fu--- AT3G15357 1.15 0.21 1.94 0.09524 0.190381 -5.54
262862_at hypothetical protein predicted by ge--- AT1G64830 -1.26 -0.34 -1.94 0.095353 0.190575 -5.54
250201_at  ankyrin - like protein 270 kDa anky --- AT5G14230 -1.47 -0.56 -1.94 0.095354 0.190575 -5.54
250558_at  flavonoid 3-hydroxylase - like proteTT7 AT5G07990 -1.20 -0.26 -1.94 0.095366 0.190581 -5.54
257101_at  disease resistance protein, putativeAtRLP42 AT3G25020 1.17 0.23 1.94 0.095419 0.19067 -5.55
264042_at putative steroid sulfotransferase  ; sST AT2G03760 -2.03 -1.02 -1.94 0.095484 0.190784 -5.55
258584_at hypothetical protein predicted by geSIP1A AT3G04090 -1.13 -0.17 -1.94 0.095567 0.190933 -5.55
247416_at 40S ribosomal protein S15-like prot --- AT5G63070 -1.19 -0.25 -1.94 0.095672 0.191127 -5.55
265579_at hypothetical protein predicted by ge--- AT2G20070 -1.16 -0.21 -1.94 0.095684 0.191133 -5.55
256322_at unknown protein ; supported by cDNAXR4 AT1G54990 1.37 0.45 1.94 0.095701 0.191149 -5.55
246179_at  putative protein hypothetical protein--- AT5G28440 -1.23 -0.30 -1.94 0.095716 0.191149 -5.55
248880_at putative protein contains similarity to--- AT5G46200 -1.15 -0.20 -1.94 0.095717 0.191149 -5.55
260040_at Expressed protein ; supported by fuIDA AT1G68765 2.06 1.04 1.94 0.095748 0.191174 -5.55
246473_at  putative protein cathepsin L-like cy --- AT5G17140 -1.18 -0.24 -1.94 0.095754 0.191174 -5.55
263954_at unknown protein  ; supported by cD--- AT2G35840 -1.21 -0.28 -1.94 0.095755 0.191174 -5.55
266708_at putative chloroplast nucleoid DNA b--- AT2G03200 -1.24 -0.31 -1.94 0.095787 0.191208 -5.55
258004_at unknown protein similar to putative MYB110 AT3G29020 -1.17 -0.23 -1.94 0.095789 0.191208 -5.55
251919_at  putative protein Hsp70 binding prot--- AT3G53800 -1.27 -0.35 -1.94 0.09581 0.191234 -5.55
265766_at unknown protein --- AT2G48080 -1.23 -0.30 -1.93 0.095932 0.191462 -5.55
249955_at  sugar transporter - like protein prob--- AT5G18840 -1.47 -0.56 -1.93 0.095954 0.191489 -5.55
247226_at putative protein contains similarity to--- AT5G65100 -1.14 -0.18 -1.93 0.095988 0.19154 -5.55
249151_at inorganic phosphate transporter (dbPHT3 AT5G43360 -1.17 -0.22 -1.93 0.09604 0.191627 -5.55
245938_at  putative protein protein phosphatas--- AT5G19680 1.23 0.30 1.93 0.096107 0.191742 -5.55
251545_at  zinc transporter -like protein zinc traMTPA2 AT3G58810 -1.24 -0.32 -1.93 0.096145 0.191802 -5.55
254898_at  serine/threonine kinase-like protein--- AT4G11480 1.85 0.89 1.93 0.096309 0.192113 -5.55
253085_s_a putative protein hypothetical protein--- AT4G36270 / -1.29 -0.37 -1.93 0.096321 0.192119 -5.55
251276_at  putative protein hypothetical proteinSDG14 AT3G61740 1.15 0.20 1.93 0.096347 0.192154 -5.55
251448_at  allyl alcohol dehydrogenase-like pr --- AT3G59845 -1.15 -0.21 -1.93 0.096383 0.192211 -5.55
261726_at putative auxin-independent growth --- AT1G76270 -1.31 -0.39 -1.93 0.096397 0.192221 -5.55
256842_at hypothetical protein predicted by ge--- --- -1.16 -0.21 -1.93 0.096413 0.192236 -5.56
247102_at putative protein similar to unknown --- AT5G66550 -1.19 -0.26 -1.93 0.09643 0.192253 -5.56
246505_at  putative protein hypothetical protein--- AT5G16250 -1.32 -0.40 -1.93 0.096449 0.192274 -5.56
248485_at calcium-binding transporter-like pro --- AT5G51050 1.25 0.32 1.93 0.096473 0.192305 -5.56



246264_at hypothetical protein FRL2 AT1G31814 1.17 0.23 1.93 0.096503 0.192348 -5.56
260847_s_a alanine aminotransferase, putative AlaAT1 AT1G17290 / 1.16 0.22 1.93 0.096549 0.192422 -5.56
249708_at unknown protein --- AT5G35660 -1.35 -0.43 -1.93 0.096574 0.192456 -5.56
251732_at  putative protein prenylated Rab accPRA1.B1 AT3G56110 1.15 0.20 1.93 0.096617 0.192526 -5.56
262494_at myosin-like protein similar to myosin--- AT1G21810 -1.21 -0.28 -1.93 0.096706 0.192685 -5.56
264992_at  integral membrane protein, putative--- AT1G67300 -1.21 -0.28 -1.93 0.096742 0.192741 -5.56
267216_at hypothetical protein --- AT2G02620 -1.16 -0.22 -1.93 0.096798 0.192835 -5.56
247414_at unknown protein EMB2759 AT5G63050 1.21 0.27 1.93 0.096812 0.192846 -5.56
249038_at putative protein contains similarity toRING1A AT5G44280 1.18 0.24 1.93 0.096884 0.192972 -5.56
263905_at putative beta-fructofuranosidase (in AtcwINV4 AT2G36190 -1.25 -0.32 -1.93 0.096942 0.193071 -5.56
258721_at unknown protein similar to hypothet --- AT3G09560 1.26 0.33 1.93 0.096982 0.193135 -5.56
264455_at hypothetical protein predicted by ge--- AT1G10330 1.20 0.26 1.93 0.097042 0.193236 -5.56
258416_at  hypothetical protein predicted by ge--- AT3G17310 1.17 0.23 1.93 0.097066 0.193267 -5.56
255902_at  transcription factor, putative similar --- AT1G17880 1.16 0.22 1.93 0.097105 0.193326 -5.56
246771_at putative protein putative replication --- --- -1.14 -0.19 -1.93 0.097119 0.193326 -5.56
260079_s_a helix-loop-helix protein 1A, putative--- AT1G35460 / -1.17 -0.22 -1.93 0.097121 0.193326 -5.56
266958_at putative trans-prenyltransferase GPS1 AT2G34630 1.25 0.32 1.93 0.097156 0.193379 -5.56
265611_at unknown protein  ;supported by full---- AT2G25510 -1.32 -0.41 -1.93 0.097209 0.193469 -5.56
260367_at unknown protein  ;supported by full---- AT1G69760 1.54 0.63 1.93 0.09723 0.193494 -5.56
256132_at hypothetical protein similar to hypot --- AT1G13610 -1.16 -0.21 -1.93 0.097261 0.193534 -5.56
265001_at hypothetical protein contains similar--- AT1G67350 1.16 0.21 1.93 0.097268 0.193534 -5.56
250380_at putative protein --- AT5G11600 1.16 0.22 1.92 0.097356 0.193694 -5.56
247998_at unknown protein --- AT5G56200 1.30 0.38 1.92 0.097373 0.19371 -5.56
262371_at putative glycosyl transferase contain--- AT1G73160 -1.15 -0.20 -1.92 0.09739 0.193727 -5.56
255609_s_ahypothetical protein --- AT4G01180 / 1.13 0.18 1.92 0.097562 0.194052 -5.57
246181_at  pectinesterase - like protein probab--- AT5G20860 -1.14 -0.19 -1.92 0.097642 0.194178 -5.57
256317_at hypothetical protein predicted by ge--- AT1G35900 -1.27 -0.34 -1.92 0.097643 0.194178 -5.57
246790_at  putative protein unknown protein F --- AT5G27610 -1.23 -0.30 -1.92 0.097685 0.194243 -5.57
254015_at  putative beta-galactosidase beta-gaBGAL12 AT4G26140 -1.27 -0.34 -1.92 0.097701 0.194243 -5.57
265886_at putative protein phosphatase 2C  ; s--- AT2G25610 / 1.36 0.45 1.92 0.097701 0.194243 -5.57
264888_at hypothetical protein --- AT1G23070 -1.17 -0.23 -1.92 0.097718 0.19426 -5.57
261985_at  terpene synthase, putative similar t --- AT1G33750 -1.14 -0.18 -1.92 0.097798 0.194402 -5.57
257438_at hypothetical protein similarity to plan--- AT2G15325 -1.14 -0.19 -1.92 0.097836 0.194449 -5.57
263514_at putative poly(ADP-ribose) glycohyd --- AT2G31860 -1.17 -0.22 -1.92 0.097845 0.194449 -5.57
248505_at putative protein similar to unknown --- AT5G50360 -1.20 -0.27 -1.92 0.097847 0.194449 -5.57



249858_at myb-related transcription factor-like MYB37 AT5G23000 1.23 0.30 1.92 0.097869 0.194477 -5.57
257930_at hypothetical protein --- AT3G17010 -1.23 -0.30 -1.92 0.097934 0.194589 -5.57
263852_at putative mutT domain protein ATNUDT6 AT2G04450 -2.18 -1.13 -1.92 0.09801 0.194723 -5.57
251079_at hypothetical protein --- AT5G02000 -1.15 -0.20 -1.92 0.098035 0.194755 -5.57
248257_at putative protein similar to unknown --- AT5G53410 -1.23 -0.29 -1.92 0.098094 0.194855 -5.57
250328_at putative protein --- AT5G11780 -1.19 -0.25 -1.92 0.098118 0.194878 -5.57
266367_s_aunknown protein --- AT2G41390 / -1.15 -0.20 -1.92 0.098122 0.194878 -5.57
257430_at hypothetical protein similar to hypot --- AT2G28580 -1.21 -0.28 -1.92 0.098175 0.194965 -5.57
260061_at cell division protein kinase similar toCDKD1;1 AT1G73690 -1.26 -0.33 -1.92 0.09819 0.194965 -5.57
262704_at hypothetical protein predicted by geASL9 AT1G16530 -1.42 -0.51 -1.92 0.098198 0.194965 -5.57
257107_at  transmembrane trafficking protein, --- AT3G29070 -1.18 -0.24 -1.92 0.0982 0.194965 -5.57
246941_at putative protein several hypothetica --- AT5G25415 -1.16 -0.21 -1.92 0.098282 0.19511 -5.57
264576_at unknown protein Similar to Arabidop--- AT1G05360 1.16 0.22 1.92 0.098293 0.195115 -5.57
252070_at  short-chain alcohol dehydrogenase--- AT3G51680 -1.21 -0.27 -1.92 0.098302 0.195116 -5.57
250742_at putative protein similar to unknown --- AT5G05800 1.18 0.24 1.92 0.098338 0.19517 -5.57
255515_at  putative pistil-specific protein simila--- AT4G02250 -1.14 -0.19 -1.92 0.09837 0.195207 -5.57
257031_at  fucosyltransferase, putative similar FUT11 AT3G19280 1.17 0.23 1.92 0.098374 0.195207 -5.57
247223_at MADS box transcription factor-like MAF4 AT5G65070 -1.13 -0.17 -1.92 0.09839 0.195222 -5.57
254440_at  putative protein desiccation-related--- AT4G21020 -1.15 -0.20 -1.92 0.098421 0.195267 -5.58
248128_at thiazole biosynthetic enzyme precurTHI1 AT5G54770 1.22 0.28 1.92 0.098441 0.195289 -5.58
253522_at  predicted protein cation transport p --- AT4G31290 -1.54 -0.63 -1.92 0.098467 0.195324 -5.58
263803_at hypothetical protein predicted by ge--- AT2G40440 -1.15 -0.20 -1.92 0.098476 0.195325 -5.58
252724_at  putative protein hypothetical protein--- AT3G43540 1.20 0.27 1.92 0.098489 0.195334 -5.58
267517_at unknown protein RPT2 AT2G30520 1.19 0.25 1.92 0.098519 0.195377 -5.58
252019_at  late embryogenesis abundant prote--- AT3G53040 -1.13 -0.18 -1.92 0.098558 0.195423 -5.58
257683_at hypothetical protein predicted by ge--- AT3G13280 -1.16 -0.21 -1.92 0.09856 0.195423 -5.58
245335_at pore protein homolog ;supported byATOEP16-2AT4G16160 -1.21 -0.27 -1.92 0.098585 0.195455 -5.58
251051_at  putative zinc finger protein zinc fing--- AT5G02460 -1.18 -0.24 -1.92 0.098664 0.195586 -5.58
261996_at  AIG1-like protein similar to AIG1 pr --- AT1G33830 1.13 0.18 1.92 0.098669 0.195586 -5.58
249844_at putative protein similar to unknown --- AT5G23590 1.19 0.25 1.92 0.098676 0.195586 -5.58
254987_s_ahypothetical protein --- AT4G10660 / 1.13 0.17 1.91 0.098756 0.195727 -5.58
250791_at nucleic acid binding protein-like  ;suAL1 AT5G05610 1.15 0.21 1.91 0.098773 0.195732 -5.58
258153_at Expressed protein ; supported by fuMOS4 AT3G18165 1.20 0.27 1.91 0.098775 0.195732 -5.58
251677_at  putative protein hypothetical proteinBHLH039 AT3G56980 -1.64 -0.71 -1.91 0.098805 0.195761 -5.58
256644_at unknown protein similar to hypothet --- --- -1.15 -0.21 -1.91 0.098807 0.195761 -5.58



247278_at fructose-bisphosphatase-like protein--- AT5G64380 -1.20 -0.27 -1.91 0.098848 0.195814 -5.58
253817_at hypothetical protein  ;supported by f--- AT4G28310 -1.52 -0.60 -1.91 0.098851 0.195814 -5.58
264461_s_ahypothetical protein --- AT1G10190 / -1.12 -0.17 -1.91 0.09892 0.195927 -5.58
265928_at Ac-like transposase related to Ac/D --- --- -1.20 -0.26 -1.91 0.098925 0.195927 -5.58
256699_at hypothetical protein predicted by ge--- AT3G20690 -1.20 -0.26 -1.91 0.098952 0.195958 -5.58
265030_at  receptor-like kinase, putative simila--- AT1G61610 1.38 0.46 1.91 0.098958 0.195958 -5.58
246773_at  protein kinase-like protein MAP3Ka--- AT5G27510 -1.24 -0.31 -1.91 0.098968 0.195961 -5.58
254853_at  putative DNA-binding protein AT-ho--- AT4G12080 1.22 0.29 1.91 0.099005 0.196017 -5.58
266529_at putative salt-inducible protein --- AT2G16880 1.19 0.25 1.91 0.099021 0.19603 -5.58
246356_x_a hypothetical protein, 5' partial  --- --- -1.14 -0.19 -1.91 0.099039 0.19603 -5.58
257289_at hypothetical protein --- AT3G29690 -1.14 -0.19 -1.91 0.099043 0.19603 -5.58
246697_at putative protein --- AT5G29210 -1.18 -0.24 -1.91 0.099046 0.19603 -5.58
263755_at unknown protein  ;supported by full---- AT2G21340 -1.23 -0.29 -1.91 0.099097 0.196111 -5.58
264858_at hypothetical protein SNL3 AT1G24190 -1.18 -0.24 -1.91 0.099104 0.196111 -5.58
260822_at  RNA polymerase, putative similar t --- AT1G06790 1.16 0.21 1.91 0.099152 0.196175 -5.58
255664_at putative protein --- AT4G00440 -1.14 -0.19 -1.91 0.099154 0.196175 -5.58
248263_at pectinesterase  ; supported by cDNAPMEPCRF AT5G53370 -1.37 -0.45 -1.91 0.099198 0.196244 -5.58
260284_at unknown protein  ; supported by full--- AT1G80380 -1.15 -0.20 -1.91 0.099262 0.196356 -5.58
248657_at peptidylprolyl isomerase ROF2 AT5G48570 -2.68 -1.42 -1.91 0.099297 0.196396 -5.58
257838_at hypothetical protein contains Pfam p--- AT3G25210 1.15 0.20 1.91 0.099306 0.196396 -5.58
247087_at putative protein contains similarity to--- AT5G66330 -1.32 -0.40 -1.91 0.099312 0.196396 -5.58
255941_at  mitochondrial inner membrane tranATTIM17-1 AT1G20350 -1.28 -0.36 -1.91 0.099321 0.196396 -5.58
246638_at  putative protein predicted proteins, --- --- -1.17 -0.22 -1.91 0.099326 0.196396 -5.58
259818_at unknown protein ; supported by cDN--- AT1G49890 -1.24 -0.32 -1.91 0.099419 0.196562 -5.59
250552_at  putative protein microtubule binding--- AT5G07890 1.15 0.20 1.91 0.099468 0.196616 -5.59
249679_at unknown protein --- AT5G35980 1.12 0.16 1.91 0.09947 0.196616 -5.59
262048_at  cytochrome c oxidase subunit, puta--- AT1G80230 1.18 0.24 1.91 0.099472 0.196616 -5.59
247052_at homeodomain transcription factor-li HB53 AT5G66700 -1.18 -0.24 -1.91 0.099508 0.19667 -5.59
267006_at putative membrane transporter  ; su--- AT2G34190 -1.18 -0.24 -1.91 0.099545 0.196716 -5.59
267307_at putative laccase LAC3 AT2G30210 -1.22 -0.29 -1.91 0.099548 0.196716 -5.59
255047_at  AX110P -like protein AX110P -Dau--- AT4G09670 1.16 0.22 1.91 0.099608 0.196816 -5.59
250719_at putative protein contains similarity to--- AT5G06250 -1.20 -0.26 -1.91 0.09966 0.196904 -5.59
264075_at envelope-like protein identical to GB--- --- -1.23 -0.30 -1.91 0.099674 0.196914 -5.59
254477_at zinc-finger protein Lsd1  ;supported --- AT4G20380 -1.22 -0.29 -1.91 0.099786 0.197118 -5.59
261463_at hypothetical protein predicted by ge--- AT1G07730 / 1.14 0.19 1.91 0.099809 0.197147 -5.59



267241_at hypothetical protein predicted by ge--- AT2G02490 / -1.14 -0.19 -1.91 0.099838 0.197187 -5.59
264137_at  lupeol synthase, putative similar to ATLUP2 AT1G78960 1.27 0.34 1.91 0.099937 0.197365 -5.59
262784_at  unknown protein strong similarity toSEX1 AT1G10760 1.27 0.35 1.91 0.100023 0.197518 -5.59
252370_at putative protein --- AT3G48600 -1.31 -0.38 -1.91 0.100119 0.19769 -5.59
258743_s_a shaggy related protein kinase, ASKATSK12 AT3G05840 / 1.19 0.25 1.90 0.100169 0.197771 -5.59
246750_at  putative protein predicted proteins, AT5G27860--- 1.29 0.36 1.90 0.100327 0.198067 -5.59
252661_at putative protein --- AT3G44450 1.60 0.68 1.90 0.100367 0.198128 -5.59
254835_s_a flavonoid 3,5-hydroxylase -like protCYP706A5 AT4G12310 / 1.35 0.43 1.90 0.100377 0.198132 -5.59
256340_at  DnaJ protein, putative contains Pfa--- AT1G72070 -1.19 -0.25 -1.90 0.100391 0.198141 -5.59
252358_at  putative protein cfxY protein, Alcali --- AT3G48425 1.15 0.20 1.90 0.100421 0.198178 -5.59
266696_at copia-like retroelement pol polyprote--- AT2G19680 1.20 0.26 1.90 0.100433 0.198178 -5.59
246268_at  cytochrome P450, putative contain CYP97A3 AT1G31800 -1.21 -0.28 -1.90 0.100436 0.198178 -5.59
259269_at putative pectate lyase similar to pec--- AT3G01270 -1.17 -0.23 -1.90 0.100447 0.198178 -5.60
266882_at unknown protein  ;supported by full---- AT2G44670 1.48 0.56 1.90 0.100453 0.198178 -5.60
257371_at putative CCAAT-box binding trancri NF-YB5 AT2G47810 -1.20 -0.26 -1.90 0.100476 0.198206 -5.60
249855_at unknown protein --- AT5G22970 -1.17 -0.22 -1.90 0.100566 0.198367 -5.60
259815_at hypothetical protein predicted by ge--- AT1G49870 -1.16 -0.21 -1.90 0.100647 0.198509 -5.60
258612_at putative replication factor A similar t--- AT3G02920 -1.17 -0.23 -1.90 0.100656 0.19851 -5.60
262180_at  phosphoglycerate mutase, putativePGM AT1G78050 -1.15 -0.20 -1.90 0.100751 0.198681 -5.60
265829_at unknown protein --- AT2G14490 -1.14 -0.18 -1.90 0.100769 0.198697 -5.60
254809_at  putative protein auxin-induced prot --- AT4G12410 -1.25 -0.32 -1.90 0.100802 0.198745 -5.60
255165_at  putative protein putative centromer --- --- -1.30 -0.38 -1.90 0.100825 0.198775 -5.60
253770_at protein kinase ADK1-like protein proCKL6 AT4G28540 1.14 0.19 1.90 0.100874 0.198853 -5.60
249299_at  E2, ubiquitin-conjugating enzyme 4UBC4 AT5G41340 -1.20 -0.27 -1.90 0.100924 0.198934 -5.60
260164_at putative D-isomer specific 2-hydrox --- AT1G79870 1.16 0.22 1.90 0.100959 0.198986 -5.60
264355_at  unknown protein similar to PHZF, c--- AT1G03210 -1.26 -0.34 -1.90 0.100976 0.199003 -5.60
259986_at thaumatin-like protein similar to thau--- AT1G75050 -1.18 -0.24 -1.90 0.101003 0.19904 -5.60
259191_at unknown protein --- AT3G01720 -1.21 -0.27 -1.90 0.101049 0.199098 -5.60
263099_at putative non-LTR retroelement reve--- --- -1.22 -0.29 -1.90 0.101051 0.199098 -5.60
246360_at hypothetical protein --- --- -1.16 -0.21 -1.90 0.10106 0.1991 -5.60
247941_at putative protein strong similarity to u--- AT5G57200 -1.14 -0.19 -1.90 0.101098 0.199157 -5.60
259452_at  En/Spm-like transposon protein, pu--- --- -1.17 -0.22 -1.90 0.101137 0.199217 -5.60
245215_at F12A21.4 similar to iEP4 gb|AAD11ATFXG1 AT1G67830 1.40 0.48 1.90 0.101156 0.199238 -5.60
251875_at  putative protein various predicted p--- AT3G54270 -1.21 -0.27 -1.90 0.101168 0.199243 -5.60
254522_at hypothetical protein --- AT4G19980 -1.13 -0.17 -1.90 0.101181 0.199252 -5.60



251409_at Expressed protein ; supported by fu--- AT3G60245 1.46 0.54 1.90 0.101194 0.19926 -5.60
250800_at ubiquinol-cytochrome C reductase cHPR AT1G68010 / 1.41 0.49 1.90 0.101254 0.199361 -5.60
245097_at Expressed protein ; supported by fu--- AT2G40935 1.13 0.18 1.90 0.101287 0.199409 -5.60
262110_at  SF2/ASF-like splicing modulator SrSR1 AT1G02840 1.21 0.27 1.90 0.101437 0.199687 -5.60
262040_at  receptor protein kinase, putative simTMM AT1G80080 -1.17 -0.23 -1.90 0.101476 0.199748 -5.61
248434_at mitochondrial heat shock 22 kd prot--- AT5G51440 2.25 1.17 1.90 0.101495 0.199766 -5.61
262082_s_a wall-associated kinase 2, putative s--- AT1G56120 / 1.52 0.60 1.90 0.101552 0.199847 -5.61
265808_at hypothetical protein predicted by ge--- AT2G17960 -1.15 -0.21 -1.90 0.101553 0.199847 -5.61
263426_at putative glutathione peroxidase  ;suATGPX2 AT2G31570 1.26 0.33 1.90 0.101585 0.199887 -5.61
263603_at hypothetical protein --- AT2G16340 -1.21 -0.27 -1.90 0.101591 0.199887 -5.61
251089_at  heat shock protein 40-like heat sho--- AT5G01390 1.15 0.20 1.89 0.101636 0.199959 -5.61
264941_at  auxin-induced protein, putative sim--- AT1G60680 -1.31 -0.39 -1.89 0.101658 0.199984 -5.61
256380_at  pheromone receptor, putative (AR4AR401 AT1G66680 1.19 0.26 1.89 0.10168 0.20001 -5.61
AFFX-BioB- E. coli /GEN=bioB /DB_XREF=gb:J --- --- -1.57 -0.65 -1.89 0.101711 0.200055 -5.61
248800_at 40S ribosomal protein S19  ; suppo RPS19 AT5G47320 1.17 0.22 1.89 0.101739 0.200093 -5.61
247635_at  serine/threonine-protein kinase - likGRIK2 AT5G60548 / -1.14 -0.18 -1.89 0.101782 0.200158 -5.61
256997_at  subtilisin-like serine protease, puta --- AT3G14067 1.27 0.35 1.89 0.101807 0.200192 -5.61
261374_at hypothetical protein contains thiored--- AT1G52990 -1.14 -0.19 -1.89 0.10188 0.200317 -5.61
252902_at  putative protein various predicted p--- AT4G39560 1.16 0.22 1.89 0.101905 0.200349 -5.61
251696_at putative protein --- --- -1.20 -0.26 -1.89 0.101961 0.200443 -5.61
250779_at eukaryotic translation initiation factoEIF2 ALPH AT5G05470 1.27 0.34 1.89 0.101982 0.200466 -5.61
248259_at proline-rich cell wall protein-like  ;su--- AT5G53330 1.16 0.22 1.89 0.102008 0.200499 -5.61
254163_s_a putative protein storage protein - P --- AT4G24340 / 1.88 0.91 1.89 0.102049 0.200558 -5.61
256121_at  MAP kinase, putative similar to MA--- AT1G18160 1.17 0.22 1.89 0.102055 0.200558 -5.61
246341_x_a putative protein predicted proteins, --- AT3G43150 -1.21 -0.28 -1.89 0.102114 0.200643 -5.61
253651_at  putative protein nucleoid DNA-bind --- AT4G30030 -1.19 -0.26 -1.89 0.102116 0.200643 -5.61
246318_at  putative protein predicted protein B--- AT3G56740 1.20 0.26 1.89 0.102128 0.200644 -5.61
263043_at conserved hypothetical protein pred--- AT1G23350 -1.19 -0.26 -1.89 0.102134 0.200644 -5.61
261294_at  dihydroxyacetone kinase, putative --- AT1G48430 1.24 0.31 1.89 0.102149 0.200655 -5.61
259383_at  putative lectin contains Pfam profileJR1 AT3G16470 -2.02 -1.01 -1.89 0.102166 0.200673 -5.61
266269_at putative glutathione S-transferase  ;ATGSTU2 AT2G29480 1.54 0.62 1.89 0.102231 0.200783 -5.61
254020_at beta-carotene hydroxylase  ; suppo BETA-OHAAT4G25700 1.67 0.74 1.89 0.102254 0.20081 -5.61
254490_at  CTP synthase like protein CTP syn--- AT4G20320 1.27 0.35 1.89 0.102284 0.200851 -5.61
262003_at unknown protein --- AT1G64460 1.17 0.23 1.89 0.102329 0.200922 -5.61
248568_at receptor protein kinase-like --- AT5G49760 1.20 0.26 1.89 0.10243 0.201104 -5.61



248489_at unknown protein --- AT5G51090 -1.14 -0.19 -1.89 0.102446 0.201119 -5.61
250002_at  proline-richh protein predicted proteAGP25 AT5G18690 -1.58 -0.66 -1.89 0.102466 0.201139 -5.61
259876_at  putative DnaJ protein similar to dna--- AT1G76700 -1.32 -0.40 -1.89 0.102538 0.201264 -5.62
254970_at  chlorophyll a/b-binding protein - likeLHCB5 AT4G10340 -1.15 -0.21 -1.89 0.102653 0.20146 -5.62
246157_at  cytochrome-b5 reductase - like pro --- AT5G20080 -1.21 -0.28 -1.89 0.102656 0.20146 -5.62
253170_at  putative protein various predicted p--- AT4G35130 1.13 0.18 1.89 0.102708 0.201546 -5.62
258274_at putative cytochrome c oxidase subu--- AT3G15640 1.19 0.26 1.89 0.102728 0.201568 -5.62
263639_at unknown protein --- AT2G25300 1.18 0.24 1.89 0.102749 0.201592 -5.62
245082_at hypothetical protein predicted by ge--- AT2G23270 2.64 1.40 1.89 0.102808 0.201689 -5.62
249085_at putative protein similar to unknown --- AT5G44170 -1.18 -0.23 -1.89 0.102899 0.201834 -5.62
246219_at aminopeptidase-like protein ; suppoAPP1 AT4G36760 1.24 0.31 1.89 0.102899 0.201834 -5.62
263779_at putative photomorphogenesis repreSPA1 AT2G46340 1.19 0.25 1.89 0.102914 0.201846 -5.62
250819_at putative protein strong similarity to u--- AT5G05100 1.18 0.24 1.89 0.102932 0.201864 -5.62
263390_at hypothetical protein similar to Ta1-1--- --- -1.14 -0.19 -1.89 0.10295 0.201883 -5.62
248924_at GDSL-motif lipase/hydrolase-like pr --- AT5G45960 -1.14 -0.20 -1.89 0.103006 0.20196 -5.62
262365_at  disease resistance protein, putative--- AT1G72870 -1.20 -0.26 -1.89 0.103008 0.20196 -5.62
265787_at Mutator-like transposase similar to  --- --- -1.22 -0.29 -1.89 0.103035 0.201996 -5.62
261808_at  DNA damage repair protein, putativDRT111 AT1G30480 1.15 0.20 1.89 0.103049 0.202006 -5.62
265748_at putative Athila retroelement ORF1 p--- --- -1.16 -0.22 -1.89 0.103086 0.202062 -5.62
246467_at  UDP glucose:flavonoid 3-o-glucosy--- AT5G17040 -1.25 -0.33 -1.89 0.103103 0.202077 -5.62
252372_at  aldehyde dehydrogenase (NAD+)-l ALDH2B4 AT3G48000 1.24 0.31 1.88 0.103118 0.202089 -5.62
255161_at putative reverse transcriptase --- --- 1.15 0.20 1.88 0.103146 0.202128 -5.62
253288_at hypothetical protein --- AT4G34310 -1.17 -0.23 -1.88 0.103236 0.202287 -5.62
250511_at putative protein similar to unknown --- AT5G09960 -1.17 -0.22 -1.88 0.103339 0.202462 -5.62
266405_at hypothetical protein predicted by ge--- AT2G38580 -1.31 -0.39 -1.88 0.103344 0.202462 -5.62
248300_at PP2A regulatory subunit  ;supportedTAP46 AT5G53000 -1.22 -0.28 -1.88 0.103361 0.202478 -5.62
261841_at  BTG1 binding factor 1, putative sim--- AT1G15920 1.16 0.21 1.88 0.103444 0.202624 -5.62
254117_at putative protein --- AT4G24750 -1.23 -0.29 -1.88 0.103515 0.202735 -5.62
247992_at unknown protein --- AT5G56520 1.16 0.21 1.88 0.103518 0.202735 -5.62
245620_at hypothetical protein --- AT4G14050 1.18 0.24 1.88 0.103544 0.202765 -5.62
261914_at  dirigent protein, putative similar to d--- AT1G65870 -1.24 -0.31 -1.88 0.103552 0.202765 -5.62
266545_at hypothetical protein predicted by ge--- AT2G35290 -1.33 -0.42 -1.88 0.103593 0.202829 -5.63
255491_at  putative zinc finger protein similar t AtIDD12 AT4G02670 -1.13 -0.17 -1.88 0.103608 0.20283 -5.63
259468_at unknown protein TTN10 AT1G19080 / 1.19 0.25 1.88 0.103611 0.20283 -5.63
264406_at  putative phragmoplastin similar to dADL6 AT1G10290 1.18 0.24 1.88 0.103682 0.202951 -5.63



254239_at  water channel - like protein plasmaPIP1;5 AT4G23400 -1.30 -0.38 -1.88 0.103706 0.202981 -5.63
247588_at  protein disulfide isomerase precursATPDIL1-4 AT5G60640 1.17 0.22 1.88 0.103733 0.203015 -5.63
253966_at fructose-bisphosphate aldolase --- AT4G26520 -1.22 -0.29 -1.88 0.103781 0.203092 -5.63
262628_at  glucan synthase, putative similar toATGSL07 AT1G06490 -1.21 -0.28 -1.88 0.103872 0.203253 -5.63
264004_at Expressed protein ; supported by fu--- AT2G22425 -1.19 -0.25 -1.88 0.10394 0.203357 -5.63
249645_at thionin Thi2.2  ;supported by full-lenTHI2.2 AT5G36910 -1.23 -0.30 -1.88 0.103952 0.203357 -5.63
267160_at putative WD-40 repeat protein --- AT2G37670 -1.14 -0.18 -1.88 0.103952 0.203357 -5.63
252609_at putative protein --- AT3G45110 -1.16 -0.22 -1.88 0.103975 0.203385 -5.63
266333_at putative ubiquitin activating enzymeAXL AT2G32410 1.19 0.25 1.88 0.104023 0.203461 -5.63
253697_at  nucleotide pyrophosphatase -like p --- AT4G29700 2.24 1.16 1.88 0.104038 0.203472 -5.63
248980_at putative protein similar to unknown AtPP2-A7 AT5G45090 -1.21 -0.27 -1.88 0.10411 0.203597 -5.63
251727_at putative protein --- AT3G56290 -1.40 -0.49 -1.88 0.104128 0.203615 -5.63
266434_s_aunknown protein --- AT2G07120 / -1.14 -0.19 -1.88 0.104148 0.203636 -5.63
247133_at chalcone isomerase-like protein --- AT5G66220 -1.32 -0.40 -1.88 0.104157 0.203637 -5.63
255500_at NAD+ ADP-ribosyltransferase APP AT4G02390 1.21 0.28 1.88 0.104169 0.203642 -5.63
260791_at lipase-like protein similar to lipase G--- AT1G06250 -1.16 -0.21 -1.88 0.104212 0.203708 -5.63
263720_at putative Na/H antiporter ATCHX15 AT2G13620 -1.14 -0.19 -1.88 0.104227 0.203708 -5.63
259455_x_aunknown protein --- AT1G44030 -1.21 -0.28 -1.88 0.10423 0.203708 -5.63
266999_at putative HMG protein ; supported by--- AT2G34450 1.23 0.29 1.88 0.104242 0.203715 -5.63
257033_at  metalloprotease, putative similar toATPREP1 AT3G19170 -1.36 -0.44 -1.88 0.104259 0.203731 -5.63
257020_at  mitotic checkpoint protein, putative --- AT3G19590 -1.18 -0.24 -1.88 0.104303 0.2038 -5.63
260899_at hypothetical protein predicted by ge--- AT1G21370 1.20 0.27 1.88 0.104325 0.203825 -5.63
261078_at unknown protein identical to SP:O5 RPL4 AT1G07320 -1.16 -0.21 -1.88 0.104369 0.203894 -5.63
AFFX-BioDnE. coli /GEN=bioD /DB_XREF=gb:J --- --- -1.42 -0.50 -1.88 0.10438 0.203898 -5.63
250754_at arginine-tRNA-protein transferase 1ATE1 AT5G05700 -1.15 -0.20 -1.88 0.104447 0.20401 -5.63
246087_at  putative protein predicted protein, A--- AT5G20580 1.26 0.33 1.88 0.104492 0.204082 -5.63
262257_at hypothetical protein predicted by ge--- AT1G53860 -1.17 -0.23 -1.88 0.104519 0.204116 -5.63
246538_at  40S RIBOSOMAL PROTEIN S19 - --- AT5G15520 1.28 0.36 1.88 0.104532 0.204123 -5.63
247331_at putative protein contains similarity toFP3 AT5G63530 1.35 0.43 1.88 0.10454 0.204123 -5.63
246161_at  putative protein predicted proteins, JAZ12 AT5G20900 -1.24 -0.31 -1.88 0.104574 0.204171 -5.63
256335_at hypothetical protein predicted by ge--- AT1G72110 -1.19 -0.25 -1.87 0.104657 0.204316 -5.63
248926_at Ole e I (main olive allergen)-like pro--- AT5G45880 -1.32 -0.40 -1.87 0.104777 0.204533 -5.64
267482_s_aunknown protein --- AT2G02770 / -1.46 -0.55 -1.87 0.104799 0.20455 -5.64
249509_at strong similarity to unknown protein --- AT5G38390 -1.13 -0.17 -1.87 0.104804 0.20455 -5.64
267114_at Expressed protein ; supported by fu--- AT2G14835 -1.16 -0.21 -1.87 0.104816 0.204553 -5.64



265207_at unknown protein --- AT2G36680 -1.14 -0.19 -1.87 0.104823 0.204553 -5.64
262367_at hypothetical protein contains similarVPS46.2 AT1G73030 -1.20 -0.26 -1.87 0.104851 0.204589 -5.64
262399_at unknown protein ;supported by full-l--- AT1G49500 1.25 0.33 1.87 0.10486 0.20459 -5.64
262349_at unknown protein  ;supported by full---- AT2G48130 -1.24 -0.31 -1.87 0.104981 0.204808 -5.64
252973_s_apeptidylprolyl isomerase ROC1  ;su ROC1 AT4G38740 1.25 0.32 1.87 0.105053 0.204932 -5.64
263984_at hypothetical protein predicted by ge--- AT2G42670 -1.16 -0.22 -1.87 0.10509 0.204984 -5.64
255297_x_ahypothetical protein --- --- -1.19 -0.25 -1.87 0.105098 0.204984 -5.64
261341_s_aputative purple acid phosphatase si PAP5 AT1G52940 / -1.12 -0.17 -1.87 0.105136 0.205041 -5.64
250396_at  zinc finger -like protein CCHH finge--- AT5G10970 -1.41 -0.50 -1.87 0.105169 0.205088 -5.64
253473_at  putative protein mixed-lineage prot --- AT4G32250 1.33 0.41 1.87 0.105194 0.205118 -5.64
263631_at unknown protein  ; supported by full--- AT2G04900 1.14 0.19 1.87 0.105224 0.205159 -5.64
255736_at unknown protein contains similarity --- AT1G25380 1.17 0.22 1.87 0.10525 0.205193 -5.64
247350_at unknown protein --- AT5G63830 1.17 0.23 1.87 0.105388 0.205444 -5.64
252204_at  putative protein predicted protein, A--- AT3G50340 -1.53 -0.62 -1.87 0.105419 0.205485 -5.64
263229_s_aputative polygalacturonase similar t --- AT1G05650 / -1.14 -0.18 -1.87 0.105427 0.205485 -5.64
257544_at putative DNA-binding protein simila --- AT3G20880 -1.20 -0.27 -1.87 0.105454 0.20552 -5.64
245795_at unknown protein contains similarity --- AT1G32160 1.15 0.20 1.87 0.105486 0.205566 -5.64
258082_at Expressed protein ; supported by fuCLE27 AT3G25905 -1.34 -0.42 -1.87 0.105533 0.20562 -5.64
255228_at  F-box protein family, AtFBL21 cont --- AT4G05470 -1.14 -0.19 -1.87 0.105539 0.20562 -5.64
266878_at putative RING zinc finger protein --- AT2G44580 -1.16 -0.22 -1.87 0.105541 0.20562 -5.64
264296_at  protein transport protein sec61 alph--- AT1G78720 -1.26 -0.33 -1.87 0.105589 0.205695 -5.64
248931_at peptide transporter --- AT5G46040 -1.13 -0.17 -1.87 0.105636 0.20574 -5.64
252612_at hypothetical protein --- AT3G45160 -2.15 -1.11 -1.87 0.105639 0.20574 -5.64
261809_at  rac GTPase activating protein, puta--- AT1G08340 -1.24 -0.31 -1.87 0.105639 0.20574 -5.64
259802_at  thionin identical to GI:1181531 fromTHI2.1 AT1G72260 2.49 1.32 1.87 0.105659 0.205761 -5.64
254086_at  putative proteasome regulatory sub--- AT4G24820 1.13 0.17 1.87 0.105675 0.205774 -5.64
262758_at hypothetical protein predicted by ge--- AT1G10780 1.17 0.23 1.87 0.105725 0.205851 -5.64
245394_at hypothetical protein ;supported by fu--- AT4G16450 1.22 0.28 1.87 0.105732 0.205851 -5.64
258823_at  putative RING zinc finger protein co--- AT3G07200 1.22 0.28 1.87 0.105753 0.205873 -5.65
254703_at putative protein  ; supported by full- --- AT4G17960 1.23 0.30 1.87 0.105787 0.205913 -5.65
253515_at  auxin induced like-protein auxin-ind--- AT4G31320 -1.21 -0.28 -1.87 0.105791 0.205913 -5.65
254786_at  putative protein gamma-interferon- --- AT4G12890 -1.17 -0.23 -1.87 0.105822 0.205956 -5.65
264167_at unknown protein Location of EST g --- AT1G02060 1.23 0.30 1.87 0.10584 0.205973 -5.65
247781_at  dehydrodolichyl diphosphate synth --- AT5G58784 -1.22 -0.29 -1.87 0.105853 0.205981 -5.65
253751_at hypothetical protein ;supported by fu--- AT4G29070 1.33 0.42 1.87 0.105869 0.205994 -5.65



249650_at Expressed protein ; supported by cDSEF AT5G37055 -1.19 -0.25 -1.87 0.105976 0.206186 -5.65
265075_at hypothetical protein similar to embry--- AT1G55450 1.74 0.80 1.87 0.106011 0.206235 -5.65
248827_at  calcium sensor protein, calcineurin CBL9 AT5G47100 1.26 0.33 1.87 0.106088 0.206367 -5.65
263246_at hypothetical protein predicted by ge--- AT2G31460 -1.20 -0.26 -1.87 0.10612 0.206413 -5.65
250010_at  AP2-domain DNA-binding protein - --- AT5G18450 -1.22 -0.29 -1.87 0.106131 0.206415 -5.65
267118_at hypothetical protein --- AT2G32590 -1.18 -0.24 -1.86 0.10627 0.206669 -5.65
262976_at unknown protein SRS5 AT1G75520 -1.20 -0.27 -1.86 0.106323 0.206755 -5.65
247876_at unknown protein --- AT5G57730 1.14 0.19 1.86 0.106348 0.206776 -5.65
260346_at hypothetical protein predicted by geCLE10 AT1G69320 / -1.19 -0.26 -1.86 0.106357 0.206776 -5.65
263121_at  receptor protein kinase, putative sim--- AT1G78530 -1.19 -0.25 -1.86 0.106362 0.206776 -5.65
256356_s_ahypothetical protein --- AT1G66500 / -1.18 -0.24 -1.86 0.106468 0.206967 -5.65
252008_at hypothetical protein ; supported by c--- AT3G52610 -1.17 -0.22 -1.86 0.106494 0.206998 -5.65
246711_at putative protein --- AT5G28190 -1.14 -0.19 -1.86 0.106529 0.207049 -5.65
261235_x_ahypothetical protein predicted by ge--- --- -1.14 -0.18 -1.86 0.106572 0.207114 -5.65
246860_at  putative protein various predicted p--- AT5G25840 1.50 0.58 1.86 0.106673 0.207293 -5.65
258047_at putative 4-coumarate:CoA ligase 2 4CL2 AT3G21240 1.77 0.82 1.86 0.10674 0.207406 -5.65
267639_at putative squamosa-promoter bindin SPL9 AT2G42200 1.14 0.19 1.86 0.10675 0.207408 -5.65
264189_s_ahypothetical protein similar to acyl-cACP3 AT1G54580 / -1.22 -0.29 -1.86 0.10685 0.207585 -5.66
265504_at putative Ta11-like non-LTR retroele --- --- -1.17 -0.22 -1.86 0.106964 0.207788 -5.66
249428_at  putative protein predicted protein K--- AT5G39870 -1.12 -0.17 -1.86 0.106979 0.2078 -5.66
260458_at unknown protein --- AT1G68250 -1.16 -0.21 -1.86 0.106991 0.207805 -5.66
256189_at hypothetical protein predicted by ge--- AT1G30140 -1.14 -0.19 -1.86 0.107041 0.207878 -5.66
250868_at  malate synthase -like protein malatMLS AT5G03860 -1.25 -0.32 -1.86 0.107047 0.207878 -5.66
263345_s_aputative chlorophyll a/b binding protLHCB2.1 AT2G05070 / -1.47 -0.56 -1.86 0.107066 0.207897 -5.66
247715_at  putative protein predicted protein, A--- AT5G59360 -1.26 -0.33 -1.86 0.107163 0.208069 -5.66
263718_at putative CCAAT-box binding trancri NF-YB7 AT2G13570 -1.19 -0.25 -1.86 0.107225 0.208172 -5.66
260675_at unknown protein ; supported by cDN--- AT1G19430 -1.20 -0.27 -1.86 0.107242 0.208187 -5.66
266201_at similar to MtN3 protein  ;supported b--- AT2G39060 -1.17 -0.23 -1.86 0.107255 0.208194 -5.66
252936_at  putative protein transcription initiati --- AT4G39160 1.26 0.33 1.86 0.107269 0.208204 -5.66
249824_at putative protein similar to unknown --- AT5G23380 -1.15 -0.21 -1.86 0.10729 0.208227 -5.66
247841_at  putative protein predicted proteins, ATFIP1[V] AT5G58040 1.17 0.23 1.86 0.107304 0.208237 -5.66
266925_at unknown protein  ;supported by full-PEX11D AT2G45740 1.14 0.19 1.86 0.107397 0.208398 -5.66
257633_at hypothetical protein CYP86C2 AT3G26125 -1.14 -0.19 -1.86 0.107497 0.20857 -5.66
260809_at hypothetical protein predicted by ge--- AT1G43730 -1.13 -0.18 -1.86 0.107504 0.20857 -5.66
250782_at SYN1 splice variant 1 (gb AAF0898SYN1 AT5G05490 -1.16 -0.22 -1.86 0.107514 0.208573 -5.66



257132_at hypothetical protein predicted by ge--- AT3G20230 -1.15 -0.21 -1.86 0.107535 0.208595 -5.66
253965_at hypothetical protein --- AT4G26490 1.21 0.28 1.85 0.107697 0.208891 -5.66
247923_at porin-like protein  ;supported by full-VDAC4 AT5G57490 1.18 0.24 1.85 0.107904 0.209277 -5.66
263125_at hypothetical protein predicted by ge--- AT1G78470 -1.15 -0.21 -1.85 0.107938 0.209323 -5.66
247795_at  putative protein zinc finger transcrip--- AT5G58620 1.18 0.24 1.85 0.107965 0.209359 -5.67
254120_at  putative mitochondrial uncoupling pDIC2 AT4G24570 2.80 1.49 1.85 0.108059 0.209523 -5.67
267387_at hypothetical protein predicted by ge--- AT2G44440 -1.12 -0.17 -1.85 0.108091 0.209567 -5.67
248987_at dimethylaniline monooxygenase (N---- AT5G45180 -1.14 -0.19 -1.85 0.108175 0.209706 -5.67
258858_at putative 40S ribosomal protein S19 --- AT3G02080 1.31 0.39 1.85 0.108181 0.209706 -5.67
255836_at putative splicing factor U2AF large c--- AT2G33440 1.23 0.30 1.85 0.10827 0.20986 -5.67
259350_at putative serine/threonine protein kinRBK2 AT3G05140 -1.18 -0.24 -1.85 0.108309 0.209917 -5.67
248061_at putative protein contains similarity to--- AT5G55340 -1.13 -0.17 -1.85 0.108385 0.210049 -5.67
263358_x_ahypothetical protein similar to hypot --- --- -1.17 -0.22 -1.85 0.108405 0.210069 -5.67
266135_at putative transcription factor IIIB 70 K--- AT2G45100 -1.28 -0.36 -1.85 0.108556 0.210344 -5.67
250242_at putative protein similar to unknown --- AT5G13620 -1.15 -0.20 -1.85 0.108613 0.210435 -5.67
257757_at hypothetical protein predicted by gePGSIP1 AT3G18660 -1.15 -0.20 -1.85 0.108744 0.210672 -5.67
251524_at  3-isopropylmalate dehydratase-like--- AT3G58980 / 1.39 0.47 1.85 0.108783 0.21073 -5.67
254502_at hypothetical protein PTAC14 AT4G20130 1.19 0.26 1.85 0.108854 0.21085 -5.67
259208_at hypothetical protein similar to GB:AA--- AT3G09060 1.16 0.21 1.85 0.108875 0.210873 -5.67
248752_at unknown protein --- AT5G47600 -1.14 -0.19 -1.85 0.108902 0.210907 -5.67
257896_at  basic chitinase, putative similar to b--- AT3G16920 -1.70 -0.76 -1.85 0.108949 0.210979 -5.67
257247_at helix-loop-helix DNA-binding proteinFMA AT3G24140 1.23 0.30 1.85 0.108961 0.210984 -5.67
248666_at cyclin C-like protein  ;supported by f--- AT5G48630 -1.21 -0.27 -1.85 0.109011 0.211064 -5.67
263050_at unknown protein  ; supported by cDATVPS11 AT2G05170 -1.16 -0.21 -1.85 0.10904 0.211073 -5.67
251226_at  proline-rich protein proline-rich protPRP3 AT3G62680 -1.17 -0.22 -1.85 0.10904 0.211073 -5.67
265313_at unknown protein --- AT2G20210 1.18 0.24 1.85 0.109044 0.211073 -5.67
248490_at putative protein similar to unknown --- AT5G50940 -1.46 -0.54 -1.85 0.10908 0.211125 -5.68
246421_at  TOM (target of myb1) -like protein T--- AT5G16880 -1.19 -0.25 -1.85 0.109111 0.211168 -5.68
261106_at  homeodomain-containing protein HKNAT7 AT1G62990 -1.14 -0.19 -1.85 0.109123 0.211173 -5.68
263907_at abscisic acid insensitive 5 (ABI5) coABI5 AT2G36270 -1.21 -0.27 -1.85 0.109185 0.211276 -5.68
260681_at hypothetical protein predicted by geAT1G08030--- 1.14 0.19 1.84 0.109267 0.211415 -5.68
245027_at heme oxygenase 2 (HO2) HO2 AT2G26550 -1.15 -0.21 -1.84 0.109379 0.211614 -5.68
265589_at hypothetical protein predicted by ge--- AT2G20170 -1.17 -0.22 -1.84 0.109423 0.211683 -5.68
263946_at hypothetical protein  ;supported by f--- AT2G36000 -1.18 -0.24 -1.84 0.10957 0.211948 -5.68
255669_at predicted protein MBD3 AT4G00416 -1.12 -0.17 -1.84 0.109652 0.212088 -5.68



256151_at  multispanning membrane protein, p--- AT1G55130 1.23 0.30 1.84 0.109703 0.212169 -5.68
255950_at hypothetical protein predicted by ge--- AT1G22110 -1.22 -0.28 -1.84 0.109719 0.212171 -5.68
245661_at  purine permease, putative similar toATPUP3 AT1G28220 -1.18 -0.23 -1.84 0.109723 0.212171 -5.68
257702_at  CTP-synthetase, putative similar toemb2742 AT3G12670 1.19 0.25 1.84 0.109776 0.212257 -5.68
245804_at hypothetical protein predicted by ge--- AT1G46696 -1.13 -0.18 -1.84 0.109806 0.212296 -5.68
253137_at  protein kinase - like protein protein --- AT4G35500 1.21 0.27 1.84 0.109861 0.212378 -5.68
247344_at ARI-like RING zinc finger protein-lik --- AT5G63750 -1.18 -0.24 -1.84 0.109867 0.212378 -5.68
249423_at Expressed protein ; supported by fu--- AT5G39785 1.21 0.28 1.84 0.109881 0.212388 -5.68
253528_s_a putative protein bcop gene product --- AT4G31480 / -1.13 -0.18 -1.84 0.109919 0.212409 -5.68
256428_at putative disease resistance protein AtRLP35 AT3G11080 1.30 0.38 1.84 0.10992 0.212409 -5.68
258765_at putative pectinesterase contains sim--- AT3G10710 -1.16 -0.21 -1.84 0.10992 0.212409 -5.68
259839_at  peptide transporter, putative similar--- AT1G52190 -2.25 -1.17 -1.84 0.109951 0.212452 -5.68
256566_at hypothetical protein --- AT3G19530 -1.14 -0.19 -1.84 0.109964 0.212458 -5.68
259946_at putative TINY similar to TINY GB:CA--- AT1G71450 -1.12 -0.16 -1.84 0.110039 0.212585 -5.68
255214_at hypothetical protein --- --- -1.13 -0.18 -1.84 0.110184 0.212846 -5.68
246359_x_ahypothetical protein --- --- -1.21 -0.27 -1.84 0.110228 0.212914 -5.69
248702_at unknown protein --- AT5G48420 -1.14 -0.19 -1.84 0.110256 0.212942 -5.69
263753_at putative dehydrin  ;supported by fullLEA AT2G21490 -1.12 -0.16 -1.84 0.110261 0.212942 -5.69
253071_at putative protein various predicted pr--- AT4G37880 -1.15 -0.20 -1.84 0.110306 0.213011 -5.69
260964_at  E2, ubiquitin-conjugating enzyme 1ATUBC2-1 AT1G45050 1.13 0.17 1.84 0.110356 0.213074 -5.69
244976_at cytochrome B6 --- --- 1.14 0.19 1.84 0.110358 0.213074 -5.69
262205_at hypothetical protein predicted by ge--- AT2G01080 1.17 0.22 1.84 0.110406 0.213149 -5.69
255173_at  putative transposon protein similar --- --- -1.18 -0.24 -1.84 0.110429 0.213176 -5.69
244988_s_aribosomal protein L23 --- --- -1.20 -0.26 -1.84 0.110444 0.213179 -5.69
251404_at putative protein --- AT3G60310 -1.17 -0.23 -1.84 0.110449 0.213179 -5.69
247651_at  histone H2A - like protein histone HHTA6 AT5G59870 -1.81 -0.86 -1.84 0.110474 0.213209 -5.69
250573_at putative protein --- AT5G08220 / 1.19 0.25 1.84 0.11051 0.213261 -5.69
247313_at  3(2),5-bisphosphate nucleotidase  SAL1 AT5G63980 1.24 0.31 1.84 0.110554 0.213318 -5.69
250137_at  rRNA methylase - like protein rRNA--- AT5G15390 -1.16 -0.22 -1.84 0.110559 0.213318 -5.69
258675_at putative nonspecific lipid-transfer prLTP6 AT3G08770 -1.16 -0.22 -1.84 0.110584 0.213348 -5.69
262856_at unknown protein contains Pfam pro --- AT1G14910 -1.19 -0.25 -1.84 0.110633 0.213425 -5.69
249442_at putative protein  ; supported by cDN--- AT5G39590 1.41 0.50 1.84 0.110717 0.213569 -5.69
248776_at unknown protein --- AT5G47900 -1.15 -0.20 -1.84 0.110733 0.213583 -5.69
263478_at putative receptor-like protein kinase--- AT2G31880 1.55 0.63 1.84 0.110748 0.213592 -5.69
245254_at ATP-sulfurylase ; supported by cDNAPS3 AT4G14680 -1.80 -0.85 -1.84 0.110791 0.213658 -5.69



254012_at  putative ribosomal protein ribosoma--- AT4G26230 1.33 0.41 1.84 0.110808 0.213672 -5.69
265933_at putative esterase contains esterase--- AT2G19550 -1.18 -0.24 -1.84 0.110818 0.213674 -5.69
260092_at  putative serine carboxypeptidase s scpl3 AT1G73280 -1.14 -0.18 -1.83 0.110925 0.213861 -5.69
250947_at putative protein --- AT5G03450 1.21 0.27 1.83 0.110934 0.213861 -5.69
267389_at putative beta-glucosidase BGLU28 AT2G44460 3.73 1.90 1.83 0.110966 0.213898 -5.69
253896_at  putative protein NBS/LRR disease --- AT4G27190 -1.16 -0.22 -1.83 0.110972 0.213898 -5.69
245115_at putative esterase D  ;supported by fSFGH AT2G41530 1.27 0.34 1.83 0.11099 0.213915 -5.69
248686_at 33 kDa secretory protein-like  ; supp--- AT5G48540 1.67 0.74 1.83 0.111012 0.213939 -5.69
247425_at unknown protein --- AT5G62550 -1.13 -0.18 -1.83 0.111064 0.214021 -5.69
260381_at putative kinesin similar to kinesin-C --- AT1G73860 -1.18 -0.24 -1.83 0.111113 0.214093 -5.69
245473_at hypothetical protein --- AT4G16050 1.13 0.18 1.83 0.11112 0.214093 -5.69
263053_at similar to glucose inhibited division --- AT2G13440 -1.16 -0.22 -1.83 0.111145 0.214107 -5.69
247269_at alternative oxidase 2 (sp|O22049) AOX2 AT5G64210 -1.14 -0.19 -1.83 0.111146 0.214107 -5.69
246291_at hypothetical protein  ; supported by --- AT3G56820 1.17 0.23 1.83 0.111158 0.214113 -5.69
264445_at  unknown protein similar to ESTs gb--- AT1G27290 -1.29 -0.37 -1.83 0.111208 0.21419 -5.69
262199_at unknown protein ; supported by cDN--- AT1G53800 -1.22 -0.29 -1.83 0.111245 0.214244 -5.69
245818_at  cytochrome b561, putative similar t --- AT1G26100 -1.32 -0.40 -1.83 0.111263 0.214259 -5.69
248630_at putative protein strong similarity to u--- AT5G48990 1.16 0.21 1.83 0.111295 0.214303 -5.69
248462_at nucleotide-binding protein  ; suppor NBP35 AT5G50960 1.18 0.24 1.83 0.11131 0.214309 -5.69
264943_at hypothetical protein predicted by ge--- AT1G76910 -1.20 -0.26 -1.83 0.111316 0.214309 -5.69
248083_at unknown protein --- AT5G55420 1.63 0.70 1.83 0.111346 0.214348 -5.69
247914_at xyloglucan endotransglycosylase --- AT5G57540 -1.17 -0.23 -1.83 0.111395 0.214423 -5.70
248882_at cullin ;supported by full-length cDNACUL4 AT5G46210 1.13 0.18 1.83 0.111422 0.214458 -5.70
266710_at putative Ser/Thr protein kinase --- AT2G46850 -1.16 -0.21 -1.83 0.11146 0.214508 -5.70
245963_at  putative protein HPt phosphotransm--- AT5G19710 -1.13 -0.17 -1.83 0.111467 0.214508 -5.70
267180_at unknown protein  ; supported by cDSLT1 AT2G37570 1.16 0.21 1.83 0.111484 0.214522 -5.70
246073_at  ribosomal protein L36-like ribosoma--- AT5G20180 -1.17 -0.23 -1.83 0.111504 0.214543 -5.70
262145_at unknown protein contains similarity --- AT1G52730 1.19 0.25 1.83 0.111537 0.214589 -5.70
254997_s_a putative protein various predicted p--- AT4G09920 / 1.14 0.19 1.83 0.11162 0.214708 -5.70
266783_at putative laccase (diphenol oxidase) LAC2 AT2G29130 -1.24 -0.31 -1.83 0.111624 0.214708 -5.70
257574_at hypothetical protein predicted by ge--- AT3G20710 -1.17 -0.23 -1.83 0.111628 0.214708 -5.70
265061_at hypothetical protein contains similar--- AT1G61640 1.41 0.50 1.83 0.111683 0.214796 -5.70
252525_at putative protein hypothetical protein--- AT3G46450 -1.16 -0.22 -1.83 0.111748 0.214904 -5.70
258548_at hypothetical protein ULP1A AT3G06910 1.21 0.27 1.83 0.111781 0.214949 -5.70
254962_at  putative glucanase endo-beta-1,4-DAtGH9C3 AT4G11050 -1.17 -0.22 -1.83 0.111845 0.215054 -5.70



265053_at  myrosinase binding protein, putativ --- AT1G52000 -1.34 -0.42 -1.83 0.111861 0.215066 -5.70
258562_at unknown protein  ;supported by full---- AT3G05980 -1.13 -0.18 -1.83 0.111879 0.215083 -5.70
263577_at putative protein kinase identical to hSSP AT2G17090 -1.19 -0.25 -1.83 0.111933 0.215169 -5.70
246376_at  auxin regulated protein IAA18, putaIAA18 AT1G51950 -1.22 -0.29 -1.83 0.111966 0.215214 -5.70
245119_at unknown protein  ; supported by cD--- AT2G41640 1.95 0.97 1.83 0.112019 0.215298 -5.70
253880_at Expressed protein ;supported by cD--- AT4G27590 -1.19 -0.25 -1.83 0.112066 0.215366 -5.70
258908_at putative dehydroquinase shikimate MEE32 AT3G06350 1.23 0.30 1.83 0.112074 0.215366 -5.70
256211_at  gibberellin 20-oxidase, putative simGA2OX7 AT1G50960 -1.13 -0.17 -1.83 0.112123 0.215443 -5.70
264796_at unknown protein similar to ESTs gbZIGA4 AT1G08680 1.16 0.21 1.83 0.112164 0.215495 -5.70
245096_at putative cysteine proteinase inhibitoATCYSA AT2G40880 1.18 0.23 1.83 0.112169 0.215495 -5.70
252762_at  putative protein hypothetical protein--- AT3G42780 -1.22 -0.29 -1.83 0.112198 0.215532 -5.70
267230_at unknown protein ARL AT2G44080 2.14 1.10 1.83 0.112282 0.215677 -5.70
266952_at putative gibberellin 2-oxidase ATGA2OX3AT2G34555 -1.17 -0.23 -1.82 0.112493 0.216063 -5.70
245416_at putative protein --- AT4G17350 -1.19 -0.25 -1.82 0.112525 0.216101 -5.71
248437_at putative protein similar to unknown EMF2 AT5G51230 -1.22 -0.29 -1.82 0.112532 0.216101 -5.71
250697_at putative protein contains similarity to--- AT5G06800 1.18 0.24 1.82 0.112561 0.216139 -5.71
261100_at  RNA polymerase IIA large subunit, NRPD1A AT1G63020 -1.16 -0.22 -1.82 0.112709 0.216405 -5.71
254344_at  alcohol dehydrogenase like protein --- AT4G22110 -1.26 -0.33 -1.82 0.112823 0.216607 -5.71
264124_at hypothetical protein predicted by geATOCT2 AT1G79360 -1.17 -0.23 -1.82 0.112844 0.216623 -5.71
250693_at  ubiquitin-specific protease 12 (UBPUBP12 AT5G06600 1.14 0.19 1.82 0.112851 0.216623 -5.71
250050_at  putative protein predicted protein, AVAR3 AT5G17790 1.17 0.22 1.82 0.112865 0.216629 -5.71
266697_at profilin 4  ; supported by full-length cPRF5 AT2G19770 -1.20 -0.27 -1.82 0.112873 0.216629 -5.71
255750_at hypothetical protein predicted by ge--- AT1G31960 -1.15 -0.20 -1.82 0.112886 0.216636 -5.71
256021_at unknown protein contains Pfam pro ZW9 AT1G58270 -1.25 -0.32 -1.82 0.11298 0.216798 -5.71
264306_at unknown protein predicted by gene --- AT1G78890 1.18 0.24 1.82 0.113023 0.216861 -5.71
246100_at  putative protein predicted protein, A--- --- -1.15 -0.21 -1.82 0.113064 0.216923 -5.71
248468_at UDP-glucose:protein transglucosylaRGP4 AT5G50750 -1.19 -0.25 -1.82 0.113094 0.216962 -5.71
266083_at hypothetical protein predicted by ge--- AT2G37820 -1.12 -0.16 -1.82 0.113121 0.216996 -5.71
260841_at Expressed protein ; supported by fu--- AT1G29195 1.19 0.25 1.82 0.113144 0.21702 -5.71
263820_at hypothetical protein predicted by ge--- --- -1.24 -0.32 -1.82 0.113163 0.217039 -5.71
249091_at AtCLH2 (gb|AAF27046.1)  ; supportCLH2 AT5G43860 1.16 0.22 1.82 0.113236 0.217156 -5.71
247243_at nodulin-like protein --- AT5G64700 -1.27 -0.34 -1.82 0.113251 0.217156 -5.71
249353_at oleosin  ; supported by cDNA: gi_72OLEO2 AT5G40420 -1.20 -0.26 -1.82 0.113253 0.217156 -5.71
252465_x_aputative protein several hypothetica --- --- -1.15 -0.20 -1.82 0.113262 0.217156 -5.71
256126_at hypothetical protein similar to MuDR--- AT1G18050 -1.23 -0.30 -1.82 0.113308 0.217212 -5.71



255646_at hypothetical protein --- AT4G00890 -1.16 -0.22 -1.82 0.11331 0.217212 -5.71
250088_at APG5 (autophagy 5)-like protein APG5 AT5G17290 1.16 0.21 1.82 0.113331 0.217233 -5.71
255380_at putative calcium channel  ; supporteATTPC1 AT4G03560 -1.23 -0.30 -1.82 0.113384 0.217306 -5.71
251720_at putative protein --- AT3G56160 -1.34 -0.42 -1.82 0.113388 0.217306 -5.71
266248_at hypothetical protein predicted by ge--- AT2G27650 -1.12 -0.16 -1.82 0.113466 0.217438 -5.71
254068_at  putative protein similarity to multidr NAP8 AT4G25450 1.17 0.22 1.82 0.113492 0.21747 -5.71
245456_at disease resistance RPP5 like proteiRPP5 AT4G16950 1.19 0.25 1.82 0.11353 0.217523 -5.71
266941_at peroxidase (ATP22a) identical to G --- AT2G18980 -1.20 -0.26 -1.82 0.113568 0.217578 -5.71
246237_at putative protein --- AT4G36390 1.18 0.24 1.82 0.113594 0.21761 -5.71
250899_at putative protein  ; supported by cDN--- AT5G03340 1.23 0.30 1.82 0.113677 0.217721 -5.71
262718_at hypothetical protein similar to putati --- --- -1.16 -0.21 -1.82 0.113685 0.217721 -5.71
263879_at hypothetical protein predicted by ge--- AT2G22030 -1.13 -0.18 -1.82 0.113688 0.217721 -5.71
253730_at  putative protein hypothetical protein--- AT4G29480 1.29 0.36 1.82 0.113691 0.217721 -5.71
259239_at putative 40S ribosomal protein s14 --- AT3G11510 1.46 0.55 1.82 0.113714 0.217749 -5.72
255044_at putative protein --- AT4G09680 1.17 0.22 1.82 0.113826 0.217944 -5.72
248150_at kinesin-like protein ; supported by c ATK3 AT5G54670 -1.41 -0.50 -1.82 0.113837 0.217947 -5.72
259527_at hypothetical protein --- AT1G12600 -1.12 -0.17 -1.82 0.113896 0.218041 -5.72
257527_at  hypothetical protein similar to hypo --- AT3G01880 -1.15 -0.21 -1.82 0.113921 0.218072 -5.72
246382_at hypothetical protein --- --- -1.19 -0.25 -1.82 0.113959 0.218125 -5.72
251628_at  translation initiation factor 3 -like prEIF3E AT3G57290 1.18 0.24 1.82 0.114053 0.218287 -5.72
267329_at hypothetical protein --- AT2G19250 1.15 0.21 1.81 0.114098 0.218355 -5.72
252652_at putative chloroplast prephenate dehADT4 AT3G44720 1.70 0.77 1.81 0.114162 0.218458 -5.72
251459_at  putative protein hypothetical protein--- AT3G60200 -1.50 -0.59 -1.81 0.114188 0.218491 -5.72
250033_at eukaryotic cap-binding protein (gb|ANCBP AT5G18110 1.14 0.19 1.81 0.114206 0.218507 -5.72
259031_at putative transcription factor similar t --- AT3G09360 1.22 0.28 1.81 0.114223 0.218508 -5.72
246027_at  homoserine dehydrogenase-like pr --- AT5G21060 -1.26 -0.33 -1.81 0.114226 0.218508 -5.72
265750_x_aputative Athila retroelement ORF1 p--- --- -1.25 -0.32 -1.81 0.114239 0.218514 -5.72
252022_at  fructose bisphosphate aldolase - lik--- AT3G52930 1.24 0.31 1.81 0.114269 0.218553 -5.72
255190_x_a may be a pseudogene similar to a f--- --- -1.13 -0.17 -1.81 0.114327 0.218647 -5.72
251188_at  putative protein DESSICATION-RE--- AT3G62730 -1.16 -0.22 -1.81 0.114353 0.218664 -5.72
254613_at  ankyrin-like protein ankyrin 3, Mus --- AT4G19150 -1.16 -0.22 -1.81 0.114355 0.218664 -5.72
249129_at cyclin A-type CYCA3;1 AT5G43080 -1.17 -0.22 -1.81 0.11438 0.21867 -5.72
264533_s_a H+/Ca2+ antiporter, putative simila CAX5 AT1G55720 / -1.16 -0.21 -1.81 0.114381 0.21867 -5.72
248663_at putative protein strong similarity to u--- AT5G48590 1.12 0.17 1.81 0.114387 0.21867 -5.72
262021_at unknown protein AT1G35545--- 1.17 0.23 1.81 0.114439 0.218751 -5.72



253603_at  putative protein SP8 binding protei WRKY32 AT4G30935 1.13 0.18 1.81 0.114465 0.218783 -5.72
251153_at  putative protein predicted protein, ANPL41 AT3G63000 1.18 0.24 1.81 0.114504 0.218839 -5.72
256005_at hypothetical protein similar to putati --- --- -1.15 -0.20 -1.81 0.114556 0.21891 -5.72
247031_at UDP-glucuronyltransferase-like prot--- AT5G67230 -1.23 -0.30 -1.81 0.11456 0.21891 -5.72
251766_at  putative protein PA26, p53 regulate--- AT3G55890 / 1.15 0.21 1.81 0.114616 0.218965 -5.72
264462_at  putative transcription factor similar WLIM1 AT1G10200 1.26 0.33 1.81 0.114624 0.218965 -5.72
257217_at phosphoenolpyruvate carboxylase (ATPPC3 AT3G14940 -1.23 -0.30 -1.81 0.114624 0.218965 -5.72
263807_at putative indole-3-glycerol phosphate--- AT2G04400 1.92 0.94 1.81 0.114636 0.218965 -5.72
256760_at  SKP1/ASK1 (At15), putative similarASK15 AT3G25650 -1.12 -0.16 -1.81 0.114637 0.218965 -5.72
261554_at PPR-repeat protein contains multipl --- AT1G63400 1.12 0.16 1.81 0.114683 0.219033 -5.72
261432_at hypothetical protein predicted by ge--- AT1G07680 -1.14 -0.19 -1.81 0.114696 0.219041 -5.72
262815_at putative cytochrome P450 strong si CYP71A18 AT1G11610 1.32 0.41 1.81 0.114762 0.219129 -5.72
248524_s_aputative protein contains similarity to--- AT5G50570 / -1.63 -0.71 -1.81 0.114762 0.219129 -5.72
260773_at gibberellin 2- oxidase identical to gibATGA2OX1AT1G78440 -1.18 -0.24 -1.81 0.114825 0.219231 -5.72
258308_at putative reverse transcriptase simila--- --- -1.32 -0.40 -1.81 0.114834 0.219231 -5.72
267495_at myb-like protein isolog ETC2 AT2G30420 -1.34 -0.42 -1.81 0.114914 0.219364 -5.73
257448_s_aputative protein various predicted pr--- AT2G11620 / 1.15 0.21 1.81 0.115043 0.219592 -5.73
245199_at Expressed protein ; supported by fuKCR1 AT1G67730 -1.19 -0.25 -1.81 0.115069 0.219617 -5.73
258398_at thioredoxin m4 identical to GB:AAF TRX-M4 AT3G15360 -1.14 -0.18 -1.81 0.115079 0.219617 -5.73
255798_at unknown protein predicted by genef--- AT2G33255 1.17 0.23 1.81 0.115085 0.219617 -5.73
257997_at hypothetical protein similar to hypot --- AT3G27500 -1.13 -0.18 -1.81 0.115188 0.219796 -5.73
257356_s_ahypothetical protein predicted by ge--- AT2G32490 / -1.17 -0.22 -1.81 0.115242 0.21988 -5.73
263542_at putative protein transport protein SE--- AT2G21630 -1.23 -0.30 -1.81 0.115255 0.219887 -5.73
255934_at  cytochrome P450, putative similar tCYP87A2 AT1G12740 -1.14 -0.19 -1.81 0.115299 0.219953 -5.73
260959_at unknown protein ;supported by full-l--- AT1G06050 1.15 0.21 1.81 0.115435 0.220193 -5.73
263378_at protein phosphatase 2C (AthPP2C5ATHPP2C5AT2G40180 -1.25 -0.32 -1.81 0.115452 0.220207 -5.73
248493_at putative protein contains similarity toFSD2 AT5G51100 1.17 0.23 1.81 0.115493 0.220267 -5.73
251585_at  putative protein hypothetical protein--- AT3G58630 -1.29 -0.37 -1.81 0.115532 0.220313 -5.73
262315_at unknown protein ;supported by full-l--- AT1G70990 -1.36 -0.44 -1.81 0.115536 0.220313 -5.73
262677_at unknown protein --- AT1G75860 -1.30 -0.38 -1.81 0.115557 0.220334 -5.73
245994_at  putative protein various predicted p--- --- -1.17 -0.23 -1.81 0.115697 0.220582 -5.73
246587_at  putative protein predicted proteins, --- --- -1.16 -0.22 -1.81 0.115737 0.220626 -5.73
263013_at  knotted-like homeobox protein, put KNAT6 AT1G23380 -1.18 -0.24 -1.81 0.115739 0.220626 -5.73
255693_s_aputative BRCA2 homolog BRCA2(IV) AT4G00020 / -1.16 -0.22 -1.80 0.115784 0.220693 -5.73
254953_at Expressed protein ; supported by fu--- AT4G10925 1.16 0.21 1.80 0.115822 0.220747 -5.73



253713_at putative protein several hypothetica --- AT4G29370 -1.14 -0.19 -1.80 0.115919 0.2209 -5.73
247379_at unknown protein --- --- -1.21 -0.28 -1.80 0.115929 0.2209 -5.73
249519_at putative protein similar to unknown APE1 AT5G38660 -1.20 -0.27 -1.80 0.115931 0.2209 -5.73
245233_at  putative protein similarity to low-tem--- AT4G25580 -1.17 -0.23 -1.80 0.115995 0.221003 -5.73
257888_at  seed maturation protein, putative s --- AT3G16990 1.29 0.37 1.80 0.116031 0.221036 -5.73
245832_at  chorismate synthase, putative similEMB1144 AT1G48850 1.54 0.63 1.80 0.116032 0.221036 -5.73
261800_at HD-Zip protein identical to HD-Zip pPHV AT1G30490 -1.18 -0.24 -1.80 0.116048 0.221048 -5.73
266989_at putative myrosinase-binding proteinJAL23 AT2G39330 -2.28 -1.19 -1.80 0.116095 0.22112 -5.74
252264_at  putative protein hypothetical protein--- AT3G49590 -1.15 -0.20 -1.80 0.116136 0.221179 -5.74
246358_x_ahypothetical protein --- AT2G06570 -1.16 -0.21 -1.80 0.11616 0.221205 -5.74
255983_at  polyneuridine aldehyde esterase, pMES14 AT1G33990 1.16 0.21 1.80 0.116172 0.221211 -5.74
261429_at hypothetical protein contains similarWRKY61 AT1G18860 1.15 0.20 1.80 0.116186 0.221219 -5.74
248204_at myosin heavy chain ATM2 AT5G54280 -1.20 -0.26 -1.80 0.1162 0.221227 -5.74
266475_at putative lipase --- AT2G31100 -1.15 -0.20 -1.80 0.116276 0.221354 -5.74
248000_at WD-repeat protein-like  ;supported b--- AT5G56190 -1.18 -0.23 -1.80 0.116353 0.221481 -5.74
246719_at  homology to many predicted putativ--- --- -1.12 -0.17 -1.80 0.116386 0.221514 -5.74
252746_at  sucrose synthase -like protein SUCSUS4 AT3G43190 -1.15 -0.21 -1.80 0.11639 0.221514 -5.74
249463_s_a putative protein predicted proteins, anac064 AT3G56530 / -1.16 -0.21 -1.80 0.116399 0.221514 -5.74
252775_s_a putative protein various predicted p--- --- 1.15 0.20 1.80 0.116436 0.221556 -5.74
264965_at hypothetical protein predicted by ge--- AT1G60560 1.19 0.26 1.80 0.116444 0.221556 -5.74
254075_at DRE CRT-binding protein DREB1C CBF2 AT4G25470 1.28 0.36 1.80 0.116451 0.221556 -5.74
256774_at hypothetical protein predicted by ge--- AT3G13760 -1.12 -0.17 -1.80 0.116588 0.221799 -5.74
246571_at putative protein --- AT5G15000 -1.12 -0.16 -1.80 0.116598 0.221801 -5.74
264547_at unknown protein ; supported by cDNCLC-F AT1G55620 -1.24 -0.31 -1.80 0.116611 0.221802 -5.74
252718_at  putative protein predicted proteins, --- AT3G43940 -1.17 -0.23 -1.80 0.116618 0.221802 -5.74
251345_at putative protein hypothetical protein--- AT3G60940 -1.15 -0.21 -1.80 0.116729 0.221994 -5.74
256588_at unknown protein --- AT3G28790 -1.18 -0.24 -1.80 0.116756 0.222027 -5.74
251144_at  anthranilate N-benzoyltransferase ---- AT5G01210 1.33 0.41 1.80 0.116777 0.222049 -5.74
257100_at  disease resistance protein, putativeAtRLP41 AT3G25010 -1.19 -0.25 -1.80 0.116803 0.222074 -5.74
264861_at  putative glucosidase similar to a-glu--- AT1G24320 -1.13 -0.18 -1.80 0.116811 0.222074 -5.74
258309_at putative transposase related protein--- --- -1.14 -0.19 -1.80 0.116823 0.222079 -5.74
258949_at unknown protein ATCFM2 AT3G01370 1.21 0.28 1.80 0.116864 0.222139 -5.74
264891_at  putative pectinesterase similar to G--- AT1G23200 -1.26 -0.33 -1.80 0.116907 0.222202 -5.74
252610_x_a putative protein putative MuDR pro --- --- -1.12 -0.16 -1.80 0.11692 0.222209 -5.74
250840_at  putative protein predicted protein, A--- --- -1.21 -0.28 -1.80 0.116938 0.222221 -5.74



253863_at  putative protein D.melanogaster P --- AT4G27420 -1.18 -0.24 -1.80 0.116946 0.222221 -5.74
263560_s_aunknown protein FUT5 AT2G15350 / -1.17 -0.23 -1.80 0.117041 0.222383 -5.74
253166_at  putative protein putative ligand-gateGLUR2 AT4G35290 1.25 0.33 1.80 0.117078 0.222429 -5.74
248122_at unknown protein --- AT5G54700 -1.15 -0.20 -1.80 0.117085 0.222429 -5.74
266755_at putative alcohol dehydrogenase --- AT2G47150 -1.17 -0.23 -1.80 0.1171 0.222432 -5.74
246920_at  phytocyanin-related protein-like phy--- AT5G25090 -1.13 -0.18 -1.80 0.117106 0.222432 -5.74
254787_at putative protein hypothetical protein--- AT4G12690 -1.27 -0.35 -1.80 0.117146 0.222489 -5.74
262169_at hypothetical protein predicted by ge--- AT1G74860 1.18 0.24 1.80 0.117239 0.222648 -5.74
248036_at nucleolar protein-like OLI2 AT5G55920 1.23 0.30 1.80 0.117295 0.222733 -5.74
246801_at threonyl-tRNA synthetase  ; support--- AT5G26830 1.14 0.19 1.80 0.117305 0.222733 -5.74
267367_at unknown protein  ;supported by full---- AT2G44210 -1.23 -0.30 -1.80 0.117313 0.222733 -5.75
254517_at  putative protein conserved hypothe--- AT4G20310 -1.15 -0.20 -1.80 0.117325 0.222738 -5.75
255805_at  zinc-finger - like protein zinc-finger --- AT4G10240 -1.15 -0.21 -1.80 0.117371 0.222798 -5.75
253376_at  hypothetical protein Arabidopsis tha--- AT4G33290 -1.12 -0.16 -1.80 0.117377 0.222798 -5.75
261556_s_aunknown protein --- AT1G62600 / -1.21 -0.27 -1.80 0.117391 0.222798 -5.75
249716_at sterile apetala (emb|CAA11128.1) SAP AT5G35770 -1.16 -0.21 -1.80 0.117396 0.222798 -5.75
248034_at serine threonine-specific protein kinD6PK AT5G55910 -1.17 -0.23 -1.80 0.11742 0.222825 -5.75
251069_at  (1-4)-beta-mannan endohydrolase---- AT5G01930 -1.38 -0.46 -1.79 0.11745 0.222862 -5.75
258477_at hypothetical protein predicted by geNBS1 AT3G02680 1.13 0.18 1.79 0.117488 0.222902 -5.75
266175_at NAM (no apical meristem)-like proteANAC035 AT2G02450 -1.15 -0.20 -1.79 0.117494 0.222902 -5.75
257155_at hypothetical protein predicted by ge--- AT3G27290 -1.19 -0.25 -1.79 0.1175 0.222902 -5.75
264468_at unknown protein similar to daunorub--- AT1G10310 1.20 0.26 1.79 0.117509 0.222902 -5.75
257584_at hypothetical protein similar to putati --- --- -1.24 -0.32 -1.79 0.117538 0.222937 -5.75
251994_at  protein kinase - like protein kinase, KIPK AT3G52890 1.32 0.40 1.79 0.117605 0.223046 -5.75
251102_at putative transporter protein Na+/H+ CHX27 AT5G01690 -1.24 -0.31 -1.79 0.117696 0.2232 -5.75
246718_at  putative protein various predicted p--- --- -1.17 -0.22 -1.79 0.117712 0.223211 -5.75
253563_at  putative protein predicted protein, S--- AT4G31150 1.20 0.27 1.79 0.117737 0.22324 -5.75
255584_at putative reverse transcriptase-like p--- --- -1.14 -0.18 -1.79 0.117764 0.223274 -5.75
245750_at  histone H2A, putative similar to his HTA10 AT1G51060 1.35 0.43 1.79 0.11783 0.223379 -5.75
262652_at  hypothetical protein One of a clusteFUT9 AT1G14110 -1.14 -0.19 -1.79 0.117867 0.223431 -5.75
258400_at unknown protein  ; supported by cD--- AT3G15470 -1.20 -0.26 -1.79 0.117906 0.223486 -5.75
262863_at  rhamnosyltransferase, putative sim--- AT1G64910 -1.16 -0.21 -1.79 0.117976 0.2236 -5.75
265265_at unknown protein --- AT2G42900 -1.24 -0.31 -1.79 0.117993 0.223614 -5.75
260614_at hypothetical protein contains Pfam p--- AT1G53390 1.13 0.17 1.79 0.118011 0.22363 -5.75
260259_at unknown protein similar to unknown--- AT1G74300 -1.15 -0.21 -1.79 0.118034 0.223647 -5.75



264769_at hypothetical protein predicted by ge--- AT1G61350 1.36 0.45 1.79 0.11804 0.223647 -5.75
263529_at ADP-ribosylation factor 3 ARF3 AT2G24765 -1.14 -0.19 -1.79 0.118051 0.22365 -5.75
256384_at hypothetical protein --- AT1G66660 1.17 0.23 1.79 0.118108 0.223739 -5.75
251467_at putative protein putative proteins - A--- AT3G59470 1.19 0.25 1.79 0.118154 0.223807 -5.75
251358_at shaggy-like kinase beta --- AT3G61160 1.39 0.48 1.79 0.118213 0.22389 -5.75
246855_at  putative protein various predicted p--- AT5G26280 1.48 0.56 1.79 0.118217 0.22389 -5.75
249936_at putative protein similar to unknown --- AT5G22450 1.18 0.24 1.79 0.118313 0.224052 -5.75
262328_at hypothetical protein similar to hypot --- AT1G64100 -1.11 -0.16 -1.79 0.118397 0.224194 -5.75
252314_at hypothetical protein --- AT3G49400 1.16 0.22 1.79 0.118424 0.224226 -5.75
262728_at receptor kinase (CLV1) identical to CLV1 AT1G75820 -1.30 -0.38 -1.79 0.118435 0.224228 -5.75
260472_at hypothetical protein predicted by ge--- AT1G10990 2.29 1.20 1.79 0.118464 0.224256 -5.75
252187_at  putative protein UV inducible prote --- AT3G50850 -1.18 -0.24 -1.79 0.118469 0.224256 -5.75
249476_at  germin - like protein probable germ--- AT5G38910 -1.19 -0.25 -1.79 0.118507 0.224308 -5.75
255421_at putative protein phosphatase regula--- AT4G03260 1.17 0.23 1.79 0.118527 0.224328 -5.75
251275_at  putative protein anthranilate phosp --- AT3G61720 -1.25 -0.32 -1.79 0.118578 0.224381 -5.76
252203_at hypothetical protein --- AT3G50320 -1.13 -0.18 -1.79 0.118583 0.224381 -5.76
255657_at acidic ribosomal protein p1 similar t --- AT4G00810 1.18 0.24 1.79 0.118585 0.224381 -5.76
266113_x_ahypothetical protein predicted by ge--- --- -1.18 -0.24 -1.79 0.118621 0.224432 -5.76
261597_at hypothetical protein predicted by gePUB26 AT1G49780 -1.69 -0.76 -1.79 0.118653 0.224472 -5.76
251187_at putative protein putative proteins - dAtATG18a AT3G62770 1.12 0.16 1.79 0.118662 0.224472 -5.76
257098_at hypothetical protein --- --- -1.14 -0.19 -1.79 0.118714 0.22455 -5.76
249095_at myosin heavy chain MYA2 (pir||S51MYA2 AT5G43900 -1.26 -0.34 -1.79 0.118723 0.22455 -5.76
256299_at expansin (At-EXP1) identical to expATEXPA1 AT1G69530 -1.87 -0.90 -1.79 0.118769 0.224604 -5.76
251354_at  putative protein hypothetical protein--- AT3G61090 -1.13 -0.18 -1.79 0.118771 0.224604 -5.76
254196_at putative protein --- AT4G24030 -1.20 -0.27 -1.79 0.118783 0.224608 -5.76
249205_at cycloartenol synthase MRN1 AT5G42600 -1.28 -0.36 -1.79 0.118803 0.224627 -5.76
258948_at putative sulfite oxidase similar to suSOX AT3G01910 1.13 0.18 1.79 0.118835 0.224669 -5.76
255610_at  putative phosphatidylinositol kinaseATPIPK10 AT4G01190 -1.15 -0.20 -1.79 0.118856 0.22469 -5.76
263256_at unknown protein similar to ESTs gbATCPISCA AT1G10500 1.21 0.27 1.79 0.118938 0.224819 -5.76
250262_at  putative protein peptidyl-prolyl cis-t --- AT5G13410 -1.29 -0.36 -1.79 0.118944 0.224819 -5.76
257449_at hypothetical protein predicted by ge--- AT2G31420 -1.16 -0.21 -1.79 0.118978 0.224864 -5.76
254604_at cadmium-induced protein --- AT4G19070 -1.17 -0.23 -1.79 0.119051 0.224983 -5.76
248408_at ripening-related protein-like --- AT5G51520 -1.13 -0.18 -1.79 0.119064 0.22499 -5.76
248645_at unknown protein GEX2 AT5G49150 -1.17 -0.23 -1.79 0.119094 0.225028 -5.76
253943_at  putative protein gene F19K23.12 o --- AT4G27030 1.50 0.58 1.79 0.11913 0.225032 -5.76



253981_at putative protein ;supported by full-le--- AT4G26670 1.14 0.19 1.79 0.11914 0.225032 -5.76
267581_at putative RING zinc finger protein --- AT2G41980 -1.28 -0.35 -1.79 0.11914 0.225032 -5.76
248912_at GDSL-motif lipase/hydrolase-like pr --- AT5G45670 -1.20 -0.26 -1.79 0.119142 0.225032 -5.76
255978_at hypothetical protein --- AT1G34010 -1.14 -0.18 -1.78 0.119146 0.225032 -5.76
245015_at  large subunit of riblose-1,5-bisphos--- --- 1.27 0.34 1.78 0.119188 0.225093 -5.76
245047_at PSII 32 KDa protein --- --- 1.14 0.19 1.78 0.11923 0.225153 -5.76
257955_at unknown protein  ; supported by cD--- AT3G21810 1.34 0.42 1.78 0.119266 0.225204 -5.76
256141_at  lysine and histidine specific transpo--- AT1G48640 -1.12 -0.16 -1.78 0.119318 0.225283 -5.76
257573_at putative SF16 protein {Helianthus a iqd9 AT2G33990 -1.23 -0.30 -1.78 0.119357 0.225337 -5.76
267513_at unknown protein  ; supported by cD--- AT2G45620 1.16 0.21 1.78 0.119402 0.225398 -5.76
267634_at putative actin --- AT2G42100 -1.13 -0.17 -1.78 0.119409 0.225398 -5.76
267493_at unknown protein OFP2 AT2G30400 -1.25 -0.32 -1.78 0.119433 0.225425 -5.76
250399_at  putative protein predicted proteins, --- AT5G10750 -1.21 -0.27 -1.78 0.119469 0.225467 -5.76
250834_at  putative protein various predicted pDME AT5G04560 -1.21 -0.27 -1.78 0.119475 0.225467 -5.76
265219_at unknown protein  ; supported by full--- AT2G02050 1.19 0.25 1.78 0.119508 0.22551 -5.76
256123_at hypothetical protein predicted by geGC2 AT1G18190 -1.12 -0.16 -1.78 0.119568 0.225606 -5.76
262614_at putative pattern formation protein E GN AT1G13980 1.27 0.34 1.78 0.119579 0.225608 -5.76
262031_x_ahypothetical protein similar to putati --- --- -1.15 -0.20 -1.78 0.119603 0.225635 -5.76
265875_at unknown protein  ; supported by cD--- AT2G01690 -1.19 -0.26 -1.78 0.119635 0.225646 -5.76
251401_at  stellacyanin (uclacyanin 3) - like pro--- AT3G60270 -1.20 -0.26 -1.78 0.119643 0.225646 -5.76
263124_at  beta-Amyrin Synthase, putative sim--- AT1G78480 1.21 0.28 1.78 0.119643 0.225646 -5.76
246234_at putative protein --- AT4G37280 -1.18 -0.23 -1.78 0.119649 0.225646 -5.76
253600_at  SERINE CARBOXYPEPTIDASE II scpl29 AT4G30810 -1.15 -0.20 -1.78 0.119707 0.225736 -5.76
254521_at putative protein similar to unknown --- AT5G44820 1.16 0.21 1.78 0.119729 0.225759 -5.76
248541_at protein kinase ATN1-like protein --- AT5G50180 -1.22 -0.28 -1.78 0.11983 0.225931 -5.77
251325_s_aLhca2 protein  ;supported by full-lenLHCA2 AT3G61470 / -1.11 -0.16 -1.78 0.119861 0.225941 -5.77
254148_at  hsp 70-like protein heat shock 70 pcpHsc70-1 AT4G24280 1.15 0.21 1.78 0.119864 0.225941 -5.77
254501_at hypothetical protein PTAC14 AT4G20130 1.28 0.35 1.78 0.119865 0.225941 -5.77
266611_at putative auxin-regulated protein GH3.1 AT2G14960 -1.15 -0.20 -1.78 0.119894 0.225978 -5.77
245996_at putative protein predicted non-LTR --- --- -1.14 -0.19 -1.78 0.119922 0.226011 -5.77
266463_at hypothetical protein predicted by ge--- AT2G47840 -1.17 -0.23 -1.78 0.119969 0.226064 -5.77
250057_at putative protein  ; supported by full- --- AT5G17840 -1.13 -0.18 -1.78 0.11997 0.226064 -5.77
254248_at  serine/threonine kinase serine/thre --- AT4G23270 1.30 0.38 1.78 0.120031 0.22616 -5.77
262917_at hypothetical protein contains similar--- AT1G64800 -1.19 -0.25 -1.78 0.120072 0.226203 -5.77
252439_at  pectinesterase-like protein pectines--- AT3G47400 -1.13 -0.17 -1.78 0.120073 0.226203 -5.77



251738_at PROBABLE EUKARYOTIC TRANSEIF3C AT3G56150 1.14 0.19 1.78 0.1201 0.226235 -5.77
252676_at putative protein --- AT3G44280 1.12 0.16 1.78 0.120146 0.226304 -5.77
251989_at  RNA helicase -like protein RNA helLOS4 AT3G53110 1.17 0.22 1.78 0.120164 0.226319 -5.77
249056_at putative protein similar to unknown --- AT5G44470 -1.14 -0.19 -1.78 0.120203 0.226372 -5.77
254561_at putative protein  ; supported by cDN--- AT4G19160 -1.26 -0.33 -1.78 0.120255 0.226439 -5.77
266687_at putative arginine N-methyltransferasPRMT1A AT2G19670 1.30 0.38 1.78 0.120267 0.226439 -5.77
255524_at hypothetical protein similar to pectinATPMEPCRAT4G02330 -1.95 -0.96 -1.78 0.120277 0.226439 -5.77
262302_at hypothetical protein predicted by ge--- AT1G70910 -1.17 -0.22 -1.78 0.120278 0.226439 -5.77
255967_at  protein phosphatase type 2C, putat--- AT1G22280 -1.19 -0.25 -1.78 0.120309 0.22648 -5.77
247594_at  putative protein farnesylated protei --- AT5G60800 -1.20 -0.27 -1.78 0.120334 0.226508 -5.77
263990_at putative phosphoprotein phosphata PP5.2 AT2G42810 1.15 0.20 1.78 0.120384 0.226572 -5.77
247947_at auxin transport protein EIR1 (gb|AAEIR1 AT5G57090 -1.19 -0.25 -1.78 0.120388 0.226572 -5.77
257025_at hypothetical protein predicted by geATG2 AT3G19190 -1.22 -0.29 -1.78 0.12051 0.226783 -5.77
253799_at  putative DNA-binding protein AP2 d--- AT4G28140 -2.32 -1.21 -1.78 0.120526 0.226786 -5.77
248180_at unknown protein  ;supported by full-AGD5 AT5G54310 -1.12 -0.17 -1.78 0.120532 0.226786 -5.77
252041_at DNA-directed RNA polymerase II 13NRPB11 AT3G52090 1.15 0.21 1.78 0.120558 0.226816 -5.77
252558_at  actin depolymerising like protein Ac--- AT3G45990 -1.14 -0.19 -1.78 0.120571 0.226823 -5.77
251827_at chalcone isomerase  ;supported by TT5 AT3G55120 1.22 0.29 1.78 0.120606 0.22687 -5.77
260450_at hypothetical protein predicted by ge--- AT1G72390 -1.23 -0.30 -1.78 0.120628 0.226892 -5.77
262577_at unknown protein ESTs gb|F20110 a--- AT1G15290 1.21 0.28 1.78 0.120653 0.22691 -5.77
256363_at unknown protein ; supported by cDN--- AT1G66510 -1.31 -0.39 -1.78 0.120666 0.22691 -5.77
263771_at putative Athila retroelement ORF1 p--- --- -1.12 -0.16 -1.78 0.120667 0.22691 -5.77
267586_at hypothetical protein predicted by ge--- AT2G41950 1.21 0.28 1.78 0.120691 0.226937 -5.77
263188_at hypothetical protein predicted by ge--- AT1G36095 -1.16 -0.21 -1.78 0.120744 0.227018 -5.77
262334_at hypothetical protein similar to putati --- AT1G64010 -1.16 -0.21 -1.78 0.120758 0.227024 -5.77
254944_at  putative protein proliferation potent --- AT4G10930 1.11 0.15 1.78 0.120774 0.227037 -5.77
264647_at putative respiratory burst oxidase prATRBOHB AT1G09090 -1.17 -0.23 -1.78 0.120804 0.227074 -5.77
253265_at  putative protein RING-finger protein--- AT4G34040 1.13 0.17 1.78 0.120849 0.227139 -5.77
258645_s_a exopolygalacturonase identical to e--- AT3G07850 / -1.16 -0.21 -1.77 0.120905 0.227227 -5.77
264294_at hypothetical protein similar to heat s--- AT1G78750 1.15 0.20 1.77 0.120987 0.227361 -5.77
254320_at  putative protein various predicted p--- AT4G22580 -1.13 -0.18 -1.77 0.121002 0.227371 -5.77
264962_at  auxin transport protein EIR1, putatiPIN6 AT1G77110 -1.21 -0.28 -1.77 0.121092 0.227515 -5.78
251728_at cysteine-tRNA ligase-like protein se--- AT3G56300 -1.15 -0.20 -1.77 0.121099 0.227515 -5.78
246243_at trichohyalin like protein --- AT4G36520 -1.13 -0.17 -1.77 0.12112 0.227537 -5.78
266149_x_aEn/Spm-like transposon protein rela--- --- -1.15 -0.20 -1.77 0.121145 0.227565 -5.78



253003_s_a putative protein tapetum specific pr--- AT4G38300 / 1.17 0.23 1.77 0.121222 0.227691 -5.78
256192_at  diadenosine 5,5-P1,P4-tetraphosphATNUDX25AT1G30110 1.17 0.22 1.77 0.121285 0.227775 -5.78
265906_at hypothetical protein predicted by ge--- AT2G25565 -1.16 -0.21 -1.77 0.121287 0.227775 -5.78
255299_at putative adenosine deaminase simi --- AT4G04880 1.16 0.22 1.77 0.121325 0.227828 -5.78
262304_at  major latex protein (MLP149), puta MLP43 AT1G70890 -2.06 -1.04 -1.77 0.121379 0.227911 -5.78
246847_at  putative protein ferroportin1, Mus mATIREG3 AT5G26820 -1.28 -0.36 -1.77 0.121427 0.227978 -5.78
265926_at  RUB1-conjugating enzyme, putativ --- AT2G18600 1.24 0.31 1.77 0.121435 0.227978 -5.78
261059_at  transcription factor TINY, putative s--- AT1G01250 -1.22 -0.28 -1.77 0.121446 0.227979 -5.78
262697_at  beta-glucosidase, putative similar t ATA27 AT1G75940 -1.13 -0.18 -1.77 0.121476 0.228017 -5.78
264781_at putative plastid RNA polymerase sigSIG2 AT1G08540 -1.21 -0.28 -1.77 0.121502 0.228048 -5.78
250766_at putative protein similar to unknown --- AT5G05550 -1.18 -0.23 -1.77 0.121518 0.228059 -5.78
258377_at hypothetical protein contains similarCNGC19 AT3G17690 -1.17 -0.22 -1.77 0.121538 0.228078 -5.78
261152_at hypothetical protein predicted by ge--- AT1G04930 -1.24 -0.31 -1.77 0.121563 0.228105 -5.78
260648_at unknown protein --- AT1G08050 1.28 0.36 1.77 0.121616 0.228187 -5.78
263003_at  protein phosphatase 2A 72 kDa reg--- AT1G54450 -1.12 -0.17 -1.77 0.121674 0.228277 -5.78
257024_at CDPK-related kinase identical to GB--- AT3G19100 1.23 0.30 1.77 0.121694 0.228294 -5.78
255463_at  putative polyprotein of LTR transpo--- --- -1.16 -0.21 -1.77 0.121795 0.228466 -5.78
267113_at hypothetical protein predicted by ge--- AT2G14850 1.13 0.17 1.77 0.121834 0.228521 -5.78
262501_at  putative replication factor Similar toemb1968 AT1G21690 1.17 0.23 1.77 0.121937 0.228695 -5.78
250115_at salt-inducible protein-like --- AT5G16420 1.24 0.30 1.77 0.121978 0.228741 -5.78
262479_at  leucine-rich repeat transmembraneSUB AT1G11130 -1.13 -0.17 -1.77 0.121982 0.228741 -5.78
251960_at GTPase AtRAB8  ;supported by full HEMB1 AT1G69740 / -1.15 -0.20 -1.77 0.122077 0.2289 -5.78
246472_at  putative protein predicted protein, A--- AT5G17130 -1.12 -0.16 -1.77 0.122091 0.228908 -5.78
251380_at putative protein --- AT3G60700 -1.14 -0.19 -1.77 0.122112 0.228929 -5.78
247785_at subtilisin-like serine protease contai--- AT5G58820 -1.12 -0.16 -1.77 0.122129 0.228941 -5.78
257361_at putative Ta11-like non-LTR retroele --- --- -1.18 -0.24 -1.77 0.122209 0.229067 -5.78
AFFX-r2-At-  Arabidopsis thaliana /REF=U37281--- --- 1.15 0.20 1.77 0.122216 0.229067 -5.78
260790_at hypothetical protein predicted by ge--- AT1G06240 1.25 0.33 1.77 0.122228 0.229071 -5.78
263681_at hypothetical protein predicted by geORC6 AT1G26840 1.22 0.29 1.77 0.122276 0.229141 -5.78
257969_at hypothetical protein predicted by ge--- AT3G27520 1.28 0.35 1.77 0.122345 0.229251 -5.79
266352_at unknown protein --- AT2G01610 -1.52 -0.61 -1.77 0.122433 0.229391 -5.79
260046_at Expressed protein ; supported by cD--- AT1G73805 -1.80 -0.85 -1.77 0.122439 0.229391 -5.79
249032_at putative protein contains similarity to--- AT5G44910 1.81 0.85 1.77 0.122449 0.229391 -5.79
248731_at phosphoribosylanthranilate transfer --- AT5G48060 -1.17 -0.23 -1.77 0.122513 0.229491 -5.79
253830_at Expressed protein ; supported by fu--- AT4G27652 1.85 0.89 1.77 0.122537 0.229518 -5.79



264203_at  putative 40S ribosomal protein S18PFL AT1G22780 1.36 0.44 1.77 0.122554 0.229531 -5.79
249673_at cytochrome P450-like CYP79A4P AT5G35920 -1.11 -0.15 -1.77 0.122605 0.229607 -5.79
256241_at  nascent polypeptide associated co --- AT3G12390 1.30 0.37 1.76 0.122648 0.229652 -5.79
247724_at  putative protein predicted protein, AMBD6 AT5G59380 -1.14 -0.19 -1.76 0.122649 0.229652 -5.79
251666_at CYSTATHIONINE BETA-LYASE PRCBL AT3G57050 1.20 0.27 1.76 0.122691 0.229712 -5.79
252205_at  hypothetical protein various predict --- AT3G50350 -1.20 -0.26 -1.76 0.122741 0.22976 -5.79
256663_at unknown protein ;supported by full-l--- AT3G12050 -1.25 -0.33 -1.76 0.122745 0.22976 -5.79
262789_at putative auxin-induced protein stron--- AT1G10810 -1.13 -0.18 -1.76 0.122747 0.22976 -5.79
259335_s_aunknown protein similar to unknown--- AT3G03930 / 1.20 0.26 1.76 0.122789 0.229821 -5.79
264213_at hypothetical protein contains similarATPP2-A5 AT1G65390 -2.06 -1.04 -1.76 0.12283 0.229877 -5.79
262130_at hypothetical protein predicted by ge--- AT1G02890 1.17 0.22 1.76 0.122894 0.229961 -5.79
257115_at kinesin-like protein contains Pfam p --- AT3G20150 -1.15 -0.21 -1.76 0.122895 0.229961 -5.79
262196_at  ubiquitin-fusion protein, putative simMUB5 AT1G77870 -1.33 -0.42 -1.76 0.122924 0.229998 -5.79
263926_at hypothetical protein predicted by geATEME1A AT2G21800 -1.17 -0.23 -1.76 0.122963 0.230039 -5.79
259418_at unknown protein ; supported by cDNGPAT2 AT1G02390 -1.20 -0.27 -1.76 0.122966 0.230039 -5.79
258567_at apyrase (Atapy1) identical to apyrasATAPY1 AT3G04080 -1.20 -0.26 -1.76 0.122984 0.230044 -5.79
262587_at unknown protein Contains PF|0056 --- AT1G15490 -1.29 -0.36 -1.76 0.12299 0.230044 -5.79
246292_at  putative protein hnRNP A/B relatedUBA2A AT3G56860 -1.18 -0.24 -1.76 0.123139 0.230304 -5.79
257296_at hypothetical protein predicted by ge--- AT3G28020 -1.15 -0.21 -1.76 0.123185 0.230371 -5.79
263675_x_aEn/Spm-like transposon protein rela--- --- -1.22 -0.29 -1.76 0.123216 0.230401 -5.79
248440_at acid phosphatase --- AT5G51260 -1.18 -0.24 -1.76 0.12322 0.230401 -5.79
249915_at putative protein similar to unknown --- AT5G22870 -1.14 -0.18 -1.76 0.123252 0.230441 -5.79
253924_at  putative protein other hypothetical COBL11 AT4G27110 -1.17 -0.23 -1.76 0.123269 0.230454 -5.79
266931_at putative non-LTR retroelement reve--- --- -1.15 -0.20 -1.76 0.123288 0.23047 -5.79
249511_at putative protein contains similarity to--- AT5G38500 -1.14 -0.18 -1.76 0.123335 0.230539 -5.79
253877_at Expressed protein ; supported by cD--- AT4G27435 -1.34 -0.42 -1.76 0.123365 0.230561 -5.79
264575_at  putative chloroplast 50S ribosomal emb2394 AT1G05190 1.15 0.20 1.76 0.123372 0.230561 -5.79
245555_at HSR201 like protein --- AT4G15390 -1.14 -0.20 -1.76 0.123377 0.230561 -5.79
266050_at putative SNF2/SWI2 family transcrip--- AT2G40770 -1.13 -0.18 -1.76 0.123442 0.230663 -5.79
252099_at  putative protein senescence-assoc --- AT3G51250 1.18 0.24 1.76 0.123454 0.230667 -5.79
251857_at  RNA binding protein - like SEB4 pr --- AT3G54770 -1.15 -0.20 -1.76 0.12347 0.230678 -5.79
261929_at hypothetical protein similar to axi 1- --- AT1G22460 -1.17 -0.23 -1.76 0.123491 0.230698 -5.79
264007_at putative proline-rich protein ATPRP2 AT2G21140 -2.30 -1.20 -1.76 0.123508 0.230712 -5.79
259308_at putative nodulin similar to nodulin G--- AT3G05180 1.28 0.36 1.76 0.123589 0.230818 -5.79
258893_at putative disease resistance protein AtRLP33 AT3G05660 -1.65 -0.72 -1.76 0.123593 0.230818 -5.79



250255_at sigma-like factor (gb|AAC97954.1)  SIG4 AT5G13730 -1.33 -0.41 -1.76 0.123595 0.230818 -5.79
265879_at hypothetical protein predicted by ge--- AT2G42450 1.13 0.18 1.76 0.123606 0.230819 -5.80
254264_at  putative protein various predicted p--- AT4G23510 -1.14 -0.19 -1.76 0.123627 0.230839 -5.80
257678_at  RNA helicase, putative contains Pf RTL2 AT3G20420 1.18 0.24 1.76 0.123648 0.230852 -5.80
257261_s_ahypothetical protein contains Pfam p--- AT3G21920 / -1.12 -0.16 -1.76 0.123662 0.230852 -5.80
256467_at  copia-type polyprotein, putative sim--- --- -1.14 -0.19 -1.76 0.123664 0.230852 -5.80
249340_at putative protein contains similarity to--- AT5G41140 -1.18 -0.24 -1.76 0.123754 0.231 -5.80
266293_at putative tropinone reductase  ;supp --- AT2G29360 -1.14 -0.19 -1.76 0.123783 0.23102 -5.80
263546_at putative dihydrofolate reductase-thy--- AT2G21550 1.19 0.25 1.76 0.123784 0.23102 -5.80
256448_s_aunknown protein MED21 AT4G04780 / -1.14 -0.19 -1.76 0.1238 0.23103 -5.80
258331_at putative coatomer complex subunit --- AT3G15980 -1.18 -0.23 -1.76 0.123842 0.23109 -5.80
248048_at nicotianamine synthase NAS2 AT5G56080 -1.15 -0.21 -1.76 0.123941 0.231255 -5.80
247078_at unknown protein  ; supported by cD--- AT5G66000 -1.17 -0.22 -1.76 0.123973 0.231296 -5.80
257103_at hypothetical protein contains Pfam p--- AT3G25060 1.17 0.22 1.76 0.123991 0.23131 -5.80
245315_at proteasome chain protein ; supportePBD2 AT4G14800 1.13 0.18 1.76 0.124086 0.231469 -5.80
254274_at  putative DNA binding protein DNA- --- AT4G22770 1.22 0.29 1.76 0.124223 0.231705 -5.80
259501_at unknown protein ; supported by cDNTPL AT1G15750 1.18 0.24 1.76 0.124305 0.23184 -5.80
255937_at  transcriptional activator CBF1, putaDDF1 AT1G12610 -1.34 -0.43 -1.76 0.124338 0.231882 -5.80
258205_at unknown protein --- AT3G13965 -1.14 -0.19 -1.76 0.124398 0.23197 -5.80
257082_at hypothetical protein COBL10 AT3G20580 -1.14 -0.19 -1.75 0.124414 0.23197 -5.80
262997_at  disease resistance protein, putativeRPP27 AT1G54470 -1.13 -0.17 -1.75 0.124416 0.23197 -5.80
267271_at hypothetical protein predicted by geATHB21 AT2G02540 -1.14 -0.19 -1.75 0.124492 0.232094 -5.80
257003_at unknown protein  ;supported by full-FLU AT3G14110 1.22 0.29 1.75 0.124526 0.232138 -5.80
265107_s_asimilar to glucose 1-dehydrogenase--- AT1G62610 / 1.14 0.19 1.75 0.124568 0.232197 -5.80
264534_at hypothetical protein predicted by ge--- AT1G55700 -1.21 -0.28 -1.75 0.124595 0.232228 -5.80
265227_s_ahypothetical protein --- AT2G07695 -1.18 -0.24 -1.75 0.124632 0.232278 -5.80
254008_at  hypothetical protein various predict --- AT4G26380 -1.15 -0.20 -1.75 0.124669 0.232303 -5.80
251362_at DEAD box RNA helicase RH12 --- AT3G61240 1.15 0.21 1.75 0.124674 0.232303 -5.80
265469_at unknown protein predicted by gensc--- AT2G37160 -1.12 -0.16 -1.75 0.124676 0.232303 -5.80
254907_at  putative disease resistance respon --- AT4G11190 -1.15 -0.20 -1.75 0.124687 0.232306 -5.80
263423_at hypothetical protein predicted by ge--- AT2G31700 -1.14 -0.19 -1.75 0.124726 0.232359 -5.80
264933_at hypothetical protein predicted by ge--- AT1G61160 -1.17 -0.22 -1.75 0.124777 0.232435 -5.80
245992_at  receptor protein kinase - like recep --- AT5G20690 -1.12 -0.16 -1.75 0.124794 0.232444 -5.80
254334_at predicted protein --- AT4G22760 1.17 0.23 1.75 0.124802 0.232444 -5.80
258659_at  B' regulatory subunit of PP2A (AtB'ATB' BETA AT3G09880 1.15 0.21 1.75 0.124854 0.232521 -5.80



255330_s_aputative polyprotein --- --- -1.12 -0.16 -1.75 0.124869 0.23253 -5.80
245293_at HSP like protein ; supported by cDN--- AT4G16660 1.54 0.62 1.75 0.124892 0.232555 -5.80
246589_at  glucosyltransferase -like protein glu--- AT5G14860 -1.15 -0.20 -1.75 0.12491 0.232568 -5.81
259265_at hypothetical protein predicted by ge--- AT3G01250 -1.13 -0.17 -1.75 0.125042 0.232796 -5.81
255457_at  putative photosystem I reaction cenPSAD-1 AT4G02770 -1.12 -0.16 -1.75 0.125063 0.2328 -5.81
251311_at FUSCA PROTEIN FUS6  ; supporteFUS6 AT3G61140 1.14 0.19 1.75 0.125065 0.2328 -5.81
248304_at polypyrimidine tract-binding RNA traPTB2 AT5G53180 1.12 0.17 1.75 0.125086 0.232819 -5.81
257106_at unknown protein --- AT3G29060 -1.13 -0.18 -1.75 0.125097 0.232822 -5.81
255927_at  transcriptional activator CBF1, puta--- AT1G12630 -1.28 -0.36 -1.75 0.12511 0.232827 -5.81
251897_at  RING finger - like protein DNA-bind--- AT3G54360 1.19 0.25 1.75 0.125134 0.232852 -5.81
254154_at hypothetical protein --- AT4G24460 -1.20 -0.26 -1.75 0.125157 0.232876 -5.81
261509_at hypothetical protein predicted by ge--- AT1G71740 -1.22 -0.29 -1.75 0.125171 0.232883 -5.81
248272_at Expressed protein ; supported by fu--- AT5G53480 -1.20 -0.27 -1.75 0.125304 0.233112 -5.81
248728_at cytochrome P450-like protein CYP708A2 AT5G48000 -1.16 -0.21 -1.75 0.125381 0.233223 -5.81
244904_at hypothetical protein --- --- -1.26 -0.33 -1.75 0.125384 0.233223 -5.81
261798_at hypothetical protein similar to hypot CPSF30 AT1G30460 1.17 0.22 1.75 0.125399 0.233231 -5.81
264096_at Expressed protein ; supported by fu--- AT1G78995 1.33 0.42 1.75 0.125413 0.233238 -5.81
266232_at putative phloem-specific lectin AtPP2-B6 AT2G02310 -1.12 -0.16 -1.75 0.125473 0.23333 -5.81
252040_at  putative protein hypothetical protein--- AT3G52060 1.37 0.45 1.75 0.125493 0.23333 -5.81
261436_at  protein kinase, putative (fragment) --- AT1G07870 -1.23 -0.29 -1.75 0.125495 0.23333 -5.81
260494_at putative receptor-like protein kinase--- AT2G41820 -1.19 -0.25 -1.75 0.125503 0.23333 -5.81
257640_at hypothetical protein --- AT3G25750 -1.19 -0.25 -1.75 0.125553 0.233403 -5.81
249953_at  FAR1 - like protein far-red impairedFRS12 AT5G18960 1.17 0.23 1.75 0.125573 0.233414 -5.81
255079_s_a 14-3-3 protein GF14chi (grf1) ident GF14 PHI AT1G35160 / 1.13 0.17 1.75 0.125579 0.233414 -5.81
246567_at  alpha-mannosidase -like protein maGMII AT5G14950 1.12 0.17 1.75 0.125698 0.233617 -5.81
249637_at hypothetical protein --- AT5G36900 -1.14 -0.19 -1.75 0.125748 0.23369 -5.81
254256_at  serine/threonine kinase -like proteinCRK10 AT4G23180 1.25 0.32 1.75 0.125907 0.233966 -5.81
247777_at  putative protein MNUDC protein, H --- AT5G58740 1.13 0.17 1.75 0.125991 0.234103 -5.81
249391_at  putative protein predicted proteins, --- AT5G40140 1.22 0.28 1.74 0.126301 0.234661 -5.82
248494_at putative protein contains similarity toAtHSD6 AT5G50770 -1.16 -0.21 -1.74 0.126411 0.234845 -5.82
248672_at disease resistance protein --- AT5G48770 -1.17 -0.22 -1.74 0.126485 0.234965 -5.82
248105_at cell division protein FtsZ chloroplastFTSZ1-1 AT5G55280 -1.21 -0.27 -1.74 0.126501 0.234974 -5.82
253339_at metal-transporting P-type ATPase  PAA1 AT4G33520 1.24 0.31 1.74 0.12652 0.234991 -5.82
260716_at peroxiredoxin identical to SP:O0400ATPER1 AT1G48130 -1.19 -0.25 -1.74 0.126544 0.235015 -5.82
249508_at unknown protein --- AT5G38380 1.14 0.19 1.74 0.126617 0.235133 -5.82



259483_at hypothetical protein predicted by ge--- AT1G43980 1.14 0.19 1.74 0.126705 0.235276 -5.82
246039_at  putative protein serine-arginine-rich--- AT5G19480 1.14 0.18 1.74 0.126723 0.235291 -5.82
246669_at  galactinol synthase, putative  --- AT5G30500 -1.20 -0.26 -1.74 0.126734 0.235292 -5.82
254523_at  putative protein hypothetical proteinFRS1 AT4G19990 -1.23 -0.30 -1.74 0.126759 0.23532 -5.82
247373_at unknown protein  ;supported by full---- AT5G63150 1.18 0.24 1.74 0.126782 0.23533 -5.82
256265_at  serine carboxypeptidase, putative cscpl16 --- -1.19 -0.25 -1.74 0.126785 0.23533 -5.82
249952_at  putative protein predicted proteins, --- AT5G18950 1.17 0.22 1.74 0.126845 0.235422 -5.82
265465_at hypothetical protein predicted by ge--- AT2G37070 -1.40 -0.48 -1.74 0.126904 0.235512 -5.82
259016_at unknown protein HMM hit: 2Fe-2S i --- AT3G07480 -1.20 -0.26 -1.74 0.126917 0.235516 -5.82
255761_at hypothetical protein predicted by ge--- AT1G16770 -1.15 -0.20 -1.74 0.126968 0.235592 -5.82
246177_at putative protein predicted proteins - --- AT5G28420 -1.12 -0.17 -1.74 0.126981 0.235598 -5.82
248592_at unknown protein  ;supported by full---- AT5G49280 -1.42 -0.51 -1.74 0.126991 0.235598 -5.82
267541_at hypothetical protein predicted by ge--- AT2G32750 -1.18 -0.24 -1.74 0.127082 0.235747 -5.82
255638_at predicted protein of unknown functio--- AT4G00740 -1.20 -0.27 -1.74 0.127118 0.235795 -5.82
247559_at  histone deacetylase - like GR AF-1HDA18 AT5G61070 -1.13 -0.17 -1.74 0.127198 0.235923 -5.82
244911_at hypothetical protein --- --- 1.16 0.21 1.74 0.12728 0.236039 -5.82
250632_at  putative protein cyclin 2 - TrypanosCYCP4;3 AT5G07450 -1.18 -0.23 -1.74 0.127281 0.236039 -5.82
252360_at  putative protein predicted protein, A--- AT3G48480 1.18 0.24 1.74 0.127308 0.23607 -5.82
253271_s_a SKP1/ASK1 (At11), putative similarASK12 AT4G34210 / 1.19 0.25 1.74 0.127331 0.236093 -5.82
249011_at putative protein strong similarity to u--- AT5G44670 -1.38 -0.47 -1.74 0.127347 0.236104 -5.82
258604_at putative N-acetlytransferase contain--- AT3G02980 1.18 0.24 1.74 0.12739 0.236165 -5.82
252356_at putative protein various predicted pr--- --- -1.20 -0.27 -1.74 0.127421 0.236203 -5.82
247055_at putative protein similar to unknown --- AT5G66740 -1.18 -0.24 -1.74 0.127528 0.236382 -5.82
251608_at  putative protein hypothetical proteinUVI4-LIKE AT3G57860 -1.18 -0.24 -1.74 0.12758 0.236458 -5.83
264352_at unknown protein Strong similarity to--- AT1G03270 -1.25 -0.32 -1.74 0.127601 0.236473 -5.83
253604_at hypothetical protein --- AT4G30970 -1.13 -0.17 -1.74 0.127608 0.236473 -5.83
246438_at  putative protein non-phototropic hy --- AT5G17580 1.12 0.16 1.74 0.127622 0.236478 -5.83
250755_at DnaJ-like protein  ; supported by cD--- AT5G05750 -1.18 -0.24 -1.74 0.127674 0.236556 -5.83
256691_at hypothetical protein predicted by ge--- --- -1.12 -0.16 -1.74 0.127741 0.236661 -5.83
264478_at hypothetical protein predicted by ge--- AT1G77270 -1.13 -0.18 -1.74 0.127762 0.236664 -5.83
267636_at hypothetical protein predicted by ge--- AT2G42110 -1.13 -0.18 -1.74 0.127773 0.236664 -5.83
249758_at putative protein similar to unknown --- AT5G24350 1.20 0.26 1.74 0.127779 0.236664 -5.83
260802_at  exopolygalacturonase, putative sim--- AT1G78400 -1.11 -0.16 -1.74 0.127784 0.236664 -5.83
257784_at  geranylgeranylated protein, putativ MUB4 AT3G26980 -1.53 -0.62 -1.74 0.1278 0.236675 -5.83
258439_at lipoamide dehydrogenase precurso mtLPD2 AT3G17240 1.24 0.31 1.74 0.127861 0.236741 -5.83



251219_at putative protein several hypothetica --- AT3G62390 -1.31 -0.39 -1.74 0.127874 0.236741 -5.83
255915_at putative protein --- AT5G28620 -1.14 -0.19 -1.74 0.127876 0.236741 -5.83
248269_at putative protein contains similarity toACBP1 AT5G53470 1.19 0.25 1.74 0.127877 0.236741 -5.83
251689_at  putative protein motif in hypothetica--- AT3G56500 1.63 0.70 1.74 0.127894 0.236752 -5.83
260275_at hypothetical protein predicted by gra--- AT1G80610 -1.15 -0.20 -1.74 0.127924 0.236788 -5.83
247862_at similar to unknown protein (sp|P727--- AT5G58250 1.15 0.20 1.74 0.128032 0.236944 -5.83
252854_at  ubiquitin-specific protease 27 (UBPUBP27 AT4G39370 1.12 0.17 1.74 0.128034 0.236944 -5.83
254674_at  EREBP - like protein EREBP-1 (Eth--- AT4G18450 -1.12 -0.16 -1.74 0.128039 0.236944 -5.83
255956_at Expressed protein ; supported by fuDD46 AT1G22015 -1.16 -0.22 -1.73 0.128054 0.236953 -5.83
250277_at  putative protein DRT100 protein pr --- AT5G12940 -2.07 -1.05 -1.73 0.128076 0.236972 -5.83
246092_at glutaredoxin  ;supported by full-leng--- AT5G20500 -1.16 -0.22 -1.73 0.128085 0.236972 -5.83
257877_at hypothetical protein --- AT3G17140 -1.15 -0.20 -1.73 0.128108 0.236994 -5.83
267384_at unknown protein highly similar to G --- AT2G44370 1.71 0.77 1.73 0.128132 0.237019 -5.83
247228_at trehalose-6-phosphate phosphatase--- AT5G65140 -1.56 -0.65 -1.73 0.128213 0.23715 -5.83
260379_at putative glucosyltransferase similar UGT89B1 AT1G73880 / 1.21 0.27 1.73 0.128358 0.2374 -5.83
257039_at  tRNA isopentenyl transferase, putaATIPT8 AT3G19160 -1.16 -0.22 -1.73 0.128409 0.237474 -5.83
263080_at hypothetical protein predicted by ge--- --- -1.17 -0.23 -1.73 0.128438 0.237508 -5.83
253809_at  putative (1-4)-beta-mannan endohy--- AT4G28320 -1.21 -0.27 -1.73 0.128466 0.237542 -5.83
250434_at  histone H3 - like protein histone H3--- AT5G10390 -1.83 -0.87 -1.73 0.128481 0.23755 -5.83
267391_at putative beta-glucosidase BGLU17 AT2G44480 1.23 0.30 1.73 0.12857 0.237696 -5.83
256606_at hypothetical protein --- AT3G32960 -1.14 -0.19 -1.73 0.128664 0.237841 -5.83
261227_at  proteasome regulatory subunit S3, EMB2719 AT1G20200 1.13 0.18 1.73 0.128678 0.237841 -5.83
262472_at hypothetical protein similar to putati --- AT1G50160 -1.14 -0.19 -1.73 0.12868 0.237841 -5.83
247722_at  GTP-binding protein rab11 - like GTATRABA2DAT5G59150 -1.15 -0.20 -1.73 0.128727 0.237897 -5.83
265551_at putative replication protein A1 --- --- -1.13 -0.18 -1.73 0.128737 0.237897 -5.83
261471_at hypothetical protein contains similar--- AT1G14460 -1.26 -0.33 -1.73 0.128742 0.237897 -5.83
252678_s_anitrilase 2  ;supported by full-length NIT2 AT3G44300 / 1.13 0.18 1.73 0.128772 0.237921 -5.83
257445_x_ahypothetical protein predicted by ge--- --- -1.13 -0.18 -1.73 0.128775 0.237921 -5.83
259097_at unknown protein similar to GB:AAD --- AT3G04830 1.13 0.18 1.73 0.128887 0.238108 -5.83
245847_at  MYB DNA-binding - like protein myMYB64 AT5G11050 -1.18 -0.24 -1.73 0.128912 0.238134 -5.84
253760_at  putative protein (fragment) predicteAT4G28815--- -1.19 -0.25 -1.73 0.128929 0.238146 -5.84
251735_at  putative protein ferritin 2 precursor ATFER3 AT3G56090 1.39 0.47 1.73 0.128949 0.238165 -5.84
250639_at  oleosin-like protein oleosin - BrassiGRP20 AT5G07560 -1.17 -0.23 -1.73 0.129027 0.238289 -5.84
261063_at  transcription factor scarecrow-like 1--- AT1G07520 1.65 0.72 1.73 0.129037 0.238289 -5.84
265797_at Expressed protein ; supported by fu--- AT2G35710 -1.77 -0.82 -1.73 0.129129 0.238429 -5.84



265587_at putative pathogenesis-related prote --- AT2G19980 -1.15 -0.20 -1.73 0.129134 0.238429 -5.84
252519_at hypothetical protein --- AT3G46360 -1.15 -0.20 -1.73 0.129178 0.238483 -5.84
252405_at  putative protein RNA helicase HEL --- AT3G48120 1.18 0.23 1.73 0.129184 0.238483 -5.84
266034_at Expressed protein ; supported by fuFIP1 AT2G06005 -1.13 -0.17 -1.73 0.129239 0.238564 -5.84
250785_at unknown protein --- AT5G05510 -1.21 -0.27 -1.73 0.129255 0.238576 -5.84
248561_at unknown protein --- AT5G49680 -1.21 -0.27 -1.73 0.129266 0.238576 -5.84
267037_at hypothetical protein  ; supported by --- AT2G38320 -1.16 -0.21 -1.73 0.129459 0.238913 -5.84
248284_at Expressed protein ; supported by fu--- AT5G52975 -1.18 -0.24 -1.73 0.129564 0.239072 -5.84
261791_at unknown protein ; supported by full---- AT1G16170 -1.38 -0.46 -1.73 0.129568 0.239072 -5.84
261308_at  protein kinase, putative contains simRKL1 AT1G48480 -1.75 -0.81 -1.73 0.129577 0.239072 -5.84
255027_at  hypothetical protein F21E10.5 Arab--- AT4G09880 -1.15 -0.21 -1.73 0.129611 0.239116 -5.84
263564_s_a DNA-directed RNA polymerase II, tNRPB3 AT2G15400 / 1.15 0.20 1.73 0.129626 0.239124 -5.84
248050_at unknown protein --- AT5G56100 1.31 0.39 1.73 0.129658 0.239143 -5.84
267197_at hypothetical protein predicted by ge--- AT2G30960 -1.14 -0.19 -1.73 0.129662 0.239143 -5.84
246091_at  putative protein various predicted p--- AT5G20590 1.18 0.24 1.73 0.129668 0.239143 -5.84
250342_at  putative protein predicted protein, A--- AT5G11870 -1.21 -0.28 -1.73 0.129742 0.239261 -5.84
250240_at unknown protein --- AT5G13590 1.23 0.30 1.73 0.129753 0.239261 -5.84
251982_at  pectate lyase -like protein pectate l --- AT3G53190 -1.22 -0.29 -1.73 0.129773 0.239278 -5.84
260717_at  serine/threonine phosphatase PP7 --- AT1G48120 1.20 0.26 1.73 0.129783 0.239278 -5.84
266680_s_ahypothetical protein predicted by ge--- AT2G19850 / -1.12 -0.16 -1.73 0.129884 0.239446 -5.84
261396_at hypothetical protein contains similar--- AT1G79800 -1.15 -0.21 -1.72 0.129922 0.239496 -5.84
258045_at  ubiquitin-specific protease 7 (UBP7UBP7 AT3G21280 -1.16 -0.21 -1.72 0.129945 0.239514 -5.84
252221_at  RuvB DNA helicase - like protein D--- AT3G49830 -1.16 -0.21 -1.72 0.129953 0.239514 -5.84
247852_at ATGP1  ; supported by cDNA: gi_13YKT61 AT5G58060 1.14 0.19 1.72 0.129974 0.239515 -5.84
250489_s_a putative protein predicted proteins, --- AT5G09710 / 1.17 0.23 1.72 0.129974 0.239515 -5.84
247492_at  putative protein AP2 domain conta --- AT5G61890 -1.47 -0.55 -1.72 0.130006 0.239554 -5.84
259847_at unknown protein --- AT1G72170 -1.18 -0.23 -1.72 0.130029 0.239577 -5.84
247279_at arabinogalactan-protein (gb|AAC77 AGP1 AT5G64310 -1.74 -0.80 -1.72 0.130073 0.239638 -5.84
257599_at  60S ribosomal protein, putative sim--- AT3G24830 1.35 0.43 1.72 0.130154 0.239768 -5.84
261533_at hypothetical protein predicted by ge--- AT1G71690 -1.20 -0.26 -1.72 0.13018 0.239797 -5.84
248809_at GTP-binding protein-like AtRABA5a AT5G47520 -1.17 -0.23 -1.72 0.130229 0.239867 -5.84
254590_at hypothetical protein --- AT4G18860 -1.14 -0.18 -1.72 0.13027 0.239925 -5.84
247305_at Expressed protein ; supported by fu--- AT5G63905 -1.46 -0.54 -1.72 0.130284 0.23993 -5.85
257043_at  receptor-like protein kinase, putativIKU2 AT3G19700 -1.15 -0.20 -1.72 0.13032 0.239963 -5.85
246474_at  putative protein predicted protein, A--- AT5G17150 -1.15 -0.20 -1.72 0.130323 0.239963 -5.85



253993_at mitogen activated protein kinase kinMEK1 AT4G26070 -1.29 -0.37 -1.72 0.130341 0.23997 -5.85
251443_at  putative protein unknown protein A --- AT3G59940 -1.30 -0.38 -1.72 0.130347 0.23997 -5.85
250933_at  arabinogalactan protein - like arabi FLA11 AT5G03170 -1.37 -0.46 -1.72 0.130426 0.240095 -5.85
254626_at hypothetical protein  ; supported by --- AT4G18400 1.17 0.22 1.72 0.130459 0.240118 -5.85
266778_at putative cytochrome P450 CYP707A2 AT2G29090 1.18 0.24 1.72 0.130459 0.240118 -5.85
258021_at hypothetical protein predicted gene PUB25 AT3G19380 1.52 0.61 1.72 0.1305 0.240173 -5.85
259386_at hypothetical protein contains similarNUB AT1G13400 -1.16 -0.22 -1.72 0.130566 0.240275 -5.85
245863_s_ahypothetical protein contains similar--- AT1G58050 / 1.17 0.23 1.72 0.130577 0.240276 -5.85
258704_at putative protein kinase similar to PtoCCR1 AT3G09780 -1.22 -0.29 -1.72 0.130626 0.240346 -5.85
252407_at chloroplast NAD-dependent malate MDH AT3G47520 1.19 0.26 1.72 0.130679 0.24041 -5.85
252466_x_aputative protein several hypothetica --- --- -1.14 -0.19 -1.72 0.130681 0.24041 -5.85
259841_at unknown protein ; supported by full---- AT1G52200 1.20 0.26 1.72 0.13074 0.240492 -5.85
256056_at hypothetical protein contains similar--- AT1G07190 -1.12 -0.16 -1.72 0.130752 0.240492 -5.85
257840_at  protein kinase, putative contains PfAGC2-1 AT3G25250 1.99 0.99 1.72 0.130764 0.240492 -5.85
260244_at putative choline kinase similar to GB--- AT1G74320 -1.15 -0.20 -1.72 0.130783 0.240492 -5.85
265370_s_aunknown protein related to GB:AAD--- AT3G30415 -1.13 -0.17 -1.72 0.130785 0.240492 -5.85
266560_at putative LRR receptor protein kinas --- AT2G23950 1.18 0.24 1.72 0.130789 0.240492 -5.85
257399_at putative OBP32pep protein --- AT1G23690 -1.11 -0.15 -1.72 0.130801 0.240495 -5.85
249776_at unknown protein --- AT5G24170 -1.20 -0.27 -1.72 0.130841 0.240548 -5.85
262421_at hypothetical protein predicted by ge--- AT1G50290 1.22 0.29 1.72 0.130859 0.240563 -5.85
263773_at putative xylulose kinase --- AT2G21370 -1.20 -0.27 -1.72 0.130909 0.240635 -5.85
251465_at  transporter-like protein UDP-galact UTR6 AT3G59360 -1.12 -0.16 -1.72 0.130982 0.240738 -5.85
258327_at unknown protein contains similarity PAP85 AT3G22640 -1.12 -0.17 -1.72 0.130986 0.240738 -5.85
245850_at ankyrin-repeat containing protein anKEG AT5G13530 -1.21 -0.28 -1.72 0.131112 0.24095 -5.85
256292_at unknown protein --- AT1G69430 -1.17 -0.23 -1.72 0.131126 0.240956 -5.85
254195_at  putative protein various predicted pNLP7 AT4G24020 -1.14 -0.19 -1.72 0.13114 0.240961 -5.85
261026_at hypothetical protein predicted by ge--- AT1G01240 -1.19 -0.25 -1.72 0.131184 0.241004 -5.85
264926_at  cytochrome b5, putative similar to cCB5LP AT1G60660 1.15 0.20 1.72 0.131184 0.241004 -5.85
258325_at putative heat shock protein similar t HSFA6B AT3G22830 -1.14 -0.19 -1.72 0.131301 0.241199 -5.85
264572_at  unknown protein ESTs gb|AA04240--- AT1G05320 1.16 0.21 1.72 0.131322 0.241199 -5.85
249142_at putative protein similar to unknown --- AT5G43230 -1.16 -0.22 -1.72 0.131322 0.241199 -5.85
257991_at unknown protein --- AT3G19870 -1.19 -0.25 -1.72 0.13142 0.241361 -5.85
255273_at  putative protein various predicted p--- --- -1.12 -0.17 -1.72 0.131558 0.241576 -5.85
253746_at  putative protein hypothetical protein--- AT4G29100 1.33 0.41 1.72 0.131559 0.241576 -5.85
254700_at hypothetical protein --- AT4G18000 -1.16 -0.21 -1.72 0.131623 0.241674 -5.85



258216_at unknown protein contains Pfam pro --- AT3G17980 1.19 0.25 1.72 0.131633 0.241674 -5.85
261719_at hypothetical protein similar to hypot --- AT1G18390 1.52 0.61 1.72 0.131659 0.241702 -5.86
256216_at calreticulin (crt1) identical to calreticCRT1 AT1G56340 / 1.32 0.40 1.72 0.131674 0.24171 -5.86
245430_at hypothetical protein FIP2 AT4G17060 -1.11 -0.15 -1.72 0.131727 0.241788 -5.86
251129_at  putative protein predicted protein, A--- AT5G01150 -1.15 -0.20 -1.72 0.131759 0.241828 -5.86
245518_at ATP-dependent RNA helicase like pATRH1 AT4G15850 1.26 0.33 1.72 0.131772 0.241832 -5.86
253623_at  GDP-mannose pyrophosphorylase --- AT4G30570 -1.15 -0.20 -1.71 0.131823 0.241896 -5.86
260957_at delta 9 desaturase identical to deltaADS1 AT1G06080 -1.26 -0.34 -1.71 0.131828 0.241896 -5.86
252258_at putative protein several hypothetica --- AT3G49450 -1.18 -0.24 -1.71 0.131861 0.241936 -5.86
256759_at hypothetical protein predicted by ge--- AT3G25640 -1.20 -0.26 -1.71 0.13195 0.242073 -5.86
258452_at alternative oxidase 1a precursor ideAOX1A AT3G22370 1.56 0.64 1.71 0.131957 0.242073 -5.86
264681_s_a permease 1-like protein permease --- AT1G65550 / -1.18 -0.24 -1.71 0.132021 0.242171 -5.86
254006_at  putative protein various predicted p--- AT4G26340 -1.14 -0.19 -1.71 0.132044 0.242195 -5.86
254423_at  Lsd1 like protein zinc-finger proteinLOL2 AT4G21610 1.20 0.26 1.71 0.132147 0.242363 -5.86
249538_at  kanadaptin - like protein unnamed --- AT5G38840 1.14 0.19 1.71 0.132206 0.242452 -5.86
253821_at  extensin-like protein extensin-like p--- AT4G28380 -1.15 -0.21 -1.71 0.132305 0.242613 -5.86
252675_at putative protein hypothetical protein--- --- -1.14 -0.19 -1.71 0.132323 0.242628 -5.86
256943_at hypothetical protein similar to hypot --- AT3G18910 1.13 0.17 1.71 0.132357 0.242671 -5.86
247135_at auxin-induced protein-like --- AT5G66260 -1.11 -0.16 -1.71 0.132389 0.24271 -5.86
248290_at Ca2+-transporting ATPase-like prot --- AT5G53010 1.17 0.22 1.71 0.132409 0.242727 -5.86
258854_at  putative UDP-glucosyl transferase --- AT3G02100 -1.16 -0.21 -1.71 0.132443 0.242769 -5.86
250758_at eukaryotic translation initiation factoEIF3G2 AT5G06000 1.21 0.28 1.71 0.132464 0.242789 -5.86
246418_at  quinone oxidoreductase -like prote --- AT5G16960 1.19 0.25 1.71 0.132484 0.242807 -5.86
260698_at unknown protein contains similarity --- AT1G32300 -1.12 -0.16 -1.71 0.132561 0.242927 -5.86
258547_at unknown protein --- AT3G06895 1.12 0.16 1.71 0.132627 0.243016 -5.86
248215_at putative protein contains similarity to--- AT5G53680 -1.22 -0.29 -1.71 0.132637 0.243016 -5.86
254114_at  putative protein (fragment) MtN21 g--- AT4G24980 -1.19 -0.25 -1.71 0.132648 0.243016 -5.86
261384_at hypothetical protein predicted by ge--- AT1G05440 -1.15 -0.20 -1.71 0.132652 0.243016 -5.86
250608_at  pectin methyl-esterase-like protein --- AT5G07420 -1.13 -0.17 -1.71 0.132691 0.243069 -5.86
262552_at hypothetical protein similar to hypot --- AT1G31350 -1.25 -0.33 -1.71 0.132765 0.243185 -5.86
265255_at unknown protein  ; supported by cD--- AT2G28420 1.27 0.34 1.71 0.132881 0.243377 -5.86
253570_at hypothetical protein --- AT4G31260 -1.18 -0.24 -1.71 0.13292 0.24343 -5.86
257357_at hypothetical protein predicted by ge--- AT2G41050 -1.14 -0.19 -1.71 0.132954 0.243472 -5.86
261494_at  homeobox  transcription factor HoxHB-1 AT1G28420 1.17 0.22 1.71 0.133015 0.243563 -5.86
265848_at putative sugar transporter INT3 AT2G35740 -1.23 -0.30 -1.71 0.133069 0.243643 -5.87



255663_at hypothetical protein --- AT4G00420 -1.15 -0.20 -1.71 0.133103 0.243686 -5.87
265915_at En/Spm-like transposon protein rela--- --- 1.12 0.17 1.71 0.133119 0.243696 -5.87
265691_at unknown protein predicted by gensc--- AT2G24330 -1.24 -0.31 -1.71 0.13316 0.243751 -5.87
248522_at predicted protein --- AT5G50565 / 1.13 0.18 1.71 0.133201 0.243793 -5.87
254063_at  receptor kinase-like protein recepto--- AT4G25390 -1.34 -0.43 -1.71 0.133207 0.243793 -5.87
252636_at  putative protein triacylglycerol lipas--- AT3G44510 1.15 0.21 1.71 0.133215 0.243793 -5.87
248915_at putative protein strong similarity to u--- AT5G45690 -1.17 -0.22 -1.71 0.133233 0.243795 -5.87
249655_at  putative helicase PIF1 protein - Ca --- --- -1.14 -0.18 -1.71 0.133238 0.243795 -5.87
259316_at unknown protein --- AT3G01175 1.19 0.25 1.71 0.133249 0.243796 -5.87
260765_at actin 8 almost identical to actin 8 GIACT8 AT1G49240 1.35 0.44 1.71 0.133262 0.2438 -5.87
246579_at hypothetical protein predicted by ge--- AT1G31620 -1.18 -0.23 -1.71 0.13328 0.243815 -5.87
265331_at similar to gibberellin-regulated prote--- AT2G18420 -1.14 -0.19 -1.71 0.133298 0.243819 -5.87
249051_at berberine bridge enzyme-like protei --- AT5G44390 1.18 0.24 1.71 0.133304 0.243819 -5.87
256737_at  farnesyltranstransferase, putative ( --- AT3G29420 -1.13 -0.17 -1.71 0.133372 0.243924 -5.87
253646_at MAP kinase kinase 2  ; supported bATMKK2 AT4G29810 -1.26 -0.33 -1.71 0.133457 0.24406 -5.87
245140_at unknown protein predicted by genefLBD18 AT2G45420 -1.12 -0.17 -1.71 0.133501 0.244121 -5.87
256812_at hypothetical protein contains similar--- AT3G21350 -1.13 -0.17 -1.71 0.133531 0.244142 -5.87
247045_at putative protein similar to unknown --- AT5G66930 1.18 0.24 1.71 0.133534 0.244142 -5.87
248900_at putative protein strong similarity to uPRP39-2 AT5G46400 1.22 0.28 1.70 0.133758 0.244504 -5.87
259212_at hypothetical protein predicted by ge--- AT3G09180 1.16 0.21 1.70 0.133767 0.244504 -5.87
248834_at unknown protein  ;supported by full---- AT5G47090 1.14 0.19 1.70 0.13377 0.244504 -5.87
266436_at putative clathrin binding protein (eps--- AT2G43160 -1.28 -0.36 -1.70 0.133775 0.244504 -5.87
263898_at  SKP1 interacting partner 6 (SKIP6)SKIP6 AT2G21950 1.15 0.21 1.70 0.133834 0.244592 -5.87
267333_at putative WD-40 repeat protein conta--- AT2G19430 1.13 0.17 1.70 0.133851 0.244592 -5.87
259025_at hypothetical protein predicted by ge--- --- -1.19 -0.26 -1.70 0.133855 0.244592 -5.87
253613_at  PR-1-like protein gene PR-1 protein--- AT4G30320 -1.17 -0.22 -1.70 0.133936 0.24471 -5.87
260776_at  zinc finger protein, putative similar --- AT1G14580 -1.39 -0.47 -1.70 0.133942 0.24471 -5.87
252211_at  putative protein predicted proteins, --- AT3G50220 -1.14 -0.19 -1.70 0.133981 0.244762 -5.87
245238_at  putative protein similarity to cytochrACYB-2 AT4G25570 -1.18 -0.24 -1.70 0.134037 0.244846 -5.87
250161_at  putative protein amino acid transpo--- AT5G15240 1.27 0.35 1.70 0.134087 0.244917 -5.87
260406_at putative glutathione transferase simATGSTU12AT1G69920 2.45 1.29 1.70 0.134108 0.244936 -5.87
258834_at GTP cyclohydrolase I similar to GTP--- AT3G07270 1.18 0.24 1.70 0.13415 0.244993 -5.87
250962_at  putative protein various predicted p--- AT5G02990 -1.15 -0.20 -1.70 0.134192 0.245051 -5.87
250603_at  putative protein mature parasite-inf --- AT5G07820 1.16 0.21 1.70 0.134215 0.245072 -5.87
251691_at  putative protein hypothetical protein--- AT3G56520 -1.17 -0.23 -1.70 0.13427 0.245154 -5.87



259898_at hypothetical protein predicted by ge--- AT1G71200 -1.14 -0.19 -1.70 0.134288 0.245166 -5.87
250813_at GTP-binding protein (gb|AAD09203TOC34 AT5G05000 1.18 0.24 1.70 0.134324 0.245202 -5.87
252063_at  lipid transfer protein-like protein lipiLTP12 AT3G51590 -1.15 -0.20 -1.70 0.134339 0.245202 -5.87
245537_at hypothetical protein --- AT4G15200 -1.12 -0.17 -1.70 0.13434 0.245202 -5.87
249439_at  thaumatin-like protein thaumatin-lik--- AT5G40020 -1.31 -0.39 -1.70 0.134392 0.245261 -5.87
253576_at  putative protein various predicted p--- AT4G31070 1.12 0.17 1.70 0.134398 0.245261 -5.87
262556_at hypothetical protein --- AT1G31370 -1.13 -0.17 -1.70 0.134404 0.245261 -5.87
249249_at unknown protein --- AT5G42330 1.16 0.21 1.70 0.134428 0.245285 -5.87
260158_at unknown protein --- AT1G79910 -1.16 -0.21 -1.70 0.134446 0.245298 -5.87
245767_at hypothetical protein similar to putati --- AT1G33610 -1.11 -0.15 -1.70 0.134466 0.245314 -5.87
257485_at hypothetical protein contains Pfam p--- AT1G63580 -1.32 -0.40 -1.70 0.134519 0.24539 -5.88
262443_at Expressed protein ; supported by fu--- AT1G47655 -1.21 -0.27 -1.70 0.134532 0.24539 -5.88
264727_at putative cytochrome C strong similaCYTC-1 AT1G22840 1.34 0.43 1.70 0.13454 0.24539 -5.88
247568_at  putative protein predicted proteins, --- AT5G61260 1.32 0.40 1.70 0.134572 0.245429 -5.88
254670_at  teosinte branched1 - like protein te --- AT4G18390 1.26 0.34 1.70 0.134615 0.245471 -5.88
254568_x_ahypothtetical protein --- --- -1.17 -0.23 -1.70 0.134617 0.245471 -5.88
253075_at  putative disease resistance protein --- AT4G36150 1.13 0.17 1.70 0.134642 0.245491 -5.88
245670_at  mitochondrial protein (AtJ1), putativATJ1 AT1G28210 1.30 0.38 1.70 0.134649 0.245491 -5.88
251417_at  putative protein prib5, Ribes nigrumAT3G60420--- -1.12 -0.16 -1.70 0.134725 0.24561 -5.88
259969_at putative pyrophosphate-dependent --- AT1G76550 1.35 0.43 1.70 0.134748 0.245632 -5.88
250475_at sulfate transporter  ; supported by cSULTR2;1 AT5G10180 -1.41 -0.50 -1.70 0.134762 0.245638 -5.88
266955_at mitochondrial ribosomal protein S14RPS14 AT2G34520 1.17 0.23 1.70 0.134909 0.245887 -5.88
266714_at NAM (no apical meristem)-like proteEMB2301 AT2G46770 -1.15 -0.20 -1.70 0.134951 0.245943 -5.88
257347_at  pseudogene, gene_id:K17E7.6  --- --- -1.12 -0.17 -1.70 0.134965 0.245946 -5.88
260339_at putative serine/threonine kinase simSIK1 AT1G69220 -1.21 -0.28 -1.70 0.134974 0.245946 -5.88
253667_at peroxidase ATP8a  ;supported by fu--- AT4G30170 -1.14 -0.18 -1.70 0.135006 0.245985 -5.88
264785_at putative non-LTR retroelement reve--- --- -1.15 -0.20 -1.70 0.135195 0.246309 -5.88
265612_at hypothetical protein predicted by ge--- AT2G25390 / 1.13 0.18 1.70 0.13525 0.24639 -5.88
259282_at unknown protein similar to unknownGPAT5 AT3G11430 -1.20 -0.26 -1.70 0.135354 0.24656 -5.88
248791_at palmitoyl-protein thioesterase precu--- AT5G47350 -1.11 -0.16 -1.70 0.135447 0.246697 -5.88
246019_at  putative protein predicted proteins, --- AT5G10690 -1.19 -0.25 -1.70 0.135451 0.246697 -5.88
255496_at putative protein similar to plant nucl BZO2H1 AT4G02640 1.21 0.27 1.69 0.135717 0.247162 -5.88
248114_at wax synthase-like protein --- AT5G55370 -1.15 -0.20 -1.69 0.135731 0.247168 -5.88
262212_at  response regulator 7, putative similARR15 AT1G74890 -1.20 -0.26 -1.69 0.135776 0.247231 -5.88
250130_at amylogenin; reversibly glycosylatab --- AT5G16510 -1.20 -0.27 -1.69 0.135915 0.247464 -5.89



249707_at putative protein similar to unknown --- AT5G35640 -1.22 -0.28 -1.69 0.135934 0.247477 -5.89
261210_at  vacuolar ATP synthase subunit C, DET3 AT1G12840 -1.12 -0.16 -1.69 0.136002 0.24757 -5.89
261599_at hypothetical protein similar to hypot --- AT1G49700 -1.15 -0.21 -1.69 0.136006 0.24757 -5.89
248055_at serine/threonine-specific kinase like--- AT5G55830 -1.15 -0.20 -1.69 0.136024 0.247583 -5.89
254618_at  cellulose synthase - like protein cel IRX1 AT4G18780 -1.27 -0.34 -1.69 0.136056 0.247616 -5.89
246393_at  phosphoglycerate kinase, putative --- AT1G58150 -1.15 -0.20 -1.69 0.136064 0.247616 -5.89
257821_at Expressed protein ; supported by fuRALFL26 AT3G25170 -1.12 -0.16 -1.69 0.136079 0.247624 -5.89
266236_at putative glutathione S-transferase ATGSTZ2 AT2G02380 -1.13 -0.18 -1.69 0.136118 0.247674 -5.89
254318_at  putative protein embryo-abundant p--- AT4G22530 1.65 0.73 1.69 0.13615 0.247699 -5.89
257643_at  AP2 domain transcription factor con--- AT3G25730 1.43 0.51 1.69 0.136173 0.247699 -5.89
257614_at putative non-LTR retroelement reve--- --- -1.17 -0.23 -1.69 0.136176 0.247699 -5.89
252395_at  H+-transporting ATPase - like proteAHA4 AT3G47950 1.23 0.30 1.69 0.136182 0.247699 -5.89
248331_at putative protein contains similarity to--- AT5G52650 1.27 0.34 1.69 0.136193 0.247699 -5.89
260281_at unknown protein --- AT1G80500 -1.17 -0.22 -1.69 0.136197 0.247699 -5.89
246293_at SigA binding protein  ; supported bySIB1 AT3G56710 1.82 0.87 1.69 0.136223 0.247727 -5.89
249630_s_a sen1-like protein SEN1 - Saccharo --- AT5G37150 / -1.11 -0.15 -1.69 0.136272 0.247797 -5.89
265967_at nodulin-like protein  ; supported by c--- AT2G37450 -1.21 -0.27 -1.69 0.136421 0.248029 -5.89
258069_at hypothetical protein predicted by ge--- AT3G26010 -1.20 -0.26 -1.69 0.136421 0.248029 -5.89
254666_at  translation initiation factor eIF-2 ga --- AT4G18330 -1.11 -0.15 -1.69 0.136455 0.248071 -5.89
254436_at  putative protein receptor kinase-like--- AT4G20940 -1.12 -0.17 -1.69 0.136473 0.248083 -5.89
262226_at Expressed protein ; supported by fu--- AT1G53885 / -1.44 -0.53 -1.69 0.136545 0.248194 -5.89
247615_at  putative protein various predicted p--- AT5G60250 -1.12 -0.16 -1.69 0.136663 0.24839 -5.89
267357_at putative nematode-resistance prote HSPRO2 AT2G40000 -1.41 -0.50 -1.69 0.136708 0.248451 -5.89
254715_at  putative protein hypothetical protein--- AT4G13550 1.22 0.29 1.69 0.136905 0.248774 -5.89
263220_at hypothetical protein predicted by geemb2279 AT1G30610 1.19 0.25 1.69 0.13691 0.248774 -5.89
264714_at  receptor-like protein kinase, putativ--- AT1G69990 -1.16 -0.21 -1.69 0.136918 0.248774 -5.89
253133_at DNA-directed RNA polymerase (ECNRPB1 AT4G35800 1.15 0.20 1.69 0.137 0.248902 -5.89
266805_at hypothetical protein  ;supported by f--- AT2G30010 -2.26 -1.18 -1.69 0.137073 0.249015 -5.89
260121_at  AIG1-like protein similar to AIG1 pr --- AT1G33910 -1.11 -0.15 -1.69 0.137117 0.249076 -5.89
262473_at  chloroplast FtsH protease almost idFTSH1 AT1G50250 -1.19 -0.25 -1.69 0.137199 0.249199 -5.89
252924_at  putative zinc finger protein salt-tole --- AT4G39070 -1.42 -0.50 -1.69 0.137207 0.249199 -5.89
250957_at  photoreceptor-interacting protein - --- AT5G03250 1.12 0.16 1.69 0.137253 0.249252 -5.89
254103_at putative protein  ;supported by full-le--- AT4G25030 1.41 0.50 1.69 0.137258 0.249252 -5.89
246761_at  embryonic abundant protein - like e--- AT5G27980 -1.13 -0.18 -1.69 0.137317 0.249339 -5.89
246937_at  phospholipase D1-like protein phosPLDALPHAAT5G25370 -1.13 -0.18 -1.69 0.137331 0.249345 -5.89



248619_at amino acid permease 6 (emb CAA6AAP6 AT5G49630 -1.20 -0.27 -1.69 0.137379 0.249412 -5.90
254629_at Expressed protein ; supported by fu--- AT4G18425 -1.19 -0.26 -1.69 0.137406 0.249442 -5.90
246695_at putative protein --- --- -1.19 -0.25 -1.69 0.137502 0.249596 -5.90
248275_at isp4 protein ATOPT8 AT5G53520 -1.12 -0.16 -1.69 0.137518 0.249605 -5.90
262387_s_ahypothetical protein contains similar--- AT1G49340 / 1.14 0.19 1.69 0.137562 0.249665 -5.90
254620_at  pollen-specific protein - like 18.3K p--- AT4G18590 1.15 0.20 1.68 0.137655 0.249814 -5.90
250922_at Expressed protein ; supported by fu--- AT5G03345 -1.14 -0.19 -1.68 0.137701 0.249877 -5.90
258686_at  putative polygalacturonase similar --- AT3G07840 -1.12 -0.17 -1.68 0.137754 0.249954 -5.90
AFFX-BioB- E. coli /GEN=bioB /DB_XREF=gb:J --- --- -1.26 -0.33 -1.68 0.137806 0.249992 -5.90
263845_at phenylalanine ammonia lyase (PAL pal1 AT2G37040 1.60 0.68 1.68 0.137807 0.249992 -5.90
253217_at  actin depolymerizing factor - like prADF9 AT4G34970 -1.37 -0.45 -1.68 0.137818 0.249992 -5.90
260750_at  light repressible receptor protein kin--- AT1G49100 -1.14 -0.19 -1.68 0.137819 0.249992 -5.90
265932_at hypothetical protein predicted by graLBD8 AT2G19510 -1.11 -0.15 -1.68 0.13783 0.249993 -5.90
262301_at  ripening-induced protein, putative s--- AT1G70880 -1.15 -0.21 -1.68 0.137867 0.25004 -5.90
258955_s_aunknown protein  ;supported by full---- AT3G01450 / -1.19 -0.26 -1.68 0.137915 0.250107 -5.90
260392_at putative enolase similar to ENOLAS--- AT1G74030 2.04 1.03 1.68 0.137927 0.250109 -5.90
256822_at unknown protein contains PF00612 IQD5 AT3G22190 -1.16 -0.22 -1.68 0.137982 0.250188 -5.90
253786_at  receptor protein kinase-like protein --- AT4G28650 -1.15 -0.20 -1.68 0.138014 0.250227 -5.90
255498_at  putative vacuolar ATPase similar to--- AT4G02620 -1.10 -0.14 -1.68 0.138094 0.250351 -5.90
248118_at GDSL-motif lipase/hydrolase-like pr --- AT5G55050 -1.94 -0.96 -1.68 0.138199 0.250515 -5.90
258518_at unknown protein  ; supported by cD--- AT3G06570 1.12 0.17 1.68 0.138206 0.250515 -5.90
247219_at COP1-interacting protein CIP8  ; su CIP8 AT5G64920 -1.15 -0.20 -1.68 0.138261 0.250594 -5.90
251298_at hypothetical protein contains non-co--- AT3G62040 1.33 0.41 1.68 0.138313 0.250669 -5.90
246492_at  CRS2-like protein CRS2 - Zea may--- AT5G16140 -1.22 -0.28 -1.68 0.138347 0.250711 -5.90
259845_at  auxin transporter splice variant b, pPIN1 AT1G73590 -1.22 -0.29 -1.68 0.138385 0.250746 -5.90
261687_at hypothetical protein predicted by ge--- AT1G47280 -1.13 -0.18 -1.68 0.138389 0.250746 -5.90
257041_at unknown protein --- AT3G28550 -1.20 -0.26 -1.68 0.1384 0.250746 -5.90
256416_at  ferritin subunit, putative similar to feATFER2 AT3G11050 -1.17 -0.23 -1.68 0.138418 0.25076 -5.90
250223_at glutaredoxin-like protein  ;supportedROXY2 AT5G14070 -1.13 -0.18 -1.68 0.13848 0.250853 -5.90
262675_at anter-specific proline-rich -like proteEXL6 AT1G75930 -1.16 -0.21 -1.68 0.138519 0.250887 -5.90
251223_at putative transcription factor MYB11 ATMYB11 AT3G62610 -1.12 -0.16 -1.68 0.138521 0.250887 -5.90
259147_at putative RNA binding protein similarAPUM4 AT3G10360 -1.25 -0.33 -1.68 0.138555 0.250918 -5.90
251549_at  putative protein predicted proteins, --- AT3G58890 -1.13 -0.18 -1.68 0.138561 0.250918 -5.90
267056_at hypothetical protein predicted by ge--- AT2G32470 1.19 0.25 1.68 0.138699 0.251149 -5.90
262091_at  Myb-family transcription factor, putaMYB72 AT1G56160 -1.13 -0.18 -1.68 0.138796 0.25128 -5.90



259935_at putative GDSL-motif lipase/acylhydr--- AT1G71250 -1.17 -0.22 -1.68 0.138802 0.25128 -5.90
266494_at putative receptor-like protein kinasePRK2A AT2G07040 -1.13 -0.18 -1.68 0.138805 0.25128 -5.90
257409_at unknown protein predicted by gensc--- AT2G17470 -1.16 -0.22 -1.68 0.138829 0.251295 -5.91
253565_at  predicted protein DAN26, Homo sa--- AT4G31200 1.18 0.24 1.68 0.138835 0.251295 -5.91
AFFX-r2-Ec-E. coli /GEN=bioC /DB_XREF=gb:J --- --- -1.34 -0.42 -1.68 0.138854 0.251302 -5.91
267399_at hypothetical protein predicted by ge--- AT2G44195 -1.11 -0.16 -1.68 0.13886 0.251302 -5.91
263318_at Expressed protein ; supported by fuAtGDU4 AT2G24762 -1.81 -0.85 -1.68 0.138889 0.251333 -5.91
257183_at ABC transporter contains Pfam prof--- AT3G13220 -1.14 -0.19 -1.68 0.138903 0.251339 -5.91
263654_at unknown protein --- AT1G04300 1.14 0.19 1.68 0.138922 0.251342 -5.91
256496_at hypothetical protein similar to hypot --- AT1G31510 -1.15 -0.20 -1.68 0.138927 0.251342 -5.91
261805_at hypothetical protein almost identica --- AT1G30540 -1.15 -0.20 -1.68 0.138979 0.251398 -5.91
256763_at unknown protein COBL8 AT3G16860 -1.54 -0.62 -1.68 0.13898 0.251398 -5.91
259904_at hypothetical protein predicted by ge--- AT1G74150 -1.17 -0.22 -1.68 0.138998 0.25141 -5.91
262471_at hypothetical protein similar to hypot --- AT1G50140 -1.17 -0.23 -1.68 0.139036 0.25146 -5.91
260647_at hypothetical protein predicted by ge--- AT1G08030 1.17 0.23 1.68 0.139078 0.251516 -5.91
259740_at  phytochrome, putative similar to GI --- AT1G64300 1.22 0.28 1.68 0.13922 0.251737 -5.91
263903_at putative touch-induced calmodulin --- AT2G36180 -1.12 -0.17 -1.68 0.139222 0.251737 -5.91
246007_at Expressed protein ; supported by fuFTRA2 AT5G08410 1.17 0.23 1.68 0.139328 0.251895 -5.91
255869_at unknown protein --- AT2G30270 -1.16 -0.21 -1.68 0.139332 0.251895 -5.91
259641_at  putative protease similar to proteas--- AT1G69020 -1.18 -0.24 -1.68 0.139414 0.252023 -5.91
260818_at unknown protein --- AT1G06890 1.11 0.15 1.68 0.139453 0.252075 -5.91
261713_at  protein kinase, putative identical to MYC2 AT1G32640 1.25 0.32 1.68 0.139482 0.252106 -5.91
253752_at putative protein  ;supported by full-le--- AT4G28910 -1.18 -0.24 -1.68 0.139519 0.252154 -5.91
255754_at  auxin-induced protein, putative sim--- AT1G43040 -1.11 -0.15 -1.67 0.139612 0.252301 -5.91
253433_s_a nodulin - like protein nodulin (clone--- AT4G28365 / -1.17 -0.23 -1.67 0.139645 0.252339 -5.91
265231_s_ahypothetical protein --- AT2G07713 -1.14 -0.18 -1.67 0.139655 0.252339 -5.91
248125_at 2S storage protein-like --- AT5G54740 -1.15 -0.20 -1.67 0.139697 0.252395 -5.91
251619_at  putative protein hypothetical protein--- AT3G58050 -1.11 -0.15 -1.67 0.13978 0.252525 -5.91
260170_at putative sucrose transport protein s SUC5 AT1G71890 -1.22 -0.28 -1.67 0.139797 0.252532 -5.91
247168_at putative protein contains similarity to--- AT5G65860 1.18 0.24 1.67 0.139806 0.252532 -5.91
262813_at unknown protein strong similarity to --- AT1G11670 -1.48 -0.56 -1.67 0.139906 0.252692 -5.91
250322_at putative transcription factor (MYB46MYB46 AT5G12870 -1.11 -0.16 -1.67 0.140024 0.252886 -5.91
262945_at unknown protein ;supported by full-l--- AT1G79510 1.29 0.36 1.67 0.140103 0.253009 -5.91
259720_at hypothetical protein predicted by ge--- AT1G61080 -1.16 -0.22 -1.67 0.140167 0.253104 -5.91
254313_at  extensin like protein extensin like p --- AT4G22460 -1.17 -0.22 -1.67 0.140272 0.253273 -5.91



245867_at ATP phosphoribosyl transferase ideATATP-PRTAT1G58080 1.16 0.21 1.67 0.140287 0.25328 -5.91
250289_at putative protein  ;supported by full-le--- AT5G13190 -1.37 -0.46 -1.67 0.140393 0.253451 -5.92
251230_at beta-glucosidase-like protein severaBGLU8 AT3G62750 1.12 0.16 1.67 0.140473 0.253577 -5.92
262806_at putative pyrophosphate-dependent --- AT1G20950 1.23 0.30 1.67 0.140524 0.253648 -5.92
251064_at putative zinc finger protein several z--- AT5G01860 -1.15 -0.20 -1.67 0.140551 0.253662 -5.92
252505_at  dehydrogenase -like protein alcoho--- AT3G46170 -1.16 -0.21 -1.67 0.14056 0.253662 -5.92
260318_at hypothetical protein predicted by ge--- AT1G63960 -1.17 -0.23 -1.67 0.140565 0.253662 -5.92
252349_at  cell division cycle protein 23 homol APC8 AT3G48150 1.24 0.31 1.67 0.14059 0.253687 -5.92
260922_at hypothetical protein predicted by ge--- AT1G21560 1.14 0.19 1.67 0.140669 0.253803 -5.92
267588_at unknown protein --- AT2G42060 -1.12 -0.17 -1.67 0.140677 0.253803 -5.92
265485_at putative Ta11-like non-LTR retroele --- --- -1.22 -0.29 -1.67 0.140689 0.253805 -5.92
245707_at NAC2-like protein anac077 AT5G04400 -1.16 -0.21 -1.67 0.140742 0.253881 -5.92
252094_at multicatalytic endopeptidase complePAD1 AT3G51260 1.22 0.29 1.67 0.140813 0.253988 -5.92
250114_s_aAMP-binding protein AAE5 AT5G16340 / -1.24 -0.31 -1.67 0.140826 0.253993 -5.92
247090_at putative protein similar to unknown --- AT5G66370 -1.14 -0.19 -1.67 0.14095 0.254196 -5.92
267494_at TCP1-chaperonin cofactor A isolog KIS AT2G30410 -1.15 -0.20 -1.67 0.140974 0.254219 -5.92
266730_at putative RNA-binding protein --- AT2G03110 -1.15 -0.20 -1.67 0.141011 0.254259 -5.92
246367_at  light repressible receptor protein kin--- AT1G51880 -1.13 -0.18 -1.67 0.141019 0.254259 -5.92
256326_at  RING zinc-finger protein, putative c--- AT3G02340 -1.18 -0.24 -1.67 0.141111 0.254406 -5.92
265557_at unknown protein --- --- -1.16 -0.21 -1.67 0.141172 0.254495 -5.92
244919_at cytochrome c biogenesis orf203 Pro--- AT2G07768 / 1.15 0.20 1.67 0.141191 0.254497 -5.92
251235_at  putative protein lysophospholipase --- AT3G62860 -1.26 -0.34 -1.67 0.141195 0.254497 -5.92
264970_at  glyoxalase I, putative similar to glyo--- AT1G67280 1.13 0.18 1.67 0.141277 0.254624 -5.92
249719_at Expressed protein ; supported by fu--- AT5G35735 1.48 0.57 1.67 0.141304 0.254643 -5.92
256722_at hypothetical protein predicted by ge--- AT2G34050 1.29 0.37 1.67 0.14131 0.254643 -5.92
257906_at  ribosomal protein, putative similar tATL5 AT3G25520 1.39 0.48 1.67 0.141364 0.25472 -5.92
260218_at  putative RING zinc finger protein co--- AT1G74620 -1.11 -0.15 -1.67 0.14139 0.254734 -5.92
265540_at Mutator-like transposase similar to  --- --- -1.12 -0.16 -1.67 0.141394 0.254734 -5.92
267112_at putative adenosine phosphosulfate APK AT2G14750 -1.34 -0.42 -1.67 0.141465 0.254842 -5.92
258339_at putative dynein light chain protein s --- AT3G16120 -1.11 -0.16 -1.67 0.141504 0.25489 -5.92
245813_at hypothetical protein contains similar--- AT1G49920 -1.20 -0.27 -1.67 0.141514 0.25489 -5.92
265578_at unknown protein --- AT2G20100 -1.17 -0.23 -1.67 0.141534 0.254906 -5.92
253054_at probable N-acetyltransferase hookleHLS1 AT4G37580 1.13 0.18 1.67 0.141562 0.254936 -5.92
260945_at hypothetical protein predicted by ge--- AT1G05950 -1.16 -0.22 -1.66 0.141607 0.254988 -5.92
265780_at Mutator-like transposase similar to  --- --- -1.14 -0.19 -1.66 0.141613 0.254988 -5.92



255526_at hypothetical protein --- AT4G02350 -1.17 -0.22 -1.66 0.141717 0.255156 -5.92
263389_at putative retroelement pol polyprotei --- --- -1.13 -0.18 -1.66 0.141771 0.255232 -5.92
259002_at putative glutaredoxin similar to glutaROXY1 AT3G02000 -1.21 -0.28 -1.66 0.141876 0.255402 -5.93
250593_at putative protein similar to unknown --- AT5G07740 -1.12 -0.17 -1.66 0.14189 0.255407 -5.93
249050_at cyclin-dependent protein kinase-like--- AT5G44290 1.15 0.21 1.66 0.141935 0.255466 -5.93
253374_at hypothetical protein  ; supported by --- AT4G33140 1.12 0.17 1.66 0.141945 0.255466 -5.93
263486_at AP2 domain transcription factor --- AT2G22200 -1.13 -0.18 -1.66 0.141998 0.255541 -5.93
247066_at DNA binding protein-like --- AT5G66940 -1.12 -0.16 -1.66 0.14203 0.255578 -5.93
266626_at hypothetical protein predicted by ge--- AT2G35360 1.20 0.27 1.66 0.142121 0.255711 -5.93
259129_at  unknown protein predicted by gensPTF1 AT3G02150 -1.36 -0.44 -1.66 0.14213 0.255711 -5.93
265097_at unknown protein BARD1 AT1G04020 -1.23 -0.30 -1.66 0.142138 0.255711 -5.93
251193_at  translation releasing factor RF-1 -likAPG3 AT3G62910 -1.22 -0.28 -1.66 0.142175 0.255758 -5.93
251423_at  regulatory protein - like regulatory pCYCP3;2 AT3G60550 -1.18 -0.24 -1.66 0.142235 0.255846 -5.93
263611_at hypothetical protein predicted by ge--- AT2G16450 -1.12 -0.16 -1.66 0.142301 0.255938 -5.93
263914_at unknown protein AtGRF3 AT2G36400 -1.27 -0.35 -1.66 0.142309 0.255938 -5.93
259059_at hypothetical protein --- AT3G07300 1.14 0.19 1.66 0.142328 0.255952 -5.93
249489_at  acyltransferase -like  protein anthoc--- AT5G39090 1.18 0.24 1.66 0.14238 0.256026 -5.93
253503_at  cytochrome P450-like protein cytocCYP82C3 AT4G31950 1.27 0.35 1.66 0.142453 0.256138 -5.93
265108_s_a similar to flavin-binding monooxyge--- AT1G62620 / -1.18 -0.24 -1.66 0.142476 0.256158 -5.93
248031_at unknown protein  ; supported by cD--- AT5G55640 1.11 0.15 1.66 0.142534 0.256242 -5.93
263339_at Mutator-like transposase similar to  --- --- 1.10 0.14 1.66 0.142556 0.256261 -5.93
254149_at  putative protein hypothetical protein--- AT4G24300 -1.20 -0.27 -1.66 0.142575 0.256267 -5.93
261118_at  protease, putative similar to SP:P3 --- AT1G75460 -1.15 -0.20 -1.66 0.142581 0.256267 -5.93
259709_at Expressed protein ; supported by fu--- AT1G77655 -1.16 -0.22 -1.66 0.142603 0.256285 -5.93
266146_at En/Spm-like transposon protein rela--- --- -1.12 -0.16 -1.66 0.142642 0.256336 -5.93
252306_at hypothetical protein --- AT3G49270 -1.11 -0.15 -1.66 0.14277 0.256538 -5.93
264602_at putative Ser/Thr protein kinase simi --- AT1G04700 -1.14 -0.19 -1.66 0.142777 0.256538 -5.93
249539_at  putative protein AtPP - Brassica na--- AT5G38100 -1.17 -0.23 -1.66 0.142827 0.256607 -5.93
250465_at putative protein various predicted pr--- AT5G10070 1.11 0.15 1.66 0.142865 0.256656 -5.93
260511_at  anthranilate phosphoribosyltransfer--- AT1G51570 -1.21 -0.27 -1.66 0.143016 0.256906 -5.93
249665_at unknown protein --- AT5G35830 -1.16 -0.21 -1.66 0.143221 0.257254 -5.93
245023_at PSII I protein --- --- -1.26 -0.33 -1.66 0.143241 0.257269 -5.93
264738_at unknown protein contains similarity --- AT1G62250 -1.18 -0.23 -1.66 0.14344 0.257596 -5.94
260639_at hypothetical protein predicted by ge--- AT1G53180 1.39 0.48 1.66 0.143447 0.257596 -5.94
266753_at auxin-induced protein (IAA20) ident IAA20 AT2G46990 -1.13 -0.18 -1.66 0.143458 0.257596 -5.94



248936_at heat shock transcription factor RHA1 AT5G45710 -1.21 -0.27 -1.66 0.143468 0.257596 -5.94
247563_at  putative protein various predicted pPDCB1 AT5G61130 1.19 0.25 1.66 0.14349 0.257615 -5.94
265115_at  rho GDP-dissociation inhibitor, puta--- AT1G62450 -1.14 -0.19 -1.66 0.143531 0.257669 -5.94
255287_at see T10M13.1 (GB:AF001308) simi --- AT4G04660 -1.15 -0.20 -1.66 0.143553 0.257688 -5.94
258636_at putative GTPase activator protein c --- AT3G07890 -1.15 -0.20 -1.66 0.143608 0.257766 -5.94
249595_at  putative protein SIAH1 protein, Bra --- AT5G37930 -1.20 -0.26 -1.65 0.143676 0.257868 -5.94
246732_at  putative protein hypothetical protein--- AT5G27650 1.18 0.24 1.65 0.14372 0.257927 -5.94
245257_at calmodulin ; supported by cDNA: gi_CAM8 AT4G14640 1.14 0.19 1.65 0.14375 0.25796 -5.94
245623_s_ahypothetical protein --- AT4G14096 / 1.13 0.18 1.65 0.143832 0.258087 -5.94
261267_at unknown protein ;supported by full-l--- AT1G26750 -1.15 -0.21 -1.65 0.143856 0.258111 -5.94
258344_at hypothetical protein similar to hypot CEG AT3G22650 -1.14 -0.18 -1.65 0.143884 0.258141 -5.94
249252_at putative protein contains similarity to--- AT5G42010 1.58 0.66 1.65 0.143946 0.25823 -5.94
265409_at unknown protein PIP2;8 AT2G16830 / -1.15 -0.20 -1.65 0.143981 0.258274 -5.94
249949_at  SAE1-S9-protein - like SAE1-S9-pr--- AT5G18880 -1.14 -0.19 -1.65 0.144034 0.258349 -5.94
261522_at  RIBOSOMAL PROTEIN, putative s--- AT1G71710 -1.31 -0.39 -1.65 0.144101 0.258448 -5.94
247861_at strong similarity to unknown protein --- AT5G58160 -1.17 -0.23 -1.65 0.144161 0.258536 -5.94
258597_x_ahypothetical protein predicted by ge--- AT3G04390 1.12 0.16 1.65 0.14427 0.258704 -5.94
258490_at hypothetical protein predicted by ge--- AT3G02670 -1.13 -0.18 -1.65 0.144278 0.258704 -5.94
262838_at  major latex protein, putative similar --- AT1G14960 -1.15 -0.20 -1.65 0.144291 0.258707 -5.94
257924_at unknown protein --- AT3G23190 -1.20 -0.26 -1.65 0.144367 0.258823 -5.94
263717_at malate oxidoreductase (malic enzym--- AT2G13560 -1.11 -0.15 -1.65 0.14441 0.25888 -5.94
260691_s_ahypothetical protein predicted by ge--- --- -1.14 -0.19 -1.65 0.144458 0.258947 -5.94
250055_at NADH-cytochrome b5 reductase  ;sATCBR AT5G17770 1.37 0.46 1.65 0.144476 0.258959 -5.94
247329_at putative protein similar to unknown --- AT5G64150 1.27 0.34 1.65 0.144489 0.25896 -5.94
262271_x_ahypothetical protein predicted by ge--- --- -1.25 -0.32 -1.65 0.144518 0.258993 -5.94
255447_at  hypothetical protein similar to A. tha--- AT4G02790 1.28 0.35 1.65 0.144665 0.259229 -5.94
250790_at putative protein similar to unknown --- AT5G05640 -1.22 -0.28 -1.65 0.144678 0.259229 -5.94
263063_s_aputative peroxidase --- AT2G18140 / -1.23 -0.30 -1.65 0.144684 0.259229 -5.94
260014_at hydroxypyruvate reductase (HPR) idHPR AT1G68010 -1.17 -0.22 -1.65 0.144713 0.25925 -5.94
262027_at  DNA-binding protein, putative simil HOS10 AT1G35515 -1.28 -0.36 -1.65 0.144718 0.25925 -5.94
256131_at  bZIP transcription factor, putative sAtbZIP58 AT1G13600 -1.18 -0.24 -1.65 0.144802 0.259375 -5.94
255730_at  dihydroflavonol 4-reductase, putativ--- AT1G25460 -1.13 -0.18 -1.65 0.144817 0.259375 -5.94
249378_at  putative protein microtubule-associ --- AT5G40450 -1.22 -0.28 -1.65 0.144822 0.259375 -5.94
252712_at  glutathione transferase-like protein ATGSTU27AT3G43800 -1.27 -0.34 -1.65 0.144881 0.259459 -5.95
264114_at hypothetical protein predicted by geCDT1A AT2G31270 -1.35 -0.44 -1.65 0.144975 0.259608 -5.95



256325_at hypothetical protein --- AT3G02330 1.17 0.22 1.65 0.145064 0.259727 -5.95
246890_at Expressed protein ; supported by cD--- AT5G25410 -1.15 -0.21 -1.65 0.145065 0.259727 -5.95
246736_at  putative protein hypothetical protein--- AT5G27560 -1.15 -0.20 -1.65 0.145116 0.259798 -5.95
249894_at unknown protein  ; supported by cD--- AT5G22580 -5.77 -2.53 -1.65 0.14513 0.259803 -5.95
254505_at Expressed protein ; supported by fu--- AT4G19985 -1.21 -0.28 -1.65 0.145164 0.259844 -5.95
251850_at  F-box protein family, AtFBL17 cont FBL17 AT3G54650 -1.21 -0.28 -1.65 0.145179 0.25985 -5.95
246369_at  light repressible receptor protein kin--- AT1G51910 -1.18 -0.24 -1.65 0.145192 0.259854 -5.95
257645_at unknown protein  ;supported by full---- AT3G25790 -1.18 -0.24 -1.65 0.145226 0.259894 -5.95
247786_at  putative protein various predicted pPMR5 AT5G58600 1.12 0.17 1.65 0.145248 0.259902 -5.95
245218_s_a viral resistance protein, putative, 5' --- AT1G58848 / -1.11 -0.15 -1.65 0.145257 0.259902 -5.95
246111_at putative protein --- AT5G20170 -1.15 -0.20 -1.65 0.145265 0.259902 -5.95
265013_at unknown protein similar to EST gb|T--- AT1G24460 -1.13 -0.18 -1.65 0.145289 0.259926 -5.95
260080_at  putative RNA-binding protein contaAPUM7 AT1G78160 -1.11 -0.16 -1.65 0.145309 0.25994 -5.95
255595_at  putative chitinase similar to peanut --- AT4G01700 1.59 0.67 1.65 0.145367 0.260023 -5.95
253068_at  putative protein Kaposi's sarcoma-a--- AT4G37820 1.14 0.19 1.65 0.145396 0.260054 -5.95
256748_x_a En/Spm transposon protein, putativ--- --- -1.15 -0.20 -1.65 0.145422 0.260082 -5.95
257720_at hypothetical protein similar to GB:AA--- AT3G18450 -1.16 -0.21 -1.65 0.145455 0.260119 -5.95
263304_at hypothetical protein predicted by ge--- AT2G01920 -1.14 -0.18 -1.65 0.145488 0.260159 -5.95
250209_at putative protein similar to unknown --- AT5G14030 1.19 0.25 1.65 0.145534 0.26022 -5.95
252756_s_aputative protein hypothetical protein--- AT1G58520 / -1.13 -0.18 -1.65 0.145556 0.260239 -5.95
261467_at unknown protein VOZ1 AT1G28520 1.22 0.29 1.65 0.145644 0.260376 -5.95
254044_at  putative xyloglucan endo-1,4-beta- XTR9 AT4G25820 -1.13 -0.18 -1.64 0.145692 0.260442 -5.95
251937_at  putative protein predicted protein, ACPuORF46AT3G53400 / -1.52 -0.60 -1.64 0.145766 0.260553 -5.95
246110_at putative protein predicted proteins - --- AT5G20140 -1.23 -0.30 -1.64 0.145783 0.260563 -5.95
255202_at putative polyprotein --- --- -1.13 -0.18 -1.64 0.145811 0.260593 -5.95
267502_at putative cytochrome P450 CYP76C4 AT2G45550 -1.13 -0.17 -1.64 0.145837 0.260619 -5.95
259026_at  putative protein kinase similar to hy--- AT3G09240 -1.15 -0.21 -1.64 0.145982 0.260858 -5.95
266111_at unknown protein --- AT2G02060 / -1.14 -0.19 -1.64 0.146054 0.260966 -5.95
267573_at putative tropinone reductase --- AT2G30670 -1.11 -0.15 -1.64 0.146074 0.260982 -5.95
256523_at unknown protein ;supported by full-l--- AT1G66070 1.15 0.21 1.64 0.146094 0.260996 -5.95
261479_at unknown protein ;supported by full-lIQD28 AT1G14380 1.22 0.29 1.64 0.146204 0.261173 -5.95
249018_at CHP-rich zinc finger protein-like --- AT5G44770 -1.22 -0.29 -1.64 0.146233 0.261204 -5.95
250889_at  putative protein exostose-related p --- AT5G04500 -1.14 -0.19 -1.64 0.14626 0.261232 -5.95
264136_at  leucine-rich repeat transmembraneSRF5 AT1G78980 -1.20 -0.27 -1.64 0.146273 0.261235 -5.95
245370_at Expressed protein ; supported by fu--- AT4G16840 1.29 0.37 1.64 0.146308 0.261276 -5.95



246969_at glutamic acid-rich protein other gluta--- AT5G24880 -1.15 -0.21 -1.64 0.14638 0.261385 -5.95
266877_at putative glucanase AtGH9B12 AT2G44570 -1.14 -0.19 -1.64 0.146416 0.261428 -5.96
256095_at hypothetical protein contains Pfam p--- AT1G13630 1.28 0.36 1.64 0.146435 0.261442 -5.96
260761_at hypothetical protein predicted by ge--- AT1G49150 1.24 0.31 1.64 0.146502 0.261523 -5.96
252835_at putative protein several hypothetica --- AT3G42060 -1.16 -0.21 -1.64 0.146503 0.261523 -5.96
252581_at hypothetical protein --- AT3G45500 -1.15 -0.21 -1.64 0.146685 0.261826 -5.96
247900_at 60S acidic ribosomal protein P3  ; s --- AT5G57290 1.31 0.39 1.64 0.146766 0.261951 -5.96
261697_at hypothetical protein identical to hyp --- AT1G32610 -1.25 -0.32 -1.64 0.146894 0.262159 -5.96
259326_at putative mitochondrial processing  pMPPalpha AT3G16480 1.12 0.17 1.64 0.146954 0.262245 -5.96
267048_at hypothetical protein predicted by ge--- AT2G34200 1.20 0.26 1.64 0.147016 0.262318 -5.96
248087_at unknown protein --- AT5G55060 -1.11 -0.15 -1.64 0.147018 0.262318 -5.96
254082_at  glutamine cyclotransferase precursQC AT4G25720 1.31 0.39 1.64 0.147095 0.262436 -5.96
244909_at hypothetical protein --- --- -1.14 -0.19 -1.64 0.147115 0.262448 -5.96
261329_at hypothetical protein predicted by ge--- AT1G44890 -1.15 -0.20 -1.64 0.147125 0.262448 -5.96
245427_at putative protein --- AT4G17550 1.20 0.26 1.64 0.147181 0.262517 -5.96
253541_at  putative protein various predicted p--- AT4G31630 -1.12 -0.16 -1.64 0.147187 0.262517 -5.96
267267_at putative cytochrome P450 CYP71B9 AT2G02580 1.14 0.19 1.64 0.147244 0.262599 -5.96
264733_at  phloem serpin-1, putative similar to--- AT1G62170 -1.12 -0.16 -1.64 0.147318 0.26271 -5.96
245088_at subtilisin-like serine protease contai--- AT2G39850 -1.35 -0.43 -1.64 0.147356 0.262757 -5.96
257629_at  cellulase, putative contains Pfam p --- AT3G26140 -1.15 -0.21 -1.64 0.147398 0.262811 -5.96
245970_at beta-galactosidase  ; supported by cBGAL7 AT5G20710 -1.17 -0.23 -1.64 0.147504 0.262968 -5.96
254611_at Expressed protein ; supported by fu--- AT4G19095 -1.13 -0.17 -1.64 0.147509 0.262968 -5.96
256616_at hypothetical protein similar to unkno--- AT3G22260 1.23 0.30 1.64 0.147531 0.262988 -5.96
252503_at  putative protein hypothetical protein--- AT3G46910 -1.15 -0.20 -1.64 0.147556 0.263012 -5.96
247574_at  putative protein predicted protein, A--- AT5G61228 / 1.14 0.19 1.64 0.14758 0.263017 -5.96
260502_at  putative Tub family protein containsAtTLP6 AT1G47270 1.16 0.21 1.64 0.147582 0.263017 -5.96
264699_at unknown protein ;supported by full-l--- AT1G69980 / 1.11 0.15 1.64 0.147598 0.263025 -5.96
246900_at  putative protein flavin-containing mYUC6 AT5G25620 -1.19 -0.25 -1.64 0.147644 0.263085 -5.96
245014_at ATPase beta subunit --- --- -1.11 -0.15 -1.64 0.147656 0.263086 -5.96
252116_at putative protein  ;supported by full-le--- AT3G51510 -1.17 -0.22 -1.64 0.147706 0.263156 -5.96
249918_at  putative protein predicted protein, A--- AT5G19240 -1.51 -0.60 -1.64 0.147777 0.263246 -5.96
247190_at D-type cyclin (emb|CAB41347.1)  ;sCYCD4;1 AT5G65420 -1.15 -0.20 -1.64 0.14778 0.263246 -5.96
261528_at  pectate lyase, putative similar to peAT59 AT1G14420 -1.15 -0.20 -1.63 0.147825 0.263305 -5.96
264272_at hypothetical protein contains similarANAC023 AT1G60280 -1.11 -0.16 -1.63 0.147863 0.263352 -5.96
253229_at putative protein  ;supported by full-le--- AT4G34660 -1.10 -0.14 -1.63 0.147898 0.263388 -5.96



250692_at putative protein strong similarity to u--- AT5G06560 1.15 0.20 1.63 0.147906 0.263388 -5.96
258227_at  6-4 photolyase (UVR3) identical to UVR3 AT3G15620 1.63 0.70 1.63 0.147943 0.263434 -5.96
258324_at putative DNA binding protein identicTSO1 AT3G22780 -1.12 -0.16 -1.63 0.14804 0.263586 -5.97
261633_at hypothetical protein predicted by ge--- AT1G49930 1.13 0.17 1.63 0.14806 0.2636 -5.97
260921_at  amp-binding protein, putative simila--- AT1G21540 -1.23 -0.30 -1.63 0.1481 0.263651 -5.97
265881_at hypothetical protein predicted by ge--- AT2G42480 -1.15 -0.21 -1.63 0.148129 0.263683 -5.97
263159_at RSH3 (RelA/SpoT homolog) identicRSH3 AT1G54130 -1.19 -0.25 -1.63 0.148144 0.263688 -5.97
263227_at Expressed protein ; supported by cD--- AT1G30750 -1.16 -0.22 -1.63 0.148165 0.263698 -5.97
255581_at  putative transposon protein similar --- --- -1.17 -0.23 -1.63 0.148173 0.263698 -5.97
257666_at  bactericidal permeability-increasing--- AT3G20270 -1.25 -0.32 -1.63 0.148239 0.263796 -5.97
261458_at unknown protein contains DNA-J do--- AT1G21080 -1.17 -0.23 -1.63 0.148252 0.263799 -5.97
257980_at hypothetical protein predicted by ge--- AT3G20760 -1.14 -0.19 -1.63 0.148274 0.263817 -5.97
247146_at unknown protein --- AT5G65610 -1.23 -0.30 -1.63 0.148291 0.263827 -5.97
AFFX-r2-Bs-B. subtilis /GEN=lys /DB_XREF=gb --- --- 1.49 0.58 1.63 0.148315 0.263848 -5.97
252149_at  putative protein hypothetical protein--- AT3G51290 -1.11 -0.16 -1.63 0.148388 0.263923 -5.97
249625_at hypothetical protein  ;supported by f--- AT5G37480 -1.13 -0.18 -1.63 0.148392 0.263923 -5.97
258294_at hypothetical protein predicted by ge--- AT3G23350 -1.14 -0.18 -1.63 0.148392 0.263923 -5.97
258332_at putative transport protein similar to --- AT3G16180 -1.43 -0.52 -1.63 0.148465 0.264033 -5.97
259281_at putative Myb-related transcription faMYB106 AT3G01140 -1.15 -0.21 -1.63 0.148656 0.264351 -5.97
261721_at unknown protein ; supported by cDN--- AT1G08480 1.12 0.17 1.63 0.148709 0.264425 -5.97
248191_at putative protein similar to unknown --- AT5G54130 1.16 0.21 1.63 0.148728 0.264439 -5.97
263580_at hypothetical protein similar to hypot --- AT2G17140 1.15 0.20 1.63 0.148948 0.264751 -5.97
254925_at  beta-adaptin - like protein beta-ada--- AT4G11380 -1.16 -0.21 -1.63 0.148949 0.264751 -5.97
261424_at unknown protein --- AT1G18700 1.11 0.15 1.63 0.14895 0.264751 -5.97
247377_at pectate lyase  ; supported by cDNA --- AT5G63180 -2.70 -1.43 -1.63 0.14895 0.264751 -5.97
264651_at  putative histone H2A Strong similarH2AXA AT1G08880 1.25 0.33 1.63 0.149017 0.26485 -5.97
258154_at unknown protein  ; supported by cD--- AT3G18210 1.17 0.23 1.63 0.149107 0.264988 -5.97
246839_at putative protein --- AT5G26720 1.15 0.20 1.63 0.149194 0.26511 -5.97
245424_at putative protein --- AT4G17505 -1.13 -0.18 -1.63 0.149206 0.26511 -5.97
259956_at unknown protein  ;supported by full-RRA2 AT1G75110 1.13 0.18 1.63 0.149221 0.26511 -5.97
255531_at  hypothetical protein similar to orf on--- AT4G02160 -1.14 -0.19 -1.63 0.149221 0.26511 -5.97
264936_at hypothetical protein predicted by geEDA16 AT1G61140 1.12 0.17 1.63 0.149275 0.265184 -5.97
254929_at  putative protein mitochondrial carrie--- AT4G11440 -1.14 -0.19 -1.63 0.149291 0.265191 -5.97
248432_at putative protein similar to unknown --- AT5G51390 -1.35 -0.43 -1.63 0.149355 0.265248 -5.97
261045_at  pathogenesis related protein, putat --- AT1G01310 -1.11 -0.15 -1.63 0.149357 0.265248 -5.97



262561_at  late embryogenesis abundant prote--- AT1G34340 -1.14 -0.19 -1.63 0.149357 0.265248 -5.97
256297_at  cytochrome P450, putative contain --- AT1G69500 1.17 0.22 1.63 0.149387 0.26528 -5.97
260484_at putative zinc finger protein similar to--- AT1G68360 -1.15 -0.20 -1.63 0.149404 0.26529 -5.97
255834_at putative RNA-binding protein --- AT2G33410 1.11 0.14 1.63 0.149484 0.26541 -5.97
252071_at  putative protein DNA helicase hom --- AT3G51690 -1.10 -0.14 -1.63 0.149621 0.265615 -5.98
251582_at  putative protein CARBON CATABO--- AT3G58580 -1.13 -0.18 -1.63 0.149622 0.265615 -5.98
254654_at translation initiation factor eIF4E  ;s EIF4E AT4G18040 1.15 0.20 1.63 0.149719 0.265765 -5.98
246169_at  putative protein predicted protein, H--- AT5G32470 -1.15 -0.20 -1.63 0.149732 0.265768 -5.98
253641_at hypothetical protein ;supported by fu--- AT4G29980 -1.16 -0.22 -1.63 0.149896 0.266038 -5.98
266496_at putative zinc finger protein --- --- -1.15 -0.20 -1.62 0.14991 0.266044 -5.98
262639_at  calmodulin, putative similar to calm--- AT1G62820 -1.22 -0.29 -1.62 0.149938 0.266072 -5.98
247617_at  receptor like protein kinase recepto--- AT5G60270 1.35 0.44 1.62 0.150053 0.266255 -5.98
253664_at NADPH-ferrihemoprotein reductaseATR2 AT4G30210 -1.48 -0.57 -1.62 0.150121 0.266352 -5.98
246504_at hypothetical protein  ;supported by f--- AT5G16160 -1.11 -0.14 -1.62 0.150131 0.266352 -5.98
248923_at putative protein similar to unknown atnudt11 AT5G45940 -1.20 -0.27 -1.62 0.150164 0.26639 -5.98
259538_at putative serine/threonine kinase ; su--- AT1G12310 -1.17 -0.23 -1.62 0.150176 0.26639 -5.98
253848_at  putative protein regulator protein, P--- AT4G28020 1.19 0.25 1.62 0.150196 0.266406 -5.98
257692_at hypothetical protein contains similar--- AT3G12840 -1.12 -0.17 -1.62 0.150268 0.266512 -5.98
247204_at GTP binding protein-like AtRABH1a AT5G64990 1.15 0.20 1.62 0.150308 0.266545 -5.98
246999_at photoreceptor-interacting protein-likNPY3 AT5G67440 -1.28 -0.35 -1.62 0.15032 0.266545 -5.98
267575_at unknown protein predicted by gensc--- AT2G30690 -1.14 -0.19 -1.62 0.150322 0.266545 -5.98
262165_at putative acyl-CoA:1-acylglycerol-3-pLPAT4 AT1G75020 1.24 0.32 1.62 0.150333 0.266545 -5.98
249921_at reverse-transcriptase - like protein p--- AT5G19270 -1.13 -0.18 -1.62 0.150375 0.266599 -5.98
258539_at  putative RNA-binding protein conta--- AT3G06970 -1.12 -0.16 -1.62 0.150389 0.266602 -5.98
249172_at putative protein similar to unknown --- AT5G42950 1.15 0.20 1.62 0.150491 0.266762 -5.98
258491_at unknown protein  ;supported by full---- AT3G02700 -1.22 -0.28 -1.62 0.150539 0.266827 -5.98
247250_at FAS2 (dbj|BAA77766.1)  ; supporte FAS2 AT5G64630 -1.23 -0.30 -1.62 0.150566 0.266844 -5.98
266415_at putative nonspecific lipid-transfer prLTP2 AT2G38530 -1.85 -0.89 -1.62 0.150574 0.266844 -5.98
266379_at  1,4-beta-xylan endohydrolase   --- AT2G14690 -1.15 -0.20 -1.62 0.150584 0.266844 -5.98
248626_at receptor protein kinase-like protein --- AT5G48940 -1.13 -0.18 -1.62 0.150656 0.266951 -5.98
248425_at ACC synthase; 1-aminocyclopropanACS12 AT5G51690 1.18 0.24 1.62 0.150724 0.267051 -5.98
254916_at  putative protein hypothetical protein--- AT4G11340 -1.14 -0.19 -1.62 0.150755 0.267084 -5.98
256521_at  AMP-binding enzyme, putative con--- AT1G66120 -1.13 -0.18 -1.62 0.150778 0.267093 -5.98
250919_at  putative protein myosin heavy chai --- AT5G03660 1.17 0.22 1.62 0.150783 0.267093 -5.98
264609_at unknown protein  ;supported by full---- AT1G04530 1.28 0.35 1.62 0.1508 0.267102 -5.98



265640_at putative cysteine proteinase --- AT2G27395 -1.11 -0.15 -1.62 0.150859 0.267153 -5.98
251296_at  putative protein paladin - Mus musc--- AT3G62010 -1.15 -0.20 -1.62 0.150862 0.267153 -5.98
259240_at unknown protein  ; supported by cD--- AT3G11590 -1.19 -0.26 -1.62 0.150863 0.267153 -5.98
250288_at  auxin-responsive - like protein Nt-g --- AT5G13350 -1.15 -0.20 -1.62 0.150906 0.267207 -5.98
259747_at putative dehydrogenase similar to D--- AT1G71170 1.16 0.21 1.62 0.150919 0.26721 -5.98
256422_at unknown protein MOS2 AT1G33520 1.14 0.19 1.62 0.151021 0.267351 -5.98
251468_at  epsin-like protein Af10-protein - Av --- AT3G59290 1.14 0.19 1.62 0.151022 0.267351 -5.98
245299_at ras-related small GTP-binding proteATRAB1C AT4G17530 -1.19 -0.25 -1.62 0.151106 0.267466 -5.98
256502_at  Eukaryotic translation initiation fact --- AT1G36730 / 1.20 0.26 1.62 0.15112 0.267466 -5.98
267144_at unknown protein GPAT6 AT2G38110 1.36 0.45 1.62 0.151122 0.267466 -5.98
256898_at  abscisic acid-insensitive protein 3 i ABI3 AT3G24650 -1.12 -0.17 -1.62 0.151149 0.267493 -5.98
266342_at hypothetical protein predicted by gra--- AT2G01540 1.20 0.26 1.62 0.151222 0.2676 -5.99
257902_at  receptor kinase, putative similar to --- AT3G28450 1.24 0.31 1.62 0.151314 0.267743 -5.99
255270_at putative protein (ubiquitin like) to va --- AT4G05250 -1.11 -0.15 -1.62 0.151349 0.267772 -5.99
245590_at hypothetical protein --- AT4G15060 -1.13 -0.18 -1.62 0.151354 0.267772 -5.99
249904_at unknown protein --- AT5G22700 -1.13 -0.18 -1.62 0.151437 0.267888 -5.99
263996_at unknown protein --- AT2G22530 -1.16 -0.21 -1.62 0.151443 0.267888 -5.99
264459_at putative reverse transcriptase simila--- --- -1.23 -0.29 -1.62 0.151529 0.268019 -5.99
245774_at hypothetical protein contains similarTCP24 AT1G30210 -1.12 -0.17 -1.62 0.151577 0.268083 -5.99
259905_s_ahypothetical protein predicted by ge--- AT1G74130 / -1.10 -0.14 -1.62 0.151667 0.268221 -5.99
258961_at  hypothetical protein similar to myb- --- AT3G10580 1.11 0.15 1.62 0.151698 0.268252 -5.99
256388_at unknown protein --- AT3G06180 -1.14 -0.19 -1.62 0.151717 0.268252 -5.99
264105_x_ahypothetical protein --- AT2G13760 -1.16 -0.21 -1.62 0.151725 0.268252 -5.99
257910_at hypothetical protein similar to hypot --- AT3G25580 -1.16 -0.22 -1.62 0.151731 0.268252 -5.99
249712_at eIF4Eiso protein (emb|CAA71579.1LSP1 AT5G35620 1.20 0.26 1.62 0.151754 0.268272 -5.99
258006_at  cysteine proteinase non-consensus--- AT3G19400 1.20 0.26 1.62 0.151822 0.268359 -5.99
251030_at  putative protein kinesin light chain -NDP1 AT5G02130 1.21 0.28 1.62 0.151832 0.268359 -5.99
256047_at hypothetical protein predicted by ge--- AT1G07060 -1.16 -0.22 -1.62 0.151838 0.268359 -5.99
262734_at  lipase, putative similar to lipase GB--- AT1G28640 -1.12 -0.17 -1.62 0.151871 0.268364 -5.99
254090_at  MtN3 - like protein MtN3 (induced d--- AT4G25010 -1.17 -0.22 -1.62 0.151876 0.268364 -5.99
253073_at  cytochrome P450 monooxygenase CYP81F4 AT4G37410 -1.16 -0.22 -1.62 0.151877 0.268364 -5.99
259874_at unknown protein --- AT1G76660 -1.20 -0.26 -1.62 0.151897 0.268378 -5.99
255284_at 5-adenylylsulfate reductase  ;suppo 01-אפר AT4G04610 1.54 0.62 1.62 0.151937 0.268428 -5.99
254648_at  lipase-like protein Pn47p, Ipomoea --- AT4G18550 -1.13 -0.17 -1.62 0.151956 0.268435 -5.99
258610_at IAA-amino acid hydrolase (ILR1) ideILR1 AT3G02875 1.26 0.34 1.62 0.151964 0.268435 -5.99



266009_at putative kinesin heavy chain --- AT2G37420 1.14 0.18 1.61 0.152131 0.268709 -5.99
249376_at Expressed protein ; supported by fu--- AT5G40645 -1.11 -0.14 -1.61 0.152329 0.269038 -5.99
246025_at  zwille/pinhead-like protein GERp95--- AT5G21150 -1.18 -0.23 -1.61 0.152349 0.269053 -5.99
265519_at hypothetical protein --- AT2G06040 1.13 0.18 1.61 0.15237 0.269069 -5.99
251990_at  putative protein MICRONUCLEAR --- AT3G53320 -1.21 -0.28 -1.61 0.152385 0.269075 -5.99
255697_at hypothetical protein --- AT4G00130 -1.19 -0.25 -1.61 0.152435 0.269141 -5.99
261321_at hypothetical protein predicted by ge--- AT1G44740 -1.14 -0.19 -1.61 0.152446 0.269141 -5.99
255103_at  putative phosphoglyceride transfer --- AT4G08690 -1.13 -0.18 -1.61 0.152507 0.269227 -5.99
249513_at glucosyltransferase-like protein ; su --- AT5G38460 -1.13 -0.18 -1.61 0.152547 0.269277 -5.99
252146_at  putative protein steroid sulfotransfe--- AT3G51210 -1.11 -0.15 -1.61 0.152567 0.269277 -5.99
253342_at Expressed protein ; supported by cDPAA1 AT4G33520 -1.35 -0.43 -1.61 0.152571 0.269277 -5.99
259279_at putative cystathionine gamma-synthMTO1 AT3G01120 -1.13 -0.18 -1.61 0.152618 0.26934 -5.99
257526_s_ahypothetical protein similar to putati --- AT3G09330 / -1.12 -0.16 -1.61 0.152722 0.269502 -5.99
262615_at initiation factor 5A-4 identical to initi ELF5A-1 AT1G13950 1.17 0.23 1.61 0.152747 0.269526 -5.99
262391_at  geranyl geranyl pyrophosphate synGGPS6 AT1G49530 -1.15 -0.20 -1.61 0.152791 0.269573 -5.99
261732_at hypothetical protein predicted by ge--- AT1G47770 -1.14 -0.19 -1.61 0.152797 0.269573 -5.99
AFFX-BioDnE. coli /GEN=bioD /DB_XREF=gb:J --- --- -1.36 -0.44 -1.61 0.152913 0.269732 -6.00
265949_at putative vicilin storage protein (glob --- AT2G18540 1.11 0.15 1.61 0.152921 0.269732 -6.00
245586_at hypothetical protein --- AT4G14980 -1.13 -0.18 -1.61 0.152923 0.269732 -6.00
257874_at hypothetical protein --- AT3G17110 -1.15 -0.20 -1.61 0.152964 0.269772 -6.00
261955_at  proteasome regulatory subunit, putRPN12a AT1G64520 1.12 0.16 1.61 0.152969 0.269772 -6.00
253080_at hypothatical protein --- --- -1.13 -0.17 -1.61 0.153003 0.269797 -6.00
245301_at farnesyl-pyrophosphate synthetase FPS2 AT4G17190 -1.30 -0.37 -1.61 0.153007 0.269797 -6.00
263144_at unknown protein similar to putative --- AT1G54070 -1.16 -0.22 -1.61 0.153047 0.269846 -6.00
257915_at superman protein identical to super SUP AT3G23130 -1.16 -0.21 -1.61 0.153125 0.269962 -6.00
259001_at hypothetical protein predicted by ge--- AT3G01960 1.42 0.51 1.61 0.153178 0.270036 -6.00
263554_at putative Ta11-like non-LTR retroele --- --- -1.25 -0.33 -1.61 0.153214 0.270074 -6.00
267043_at unknown protein --- AT2G34330 -1.15 -0.20 -1.61 0.153223 0.270074 -6.00
253418_at  putative protein tom-1B protein, Ga--- AT4G32760 -1.12 -0.16 -1.61 0.153379 0.270326 -6.00
252402_s_a putative protein predicted proteins, --- AT3G48050 / 1.12 0.16 1.61 0.153422 0.270382 -6.00
261181_at  monosaccharide transporter, putati --- AT1G34580 -1.17 -0.23 -1.61 0.153607 0.270687 -6.00
263698_at  hypothetical protein similar to a mu--- --- -1.17 -0.23 -1.61 0.153636 0.27071 -6.00
261865_at sterol delta7 reductase identical to GDWF5 AT1G50430 -1.23 -0.30 -1.61 0.153644 0.27071 -6.00
250667_at 40S ribosomal protein S4  ;supporte--- AT5G07090 1.31 0.39 1.61 0.153655 0.27071 -6.00
265068_at hypothetical protein Similar to Kines--- AT1G55550 1.12 0.16 1.61 0.153697 0.270762 -6.00



258235_at alternative oxidase 1c precursor ideAOX1C AT3G27620 -1.15 -0.20 -1.61 0.15373 0.2708 -6.00
251573_at  phenylalanine-tRNA synthetase-like--- AT3G58140 -1.15 -0.20 -1.61 0.153746 0.270806 -6.00
258057_at unknown protein AAR3 AT3G28970 1.12 0.16 1.61 0.153844 0.270959 -6.00
260586_at unknown protein predicted by genef--- AT2G43630 1.15 0.20 1.61 0.154027 0.271261 -6.00
262418_at  thioredoxin, putative similar to thiorATHX AT1G50320 -1.22 -0.28 -1.61 0.154077 0.271326 -6.00
248316_at putative protein similar to unknown --- AT5G52670 -1.19 -0.25 -1.61 0.154109 0.271363 -6.00
267402_at putative SF16 protein {Helianthus a IQD6 AT2G26180 -1.19 -0.26 -1.61 0.15413 0.271379 -6.00
246023_at ethylene-insensitive3-like2 (EIL2) EIL2 AT5G21120 -1.13 -0.18 -1.61 0.154149 0.271391 -6.00
255039_at calmodulin-domain protein kinase CCPK4 AT4G09570 1.16 0.21 1.60 0.154266 0.271576 -6.00
256315_at hypothetical protein predicted by ge--- AT1G35880 -1.13 -0.17 -1.60 0.154377 0.271743 -6.00
251168_at putative protein several hypothetica --- AT3G63370 -1.16 -0.21 -1.60 0.154388 0.271743 -6.00
246625_at hypothetical protein predicted by ge--- AT1G48880 -1.14 -0.19 -1.60 0.154398 0.271743 -6.00
250965_at  putative protein various predicted p--- AT5G03020 -1.12 -0.16 -1.60 0.154409 0.271743 -6.00
245995_at  putative protein various predicted p--- --- -1.20 -0.26 -1.60 0.154481 0.271844 -6.01
248782_at palmitoyl-protein thioesterase precu--- AT5G47340 -1.14 -0.19 -1.60 0.154501 0.271844 -6.01
249698_at unknown protein MIS12 AT5G35520 -1.20 -0.26 -1.60 0.154513 0.271844 -6.01
245418_at putative protein --- AT4G17370 1.19 0.25 1.60 0.154514 0.271844 -6.01
246456_at telomerase reverse transcriptase  ; ATTERT AT5G16850 -1.12 -0.16 -1.60 0.154537 0.271863 -6.01
255246_at  putative protein hypothetical protein--- --- -1.16 -0.22 -1.60 0.154631 0.272008 -6.01
254768_at hypothetical protein --- AT4G13320 -1.15 -0.21 -1.60 0.154716 0.272137 -6.01
245340_at elicitor like protein ; supported by fu --- AT4G14420 1.21 0.28 1.60 0.154775 0.27222 -6.01
263613_at unknown protein --- AT2G25250 -1.30 -0.38 -1.60 0.154791 0.272226 -6.01
256689_at hypothetical protein predicted by ge--- AT3G32150 -1.12 -0.16 -1.60 0.154907 0.272397 -6.01
260998_at CAF protein similar to C2H2 zinc fin--- AT1G26590 -1.14 -0.18 -1.60 0.154912 0.272397 -6.01
249232_at dynamin-like protein (pir||S59558)  ;ADL1 AT5G42080 1.20 0.26 1.60 0.154938 0.272423 -6.01
263367_at putative retroelement pol polyprotei --- --- -1.15 -0.21 -1.60 0.154972 0.272447 -6.01
265473_at Expressed protein ; supported by fuLCR10 AT2G15535 -1.14 -0.19 -1.60 0.154976 0.272447 -6.01
247789_at  putative protein various predicted p--- AT5G58680 -1.16 -0.21 -1.60 0.155009 0.272484 -6.01
259654_at hypothetical protein predicted by ge--- AT1G55220 -1.15 -0.20 -1.60 0.155038 0.272513 -6.01
251629_at villin 3 fragment  ; supported by cDNVLN3 AT3G57410 1.18 0.24 1.60 0.155095 0.272594 -6.01
265651_at hypothetical protein predicted by ge--- AT2G13900 1.12 0.17 1.60 0.155168 0.2727 -6.01
260286_at putative acetylornithine transaminasWIN1 AT1G80600 1.17 0.23 1.60 0.155199 0.272735 -6.01
247011_at putative protein contains similarity toFRO1 AT5G67590 1.24 0.31 1.60 0.155219 0.272748 -6.01
261693_at hypothetical protein similar to hypot DCP1 AT1G08370 1.11 0.15 1.60 0.155261 0.272801 -6.01
250514_at  GDP dissociation inhibitor GDP dis --- AT5G09550 -1.12 -0.17 -1.60 0.155311 0.272867 -6.01



257057_at hypothetical protein predicted by ge--- --- -1.10 -0.13 -1.60 0.155384 0.272975 -6.01
248804_at nodulin-like protein --- AT5G47470 -1.14 -0.19 -1.60 0.155413 0.273005 -6.01
264543_at hypothetical protein predicted by ge--- AT1G55780 1.17 0.23 1.60 0.155473 0.273051 -6.01
259465_at hypothetical protein similar to putati --- AT1G19025 -1.15 -0.20 -1.60 0.155474 0.273051 -6.01
253283_at hypothetical protein  ; supported by --- AT4G34090 -1.20 -0.27 -1.60 0.155475 0.273051 -6.01
265556_at putative Athila retroelement ORF1-l --- --- -1.14 -0.19 -1.60 0.155636 0.273313 -6.01
245142_at putative O-sialoglycoprotein endope--- AT2G45270 -1.14 -0.19 -1.60 0.155649 0.273315 -6.01
250051_at MYB56 R2R3-MYB factor family meAtMYB56 AT5G17800 -1.18 -0.24 -1.60 0.155716 0.273411 -6.01
245029_at hypothetical protein predicted by geYAB5 AT2G26580 -1.36 -0.44 -1.60 0.155853 0.273618 -6.01
254021_at  putative protein cell death suppressACD1-LIKEAT4G25650 -1.16 -0.22 -1.60 0.155858 0.273618 -6.01
258010_at unknown protein similar to receptor---- AT3G19300 -1.12 -0.17 -1.60 0.155884 0.273634 -6.01
250488_at  beta-glucosidase - like protein beta--- AT5G09700 -1.13 -0.18 -1.60 0.155891 0.273634 -6.01
248688_at indole-3-glycerol phosphate synthas--- AT5G48220 -1.19 -0.25 -1.60 0.155944 0.273706 -6.01
247039_at putative protein contains similarity toATEB1C AT5G67270 -1.19 -0.25 -1.60 0.155974 0.273737 -6.01
247485_at  putative protein ARR1, ArabidopsisARR23 AT5G62120 -1.11 -0.15 -1.60 0.156078 0.273899 -6.01
253420_at  H+-transporting ATP synthase cha --- AT4G32260 -1.16 -0.21 -1.60 0.156168 0.274031 -6.02
248347_at putative protein contains similarity to--- AT5G52250 -1.11 -0.16 -1.60 0.156177 0.274031 -6.02
245587_at putative protein --- AT4G15020 1.25 0.32 1.60 0.156237 0.274096 -6.02
254396_at  peptide transporter - like protein pe--- AT4G21680 1.94 0.95 1.60 0.156239 0.274096 -6.02
266102_at unknown protein --- AT2G40720 1.14 0.19 1.60 0.156263 0.274119 -6.02
266376_at putative endoxyloglucan glycosyltra --- AT2G14620 -1.18 -0.23 -1.60 0.156302 0.274165 -6.02
246554_at  HSP100/ClpB, putative similar to HCLPB3 AT5G15450 1.15 0.20 1.60 0.156314 0.274165 -6.02
262894_at  disease resistance protein, putative--- AT1G59780 -1.15 -0.20 -1.59 0.156562 0.274579 -6.02
262739_at  lipase, putative contains Pfam profi--- AT1G28650 1.25 0.33 1.59 0.15671 0.274818 -6.02
266099_at putative alpha-carboxyltransferase  CAC3 AT2G38040 -1.20 -0.26 -1.59 0.156808 0.274969 -6.02
262142_at hypothetical protein predicted by ge--- AT1G52640 1.15 0.20 1.59 0.156842 0.275007 -6.02
259290_at putative cyclin similar to cyclin cyc1 CYCB1;3 AT3G11520 -1.20 -0.26 -1.59 0.156902 0.27509 -6.02
266468_at unknown protein ; supported by cDN--- AT2G47960 1.16 0.21 1.59 0.15701 0.275259 -6.02
259250_at unknown protein --- AT3G07580 -1.22 -0.29 -1.59 0.157052 0.275312 -6.02
256608_at hypothetical protein predicted by ge--- AT3G30840 -1.10 -0.14 -1.59 0.157079 0.275321 -6.02
256619_at hypothetical protein predicted by ge--- AT3G24460 -1.13 -0.17 -1.59 0.157082 0.275321 -6.02
256258_at unknown protein NF-YC11 AT3G12480 1.11 0.15 1.59 0.157119 0.275346 -6.02
258314_at putative RAS-related GTP-binding pATRABG3CAT3G16100 1.15 0.20 1.59 0.15712 0.275346 -6.02
247764_at subtilisin-like serine protease contai--- AT5G59190 -1.14 -0.19 -1.59 0.157149 0.275376 -6.02
264359_at hypothetical protein predicted by ge--- AT1G03320 -1.15 -0.21 -1.59 0.157256 0.275531 -6.02



249304_at folylpolyglutamate synthase-like proGLA1 AT5G41480 1.19 0.25 1.59 0.157266 0.275531 -6.02
249465_at  AIG2 - like protein AIG2, ArabidopsAIG2L AT5G39720 -1.15 -0.20 -1.59 0.157274 0.275531 -6.02
251238_at putative protein several hypothetica --- AT3G62430 1.15 0.21 1.59 0.157303 0.275561 -6.02
259555_at hypothetical protein --- --- -1.12 -0.17 -1.59 0.157334 0.275594 -6.02
261338_at hypothetical protein predicted by ge--- AT1G44920 -1.16 -0.22 -1.59 0.157371 0.275639 -6.02
265242_at hypothetical protein --- AT2G07705 1.25 0.33 1.59 0.157473 0.275795 -6.02
255939_at hypothetical protein predicted by ge--- AT1G12730 1.20 0.27 1.59 0.157502 0.275824 -6.02
267415_at putative translation initiation factor e--- AT2G34970 1.11 0.15 1.59 0.157513 0.275824 -6.02
263293_x_ahypothetical protein similar to hypot --- --- -1.12 -0.16 -1.59 0.157549 0.275866 -6.02
258131_at  protein kinase, putative similar to G--- AT3G24540 -1.19 -0.25 -1.59 0.157571 0.275882 -6.02
251977_at  putative protein auxin-induced prot --- AT3G53250 -1.11 -0.15 -1.59 0.157607 0.275925 -6.02
249010_at unknown protein  ; supported by cD--- AT5G44580 1.25 0.32 1.59 0.157632 0.275947 -6.02
255737_at unknown protein ;supported by full-l--- AT1G25420 -1.14 -0.20 -1.59 0.157705 0.276043 -6.02
264366_at unknown protein EST gb|N96383 co--- AT1G03250 1.18 0.23 1.59 0.157719 0.276043 -6.02
264430_at  cineole synthase, putative similar toTPS14 AT1G61680 1.13 0.17 1.59 0.157723 0.276043 -6.02
265641_at putative RNA-binding glycine rich pr--- AT2G27330 1.16 0.21 1.59 0.157891 0.276315 -6.03
245628_at  anthocyanin2, putative similar to anPAP1 AT1G56650 1.22 0.29 1.59 0.15807 0.276608 -6.03
248506_at adenylate kinase  ;supported by full --- AT5G50370 1.39 0.48 1.59 0.158153 0.276732 -6.03
265224_at putative pectinesterase --- AT2G36710 -1.13 -0.18 -1.59 0.158215 0.276819 -6.03
248009_at transcription factor-like; similar to C CSN6A AT5G56280 -1.13 -0.18 -1.59 0.158325 0.27694 -6.03
267275_at putative Na H antiporter ATCHX13 AT2G30240 -1.18 -0.23 -1.59 0.15836 0.27694 -6.03
250276_at  putative protein mRNA, Moritella m--- AT5G13030 1.14 0.18 1.59 0.158369 0.27694 -6.03
248476_at putative protein similar to unknown --- AT5G50890 -1.32 -0.40 -1.59 0.158384 0.27694 -6.03
265855_at unknown protein  ;supported by full---- AT2G42390 1.12 0.16 1.59 0.158391 0.27694 -6.03
248577_at myrosinase binding protein-like ; su --- AT5G49870 -1.11 -0.15 -1.59 0.158395 0.27694 -6.03
258941_at putative monodehydroascorbate redMDHAR AT3G09940 -2.62 -1.39 -1.59 0.158396 0.27694 -6.03
258075_at homocysteine S-methyltransferase HMT-1 AT3G25900 1.82 0.86 1.59 0.158401 0.27694 -6.03
249751_at putative protein similar to unknown --- AT5G24650 1.17 0.23 1.59 0.158402 0.27694 -6.03
247242_at unknown protein --- AT5G64690 -1.11 -0.16 -1.59 0.158414 0.27694 -6.03
261031_at hypothetical protein predicted by ge--- AT1G17360 -1.28 -0.36 -1.59 0.158429 0.27694 -6.03
259978_at putative cell division control protein CDKB2;1 AT1G76540 -1.22 -0.28 -1.59 0.15843 0.27694 -6.03
258233_at hypothetical protein contains similarMYB118 AT3G27785 -1.14 -0.19 -1.59 0.158446 0.276946 -6.03
249165_at putative protein similar to unknown ATIPK1 AT5G42810 -1.20 -0.27 -1.59 0.158489 0.277 -6.03
247515_at  ABC family transporter - like proteinATH14 AT5G61740 -1.11 -0.14 -1.59 0.158539 0.277067 -6.03
249113_at putative protein similar to unknown --- AT5G43790 1.19 0.25 1.58 0.158745 0.277406 -6.03



255589_s_ahypothetical protein --- AT4G01590 / 1.20 0.27 1.58 0.158795 0.277471 -6.03
256517_at  PHD-finger protein, putative containMMD1 AT1G66170 -1.11 -0.15 -1.58 0.15886 0.277563 -6.03
251090_at  putative protein ACR1-protein - Sac--- AT5G01340 1.45 0.54 1.58 0.158913 0.277635 -6.03
263726_at putative ABC transporter  ;supporte --- AT2G13610 -1.75 -0.81 -1.58 0.158926 0.277637 -6.03
247260_at putative protein contains similarity to--- AT5G64500 -1.20 -0.26 -1.58 0.159097 0.277914 -6.03
265176_at  OBP32pep protein, putative identic --- AT1G23520 -1.12 -0.17 -1.58 0.159111 0.277918 -6.03
265262_at putative chloroplast nucleoid DNA b--- AT2G42980 1.17 0.23 1.58 0.159159 0.277979 -6.03
249804_at galactinol synthase AtGolS5 AT5G23790 -1.12 -0.16 -1.58 0.159198 0.278026 -6.03
254354_at hypothetical protein --- AT4G22370 -1.10 -0.14 -1.58 0.159261 0.278105 -6.03
247973_at putative protein contains similarity to--- AT5G56770 -1.12 -0.17 -1.58 0.159267 0.278105 -6.03
254882_s_a putative protein various predicted r --- --- -1.12 -0.17 -1.58 0.15933 0.278194 -6.03
263151_at hypothetical protein predicted by ge--- AT1G54120 1.38 0.47 1.58 0.159436 0.278357 -6.03
249288_at unknown protein  ;supported by full---- AT5G41050 1.47 0.55 1.58 0.15952 0.278457 -6.03
245114_at transcription factor IIB (TFIIB) identiTFIIB AT2G41630 -1.24 -0.31 -1.58 0.15953 0.278457 -6.03
257212_at  zinc-binding dehydrogenase, putat --- AT3G15090 1.19 0.25 1.58 0.15953 0.278457 -6.03
259274_at  putative homeobox-leucine zipper pATHB20 AT3G01220 -1.12 -0.17 -1.58 0.159632 0.278614 -6.04
257642_at putative HLH DNA-binding protein cBHLH32 AT3G25710 -1.17 -0.23 -1.58 0.159654 0.278631 -6.04
256915_at unknown protein --- AT3G23900 1.16 0.21 1.58 0.159696 0.278682 -6.04
247711_at  receptor-like protein kinase recepto--- AT5G59270 -1.14 -0.19 -1.58 0.159716 0.278687 -6.04
261609_at unknown protein similar to MAP3K- --- AT1G49740 -1.23 -0.30 -1.58 0.159723 0.278687 -6.04
261863_at unknown protein ; supported by cDN--- AT1G50630 -1.18 -0.24 -1.58 0.159735 0.278687 -6.04
251271_at hypothetical protein ; supported by f--- AT3G62050 -1.19 -0.25 -1.58 0.159756 0.278702 -6.04
250579_at  putative protein terminal ear1, Zea MCT2 AT5G07930 -1.12 -0.17 -1.58 0.159782 0.278727 -6.04
267439_at putative GDSL-motif lipase/hydrolas--- AT2G19060 -1.15 -0.20 -1.58 0.159858 0.278827 -6.04
261217_at hypothetical protein contains similarUBP11 AT1G32850 -1.11 -0.15 -1.58 0.159864 0.278827 -6.04
262320_at hypothetical protein predicted by ge--- AT1G27550 -1.13 -0.18 -1.58 0.15988 0.278833 -6.04
262123_at hypothetical protein predicted by ge--- AT1G59630 -1.16 -0.21 -1.58 0.159935 0.278909 -6.04
265566_at hypothetical protein predicted by ge--- AT2G05600 -1.15 -0.20 -1.58 0.159959 0.278929 -6.04
257079_at unknown protein --- AT3G15240 -1.12 -0.16 -1.58 0.16 0.278978 -6.04
258242_at hypothetical protein predicted by ge--- AT3G27640 -1.13 -0.17 -1.58 0.16005 0.279045 -6.04
246560_at putative protein hypothetical protein--- AT5G15560 -1.12 -0.17 -1.58 0.160067 0.279046 -6.04
255881_at  phosphomannose isomerase, puta DIN9 AT1G67070 1.48 0.56 1.58 0.160082 0.279046 -6.04
255001_at  AIG1-like protein AIG1 - Arabidops --- AT4G09930 -1.17 -0.23 -1.58 0.160087 0.279046 -6.04
262829_at  auxin-independent growth promote --- AT1G14970 -1.26 -0.33 -1.58 0.16015 0.279127 -6.04
266133_at putative C2H2-type zinc finger prote--- AT2G45120 1.13 0.17 1.58 0.160158 0.279127 -6.04



263830_at hypothetical protein predicted by ge--- AT2G40260 -1.13 -0.18 -1.58 0.160191 0.279162 -6.04
255031_at putative proteins various hypothetic --- AT4G09490 1.18 0.23 1.58 0.160356 0.279428 -6.04
256735_at hypothetical protein predicted by geATEXO70EAT3G29400 1.16 0.22 1.58 0.16039 0.279467 -6.04
253429_at  putative protein CDC28/cdc2-like k --- AT4G32420 1.13 0.18 1.58 0.160403 0.279468 -6.04
253895_at NWMU3 - 2S albumin 3 precursor AT2S3 AT4G27160 -1.11 -0.16 -1.58 0.160479 0.279579 -6.04
248160_at putative protein similar to unknown --- AT5G54470 -1.20 -0.26 -1.58 0.160527 0.279642 -6.04
259579_at  P-glycoprotein, putative similar to PPGP14 AT1G28010 -1.56 -0.65 -1.58 0.16058 0.279713 -6.04
260953_at  transcriptional activator RF2a, puta--- AT1G06070 -1.14 -0.19 -1.58 0.16062 0.27976 -6.04
264659_at unknown protein Similar to S. pombATOPT2 AT1G09930 -1.12 -0.17 -1.58 0.160648 0.279789 -6.04
254062_at  putative protein zinc finger protein Z--- AT4G25380 1.55 0.64 1.58 0.160778 0.279993 -6.04
266316_at unknown protein  ; supported by cD--- AT2G27080 -1.85 -0.89 -1.58 0.160809 0.280005 -6.04
262548_at unknown protein contains similarity AGO2 AT1G31280 -1.16 -0.21 -1.58 0.16081 0.280005 -6.04
247878_at unknown protein --- AT5G57760 -2.91 -1.54 -1.58 0.160829 0.280018 -6.04
264717_at hypothetical protein predicted by geATFH8 AT1G70140 1.29 0.37 1.58 0.160854 0.280039 -6.04
265185_at  OBP32pep protein, putative identic --- AT1G23670 -1.15 -0.20 -1.58 0.160874 0.280054 -6.04
249163_at  glucose-6-phosphate isomerase, cy--- AT5G42740 1.18 0.24 1.57 0.160984 0.280223 -6.04
263069_at unknown protein --- AT2G17590 -1.27 -0.35 -1.57 0.16101 0.280247 -6.04
249992_at  AP2 domain -like protein AP2/ERE PUCHI AT5G18560 -1.15 -0.20 -1.57 0.16111 0.2804 -6.04
256105_at hypothetical protein predicted by geLSH8 AT1G16910 -1.15 -0.20 -1.57 0.161145 0.280418 -6.04
252944_at hypothetical protein  ;supported by f--- AT4G39320 -1.12 -0.17 -1.57 0.161145 0.280418 -6.04
257032_at  zinc finger protein, putative similar --- AT3G19140 -1.10 -0.14 -1.57 0.161161 0.280425 -6.04
260387_at putative flavonol sulfotransferase si SOT16 AT1G74100 -1.36 -0.45 -1.57 0.161262 0.280578 -6.04
265509_at putative retroelement pol polyprotei --- --- -1.18 -0.24 -1.57 0.161324 0.280665 -6.05
259114_at 26S proteasome AAA-ATPase subuRPT5A AT3G05530 1.12 0.17 1.57 0.161336 0.280665 -6.05
256843_at hypothetical protein predicted by ge--- --- -1.13 -0.18 -1.57 0.161451 0.280844 -6.05
245520_at delta-cadinene synthase like proteinATTS1 AT4G15870 -1.13 -0.18 -1.57 0.161506 0.280913 -6.05
253692_at  putative protein Cs protein, DrosopATPAO5 AT4G29720 1.11 0.15 1.57 0.161516 0.280913 -6.05
248906_at putative protein similar to unknown --- AT5G46420 1.13 0.17 1.57 0.161549 0.280929 -6.05
258625_at hypothetical protein predicted by gePDLP4 AT3G04370 -1.13 -0.18 -1.57 0.161549 0.280929 -6.05
264944_at hypothetical protein similar to hypot --- AT1G76940 -1.19 -0.25 -1.57 0.161612 0.281009 -6.05
258500_at S-adenosylmethionine decarboxylasCPuORF9 AT3G02468 / 1.14 0.19 1.57 0.161627 0.281009 -6.05
259004_at  putative protein kinase C-terminal r--- AT3G01840 -1.13 -0.18 -1.57 0.161632 0.281009 -6.05
255748_at hypothetical protein predicted by ge--- AT1G32000 -1.10 -0.14 -1.57 0.161704 0.281104 -6.05
256686_at  non-LTR reverse transcriptase, put --- --- -1.10 -0.14 -1.57 0.161712 0.281104 -6.05
259951_at unknown protein --- AT1G71490 -1.12 -0.16 -1.57 0.161756 0.28116 -6.05



246221_at step II splicing factor - like protein ; SMP2 AT4G37120 1.14 0.18 1.57 0.161784 0.281166 -6.05
266397_at unknown protein --- AT2G38690 -1.12 -0.16 -1.57 0.161785 0.281166 -6.05
256164_at  terpene cyclase, putative similar to --- AT1G48800 1.11 0.15 1.57 0.161799 0.281169 -6.05
249542_at  putative protein transcription factor NF-YC12 AT5G38140 -1.19 -0.25 -1.57 0.161953 0.281416 -6.05
255852_at unknown protein SVL2 AT1G66970 -1.42 -0.50 -1.57 0.161985 0.281451 -6.05
265146_at putative glucosyl transferase --- AT1G51210 -1.27 -0.35 -1.57 0.162037 0.281518 -6.05
248627_at putative protein similar to unknown --- AT5G48950 -1.18 -0.24 -1.57 0.162158 0.281692 -6.05
261466_at hypothetical protein predicted by ge--- AT1G07690 -1.18 -0.24 -1.57 0.162161 0.281692 -6.05
252394_at  heat shock protein-like protein heat--- AT3G47940 -1.19 -0.25 -1.57 0.162185 0.281711 -6.05
266161_at hypothetical protein ATCHX7 AT2G28170 -1.18 -0.24 -1.57 0.162208 0.281731 -6.05
246210_at ribosomal protein ; supported by cD--- AT4G36420 1.21 0.27 1.57 0.162226 0.281741 -6.05
258208_at putative acetyltransferase similar to --- AT3G13930 1.21 0.28 1.57 0.162276 0.281776 -6.05
264981_at  valyl- tRNA synthetase, putative sim--- AT1G27160 -1.15 -0.20 -1.57 0.162279 0.281776 -6.05
262560_at hypothetical protein predicted by ge--- AT1G34280 -1.15 -0.20 -1.57 0.162284 0.281776 -6.05
263620_at hypothetical protein predicted by ge--- --- -1.12 -0.17 -1.57 0.16243 0.281985 -6.05
256835_at  ATP sulfurylase, putative similar to APS1 AT3G22890 -1.29 -0.36 -1.57 0.162441 0.281985 -6.05
248129_at putative protein contains similarity to--- AT5G54780 1.15 0.20 1.57 0.162446 0.281985 -6.05
255029_x_ahypothetical protein --- AT4G09470 -1.10 -0.14 -1.57 0.162454 0.281985 -6.05
245234_at  myb-like protein similarity to ATMY AtMYB18 AT4G25560 -1.15 -0.20 -1.57 0.162473 0.281992 -6.05
256659_at unknown protein similar to putative --- AT3G12020 -1.14 -0.19 -1.57 0.162488 0.281992 -6.05
266483_at unknown protein  ;supported by full-CRR6 AT2G47910 1.16 0.21 1.57 0.162495 0.281992 -6.05
264504_at  unknown protein similar to ATP-citrACLA-3 AT1G09430 1.13 0.17 1.57 0.162549 0.282047 -6.05
264719_at  receptor-like kinase, putative simila--- AT1G70110 -1.20 -0.26 -1.57 0.162551 0.282047 -6.05
254070_at hypothetical protein --- AT4G25430 -1.20 -0.26 -1.57 0.162625 0.28209 -6.05
262799_at hypothetical protein predicted by ge--- AT1G20970 -1.22 -0.29 -1.57 0.162625 0.28209 -6.05
252544_at  respiratory burst oxidase - like prot --- AT3G45810 -1.16 -0.21 -1.57 0.162628 0.28209 -6.05
247805_at ATGP1-like protein ATYKT62 AT5G58180 -1.21 -0.28 -1.57 0.162632 0.28209 -6.05
256501_at hypothetical protein predicted by ge--- AT1G36756 -1.13 -0.17 -1.57 0.162638 0.28209 -6.05
259216_at hypothetical protein ; supported by c--- AT3G09000 1.30 0.38 1.57 0.162664 0.282114 -6.05
263858_at hypothetical protein predicted by ge--- AT2G04370 -1.12 -0.16 -1.57 0.162686 0.28213 -6.05
267621_at unknown protein --- --- 1.16 0.22 1.57 0.162742 0.282206 -6.05
259511_at unknown protein contains similarity ATCCS AT1G12520 1.47 0.56 1.57 0.162794 0.282275 -6.05
250974_at  meiosis specific - like protein Spo1 RHL2 AT5G02820 1.31 0.39 1.57 0.162812 0.282285 -6.05
258598_at hypothetical protein predicted by ge--- AT3G04410 -1.18 -0.24 -1.57 0.162854 0.282337 -6.05
247994_at RNA-binding protein-like --- AT5G56140 -1.16 -0.21 -1.57 0.162875 0.282351 -6.05



256990_at hypothetical protein predicted by ge--- AT3G28590 -1.19 -0.26 -1.57 0.162902 0.282377 -6.05
252725_at  putative protein mudrA transposase--- --- -1.12 -0.17 -1.57 0.16295 0.282438 -6.05
264808_at unknown protein similar to EST gb|HPRA1.E AT1G08770 -1.13 -0.17 -1.57 0.163003 0.282509 -6.05
247115_at kinesin-like calmodulin-binding proteZWI AT5G65930 -1.17 -0.22 -1.57 0.16307 0.282599 -6.06
261445_at unknown protein ; supported by cDNNSL1 AT1G28380 -1.35 -0.43 -1.57 0.16308 0.282599 -6.06
257063_s_aunknown protein  ;supported by full---- AT3G18240 / 1.11 0.15 1.57 0.1631 0.282609 -6.06
260394_at putative transcription factor similar tMYB122 AT1G74080 1.87 0.90 1.57 0.16311 0.282609 -6.06
245498_at hypothetical protein --- AT4G16470 1.11 0.16 1.57 0.163217 0.282771 -6.06
265628_at hypothetical protein predicted by ge--- AT2G27290 -1.24 -0.31 -1.56 0.163305 0.282903 -6.06
260710_at  protein phosphatase 2C, putative s --- AT1G17545 -1.11 -0.15 -1.56 0.163329 0.282923 -6.06
257455_s_ahypothetical protein --- AT1G27870 / -1.11 -0.15 -1.56 0.163354 0.282945 -6.06
263701_at putative protein kinase C inhibitor (Z--- AT1G31160 -1.11 -0.15 -1.56 0.163495 0.283168 -6.06
265395_at putative LRR receptor protein kinas SRF1 AT2G20850 1.19 0.25 1.56 0.163518 0.283186 -6.06
259893_at putative disease resistance protein AtRLP11 AT1G71390 -1.15 -0.20 -1.56 0.163611 0.283326 -6.06
245814_at  mitotic checkpoint protein, putative --- AT1G49910 -1.16 -0.22 -1.56 0.163657 0.283383 -6.06
246067_at  membrane transporter - like protein--- AT5G19410 -1.11 -0.16 -1.56 0.163686 0.283413 -6.06
251695_at putative protein hypothetical protein--- AT3G56590 -1.23 -0.30 -1.56 0.163777 0.283549 -6.06
AFFX-r2-Bs-B. subtilis /GEN=lys /DB_XREF=gb --- --- 1.25 0.32 1.56 0.163803 0.283563 -6.06
252594_at  putative transporter protein peptide--- AT3G45680 -1.24 -0.31 -1.56 0.163815 0.283563 -6.06
262583_at putative phosphatidylserine synthas--- AT1G15110 1.18 0.24 1.56 0.163823 0.283563 -6.06
260594_at hypothetical protein predicted by ge--- AT1G55880 1.10 0.14 1.56 0.163947 0.283753 -6.06
266737_at putative alcohol dehydrogenase  ; s --- AT2G47140 -1.15 -0.20 -1.56 0.163957 0.283753 -6.06
266759_at unknown protein predicted by genef--- AT2G46915 -1.13 -0.18 -1.56 0.163986 0.283782 -6.06
253481_at  aspartate aminotransferase  ;suppoASP5 AT4G31990 1.14 0.18 1.56 0.164023 0.283812 -6.06
251462_at  mitogen-activated protein kinase-likATMPK10 AT3G59790 -1.16 -0.22 -1.56 0.164029 0.283812 -6.06
255163_at putative polyprotein --- --- 1.12 0.17 1.56 0.164067 0.283856 -6.06
266787_at putative receptor-like protein kinase--- AT2G28990 -1.11 -0.15 -1.56 0.164146 0.283972 -6.06
263960_at putative kinesin-related cytokinesis --- AT2G36200 -1.14 -0.18 -1.56 0.164198 0.28404 -6.06
264090_at  cytochrome P-450, putative similar CYP79C1 AT1G79370 -1.13 -0.18 -1.56 0.164247 0.284103 -6.06
267189_at putative methionine aminopeptidaseMAP2A AT2G44180 1.32 0.40 1.56 0.164436 0.284409 -6.06
265523_at putative Ty3-gypsy-like retroelemen--- --- -1.11 -0.15 -1.56 0.164476 0.284453 -6.06
248030_at transcription regulator Sir2-like proteSRT1 AT5G55760 1.19 0.25 1.56 0.164486 0.284453 -6.06
250020_at putative protein contains similarity to--- AT5G18180 -1.16 -0.21 -1.56 0.164591 0.284574 -6.06
260637_at  ACC oxidase, putative similar to ACACO2 AT1G62380 1.46 0.55 1.56 0.164592 0.284574 -6.06
255285_at  putative protein A. thaliana hypothe--- AT4G04630 -1.48 -0.57 -1.56 0.164594 0.284574 -6.06



253400_at  putative protein unknown protein T --- AT4G32860 -1.12 -0.16 -1.56 0.164647 0.284645 -6.06
258745_at unknown protein ; supported by full---- AT3G05920 -1.14 -0.19 -1.56 0.164829 0.284937 -6.07
245689_at phosphoglycerate mutase - like prot--- AT5G04120 -1.14 -0.19 -1.56 0.164897 0.285034 -6.07
248675_at putative protein similar to unknown ICK6 AT5G48820 -1.23 -0.30 -1.56 0.164928 0.285047 -6.07
252658_at hypothetical protein --- AT3G44800 -1.17 -0.23 -1.56 0.16493 0.285047 -6.07
262217_at hypothetical protein predicted by ge--- AT1G74770 -1.10 -0.14 -1.56 0.164964 0.285079 -6.07
249754_at flavanone 3-hydroxylase-like proteinDMR6 AT5G24530 -1.82 -0.86 -1.56 0.164974 0.285079 -6.07
256586_at hypothetical protein --- AT3G28770 -1.11 -0.15 -1.56 0.164996 0.285097 -6.07
250796_at putative protein similar to unknown --- AT5G05300 1.78 0.83 1.56 0.165024 0.285122 -6.07
262028_at  DNA binding protein, putative simila--- AT1G35560 1.12 0.17 1.56 0.165097 0.285228 -6.07
261146_at hypothetical protein predicted by ge--- AT1G19620 -1.18 -0.24 -1.56 0.165146 0.285291 -6.07
263270_at putative replication protein A1 --- --- -1.12 -0.16 -1.56 0.165182 0.285331 -6.07
263974_at hypothetical protein predicted by gra--- AT2G42720 -1.13 -0.18 -1.56 0.16521 0.285358 -6.07
262007_at hypothetical protein predicted by ge--- AT1G64580 -1.13 -0.18 -1.56 0.16534 0.285561 -6.07
262833_at  cyclin, putative contains Pfam profi SDS AT1G14750 -1.11 -0.15 -1.56 0.165428 0.285691 -6.07
246224_at putative MADS-box protein ;support--- AT4G36590 -1.18 -0.24 -1.56 0.165542 0.285867 -6.07
247128_at atfp6-like protein --- AT5G66110 -1.19 -0.25 -1.55 0.165621 0.285962 -6.07
255233_at  putative protein ADRENODOXIN PMFDX1 AT4G05450 1.14 0.19 1.55 0.165622 0.285962 -6.07
262337_at hypothetical protein similar to hypot --- AT1G64260 -1.16 -0.21 -1.55 0.165699 0.286073 -6.07
255997_s_a photosystem II type I  chlorophyll a CAB3 AT1G29910 / -1.20 -0.27 -1.55 0.165741 0.286124 -6.07
263672_at putative retroelement pol polyprotei --- --- -1.11 -0.15 -1.55 0.165785 0.286178 -6.07
267536_at phospholipase D  ; supported by cDPLDBETA1AT2G42010 -1.15 -0.20 -1.55 0.16586 0.286287 -6.07
258473_s_aputative stearoyl-acyl carrier protein--- AT3G02610 / 1.22 0.28 1.55 0.165933 0.286364 -6.07
267563_at putative protein kinase contains a p --- AT2G30730 -1.13 -0.17 -1.55 0.165936 0.286364 -6.07
265893_at putative disease resistance protein --- AT2G15040 / 1.39 0.47 1.55 0.165943 0.286364 -6.07
260980_at hypothetical protein predicted by ge--- AT1G53600 -1.19 -0.25 -1.55 0.165977 0.286402 -6.07
253718_at  serine/threonine-specific receptor p--- AT4G29450 -1.15 -0.20 -1.55 0.166003 0.286423 -6.07
263307_at hypothetical protein similar to myos --- --- 1.14 0.19 1.55 0.166039 0.286464 -6.07
262477_at hypothetical protein contains similar--- AT1G11220 -1.20 -0.27 -1.55 0.166076 0.286492 -6.07
250120_at putative protein similar to unknown RIC4 AT5G16490 -1.22 -0.28 -1.55 0.166082 0.286492 -6.07
245848_at putative protein predicted proteins - FY AT5G13480 1.13 0.17 1.55 0.166093 0.286492 -6.07
264437_at unknown protein EST gb|N65787 co--- AT1G27510 1.14 0.19 1.55 0.166175 0.286613 -6.07
247656_at  actin depolymerizing factor 4 - like ADF4 AT5G59890 -1.17 -0.22 -1.55 0.166234 0.286692 -6.07
259231_at protein phosphatase 2C (PP2C) idePP2CA AT3G11410 1.26 0.33 1.55 0.166377 0.286909 -6.07
260111_at hypothetical protein similar to unkno--- AT1G63320 1.10 0.14 1.55 0.166385 0.286909 -6.07



247980_at putative protein similar to unknown GNC AT5G56860 -1.41 -0.50 -1.55 0.166482 0.287056 -6.07
249031_at putative protein contains similarity to--- AT5G44900 -1.15 -0.20 -1.55 0.166535 0.287123 -6.07
253536_at RSZp22 splicing factor ;supported bSRZ-22 AT4G31580 1.10 0.14 1.55 0.166546 0.287123 -6.07
254874_at  putative protein beta-phosphogluco--- AT4G11570 -1.18 -0.23 -1.55 0.16656 0.287124 -6.07
251511_at putative protein several hypothetica --- AT3G59180 -1.12 -0.16 -1.55 0.166588 0.287151 -6.07
254237_at  cysteine proteinase contains simila --- AT4G23520 -1.11 -0.15 -1.55 0.166686 0.287279 -6.08
257727_at unknown protein --- AT3G18380 -1.13 -0.17 -1.55 0.166687 0.287279 -6.08
251835_at  lipase -like protein monoglyceride l --- AT3G55180 -1.12 -0.16 -1.55 0.166774 0.287406 -6.08
249409_at  putative protein KED, Nicotiana tab--- AT5G40340 -1.46 -0.54 -1.55 0.166789 0.287411 -6.08
267228_at putative polygalacturonase --- AT2G43890 -1.11 -0.15 -1.55 0.166865 0.287514 -6.08
257895_at  dihydrolipoamide dehydrogenase, LPD1 AT3G16950 1.28 0.36 1.55 0.166877 0.287514 -6.08
267297_at putative RING zinc finger protein  ;s--- AT2G23780 -1.14 -0.19 -1.55 0.166887 0.287514 -6.08
251344_at putative protein beige-like protein (C--- AT3G60920 -1.13 -0.18 -1.55 0.166924 0.287556 -6.08
254509_at  terpene cyclase like protein 5-epi-a--- AT4G20200 -1.12 -0.16 -1.55 0.166977 0.287627 -6.08
265367_at hypothetical protein predicted by ge--- --- 1.10 0.14 1.55 0.167017 0.287661 -6.08
252471_at phosphoprotein phosphatase  ;suppTOPP5 AT3G46820 -1.14 -0.19 -1.55 0.167022 0.287661 -6.08
257414_at hypothetical protein similar to hypot --- AT1G62110 -1.13 -0.17 -1.55 0.167165 0.287885 -6.08
257478_at hypothetical protein similar to putati WAKL2 AT1G16130 -1.33 -0.41 -1.55 0.167319 0.28809 -6.08
262218_at hypothetical protein contains similar--- AT1G74770 -1.20 -0.27 -1.55 0.167328 0.28809 -6.08
257673_at  unknown protein similar to GB:BAA--- AT3G20370 -1.17 -0.22 -1.55 0.167356 0.28809 -6.08
253504_at hypothetical protein --- AT4G31960 -1.09 -0.13 -1.55 0.16736 0.28809 -6.08
252419_at putative protein --- AT3G47510 -1.32 -0.40 -1.55 0.16736 0.28809 -6.08
264234_at hypothetical protein contains similar--- AT1G54720 -1.11 -0.15 -1.55 0.16736 0.28809 -6.08
266487_at hypothetical protein predicted by ge--- AT2G47660 -1.10 -0.14 -1.55 0.167439 0.288193 -6.08
246298_at putative protein sequence in GenBaETO1 AT3G51770 -1.12 -0.16 -1.55 0.167456 0.288193 -6.08
264030_at putative steroid sulfotransferase --- AT2G03770 1.16 0.22 1.55 0.167457 0.288193 -6.08
250581_at  copine-like protein copine VII prote BON2 AT5G07300 1.12 0.17 1.55 0.167519 0.288277 -6.08
246671_at putative protein --- --- -1.11 -0.15 -1.55 0.167559 0.288307 -6.08
261282_at hypothetical protein predicted by geAPUM10 AT1G35750 1.18 0.23 1.55 0.167562 0.288307 -6.08
245489_at FCA gamma protein FCA AT4G16280 1.13 0.17 1.55 0.167627 0.288397 -6.08
266153_at hypothetical protein --- --- -1.11 -0.15 -1.55 0.167778 0.288635 -6.08
AFFX-r2-Ec-E. coli /GEN=bioC /DB_XREF=gb:J --- --- -1.32 -0.40 -1.55 0.167909 0.288838 -6.08
266469_at myb-related protein MYB14 AT2G31180 1.13 0.18 1.55 0.167936 0.288864 -6.08
253041_at phosphoenolpyruvate carboxykinas PCK1 AT4G37870 1.27 0.35 1.55 0.167959 0.28888 -6.08
263370_at hypothetical protein predicted by ge--- AT2G20500 -1.28 -0.35 -1.54 0.167971 0.28888 -6.08



260762_at  I-box binding factor, putative simila --- AT1G49015 -1.13 -0.17 -1.54 0.167987 0.288886 -6.08
254307_at  putative protein various predicted p--- AT4G22400 -1.22 -0.29 -1.54 0.168081 0.289026 -6.08
260558_at putative endochitinase --- AT2G43600 -1.17 -0.23 -1.54 0.168142 0.289108 -6.08
250419_at  RPP1 disease resistance protein - --- AT5G11250 1.19 0.25 1.54 0.168229 0.289215 -6.08
267467_at putative C3HC4 zinc finger protein  DRIP2 AT2G30580 -1.14 -0.19 -1.54 0.168229 0.289215 -6.08
257437_s_ahypothetical protein predicted by ge--- AT2G16290 / 1.12 0.17 1.54 0.16829 0.289298 -6.08
264753_at  receptor kinase, putative similar to --- AT1G61490 1.10 0.14 1.54 0.168307 0.289306 -6.08
246422_at  ADP-ribosylation factor -like proteinATARFB1BAT5G17060 -1.30 -0.38 -1.54 0.168387 0.289409 -6.08
251501_at putative protein several hypothetica --- AT3G59120 -1.13 -0.17 -1.54 0.168392 0.289409 -6.08
267453_at putative homeodomain transcriptionHB-3 AT2G33880 -1.19 -0.25 -1.54 0.168415 0.289426 -6.08
262528_at H+-transporting ATPase AHA10 IdeAHA10 AT1G17260 -1.17 -0.22 -1.54 0.168428 0.289426 -6.08
246712_at  putative protein various predicted p--- --- -1.10 -0.14 -1.54 0.168458 0.289455 -6.09
261048_at  flavonol 3-o-glucosyltransferase, puUGT72B3 AT1G01420 -1.15 -0.20 -1.54 0.168708 0.289863 -6.09
262847_at unknown protein similar to myosin hATMAP70-4AT1G14840 -1.29 -0.37 -1.54 0.168724 0.28987 -6.09
258469_at unknown protein contains Pfam pro PRXIIF AT3G06050 -1.12 -0.16 -1.54 0.168834 0.290037 -6.09
260184_s_a putative protein predicted proteins, --- --- -1.10 -0.14 -1.54 0.168874 0.290083 -6.09
266356_at putative uclacyanin I identical to GPUCC1 AT2G32300 -1.11 -0.14 -1.54 0.168924 0.290146 -6.09
247824_at  putative protein Na+/H+-exchanginCHX25 AT5G58460 -1.15 -0.20 -1.54 0.168959 0.290173 -6.09
245902_at  putative protein Scythe protein, Xe --- AT5G11080 -1.20 -0.26 -1.54 0.16897 0.290173 -6.09
259094_at putative cysteine synthase similar toCYSD1 AT3G04940 1.20 0.27 1.54 0.168977 0.290173 -6.09
267385_at unknown protein highly similar to G --- AT2G44380 1.24 0.31 1.54 0.169031 0.290244 -6.09
260434_at hypothetical protein predicted by ge--- AT1G68330 -1.22 -0.29 -1.54 0.169077 0.290301 -6.09
261423_at  homeodomain transcription factor, AGL65 AT1G18750 1.17 0.22 1.54 0.169145 0.290396 -6.09
255740_at  wall-associated kinase, putative sim--- AT1G25390 1.38 0.46 1.54 0.169183 0.29044 -6.09
249740_at unknown protein --- AT5G24500 -1.20 -0.26 -1.54 0.169204 0.290453 -6.09
255768_at Expressed protein ; supported by fu--- AT1G16705 -1.12 -0.17 -1.54 0.169232 0.290479 -6.09
259429_at  cytochrome P450, putative similar tCYP86A4 AT1G01600 -1.61 -0.69 -1.54 0.169259 0.290503 -6.09
251981_at  putative protein BETA-GALACTOS--- AT3G53080 -1.13 -0.17 -1.54 0.169344 0.290595 -6.09
263247_at unknown protein --- AT2G31440 -1.11 -0.15 -1.54 0.169352 0.290595 -6.09
245284_at phytoene dehydrogenase precursorPDS3 AT4G14210 -1.20 -0.26 -1.54 0.169353 0.290595 -6.09
264782_at putative transcription factor similar tMYB60 AT1G08810 1.17 0.23 1.54 0.169363 0.290595 -6.09
264333_at hypothetical protein similar to putati AtTLP4 AT1G61940 -1.12 -0.16 -1.54 0.169379 0.2906 -6.09
263445_at unknown protein --- AT2G31590 -1.11 -0.16 -1.54 0.169432 0.290669 -6.09
256040_at hypothetical protein similar to putati --- AT1G07270 -1.12 -0.16 -1.54 0.169463 0.290701 -6.09
265153_at  unusual floral organ (UFO), AtFBX UFO AT1G30950 -1.14 -0.19 -1.54 0.169567 0.290857 -6.09



266872_at unknown protein --- AT2G44730 -1.15 -0.20 -1.54 0.169636 0.290953 -6.09
262727_at  thaumatin, putative contains Pfam --- AT1G75800 -1.12 -0.16 -1.54 0.169672 0.290995 -6.09
254912_at  respiratory burst oxidase homolog --- AT4G11230 -1.13 -0.17 -1.54 0.169697 0.291015 -6.09
248139_at putative protein similar to unknown --- AT5G54970 2.29 1.20 1.54 0.169777 0.29113 -6.09
247513_at  quinone oxidoreductase - like prote--- AT5G61510 1.19 0.25 1.54 0.169843 0.291222 -6.09
246331_at  non-phototropic hypocotyl 3-like pro--- AT3G44820 -1.16 -0.21 -1.54 0.169864 0.291236 -6.09
259391_s_a delta 9 desaturase, putative similar --- AT1G06350 / -1.13 -0.18 -1.54 0.170102 0.291621 -6.09
262591_at hypothetical protein Similar to gb|X8CCMH AT1G15220 -1.12 -0.16 -1.54 0.170148 0.291678 -6.09
254600_at  4-coumarate-CoA ligase - like 4-co --- AT4G19010 1.24 0.31 1.54 0.170317 0.29194 -6.10
262233_at hypothetical protein contains similarCHR18 AT1G48310 1.12 0.16 1.54 0.170338 0.29194 -6.10
253114_at GTP-binding protein GB2  ;supporteATGB2 AT4G35860 -1.15 -0.20 -1.54 0.170339 0.29194 -6.10
249272_at geranylgeranyl transferase alpha su--- AT5G41820 -1.20 -0.26 -1.53 0.170421 0.292059 -6.10
249860_at prolylcarboxypeptidase-like protein --- AT5G22860 2.02 1.01 1.53 0.170521 0.292209 -6.10
249982_at  putative protein predicted proteins, --- AT5G18520 -1.13 -0.17 -1.53 0.170589 0.292303 -6.10
256886_at hypothetical protein contains Pfam p--- AT3G15130 1.10 0.13 1.53 0.170619 0.292323 -6.10
262878_at hypothetical protein predicted by geNDF2 AT1G64770 1.15 0.21 1.53 0.170633 0.292323 -6.10
248796_at VAMP (vesicle-associated membran--- AT5G47180 -1.22 -0.29 -1.53 0.170639 0.292323 -6.10
247755_at subtilisin-like serine protease contaiATSBT4.12AT5G59090 -1.11 -0.15 -1.53 0.170695 0.292397 -6.10
254979_at subtilisin-like serine protease contai--- AT4G10550 1.13 0.18 1.53 0.170729 0.292433 -6.10
253188_at  putative sugar transporter protein sTMT2 AT4G35300 1.14 0.19 1.53 0.17087 0.292652 -6.10
263056_at Mutator-like transposase similar to  --- --- -1.10 -0.14 -1.53 0.170903 0.292656 -6.10
266477_at CLE4 CLAVATA3/ESR-Related 4 (CCLE6 AT2G31085 -1.16 -0.21 -1.53 0.170919 0.292656 -6.10
258148_s_a DNA-directed RNA polymerase II sNRPD2B AT3G18090 / 1.23 0.30 1.53 0.170927 0.292656 -6.10
248810_at disease resistance protein-like ADR1-L3 AT5G47280 -1.11 -0.15 -1.53 0.170933 0.292656 -6.10
253169_at  putative protein various predicted p--- AT4G35120 -1.14 -0.19 -1.53 0.170936 0.292656 -6.10
256168_at  receptor protein kinase, putative co--- AT1G51805 -1.33 -0.41 -1.53 0.170973 0.292697 -6.10
246964_at  putative protein crp1 protein - Zea m--- AT5G24830 -1.15 -0.21 -1.53 0.170996 0.292714 -6.10
255703_at putative chalcone synthase similar t--- AT4G00040 -1.22 -0.28 -1.53 0.171024 0.29274 -6.10
254466_at subtilisin-like serine protease contai--- AT4G20430 -1.18 -0.24 -1.53 0.171111 0.292855 -6.10
258960_at  hypothetical protein similar to myb- --- AT3G10590 -1.12 -0.17 -1.53 0.171117 0.292855 -6.10
247443_at  putative protein predicted proteins, --- AT5G62720 1.21 0.27 1.53 0.171133 0.292861 -6.10
248451_at putative protein similar to unknown --- AT5G51180 -1.10 -0.14 -1.53 0.171176 0.292895 -6.10
252792_at hypothetical protein --- --- -1.16 -0.21 -1.53 0.171179 0.292895 -6.10
253434_at potassium channel - protein AKT5 AT4G32500 -1.13 -0.17 -1.53 0.171276 0.293039 -6.10
247832_at  putative protein predicted proteins, EOL2 AT5G58550 -1.15 -0.20 -1.53 0.171325 0.293101 -6.10



257561_at hypothetical protein predicted by geAPUM25 AT3G24270 -1.14 -0.18 -1.53 0.171347 0.293118 -6.10
267441_at putative receptor-like protein kinase--- AT2G19210 -1.11 -0.15 -1.53 0.171373 0.29314 -6.10
256158_at hypothetical protein contains similarATPSK1 AT1G13590 -1.12 -0.17 -1.53 0.171522 0.293372 -6.10
263451_at putative triacylglycerol lipase --- AT2G31690 -1.10 -0.14 -1.53 0.171593 0.293448 -6.10
257762_at hypothetical protein XRCC4 AT3G23100 1.13 0.17 1.53 0.171597 0.293448 -6.10
261970_at  glutamate decarboxylase (gad), pu GAD2 AT1G65960 1.18 0.24 1.53 0.171605 0.293448 -6.10
252608_at  putative protein 2-phosphoglycerat --- AT3G45090 -1.15 -0.20 -1.53 0.171647 0.293499 -6.10
253124_at  putative protein unknown protein A ARO3 AT4G36030 -1.43 -0.51 -1.53 0.171693 0.293555 -6.10
248141_at unknown protein --- AT5G55010 1.12 0.17 1.53 0.171748 0.293628 -6.10
248793_at mutT domain protein-like  ;supporteatnudt8 AT5G47240 -1.33 -0.41 -1.53 0.171816 0.293721 -6.10
253262_at putative serine threonine protein kin--- AT4G34440 -1.12 -0.17 -1.53 0.171829 0.293721 -6.10
267100_at unknown protein --- AT2G41470 -1.12 -0.16 -1.53 0.171847 0.29373 -6.10
254704_at  putative protein predicted protein, AAPRR2 AT4G18020 1.14 0.19 1.53 0.171878 0.293762 -6.10
249644_at  putative serine-rich protein hypothe--- AT5G37010 -1.16 -0.21 -1.53 0.171929 0.293827 -6.10
264388_at hypothetical protein contains similar--- AT1G11970 -1.16 -0.21 -1.53 0.171968 0.293871 -6.10
251364_at  anthranilate phosphoribosyltransfer--- AT3G61300 -1.14 -0.18 -1.53 0.171984 0.293875 -6.10
259961_at  auxin-induced protein kinase, putatWAG1 AT1G53700 -1.14 -0.19 -1.53 0.172024 0.293923 -6.10
250980_at putative protein --- AT5G03130 -1.32 -0.40 -1.53 0.172115 0.294056 -6.10
247122_at  putative protein non-consensus ATATSAC1B AT5G66020 -1.18 -0.24 -1.53 0.172128 0.294056 -6.10
253051_at cyclin cyc1  ; supported by cDNA: gCYCB1;1 AT4G37490 -1.18 -0.24 -1.53 0.17222 0.294184 -6.11
245595_at hypothetical protein --- AT4G14170 1.11 0.16 1.53 0.172229 0.294184 -6.11
255812_at  potassium uptake transporter - like HKT1 AT4G10310 1.24 0.31 1.53 0.172258 0.294193 -6.11
253748_at  putative protein RNA-binding prote --- AT4G28990 -1.17 -0.22 -1.53 0.172267 0.294193 -6.11
255172_x_a putative transposon protein similar --- --- -1.17 -0.23 -1.53 0.172272 0.294193 -6.11
252247_at putative protein various predicted pr--- AT3G49740 1.12 0.16 1.53 0.172301 0.294203 -6.11
246104_at  DNA-binding protein - like DNA-binWRKY74 AT5G28650 1.11 0.15 1.53 0.172304 0.294203 -6.11
262619_at  3-hydroxyisobutyryl-coenzyme A hy--- AT1G06550 1.46 0.55 1.53 0.172342 0.294232 -6.11
248052_at putative protein contains similarity to--- AT5G55800 -1.13 -0.18 -1.53 0.172347 0.294232 -6.11
265494_at putative calmodulin-like protein --- AT2G15680 -1.18 -0.23 -1.53 0.172432 0.294355 -6.11
254686_at  putative protein putative oncogene --- AT4G13720 -1.15 -0.20 -1.53 0.17247 0.294398 -6.11
248279_at putative protein similar to unknown ATIM AT5G52910 -1.31 -0.39 -1.53 0.172491 0.294404 -6.11
257431_at unknown protein --- AT2G36360 -1.13 -0.18 -1.53 0.172499 0.294404 -6.11
250106_at putative protein strong similarity to u--- AT5G16640 1.12 0.16 1.53 0.172559 0.294469 -6.11
257244_at  receptor kinase, putative similar to --- AT3G24240 -1.26 -0.33 -1.53 0.172563 0.294469 -6.11
264089_at actin depolymerizing factor 6  ;suppADF6 AT2G31200 1.19 0.25 1.53 0.172615 0.294535 -6.11



257380_at hypothetical protein predicted by ge--- AT2G28090 -1.15 -0.20 -1.53 0.172639 0.294545 -6.11
247483_at aldose reductase-like protein --- AT5G62420 -1.17 -0.22 -1.53 0.172647 0.294545 -6.11
266006_at putative ABC transporter --- AT2G37360 -1.17 -0.23 -1.53 0.172665 0.294547 -6.11
248664_at peptidyl-prolyl cis-trans isomerase-l FKBP15-2 AT5G48580 1.20 0.26 1.53 0.172674 0.294547 -6.11
263265_at hypothetical protein predicted by ge--- AT2G38820 1.22 0.29 1.53 0.172742 0.294624 -6.11
265292_s_ahypothetical protein predicted by ge--- --- -1.10 -0.14 -1.53 0.172744 0.294624 -6.11
255867_at hypothetical protein predicted by ge--- AT2G30370 -1.12 -0.16 -1.53 0.172774 0.294652 -6.11
246430_at  calmodulin-like protein calmodulin- --- AT5G17470 -1.12 -0.16 -1.52 0.172836 0.294736 -6.11
257472_at hypothetical protein predicted by ge--- AT1G56040 -1.11 -0.15 -1.52 0.17286 0.294756 -6.11
261998_at  putative gag-pol polyprotein similar --- --- -1.13 -0.18 -1.52 0.172921 0.294838 -6.11
254947_at  putative retrotransposon polyprotei --- --- -1.21 -0.27 -1.52 0.172951 0.294867 -6.11
248202_at unknown protein --- AT5G54220 -1.19 -0.25 -1.52 0.173022 0.294965 -6.11
250694_at putative protein contains similarity toHAT14 AT5G06710 1.17 0.23 1.52 0.173065 0.294999 -6.11
254171_at  PsRT17-1 like protein PsRT17-1, P--- AT4G24530 -1.11 -0.15 -1.52 0.173068 0.294999 -6.11
251040_at  ribonuclease II-like protein ribonuclEMB2730 AT5G02250 1.22 0.29 1.52 0.173161 0.295135 -6.11
245174_at putative kinesin heavy chain --- AT2G47500 -1.25 -0.33 -1.52 0.173231 0.2952 -6.11
260462_at  ZIP4, a putative zinc transporter peZIP4 AT1G10970 1.25 0.32 1.52 0.173233 0.2952 -6.11
263791_at putative plasma membrane proton AAHA5 AT2G24520 1.22 0.28 1.52 0.173238 0.2952 -6.11
256443_at hypothetical protein similar to hypot --- AT3G10960 -1.26 -0.33 -1.52 0.17329 0.295267 -6.11
253491_at  RNA lariat debranching enzyme - li --- AT4G31770 -1.24 -0.31 -1.52 0.17341 0.295449 -6.11
252779_at putative protein --- AT3G42990 -1.12 -0.17 -1.52 0.17346 0.295513 -6.11
246509_at valine--tRNA ligase-like protein seveEMB2247 AT5G16715 1.22 0.29 1.52 0.17349 0.295528 -6.11
259713_at  unknown protein similar to phospha--- AT1G77610 1.19 0.25 1.52 0.173495 0.295528 -6.11
255612_at hypothetical protein --- AT4G01240 -1.17 -0.23 -1.52 0.173512 0.295536 -6.11
249570_at hypothetical protein --- AT5G38080 -1.15 -0.20 -1.52 0.173603 0.295668 -6.11
245363_at hypothetical protein ;supported by fu--- AT4G15120 1.50 0.58 1.52 0.173616 0.295668 -6.11
267255_at putative Ca2+-ATPase --- AT2G22950 -1.17 -0.23 -1.52 0.173635 0.295679 -6.11
255588_at hypothetical protein --- AT4G01570 1.20 0.26 1.52 0.173664 0.295704 -6.11
263902_at phosphoribosylformimino-5-aminoimAPG10 AT2G36230 -1.12 -0.17 -1.52 0.173676 0.295704 -6.11
258631_at putative polygalacturonase similar t QRT2 AT3G07970 1.47 0.55 1.52 0.173739 0.295789 -6.11
245167_s_aputative synaptobrevin  ;supported ATVAMP72AT2G33110 / 1.11 0.15 1.52 0.173806 0.295873 -6.11
253084_at  putative protein lateral root primordSTY2 AT4G36260 -1.20 -0.27 -1.52 0.173814 0.295873 -6.11
264482_at  sugar carrier protein, putative simila--- AT1G77210 1.35 0.43 1.52 0.173853 0.295917 -6.11
256596_at hypothetical protein predicted by ge--- AT3G28540 1.26 0.33 1.52 0.173919 0.296008 -6.11
267627_at putative ATP-dependent RNA helica--- AT2G42270 1.26 0.33 1.52 0.173975 0.29608 -6.11



260457_at unknown protein --- AT1G72480 -1.13 -0.18 -1.52 0.173989 0.296082 -6.11
257533_at putative alpha/beta hydrolase conta--- AT3G10840 -1.24 -0.31 -1.52 0.174097 0.296244 -6.12
262772_at puative calcium-transporting ATPasACA.l AT1G13210 1.28 0.36 1.52 0.174111 0.296246 -6.12
247205_at unknown protein  ;supported by full-PROPEP2 AT5G64890 1.81 0.86 1.52 0.174128 0.296253 -6.12
252871_at  proliferating-cell nucleolar antigen ---- AT4G40000 -1.12 -0.17 -1.52 0.174291 0.296507 -6.12
254982_at putative protein  ; supported by cDN--- AT4G10470 1.16 0.21 1.52 0.174375 0.296629 -6.12
263777_at putative cyclic nucleotide-regulated ATCNGC12AT2G46450 1.62 0.69 1.52 0.174408 0.296648 -6.12
256746_at  alpha-glucan phosphorylase, putat --- AT3G29320 -1.20 -0.26 -1.52 0.174412 0.296648 -6.12
247021_at putative protein similar to unknown --- AT5G67040 -1.14 -0.18 -1.52 0.174518 0.296805 -6.12
250848_at 3-phosphoinositide-dependent protePDK1 AT5G04510 -1.14 -0.19 -1.52 0.174546 0.296832 -6.12
258212_at unknown protein contains Pfam pro --- AT3G17920 -1.10 -0.13 -1.52 0.174604 0.296907 -6.12
252802_at putative protein --- --- 1.09 0.13 1.52 0.174641 0.29694 -6.12
263508_s_ahypothetical protein --- --- -1.17 -0.23 -1.52 0.174649 0.29694 -6.12
251091_at pyridoxine biosynthesis protein - likeRSR4 AT5G01410 1.33 0.41 1.52 0.174677 0.296966 -6.12
257708_at hypothetical protein predicted by ge--- AT3G13330 -1.13 -0.17 -1.52 0.174758 0.297081 -6.12
254826_at  putative protein predicted protein, A--- AT4G12640 1.16 0.21 1.52 0.174785 0.297105 -6.12
256172_at hypothetical protein --- AT1G51745 -1.11 -0.16 -1.52 0.174891 0.297262 -6.12
263206_at  unknown protein similar to ESTs gb--- AT1G10590 1.10 0.14 1.52 0.174925 0.297287 -6.12
265791_at putative transcription factor MEE65 AT2G01280 -1.15 -0.20 -1.52 0.174931 0.297287 -6.12
256547_at  receptor-like serine/threonine kinas--- AT3G14840 1.29 0.36 1.52 0.174976 0.297335 -6.12
261481_at  nucleoside triphosphatase, putative--- AT1G14260 -1.17 -0.23 -1.52 0.174986 0.297335 -6.12
254658_at  putative protein predicted gene M0 --- AT4G18230 -1.13 -0.17 -1.52 0.175014 0.297361 -6.12
252546_at  DNA-binding protein  - like DNA-bin--- AT3G45830 1.12 0.17 1.52 0.175136 0.297546 -6.12
260814_at  histidine decarboxylase, putative siemb1075 AT1G43710 1.12 0.16 1.52 0.175211 0.297652 -6.12
247020_at putative protein strong similarity to u--- AT5G67020 -1.18 -0.24 -1.51 0.175289 0.297762 -6.12
261812_at hypothetical protein contains similar--- AT1G08270 -1.10 -0.14 -1.51 0.175381 0.297896 -6.12
259952_at putative disease resistance protein AtRLP12 AT1G71400 1.25 0.33 1.51 0.175398 0.297902 -6.12
250855_at  putative protein predicted proteins, --- AT5G04730 -1.13 -0.17 -1.51 0.175459 0.297968 -6.12
265782_at putative two-component response r --- AT2G07440 -1.14 -0.18 -1.51 0.175463 0.297968 -6.12
258155_at  protein kinase C-receptor/G-proteinRACK1C_AAT3G18130 1.45 0.54 1.51 0.175565 0.29812 -6.12
267618_at putative cyclin  ; supported by cDNACYCB1;4 AT2G26760 -1.15 -0.20 -1.51 0.175683 0.298298 -6.12
253093_at  putative protein SPINDLY protein, SRFR1 AT4G37460 1.13 0.17 1.51 0.175714 0.298328 -6.12
245478_at galactokinase like protein ARA1 AT4G16130 1.32 0.40 1.51 0.175987 0.298768 -6.13
254004_at arginyl-tRNA synthetase emb1027 AT4G26300 1.10 0.13 1.51 0.176 0.298768 -6.13
259312_at putative RING-H2 zinc finger proteinATL6 AT3G05200 1.41 0.49 1.51 0.176068 0.298849 -6.13



257424_at hypothetical protein predicted by ge--- AT1G78840 -1.18 -0.24 -1.51 0.176073 0.298849 -6.13
249923_at  conglutin gamma - like protein cong--- AT5G19120 -1.26 -0.34 -1.51 0.176115 0.298889 -6.13
248395_at putative protein contains similarity toAtPP2-A14 AT5G52120 1.19 0.25 1.51 0.176123 0.298889 -6.13
246786_at  putative amino acid aminotransfera--- AT5G27410 1.15 0.20 1.51 0.176174 0.298954 -6.13
246085_at  putative protein predicted proteins, ATBRXL4 AT5G20540 -1.15 -0.21 -1.51 0.176193 0.298963 -6.13
254161_at hypothetical protein  ;supported by f--- AT4G24370 -1.13 -0.17 -1.51 0.176207 0.298965 -6.13
251763_at  MYB transcription factor - like proteMYB109 AT3G55730 -1.15 -0.20 -1.51 0.176228 0.298979 -6.13
266222_at hypothetical protein predicted by ge--- AT2G28780 -1.12 -0.16 -1.51 0.176242 0.298979 -6.13
245104_at hypothetical protein predicted by ge--- AT2G41600 1.12 0.16 1.51 0.17627 0.299005 -6.13
248722_at pyrophosphate-fructose-6-phosphatPFK2 AT5G47810 1.10 0.13 1.51 0.176326 0.299077 -6.13
255091_at putative protein various predicted pr--- --- -1.10 -0.14 -1.51 0.176379 0.299145 -6.13
257123_at hypothetical protein --- AT3G20030 -1.10 -0.14 -1.51 0.176493 0.299316 -6.13
266048_at putative thioredoxin H contains a th ATCXXS2 AT2G40790 -1.14 -0.19 -1.51 0.17655 0.299392 -6.13
254325_at  putative protein various predicted p--- AT4G22650 -1.19 -0.25 -1.51 0.176697 0.29961 -6.13
250967_at  putative protein In2, Zea mays, EM--- AT5G02790 1.18 0.24 1.51 0.176706 0.29961 -6.13
264417_at hypothetical protein contains similar--- --- -1.20 -0.27 -1.51 0.176739 0.299629 -6.13
266244_at unknown protein --- AT2G27740 -1.38 -0.47 -1.51 0.176743 0.299629 -6.13
255806_at  fructokinase - like protein fructokina--- AT4G10260 -1.09 -0.13 -1.51 0.176893 0.299861 -6.13
253395_at protein kinase AME3  ; supported b AME3 AT4G32660 -1.11 -0.15 -1.51 0.176913 0.299872 -6.13
266442_at hypothetical protein --- AT2G43260 1.10 0.14 1.51 0.176967 0.299942 -6.13
260320_at hypothetical protein similar to putati --- AT1G63930 -1.19 -0.25 -1.51 0.177004 0.299983 -6.13
264900_at putative auxin transport protein stro PIN7 AT1G23080 1.22 0.28 1.51 0.177112 0.300125 -6.13
253077_at hypothetical protein --- AT4G36170 1.10 0.14 1.51 0.177114 0.300125 -6.13
253487_at  ribosomal protein S6 - like ribosom RPS6 AT4G31700 1.37 0.45 1.51 0.177242 0.300319 -6.13
259906_at unknown protein --- AT1G74120 1.11 0.15 1.51 0.177265 0.300335 -6.13
253723_at extensin-like protein  ;supported by --- AT4G29240 -1.14 -0.19 -1.51 0.177311 0.30039 -6.13
247264_at putative protein contains similarity toXND1 AT5G64530 1.33 0.42 1.51 0.177414 0.300536 -6.13
254842_at putative protein other hypothetical p--- AT4G11950 -1.16 -0.21 -1.51 0.177432 0.300536 -6.13
267543_at 26S proteasome regulatory subunit --- AT2G32730 1.10 0.14 1.51 0.177438 0.300536 -6.13
259863_at hypothetical protein  ;supported by fELF4-L2 AT1G72630 -1.12 -0.16 -1.51 0.177449 0.300536 -6.13
265249_at putative C2H2-type zinc finger proteSGR5 AT2G01940 1.36 0.44 1.51 0.177466 0.300542 -6.13
250597_at NAM (no apical meristem)-like proteANAC080 AT5G07680 1.28 0.36 1.51 0.177561 0.30068 -6.13
266766_at hypothetical protein predicted by gePAP14 AT2G46880 -1.26 -0.33 -1.51 0.177697 0.300888 -6.13
264604_at hypothetical protein predicted by ge--- AT1G04650 1.18 0.23 1.51 0.17771 0.300888 -6.13
263397_s_aputative GDSL-motif lipase/hydrolas--- AT2G31540 / -1.09 -0.13 -1.51 0.177724 0.300889 -6.13



247263_at putative protein similar to unknown --- AT5G64470 1.18 0.24 1.50 0.177821 0.301031 -6.13
254883_at  putative protein histidine-rich glyco HAP2 AT4G11720 -1.16 -0.21 -1.50 0.177834 0.301031 -6.13
247054_at zinc finger protein --- AT5G66730 1.14 0.19 1.50 0.177864 0.30106 -6.13
262757_at putative Na/H antiporter similar to g ATCHX1 AT1G16380 -1.13 -0.18 -1.50 0.177903 0.301104 -6.13
262252_at  RING-H2 zinc finger protein ATL3, --- AT1G53820 -1.12 -0.16 -1.50 0.177926 0.301119 -6.14
265429_at hypothetical protein predicted by ge--- AT2G20710 1.16 0.21 1.50 0.178054 0.301314 -6.14
259913_at putative GTP-binding protein similar--- AT1G72660 1.10 0.14 1.50 0.178173 0.301493 -6.14
253150_at  putative protein predicted protein, A--- AT4G35660 -1.10 -0.13 -1.50 0.178239 0.301573 -6.14
252100_at  crooked neck-like protein crooked n--- AT3G51110 1.24 0.31 1.50 0.178247 0.301573 -6.14
260122_at  AIG1-like protein similar to AIG1 pr --- AT1G33900 -1.15 -0.20 -1.50 0.178303 0.301646 -6.14
249705_at serine/threonine protein kinase-like --- AT5G35580 1.20 0.27 1.50 0.178352 0.301696 -6.14
248562_at putative protein strong similarity to u--- AT5G49680 -1.32 -0.40 -1.50 0.178359 0.301696 -6.14
258778_s_ahypothetical protein predicted by ge--- AT3G11860 / 1.15 0.20 1.50 0.178435 0.301802 -6.14
246394_at  myrosinase binding protein, putativ --- AT1G58160 -1.11 -0.15 -1.50 0.178449 0.301804 -6.14
245890_at  ribosomal protein S15-like ribosom --- AT5G09490 -1.09 -0.13 -1.50 0.178485 0.301813 -6.14
261495_at hypothetical protein predicted by ge--- AT1G28410 1.13 0.18 1.50 0.17849 0.301813 -6.14
253675_at hypothetical protein --- AT4G29560 1.12 0.16 1.50 0.178494 0.301813 -6.14
262834_at hypothetical protein predicted by geMAP65-7 AT1G14690 1.13 0.17 1.50 0.178545 0.301847 -6.14
261960_at hypothetical protein similar to putati --- --- 1.10 0.13 1.50 0.17855 0.301847 -6.14
249153_s_aputative protein strong similarity to u--- AT5G43390 / -1.14 -0.19 -1.50 0.178554 0.301847 -6.14
257558_s_ahypothetical protein contains Pfam p--- AT3G22000 / -1.12 -0.16 -1.50 0.178624 0.301943 -6.14
267576_at putative Mutator-like transposase --- --- 1.16 0.22 1.50 0.178645 0.301956 -6.14
246677_at putative protein predicted proteins - --- --- -1.14 -0.19 -1.50 0.178664 0.301966 -6.14
245139_at putative AT-hook DNA-binding prote--- AT2G45430 -1.13 -0.18 -1.50 0.178755 0.302096 -6.14
261552_at  receptor protein kinase, putative co--- AT1G63430 1.14 0.19 1.50 0.178767 0.302096 -6.14
251038_at  putative protein unknown protein A --- AT5G02240 1.11 0.16 1.50 0.178823 0.302159 -6.14
250152_at  putative protein predicted proteins, --- AT5G15120 -1.11 -0.15 -1.50 0.178831 0.302159 -6.14
251263_at  putative protein DNAJ PROTEIN - --- AT3G62190 1.13 0.17 1.50 0.178845 0.30216 -6.14
265023_at unknown protein weak similarity to C--- AT1G24440 1.18 0.24 1.50 0.178861 0.302164 -6.14
251956_at RNA-binding protein cp29 protein  ; CP29 AT3G53460 1.13 0.17 1.50 0.178904 0.302207 -6.14
262466_at hypothetical protein similar to hypot NTMC2T5. AT1G50260 1.17 0.22 1.50 0.178913 0.302207 -6.14
264282_at hypothetical protein similar to hypot --- AT1G61840 -1.14 -0.18 -1.50 0.179094 0.30249 -6.14
261253_at unknown protein ;supported by full-l--- AT1G05840 1.19 0.25 1.50 0.179124 0.302519 -6.14
246454_at Expressed protein ; supported by fuDHAR3 AT5G16710 -1.13 -0.17 -1.50 0.179204 0.302632 -6.14
257882_at hypothetical protein predicted by ge--- AT3G16930 -1.14 -0.18 -1.50 0.179264 0.302711 -6.14



261989_at  disease resistance protein, putative--- AT1G33670 -1.14 -0.19 -1.50 0.179292 0.302711 -6.14
256601_s_a At14a-1 protein identical to At14a pAT14A AT3G28290 / -1.12 -0.16 -1.50 0.179302 0.302711 -6.14
254255_at  serine/threonine kinase - like protei--- AT4G23220 -1.39 -0.47 -1.50 0.179304 0.302711 -6.14
264589_at hypothetical protein --- AT2G17650 1.16 0.22 1.50 0.179337 0.302744 -6.14
256028_at  poly(A)-binding protein, putative simPAB1 AT1G34140 -1.17 -0.23 -1.50 0.179355 0.302753 -6.14
256888_at hypothetical protein predicted by ge--- AT3G15160 -1.12 -0.16 -1.50 0.179383 0.302776 -6.14
256667_at hypothetical protein predicted by ge--- AT3G32180 -1.10 -0.13 -1.50 0.179435 0.302827 -6.14
249148_at unknown protein  ; supported by cD--- AT5G43260 1.23 0.29 1.50 0.179439 0.302827 -6.14
256488_at hypothetical protein NFD4 AT1G31470 -1.12 -0.17 -1.50 0.179461 0.302841 -6.14
256684_at  geranylgeranyl pyrophosphate synt--- AT3G32040 -1.17 -0.23 -1.50 0.179494 0.302862 -6.14
257223_at  50S ribosomal protein L12-B identi RPL12-B AT3G27840 -1.15 -0.20 -1.50 0.1795 0.302862 -6.14
258275_at unknown protein  ;supported by full---- AT3G15760 1.23 0.30 1.50 0.179537 0.302902 -6.14
260550_at putative sterol dehydrogenase  ; su --- AT2G43420 1.19 0.25 1.50 0.179594 0.302972 -6.14
250100_at Expressed protein ; supported by cDGLN1;4 AT5G16570 1.39 0.47 1.50 0.179618 0.302972 -6.14
247319_at glutamate-tRNA ligase ; supported bERS AT5G64050 1.13 0.18 1.50 0.179628 0.302972 -6.14
258692_at unknown protein --- AT3G08640 -1.24 -0.31 -1.50 0.179631 0.302972 -6.14
261623_at hypothetical protein similar to reticu ATSEC1A AT1G01980 -1.13 -0.17 -1.50 0.179746 0.303143 -6.14
256159_at Expressed protein ; supported by fuJAZ8 AT1G30135 1.72 0.78 1.50 0.179829 0.303261 -6.14
263916_at hypothetical protein predicted by ge--- AT2G36440 -1.13 -0.18 -1.50 0.179917 0.303361 -6.15
257091_at  DNA polymerase, putative C-term sPOLGAMMAT3G20540 -1.18 -0.24 -1.50 0.179934 0.303361 -6.15
250230_at putative protein similar to unknown --- AT5G13900 -1.22 -0.29 -1.50 0.179939 0.303361 -6.15
250486_at  putative protein predicted proteins, --- AT5G09670 / -1.13 -0.18 -1.50 0.179942 0.303361 -6.15
265838_at putative spliceosome associated pro--- AT2G14550 -1.11 -0.15 -1.50 0.179955 0.303361 -6.15
251416_at  putative protein various predicted p--- AT3G60400 1.12 0.16 1.50 0.179972 0.303367 -6.15
251485_at  putative protein rad21 mitotic cohesSYN3 AT3G59550 -1.11 -0.15 -1.50 0.18002 0.303426 -6.15
255944_at putative protein --- --- -1.14 -0.19 -1.50 0.180161 0.30364 -6.15
266444_at putative extensin --- AT2G43150 -1.16 -0.21 -1.50 0.180227 0.303729 -6.15
256027_at putative protein --- AT1G34160 1.10 0.14 1.49 0.180285 0.303805 -6.15
253593_at  putative protein hypothetical protein--- AT4G30760 1.14 0.19 1.49 0.180339 0.303866 -6.15
257162_s_a ammonium transporter, putative simAMT1;3 AT3G24290 / -1.11 -0.15 -1.49 0.180348 0.303866 -6.15
255849_at hypothetical protein predicted by ge--- AT2G33320 -1.11 -0.16 -1.49 0.180369 0.303879 -6.15
258278_at  putative self-incompatibility protein --- AT3G26860 -1.12 -0.16 -1.49 0.180453 0.303998 -6.15
256918_s_ahypothetical protein similar to hypot --- AT3G18960 / -1.17 -0.23 -1.49 0.180516 0.304082 -6.15
262238_at hypothetical protein predicted by ge--- AT1G48300 1.22 0.28 1.49 0.180541 0.304101 -6.15
262282_at hypothetical protein predicted by ge--- AT1G68610 -1.15 -0.20 -1.49 0.180581 0.304146 -6.15



251458_at putative protein several retrotranspo--- --- -1.12 -0.16 -1.49 0.180629 0.304204 -6.15
266896_at putative ATP-dependent RNA helica--- AT2G45810 1.10 0.14 1.49 0.180685 0.304277 -6.15
254285_at  putative cdc2 kinase homolog cdc2--- AT4G22940 1.16 0.22 1.49 0.18072 0.304312 -6.15
245237_at putative protein similarity to ALR - HSLK1 AT4G25520 1.12 0.16 1.49 0.18074 0.304324 -6.15
252760_x_aputative protein several hypothetica --- --- -1.11 -0.15 -1.49 0.180773 0.304356 -6.15
246024_at  putative protein predicted protein - --- AT5G21130 -1.15 -0.20 -1.49 0.180802 0.304384 -6.15
257305_at hypothetical protein predicted by ge--- --- -1.15 -0.20 -1.49 0.18089 0.304509 -6.15
261604_at unknown protein contains similarity --- AT1G49590 1.14 0.19 1.49 0.180989 0.304649 -6.15
246116_at putative protein predicted proteins - --- AT5G20310 -1.14 -0.19 -1.49 0.181 0.304649 -6.15
256567_at  amino acid permease, putative con--- AT3G19553 -1.13 -0.18 -1.49 0.181038 0.304672 -6.15
256190_at  9-cis-epoxycarotenoid dioxygenaseNCED5 AT1G30100 -1.12 -0.17 -1.49 0.18104 0.304672 -6.15
251312_at MADS-box protein AGL13  ; supporAGL13 AT3G61120 -1.12 -0.16 -1.49 0.181059 0.30468 -6.15
249729_at 6-phosphogluconolactonase-like pro--- AT5G24410 -1.13 -0.18 -1.49 0.18108 0.30468 -6.15
260024_at  beta-1,3-glucanase precursor, puta--- AT1G30080 -1.10 -0.14 -1.49 0.181085 0.30468 -6.15
250713_at putative protein similar to unknown --- AT5G06130 1.14 0.19 1.49 0.181176 0.30481 -6.15
250282_at  putative protein predicted protein, A--- AT5G13260 -1.18 -0.24 -1.49 0.181232 0.304883 -6.15
251534_at  ATP-dependent RNA helicase-like --- AT3G58510 1.23 0.29 1.49 0.181252 0.304894 -6.15
251787_at  2-oxoglutarate dehydrogenase, E1 --- AT3G55410 -1.15 -0.20 -1.49 0.18127 0.304902 -6.15
253261_at  putative protein mRNA, partial cds,CHB3 AT4G34430 -1.14 -0.19 -1.49 0.181342 0.304997 -6.15
255250_at  MYB - like protein cM4 myb transcrAtMYB74 AT4G05100 -1.58 -0.66 -1.49 0.181356 0.304997 -6.15
259314_at putative glucose and ribitol dehydro --- AT3G05260 -1.21 -0.27 -1.49 0.181367 0.304997 -6.15
252251_at hypothetical protein --- AT3G49820 -1.11 -0.15 -1.49 0.181383 0.305 -6.15
255198_at  contains similarity to an Arabidopsi --- --- -1.11 -0.15 -1.49 0.181395 0.305 -6.15
253823_at putative protein  ;supported by full-le--- AT4G28030 1.10 0.14 1.49 0.181438 0.305044 -6.15
255406_at  hypothetical protein similar to hypo --- AT4G03450 1.39 0.48 1.49 0.181448 0.305044 -6.15
257958_at unknown protein similar to disease --- AT3G25510 -1.15 -0.20 -1.49 0.181586 0.305253 -6.15
247671_at  putative protein slow myosin heavy--- AT5G60210 -1.10 -0.14 -1.49 0.181766 0.305516 -6.15
250338_at putative protein  ; supported by cDN--- AT5G11760 1.11 0.15 1.49 0.181769 0.305516 -6.15
259414_at hypothetical protein contains Pfam p--- AT1G02420 1.15 0.21 1.49 0.181788 0.305524 -6.15
265072_at hypothetical protein predicted by geLAS AT1G55580 -1.17 -0.23 -1.49 0.18185 0.305606 -6.15
245984_at putative protein predicted proteins - --- AT5G13090 1.13 0.18 1.49 0.181989 0.305817 -6.16
259877_at unknown protein C-terminal portion SDG26 AT1G76710 -1.16 -0.21 -1.49 0.182012 0.305834 -6.16
257295_at  serine/threonine protein kinase, pu GPK1 AT3G17420 -1.23 -0.29 -1.49 0.182125 0.306002 -6.16
264902_at unknown protein Location of EST g --- AT1G23060 1.28 0.36 1.49 0.182157 0.306017 -6.16
253846_at  putative protein MSP1, Saccharom--- AT4G28000 -1.10 -0.14 -1.49 0.182161 0.306017 -6.16



260031_at putative nuclear matrix constituent pLINC3 AT1G68790 1.13 0.18 1.49 0.182261 0.306162 -6.16
257097_at hypothetical protein predicted by ge--- --- -1.11 -0.15 -1.49 0.18231 0.306221 -6.16
264865_at DNAJ-like heatshock protein similarARL1 AT1G24120 -1.11 -0.15 -1.49 0.182354 0.306273 -6.16
259337_at putative cationic amino acid transpoCAT4 AT3G03720 -1.12 -0.16 -1.49 0.182394 0.306317 -6.16
255717_at coded for by A. thaliana cDNA H766--- AT4G00350 -1.12 -0.16 -1.49 0.182473 0.306428 -6.16
263563_at putative retroelement pol polyprotei --- --- -1.12 -0.17 -1.49 0.182689 0.306767 -6.16
259155_at transcription initiation factor IIB (TFI--- AT3G10330 1.16 0.21 1.49 0.182714 0.306777 -6.16
248430_at putative protein similar to unknown --- AT5G51800 -1.13 -0.18 -1.49 0.182729 0.306777 -6.16
264917_at unknown protein contains Pfam pro --- AT1G60500 -1.10 -0.14 -1.49 0.182734 0.306777 -6.16
254104_at  putative protein predicted protein, A--- AT4G25040 -1.15 -0.20 -1.49 0.182807 0.306861 -6.16
245958_at  GNOM-like protein pattern-formatio--- AT5G19610 -1.12 -0.16 -1.48 0.182812 0.306861 -6.16
263767_at putative retroelement pol polyprotei --- --- -1.10 -0.14 -1.48 0.182861 0.306922 -6.16
255126_at  putative protein hypothetical protein--- AT4G08270 -1.10 -0.14 -1.48 0.182893 0.306952 -6.16
260355_at transcription factor CRC identical toCRC AT1G69180 1.17 0.23 1.48 0.182926 0.306986 -6.16
257834_at  alpha-mannosidase, putative simila--- AT3G26720 1.10 0.14 1.48 0.182954 0.30701 -6.16
265765_at hypothetical protein predicted by ge--- AT2G48060 1.14 0.18 1.48 0.183039 0.307129 -6.16
255773_at  flavonol 4'-sulfotransferase, putativ SOT17 AT1G18590 1.42 0.51 1.48 0.183072 0.307163 -6.16
253246_at putative protein --- AT4G34600 1.15 0.20 1.48 0.18311 0.307203 -6.16
258626_at  transfactor, putative similar to trans--- AT3G04450 1.14 0.19 1.48 0.183159 0.307263 -6.16
265522_at putative TPR repeat nuclear phosphELF8 AT2G06210 1.14 0.19 1.48 0.183215 0.307334 -6.16
266875_at putative flavonol synthase --- AT2G44800 -1.15 -0.20 -1.48 0.183271 0.307405 -6.16
253791_at early auxin-inducible protein 11 (IAAIAA11 AT4G28640 1.16 0.22 1.48 0.183343 0.307504 -6.16
264880_at hypothetical protein contains similar--- AT1G61210 -1.15 -0.20 -1.48 0.183358 0.307506 -6.16
250001_at  tub family-like protein tubby-like proAtTLP11 AT5G18680 -1.21 -0.27 -1.48 0.183397 0.307549 -6.16
251397_at  putative protein cim1 protein, Glyci ATEXPB5 AT3G60570 -1.17 -0.23 -1.48 0.183453 0.30762 -6.16
251560_at  squamosa promoter-binding proteinSPL15 AT3G57920 -1.17 -0.23 -1.48 0.183592 0.307809 -6.16
263315_at Expressed protein ; supported by fu--- AT2G05755 -1.11 -0.15 -1.48 0.183593 0.307809 -6.16
254193_at  putative protein predicted proteins, --- AT4G23870 1.42 0.51 1.48 0.183625 0.30782 -6.16
258077_at unknown protein  ;supported by full---- AT3G26110 -1.15 -0.20 -1.48 0.183626 0.30782 -6.16
247650_at putative protein  ;supported by full-le--- AT5G59960 1.22 0.29 1.48 0.183771 0.308041 -6.16
253649_at  putative protein predicted protein, A--- AT4G29790 1.25 0.32 1.48 0.18389 0.308217 -6.17
257593_at  phosphatidylinositol transfer protein--- AT3G24840 -1.11 -0.15 -1.48 0.183911 0.308229 -6.17
259319_at  Snf1-related protein kinase KIN10 (AKIN10 AT3G01090 1.10 0.14 1.48 0.184005 0.308364 -6.17
252865_at Expressed protein ; supported by fu--- AT4G39753 -1.18 -0.24 -1.48 0.184031 0.308386 -6.17
246972_s_a cytochrome P-450-like protein cyto CYP71A14 AT5G24950 / 1.29 0.37 1.48 0.18405 0.308395 -6.17



251609_at  putative protein hypothetical protein--- AT3G57900 -1.10 -0.13 -1.48 0.184118 0.308461 -6.17
245768_at hypothetical protein similar to putati --- AT1G33590 1.31 0.39 1.48 0.184127 0.308461 -6.17
256477_at unknown protein --- --- -1.13 -0.17 -1.48 0.18413 0.308461 -6.17
257001_at  Sm protein, putative similar to GB:A--- AT3G14080 1.13 0.18 1.48 0.184146 0.308464 -6.17
248194_at Expressed protein ; supported by fu--- AT5G54095 1.10 0.13 1.48 0.18416 0.308465 -6.17
250844_at putative protein  ;supported by full-leSIM AT5G04470 -1.29 -0.36 -1.48 0.184233 0.308566 -6.17
264121_at  putative GTP-binding protein CarboTOC33 AT1G02280 1.15 0.20 1.48 0.184345 0.308731 -6.17
257266_at  RNA-binding protein contains Pfam--- AT3G15010 1.11 0.15 1.48 0.184424 0.30883 -6.17
261815_at  leucine zipper protein, putative sim --- AT1G08320 -1.16 -0.22 -1.48 0.184433 0.30883 -6.17
265135_at unknown protein similar to unknown--- AT1G51270 -1.13 -0.17 -1.48 0.184445 0.30883 -6.17
247633_at  putative zinc finger protein finger pr--- AT5G60470 -1.21 -0.28 -1.48 0.184482 0.30887 -6.17
259046_at  calmodulin-like protein similar to ca--- AT3G03400 -1.13 -0.17 -1.48 0.184538 0.30894 -6.17
245300_at hypothetical protein ; supported by cCBL6 AT4G16350 1.11 0.14 1.48 0.184567 0.308965 -6.17
255963_at unknown protein MBD8 AT1G22310 -1.13 -0.17 -1.48 0.184651 0.309085 -6.17
262911_s_a heat shock protein, putative similar --- AT1G07400 / -1.49 -0.57 -1.48 0.184682 0.309114 -6.17
AFFX-LysX-B. subtilis /GEN=lys /DB_XREF=gb --- --- 1.25 0.32 1.48 0.184765 0.309229 -6.17
254839_at  stress-induced protein sti1 -like pro--- AT4G12400 -1.34 -0.43 -1.48 0.184812 0.309285 -6.17
262242_at hypothetical protein predicted by ge--- AT1G48360 -1.16 -0.21 -1.48 0.184838 0.309306 -6.17
250838_at  cytochrome P450 - like protein cytoCYP77A9 AT5G04630 -1.10 -0.14 -1.48 0.184863 0.309326 -6.17
249405_at beta subunit of protein farnesyl tran ERA1 AT5G40280 1.12 0.16 1.48 0.184936 0.309425 -6.17
263993_at hypothetical protein predicted by ge--- --- -1.14 -0.19 -1.48 0.184996 0.309502 -6.17
260643_at hypothetical protein contains similar--- AT1G53270 -1.12 -0.16 -1.48 0.185019 0.309519 -6.17
250446_at  nucleoid DNA-binding protein cnd4--- AT5G10770 1.25 0.32 1.48 0.185043 0.309536 -6.17
257539_at hypothetical protein predicted by ge--- AT3G29150 -1.11 -0.15 -1.48 0.185116 0.309632 -6.17
249591_at  putative protein predicted protein, A--- --- -1.10 -0.14 -1.48 0.185129 0.309632 -6.17
246189_at ABI3-interacting protein 2  ;supporte--- AT5G20910 1.18 0.24 1.48 0.185148 0.309632 -6.17
266910_at unknown protein --- AT2G45920 1.32 0.41 1.48 0.185157 0.309632 -6.17
250311_at unknown protein --- AT5G12240 -1.10 -0.14 -1.48 0.185169 0.309632 -6.17
256099_at  cytochrome P450, putative similar tCYP78A5 AT1G13710 -1.20 -0.26 -1.48 0.185258 0.30976 -6.17
251824_at  ABC transporter - like protein ATP- --- AT3G55090 -1.13 -0.18 -1.47 0.185411 0.309992 -6.17
249284_at unknown protein  ;supported by full---- AT5G41810 1.14 0.18 1.47 0.185483 0.310091 -6.17
AFFX-r2-Bs-B. subtilis /GEN=pheB /DB_XREF= --- --- 1.22 0.29 1.47 0.185702 0.310434 -6.17
265795_at putative serine carboxypeptidase II scpl26 AT2G35780 1.13 0.18 1.47 0.185789 0.310556 -6.17
247181_at putative protein similar to unknown --- AT5G65370 -1.12 -0.16 -1.47 0.186031 0.310938 -6.18
249080_at putative protein strong similarity to uSUVR2 AT5G43990 -1.17 -0.23 -1.47 0.186087 0.311008 -6.18



245129_at hypothetical protein predicted by geCRR4 AT2G45350 -1.10 -0.13 -1.47 0.186165 0.311116 -6.18
256791_at hypothetical protein predicted by ge--- --- -1.17 -0.23 -1.47 0.186218 0.311182 -6.18
262529_at putative receptor protein kinase AppAtRLP3 AT1G17250 1.16 0.21 1.47 0.18625 0.311212 -6.18
266151_x_aEn/Spm transposon protein (mosaic--- --- -1.13 -0.17 -1.47 0.186331 0.311326 -6.18
263644_at hypothetical protein predicted by ge--- AT2G04730 -1.13 -0.17 -1.47 0.186355 0.311343 -6.18
262857_at major latex homologue type2 identic--- AT1G14930 -1.11 -0.15 -1.47 0.18642 0.311425 -6.18
262156_at hypothetical protein contains similar--- AT1G52680 -1.14 -0.19 -1.47 0.186432 0.311425 -6.18
246973_at  putative protein UBIQUINONE BIO--- AT5G24970 1.20 0.26 1.47 0.186622 0.31172 -6.18
263462_at similar to Ariadne protein from DrosARI11 AT2G31780 -1.12 -0.16 -1.47 0.186636 0.311721 -6.18
AFFX-DapX B. subtilis /GEN=jojG /DB_XREF=g --- --- 1.15 0.20 1.47 0.186655 0.311729 -6.18
246170_at  putative protein various predicted p--- AT5G32450 -1.14 -0.19 -1.47 0.18668 0.311748 -6.18
255369_at putative NifU-like metallocluster assISU3 AT4G04080 -1.13 -0.18 -1.47 0.186709 0.311774 -6.18
245827_at  disease resistance protein RPS4, p--- AT1G57830 -1.15 -0.20 -1.47 0.18673 0.31178 -6.18
260150_at putative oxidoreductase similar to g --- AT1G52820 -1.14 -0.18 -1.47 0.18674 0.31178 -6.18
261843_at unknown protein --- AT1G16180 1.11 0.15 1.47 0.186775 0.311816 -6.18
261946_at unknown protein --- AT1G64560 -1.16 -0.21 -1.47 0.1869 0.311996 -6.18
250700_at CDK5 activator-binding protein-like --- AT5G06830 1.13 0.18 1.47 0.18691 0.311996 -6.18
245105_at hypothetical protein predicted by ge--- AT2G41610 -1.22 -0.29 -1.47 0.186953 0.312023 -6.18
245675_at hypothetical protein similar to putati --- --- -1.18 -0.24 -1.47 0.186954 0.312023 -6.18
263783_at putative WRKY-type DNA binding pWRKY46 AT2G46400 1.64 0.72 1.47 0.186986 0.312038 -6.18
258228_at unknown protein similar to unknown--- AT3G27610 1.11 0.15 1.47 0.187001 0.312038 -6.18
250456_at 26S proteasome p55 protein-like  ; sEMB2107 AT5G09900 1.17 0.23 1.47 0.187004 0.312038 -6.18
247467_at  putative protein predicted proteins, --- AT5G62130 -1.27 -0.34 -1.47 0.187022 0.312046 -6.18
256896_at hypothetical protein predicted by ge--- AT3G24630 -1.26 -0.34 -1.47 0.18708 0.312119 -6.18
262125_at  heat shock protein, putative similar EDA1 AT1G59680 -1.13 -0.17 -1.47 0.187097 0.312125 -6.18
256187_at 55 kDa B regulatory subunit of phosATB ALPHAAT1G51690 1.15 0.20 1.47 0.18713 0.312145 -6.18
260447_at hypothetical protein similar to N-term--- AT1G72410 -1.11 -0.14 -1.47 0.187138 0.312145 -6.18
256636_at S-locus related protein SLR1 homol--- AT3G12000 -1.11 -0.16 -1.47 0.18715 0.312145 -6.18
260640_at  viral resistance protein, putative sim--- AT1G53350 1.30 0.38 1.47 0.187206 0.312215 -6.18
264896_at  Hypothetical protein similar to endoAtGH9B6 AT1G23210 -1.12 -0.17 -1.47 0.187265 0.31229 -6.18
246481_s_acold and ABA inducible protein kin1KIN1 AT5G15960 / -1.88 -0.91 -1.47 0.18728 0.312292 -6.18
251123_at  putative protein predicted proteins, --- AT5G01030 1.11 0.15 1.47 0.187293 0.312292 -6.18
264948_at  RNA helicase, putative similar to R --- AT1G77030 1.11 0.16 1.47 0.18743 0.312497 -6.18
265925_at hypothetical protein predicted by ge--- AT2G18610 -1.12 -0.16 -1.47 0.187496 0.312584 -6.18
247337_at putative protein similar to unknown PDF2.5 AT5G63660 -1.10 -0.14 -1.47 0.18751 0.312585 -6.18



263593_at hypothetical protein predicted by geEMB975 AT2G01860 1.16 0.21 1.47 0.187547 0.312593 -6.18
246330_at aldehyde oxidase  ; supported by cDAAO2 AT3G43600 1.33 0.41 1.47 0.187577 0.312593 -6.18
247016_at putative protein contains similarity to--- AT5G66970 1.13 0.18 1.47 0.187584 0.312593 -6.18
266209_at similar to terminal flower  ; supporteATC AT2G27550 -1.21 -0.28 -1.47 0.187587 0.312593 -6.18
257322_at hypothetical protein AT2G07667--- -1.14 -0.19 -1.47 0.187596 0.312593 -6.18
260172_s_aputative histidinol-phosphate amino --- AT1G71920 / 1.17 0.23 1.47 0.18761 0.312593 -6.18
251971_at  glucosyltransferase - like protein gl UGT73C7 AT3G53160 1.83 0.87 1.47 0.18761 0.312593 -6.18
257064_at hypothetical protein predicted by ge--- AT3G18260 1.16 0.21 1.47 0.187695 0.312711 -6.18
257273_at hypothetical protein contains Pfam pUVH3 AT3G28030 1.15 0.20 1.47 0.187712 0.312716 -6.18
248053_at putative protein similar to unknown AtNMNAT AT5G55810 1.14 0.19 1.47 0.187734 0.312731 -6.18
260510_at hypothetical protein predicted by ge--- AT1G51580 -1.22 -0.29 -1.47 0.187791 0.312784 -6.18
263407_at bZIP protein (AtbZIP48) to be publisAtbZIP48 AT2G04038 -1.12 -0.16 -1.47 0.187794 0.312784 -6.18
252601_s_a 40S ribsomomal protein 40S ribsom--- AT3G45030 / 1.25 0.32 1.47 0.187821 0.312807 -6.18
245961_at putative protein predicted proteins - --- AT5G19670 1.15 0.20 1.47 0.187846 0.312807 -6.18
266644_at unknown protein  ;supported by full---- AT2G29660 1.16 0.22 1.47 0.187849 0.312807 -6.18
246678_at putative protein predicted replication--- --- 1.14 0.18 1.47 0.187922 0.312906 -6.18
249191_at putative protein similar to unknown --- AT5G42760 -1.17 -0.22 -1.47 0.187979 0.312965 -6.18
245126_at putative MYB family transcription fa MYB12 AT2G47460 -1.11 -0.16 -1.47 0.187985 0.312965 -6.19
267264_at putative serine carboxypeptidase II SCPL11 AT2G22970 1.38 0.47 1.46 0.18807 0.313084 -6.19
250379_at  transcription factor like protein tran TINY2 AT5G11590 -1.11 -0.15 -1.46 0.188086 0.313087 -6.19
257742_at hypothetical protein predicted by geSDH2-1 AT3G27380 -1.12 -0.17 -1.46 0.188116 0.313115 -6.19
254111_at  putative protein acid phosphatase (PAP24 AT4G24890 -1.20 -0.26 -1.46 0.188154 0.313155 -6.19
256462_at hypothetical protein predicted by ge--- AT1G36230 -1.14 -0.18 -1.46 0.188203 0.313213 -6.19
266020_at hypothetical protein SDG11 AT2G05900 -1.16 -0.21 -1.46 0.18827 0.313302 -6.19
249183_at  E2, ubiquitin-conjugating enzyme 1UBC18 AT5G42990 1.11 0.15 1.46 0.188346 0.313407 -6.19
252682_at  putative protein AtOXA1, Arabidops--- AT3G44370 -1.15 -0.20 -1.46 0.188376 0.313432 -6.19
256024_at unknown protein contains Pfam pro ZF14 AT1G58340 1.35 0.44 1.46 0.188389 0.313432 -6.19
262826_at  putative cytochrome P450 monoox CYP71B2 AT1G13080 1.29 0.37 1.46 0.188505 0.313602 -6.19
255362_at putative reverse transcriptase --- --- -1.10 -0.14 -1.46 0.188645 0.313812 -6.19
248092_at ubiquitin-like protein SUMO3 AT5G55170 -1.44 -0.52 -1.46 0.188735 0.313939 -6.19
261598_at unknown protein contains similarity --- AT1G49750 -1.69 -0.75 -1.46 0.188815 0.31405 -6.19
251950_at  zinc finger - like protein Zat11 zinc --- AT3G53600 1.92 0.94 1.46 0.188949 0.314249 -6.19
263588_s_aunknown protein --- AT2G25320 / -1.12 -0.16 -1.46 0.189037 0.314373 -6.19
251080_at putative protein hypothetical proteinROPGEF7 AT5G02010 1.32 0.40 1.46 0.189092 0.314441 -6.19
255467_at  putative leucine-rich repeat protein --- AT4G03010 -1.12 -0.17 -1.46 0.189135 0.314489 -6.19



265657_at unknown protein  ; supported by cD--- AT2G13840 1.13 0.18 1.46 0.189156 0.314501 -6.19
253731_at  acid phosphatase-like protein  acid --- AT4G29260 1.10 0.14 1.46 0.189176 0.314512 -6.19
259478_at  germin, putative similar to germin G--- AT1G18980 2.02 1.02 1.46 0.189198 0.314526 -6.19
260967_at unknown protein contains similarity --- AT1G12230 -1.16 -0.21 -1.46 0.189232 0.314537 -6.19
260757_at  phytocyanin, putative similar to phy--- AT1G48940 -1.11 -0.15 -1.46 0.189233 0.314537 -6.19
249560_at putative protein LCR80 AT5G38330 -1.20 -0.26 -1.46 0.18928 0.314593 -6.19
258061_at unknown protein  ; supported by cD--- AT3G25910 1.13 0.17 1.46 0.1893 0.314603 -6.19
263933_s_aputative harpin-induced protein --- AT2G35970 / -1.13 -0.17 -1.46 0.189313 0.314603 -6.19
260068_at putative calmodulin-binding protein --- AT1G73805 -1.44 -0.53 -1.46 0.189398 0.314721 -6.19
260437_at hypothetical protein predicted by ge--- AT1G68380 -1.12 -0.17 -1.46 0.189469 0.314816 -6.19
267342_at putative heme A:farnesyltransferaseCOX10 AT2G44520 1.20 0.26 1.46 0.189503 0.31485 -6.19
262621_at hypothetical protein --- AT1G06530 1.12 0.17 1.46 0.189675 0.315109 -6.19
267583_at unknown protein --- AT2G41960 -1.10 -0.13 -1.46 0.189715 0.315109 -6.19
245432_at putative serine protease-like protein--- AT4G17100 -1.10 -0.14 -1.46 0.189719 0.315109 -6.19
257790_at  gda-1, putative similar to gda-1 GB--- AT3G27090 1.16 0.22 1.46 0.189724 0.315109 -6.19
265737_at putative phosphatidic acid phospha ATPAP1 AT2G01180 -1.59 -0.67 -1.46 0.189735 0.315109 -6.19
258537_at putative disease resistance protein --- AT3G04210 -1.57 -0.65 -1.46 0.189742 0.315109 -6.19
245638_s_a F5A9.10 unknown protein; similar t --- AT1G24822 / -1.12 -0.17 -1.46 0.189819 0.315214 -6.19
254533_at  putative protein ARI protein - Droso--- AT4G19670 1.19 0.25 1.46 0.189849 0.315241 -6.19
261095_at unknown protein --- AT1G62930 1.14 0.19 1.46 0.189971 0.31542 -6.19
249436_at  putative protein crp1 protein - Zea m--- AT5G39980 1.20 0.26 1.46 0.19007 0.315561 -6.19
248285_at putative protein similar to unknown --- AT5G52960 -1.09 -0.13 -1.46 0.190085 0.315563 -6.20
247484_at  putative protein predicted proteins, --- AT5G62110 -1.12 -0.16 -1.46 0.190281 0.315866 -6.20
259918_at putative AP2 domain transcription fa--- AT1G72570 -1.11 -0.15 -1.46 0.1903 0.315874 -6.20
255497_at  hypothetical protein similar to A. thaUNE12 AT4G02590 1.12 0.16 1.46 0.190333 0.315905 -6.20
265762_at hypothetical protein --- AT2G01240 -1.18 -0.23 -1.46 0.190428 0.31604 -6.20
255343_at hypothetical protein --- --- -1.09 -0.13 -1.46 0.190468 0.316085 -6.20
246101_at putative protein --- --- -1.13 -0.18 -1.46 0.190486 0.316091 -6.20
254414_at hypothetical protein HSA32 AT4G21320 -1.16 -0.21 -1.46 0.190561 0.316193 -6.20
248319_at unknown protein --- AT5G52710 -1.11 -0.15 -1.46 0.190614 0.316257 -6.20
258844_at hypothetical protein predicted by geSWP AT3G04740 1.11 0.15 1.46 0.190629 0.316259 -6.20
248599_at putative protein contains similarity to--- AT5G49380 -1.20 -0.27 -1.45 0.19072 0.316367 -6.20
265801_at fertilization-independent seed 2 pro FIS2 AT2G35670 -1.12 -0.17 -1.45 0.190722 0.316367 -6.20
246862_at  E2, ubiquitin-conjugating enzyme, PEX4 AT5G25760 1.12 0.16 1.45 0.190872 0.316589 -6.20
252354_at  betaine aldehyde dehydrogenase-l ALDH10A9 AT3G48170 1.11 0.15 1.45 0.190884 0.316589 -6.20



260492_at putative polygalacturonase PGAZAT AT2G41850 -1.18 -0.24 -1.45 0.190903 0.316589 -6.20
265324_at hypothetical protein predicted by geATCOAD AT2G18250 1.15 0.20 1.45 0.190911 0.316589 -6.20
246145_at  peroxidase peroxidase, Lycopersic --- AT5G19880 1.39 0.47 1.45 0.190931 0.316598 -6.20
252776_at  putative protein predicted proteins, --- AT3G42940 -1.14 -0.19 -1.45 0.191065 0.316798 -6.20
258348_at unknown protein  ;supported by full---- AT3G17710 1.13 0.17 1.45 0.191083 0.316805 -6.20
260508_at Unknown protein ; supported by cD GAMMA CAAT1G47260 -1.11 -0.15 -1.45 0.191175 0.316935 -6.20
255475_at contains a short region of similarity --- AT4G02480 -1.15 -0.20 -1.45 0.191248 0.317032 -6.20
259704_at putative 3'-5' exoribonuclease simila--- AT1G77680 -1.15 -0.21 -1.45 0.191268 0.317036 -6.20
259022_at  putative asparaginyl-tRNA synthetaNS2 AT3G07420 -1.20 -0.26 -1.45 0.191278 0.317036 -6.20
246143_at  lipophosphoglycan biosynthetic pro--- AT5G19980 -1.18 -0.24 -1.45 0.191317 0.317044 -6.20
263162_at hypothetical protein predicted by ge--- AT1G54150 -1.10 -0.14 -1.45 0.191321 0.317044 -6.20
247521_at  putative protein ATP/GTP nucleotid--- AT5G61450 1.14 0.18 1.45 0.191325 0.317044 -6.20
260303_at  putative protein kinase similar to C---- AT1G70520 1.28 0.35 1.45 0.191357 0.317069 -6.20
256834_at  cyclophilin, putative similar to cyclo--- AT3G22920 -1.11 -0.15 -1.45 0.191367 0.317069 -6.20
261928_at  uclacyanin II, putative similar to ucl --- AT1G22480 -1.19 -0.25 -1.45 0.191431 0.317144 -6.20
265210_at 60S ribosomal protein L24  ;supportRPL24A AT2G36620 1.44 0.53 1.45 0.19144 0.317144 -6.20
259135_at hypothetical protein predicted by geRAD9 AT3G05480 -1.19 -0.25 -1.45 0.19147 0.317171 -6.20
267487_at putative non-LTR retroelement reve--- --- -1.13 -0.18 -1.45 0.191685 0.317503 -6.20
245898_at  ser/thr specific protein kinase-like p--- AT5G11020 -1.16 -0.21 -1.45 0.191708 0.317509 -6.20
246355_at hypothetical protein --- --- -1.26 -0.33 -1.45 0.191716 0.317509 -6.20
267032_at putative protein kinase contains a p CIPK22 AT2G38490 -1.20 -0.26 -1.45 0.191745 0.317531 -6.20
263955_at putative E2F5 family transcription faE2F3 AT2G36010 -1.19 -0.25 -1.45 0.191758 0.317531 -6.20
256347_at unknown protein similar to putative --- --- 1.13 0.17 1.45 0.191837 0.31764 -6.20
254584_at  putative protein probable membranVPS54 AT4G19490 -1.11 -0.15 -1.45 0.19189 0.317682 -6.20
245051_at putative WRKY-type DNA-binding pWRKY15 AT2G23320 1.31 0.39 1.45 0.19189 0.317682 -6.20
266504_at hypothetical protein predicted by ge--- AT2G47820 1.15 0.20 1.45 0.191974 0.317797 -6.20
250068_at CHP-rich zinc finger protein-like --- AT5G17960 -1.15 -0.20 -1.45 0.19201 0.317834 -6.20
262250_at Expressed protein predicted by gen--- AT1G48280 -1.47 -0.56 -1.45 0.192057 0.317888 -6.20
252134_at putative protein  ; supported by cDN--- AT3G50910 1.33 0.41 1.45 0.192252 0.318188 -6.21
257262_at  zinc finger protein, putative contain --- AT3G21890 -1.24 -0.32 -1.45 0.1923 0.318244 -6.21
261261_at putative aldehyde oxidase --- AT1G26730 -1.54 -0.62 -1.45 0.192473 0.318508 -6.21
249114_at putative protein similar to unknown --- --- -1.16 -0.21 -1.45 0.192494 0.318519 -6.21
265554_at hypothetical protein predicted by ge--- AT2G07505 -1.10 -0.14 -1.45 0.192543 0.318578 -6.21
257501_at hypothetical protein predicted by ge--- --- -1.09 -0.13 -1.45 0.192583 0.318597 -6.21
256029_at  integral membrane protein, putativeSTT3B AT1G34130 1.26 0.33 1.45 0.192587 0.318597 -6.21



267293_at hypothetical protein TET8 AT2G23810 1.23 0.30 1.45 0.192608 0.318597 -6.21
248640_at selenium-binding protein-like  ; supp--- AT5G48910 1.14 0.19 1.45 0.192611 0.318597 -6.21
259019_at hypothetical protein similar to seroloCHIP AT3G07370 1.13 0.17 1.45 0.192645 0.318631 -6.21
260520_at  mannosyl-oligosaccharide alpha-1, --- AT1G51590 1.13 0.18 1.45 0.192771 0.318806 -6.21
249083_at prohibitin non-consensus TT acceptATPHB7 AT5G44140 1.12 0.16 1.45 0.192779 0.318806 -6.21
263703_at unknown protein  ;supported by full-SRX AT1G31170 1.14 0.19 1.45 0.192844 0.31889 -6.21
247017_at putative protein similar to unknown --- AT5G66980 -1.10 -0.13 -1.45 0.192987 0.319103 -6.21
260741_at hypothetical protein contains Pfam p--- AT1G15040 2.56 1.36 1.45 0.193031 0.319153 -6.21
254128_at  ubiquitin-specific protease 16 (UBPUBP16 AT4G24560 1.09 0.13 1.45 0.193051 0.319163 -6.21
249389_at  disease resistence like - protein do --- AT5G40100 -1.15 -0.21 -1.45 0.193164 0.319307 -6.21
262144_at hypothetical protein predicted by ge--- AT1G52620 1.11 0.15 1.45 0.193166 0.319307 -6.21
257213_at  mitochondrial NAD-dependent mala--- AT3G15020 1.23 0.29 1.44 0.193453 0.319756 -6.21
245833_at  transposon protein, putative similar--- --- -1.13 -0.18 -1.44 0.193466 0.319756 -6.21
249771_at receptor-like protein kinase  ; suppo--- AT5G24080 -1.20 -0.27 -1.44 0.193495 0.319782 -6.21
256206_at hypothetical protein predicted by ge--- AT1G50910 -1.17 -0.23 -1.44 0.193533 0.319821 -6.21
261867_at unknown protein ; supported by cDN--- AT1G50575 -1.14 -0.19 -1.44 0.193601 0.31991 -6.21
264303_s_a E2, ubiquitin-conjugating enzyme, UBC35 AT1G16890 / 1.12 0.16 1.44 0.193634 0.319941 -6.21
256854_at hypothetical protein predicted by ge--- AT3G15180 1.11 0.16 1.44 0.193693 0.320003 -6.21
246685_at  putative protein nucleoid DNA-bind --- AT5G33350 -1.23 -0.30 -1.44 0.1937 0.320003 -6.21
253971_at  fructose-bisphosphate aldolase - lik--- AT4G26530 1.28 0.36 1.44 0.19372 0.320015 -6.21
266969_at similar to gibberellin-regulated prote--- AT2G39540 -1.15 -0.20 -1.44 0.193782 0.320094 -6.21
255321_at putative ES43-like protein --- AT4G04260 1.13 0.17 1.44 0.193898 0.320261 -6.21
251591_at  carboxyl terminal protease - like pro--- AT3G57680 1.23 0.30 1.44 0.193917 0.320271 -6.21
251034_at putative protein  ;supported by full-lePRA1.A1 AT5G02040 1.13 0.17 1.44 0.193986 0.32036 -6.21
253483_at  putative protein anthranilate N-hydr--- AT4G31910 -1.23 -0.30 -1.44 0.194103 0.320531 -6.21
263886_at hypothetical protein predicted by geTKI1 AT2G36960 -1.10 -0.14 -1.44 0.1942 0.320659 -6.21
255092_s_aputative protein various predicted pr--- --- -1.12 -0.16 -1.44 0.194209 0.320659 -6.21
254556_at  putative protein various predicted p--- AT4G19220 1.18 0.24 1.44 0.194245 0.320696 -6.21
252498_at putative protein several hypothetica --- AT3G46810 -1.10 -0.14 -1.44 0.194404 0.320934 -6.22
258507_at  neutral invertase, putative similar to--- AT3G06500 1.31 0.39 1.44 0.194512 0.32109 -6.22
262461_at  myosin, putative similar to myosin GVIIIA AT1G50360 1.23 0.30 1.44 0.19453 0.321097 -6.22
254098_at superoxide dismutase (EC 1.15.1.1 FSD1 AT4G25100 1.16 0.21 1.44 0.194658 0.321284 -6.22
256032_at  polyprotein, putative similar to poly --- --- -1.09 -0.12 -1.44 0.194686 0.321306 -6.22
250162_at  FtsH protease, putative similar to FFTSH6 AT5G15250 -1.10 -0.14 -1.44 0.194768 0.321404 -6.22
256973_at unknown protein similar to putative --- AT3G20980 -1.12 -0.16 -1.44 0.194786 0.321404 -6.22



255942_at UDP-glucose glucosyltransferase idAtUGT85A2AT1G22360 -1.48 -0.56 -1.44 0.194787 0.321404 -6.22
267266_at putative metal ion transporter (NRA NRAMP3 AT2G23150 1.12 0.16 1.44 0.194827 0.321438 -6.22
254644_at  CLE2, putative CLAVATA3/ESR-R CLE2 AT4G18510 -1.14 -0.18 -1.44 0.194835 0.321438 -6.22
253543_at hypothetical protein --- AT4G31270 -1.12 -0.16 -1.44 0.194878 0.321484 -6.22
259900_at c-Jun coactivator-like protein (AJH2CSN5B AT1G71230 1.10 0.14 1.44 0.194918 0.321527 -6.22
266722_at unknown protein FUT2 AT2G03210 -1.13 -0.18 -1.44 0.194971 0.321591 -6.22
256680_at unknown protein ; supported by full---- AT3G52230 -1.18 -0.24 -1.44 0.195008 0.321629 -6.22
254917_at putative protein various hypothetica --- AT4G11350 1.20 0.27 1.44 0.195039 0.321657 -6.22
263952_s_aunknown protein  ;supported by full---- AT2G35810 / 1.12 0.16 1.44 0.195203 0.321904 -6.22
245235_at  putative protein similarity to predict --- AT4G25550 1.13 0.17 1.44 0.195244 0.321949 -6.22
264407_at unknown protein similar to EST gb|N--- AT1G10180 1.15 0.20 1.44 0.195293 0.322007 -6.22
253620_at  receptor-like kinase homolog soma--- AT4G30520 1.13 0.18 1.44 0.19536 0.322094 -6.22
248618_at myb-related transcription factor AtMYB78 AT5G49620 1.14 0.19 1.44 0.19541 0.322153 -6.22
251049_at  putative protein rab11 binding prote--- AT5G02430 -1.13 -0.18 -1.44 0.195447 0.32219 -6.22
250186_at  putative protein apospory-associate--- AT5G14500 1.15 0.20 1.44 0.19547 0.322204 -6.22
264767_at hypothetical protein similar to putati SD1-29 AT1G61380 1.35 0.44 1.44 0.195526 0.322274 -6.22
249234_at putative protein similar to unknown --- AT5G42200 -1.24 -0.31 -1.44 0.195598 0.32237 -6.22
256349_at  late embryogenesis protein, putativ--- AT1G54890 2.72 1.44 1.44 0.195709 0.322529 -6.22
267131_at hypothetical protein predicted by ge--- AT2G23400 1.10 0.14 1.44 0.195791 0.32264 -6.22
258574_at hypothetical protein --- AT3G04250 -1.12 -0.16 -1.44 0.19588 0.322764 -6.22
249297_at unknown protein --- AT5G41320 -1.11 -0.15 -1.44 0.195987 0.322918 -6.22
258558_at hypothetical protein predicted by ge--- AT3G06000 -1.09 -0.12 -1.44 0.196004 0.322922 -6.22
248544_at putative protein contains similarity toPIMT2 AT5G50240 1.24 0.31 1.44 0.196026 0.322935 -6.22
248256_at developmental protein SINA (seven--- AT5G53360 -1.13 -0.18 -1.43 0.196136 0.323093 -6.22
264552_at hypothetical protein predicted by ge--- AT1G09470 -1.19 -0.26 -1.43 0.196198 0.323171 -6.22
246344_at putative protein predicted proteins - --- AT3G56730 1.24 0.32 1.43 0.196247 0.323229 -6.22
249609_at  putative protein predicted proteins, --- --- -1.11 -0.15 -1.43 0.196281 0.323262 -6.22
245329_at Expressed protein ; supported by fu--- AT4G14365 -1.35 -0.43 -1.43 0.19631 0.323285 -6.22
256816_at unknown protein --- AT3G21400 1.13 0.18 1.43 0.196374 0.323367 -6.22
247532_at  putative protein disease resistance --- AT5G61560 1.40 0.48 1.43 0.196453 0.323441 -6.22
247431_at putative protein similar to unknown SRO5 AT5G62520 -1.29 -0.37 -1.43 0.19647 0.323441 -6.22
256967_at  hypothetical protein predicted by ge--- AT3G21060 -1.13 -0.18 -1.43 0.196471 0.323441 -6.22
251716_at  anthranilate synthase alpha-1 chain--- AT3G55870 -1.11 -0.15 -1.43 0.196494 0.323441 -6.22
246930_at KNAT3 homeodomain protein  ;sup KNAT3 AT5G25220 1.15 0.20 1.43 0.196496 0.323441 -6.22
260962_at  pectin methylesterase, putative simPME7 AT1G44980 1.13 0.17 1.43 0.196508 0.323441 -6.22



263103_at putative Ta11-like non-LTR retroele --- --- -1.12 -0.17 -1.43 0.196528 0.323441 -6.23
252191_at  putative protein various predicted g--- AT3G50180 -1.14 -0.18 -1.43 0.196532 0.323441 -6.23
263935_at unknown protein PUB23 AT2G35930 2.02 1.02 1.43 0.196612 0.323549 -6.23
254413_at myb-related protein M4  ;supported ATMYB102AT4G21440 -1.21 -0.27 -1.43 0.196628 0.323552 -6.23
266007_at unknown protein --- AT2G37380 -1.15 -0.20 -1.43 0.196719 0.323679 -6.23
253523_at  putative protein myosin heavy chai --- AT4G31340 -1.12 -0.17 -1.43 0.196771 0.323741 -6.23
265046_s_a mutator-like transposase, putative s--- --- -1.12 -0.16 -1.43 0.196837 0.323826 -6.23
257384_at unknown protein --- AT2G15110 -1.12 -0.16 -1.43 0.196963 0.32401 -6.23
252953_at  putative phosphatidylinositol synthaPIS2 AT4G38570 -1.12 -0.16 -1.43 0.197036 0.324107 -6.23
245048_at orf within trnK intron orf within trnK i--- --- -1.18 -0.23 -1.43 0.1971 0.324189 -6.23
251352_at  putative protein hypothetical proteinPEX11E AT3G61070 1.16 0.22 1.43 0.197265 0.324437 -6.23
246255_at transcription initiation factor like pro ATPBRP AT4G36650 1.13 0.18 1.43 0.197427 0.32468 -6.23
252761_at putative protein several hypothetica --- AT3G42770 -1.20 -0.26 -1.43 0.197519 0.324808 -6.23
260795_at  CLE3, putative CLAVATA3/ESR-R CLE3 AT1G06225 -1.12 -0.16 -1.43 0.197563 0.324838 -6.23
252310_at  GTPase activating -like protein GT --- AT3G49350 -1.25 -0.32 -1.43 0.19759 0.324838 -6.23
247576_at  putative protein predicted protein, A--- AT5G61280 -1.09 -0.13 -1.43 0.19759 0.324838 -6.23
246416_at  putative protein predicted proteins, --- AT5G16920 -1.12 -0.16 -1.43 0.197603 0.324838 -6.23
264080_at putative vacuolar proton-ATPase suVHA-A1 AT2G28520 -1.10 -0.14 -1.43 0.197608 0.324838 -6.23
264268_at hypothetical protein predicted by geULP1D AT1G60220 1.11 0.15 1.43 0.197667 0.324911 -6.23
261790_at unknown protein ; supported by full---- AT1G16000 -1.20 -0.26 -1.43 0.197705 0.324949 -6.23
263928_at hypothetical protein predicted by ge--- AT2G36330 1.18 0.24 1.43 0.197731 0.324968 -6.23
264305_at Expressed protein ; supported by fuLSH7 AT1G78815 -1.11 -0.15 -1.43 0.197772 0.325014 -6.23
248910_at serine threonine protein kinase ; su CIPK20 AT5G45820 -1.23 -0.30 -1.43 0.197805 0.325044 -6.23
266061_at putative translation initiation factor e--- AT2G18720 -1.13 -0.17 -1.43 0.19784 0.325058 -6.23
247940_at phosphatidylserine decarboxylase PSD2 AT5G57190 1.40 0.48 1.43 0.197852 0.325058 -6.23
265052_at  caffeic acid O-methyltransferase, p --- AT1G51990 -1.10 -0.14 -1.43 0.197857 0.325058 -6.23
250860_at  amino acid transport - like protein aCAT6 AT5G04770 -1.28 -0.36 -1.43 0.197955 0.325197 -6.23
257363_at hypothetical protein predicted by geBAP2 AT2G45760 -1.17 -0.22 -1.43 0.197987 0.325226 -6.23
266406_at hypothetical protein predicted by ge--- AT2G38570 -1.14 -0.19 -1.43 0.198103 0.325363 -6.23
254572_at  putative protein predicted protein M--- AT4G19380 -1.12 -0.16 -1.43 0.198105 0.325363 -6.23
264496_at putative polyprotein similar to GB:AA--- --- -1.14 -0.19 -1.43 0.198114 0.325363 -6.23
253959_at putative protein --- AT4G26410 1.11 0.15 1.43 0.198269 0.32552 -6.23
249611_at  putative protein unnamed ORF, HoATSRL1 AT5G37370 1.15 0.20 1.43 0.198273 0.32552 -6.23
257873_at  P-glycoprotein, putative similar to PPGP17 AT3G28380 -1.15 -0.20 -1.43 0.198275 0.32552 -6.23
262630_at unknown protein ;supported by full-lGPAT1 AT1G06520 1.51 0.60 1.43 0.198278 0.32552 -6.23



256214_x_ahypothetical protein predicted by ge--- AT1G51000 -1.12 -0.16 -1.43 0.19829 0.32552 -6.23
254680_at phytochrome E PHYE AT4G18130 1.16 0.21 1.43 0.198295 0.32552 -6.23
260769_at Expressed protein ; supported by fu--- AT1G49010 1.23 0.29 1.43 0.198393 0.325643 -6.23
253961_at  putative protein SPF1 protein, IpomWRKY34 AT4G26440 -1.10 -0.14 -1.43 0.198398 0.325643 -6.23
267606_at putative beta-ketoacyl-CoA synthasKCS11 AT2G26640 -1.10 -0.14 -1.43 0.198497 0.325763 -6.23
264580_at unknown protein EST gb|ATTS0295--- AT1G05340 -1.28 -0.36 -1.43 0.1985 0.325763 -6.23
266929_at putative AT-hook DNA-binding prote--- AT2G45850 -1.12 -0.17 -1.43 0.198535 0.325798 -6.23
264711_at hypothetical protein predicted by ge--- AT1G09800 1.12 0.16 1.43 0.198572 0.325834 -6.23
AFFX-r2-Bs-B. subtilis /GEN=jojG /DB_XREF=g --- --- 1.21 0.27 1.43 0.198655 0.325947 -6.23
248452_at putative protein contains similarity to--- AT5G51300 1.09 0.13 1.42 0.198905 0.326334 -6.24
253859_at Expressed protein ; supported by fu--- AT4G27657 2.13 1.09 1.42 0.198991 0.326447 -6.24
247739_at  40S ribosomal protein S8 - like 40S--- AT5G59240 1.16 0.22 1.42 0.199003 0.326447 -6.24
257703_at unknown protein ; supported by full---- AT3G12640 1.10 0.14 1.42 0.199029 0.326466 -6.24
249852_at monosaccharide transporter STP11 AT5G23270 -1.13 -0.17 -1.42 0.199045 0.326469 -6.24
261936_at  seed maturation protein PM27, put --- AT1G22600 -1.17 -0.23 -1.42 0.199074 0.326494 -6.24
266739_at unknown protein predicted by gensc--- AT2G46730 1.12 0.16 1.42 0.199288 0.326821 -6.24
248965_at nodulin-like protein --- AT5G45370 -1.16 -0.21 -1.42 0.199327 0.32686 -6.24
262445_at Expressed protein ; supported by fu--- AT1G47485 -1.12 -0.16 -1.42 0.19934 0.32686 -6.24
264155_at unknown protein GTB1 AT1G65440 1.18 0.24 1.42 0.199358 0.326866 -6.24
249112_at ATP sulfurylase precursor (gb|AAD2APS4 AT5G43780 1.24 0.32 1.42 0.19942 0.326944 -6.24
263208_at  zinc finger protein 5, ZFP5 possibleZFP5 AT1G10480 -1.15 -0.21 -1.42 0.199548 0.32713 -6.24
254135_at  putative protein MSP1 protein, Sac --- AT4G24860 -1.13 -0.17 -1.42 0.199579 0.327157 -6.24
249796_at  26S proteasome, non-ATPase regu--- AT5G23540 1.12 0.16 1.42 0.199723 0.327348 -6.24
254138_at hypothetical protein --- AT4G24950 -1.11 -0.16 -1.42 0.199724 0.327348 -6.24
253100_at  cytochrome P450 monooxygenase CYP81F3 AT4G37400 1.43 0.52 1.42 0.199802 0.327445 -6.24
266965_at nodulin-like protein --- AT2G39510 -1.12 -0.16 -1.42 0.199812 0.327445 -6.24
265515_at hypothetical protein predicted by ge--- --- -1.12 -0.16 -1.42 0.199853 0.327467 -6.24
253654_at putative protein several hypothetica --- AT4G30060 -1.28 -0.36 -1.42 0.199854 0.327467 -6.24
250904_at subtilisin-like serine protease contai--- AT5G03620 -1.11 -0.15 -1.42 0.199929 0.327567 -6.24
254748_at unknown protein --- --- -1.11 -0.16 -1.42 0.200022 0.327695 -6.24
249967_at putative protein --- AT5G19050 1.12 0.17 1.42 0.200037 0.327697 -6.24
258341_at unknown protein similar to centrome--- AT3G22790 -1.44 -0.52 -1.42 0.200186 0.327917 -6.24
251905_at  putative protein zinc finger protein GGAPB AT1G42970 / -1.13 -0.18 -1.42 0.200227 0.32796 -6.24
263951_at putative harpin-induced protein  ;su NHL12 AT2G35960 -1.47 -0.56 -1.42 0.200425 0.328262 -6.24
262596_at putative phosphatidic acid phospha LPP2 AT1G15080 -1.14 -0.18 -1.42 0.200494 0.328348 -6.24



264876_at hypothetical protein --- AT2G17410 -1.13 -0.17 -1.42 0.200506 0.328348 -6.24
264422_at unknown protein similar to unknownLCV2 AT1G43130 1.13 0.17 1.42 0.200577 0.328415 -6.24
264694_at  receptor serine/threonine kinase PR--- AT1G70250 1.10 0.14 1.42 0.2006 0.328415 -6.24
246770_at  putative protein DNA-binding prote --- AT5G27460 1.16 0.21 1.42 0.200607 0.328415 -6.24
245513_at SYBL1 like protein ATVAMP72AT4G15780 1.24 0.31 1.42 0.200632 0.328415 -6.24
246720_at  putative protein predicted proteins, --- AT5G28950 -1.09 -0.12 -1.42 0.200638 0.328415 -6.24
249831_at putative protein contains similarity to--- AT5G23340 1.24 0.31 1.42 0.200669 0.328415 -6.24
253241_at fatty acid elongase 1 KCS18 AT4G34520 -1.17 -0.23 -1.42 0.200669 0.328415 -6.24
245192_at F12A21.9 hypothetical protein --- AT1G67780 1.10 0.14 1.42 0.200669 0.328415 -6.24
260212_at hypothetical protein predicted by ge--- AT1G74480 -1.10 -0.13 -1.42 0.200677 0.328415 -6.24
260204_at hypothetical protein predicted by ge--- AT1G52900 -1.12 -0.16 -1.42 0.200757 0.328522 -6.24
247169_at unknown protein --- AT5G65520 -1.17 -0.23 -1.42 0.20091 0.328749 -6.24
261264_at hypothetical protein predicted by ge--- AT1G26710 -1.15 -0.20 -1.42 0.200975 0.328813 -6.25
261910_at zinc finger protein identical to GB:AAZFP1 AT1G80730 -1.10 -0.14 -1.42 0.200978 0.328813 -6.25
266634_at putative G-box binding bZIP transcr --- AT2G35530 -1.11 -0.15 -1.42 0.201043 0.328896 -6.25
249478_at  germin - like protein GLP6 germin ---- AT5G38950 -1.12 -0.16 -1.42 0.2011 0.328961 -6.25
254958_at nucleoside diphosphate kinase 3 (n NDPK3 AT4G11010 1.17 0.23 1.42 0.201112 0.328961 -6.25
264566_at hypothetical protein predicted by ge--- AT1G05270 -1.13 -0.18 -1.42 0.201149 0.328998 -6.25
245285_s_aselenium-binding protein like ; supp SBP1 AT4G14030 / -1.11 -0.15 -1.42 0.201396 0.329369 -6.25
264265_at unknown protein  ; supported by cD--- AT1G09280 1.15 0.21 1.42 0.201425 0.329369 -6.25
261847_at hypothetical protein predicted by ge--- AT1G11560 -1.15 -0.20 -1.42 0.201457 0.329369 -6.25
263646_at Ac-like transposase related to Ac/D --- --- 1.10 0.13 1.42 0.201458 0.329369 -6.25
263214_at hypothetical protein predicted by ge--- AT1G30660 1.14 0.19 1.42 0.20146 0.329369 -6.25
248885_at putative protein similar to unknown --- AT5G46150 -1.11 -0.15 -1.42 0.201463 0.329369 -6.25
251567_at putative protein several hypothetica --- AT3G58230 1.13 0.17 1.42 0.201477 0.329369 -6.25
265837_at unknown protein LURP1 AT2G14560 2.32 1.21 1.42 0.201521 0.329418 -6.25
247978_at 60S ribosomal protein L31  ;support--- AT5G56710 1.31 0.39 1.42 0.201582 0.329493 -6.25
256373_at hypothetical protein SGA2 AT1G66740 1.16 0.21 1.42 0.201607 0.329497 -6.25
266221_at putative nucleotide-sugar dehydrataUXS6 AT2G28760 1.68 0.75 1.42 0.201613 0.329497 -6.25
245488_at peroxidase like protein --- AT4G16270 -1.12 -0.16 -1.42 0.201634 0.329507 -6.25
245344_at  F-box protein family, AtFBL4 conta --- AT4G15475 -1.15 -0.20 -1.41 0.201744 0.329611 -6.25
260467_at unknown protein --- AT1G10890 -1.10 -0.13 -1.41 0.201746 0.329611 -6.25
245776_at hypothetical protein predicted by ge--- AT1G30260 1.23 0.30 1.41 0.201748 0.329611 -6.25
248781_at putative protein similar to unknown --- AT5G47870 -1.28 -0.36 -1.41 0.201755 0.329611 -6.25
266622_at hypothetical protein predicted by ge--- AT2G35430 1.14 0.19 1.41 0.201771 0.329613 -6.25



255905_at  tonoplast intrinsic protein, putative BETA-TIP AT1G17810 -1.22 -0.29 -1.41 0.201918 0.329831 -6.25
252860_at  putative protein bZIP protein, Arabi --- AT4G39790 -1.10 -0.13 -1.41 0.201983 0.329913 -6.25
257014_at hypothetical protein predicted by ge--- AT3G26930 1.16 0.21 1.41 0.202016 0.329942 -6.25
265202_at unknown protein AT2G36810--- -1.13 -0.17 -1.41 0.202254 0.330307 -6.25
265329_at putative succinate dehydrogenase fSDH1-2 AT2G18450 -1.13 -0.17 -1.41 0.202336 0.330366 -6.25
245721_s_ahypothetical protein similar to Ser-T --- AT1G73450 / 1.17 0.23 1.41 0.202341 0.330366 -6.25
252727_s_a putative protein predicted proteins, --- --- 1.10 0.13 1.41 0.202351 0.330366 -6.25
255460_at hypothetical protein similar to A. tha--- AT4G02800 -1.11 -0.15 -1.41 0.202359 0.330366 -6.25
262974_at hypothetical protein predicted by ge--- AT1G75550 1.12 0.16 1.41 0.202362 0.330366 -6.25
249819_at unknown protein --- AT5G23640 1.10 0.14 1.41 0.202452 0.330472 -6.25
262248_at hypothetical protein predicted by geYSL8 AT1G48370 1.24 0.31 1.41 0.202463 0.330472 -6.25
259291_at unknown protein similar to unknown--- AT3G11550 -1.15 -0.20 -1.41 0.202476 0.330472 -6.25
266241_s_ahypothetical protein predicted by ge--- AT2G27800 / 1.13 0.18 1.41 0.202485 0.330472 -6.25
249411_at  raffinose synthase -like protein raffiSIP1 AT5G40390 -1.34 -0.43 -1.41 0.20251 0.330489 -6.25
267287_at putative pectinesterase sks16 AT2G23630 -1.10 -0.14 -1.41 0.202539 0.3305 -6.25
245529_at SEN1 like protein MAA3 AT4G15570 1.22 0.29 1.41 0.202545 0.3305 -6.25
250061_at chloroplast GrpE protein  ; supporteEMB1241 AT5G17710 1.15 0.20 1.41 0.202693 0.3307 -6.25
252788_at putative protein several hypothetica --- --- -1.11 -0.15 -1.41 0.202699 0.3307 -6.25
246502_at  stearoyl-acyl carrier protein desatu --- AT5G16240 -1.17 -0.23 -1.41 0.202729 0.3307 -6.25
259644_at unknown protein --- AT1G68910 1.15 0.20 1.41 0.202733 0.3307 -6.25
257148_at  cytochrome c, putative similar to cy--- AT3G27240 1.20 0.27 1.41 0.20274 0.3307 -6.25
260026_at  60S ribosomal protein L18A, putati RPL18AA AT1G29970 1.12 0.16 1.41 0.202839 0.330837 -6.25
267322_at putative leucine-rich-repeat protein --- AT2G19330 -1.10 -0.14 -1.41 0.202859 0.330842 -6.25
244972_at PSII 47KDa protein --- --- -1.34 -0.42 -1.41 0.202871 0.330842 -6.25
267133_at unknown protein --- AT2G23440 -1.13 -0.17 -1.41 0.202993 0.331018 -6.25
266967_at unknown protein --- AT2G39530 -1.10 -0.14 -1.41 0.203088 0.331148 -6.25
255200_at hypothetical protein --- --- -1.13 -0.17 -1.41 0.203138 0.331206 -6.25
255114_at putative protein various putative rev--- --- -1.18 -0.23 -1.41 0.203165 0.331226 -6.25
265199_s_aputative glucosyl transferase --- AT2G36770 / 1.20 0.27 1.41 0.203281 0.331393 -6.26
256054_at unknown protein --- AT1G07120 -1.09 -0.12 -1.41 0.203345 0.331472 -6.26
262004_at calcineurin B-like protein similar to CCBL8 AT1G64480 -1.17 -0.23 -1.41 0.203417 0.331566 -6.26
257146_at unknown protein contains Pfam pro GTE8 AT3G27260 1.09 0.13 1.41 0.203481 0.331648 -6.26
257751_at hypothetical protein predicted by geMKS1 AT3G18690 1.47 0.56 1.41 0.203536 0.331687 -6.26
264897_at  dynein light subunit lc6, flagellar ou--- AT1G23220 1.14 0.18 1.41 0.203551 0.331687 -6.26
248837_at putative protein similar to unknown --- AT5G47260 1.09 0.12 1.41 0.203566 0.331687 -6.26



250340_at  putative protein predicted proteins --- AT5G11840 -1.17 -0.22 -1.41 0.20357 0.331687 -6.26
246029_at leucine-rich repeat protein  ; suppor --- AT5G21090 1.11 0.16 1.41 0.203578 0.331687 -6.26
252010_at hypothetical protein ; supported by c--- AT3G52740 -1.16 -0.21 -1.41 0.203627 0.331742 -6.26
257163_at  DNA-binding protein, putative simil MYB305 AT3G24310 -1.12 -0.16 -1.41 0.203655 0.331742 -6.26
247887_at unknown protein --- AT5G57880 1.11 0.15 1.41 0.203655 0.331742 -6.26
250728_at putative protein similar to unknown --- AT5G06440 -1.14 -0.19 -1.41 0.203711 0.33179 -6.26
261198_at  nitrate transporter, putative similar ATNRT2.5 AT1G12940 -1.10 -0.14 -1.41 0.203714 0.33179 -6.26
250890_at  3-oxoacyl-[acyl-carrier-protein] syn --- AT5G04520 1.11 0.15 1.41 0.203741 0.331806 -6.26
252634_x_a putative protein predicted proteins, --- --- -1.13 -0.18 -1.41 0.203753 0.331806 -6.26
248504_at transcription factor Hap5a-like NF-YC6 AT5G50480 -1.18 -0.24 -1.41 0.203859 0.331955 -6.26
260445_at ARG1 protein (Altered Response toARG1 AT1G68370 -1.14 -0.19 -1.41 0.203958 0.332093 -6.26
266658_at Expressed protein ; supported by fu--- AT2G25735 1.78 0.83 1.41 0.204064 0.33224 -6.26
250313_at  Rab geranylgeranyltransferase, be --- AT5G12210 1.15 0.20 1.41 0.204136 0.332336 -6.26
249421_at DegP protease contains similarity toDEG8 AT5G39830 -1.13 -0.18 -1.41 0.204167 0.332347 -6.26
264432_at hypothetical protein similar to hypot --- AT1G61710 -1.11 -0.15 -1.41 0.204173 0.332347 -6.26
263559_at putative non-LTR retroelement reve--- --- -1.11 -0.15 -1.41 0.20427 0.332481 -6.26
249873_at  ATP-dependent Clp protease proteNCLPP7 AT5G23140 -1.13 -0.17 -1.41 0.20437 0.332621 -6.26
251347_at  putative protein ferritin 1 precursor --- AT3G61010 -1.21 -0.28 -1.41 0.204409 0.332661 -6.26
262606_at hypothetical protein predicted by ge--- AT1G15190 -1.15 -0.20 -1.41 0.204457 0.332715 -6.26
245845_at  Pto kinase interactor, putative similPERK10 AT1G26150 -1.12 -0.16 -1.40 0.204479 0.332726 -6.26
260082_at putative mitochondrial carrier protei --- AT1G78180 -1.16 -0.21 -1.40 0.204577 0.332863 -6.26
259475_at unknown protein ;supported by full-l--- AT1G19140 1.21 0.27 1.40 0.204697 0.333034 -6.26
255951_at unknown protein contains similarity MUB6 AT1G22050 1.15 0.20 1.40 0.204769 0.333117 -6.26
252495_at putative protein hypothetical protein--- AT3G46770 -1.13 -0.17 -1.40 0.204795 0.333117 -6.26
262140_at hypothetical protein predicted by ge--- AT1G52470 -1.10 -0.14 -1.40 0.204803 0.333117 -6.26
255720_at phosphoribulokinase precursor idenPRK AT1G32060 1.12 0.17 1.40 0.204806 0.333117 -6.26
264989_at unknown protein ; supported by cDN--- AT1G27200 -1.17 -0.23 -1.40 0.2049 0.333245 -6.26
248079_at unknown protein --- AT5G55790 -1.17 -0.23 -1.40 0.205051 0.333467 -6.26
255439_at putative phospho-ser/thr phosphataBSL1 AT4G03080 1.11 0.15 1.40 0.20515 0.333605 -6.26
260409_at Expressed protein ; supported by fuSHW1 AT1G69935 -1.21 -0.28 -1.40 0.205325 0.333866 -6.26
247690_at putative protein MBD7 AT5G59800 -1.23 -0.30 -1.40 0.205381 0.333931 -6.26
246898_at putative protein --- AT5G25580 1.09 0.13 1.40 0.205395 0.333931 -6.26
249825_at putative protein similar to unknown --- AT5G23390 1.11 0.16 1.40 0.205436 0.333975 -6.26
264376_at putative protein phosphatase 2C  ;s --- AT2G25070 1.17 0.22 1.40 0.205481 0.334024 -6.26
249302_at putative protein similar to unknown --- AT5G41450 -1.14 -0.19 -1.40 0.205512 0.33405 -6.26



246652_at  extensin -like protein extensin, soyb--- AT5G35190 -1.11 -0.15 -1.40 0.205568 0.334118 -6.27
265077_at hypothetical protein similar to RING--- AT1G55530 -1.18 -0.24 -1.40 0.205721 0.334343 -6.27
255209_at see GB:AF077408 --- --- -1.13 -0.18 -1.40 0.20576 0.334382 -6.27
250624_at putative protein --- AT5G07330 -1.13 -0.17 -1.40 0.205774 0.334382 -6.27
253304_at putative protein  ;supported by full-le--- AT4G33640 -1.13 -0.17 -1.40 0.205792 0.334387 -6.27
246981_at unknown protein --- AT5G04840 -1.16 -0.22 -1.40 0.205874 0.334495 -6.27
256364_at  wrky-type DNA binding protein, putWRKY67 AT1G66550 -1.13 -0.18 -1.40 0.205923 0.334551 -6.27
255725_at hypothetical protein similar to putati PFT1 AT1G25540 1.09 0.13 1.40 0.206009 0.334657 -6.27
244959_s_ahypothetical protein --- AT2G07708 1.16 0.21 1.40 0.206017 0.334657 -6.27
245273_at hypothetical protein ; supported by c--- AT4G14950 1.14 0.19 1.40 0.206085 0.334743 -6.27
258509_at  protein kinase, putative similar to S--- AT3G06620 1.20 0.27 1.40 0.20611 0.334759 -6.27
266251_s_aunknown protein --- AT2G18320 / -1.10 -0.13 -1.40 0.206203 0.334886 -6.27
263309_at putative replication protein A1 --- --- -1.18 -0.23 -1.40 0.206409 0.335198 -6.27
261400_at  protein phosphatase-2C, putative s--- AT1G79630 1.18 0.24 1.40 0.206457 0.335252 -6.27
260866_at  polyprotein, putative similar to poly --- --- -1.13 -0.17 -1.40 0.206477 0.33526 -6.27
249701_at putative protein similar to unknown --- AT5G35460 1.11 0.15 1.40 0.20658 0.335405 -6.27
260469_at BRCA1-associated RING domain p AGD4 AT1G10870 -1.15 -0.20 -1.40 0.206701 0.335577 -6.27
249296_at kinesin-like protein --- AT5G41310 -1.13 -0.18 -1.40 0.206745 0.335624 -6.27
266141_at protease inhibitor II contains a gammPDF2.1 AT2G02120 -1.10 -0.14 -1.40 0.206942 0.335905 -6.27
264937_at hypothetical protein contains similarSCPL32 AT1G61130 -1.12 -0.16 -1.40 0.206948 0.335905 -6.27
247501_at  putative protein predicted proteins, --- AT5G61920 1.09 0.13 1.40 0.207097 0.336124 -6.27
248934_at serine/threonine protein kinase-like --- AT5G46080 1.56 0.64 1.40 0.207203 0.336272 -6.27
252201_at  putative protein anthranilate N-hydr--- AT3G50295 -1.10 -0.14 -1.40 0.207287 0.336384 -6.27
245107_at putative heat shock transcription facAT-HSFB3 AT2G41690 1.35 0.43 1.40 0.207315 0.336406 -6.27
266725_at  SKP1/ASK1 (At14), putative similarASK14 AT2G03170 -1.11 -0.15 -1.39 0.207361 0.336457 -6.27
259498_at unknown protein similar to putative GOS11 AT1G15880 -1.11 -0.15 -1.39 0.207484 0.336632 -6.27
265069_at awaiting functional assignment simi --- AT1G55545 -1.12 -0.16 -1.39 0.207561 0.336732 -6.27
245591_at hypothetical protein --- AT4G14530 -1.09 -0.13 -1.39 0.207593 0.33676 -6.27
254995_at putative protein --- AT4G10370 -1.14 -0.19 -1.39 0.207673 0.336867 -6.27
265668_at putative alanine acetyl transferase  --- AT2G32020 1.49 0.58 1.39 0.207691 0.336872 -6.27
248073_at pectate lyase --- AT5G55720 -1.12 -0.16 -1.39 0.207726 0.336905 -6.27
267198_at putative gibberellin-regulated protei --- AT2G30810 1.10 0.13 1.39 0.207785 0.336976 -6.27
263813_s_aputative TNP1-like transposon prote--- --- -1.11 -0.16 -1.39 0.207903 0.337143 -6.28
265772_at putative protein kinase contains a p RKF3 AT2G48010 1.16 0.21 1.39 0.207917 0.337143 -6.28
245278_at syntaxin ; supported by cDNA: gi_2 SYP23 AT4G17730 1.18 0.23 1.39 0.20797 0.337204 -6.28



251872_at putative protein predicted protein Ar--- AT3G54570 -1.10 -0.14 -1.39 0.208039 0.337293 -6.28
257675_at  ethylene responsive element bindinERF7 AT3G20310 -1.15 -0.20 -1.39 0.208088 0.337349 -6.28
245691_at zinc finger protein - like ELF6 AT5G04240 1.18 0.24 1.39 0.20811 0.33736 -6.28
252154_at  putative DNA-3-methyladenine glyc--- AT3G50880 1.17 0.22 1.39 0.208245 0.337555 -6.28
264749_at hypothetical protein Contains simila --- AT1G22830 1.21 0.27 1.39 0.208352 0.337704 -6.28
259594_at unknown protein contains similarity --- AT1G28140 1.11 0.15 1.39 0.208434 0.337812 -6.28
255828_at hypothetical protein predicted by ge--- AT2G40630 1.10 0.14 1.39 0.208466 0.33784 -6.28
247502_at  putative protein predicted proteins, --- AT5G61940 1.11 0.15 1.39 0.208626 0.33804 -6.28
254209_at Expressed protein ; supported by cD--- AT4G23490 -1.20 -0.26 -1.39 0.208628 0.33804 -6.28
256372_at  cell division protein kinase, putativeCAK4 AT1G66750 1.16 0.22 1.39 0.208634 0.33804 -6.28
251210_at hypothetical protein  ;supported by f--- AT3G62810 1.14 0.19 1.39 0.208667 0.33807 -6.28
261040_at  oligouridylate binding protein, putatUBP1B AT1G17370 -1.11 -0.16 -1.39 0.208804 0.338226 -6.28
247951_at oxysterol-binding protein-like ORP4C AT5G57240 -1.11 -0.15 -1.39 0.208807 0.338226 -6.28
249535_at  transporter -like protein N system a--- AT5G38820 -1.15 -0.20 -1.39 0.208808 0.338226 -6.28
260433_at MtN21-like protein similar to MtN21 --- AT1G68170 -1.13 -0.17 -1.39 0.209025 0.338554 -6.28
261367_at  protein kinase, putative similar to m--- AT1G53080 -1.81 -0.86 -1.39 0.209088 0.338633 -6.28
259144_at putative kinesin-like centromere pro--- AT3G10180 -1.11 -0.15 -1.39 0.20912 0.338655 -6.28
250273_at  pre-mRNA splicing factor ATP-dep EMB3011 AT5G13010 1.10 0.14 1.39 0.209137 0.338655 -6.28
253711_at hypothetical protein DER1 --- -1.11 -0.15 -1.39 0.209152 0.338655 -6.28
255824_at hypothetical protein predicted by ge--- AT2G40530 -1.39 -0.47 -1.39 0.209172 0.338655 -6.28
256213_at  protein kinase, putative contains Pf--- AT1G50990 -1.13 -0.17 -1.39 0.209179 0.338655 -6.28
252832_at ubiquitin-specific protease 3 (UBP3 ATUBP3 AT4G39910 1.09 0.12 1.39 0.209196 0.338655 -6.28
255464_s_aputative protein similar to T4I9.17 AT7SL-1 AT4G02970 / -1.10 -0.14 -1.39 0.209206 0.338655 -6.28
250934_at  DNAJ protein - like DNAJ domain-c--- AT5G03030 -1.20 -0.26 -1.39 0.209366 0.33889 -6.28
251559_at  putative protein hypothetical protein--- AT3G58010 -1.16 -0.21 -1.39 0.209469 0.339032 -6.28
262336_at hypothetical protein predicted be geTOM7-2 AT1G64220 1.10 0.13 1.39 0.209535 0.339106 -6.28
261660_at  kinesin heavy chain isolog, putativeHIK AT1G18370 -1.10 -0.14 -1.39 0.209546 0.339106 -6.28
259238_at putative eukaryotic translation initiatEIF3G1 AT3G11400 1.12 0.16 1.39 0.209561 0.339106 -6.28
255532_at  hypothetical protein similar to orf at--- AT4G02170 -1.16 -0.22 -1.39 0.209574 0.339106 -6.28
246441_at putative protein  ;supported by full-le--- AT5G17560 -1.11 -0.15 -1.39 0.209602 0.339124 -6.28
265404_at putative beta-galactosidase BGAL13 AT2G16730 -1.16 -0.22 -1.39 0.209615 0.339124 -6.28
254030_at  putative acidic ribosomal protein ac--- AT4G25890 1.32 0.40 1.39 0.209681 0.339208 -6.28
252771_at  receptor protein kinase -like protein--- AT3G42880 -1.12 -0.16 -1.39 0.209708 0.339227 -6.28
249136_at putative protein similar to unknown --- AT5G43180 1.22 0.29 1.39 0.209795 0.339344 -6.28
246993_at Cys2/His2-type zinc finger protein 1AZF1 AT5G67450 1.45 0.54 1.39 0.209863 0.339429 -6.28



245663_at  steroid sulfotransferase, putative si --- AT1G28170 -1.11 -0.15 -1.39 0.210044 0.339699 -6.28
246542_at  transcriptional regulatory - like prot SNL2 AT5G15020 1.15 0.20 1.39 0.210082 0.339736 -6.28
265286_at putative NADH-ubiquinone oxireduc--- AT2G20360 -1.12 -0.16 -1.39 0.210118 0.339747 -6.28
265902_at hypothetical protein predicted by ge--- AT2G25590 -1.12 -0.16 -1.39 0.210119 0.339747 -6.28
262568_at hypothetical protein contains similarAtRLP5 AT1G34290 -1.13 -0.18 -1.39 0.210149 0.339756 -6.28
247857_at peroxidase --- AT5G58400 -1.13 -0.17 -1.39 0.21016 0.339756 -6.28
258349_at Expressed protein ; supported by fuHYH AT3G17609 1.31 0.38 1.39 0.210169 0.339756 -6.28
255448_at hypothetical protein --- AT4G02810 -1.15 -0.21 -1.39 0.210189 0.339765 -6.28
258105_at Expressed protein ; supported by fu--- AT3G23605 1.24 0.30 1.38 0.210243 0.339814 -6.29
257546_s_ahypothetical protein predicted by ge--- AT3G28410 / 1.09 0.13 1.38 0.21025 0.339814 -6.29
256639_at hypothetical protein predicted by ge--- --- -1.14 -0.19 -1.38 0.210399 0.340031 -6.29
259032_at  hypothetical protein similar to hypo --- AT3G09380 -1.10 -0.13 -1.38 0.210448 0.340085 -6.29
259045_at  calmodulin-like protein similar to ca--- AT3G03410 1.11 0.15 1.38 0.210462 0.340085 -6.29
251923_at  reductase-like protein abscisic acid--- AT3G53880 -1.27 -0.35 -1.38 0.210493 0.34011 -6.29
246634_at  epsilon-adaptin, putative similar to --- AT1G31730 -1.11 -0.15 -1.38 0.210582 0.340231 -6.29
257960_at  S-adenosylmethionine decarboxyla--- AT3G25570 / -1.10 -0.13 -1.38 0.210672 0.340352 -6.29
256320_at  DnaJ protein, putative contains Pfa--- AT3G12170 -1.14 -0.18 -1.38 0.210812 0.340553 -6.29
266452_at hypothetical protein predicted by ge--- AT2G43320 -1.19 -0.25 -1.38 0.210886 0.340649 -6.29
257612_at unknown protein ARO4 AT3G26600 1.31 0.39 1.38 0.210917 0.340676 -6.29
254800_at putative protein several hypothetica --- AT4G13070 1.19 0.25 1.38 0.211046 0.340859 -6.29
256868_at  eukaryotic translation initiation factoEIF4B1 AT3G26400 1.21 0.28 1.38 0.211092 0.34091 -6.29
257392_at hypothetical protein FLA3 AT2G24450 -1.12 -0.16 -1.38 0.211169 0.341011 -6.29
256732_at hypothetical protein predicted by ge--- --- -1.10 -0.14 -1.38 0.211267 0.34114 -6.29
267222_at putative polygalacturonase --- AT2G43880 -1.10 -0.14 -1.38 0.21128 0.34114 -6.29
254266_at protein kinase - like protein serine thCRK5 AT4G23130 1.42 0.50 1.38 0.211315 0.341173 -6.29
259856_at unknown protein  ;supported by full---- AT1G68440 -1.31 -0.39 -1.38 0.211336 0.341183 -6.29
251264_at  multifunctional aminoacyl-tRNA liga--- AT3G62120 -1.10 -0.14 -1.38 0.211352 0.341185 -6.29
245355_at 60S ribosomal protein L15 homolog--- AT4G17390 1.28 0.35 1.38 0.211387 0.341218 -6.29
251335_at  1-aminocyclopropane-1-carboxylat --- AT3G61400 -1.18 -0.24 -1.38 0.211535 0.341432 -6.29
265194_at  1-aminocyclopropane-1-carboxylat EFE AT1G05010 1.30 0.38 1.38 0.211577 0.341475 -6.29
266350_at  putative protein transport protein S STL2P AT2G01470 1.17 0.22 1.38 0.211688 0.34163 -6.29
246668_at putative protein --- --- -1.11 -0.15 -1.38 0.211713 0.341647 -6.29
264742_at hypothetical protein similar to hypot --- AT1G62130 -1.14 -0.20 -1.38 0.211858 0.341844 -6.29
248859_at putative protein contains similarity to--- AT5G46660 -1.13 -0.18 -1.38 0.211865 0.341844 -6.29
246141_at  TipD - like WD repeat protein TipD --- AT5G19920 -1.14 -0.19 -1.38 0.211936 0.341934 -6.29



259537_at hypothetical protein ; supported by cPHR1 AT1G12370 -1.14 -0.19 -1.38 0.21208 0.342142 -6.29
258428_at unknown protein --- AT3G16610 1.12 0.16 1.38 0.212194 0.342302 -6.29
251234_s_aputative dTDP-glucose 4-6-dehydraUXS4 AT2G47650 / 1.18 0.23 1.38 0.212226 0.342328 -6.29
252119_at thioredoxin h  ;supported by full-lengATTRX1 AT3G51030 -1.22 -0.29 -1.38 0.212429 0.342632 -6.29
249747_at putative protein similar to unknown --- AT5G24600 -1.14 -0.18 -1.38 0.212467 0.342669 -6.29
245788_at hypothetical protein similar to hypot --- AT1G32120 / 1.30 0.37 1.38 0.212568 0.342808 -6.29
263857_at unknown protein --- AT2G04380 -1.09 -0.12 -1.38 0.212597 0.34283 -6.30
250228_at cell cycle switch protein FZR3 AT5G13840 -1.14 -0.18 -1.38 0.212616 0.342837 -6.30
259503_at unknown protein ; supported by cDN--- AT1G15870 1.17 0.23 1.38 0.212643 0.342856 -6.30
249388_at  putative protein downy mildew resis--- AT5G40090 -1.13 -0.17 -1.38 0.212716 0.34295 -6.30
260255_at putative protein kinase similar to p5 --- AT1G74330 -1.22 -0.29 -1.38 0.212733 0.342953 -6.30
246577_at  MADS box transcription factor, putaAGL92 AT1G31640 -1.11 -0.15 -1.38 0.212763 0.342958 -6.30
256328_at  6-phosphogluconate dehydrogenas--- AT3G02360 1.23 0.30 1.38 0.212766 0.342958 -6.30
255917_at putative protein --- AT5G28560 -1.09 -0.13 -1.38 0.212922 0.343185 -6.30
250660_at RNA-binding protein-like --- AT5G07060 1.09 0.13 1.38 0.212964 0.343212 -6.30
262111_at hypothetical protein predicted by ge--- AT1G02960 -1.11 -0.15 -1.38 0.212969 0.343212 -6.30
259850_at hypothetical protein predicted by ge--- AT1G72240 -1.17 -0.22 -1.38 0.213058 0.343313 -6.30
249565_at contains similarity to S1 self-incomp--- AT5G38440 -1.12 -0.16 -1.38 0.213062 0.343313 -6.30
253101_at cytochrome P450 monooxygenase CYP91A2 AT4G37430 -1.24 -0.31 -1.38 0.213138 0.343388 -6.30
257476_at unknown protein --- AT1G80960 1.09 0.13 1.38 0.213139 0.343388 -6.30
257250_at  transfactor, putative similar to GB:B--- AT3G24120 -1.12 -0.17 -1.37 0.213216 0.343474 -6.30
266907_at Expressed protein ; supported by fuATGA2OX3--- -1.14 -0.19 -1.37 0.213222 0.343474 -6.30
254838_at hypothetical protein --- AT4G12380 -1.16 -0.21 -1.37 0.213248 0.343491 -6.30
264787_at putative senescence-associated proERD7 AT2G17840 -1.22 -0.28 -1.37 0.213307 0.34354 -6.30
259382_s_ajasmonate inducible protein isolog  JAL31 AT3G16420 / -1.72 -0.78 -1.37 0.213323 0.34354 -6.30
245522_at hypothetical protein --- AT4G15890 -1.11 -0.15 -1.37 0.213323 0.34354 -6.30
257353_at hypothetical protein predicted by geNPY4 AT2G23050 -1.12 -0.16 -1.37 0.213372 0.343595 -6.30
258177_at  ubiquitin-regulatory protein, putativ --- AT3G21660 -1.11 -0.14 -1.37 0.2134 0.343613 -6.30
256952_at  mannosidase, putative similar to m --- AT3G21160 1.14 0.19 1.37 0.213426 0.343613 -6.30
255548_at putative CHP-rich zinc finger protein--- AT4G01930 -1.09 -0.13 -1.37 0.213429 0.343613 -6.30
259011_s_aunknown protein similar to putative --- AT3G07380 / -1.12 -0.16 -1.37 0.213445 0.343616 -6.30
266623_at unknown protein --- AT2G35390 -1.16 -0.21 -1.37 0.213491 0.34364 -6.30
254451_at  adrenodoxin - like protein adrenodo--- AT4G21090 1.09 0.13 1.37 0.213501 0.34364 -6.30
249962_at  pectin methyl esterase -like protein --- AT5G18990 -1.19 -0.25 -1.37 0.213506 0.34364 -6.30
251616_at putative protein --- AT3G57990 1.10 0.14 1.37 0.213542 0.343675 -6.30



252679_at  CCR4-associated factor 1-like prote--- AT3G44260 1.76 0.82 1.37 0.21357 0.343695 -6.30
254938_at  putative oligopeptide transporter si OPT7 AT4G10770 -1.11 -0.15 -1.37 0.213685 0.343856 -6.30
249363_at DegP protease contains similarity toDegP13 AT5G40560 -1.09 -0.13 -1.37 0.213778 0.343941 -6.30
264697_at  cyclin, putative similar to cyclin D GCYCD1;1 AT1G70210 -1.63 -0.70 -1.37 0.21378 0.343941 -6.30
249516_s_amyrosinase binding protein-like; sim--- AT5G38540 / -1.12 -0.17 -1.37 0.213818 0.343941 -6.30
253860_at hypothetical protein  ;supported by f--- AT4G27700 -1.11 -0.14 -1.37 0.213818 0.343941 -6.30
257641_s_ahypothetical protein AOC1 AT3G25760 / -1.24 -0.31 -1.37 0.213824 0.343941 -6.30
262934_s_ahypothetical protein contains similar--- AT1G16270 / 1.16 0.21 1.37 0.213828 0.343941 -6.30
261015_at 14-3-3 protein GF14iota (grf12) idenGRF12 AT1G26480 1.11 0.15 1.37 0.213909 0.344046 -6.30
255848_at hypothetical protein predicted by ge--- AT2G33640 -1.13 -0.17 -1.37 0.213965 0.344113 -6.30
245094_at 4-alpha-glucanotransferase DPE2 AT2G40840 -1.15 -0.20 -1.37 0.214025 0.344185 -6.30
256329_at unknown protein SEC5A AT1G76850 -1.09 -0.12 -1.37 0.214047 0.344195 -6.30
253446_at  putative protein predicted protein T --- AT4G32620 1.12 0.16 1.37 0.21409 0.344241 -6.30
248654_at importin alpha IMPA-5 AT5G49310 -1.11 -0.15 -1.37 0.214174 0.344351 -6.30
255771_at hypothetical protein contains similar--- AT1G18550 -1.12 -0.16 -1.37 0.214202 0.344372 -6.30
266817_at hypothetical protein similar to hypot HUB1 AT2G44950 1.16 0.21 1.37 0.214252 0.344429 -6.30
252499_s_a subtilisin-like serine protease conta--- AT3G46840 / 1.12 0.16 1.37 0.214483 0.344747 -6.30
249240_at putative protein similar to unknown --- AT5G42220 1.14 0.19 1.37 0.214486 0.344747 -6.30
250308_at calcium-dependent protein kinase CPK17 AT5G12180 -1.15 -0.20 -1.37 0.214496 0.344747 -6.30
258777_at hypothetical protein predicted by ge--- AT3G11850 1.15 0.21 1.37 0.21453 0.34477 -6.30
252073_at hypothetical protein --- AT3G51750 1.53 0.62 1.37 0.214541 0.34477 -6.30
260876_at hypothetical protein contains similar--- AT1G21460 -1.18 -0.24 -1.37 0.214818 0.345191 -6.30
265237_s_ahypothetical protein --- AT2G07706 -1.12 -0.17 -1.37 0.214856 0.345228 -6.30
252175_at  zinc finger protein zinc finger proteiAtIDD2 AT3G50700 1.09 0.13 1.37 0.214984 0.34541 -6.30
266505_at unknown protein --- AT2G47830 -1.11 -0.15 -1.37 0.215053 0.345497 -6.31
262877_at unknown protein ;supported by full-l--- AT1G64850 1.15 0.20 1.37 0.215079 0.345514 -6.31
267629_at putative DNA polymerase delta smaPOLD2 AT2G42120 1.16 0.22 1.37 0.21538 0.345974 -6.31
257360_at unknown protein --- AT2G39240 -1.10 -0.14 -1.37 0.215431 0.346031 -6.31
253053_at  putative protein beta-ketoadipate e --- AT4G37470 -1.15 -0.20 -1.37 0.215447 0.346033 -6.31
251127_at  putative protein predicted protein, A--- AT5G01080 1.13 0.18 1.37 0.215474 0.346051 -6.31
267328_at putative receptor-like protein kinase--- AT2G19230 -1.14 -0.18 -1.37 0.215507 0.346079 -6.31
252623_at hypothetical protein --- AT3G45320 -1.12 -0.16 -1.37 0.215583 0.346177 -6.31
265501_at putative glucosyltransferase UGT73B4 AT2G15490 1.37 0.45 1.37 0.215797 0.346496 -6.31
265458_at unknown protein  ;supported by full---- AT2G46580 -1.13 -0.18 -1.37 0.21592 0.346662 -6.31
266639_at defender against cell death protein DAD2 AT2G35520 1.11 0.15 1.37 0.215931 0.346662 -6.31



262171_at unknown protein ;supported by full-lTIFY10B AT1G74950 -1.19 -0.25 -1.37 0.215971 0.346703 -6.31
251237_at  bZIP transcription factor-like proteinCPuORF3 AT3G62420 / -1.12 -0.16 -1.37 0.216028 0.34677 -6.31
256841_x_ahypothetical protein predicted by ge--- --- -1.18 -0.24 -1.36 0.216219 0.347053 -6.31
246742_at TOPP8 serine/threonine protein phoTOPP8 AT5G27840 1.09 0.12 1.36 0.216278 0.347122 -6.31
262814_at putative heat-shock protein strong s--- AT1G11660 1.10 0.14 1.36 0.216441 0.347358 -6.31
249218_at pitrilysin --- AT5G42390 1.16 0.22 1.36 0.216465 0.347358 -6.31
250636_at glycine-rich protein atGRP GRP18 AT5G07520 -1.12 -0.16 -1.36 0.21647 0.347358 -6.31
251911_at putative C2H2-type zinc finger prote--- AT3G53820 -1.12 -0.16 -1.36 0.216513 0.347381 -6.31
264413_s_ahypothetical protein similar to hypot --- --- -1.15 -0.20 -1.36 0.216515 0.347381 -6.31
265832_at putative replication protein A1 --- --- -1.10 -0.14 -1.36 0.216646 0.347566 -6.31
260991_at hypothetical protein predicted by ge--- AT1G12160 1.10 0.13 1.36 0.216954 0.348019 -6.31
247192_at histone H3 (sp|P05203)  ; supported--- AT5G65360 -1.84 -0.88 -1.36 0.216959 0.348019 -6.31
266408_at putative retroelement pol polyprotei --- --- -1.14 -0.19 -1.36 0.21701 0.348049 -6.31
265784_at hypothetical protein predicted by ge--- AT2G07280 1.11 0.15 1.36 0.217022 0.348049 -6.31
260428_at putative translation initiation factor E--- AT1G72340 -1.16 -0.22 -1.36 0.217023 0.348049 -6.31
263581_at hypothetical protein identical to hyp --- AT2G17160 -1.14 -0.18 -1.36 0.217182 0.348279 -6.31
247018_at AP2 domain transcription factor-like--- AT5G67000 -1.09 -0.12 -1.36 0.217239 0.348347 -6.31
257672_at unknown protein  ;supported by full---- AT3G20300 -1.22 -0.28 -1.36 0.217294 0.34841 -6.31
250151_at  high affinity nitrate transporter - likeATNRT2.7 AT5G14570 -1.23 -0.29 -1.36 0.21735 0.348475 -6.31
250708_at Expressed protein ; supported by fuRBE AT5G06070 -1.11 -0.15 -1.36 0.217445 0.348555 -6.31
247270_at ER66 protein-like --- AT5G64220 -1.10 -0.14 -1.36 0.217452 0.348555 -6.31
254050_s_ahypothetical protein  ; supported by --- AT4G25670 / 1.11 0.15 1.36 0.217459 0.348555 -6.31
250374_at putative protein EMF1 AT5G11530 1.22 0.29 1.36 0.217474 0.348555 -6.32
252478_at  putative protein mitotic phosphopro--- AT3G46540 1.20 0.26 1.36 0.217476 0.348555 -6.32
263612_at putative CDC21 protein MCM4 AT2G16440 -1.43 -0.52 -1.36 0.217507 0.348576 -6.32
265901_at putative selenium-binding protein --- AT2G25580 1.14 0.18 1.36 0.21752 0.348576 -6.32
248935_at salt-inducible protein-like --- AT5G46100 1.13 0.18 1.36 0.217653 0.348765 -6.32
265524_at hypothetical protein --- --- -1.09 -0.13 -1.36 0.217678 0.34878 -6.32
251137_at putative protein several hypothetica --- AT5G01300 1.17 0.22 1.36 0.217749 0.348869 -6.32
257245_at  hypothetical protein contains Pfam --- AT3G24110 -1.14 -0.19 -1.36 0.217852 0.349011 -6.32
265738_at NADC homolog identical to GP|121 QPT AT2G01350 1.12 0.17 1.36 0.217878 0.349026 -6.32
267107_at hypothetical protein predicted by ge--- --- -1.12 -0.16 -1.36 0.217893 0.349026 -6.32
264275_at hypothetical protein predicted by geanac024 AT1G60350 -1.09 -0.12 -1.36 0.217953 0.349075 -6.32
254791_at  SERINE CARBOXYPEPTIDASE I scpl20 AT4G12910 1.14 0.18 1.36 0.217954 0.349075 -6.32
248692_s_ahypothetical protein --- AT4G15070 / 1.12 0.16 1.36 0.218084 0.349239 -6.32



257525_at hypothetical protein predicted by ge--- AT3G04900 -1.13 -0.18 -1.36 0.218093 0.349239 -6.32
248634_at isoleucyl-tRNA synthetase OVA2 AT5G49030 -1.15 -0.20 -1.36 0.218102 0.349239 -6.32
254720_at  DNA (cytosine-5-)-methyltransferasMEE57 AT4G13610 -1.12 -0.17 -1.36 0.218131 0.349261 -6.32
254127_at NADPH-ferrihemoprotein reductaseATR1 AT4G24520 1.14 0.19 1.36 0.218162 0.349285 -6.32
248578_at putative protein contains similarity toemb1879 AT5G49820 -1.16 -0.21 -1.36 0.218211 0.349336 -6.32
264401_at  dihydroflavonol 4-reductase, putativBAN AT1G61720 -1.09 -0.12 -1.36 0.218224 0.349336 -6.32
265741_at putative membrane transporter  ; su--- AT2G01320 1.23 0.30 1.36 0.218377 0.349539 -6.32
260230_at putative DNA-binding protein contai --- AT1G74500 -1.11 -0.15 -1.36 0.218381 0.349539 -6.32
262294_at hypothetical protein identical to hyp --- AT1G27610 -1.11 -0.15 -1.36 0.21841 0.34954 -6.32
256743_at Expressed protein ; supported by fu--- AT3G29370 -1.36 -0.44 -1.36 0.218413 0.34954 -6.32
249543_at Expressed protein ; supported by fu--- --- -1.13 -0.17 -1.36 0.218526 0.349698 -6.32
264975_at hypothetical protein predicted by ge--- AT1G27070 1.12 0.16 1.36 0.218594 0.349776 -6.32
249929_at unknown protein --- AT5G22340 -1.14 -0.19 -1.36 0.218606 0.349776 -6.32
267571_at 3-hydroxyisobutyryl-coenzyme A hy--- AT2G30650 -1.10 -0.14 -1.36 0.218652 0.349825 -6.32
254029_at putative protein other hypothetical p--- AT4G25870 1.13 0.18 1.36 0.218707 0.349888 -6.32
246296_at  putative protein hypothetical protein--- AT3G56750 1.10 0.14 1.36 0.218723 0.349889 -6.32
262300_at  ripening-induced protein, putative s--- AT1G70870 1.09 0.12 1.36 0.218754 0.349914 -6.32
251871_at hypothetical protein --- AT3G54520 -1.09 -0.12 -1.36 0.218778 0.349928 -6.32
256882_at  RNA-binding protein, putative simil --- AT3G26420 / 1.15 0.20 1.36 0.218873 0.350055 -6.32
247438_at unknown protein  ; supported by cD--- AT5G62460 -1.21 -0.28 -1.36 0.219019 0.350264 -6.32
267349_at 60S acidic ribosomal protein P0 --- AT2G40010 -1.10 -0.13 -1.36 0.219067 0.350316 -6.32
265615_at putative dioxygenase  ; supported b--- AT2G25450 -1.13 -0.18 -1.35 0.219186 0.350482 -6.32
250909_at  S-receptor kinase - like protein S-re--- AT5G03700 1.47 0.56 1.35 0.219299 0.350639 -6.32
248117_at FH protein interacting protein FIP2 (FIP2 AT5G55000 1.14 0.19 1.35 0.219353 0.350696 -6.32
259521_at ATP-dependent Clp protease proteoCLP2 AT1G12410 -1.14 -0.19 -1.35 0.219377 0.350696 -6.32
254478_at  putative protein TRANSCRIPTION --- AT4G20330 1.15 0.20 1.35 0.219381 0.350696 -6.32
251491_at  fructokinase-like protein fructokinas--- AT3G59480 -1.17 -0.23 -1.35 0.219453 0.350787 -6.32
259927_at unknown protein  ; supported by cDJAC1 AT1G75100 -1.19 -0.26 -1.35 0.219479 0.350804 -6.32
255991_at unknown protein --- AT1G29820 -1.20 -0.27 -1.35 0.219521 0.350846 -6.32
244947_at hypothetical protein --- --- 1.14 0.19 1.35 0.219636 0.351005 -6.32
259686_at  transcription factor SCARECROW, --- AT1G63100 -1.18 -0.24 -1.35 0.219654 0.35101 -6.32
261994_at hypothetical protein contains similar--- AT1G33640 -1.10 -0.14 -1.35 0.219714 0.35108 -6.32
261299_at unknown protein --- AT1G48550 1.15 0.20 1.35 0.2198 0.351194 -6.32
264391_at pectate lyase-like protein Similar to --- AT1G11920 -1.11 -0.16 -1.35 0.219888 0.35131 -6.32
251566_at putative protein several hypothetica --- AT3G58210 -1.09 -0.12 -1.35 0.22002 0.351496 -6.33



251216_at  putative protein hypothetical protein--- --- -1.10 -0.14 -1.35 0.22012 0.35163 -6.33
262511_at  syntaxin-related protein At-SYR1, pSYP125 AT1G11250 -1.15 -0.20 -1.35 0.220206 0.351731 -6.33
247753_at hexosyltransferase - like protein --- AT5G59070 1.32 0.41 1.35 0.220226 0.351731 -6.33
246046_at  putative protein predicted proteins, --- --- -1.12 -0.17 -1.35 0.220229 0.351731 -6.33
254390_at  calcium-dependent protein kinase -CPK15 AT4G21940 1.12 0.16 1.35 0.220248 0.351738 -6.33
256971_at unknown protein contains Pfam pro --- AT3G21100 1.16 0.22 1.35 0.220266 0.351742 -6.33
245945_at  putative protein various predicted pROPGEF10AT5G19560 -1.09 -0.13 -1.35 0.220413 0.351951 -6.33
265058_s_a myrosinase-binding protein homoloMBP2 AT1G52030 / -1.82 -0.86 -1.35 0.22045 0.351986 -6.33
260098_at  tumor-related protein, putative simi --- AT1G73320 1.21 0.28 1.35 0.220492 0.352006 -6.33
265323_at putative syntaxin SYP112 AT2G18260 1.15 0.20 1.35 0.220494 0.352006 -6.33
257867_at unknown protein --- AT3G17780 -1.13 -0.18 -1.35 0.220527 0.352035 -6.33
267499_at hypothetical protein predicted by ge--- AT2G45500 1.12 0.16 1.35 0.220617 0.352135 -6.33
246303_at  putative carrier protein peroxisoma --- AT3G51870 1.20 0.26 1.35 0.220621 0.352135 -6.33
250195_at putative protein --- AT5G14560 1.09 0.12 1.35 0.220657 0.352169 -6.33
262344_at  cytochrome b245 beta chain homo ATRBOH F AT1G64060 -1.36 -0.44 -1.35 0.220682 0.352183 -6.33
266689_at hypothetical protein predicted by ge--- AT2G19930 1.21 0.27 1.35 0.220705 0.352195 -6.33
264853_at putative ligand-gated ion channel prGLR2 AT2G17260 / -1.14 -0.18 -1.35 0.22074 0.352227 -6.33
260358_at unknown protein ; supported by cDN--- AT1G69340 1.10 0.14 1.35 0.220799 0.352296 -6.33
248078_at putative protein contains similarity to--- AT5G55780 -1.10 -0.14 -1.35 0.220832 0.352324 -6.33
262038_at  invertase, putative similar to neutraCINV1 AT1G35580 -1.20 -0.26 -1.35 0.220905 0.352415 -6.33
247062_at putative protein similar to unknown --- AT5G66810 1.25 0.32 1.35 0.220925 0.352418 -6.33
246893_at  PHD finger protein - like PHD finge --- AT5G25520 -1.09 -0.12 -1.35 0.220937 0.352418 -6.33
266362_at unknown protein --- AT2G32430 1.14 0.19 1.35 0.22103 0.352542 -6.33
263671_at hypothetical protein predicted by ge--- AT2G04830 -1.11 -0.15 -1.35 0.221213 0.352785 -6.33
266403_at putative acid phosphatase contains --- AT2G38600 -1.13 -0.17 -1.35 0.221214 0.352785 -6.33
246000_at  putative protein predicted proteins, --- AT5G20820 -1.22 -0.28 -1.35 0.221351 0.35298 -6.33
247769_at  laccase precursor - like protein laccLAC16 AT5G58910 -1.10 -0.14 -1.35 0.221385 0.353009 -6.33
264439_at  adenine phosphoribosyltransferaseAPT1 AT1G27450 1.12 0.16 1.35 0.221486 0.353145 -6.33
251351_s_aCaLB protein NTMC2T4 AT3G60950 / -1.12 -0.16 -1.35 0.221861 0.353718 -6.33
256980_at hypothetical protein contains Pfam pDRB3 AT3G26932 1.16 0.21 1.35 0.221923 0.353792 -6.33
245724_at hypothetical protein predicted by ge--- AT1G73390 1.20 0.26 1.35 0.222048 0.353967 -6.33
250176_at  putative protein cytochrome P450 CCYP724A1 AT5G14400 -1.16 -0.21 -1.35 0.222094 0.35399 -6.33
251542_at  putative protein protein-tyrosine kin--- AT3G58760 -1.14 -0.19 -1.35 0.222105 0.35399 -6.33
256609_at hypothetical protein predicted by ge--- --- -1.10 -0.13 -1.35 0.222112 0.35399 -6.33
261789_at  40S ribosomal protein S12, putative--- AT1G15930 1.26 0.34 1.35 0.22213 0.35399 -6.33



261347_at unknown protein ELF7 AT1G79730 1.13 0.17 1.35 0.22214 0.35399 -6.33
248399_at putative protein strong similarity to u--- AT5G52010 1.11 0.14 1.34 0.222254 0.354146 -6.33
254739_at  putative disease resistance protein AtRLP48 AT4G13880 -1.11 -0.15 -1.34 0.222285 0.354172 -6.33
263582_at unknown protein similar to hypothetLYM2 AT2G17120 -1.19 -0.25 -1.34 0.222418 0.354356 -6.33
254337_at  putative protein hypothetical protein--- AT4G22060 -1.12 -0.16 -1.34 0.222432 0.354356 -6.33
245159_at putative cellulose synthase ATCSLD1 AT2G33100 -1.13 -0.18 -1.34 0.222487 0.354419 -6.34
246996_at putative protein similar to unknown LBD37 AT5G67420 -1.20 -0.26 -1.34 0.222526 0.354457 -6.34
266032_x_aputative replication protein A1 --- --- -1.12 -0.16 -1.34 0.222589 0.354532 -6.34
246766_at hypothetical protein --- AT5G27340 -1.18 -0.24 -1.34 0.222657 0.354598 -6.34
257763_s_a disease resistance protein, putativeAtRLP37 AT3G23110 / 1.38 0.47 1.34 0.222661 0.354598 -6.34
262150_at hypothetical protein contains similarFRS6 AT1G52520 -1.13 -0.18 -1.34 0.222732 0.354686 -6.34
261963_at hypothetical protein predicted by ge--- --- 1.13 0.18 1.34 0.222782 0.354715 -6.34
250780_at expansin At-EXP2 (gb|AAB38073.1 ATEXPA2 AT5G05290 -1.16 -0.22 -1.34 0.222794 0.354715 -6.34
247675_at  putative protein large number of pre--- AT5G59940 -1.15 -0.20 -1.34 0.222797 0.354715 -6.34
250447_at  putative protein KIAA0332 gene, H --- AT5G10800 -1.10 -0.13 -1.34 0.222893 0.354844 -6.34
249166_at CHP-rich zinc finger protein-like --- AT5G42840 1.12 0.16 1.34 0.222949 0.354908 -6.34
255673_at  Similar to receptor-like protein kina RLK4 AT4G00340 -1.11 -0.15 -1.34 0.223011 0.354962 -6.34
253509_at  putative protein kainate receptor, RGLR2.4 AT4G31710 -1.12 -0.16 -1.34 0.223015 0.354962 -6.34
251016_at  pathogenesis related protein - like --- AT5G02730 -1.20 -0.26 -1.34 0.223049 0.354962 -6.34
254304_at hypothetical protein  ; supported by --- AT4G22270 -1.14 -0.19 -1.34 0.223064 0.354962 -6.34
252645_at  bZIP transcription factor -like proteiDPBF2 AT3G44460 -1.12 -0.16 -1.34 0.223071 0.354962 -6.34
246853_at putative protein --- AT5G26890 -1.10 -0.14 -1.34 0.223077 0.354962 -6.34
260228_at putative cytochrome P450 similar toCYP98A8 AT1G74540 -1.12 -0.16 -1.34 0.223115 0.354998 -6.34
259595_at  CONSTANS family zinc finger prote--- AT1G28050 1.18 0.24 1.34 0.223264 0.355183 -6.34
263658_at unknown protein EST gb|T21788 co--- AT1G04490 -1.10 -0.14 -1.34 0.223282 0.355183 -6.34
252637_at  WD repeat domain protein nuclear HIRA AT3G44530 1.13 0.18 1.34 0.223287 0.355183 -6.34
252949_at  putative thaumatin-like protein thau--- AT4G38670 -1.23 -0.29 -1.34 0.223294 0.355183 -6.34
251789_at  serine/threonine-specific protein kin--- AT3G55450 1.15 0.20 1.34 0.22331 0.355185 -6.34
257535_at hypothetical protein predicted by ge--- AT3G09490 -1.25 -0.33 -1.34 0.223506 0.355472 -6.34
257760_s_a putative AC-like transposase simila--- --- -1.11 -0.15 -1.34 0.223632 0.355647 -6.34
256235_at  cysteine proteinase inhibitor, putati ATCYSB AT3G12490 -1.09 -0.12 -1.34 0.2237 0.35573 -6.34
246238_at sugar transporter like protein --- AT4G36670 -1.31 -0.39 -1.34 0.22373 0.355753 -6.34
244957_at hypothetical protein AT2G07835--- -1.12 -0.16 -1.34 0.223975 0.356117 -6.34
255197_x_acontains similarity to Oryza sativa re--- --- -1.13 -0.17 -1.34 0.224036 0.356181 -6.34
253310_at hypothetical protein  ; supported by EX1 AT4G33630 1.10 0.14 1.34 0.224046 0.356181 -6.34



256176_at hypothetical protein predicted by geATEXO70GAT1G51640 -1.10 -0.14 -1.34 0.224095 0.356223 -6.34
264443_at Expressed protein ; supported by fu--- AT1G27385 -1.16 -0.21 -1.34 0.224104 0.356223 -6.34
259091_at hypothetical protein predicted by ge--- AT3G04890 -1.12 -0.17 -1.34 0.224122 0.356228 -6.34
253111_at  putative protein glutamic acid-rich p--- AT4G35940 1.16 0.22 1.34 0.224154 0.356253 -6.34
262269_at hypothetical protein predicted by ge--- --- -1.10 -0.14 -1.34 0.22417 0.356254 -6.34
259779_s_ahypothetical protein predicted by ge--- AT1G29620 / 1.11 0.16 1.34 0.224198 0.356274 -6.34
249159_at Nicotiana lesion-inducing like  ; sup --- AT5G43460 1.16 0.22 1.34 0.224287 0.356391 -6.34
252054_at hypothetical protein  ;supported by fOFP18 AT3G52540 -1.13 -0.17 -1.34 0.224408 0.356558 -6.34
259853_at  leucine-rich receptor-like protein kin--- AT1G72300 1.16 0.22 1.34 0.224442 0.356587 -6.34
262907_at hypothetical protein predicted by geCRR28 AT1G59720 1.12 0.16 1.34 0.224574 0.356771 -6.34
250633_at  peptide methionine sulfoxide reducPMSR2 AT5G07460 -1.41 -0.49 -1.34 0.224739 0.356964 -6.34
258875_at unknown protein  ;supported by full---- AT3G03160 -1.16 -0.22 -1.34 0.224748 0.356964 -6.34
248356_at putative protein strong similarity to uATEXO70AAT5G52350 1.09 0.13 1.34 0.224761 0.356964 -6.34
249219_at putative protein contains similarity toSDG25 AT5G42400 -1.14 -0.19 -1.34 0.224769 0.356964 -6.34
249940_at NAC-domain protein-like  ;supporte anac090 AT5G22380 -1.12 -0.16 -1.34 0.224773 0.356964 -6.34
251131_at  laccase - like protein laccase precuLAC10 AT5G01190 -1.09 -0.12 -1.34 0.224838 0.357042 -6.34
248537_at putative protein similar to unknown --- AT5G50100 -1.15 -0.20 -1.34 0.224866 0.357062 -6.34
265186_at Expressed protein ; supported by fu--- AT1G23560 1.15 0.20 1.34 0.224987 0.357191 -6.34
245475_at hypothetical protein --- AT4G16080 -1.10 -0.14 -1.34 0.224988 0.357191 -6.34
263968_s_a PttA-like transposon protein no ATG--- --- -1.12 -0.16 -1.34 0.224994 0.357191 -6.34
250521_at selenium-binding protein-like --- AT5G08490 -1.11 -0.15 -1.34 0.22502 0.357197 -6.35
261897_at hypothetical protein predicted by ge--- AT1G80950 1.12 0.17 1.34 0.225046 0.357197 -6.35
267490_at putative receptor-like protein kinase--- AT2G19130 1.23 0.30 1.34 0.225058 0.357197 -6.35
244965_at hypothetical protein --- --- 1.17 0.22 1.34 0.225061 0.357197 -6.35
257551_at hypothetical protein contains similar--- --- -1.12 -0.17 -1.34 0.225104 0.35724 -6.35
257785_at  geranylgeranylated protein, putativ MUB4 AT3G26980 -1.45 -0.53 -1.34 0.225146 0.357266 -6.35
247174_at unknown protein  ; supported by cD--- AT5G65250 1.10 0.14 1.34 0.225151 0.357266 -6.35
262383_at  disease resistance protein, putative--- AT1G72940 1.68 0.75 1.34 0.22521 0.357334 -6.35
252488_at  glucuronosyl transferase-like protei--- AT3G46700 -1.10 -0.14 -1.34 0.225252 0.357376 -6.35
256535_at unknown protein ANAC015 AT1G33280 -1.14 -0.19 -1.33 0.225324 0.357464 -6.35
249909_s_aalpha-adaptin --- AT5G22770 / -1.14 -0.18 -1.33 0.225339 0.357464 -6.35
261030_at unknown protein contains similarity --- AT1G17410 1.13 0.18 1.33 0.225527 0.357717 -6.35
264846_at senescence-associated protein con --- AT2G17850 -1.11 -0.15 -1.33 0.22553 0.357717 -6.35
265482_at hypothetical protein contains a dom--- AT2G15780 2.28 1.19 1.33 0.225604 0.357776 -6.35
262181_at  xylosidase, putative similar to xylos--- AT1G78060 -1.32 -0.40 -1.33 0.225611 0.357776 -6.35



246875_at  pathogenesis-related protein - like --- AT5G26130 -1.11 -0.15 -1.33 0.225614 0.357776 -6.35
253831_at Expressed protein ; supported by fu--- AT4G27580 -1.12 -0.16 -1.33 0.225648 0.357805 -6.35
249236_at putative protein similar to unknown --- AT5G41950 -1.10 -0.13 -1.33 0.225802 0.358025 -6.35
248270_at putative protein similar to unknown ORG1 AT5G53450 -1.27 -0.35 -1.33 0.225837 0.358043 -6.35
265878_at putative SUPERMAN-like C2H2 zin ZFP11 AT2G42410 -1.09 -0.13 -1.33 0.225845 0.358043 -6.35
250867_at  putative protein predicted protein, A--- AT5G03880 -1.17 -0.23 -1.33 0.225943 0.358173 -6.35
253872_at  putative protein Arabidopsis thalianRD26 AT4G27410 1.19 0.25 1.33 0.225961 0.358176 -6.35
251022_at  putative protein Hsp70 binding prot--- AT5G02150 1.13 0.17 1.33 0.225991 0.3582 -6.35
247667_at  putative protein predicted protein, A--- AT5G60150 -1.13 -0.17 -1.33 0.226037 0.358247 -6.35
264658_at hypothetical protein similar to LG27 --- AT1G09910 1.12 0.16 1.33 0.226109 0.358338 -6.35
260623_at high-affinity nitrate transporter NRT ATNRT2:1 AT1G08090 -1.13 -0.18 -1.33 0.226224 0.358489 -6.35
248401_at putative protein similar to unknown HCF208 AT5G52110 -1.23 -0.30 -1.33 0.226237 0.358489 -6.35
262009_at hypothetical protein predicted by ge--- AT1G35610 -1.13 -0.18 -1.33 0.226337 0.358623 -6.35
252804_at putative protein --- --- -1.09 -0.12 -1.33 0.226369 0.358637 -6.35
249597_at  putative protein probable quinone o--- AT5G37960 -1.09 -0.12 -1.33 0.226377 0.358637 -6.35
264263_at Expressed protein ; supported by fuAtPP2-B15 AT1G09155 1.11 0.15 1.33 0.226527 0.35885 -6.35
246598_at  dolichyl-phosphate-mannose--glyco--- AT5G14850 1.14 0.19 1.33 0.226556 0.358871 -6.35
259758_s_aputative caffeic acid 3-O-methyltran --- AT1G77520 / -1.11 -0.15 -1.33 0.226578 0.358881 -6.35
245474_at hypothetical protein --- AT4G16060 -1.14 -0.18 -1.33 0.226603 0.358892 -6.35
250258_at floral homeotic protein AGL15 (sp|QAGL15 AT5G13790 -1.12 -0.16 -1.33 0.226616 0.358892 -6.35
267020_at hypothetical protein predicted by ge--- AT2G39320 -1.12 -0.16 -1.33 0.226736 0.359056 -6.35
266266_at putative enolase (2-phospho-D-glyc--- AT2G29560 -1.13 -0.18 -1.33 0.22682 0.359131 -6.35
255930_at hypothetical protein predicted by ge--- AT1G12660 -1.10 -0.14 -1.33 0.226826 0.359131 -6.35
256660_at hypothetical protein similar to hypot --- AT3G12060 -1.12 -0.16 -1.33 0.226857 0.359131 -6.35
252435_at putative protein several hypothetica --- --- -1.12 -0.17 -1.33 0.226861 0.359131 -6.35
250017_at unknown protein --- AT5G18140 -1.19 -0.25 -1.33 0.226876 0.359131 -6.35
264820_at putative coproporphyrinogen III oxidLIN2 AT1G03475 -1.09 -0.12 -1.33 0.226878 0.359131 -6.35
246175_s_a putative protein hypothetical protein--- AT5G28320 / -1.11 -0.15 -1.33 0.226899 0.359139 -6.35
267086_at putative salt-inducible protein --- AT2G32630 1.14 0.19 1.33 0.226914 0.359139 -6.35
265532_at hypothetical protein predicted by ge--- --- -1.12 -0.16 -1.33 0.22695 0.359171 -6.35
263872_at putative cellulose synthase catalyticCESA9 AT2G21770 -1.13 -0.18 -1.33 0.227006 0.359235 -6.35
261540_at unknown protein --- AT1G63610 -1.13 -0.17 -1.33 0.227044 0.359269 -6.35
249728_at GTPase activator-like protein of Rab--- AT5G24390 1.13 0.17 1.33 0.227173 0.35945 -6.35
257657_at Expressed protein ; supported by fu--- AT3G13235 1.10 0.13 1.33 0.227202 0.359471 -6.35
246203_at putative protein ; supported by full-le--- AT4G36610 -1.22 -0.29 -1.33 0.227225 0.359482 -6.35



248726_at RAS superfamily GTP-binding proteATRABA4CAT5G47960 1.61 0.69 1.33 0.22727 0.359515 -6.35
258109_at hypothetical protein contains Pfam pHGL1 AT3G23640 1.12 0.16 1.33 0.227278 0.359515 -6.35
263487_at hypothetical protein predicted by ge--- AT2G31850 -1.10 -0.14 -1.33 0.22747 0.359794 -6.35
258985_at  hypothetical protein similar to hypo --- AT3G08960 -1.10 -0.14 -1.33 0.22751 0.359832 -6.35
260048_at unknown protein contains Pfam pro --- AT1G73750 -1.46 -0.54 -1.33 0.227541 0.359857 -6.35
245231_at hypothetical protein --- AT4G25600 1.13 0.18 1.33 0.227593 0.359891 -6.35
260600_at hypothetical protein predicted by ge--- AT1G55950 -1.12 -0.16 -1.33 0.227594 0.359891 -6.35
250270_at  putative protein FL10, EGF respon --- AT5G12980 1.13 0.18 1.33 0.227719 0.360063 -6.36
257538_at hypothetical protein predicted by ge--- AT3G16160 -1.10 -0.13 -1.33 0.227736 0.360065 -6.36
256526_at  disease resistance protein, putative--- AT1G66090 -1.12 -0.16 -1.33 0.227849 0.360219 -6.36
246664_at putative protein predicted proteins - --- --- -1.11 -0.15 -1.33 0.227918 0.360304 -6.36
258408_at unknown protein similar to putative ATCHX19 AT3G17630 1.10 0.14 1.33 0.228001 0.36041 -6.36
256377_at hypothetical protein --- AT1G66650 -1.09 -0.12 -1.33 0.228035 0.360438 -6.36
264055_at putative protein kinase contains a p --- AT2G28590 1.13 0.18 1.33 0.228071 0.360469 -6.36
256703_at  MADS-box transcription factor simi AGL79 AT3G30260 1.08 0.11 1.33 0.228117 0.360517 -6.36
252248_at  putative protein resistance gene HcAtRLP44 AT3G49750 -1.21 -0.27 -1.33 0.228218 0.360651 -6.36
261442_at Expressed protein ; supported by fu--- AT1G28375 1.11 0.15 1.33 0.228273 0.360693 -6.36
258199_at unknown protein --- AT3G14030 -1.11 -0.15 -1.33 0.228277 0.360693 -6.36
248888_at potassium channel protein KAT1 (p KAT1 AT5G46240 -1.31 -0.39 -1.33 0.228291 0.360693 -6.36
259681_at nitrate reductase 1 (NR1) identical tNIA1 AT1G77760 -2.15 -1.10 -1.32 0.228469 0.360949 -6.36
260378_at putative actin similar to actin GB:CAATARP4A AT1G73910 -1.09 -0.12 -1.32 0.228558 0.361065 -6.36
265864_at putative myosin heavy chain-like proATMAP70-3AT2G01750 1.16 0.21 1.32 0.228789 0.361405 -6.36
254461_at  receptor kinase - like protein SRK3--- AT4G21230 1.16 0.22 1.32 0.228871 0.361486 -6.36
262919_at unknown protein ; supported by cDN--- AT1G79380 -1.16 -0.21 -1.32 0.228875 0.361486 -6.36
254897_at  serine/threonine kinase-like protein--- AT4G11470 1.37 0.45 1.32 0.228888 0.361486 -6.36
264017_s_aputative ER lumen protein retaining --- AT2G21190 / 1.10 0.14 1.32 0.22898 0.361591 -6.36
264959_at hypothetical protein predicted by ge--- AT1G77090 -1.13 -0.17 -1.32 0.228987 0.361591 -6.36
245960_at  subtilisin-like protein subtilisin/kexinS1P AT5G19660 1.09 0.12 1.32 0.229015 0.361611 -6.36
248376_at unknown protein ; supported by full---- AT5G51880 -1.11 -0.15 -1.32 0.229087 0.361699 -6.36
265437_at hypothetical protein predicted by geMCM10 AT2G20980 -1.12 -0.16 -1.32 0.229106 0.361705 -6.36
259833_at  MYB-family transcription factor, putMYB105 AT1G69560 -1.10 -0.13 -1.32 0.229174 0.361771 -6.36
251410_at uclacyanin 3  ; supported by cDNA: UCC3 AT3G60280 -1.10 -0.13 -1.32 0.22918 0.361771 -6.36
263278_at dynamin-like protein DRP3B AT2G14120 1.13 0.17 1.32 0.229348 0.361995 -6.36
259719_at unknown protein contains gamma-thLCR66 AT1G61070 -1.10 -0.13 -1.32 0.229353 0.361995 -6.36
253031_at  putative protein cellulose synthase CSLD4 AT4G38190 -1.12 -0.16 -1.32 0.229428 0.362069 -6.36



253693_at Thioredoxin - like protein thioredoxinACHT2 AT4G29670 -1.19 -0.26 -1.32 0.229432 0.362069 -6.36
254668_at  neoxanthin cleavage enzyme - like NCED2 AT4G18350 -1.14 -0.19 -1.32 0.229477 0.362116 -6.36
253644_at  putative protein predicted protein, A--- AT4G29870 1.16 0.21 1.32 0.229508 0.362138 -6.36
265178_at  Pto kinase interactor, putative simil --- AT1G23540 -1.12 -0.16 -1.32 0.229604 0.362265 -6.36
258311_at  transport inhibitor response 1 (TIR1AFB2 AT3G26810 -1.12 -0.16 -1.32 0.229702 0.362394 -6.36
254718_at  putative protein disease resistance --- AT4G13580 -1.11 -0.16 -1.32 0.2298 0.362524 -6.36
262403_s_a mutator-like transposase, putative s--- --- 1.09 0.13 1.32 0.22986 0.362595 -6.36
259116_at putative peptide transporter similar --- AT3G01350 1.21 0.27 1.32 0.229913 0.362652 -6.36
255517_at  putative endo-1,4-beta glucanase sAtGH9B13 AT4G02290 -1.14 -0.19 -1.32 0.229947 0.362682 -6.36
257913_at unknown protein  ; supported by cDLAG1 AT3G25540 1.12 0.16 1.32 0.230026 0.362781 -6.36
250095_at phytoene synthase (gb|AAB65697.1--- AT5G17230 -1.22 -0.29 -1.32 0.230073 0.36283 -6.36
255390_at  hypothetical protein similar to A. tha--- --- -1.11 -0.15 -1.32 0.230137 0.362892 -6.36
264898_at Unknown protein ; supported by full --- AT1G23205 -1.18 -0.24 -1.32 0.230156 0.362892 -6.36
256989_at hypothetical protein predicted by ge--- AT3G28580 1.85 0.89 1.32 0.230161 0.362892 -6.36
255892_at hypothetical protein contains similar--- AT1G17910 -1.10 -0.14 -1.32 0.230221 0.362963 -6.36
259443_at  chitinase, putative similar to chitina --- AT1G02360 1.27 0.35 1.32 0.230249 0.362982 -6.37
258384_at hypothetical protein predicted by ge--- AT3G15490 -1.10 -0.14 -1.32 0.230294 0.363027 -6.37
255143_at putative protein several hypothetica --- AT4G08430 -1.08 -0.11 -1.32 0.230324 0.36305 -6.37
AFFX-r2-Ec-E. coli /GEN=bioB /DB_XREF=gb:J --- --- -1.33 -0.41 -1.32 0.230344 0.363056 -6.37
252053_at syntaxin-like protein synt4  ;support SYP122 AT3G52400 1.40 0.49 1.32 0.230514 0.363277 -6.37
248496_at MtN3-like protein  ;supported by full --- AT5G50790 -1.14 -0.18 -1.32 0.230516 0.363277 -6.37
244930_at hypothetical protein --- AT2G07809 1.10 0.13 1.32 0.230585 0.363361 -6.37
256942_at hypothetical protein similar to unknoLSH4 AT3G23290 -1.36 -0.44 -1.32 0.23067 0.363469 -6.37
263625_at  F-box protein family, AtFBX9 conta--- AT2G04920 -1.10 -0.14 -1.32 0.230719 0.363519 -6.37
250949_at putative protein --- AT5G03510 -1.10 -0.13 -1.32 0.230733 0.363519 -6.37
250310_at unknown protein --- AT5G12230 1.15 0.20 1.32 0.230771 0.363553 -6.37
265565_at putative retroelement pol polyprotei --- --- -1.11 -0.15 -1.32 0.230943 0.363787 -6.37
265198_at putative glucosyl transferase UGT73C2 AT2G36760 -1.10 -0.13 -1.32 0.230952 0.363787 -6.37
259742_at putative proline-rich APG protein simGLIP6 AT1G71120 -1.17 -0.23 -1.32 0.230984 0.363814 -6.37
261469_at unknown protein AtRLP4 AT1G28340 -1.11 -0.15 -1.32 0.231096 0.363965 -6.37
247526_at  putative protein C2H2 zinc-finger p --- AT5G61470 -1.10 -0.14 -1.32 0.231222 0.364139 -6.37
251668_at putative protein strictosidine syntha --- AT3G57010 -1.26 -0.34 -1.32 0.231271 0.36419 -6.37
262693_at unknown protein --- AT1G62780 -1.25 -0.32 -1.32 0.231311 0.364228 -6.37
251245_at  putative protein phytochrome-asso PIL2 AT3G62090 1.37 0.46 1.32 0.231345 0.364257 -6.37
267290_at putative SET-domain transcriptiona --- AT2G23740 -1.13 -0.18 -1.32 0.231384 0.364271 -6.37



263128_at  zinc finger protein, putative similar LZF1 AT1G78600 1.21 0.27 1.32 0.2314 0.364271 -6.37
257465_at hypothetical protein predicted by ge--- AT1G13040 1.09 0.12 1.32 0.231406 0.364271 -6.37
253624_at  putative protein 2-acylglycerophospATS2 AT4G30580 1.14 0.19 1.32 0.231419 0.364271 -6.37
251761_at  glucuronosyl transferase - like prote--- AT3G55700 1.15 0.21 1.32 0.2315 0.364374 -6.37
261777_at hypothetical protein predicted by ge--- AT1G76210 -1.11 -0.15 -1.32 0.231532 0.364383 -6.37
266101_at unknown protein  ; supported by cD--- AT2G37940 1.35 0.43 1.32 0.231538 0.364383 -6.37
266334_at hypothetical protein predicted by ge--- AT2G32380 -1.19 -0.25 -1.31 0.231577 0.36442 -6.37
259370_at hypothetical protein predicted by ge--- AT1G69050 1.14 0.18 1.31 0.231727 0.364631 -6.37
267528_at MADS-box protein (AGL6)  ; supporAGL6 AT2G45650 -1.11 -0.15 -1.31 0.231743 0.364631 -6.37
261877_at putative indole-3-acetate beta-gluco--- AT1G50580 -1.11 -0.15 -1.31 0.23177 0.364649 -6.37
265360_s_aputative Athila retroelement ORF1 p--- --- -1.11 -0.15 -1.31 0.23186 0.364766 -6.37
249227_at peroxidase (emb|CAA66960.1) --- AT5G42180 -1.11 -0.14 -1.31 0.231902 0.364798 -6.37
247390_at putative protein similar to unknown --- AT5G63520 1.10 0.13 1.31 0.231913 0.364798 -6.37
246946_at putative protein --- AT5G25070 -1.09 -0.13 -1.31 0.231948 0.364827 -6.37
257229_at putative calmodulin-binding protein IQD26 AT3G16490 -1.14 -0.20 -1.31 0.231982 0.364842 -6.37
250278_at  2-oxoglutarate/malate translocator DiT1 AT5G12860 1.20 0.27 1.31 0.231989 0.364842 -6.37
253147_at  protein kinase - like protein serine/tCONNEXINAT4G35600 1.21 0.27 1.31 0.232039 0.364895 -6.37
255134_at putative protein --- AT4G08330 1.12 0.16 1.31 0.232092 0.364954 -6.37
248978_at putative protein contains similarity toAtPP2-A8 AT5G45070 -1.15 -0.20 -1.31 0.23215 0.36502 -6.37
264671_at unknown protein  ; supported by full--- AT1G09920 1.13 0.17 1.31 0.23219 0.365045 -6.37
245834_at  transposon protein, putative similar--- --- -1.09 -0.13 -1.31 0.232198 0.365045 -6.37
248280_at putative protein similar to unknown --- AT5G52950 -1.11 -0.15 -1.31 0.232221 0.365055 -6.37
245226_at gene_id:K17E7.15~unknown protei --- AT3G29970 1.63 0.71 1.31 0.23227 0.365104 -6.37
244923_s_aorf153b orf153b --- AT2G07674 -1.19 -0.26 -1.31 0.232283 0.365104 -6.37
251842_at  extensin precursor -like protein exte--- AT3G54580 -1.30 -0.37 -1.31 0.232311 0.365122 -6.37
261542_at unknown protein contains Pfam pro --- AT1G63560 -1.13 -0.17 -1.31 0.232365 0.365182 -6.37
255353_at putative transposon protein similar t--- --- -1.09 -0.13 -1.31 0.232391 0.365197 -6.37
253011_at  putative protein retrotransposon -likEDA40 AT4G37890 -1.23 -0.30 -1.31 0.232462 0.365255 -6.37
262187_at hypothetical protein --- AT1G77960 1.10 0.14 1.31 0.232465 0.365255 -6.37
244903_at hypothetical protein --- --- 1.32 0.40 1.31 0.232476 0.365255 -6.37
247995_at putative protein contains similarity to--- AT5G56160 -1.15 -0.20 -1.31 0.232503 0.365272 -6.37
245455_at disease resistance RPP5 like protei --- AT4G16930 -1.10 -0.14 -1.31 0.232534 0.365272 -6.37
255707_at predicted protein MEE50 AT4G00231 1.09 0.13 1.31 0.232563 0.365272 -6.37
261915_at  amp-binding protein, putative similaBZO1 AT1G65880 1.08 0.12 1.31 0.232573 0.365272 -6.37
252236_at  zinc-finger-like protein Cys2/His2-ty--- AT3G49930 1.11 0.15 1.31 0.232582 0.365272 -6.37



246506_at  putative protein hypothetical protein--- AT5G16110 1.14 0.20 1.31 0.232593 0.365272 -6.37
263299_s_ahypothetical protein predicted by ge--- AT2G11570 -1.11 -0.14 -1.31 0.232599 0.365272 -6.37
247433_at  E2, ubiquitin-conjugating enzyme 3UBC3 AT5G62540 -1.18 -0.23 -1.31 0.232644 0.365318 -6.37
253978_at  putative protein probable kinesin - A--- AT4G26660 -1.14 -0.18 -1.31 0.232675 0.365341 -6.37
257714_at  histone H3, putative similar to histo--- AT3G27360 -1.13 -0.18 -1.31 0.232735 0.36541 -6.37
250015_at N-acetylglucosamine-phosphate muDRT101 AT5G18070 -1.22 -0.29 -1.31 0.232886 0.365623 -6.37
259944_at hypothetical protein predicted by ge--- AT1G71470 -1.10 -0.14 -1.31 0.232998 0.365756 -6.38
266186_at unknown protein AERO2 AT2G38960 1.09 0.13 1.31 0.233003 0.365756 -6.38
252577_at putative protein putative proteins - A--- AT3G45460 -1.09 -0.12 -1.31 0.233076 0.365846 -6.38
267194_s_aputative ARP2/3 protein complex suARPC1A AT2G30910 / -1.11 -0.15 -1.31 0.233203 0.366019 -6.38
258464_at kinesin-like protein similar to KLP2 pPOK1 AT3G17360 -1.08 -0.12 -1.31 0.233271 0.366099 -6.38
248724_at putative protein strong similarity to u--- AT5G47970 1.20 0.26 1.31 0.233291 0.366099 -6.38
264528_at hypothetical protein similar to Huma--- AT1G30810 1.09 0.12 1.31 0.233329 0.366099 -6.38
258554_at putative DEAD/DEAH box helicase --- AT3G06980 1.10 0.14 1.31 0.233332 0.366099 -6.38
266870_at putative heterogeneous nuclear ribo--- AT2G44710 1.17 0.23 1.31 0.233344 0.366099 -6.38
260963_at hypothetical protein predicted by ge--- AT1G44990 -1.11 -0.15 -1.31 0.233372 0.366099 -6.38
265166_at putative OBP32pep protein --- AT1G23640 1.09 0.13 1.31 0.233378 0.366099 -6.38
247489_at  carbonyl reductase - like protein ind--- AT5G61830 -1.12 -0.17 -1.31 0.233387 0.366099 -6.38
257565_at hypothetical protein predicted by ge--- AT3G28620 1.09 0.13 1.31 0.233398 0.366099 -6.38
250626_at  putative protein p100 co-activator - --- AT5G07350 -1.11 -0.15 -1.31 0.233432 0.366128 -6.38
254001_at  putative protein PRE87 mRNA, PinMIOX4 AT4G26260 1.38 0.46 1.31 0.233531 0.366257 -6.38
255597_at hypothetical protein --- AT4G01730 -1.12 -0.16 -1.31 0.233554 0.366266 -6.38
249795_at 40S ribosomal protein S11 ;support RPS11-BETAT5G23740 1.22 0.29 1.31 0.233572 0.366266 -6.38
254406_at  putative transposable element reve--- --- -1.09 -0.13 -1.31 0.233585 0.366266 -6.38
267641_at Argonaute (AGO1)-like protein AGO6 AT2G32940 -1.09 -0.13 -1.31 0.233736 0.366477 -6.38
247626_at  receptor like protein kinase recepto--- AT5G60300 / -1.38 -0.46 -1.31 0.23382 0.366584 -6.38
259803_at  cytosolic factor, putative similar to GPATL1 AT1G72150 -1.11 -0.14 -1.31 0.233858 0.366619 -6.38
266056_at hypothetical protein predicted by geATATG18CAT2G40810 -1.09 -0.13 -1.31 0.233947 0.366733 -6.38
261465_at unknown protein --- AT1G07705 -1.10 -0.14 -1.31 0.233981 0.366758 -6.38
251901_at  putative protein axi1 protein, Nicoti --- AT3G54100 -1.14 -0.19 -1.31 0.233995 0.366758 -6.38
245974_at putative protein --- --- -1.18 -0.24 -1.31 0.234087 0.366876 -6.38
252462_at  putative protein various predicted g--- AT3G47250 -1.10 -0.14 -1.31 0.234103 0.366876 -6.38
256615_at hypothetical protein predicted by ge--- AT3G22250 -1.14 -0.19 -1.31 0.2342 0.367003 -6.38
260470_at hypothetical protein predicted by ge--- AT1G11120 -1.14 -0.18 -1.31 0.23428 0.367092 -6.38
262096_at NAC1 identical to NAC1 GB:AAF21NAC1 AT1G56010 1.26 0.34 1.31 0.234289 0.367092 -6.38



248621_at putative protein similar to unknown --- AT5G49350 -1.11 -0.15 -1.31 0.234329 0.367131 -6.38
247699_at  GTP-binding protein ara-3 GTP-bin--- AT5G59840 1.20 0.26 1.31 0.23436 0.367154 -6.38
258602_at putative protein phosphatase-2C (P--- AT3G02750 -1.09 -0.12 -1.31 0.234639 0.367565 -6.38
257849_at unknown protein ECT5 AT3G13060 1.15 0.20 1.30 0.234755 0.367713 -6.38
246637_at  putative protein polymorphic memb--- AT5G34870 -1.12 -0.16 -1.30 0.234772 0.367713 -6.38
256820_at  far-red impaired response protein, FHY3 AT3G22170 1.09 0.13 1.30 0.234782 0.367713 -6.38
245412_at hypothetical protein --- AT4G17280 -1.18 -0.24 -1.30 0.234809 0.367731 -6.38
251904_at  Machado-Joseph disease MJD1a - --- AT3G54130 1.15 0.20 1.30 0.234912 0.367867 -6.38
263792_at putative retroelement pol polyprotei --- --- -1.14 -0.19 -1.30 0.234952 0.367903 -6.38
266686_at hypothetical protein --- AT2G19700 -1.11 -0.15 -1.30 0.235002 0.367956 -6.38
252666_at putative protein hypothetical protein--- AT3G44180 -1.12 -0.16 -1.30 0.235055 0.367994 -6.38
262655_s_a putative mandelonitrile lyase simila --- AT1G14185 / 1.09 0.13 1.30 0.235058 0.367994 -6.38
256381_at  lipid transfer protein, putative conta--- AT1G66850 -1.12 -0.17 -1.30 0.235172 0.368148 -6.38
252035_at  beta-ketoacyl-CoA synthase like prKCS15 AT3G52160 -1.13 -0.17 -1.30 0.235237 0.368224 -6.38
263439_at hypothetical protein predicted by geATEXO70HAT2G28650 -1.12 -0.16 -1.30 0.235307 0.368285 -6.38
254513_at  cytochrome p450 like protein cytoc CYP71A27 AT4G20240 -1.09 -0.13 -1.30 0.235308 0.368285 -6.38
264801_at hypothetical protein gene overlaps Semb2411 AT1G08840 -1.11 -0.15 -1.30 0.235475 0.368516 -6.38
244991_s_aNADH dehydrogenase ND2 --- --- -1.11 -0.14 -1.30 0.235499 0.368516 -6.38
256806_at  CCAAT-binding factor B chain, putaNF-YA9 AT3G20910 1.12 0.17 1.30 0.235516 0.368516 -6.38
258053_at unknown protein similar to CGI-18 p--- AT3G16230 1.09 0.12 1.30 0.23553 0.368516 -6.38
258835_at  putative RNA-binding protein conta--- AT3G07250 -1.12 -0.17 -1.30 0.235537 0.368516 -6.38
264216_at hypothetical protein similar to hypot --- AT1G60180 -1.09 -0.13 -1.30 0.235619 0.368603 -6.39
247083_at unknown protein --- AT5G66290 1.10 0.14 1.30 0.235633 0.368603 -6.39
246377_at  low-temperature-specific protein, p --- AT1G57550 -1.18 -0.24 -1.30 0.235656 0.368603 -6.39
254394_at subtilisin-like serine protease contai--- AT4G21630 -1.09 -0.12 -1.30 0.235657 0.368603 -6.39
245564_at hypothetical protein emb2739 AT4G14590 1.12 0.17 1.30 0.235694 0.368627 -6.39
252903_at  putative protein various predicted p--- AT4G39570 1.19 0.25 1.30 0.235704 0.368627 -6.39
261799_at unknown protein contains similarity --- AT1G30473 -1.16 -0.21 -1.30 0.235747 0.368667 -6.39
258080_at unknown protein  ;supported by full---- AT3G25930 -1.09 -0.12 -1.30 0.235962 0.368972 -6.39
256361_at  formyl transferase, putative containpde194 AT1G66520 1.14 0.19 1.30 0.235991 0.368972 -6.39
265413_s_ahypothetical protein predicted by ge--- AT2G16650 / -1.12 -0.16 -1.30 0.235992 0.368972 -6.39
252172_at  putative protein predicted proteins, --- AT3G50640 -1.11 -0.15 -1.30 0.236006 0.368972 -6.39
258268_at  putative WD-repeat protein containWSIP2 AT3G15880 1.18 0.23 1.30 0.236132 0.369143 -6.39
265835_at putative retroelement pol polyprotei --- --- -1.13 -0.18 -1.30 0.236153 0.369151 -6.39
250498_at microbody NAD-dependent malate PMDH2 AT5G09660 -1.18 -0.24 -1.30 0.236252 0.369281 -6.39



253602_s_a leucyl aminopeptidase - like protein--- AT4G30910 / 1.10 0.14 1.30 0.236326 0.369348 -6.39
262550_at hypothetical protein similar to hypot --- AT1G31310 -1.10 -0.14 -1.30 0.236328 0.369348 -6.39
257077_at  PR-1 protein, putative similar to PR--- AT3G19690 -1.16 -0.21 -1.30 0.236384 0.36941 -6.39
247551_at  ras-GTPase-activating protein SH3--- AT5G60980 1.09 0.12 1.30 0.236472 0.369523 -6.39
AFFX-ThrX- B. subtilis /GEN=thrC /DB_XREF=g--- --- -1.23 -0.29 -1.30 0.236567 0.369647 -6.39
245366_at Expressed protein ; supported by fuAtMAPR4 AT4G14965 1.09 0.13 1.30 0.236733 0.369881 -6.39
254156_at  Rab geranylgeranyl transferase like--- AT4G24490 -1.15 -0.21 -1.30 0.236751 0.369883 -6.39
244956_s_ahypothetical protein --- --- 1.12 0.16 1.30 0.236806 0.369943 -6.39
260891_at cysteine protease contains similarity--- AT1G29080 -1.11 -0.16 -1.30 0.237085 0.370354 -6.39
254308_at  putative protein snRNP assembly f --- AT4G22410 1.11 0.14 1.30 0.237144 0.37042 -6.39
247649_at  KED - like protein KED, Nicotiana t --- AT5G60030 1.12 0.16 1.30 0.237254 0.370567 -6.39
247481_at  putative protein predicted protein, A--- AT5G62400 -1.09 -0.13 -1.30 0.23729 0.370598 -6.39
266786_at putative non-LTR retroelement reve--- --- 1.10 0.13 1.30 0.23744 0.370806 -6.39
248435_at oleosin-like OLEO3 AT5G51210 -1.13 -0.18 -1.30 0.237517 0.370901 -6.39
256712_at unknown protein similar to T14G11.--- AT2G34020 -1.09 -0.12 -1.30 0.237651 0.371085 -6.39
256810_at  adenyl cyclase, putative similar to a--- AT3G21465 1.12 0.17 1.30 0.237848 0.371368 -6.39
256387_at hypothetical protein --- AT3G06170 1.14 0.19 1.30 0.237895 0.371415 -6.39
254829_at  AIR1A-like protein putative cell wal --- AT4G12530 -1.10 -0.13 -1.29 0.238017 0.371581 -6.39
251634_at  putative protein putative zinc finger --- AT3G57480 -1.11 -0.15 -1.29 0.238225 0.371881 -6.39
251315_at  putative protein protein kinase hom--- AT3G61410 -1.13 -0.17 -1.29 0.238349 0.372048 -6.40
257121_at hypothetical protein similar to auxin --- AT3G20220 -1.11 -0.15 -1.29 0.238432 0.372153 -6.40
248071_at unknown protein --- AT5G55670 1.11 0.15 1.29 0.238506 0.372237 -6.40
262670_s_atransposase [Escherichia coli] must --- --- -1.10 -0.14 -1.29 0.238519 0.372237 -6.40
261890_at hypothetical protein predicted by ge--- AT1G80970 -1.20 -0.26 -1.29 0.238613 0.372358 -6.40
245705_at zinc finger transcription factor-like p --- AT5G04390 1.10 0.13 1.29 0.238638 0.372372 -6.40
264947_at  heat shock protein DnaJ, putative s--- AT1G77020 -1.14 -0.19 -1.29 0.238714 0.372465 -6.40
253130_at putative protein  ;supported by full-le--- AT4G35510 -1.19 -0.25 -1.29 0.238818 0.372602 -6.40
264660_at putative glutamyl-tRNA reductase 2HEMA2 AT1G09940 1.33 0.41 1.29 0.238924 0.372742 -6.40
263401_at hypothetical protein similar to hypot --- AT2G04070 1.18 0.24 1.29 0.238944 0.372747 -6.40
252069_s_aputative protein putative protein T18--- AT3G51640 / -1.10 -0.14 -1.29 0.239002 0.372812 -6.40
265448_at putative DOF zinc finger protein DAG2 AT2G46590 -1.14 -0.19 -1.29 0.239024 0.372822 -6.40
260075_at putative integral membrane protein --- AT1G73700 1.14 0.19 1.29 0.239177 0.373034 -6.40
265980_at hypothetical protein predicted by ge--- --- -1.12 -0.16 -1.29 0.239282 0.373149 -6.40
256224_at GTP-binding protein (SAR1B) ident ATSAR1B AT1G56330 -1.16 -0.22 -1.29 0.239283 0.373149 -6.40
253739_at putative protein predicted protein. A--- AT4G28760 -1.14 -0.19 -1.29 0.239355 0.373236 -6.40



245309_at putative protein ; supported by cDN --- AT4G15140 1.19 0.25 1.29 0.239397 0.373275 -6.40
251874_at  putative protein (fragment) esterase--- AT3G54240 -1.14 -0.19 -1.29 0.239428 0.373299 -6.40
256541_at  ligand-gated ion channel, putative cGLR3.3 AT1G42540 1.15 0.20 1.29 0.239457 0.373318 -6.40
246534_at putative protein several hypothetica --- AT5G15890 -1.14 -0.19 -1.29 0.239597 0.373511 -6.40
248333_at photoassimilate-responsive protein --- AT5G52390 1.60 0.68 1.29 0.239746 0.373697 -6.40
267485_at putative MYB family transcription fa MYB88 AT2G02820 1.14 0.19 1.29 0.239749 0.373697 -6.40
254295_at  putative protein predicted protein, A--- AT4G23080 -1.09 -0.12 -1.29 0.239811 0.373768 -6.40
265597_at Expressed protein ; supported by cD--- AT2G20142 1.39 0.47 1.29 0.239862 0.373822 -6.40
244973_at PSII T protein --- --- -1.27 -0.35 -1.29 0.240069 0.374118 -6.40
249061_at putative protein similar to unknown --- AT5G44550 -1.10 -0.14 -1.29 0.240089 0.374124 -6.40
256085_at hypothetical protein predicted by ge--- AT1G20760 -1.09 -0.12 -1.29 0.240288 0.374383 -6.40
264703_at serine threonine protein phosphatasPP2A AT1G69960 1.09 0.13 1.29 0.240288 0.374383 -6.40
263213_at unknown protein Strong similarity to--- AT1G30560 -1.12 -0.17 -1.29 0.240317 0.374402 -6.40
247391_at unknown protein --- AT5G63540 -1.09 -0.12 -1.29 0.240343 0.374417 -6.40
256605_at hypothetical protein predicted by ge--- AT3G32940 1.12 0.16 1.29 0.240474 0.374596 -6.40
254361_at Expressed protein ; supported by fu--- AT4G22212 -1.14 -0.19 -1.29 0.240532 0.374661 -6.40
247930_at putative protein similar to unknown --- AT5G57060 1.17 0.22 1.29 0.240616 0.37476 -6.40
265355_at hypothetical protein predicted by ge--- AT2G16760 -1.18 -0.24 -1.29 0.240641 0.37476 -6.40
263118_at  putative 3-methylcrotonyl-CoA carbMCCA AT1G03090 -1.30 -0.37 -1.29 0.240645 0.37476 -6.40
250599_at unknown protein  ; supported by cD--- AT5G07730 -1.15 -0.20 -1.29 0.240677 0.374783 -6.40
260403_at hypothetical protein predicted by geWRKY36 AT1G69810 -1.09 -0.13 -1.29 0.240692 0.374783 -6.40
249099_at putative protein similar to unknown --- AT5G43550 -1.08 -0.11 -1.29 0.240747 0.374843 -6.40
256423_at  serine carboxypeptidase, putative sscpl18 AT1G33540 -1.09 -0.12 -1.29 0.240844 0.374945 -6.40
246168_at  meristem protein - like reproductive--- AT5G32460 1.17 0.23 1.29 0.240846 0.374945 -6.40
267369_at unknown protein  ;supported by full---- AT2G44420 1.12 0.17 1.29 0.240914 0.375026 -6.40
257653_at hypothetical protein --- AT3G13225 -1.13 -0.18 -1.29 0.241191 0.375394 -6.41
248115_at putative protein strong similarity to u--- AT5G54870 1.20 0.27 1.29 0.241197 0.375394 -6.41
260113_at hypothetical protein predicted by ge--- AT1G63300 -1.09 -0.12 -1.29 0.2412 0.375394 -6.41
255914_at hypothetical protein predicted by ge--- AT1G20290 -1.13 -0.17 -1.28 0.241265 0.375469 -6.41
254069_at  putative protein similarity to antisenATNUDT10AT4G25434 1.16 0.21 1.28 0.241405 0.375661 -6.41
256857_at NAM-like protein similar to NAM (noCUC1 AT3G15170 -1.08 -0.12 -1.28 0.241442 0.375689 -6.41
257417_at hypothetical protein predicted by ge--- AT1G10110 -1.11 -0.16 -1.28 0.241456 0.375689 -6.41
252125_at  putative protein hypothetical proteinRTH AT3G51040 -1.11 -0.15 -1.28 0.241494 0.375715 -6.41
261368_at  protein kinase, putative similar to m--- AT1G53070 -1.15 -0.20 -1.28 0.241514 0.375715 -6.41
251222_at  putative membrane protein clone:2 --- AT3G62580 -1.19 -0.25 -1.28 0.24153 0.375715 -6.41



257904_at  myb transcription factor, putative siTDF1 AT3G28470 -1.09 -0.12 -1.28 0.241538 0.375715 -6.41
245891_at amino acid transport protein AAP2  AAP2 AT5G09220 -1.32 -0.40 -1.28 0.241562 0.375726 -6.41
247603_at  microtubule-associated motor - like--- AT5G60930 -1.15 -0.20 -1.28 0.241677 0.37588 -6.41
260277_at hypothetical protein predicted by ge--- AT1G80520 1.24 0.31 1.28 0.241792 0.376033 -6.41
260238_at  AtHVA22a identical to AtHVA22a GATHVA22AAT1G74520 -1.14 -0.19 -1.28 0.241836 0.376076 -6.41
247273_at unknown protein CPuORF40AT5G64340 / -1.18 -0.24 -1.28 0.241867 0.376099 -6.41
257967_at hypothetical protein predicted by ge--- AT3G19910 1.10 0.14 1.28 0.241887 0.376104 -6.41
251868_at  RNA polymerase 24kDa subunit -likRPB5E AT3G54490 -1.11 -0.16 -1.28 0.242258 0.37663 -6.41
249122_at putative protein similar to unknown ARD4 AT5G43850 1.16 0.22 1.28 0.242266 0.37663 -6.41
264348_at putative NPK1-related protein kinasNRT1.1 AT1G12110 -1.80 -0.85 -1.28 0.242275 0.37663 -6.41
255866_at hypothetical protein predicted by ge--- AT2G30350 -1.12 -0.16 -1.28 0.242403 0.376804 -6.41
251009_at  putative protein predicted proteins, --- AT5G02640 -1.24 -0.32 -1.28 0.242443 0.376839 -6.41
263252_at putative CONSTANS-like B-box zin STH AT2G31380 -1.19 -0.25 -1.28 0.24247 0.376856 -6.41
263141_at hypothetical protein similar to unkno--- AT1G65210 -1.09 -0.13 -1.28 0.2425 0.376877 -6.41
259332_at putative auxin-induced protein simil --- AT3G03830 -1.11 -0.15 -1.28 0.242656 0.377094 -6.41
249773_at squalene monooxygenase 2 (squaleSQP2 AT5G24140 -1.11 -0.15 -1.28 0.242775 0.377253 -6.41
265819_at Expressed protein ; supported by fu--- AT2G17972 -1.13 -0.17 -1.28 0.24285 0.377344 -6.41
247290_at putative protein similar to unknown --- AT5G64450 1.22 0.29 1.28 0.242894 0.377387 -6.41
266785_at putative receptor-like protein kinase--- AT2G28970 -1.11 -0.15 -1.28 0.243045 0.377596 -6.41
261202_at  flower pigmentation protein ATAN1ATAN11 AT1G12910 -1.11 -0.16 -1.28 0.24307 0.377608 -6.41
251060_at  putative protein serine/threonine prATSR1 AT5G01820 1.50 0.58 1.28 0.243121 0.377662 -6.41
256344_at  C2H2-type zinc finger protein, putaTFIIIA AT1G72050 1.13 0.17 1.28 0.243172 0.377713 -6.41
253930_at embryo-specific protein 1 (ATS1) ATS1 AT4G26740 -1.11 -0.14 -1.28 0.243188 0.377713 -6.41
253878_at  trehalose-6-phosphate synthase - l TPS4 AT4G27550 -1.09 -0.13 -1.28 0.243204 0.377713 -6.41
254317_at hypothetical protein --- AT4G22510 -1.09 -0.12 -1.28 0.243243 0.377746 -6.41
267392_at putative beta-glucosidase PEN2 AT2G44490 1.17 0.23 1.28 0.243267 0.377746 -6.41
245146_at putative cis-Golgi SNARE protein  ; GOS12 AT2G45200 -1.12 -0.16 -1.28 0.243274 0.377746 -6.41
263052_at unknown protein --- AT2G13430 -1.10 -0.13 -1.28 0.243494 0.378061 -6.41
247044_at MAP protein kinase  ; supported by MAPKKK5 AT5G66850 1.15 0.20 1.28 0.243521 0.378078 -6.41
261876_at pirin-like protein similar to pirin GB:A--- AT1G50590 1.30 0.38 1.28 0.243546 0.378091 -6.41
253894_at NWMU2 - 2S albumin 2 precursor --- AT4G27150 1.09 0.13 1.28 0.2436 0.378148 -6.41
250171_at  prohibitin - like protein prohibitin, A ATPHB5 AT5G14300 -1.10 -0.14 -1.28 0.243646 0.378195 -6.41
248341_at unknown protein --- AT5G52220 -1.14 -0.19 -1.28 0.243755 0.378337 -6.41
265328_at unknown protein --- AT2G18200 -1.08 -0.11 -1.28 0.243816 0.378406 -6.41
248076_at unknown protein --- AT5G55750 -1.09 -0.13 -1.28 0.243933 0.378562 -6.42



254937_at  putative aldolase similar to 2,4-dihy--- AT4G10750 1.09 0.13 1.28 0.244002 0.378644 -6.42
250831_at unknown protein --- AT5G04920 -1.10 -0.14 -1.28 0.244059 0.378706 -6.42
249160_at putative protein similar to unknown --- AT5G42660 1.10 0.13 1.28 0.244116 0.378769 -6.42
246694_at putative protein --- --- -1.10 -0.14 -1.28 0.244171 0.378811 -6.42
254994_at putative methyltransferase MTA AT4G10760 1.20 0.27 1.28 0.244176 0.378811 -6.42
262141_s_ahypothetical protein predicted by ge--- AT1G52440 / 1.08 0.11 1.28 0.244245 0.378892 -6.42
265581_at putative cAMP-dependent protein k --- AT2G20050 -1.10 -0.14 -1.28 0.244308 0.378964 -6.42
254439_s_a carbonic anhydrase -like protein caACA6 AT4G20990 / -1.08 -0.11 -1.28 0.244327 0.378967 -6.42
256073_at  terminal Flower 1 (TFL1), putative sE12A11 AT1G18100 -1.12 -0.17 -1.28 0.244345 0.37897 -6.42
255269_at  putative protein various predicted p--- AT4G05240 -1.11 -0.15 -1.28 0.244443 0.379082 -6.42
250118_at putative protein similar to unknown --- AT5G16460 -1.11 -0.16 -1.28 0.244451 0.379082 -6.42
252195_at  putative protein various predicted p--- AT3G50190 -1.12 -0.17 -1.28 0.244504 0.379139 -6.42
249768_at receptor-like protein kinase --- AT5G24100 -1.13 -0.18 -1.28 0.244558 0.379197 -6.42
246859_at  putative protein various predicted p--- AT5G25950 -1.10 -0.14 -1.27 0.244586 0.379215 -6.42
245589_at subtilisin-like serine protease contai--- AT4G15040 -1.16 -0.21 -1.27 0.244637 0.379269 -6.42
262681_at anter-specific proline-rich -like prote--- AT1G75890 -1.09 -0.12 -1.27 0.244709 0.379354 -6.42
252459_s_a 1-phosphatidylinositol-4,5-bisphospPLC9 AT3G47220 / -1.09 -0.13 -1.27 0.24476 0.379407 -6.42
264991_s_aputative protein hypothetical protein--- AT1G67400 / -1.16 -0.22 -1.27 0.245004 0.379758 -6.42
252999_at putative protein other Arabidopsis h --- AT4G38500 -1.11 -0.15 -1.27 0.24502 0.379758 -6.42
250367_s_aDEAD BOX RNA helicase RH15  ; s--- AT5G11170 / 1.11 0.15 1.27 0.245037 0.37976 -6.42
266537_at Expressed protein ; supported by fu--- AT2G16860 1.11 0.15 1.27 0.24516 0.379919 -6.42
266596_at hypothetical protein predicted by ge--- AT2G46150 1.29 0.37 1.27 0.245174 0.379919 -6.42
262412_at 14-3-3 protein GF14omicron (grf11)GRF11 AT1G34760 -1.13 -0.17 -1.27 0.245226 0.379975 -6.42
259975_at putative cinnamoyl-CoA reductase s--- AT1G76470 1.37 0.45 1.27 0.245307 0.380074 -6.42
249671_at putative protein similar to unknown LBD35 AT5G35900 -1.11 -0.15 -1.27 0.245389 0.380175 -6.42
253091_at  cytochrome p450 - like protein cytoCYP81D2 AT4G37360 -1.10 -0.14 -1.27 0.24549 0.380289 -6.42
251488_at  calmodulin-like protein calcium-bind--- AT3G59440 -1.08 -0.11 -1.27 0.245496 0.380289 -6.42
264813_at  putative Ca2+-dependent ser/thr prCPK16 AT2G17890 -1.15 -0.20 -1.27 0.24559 0.38041 -6.42
245807_at AP2 domain containing protein RAPRAP2.1 AT1G46768 1.24 0.31 1.27 0.245739 0.380614 -6.42
244966_at  cytochrome b6-f complex, subunit V--- --- -1.17 -0.22 -1.27 0.245845 0.380746 -6.42
252744_at  putative protein hypothetical protein--- AT3G43310 -1.10 -0.14 -1.27 0.245857 0.380746 -6.42
250334_at NADH dehydrogenase (ubiquinone)--- AT5G11770 1.11 0.15 1.27 0.245886 0.380764 -6.42
253616_at  blight-associated protein homolog bEXLB2 AT4G30380 -1.09 -0.13 -1.27 0.245921 0.380792 -6.42
246970_at  cytochrome P450-like protein fatty CYP714A2 AT5G24900 -1.18 -0.24 -1.27 0.246013 0.38091 -6.42
267059_at putative carboxymethylenebutenolid--- AT2G32520 1.11 0.14 1.27 0.246093 0.381007 -6.42



261024_at hypothetical protein predicted by ge--- AT1G12190 -1.09 -0.13 -1.27 0.246166 0.381094 -6.42
262844_at unknown protein similar to pectines --- AT1G14890 -1.32 -0.40 -1.27 0.246294 0.381247 -6.42
265547_at hypothetical protein similar to hypot --- AT2G28305 -1.24 -0.31 -1.27 0.246313 0.381247 -6.42
259330_at hypothetical protein gene model pre--- AT3G16270 -1.13 -0.18 -1.27 0.246315 0.381247 -6.42
258326_at unknown protein similar to putative SOL1 AT3G22760 -1.15 -0.20 -1.27 0.246418 0.381371 -6.42
253671_at serine threonine-specific receptor p --- AT4G29990 1.14 0.19 1.27 0.246428 0.381371 -6.42
247968_at 40S ribosomal protein S30 homolog--- AT5G56670 1.26 0.33 1.27 0.246475 0.381411 -6.42
266618_at unknown protein --- AT2G35480 -1.27 -0.35 -1.27 0.246487 0.381411 -6.42
249124_at disease resistance protein  ; suppor--- AT5G43740 -1.10 -0.14 -1.27 0.246508 0.381417 -6.42
262358_at  mandelonitrile lyase, putative simila--- AT1G73050 -1.13 -0.17 -1.27 0.246627 0.381575 -6.42
256563_at unknown protein RALFL27 AT3G29780 -1.11 -0.15 -1.27 0.246689 0.381645 -6.42
245830_at hypothetical protein predicted by ge--- AT1G57790 -1.10 -0.13 -1.27 0.246928 0.381989 -6.43
257500_s_a putative serine carboxypeptidase s scpl2 AT1G73300 / -1.08 -0.11 -1.27 0.247135 0.382283 -6.43
265894_at putative lipid transfer protein LTP AT2G15050 -1.32 -0.40 -1.27 0.247175 0.382319 -6.43
261657_at  pathogenesis-related protein 1b pre--- AT1G50050 -1.11 -0.15 -1.27 0.247358 0.382577 -6.43
262839_at  PhD-finger protein, putative contain--- AT1G14770 1.19 0.25 1.27 0.247408 0.382628 -6.43
247967_at putative protein similar to unknown anac099 AT5G56620 -1.08 -0.12 -1.27 0.247453 0.382664 -6.43
264518_at unknown protein --- AT1G09980 -1.15 -0.20 -1.27 0.247465 0.382664 -6.43
256012_at unknown protein similar to dimethyl FMO1 AT1G19250 2.29 1.20 1.27 0.247555 0.382777 -6.43
251232_at  shock protein SRC2-like shock pro --- AT3G62780 -1.38 -0.47 -1.27 0.247719 0.383005 -6.43
257364_at hypothetical protein predicted by ge--- AT2G45940 -1.08 -0.12 -1.27 0.247854 0.383188 -6.43
255441_at putative cullin-like 1 protein similar tATCUL1 AT4G02570 1.10 0.14 1.26 0.247954 0.383316 -6.43
248738_at unknown protein  ;supported by full---- AT5G48020 -1.11 -0.15 -1.26 0.248001 0.383363 -6.43
254462_at putative protein  ;supported by full-le--- AT4G20150 1.09 0.12 1.26 0.248102 0.383492 -6.43
259167_at putative oleosin similar to oleosin G--- AT3G01570 1.09 0.13 1.26 0.248124 0.383501 -6.43
245625_at transport protein --- AT4G14160 1.10 0.14 1.26 0.248176 0.383556 -6.43
266532_at putative glucosyltransferase  ;suppo--- AT2G16890 -1.67 -0.74 -1.26 0.248203 0.38356 -6.43
263865_at putative ABC transporter related to ABCB1 AT2G36910 -1.16 -0.21 -1.26 0.248212 0.38356 -6.43
252226_at  putative protein transcribed gene o --- AT3G49880 -1.09 -0.13 -1.26 0.248387 0.383789 -6.43
263550_at Expressed protein ; supported by cD--- AT2G17033 -1.12 -0.17 -1.26 0.248394 0.383789 -6.43
266105_at putative transport protein SEC61 beSEC61 BETAT2G45070 -1.15 -0.20 -1.26 0.248564 0.384002 -6.43
252067_at  protein phosphatase 2C -like prote --- AT3G51370 1.12 0.16 1.26 0.248566 0.384002 -6.43
265024_at Expressed protein ; supported by fu--- AT1G24600 1.24 0.31 1.26 0.248598 0.384007 -6.43
254662_at  putative protein phospho-N-acetylmTRANS11 AT4G18270 1.17 0.23 1.26 0.248603 0.384007 -6.43
266046_at hypothetical protein --- AT2G07728 -1.14 -0.19 -1.26 0.24879 0.384268 -6.43



257837_at hypothetical protein predicted by ge--- AT3G25200 -1.11 -0.16 -1.26 0.248805 0.384268 -6.43
248593_at pectin methylesterase  ;supported b--- AT5G49180 -1.15 -0.20 -1.26 0.248868 0.384338 -6.43
257945_at  SKP1/ASK1 (At10), putative similarASK10 AT3G21860 -1.10 -0.14 -1.26 0.248939 0.384422 -6.43
249620_at  putative protein predicted proteins, --- AT5G37520 -1.09 -0.13 -1.26 0.24901 0.384462 -6.43
253070_at  putative protein symbiotic ammoniu--- AT4G37850 -1.11 -0.15 -1.26 0.249011 0.384462 -6.43
266263_at putative flavonol sulfotransferase --- AT2G27570 -1.10 -0.14 -1.26 0.249023 0.384462 -6.43
263778_at putative cytochrome oxidase biogenOXA1L AT2G46470 1.12 0.16 1.26 0.249032 0.384462 -6.43
249832_at disease resistance protein-like --- AT5G23400 -1.13 -0.18 -1.26 0.249065 0.384487 -6.43
246458_at  putative protein various predicted p--- AT5G16860 1.12 0.16 1.26 0.249104 0.384521 -6.43
257542_at hypothetical protein predicted by ge--- AT3G26050 -1.09 -0.12 -1.26 0.249158 0.384577 -6.43
245666_at hypothetical protein predicted by ge--- AT1G28280 1.23 0.29 1.26 0.249174 0.384577 -6.43
250707_at putative protein similar to unknown MEE60 AT5G05950 1.15 0.21 1.26 0.249303 0.38473 -6.43
263019_at  trehalose 6-phosphate synthase, p ATTPS9 AT1G23870 1.34 0.43 1.26 0.249307 0.38473 -6.43
255920_at putative protein --- AT5G28590 -1.13 -0.18 -1.26 0.249388 0.384829 -6.43
255159_at putative polyprotein --- --- -1.14 -0.18 -1.26 0.249534 0.385028 -6.43
263634_at putative retroelement gag/pol polyp --- --- -1.10 -0.14 -1.26 0.249621 0.385137 -6.43
253832_at Expressed protein ; supported by fu--- AT4G27654 -1.34 -0.42 -1.26 0.249777 0.385351 -6.44
260300_at gibberellin 3 beta-hydroxylase identGA3OX2 AT1G80340 -1.19 -0.25 -1.26 0.249805 0.385368 -6.44
258672_at hypothetical protein --- AT3G08570 -1.12 -0.16 -1.26 0.249851 0.385413 -6.44
251636_at  calcium-dependent protein kinase cCPK32 AT3G57530 1.39 0.48 1.26 0.249873 0.385421 -6.44
255733_at unknown protein similar to unknown--- AT1G25400 -1.19 -0.25 -1.26 0.249915 0.385459 -6.44
264556_at  putative transcription factor containMYB61 AT1G09540 -1.08 -0.12 -1.26 0.250052 0.385645 -6.44
252629_at  cytochrome P450 - like protein cyto--- AT3G44970 -1.09 -0.12 -1.26 0.250119 0.385697 -6.44
257327_at hypothetical protein --- --- -1.19 -0.25 -1.26 0.250134 0.385697 -6.44
250016_at Cu/Zn superoxide dismutase-like prCSD3 AT5G18100 1.11 0.15 1.26 0.250143 0.385697 -6.44
257200_at hypothetical protein predicted by ge--- --- 1.08 0.12 1.26 0.250154 0.385697 -6.44
251734_at  putative protein Centrosome- and G--- AT3G56270 1.25 0.32 1.26 0.250171 0.385698 -6.44
265159_at unknown protein similar to EST gb|T--- AT1G31060 -1.12 -0.17 -1.26 0.250211 0.385716 -6.44
261380_at hypothetical protein predicted by ge--- AT1G05400 -1.14 -0.19 -1.26 0.250216 0.385716 -6.44
264529_at  CTP synthase-like protein similar to--- AT1G30820 1.26 0.33 1.26 0.250251 0.385742 -6.44
261093_at  non-LTR reverse transcriptase, putAT1G62880--- -1.13 -0.18 -1.26 0.250284 0.385763 -6.44
261783_at  vacuolar assembly protein vps41, p--- AT1G08190 -1.12 -0.17 -1.26 0.250298 0.385763 -6.44
257739_at unknown protein --- AT3G27470 1.15 0.20 1.26 0.250425 0.385932 -6.44
251745_at  putative protein zinc finger transcripSZF1 AT3G55980 1.74 0.80 1.26 0.25046 0.385961 -6.44
250606_s_a pectin methyl-esterase-like protein PPME1 AT1G69940 / 1.09 0.13 1.26 0.250625 0.386189 -6.44



256827_at hypothetical protein contains similar--- AT3G18570 -1.09 -0.12 -1.26 0.250821 0.386464 -6.44
257620_at hypothetical protein predicted by ge--- AT3G24850 -1.12 -0.16 -1.26 0.250858 0.386496 -6.44
263354_at hypothetical protein predicted by gra--- AT2G22060 -1.08 -0.11 -1.26 0.250894 0.386525 -6.44
247964_at profilin-like protein ; supported by fuPRF3 AT5G56600 -1.16 -0.22 -1.26 0.250935 0.386562 -6.44
258168_at hypothetical protein predicted by ge--- AT3G21570 -1.09 -0.12 -1.26 0.25123 0.386973 -6.44
265137_at  F-box protein family, AtFBX10 cont--- AT1G51290 -1.11 -0.14 -1.26 0.251244 0.386973 -6.44
255715_s_ahypothetical protein --- AT4G00320 / 1.09 0.13 1.26 0.251259 0.386973 -6.44
254569_s_ahypothetical protein --- --- -1.09 -0.12 -1.26 0.25127 0.386973 -6.44
260779_at  splicing factor, putative similar to hu--- AT1G14650 1.11 0.15 1.25 0.251315 0.387017 -6.44
251239_at putative protein several hypothetica --- AT3G62440 -1.14 -0.19 -1.25 0.25149 0.38726 -6.44
250995_at dnaK-type molecular chaperone hscHSC70-1 AT5G02500 -1.15 -0.21 -1.25 0.251607 0.387414 -6.44
257507_at  zinc finger protein, putative similar --- AT1G29600 1.08 0.11 1.25 0.251836 0.387705 -6.44
264525_at unknown protein Highly Similar to b ATBCAT-1 AT1G10060 -1.46 -0.55 -1.25 0.251842 0.387705 -6.44
253008_at  expansin -like protein expansin (GhATEXPA20 AT4G38210 -1.16 -0.21 -1.25 0.251847 0.387705 -6.44
259306_at unknown protein  ;supported by full-PNC1 AT3G05290 -1.10 -0.14 -1.25 0.251871 0.387715 -6.44
245969_at  putative protein nuclear gene for ch--- AT5G19830 -1.20 -0.26 -1.25 0.251897 0.387725 -6.44
251655_at hypothetical protein AT3G57157--- -1.14 -0.19 -1.25 0.251911 0.387725 -6.44
266354_at putative homeodomain transcriptionPFS2 AT2G01500 -1.10 -0.14 -1.25 0.25215 0.388067 -6.44
263178_at hypothetical protein predicted by ge--- AT1G05550 -1.12 -0.16 -1.25 0.25224 0.388179 -6.44
263552_x_a unknown protein proline, tyrosine, a--- AT2G24980 -1.15 -0.21 -1.25 0.25227 0.3882 -6.44
263190_at  mutator-like transposase, putative s--- --- -1.08 -0.11 -1.25 0.252373 0.388331 -6.44
261981_at unknown protein --- AT1G33811 -1.38 -0.46 -1.25 0.25249 0.388485 -6.44
245920_at putative protein --- --- -1.08 -0.11 -1.25 0.252547 0.388546 -6.44
255965_at  14-3-3 protein (grf14), putative sim --- AT1G22290 -1.10 -0.13 -1.25 0.252638 0.38866 -6.45
265841_at putative glycogenin --- AT2G35710 -1.60 -0.68 -1.25 0.252668 0.388681 -6.45
262823_at ATP-dependent Clp protease proteoCLPP6 AT1G11750 -1.10 -0.14 -1.25 0.252741 0.388768 -6.45
258352_at putative auxin-induced protein simil IAA31 AT3G17600 -1.13 -0.17 -1.25 0.252816 0.388841 -6.45
249262_at putative protein similar to unknown --- AT5G41720 -1.10 -0.14 -1.25 0.252831 0.388841 -6.45
267148_at hypothetical protein predicted by ge--- AT2G23470 1.13 0.18 1.25 0.252842 0.388841 -6.45
248439_at putative protein similar to unknown --- AT5G51250 -1.10 -0.13 -1.25 0.252858 0.388841 -6.45
255909_at  cdc2+/CDC28-related protein kinasCDKD1;3 AT1G18040 -1.18 -0.23 -1.25 0.253071 0.389135 -6.45
253707_at hypothetical protein --- AT4G29200 -1.09 -0.13 -1.25 0.253082 0.389135 -6.45
263983_at unknown protein  ;supported by full---- AT2G42780 1.09 0.12 1.25 0.253178 0.38923 -6.45
256295_at hypothetical protein --- AT1G69470 -1.10 -0.14 -1.25 0.253179 0.38923 -6.45
264847_at  clathrin assembly protein AP19, smAP19 AT2G17380 -1.08 -0.11 -1.25 0.253285 0.389367 -6.45



257030_at unknown protein --- --- -1.10 -0.14 -1.25 0.253407 0.389529 -6.45
256552_at hypothetical protein predicted by ge--- AT3G31350 -1.12 -0.16 -1.25 0.253479 0.389613 -6.45
259390_at hypothetical protein predicted by ge--- AT1G06340 -1.11 -0.15 -1.25 0.253609 0.389786 -6.45
263238_at putative auxin-induced protein --- AT2G16580 -1.09 -0.12 -1.25 0.253663 0.389829 -6.45
254548_at  putative protein various predicted p--- AT4G19865 -1.20 -0.26 -1.25 0.253671 0.389829 -6.45
266220_at putative dTDP-glucose 4-6-dehydra--- AT2G28755 1.13 0.18 1.25 0.253737 0.389904 -6.45
258186_s_a protein kinase, putative similar to s --- AT1G48490 / 1.10 0.13 1.25 0.253802 0.389978 -6.45
262427_s_a thioglucosidase, putative similar to BGLU34 AT1G47600 / -1.09 -0.13 -1.25 0.253844 0.390017 -6.45
248953_at serine/threonine-protein kinase Mak--- AT5G45428 / -1.10 -0.14 -1.25 0.2539 0.390076 -6.45
258838_at unknown protein  ; supported by cD--- AT3G07140 1.09 0.13 1.25 0.253994 0.390192 -6.45
255986_x_a putative protein predicted proteins, --- --- -1.08 -0.11 -1.25 0.254025 0.390192 -6.45
267418_at putative RING zinc finger protein --- AT2G35000 -1.13 -0.17 -1.25 0.254027 0.390192 -6.45
260826_at hypothetical protein predicted by ge--- AT1G06710 1.10 0.14 1.25 0.254161 0.390359 -6.45
254532_at  putative protein regulatory protein NNPR4 AT4G19660 1.18 0.24 1.25 0.254175 0.390359 -6.45
260759_at hypothetical protein contains similar--- AT1G49180 -1.19 -0.26 -1.25 0.254188 0.390359 -6.45
252715_x_a putative protein predicted protein, A--- AT3G43900 -1.12 -0.16 -1.25 0.254204 0.390359 -6.45
260529_at putative chloroplast protein CP12  ; CP12-1 AT2G47400 1.09 0.12 1.25 0.254274 0.390441 -6.45
265537_at putative retroelement pol polyprotei --- --- -1.12 -0.16 -1.25 0.254363 0.390549 -6.45
255654_at Similar to receptor kinase --- AT4G00970 -1.37 -0.45 -1.25 0.254379 0.390549 -6.45
250623_at  peroxisomal Ca-dependent solute c--- AT5G07320 -1.10 -0.14 -1.25 0.25441 0.390565 -6.45
253939_at  putative myb-related protein myb-reMYB97 AT4G26930 -1.15 -0.20 -1.25 0.254424 0.390565 -6.45
246429_at  farnesylated protein ATFP6-like pro--- AT5G17450 1.29 0.37 1.25 0.254457 0.390586 -6.45
251217_at  Sar1-like GTP binding protein smal--- AT3G62560 -1.11 -0.16 -1.25 0.254475 0.390586 -6.45
264227_at hypothetical protein contains similarATREV3 AT1G67500 1.10 0.14 1.25 0.254489 0.390586 -6.45
264066_at Argonaute (AGO1)-like protein AGO5 AT2G27880 -1.11 -0.15 -1.25 0.254591 0.390717 -6.45
258301_at hypothetical protein predicted by ge--- --- 1.08 0.11 1.25 0.254618 0.390732 -6.45
245563_at SNF1 like protein kinase ; supportedCIPK4 AT4G14580 1.32 0.40 1.25 0.254664 0.390776 -6.45
251006_at  putative protein predicted proteins, --- AT5G02600 1.12 0.16 1.25 0.25471 0.39082 -6.45
251085_at  putative protein insulinase - Homo --- AT5G01440 -1.11 -0.15 -1.24 0.25476 0.39083 -6.45
266887_at unknown protein  ; supported by cDCHL-CPN1 AT2G44650 -1.13 -0.17 -1.24 0.25476 0.39083 -6.45
248940_at replication protein A1-like --- AT5G45400 1.12 0.16 1.24 0.254768 0.39083 -6.45
262765_at putative cytochrome P450 monooxyCYP86C4 AT1G13150 -1.11 -0.15 -1.24 0.254827 0.390895 -6.45
265747_s_ahypothetical protein predicted by ge--- AT2G06570 / -1.11 -0.15 -1.24 0.254863 0.390923 -6.45
258401_at unknown protein  ; supported by cD--- AT3G15430 -1.13 -0.17 -1.24 0.254886 0.390933 -6.45
267291_at putative C2H2-type zinc finger prote--- AT2G23740 -1.19 -0.26 -1.24 0.254982 0.391053 -6.45



250037_at  disease resistance protein -like dise--- AT5G18350 -1.14 -0.19 -1.24 0.25509 0.391193 -6.45
262376_at unknown protein contains similarity HTH AT1G72970 -1.10 -0.13 -1.24 0.255138 0.391215 -6.45
250839_at  MADS-box protein - like SLM3 MADAGL99 AT5G04640 -1.09 -0.12 -1.24 0.255139 0.391215 -6.45
248133_at unknown protein --- AT5G54850 -1.15 -0.21 -1.24 0.255255 0.391368 -6.45
250992_at  expansin precursor - like protein exATEXPA9 AT5G02260 1.28 0.36 1.24 0.255283 0.391372 -6.45
257694_at  nucleolar protein, putative nucleola --- AT3G12860 1.10 0.13 1.24 0.255301 0.391372 -6.45
254782_at  putative calmodulin calmodulin - ChUNE14 AT4G12860 -1.12 -0.16 -1.24 0.255323 0.391372 -6.45
249367_at  putative protein predicted protein, A--- AT5G40630 -1.11 -0.15 -1.24 0.255327 0.391372 -6.45
256059_at hypothetical protein contains similar--- AT1G06990 -1.13 -0.17 -1.24 0.255396 0.391452 -6.45
259993_at unknown protein --- AT1G67960 1.12 0.16 1.24 0.255509 0.391598 -6.45
265921_at putative C2H2-type zinc finger prote--- AT2G18490 -1.09 -0.13 -1.24 0.2556 0.391711 -6.46
248157_at putative protein similar to unknown --- AT5G54420 -1.10 -0.14 -1.24 0.25581 0.392006 -6.46
267408_at putative CTP synthase --- AT2G34890 -1.09 -0.13 -1.24 0.255889 0.392101 -6.46
255896_at  basic blue protein, putative similar --- AT1G17800 -1.09 -0.12 -1.24 0.255917 0.392118 -6.46
260077_at thaumatin-like protein contains Pfam--- AT1G73620 -1.13 -0.18 -1.24 0.255963 0.392156 -6.46
261493_at  DNA-binding protein p24, putative sWHY1 AT1G14410 1.16 0.21 1.24 0.255976 0.392156 -6.46
245197_at F12A21.7 hypothetical protein;supp--- AT1G67800 1.10 0.14 1.24 0.256002 0.392161 -6.46
263819_x_aputative TNP2-like transposon prote--- --- -1.08 -0.11 -1.24 0.256018 0.392161 -6.46
254289_at  putative protein predicted protein, A--- AT4G22980 1.53 0.61 1.24 0.256031 0.392161 -6.46
266198_at unknown protein predicted by gensc--- AT2G38890 -1.10 -0.14 -1.24 0.256048 0.392161 -6.46
249082_at legumin-like protein CRA1 AT5G44120 -1.10 -0.14 -1.24 0.256177 0.392332 -6.46
257580_at hypothetical protein --- AT3G06210 -1.11 -0.15 -1.24 0.256201 0.392342 -6.46
260419_at putative protein kinase contains Pfa--- AT1G69730 1.29 0.37 1.24 0.256284 0.392443 -6.46
249152_s_ainorganic phosphate transporter (dbAPT1 AT5G43350 / 1.16 0.22 1.24 0.256454 0.392677 -6.46
255315_at hypothetical protein --- --- -1.09 -0.13 -1.24 0.256496 0.392716 -6.46
261899_at  cinnamoyl CoA reductase, putativeCCR2 AT1G80820 1.77 0.82 1.24 0.256518 0.392722 -6.46
257127_at hypothetical protein predicted by geTTN9 AT3G20070 1.13 0.17 1.24 0.256577 0.392786 -6.46
262478_at hypothetical protein similar to hypot --- AT1G11170 1.11 0.15 1.24 0.256684 0.392924 -6.46
257184_at  ABC transporter, putative similar toATMRP8 AT3G13090 -1.09 -0.13 -1.24 0.256827 0.393117 -6.46
247963_at  beta-1,3-glucanase-like protein  --- AT5G56590 1.10 0.13 1.24 0.256867 0.393141 -6.46
267626_at putative cytochrome P450 CYP712A1 AT2G42250 -1.17 -0.23 -1.24 0.256878 0.393141 -6.46
264768_at hypothetical protein similar to putati --- AT1G61410 -1.10 -0.14 -1.24 0.256929 0.393194 -6.46
246440_at  glycine/proline-rich protein glycine/ --- AT5G17650 -1.23 -0.30 -1.24 0.257001 0.393271 -6.46
256369_at hypothetical protein predicted by ge--- AT1G66790 / -1.08 -0.11 -1.24 0.257014 0.393271 -6.46
254336_at  aspartic proteinase like protein oryz--- AT4G22050 -1.13 -0.18 -1.24 0.257103 0.393381 -6.46



251248_at  P-glycoprotein-like proetin P-glycopPGP21 AT3G62150 1.54 0.62 1.24 0.257137 0.393406 -6.46
264508_at putative phytochrome A similar to GPHYA AT1G09570 -1.19 -0.25 -1.24 0.257195 0.393468 -6.46
266476_at unknown protein  ;supported by full---- AT2G31090 -1.14 -0.19 -1.24 0.257217 0.393476 -6.46
AFFX-r2-Ec-E. coli /GEN=bioD /DB_XREF=gb:J --- --- -1.26 -0.33 -1.24 0.257319 0.393606 -6.46
250643_at putative protein similar to unknown --- AT5G06780 -1.09 -0.12 -1.24 0.257431 0.393748 -6.46
259701_at unknown protein similar to GB:AAC --- AT1G77770 1.13 0.18 1.24 0.257447 0.393748 -6.46
255357_at putative pectinesterase --- AT4G03930 -1.09 -0.13 -1.24 0.257505 0.393786 -6.46
260342_at hypothetical protein predicted by ge--- AT1G69280 -1.12 -0.16 -1.24 0.257506 0.393786 -6.46
267476_at putative pectate lyase --- AT2G02720 -1.10 -0.13 -1.24 0.257551 0.393829 -6.46
254185_at  cellulose synthase catalytic subunitCSLG3 AT4G23990 -1.17 -0.23 -1.24 0.257611 0.393893 -6.46
251331_s_atubulin gamma-1 chain TUBG1 AT3G61650 / 1.28 0.36 1.24 0.257627 0.393893 -6.46
256162_at hypothetical protein similar to hypot --- AT1G55390 -1.09 -0.12 -1.24 0.257678 0.393944 -6.46
251924_at histone H4-like protein several histo--- AT3G53730 1.15 0.21 1.24 0.257786 0.394082 -6.46
250801_at pectinesterase --- AT5G04960 1.09 0.13 1.24 0.257821 0.394089 -6.46
251339_at  putative protein various predicted p--- AT3G60780 -1.14 -0.18 -1.24 0.257825 0.394089 -6.46
266001_at hypothetical protein predicted by geHHP3 AT2G24150 1.09 0.13 1.24 0.258003 0.394319 -6.46
267632_at hypothetical protein predicted by ge--- AT2G42160 1.16 0.21 1.24 0.25801 0.394319 -6.46
266358_at hypothetical protein predicted by ge--- AT2G32280 1.25 0.32 1.24 0.258042 0.394342 -6.46
245281_at DEF (CLA1) protein ; supported by CLA1 AT4G15560 -1.12 -0.16 -1.24 0.25806 0.394342 -6.46
266281_at putative protein kinase contains a p --- AT2G29250 -1.12 -0.16 -1.24 0.258101 0.39436 -6.46
257011_at predicted protein CAX9 AT3G14070 1.23 0.30 1.24 0.258106 0.39436 -6.46
244913_at hypothetical protein --- --- 1.11 0.15 1.24 0.258137 0.394381 -6.46
251366_at putative protein several hypothetica --- AT3G61340 1.11 0.15 1.24 0.25817 0.394405 -6.46
265376_at hypothetical protein predicted by ge--- AT2G05810 -1.11 -0.15 -1.23 0.258448 0.394802 -6.46
264956_at unknown protein similar to putative ACR3 AT1G76990 1.31 0.39 1.23 0.258469 0.394809 -6.46
266961_at Athila retroelement ORF1-like prote --- --- -1.12 -0.16 -1.23 0.25852 0.394861 -6.46
266830_at 1-aminocyclopropane-1-carboxylateACS4 AT2G22810 -1.47 -0.55 -1.23 0.2587 0.395109 -6.47
249323_at unknown protein FLA20 AT5G40940 -1.10 -0.14 -1.23 0.258729 0.395126 -6.47
267242_at hypothetical protein predicted by gra--- AT2G02670 1.10 0.14 1.23 0.258786 0.395187 -6.47
259268_at putative lamin similar to blue coppe --- AT3G01070 -1.08 -0.11 -1.23 0.258812 0.3952 -6.47
266136_at unknown protein  ;supported by full---- AT2G45060 1.08 0.11 1.23 0.258893 0.395296 -6.47
251540_at  citrate synthase -like protein citrateCSY1 AT3G58740 -1.08 -0.11 -1.23 0.258924 0.395296 -6.47
266067_s_ahypothetical protein predicted by ge--- AT2G18810 / -1.08 -0.11 -1.23 0.258927 0.395296 -6.47
267551_at  ubiquitin-specific protease 1 (UBP1UBP1 AT2G32780 -1.13 -0.17 -1.23 0.259006 0.395391 -6.47
246009_at Expressed protein ; supported by cDATSTE14B AT5G08335 1.14 0.19 1.23 0.259112 0.395525 -6.47



257480_at hypothetical protein similar to putati --- AT1G15640 -1.20 -0.27 -1.23 0.259172 0.39559 -6.47
252139_at  putative protein hypothetical protein--- AT3G51050 1.10 0.13 1.23 0.259192 0.395596 -6.47
247974_at putative protein contains similarity to--- AT5G56780 -1.09 -0.13 -1.23 0.259252 0.395661 -6.47
254330_at  predicted protein predicted gene F5LBD32 AT4G22700 -1.10 -0.13 -1.23 0.259408 0.395836 -6.47
260562_at putative protein kinase contains a p --- AT2G43850 -1.15 -0.20 -1.23 0.259436 0.395836 -6.47
259233_at hypothetical protein --- AT3G11380 -1.08 -0.11 -1.23 0.259436 0.395836 -6.47
256313_s_a RNA-binding protein, putative contaAPUM17 AT1G35850 / 1.08 0.12 1.23 0.259436 0.395836 -6.47
247152_at oligopeptidase A  ; supported by cD--- AT5G65620 1.09 0.12 1.23 0.259491 0.395893 -6.47
267150_at putative anthranilate N-hydroxycinn SDT AT2G23510 -1.08 -0.11 -1.23 0.259705 0.396192 -6.47
260240_at putative tRNA isopentenyl transferaATIPT1 AT1G68460 -1.09 -0.13 -1.23 0.259732 0.396208 -6.47
254702_at  putative protein predicted protein, A--- AT4G17940 -1.11 -0.15 -1.23 0.259779 0.396244 -6.47
255102_s_aputative MuDR-A-like transposon pr--- --- -1.12 -0.16 -1.23 0.259791 0.396244 -6.47
256916_at GATA transcription factor 1 (AtGAT --- AT3G24050 -1.13 -0.18 -1.23 0.259882 0.396357 -6.47
260827_at mudrA-like protein similar to Mu tranAT1G06750--- 1.15 0.21 1.23 0.260018 0.396529 -6.47
261632_at hypothetical protein predicted by ge--- AT1G50120 1.12 0.16 1.23 0.260045 0.396529 -6.47
258252_at putative polygalacturonase similar t --- AT3G15720 1.22 0.29 1.23 0.260047 0.396529 -6.47
248519_at 11-beta-hydroxysteroid dehydrogenAtHSD7 AT5G50590 / -1.11 -0.15 -1.23 0.260089 0.396567 -6.47
257390_x_ahypothetical protein predicted by ge--- --- -1.14 -0.19 -1.23 0.260131 0.396604 -6.47
263740_at hypothetical protein predicted by geRALFL14 AT2G20660 -1.13 -0.17 -1.23 0.260233 0.396733 -6.47
247233_at mitochondrial carrier protein-like --- AT5G64970 1.12 0.16 1.23 0.260389 0.396912 -6.47
261962_s_ahypothetical protein predicted by ge--- --- -1.11 -0.15 -1.23 0.260396 0.396912 -6.47
267105_at hypothetical protein predicted by ge--- AT2G14760 -1.13 -0.18 -1.23 0.260403 0.396912 -6.47
246914_at  putative protein various predicted p--- AT5G25860 -1.14 -0.18 -1.23 0.260511 0.397051 -6.47
250149_at  cinnamoyl CoA reductase - like pro--- AT5G14700 1.65 0.72 1.23 0.260561 0.397099 -6.47
253573_at  putative protein BEM46 PROTEIN, --- AT4G31020 -1.12 -0.16 -1.23 0.260599 0.397132 -6.47
260960_at  calcium-binding protein, putative si --- AT1G05990 -1.11 -0.16 -1.23 0.260646 0.397176 -6.47
266652_at unknown protein --- AT2G25760 1.09 0.13 1.23 0.260731 0.397266 -6.47
253553_at  putative protein LipB gene, Prochlo--- AT4G31050 -1.11 -0.16 -1.23 0.260739 0.397266 -6.47
256473_at unknown protein --- --- -1.10 -0.14 -1.23 0.260785 0.397308 -6.47
258169_at hypothetical protein --- AT3G21590 -1.11 -0.15 -1.23 0.260833 0.397355 -6.47
263485_at putative villin  ; supported by cDNA:VLN1 AT2G29890 -1.11 -0.14 -1.23 0.260914 0.397452 -6.47
265040_at  G-box binding factor, GBF4 Identic GBF4 AT1G03970 -1.14 -0.19 -1.23 0.260951 0.397482 -6.47
257979_at unknown protein --- AT3G20730 -1.10 -0.14 -1.23 0.260993 0.3975 -6.47
265144_at putative serine/threonine protein kin--- AT1G51170 -1.14 -0.19 -1.23 0.260997 0.3975 -6.47
258732_at putative alkaline/neutral invertase s --- AT3G05820 -1.10 -0.14 -1.23 0.261166 0.397723 -6.47



255652_at putative protein MEE47 AT4G00950 -1.36 -0.44 -1.23 0.261179 0.397723 -6.47
250864_at  putative protein predicted proteins, --- AT5G03870 -1.11 -0.15 -1.23 0.261204 0.397734 -6.47
262805_at  putative DNA-binding protein similaESC AT1G20900 -1.10 -0.13 -1.23 0.261232 0.397751 -6.47
264734_at hypothetical protein predicted by geSLAH1 AT1G62280 -1.10 -0.13 -1.23 0.261281 0.397766 -6.47
245419_at putative protein MSH4 AT4G17380 -1.09 -0.12 -1.23 0.261302 0.397766 -6.47
249492_at germin-like protein (GLP2a) copy1 GER2 AT5G39130 / -1.09 -0.13 -1.23 0.261311 0.397766 -6.47
255539_at  putative actin polymerization factor CRK AT4G01710 1.11 0.15 1.23 0.261312 0.397766 -6.47
246827_at  copper binding - like protein mavicy--- AT5G26330 -1.12 -0.16 -1.23 0.261347 0.397792 -6.47
261635_at  tubulin alpha-6 chain, putative iden--- AT1G50020 1.14 0.18 1.23 0.261381 0.397819 -6.47
265688_at putative calmodulin-binding protein --- AT2G24300 1.08 0.11 1.23 0.261418 0.397823 -6.47
255329_at hypothetical protein --- AT4G04370 1.08 0.12 1.23 0.261419 0.397823 -6.47
251433_at  putative protein SERINE/THREON --- AT3G59830 -1.08 -0.11 -1.23 0.261654 0.398154 -6.47
250286_at  auxin-responsive - like protein Nt-gPBS3 AT5G13320 1.77 0.83 1.23 0.261711 0.398192 -6.48
265820_at hypothetical protein predicted by ge--- AT2G17940 -1.13 -0.18 -1.23 0.261714 0.398192 -6.48
249446_at  receptor protein kinase -like protein--- AT5G39390 -1.10 -0.13 -1.22 0.261786 0.398255 -6.48
262994_at hypothetical protein predicted by ge--- AT1G54420 -1.08 -0.11 -1.22 0.26179 0.398255 -6.48
252155_at putative protein --- AT3G50920 1.14 0.18 1.22 0.261817 0.398269 -6.48
261885_at unknown protein --- AT1G80930 1.12 0.16 1.22 0.261838 0.398274 -6.48
261836_at hypothetical protein contains similarWAKL7 AT1G16090 1.45 0.54 1.22 0.262007 0.398476 -6.48
250642_at receptor-like protein kinase several ERL2 AT5G07180 1.08 0.12 1.22 0.262028 0.398476 -6.48
263015_at hypothetical protein similar to hypot --- AT1G23440 1.11 0.15 1.22 0.262045 0.398476 -6.48
255659_at Expressed protein ; supported by fu--- AT4G00895 1.22 0.29 1.22 0.262045 0.398476 -6.48
265173_at unknown protein --- AT1G23530 -1.10 -0.13 -1.22 0.262058 0.398476 -6.48
246635_at hypothetical protein predicted by ge--- AT1G31720 -1.16 -0.21 -1.22 0.262116 0.398538 -6.48
267537_at putative guanylate kinase  ; supportGK-1 AT2G41880 1.34 0.42 1.22 0.262183 0.398613 -6.48
262321_at hypothetical protein predicted by ge--- AT1G27570 -1.10 -0.14 -1.22 0.262251 0.398691 -6.48
247330_at putative protein contains similarity toGAMMA CAAT5G63510 1.08 0.11 1.22 0.262506 0.39905 -6.48
248120_at putative protein similar to unknown --- AT5G54540 1.11 0.15 1.22 0.262546 0.399085 -6.48
246399_at bZIP transcription factor similar to b --- AT1G58110 -1.11 -0.15 -1.22 0.262667 0.399237 -6.48
246610_at putative protein --- AT5G35400 1.10 0.14 1.22 0.262681 0.399237 -6.48
256429_at unknown protein --- AT3G11040 -1.13 -0.18 -1.22 0.262721 0.399271 -6.48
256353_at unknown protein ; supported by full---- AT1G55000 1.10 0.14 1.22 0.262771 0.399293 -6.48
248488_at putative protein contains similarity to--- AT5G51080 1.11 0.15 1.22 0.262778 0.399293 -6.48
250699_at receptor-like protein kinase SRF2 AT5G06820 -1.11 -0.15 -1.22 0.262802 0.399293 -6.48
252851_at  putative protein CLATHRIN COAT --- AT4G40080 1.28 0.36 1.22 0.262805 0.399293 -6.48



265706_at unknown protein --- AT2G03390 1.14 0.19 1.22 0.262968 0.399514 -6.48
258819_at  unknown protein similar to putative --- AT3G04590 1.13 0.17 1.22 0.262992 0.399524 -6.48
258781_at hypothetical protein predicted by ge--- AT3G11740 -1.08 -0.11 -1.22 0.263107 0.399671 -6.48
252250_at  putative protein predicted protein, A--- AT3G49790 1.17 0.22 1.22 0.26317 0.399741 -6.48
260910_at  importin alpha, putative similar to imIMPA-6 AT1G02690 1.16 0.22 1.22 0.263229 0.399804 -6.48
254205_at  putative protein kinesin heavy chai --- AT4G24170 -1.12 -0.16 -1.22 0.26325 0.399809 -6.48
258533_at hypothetical protein --- AT3G06670 1.11 0.15 1.22 0.263276 0.399822 -6.48
264489_at putative squamosa-promoter bindin --- AT1G27370 1.22 0.28 1.22 0.263294 0.399823 -6.48
254552_at putative protein several hypothetica --- AT4G19900 1.10 0.14 1.22 0.263416 0.39998 -6.48
261153_at unknown protein ;supported by full-l--- AT1G04850 1.10 0.14 1.22 0.263433 0.39998 -6.48
256003_at  Ta11 non-LTR retroelement protein--- AT3G31430 -1.11 -0.15 -1.22 0.263475 0.400018 -6.48
255863_s_aputative GDSL-motif lipase/hydrolas--- AT2G30220 / -1.09 -0.12 -1.22 0.263543 0.400094 -6.48
258912_at  unknown protein similar to hypothe --- AT3G06460 -1.15 -0.21 -1.22 0.26362 0.400105 -6.48
257027_at  DNA repair protein, putative similarATRAD54 AT3G19210 1.10 0.13 1.22 0.26363 0.400105 -6.48
245546_at cellulose synthase like protein ATCSLB05 AT4G15290 -1.16 -0.22 -1.22 0.263635 0.400105 -6.48
261291_at hypothetical protein predicted by ge--- AT1G36970 -1.16 -0.22 -1.22 0.263639 0.400105 -6.48
263796_at unknown protein  ;supported by full-AFR AT2G24540 -1.18 -0.24 -1.22 0.263654 0.400105 -6.48
255480_at Expressed protein ; supported by fu--- AT4G02485 1.09 0.13 1.22 0.263655 0.400105 -6.48
262405_at hypothetical protein contains similarHDG10 AT1G34650 -1.11 -0.16 -1.22 0.263903 0.400437 -6.48
248047_at putative protein similar to unknown --- AT5G56070 -1.10 -0.13 -1.22 0.263909 0.400437 -6.48
264667_s_ahypothetical protein identical to hyp ZW18 AT1G09980 / -1.09 -0.13 -1.22 0.264086 0.400678 -6.48
247984_s_aIAA-amino acid hydrolase homolog ILL1 AT5G56650 / 1.15 0.20 1.22 0.264177 0.400791 -6.48
265036_at  unknown protein Contains similarityPRP39 AT1G04080 1.09 0.13 1.22 0.264203 0.400796 -6.48
250587_at putative protein contains similarity to--- AT5G07640 -1.10 -0.13 -1.22 0.264216 0.400796 -6.48
265733_at unknown protein  ;supported by full---- AT2G01190 -1.12 -0.16 -1.22 0.264451 0.401126 -6.48
248260_at putative protein similar to unknown --- AT5G53240 -1.10 -0.13 -1.22 0.264858 0.401716 -6.49
252043_at  putative protein mttC protein, Esch --- AT3G52390 1.12 0.16 1.22 0.264961 0.401846 -6.49
260304_at unknown protein identical to most o --- AT1G70480 -1.17 -0.23 -1.22 0.265156 0.402115 -6.49
251496_at  putative protein crp1 protein, involv--- AT3G59040 1.09 0.13 1.22 0.265209 0.402168 -6.49
AFFX-BioC- E. coli /GEN=bioC /DB_XREF=gb:J --- --- -1.25 -0.33 -1.22 0.265261 0.40221 -6.49
263336_x_ahypothetical protein predicted by ge--- --- -1.09 -0.13 -1.21 0.265271 0.40221 -6.49
263688_at  unknown protein Location of EST 2--- AT1G26920 -1.38 -0.46 -1.21 0.265334 0.402268 -6.49
266891_at putative GTP-binding protein  ; suppARAC9 AT2G44690 -1.12 -0.16 -1.21 0.265345 0.402268 -6.49
248022_at putative protein contains similarity toAPUM12 AT5G56510 -1.08 -0.11 -1.21 0.265403 0.402316 -6.49
258801_at  unknown protein predicted by gens--- AT3G04560 1.08 0.11 1.21 0.265412 0.402316 -6.49



258681_at unknown protein  ; supported by full--- AT3G08610 1.11 0.15 1.21 0.265513 0.402442 -6.49
253335_at  putative protein YHR077c (NMD2,I --- AT4G33500 1.11 0.15 1.21 0.265578 0.402514 -6.49
245669_at hypothetical protein contains similarLEC2 AT1G28300 -1.13 -0.17 -1.21 0.265652 0.402599 -6.49
249903_at disease resistance protein-like --- AT5G22690 -1.36 -0.44 -1.21 0.265714 0.402636 -6.49
247024_at Expressed protein ; supported by fu--- AT5G66985 -1.12 -0.17 -1.21 0.265728 0.402636 -6.49
260471_at hypothetical protein predicted by ge--- AT1G11070 -1.09 -0.12 -1.21 0.265729 0.402636 -6.49
261737_at hypothetical protein similar to putati --- AT1G47885 1.11 0.16 1.21 0.26575 0.402641 -6.49
246128_at  putative protein predicted proteins, --- --- -1.11 -0.15 -1.21 0.265773 0.402648 -6.49
264451_s_aputative lectin receptor kinase very --- --- 1.10 0.14 1.21 0.265802 0.402657 -6.49
258266_at hypothetical protein predicted by ge--- AT3G15860 -1.13 -0.18 -1.21 0.265813 0.402657 -6.49
265609_at hypothetical protein predicted by ge--- AT2G25420 -1.17 -0.22 -1.21 0.265928 0.402803 -6.49
251484_at  putative protein putative protein At2--- AT3G59640 1.09 0.12 1.21 0.266002 0.402888 -6.49
252279_at  1-aminocyclopropane-1-carboxylat ACS9 AT3G49700 -1.11 -0.15 -1.21 0.266052 0.402907 -6.49
251140_at  lectin - like protein lectin precursor --- AT5G01090 -1.11 -0.15 -1.21 0.266061 0.402907 -6.49
252877_at hypothetical protein supported by fu--- AT4G39630 -1.11 -0.15 -1.21 0.266084 0.402907 -6.49
267138_s_asimilar to SOR1 from the fungus CePDX1.1 AT2G38210 / -1.25 -0.33 -1.21 0.266084 0.402907 -6.49
247749_at  myb-related protein - like myb-relatMYB119 AT5G58850 -1.13 -0.17 -1.21 0.266232 0.403104 -6.49
248246_at putative protein contains similarity toTRY AT5G53200 -1.11 -0.15 -1.21 0.266307 0.40319 -6.49
262884_at  membrane related protein CP5, pu CP5 AT1G64720 -1.10 -0.14 -1.21 0.266341 0.403209 -6.49
251521_at  putative protein receptor kinase ho ACR4 AT3G59420 -1.13 -0.17 -1.21 0.266355 0.403209 -6.49
265507_s_aAc-like transposase related to Ac/D --- --- 1.10 0.13 1.21 0.266422 0.403271 -6.49
255804_at  putative protein IB1C3-1 protein, A --- AT4G10220 -1.12 -0.16 -1.21 0.266439 0.403271 -6.49
249267_at putative protein contains similarity toBTI3 AT5G41600 -1.17 -0.23 -1.21 0.266449 0.403271 -6.49
263329_at hypothetical protein contains C3HC --- AT2G15260 1.09 0.13 1.21 0.266512 0.40334 -6.49
255550_at  putative raffinose synthase or seedAtSTS AT4G01970 -1.09 -0.12 -1.21 0.266555 0.403378 -6.49
261331_at hypothetical protein predicted by ge--- --- -1.11 -0.16 -1.21 0.266587 0.403384 -6.49
264165_at hypothetical protein contains similarATNAP11 AT1G65410 1.09 0.12 1.21 0.266594 0.403384 -6.49
247384_at protein kinase  ; supported by cDNA--- AT5G63370 -1.18 -0.24 -1.21 0.266655 0.403425 -6.49
267438_at putative GDSL-motif lipase/hydrolas--- AT2G19050 -1.16 -0.21 -1.21 0.266656 0.403425 -6.49
263014_at unknown protein similar to hypothetCAF2 AT1G23400 -1.10 -0.14 -1.21 0.266679 0.403429 -6.49
247599_at putative protein --- AT5G60880 -1.20 -0.27 -1.21 0.266695 0.403429 -6.49
257205_at  putative glucosyltransferase similarUGT88A1 AT3G16520 1.10 0.13 1.21 0.26674 0.403471 -6.49
252002_at  hypothetical protein YIP1 protein, S--- AT3G52760 -1.10 -0.13 -1.21 0.266904 0.403677 -6.49
267320_at hypothetical protein predicted by ge--- AT2G19300 -1.10 -0.14 -1.21 0.266912 0.403677 -6.49
266885_at putative small GTP-binding protein RAB6A AT2G44610 1.12 0.16 1.21 0.266944 0.4037 -6.49



263161_at  myrosinase-associated protein, put--- AT1G54020 -2.46 -1.30 -1.21 0.267232 0.404108 -6.49
247658_at  actin depolymerizing factor 3 - like ADF3 AT5G59880 1.08 0.12 1.21 0.267311 0.404201 -6.49
263394_at hypothetical protein predicted by ge--- --- -1.10 -0.14 -1.21 0.267353 0.404238 -6.49
266997_at hypothetical protein predicted by ge--- AT2G34410 -1.17 -0.22 -1.21 0.267408 0.404277 -6.49
259968_at unknown protein --- AT1G76530 -1.11 -0.14 -1.21 0.267419 0.404277 -6.49
262651_at  hypothetical protein One of a clusteFUT9 AT1G14100 / -1.11 -0.16 -1.21 0.267433 0.404277 -6.49
252418_at hypothetical protein --- AT3G47490 1.13 0.18 1.21 0.267582 0.404477 -6.49
253802_at putative protein --- AT4G28180 -1.10 -0.14 -1.21 0.267673 0.404572 -6.49
251208_at  putative protein amino acid selectivATOEP16-4AT3G62880 1.10 0.14 1.21 0.267695 0.404572 -6.49
251075_at  putative protein leucine-rich recepto--- AT5G01890 -1.23 -0.30 -1.21 0.267699 0.404572 -6.49
266837_x_aunknown protein --- AT2G25990 -1.09 -0.12 -1.21 0.267738 0.404587 -6.49
253892_at hypothetical protein  ;supported by f--- AT4G27620 -1.10 -0.13 -1.21 0.267744 0.404587 -6.49
256282_at unknown protein --- AT3G12550 -1.12 -0.16 -1.21 0.267822 0.404661 -6.49
245410_at putative protein ATMAP70-5AT4G17220 -1.09 -0.13 -1.21 0.267828 0.404661 -6.49
260846_at unknown protein --- AT1G17300 -1.10 -0.14 -1.21 0.268023 0.404928 -6.50
248351_at unknown protein  ; supported by cD--- AT5G52200 -1.17 -0.22 -1.21 0.268101 0.405019 -6.50
262438_at hypothetical protein identical to hyp --- AT1G47410 -1.20 -0.26 -1.21 0.268157 0.405076 -6.50
266720_s_ahypothetical protein predicted by geAPRR9 AT2G46670 / -1.21 -0.27 -1.21 0.268504 0.405573 -6.50
248733_at unknown protein ELP1 --- -1.12 -0.16 -1.21 0.268536 0.405577 -6.50
263425_at putative preprotein translocase SECEMB2289 AT2G31530 1.12 0.16 1.21 0.268543 0.405577 -6.50
247343_at unknown protein --- AT5G63740 -1.09 -0.13 -1.21 0.268567 0.405577 -6.50
254253_at  serine/threonine kinase - like protei--- AT4G23320 1.34 0.43 1.21 0.268577 0.405577 -6.50
254369_at putative protein --- AT4G21720 -1.14 -0.19 -1.21 0.268646 0.405654 -6.50
253347_at putative protein --- AT4G33610 -1.09 -0.13 -1.21 0.268677 0.405675 -6.50
247394_at  putative protein predicted proteins, --- AT5G62860 -1.22 -0.29 -1.21 0.268784 0.405799 -6.50
261328_at unknown protein --- AT1G44835 -1.11 -0.15 -1.21 0.268795 0.405799 -6.50
265576_at unknown protein CLASP AT2G20190 -1.09 -0.12 -1.20 0.268951 0.406007 -6.50
264507_at Expressed protein ; supported by cDNIMIN-3 AT1G09415 -1.14 -0.18 -1.20 0.269041 0.406085 -6.50
263736_at  nucleic acid-binding protein, putativ--- AT1G60000 1.15 0.20 1.20 0.269067 0.406085 -6.50
257454_at hypothetical protein predicted by ge--- AT1G65170 -1.13 -0.18 -1.20 0.269069 0.406085 -6.50
251450_at squamosa promoter binding proteinSPL12 AT3G60030 -1.12 -0.16 -1.20 0.269075 0.406085 -6.50
256267_at unknown protein ; supported by cDN--- AT3G12260 1.10 0.13 1.20 0.269105 0.406085 -6.50
263764_at putative vacuolar proton-ATPase suVHA-A2 AT2G21410 1.12 0.17 1.20 0.26911 0.406085 -6.50
265976_at putative Athila retroelement ORF1 p--- --- 1.10 0.14 1.20 0.269321 0.406362 -6.50
254142_at  putative protein other predicted or h--- AT4G24630 -1.10 -0.14 -1.20 0.269329 0.406362 -6.50



258654_at unknown protein --- AT3G09860 1.16 0.22 1.20 0.269372 0.4064 -6.50
259572_at hypothetical protein --- AT1G20400 -1.12 -0.16 -1.20 0.26949 0.406552 -6.50
257434_at hypothetical protein predicted by ge--- AT2G21740 -1.08 -0.12 -1.20 0.269652 0.406769 -6.50
253944_at  SNF8 like protein SNF8 protein - yeVPS22 AT4G27040 1.10 0.14 1.20 0.269695 0.406808 -6.50
261231_at unknown protein ; supported by cDN--- AT1G20110 -1.08 -0.11 -1.20 0.269767 0.406888 -6.50
256410_at hypothetical protein --- AT1G66630 -1.07 -0.10 -1.20 0.269841 0.406973 -6.50
258412_at unknown protein similar to pop3 pepHS1 AT3G17210 -1.11 -0.15 -1.20 0.269977 0.407152 -6.50
247419_at unknown protein --- AT5G63080 1.13 0.18 1.20 0.270033 0.407184 -6.50
258162_at  dehydrogenase, putative similar to --- AT3G17810 -1.14 -0.19 -1.20 0.270034 0.407184 -6.50
257852_at unknown protein --- AT3G12950 1.13 0.17 1.20 0.270073 0.407216 -6.50
259073_at  unknown protein contains zinc finge--- AT3G02290 -1.20 -0.26 -1.20 0.270199 0.407374 -6.50
250145_at  putative protein predicted protein, A--- AT5G14690 -1.14 -0.18 -1.20 0.270214 0.407374 -6.50
250373_at putative protein --- AT5G11470 -1.08 -0.11 -1.20 0.270268 0.407429 -6.50
246962_s_a transcription factor-like protein lightBZIP9 AT5G24800 -1.19 -0.25 -1.20 0.270296 0.407445 -6.50
253377_at  putative protein NBS/LRR disease ADR1-L1 AT4G33300 1.11 0.15 1.20 0.270323 0.407459 -6.50
266107_at hypothetical protein predicted by ge--- AT2G37910 -1.16 -0.21 -1.20 0.270362 0.40749 -6.50
256504_at  cytosolic IMP-GMP specific 5'-nucle--- AT1G75210 -1.10 -0.14 -1.20 0.270479 0.407639 -6.50
251547_at  putative protein predicted proteins, --- AT3G58860 -1.10 -0.14 -1.20 0.270504 0.40765 -6.50
249449_at unknown protein --- AT5G39430 1.08 0.11 1.20 0.270561 0.40771 -6.50
255470_at hypothetical protein --- AT4G03040 -1.11 -0.15 -1.20 0.270612 0.407753 -6.50
259691_at hypothetical protein predicted by ge--- AT1G63200 -1.15 -0.20 -1.20 0.270626 0.407753 -6.50
255032_at  putative protein anthocyanin rhamn--- AT4G09500 1.13 0.18 1.20 0.270765 0.407936 -6.50
266430_at unknown protein --- AT2G07200 -1.07 -0.10 -1.20 0.270821 0.407994 -6.50
257393_at unknown protein --- AT2G20080 -1.08 -0.11 -1.20 0.270994 0.408227 -6.50
255503_at  contains similarity to a protein kinas--- AT4G02420 -1.41 -0.49 -1.20 0.27106 0.408299 -6.50
255432_at SYR1-like syntaxin  ;supported by fuSYP123 AT4G03330 -1.09 -0.13 -1.20 0.2711 0.408333 -6.50
262874_at hypothetical protein predicted by ge--- AT1G65020 -1.13 -0.17 -1.20 0.27114 0.408365 -6.51
264385_at unknown protein --- AT1G12020 -1.16 -0.21 -1.20 0.271275 0.408542 -6.51
248829_at putative protein contains similarity to--- AT5G47130 -1.16 -0.22 -1.20 0.27135 0.408629 -6.51
251622_at  dnaJ-like protein DNAJ protein - Sc--- AT3G57340 -1.09 -0.12 -1.20 0.271444 0.408742 -6.51
264630_at hypothetical protein predicted by geFAS1 AT1G65470 -1.13 -0.17 -1.20 0.27153 0.408846 -6.51
266760_at putative RAV-like B3 domain DNA bNGA1 AT2G46870 -1.13 -0.18 -1.20 0.271576 0.408887 -6.51
264032_at unknown protein GEK1 AT2G03800 1.11 0.15 1.20 0.271655 0.408979 -6.51
262013_s_amudrA-like protein similar to Mu tran--- --- -1.13 -0.17 -1.20 0.271776 0.409134 -6.51
260528_at putative WRKY-type DNA binding pWRKY23 AT2G47260 -1.26 -0.33 -1.20 0.271921 0.409326 -6.51



254794_at putative protein --- AT4G12970 -1.39 -0.48 -1.20 0.272041 0.40948 -6.51
263282_at Expressed protein ; supported by fu--- AT2G14095 -1.10 -0.14 -1.20 0.272251 0.409768 -6.51
248343_at putative protein contains similarity toAtMYB19 AT5G52260 -1.08 -0.11 -1.20 0.272274 0.409777 -6.51
254928_at  putative protein hypothetical protein--- AT4G11410 1.10 0.14 1.20 0.272335 0.409842 -6.51
247473_at  putative protein AT-hook protein 2, --- AT5G62260 -1.14 -0.18 -1.20 0.272494 0.410042 -6.51
267312_at unknown protein --- AT2G34750 1.13 0.18 1.19 0.272506 0.410042 -6.51
251482_s_areceptor lectin kinase 3 --- AT3G59740 / 1.11 0.15 1.19 0.272522 0.410042 -6.51
257301_at hypothetical protein predicted by ge--- --- -1.09 -0.12 -1.19 0.272609 0.410129 -6.51
258065_at  putative pyruvate kinase similar to --- AT3G25960 -1.11 -0.16 -1.19 0.272616 0.410129 -6.51
266492_at putative protein kinase contains a p --- AT2G07020 -1.11 -0.15 -1.19 0.272671 0.410184 -6.51
255456_at hypothetical protein ;supported by fu--- AT4G02920 1.10 0.14 1.19 0.272786 0.410331 -6.51
264784_s_a unknown protein similar to Arabido --- AT2G17830 / -1.11 -0.15 -1.19 0.272857 0.41039 -6.51
251531_at  putative protein hypothetical protein--- AT3G58550 -1.11 -0.15 -1.19 0.272862 0.41039 -6.51
247669_at  putative protein transcriptional repr --- AT5G60170 1.13 0.18 1.19 0.272927 0.410461 -6.51
263829_at unknown protein --- AT2G40435 -1.31 -0.39 -1.19 0.273124 0.41073 -6.51
265059_at unknown protein ; supported by cDNAR791 AT1G52080 1.14 0.19 1.19 0.27328 0.410938 -6.51
256750_at unknown protein contains Pfam pro --- AT3G27150 -1.13 -0.18 -1.19 0.273315 0.410963 -6.51
255835_at unknown protein --- AT2G33420 -1.10 -0.14 -1.19 0.273378 0.411031 -6.51
AFFX-r2-Ec-E. coli /GEN=bioB /DB_XREF=gb:J --- --- -1.20 -0.27 -1.19 0.273494 0.411178 -6.51
251261_at  putative protein polygalacturonase --- AT3G62110 -1.23 -0.30 -1.19 0.273634 0.411362 -6.51
264541_at hypothetical protein predicted by ge--- AT1G55660 -1.12 -0.16 -1.19 0.27366 0.411374 -6.51
262705_at putative wall-associated kinase sim --- AT1G16260 -1.42 -0.50 -1.19 0.273749 0.41148 -6.51
259146_at putative glycerol-3-phosphate dehydSDP6 AT3G10370 1.13 0.18 1.19 0.273828 0.411572 -6.51
264111_at hypothetical protein predicted by ge--- AT2G13690 -1.08 -0.12 -1.19 0.274081 0.411921 -6.51
261349_at Expressed protein ; supported by fuAT1G79610--- -1.08 -0.12 -1.19 0.274117 0.411921 -6.51
249242_at alcohol dehydrogenase --- AT5G42250 1.12 0.17 1.19 0.274121 0.411921 -6.51
262440_at  serpin, putative similar to serpin GB--- AT1G47710 1.15 0.20 1.19 0.274132 0.411921 -6.51
264194_at putative wall-associated kinase con --- AT1G22720 -1.10 -0.13 -1.19 0.274153 0.411925 -6.51
255314_at putative transposon protein --- --- 1.11 0.15 1.19 0.274215 0.411991 -6.51
260506_at  Cyclin, putative similar to GB:CAB7CYCA3;2 AT1G47210 -1.21 -0.27 -1.19 0.27428 0.412062 -6.51
251189_at  putative protein putative mitochond--- AT3G62650 1.14 0.19 1.19 0.274305 0.412071 -6.51
250264_at  glucosyltransferase -like protein glu--- AT5G12890 1.08 0.10 1.19 0.274323 0.412071 -6.51
262061_at hypothetical protein contains similarATPP2-B11AT1G80110 1.10 0.14 1.19 0.274436 0.412213 -6.52
265085_at hypothetical protein predicted by geTPX2 AT1G03780 -1.15 -0.20 -1.19 0.274478 0.412244 -6.52
252815_at hypothetical protein --- --- -1.12 -0.16 -1.19 0.274492 0.412244 -6.52



256987_at hypothetical protein predicted by ge--- AT3G28560 -1.09 -0.13 -1.19 0.27457 0.412333 -6.52
257541_at hypothetical protein predicted by ge--- AT3G25950 -1.25 -0.32 -1.19 0.274673 0.412434 -6.52
253127_at  putative Myc-type transcription fact --- AT4G36060 -1.09 -0.12 -1.19 0.27468 0.412434 -6.52
257617_at hypothetical protein --- AT3G26550 -1.09 -0.13 -1.19 0.274691 0.412434 -6.52
254610_at  putative protein predicted protein, A--- AT4G18890 1.10 0.14 1.19 0.274861 0.412662 -6.52
267422_at putative protein kinase contains a p --- AT2G35050 -1.08 -0.12 -1.19 0.274926 0.412733 -6.52
249803_at putative protein similar to unknown --- AT5G23780 -1.10 -0.14 -1.19 0.274969 0.41277 -6.52
253156_at  putative protein mRNA for KIAA017--- AT4G35730 -1.11 -0.15 -1.19 0.275021 0.412789 -6.52
252731_at  putative protein predicted proteins, --- --- -1.14 -0.18 -1.19 0.275035 0.412789 -6.52
257015_at hypothetical protein predicted by ge--- AT3G28680 -1.11 -0.15 -1.19 0.275036 0.412789 -6.52
263988_at floral homeodomain transcription fa SHP2 AT2G42830 -1.09 -0.13 -1.19 0.275082 0.41282 -6.52
265493_at unknown protein predicted by gensc--- AT2G15670 -1.10 -0.13 -1.19 0.275093 0.41282 -6.52
251877_at  synaptobrevin -like protein vesicle- ATVAMP72AT3G54300 -1.12 -0.16 -1.19 0.275152 0.412882 -6.52
260232_at unknown protein contains Pfam pro --- AT1G74640 -1.19 -0.25 -1.19 0.275181 0.412898 -6.52
249854_at putative protein contains similarity to--- AT5G22960 -1.12 -0.16 -1.19 0.275237 0.412945 -6.52
255981_at hypothetical protein ;supported by fu--- AT1G34020 -1.12 -0.16 -1.19 0.275264 0.412945 -6.52
251512_at putative protein several hypothetica --- AT3G59190 -1.10 -0.13 -1.19 0.275267 0.412945 -6.52
264536_at hypothetical protein predicted by gePRA1.G1 AT1G55640 -1.16 -0.21 -1.19 0.275331 0.412982 -6.52
251473_at  putative protein myrosinase-binding--- AT3G59610 -1.14 -0.19 -1.19 0.275343 0.412982 -6.52
254097_at  putative Ser/Thr protein kinase seri--- AT4G25160 1.08 0.11 1.19 0.275346 0.412982 -6.52
249840_at unknown protein  ; supported by cDATLCBK1 AT5G23450 -1.08 -0.11 -1.19 0.275379 0.413005 -6.52
264350_at putative seryl-tRNA synthetase simiSRS AT1G11870 -1.16 -0.21 -1.19 0.275421 0.413042 -6.52
262982_at unknown protein ;supported by full-lING2 AT1G54390 -1.08 -0.12 -1.19 0.275494 0.413124 -6.52
253243_at putative protein --- AT4G34560 1.45 0.53 1.19 0.275561 0.413197 -6.52
265883_at unknown protein --- AT2G42310 1.09 0.13 1.19 0.275634 0.413279 -6.52
260718_at unknown protein ECT7 AT1G48110 1.08 0.10 1.19 0.275655 0.413283 -6.52
253159_at HMG delta protein  ;supported by fuHMGB5 AT4G35570 1.09 0.12 1.19 0.275703 0.413328 -6.52
255307_at  hypothetical protein similar to A. thaRIC10 AT4G04900 -1.11 -0.15 -1.19 0.275733 0.413346 -6.52
255416_at hypothetical protein --- AT4G03170 1.08 0.11 1.19 0.2758 0.413357 -6.52
255755_s_a polygalacturonase, putative similar --- AT1G43050 / -1.10 -0.14 -1.19 0.275801 0.413357 -6.52
247707_at  scarecrow-like 11 - like scarecrow- --- AT5G59450 1.49 0.58 1.19 0.275816 0.413357 -6.52
253448_at  putative protein mRNA for KIAA007--- AT4G32640 1.08 0.11 1.19 0.275816 0.413357 -6.52
259048_at DegP protease contains similarity toDegP7 AT3G03380 -1.10 -0.14 -1.19 0.275831 0.413357 -6.52
252597_at putative protein several hypothetica --- --- -1.12 -0.16 -1.19 0.27585 0.413359 -6.52
245582_at hypothetical protein LOI1 AT4G14850 1.14 0.19 1.19 0.27592 0.413436 -6.52



250417_at  putative protein predicted proteins, --- AT5G11230 -1.12 -0.17 -1.19 0.275961 0.413471 -6.52
254774_at hypothetical protein --- AT4G13440 -1.18 -0.24 -1.19 0.276146 0.41372 -6.52
264473_at hypothetical protein predicted by ge--- AT1G67180 -1.20 -0.26 -1.18 0.276285 0.413902 -6.52
263300_at Mutator-like transposase similar to  --- --- -1.08 -0.11 -1.18 0.276313 0.413904 -6.52
259242_at putative actin similar to actin 1 GB:PATARP6 AT3G33520 1.09 0.13 1.18 0.276323 0.413904 -6.52
256135_at hypothetical protein predicted by ge--- AT1G48730 -1.11 -0.15 -1.18 0.27635 0.413917 -6.52
262860_at unknown protein APO1 AT1G64810 1.13 0.18 1.18 0.276421 0.413996 -6.52
252386_at  putative protein various predicted p--- AT3G47840 1.13 0.17 1.18 0.276464 0.41402 -6.52
257277_at  disease resistance protein, putative--- AT3G14470 -1.11 -0.16 -1.18 0.276491 0.41402 -6.52
258920_at class 2 non-symbiotic hemoglobin id--- AT1G04380 / -1.22 -0.28 -1.18 0.276491 0.41402 -6.52
251227_at  ABC transporter-like protein glutathATMRP10 AT3G62700 -1.18 -0.24 -1.18 0.27659 0.41414 -6.52
254749_at  putative protein various predicted p--- AT4G13130 -1.07 -0.10 -1.18 0.276646 0.414198 -6.52
253677_at  cytidine deaminase - like protein cy--- AT4G29580 -1.12 -0.16 -1.18 0.276699 0.41424 -6.52
267560_at putative cytochrome P450 CYP76C3 AT2G45580 -1.11 -0.15 -1.18 0.276714 0.41424 -6.52
253663_at putative villin VLN4 AT4G30160 -1.10 -0.14 -1.18 0.276729 0.41424 -6.52
254856_at  putative ribosomal protein (fragmen--- AT4G12160 1.10 0.14 1.18 0.276752 0.414245 -6.52
263650_at hypothetical protein predicted by ge--- AT1G04360 -1.10 -0.14 -1.18 0.276769 0.414245 -6.52
263923_at Expressed protein ; supported by cD--- AT2G36485 1.14 0.19 1.18 0.276805 0.414249 -6.52
264598_at putative dimethylaniline monooxyge--- AT1G04610 -1.09 -0.12 -1.18 0.276807 0.414249 -6.52
245160_at putative leucine-rich repeat diseaseAtRLP28 AT2G33080 -1.08 -0.11 -1.18 0.276942 0.414405 -6.52
256330_at hypothetical protein predicted by ge--- AT1G76870 1.13 0.18 1.18 0.27696 0.414405 -6.52
245613_at hypothetical protein --- AT4G14450 / 1.65 0.73 1.18 0.276967 0.414405 -6.52
260200_at unknown protein  ; supported by full--- AT1G67620 1.10 0.14 1.18 0.276988 0.414411 -6.52
255034_at  putative protein Phaseolus vulgaris--- --- -1.09 -0.13 -1.18 0.277059 0.414482 -6.52
248384_at mandelonitrile lyase-like protein --- AT5G51930 -1.09 -0.12 -1.18 0.277073 0.414482 -6.52
250150_at putative protein ;supported by full-le--- AT5G14710 1.15 0.20 1.18 0.277233 0.414695 -6.52
261671_at hypothetical protein similar to hypot --- AT1G18340 1.17 0.23 1.18 0.27735 0.414802 -6.52
267294_at hypothetical protein predicted by geYCF37 AT2G23670 -1.14 -0.19 -1.18 0.277358 0.414802 -6.52
264291_at hypothetical protein contains similar--- AT1G78800 1.11 0.15 1.18 0.277359 0.414802 -6.52
257732_at unknown protein contains Pfam pro AtCASP AT3G18480 1.10 0.14 1.18 0.277383 0.414806 -6.52
261997_at hypothetical protein similar C-term o--- --- -1.09 -0.12 -1.18 0.277398 0.414806 -6.52
258943_at  hypothetical protein predicted by ge--- AT3G10400 1.11 0.15 1.18 0.277456 0.414865 -6.52
252795_at  putative protein predicted proteins, --- --- -1.09 -0.13 -1.18 0.27752 0.414934 -6.52
257142_at  cytochrome P450, putative contain CYP705A1 AT3G20090 1.13 0.18 1.18 0.277639 0.415084 -6.52
258487_at unknown protein  ;supported by full-LBD41 AT3G02550 1.48 0.56 1.18 0.277727 0.415166 -6.53



249987_at  putative protein predicted proteins, --- AT5G18490 1.17 0.23 1.18 0.277735 0.415166 -6.53
249484_at  cytochrome P450 - like protein cytoBR6OX1 AT5G38970 -1.09 -0.12 -1.18 0.277748 0.415166 -6.53
246715_at  putative protein glucose-6-phospha--- AT5G28230 -1.13 -0.18 -1.18 0.277789 0.4152 -6.53
255940_at  prolyl endopeptidase, putative simi --- AT1G20380 -1.08 -0.12 -1.18 0.277889 0.415322 -6.53
264903_at  putative phosphoglucomutase simi --- AT1G23190 1.11 0.15 1.18 0.277982 0.415434 -6.53
266613_at similar to gibberellin-regulated prote--- AT2G14900 -2.41 -1.27 -1.18 0.278113 0.415602 -6.53
264198_at  unknown protein ESTs gb|Z34075, --- AT1G22800 -1.14 -0.19 -1.18 0.278154 0.415637 -6.53
264049_at putative GTP-binding protein --- AT2G22390 -1.15 -0.20 -1.18 0.278212 0.415697 -6.53
265994_at putative multispanning membrane p--- AT2G24170 -1.23 -0.29 -1.18 0.278467 0.416041 -6.53
258516_at  myb-related protein, putative similaMYB108 AT3G06490 1.35 0.43 1.18 0.278485 0.416041 -6.53
249555_at  putative protein predicted protein, r --- AT5G38300 -1.10 -0.14 -1.18 0.278498 0.416041 -6.53
248868_at putative protein similar to unknown --- AT5G46780 1.24 0.31 1.18 0.278698 0.416314 -6.53
265285_at hypothetical protein predicted by ge--- AT2G20410 1.12 0.16 1.18 0.278795 0.416431 -6.53
253614_at  putative protein heat shock protein --- AT4G30350 1.18 0.24 1.18 0.278816 0.416435 -6.53
245188_at  F12A21.19 unknown protein;  simil --- AT1G67660 1.10 0.14 1.18 0.278901 0.416535 -6.53
252757_at putative protein several hypothetica --- --- -1.11 -0.15 -1.18 0.279104 0.416811 -6.53
258843_at putative protein kinase similar to hy --- AT3G04690 -1.09 -0.13 -1.18 0.279173 0.416886 -6.53
260335_at putative strictosidine synthase simil SS3 AT1G74000 -1.26 -0.34 -1.18 0.279237 0.416955 -6.53
262743_at unknown protein similar to unknown--- AT1G29020 -1.11 -0.14 -1.18 0.279266 0.416971 -6.53
255642_at hypothetical protein iqd17 AT4G00820 1.17 0.23 1.18 0.279346 0.417063 -6.53
264281_at hypothetical protein similar to putati --- AT1G61830 -1.12 -0.16 -1.18 0.279689 0.417528 -6.53
255822_at putative expansin  ;supported by fulATEXPA8 AT2G40610 -2.11 -1.08 -1.18 0.279694 0.417528 -6.53
246526_at  putative protein RXF26 - ArabidopsGLIP7 AT5G15720 -1.09 -0.12 -1.18 0.279865 0.417755 -6.53
259425_at  4,5 PIP kinase, putative similar to 4PIPK11 AT1G01460 1.09 0.12 1.17 0.280062 0.418022 -6.53
258723_at putative MYB-related protein similar--- AT3G09600 1.10 0.13 1.17 0.280098 0.418049 -6.53
255910_at unknown protein contains similarity --- AT1G18030 -1.10 -0.14 -1.17 0.280218 0.4182 -6.53
246082_at  receptor protein kinase - like protei EFR AT5G20480 1.31 0.39 1.17 0.280273 0.418255 -6.53
250612_s_a putative protein ARR2 protein - AraARR13 AT2G27070 / -1.13 -0.18 -1.17 0.280444 0.418483 -6.53
245648_at F5A9.12 hypothetical protein --- --- -1.10 -0.13 -1.17 0.280539 0.418598 -6.53
263393_at hypothetical protein similar to hypot --- --- -1.09 -0.12 -1.17 0.280582 0.418608 -6.53
266719_at MYB-related transcription factor (CCCCA1 AT2G46830 -1.13 -0.17 -1.17 0.280583 0.418608 -6.53
258328_at putative zinc finger protein similar to--- AT3G16090 -1.08 -0.11 -1.17 0.280676 0.418719 -6.53
259983_at  3-hydroxy-3-methylglutaryl CoA redHMG1 AT1G76490 -1.11 -0.15 -1.17 0.280863 0.418971 -6.53
262555_at hypothetical protein --- AT1G31400 -1.08 -0.11 -1.17 0.280974 0.419109 -6.53
263146_at  lipase, putative similar to lipase GI:GLIP2 AT1G53940 -1.12 -0.16 -1.17 0.281014 0.419141 -6.53



248652_at putative protein contains similarity toSHV2 AT5G49270 -1.16 -0.21 -1.17 0.281059 0.419181 -6.54
263305_at unknown protein  ;supported by full-BPC1 AT2G01930 -1.14 -0.19 -1.17 0.281106 0.419224 -6.54
265613_at putative DnaJ protein  ; supported b--- AT2G25560 1.12 0.16 1.17 0.281247 0.419407 -6.54
259388_at  steroid sulfotransferase, putative siST4B AT1G13420 1.10 0.13 1.17 0.281271 0.419415 -6.54
266573_at unknown protein --- AT2G23860 -1.14 -0.18 -1.17 0.281304 0.419437 -6.54
250476_at MADS box protein FLOWERING LOFLC AT5G10140 -1.10 -0.13 -1.17 0.281331 0.41945 -6.54
261820_at hypothetical protein predicted by ge--- AT1G11420 1.14 0.19 1.17 0.281386 0.419504 -6.54
247985_at putative protein contains similarity to--- AT5G56790 1.11 0.16 1.17 0.281419 0.419526 -6.54
263353_at hypothetical protein predicted by ge--- AT2G22070 1.10 0.14 1.17 0.281478 0.419564 -6.54
248288_at unknown protein  ; supported by cD--- AT5G52840 -1.12 -0.17 -1.17 0.281492 0.419564 -6.54
254183_at  putative protein predicted protein, A--- AT4G23960 1.11 0.15 1.17 0.2815 0.419564 -6.54
252208_at  putative protein hypothetical protein--- AT3G50380 1.15 0.20 1.17 0.281625 0.419718 -6.54
248365_at putative protein strong similarity to u--- AT5G52500 -1.10 -0.14 -1.17 0.28164 0.419718 -6.54
264182_at  MADS-box protein, putative similar AGL23 AT1G65360 -1.09 -0.12 -1.17 0.28166 0.419721 -6.54
254885_at  putative protein various predicted p--- AT4G11745 -1.13 -0.17 -1.17 0.281683 0.419728 -6.54
247185_at putative protein contains similarity to--- AT5G65460 -1.12 -0.16 -1.17 0.281725 0.419763 -6.54
261452_s_ahypothetical protein predicted by ge--- --- 1.10 0.13 1.17 0.281871 0.419952 -6.54
251597_at  protein kinase - like protein wall-as --- AT3G57750 1.23 0.30 1.17 0.281928 0.419995 -6.54
259504_at  inorganic pyrophosphatase, putativAVP1 AT1G15690 -1.12 -0.16 -1.17 0.281936 0.419995 -6.54
251556_at  putative protein predicted proteins, --- AT3G58840 1.14 0.19 1.17 0.281959 0.420002 -6.54
251739_at  putative protein protein of unknownCAN AT3G56170 -1.14 -0.18 -1.17 0.282043 0.420099 -6.54
247946_at putative protein similar to unknown CIA2 AT5G57180 1.28 0.36 1.17 0.282116 0.42018 -6.54
252662_at  putative protein Sec24A protein, HoCEF AT3G44340 -1.10 -0.14 -1.17 0.282196 0.420273 -6.54
267558_at unknown protein  ; supported by cDLUH AT2G32700 -1.09 -0.12 -1.17 0.282242 0.420314 -6.54
244986_at ribosomal protein S19 --- --- -1.16 -0.22 -1.17 0.28229 0.420341 -6.54
261917_at hypothetical protein similar to TMV --- AT1G65920 -1.22 -0.29 -1.17 0.282297 0.420341 -6.54
248609_at unknown protein  ; supported by cD--- AT5G49440 1.11 0.15 1.17 0.28233 0.420348 -6.54
265229_s_ahypothetical protein --- AT2G07701 1.09 0.12 1.17 0.282339 0.420348 -6.54
251162_at putative protein hypothetical protein--- AT3G63300 -1.09 -0.13 -1.17 0.282502 0.42054 -6.54
247689_at  putative protein protein tyrosine ph --- AT5G59770 -1.14 -0.19 -1.17 0.282505 0.42054 -6.54
252717_at  putative protein predicted proteins, --- AT3G43930 1.19 0.25 1.17 0.282623 0.420688 -6.54
247853_at non phototropic hypocotyl 1-like  ; s PHOT2 AT5G58140 1.11 0.15 1.17 0.282673 0.420735 -6.54
251839_at  putative protein patatin, Solanum tuPLA IIIA AT3G54950 1.17 0.22 1.17 0.282712 0.420766 -6.54
253936_at  STIG1 like protein STIG1 protein - --- AT4G26880 -1.09 -0.13 -1.17 0.282944 0.421077 -6.54
265218_at putative transcription factor GTF2H2 AT1G05055 1.08 0.11 1.17 0.282958 0.421077 -6.54



246751_at  pectin methyl-esterase - like protein--- AT5G27870 -1.08 -0.11 -1.17 0.283071 0.421196 -6.54
252635_at  putative protein predicted proteins, --- AT3G44510 1.11 0.16 1.17 0.283075 0.421196 -6.54
248623_at putative protein similar to unknown --- AT5G49170 -1.36 -0.45 -1.17 0.283123 0.421239 -6.54
261733_at  clathrin coat assembly protein AP1 --- AT1G47830 1.08 0.12 1.17 0.283143 0.421239 -6.54
257503_at  DAG-like protein similar to DAG pro--- AT1G72530 1.13 0.18 1.17 0.283167 0.421239 -6.54
258135_at Expressed protein ; supported by fu--- AT3G24506 -1.10 -0.14 -1.17 0.283195 0.421239 -6.54
261580_at unknown protein ;supported by full-lIQD18 AT1G01110 -1.16 -0.21 -1.17 0.283208 0.421239 -6.54
253327_at putative transcription factor MYB69 AT4G33450 -1.12 -0.17 -1.17 0.283218 0.421239 -6.54
260740_at  thioredoxin, putative contains PfamATQSOX1 AT1G15020 -1.08 -0.11 -1.17 0.283233 0.421239 -6.54
264009_at putative disease resistance respons--- AT2G21110 -1.09 -0.13 -1.17 0.28332 0.421318 -6.54
264503_at  hypothetical protein Similar to Arab--- AT1G09410 -1.09 -0.12 -1.17 0.283323 0.421318 -6.54
265247_at 50S ribosomal protein L3  ;supporte--- AT2G43030 -1.09 -0.12 -1.17 0.283428 0.421439 -6.54
266258_at 60S acidic ribosomal protein P2  ;su--- AT2G27720 1.18 0.24 1.17 0.283454 0.421439 -6.54
249592_at  putative protein SIAH1 protein, Bra --- AT5G37890 -1.12 -0.16 -1.17 0.28346 0.421439 -6.54
249534_at  bZIP transcription factor - like proteAtbZIP43 AT5G38800 -1.08 -0.12 -1.17 0.283508 0.421476 -6.54
250138_at  DRH1 DEAD box protein - like DRH--- AT5G14610 -1.09 -0.13 -1.17 0.283522 0.421476 -6.54
263094_at hypothetical protein predicted by ge--- AT2G16020 -1.10 -0.14 -1.16 0.283701 0.421716 -6.54
249761_at acetyl-CoA:benzylalcohol acetyltran--- AT5G23970 -1.12 -0.17 -1.16 0.28374 0.421746 -6.54
259000_at hypothetical protein predicted by ge--- AT3G01860 1.22 0.29 1.16 0.283935 0.422008 -6.54
266733_at similar to axi 1 protein from Nicotian--- AT2G03280 -1.10 -0.13 -1.16 0.283976 0.422018 -6.54
246645_at putative protein  ;supported by full-le--- AT5G35080 -1.12 -0.16 -1.16 0.283981 0.422018 -6.54
262274_at  deaminase, putative similar to cytidTADA AT1G68720 -1.08 -0.11 -1.16 0.283997 0.422018 -6.54
265836_at Mutator-like transposase similar to  --- --- -1.10 -0.13 -1.16 0.284087 0.422085 -6.54
266429_at hypothetical protein predicted by ge--- AT2G07190 -1.10 -0.14 -1.16 0.284098 0.422085 -6.54
257311_at  phosphate transporter, putative conPHT2;1 AT3G26570 -1.10 -0.14 -1.16 0.284098 0.422085 -6.54
254093_at  putative protein extensin, CatharanAtMC2 AT4G25110 -1.29 -0.36 -1.16 0.284193 0.422199 -6.54
247113_at unknown protein ;supported by full-l--- AT5G65960 -1.10 -0.13 -1.16 0.284238 0.422238 -6.54
249366_at dihydroxyacetone 3-phosphate redu--- AT5G40610 1.30 0.37 1.16 0.284291 0.422289 -6.54
260206_at putative protein kinase contains Pfa--- AT1G70740 -1.24 -0.31 -1.16 0.284351 0.422351 -6.54
263772_at Expressed protein ; supported by fuELF4-L3 AT2G06255 -1.18 -0.24 -1.16 0.284379 0.422365 -6.54
254203_at  putative protein various predicted pAtGRF8 AT4G24150 1.09 0.12 1.16 0.284404 0.422374 -6.54
247986_at unknown protein --- AT5G56880 -1.12 -0.16 -1.16 0.284464 0.422436 -6.55
252230_at  putative protein various predicted p--- AT3G49810 1.36 0.44 1.16 0.284617 0.422636 -6.55
258450_at  hypothetical protein predicted by ge--- --- -1.09 -0.13 -1.16 0.284726 0.42277 -6.55
250615_at putative protein ankyrins - different --- AT5G07270 -1.12 -0.16 -1.16 0.284865 0.422919 -6.55



249726_at unknown protein --- AT5G35480 1.18 0.24 1.16 0.284874 0.422919 -6.55
255410_at  putative rac GTPase activating pro --- AT4G03100 -1.10 -0.13 -1.16 0.284894 0.422919 -6.55
265687_s_ahypothetical protein predicted by ge--- AT2G24470 / -1.09 -0.12 -1.16 0.2849 0.422919 -6.55
245754_at hypothetical protein predicted by ge--- AT1G35183 1.08 0.12 1.16 0.284922 0.422924 -6.55
249215_at dihydroflavonol 4-reductase DFR AT5G42800 -1.16 -0.21 -1.16 0.284982 0.422985 -6.55
258668_at hypothetical protein predicted by ge--- AT3G08780 -1.09 -0.12 -1.16 0.285019 0.423013 -6.55
266625_at putative peroxidase --- AT2G35380 -1.10 -0.13 -1.16 0.285044 0.42302 -6.55
264626_at unknown protein AS2 AT1G65620 -1.16 -0.21 -1.16 0.285063 0.42302 -6.55
255320_at putative transposon protein --- --- -1.08 -0.11 -1.16 0.285098 0.42302 -6.55
251753_at  putative protein predicted protein, A--- AT3G55760 -1.25 -0.33 -1.16 0.285101 0.42302 -6.55
248665_at Expressed protein ; supported by fu--- AT5G48655 1.08 0.11 1.16 0.285117 0.42302 -6.55
261359_at hypothetical protein predicted by ge--- --- -1.10 -0.14 -1.16 0.285191 0.423103 -6.55
247913_at unknown protein --- AT5G57510 1.67 0.74 1.16 0.285295 0.423229 -6.55
249202_at cytochrome P450 CYP705A12AT5G42580 -1.09 -0.12 -1.16 0.28536 0.423274 -6.55
255738_at hypothetical protein predicted by ge--- AT1G25570 -1.09 -0.12 -1.16 0.285368 0.423274 -6.55
264304_at Expressed protein ; supported by fu--- AT1G78895 1.12 0.16 1.16 0.285381 0.423274 -6.55
248567_at putative protein contains similarity to--- AT5G49750 -1.09 -0.12 -1.16 0.285477 0.42339 -6.55
264998_at unknown protein similar to hypothet --- AT1G67330 1.38 0.47 1.16 0.28554 0.423455 -6.55
249332_at putative protein similar to unknown --- AT5G40980 -1.12 -0.16 -1.16 0.285569 0.423471 -6.55
261399_at  receptor protein kinase, putative sim--- AT1G79620 -1.12 -0.16 -1.16 0.285588 0.423471 -6.55
245652_at  F-box protein family, putative  --- AT4G13960 -1.11 -0.15 -1.16 0.285642 0.423524 -6.55
258917_at unknown protein C-terminal portion --- AT3G10630 1.07 0.10 1.16 0.28568 0.423553 -6.55
262085_at hypothetical protein predicted by ge--- AT1G56060 1.53 0.61 1.16 0.285711 0.423571 -6.55
249663_s_aunknown protein --- --- -1.12 -0.16 -1.16 0.285765 0.423624 -6.55
249664_at  putative protein histone stem-loop b--- AT5G36722 / -1.09 -0.13 -1.16 0.285815 0.423665 -6.55
261001_at hypothetical protein similar to hypot --- AT1G26530 1.12 0.16 1.16 0.28583 0.423665 -6.55
245495_at hypothetical protein --- AT4G16400 -1.07 -0.10 -1.16 0.285902 0.423745 -6.55
262723_at hypothetical protein predicted by ge--- AT1G43630 -1.13 -0.18 -1.16 0.285923 0.423748 -6.55
248596_at putative protein contains similarity toAtMYB111 AT5G49330 -1.24 -0.31 -1.16 0.286009 0.423848 -6.55
253437_at  putative protein mRNAs from Ricin --- AT4G32460 -1.29 -0.37 -1.16 0.286053 0.423885 -6.55
245232_at  actin depolymerizing factor-like proADF7 AT4G25590 -1.10 -0.14 -1.16 0.286117 0.423953 -6.55
249024_at putative protein strong similarity to u--- AT5G44860 1.09 0.13 1.16 0.28619 0.424034 -6.55
247195_at putative protein contains similarity to--- AT5G65500 -1.12 -0.16 -1.16 0.286262 0.424112 -6.55
254388_at Expressed protein ; supported by fuMSRB2 AT4G21860 1.10 0.13 1.16 0.286346 0.424205 -6.55
251302_at  RAV-like protein DNA-binding proteNGA2 AT3G61970 -1.07 -0.10 -1.16 0.286362 0.424205 -6.55



246998_at putative protein similar to unknown --- AT5G67370 1.19 0.26 1.16 0.286395 0.424227 -6.55
259156_at hypothetical protein predicted by geSEC8 AT3G10380 -1.09 -0.13 -1.16 0.286535 0.424407 -6.55
248233_at  F-box protein family, AtFBL13 cont --- AT5G53840 -1.10 -0.14 -1.16 0.28657 0.424431 -6.55
257331_at hypothetical protein --- --- -1.12 -0.16 -1.16 0.286677 0.424561 -6.55
254723_at ammonium transport protein (AMT1AMT1;1 AT4G13510 1.14 0.18 1.16 0.286948 0.424906 -6.55
255381_at RMA1 RING zinc finger protein idenRMA1 AT4G03510 -1.20 -0.26 -1.16 0.287013 0.424906 -6.55
250304_at elongation factor 1B alpha-subunit (--- AT5G12110 -1.33 -0.41 -1.16 0.287016 0.424906 -6.55
255304_at  putative potassium transporter simiKEA3 AT4G04850 -1.17 -0.23 -1.16 0.28702 0.424906 -6.55
263632_at Expressed protein ; supported by cD--- AT2G04795 -1.28 -0.36 -1.16 0.287046 0.424906 -6.55
252897_at  cytochrome P450 - like protein cytoCYP96A9 AT4G39480 / -1.10 -0.13 -1.16 0.287051 0.424906 -6.55
260487_at  RNA-binding protein, putative simil Y14 AT1G51510 1.09 0.13 1.16 0.287056 0.424906 -6.55
249590_at  putative protein SIAH1, Brassica na--- AT5G37870 -1.08 -0.12 -1.16 0.287058 0.424906 -6.55
262106_at hypothetical protein similar to Wee1WEE1 AT1G02970 -1.12 -0.16 -1.16 0.287213 0.425107 -6.55
264063_at unknown protein --- AT2G27900 -1.09 -0.13 -1.16 0.287292 0.425197 -6.55
259494_at  mitotic checkpoint protein, putative --- AT1G15850 -1.12 -0.16 -1.16 0.287368 0.425282 -6.55
260131_at unknown protein contains Pfam pro --- AT1G66310 1.09 0.13 1.16 0.287402 0.425305 -6.55
252599_at  receptor-like protein kinase recepto--- AT3G45390 -1.13 -0.18 -1.15 0.28745 0.425348 -6.55
251211_s_aputative protein several hypothetica --- AT3G62470 / 1.22 0.28 1.15 0.287551 0.425469 -6.55
247462_at  A9 protein precursor - like A9 prote--- AT5G62080 -1.11 -0.15 -1.15 0.287616 0.425521 -6.55
254899_at  serine/threonine kinase-like protein--- AT4G11490 -1.13 -0.17 -1.15 0.287623 0.425521 -6.55
259888_at hypothetical protein similar to nodul --- AT1G76350 1.27 0.35 1.15 0.287645 0.425526 -6.55
262498_at 8-oxoguanine DNA glycosylase-likeOGG1 AT1G21710 1.10 0.14 1.15 0.287746 0.425647 -6.55
253870_at putative protein --- AT4G27530 -1.10 -0.14 -1.15 0.287921 0.425879 -6.56
267330_at unknown protein --- AT2G19270 1.07 0.10 1.15 0.288012 0.425966 -6.56
252399_at  putative cyclic nucleotide-gated chaCNGC16 AT3G48010 -1.08 -0.12 -1.15 0.288017 0.425966 -6.56
255418_at predicted protein of unknown functio--- AT4G03200 1.12 0.17 1.15 0.288084 0.426037 -6.56
249686_at putative protein contains similarity toCYP716A2 AT5G36140 -1.07 -0.10 -1.15 0.288253 0.42626 -6.56
259009_at thioglucosidase 3D precursor identi PYK10 AT3G09260 -1.17 -0.22 -1.15 0.28834 0.426361 -6.56
247060_at succinate dehydrogenase flavoproteSDH1-1 AT5G66760 1.33 0.41 1.15 0.288369 0.426376 -6.56
251439_at  putative protein unknown protein A --- AT3G59950 1.11 0.15 1.15 0.288419 0.426387 -6.56
248002_at Expressed protein ; supported by fuATARP8 AT5G56180 1.14 0.19 1.15 0.288465 0.426387 -6.56
253650_at EST GB:N37377 spans last intron a--- AT4G30020 -1.68 -0.75 -1.15 0.288468 0.426387 -6.56
258068_at  putative DNA-binding protein, GT-1--- AT3G25990 1.09 0.12 1.15 0.288468 0.426387 -6.56
251363_at putative transcription factor (MYB17AtMYB17 AT3G61250 1.17 0.22 1.15 0.28847 0.426387 -6.56
248201_at putative protein similar to unknown PTAC15 AT5G54180 1.21 0.28 1.15 0.288537 0.426458 -6.56



258336_at putative ethylene-inducible protein sPDX1.2 AT3G16050 1.21 0.28 1.15 0.288716 0.426694 -6.56
245069_at putative glucosyltransferase UGT84B2 AT2G23250 -1.10 -0.13 -1.15 0.288788 0.426774 -6.56
261778_at hypothetical protein predicted by ge--- AT1G76220 -1.08 -0.10 -1.15 0.288811 0.42678 -6.56
267359_at hypothetical protein predicted by ge--- AT2G40020 1.13 0.18 1.15 0.2889 0.426884 -6.56
254876_at  putative phosphoribosylanthranilate--- AT4G11610 -1.12 -0.17 -1.15 0.28892 0.426885 -6.56
255712_at hypothetical protein similar to A. tha--- AT4G00280 1.09 0.13 1.15 0.288952 0.426906 -6.56
248001_at calcineurin B-like protein 2 (gb|AACCBL2 AT5G55990 1.13 0.17 1.15 0.288998 0.426945 -6.56
251181_at  putative protein pectinesterase hom--- AT3G62820 -1.13 -0.17 -1.15 0.289078 0.427016 -6.56
263861_at hypothetical protein --- AT2G04560 -1.15 -0.20 -1.15 0.289085 0.427016 -6.56
258677_at  putative ribosomal-protein S6 kinasPK1 AT3G08730 -1.11 -0.15 -1.15 0.289102 0.427016 -6.56
258852_at unknown protein similar to C-terminAT-P4H-2 AT3G06300 1.14 0.19 1.15 0.289196 0.427127 -6.56
252752_s_a putative protein hypothetical protein--- AT3G43470 / -1.08 -0.12 -1.15 0.289312 0.427271 -6.56
260384_at putative 2-isopropylmalate synthaseIMS1 AT1G74040 1.10 0.13 1.15 0.289446 0.427442 -6.56
266042_s_ahypothetical protein --- AT2G07734 1.15 0.21 1.15 0.289465 0.427442 -6.56
262069_at hypothetical protein similar to SNF4--- AT1G80090 -1.11 -0.15 -1.15 0.289546 0.427511 -6.56
256584_at unknown protein --- AT3G28750 -1.09 -0.12 -1.15 0.289549 0.427511 -6.56
252683_at  putative protein predicted proteins, --- AT3G44380 -1.12 -0.17 -1.15 0.289686 0.427685 -6.56
264129_at hypothetical protein predicted by ge--- AT1G79170 -1.11 -0.15 -1.15 0.289739 0.427736 -6.56
255803_at  putative protein vesicle-associated --- AT4G10170 1.09 0.12 1.15 0.289861 0.42788 -6.56
249981_at  putative protein predicted proteins, --- AT5G18510 -1.12 -0.17 -1.15 0.289885 0.42788 -6.56
260524_at unknown protein --- AT2G47230 -1.09 -0.13 -1.15 0.289909 0.42788 -6.56
255844_at putative protein kinase contains a p --- AT2G33580 1.22 0.29 1.15 0.289912 0.42788 -6.56
248723_at acetyl-CoA:benzylalcohol acetyltran--- AT5G47950 -1.10 -0.14 -1.15 0.289944 0.4279 -6.56
260958_at unknown protein identical to unknow--- AT1G06060 -1.11 -0.15 -1.15 0.290184 0.428227 -6.56
250712_at human RAN binding protein 16-like --- AT5G06120 1.11 0.15 1.15 0.290334 0.42842 -6.56
245720_at RNA binding protein - like --- AT5G04210 -1.09 -0.12 -1.15 0.290393 0.428479 -6.56
259638_at  coatomer complex subunit, putative--- AT1G52360 -1.11 -0.16 -1.15 0.290455 0.428543 -6.56
246915_at  malate dehydrogenase - like protei ATNADP-MAT5G25880 1.18 0.24 1.15 0.290477 0.428548 -6.56
251949_at  receptor protein kinase -like protein--- AT3G53590 -1.12 -0.16 -1.15 0.290638 0.428758 -6.56
245554_at cytochrome P450 like protein CYP705A4 AT4G15380 -1.07 -0.10 -1.15 0.290736 0.428874 -6.56
255254_at hypothetical protein --- AT4G05030 -1.13 -0.17 -1.15 0.290798 0.428938 -6.56
255671_at Expressed protein ; supported by fu--- AT4G00355 1.11 0.15 1.15 0.290834 0.428964 -6.56
266445_at unknown protein --- AT2G43070 -1.13 -0.17 -1.15 0.290902 0.429037 -6.56
253735_at  putative protein SNF7 protein - SacSNF7.1 AT4G29160 1.09 0.13 1.15 0.290966 0.429103 -6.56
245882_at  mitochondrial carrier-like protein m DIC3 AT5G09470 1.11 0.15 1.15 0.291056 0.429206 -6.56



267366_at unknown protein  ;supported by full---- AT2G44310 / 1.09 0.13 1.15 0.291073 0.429206 -6.56
247655_at zinc finger protein Zat12  ;supportedRHL41 AT5G59820 1.44 0.52 1.15 0.291113 0.429236 -6.56
245553_at lupeol synthase like protein BARS1 AT4G15370 -1.08 -0.11 -1.15 0.291182 0.429311 -6.56
259949_at hypothetical protein predicted by ge--- AT1G71420 1.10 0.14 1.14 0.291312 0.429474 -6.56
249764_at septum site-determining MinD (dbj|BMIND AT5G24020 1.12 0.17 1.14 0.291379 0.429526 -6.56
265079_at hypothetical protein contains similar--- AT1G55460 1.08 0.12 1.14 0.291384 0.429526 -6.56
265786_at putative replication protein A1 --- --- 1.07 0.10 1.14 0.29142 0.42955 -6.57
264184_at  early nodule-specific protein, putati --- AT1G54790 -1.10 -0.13 -1.14 0.291529 0.429683 -6.57
263945_at hypothetical protein predicted by ge--- AT2G36030 -1.13 -0.17 -1.14 0.291615 0.429782 -6.57
248903_at 3-oxoacyl-[acyl-carrier-protein] synt KAS I AT5G46290 -1.18 -0.24 -1.14 0.291648 0.429804 -6.57
256490_at unknown protein ;supported by full-l--- AT1G31460 1.14 0.19 1.14 0.291763 0.429945 -6.57
248323_at unknown protein --- AT5G52770 -1.07 -0.10 -1.14 0.291857 0.430054 -6.57
254130_at MADS-box protein AGL24  ; supporAGL24 AT4G24540 1.17 0.23 1.14 0.291875 0.430054 -6.57
247033_at SKP1 interacting partner 2 (SKIP2) SKIP2 AT5G67250 -1.11 -0.15 -1.14 0.291932 0.43011 -6.57
254713_at hypothetical protein --- AT4G18090 -1.14 -0.18 -1.14 0.292051 0.430257 -6.57
264428_at hypothetical protein predicted by ge--- AT1G61790 1.15 0.20 1.14 0.292112 0.430294 -6.57
261184_at  pol polyprotein, putative similar to m--- --- -1.11 -0.15 -1.14 0.292113 0.430294 -6.57
249541_at  anthranilate N-benzoyltransferase ---- AT5G38130 -1.10 -0.14 -1.14 0.292197 0.430321 -6.57
265476_at putative thioredoxin M  ; supported ATHM3 AT2G15570 1.08 0.11 1.14 0.292225 0.430321 -6.57
256339_at hypothetical protein --- AT1G72080 -1.09 -0.12 -1.14 0.292258 0.430321 -6.57
255145_at hypothetical protein --- --- -1.11 -0.15 -1.14 0.29226 0.430321 -6.57
253800_at  putative protein probable cell wall p--- AT4G28160 -1.11 -0.15 -1.14 0.292267 0.430321 -6.57
252753_at hypothetical protein --- AT3G43500 -1.10 -0.14 -1.14 0.292272 0.430321 -6.57
253151_at  putative polygalacturonase polygal --- AT4G35670 -1.08 -0.11 -1.14 0.292295 0.430321 -6.57
265034_at unknown protein ;supported by full-l--- AT1G61660 1.11 0.15 1.14 0.292323 0.430321 -6.57
258760_at  putative membrane protein similar --- AT3G10780 1.19 0.25 1.14 0.292349 0.430321 -6.57
260885_at  protein kinase PK4, putative similarCIPK18 AT1G29230 -1.12 -0.16 -1.14 0.292349 0.430321 -6.57
246054_at  putative protein predicted proteins, --- AT5G08360 -1.09 -0.12 -1.14 0.292352 0.430321 -6.57
265393_at unknown protein  ; supported by cD--- AT2G20830 -1.17 -0.23 -1.14 0.292358 0.430321 -6.57
263008_at unknown protein RPP27 AT1G54470 -1.08 -0.11 -1.14 0.2924 0.430355 -6.57
263360_at unknown protein --- AT2G03830 1.10 0.13 1.14 0.292451 0.430403 -6.57
258674_at putative elongation factor P (EF-P) --- AT3G08740 -1.16 -0.21 -1.14 0.292502 0.43045 -6.57
257560_at  galactosyltransferase, putative con --- AT3G14960 1.08 0.11 1.14 0.292568 0.430519 -6.57
262773_at putative nuclear matrix constituent pLINC2 AT1G13220 -1.11 -0.15 -1.14 0.29262 0.430568 -6.57
265745_at hypothetical protein predicted by ge--- --- -1.08 -0.11 -1.14 0.292712 0.430676 -6.57



254888_at  putative protein predicted protein, A--- AT4G11780 -1.09 -0.13 -1.14 0.292737 0.430684 -6.57
257094_at hypothetical protein similar to tetraa--- AT3G20480 1.15 0.20 1.14 0.292911 0.430907 -6.57
253352_at  pathogenesis-related protein 1 prec--- AT4G33710 -1.11 -0.15 -1.14 0.292926 0.430907 -6.57
262077_at dynamin-like protein similar to dyna ADL3 AT1G59610 1.09 0.12 1.14 0.293051 0.431063 -6.57
263500_s_ahypothetical protein --- AT2G07672 1.11 0.15 1.14 0.293284 0.431377 -6.57
250915_at  homeodomain -like protein homeodHB51 AT5G03790 -1.16 -0.21 -1.14 0.29337 0.431457 -6.57
252224_at putative protein various ADP-RIBOSATARLA1BAT3G49860 -1.11 -0.15 -1.14 0.293376 0.431457 -6.57
255281_at contains similarity to glucan synthasGSL1 AT4G04970 1.07 0.10 1.14 0.293398 0.431462 -6.57
267443_at hypothetical protein predicted by ge--- AT2G19000 -1.07 -0.10 -1.14 0.293428 0.431478 -6.57
257256_at hypothetical protein contains Pfam p--- AT3G21970 -1.07 -0.10 -1.14 0.293459 0.431496 -6.57
255350_at putative transposon protein similar t--- --- 1.08 0.11 1.14 0.293522 0.431561 -6.57
246615_at putative protein similar to unknown --- --- -1.10 -0.14 -1.14 0.293705 0.431789 -6.57
247629_at putative protein SIZ1 AT5G60410 -1.11 -0.15 -1.14 0.293715 0.431789 -6.57
247577_at  putative protein flavin-containing m--- AT5G61290 1.10 0.14 1.14 0.293789 0.43187 -6.57
264710_at putative phytochelatin synthetase s COBL6 AT1G09790 -1.09 -0.13 -1.14 0.293888 0.431988 -6.57
246329_at  putative protein gamma-tubulin inte--- AT3G43610 -1.11 -0.15 -1.14 0.294025 0.432161 -6.57
265935_at putative senescence-associated proTET2 AT2G19580 -1.16 -0.22 -1.14 0.294159 0.432323 -6.57
264166_at unknown protein ; supported by cDN--- AT1G65370 -1.10 -0.14 -1.14 0.294173 0.432323 -6.57
262363_at  disease resistance protein, putative--- AT1G72850 -1.09 -0.13 -1.14 0.29422 0.432365 -6.57
262099_s_a auxin-regulated protein GH3, putat GH3.4 AT1G59500 / 1.66 0.73 1.14 0.294249 0.43238 -6.57
250005_at  putative protein predicted proteins, --- AT5G18760 1.08 0.12 1.14 0.2943 0.432427 -6.57
250814_at  E2, ubiquitin-conjugating enzyme, UBC22 AT5G05080 1.11 0.15 1.14 0.294375 0.432508 -6.57
259061_at  putative GTP-binding protein similaAtRABA5b AT3G07410 1.20 0.26 1.14 0.29447 0.432599 -6.57
252988_at  putative cold-regulated protein cold--- AT4G38410 -1.19 -0.25 -1.14 0.294475 0.432599 -6.57
258825_at unknown protein --- AT3G07180 1.08 0.11 1.14 0.294501 0.432609 -6.57
253346_at hypothetical protein --- AT4G33600 -1.09 -0.12 -1.14 0.29476 0.432962 -6.57
249638_at acetyl-CoA synthetase  ; supported --- AT5G36880 1.26 0.33 1.14 0.294822 0.433011 -6.57
265632_at hypothetical protein predicted by ge--- AT2G14290 1.67 0.74 1.14 0.294831 0.433011 -6.57
248262_at Avr9 elicitor response protein-like  ; --- AT5G53340 -1.13 -0.18 -1.14 0.294892 0.433073 -6.57
265869_at putative two-component response r ARR14 AT2G01760 -1.13 -0.17 -1.14 0.294929 0.433099 -6.57
252487_at  glucosyltransferase-like protein UDUGT76E12 AT3G46660 1.51 0.60 1.14 0.294968 0.433128 -6.58
249514_at  14-3-3 protein GF14psi (grf3/RCI1)GRF3 AT5G38480 1.11 0.14 1.14 0.295017 0.433173 -6.58
258932_at hypothetical protein predicted by gePAP16 AT3G10150 1.09 0.12 1.14 0.295146 0.433334 -6.58
245875_at hypothetical protein predicted by ge--- AT1G26240 -1.12 -0.16 -1.14 0.295167 0.433336 -6.58
247943_at light-inducible protein ATLS1-like  ;s--- AT5G57170 1.17 0.23 1.13 0.295293 0.433478 -6.58



266886_at Expressed protein ; supported by fu--- AT2G44745 -1.11 -0.15 -1.13 0.295334 0.433478 -6.58
259301_at hypothetical protein predicted by ge--- AT3G05110 1.13 0.18 1.13 0.295344 0.433478 -6.58
248808_at putative protein contains similarity to--- AT5G47510 -1.07 -0.10 -1.13 0.295357 0.433478 -6.58
265752_at putative Athila retroelement ORF1 p--- --- -1.09 -0.12 -1.13 0.295358 0.433478 -6.58
267019_at hypothetical protein predicted by ge--- AT2G39130 -1.11 -0.15 -1.13 0.295494 0.433649 -6.58
263284_at unknown protein --- AT2G36100 -1.09 -0.13 -1.13 0.295622 0.43381 -6.58
266031_at hypothetical protein predicted by ge--- --- -1.09 -0.12 -1.13 0.29569 0.433881 -6.58
259445_at  dioxygenase, putative similar to dioGA2OX6 AT1G02400 -1.70 -0.77 -1.13 0.295761 0.433948 -6.58
252029_s_a putative RNA binding protein hetero--- AT3G52660 / 1.08 0.11 1.13 0.295773 0.433948 -6.58
261056_at hypothetical protein similar to hypot --- AT1G01360 1.14 0.19 1.13 0.295871 0.434048 -6.58
260161_at hypothetical protein similar to putati ROPGEF12AT1G79860 1.08 0.11 1.13 0.29588 0.434048 -6.58
246500_at  putative protein HR21spA protein inSYN4 AT5G16270 1.10 0.14 1.13 0.295938 0.434087 -6.58
251300_at hypothetical protein  ;supported by f--- AT3G61980 -1.14 -0.18 -1.13 0.295944 0.434087 -6.58
264570_at unknown protein Similar to Caenorh--- AT1G05350 -1.11 -0.15 -1.13 0.296169 0.434389 -6.58
263544_at putative ADP-glucose pyrophospho APL4 AT2G21590 -1.11 -0.15 -1.13 0.296293 0.434543 -6.58
267190_at putative N-myristoyltransferase  ; suNMT2 AT2G44170 -1.09 -0.13 -1.13 0.29632 0.434555 -6.58
255862_at hypothetical protein predicted by ge--- AT2G30300 -1.10 -0.13 -1.13 0.296371 0.434601 -6.58
255765_at  protein kinase, putative contains Pf--- AT1G16760 -1.07 -0.10 -1.13 0.296446 0.434684 -6.58
246713_at  mRNA capping enzyme - like capp --- AT5G28210 -1.12 -0.16 -1.13 0.296493 0.434725 -6.58
265859_at hypothetical protein predicted by ge--- --- -1.09 -0.13 -1.13 0.296549 0.434779 -6.58
249695_at putative protein similar to unknown --- --- 1.09 0.12 1.13 0.296724 0.435007 -6.58
246273_at globulin-like protein --- AT4G36700 -1.08 -0.11 -1.13 0.296767 0.435041 -6.58
259480_at hypothetical protein predicted by ge--- AT1G19010 1.13 0.18 1.13 0.296877 0.435175 -6.58
249126_at Expressed protein ; supported by cDTOPP6 AT5G43380 1.22 0.29 1.13 0.296963 0.435274 -6.58
258224_at LEA76 homologue type2 identical to--- AT3G15670 -1.08 -0.12 -1.13 0.297017 0.435325 -6.58
255625_at  GBF2, G-box binding factor  ;suppoGBF2 AT4G01120 1.16 0.21 1.13 0.297043 0.435327 -6.58
259808_at hypothetical protein contains Pfam p--- AT1G49790 -1.08 -0.11 -1.13 0.297057 0.435327 -6.58
246448_at  putative protein putative N-acetlytra--- AT5G16800 -1.10 -0.14 -1.13 0.297159 0.435419 -6.58
258510_at hypothetical protein predicted by ge--- AT3G06600 -1.10 -0.14 -1.13 0.297164 0.435419 -6.58
265839_at putative serpin --- AT2G14540 -1.10 -0.13 -1.13 0.297177 0.435419 -6.58
256903_at hypothetical protein --- AT3G23960 -1.09 -0.13 -1.13 0.297253 0.435503 -6.58
255987_s_a putative protein predicted proteins, --- AT5G35050 1.08 0.11 1.13 0.297426 0.435729 -6.58
263077_at putative mitotic control protein dis3 EMB2763 AT2G17510 1.08 0.11 1.13 0.297545 0.435875 -6.58
249756_at Expressed protein ; supported by fu--- AT5G24313 -1.08 -0.12 -1.13 0.297671 0.436031 -6.58
250534_at NADH dehydrogenase  ;supported bCI51 AT5G08530 -1.09 -0.12 -1.13 0.297735 0.436096 -6.58



253141_at  putative protein hypothetical protein--- AT4G35430 / 1.11 0.15 1.13 0.29778 0.436122 -6.58
252342_at  endo-polygalacturonase - like prote--- AT3G48950 -1.07 -0.10 -1.13 0.2978 0.436122 -6.58
251702_at  transcription factor-like protein mot BZIP49 AT3G56660 -1.13 -0.17 -1.13 0.29782 0.436122 -6.58
251111_at putative protein different hypothetica--- AT5G01310 1.10 0.14 1.13 0.29784 0.436122 -6.58
249868_at senescence-associated protein 5-likTET12 AT5G23030 -1.10 -0.13 -1.13 0.297848 0.436122 -6.58
254914_at peroxidase ATP19a --- AT4G11290 -1.51 -0.60 -1.13 0.297955 0.43625 -6.58
246228_at peroxidase like protein --- AT4G36430 1.43 0.51 1.13 0.298265 0.436677 -6.58
257929_at  RNA Polymerase II subunit 14.5 kDNRPB9A AT3G16980 1.10 0.14 1.13 0.298379 0.436816 -6.58
267023_at putative protein transport protein SE--- AT2G34250 -1.11 -0.16 -1.13 0.29845 0.436892 -6.58
257803_at unknown protein --- AT3G18790 1.09 0.12 1.13 0.298483 0.436902 -6.58
252238_at peroxidase ATP21a --- AT3G49960 -1.10 -0.13 -1.13 0.298496 0.436902 -6.58
251120_at  chloroplast ribosomal L1 - like prote--- AT3G63490 -1.12 -0.16 -1.13 0.298564 0.436974 -6.58
AFFX-Athal-Arabidopsis thaliana /REF=U84969 --- --- 1.10 0.14 1.13 0.298785 0.43727 -6.59
258909_at  putative DnaJ protein Pfam HMM h--- AT3G06340 1.08 0.10 1.13 0.298986 0.437536 -6.59
249399_at  putative protein intracellular protein--- AT5G40290 -1.07 -0.10 -1.13 0.299036 0.43756 -6.59
248178_at root cap protein 2-like protein --- AT5G54370 -1.12 -0.17 -1.13 0.299041 0.43756 -6.59
245762_at  ATP-dependent DNA helicase Rec --- AT1G27880 -1.07 -0.10 -1.12 0.299118 0.437644 -6.59
245633_at unknown protein similar to putative AtTLP10 AT1G25280 -1.07 -0.10 -1.12 0.299247 0.437782 -6.59
248051_at Atmyb103 (gb|AAD40692.1) ATMYB103AT5G56110 -1.10 -0.13 -1.12 0.299264 0.437782 -6.59
258271_at hypothetical protein predicted by ge--- AT3G15605 -1.10 -0.14 -1.12 0.299269 0.437782 -6.59
246285_at putative protein --- AT4G36980 1.08 0.11 1.12 0.299351 0.437862 -6.59
250500_at  periaxin - like protein periaxin, Ratt --- AT5G09530 -2.44 -1.28 -1.12 0.299362 0.437862 -6.59
262792_at hypothetical protein predicted by ge--- AT1G10710 -1.09 -0.13 -1.12 0.299434 0.437939 -6.59
258443_at unknown protein --- AT3G22290 1.11 0.15 1.12 0.299549 0.438043 -6.59
259680_at  putative AUX1-like permease similaLAX3 AT1G77690 -1.50 -0.58 -1.12 0.299559 0.438043 -6.59
256562_at Ty1/Copia-type retroelement polypr --- --- 1.09 0.12 1.12 0.299563 0.438043 -6.59
251571_at putative protein several hypothetica --- AT3G58330 -1.08 -0.12 -1.12 0.299615 0.438068 -6.59
265401_at hypothetical protein predicted by ge--- AT2G10970 -1.09 -0.12 -1.12 0.299618 0.438068 -6.59
260947_at  fructokinase, putative similar to fruc--- AT1G06020 -1.07 -0.10 -1.12 0.29968 0.43813 -6.59
256775_at hypothetical protein predicted by ge--- AT3G13770 1.16 0.21 1.12 0.299705 0.438139 -6.59
257549_at  hypothetical protein predicted by geagl103 AT3G18650 -1.12 -0.16 -1.12 0.299751 0.438178 -6.59
251203_at  putative protein putative transcriptio--- AT3G63070 1.08 0.11 1.12 0.299824 0.438256 -6.59
265655_at unknown protein contains weak PH --- AT2G13920 -1.09 -0.13 -1.12 0.29987 0.438296 -6.59
246247_at putative protein --- AT4G36640 1.32 0.40 1.12 0.299911 0.438327 -6.59
254342_at  receptor like protein (fragment) ES4--- AT4G22140 -1.08 -0.11 -1.12 0.299967 0.438381 -6.59



262389_at hypothetical protein contains similar--- AT1G49270 -1.09 -0.12 -1.12 0.300038 0.438447 -6.59
254491_at putative protein hypothetical protein--- AT4G20300 -1.14 -0.18 -1.12 0.300069 0.438447 -6.59
266742_at predicted by genefinder and gensca--- AT2G03050 -1.09 -0.12 -1.12 0.30007 0.438447 -6.59
250580_at glutamate dehydrogenase 2  ; supp GDH2 AT5G07440 -1.23 -0.30 -1.12 0.300176 0.438575 -6.59
255363_x_ahypothetical protein --- --- -1.14 -0.19 -1.12 0.30026 0.438668 -6.59
245549_at cellulose synthase like protein ATCSLB06 AT4G15320 -1.09 -0.13 -1.12 0.300318 0.438726 -6.59
252259_at  putative protein acidic ribosomal pr --- AT3G49460 -1.14 -0.19 -1.12 0.300382 0.438784 -6.59
261290_at hypothetical protein predicted by ge--- AT1G36990 1.14 0.19 1.12 0.300397 0.438784 -6.59
253634_at  putative protein ENOD20 gene pro --- AT4G30590 -1.07 -0.10 -1.12 0.300419 0.438789 -6.59
258795_at  hypothetical protein similar to putat --- AT3G04570 -1.12 -0.16 -1.12 0.300494 0.43887 -6.59
257096_at hypothetical protein --- AT3G30820 -1.09 -0.12 -1.12 0.300773 0.439225 -6.59
247347_at putative protein similar to unknown SHA1 AT5G63780 -1.24 -0.31 -1.12 0.300775 0.439225 -6.59
253784_at  putative protein WREBP-1, NicotianPHR1 AT4G28610 1.10 0.14 1.12 0.300832 0.439279 -6.59
262725_at hypothetical protein predicted by ge--- AT1G43580 1.18 0.24 1.12 0.300872 0.43931 -6.59
245535_at cell wall protein like --- AT4G15160 -1.11 -0.15 -1.12 0.300915 0.439343 -6.59
246357_x_ahypothetical protein --- --- -1.10 -0.13 -1.12 0.300985 0.439418 -6.59
261616_at  NAC domain containing protein, puANAC014 AT1G33060 1.07 0.10 1.12 0.301033 0.43946 -6.59
260234_at putative lipase/acylhydrolase contai --- AT1G74460 -1.13 -0.18 -1.12 0.301063 0.439475 -6.59
254609_at Expressed protein ; supported by fu--- AT4G18970 -1.26 -0.34 -1.12 0.301111 0.439518 -6.59
264841_at  putative protein kinase similar to (Z--- AT1G03740 1.23 0.29 1.12 0.301168 0.439564 -6.59
263894_at putative cytochrome P450 CYP96A5 AT2G21910 -1.10 -0.14 -1.12 0.301181 0.439564 -6.59
245279_at putative protein ; supported by cDN --- AT4G17270 -1.09 -0.12 -1.12 0.301214 0.439584 -6.59
265804_at putative peptide methionine sulfoxid--- AT2G18030 -1.08 -0.11 -1.12 0.301267 0.439633 -6.59
260333_at putative polygalacturonase similar t --- AT1G70500 -1.15 -0.20 -1.12 0.301373 0.439744 -6.59
246289_at  putative protein predicted protein A--- AT3G56880 -1.18 -0.24 -1.12 0.301419 0.439744 -6.59
267073_at unknown protein --- AT2G41160 1.12 0.17 1.12 0.30143 0.439744 -6.59
251757_at  Ca-dependent solute carrier - like p--- AT3G55640 -1.15 -0.20 -1.12 0.301437 0.439744 -6.59
245682_at Expressed protein ; supported by cD--- AT5G08750 -1.10 -0.13 -1.12 0.30144 0.439744 -6.59
247683_at  serine/threonine-specific protein kin--- AT5G59660 -1.11 -0.15 -1.12 0.301468 0.439757 -6.59
253177_s_a O-methyltransferase - like protein c--- AT4G35150 / -1.15 -0.20 -1.12 0.301519 0.439794 -6.59
254416_at receptor-like serine/threonine proteiARK3 AT4G21380 1.34 0.42 1.12 0.301532 0.439794 -6.59
266242_at hypothetical protein predicted by ge--- AT2G27790 1.09 0.12 1.12 0.301644 0.43993 -6.59
253642_at hypothetical protein  ;supported by f--- AT4G29960 1.12 0.16 1.12 0.301837 0.44018 -6.59
258315_at Expressed protein ; supported by fu--- AT3G16175 1.10 0.14 1.12 0.301854 0.44018 -6.59
252570_at isovaleryl-CoA-dehydrogenase precIVD AT3G45300 1.22 0.28 1.12 0.301963 0.44031 -6.59



264741_at  aspartic protease, putative similar t --- AT1G62290 -1.33 -0.41 -1.12 0.301999 0.440334 -6.59
267516_at unknown protein RPT2 AT2G30520 -1.11 -0.15 -1.12 0.302032 0.440341 -6.59
247475_at IRE (root hair elongation) IRE AT5G62310 -1.09 -0.12 -1.12 0.302045 0.440341 -6.59
261508_at unknown protein --- AT1G71730 -1.10 -0.14 -1.12 0.302061 0.440341 -6.59
255643_at hypothetical protein --- AT4G00840 -1.09 -0.12 -1.12 0.302173 0.440477 -6.59
263683_at  putative NAM protein similar to GB FEZ AT1G26870 -1.10 -0.13 -1.12 0.302215 0.440508 -6.59
262885_at  alpha-tubulin, putative similar to alpTUA1 AT1G64740 -1.11 -0.15 -1.12 0.302268 0.440558 -6.60
257649_at predicted protein ARR1 AT3G16857 -1.09 -0.12 -1.12 0.302289 0.440561 -6.60
263392_at putative PttA-like transposon protein--- --- -1.08 -0.11 -1.12 0.302317 0.440572 -6.60
265349_at putative kinesin heavy chain --- AT2G22610 -1.11 -0.15 -1.12 0.302339 0.440577 -6.60
259697_at  putative DNA-binding protein simila--- AT1G68920 1.09 0.12 1.12 0.302476 0.440749 -6.60
258895_at putative epoxide hydrolase similar t --- AT3G05600 -1.08 -0.10 -1.12 0.302511 0.440771 -6.60
266409_at hypothetical protein predicted by gra--- AT2G38510 -1.11 -0.15 -1.12 0.302626 0.440911 -6.60
250993_at  putative protein HSPC172, Homo s--- AT5G02280 -1.10 -0.14 -1.12 0.302665 0.44094 -6.60
261792_at  cinnamoyl CoA reductase, puitativeCCR1 AT1G15950 -1.11 -0.15 -1.12 0.302724 0.440988 -6.60
249736_at unknown protein --- AT5G24460 -1.07 -0.10 -1.12 0.302737 0.440988 -6.60
263264_at histone H2A  ; supported by full-lengHTA8 AT2G38810 1.17 0.23 1.12 0.302872 0.441156 -6.60
254280_at Expressed protein ; supported by fuSMO1-2 AT4G22756 1.14 0.19 1.12 0.302997 0.44131 -6.60
249688_at putative protein tyrosine aminotrans--- AT5G36160 -1.12 -0.17 -1.11 0.303088 0.441411 -6.60
251954_at  putative protein predicted protein, ACPuORF51AT3G53668 / -1.22 -0.29 -1.11 0.303105 0.441411 -6.60
251780_s_a beta-ketoacyl-ACP reductase - like --- AT3G55290 / -1.16 -0.22 -1.11 0.303149 0.441448 -6.60
252987_at  putative growth regulator protein au--- AT4G38390 -1.11 -0.15 -1.11 0.303179 0.441463 -6.60
254459_at  gibberellin 20-oxidase - like proteinGA2OX8 AT4G21200 -1.08 -0.11 -1.11 0.303201 0.441467 -6.60
246799_at putative protein various predicted ba--- AT5G26940 -1.13 -0.18 -1.11 0.303223 0.441471 -6.60
263444_at putative MADS-box protein AGL46 AT2G28700 -1.11 -0.15 -1.11 0.303302 0.441557 -6.60
258032_at hypothetical protein predicted by ge--- AT3G21170 -1.13 -0.18 -1.11 0.303346 0.441593 -6.60
246113_at putative protein predicted proteins - --- --- -1.08 -0.12 -1.11 0.303508 0.441801 -6.60
253869_at hypothetical protein --- AT4G27510 -1.12 -0.16 -1.11 0.303558 0.441845 -6.60
250224_at putative protein similar to unknown --- AT5G14150 -1.13 -0.17 -1.11 0.303714 0.442044 -6.60
260631_at hypothetical protein predicted by ge--- AT1G62350 1.11 0.15 1.11 0.303806 0.44215 -6.60
257665_at unknown protein --- AT3G20430 1.09 0.12 1.11 0.303889 0.442243 -6.60
267231_at putative inositol polyphosphate 5'-p --- AT2G43900 1.09 0.13 1.11 0.303986 0.442356 -6.60
264905_at putative Mlo protein MLO7 AT2G17430 -1.09 -0.12 -1.11 0.304021 0.442378 -6.60
266162_at putative bHLH transcription factor FRU AT2G28160 -1.10 -0.13 -1.11 0.304156 0.442504 -6.60
263241_at arginine decarboxylase identical to ADC1 AT2G16500 1.33 0.41 1.11 0.304163 0.442504 -6.60



247084_at NAM (no apical meristem)-like proteNAC105 AT5G66300 1.09 0.12 1.11 0.304166 0.442504 -6.60
262650_at  lipoamide dehydrogenase, putative--- AT1G14090 1.07 0.09 1.11 0.304203 0.44253 -6.60
260108_at hypothetical protein similar to putati --- AT1G63280 -1.10 -0.14 -1.11 0.304237 0.442551 -6.60
257748_at hypothetical protein predicted by gePUB29 AT3G18710 1.77 0.83 1.11 0.304402 0.442763 -6.60
260142_at unknown protein  ; supported by cD--- AT1G71900 -1.11 -0.15 -1.11 0.304485 0.442855 -6.60
265281_at unknown protein  ; supported by full--- AT2G28370 -1.11 -0.16 -1.11 0.304618 0.44302 -6.60
263292_at putative Ta11-like non-LTR retroele --- --- -1.09 -0.13 -1.11 0.304888 0.443386 -6.60
252428_at  putative protein rjs - Mus musculus --- AT3G47660 -1.11 -0.14 -1.11 0.304947 0.443443 -6.60
252509_at  putative protein serine/threonine-sp--- AT3G46240 -1.07 -0.10 -1.11 0.30498 0.443463 -6.60
250360_at  putative protein probable serine/thr --- AT5G11360 -1.09 -0.12 -1.11 0.305212 0.443771 -6.60
252906_at  putative gamma-glutamyltransferasGGT1 AT4G39640 -1.18 -0.24 -1.11 0.305255 0.443806 -6.60
255234_at contains similarity to Medicago trun --- AT4G05500 -1.09 -0.13 -1.11 0.305415 0.44401 -6.60
245680_at hypothetical protein contains similar--- AT1G56570 1.09 0.12 1.11 0.3057 0.444396 -6.60
248013_at putative protein contains similarity toACA8 AT5G56330 -1.13 -0.18 -1.11 0.305793 0.444485 -6.60
263139_at hypothetical protein similar to hypot --- AT1G65110 -1.07 -0.10 -1.11 0.3058 0.444485 -6.60
253192_at  putative protein nuclear phosphopr --- AT4G35370 -1.08 -0.11 -1.11 0.305874 0.444564 -6.60
255193_at  score=10.1, E=1.2, N=1 contains s VFB3 AT4G07400 1.10 0.14 1.11 0.306148 0.444934 -6.61
259826_at  arm repeat-containing protein, putaPUB17 AT1G29340 -1.15 -0.21 -1.11 0.306172 0.44494 -6.61
252800_at putative protein --- --- -1.09 -0.12 -1.11 0.306194 0.444944 -6.61
246963_at  putative protein nucleoid DNA-bind --- AT5G24820 -1.11 -0.15 -1.11 0.3063 0.44507 -6.61
246828_at  putative protein hypothetical protein--- --- -1.09 -0.12 -1.11 0.30632 0.44507 -6.61
250882_at putative protein  ;supported by full-le--- AT5G04000 -1.09 -0.12 -1.11 0.306368 0.445111 -6.61
260709_at hypothetical protein predicted by geATNAP6 AT1G32500 -1.10 -0.14 -1.11 0.3064 0.445112 -6.61
248155_at  putative protein 3 (2'), 5'-bisphosphAHL AT5G54390 -1.11 -0.15 -1.11 0.306408 0.445112 -6.61
259767_s_aunknown protein --- AT1G29350 / 1.09 0.12 1.11 0.306426 0.445112 -6.61
245375_at NAK like protein kinase --- AT4G17660 -1.10 -0.14 -1.11 0.306479 0.44516 -6.61
258258_at  transcriptional regulator (FUSCA3) FUS3 AT3G26790 -1.08 -0.11 -1.11 0.306534 0.445211 -6.61
245763_at  transposon protein, putative similar--- AT1G27850 -1.08 -0.11 -1.11 0.306606 0.445288 -6.61
260536_at putative electron transfer flavoprote ETFQO AT2G43400 1.17 0.23 1.11 0.306748 0.445441 -6.61
258890_at putative transcription factor similar tNF-YA2 AT3G05690 1.17 0.22 1.11 0.306751 0.445441 -6.61
256334_at  oligopeptide transporter, putative s --- AT1G72120 / -1.14 -0.18 -1.11 0.306837 0.445538 -6.61
265876_at putative receptor-like protein kinase--- AT2G42290 1.08 0.11 1.11 0.306894 0.445574 -6.61
254849_at  putative protein RNA splicing-relate--- AT4G11970 1.07 0.10 1.11 0.306901 0.445574 -6.61
256565_at hypothetical protein AT3G19515--- -1.09 -0.12 -1.11 0.307072 0.445793 -6.61
266035_at enoyl-ACP reductase (enr-A) MOD1 AT2G05990 -1.19 -0.25 -1.10 0.307105 0.445813 -6.61



267091_at Expressed protein ; supported by fu--- AT2G38185 1.15 0.20 1.10 0.307236 0.44595 -6.61
264393_at unknown protein Contains similarity --- AT1G11880 -1.09 -0.13 -1.10 0.307238 0.44595 -6.61
244961_at hypothetical protein --- --- 1.08 0.11 1.10 0.307306 0.44602 -6.61
262627_at hypothetical protein --- AT1G06580 -1.10 -0.14 -1.10 0.307343 0.446045 -6.61
264116_at putative poly (ADP-ribose) polymeraPARP2 AT2G31320 1.18 0.24 1.10 0.307473 0.446205 -6.61
259064_at  putative calmodulin similar to calmoAGD11 AT3G07490 -1.10 -0.14 -1.10 0.307598 0.446359 -6.61
260828_at unknown protein --- AT1G06750 1.09 0.12 1.10 0.307834 0.446672 -6.61
261180_at hypothetical protein predicted by ge--- --- -1.09 -0.12 -1.10 0.307864 0.446674 -6.61
265117_at  putative proline-rich cell wall protein--- AT1G62500 -1.14 -0.19 -1.10 0.307874 0.446674 -6.61
263964_at putative CCHC-type zinc finger prot --- AT2G12880 -1.10 -0.14 -1.10 0.307905 0.44669 -6.61
252079_at MAP kinase  ; supported by cDNA: CPuORF44AT3G51630 / 1.08 0.11 1.10 0.308013 0.446818 -6.61
260887_at  ascorbate oxidase promoter-bindin --- AT1G29160 -1.34 -0.42 -1.10 0.30818 0.447032 -6.61
263111_s_ahypothetical protein contains similar--- AT1G65190 / 1.13 0.18 1.10 0.308285 0.447139 -6.61
246735_at  histone H2A-like protein histone H2HTA7 AT5G27670 -1.10 -0.14 -1.10 0.308292 0.447139 -6.61
247356_at beta-galactosidase (emb|CAB64742MUM2 AT5G63800 1.19 0.25 1.10 0.308335 0.447171 -6.61
265734_at predicted by genscan and genefinde--- AT2G01260 1.09 0.12 1.10 0.308375 0.447185 -6.61
245545_at UTP-glucose glucosyltransferase UGT71B5 AT4G15280 1.12 0.16 1.10 0.308383 0.447185 -6.61
259972_at  unknown protein N-term similar to NCUC3 AT1G76420 -1.15 -0.20 -1.10 0.308552 0.447401 -6.61
267087_at putative MYB family transcription fa MYB101 AT2G32460 1.14 0.19 1.10 0.308648 0.447489 -6.61
250008_at  triacylglycerol lipase-like protein tria--- AT5G18630 1.20 0.26 1.10 0.308652 0.447489 -6.61
249337_at putative protein contains similarity to--- AT5G41080 1.40 0.49 1.10 0.308676 0.447496 -6.61
250271_at  putative protein predicted protein, ACLE40 AT5G12990 -1.08 -0.11 -1.10 0.308706 0.447511 -6.61
256893_x_aunknown protein --- --- 1.07 0.10 1.10 0.30874 0.44752 -6.61
259151_at kinesin-like protein similar to carbox--- AT3G10310 -1.12 -0.16 -1.10 0.308751 0.44752 -6.61
248538_at putative protein contains similarity to--- AT5G50110 1.12 0.17 1.10 0.308835 0.447613 -6.61
255376_x_aputative athila-like protein --- --- -1.13 -0.17 -1.10 0.30891 0.447693 -6.61
254530_at  small GTP-binding protein - like GTARA7 AT4G19640 1.08 0.11 1.10 0.308965 0.447745 -6.61
254364_at  glycine-rich protein glycine-rich cell--- AT4G22020 -1.11 -0.15 -1.10 0.308998 0.447764 -6.61
246938_at cyclin 3a CYCA2;1 AT5G25380 -1.11 -0.15 -1.10 0.309188 0.448011 -6.61
255900_at hypothetical protein predicted by ge--- AT1G17830 / 1.28 0.36 1.10 0.309279 0.448114 -6.61
254510_at  cadinene synthase like protein (+)-d--- AT4G20210 -1.12 -0.16 -1.10 0.309418 0.448287 -6.61
259831_at hypothetical protein predicted by geZFHD1 AT1G69600 -1.08 -0.12 -1.10 0.309493 0.448366 -6.61
259108_at putative translationally controlled tu --- AT3G05540 -1.08 -0.11 -1.10 0.309543 0.448411 -6.61
262724_s_a PC-MYB2, putative similar to PC-M--- AT1G43330 / -1.08 -0.11 -1.10 0.309759 0.448696 -6.61
264812_at putative thaumatin-like pathogenesi --- AT2G17860 1.08 0.11 1.10 0.309845 0.448768 -6.62



252430_at  CHLOROPHYLL A-B BINDING PRLHCA4 AT3G47470 -1.11 -0.16 -1.10 0.309848 0.448768 -6.62
266043_at hypothetical protein --- AT2G07724 1.12 0.16 1.10 0.309872 0.448773 -6.62
265767_at putative exonuclease contains zinc-REF4 AT2G48110 1.10 0.14 1.10 0.310021 0.448942 -6.62
267085_at putative cellulose synthase ATCSLB02 AT2G32620 1.07 0.10 1.10 0.310028 0.448942 -6.62
250943_at putative protein --- AT5G03360 -1.08 -0.11 -1.10 0.310209 0.449151 -6.62
254558_at Expressed protein ; supported by fu--- AT4G19185 -1.08 -0.11 -1.10 0.310212 0.449151 -6.62
245313_at UFD1 like protein ; supported by ful --- AT4G15420 -1.11 -0.15 -1.10 0.31028 0.449222 -6.62
259065_at unknown protein similar to putative GLR1.4 AT3G07520 1.17 0.22 1.10 0.31031 0.449237 -6.62
257370_at hypothetical protein predicted by ge--- AT2G35080 -1.09 -0.13 -1.10 0.310427 0.449378 -6.62
247510_at  putative protein predicted proteins, --- AT5G62030 1.11 0.16 1.10 0.31048 0.449426 -6.62
261099_at  expansin At-EXP6, putative similar ATEXPA18 AT1G62980 -1.12 -0.16 -1.10 0.310522 0.449458 -6.62
253645_at  putative protein G protein beta sub VIP3 AT4G29830 1.09 0.12 1.10 0.310621 0.449572 -6.62
258889_at putative pectinesterase similar to pe--- AT3G05610 -1.13 -0.17 -1.10 0.310658 0.449598 -6.62
257341_at  pseudogene, Mutator-like transpos --- --- -1.08 -0.11 -1.10 0.310757 0.449712 -6.62
249884_at Na+/H+ antiporter-like protein CHX9 AT5G22910 -1.09 -0.13 -1.10 0.310819 0.449774 -6.62
263752_at putative retroelement pol polyprotei --- --- -1.12 -0.16 -1.10 0.3109 0.449862 -6.62
246267_at  Acyl CoA binding protein, putative cACBP6 AT1G31812 1.08 0.11 1.10 0.311063 0.450053 -6.62
256170_at  receptor protein kinase, putative co--- AT1G51790 -1.16 -0.22 -1.10 0.311071 0.450053 -6.62
262406_at  myb-related protein, putative similaAtMYB93 AT1G34670 -1.11 -0.15 -1.09 0.311301 0.450357 -6.62
262422_at hypothetical protein similar to hypot --- AT1G23440 1.11 0.15 1.09 0.311364 0.450419 -6.62
255936_at  calcium dependent protein kinase, --- AT1G12680 / 1.09 0.12 1.09 0.311403 0.450447 -6.62
248314_at putative protein similar to unknown --- AT5G52620 1.07 0.10 1.09 0.311471 0.450517 -6.62
257777_x_ahypothetical protein --- --- -1.10 -0.14 -1.09 0.311535 0.450552 -6.62
246578_at  MADS-box protein, putative similar AGL86 AT1G31630 -1.08 -0.11 -1.09 0.311537 0.450552 -6.62
251970_at  glucosyltransferase - like protein gl UGT73D1 AT3G53150 1.16 0.22 1.09 0.311554 0.450552 -6.62
266066_at putative xyloglucan endo-transglycoXTH21 AT2G18800 -1.13 -0.17 -1.09 0.31158 0.45056 -6.62
255921_at hypothetical protein contains Pfam pAPUM8 AT1G22240 1.09 0.13 1.09 0.311672 0.450665 -6.62
254383_at hypothetical protein --- AT4G21950 -1.09 -0.12 -1.09 0.311753 0.450754 -6.62
252311_at  calcium dependent protein kinase ---- AT3G49370 1.23 0.30 1.09 0.311783 0.450762 -6.62
247034_at cyclin D3-like protein ;supported by CYCD3;2 AT5G67260 1.13 0.18 1.09 0.311826 0.450762 -6.62
246129_at  putative protein predicted protein, A--- --- -1.07 -0.10 -1.09 0.311835 0.450762 -6.62
254866_at  putative protein other predicted pro--- AT4G12220 1.07 0.10 1.09 0.311839 0.450762 -6.62
245259_at kinesin like protein ; supported by c PAKRP1 AT4G14150 -1.08 -0.11 -1.09 0.311858 0.450762 -6.62
248498_at selenium-binding protein-like --- AT5G50390 -1.09 -0.12 -1.09 0.312015 0.45096 -6.62
253225_at Rho1Ps homolog  Rac-like protein ;ARAC3 AT4G35020 -1.10 -0.14 -1.09 0.312047 0.450978 -6.62



265378_at putative GATA-type zinc finger trans--- AT2G18380 -1.09 -0.12 -1.09 0.312084 0.451004 -6.62
260990_at hypothetical protein predicted by ge--- AT1G12180 -1.12 -0.16 -1.09 0.312296 0.451265 -6.62
246854_at  mitochondrial carrier - like protein m--- AT5G26200 -1.10 -0.14 -1.09 0.312351 0.451265 -6.62
251848_at Expressed protein ; supported by cDBZIP25 AT3G54620 1.10 0.13 1.09 0.312356 0.451265 -6.62
247950_at unknown protein --- AT5G57230 1.09 0.12 1.09 0.312361 0.451265 -6.62
265213_at clathrin protein  family Similar to cla --- AT1G05020 -1.13 -0.18 -1.09 0.312364 0.451265 -6.62
263587_at putative synaptobrevin ATVAMP71AT2G25340 1.10 0.13 1.09 0.312422 0.45132 -6.62
245600_at hypothetical protein --- AT4G14230 -1.12 -0.16 -1.09 0.312493 0.451395 -6.62
266953_at hypothetical protein predicted by ge--- AT2G34540 -1.09 -0.12 -1.09 0.312551 0.45145 -6.62
258387_at hypothetical protein predicted by ge--- AT3G15550 -1.10 -0.14 -1.09 0.312753 0.451713 -6.62
250346_at  lysine decarboxylase - like protein l--- AT5G11950 1.27 0.34 1.09 0.312793 0.451742 -6.62
248363_at nodulin-like protein --- AT5G52480 -1.08 -0.11 -1.09 0.312917 0.451893 -6.62
254437_s_aputative protein --- AT3G06433 -1.15 -0.20 -1.09 0.313015 0.452005 -6.62
256128_at  laccase, putative similar to high-pI LAC1 AT1G18140 -1.10 -0.14 -1.09 0.313113 0.452091 -6.62
245058_at hypothetical protein predicted by ge--- AT2G39790 -1.09 -0.12 -1.09 0.313114 0.452091 -6.62
250853_s_a putative protein prtedicted prteins, A--- AT5G04680 / -1.07 -0.10 -1.09 0.313136 0.452094 -6.62
254691_at hypothetical protein  ; supported by --- AT4G17840 1.15 0.21 1.09 0.313163 0.452105 -6.62
250652_at putative protein similar to unknown FLA21 AT5G06920 -1.09 -0.12 -1.09 0.313268 0.452227 -6.62
266277_at putative tropinone reductase --- AT2G29310 1.10 0.14 1.09 0.313332 0.452291 -6.62
245001_at PSII low MW protein --- --- 1.10 0.14 1.09 0.313362 0.452306 -6.62
259851_at  kinesin, putative  --- AT1G72250 -1.08 -0.11 -1.09 0.313616 0.452643 -6.63
250556_at diacylglycerol kinase (ATDGK1) ; suDGK1 AT5G07920 1.20 0.27 1.09 0.313659 0.452658 -6.63
252813_at putative protein several hypothetica --- --- -1.08 -0.12 -1.09 0.313666 0.452658 -6.63
252801_at  putative protein various predicted H--- --- -1.08 -0.11 -1.09 0.313695 0.452672 -6.63
246753_at putative protein --- --- -1.11 -0.14 -1.09 0.313817 0.45282 -6.63
257859_at Expressed protein ; supported by fu--- AT3G12955 -1.10 -0.14 -1.09 0.313889 0.452894 -6.63
245369_at Expressed protein ; supported by fu--- AT4G15975 1.18 0.24 1.09 0.313947 0.452922 -6.63
257303_at hypothetical protein predicted by ge--- AT3G30230 -1.09 -0.12 -1.09 0.313948 0.452922 -6.63
249689_at putative protein similar to unknown --- AT5G36190 -1.07 -0.10 -1.09 0.314126 0.45315 -6.63
260099_at unknown protein  ;supported by full---- AT1G73180 1.08 0.11 1.09 0.314185 0.453182 -6.63
252296_at  putative protein GMFP7 isoprenyla --- AT3G48970 -1.16 -0.22 -1.09 0.314188 0.453182 -6.63
248428_at protein phosphatase-2C; PP2C-like AHG1 AT5G51760 -1.08 -0.11 -1.09 0.314266 0.453266 -6.63
258019_at hypothetical protein predicted by ge--- AT3G19470 -1.08 -0.12 -1.09 0.314338 0.453342 -6.63
246902_at putative protein --- AT5G25640 -1.08 -0.11 -1.09 0.314432 0.453448 -6.63
250590_at exonuclease-like protein --- AT5G07710 -1.08 -0.12 -1.09 0.314474 0.45348 -6.63



257326_s_ahypothetical protein --- --- -1.11 -0.15 -1.09 0.314664 0.453725 -6.63
252274_at  branched-chain-amino-acid transamBCAT3 AT3G49680 -1.09 -0.12 -1.09 0.314831 0.453921 -6.63
267139_s_ahypothetical protein predicted by ge--- AT2G38195 / -1.08 -0.10 -1.09 0.314839 0.453921 -6.63
254246_at  protein kinase - like protein receptoEMB1290 AT4G23250 -1.08 -0.11 -1.09 0.314923 0.454013 -6.63
250870_at hypothetical protein --- AT5G03920 -1.09 -0.12 -1.09 0.315061 0.454183 -6.63
246687_at  putative protein proline-rich protein --- AT5G33370 -1.12 -0.16 -1.09 0.315081 0.454183 -6.63
263790_at hypothetical protein predicted by ge--- AT2G24530 1.12 0.16 1.09 0.31511 0.454196 -6.63
263016_at  ubiquitin extension protein, putative--- AT1G23410 1.10 0.14 1.08 0.315261 0.454336 -6.63
250211_at unknown protein  ; supported by cD--- AT5G13880 -1.09 -0.12 -1.08 0.315261 0.454336 -6.63
249107_at unknown protein --- AT5G43680 1.09 0.12 1.08 0.315267 0.454336 -6.63
254467_at  receptor protein kinase - like protei --- AT4G20450 -1.10 -0.14 -1.08 0.315326 0.454393 -6.63
256291_at  protein kinase, putative contains PfAtNek7 AT3G12200 1.10 0.14 1.08 0.315358 0.45441 -6.63
253741_at putative protein various hypothetica --- AT4G28890 1.08 0.11 1.08 0.315439 0.454471 -6.63
254158_at  putative protein dihydrofolate reduc--- AT4G24380 -1.45 -0.53 -1.08 0.315455 0.454471 -6.63
246202_at methionyl aminopeptidase-like proteMAP1D AT4G37040 -1.13 -0.18 -1.08 0.315477 0.454471 -6.63
267203_at hypothetical protein predicted by ge--- AT2G31035 1.07 0.09 1.08 0.31548 0.454471 -6.63
253411_at homeobox gene ATH1 ATH1 AT4G32980 1.19 0.25 1.08 0.315512 0.454488 -6.63
259669_at  short chain alcohol dehydrogenaseABA2 AT1G52340 1.11 0.15 1.08 0.315549 0.454513 -6.63
262582_at hypothetical protein Is a member of --- AT1G15410 -1.27 -0.35 -1.08 0.315579 0.454528 -6.63
254756_at  putative protein late embryogenesisEDA21 AT4G13235 -1.09 -0.12 -1.08 0.315698 0.454671 -6.63
247070_at Expressed protein ; supported by fu--- AT5G66815 -1.10 -0.13 -1.08 0.315739 0.454681 -6.63
247304_at amino acid transporter AAP4 (pir||S AAP4 AT5G63850 -1.14 -0.19 -1.08 0.315745 0.454681 -6.63
248922_at putative protein contains similarity toWOX8 AT5G45980 -1.08 -0.11 -1.08 0.315766 0.454683 -6.63
246690_at hypothetical protein --- --- -1.09 -0.13 -1.08 0.31585 0.454774 -6.63
257230_at DegP protease contains similarity toDegP11 AT3G16540 -1.07 -0.10 -1.08 0.315921 0.454848 -6.63
264940_at  galactinol synthase, putative simila AtGolS4 AT1G60470 1.32 0.40 1.08 0.316033 0.454981 -6.63
249189_at putative protein similar to unknown AtHB27 AT5G42780 -1.14 -0.18 -1.08 0.316078 0.45499 -6.63
256017_at unknown protein ;supported by full-lJAZ1 AT1G19180 -1.32 -0.40 -1.08 0.31608 0.45499 -6.63
265503_at putative non-LTR retroelement reve--- --- -1.12 -0.16 -1.08 0.316141 0.45503 -6.63
251241_s_aputative protein hypothetical protein--- AT3G62460 / -1.13 -0.17 -1.08 0.316147 0.45503 -6.63
247105_at putative protein similar to unknown DAR5 AT5G66630 1.12 0.17 1.08 0.316297 0.455217 -6.63
245798_at hypothetical protein predicted by ge--- AT1G45545 1.07 0.10 1.08 0.316569 0.455579 -6.63
249603_at  putative protein predicted proteins, --- AT5G37210 -1.08 -0.12 -1.08 0.316693 0.455703 -6.63
256906_at hypothetical protein contains Pfam p--- AT3G24000 1.11 0.15 1.08 0.316694 0.455703 -6.63
248992_at disease resistance protein RPS4 --- AT5G45230 -1.09 -0.13 -1.08 0.316784 0.455803 -6.63



250014_at  anthranilate phosphoribosyltransferTRP1 AT5G17990 -1.36 -0.44 -1.08 0.316919 0.455968 -6.63
261320_at unknown protein ; supported by cDN--- AT1G53120 1.08 0.11 1.08 0.316942 0.455972 -6.63
250275_at  putative protein mRNA, Moritella m--- AT5G13030 -1.12 -0.17 -1.08 0.316979 0.455997 -6.63
263368_at putative protein kinase contains a p --- AT2G20470 -1.11 -0.15 -1.08 0.317044 0.456049 -6.63
249797_at putative protein contains similarity to--- AT5G23750 1.12 0.16 1.08 0.317055 0.456049 -6.63
256954_at  E2, ubiquitin-conjugating enzyme, FUS9 AT3G13550 -1.10 -0.14 -1.08 0.317291 0.456352 -6.63
264444_at putative squamosa-promoter bindin --- AT1G27360 1.09 0.12 1.08 0.317306 0.456352 -6.63
265158_at hypothetical protein predicted by ge--- AT1G31040 -1.07 -0.10 -1.08 0.317341 0.456375 -6.63
265239_s_ahypothetical protein --- AT2G07692 -1.10 -0.14 -1.08 0.317422 0.456461 -6.63
245972_at  putative protein predicted proteins, --- AT5G20680 -1.12 -0.16 -1.08 0.317529 0.456586 -6.63
249241_at serine carboxypeptidase-II like scpl41 AT5G42230 -1.08 -0.11 -1.08 0.317671 0.456755 -6.64
251269_at  putative protein Pm5 protein - Hom--- AT3G62360 -1.11 -0.15 -1.08 0.317686 0.456755 -6.64
253750_at  putative transcription factor leghem--- AT4G29000 1.12 0.17 1.08 0.317751 0.45682 -6.64
246626_at hypothetical protein contains similar--- AT1G48870 -1.13 -0.18 -1.08 0.317837 0.456896 -6.64
254474_at  putative protein predicted proteins, --- AT4G20390 -1.13 -0.18 -1.08 0.317844 0.456896 -6.64
259310_s_aExpressed protein ; supported by cD--- AT3G05160 / 1.11 0.16 1.08 0.317913 0.456966 -6.64
267232_at hypothetical protein predicted by geEDE1 AT2G44190 -1.09 -0.13 -1.08 0.318004 0.457068 -6.64
259988_at  Athila ORF 1, putative simlar to GI: --- --- -1.07 -0.10 -1.08 0.318045 0.457098 -6.64
245718_at putative protein --- AT5G04110 1.11 0.15 1.08 0.318114 0.457143 -6.64
251338_at  putative protein VAP27, Nicotiana pVAP AT3G60600 / 1.08 0.11 1.08 0.31812 0.457143 -6.64
258129_at hypothetical protein predicted by geROPGEF8 AT3G24620 -1.09 -0.13 -1.08 0.318163 0.457143 -6.64
251708_at Expressed protein ; supported by cD--- AT3G56580 -1.12 -0.16 -1.08 0.318167 0.457143 -6.64
246297_at  putative protein hypothetical protein--- AT3G51760 1.13 0.18 1.08 0.318177 0.457143 -6.64
266550_s_aExpressed protein ; supported by cD--- AT2G35070 / 1.34 0.43 1.08 0.318253 0.457224 -6.64
253997_at disease resistance protein RPS2  ; RPS2 AT4G26090 1.31 0.39 1.08 0.318347 0.457331 -6.64
251693_at putative protein several hypothetica --- AT3G56550 1.10 0.13 1.08 0.318393 0.457367 -6.64
264079_at putative seed storage protein (vicilin--- AT2G28490 -1.09 -0.12 -1.08 0.318441 0.457408 -6.64
259879_at putative calmodulin similar to calmoCML38 AT1G76650 -1.48 -0.56 -1.08 0.318471 0.457422 -6.64
256666_at  histone H2A, putative similar to his HTA13 AT3G20670 1.21 0.27 1.08 0.318681 0.457695 -6.64
248004_at putative protein similar to unknown PRA1.G2 AT5G56230 -1.19 -0.25 -1.08 0.318935 0.458031 -6.64
260724_at unknown protein ;supported by full-l--- AT1G48140 1.09 0.12 1.08 0.319057 0.458177 -6.64
262265_at hypothetical protein predicted by ge--- --- -1.13 -0.17 -1.08 0.319241 0.458413 -6.64
261510_at hypothetical protein predicted by ge--- AT1G71760 -1.09 -0.12 -1.08 0.31927 0.458426 -6.64
253532_at  putative protein centromere protein--- AT4G31570 -1.09 -0.12 -1.08 0.319346 0.458506 -6.64
259298_at putative disease resistance protein AtRLP31 AT3G05370 1.43 0.52 1.07 0.319517 0.458723 -6.64



254472_at  putative protein predicted proteins, --- --- -1.07 -0.10 -1.07 0.319747 0.459007 -6.64
266747_at predicted by genefinder and gensca--- AT2G02870 1.11 0.15 1.07 0.319756 0.459007 -6.64
255811_at heat shock protein 22.0 ; supported ATHSP22.0AT4G10250 -1.11 -0.15 -1.07 0.31996 0.459244 -6.64
264890_at unknown protein --- AT1G23180 1.13 0.17 1.07 0.319961 0.459244 -6.64
257192_at unknown protein  ;supported by full-EMB2769 AT3G13200 1.10 0.14 1.07 0.320004 0.459262 -6.64
261934_at  UDP-glucose glucosyltransferase, UGT85A1 AT1G22400 1.29 0.37 1.07 0.320013 0.459262 -6.64
245777_at unknown protein contains similarity atnudt21 AT1G73540 1.47 0.55 1.07 0.320038 0.459269 -6.64
252841_at  putative protein replication protein A--- --- -1.11 -0.15 -1.07 0.320101 0.45933 -6.64
263812_at putative replication protein A1 --- --- -1.07 -0.10 -1.07 0.320123 0.459332 -6.64
247308_at receptor-like protein kinase --- AT5G63930 1.09 0.12 1.07 0.320199 0.459398 -6.64
248512_at protein translocation complex Sec6 SIG2 AT1G08540 / 1.19 0.25 1.07 0.320209 0.459398 -6.64
265035_at hypothetical protein contains Pfam p--- AT1G61620 1.10 0.13 1.07 0.320278 0.459468 -6.64
256802_at  cytochrome P450, putative similar tCYP705A32AT3G20950 -1.08 -0.11 -1.07 0.320306 0.459479 -6.64
257486_at unknown protein --- AT1G63590 1.08 0.11 1.07 0.320548 0.459768 -6.64
263649_at putative 1-aminocyclopropane-1-ca --- AT1G04380 -1.07 -0.10 -1.07 0.320566 0.459768 -6.64
258731_at unknown protein  ; supported by cD--- AT3G11880 1.09 0.12 1.07 0.320568 0.459768 -6.64
252371_at  putative protein finger protein SIG1--- AT3G48070 1.10 0.14 1.07 0.320609 0.459798 -6.64
263748_at putative protein kinase contains a p --- AT2G21480 -1.09 -0.13 -1.07 0.320768 0.459968 -6.64
266214_at putative retroelement integrase --- --- -1.07 -0.10 -1.07 0.320785 0.459968 -6.64
255179_at putative transposon protein --- --- -1.07 -0.09 -1.07 0.320808 0.459968 -6.64
259699_at hypothetical protein predicted by ge--- AT1G68940 -1.08 -0.10 -1.07 0.320808 0.459968 -6.64
252190_at  putative protein various predicted g--- AT3G50170 -1.08 -0.11 -1.07 0.320874 0.460033 -6.64
266118_at protease inhibitor II  ; supported by LCR68 AT2G02130 -1.25 -0.32 -1.07 0.32093 0.460059 -6.64
247737_at  putative protein various predicted p--- AT5G59200 1.07 0.09 1.07 0.320974 0.460059 -6.64
256082_at hypothetical protein predicted by ge--- AT1G20720 -1.16 -0.22 -1.07 0.320986 0.460059 -6.64
253681_at cytidine deaminase 3 (CDA3) --- AT4G29630 -1.09 -0.13 -1.07 0.320992 0.460059 -6.64
261389_s_ahypothetical protein identical to hyp --- --- 1.07 0.10 1.07 0.320993 0.460059 -6.64
255415_at hypothetical protein --- AT4G03160 1.07 0.10 1.07 0.32102 0.46007 -6.64
265234_at hypothetical protein --- AT2G07721 -1.10 -0.14 -1.07 0.321102 0.460129 -6.64
254347_at  putative protein DNA-binding prote WRKY31 AT4G22070 1.11 0.15 1.07 0.321102 0.460129 -6.64
264966_at hypothetical protein predicted by ge--- AT1G60570 -1.12 -0.17 -1.07 0.321197 0.460223 -6.64
254278_at Expressed protein ; supported by fu--- AT4G22740 -1.10 -0.13 -1.07 0.321216 0.460223 -6.64
263152_at hypothetical protein predicted by geASIL1 AT1G54060 -1.13 -0.18 -1.07 0.321228 0.460223 -6.64
248251_at unknown protein --- AT5G53220 1.08 0.11 1.07 0.321255 0.460233 -6.64
250783_at cytochrome P450  ; supported by cDCYP79A2 AT5G05260 -1.10 -0.14 -1.07 0.321309 0.460281 -6.64



266029_at putative serine carboxypeptidase II scpl38 AT2G05850 -1.09 -0.13 -1.07 0.321403 0.460366 -6.64
266740_at hypothetical protein predicted by ge--- AT2G46840 -1.09 -0.13 -1.07 0.321409 0.460366 -6.64
255328_at putative leucyl tRNA synthetase EMB2369 AT4G04350 -1.12 -0.17 -1.07 0.321481 0.460442 -6.64
246680_at putative protein predicted proteins - --- --- -1.10 -0.14 -1.07 0.321521 0.460469 -6.65
262535_at  trehalose-6-phosphate synthase, p ATTPS3 AT1G17000 -1.07 -0.09 -1.07 0.321543 0.460473 -6.65
256218_at hypothetical protein predicted by ge--- AT1G56270 -1.11 -0.15 -1.07 0.321597 0.46052 -6.65
254935_at  putative disease resistance protein --- AT4G10780 -1.11 -0.14 -1.07 0.321631 0.46054 -6.65
256051_at hypothetical protein similar to putati CHX14 AT1G06970 -1.11 -0.15 -1.07 0.321668 0.46056 -6.65
253999_at  1-aminocyclopropane-1-carboxylat ACS7 AT4G26200 -1.20 -0.27 -1.07 0.321685 0.46056 -6.65
256867_at hypothetical protein predicted by ge--- AT3G26390 -1.08 -0.10 -1.07 0.321905 0.460835 -6.65
265526_x_aputative Athila retroelement ORF1 p--- --- -1.07 -0.10 -1.07 0.321918 0.460835 -6.65
248909_at serine threonine protein kinase ; su CIPK19 AT5G45810 -1.13 -0.17 -1.07 0.321954 0.460858 -6.65
249186_at CHP-rich zinc finger protein-like --- AT5G43040 -1.08 -0.11 -1.07 0.322021 0.460901 -6.65
259194_at  RNA helicase, DRH1 identical to R DRH1 AT3G01540 1.07 0.10 1.07 0.322024 0.460901 -6.65
256548_at hypothetical protein contains similar--- AT3G14770 -1.57 -0.65 -1.07 0.322134 0.461023 -6.65
259203_at hypothetical protein predicted by ge--- AT3G09130 -1.09 -0.13 -1.07 0.32215 0.461023 -6.65
267288_at similar to cold acclimation protein W--- AT2G23680 1.32 0.40 1.07 0.32222 0.461093 -6.65
253568_at  putative protein receptor-like kinase--- AT4G31230 1.09 0.13 1.07 0.322281 0.461153 -6.65
247354_at flavonol synthase  ;supported by ful FLS3 AT5G63590 -1.07 -0.10 -1.07 0.322346 0.461216 -6.65
250911_at SERINE/THREONINE-PROTEIN K CTR1 AT5G03730 1.12 0.16 1.07 0.322371 0.461216 -6.65
252855_at  putative protein alpha-amino-epsiloAGT2 AT4G39660 1.11 0.15 1.07 0.322386 0.461216 -6.65
252933_at  putative receptor-like protein kinase--- AT4G39110 -1.10 -0.14 -1.07 0.322433 0.461253 -6.65
256917_at  unknown protein contains Pfam pro--- AT3G18930 1.08 0.11 1.07 0.322479 0.461291 -6.65
259550_at hypothetical protein ;supported by fuAGP5 AT1G35230 1.41 0.49 1.07 0.322516 0.461314 -6.65
249725_at unknown protein --- AT5G35470 1.08 0.11 1.07 0.322543 0.461325 -6.65
265525_at putative Ty3-gypsy-like retroelemen--- --- -1.10 -0.13 -1.07 0.322576 0.461343 -6.65
245858_at  CER1-like protein CER1-like, A.tha--- AT5G28280 1.10 0.13 1.07 0.322639 0.461376 -6.65
266523_at putative transportin TRN1 AT2G16950 1.08 0.11 1.07 0.32264 0.461376 -6.65
247369_at unknown protein --- AT5G63340 -1.10 -0.14 -1.07 0.322718 0.461459 -6.65
251921_at  40S ribosomal protein S21 homolo --- AT3G53890 1.23 0.29 1.07 0.322772 0.461508 -6.65
246006_at  putative protein DIM1 protein, HomYLS8 AT5G08290 1.08 0.12 1.07 0.322984 0.461782 -6.65
248161_at unknown protein --- AT5G54480 -1.09 -0.13 -1.07 0.323035 0.461799 -6.65
254208_at Expressed protein ; supported by fu--- AT4G24175 1.10 0.14 1.07 0.323036 0.461799 -6.65
244946_at hypothetical protein --- --- 1.08 0.10 1.07 0.323079 0.461831 -6.65
259865_at putative casein kinase I similar to caCKL2 AT1G72710 1.12 0.16 1.07 0.323104 0.461838 -6.65



266134_s_aputative beta-expansin --- AT1G65680 / -1.09 -0.12 -1.07 0.323162 0.461892 -6.65
258594_at hypothetical protein predicted by ge--- AT3G04490 -1.09 -0.12 -1.07 0.323276 0.462025 -6.65
255166_at  putative protein putative centromer --- --- -1.08 -0.11 -1.07 0.3233 0.462031 -6.65
245942_at  putative protein transcription regula--- AT5G19490 1.07 0.10 1.07 0.32343 0.462187 -6.65
249213_at unknown protein --- AT5G42700 1.08 0.11 1.07 0.323462 0.46219 -6.65
252983_at cinnamyl-alcohol dehydrogenase E ELI3-1 AT4G37980 -1.17 -0.22 -1.07 0.323472 0.46219 -6.65
244927_at hypothetical protein --- AT2G07776 -1.11 -0.16 -1.06 0.323598 0.462341 -6.65
245857_at  putative protein various predicted p--- --- -1.12 -0.16 -1.06 0.32362 0.462344 -6.65
249557_at receptor serine/threonine kinase PRPR5K AT5G38280 1.17 0.22 1.06 0.323666 0.462379 -6.65
264603_at hypothetical protein predicted by ge--- AT1G04670 -1.07 -0.10 -1.06 0.323698 0.462396 -6.65
256312_x_ahypothetical protein --- AT1G35820 -1.08 -0.11 -1.06 0.32372 0.462399 -6.65
262079_at unknown protein ; supported by cDNZCW7 AT1G59600 -1.13 -0.18 -1.06 0.323741 0.462401 -6.65
266502_at hypothetical protein predicted by ge--- AT2G47720 / -1.08 -0.11 -1.06 0.323781 0.462429 -6.65
261506_at  choline kinase, putative similar to CATCK1 AT1G71697 -1.18 -0.24 -1.06 0.323813 0.462431 -6.65
247381_at auxin-independent growth promoter--- AT5G63390 -1.09 -0.13 -1.06 0.323823 0.462431 -6.65
263154_at Expressed protein ; supported by fu--- AT1G54110 1.11 0.15 1.06 0.323886 0.462491 -6.65
245810_at  axi 1 protein, putative similar to axi --- AT1G38065 / -1.10 -0.13 -1.06 0.324163 0.462858 -6.65
258121_s_aputative geranylgeranyl pyrophosphGGPS3 AT3G14530 / 1.10 0.14 1.06 0.32429 0.462984 -6.65
266159_at putative chloroplast nucleoid DNA b--- AT2G28030 -1.07 -0.10 -1.06 0.324292 0.462984 -6.65
250941_at putative protein --- AT5G03320 1.11 0.15 1.06 0.324377 0.463076 -6.65
256536_at  peptide chain release factor, putativ--- AT1G33330 1.08 0.11 1.06 0.324534 0.463272 -6.65
267146_at hypothetical protein predicted by ge--- AT2G38160 -1.08 -0.11 -1.06 0.324618 0.463363 -6.65
249602_at  porin -like protein porin, Prunus arm--- AT5G37610 -1.09 -0.12 -1.06 0.324662 0.463397 -6.65
259698_at  hypothetical protein similar to hypo --- AT1G68930 1.11 0.15 1.06 0.324941 0.463765 -6.65
257433_at hypothetical protein predicted by ge--- AT2G21990 1.08 0.11 1.06 0.325007 0.463831 -6.65
249371_at hypothetical protein --- AT5G40750 -1.07 -0.09 -1.06 0.325113 0.463953 -6.65
256610_at hypothetical protein predicted by ge--- AT3G30845 1.07 0.10 1.06 0.325163 0.463996 -6.65
253884_at heat shock protein 21 HSP21 AT4G27670 -1.10 -0.14 -1.06 0.32521 0.464033 -6.65
260482_at endomembrane protein EMP70 pre --- AT1G10950 -1.09 -0.12 -1.06 0.325275 0.464071 -6.65
263081_at putative homeodomain transcriptionBLH5 AT2G27220 -1.07 -0.10 -1.06 0.325277 0.464071 -6.65
265259_at putative WD-40 repeat protein simil --- AT2G20330 1.09 0.13 1.06 0.325317 0.464079 -6.65
256740_at hypothetical protein predicted by ge--- AT3G29330 1.07 0.10 1.06 0.325323 0.464079 -6.65
265478_at unknown protein  ;supported by full-MEE14 AT2G15890 1.08 0.12 1.06 0.325412 0.464176 -6.65
253991_at  putative nucleic acid binding protei PEP AT4G26000 -1.09 -0.12 -1.06 0.325466 0.464225 -6.65
247868_at Myb-related transcription factor-like MYB36 AT5G57620 -1.09 -0.12 -1.06 0.325507 0.464234 -6.65



258036_at unknown protein --- AT3G21210 -1.07 -0.10 -1.06 0.325513 0.464234 -6.65
254150_at  putative protein storage protein - P --- AT4G24350 1.55 0.64 1.06 0.325593 0.464319 -6.66
265277_at unknown protein  ;supported by full---- AT2G28410 -1.27 -0.35 -1.06 0.325759 0.464526 -6.66
266849_at putative vacuolar processing enzymALPHA-VP AT2G25940 1.08 0.12 1.06 0.32584 0.464612 -6.66
246684_at  putative protein nucleoid DNA-bindCDR1 AT5G33340 -1.12 -0.16 -1.06 0.32593 0.464692 -6.66
255528_at hypothetical protein --- AT4G02090 -1.08 -0.11 -1.06 0.325936 0.464692 -6.66
250179_at putative protein --- AT5G14440 1.10 0.14 1.06 0.326154 0.464962 -6.66
249879_at serine/threonine protein kinase-like --- AT5G23170 -1.09 -0.12 -1.06 0.326166 0.464962 -6.66
250157_at  prx10 peroxidase - like protein prx1--- AT5G15180 -1.09 -0.12 -1.06 0.326286 0.465104 -6.66
253502_at  Cytochrome P450-like protein cytocCYP82C4 AT4G31940 1.08 0.11 1.06 0.326308 0.465105 -6.66
254380_at putative protein --- AT4G21865 1.32 0.40 1.06 0.326328 0.465105 -6.66
255306_at putative calcium dependent protein CPK23 AT4G04740 1.13 0.18 1.06 0.326357 0.465117 -6.66
263969_at putative VSF-1-like b-ZIP transcriptiUNE4 AT2G12940 -1.09 -0.13 -1.06 0.326443 0.465204 -6.66
260090_at  putative serine carboxypeptidase s scpl4 AT1G73310 1.07 0.10 1.06 0.326458 0.465204 -6.66
246531_at MADS box protein AGL2  ; supporte 01-ספט AT5G15800 -1.11 -0.15 -1.06 0.326655 0.465454 -6.66
265674_at unknown protein  ; supported by full--- AT2G32190 1.31 0.39 1.06 0.326716 0.465487 -6.66
246649_at  putative protein predicted proteins, --- --- -1.08 -0.11 -1.06 0.326718 0.465487 -6.66
261573_at hypothetical protein identical to hyo --- AT1G01180 -1.08 -0.11 -1.06 0.326743 0.465493 -6.66
252904_at  putative protein crp1 protein, Zea mEMB2453 AT4G39620 -1.10 -0.13 -1.06 0.326849 0.465615 -6.66
252817_at putative protein hypothetical protein--- --- -1.11 -0.14 -1.06 0.326928 0.465678 -6.66
247276_at putative protein contains similarity toHEN4 AT5G64390 -1.15 -0.20 -1.06 0.326934 0.465678 -6.66
263310_s_ahypothetical protein --- --- -1.07 -0.10 -1.06 0.327 0.465743 -6.66
245717_at Expressed protein ; supported by cD--- AT5G33390 1.09 0.13 1.06 0.327078 0.465805 -6.66
251314_at putative protein several hypothetica --- AT3G61180 -1.07 -0.09 -1.06 0.327094 0.465805 -6.66
259827_at hypothetical protein --- AT1G72270 -1.08 -0.11 -1.06 0.327105 0.465805 -6.66
252994_at  putative protein gene PC326 protei --- AT4G38480 -1.23 -0.29 -1.06 0.327211 0.465927 -6.66
254864_at putative reverse transcriptase other --- --- -1.06 -0.09 -1.06 0.327346 0.466091 -6.66
256139_at  Nt-gh3 deduced protein, putative s --- AT1G48660 -1.10 -0.14 -1.06 0.327462 0.466211 -6.66
256202_s_ahypothetical protein --- AT1G48150 / -1.08 -0.11 -1.06 0.327472 0.466211 -6.66
258740_at  Lon protease, putative similar to LoLON3 AT3G05780 -1.12 -0.17 -1.06 0.327686 0.466487 -6.66
247140_at putative protein similar to unknown --- AT5G66250 1.08 0.11 1.05 0.327835 0.46667 -6.66
258251_at unknown protein  ; supported by full--- AT3G15810 1.09 0.12 1.05 0.32791 0.466747 -6.66
248569_at receptor protein kinase-like --- AT5G49770 -1.10 -0.14 -1.05 0.327982 0.46682 -6.66
264235_at  myosin, putative similar to myosin GXIE AT1G54560 -1.10 -0.14 -1.05 0.328037 0.46687 -6.66
246093_at  ethylene-forming-enzyme-like dioxy--- AT5G20550 1.09 0.12 1.05 0.328063 0.466878 -6.66



247252_at unknown protein --- AT5G64770 1.39 0.48 1.05 0.328105 0.466908 -6.66
247490_at LFY floral meristem identity control LFY AT5G61850 -1.08 -0.11 -1.05 0.328128 0.466911 -6.66
258954_at unknown protein contains Pfam pro --- AT3G01400 -1.07 -0.09 -1.05 0.328216 0.467006 -6.66
252104_at  putative protein KIAA0851 protein, RHD4 AT3G51460 1.11 0.15 1.05 0.328235 0.467006 -6.66
260192_at putative DNA polymerase alpha subPOLA2 AT1G67630 -1.27 -0.35 -1.05 0.328455 0.467289 -6.66
244996_at ribosomal protein S2 --- --- -1.10 -0.14 -1.05 0.328543 0.467387 -6.66
261953_at  UDP-galactose 4-epimerase, putat RHD1 AT1G64440 1.18 0.23 1.05 0.328656 0.467489 -6.66
253500_at  predicted protein RegA gene, DictyARR10 AT4G31920 1.14 0.19 1.05 0.328668 0.467489 -6.66
252257_at putative protein several hypothetica --- AT3G49440 -1.07 -0.10 -1.05 0.328694 0.467489 -6.66
263695_at  putative phosphoribosylglycinamide--- AT1G31220 1.08 0.12 1.05 0.328698 0.467489 -6.66
250989_at  cytochrome P450 - like protein cytoCYP96A13 AT5G02900 -1.07 -0.09 -1.05 0.328761 0.467516 -6.66
254762_at Expressed protein ; supported by fu--- AT4G13230 -1.09 -0.12 -1.05 0.328765 0.467516 -6.66
265638_at similar to PIG-L --- AT2G27340 1.08 0.11 1.05 0.328778 0.467516 -6.66
262350_at putative glutathione peroxidase  ;suATGPX4 AT2G48150 -1.08 -0.11 -1.05 0.32881 0.467533 -6.66
256621_at unknown protein  ; supported by full--- AT3G24450 -1.09 -0.13 -1.05 0.328894 0.467623 -6.66
256096_at unknown protein --- AT1G13650 -1.21 -0.27 -1.05 0.329003 0.467749 -6.66
251680_at  putative protein 13S condensin XC --- AT3G57060 -1.08 -0.11 -1.05 0.329046 0.467781 -6.66
264619_at putative chloroplast nucleoid DNA-b--- AT2G17760 1.10 0.13 1.05 0.329138 0.467882 -6.66
264935_at hypothetical protein predicted by ge--- AT1G61150 1.14 0.19 1.05 0.329183 0.467917 -6.66
265672_at putative cysteine proteinase inhibito--- AT2G31980 1.39 0.47 1.05 0.329204 0.467917 -6.66
262465_at hypothetical protein similar to hypot --- AT1G50270 -1.07 -0.10 -1.05 0.329239 0.467932 -6.66
258287_at putative sulfate transporter similar toSULTR3;4 AT3G15990 1.25 0.33 1.05 0.329255 0.467932 -6.66
264949_at unknown protein contains similarity MAF1 AT1G77080 -1.07 -0.10 -1.05 0.329338 0.468021 -6.66
248857_at putative protein contains similarity to--- AT5G46640 1.18 0.24 1.05 0.32942 0.468098 -6.66
252329_at putative protein several hypothetica --- AT3G48760 -1.08 -0.11 -1.05 0.329437 0.468098 -6.66
253287_at  putative protein dJ69E11.3, Homo --- AT4G34270 1.07 0.10 1.05 0.329454 0.468098 -6.66
253906_at  putative protein disease resistance --- AT4G27220 -1.12 -0.17 -1.05 0.329529 0.468176 -6.66
261307_at unknown protein similar to Glu-tRNAGATB AT1G48520 -1.08 -0.11 -1.05 0.329565 0.468198 -6.66
252486_at  arm repeat containing protein homoPUB13 AT3G46510 -1.09 -0.13 -1.05 0.329784 0.468458 -6.67
264544_s_aunknown protein --- AT1G55790 / -1.08 -0.11 -1.05 0.32979 0.468458 -6.67
258738_at hypothetical protein similar to hypot --- AT3G05750 1.11 0.15 1.05 0.329828 0.468483 -6.67
256949_at hypothetical protein predicted by ge--- AT3G19070 -1.07 -0.10 -1.05 0.329881 0.46853 -6.67
255379_at  putative M-type thioredoxin similar ATHM2 AT4G03520 1.07 0.10 1.05 0.329958 0.46861 -6.67
257415_at hypothetical protein similar to hypot --- AT1G70040 -1.10 -0.13 -1.05 0.330014 0.468646 -6.67
258420_at  putative RNA polymerase similar to--- AT3G16680 -1.08 -0.11 -1.05 0.330024 0.468646 -6.67



245423_at putative protein --- AT4G17483 1.10 0.14 1.05 0.330166 0.468817 -6.67
259374_at putative AP2 domain transcription fa--- AT3G16280 1.12 0.17 1.05 0.330272 0.468938 -6.67
263622_at hypothetical protein predicted by ge--- AT2G04870 -1.08 -0.12 -1.05 0.330407 0.469069 -6.67
266654_at putative oleosin protein --- AT2G25890 -1.12 -0.16 -1.05 0.33044 0.469069 -6.67
265743_s_aEn/Spm-like transposon protein rela--- --- -1.08 -0.10 -1.05 0.330442 0.469069 -6.67
248930_at unknown protein --- AT5G46010 -1.09 -0.12 -1.05 0.330446 0.469069 -6.67
259222_at  putative phosphoribosylanthranilate--- AT3G03680 1.11 0.15 1.05 0.330484 0.469094 -6.67
245390_at putative protein ;supported by full-le--- AT4G17650 1.18 0.24 1.05 0.330524 0.469122 -6.67
250807_at helicase-like transcription factor-like--- AT5G05130 1.11 0.15 1.05 0.330683 0.469317 -6.67
247404_at  permease 1 - like protein permease--- AT5G62890 -1.19 -0.26 -1.05 0.330703 0.469317 -6.67
247167_at unknown protein --- AT5G65850 -1.11 -0.15 -1.05 0.330727 0.469322 -6.67
266627_at putative pre-mRNA splicing factor RMEE29 AT2G35340 -1.09 -0.13 -1.05 0.330808 0.469408 -6.67
255912_at  2,3-oxidosqualene-triterpenoid cycl--- AT1G66960 -1.11 -0.16 -1.05 0.330874 0.469467 -6.67
264771_at  phosphomethylpyrimidine kinase p TH1 AT1G22940 -1.07 -0.10 -1.05 0.330891 0.469467 -6.67
252060_at putative protein other hypothetical pPAD4 AT3G52430 1.34 0.42 1.05 0.331465 0.470253 -6.67
253501_at predicted protein predicted protein oHSL1 AT4G32010 1.09 0.12 1.05 0.331532 0.470319 -6.67
264127_at  serine/threonine protein kinase, pu AGC1.7 AT1G79250 -1.07 -0.09 -1.05 0.331778 0.470633 -6.67
249060_at putative protein similar to unknown VPS2.2 AT5G44560 -1.07 -0.10 -1.05 0.331815 0.470633 -6.67
257517_at unknown protein --- AT3G16330 -1.34 -0.42 -1.05 0.331822 0.470633 -6.67
256849_at hypothetical protein similar to hypot --- --- -1.10 -0.13 -1.05 0.331836 0.470633 -6.67
264483_at unknown protein --- AT1G77230 1.11 0.15 1.05 0.331882 0.470668 -6.67
263071_at putative retroelement pol polyprotei --- --- -1.08 -0.11 -1.05 0.331919 0.470691 -6.67
261251_at hypothetical protein predicted by ge--- AT1G05920 -1.14 -0.18 -1.05 0.331968 0.470731 -6.67
257737_at  uridine kinase/uracil phosphoribosy--- AT3G27440 1.08 0.12 1.05 0.331999 0.470747 -6.67
257491_at  hypothetical protein predicted by ge--- AT1G06170 -1.07 -0.09 -1.05 0.332057 0.470799 -6.67
252735_at  putative protein predicted proteins, --- AT3G43170 1.08 0.11 1.04 0.332161 0.470918 -6.67
246142_at putative protein --- AT5G19970 1.07 0.10 1.04 0.332225 0.470979 -6.67
247893_at  RNA polymerase I, II and III 24.3 k RPB5C AT5G57980 -1.11 -0.15 -1.04 0.332386 0.471178 -6.67
265603_at hypothetical protein predicted by ge--- --- 1.09 0.13 1.04 0.332508 0.471321 -6.67
245831_at unknown protein --- AT1G48840 -1.09 -0.13 -1.04 0.332679 0.471534 -6.67
262201_at unknown protein ORC4 AT2G01120 1.08 0.11 1.04 0.332711 0.471551 -6.67
254622_at hypothetical protein contains similar--- AT4G18375 1.15 0.20 1.04 0.332815 0.47165 -6.67
253354_at  putative protein RNA helicase DBP--- AT4G33370 1.16 0.21 1.04 0.332848 0.47165 -6.67
257715_at  putative zinc transporter identical toZIP1 AT3G12750 1.18 0.23 1.04 0.332857 0.47165 -6.67
260515_at  ATP-dependent transmembrane tra--- AT1G51460 -1.10 -0.13 -1.04 0.332864 0.47165 -6.67



256727_at hypothetical protein --- AT3G52240 -1.10 -0.14 -1.04 0.332899 0.471671 -6.67
255223_at  putative protein predicted proteins, --- AT4G05370 -1.07 -0.10 -1.04 0.332995 0.471778 -6.67
255565_at  putative CHP-rich zinc finger protei --- AT4G01760 -1.07 -0.10 -1.04 0.333114 0.471916 -6.67
263985_at unknown protein  ;supported by full---- AT2G42750 -1.15 -0.20 -1.04 0.333198 0.471999 -6.67
257473_at unknown protein --- AT1G33840 -1.12 -0.16 -1.04 0.333214 0.471999 -6.67
256439_at putative [Mn] superoxide dismutaseMSD1 AT3G10920 1.10 0.14 1.04 0.333283 0.472068 -6.67
259401_at hypothetical protein contains similarCSTF77 AT1G17760 1.15 0.21 1.04 0.333373 0.472166 -6.67
253120_at  putative protein phospholipase D, APLDDELTAAT4G35790 1.12 0.16 1.04 0.333404 0.472181 -6.67
247402_at  putative protein predicted proteins, --- AT5G62750 -1.08 -0.11 -1.04 0.33352 0.472316 -6.67
248918_at senescence-specific cysteine proteaSAG12 AT5G45890 -1.12 -0.16 -1.04 0.333604 0.472406 -6.67
267223_at hypothetical protein predicted by graAtITPK4 AT2G43980 1.09 0.13 1.04 0.333649 0.472439 -6.67
249110_at disease resistance protein --- AT5G43730 1.07 0.10 1.04 0.333726 0.47252 -6.67
254204_at  putative protein CGI-58 protein - Ho--- AT4G24160 -1.20 -0.26 -1.04 0.333758 0.472536 -6.67
256768_at  hypothetical protein predicted by geLDL2 AT3G13682 1.07 0.10 1.04 0.333805 0.472573 -6.67
252794_at  putative protein predicted proteins, --- --- -1.07 -0.10 -1.04 0.33388 0.47265 -6.68
264980_at  receptor kinase, putative similar to --- AT1G27190 -1.10 -0.14 -1.04 0.333915 0.47267 -6.68
250996_at  putative protein BcDNA.LD24793, --- AT5G02530 1.08 0.11 1.04 0.33399 0.472747 -6.68
259263_at putative UDP-glucose 6-dehydrogen--- AT3G01010 -1.08 -0.12 -1.04 0.334054 0.472807 -6.68
261862_at  DNA-binding protein, putative simil --- AT1G50410 1.11 0.15 1.04 0.334075 0.472809 -6.68
261549_at  DNA-binding protein, putative conta--- AT1G63470 -1.11 -0.15 -1.04 0.334284 0.473074 -6.68
262972_at unknown protein --- AT1G75620 -1.09 -0.13 -1.04 0.334328 0.473108 -6.68
258035_at putative Ca2+-transporting ATPase ACA9 AT3G21180 -1.10 -0.13 -1.04 0.334401 0.473182 -6.68
251898_at floral homeotic protein APETALA3 (AP3 AT3G54340 1.07 0.10 1.04 0.334482 0.473267 -6.68
261115_at hypothetical protein predicted by ge--- AT1G75360 -1.07 -0.10 -1.04 0.334619 0.473412 -6.68
254027_at  putative mitochondrial protein Hom--- AT4G25835 1.14 0.19 1.04 0.334626 0.473412 -6.68
249891_at unknown protein --- AT5G22590 1.06 0.09 1.04 0.334671 0.473446 -6.68
251268_at putative protein hypothetical protein--- AT3G62350 -1.09 -0.13 -1.04 0.334695 0.473451 -6.68
262506_at unknown protein Similar to gb|X842NADK2 AT1G21640 1.13 0.17 1.04 0.334719 0.473455 -6.68
254716_at  putative protein LEA protein , CicerUNE15 AT4G13560 -1.13 -0.18 -1.04 0.334804 0.473546 -6.68
256764_at hypothetical protein predicted by ge--- AT3G29310 1.11 0.15 1.04 0.334828 0.47355 -6.68
251145_at  putative protein predicted protein, A--- AT3G63500 1.10 0.14 1.04 0.334848 0.47355 -6.68
266318_at Mutator-like transposase similar to  FRS3 AT2G27110 1.06 0.09 1.04 0.334899 0.473592 -6.68
247518_at  putative protein many predicted pro--- AT5G61800 1.10 0.13 1.04 0.335058 0.473788 -6.68
261246_at unknown protein SYTB AT1G20080 -1.09 -0.12 -1.04 0.335141 0.473876 -6.68
263271_s_ahypothetical protein predicted by ge--- --- 1.07 0.09 1.04 0.33538 0.474184 -6.68



247163_at Expressed protein ; supported by cD--- AT5G65685 1.10 0.14 1.04 0.335455 0.474261 -6.68
264386_at  putative pyrophosphate-fructose-6---- AT1G12000 1.19 0.25 1.04 0.335566 0.474389 -6.68
247239_at pectin methylesterase-like protein s --- AT5G64640 -1.09 -0.13 -1.04 0.335663 0.474497 -6.68
259230_at unknown protein  ; supported by cDOBE1 AT3G07780 -1.11 -0.15 -1.04 0.335706 0.474528 -6.68
261176_at hypothetical protein predicted by ge--- AT1G04780 1.07 0.10 1.04 0.335835 0.474674 -6.68
266233_at putative phloem-specific lectin AtPP2-B8 AT2G02340 -1.07 -0.10 -1.04 0.335851 0.474674 -6.68
251147_at  kinesin heavy chain - like protein ki --- AT3G63480 -1.09 -0.12 -1.04 0.33591 0.474728 -6.68
258247_at hypothetical protein predicted by ge--- AT3G29130 -1.06 -0.09 -1.04 0.33604 0.474882 -6.68
264241_at hypothetical protein contains similar--- AT1G54840 -1.07 -0.09 -1.04 0.336067 0.47489 -6.68
249250_at arm repeat containing protein --- AT5G42340 -1.07 -0.10 -1.04 0.33623 0.47505 -6.68
267431_at unknown protein  ;supported by full-MEE26 AT2G34870 -1.09 -0.13 -1.04 0.336236 0.47505 -6.68
258115_at hypothetical protein predicted by ge--- AT3G14670 -1.09 -0.12 -1.04 0.336242 0.47505 -6.68
247760_at subtilisin-like serine protease contai--- AT5G59130 -1.40 -0.49 -1.04 0.336322 0.475133 -6.68
245404_at putative protein --- AT4G17610 1.11 0.15 1.04 0.336397 0.475204 -6.68
267452_at auxin response transcription factor 3ETT AT2G33860 -1.09 -0.13 -1.04 0.336414 0.475204 -6.68
249820_at putative protein contains similarity to--- AT5G23650 -1.14 -0.19 -1.03 0.336531 0.47529 -6.68
256937_at hypothetical protein predicted by ge--- AT3G22620 -1.75 -0.80 -1.03 0.336543 0.47529 -6.68
252437_at  putative protein pectinesterase hom--- AT3G47380 1.26 0.34 1.03 0.336549 0.47529 -6.68
256830_at  eukaryotic translation initiation factoTIF3C2 AT3G22860 -1.10 -0.14 -1.03 0.336574 0.47529 -6.68
251939_at  putative protein MICRONUCLEAR --- AT3G53440 -1.13 -0.18 -1.03 0.336578 0.47529 -6.68
262335_at hypothetical protein predicted by geSPO11-2 AT1G63990 -1.07 -0.09 -1.03 0.336789 0.47554 -6.68
263944_at hypothetical protein predicted by ge--- --- -1.07 -0.10 -1.03 0.336797 0.47554 -6.68
264809_at superoxidase dismutase identical toCSD1 AT1G08830 1.31 0.39 1.03 0.336825 0.47555 -6.68
250206_at mitochondrial phosphate translocato--- AT5G14040 1.17 0.22 1.03 0.336947 0.475692 -6.68
247809_at unknown protein --- AT5G58280 -1.09 -0.13 -1.03 0.33699 0.475724 -6.68
252632_s_a disease resistance protein -like diseRPP1 AT3G44480 / -1.09 -0.13 -1.03 0.337166 0.475942 -6.68
246455_at  putative protein predicted protein F --- AT5G16790 1.09 0.13 1.03 0.337203 0.475953 -6.68
261194_at  unknown protein contains Pfam pro--- AT1G12770 / 1.06 0.09 1.03 0.337215 0.475953 -6.68
256019_at  cytochrome P-450, putative similar --- AT1G58260 / -1.08 -0.11 -1.03 0.337262 0.475971 -6.68
265790_at putative amino acid or GABA permeBAT1 AT2G01170 -1.12 -0.16 -1.03 0.33727 0.475971 -6.68
262873_at hypothetical protein predicted by ge--- AT1G64700 -1.09 -0.12 -1.03 0.337295 0.475977 -6.68
256832_at  meiotic recombination protein (AtD DMC1 AT3G22880 -1.14 -0.19 -1.03 0.337346 0.476019 -6.68
256427_at hypothetical protein predicted by geLBD21 AT3G11090 1.18 0.23 1.03 0.337414 0.476064 -6.68
258221_at Snf1-related protein kinase KIN11 (AAKIN11 AT3G29160 1.16 0.22 1.03 0.337419 0.476064 -6.68
258028_at hypothetical protein --- AT3G27473 -1.06 -0.09 -1.03 0.337452 0.476081 -6.68



247117_at 3-hydroxyisobutyryl-coenzyme A hyCHY1 AT5G65940 1.12 0.16 1.03 0.337494 0.476112 -6.68
253023_at hypothetical protein --- AT4G38070 -1.12 -0.16 -1.03 0.337572 0.476188 -6.68
256476_at TNP2-like transposon protein simila--- --- -1.08 -0.11 -1.03 0.337591 0.476188 -6.68
245343_at hypothetical protein ;supported by fu--- AT4G15830 -1.07 -0.10 -1.03 0.33787 0.476547 -6.68
248131_at unknown protein --- AT5G54830 1.18 0.24 1.03 0.337887 0.476547 -6.68
256800_at hypothetical protein predicted by ge--- AT3G20900 -1.09 -0.13 -1.03 0.337955 0.476596 -6.68
258014_at hypothetical protein predicted by ge--- AT3G19330 1.13 0.18 1.03 0.337972 0.476596 -6.68
246281_at hypothetical protein NAPRT1 AT4G36940 -1.14 -0.19 -1.03 0.337984 0.476596 -6.68
265273_at unknown protein --- AT2G28320 1.09 0.13 1.03 0.338089 0.476703 -6.68
255438_at putative oxidoreductase AOP1 AT4G03070 -1.21 -0.27 -1.03 0.338102 0.476703 -6.68
254401_at  putative protein various predicted p--- AT4G21300 1.08 0.11 1.03 0.33814 0.476728 -6.69
247583_at  putative protein predicted protein, S--- AT5G60750 1.08 0.11 1.03 0.338161 0.476728 -6.69
262709_at  unknown protein ESTs gb|F15498, SYP51 AT1G16240 1.10 0.14 1.03 0.338199 0.476752 -6.69
261874_at ethylene responsive element bindin ERF3 AT1G50640 1.10 0.14 1.03 0.338317 0.476838 -6.69
263088_at putative replication protein A1 --- --- 1.08 0.11 1.03 0.33833 0.476838 -6.69
249139_at Cys2/His2-type zinc finger protein 3AZF3 AT5G43170 1.20 0.26 1.03 0.338357 0.476838 -6.69
245135_at putative non-LTR retroelement reve--- --- -1.10 -0.13 -1.03 0.338358 0.476838 -6.69
253833_at  putative calcium binding protein tai --- AT4G27790 -1.14 -0.19 -1.03 0.338364 0.476838 -6.69
256656_at hypothetical protein similar to hypot --- AT3G18900 -1.08 -0.11 -1.03 0.338439 0.476913 -6.69
254746_at  putative protein hypothetical protein--- AT4G12980 -1.17 -0.23 -1.03 0.338597 0.477101 -6.69
247937_at Ca2+-transporting ATPase-like prot ACA8 AT5G57110 1.17 0.22 1.03 0.338631 0.477101 -6.69
252482_at  glucosyltransferase-like protein UDUGT76E11 AT3G46670 -1.33 -0.41 -1.03 0.338635 0.477101 -6.69
250686_at gamma-tubulin interacting protein-li SPC98 AT5G06680 1.13 0.17 1.03 0.338751 0.477235 -6.69
247565_at  putative protein Atu, Drosophila meVIP4 AT5G61150 1.08 0.11 1.03 0.338847 0.47734 -6.69
266019_at putative calmodulin-binding protein --- AT2G18750 1.07 0.10 1.03 0.338922 0.477417 -6.69
247710_at  receptor-like protein kinase recepto--- AT5G59260 -1.07 -0.09 -1.03 0.339032 0.477489 -6.69
260842_at  19S proteosome subunit 9, putativeATS9 AT1G29150 1.09 0.12 1.03 0.339034 0.477489 -6.69
264639_at unknown protein similar to ubiquitin UCH2 AT1G65650 1.10 0.14 1.03 0.339036 0.477489 -6.69
260613_at unknown protein --- AT1G53380 1.09 0.13 1.03 0.339193 0.477681 -6.69
256755_at  calmodulin, putative similar to GB:P--- AT3G25600 -1.18 -0.23 -1.03 0.339315 0.477823 -6.69
248137_at putative protein contains similarity to--- AT5G54950 -1.09 -0.12 -1.03 0.33949 0.478026 -6.69
257488_s_aputative RING-finger protein --- AT1G36950 / 1.06 0.09 1.03 0.339501 0.478026 -6.69
253153_at hypothetical protein --- AT4G35700 -1.08 -0.11 -1.03 0.339535 0.478044 -6.69
257382_at hypothetical protein predicted by geWRKY54 AT2G40750 -1.76 -0.81 -1.03 0.339589 0.47809 -6.69
248426_at putative protein contains similarity to--- AT5G51740 1.07 0.10 1.03 0.339712 0.478235 -6.69



257575_at hypothetical protein similar to hypot --- --- -1.09 -0.12 -1.03 0.339914 0.478489 -6.69
267069_at unknown protein ATCAMBP2AT2G41010 -1.31 -0.39 -1.03 0.339951 0.478501 -6.69
267053_s_aperoxidase --- AT2G38380 / -1.19 -0.25 -1.03 0.339964 0.478501 -6.69
265810_at unknown protein --- AT2G18090 -1.14 -0.19 -1.03 0.340023 0.478535 -6.69
245353_at hypothetical protein ;supported by fu--- AT4G16000 1.17 0.23 1.03 0.340031 0.478535 -6.69
249733_at 6-phosphogluconolactonase-like proemb2024 AT5G24400 1.08 0.12 1.03 0.340134 0.478624 -6.69
250631_at  pectin methyl-esterase-like protein --- AT5G07430 -1.07 -0.10 -1.03 0.340136 0.478624 -6.69
258340_at hypothetical protein predicted by ge--- AT3G22770 -1.07 -0.10 -1.03 0.34018 0.478657 -6.69
257320_at hypothetical protein --- AT2G07749 1.10 0.13 1.03 0.340206 0.478663 -6.69
253687_at putative protein  ;supported by full-le--- AT4G29520 1.46 0.54 1.03 0.340254 0.478692 -6.69
266402_at hypothetical protein predicted by ge--- AT2G38780 -1.14 -0.19 -1.03 0.340268 0.478692 -6.69
254698_at NAM (no apical meristem) - like pro anac071 AT4G17980 -1.06 -0.09 -1.03 0.340363 0.478796 -6.69
267451_at putative AP2 domain transcription fa--- AT2G33710 1.54 0.63 1.03 0.34042 0.478847 -6.69
249003_at putative protein contains similarity to--- AT5G44500 -1.09 -0.13 -1.03 0.340518 0.478954 -6.69
246784_at signal peptidase  ; supported by cD --- AT5G27430 1.07 0.10 1.03 0.340613 0.479059 -6.69
250605_at glycine/proline-rich protein flagellifo --- AT5G07570 -1.09 -0.13 -1.03 0.340776 0.479259 -6.69
251135_at  putative protein proteophosphoglyc--- AT5G01280 1.08 0.11 1.02 0.340819 0.479261 -6.69
258306_at putative transcription factor similar tATBZIP42 AT3G30530 -1.06 -0.09 -1.02 0.34082 0.479261 -6.69
244918_at hypothetical protein AT2G07742--- -1.09 -0.12 -1.02 0.340905 0.479351 -6.69
252791_at  transposase - like protein putative t--- --- 1.08 0.10 1.02 0.341008 0.479467 -6.69
261260_at hypothetical protein predicted by ge--- AT1G26680 -1.08 -0.11 -1.02 0.341032 0.479471 -6.69
259190_at  unknown protein est hit, predicted bTPLATE AT3G01780 -1.12 -0.16 -1.02 0.341106 0.479546 -6.69
250763_at short chain alcohol dehydrogenase---- AT5G06060 -1.10 -0.13 -1.02 0.341164 0.479598 -6.69
266103_at putative VAMP-associated protein  PVA12 AT2G45140 -1.09 -0.12 -1.02 0.341259 0.479702 -6.69
264419_s_ahypothetical protein contains similar--- AT1G43310 / 1.24 0.31 1.02 0.341298 0.479728 -6.69
263387_at unknown protein  ; supported by cD--- AT2G40160 -1.09 -0.13 -1.02 0.34133 0.479743 -6.69
265822_at putative SEC1 family transport proteATSLY1 AT2G17980 -1.08 -0.12 -1.02 0.341402 0.479814 -6.69
246466_at  sugar transporter - like protein D-XY--- AT5G17010 1.13 0.17 1.02 0.341451 0.479842 -6.69
249760_at (+)-delta-cadinene synthase (d-cadiTPS21 AT5G23960 -1.07 -0.10 -1.02 0.341464 0.479842 -6.69
263095_at Ac-like transposase related to Ac/D --- AT2G16040 -1.08 -0.10 -1.02 0.341492 0.479852 -6.69
265435_s_aputative major intrinsic (channel) pro--- AT1G31885 / -1.11 -0.15 -1.02 0.341633 0.480021 -6.69
246271_at photosystem II oxygen-evolving com--- AT4G37230 -1.09 -0.12 -1.02 0.341727 0.480123 -6.69
254544_at  putative chitinase chitinase (EC 3.2--- AT4G19820 -1.10 -0.14 -1.02 0.341785 0.480136 -6.69
255098_at hypothetical protein --- AT4G08640 -1.07 -0.09 -1.02 0.341785 0.480136 -6.69
258969_at  hypothetical protein predicted by ge--- AT3G10680 -1.07 -0.10 -1.02 0.341819 0.480136 -6.69



254412_at  putative protein chloroplast DNA-biB160 AT4G21430 -1.14 -0.19 -1.02 0.341821 0.480136 -6.69
265180_at putative OBP32pep protein  ;suppo --- AT1G23590 -1.06 -0.09 -1.02 0.341913 0.480236 -6.69
257557_at  terpene synthase-related protein, p--- AT3G14490 -1.11 -0.15 -1.02 0.341947 0.480254 -6.69
245163_at putative flavin-containing monooxyg--- AT2G33230 -1.11 -0.15 -1.02 0.341989 0.480283 -6.69
246242_at putative protein --- AT4G36600 -1.12 -0.17 -1.02 0.342022 0.480301 -6.69
253355_at putative protein --- AT4G33380 1.07 0.10 1.02 0.342195 0.480514 -6.69
248539_at ribitol dehydrogenase-like  ; support--- AT5G50130 1.11 0.15 1.02 0.34233 0.480674 -6.69
256134_at aminoalcoholphosphotransferase idAAPT1 AT1G13560 -1.08 -0.11 -1.02 0.342512 0.480899 -6.70
266928_at putative phosphomannomutase  ;suPMM AT2G45790 -1.12 -0.17 -1.02 0.342604 0.481 -6.70
256500_at Ty1/copia-element polyprotein --- --- -1.09 -0.12 -1.02 0.342626 0.481 -6.70
247673_at  tRNA intron endonuclease - like proSEN2 AT5G60230 -1.07 -0.09 -1.02 0.342715 0.481083 -6.70
256247_at SRF-type transcription factor contai AGL91 AT3G66656 -1.07 -0.10 -1.02 0.342727 0.481083 -6.70
266954_at hypothetical protein predicted by ge--- AT2G34530 -1.08 -0.10 -1.02 0.342779 0.481127 -6.70
252011_at carbonic anhydrase (CAH1)  ; supp ACA1 AT3G52720 -1.12 -0.17 -1.02 0.34281 0.48114 -6.70
253887_at  putative protein isp4 protein, SchizoOPT6 AT4G27730 -1.22 -0.28 -1.02 0.342893 0.481227 -6.70
251063_at  protein kinase ATN1-like protein pr --- AT5G01850 1.08 0.12 1.02 0.342946 0.481233 -6.70
255405_s_ahypothetical protein similar to A. tha--- AT4G03440 / -1.11 -0.15 -1.02 0.342964 0.481233 -6.70
262905_at  thioredoxin, putative similar to thiorATH7 AT1G59730 -1.07 -0.10 -1.02 0.343002 0.481233 -6.70
264159_at unknown protein ;supported by full-l--- AT1G65270 1.07 0.10 1.02 0.343002 0.481233 -6.70
264187_at unknown protein ;supported by full-l--- AT1G54860 -1.07 -0.09 -1.02 0.343003 0.481233 -6.70
251577_at putative protein several hypothetica --- AT3G58350 -1.11 -0.15 -1.02 0.343027 0.481237 -6.70
265971_at putative retroelement pol polyprotei --- --- -1.08 -0.11 -1.02 0.343209 0.481463 -6.70
249474_s_agermin-like protein (GLP2a) copy2  GER2 AT5G39130 / 1.10 0.14 1.02 0.34339 0.481688 -6.70
255562_at G/T DNA mismatch repair enzyme sMSH6 AT4G02070 1.11 0.15 1.02 0.343413 0.48169 -6.70
254385_s_a putative protein CGI-131 protein, HATMSRB7 AT4G21830 / 1.95 0.97 1.02 0.343652 0.481996 -6.70
245828_at  transcription factor, putative similarVIM1 AT1G57820 -1.10 -0.14 -1.02 0.343867 0.482269 -6.70
259101_at hypothetical protein predicted by ge--- AT3G11640 -1.07 -0.10 -1.02 0.344083 0.482526 -6.70
245988_at  putative protein predicted protein, P--- AT5G20610 1.11 0.16 1.02 0.344093 0.482526 -6.70
257069_at hypothetical protein predicted by ge--- AT3G28170 -1.08 -0.11 -1.02 0.344161 0.482591 -6.70
248648_at putative protein similar to unknown --- AT5G49220 1.09 0.13 1.02 0.344346 0.482821 -6.70
259449_at hypothetical protein similar to putati --- AT1G13800 1.10 0.14 1.02 0.344369 0.482824 -6.70
256821_at  hypothetical protein predicted by ge--- AT3G22180 1.13 0.18 1.02 0.344414 0.482857 -6.70
250219_at putative protein similar to unknown MPL1 AT5G14180 1.22 0.28 1.02 0.344494 0.48294 -6.70
251438_s_a putative protein hypothetical protein--- AT3G59930 / 1.53 0.61 1.02 0.344534 0.482966 -6.70
264081_at putative RING zinc finger transcripti --- AT2G28540 1.10 0.14 1.02 0.34462 0.483029 -6.70



257321_at hypothetical protein --- --- 1.17 0.23 1.02 0.344638 0.483029 -6.70
249976_at  Serine/arginine rich protein - like SeSCL28 AT5G18810 -1.09 -0.12 -1.02 0.344643 0.483029 -6.70
249407_at  putative protein predicted proteins, --- AT5G40320 -1.08 -0.10 -1.02 0.344667 0.483034 -6.70
251133_at LAX1 / AUX1 -like permease --- AT5G01240 1.13 0.18 1.02 0.344719 0.483076 -6.70
247903_at unknown protein  ; supported by cD--- AT5G57340 1.11 0.15 1.02 0.344842 0.48322 -6.70
265288_at putative glutaredoxin  ;supported by--- AT2G20270 -1.11 -0.15 -1.02 0.344949 0.483339 -6.70
249429_at putative protein --- AT5G39880 -1.06 -0.09 -1.02 0.345163 0.48361 -6.70
258261_at  putative RING zinc finger protein co--- AT3G15740 1.15 0.21 1.01 0.345327 0.48381 -6.70
248368_at mandelonitrile lyase-like protein  ; s --- AT5G51950 -1.08 -0.11 -1.01 0.345353 0.483816 -6.70
260778_at  splicing factor, putative similar to hu--- AT1G14640 -1.11 -0.15 -1.01 0.345388 0.483836 -6.70
258572_at hypothetical protein --- AT3G04270 1.07 0.09 1.01 0.34543 0.483865 -6.70
258903_at  hypothetical protein similar to zinc f--- AT3G06410 1.13 0.18 1.01 0.345583 0.48405 -6.70
250236_at delta subunit of mitochondrial F1-AT--- AT5G13450 1.10 0.13 1.01 0.345609 0.484056 -6.70
263498_at unknown protein  ; supported by cDLSH10 AT2G42610 -1.47 -0.56 -1.01 0.345685 0.484133 -6.70
264193_at  CRK1 protein, putative similar to C --- AT1G54610 1.07 0.10 1.01 0.345761 0.48421 -6.70
261371_at  ubiquitin-conjugating enzyme, putaUBC26 AT1G53020 -1.07 -0.10 -1.01 0.345914 0.484394 -6.70
258185_at hypothetical protein similar to hypot --- AT3G21580 -1.11 -0.15 -1.01 0.345941 0.484403 -6.70
265082_at hypothetical protein predicted by ge--- AT1G03830 1.08 0.11 1.01 0.346035 0.484504 -6.70
245013_at ATPase epsilon subunit --- --- -1.07 -0.09 -1.01 0.346162 0.484652 -6.70
253933_at hypothetical protein --- AT4G26820 -1.10 -0.13 -1.01 0.34622 0.484704 -6.70
251829_at  putative protein KIAA0882 protein, --- AT3G55020 -1.20 -0.26 -1.01 0.346677 0.485314 -6.70
248801_at homeobox-leucine zipper protein-likHAT2 AT5G47370 -1.28 -0.35 -1.01 0.346766 0.485396 -6.70
262881_at unknown protein ; supported by cDN--- AT1G64890 -1.16 -0.21 -1.01 0.346778 0.485396 -6.70
262420_at hypothetical protein contains similarTAF15 AT1G50300 -1.07 -0.09 -1.01 0.346862 0.485484 -6.71
258220_at  DnaJ, putative similar to DnaJ GB: --- AT3G17830 1.12 0.16 1.01 0.346933 0.485554 -6.71
254217_at  putative protein other hypothetical --- AT4G23720 -1.07 -0.10 -1.01 0.347055 0.485694 -6.71
265704_at hypothetical protein predicted by ge--- AT2G03420 -1.13 -0.17 -1.01 0.347087 0.485709 -6.71
248695_at putative protein similar to unknown --- AT5G48350 -1.12 -0.17 -1.01 0.347193 0.485828 -6.71
266360_at Mutator-like transposase similar to  FRS2 AT2G32250 -1.19 -0.25 -1.01 0.347246 0.485852 -6.71
250204_at leucine zipper protein-like ATEXO70CAT5G13990 -1.09 -0.13 -1.01 0.347253 0.485852 -6.71
249815_at 60S ribosomal protein L13  ; suppor--- AT5G23900 1.13 0.18 1.01 0.347569 0.486263 -6.71
260782_at unknown protein ; supported by cDN--- AT1G14570 1.07 0.10 1.01 0.34768 0.486389 -6.71
254896_at MADS-box protein AGL14 AGL14 AT4G11880 -1.07 -0.10 -1.01 0.347761 0.486449 -6.71
259153_at unknown protein  ;supported by full---- AT3G10250 1.10 0.14 1.01 0.347765 0.486449 -6.71
256805_at  unknown protein contains similarity--- AT3G20930 1.19 0.25 1.01 0.347841 0.486507 -6.71



253737_at Expressed protein ; supported by fu--- AT4G28703 1.26 0.34 1.01 0.34785 0.486507 -6.71
247888_at phytocyanin/early nodulin-like prote --- AT5G57920 1.09 0.12 1.01 0.347895 0.486514 -6.71
246532_at  putative protein beta-glucan-elicitor--- AT5G15870 -1.38 -0.47 -1.01 0.347897 0.486514 -6.71
246980_at peptidylprolyl isomerase (cyclophilin--- AT5G67530 1.08 0.11 1.01 0.347993 0.486619 -6.71
252209_at  putative protein RXF26, Arabidops --- AT3G50400 -1.16 -0.22 -1.01 0.348063 0.486686 -6.71
262507_at  receptor-like protein kinase, putativ--- AT1G11330 -1.10 -0.14 -1.01 0.348089 0.486693 -6.71
251694_s_a putative protein NAM (no apical meanac063 AT3G55210 / -1.07 -0.10 -1.01 0.348175 0.486783 -6.71
248168_at beta-glucosidase BGLU41 AT5G54570 -1.09 -0.12 -1.01 0.348238 0.486818 -6.71
247096_at S-adenosyl-L-methionine:salicylic a --- AT5G66430 1.06 0.09 1.01 0.348243 0.486818 -6.71
260233_at putative cytochrome P450 similar toCYP98A9 AT1G74550 -1.14 -0.19 -1.01 0.348308 0.48688 -6.71
255189_at hypothetical protein --- AT4G07350 -1.07 -0.10 -1.01 0.348407 0.486988 -6.71
257710_at unknown protein  ;supported by full---- AT3G27350 1.09 0.13 1.01 0.348446 0.487013 -6.71
246102_at  putative protein various predicted p--- AT5G32590 -1.07 -0.10 -1.01 0.348605 0.487205 -6.71
245846_at  P-type transporting ATPase, putativ--- AT1G26130 1.11 0.15 1.01 0.348663 0.487239 -6.71
263261_at putative pre-mRNA splicing factor s --- AT1G10580 1.06 0.09 1.01 0.348699 0.487239 -6.71
248018_at putative protein strong similarity to u--- AT5G56470 -1.10 -0.14 -1.01 0.348707 0.487239 -6.71
266174_at hypothetical protein predicted by ge--- AT2G02440 -1.06 -0.09 -1.01 0.348714 0.487239 -6.71
247452_at H-protein promoter binding factor-likCDF1 AT5G62430 -1.13 -0.18 -1.01 0.348852 0.487353 -6.71
249184_at receptor kinase-like protein --- AT5G43020 -1.14 -0.19 -1.01 0.348856 0.487353 -6.71
256391_at hypothetical protein predicted by ge--- AT3G06090 -1.06 -0.09 -1.01 0.34886 0.487353 -6.71
256022_at amino acid permease I identical to aAAP1 AT1G58360 -1.24 -0.31 -1.01 0.348933 0.487425 -6.71
259050_at hypothetical protein similar to GB:AA--- AT3G03356 / -1.06 -0.09 -1.01 0.348961 0.487434 -6.71
262788_at unknown protein ESTs gb|T75618 a--- AT1G10690 1.12 0.16 1.01 0.349066 0.487551 -6.71
263366_at unknown protein --- AT2G20440 -1.09 -0.13 -1.01 0.349177 0.487677 -6.71
247948_at putative protein strong similarity to u--- AT5G57130 -1.10 -0.14 -1.01 0.349404 0.487963 -6.71
258150_at hypothetical protein  ;supported by f--- AT3G18160 1.17 0.23 1.01 0.349578 0.488177 -6.71
260870_at  GTP-binding protein(RAB1Y), puta ATRAB18 AT1G43890 -1.10 -0.13 -1.00 0.349707 0.488326 -6.71
266670_at putative flavonol 3-O-glucosyltransf UGT71C2 AT2G29740 1.10 0.14 1.00 0.349728 0.488326 -6.71
262368_at unknown protein ;supported by full-l--- AT1G73060 / -1.14 -0.19 -1.00 0.349797 0.488393 -6.71
266373_x_aputative retroelement pol polyprotei --- --- -1.10 -0.13 -1.00 0.349898 0.488429 -6.71
265379_at similar to late embryogenesis abund--- AT2G18340 -1.08 -0.11 -1.00 0.349906 0.488429 -6.71
264586_at putative cytochrome P450 Similar toCYP88A3 AT1G05160 1.09 0.12 1.00 0.349907 0.488429 -6.71
259843_at hypothetical protein predicted by ge--- AT1G73570 -1.12 -0.16 -1.00 0.349908 0.488429 -6.71
244912_at cytochrome c biogenesis orf382 Pro--- AT2G07783 1.12 0.16 1.00 0.350014 0.488542 -6.71
257758_at  eukaryotic translation elongation fa --- AT3G22980 1.09 0.13 1.00 0.350032 0.488542 -6.71



246647_at putative protein predicted proteins f --- --- -1.07 -0.10 -1.00 0.350109 0.488618 -6.71
265333_at hypothetical protein predicted by geAtHB24 AT2G18350 -1.11 -0.15 -1.00 0.350237 0.488743 -6.71
254324_at  putative protein various predicted p--- AT4G22640 -1.10 -0.14 -1.00 0.35024 0.488743 -6.71
254525_at  putative protein predicted protein, A--- AT4G19580 -1.09 -0.12 -1.00 0.350262 0.488743 -6.71
263203_at hypothetical protein predicted by gechr31 AT1G05490 -1.06 -0.09 -1.00 0.350476 0.489011 -6.71
259727_at ferrodoxin precursor identical to FE FED A AT1G60950 -1.07 -0.10 -1.00 0.350691 0.489281 -6.71
263547_at hypothetical protein predicted by ge--- AT2G21680 -1.10 -0.13 -1.00 0.350714 0.489283 -6.71
263170_at putative peroxisome assembly factoPEX6 AT1G03000 1.06 0.09 1.00 0.350784 0.489333 -6.71
260322_at unknown protein --- AT1G63900 -1.08 -0.12 -1.00 0.350792 0.489333 -6.71
264669_at  putative RAS-related protein, RAB1ATRAB11CAT1G09630 -1.13 -0.18 -1.00 0.350999 0.489554 -6.71
262241_at hypothetical protein predicted by ge--- AT1G48390 -1.07 -0.09 -1.00 0.351005 0.489554 -6.71
258370_at Expressed protein ; supported by fu--- AT3G14395 -1.09 -0.13 -1.00 0.35103 0.489554 -6.71
256907_at  hydoxyethylthiazole kinase, putativ --- AT3G24030 1.13 0.18 1.00 0.351037 0.489554 -6.71
248996_at unknown protein RRS1 AT5G45260 1.14 0.19 1.00 0.351133 0.489659 -6.71
264220_at unknown protein similar to putative ARPC3 AT1G60430 1.08 0.11 1.00 0.35133 0.489903 -6.72
262447_at hypothetical protein contains similar--- AT1G49250 -1.08 -0.11 -1.00 0.351447 0.490036 -6.72
264317_at  spermidine synthase, putative similSPDS2 AT1G70310 1.08 0.12 1.00 0.351741 0.490393 -6.72
254143_at  putative protein histidine-rich calciu--- AT4G24680 1.07 0.09 1.00 0.351756 0.490393 -6.72
266139_at Expressed protein ; supported by fu--- AT2G28085 -1.18 -0.24 -1.00 0.351767 0.490393 -6.72
252144_at  ribosomal protein L8 homolog ribos--- AT3G51190 1.07 0.10 1.00 0.3518 0.490409 -6.72
255030_at putative protein retrovirus-related po--- --- -1.08 -0.11 -1.00 0.352115 0.490817 -6.72
259432_at  myb-related protein, putative simila--- AT1G01520 -1.11 -0.15 -1.00 0.352223 0.490938 -6.72
265280_at Expressed protein ; supported by fuLCR5 AT2G28355 -1.08 -0.11 -1.00 0.352391 0.491143 -6.72
260708_at expressed protein ; supported by fu --- AT1G32310 1.09 0.13 1.00 0.352673 0.491497 -6.72
256931_at  LEA protein, putative similar to LEA--- AT3G22490 1.07 0.10 1.00 0.352688 0.491497 -6.72
266665_at unknown protein --- AT2G29790 -1.09 -0.12 -1.00 0.352713 0.491501 -6.72
249216_at serine carboxypeptidase II-like  ; su scpl42 AT5G42240 -1.17 -0.23 -1.00 0.352831 0.491636 -6.72
255499_at  putative WD-repeat protein similar --- AT4G02730 1.07 0.10 1.00 0.352883 0.491659 -6.72
262244_at  serine threonine kinase, putative si CIPK17 AT1G48260 1.43 0.52 1.00 0.352899 0.491659 -6.72
258831_at putative integral membrane protein --- AT3G07080 1.07 0.09 1.00 0.352913 0.491659 -6.72
248247_at putative protein contains similarity toSPCH AT5G53210 -1.08 -0.11 -1.00 0.353041 0.491808 -6.72
257225_s_a 50S ribosomal protein L12-C identi RPL12-C AT3G27830 / -1.08 -0.10 -1.00 0.353168 0.491954 -6.72
259744_at putative ketoacyl-CoA synthase simKCS7 AT1G71160 -1.08 -0.11 -1.00 0.353191 0.491957 -6.72
256053_at  UDP-glucose glucosyltransferase, UGT71C3 AT1G07260 1.28 0.35 1.00 0.353468 0.492298 -6.72
255530_at hypothetical protein --- AT4G02140 -1.08 -0.11 -1.00 0.353479 0.492298 -6.72



262333_at hypothetical protein similar to putati --- AT1G64020 1.09 0.12 1.00 0.353655 0.492513 -6.72
250586_at putative protein similar to unknown --- AT5G07630 -1.10 -0.14 -1.00 0.353821 0.492714 -6.72
257512_at unknown protein --- AT1G35250 -1.07 -0.10 -1.00 0.353912 0.492811 -6.72
260352_at Expressed protein ; supported by fuPDCB4 AT1G69295 1.08 0.11 1.00 0.353985 0.492882 -6.72
256878_at  major latex protein, putative similar --- AT3G26460 1.10 0.14 1.00 0.354055 0.49295 -6.72
260530_at putative peptidyl-prolyl cis-trans isom--- AT2G47320 1.07 0.10 0.99 0.354216 0.493143 -6.72
249770_at unknown protein ;supported by full-lWRKY30 AT5G24110 1.57 0.65 0.99 0.354241 0.493149 -6.72
253257_at  extra-large G-protein - like extra-larXLG2 AT4G34390 1.10 0.14 0.99 0.354352 0.493272 -6.72
249328_at AtRAD3 (dbj|BAA92828.1)  ; suppo ATR AT5G40820 -1.09 -0.13 -0.99 0.354559 0.493531 -6.72
266640_at Expressed protein ; supported by fu--- AT2G35585 -1.10 -0.14 -0.99 0.354621 0.493587 -6.72
248322_at putative protein similar to unknown --- AT5G52760 1.85 0.89 0.99 0.35473 0.493709 -6.72
256298_at DNA-binding protein contains Pfam AGL94 AT1G69540 -1.08 -0.11 -0.99 0.354813 0.493794 -6.72
249012_at  flavonoid 3,5-hydroxylase-like; cytoCYP706A3 AT5G44620 -1.08 -0.11 -0.99 0.354855 0.493798 -6.72
265634_at hypothetical protein predicted by ge--- AT2G25530 -1.08 -0.12 -0.99 0.354859 0.493798 -6.72
265251_at unknown protein predicted by genscTET14 AT2G01960 -1.08 -0.11 -0.99 0.354886 0.493805 -6.72
246493_at putative protein hypothetical proteinCRS1 AT5G16180 -1.09 -0.13 -0.99 0.354971 0.493888 -6.72
254267_at dihydroorotase  ; supported by cDNPYR4 AT4G22930 -1.09 -0.13 -0.99 0.354988 0.493888 -6.72
249499_at hypothetical protein --- AT5G39250 1.08 0.11 0.99 0.355356 0.494346 -6.72
257810_at  TOM20, putative similar to TOM20 TOM20-1 AT3G27070 1.08 0.12 0.99 0.355361 0.494346 -6.72
256924_at  Anthocyanin 5-aromatic acyltransfeAT5MAT AT3G29590 -1.09 -0.12 -0.99 0.355467 0.494455 -6.72
253639_at  putative protein component of anilin--- AT4G30550 1.13 0.17 0.99 0.355483 0.494455 -6.72
260633_at  protein kinase, putative similar to p HT1 AT1G62400 -1.08 -0.11 -0.99 0.355608 0.494599 -6.72
250503_at putative protein similar to unknown --- AT5G09820 -1.12 -0.16 -0.99 0.355714 0.494716 -6.72
247894_at putative protein similar to unknown CPL4 AT5G58000 / 1.15 0.20 0.99 0.355822 0.494836 -6.72
261444_at hypothetical protein predicted by geSYP61 AT1G28490 -1.08 -0.11 -0.99 0.355954 0.49499 -6.73
264723_at putative salt-inducible protein simila--- AT1G22960 1.08 0.11 0.99 0.356079 0.495134 -6.73
255272_at putative protein (ubiquitin like) to va --- AT4G05270 -1.07 -0.09 -0.99 0.356119 0.495158 -6.73
263561_at unknown protein --- AT2G15360 -1.06 -0.09 -0.99 0.356172 0.495202 -6.73
253038_at homeobox protein HAT22  ;supporteHAT22 AT4G37790 1.15 0.20 0.99 0.35636 0.495433 -6.73
266914_at putative beta-amylase BAM7 AT2G45880 -1.16 -0.21 -0.99 0.356408 0.49547 -6.73
265874_at hypothetical protein predicted by ge--- AT2G01640 1.09 0.13 0.99 0.356459 0.49551 -6.73
257411_s_ahypothetical protein predicted by ge--- AT1G61320 / 1.06 0.09 0.99 0.356496 0.495531 -6.73
266052_at putative WRKY-type DNA binding pWRKY55 AT2G40740 -1.16 -0.21 -0.99 0.356538 0.495539 -6.73
256730_at  floral homeotic protein AGL8, putatAGL79 AT3G30260 -1.06 -0.09 -0.99 0.356545 0.495539 -6.73
247336_at putative protein similar to unknown --- AT5G63640 -1.11 -0.14 -0.99 0.356613 0.495549 -6.73



258846_at unknown protein  ; supported by full--- AT3G03070 1.07 0.10 0.99 0.35662 0.495549 -6.73
267251_at putative casein kinase II catalytic (a --- AT2G23070 -1.07 -0.10 -0.99 0.356621 0.495549 -6.73
251477_at putative protein --- AT3G59680 -1.07 -0.09 -0.99 0.356664 0.495549 -6.73
254321_at  trehalose-6-phosphate phosphatasCPuORF27AT4G22590 / -1.15 -0.20 -0.99 0.356679 0.495549 -6.73
252710_at  cellulase-like protein cellulase, SamAtGH9A4 AT3G43860 -1.07 -0.10 -0.99 0.356682 0.495549 -6.73
256260_at hypothetical protein --- AT3G12440 1.07 0.10 0.99 0.356819 0.495709 -6.73
249346_at amino acid permease LTH1 AT5G40780 1.10 0.14 0.99 0.356861 0.495738 -6.73
253269_at hypothetical protein --- AT4G34140 -1.08 -0.11 -0.99 0.356968 0.495855 -6.73
247297_at peroxidase ATP3a (emb|CAA67340--- AT5G64100 -1.24 -0.31 -0.99 0.357033 0.495915 -6.73
252483_at  scarecrow-like protein scarecrow-li --- AT3G46600 1.21 0.27 0.99 0.357061 0.495924 -6.73
255324_s_aputative reverse transcriptase --- --- -1.06 -0.09 -0.99 0.357087 0.495929 -6.73
255845_at putative cinnamoyl-CoA reductase h--- AT2G33600 1.13 0.18 0.99 0.357138 0.495971 -6.73
263725_at unknown protein --- AT2G13550 1.07 0.09 0.99 0.357405 0.496312 -6.73
246468_at  UDP glucose:flavonoid 3-o-glucosyUGT78D2 AT5G17050 1.15 0.21 0.99 0.357443 0.496312 -6.73
248339_at prolyl tRNA synthetase OVA6 AT5G52520 -1.09 -0.12 -0.99 0.357449 0.496312 -6.73
266685_at hypothetical protein --- AT2G19710 -1.08 -0.12 -0.99 0.357547 0.496396 -6.73
AFFX-TrpnXB. subtilis /GEN=trpC, trpF /DB_XR --- --- -1.06 -0.09 -0.99 0.35756 0.496396 -6.73
257249_at unknown protein --- AT3G24180 1.12 0.16 0.99 0.357575 0.496396 -6.73
255911_at  receptor-like kinase, putative simila--- AT1G66930 1.07 0.09 0.99 0.357665 0.496491 -6.73
252836_at putative protein predicted polyprote --- --- -1.07 -0.10 -0.99 0.357942 0.496845 -6.73
248184_at CHP-rich zinc finger protein-like --- AT5G54050 1.07 0.10 0.99 0.357982 0.49687 -6.73
254039_at  putative protein Human GS1 (proteGPP1 AT4G25840 -1.11 -0.15 -0.99 0.358022 0.496896 -6.73
267012_at similar to latex allergen from Hevea PLP6 AT2G39220 1.23 0.30 0.99 0.358118 0.496999 -6.73
264776_at unknown protein location of EST gb--- AT1G22860 1.08 0.11 0.99 0.358167 0.497037 -6.73
252631_s_a putative protein predicted proteins, --- --- -1.07 -0.09 -0.99 0.358193 0.497042 -6.73
255253_at contains similarity to S. cerevisiae vVPS28-2 AT4G05000 1.08 0.11 0.99 0.358241 0.497042 -6.73
254653_at  polygalacturonase-like protein exop--- AT4G18180 -1.06 -0.08 -0.99 0.358242 0.497042 -6.73
256695_at unknown protein --- AT3G32090 -1.09 -0.12 -0.99 0.358258 0.497042 -6.73
249343_at  succinate dehydrogenase iron-prot SDH2-2 AT5G40650 1.11 0.15 0.99 0.358295 0.497063 -6.73
252642_at  putative protein predicted protein, A--- AT3G44580 1.06 0.09 0.99 0.358359 0.497122 -6.73
249274_at unknown protein --- AT5G41860 -1.12 -0.16 -0.99 0.358451 0.497194 -6.73
262998_at hypothetical protein predicted by ge--- AT1G54280 -1.06 -0.09 -0.99 0.358455 0.497194 -6.73
247733_at  putative protein heat shock protein --- AT5G59610 -1.13 -0.17 -0.99 0.358634 0.497412 -6.73
245614_at retrovirus-related like polyprotein --- --- -1.09 -0.13 -0.99 0.35869 0.49746 -6.73
247318_at  3(2),5-bisphosphate nucleotidase  --- AT5G63990 1.23 0.30 0.98 0.358856 0.497659 -6.73



254959_at predicted protein UGE5 AT4G10955 / -1.13 -0.18 -0.98 0.358969 0.497786 -6.73
259737_at  acyl-CoA synthetase, putative simil--- AT1G64400 1.28 0.36 0.98 0.359042 0.497857 -6.73
245610_at hypothetical protein --- AT4G14380 -1.09 -0.12 -0.98 0.359171 0.497944 -6.73
248769_at putative protein strong similarity to u--- AT5G47730 1.30 0.38 0.98 0.35918 0.497944 -6.73
261818_at  similar to hypethetical 62.8 KD prot--- AT1G11390 -1.09 -0.12 -0.98 0.359188 0.497944 -6.73
256474_at unknown protein --- --- -1.10 -0.14 -0.98 0.359192 0.497944 -6.73
250640_at  putative protein protein kinase Xa2 --- AT5G07150 1.16 0.21 0.98 0.359351 0.498107 -6.73
257379_x_aMutator-like transposase similar to  --- --- -1.08 -0.11 -0.98 0.359353 0.498107 -6.73
260213_at putative protein kinase similar to pro--- AT1G74490 1.07 0.09 0.98 0.359451 0.498187 -6.73
257287_at hypothetical protein predicted by ge--- --- 1.07 0.09 0.98 0.359455 0.498187 -6.73
262889_at hypothetical protein --- AT1G14800 -1.11 -0.16 -0.98 0.35985 0.498705 -6.73
265930_at putative spliceosome associated proemb2444 AT2G18510 -1.09 -0.12 -0.98 0.360057 0.498942 -6.73
249282_at CMP-sialic acid transporter-like prot--- AT5G41760 -1.11 -0.15 -0.98 0.360065 0.498942 -6.73
267468_at unknown protein  ; supported by cD--- AT2G30530 1.10 0.13 0.98 0.36011 0.498973 -6.73
265618_at hypothetical protein predicted by ge--- AT2G25460 -1.09 -0.12 -0.98 0.360188 0.499052 -6.73
258267_at putative delta 9 desaturase similar t --- AT3G15870 -1.07 -0.10 -0.98 0.360404 0.49932 -6.73
257068_at  non-LTR reverse transcriptase, put --- --- 1.06 0.09 0.98 0.360441 0.499341 -6.73
255398_at hypothetical protein --- AT4G03740 -1.08 -0.11 -0.98 0.36047 0.499349 -6.73
252931_at  putative ubiquitin-dependent proteo--- AT4G38930 1.08 0.11 0.98 0.360509 0.499349 -6.74
255427_at hypothetical protein --- AT4G03380 -1.06 -0.09 -0.98 0.360512 0.499349 -6.74
246366_at  light repressible receptor protein kin--- AT1G51850 1.12 0.16 0.98 0.360644 0.499501 -6.74
264073_at putative replication protein A1 --- --- 1.09 0.12 0.98 0.360793 0.499677 -6.74
247412_at unknown protein --- AT5G63010 1.09 0.12 0.98 0.360907 0.499797 -6.74
253601_at hypothetical protein --- AT4G30900 -1.07 -0.09 -0.98 0.360923 0.499797 -6.74
246065_at  calcium-dependent protein kinase -CPK34 AT5G19360 -1.08 -0.11 -0.98 0.361033 0.499919 -6.74
257197_at  selenium binding protein, putative sSBP3 AT3G23800 -1.07 -0.10 -0.98 0.361065 0.499933 -6.74
265598_at putative protein phosphatase 2C --- AT2G14270 -1.08 -0.11 -0.98 0.361272 0.50019 -6.74
266082_at hypothetical protein predicted by ge--- AT2G37830 -1.12 -0.16 -0.98 0.361309 0.500199 -6.74
262437_at hypothetical protein --- --- -1.09 -0.13 -0.98 0.361323 0.500199 -6.74
249013_at receptor-like protein kinase GSO2 AT5G44700 -1.06 -0.09 -0.98 0.361414 0.500295 -6.74
255484_at  putative protein similar to A. thalian--- AT4G02540 -1.10 -0.13 -0.98 0.361493 0.500373 -6.74
261593_at unknown protein --- AT1G33170 -1.57 -0.65 -0.98 0.361729 0.500669 -6.74
248550_at putative protein similar to unknown QS AT5G50210 -1.14 -0.18 -0.98 0.36175 0.500669 -6.74
251599_at adenylosuccinate synthetase  ;suppADSS AT3G57610 1.09 0.12 0.98 0.361795 0.500701 -6.74
254099_at protein-methionine-S-oxide reducta --- AT4G25130 -1.12 -0.17 -0.98 0.361844 0.50071 -6.74



256634_s_ahypothetical protein predicted by ge--- --- 1.07 0.09 0.98 0.361846 0.50071 -6.74
251253_at  putative zinc-finger protein zinc-fing--- AT3G62240 1.14 0.18 0.98 0.361932 0.500782 -6.74
245298_at hypothetical protein ; supported by c--- AT4G15010 -1.08 -0.11 -0.98 0.36196 0.500782 -6.74
265669_at unknown protein  ;supported by full---- AT2G32040 -1.14 -0.19 -0.98 0.361963 0.500782 -6.74
249033_at putative protein contains similarity to--- AT5G44920 -1.08 -0.11 -0.98 0.362027 0.500839 -6.74
261014_at unknown protein ;supported by full-l--- AT1G26460 1.08 0.11 0.98 0.362127 0.500948 -6.74
267168_at putative alcohol dehydrogenase --- AT2G37770 1.61 0.69 0.98 0.362161 0.500964 -6.74
266692_at Ac-like transposase related to Ac D --- AT2G19960 1.08 0.11 0.98 0.362373 0.501209 -6.74
264087_at hypothetical protein predicted by geemb1381 AT2G31340 1.08 0.11 0.98 0.362382 0.501209 -6.74
262546_at  iron-regulated transporter protein, pZIP10 AT1G31260 -1.18 -0.24 -0.98 0.362416 0.501225 -6.74
263149_at unknown protein --- AT1G53970 1.08 0.11 0.98 0.362702 0.50159 -6.74
257853_at  hypothetical protein predicted by ge--- AT3G12960 -1.08 -0.12 -0.98 0.362966 0.501926 -6.74
249314_at receptor kinase-like protein --- AT5G41180 -1.10 -0.13 -0.98 0.363107 0.502033 -6.74
245447_at triacylglycerol lipase like protein --- AT4G16820 1.28 0.36 0.98 0.363109 0.502033 -6.74
248516_at unknown protein --- AT5G50540 / 1.10 0.14 0.98 0.36311 0.502033 -6.74
259207_at unknown protein --- AT3G09050 1.10 0.14 0.97 0.363353 0.502339 -6.74
251498_at putative protein hypothetical protein--- AT3G59070 1.09 0.13 0.97 0.363491 0.502498 -6.74
249487_at  ABC transporter -like protein TAP-l TAP2 AT5G39040 1.16 0.21 0.97 0.363527 0.502498 -6.74
256421_at hypothetical protein predicted by ge--- AT1G33500 -1.07 -0.10 -0.97 0.363535 0.502498 -6.74
256115_at unknown protein ; supported by cDN--- AT1G16880 1.13 0.17 0.97 0.363683 0.502673 -6.74
245726_at  homeobox protein, putative similar HDG11 AT1G73360 -1.08 -0.11 -0.97 0.363749 0.502733 -6.74
245577_at kinase like protein --- AT4G14780 -1.09 -0.13 -0.97 0.363834 0.50282 -6.74
245937_at  putative protein 22kDa peroxisoma--- AT5G19750 1.15 0.20 0.97 0.363946 0.502945 -6.74
264930_at  receptor-like kinase, putative similaNIK3 AT1G60800 1.11 0.15 0.97 0.363972 0.502947 -6.74
267430_at unknown protein EDA3 AT2G34860 -1.12 -0.17 -0.97 0.363992 0.502947 -6.74
262808_at Avr9 elicitor response-like protein st--- AT1G11730 -1.08 -0.11 -0.97 0.36403 0.502969 -6.74
255958_at  high affinity sulphate transporter, p SULTR1;3 AT1G22150 -1.10 -0.13 -0.97 0.36406 0.50298 -6.74
264243_at hypothetical protein predicted by ge--- AT1G54650 1.12 0.16 0.97 0.364165 0.503095 -6.74
260038_at Expressed protein ; supported by fu--- AT1G68875 1.07 0.10 0.97 0.364209 0.503125 -6.74
245205_at  putative protein similarity to splicing--- AT5G12280 -1.11 -0.15 -0.97 0.364237 0.50313 -6.74
257578_x_aunknown protein similar to hypothet --- AT3G30160 -1.07 -0.10 -0.97 0.364256 0.50313 -6.74
254458_at  putative protein heat shock protein ATERDJ2BAT4G21180 1.14 0.19 0.97 0.364293 0.50315 -6.74
247743_at  protein kinase - like serine/threonin--- AT5G59010 -1.10 -0.14 -0.97 0.364414 0.503257 -6.74
258543_at unknown protein --- AT3G06870 -1.09 -0.13 -0.97 0.364414 0.503257 -6.74
261630_at hypothetical protein predicted by ge--- AT1G50080 -1.07 -0.10 -0.97 0.364492 0.503333 -6.74



253899_at  putative protein protein disulfide-isoATPDIL5-4 AT4G27080 1.09 0.12 0.97 0.364539 0.503364 -6.74
263746_at putative retroelement pol polyprotei --- --- 1.07 0.10 0.97 0.36456 0.503364 -6.74
264381_at  putative ribonuclease large subunit --- AT2G25100 -1.13 -0.17 -0.97 0.36458 0.503364 -6.74
261755_at  histone H2B, putative similar to GB--- AT1G08170 -1.11 -0.15 -0.97 0.364709 0.503493 -6.74
257831_at unknown protein  ;supported by full-CCB1 AT3G26710 -1.10 -0.13 -0.97 0.364718 0.503493 -6.74
259062_at unknown protein est hits to genscan--- AT3G07440 1.12 0.16 0.97 0.364854 0.503651 -6.74
251021_at  thaumatin-like protein thaumatin-lik--- AT5G02140 -1.16 -0.21 -0.97 0.364961 0.503768 -6.74
250383_at  putative GTP-binding protein GTP- --- AT5G11480 1.12 0.16 0.97 0.365048 0.503857 -6.74
260454_at RING-H2 zinc finger protein (ATL3) ATL3 AT1G72310 -1.18 -0.23 -0.97 0.365132 0.503943 -6.74
256809_at hypothetical protein predicted by geALY3 AT3G21430 -1.10 -0.14 -0.97 0.365354 0.504218 -6.75
261714_at hypothetical protein similar to hypot TET16 AT1G18510 -1.11 -0.15 -0.97 0.365566 0.50448 -6.75
263713_at Expressed protein ; supported by fu--- AT2G20595 -1.09 -0.13 -0.97 0.365744 0.504696 -6.75
252653_at  putative kinesin-like protein similar --- AT3G44730 1.09 0.12 0.97 0.365961 0.504965 -6.75
260901_at  flavin-containing monooxygenases YUC11 AT1G21430 -1.10 -0.14 -0.97 0.366032 0.505031 -6.75
256257_at  arginine-tRNA-protein transferase, ATE2 AT3G11240 1.07 0.10 0.97 0.366125 0.50513 -6.75
257110_x_ahypothetical protein --- --- -1.10 -0.13 -0.97 0.366338 0.505368 -6.75
251913_at putative protein several malat dehyd--- AT3G53910 -1.07 -0.10 -0.97 0.366342 0.505368 -6.75
267074_s_ahypothetical protein predicted by ge--- AT2G40955 / 1.08 0.10 0.97 0.366428 0.505455 -6.75
265710_at unknown protein --- AT2G03370 -1.07 -0.10 -0.97 0.36646 0.505455 -6.75
253350_at hypothetical protein --- AT4G33690 1.07 0.10 0.97 0.366493 0.505455 -6.75
257351_at putative mitochondrial carrier protei MBAC1 AT2G33820 -1.10 -0.14 -0.97 0.366505 0.505455 -6.75
245172_at hypothetical protein predicted by ge--- AT2G47540 -1.06 -0.09 -0.97 0.366516 0.505455 -6.75
266904_at putative pyruvate dehydrogenase E--- AT2G34590 -1.16 -0.22 -0.97 0.366851 0.505887 -6.75
253006_at  putative amino acid transport prote --- AT4G38250 1.09 0.13 0.97 0.366889 0.505908 -6.75
249578_at  putative protein predicted protein, A--- AT5G37730 -1.06 -0.09 -0.97 0.366968 0.505987 -6.75
255162_at putative transposon protein --- --- -1.06 -0.09 -0.97 0.367 0.506001 -6.75
252739_at  putative protein mRNA, Homo sapi --- AT3G43250 -1.08 -0.11 -0.97 0.367075 0.506072 -6.75
252490_at  glucuronosyl transferase-like protei--- AT3G46720 -1.08 -0.11 -0.97 0.367096 0.506072 -6.75
246126_at  putative protein predicted protein, OATNUDX19AT5G20070 -1.17 -0.23 -0.97 0.367151 0.506116 -6.75
244955_at hypothetical protein --- --- 1.12 0.16 0.97 0.367211 0.506169 -6.75
251442_at  putative protein multisynthetase co --- AT3G59980 -1.13 -0.18 -0.97 0.367242 0.506182 -6.75
262549_at hypothetical protein similar to hypot --- AT1G31290 -1.07 -0.10 -0.97 0.367273 0.506194 -6.75
254400_at kinesin-related protein katA  ; suppoATK1 AT4G21270 -1.07 -0.09 -0.97 0.367335 0.506224 -6.75
245217_at  retroelement pol polyprotein, putati --- --- -1.11 -0.15 -0.97 0.36734 0.506224 -6.75
259770_s_a phosphoribosylanthranilate isomeraPAI3 AT1G07780 / 1.13 0.18 0.97 0.367609 0.506565 -6.75



250517_at  serine-type carboxypeptidase II-likescpl35 AT5G08260 -1.24 -0.31 -0.97 0.367691 0.506627 -6.75
262601_at hypothetical protein similar to GB:P ATHSRP54AT1G15310 1.11 0.15 0.97 0.367699 0.506627 -6.75
259780_at  exonuclease, putative similar to GI --- AT1G29630 1.08 0.11 0.97 0.367761 0.506682 -6.75
251052_at  DP-2 transcription factor - like transDPA AT5G02470 -1.09 -0.12 -0.97 0.367799 0.506704 -6.75
254755_at hypothetical protein --- AT4G13220 -1.09 -0.12 -0.97 0.367879 0.506783 -6.75
264988_at  glutathione transferase, putative simATGSTU14AT1G27140 1.11 0.15 0.96 0.368018 0.506926 -6.75
249259_at putative protein similar to unknown --- AT5G41660 1.33 0.41 0.96 0.368027 0.506926 -6.75
247479_at  NAC - like protein OsNAC7, Oryza ANAC101 AT5G62380 -1.07 -0.10 -0.96 0.368211 0.507148 -6.75
248876_at putative protein similar to unknown --- --- -1.06 -0.08 -0.96 0.368275 0.507206 -6.75
245855_at sulfate transporter  ; supported by cSULTR4;1 AT5G13550 1.12 0.16 0.96 0.368366 0.507286 -6.75
263168_at putative glutaredoxin Strong similar --- AT1G03020 -1.28 -0.36 -0.96 0.368377 0.507286 -6.75
264132_at hypothetical protein predicted by ge--- AT1G79100 -1.10 -0.13 -0.96 0.368429 0.507292 -6.75
266070_at hypothetical protein predicted by geEXLB3 AT2G18660 2.30 1.20 0.96 0.368435 0.507292 -6.75
254536_at  putative protein chitinase / lysozym--- AT4G19720 -1.08 -0.11 -0.96 0.368448 0.507292 -6.75
249156_s_aputative protein similar to unknown --- AT5G43490 / -1.07 -0.09 -0.96 0.368608 0.507482 -6.75
258828_at putative purple acid phosphatase si PAP15 AT3G07130 -1.09 -0.12 -0.96 0.368726 0.507612 -6.75
250218_at putative protein contains similarity toCHC1 AT5G14170 1.11 0.15 0.96 0.368841 0.507741 -6.75
262999_at  NAM protein, putative similar to NAANAC020 AT1G54330 -1.11 -0.15 -0.96 0.368934 0.507817 -6.75
259940_at hypothetical protein --- AT1G71290 -1.07 -0.09 -0.96 0.368941 0.507817 -6.75
248960_at subtilisin-like protease --- AT5G45640 1.12 0.16 0.96 0.369021 0.507897 -6.75
260314_at unknown protein similar to putative --- AT1G63830 -1.14 -0.19 -0.96 0.369088 0.507936 -6.75
252474_at putative protein several hypothetica --- AT3G46620 1.25 0.32 0.96 0.369094 0.507936 -6.75
252758_at putative protein several hypothetica --- --- -1.09 -0.12 -0.96 0.369171 0.508011 -6.75
246132_at Rad51-like protein  ; supported by cATRAD51 AT5G20850 -1.06 -0.09 -0.96 0.36924 0.508075 -6.75
265809_at unknown protein --- AT2G18100 -1.09 -0.13 -0.96 0.369294 0.50812 -6.75
265152_s_ahypothetical protein predicted by ge--- AT1G30935 / -1.07 -0.09 -0.96 0.369445 0.50827 -6.75
248317_at unknown protein --- AT5G52680 -1.08 -0.11 -0.96 0.369458 0.50827 -6.75
251164_s_a putative protein protein phosphatas--- AT3G63320 / 1.09 0.12 0.96 0.369471 0.50827 -6.75
265212_at putative sugar transporter protein S --- AT1G05030 -1.08 -0.11 -0.96 0.369597 0.508404 -6.75
259362_s_a serin threonin-kinase, putative simi --- AT1G13350 / 1.09 0.12 0.96 0.369613 0.508404 -6.75
259126_at putative NADPH-ferrihemoprotein re--- AT3G02280 1.07 0.10 0.96 0.369657 0.508434 -6.75
247519_at  NAM, no apical meristem, - like proANAC100 AT5G61430 1.10 0.14 0.96 0.369698 0.50846 -6.75
262950_at  transcription initiation factor, putativ--- AT1G75510 1.07 0.09 0.96 0.369762 0.508518 -6.75
264532_at  seed imbibition protein, putative simAtSIP1 AT1G55740 -1.08 -0.11 -0.96 0.36991 0.50869 -6.75
249044_at Na+-dependent inorganic phosphat PHT4;6 AT5G44370 -1.12 -0.16 -0.96 0.370024 0.508817 -6.75



265282_at unknown protein --- AT2G20380 -1.08 -0.11 -0.96 0.370107 0.5089 -6.76
259922_at  protein phosphatase 2C (AtP2C-HAHAB1 AT1G72770 1.13 0.17 0.96 0.370134 0.508907 -6.76
254875_at  putative protein various predicted p--- AT4G11590 1.08 0.11 0.96 0.370176 0.508934 -6.76
258984_at  putative DnaJ protein Pfam HMM hATERDJ3AAT3G08970 -1.10 -0.13 -0.96 0.370536 0.509398 -6.76
265955_at putative ABC transporter PDR5 AT2G37280 1.08 0.11 0.96 0.370652 0.509498 -6.76
254488_at  putative protein receptor-like protei --- AT4G20790 1.06 0.08 0.96 0.370653 0.509498 -6.76
256734_at unknown protein RIK AT3G29390 -1.07 -0.10 -0.96 0.370791 0.509656 -6.76
247019_at AP2 domain transcription factor-like--- AT5G67010 -1.08 -0.11 -0.96 0.370875 0.50974 -6.76
264426_at hypothetical protein similar to hypot --- AT1G61760 -1.09 -0.12 -0.96 0.370958 0.509824 -6.76
249632_at  caffeic acid O-methyltransferase-lik--- AT5G37170 -1.07 -0.10 -0.96 0.371036 0.509901 -6.76
266364_at unknown protein --- AT2G41230 1.39 0.48 0.96 0.371092 0.509947 -6.76
260293_at  unknown protein predicted by gens--- AT1G63670 -1.10 -0.13 -0.96 0.371133 0.509948 -6.76
265211_at late embryogenesis abundant prote ATECP63 AT2G36640 -1.07 -0.09 -0.96 0.371138 0.509948 -6.76
259267_at unknown protein  ;supported by full---- AT3G01130 1.07 0.10 0.96 0.371258 0.510083 -6.76
246896_at  extensin - like protein Pex1 extensi --- AT5G25550 -1.09 -0.12 -0.96 0.371406 0.510256 -6.76
247639_s_a undecaprenyl diphosphate synthas--- AT5G60500 / -1.06 -0.08 -0.96 0.371508 0.510364 -6.76
253780_at  protein phosphatase 2C-like protein--- AT4G28400 -1.19 -0.25 -0.96 0.371629 0.510501 -6.76
255815_at  histone H3, putative similar to histoMGH3 AT1G19890 -1.09 -0.13 -0.96 0.371712 0.510584 -6.76
263110_at unknown protein ;supported by full-l--- AT1G65220 -1.10 -0.14 -0.96 0.37178 0.510629 -6.76
267042_at putative non-LTR retroelement reve--- AT2G34320 -1.08 -0.11 -0.96 0.371814 0.510629 -6.76
263943_at putative mitochondrial carrier protei --- AT2G35800 -1.09 -0.13 -0.96 0.371819 0.510629 -6.76
254884_at  H+-transporting ATPase - like prote--- AT4G11730 -1.06 -0.09 -0.96 0.371834 0.510629 -6.76
250994_at  dnaK-type molecular chaperone hs--- AT5G02490 -1.24 -0.31 -0.96 0.371889 0.510673 -6.76
254000_at  galactinol synthase WSI76 protein AtGolS6 AT4G26250 -1.06 -0.08 -0.96 0.371914 0.510676 -6.76
255678_at predicted protein with unknown funcAT4G00520--- -1.08 -0.12 -0.96 0.371958 0.510706 -6.76
247609_at  cleavage stimulation factor 50K cha--- AT5G60940 -1.08 -0.11 -0.96 0.371999 0.510732 -6.76
256945_at hypothetical protein similar to exten --- AT3G19020 -1.08 -0.11 -0.96 0.372036 0.510752 -6.76
254236_at  putative protein VSG expression si --- AT4G23840 -1.07 -0.10 -0.96 0.372089 0.510794 -6.76
247803_at similar to unknown protein (gb|AAF6--- AT5G58340 -1.06 -0.08 -0.96 0.372135 0.510826 -6.76
253517_at  predicted protein hypothetical prote--- AT4G31390 1.11 0.15 0.96 0.372422 0.511189 -6.76
251441_at  SKP1/ASK1 (At5), putative similar ASK5 AT3G60020 1.07 0.10 0.96 0.372453 0.511202 -6.76
255605_at hypothetical protein --- AT4G01090 -1.13 -0.18 -0.96 0.372517 0.511227 -6.76
254740_s_a glycine hydroxymethyltransferase - --- AT2G42450 / -1.26 -0.34 -0.96 0.37252 0.511227 -6.76
AFFX-r2-Ec-E. coli /GEN=bioD /DB_XREF=gb:J --- --- -1.22 -0.29 -0.96 0.372559 0.511227 -6.76
247931_at putative protein similar to unknown --- AT5G57040 1.10 0.14 0.96 0.372561 0.511227 -6.76



249837_at Expressed protein ; supported by fu--- AT5G23480 -1.08 -0.11 -0.95 0.372694 0.511378 -6.76
246208_at hypothetical protein ; supported by cSFH12 AT4G36490 -1.08 -0.11 -0.95 0.372972 0.511704 -6.76
267274_at putative mitochondrial carrier protei --- AT2G30160 1.11 0.15 0.95 0.372976 0.511704 -6.76
252330_at hypothetical protein --- AT3G48770 -1.11 -0.15 -0.95 0.373066 0.511796 -6.76
262281_at  peptide transporter, putative similar--- AT1G68570 -1.22 -0.29 -0.95 0.37342 0.512251 -6.76
267547_at putative synaptobrevin ATVAMP72AT2G32670 -1.10 -0.14 -0.95 0.373622 0.512497 -6.76
258958_at vacuolar membrane ATPase subun VMA10 AT3G01390 1.11 0.16 0.95 0.373771 0.512671 -6.76
265617_at putative phosphate/phosphoenolpyr--- AT2G25520 1.16 0.21 0.95 0.373928 0.512855 -6.76
246414_at hypothetical protein similar to hypot --- AT1G77340 -1.07 -0.10 -0.95 0.374046 0.512986 -6.76
260063_at  unknown protein contains Pfam pro--- AT1G73720 1.08 0.12 0.95 0.374081 0.513003 -6.76
264911_at  auxin-induced protein, putative sim--- AT1G60690 1.11 0.15 0.95 0.374225 0.513154 -6.76
252278_at  NAC2-like protein NAC2 - Arabidopanac062 AT3G49530 -1.21 -0.28 -0.95 0.374236 0.513154 -6.76
264834_at unknown protein similar to ESTs gb --- AT1G03730 -1.17 -0.22 -0.95 0.37426 0.513157 -6.76
264269_at hypothetical protein predicted by ge--- AT1G60240 -1.09 -0.13 -0.95 0.374381 0.513291 -6.76
252561_at histone H2B  ;supported by full-lengHTB9 AT3G45980 1.12 0.16 0.95 0.374612 0.513578 -6.76
266335_at putative cytochrome P450  ; supporKAO2 AT2G32440 1.14 0.19 0.95 0.374868 0.513893 -6.76
263402_at hypothetical protein similar to hypot --- AT2G04050 1.34 0.43 0.95 0.374888 0.513893 -6.76
247858_at similar to unknown protein (pir||T348TTL AT5G58220 -1.09 -0.12 -0.95 0.37491 0.513893 -6.76
246974_at putative protein --- AT5G24980 1.10 0.13 0.95 0.374972 0.513947 -6.77
251497_at  putative protein phytochrome-asso PIL6 AT3G59060 1.09 0.12 0.95 0.375048 0.513986 -6.77
260557_at putative endochitinase --- AT2G43610 -1.06 -0.09 -0.95 0.375061 0.513986 -6.77
261921_at hypothetical protein predicted by ge--- AT1G65900 -1.15 -0.20 -0.95 0.375068 0.513986 -6.77
266374_at putative retroelement pol polyprotei --- --- -1.10 -0.14 -0.95 0.375181 0.514092 -6.77
245594_at acylaminoacyl-peptidase like protein--- AT4G14570 -1.12 -0.16 -0.95 0.37519 0.514092 -6.77
252039_at Expressed protein ; supported by cD--- AT3G52155 -1.09 -0.13 -0.95 0.375376 0.514291 -6.77
246845_at glutamyl-tRNA synthetase  ; suppor --- AT5G26710 1.07 0.09 0.95 0.37538 0.514291 -6.77
250566_at  putative helix-loop-helix DNA bindinTCP17 AT5G08070 1.11 0.16 0.95 0.375465 0.51432 -6.77
256471_at hypothetical protein predicted by ge--- --- -1.07 -0.10 -0.95 0.375473 0.51432 -6.77
249447_at  PTEN -like protein PTEN/MMAC1, PTEN1 AT5G39400 -1.12 -0.16 -0.95 0.375479 0.51432 -6.77
267104_at ERD15 protein identical to GB D307ERD15 AT2G41430 -1.09 -0.13 -0.95 0.375492 0.51432 -6.77
251490_at putative protein --- AT3G59490 -1.10 -0.14 -0.95 0.375517 0.514323 -6.77
263910_at hypothetical protein predicted by ge--- AT2G36550 -1.07 -0.10 -0.95 0.375686 0.514458 -6.77
248949_at putative protein strong similarity to u--- AT5G45570 1.06 0.09 0.95 0.375693 0.514458 -6.77
266615_s_aputative monooxygenase  ;supporteCTF2A AT2G29720 / 1.31 0.39 0.95 0.375694 0.514458 -6.77
255341_at putative receptor-like protein kinase--- AT4G04500 1.57 0.65 0.95 0.375705 0.514458 -6.77



261520_at unknown protein ; supported by cDNSEC6 AT1G71820 -1.07 -0.10 -0.95 0.37577 0.514508 -6.77
260972_at hypothetical protein contains similar--- AT1G53530 -1.08 -0.11 -0.95 0.375787 0.514508 -6.77
261853_at unknown protein --- AT1G50660 -1.11 -0.15 -0.95 0.375875 0.514595 -6.77
246935_at leucine-rich repeats containing proteEBF2 AT5G25350 1.14 0.19 0.95 0.375896 0.514595 -6.77
265055_at hypothetical protein similar to hypot --- --- -1.08 -0.11 -0.95 0.375975 0.514653 -6.77
246165_at putative protein --- --- -1.07 -0.09 -0.95 0.375983 0.514653 -6.77
259353_at putative branched-chain amino acid--- AT3G05190 -1.07 -0.09 -0.95 0.376018 0.514669 -6.77
255906_at hypothetical protein similar to RING--- AT1G17790 -1.08 -0.11 -0.95 0.376127 0.514789 -6.77
267021_at hypothetical protein predicted by ge--- AT2G39300 1.06 0.09 0.95 0.376154 0.514795 -6.77
251361_at  LIM domain protein LIM domain pro--- AT3G61230 -1.10 -0.14 -0.95 0.376193 0.514816 -6.77
249106_at protein transport protein SEC23 ; su--- AT5G43670 1.12 0.16 0.95 0.376278 0.514856 -6.77
250865_at  putative protein predicted protein, S--- AT5G03900 -1.12 -0.16 -0.95 0.37628 0.514856 -6.77
259473_at hypothetical protein predicted by ge--- AT1G19025 -1.10 -0.13 -0.95 0.376289 0.514856 -6.77
252686_at  putative protein predicted protein, A--- --- -1.07 -0.10 -0.95 0.376523 0.515145 -6.77
247363_at unknown protein --- AT5G63200 1.08 0.11 0.95 0.37656 0.515164 -6.77
259184_at unknown protein  ;supported by full---- AT3G01520 -1.08 -0.12 -0.95 0.376894 0.515561 -6.77
253245_at bZIP transcription factor ATB2 GBF6 AT4G34588 / 1.22 0.29 0.95 0.376895 0.515561 -6.77
263749_at putative phosphatidylinositol/phosph--- AT2G21520 -1.09 -0.12 -0.95 0.377066 0.515753 -6.77
263123_at  beta-Amyrin Synthase, putative sim--- AT1G78500 -1.08 -0.11 -0.95 0.377081 0.515753 -6.77
261472_at hypothetical protein predicted by ge--- AT1G14470 1.06 0.08 0.95 0.377109 0.515761 -6.77
249558_at hypothetical protein --- AT5G38310 1.30 0.38 0.95 0.377171 0.515815 -6.77
245642_at Expressed protein ; supported by fu--- AT1G25275 1.06 0.09 0.94 0.377357 0.516014 -6.77
245950_at  putative protein predicted protein, D--- AT5G19570 -1.12 -0.17 -0.94 0.377362 0.516014 -6.77
263744_at Mutator-like transposase similar to  --- AT2G21420 -1.08 -0.11 -0.94 0.377637 0.516359 -6.77
252232_at  bZIP transcription factor - like proteAtbZIP5 AT3G49760 -1.06 -0.09 -0.94 0.377733 0.516455 -6.77
249651_at auxin response factor 8 (ARF8)  ; suARF8 AT5G37020 1.15 0.20 0.94 0.377773 0.516455 -6.77
252556_at  putative protein step II splicing fact --- AT3G45950 1.06 0.08 0.94 0.377775 0.516455 -6.77
258084_at putative B regulatory subunit of prot--- AT3G26020 -1.12 -0.17 -0.94 0.377868 0.516537 -6.77
257387_s_aputative receptor-like protein kinase--- AT2G14440 / 1.09 0.12 0.94 0.37788 0.516537 -6.77
245576_at hypothetical protein TCX2 AT4G14770 -1.12 -0.16 -0.94 0.377914 0.516552 -6.77
262045_at hypothetical protein predicted by ge--- AT1G80240 / -1.13 -0.17 -0.94 0.378027 0.516633 -6.77
252781_at  polygalacturonase -like protein poly--- AT3G42950 1.08 0.11 0.94 0.378038 0.516633 -6.77
265759_at putative membrane transporter --- AT2G13100 1.07 0.09 0.94 0.378041 0.516633 -6.77
256200_at hypothetical protein predicted by geEMB1674 AT1G58210 -1.08 -0.11 -0.94 0.378106 0.516691 -6.77
247010_at 60S ribosomal protein L26  ;support--- AT5G67510 1.20 0.26 0.94 0.378146 0.516714 -6.77



246477_at putative transcription factor (MYB9) AtMYB9 AT5G16770 -1.14 -0.19 -0.94 0.378227 0.516773 -6.77
249599_at  putative protein AtPP protein, Bras --- AT5G37990 -1.09 -0.12 -0.94 0.378249 0.516773 -6.77
247200_at unknown protein  ;supported by full---- AT5G65120 1.10 0.13 0.94 0.378257 0.516773 -6.77
250876_at hypothetical protein --- AT5G04030 -1.07 -0.10 -0.94 0.378426 0.516972 -6.77
255336_at putative transposon protein --- --- -1.06 -0.08 -0.94 0.378489 0.517003 -6.77
267122_at putative acetone-cyanohydrin lyase MES6 AT2G23550 1.07 0.10 0.94 0.378493 0.517003 -6.77
250445_at  nucleoid DNA-binding protein cnd4--- AT5G10760 1.70 0.76 0.94 0.378541 0.517038 -6.77
264363_at hypothetical protein predicted by ge--- AT1G03170 -1.09 -0.12 -0.94 0.378651 0.517156 -6.77
248826_at casein kinase II beta chain ; suppor CKB1 AT5G47080 1.10 0.14 0.94 0.378675 0.517158 -6.77
245166_at putative receptor-like protein kinase--- AT2G33170 -1.09 -0.12 -0.94 0.378862 0.517364 -6.77
261739_at hypothetical protein similar to hypot PEX11A AT1G47750 -1.07 -0.09 -0.94 0.378871 0.517364 -6.77
252262_at putative protein several hypothetica --- AT3G49510 -1.06 -0.09 -0.94 0.378921 0.517394 -6.77
257349_at unknown protein --- AT2G30630 -1.07 -0.10 -0.94 0.378938 0.517394 -6.77
258173_at  putative protein kinase similar to seCERK1 AT3G21630 -1.08 -0.11 -0.94 0.379005 0.517454 -6.77
257927_at ethylene response factor 1 (ERF1) iERF1 AT3G23240 1.78 0.83 0.94 0.379178 0.517659 -6.77
263308_at hypothetical protein predicted by ge--- --- 1.07 0.10 0.94 0.379229 0.517698 -6.77
260539_at putative peroxidase --- AT2G43480 1.06 0.09 0.94 0.379296 0.517733 -6.77
248094_at trigger factor-like protein --- AT5G55220 1.10 0.14 0.94 0.379302 0.517733 -6.77
248775_at receptor kinase-like protein CCR4 AT5G47850 1.48 0.56 0.94 0.379323 0.517733 -6.77
251589_at  putative protein SINA2p zinc finger SINAT2 AT3G58040 1.08 0.11 0.94 0.379354 0.517742 -6.77
249068_at putative protein similar to unknown PDLP1 AT5G43980 1.07 0.10 0.94 0.379375 0.517742 -6.77
265371_at putative PttA-like transposon protein--- --- -1.07 -0.09 -0.94 0.37952 0.517909 -6.77
266788_at putative receptor-like protein kinase--- AT2G29000 -1.06 -0.09 -0.94 0.379609 0.518 -6.77
256574_at hypothetical protein similar to callos--- AT3G14780 -1.14 -0.19 -0.94 0.379658 0.518035 -6.77
258414_at unknown protein  ;supported by full---- AT3G17380 -1.08 -0.11 -0.94 0.379704 0.518065 -6.77
253384_at Expressed protein ; supported by fu--- AT4G32915 1.09 0.13 0.94 0.379725 0.518065 -6.77
255809_at  putative protein predicted protein, A--- AT4G10300 -1.09 -0.12 -0.94 0.379779 0.518108 -6.77
263937_at putative RING zinc finger protein --- AT2G35910 1.08 0.12 0.94 0.37981 0.518119 -6.77
256454_at  NADPH oxidoreductase, putative s --- AT1G75280 -1.23 -0.30 -0.94 0.37984 0.518129 -6.77
255884_at hypothetical protein predicted by ge--- AT1G20310 1.40 0.49 0.94 0.379977 0.518285 -6.78
253525_at predicted protein  ; supported by cD--- AT4G31330 1.09 0.12 0.94 0.380194 0.518549 -6.78
259181_at unknown protein similar to putative --- AT3G01690 1.11 0.15 0.94 0.380313 0.518681 -6.78
252021_at  putative protein predicted protein, A--- AT3G53070 -1.09 -0.12 -0.94 0.380525 0.518939 -6.78
247326_at peroxidase ATP3a homolog  ;suppo--- AT5G64110 1.38 0.46 0.94 0.380572 0.518972 -6.78
264610_at Expressed protein ; supported by fu--- AT1G04645 1.08 0.11 0.94 0.380632 0.519023 -6.78



254268_at  putative protein FAF1, Mus muscul --- AT4G23040 -1.09 -0.13 -0.94 0.380775 0.519187 -6.78
255509_at hypothetical protein identical to T10--- AT4G02210 -1.13 -0.17 -0.94 0.381033 0.519508 -6.78
264481_at  transcription factor TINY, putative s--- AT1G77200 -1.09 -0.12 -0.94 0.381098 0.519565 -6.78
245579_at hypothetical protein --- AT4G14810 1.07 0.09 0.94 0.381294 0.519777 -6.78
262190_at unknown protein --- AT1G78030 -1.10 -0.14 -0.94 0.381299 0.519777 -6.78
264288_at Expressed protein ; supported by fu--- AT1G62045 -1.08 -0.11 -0.94 0.381438 0.519935 -6.78
245826_at  disease resistance protein RPS4, p--- AT1G57850 -1.09 -0.12 -0.94 0.381464 0.51994 -6.78
245997_at  putative protein saur1 protein, Zea --- AT5G20810 1.12 0.17 0.94 0.381555 0.520033 -6.78
245077_at hypothetical protein predicted by ge--- AT2G23160 1.11 0.15 0.94 0.38165 0.520131 -6.78
246225_at putative protein ;supported by full-leLEJ2 AT4G36910 -1.10 -0.14 -0.94 0.381869 0.520398 -6.78
261886_s_ahypothetical protein predicted by ge--- AT1G80700 / 1.06 0.09 0.94 0.381965 0.520472 -6.78
263837_at unknown protein --- AT2G04500 -1.06 -0.08 -0.94 0.381969 0.520472 -6.78
256676_at putative protein  ;supported by full-leSEX4 AT3G52180 -1.13 -0.17 -0.94 0.38203 0.520524 -6.78
255239_at contains similarity to Arabidopsis th --- --- -1.06 -0.08 -0.93 0.382116 0.520579 -6.78
249547_at  lipid transfer - like protein P48h-10 --- AT5G38160 -1.10 -0.14 -0.93 0.382132 0.520579 -6.78
257254_at  salicylic acid carboxyl methyltransfe--- AT3G21950 -1.07 -0.10 -0.93 0.382138 0.520579 -6.78
260023_at unknown protein ATGA2OX2AT1G30040 1.14 0.18 0.93 0.382166 0.520586 -6.78
265127_at hypothetical protein similar to pollensks14 AT1G55560 1.07 0.09 0.93 0.382203 0.520604 -6.78
257283_at hypothetical protein predicted by ge--- AT3G29750 -1.06 -0.09 -0.93 0.382231 0.520612 -6.78
265643_at hypothetical protein predicted by ge--- AT2G27390 / 1.15 0.21 0.93 0.382277 0.520643 -6.78
247567_at  putative protein various predicted p--- AT5G61190 -1.10 -0.14 -0.93 0.382412 0.520797 -6.78
258102_at unknown protein contains Pfam pro --- AT3G23600 1.10 0.14 0.93 0.382587 0.521003 -6.78
266062_at putative diacylglycerol kinase --- AT2G18730 -1.06 -0.08 -0.93 0.382693 0.521117 -6.78
247976_at unknown protein --- --- -1.09 -0.13 -0.93 0.382752 0.521166 -6.78
251704_at  putative protein unknown protein 1 --- AT3G56360 -1.20 -0.26 -0.93 0.382865 0.521257 -6.78
246706_at  putative protein predicted proteins, --- --- 1.13 0.17 0.93 0.3829 0.521257 -6.78
267460_at putative squamosa-promoter bindin SPL3 AT2G33810 -1.31 -0.39 -0.93 0.382907 0.521257 -6.78
245735_at  myb-like transcription factor, putativMYB54 AT1G73410 -1.06 -0.08 -0.93 0.38291 0.521257 -6.78
251171_at putative protein several hypothetica --- AT3G63220 -1.06 -0.09 -0.93 0.382957 0.521289 -6.78
262332_at hypothetical protein similar to putati --- AT1G64030 -1.08 -0.11 -0.93 0.382995 0.52131 -6.78
263862_at putative protein phosphatase IBR5 AT2G04550 1.07 0.10 0.93 0.383094 0.521414 -6.78
259500_at unknown protein ; supported by cDN--- AT1G15740 1.10 0.14 0.93 0.383126 0.521426 -6.78
246787_s_a cdc20-like protein putative cdc20 p --- AT5G27570 / -1.06 -0.09 -0.93 0.383249 0.521562 -6.78
262842_at  xyloglucan endo-transglycosylase, XTR2 AT1G14720 1.17 0.22 0.93 0.383394 0.521729 -6.78
260719_at unknown protein --- AT1G48090 -1.10 -0.13 -0.93 0.383481 0.521816 -6.78



247910_at putative protein similar to unknown --- AT5G57410 -1.10 -0.14 -0.93 0.383651 0.521975 -6.78
247766_at  FtsH protease, putative contains si ftsh9 AT5G58870 1.09 0.12 0.93 0.383661 0.521975 -6.78
264573_at putative pectin methylesterase Simi --- AT1G05310 1.10 0.14 0.93 0.383666 0.521975 -6.78
245998_at sucrose-UDP glucosyltransferase SUS1 AT5G20830 -1.16 -0.22 -0.93 0.383731 0.522032 -6.78
254402_at  putative protein predicted protein, A--- AT4G21310 -1.12 -0.17 -0.93 0.383778 0.52205 -6.78
250544_at  syntaxin-like protein syntaxin-relateSYP132 AT5G08080 -1.10 -0.13 -0.93 0.38379 0.52205 -6.78
251889_at  putative protein probable lectin 2 p --- AT3G54080 1.16 0.22 0.93 0.383953 0.522241 -6.78
256389_at hypothetical protein predicted by ge--- AT3G06220 1.08 0.11 0.93 0.384029 0.522312 -6.78
266051_at rhodanese-like family protein --- AT2G40760 1.11 0.15 0.93 0.384162 0.522444 -6.78
251001_at putative protein --- AT5G02670 1.10 0.14 0.93 0.384172 0.522444 -6.78
267077_at unknown protein similar to cytoskele--- AT2G40970 1.11 0.14 0.93 0.384487 0.522811 -6.78
265636_at putative calcium binding protein --- AT2G27480 1.09 0.12 0.93 0.384487 0.522811 -6.78
254166_at  HSP90-like protein HSP90 homolo SHD AT4G24190 1.25 0.32 0.93 0.384523 0.522828 -6.78
254305_at potassium channel protein AKT3  ; sAKT2/3 AT4G22200 -1.06 -0.08 -0.93 0.38458 0.522875 -6.78
257917_at  ethylene responsive element bindin--- AT3G23220 -1.06 -0.09 -0.93 0.384676 0.522974 -6.78
255566_s_ahypothetical protein --- AT3G48670 / -1.08 -0.11 -0.93 0.384835 0.523159 -6.78
261600_x_ahypothetical protein similar to hypot --- AT1G49680 / -1.06 -0.09 -0.93 0.384872 0.523178 -6.78
261779_at hypothetical protein predicted by ge--- AT1G76230 1.06 0.09 0.93 0.38498 0.523294 -6.78
255908_s_aunknown protein ;supported by full-l--- AT1G18000 / -1.08 -0.11 -0.93 0.385021 0.523318 -6.79
260559_at putative polygalacturonase --- AT2G43860 -1.09 -0.13 -0.93 0.385058 0.523337 -6.79
264199_at  unknown protein contains similarity--- AT1G22700 1.09 0.12 0.93 0.385252 0.523571 -6.79
244964_at PSII cytochrome b559 --- --- 1.06 0.08 0.93 0.385377 0.523705 -6.79
254245_at  serine/threonine kinase - like protei--- AT4G23240 -1.07 -0.10 -0.93 0.385397 0.523705 -6.79
265110_at hypothetical protein predicted by ge--- AT1G62490 -1.10 -0.14 -0.93 0.38559 0.523929 -6.79
257334_at hypothetical protein --- --- 1.20 0.26 0.93 0.385608 0.523929 -6.79
265972_at putative retroelement pol polyprotei --- --- -1.06 -0.09 -0.93 0.38573 0.524064 -6.79
263970_at putative cytochrome P450 CYP718 AT2G42850 -1.07 -0.10 -0.93 0.385857 0.524205 -6.79
249980_at putative protein --- AT5G18870 -1.08 -0.12 -0.93 0.386066 0.524431 -6.79
253963_at  putative protein probable calcium-d--- AT4G26470 1.15 0.20 0.93 0.38607 0.524431 -6.79
246309_at putative transmembrane protein G1ATG1 AT3G51790 1.19 0.25 0.93 0.386174 0.524541 -6.79
255295_at putative sugar transporter --- AT4G04760 -1.07 -0.10 -0.93 0.386247 0.524591 -6.79
245214_at F12A21.1 hypothetical protein --- AT1G67855 -1.07 -0.09 -0.93 0.386257 0.524591 -6.79
264492_at  unknown protein similar to unknow --- AT1G27430 1.06 0.08 0.93 0.386414 0.524749 -6.79
264578_at hypothetical protein predicted by ge--- AT1G05370 -1.06 -0.09 -0.93 0.386419 0.524749 -6.79
253554_at  putative protein predicted protein, C--- AT4G30940 -1.11 -0.16 -0.93 0.386462 0.524777 -6.79



259640_at  beta-glucosidase, putative identica BGLU18 AT1G52400 -1.18 -0.24 -0.93 0.386514 0.524788 -6.79
253676_at  cytidine deaminase - like protein cy--- AT4G29570 -1.09 -0.13 -0.93 0.386516 0.524788 -6.79
259376_at unknown protein C-terminus similar CDC27a AT3G16320 -1.08 -0.10 -0.93 0.386637 0.52492 -6.79
249564_at unknown protein --- AT5G38400 -1.09 -0.12 -0.93 0.386661 0.524922 -6.79
261729_s_a hexokinase, putative similar to hexoHXK3 AT1G47840 -1.06 -0.08 -0.92 0.387007 0.525361 -6.79
262194_at hypothetical protein similar to putati --- AT1G77930 1.12 0.17 0.92 0.387096 0.52545 -6.79
263927_s_aputative cinnamyl-alcohol dehydrog CAD2 AT2G21730 / 1.10 0.14 0.92 0.387184 0.525538 -6.79
255629_at stress-induced protein OZI1 precursATOZI1 AT4G00860 1.12 0.16 0.92 0.387325 0.525699 -6.79
257412_at unknown protein --- AT1G22980 1.08 0.11 0.92 0.387668 0.526102 -6.79
253181_at  amino acid permease - like protein LHT7 AT4G35180 1.37 0.46 0.92 0.387668 0.526102 -6.79
254518_at  downy mildew resistance-like prote--- AT4G19910 -1.08 -0.11 -0.92 0.387746 0.526136 -6.79
261138_at hypothetical protein contains Pfam p--- AT1G19710 1.08 0.12 0.92 0.387758 0.526136 -6.79
267224_at hypothetical protein predicted by ge--- AT2G43990 -1.09 -0.13 -0.92 0.387769 0.526136 -6.79
260917_at unknown protein similar to hypothet --- AT1G02700 -1.09 -0.12 -0.92 0.387786 0.526136 -6.79
253588_at putative protein --- AT4G30790 1.08 0.12 0.92 0.387954 0.526332 -6.79
260035_at peroxidase ATP23a identical to pero--- AT1G68850 -1.14 -0.19 -0.92 0.387977 0.526332 -6.79
246873_at putative protein --- AT5G26100 -1.07 -0.10 -0.92 0.388135 0.526474 -6.79
249098_at DNA repair protein-like --- AT5G43530 1.07 0.10 0.92 0.388148 0.526474 -6.79
253148_at cyclin 2b protein CYCB2;2 AT4G35620 -1.09 -0.12 -0.92 0.388165 0.526474 -6.79
252584_at putative protein several hypothetica --- AT3G45560 -1.07 -0.10 -0.92 0.388174 0.526474 -6.79
255115_at  putative protein probable regulatoryAPUM11 AT4G08840 -1.07 -0.09 -0.92 0.388207 0.526488 -6.79
259345_s_ahypothetical protein predicted by ge--- AT3G03700 / -1.18 -0.24 -0.92 0.388239 0.5265 -6.79
267570_at  putative RNA helicase A identical toHVT1 AT2G30800 1.09 0.13 0.92 0.388319 0.526577 -6.79
246798_at  putative protein various predicted p--- AT5G26930 -1.07 -0.09 -0.92 0.388357 0.526597 -6.79
255211_at may be a pseudogene --- --- -1.06 -0.09 -0.92 0.388458 0.526702 -6.79
263800_at hypothetical protein predicted by ge--- AT2G24600 -1.56 -0.64 -0.92 0.388546 0.526767 -6.79
252695_s_a hypothetical protein predicted prote--- --- 1.06 0.08 0.92 0.388551 0.526767 -6.79
252518_at  receptor-like protein kinase homolo--- AT3G46350 1.07 0.10 0.92 0.388598 0.526799 -6.79
253511_at  putative protein Sly1 protein, rat, P --- AT4G31740 -1.07 -0.10 -0.92 0.388647 0.526834 -6.79
251509_at  pectinesterase precursor-like prote --- AT3G59010 -1.23 -0.30 -0.92 0.389031 0.527324 -6.79
246419_at  UDP glucose:flavonoid 3-o-glucosyUGT78D3 AT5G17030 -1.07 -0.09 -0.92 0.389107 0.527395 -6.79
248778_at unknown protein --- AT5G47940 -1.08 -0.11 -0.92 0.389236 0.527538 -6.79
252284_at  putative protein various predicted p--- AT3G49020 -1.08 -0.11 -0.92 0.389276 0.527561 -6.79
250371_at  putative protein 23 kDa polypeptide--- AT5G11450 1.09 0.12 0.92 0.389414 0.527717 -6.79
255158_s_ahypothetical protein --- --- 1.07 0.10 0.92 0.389457 0.527745 -6.79



248238_at putative protein similar to unknown --- AT5G53900 1.11 0.15 0.92 0.389559 0.527851 -6.79
245487_at phytochrome D PHYD AT4G16250 1.09 0.13 0.92 0.389731 0.528052 -6.79
254627_at Expressed protein ; supported by fu--- AT4G18395 -1.07 -0.09 -0.92 0.389771 0.528075 -6.79
AFFX-r2-Bs-B. subtilis /GEN=dapB, jojF /DB_XR--- --- 1.14 0.19 0.92 0.389799 0.528082 -6.79
264971_at Expressed protein ; supported by fu--- AT1G67210 1.06 0.08 0.92 0.38986 0.528133 -6.79
249141_at putative protein similar to unknown --- AT5G43200 -1.07 -0.09 -0.92 0.389907 0.528165 -6.79
255897_at  mutator-like transposase, putative s--- --- -1.06 -0.08 -0.92 0.389988 0.528244 -6.79
264595_at  putative vesicle-associated membr VAMP721 AT1G04750 1.10 0.14 0.92 0.390017 0.528251 -6.79
252336_at  putative protein N7 protein - Medica--- AT3G48880 -1.07 -0.10 -0.92 0.390087 0.528315 -6.79
261696_at unknown protein similar to hypothet --- AT1G08470 -1.12 -0.16 -0.92 0.390475 0.52881 -6.80
265775_at Mutator-like transposase similar to  --- --- -1.12 -0.16 -0.92 0.390521 0.52884 -6.80
257577_at hypothetical protein predicted by ge--- --- 1.08 0.11 0.92 0.390612 0.528932 -6.80
263615_at putative MYB family transcription fa MYB100 AT2G25230 -1.06 -0.08 -0.92 0.390668 0.528967 -6.80
256783_at  casein kinase, putative similar to ca--- AT3G13670 1.06 0.09 0.92 0.390739 0.528967 -6.80
261741_at  transcription factor, putative similarATE2F2 AT1G47870 1.08 0.11 0.92 0.390748 0.528967 -6.80
264463_at  unknown protein similar to ESTs gb--- AT1G10150 1.10 0.13 0.92 0.390751 0.528967 -6.80
245070_at metallothionein-like protein identica --- AT2G23240 -1.10 -0.14 -0.92 0.390754 0.528967 -6.80
265621_at NAM (no apical meristem)-like proteNTL8 AT2G27300 -1.07 -0.10 -0.92 0.390913 0.529075 -6.80
254244_at  putative protein S-receptor kinase 8--- AT4G23230 1.09 0.12 0.92 0.39094 0.529075 -6.80
244990_s_ahypothetical protein --- --- 1.18 0.24 0.92 0.39094 0.529075 -6.80
251942_at  ABC transporter - like protein PDR5PDR9 AT3G53480 1.23 0.30 0.92 0.390947 0.529075 -6.80
263317_s_asimilar to mammalian MHC III regio SUVH7 AT1G17770 / -1.11 -0.15 -0.92 0.39095 0.529075 -6.80
249195_s_adisease resistance response protein--- AT5G42500 / -1.12 -0.16 -0.92 0.391015 0.529132 -6.80
254140_at putative protein --- AT4G24610 -1.11 -0.16 -0.92 0.391123 0.529247 -6.80
245503_at kinase like protein --- AT4G15650 -1.06 -0.09 -0.92 0.39133 0.529495 -6.80
259037_at hypothetical protein predicted by ge--- AT3G09350 -1.29 -0.36 -0.92 0.391399 0.529558 -6.80
246121_at  putative protein motif in PGPS/D10--- AT5G20370 -1.08 -0.11 -0.92 0.391643 0.529856 -6.80
256345_at hypothetical protein similar to hypot --- AT1G55030 -1.07 -0.10 -0.92 0.391789 0.530022 -6.80
267449_at hypothetical protein predicted by ge--- AT2G33690 -1.06 -0.08 -0.91 0.391812 0.530022 -6.80
252003_at  hypothetical protein emm32, StreptZPR3 AT3G52770 1.07 0.10 0.91 0.392034 0.530291 -6.80
245384_at glycoprotein homolog ;supported by--- AT4G16790 -1.13 -0.17 -0.91 0.392215 0.530504 -6.80
260612_at hypothetical protein similar to hypot --- AT1G53360 -1.06 -0.09 -0.91 0.392312 0.530574 -6.80
256342_at unknown protein ; supported by full---- AT1G72020 -1.08 -0.11 -0.91 0.392313 0.530574 -6.80
265631_at putative helicase --- --- -1.06 -0.08 -0.91 0.392382 0.530635 -6.80
259857_at hypothetical protein predicted by ge--- AT1G68430 -1.08 -0.11 -0.91 0.392641 0.530954 -6.80



259836_at unknown protein ROPGEF11AT1G52240 -1.06 -0.08 -0.91 0.392784 0.531116 -6.80
252150_at  vacuolar sorting protein 35 homolo VPS35C AT3G51310 1.07 0.09 0.91 0.392812 0.531123 -6.80
262289_at unknown protein identical to unknow--- AT1G70770 1.07 0.09 0.91 0.392918 0.531235 -6.80
262688_at PPR-repeat protein contains multipl --- AT1G62680 -1.07 -0.10 -0.91 0.393097 0.531445 -6.80
246934_at putative protein several hypothetica --- AT5G25290 -1.09 -0.13 -0.91 0.393142 0.531475 -6.80
246899_at  putative protein various predicted p--- AT5G25590 -1.07 -0.10 -0.91 0.393199 0.53152 -6.80
259676_at hypothetical protein similar to putati --- AT1G77730 -1.07 -0.10 -0.91 0.393257 0.531542 -6.80
252856_at putative protein ; supported by cDN --- AT4G39690 1.07 0.09 0.91 0.393262 0.531542 -6.80
262339_at  WRKY DNA binding protein, putativWRKY56 AT1G64000 1.07 0.09 0.91 0.393454 0.53177 -6.80
247445_at putative protein similar to unknown --- AT5G62640 1.08 0.11 0.91 0.3937 0.532045 -6.80
247774_at  putative protein fruit ripening expre --- AT5G58660 -1.07 -0.09 -0.91 0.393705 0.532045 -6.80
265133_s_aunknown protein similar to hypothet --- AT1G51240 / 1.06 0.09 0.91 0.393727 0.532045 -6.80
267263_at similar to late embryogenesis abund--- AT2G23110 1.41 0.50 0.91 0.393758 0.532056 -6.80
264600_at hypothetical protein predicted by ge--- AT1G04730 -1.12 -0.16 -0.91 0.393796 0.532075 -6.80
256736_at  terpene synthase, putative similar t --- AT3G29410 -1.07 -0.10 -0.91 0.393855 0.532123 -6.80
262122_at  polygalacturonase, putative similar PGA4 AT1G02790 -1.08 -0.11 -0.91 0.393937 0.532202 -6.80
265753_at putative Athila retroelement ORF1 p--- --- 1.06 0.08 0.91 0.393997 0.532252 -6.80
250536_at Expressed protein ; supported by fu--- AT5G08535 1.08 0.12 0.91 0.394119 0.532385 -6.80
260001_at putative S-adenosyl-L-methionine:trTSM1 AT1G67990 -1.09 -0.13 -0.91 0.394142 0.532385 -6.80
256251_at hypothetical protein predicted by ge--- AT3G11330 1.10 0.14 0.91 0.394228 0.532469 -6.80
247788_at  putative protein carbohydrate kinas--- AT5G58730 1.13 0.17 0.91 0.394387 0.532652 -6.80
256721_at  hypothetical protein predicted by geWAVE1 AT2G34150 -1.09 -0.13 -0.91 0.394519 0.532799 -6.80
245923_at  putative protein predicted proteins, --- AT5G28820 -1.08 -0.12 -0.91 0.394583 0.532826 -6.80
254067_at hypothetical protein NAP8 AT4G25450 -1.07 -0.09 -0.91 0.394617 0.532826 -6.80
265834_at hypothetical protein predicted by ge--- AT2G14410 -1.06 -0.08 -0.91 0.394633 0.532826 -6.80
262043_at unknown protein PSF1 AT1G80190 1.10 0.14 0.91 0.394636 0.532826 -6.80
267227_at hypothetical protein predicted by ge--- AT2G44030 -1.10 -0.13 -0.91 0.394655 0.532826 -6.80
264612_at unknown protein similar to GB:AAC --- AT1G04560 -1.10 -0.14 -0.91 0.394938 0.533176 -6.80
250096_at putative protein similar to unknown --- AT5G17190 1.08 0.11 0.91 0.394971 0.533189 -6.80
254351_at  putative protein probable membranSOBER1 AT4G22300 -1.09 -0.12 -0.91 0.395012 0.533213 -6.80
259734_at unknown protein similar to GB:AAD --- AT1G77500 -1.18 -0.23 -0.91 0.395096 0.533295 -6.80
259356_at unknown protein --- AT3G05250 -1.07 -0.09 -0.91 0.395152 0.533338 -6.80
244963_at PSII cytochrome b559 --- --- 1.06 0.08 0.91 0.395201 0.533373 -6.80
261241_at subtilisin-like serine protease contai--- AT1G32950 1.07 0.10 0.91 0.395416 0.533609 -6.80
258581_at hypothetical protein predicted by ge--- AT3G04160 1.07 0.10 0.91 0.395423 0.533609 -6.80



254319_at  putative protein predicted proteins, --- AT4G22560 -1.10 -0.14 -0.91 0.395538 0.533733 -6.81
266423_at putative DNA-directed RNA polyme RPB5D AT2G41340 -1.10 -0.13 -0.91 0.39571 0.533933 -6.81
254443_at  putative protein (fragment) BRCA1 BRCA1 AT4G21070 -1.07 -0.10 -0.91 0.395776 0.533991 -6.81
248870_at putative protein similar to unknown --- AT5G46710 -1.28 -0.35 -0.91 0.395898 0.534124 -6.81
266544_at similar to late embryogenesis abund--- AT2G35300 -1.06 -0.09 -0.91 0.39604 0.534283 -6.81
250272_at  callose synthase catalytic subunit - ATGSL12 AT5G13000 1.09 0.13 0.91 0.396125 0.534367 -6.81
261787_at hypothetical protein predicted by ge--- AT1G16020 1.08 0.11 0.91 0.396221 0.534459 -6.81
259581_at  RING zinc finger protein, putative c--- AT1G28040 -1.08 -0.11 -0.91 0.396242 0.534459 -6.81
247225_at  inositol-1, 4, 5-trisphosphate 5-pho BST1 AT5G65090 1.09 0.12 0.91 0.396264 0.534459 -6.81
262984_at hypothetical protein predicted by ge--- AT1G54460 -1.14 -0.19 -0.91 0.396294 0.534462 -6.81
248572_at unknown protein --- AT5G49800 -1.08 -0.11 -0.91 0.396323 0.534462 -6.81
261064_at unknown protein ftsh10 AT1G07510 1.09 0.13 0.91 0.396336 0.534462 -6.81
248220_at 26S proteasome regulatory particle --- AT5G53540 1.08 0.11 0.91 0.396382 0.534493 -6.81
247482_at  chromosomal protein - like chromo SMC2 AT5G62410 -1.08 -0.12 -0.91 0.396453 0.534542 -6.81
256153_at  ubiquitin-like (UBQ12), putative simUBQ12 AT1G55060 -1.09 -0.12 -0.91 0.396476 0.534542 -6.81
251154_at  tRNA isopentenyl transferase -like ATIPT3 AT3G63110 1.21 0.27 0.91 0.396489 0.534542 -6.81
247850_at receptor-like protein kinase --- AT5G58150 -1.26 -0.34 -0.90 0.396841 0.534985 -6.81
249491_at  germin - like protein germin-like pro--- AT5G39130 1.07 0.10 0.90 0.396899 0.535031 -6.81
255358_at hypothetical protein --- AT4G03940 -1.06 -0.09 -0.90 0.396938 0.535053 -6.81
250063_at  disease resistance protein - like disCSA1 AT5G17880 -1.10 -0.13 -0.90 0.396963 0.535054 -6.81
265477_at hypothetical protein predicted by geGAUT2 AT2G46480 -1.08 -0.11 -0.90 0.397196 0.535337 -6.81
260831_at  glutaredoxin, putative similar to glu --- AT1G06830 1.48 0.57 0.90 0.397287 0.535428 -6.81
248281_at unknown protein --- AT5G52980 1.06 0.09 0.90 0.39733 0.535454 -6.81
264817_at hypothetical protein similar to memb--- AT1G03540 -1.07 -0.09 -0.90 0.39747 0.535611 -6.81
267644_s_aunknown protein highly similar to T2--- AT2G32870 / 1.12 0.16 0.90 0.397522 0.535623 -6.81
247582_at  putative protein various predicted p--- AT5G60760 -1.09 -0.12 -0.90 0.397526 0.535623 -6.81
262035_at  polyprotein, putative similar to poly --- --- 1.07 0.09 0.90 0.39771 0.53584 -6.81
251863_at  kinesin-like protein kinesin, SyncepMRH2 AT3G54870 -1.06 -0.08 -0.90 0.397787 0.535906 -6.81
261496_at  ethylene responsive element bindinERF12 AT1G28360 -1.08 -0.12 -0.90 0.397836 0.535906 -6.81
245280_at Expressed protein ; supported by cDVRN2 AT4G16845 -1.08 -0.11 -0.90 0.397859 0.535906 -6.81
260591_at predicted protein --- AT1G53325 -1.06 -0.08 -0.90 0.397876 0.535906 -6.81
264191_at  integral membrane protein, putative--- AT1G54730 -1.12 -0.16 -0.90 0.397877 0.535906 -6.81
255212_at putative athila transposon protein --- --- -1.06 -0.09 -0.90 0.39793 0.535946 -6.81
264041_at MADS-box protein (AGL3)  ; suppor 04-ספט AT2G03710 -1.16 -0.22 -0.90 0.398027 0.536029 -6.81
263781_at hypothetical protein predicted by ge--- AT2G46360 -1.06 -0.08 -0.90 0.398039 0.536029 -6.81



263520_at putative protein kinase contains a p --- AT2G42640 1.07 0.10 0.90 0.398096 0.536075 -6.81
262019_s_ahypothetical protein predicted by ge--- --- -1.07 -0.10 -0.90 0.398253 0.536255 -6.81
248580_at chloride channel (emb|CAA70310.1CLC-C AT5G49890 1.10 0.14 0.90 0.398283 0.536264 -6.81
253299_at hypothetical protein  ;supported by f--- AT4G33800 1.08 0.11 0.90 0.398347 0.536318 -6.81
255620_at  putative copper-containing glycopro--- AT4G01380 -1.06 -0.09 -0.90 0.398425 0.536391 -6.81
260661_at hypothetical protein predicted by ge--- AT1G19500 -1.09 -0.12 -0.90 0.398561 0.536543 -6.81
246078_s_a putative protein probable mitosis an--- AT5G20430 / -1.12 -0.17 -0.90 0.398664 0.536649 -6.81
265106_s_aputative membrane-associated salt---- AT1G62590 / -1.06 -0.09 -0.90 0.398736 0.536714 -6.81
264215_at  cytochrome P450, putative similar tCYP96A3 AT1G65340 -1.07 -0.09 -0.90 0.398857 0.536836 -6.81
254214_at  putative potassium transport protei TRH1 AT4G23640 1.09 0.12 0.90 0.398873 0.536836 -6.81
265891_at putative thionin --- AT2G15010 -1.07 -0.10 -0.90 0.39894 0.536888 -6.81
250702_at peroxidase  ;supported by full-lengt --- AT5G06730 1.48 0.56 0.90 0.398959 0.536888 -6.81
255634_at hypothetical protein  ; supported by FRI AT4G00650 -1.06 -0.08 -0.90 0.399028 0.53695 -6.81
261391_at hypothetical protein similar to hypot --- AT1G35030 -1.08 -0.11 -0.90 0.399089 0.537 -6.81
253465_at  putative protein ATAC98, Arabidop--- AT4G32120 -1.10 -0.13 -0.90 0.399538 0.537547 -6.81
259576_at  RING zinc finger protein, putative c--- AT1G35330 -1.11 -0.14 -0.90 0.399543 0.537547 -6.81
256658_at unknown protein --- AT3G12010 / -1.07 -0.10 -0.90 0.399601 0.537594 -6.81
266751_at putative peptide chain release facto --- AT2G47020 -1.07 -0.10 -0.90 0.399738 0.537746 -6.81
248116_at putative protein contains similarity toMYB120 AT5G55020 -1.09 -0.13 -0.90 0.399827 0.537822 -6.81
253142_at  putative protein methyl-directed misMLH3 AT4G35520 1.07 0.09 0.90 0.399841 0.537822 -6.81
266250_at putative reverse transcriptase --- --- -1.07 -0.10 -0.90 0.399996 0.537998 -6.81
263758_s_aputative NADPH dependent manno --- AT2G21250 / -1.07 -0.09 -0.90 0.400106 0.538114 -6.81
257870_at  prolyl 4-hydroxylase, putative simila--- AT3G28490 -1.06 -0.08 -0.90 0.40015 0.538142 -6.81
249696_at copia-like retrotransposable elemen--- --- 1.06 0.09 0.90 0.400225 0.538182 -6.81
254900_at hypothetical protein RALFL28 AT4G11510 -1.06 -0.09 -0.90 0.400227 0.538182 -6.81
260307_at unknown protein similar to unknown--- AT1G70620 1.06 0.08 0.90 0.400438 0.538433 -6.81
263102_at unknown protein --- AT2G05270 1.06 0.08 0.90 0.400482 0.538436 -6.81
249692_s_aputative protein strong similarity to u--- AT5G36670 / 1.09 0.12 0.90 0.400498 0.538436 -6.81
261297_at hypothetical protein predicted by geJAZ4 AT1G48500 -1.06 -0.09 -0.90 0.40051 0.538436 -6.81
258713_at Expressed protein ; supported by fu--- AT3G09735 1.07 0.09 0.90 0.40055 0.538458 -6.81
264000_at putative mitochondrial dicarboxylateUCP5 AT2G22500 1.31 0.39 0.90 0.40085 0.538828 -6.82
265436_at putative retroelement pol polyprotei --- --- 1.06 0.08 0.90 0.400893 0.538854 -6.82
247712_at  E2, ubiquitin-conjugating enzyme 7UBC7 AT5G59300 -1.08 -0.12 -0.90 0.40094 0.538886 -6.82
248677_at unknown protein --- AT5G48860 -1.08 -0.11 -0.90 0.401017 0.538959 -6.82
246031_at  putative protein KIAA0731 - Homo --- AT5G21160 1.08 0.12 0.90 0.401088 0.539021 -6.82



264867_at unknown protein FH4 AT1G24150 -1.19 -0.25 -0.90 0.401196 0.539116 -6.82
249316_s_aglutathione transferase-like ;suppor ATGSTT2 AT5G41220 / 1.08 0.11 0.90 0.401205 0.539116 -6.82
262676_at  SKP1/ASK1 (At1) identical to Skp1SKP1 AT1G75950 -1.06 -0.08 -0.90 0.401286 0.539193 -6.82
265113_at hypothetical protein --- --- -1.07 -0.10 -0.90 0.401572 0.539545 -6.82
266688_at hypothetical protein --- AT2G19660 -1.06 -0.08 -0.90 0.401613 0.539565 -6.82
252867_at  putative protein hypothetical protein--- AT4G39870 1.09 0.12 0.90 0.401651 0.539565 -6.82
262835_at  Na+ H+ antiporter, putative similar ATNHX8 AT1G14660 -1.07 -0.10 -0.90 0.401658 0.539565 -6.82
266390_at hypothetical protein predicted by ge--- AT2G32310 -1.07 -0.09 -0.89 0.401683 0.539568 -6.82
247695_at  putative protein Not2p, Homo sapieVIP2 AT5G59710 1.06 0.09 0.89 0.40175 0.539626 -6.82
266528_at putative disease resistance protein --- AT2G16870 -1.06 -0.08 -0.89 0.401934 0.53984 -6.82
256088_at putative FKBP-type peptidyl-prolyl c--- AT1G20810 -1.11 -0.15 -0.89 0.401967 0.539853 -6.82
250393_at  serine/threonine protein phosphata --- AT5G10900 -1.08 -0.11 -0.89 0.402032 0.539908 -6.82
256133_at hypothetical protein predicted by ge--- AT1G13570 -1.13 -0.18 -0.89 0.402249 0.540168 -6.82
262660_at putative protein kinase VIK AT1G14000 -1.07 -0.10 -0.89 0.402296 0.5402 -6.82
247125_at putative protein contains similarity to--- AT5G66070 -1.21 -0.28 -0.89 0.402388 0.540291 -6.82
249905_at unknown protein --- AT5G22710 1.07 0.10 0.89 0.402442 0.540333 -6.82
255855_at  ABC transporter, putative similar toPDR11 AT1G66950 -1.10 -0.13 -0.89 0.402478 0.540349 -6.82
260890_at cysteine proteinase contains similar--- AT1G29090 -1.11 -0.15 -0.89 0.402616 0.540475 -6.82
248183_at CHP-rich zinc finger protein-like --- AT5G54040 -1.06 -0.09 -0.89 0.402642 0.540475 -6.82
260130_s_a beta-glucosidase, putative similar t BGLU21 AT1G66270 / 1.06 0.08 0.89 0.402643 0.540475 -6.82
265956_at hypothetical protein predicted by ge--- AT2G37290 -1.06 -0.08 -0.89 0.402718 0.540543 -6.82
260312_at putative disease resistance protein --- AT1G63880 -1.10 -0.13 -0.89 0.402816 0.540643 -6.82
245247_at scarecrow-like 13 (SCL13) ; suppor SCL13 AT4G17230 -1.22 -0.28 -0.89 0.402861 0.540672 -6.82
256561_s_ahypothetical protein similar to putati --- --- 1.06 0.09 0.89 0.402907 0.540702 -6.82
264614_s_aputative aldehyde oxidase similar to--- AT1G02590 / -1.08 -0.11 -0.89 0.403024 0.540821 -6.82
255587_at putative inorganic phosphatase  ; suAtPPa5 AT4G01480 1.10 0.14 0.89 0.403043 0.540821 -6.82
263479_x_ahypothetical protein predicted by ge--- --- -1.07 -0.10 -0.89 0.403078 0.540836 -6.82
260934_at hypothetical protein predicted by ge--- AT1G45100 -1.06 -0.08 -0.89 0.403266 0.541056 -6.82
264153_at  disease resistance protein RPS4, pATPP2-A5 AT1G65390 -1.18 -0.24 -0.89 0.403425 0.541238 -6.82
260609_at putative receptor protein kinase --- AT2G43690 -1.07 -0.10 -0.89 0.403484 0.541285 -6.82
248641_at unknown protein --- AT5G49110 1.07 0.10 0.89 0.403588 0.541388 -6.82
249193_at putative protein similar to unknown ARC6 AT5G42480 1.06 0.08 0.89 0.403615 0.541388 -6.82
252534_at  Myb DNA binding protein -like MYBMYB111 AT3G46130 1.07 0.10 0.89 0.403646 0.541388 -6.82
246667_at putative protein hypothetical protein--- --- -1.07 -0.10 -0.89 0.403656 0.541388 -6.82
253618_at  nodulin-like protein MtN21 gene pro--- AT4G30420 -1.06 -0.08 -0.89 0.403706 0.541424 -6.82



254316_at  putative protein glycine-rich cell wa--- --- -1.08 -0.11 -0.89 0.403761 0.541466 -6.82
245609_at disease resistance N like protein --- AT4G14368 / -1.09 -0.12 -0.89 0.403884 0.54156 -6.82
259142_at unknown protein similar to ankyrin l --- AT3G10200 -1.08 -0.11 -0.89 0.403884 0.54156 -6.82
248023_at ADP/ATP translocase-like protein  ; --- AT5G56450 -1.08 -0.11 -0.89 0.403924 0.54156 -6.82
265364_at putative retroelement pol polyprotei --- --- 1.06 0.09 0.89 0.403927 0.54156 -6.82
246585_at myb transcription factor werewolf (WATMYB66 AT5G14750 -1.06 -0.09 -0.89 0.403981 0.541601 -6.82
248349_at progesterone-binding protein-like  ; MSBP1 AT5G52240 1.10 0.14 0.89 0.404006 0.541603 -6.82
256984_at hypothetical protein predicted by ge--- AT3G13480 1.08 0.12 0.89 0.404059 0.541642 -6.82
249292_at repair endonuclease (gb|AAF01274UVH1 AT5G41150 -1.07 -0.09 -0.89 0.404258 0.541877 -6.82
252704_at  putative protein KIAA0161 gene, H --- AT3G43750 1.07 0.10 0.89 0.40429 0.541888 -6.82
262146_at  membrane protein, putative similar ATRBL5 AT1G52580 -1.13 -0.18 -0.89 0.404349 0.541935 -6.82
246582_at hypothetical protein predicted by ge--- AT1G31750 1.18 0.24 0.89 0.404377 0.541942 -6.82
257693_at hypothetical protein predicted by ge--- AT3G12850 -1.13 -0.17 -0.89 0.404405 0.541947 -6.82
249431_at  polygalacturonase-like protein poly --- AT5G39910 -1.12 -0.16 -0.89 0.404442 0.541965 -6.82
257166_at hypothetical protein similar to putati --- AT3G24710 -1.07 -0.10 -0.89 0.404822 0.542441 -6.82
253364_at  F-box protein family, AtFBX13 cota--- AT4G33160 1.06 0.08 0.89 0.405077 0.542743 -6.82
248842_at unknown protein --- AT5G46850 1.09 0.12 0.89 0.405094 0.542743 -6.82
256738_at  geranylgeranyl pyrophosphate synt--- AT3G29430 -1.08 -0.11 -0.89 0.405125 0.542752 -6.82
259573_at hypothetical protein --- --- -1.07 -0.10 -0.89 0.405184 0.542799 -6.82
259804_at  cytosolic factor, putative similar to G--- AT1G72160 -1.14 -0.19 -0.89 0.405254 0.542861 -6.82
252170_at hypothetical protein  ; supported by HR4 AT3G26560 / -1.09 -0.13 -0.89 0.405302 0.542893 -6.82
256519_at hypothetical protein predicted by ge--- AT1G66110 -1.11 -0.15 -0.89 0.405506 0.543113 -6.82
263070_at unknown protein --- AT2G17600 -1.07 -0.10 -0.89 0.405513 0.543113 -6.82
250153_at  putative protein TMV response-relaWRKY72 AT5G15130 1.19 0.25 0.89 0.405664 0.543276 -6.82
266378_at hypothetical protein predicted by ge--- AT2G14700 -1.09 -0.12 -0.89 0.405683 0.543276 -6.82
262435_at  cytochrome P450, putative similar tCYP96A8 AT1G47620 -1.06 -0.08 -0.89 0.405801 0.543402 -6.82
261968_at  disease resistance protein RPP1-W--- AT1G65850 -1.06 -0.08 -0.89 0.4059 0.543504 -6.82
249522_at putative protein similar to unknown --- AT5G38700 -1.07 -0.10 -0.89 0.405994 0.543597 -6.82
248929_at myrosinase-binding protein-like; jas --- AT5G46000 -1.08 -0.11 -0.89 0.406109 0.543716 -6.82
255408_at  hypothetical protein similar to A. tha--- AT4G03490 -1.13 -0.17 -0.89 0.406157 0.543716 -6.82
256079_at hypothetical protein predicted by ge--- AT1G20680 -1.06 -0.08 -0.89 0.40617 0.543716 -6.82
250047_at  BCS1 - like protein h-bcs1, Homo s--- AT5G17730 -1.08 -0.12 -0.89 0.406178 0.543716 -6.82
260144_at putative ABC transporter similar to b--- AT1G71960 1.10 0.14 0.89 0.406316 0.543868 -6.83
255721_at unknown protein ;supported by full-l--- AT1G31940 -1.06 -0.09 -0.89 0.406347 0.543878 -6.83
250724_at harpin-induced protein-like --- AT5G06330 1.13 0.17 0.89 0.406554 0.544123 -6.83



247309_at putative protein contains similarity to--- AT5G63940 -1.11 -0.15 -0.88 0.406666 0.544241 -6.83
257308_at unknown protein --- AT3G28120 -1.06 -0.08 -0.88 0.406822 0.544418 -6.83
257457_at hypothetical protein predicted by ge--- AT2G05430 -1.07 -0.09 -0.88 0.407077 0.544727 -6.83
266176_at lectin-like protein AtPP2-B2 AT2G02250 -1.10 -0.14 -0.88 0.407148 0.544774 -6.83
248715_at  ATFP4, putative  --- AT5G48290 -1.11 -0.15 -0.88 0.407164 0.544774 -6.83
258746_at germin-like protein similar to germin--- AT3G05950 -1.08 -0.11 -0.88 0.40719 0.544774 -6.83
266593_at hypothetical protein predicted by ge--- AT2G46200 -1.08 -0.10 -0.88 0.407207 0.544774 -6.83
249950_at  protein kinase - like protein Pto kina--- AT5G18910 -1.06 -0.09 -0.88 0.407329 0.544905 -6.83
264889_at unknown protein --- AT1G23050 -1.08 -0.12 -0.88 0.407525 0.545136 -6.83
262904_at  chaperone, putative similar to chap--- AT1G59725 -1.09 -0.12 -0.88 0.407575 0.545171 -6.83
266247_at hypothetical protein predicted by ge--- AT2G27660 1.09 0.13 0.88 0.407624 0.545204 -6.83
266567_at  putative eukaryotic initiation factor --- AT2G24050 -1.11 -0.15 -0.88 0.407677 0.545242 -6.83
248104_at S-adenosyl-L-methionine:salicylic a IAMT1 AT5G55250 -1.19 -0.25 -0.88 0.407705 0.545248 -6.83
258451_at alternative oxidase 1b precursor ideAOX1B AT3G22360 -1.09 -0.12 -0.88 0.407791 0.545331 -6.83
255655_at contains similarity to gag proteins --- AT4G00980 1.13 0.17 0.88 0.407885 0.545422 -6.83
247838_at  ubiquitin-specific protease 23 (UBPUBP23 AT5G57990 1.13 0.18 0.88 0.407907 0.545422 -6.83
261456_at hypothetical protein predicted by ge--- AT1G21050 -1.40 -0.49 -0.88 0.407934 0.545427 -6.83
265094_at  putative cruciferin 12S seed storag --- AT1G03890 -1.06 -0.09 -0.88 0.407967 0.54543 -6.83
262638_at  oxidoreductase, putative contains P--- AT1G06650 1.07 0.09 0.88 0.407984 0.54543 -6.83
247544_at putative protein  ;supported by full-le--- AT5G61670 1.10 0.14 0.88 0.408019 0.545444 -6.83
261360_at hypothetical protein predicted by ge--- --- -1.08 -0.11 -0.88 0.408134 0.54555 -6.83
265399_at hypothetical protein predicted by ge--- AT2G11010 -1.16 -0.21 -0.88 0.408146 0.54555 -6.83
255935_at hypothetical protein contains Pfam p--- AT1G12700 1.08 0.11 0.88 0.408329 0.54574 -6.83
265903_at putative potassium transporter/chanSPIK AT2G25600 -1.07 -0.09 -0.88 0.408338 0.54574 -6.83
252734_at  putative protein merozoite surface MEE38 AT3G43160 -1.07 -0.10 -0.88 0.408372 0.54574 -6.83
261629_at unknown protein --- AT1G49980 1.07 0.09 0.88 0.408384 0.54574 -6.83
254771_at hypothetical protein MEE56 AT4G13380 -1.07 -0.09 -0.88 0.408413 0.545747 -6.83
246894_at  heat-shock protein - like heat-shock--- AT5G25530 -1.12 -0.16 -0.88 0.408493 0.545822 -6.83
256692_at hypothetical protein predicted by ge--- AT3G32050 -1.06 -0.08 -0.88 0.40852 0.545826 -6.83
252288_at hypothetical protein --- AT3G49080 1.11 0.14 0.88 0.408636 0.545891 -6.83
259040_at putative glutathione transferase simATGSTU8 AT3G09270 1.40 0.49 0.88 0.408659 0.545891 -6.83
263183_at putative glucan synthase Highly simCALS1 AT1G05570 1.24 0.31 0.88 0.408677 0.545891 -6.83
253435_at  adenylate translocator (brittle-1) - liSHS1 AT4G32400 -1.11 -0.15 -0.88 0.408679 0.545891 -6.83
264346_at putative amino-cyclopropane-carbox--- AT1G12010 -1.07 -0.10 -0.88 0.408688 0.545891 -6.83
249887_at putative protein similar to unknown --- AT5G22310 -1.24 -0.31 -0.88 0.40884 0.54604 -6.83



248098_at unknown protein  ; supported by cD--- AT5G55290 1.07 0.10 0.88 0.408847 0.54604 -6.83
267428_at putative coatomer epsilon subunit --- AT2G34840 -1.08 -0.11 -0.88 0.408896 0.546054 -6.83
261441_at  NAM protein, putative similar to NAANAC010 AT1G28470 -1.13 -0.18 -0.88 0.408906 0.546054 -6.83
246811_at putative protein --- AT5G27170 1.07 0.10 0.88 0.409077 0.546224 -6.83
251020_at  ABC transporter -like protein NBD- NAP9 AT5G02270 1.20 0.27 0.88 0.409082 0.546224 -6.83
250018_at putative protein similar to unknown --- AT5G18150 1.24 0.32 0.88 0.409218 0.546351 -6.83
263365_at putative heat shock protein --- AT2G20550 -1.12 -0.16 -0.88 0.409224 0.546351 -6.83
258204_at hypothetical protein predicted by geAtGRF5 AT3G13960 -1.09 -0.12 -0.88 0.409264 0.546359 -6.83
260650_at Expressed protein ; supported by fuTOM2B AT1G32370 -1.07 -0.09 -0.88 0.409278 0.546359 -6.83
247293_at putative protein similar to unknown --- AT5G64510 -1.27 -0.34 -0.88 0.409379 0.546461 -6.83
263443_at putative fatty acid elongase  ;suppo KCS12 AT2G28630 -1.32 -0.40 -0.88 0.409512 0.546607 -6.83
252222_at  putative protein various predicted p--- AT3G49840 / -1.16 -0.21 -0.88 0.409599 0.546691 -6.83
256875_at  cytochrome P450, putative contain CYP71B37 AT3G26330 -1.08 -0.11 -0.88 0.409665 0.546748 -6.83
262771_at hypothetical protein predicted by ge--- AT1G13200 -1.09 -0.12 -0.88 0.409891 0.547017 -6.83
258630_at  putative CCHC-type zinc finger pro --- AT3G02820 -1.11 -0.15 -0.88 0.409952 0.547066 -6.83
246982_s_aunknown protein --- AT2G10560 / 1.16 0.21 0.88 0.410165 0.547318 -6.83
259890_at inner mitochondrial membrane proteATTIM23-2 AT1G72750 1.13 0.18 0.88 0.41019 0.54732 -6.83
265294_at Mutator-like transposase similar to  --- --- -1.08 -0.11 -0.88 0.410297 0.547431 -6.83
264760_at  syntaxin-related protein Nt-syr1, puSYP124 AT1G61290 -1.10 -0.14 -0.88 0.41078 0.548043 -6.83
255976_at hypothetical protein predicted by ge--- AT1G22010 -1.07 -0.09 -0.88 0.410812 0.548054 -6.83
256591_at hypothetical protein --- AT3G31910 -1.05 -0.08 -0.88 0.410839 0.548058 -6.83
246520_at  putative protein RING-H2 finger pro--- AT5G15790 1.06 0.09 0.88 0.410889 0.548093 -6.83
250084_at unknown protein SDG40 AT5G17240 -1.11 -0.15 -0.88 0.411033 0.548252 -6.83
266750_s_aputative pectinesterase VGDH1 AT2G47030 / 1.06 0.09 0.88 0.411123 0.54834 -6.83
256959_at  methyltransferase, putative   --- AT3G13440 1.06 0.08 0.88 0.41118 0.548382 -6.83
248225_at unknown protein --- AT5G53740 -1.07 -0.10 -0.88 0.411203 0.548382 -6.83
254647_at hypothetical protein --- AT4G18540 1.06 0.08 0.88 0.411419 0.548639 -6.83
254705_at putative protein  ; supported by cDN--- AT4G17870 -1.12 -0.16 -0.88 0.411467 0.548671 -6.83
247153_at receptor protein kinase-like protein BAM1 AT5G65700 -1.16 -0.21 -0.88 0.411597 0.548811 -6.83
248113_at wax synthase-like protein --- AT5G55360 -1.08 -0.11 -0.88 0.411697 0.548873 -6.83
254871_at  Srw1 -like protein WD repeat prote CCS52A2 AT4G11920 -1.06 -0.08 -0.87 0.411714 0.548873 -6.83
253154_at  putative protein predicted protein, A--- AT4G35710 -1.08 -0.11 -0.87 0.411715 0.548873 -6.83
262097_at hypothetical protein predicted by ge--- AT1G55990 -1.07 -0.10 -0.87 0.411936 0.549116 -6.84
245086_at putative translation initiation factor --- AT2G39820 1.07 0.09 0.87 0.411945 0.549116 -6.84
264558_at putative protein kinase Similar to cd--- AT1G09600 -1.06 -0.09 -0.87 0.411999 0.549156 -6.84



245297_at hypothetical protein ; supported by c--- AT4G16510 -1.09 -0.12 -0.87 0.412164 0.549344 -6.84
255577_at  putative hypoersensitive response --- AT4G01410 -1.27 -0.35 -0.87 0.412288 0.549476 -6.84
253626_at  F-box protein family, AtFBL19 cont --- AT4G30640 -1.12 -0.17 -0.87 0.412686 0.549975 -6.84
262961_at  exonuclease, putative similar to 5'-3XRN4 AT1G54490 1.07 0.10 0.87 0.41273 0.549993 -6.84
264950_at  peroxidase, putative similar to pero--- AT1G77100 -1.07 -0.10 -0.87 0.412762 0.549993 -6.84
252460_at  putative protein predicted protein, A--- --- 1.05 0.08 0.87 0.412772 0.549993 -6.84
256576_at  zinc finger protein (PMZ), putative iPMZ AT3G28210 1.26 0.33 0.87 0.412811 0.550013 -6.84
264961_at unknown protein contains similarity PRAF1 AT1G76950 -1.16 -0.21 -0.87 0.413045 0.550289 -6.84
251247_at hypothetical protein --- AT3G62140 1.09 0.12 0.87 0.413067 0.550289 -6.84
257567_at hypothetical protein predicted by ge--- AT3G23930 1.05 0.07 0.87 0.413111 0.550316 -6.84
253318_at  extensin-like protein extensin-like p--- AT4G33970 1.06 0.08 0.87 0.413146 0.55033 -6.84
259749_at putative ribose 5-phosphate isomer RSW10 AT1G71100 -1.16 -0.21 -0.87 0.413296 0.550498 -6.84
264284_at  protein kinase, putative similar to p --- AT1G61860 -1.07 -0.10 -0.87 0.413364 0.550556 -6.84
263302_at hypothetical protein predicted by ge--- --- 1.06 0.08 0.87 0.413405 0.550579 -6.84
262213_at hypothetical protein predicted by ge--- AT1G74870 1.10 0.13 0.87 0.413455 0.550612 -6.84
264844_at putative glycosylation enzyme  ; sup--- AT1G03520 1.10 0.13 0.87 0.413512 0.550612 -6.84
257237_at  DNA nick sensor, putative contains--- AT3G14890 -1.20 -0.26 -0.87 0.413539 0.550612 -6.84
246204_at putative protein ; supported by cDN --- AT4G37020 -1.07 -0.10 -0.87 0.413559 0.550612 -6.84
266011_at unknown protein --- AT2G37440 1.07 0.10 0.87 0.41356 0.550612 -6.84
254596_at  putative protein proline-rich protein --- AT4G18975 1.07 0.10 0.87 0.413575 0.550612 -6.84
246158_at Expressed protein ; supported by fu--- AT5G19855 -1.12 -0.16 -0.87 0.41361 0.550627 -6.84
258071_s_aunknown protein --- AT3G26070 / -1.11 -0.15 -0.87 0.413741 0.550693 -6.84
247224_at MADS box transcription factor-like pMAF5 AT5G65080 -1.12 -0.17 -0.87 0.413742 0.550693 -6.84
256408_at hypothetical protein --- AT1G66610 -1.09 -0.12 -0.87 0.413744 0.550693 -6.84
263185_at  transport protein, putative similar to--- AT1G05520 1.06 0.08 0.87 0.413756 0.550693 -6.84
264181_at  ubiquitin, putative similar to ubiquitiUBQ13 AT1G65350 1.06 0.08 0.87 0.413831 0.550761 -6.84
249784_at putative protein similar to unknown --- AT5G24280 1.11 0.14 0.87 0.413872 0.550783 -6.84
265155_at  putative major latex protein type 1 s--- AT1G30990 -1.07 -0.10 -0.87 0.413897 0.550784 -6.84
265592_at hypothetical protein predicted by ge--- AT2G20110 1.08 0.11 0.87 0.414071 0.550984 -6.84
249062_at putative protein contains similarity to--- AT5G44270 -1.08 -0.11 -0.87 0.414143 0.551047 -6.84
255183_at hypothetical protein --- AT4G08140 -1.08 -0.12 -0.87 0.414176 0.551058 -6.84
266498_at 1-aminocyclopropane-1-carboxylate--- AT2G06960 -1.07 -0.10 -0.87 0.414199 0.551058 -6.84
256233_at ankyrin-like protein contains Pfam pITN1 AT3G12360 -1.06 -0.09 -0.87 0.414477 0.551395 -6.84
267326_at putative RNA-binding protein --- AT2G19380 1.08 0.11 0.87 0.414515 0.551414 -6.84
250507_at putative protein similar to unknown --- AT5G09940 1.07 0.09 0.87 0.414548 0.551425 -6.84



261155_at unknown protein ;supported by full-l--- AT1G04960 1.08 0.12 0.87 0.414622 0.55148 -6.84
254372_at  putative protein predicted proteins, --- AT4G21620 -1.15 -0.20 -0.87 0.414638 0.55148 -6.84
263269_at En/Spm-like transposon protein rela--- --- 1.07 0.09 0.87 0.414666 0.551486 -6.84
267501_at unknown protein --- AT2G45540 -1.09 -0.13 -0.87 0.414771 0.551593 -6.84
266030_x_ahypothetical protein predicted by ge--- --- -1.08 -0.11 -0.87 0.414813 0.551617 -6.84
254595_at floral homeotic protein agamous (AGAG AT4G18960 -1.06 -0.08 -0.87 0.414868 0.551638 -6.84
255790_at hypothetical protein predicted by ge--- AT2G33560 -1.07 -0.10 -0.87 0.414877 0.551638 -6.84
261430_at hypothetical protein predicted by ge--- AT1G18830 -1.10 -0.13 -0.87 0.41508 0.551876 -6.84
257180_at  sun protein (fmu protein), putative s--- AT3G13180 1.09 0.13 0.87 0.41514 0.551924 -6.84
252873_at  putative protein myosin heavy chai --- AT4G40020 1.08 0.11 0.87 0.415265 0.552046 -6.84
245061_at hypothetical protein ;supported by fuRCA AT2G39730 -1.06 -0.08 -0.87 0.415281 0.552046 -6.84
260207_at putative phosphoglucomutase simila--- AT1G70730 1.10 0.14 0.87 0.415326 0.552073 -6.84
259035_at hypothetical protein predicted by ge--- AT3G09430 -1.06 -0.09 -0.87 0.415462 0.552173 -6.84
256066_at hypothetical protein similar to hypot --- AT1G06980 -1.22 -0.28 -0.87 0.415464 0.552173 -6.84
254946_at  putative protein proline-rich protein --- AT4G10950 -1.07 -0.10 -0.87 0.415474 0.552173 -6.84
252168_at  putative protein pir7a protein - OryzMES10 AT3G50440 -1.25 -0.32 -0.87 0.415678 0.552409 -6.84
264250_at  gamma glutamyl hydrolase, putativATGGH2 AT1G78680 1.08 0.11 0.87 0.4157 0.552409 -6.84
246737_at putative protein --- AT5G27710 1.14 0.19 0.87 0.415789 0.552496 -6.84
246497_at putative protein hypothetical protein--- AT5G16220 -1.14 -0.19 -0.87 0.415853 0.552549 -6.84
257921_at  hypothetical protein contains Pfam --- AT3G23270 -1.06 -0.08 -0.87 0.415882 0.552555 -6.84
259088_at  unknown protein, contains TNFR/N--- AT3G04970 -1.11 -0.15 -0.87 0.416109 0.552825 -6.84
259557_at hypothetical protein WAK4 AT1G21210 1.06 0.09 0.87 0.416258 0.552991 -6.84
252806_at putative protein --- AT3G42390 -1.07 -0.10 -0.87 0.416364 0.553091 -6.84
245829_at hypothetical protein predicted by ge--- AT1G57780 -1.07 -0.10 -0.87 0.416382 0.553091 -6.84
245035_at unknown protein similar to GP|2244ATARD3 AT2G26400 -1.18 -0.24 -0.87 0.416442 0.553121 -6.84
250849_at  putative protein NAC2, ArabidopsisNAC2 AT5G04410 1.07 0.10 0.87 0.416457 0.553121 -6.84
251436_at  putative protein hypothetical proteinARGOS AT3G59900 -1.39 -0.48 -0.87 0.416477 0.553121 -6.84
246372_at hypothetical protein predicted by ge--- AT1G51900 -1.07 -0.10 -0.87 0.416595 0.553237 -6.84
253983_at  putative protein SPF1 protein -IpomWRKY20 AT4G26640 -1.08 -0.12 -0.87 0.416614 0.553237 -6.84
251698_at putative protein --- AT3G56610 1.06 0.08 0.87 0.416652 0.553256 -6.84
262563_at  somatic embryogenesis receptor-likSERK2 AT1G34210 1.09 0.13 0.87 0.416746 0.553349 -6.84
251422_at  transport protein subunit - like S61B--- AT3G60540 1.18 0.24 0.86 0.416812 0.553394 -6.84
261966_x_ahypothetical protein similar to putati --- --- 1.07 0.09 0.86 0.416829 0.553394 -6.84
250058_at  plastid-specific ribosomal protein 6 PSRP6 AT5G17870 -1.09 -0.12 -0.86 0.416853 0.553394 -6.84
254504_at  putative protein RNPL, Homo sapie--- AT4G20030 1.12 0.16 0.86 0.41688 0.553398 -6.84



250843_at  putative RNA-binding protein astrocBTR1L AT5G04430 -1.06 -0.09 -0.86 0.416908 0.553403 -6.84
263476_at putative poly(ADP-ribose) glycohyd TEJ AT2G31870 1.06 0.09 0.86 0.416958 0.553437 -6.84
261209_at unknown protein ; supported by cDN--- AT1G12810 1.10 0.13 0.86 0.417139 0.553625 -6.84
261080_at proliferating cellular nuclear antigenPCNA1 AT1G07370 -1.32 -0.40 -0.86 0.417162 0.553625 -6.84
265606_s_aputative non-LTR retroelement reve--- AT3G09510 -1.07 -0.09 -0.86 0.417173 0.553625 -6.84
254338_s_a pectate lyase like protein pectate ly--- AT4G22080 / -1.06 -0.08 -0.86 0.417343 0.553791 -6.84
250738_at anthranilate synthase component I- ASA1 AT5G05730 1.24 0.32 0.86 0.417346 0.553791 -6.84
266018_at  putative preprotein translocase SECSCY1 AT2G18710 -1.06 -0.09 -0.86 0.417415 0.55385 -6.84
261924_at  peptide transporter, putative similar--- AT1G22550 -1.19 -0.25 -0.86 0.417497 0.553926 -6.84
266143_at Expressed protein ; supported by cD--- AT2G38905 -1.09 -0.12 -0.86 0.417558 0.553975 -6.84
262740_at  lipase, putative contains Pfam profi--- AT1G28590 1.07 0.10 0.86 0.417794 0.554231 -6.85
255015_at  putative protein m6A methyltransfeEMB1691 AT4G09980 1.11 0.16 0.86 0.417799 0.554231 -6.85
249789_at putative protein similar to unknown --- AT5G24340 1.08 0.12 0.86 0.417859 0.554278 -6.85
266154_at putative cytochrome p450 --- AT2G12190 1.11 0.15 0.86 0.417906 0.554308 -6.85
259963_at  phosphate/phosphoenolpyruvate tr --- AT1G53660 -1.07 -0.10 -0.86 0.417968 0.554357 -6.85
257569_at hypothetical protein --- AT3G26350 -1.10 -0.14 -0.86 0.418033 0.554412 -6.85
262286_at Expressed protein ; supported by fu--- AT1G68585 1.15 0.21 0.86 0.41829 0.554712 -6.85
255630_at putative phosphoribosylanthranilate --- AT4G00700 1.74 0.80 0.86 0.418307 0.554712 -6.85
256271_at unknown protein --- AT3G12140 1.10 0.14 0.86 0.418394 0.554794 -6.85
251405_at  plasma membrane H+-ATPase - likAHA7 AT3G60330 -1.06 -0.09 -0.86 0.418464 0.554854 -6.85
244992_s_aribosomal protein S7 --- --- -1.08 -0.11 -0.86 0.418744 0.55518 -6.85
256985_at  myb-related protein 5 identical to GATMYB5 AT3G13540 -1.10 -0.13 -0.86 0.41878 0.55518 -6.85
261090_at  protein kinase, putative contains Pf--- AT1G07560 -1.08 -0.12 -0.86 0.418782 0.55518 -6.85
259183_at hypothetical protein similar to putati --- AT3G01580 1.10 0.14 0.86 0.418807 0.555181 -6.85
262153_at unknown protein --- AT1G52710 -1.06 -0.08 -0.86 0.418909 0.555273 -6.85
249437_at putative protein predicted proteins - --- AT5G39990 1.09 0.12 0.86 0.418925 0.555273 -6.85
245360_at naringenin 3-dioxygenase like prote--- AT4G16330 1.07 0.10 0.86 0.418964 0.555291 -6.85
257453_at hypothetical protein predicted by ge--- AT1G65130 -1.08 -0.11 -0.86 0.418994 0.555299 -6.85
263515_at unknown protein --- AT2G21640 1.27 0.34 0.86 0.419291 0.55566 -6.85
255191_at may be a pseudogene --- --- -1.06 -0.08 -0.86 0.41936 0.555719 -6.85
248925_at GDSL-motif lipase/hydrolase-like pr --- AT5G45910 -1.09 -0.12 -0.86 0.419454 0.555788 -6.85
263873_at unknown protein predicted by gensc--- AT2G21860 1.09 0.12 0.86 0.419461 0.555788 -6.85
248206_at unknown protein --- AT5G54350 -1.09 -0.12 -0.86 0.419523 0.55583 -6.85
248653_at disease resistance protein-like --- AT5G49290 -1.07 -0.10 -0.86 0.419541 0.55583 -6.85
266386_at putative homeodomain transcriptionHDG3 AT2G32370 -1.08 -0.11 -0.86 0.419608 0.555886 -6.85



246734_at  putative protein WRN (Werner syndRECQSIM AT5G27680 -1.07 -0.09 -0.86 0.419658 0.555921 -6.85
260576_at putative FCA-related protein --- AT2G47310 -1.10 -0.13 -0.86 0.419709 0.555956 -6.85
253210_at  putative protein predicted protein, AMTN2 AT4G34840 -1.07 -0.10 -0.86 0.419875 0.556117 -6.85
250841_at  putative protein CGI-01 protein, Ho--- AT5G04610 1.13 0.17 0.86 0.41989 0.556117 -6.85
257134_at hypothetical protein similar to oxido --- AT3G12870 -1.09 -0.12 -0.86 0.419904 0.556117 -6.85
245653_at heat shock transcription factor like pFBD1 AT4G13985 -1.07 -0.10 -0.86 0.420095 0.55631 -6.85
252028_at hypothetical protein --- AT3G52640 -1.12 -0.17 -0.86 0.4201 0.55631 -6.85
252963_at putative protein --- AT4G38820 -1.06 -0.09 -0.86 0.420123 0.55631 -6.85
246069_at zinc finger protein  ;supported by fu --- AT5G20220 -1.12 -0.17 -0.86 0.420442 0.5567 -6.85
266337_at putative ligand-gated ion channel suATGLR3.5 AT2G32390 1.07 0.09 0.86 0.420701 0.557012 -6.85
249043_at berberine bridge enzyme --- AT5G44360 -1.05 -0.08 -0.86 0.420922 0.557272 -6.85
248415_at unknown protein --- AT5G51620 1.06 0.09 0.86 0.421008 0.557353 -6.85
249228_at SKP1/ASK1 (At2) identical to UIP2 ASK2 AT5G42190 -1.10 -0.13 -0.86 0.421045 0.55737 -6.85
259195_at hypothetical protein predicted by ge--- AT3G01730 -1.08 -0.11 -0.86 0.421111 0.557424 -6.85
266659_at putative poly(A) polymerase  ; supp --- AT2G25850 -1.07 -0.10 -0.86 0.42118 0.557484 -6.85
267184_at unknown protein  ; supported by cDASHH3 AT2G44150 -1.06 -0.09 -0.86 0.421239 0.557529 -6.85
262329_at hypothetical protein similar to hypot --- AT1G64090 -1.06 -0.08 -0.86 0.421332 0.557599 -6.85
262183_at unknown protein --- AT1G77890 1.07 0.09 0.86 0.42134 0.557599 -6.85
257989_at unknown protein ; supported by cDNVPS9A AT3G19770 1.07 0.10 0.86 0.421414 0.55766 -6.85
262425_at hypothetical protein predicted by ge--- AT1G47660 -1.06 -0.09 -0.86 0.421436 0.55766 -6.85
260282_at putative N-terminal acetyltransferasEMB2753 AT1G80410 1.07 0.10 0.86 0.421471 0.557675 -6.85
266527_at hypothetical protein predicted by ge--- --- -1.09 -0.12 -0.86 0.421506 0.557689 -6.85
247296_at unknown protein  ;supported by full---- AT5G64160 -1.09 -0.13 -0.86 0.421938 0.558228 -6.85
251979_at  caffeic acid O-methyltransferase - l LUT1 AT3G53130 / 1.07 0.10 0.85 0.421973 0.558241 -6.85
248277_at ABC transporter-like protein --- AT5G52860 -1.09 -0.12 -0.85 0.422013 0.558262 -6.85
265049_at  jasmonate inducible protein, putativ--- AT1G52060 -1.06 -0.08 -0.85 0.422146 0.558406 -6.85
255396_at hypothetical protein --- --- -1.06 -0.09 -0.85 0.422345 0.558637 -6.85
246518_at  acetyltransferase-like protein GlucoAtGNA1 AT5G15770 1.07 0.09 0.85 0.422484 0.558788 -6.85
250722_at unknown protein  ;supported by full---- AT5G06190 1.12 0.16 0.85 0.422558 0.558848 -6.85
251474_at  putative protein diphthamide synthe--- AT3G59630 1.07 0.10 0.85 0.422578 0.558848 -6.85
256303_at  disease resistance protein, putative--- AT1G69550 1.09 0.12 0.85 0.422875 0.559207 -6.85
253972_at  putative protein Uvi31, SchizosacchCPSUFE AT4G26500 -1.05 -0.07 -0.85 0.422939 0.559261 -6.85
252979_at Expressed protein ; supported by fu--- AT4G38225 -1.12 -0.16 -0.85 0.422985 0.559289 -6.85
255049_at gibberellin-regulated protein GASA2GASA2 AT4G09610 -1.06 -0.08 -0.85 0.423072 0.559371 -6.85
245209_at  putative protein similarity to predict --- AT5G12340 -1.27 -0.35 -0.85 0.423301 0.559642 -6.85



260503_at  proteasome, 30 kda subunit (ec 3.4PAF2 AT1G47250 -1.07 -0.10 -0.85 0.423565 0.559959 -6.86
267027_at hypothetical protein --- AT2G38330 -1.10 -0.13 -0.85 0.423741 0.560138 -6.86
263493_at putative ATP-dependent RNA helica--- AT2G42520 1.10 0.14 0.85 0.42375 0.560138 -6.86
253062_at  putative protein predicted protein, ANPY5 AT4G37590 -1.20 -0.26 -0.85 0.423813 0.56016 -6.86
250809_at putative protein contains similarity to--- AT5G05140 -1.16 -0.21 -0.85 0.423831 0.56016 -6.86
255205_at putative transposon protein --- --- -1.05 -0.07 -0.85 0.423841 0.56016 -6.86
250547_at asparaginase  ; supported by cDNA--- AT5G08100 1.07 0.10 0.85 0.424155 0.560518 -6.86
260117_at  AIG1-like protein similar to AIG1 pr --- AT1G33950 -1.05 -0.07 -0.85 0.424161 0.560518 -6.86
266754_at hypothetical protein --- AT2G46980 -1.09 -0.13 -0.85 0.424225 0.560556 -6.86
250956_at putative protein --- AT5G03210 1.11 0.15 0.85 0.424238 0.560556 -6.86
264650_at putative transcription factor Similar NF-YC9 AT1G08970 -1.07 -0.10 -0.85 0.424412 0.560753 -6.86
266455_at putative bHLH transcription factor --- AT2G22760 -1.17 -0.23 -0.85 0.42446 0.560784 -6.86
248236_at putative protein contains similarity to--- AT5G53870 -1.36 -0.45 -0.85 0.424506 0.560805 -6.86
265870_at hypothetical protein predicted by gePDLP6 AT2G01660 1.06 0.09 0.85 0.424528 0.560805 -6.86
265353_at unknown protein  ;supported by full---- AT2G16800 1.06 0.08 0.85 0.42455 0.560805 -6.86
250493_at  putative protein various predicted p--- AT5G09800 1.55 0.63 0.85 0.424966 0.561316 -6.86
261939_at  cytochrome c oxidase subunit, putaCOX6B AT1G22450 -1.10 -0.13 -0.85 0.424986 0.561316 -6.86
265124_at hypothetical protein similar to putati --- AT1G55430 -1.08 -0.11 -0.85 0.425124 0.561466 -6.86
262541_at hypothetical protein contains similar--- --- -1.06 -0.08 -0.85 0.425238 0.561581 -6.86
256749_at hypothetical protein similar to putati --- --- -1.06 -0.09 -0.85 0.42526 0.561581 -6.86
247294_at putative protein similar to unknown XRCC2 AT5G64520 -1.06 -0.09 -0.85 0.42531 0.561588 -6.86
257531_at  putative RNA-binding protein conta--- AT3G07250 -1.06 -0.08 -0.85 0.425315 0.561588 -6.86
244952_at hypothetical protein --- --- 1.08 0.11 0.85 0.425348 0.561599 -6.86
255492_at  hypothetical protein similar to A. thaEOL1 AT4G02680 1.07 0.10 0.85 0.425409 0.561647 -6.86
250492_at  putative protein Requiem protein, XATXR5 AT5G09790 -1.07 -0.10 -0.85 0.425473 0.561688 -6.86
267473_at hypothetical protein predicted by ge--- AT2G02750 1.07 0.10 0.85 0.425489 0.561688 -6.86
250901_at putative protein  ; supported by cDNRABC2A AT5G03530 -1.25 -0.33 -0.85 0.425529 0.561708 -6.86
247217_s_aMADS box transcription factors-like MAF3 AT5G65050 / -1.06 -0.08 -0.85 0.425613 0.561787 -6.86
258303_at hypothetical protein predicted by ge--- --- -1.06 -0.09 -0.85 0.425673 0.56183 -6.86
254804_at  putative protein putative oxidoreduc--- AT4G13010 -1.08 -0.11 -0.85 0.425704 0.56183 -6.86
251890_at SCARECROW1  ; supported by cD SCR AT3G54220 1.07 0.10 0.85 0.42572 0.56183 -6.86
251613_at hypothetical protein --- AT3G57960 -1.08 -0.12 -0.85 0.425768 0.561861 -6.86
248887_at Expressed protein ; supported by fu--- AT5G46115 -1.08 -0.10 -0.85 0.425949 0.562068 -6.86
267120_at hypothetical protein predicted by ge--- AT2G23530 1.08 0.11 0.85 0.426105 0.562241 -6.86
264868_at unknown protein --- AT1G24090 1.16 0.21 0.85 0.42642 0.562624 -6.86



254589_at hypothetical protein --- AT4G18850 -1.08 -0.11 -0.85 0.426515 0.562716 -6.86
267252_at hypothetical protein predicted by ge--- AT2G23100 1.07 0.10 0.85 0.426632 0.562839 -6.86
262083_at hypothetical protein predicted by ge--- AT1G56100 -1.07 -0.10 -0.85 0.426847 0.563089 -6.86
259651_at unknown protein --- AT1G55280 1.17 0.22 0.85 0.426888 0.563111 -6.86
251705_at  DNA-binding protein-like DNA-bindWRKY70 AT3G56400 -1.63 -0.70 -0.85 0.426963 0.563153 -6.86
262899_at  ABC transporter, putative similar toPEN3 AT1G59870 1.08 0.11 0.85 0.426969 0.563153 -6.86
260975_at  receptor-like serine/threonine kinas--- AT1G53430 1.19 0.26 0.85 0.427037 0.56321 -6.86
249995_at  protein kinase -like protein protein k--- AT5G18610 -1.06 -0.08 -0.85 0.427115 0.56328 -6.86
259921_at putative protein kinase similar to pro--- AT1G72540 1.30 0.37 0.84 0.427149 0.563292 -6.86
255751_at  terpene synthase family protein, pu--- AT1G31950 1.08 0.11 0.84 0.427193 0.563318 -6.86
249355_at hypothetical protein --- AT5G40500 1.06 0.09 0.84 0.427259 0.563372 -6.86
244998_at RNA polymerase beta' subunit-1 --- --- 1.10 0.13 0.84 0.427347 0.563431 -6.86
262016_at unknown protein --- --- -1.05 -0.08 -0.84 0.427353 0.563431 -6.86
264563_s_aunknown protein --- AT1G55750 / 1.08 0.11 0.84 0.427536 0.563631 -6.86
245849_at  leukotriene-A4 hydrolase-like prote --- AT5G13520 -1.16 -0.21 -0.84 0.427554 0.563631 -6.86
260147_at putative oxidoreductase similar to  a--- AT1G52790 1.06 0.09 0.84 0.427688 0.563772 -6.86
253728_at  putative protein unknown protein ch--- AT4G29410 1.12 0.16 0.84 0.427711 0.563772 -6.86
253016_at  putative protein partial LG127/30 g --- AT4G37950 -1.05 -0.07 -0.84 0.427811 0.563858 -6.86
246533_at putative protein --- AT5G15880 -1.09 -0.13 -0.84 0.427825 0.563858 -6.86
256306_at  lipase, putative contains Pfam profi--- AT1G30370 1.62 0.69 0.84 0.427874 0.563889 -6.86
263883_at hypothetical protein predicted by ge--- AT2G21830 1.07 0.10 0.84 0.427942 0.563947 -6.86
256600_at hypothetical protein predicted by ge--- AT3G14850 -1.26 -0.33 -0.84 0.428008 0.564002 -6.86
246791_at  putative protein predicted proteins, --- AT5G27280 -1.08 -0.11 -0.84 0.428187 0.564205 -6.86
256166_at hypothetical protein --- AT1G36920 -1.06 -0.08 -0.84 0.428491 0.564572 -6.86
255545_at  putative polygalacturonidase simila--- AT4G01890 -1.06 -0.09 -0.84 0.428541 0.564605 -6.86
257018_at unknown protein --- AT3G19630 1.07 0.10 0.84 0.428618 0.564675 -6.86
258488_at unknown protein  ;supported by full---- AT3G02420 1.07 0.10 0.84 0.428894 0.564989 -6.86
266576_at hypothetical protein predicted by ge--- AT2G23940 1.07 0.09 0.84 0.428906 0.564989 -6.86
256995_at  protein kinase, putative contains sim--- AT3G25840 1.08 0.11 0.84 0.42899 0.565057 -6.86
251061_at  putative protein hypothetical protein--- AT5G01830 -1.18 -0.24 -0.84 0.429007 0.565057 -6.86
251097_at  receptor like protein kinase receptoLECRKA4.3AT5G01560 1.30 0.38 0.84 0.429174 0.565227 -6.86
267140_at putative GT-1-like transcription facto--- AT2G38250 1.13 0.18 0.84 0.429186 0.565227 -6.86
257208_at hypothetical protein predicted by ge--- AT3G14910 -1.10 -0.14 -0.84 0.429309 0.565356 -6.86
262147_at  phospholipase D1, putative similar PLDALPHAAT1G52570 -1.06 -0.09 -0.84 0.429399 0.565443 -6.86
257220_at  MYB family transcription factor (AtmATMYB21 AT3G27810 -1.08 -0.12 -0.84 0.429537 0.565592 -6.87



251346_at  putative protein hypothetical protein--- AT3G60980 -1.07 -0.10 -0.84 0.429616 0.565662 -6.87
264010_at putative disease resistance respons--- AT2G21100 -1.11 -0.16 -0.84 0.429749 0.565806 -6.87
251909_at  putative protein initiator-binding proTRFL4 AT3G53790 -1.08 -0.11 -0.84 0.429858 0.565916 -6.87
256962_at  glucan endo-1,3-beta-glucosidase --- AT3G13560 1.20 0.26 0.84 0.429913 0.565955 -6.87
260569_at  putative signal recognition particle --- AT2G43640 -1.08 -0.11 -0.84 0.430012 0.566053 -6.87
266128_at hypothetical protein predicted by geEMB2766 --- -1.07 -0.10 -0.84 0.430049 0.566058 -6.87
267233_s_aunknown protein --- AT2G43910 / 1.10 0.14 0.84 0.430065 0.566058 -6.87
249460_at  v-SNARE - like protein v-SNARE A--- AT5G39630 -1.07 -0.10 -0.84 0.430204 0.566208 -6.87
263323_at putative receptor-like protein kinase--- AT2G04300 1.07 0.10 0.84 0.430233 0.566213 -6.87
264499_at Expressed protein ; supported by fu--- AT1G30795 -1.08 -0.11 -0.84 0.43032 0.566276 -6.87
249717_at unknown protein  ;supported by full---- AT5G35730 -1.07 -0.09 -0.84 0.43033 0.566276 -6.87
252425_at  putative protein auxin-induced basiAtTCP14 AT3G47620 -1.11 -0.15 -0.84 0.430652 0.566667 -6.87
260104_x_ahypothetical protein predicted by ge--- AT1G35410 1.08 0.11 0.84 0.430749 0.566762 -6.87
247064_at putative protein contains similarity to--- AT5G66890 1.13 0.17 0.84 0.430779 0.566769 -6.87
258666_at hypothetical protein KOB1 AT3G08550 -1.07 -0.09 -0.84 0.430875 0.566863 -6.87
257116_at  arginine methyltransferase, putativePRMT6 AT3G20020 1.08 0.11 0.84 0.431038 0.567032 -6.87
257966_at unknown protein  ;supported by full---- AT3G19800 -1.10 -0.14 -0.84 0.431054 0.567032 -6.87
265806_at putative auxin-regulated protein --- AT2G18010 -1.23 -0.30 -0.84 0.431226 0.567226 -6.87
256246_at  betaine aldehyde dehydrogenase, ALDH22a1 AT3G66658 1.09 0.13 0.84 0.431301 0.567292 -6.87
262352_at hypothetical protein similar to hypot --- --- -1.12 -0.17 -0.84 0.431334 0.567302 -6.87
255684_at putative glycosylasparaginase --- AT4G00590 -1.11 -0.14 -0.84 0.431374 0.567323 -6.87
260115_at  AIG1-like protein similar to AIG1 pr --- AT1G33870 -1.08 -0.11 -0.84 0.431422 0.567353 -6.87
261340_at hypothetical protein predicted by geAPUM9 AT1G35730 -1.08 -0.11 -0.84 0.431547 0.567484 -6.87
250499_at  beta-xylosidase - like protein beta-xBXL3 AT5G09730 1.07 0.09 0.84 0.431574 0.567488 -6.87
249504_at  disease resistance protein - like dis--- AT5G38850 1.15 0.20 0.84 0.431618 0.567512 -6.87
256080_at  high mobility group protein (HMG1)--- AT1G20690 -1.06 -0.08 -0.84 0.431656 0.56753 -6.87
262222_at unknown protein TRZ1 AT1G74700 1.07 0.10 0.84 0.431721 0.567583 -6.87
262318_at putative hypersensitivity-related pro --- AT1G27620 -1.07 -0.10 -0.84 0.431876 0.567754 -6.87
260116_at  AIG1 identical to AIG1 (exhibits RPAIG1 AT1G33960 -1.06 -0.09 -0.84 0.432028 0.567921 -6.87
263891_at putative glucan synthase GSL8 AT2G36850 -1.06 -0.09 -0.84 0.432157 0.568033 -6.87
260396_at putative heme oxygenase similar to ho3 AT1G69720 -1.12 -0.16 -0.84 0.432163 0.568033 -6.87
262378_at  CCAAT-binding factor B subunit hoNF-YA3 AT1G72830 1.10 0.13 0.84 0.432259 0.568124 -6.87
265095_at  putative cruciferin 12S seed storag CRU2 AT1G03880 -1.07 -0.10 -0.84 0.432283 0.568124 -6.87
264092_at  photosystem II polypeptide, putativ PSBR AT1G79040 / 1.06 0.09 0.83 0.432365 0.568199 -6.87
259751_at putative transcription factor similar tMYBL2 AT1G71030 -1.07 -0.10 -0.83 0.432398 0.56821 -6.87



265582_at putative RING zinc finger protein --- AT2G20030 1.08 0.11 0.83 0.432531 0.568353 -6.87
266765_at putative inorganic pyrophosphataseAtPPa3 AT2G46860 -1.06 -0.08 -0.83 0.432728 0.568566 -6.87
247036_at putative protein contains similarity to--- AT5G67130 1.10 0.13 0.83 0.432792 0.568566 -6.87
252142_at  putative protein hypothetical protein--- AT3G51120 1.08 0.12 0.83 0.43281 0.568566 -6.87
249041_at male sterility MS5; pollenless3 --- AT5G44330 -1.07 -0.10 -0.83 0.432822 0.568566 -6.87
260118_s_ahypothetical protein predicted by ge--- AT1G33940 / 1.09 0.13 0.83 0.432836 0.568566 -6.87
252453_at putative RNA-binding protein variou--- AT3G47120 -1.06 -0.08 -0.83 0.432843 0.568566 -6.87
251430_at  putative protein hypothetical protein--- AT3G60110 1.07 0.10 0.83 0.432927 0.568643 -6.87
266647_at hypothetical protein predicted by gra--- AT2G25870 -1.09 -0.13 -0.83 0.433126 0.568849 -6.87
255192_at hypothetical protein --- AT4G07380 1.06 0.09 0.83 0.433133 0.568849 -6.87
263653_at putative ethylene receptor (ERS2) EERS2 AT1G04310 1.09 0.12 0.83 0.433332 0.569077 -6.87
244905_at hypothetical protein --- --- -1.07 -0.10 -0.83 0.433389 0.569119 -6.87
254057_at putative protein  ;supported by full-le--- AT4G25170 -1.13 -0.18 -0.83 0.433452 0.569158 -6.87
261703_at  OsNAC7 protein, putative similar toANAC012 AT1G32770 -1.06 -0.09 -0.83 0.433497 0.569158 -6.87
256264_at unknown protein ; supported by full---- AT3G12210 -1.10 -0.14 -0.83 0.433515 0.569158 -6.87
258231_at hypothetical protein contains Pfam pRCK AT3G27730 -1.06 -0.08 -0.83 0.433518 0.569158 -6.87
248026_at putative protein similar to unknown --- AT5G55710 -1.08 -0.11 -0.83 0.433547 0.569164 -6.87
246698_at putative protein --- --- -1.06 -0.09 -0.83 0.433597 0.569196 -6.87
249653_at  putative protein REPLICATION PR--- --- -1.06 -0.09 -0.83 0.433633 0.56921 -6.87
262388_at unknown protein --- AT1G49320 -1.07 -0.10 -0.83 0.433771 0.569359 -6.87
246905_at putative protein  ;supported by full-le--- AT5G25570 1.15 0.20 0.83 0.433808 0.569374 -6.87
261645_at hypothetical protein similar to hypot --- --- 1.06 0.09 0.83 0.434061 0.569673 -6.87
256136_s_a lectin receptor kinase, putative sim --- AT1G48720 1.06 0.08 0.83 0.434093 0.569684 -6.87
248407_at pectinesterase --- AT5G51500 -1.06 -0.09 -0.83 0.434297 0.569918 -6.87
249414_at putative transcription factor MYB89 MYB89 AT5G39700 1.07 0.10 0.83 0.434333 0.569932 -6.87
251180_at  putative protein hypothetical protein--- AT3G62640 1.11 0.15 0.83 0.434457 0.570062 -6.87
261473_at hypothetical protein similar to putati --- AT1G14490 -1.13 -0.17 -0.83 0.434668 0.570307 -6.87
253513_at  peroxidase - like protein peroxidase--- AT4G31760 -1.06 -0.08 -0.83 0.434709 0.570327 -6.87
252290_at  putative protein various predicted p--- AT3G49140 1.08 0.11 0.83 0.434893 0.570536 -6.87
263505_s_ahypothetical protein --- AT2G07678 1.14 0.19 0.83 0.435005 0.57065 -6.87
251348_at  putative protein hypothetical protein--- AT3G61010 -1.10 -0.14 -0.83 0.435058 0.570675 -6.87
246870_at ferrochelatase-I FC1 AT5G26030 1.24 0.31 0.83 0.435074 0.570675 -6.87
259646_at  n-calpain-1 large subunit, putative sDEK1 AT1G55350 -1.06 -0.09 -0.83 0.435125 0.570709 -6.87
252827_at  cytochrome P450 - like protein cytoCYP79B2 AT4G39950 1.33 0.41 0.83 0.435245 0.570833 -6.87
251799_at  putative protein P59 PROTEIN (HS--- AT3G55520 -1.09 -0.13 -0.83 0.435392 0.570993 -6.87



257483_at hypothetical protein contains similarICK5 AT1G49620 1.07 0.10 0.83 0.435647 0.571295 -6.88
248375_at potassium/proton antiporter-like proKEA5 AT5G51710 -1.06 -0.08 -0.83 0.435698 0.5713 -6.88
245065_at unknown protein  ; supported by cD--- AT2G39750 1.06 0.08 0.83 0.435708 0.5713 -6.88
257026_at hypothetical protein predicted by ge--- AT3G19200 -1.07 -0.10 -0.83 0.435726 0.5713 -6.88
254258_at hypothetical protein TET5 AT4G23410 -1.08 -0.11 -0.83 0.435854 0.571435 -6.88
255840_at unknown protein --- AT2G33520 -1.10 -0.14 -0.83 0.43596 0.571542 -6.88
263557_at putative homeodomain transcriptionBLH7 AT2G16400 1.09 0.12 0.83 0.436034 0.571606 -6.88
249882_at putative protein contains similarity to--- AT5G22890 -1.06 -0.08 -0.83 0.436137 0.571699 -6.88
246195_at  E2, ubiquitin-conjugating enzyme 1UBC17 AT4G36410 1.31 0.39 0.83 0.436155 0.571699 -6.88
250474_at  annexin -like protein annexin (AnnAANNAT7 AT5G10230 -1.05 -0.08 -0.83 0.436187 0.571708 -6.88
249805_at putative protein similar to unknown --- AT5G23800 -1.06 -0.09 -0.83 0.4363 0.571823 -6.88
264039_at putative cold-regulated protein  ;sup--- AT2G03740 -1.06 -0.09 -0.83 0.436365 0.571844 -6.88
252448_at  beta-D-glucan exohydrolase - like p--- AT3G47050 -1.07 -0.10 -0.83 0.436366 0.571844 -6.88
247211_at unknown protein  ; supported by full--- AT5G64880 -1.13 -0.18 -0.83 0.436472 0.571931 -6.88
260019_at  polyprotein, putative simlar to GI:46--- --- -1.06 -0.08 -0.83 0.436483 0.571931 -6.88
256838_at  ADP-ribosylation factor, putative simATARFC1 AT3G22950 -1.08 -0.11 -0.83 0.436554 0.571992 -6.88
245072_s_aputative cytochrome P450 CYP81D7 AT2G23190 / 1.08 0.11 0.83 0.43685 0.572338 -6.88
252308_at  putative protein sugar transporter 2--- AT3G49310 1.06 0.09 0.83 0.43688 0.572338 -6.88
248054_at unknown protein --- AT5G55820 -1.10 -0.13 -0.83 0.436894 0.572338 -6.88
254172_at  clathrin coat assembly like protein c--- AT4G24550 -1.06 -0.08 -0.83 0.437 0.572444 -6.88
249576_at  putative protein predicted protein, A--- AT5G37690 -1.06 -0.08 -0.83 0.437087 0.572462 -6.88
267249_at hypothetical protein predicted by ge--- AT2G23040 -1.06 -0.08 -0.83 0.437088 0.572462 -6.88
267191_at similar to Mlo proteins from H. vulgaMLO15 AT2G44110 -1.10 -0.14 -0.83 0.437089 0.572462 -6.88
258623_at unknown protein  ; supported by cD--- AT3G02790 1.15 0.20 0.83 0.43712 0.57247 -6.88
248774_at unknown protein --- AT5G47830 -1.06 -0.09 -0.83 0.437236 0.572558 -6.88
252659_at putative protein --- AT3G44430 1.08 0.11 0.83 0.43724 0.572558 -6.88
252346_at hypothetical protein --- AT3G48650 -1.06 -0.08 -0.83 0.437262 0.572558 -6.88
266773_at hypothetical protein predicted by ge--- AT2G29040 -1.06 -0.09 -0.83 0.437369 0.572664 -6.88
245741_at hypothetical protein similar to unkno--- AT1G44120 -1.07 -0.10 -0.83 0.437409 0.572684 -6.88
255096_at  hypothetical protein similar to T21B--- --- -1.06 -0.09 -0.83 0.437547 0.572832 -6.88
256829_at unknown protein similar to aluminum--- AT3G22850 1.12 0.16 0.82 0.437644 0.572925 -6.88
260608_at putative polygalacturonase --- AT2G43870 1.70 0.77 0.82 0.437883 0.573206 -6.88
247611_at putative protein predicted proteins --- AT5G60710 1.06 0.08 0.82 0.437962 0.573277 -6.88
254586_at  TMV resistance protein N-like TMV--- AT4G19510 -1.08 -0.10 -0.82 0.438025 0.573326 -6.88
249587_at  putative protein copper homeostas --- AT5G37860 -1.05 -0.08 -0.82 0.438064 0.573344 -6.88



248582_at heat shock protein 70 (gb|AAF2763 CPHSC70-2AT5G49910 -1.13 -0.17 -0.82 0.43814 0.573411 -6.88
248130_at unknown protein --- AT5G54790 -1.06 -0.09 -0.82 0.438189 0.573442 -6.88
245791_at  defender against cell death protein ATDAD1 AT1G32210 1.08 0.11 0.82 0.438404 0.57369 -6.88
253587_at hypothetical protein --- AT4G30770 -1.07 -0.10 -0.82 0.438577 0.573884 -6.88
256643_at unknown protein similar to putative --- --- 1.07 0.09 0.82 0.438663 0.573963 -6.88
267247_at hypothetical protein predicted by ge--- AT2G30170 1.08 0.11 0.82 0.438709 0.573991 -6.88
AFFX-r2-At-  Arabidopsis thaliana /REF=U37281--- --- -1.06 -0.08 -0.82 0.438783 0.574031 -6.88
252777_at hypothetical protein --- AT3G42970 -1.06 -0.09 -0.82 0.43879 0.574031 -6.88
266678_at hypothetical protein predicted by gra--- AT2G25870 -1.06 -0.09 -0.82 0.438816 0.574032 -6.88
256993_at unknown protein  ; supported by cD--- AT3G28670 1.06 0.08 0.82 0.43886 0.574056 -6.88
262731_at hypothetical protein similar to gb|AFMC8 AT1G16420 1.62 0.70 0.82 0.439023 0.574236 -6.88
248986_at putative protein similar to unknown --- AT5G45170 -1.09 -0.12 -0.82 0.439083 0.574283 -6.88
247160_at putative protein contains similarity to--- AT5G65820 1.06 0.09 0.82 0.43922 0.574429 -6.88
260093_at  putative serine carboxypeptidase s scpl6 AT1G73270 -1.06 -0.09 -0.82 0.43927 0.574429 -6.88
265995_at hypothetical protein predicted by ge--- AT2G24140 1.06 0.09 0.82 0.439271 0.574429 -6.88
254373_at hypothetical protein  ;supported by f--- AT4G21730 -1.06 -0.09 -0.82 0.439357 0.574508 -6.88
262080_at unknown protein ; supported by cDNCW14 AT1G59650 1.09 0.13 0.82 0.439416 0.574553 -6.88
264197_at unknown protein Similar to hypothe ATSAC1 AT1G22620 1.05 0.08 0.82 0.439441 0.574553 -6.88
252621_at putative protein Ac-like transposase--- --- 1.07 0.10 0.82 0.439477 0.574567 -6.88
267332_at hypothetical protein predicted by ge--- AT2G19290 1.05 0.07 0.82 0.439716 0.574847 -6.88
263055_at unknown protein --- --- 1.06 0.08 0.82 0.439818 0.574947 -6.88
254314_at  extensin - like protein hybrid proline--- AT4G22470 1.57 0.65 0.82 0.439983 0.57513 -6.88
259635_at  purple acid phosphatase, putative sPAP6 AT1G56360 -1.07 -0.10 -0.82 0.440064 0.575203 -6.88
256642_at hypothetical protein similar to hypot --- AT3G32280 -1.06 -0.08 -0.82 0.440107 0.575225 -6.88
264873_at putative indole-3-acetate beta-glucoUGT74B1 AT1G24100 1.20 0.26 0.82 0.440243 0.575371 -6.88
248456_at putative protein similar to unknown --- AT5G51380 -1.05 -0.07 -0.82 0.440373 0.575508 -6.88
261437_at hypothetical protein predicted by geRAD51D AT1G07745 -1.07 -0.10 -0.82 0.440438 0.57556 -6.88
256790_at  ARR1 protein, putative similar to A ARR1 AT3G16857 -1.07 -0.10 -0.82 0.440536 0.575654 -6.88
245436_at membrane protein homolog --- AT4G16620 -1.07 -0.09 -0.82 0.440565 0.575659 -6.88
262776_at unknown protein EST gb|T22808 co--- AT1G13020 -1.08 -0.11 -0.82 0.440714 0.575812 -6.88
246342_at  putative protein male sterility proteiFAR6 AT3G56700 1.06 0.08 0.82 0.440733 0.575812 -6.88
246353_s_ahypothetical protein --- --- -1.06 -0.08 -0.82 0.440879 0.575971 -6.88
262965_at hypothetical protein predicted by ge--- AT1G54310 1.09 0.13 0.82 0.440993 0.576087 -6.88
260185_at hypothetical protein similar to hypot --- AT1G36030 -1.05 -0.07 -0.82 0.44116 0.576272 -6.88
267195_at putative protein kinase contains a p --- AT2G30940 -1.09 -0.13 -0.82 0.441364 0.576499 -6.88



247547_at putative protein --- AT5G61360 -1.11 -0.15 -0.82 0.441392 0.576499 -6.88
256709_at hypothetical protein predicted by ge--- --- 1.06 0.08 0.82 0.44141 0.576499 -6.88
267582_at putative protein kinase contains a p --- AT2G41970 -1.06 -0.09 -0.82 0.44146 0.576531 -6.88
264691_s_aputative reverse transcriptase --- --- -1.07 -0.09 -0.82 0.441577 0.576652 -6.88
246768_at putative protein hypothetical protein--- AT5G27400 -1.05 -0.07 -0.82 0.441798 0.576906 -6.89
250280_at  putative protein many predicted pro--- AT5G13230 1.08 0.11 0.82 0.441908 0.577018 -6.89
251426_at  URIDYLATE KINASE-like protein U--- AT3G60180 1.07 0.10 0.82 0.441959 0.577051 -6.89
255168_at  putative protein hypothetical protein--- --- -1.07 -0.10 -0.82 0.442036 0.577119 -6.89
AFFX-TrpnXB. subtilis /GEN=trpE, trpD /DB_XR--- --- -1.07 -0.10 -0.82 0.442085 0.577139 -6.89
264472_at hypothetical protein predicted by geSWEETIE AT1G67140 -1.09 -0.12 -0.82 0.442102 0.577139 -6.89
246229_at pectinesterase like protein sks15 AT4G37160 1.06 0.08 0.82 0.442142 0.577158 -6.89
263722_at putative vanadate resistance proteinGONST1 AT2G13650 1.07 0.10 0.82 0.442207 0.577209 -6.89
245463_at allergen like protein ATEXLB1 AT4G17030 1.15 0.21 0.82 0.442299 0.577296 -6.89
257564_at unknown protein --- AT3G28610 -1.10 -0.13 -0.82 0.442362 0.577311 -6.89
265560_at putative glycine-rich protein GRP-3 AT2G05520 1.06 0.09 0.82 0.44237 0.577311 -6.89
261888_at  ribosomal protein, putative similar t --- AT1G80800 1.07 0.10 0.82 0.442386 0.577311 -6.89
250907_at  putative protein predicted proteins, --- AT5G03670 1.06 0.08 0.82 0.442504 0.577376 -6.89
267360_at unknown protein  ;supported by full---- AT2G40060 -1.08 -0.11 -0.82 0.442504 0.577376 -6.89
250097_at putative protein similar to unknown --- AT5G17280 -1.08 -0.11 -0.82 0.442511 0.577376 -6.89
257410_at hypothetical protein similar to polykeemb2421 AT1G24340 1.09 0.13 0.82 0.442565 0.577413 -6.89
253432_at putative protein various predicted pr--- AT4G32450 1.06 0.08 0.82 0.442603 0.57743 -6.89
267124_at putative acetone-cyanohydrin lyase MES19 AT2G23570 -1.08 -0.10 -0.82 0.442728 0.577559 -6.89
262105_at  pectin esterase, putative similar to --- AT1G02810 -1.09 -0.12 -0.82 0.44279 0.577559 -6.89
254322_at hypothetical protein --- AT4G22600 -1.10 -0.14 -0.82 0.442804 0.577559 -6.89
253308_at  putative protein aminotransferase (AGD2 AT4G33680 -1.06 -0.09 -0.82 0.442804 0.577559 -6.89
254507_at  Glu-rich protein mature-parasite-inf--- AT4G20160 -1.06 -0.08 -0.82 0.442834 0.577565 -6.89
249373_at  putative protein vanilloid receptor g--- AT5G40670 -1.07 -0.10 -0.81 0.443033 0.577777 -6.89
252103_at  putative protein various predicted p--- AT3G51410 1.06 0.08 0.81 0.443047 0.577777 -6.89
248500_at unknown protein --- AT5G50410 1.08 0.11 0.81 0.443077 0.577784 -6.89
258486_at putative 40S ribosomal protein simil--- AT3G02560 1.17 0.23 0.81 0.443132 0.577823 -6.89
256197_at hypothetical protein --- --- -1.10 -0.13 -0.81 0.443196 0.577873 -6.89
258098_at hypothetical protein similar to kinesiKINESIN-12AT3G23670 -1.10 -0.14 -0.81 0.443227 0.57788 -6.89
262322_at hypothetical protein similar to hypot --- AT1G27590 1.08 0.11 0.81 0.443458 0.578148 -6.89
252579_at  putative protein hypothetical protein--- AT3G45510 -1.06 -0.08 -0.81 0.443624 0.578331 -6.89
260514_at hypothetical protein predicted by ge--- AT1G51480 1.06 0.09 0.81 0.443665 0.578352 -6.89



260758_at  endo-beta-1,4-glucanase, putative AtGH9C1 AT1G48930 -1.09 -0.12 -0.81 0.443742 0.578419 -6.89
257037_at  nuclear acid binding protein, putativATRBP47BAT3G19130 -1.14 -0.19 -0.81 0.443824 0.578493 -6.89
257090_at  protein kinase, putative contains Pf--- AT3G20530 -1.07 -0.10 -0.81 0.443864 0.578513 -6.89
255746_at  heat shock transcription factor, puta--- AT1G32020 -1.06 -0.08 -0.81 0.444234 0.578962 -6.89
267466_at putative GDSL-motif lipase/hydrolas--- AT2G19010 -1.06 -0.08 -0.81 0.444711 0.57955 -6.89
255335_at putative transposon protein --- --- 1.07 0.10 0.81 0.444765 0.579587 -6.89
257335_at hypothetical protein --- --- -1.06 -0.09 -0.81 0.444835 0.579615 -6.89
248154_at putative protein strong similarity to u--- AT5G54400 1.28 0.35 0.81 0.444838 0.579615 -6.89
249874_at putative protein contains similarity to--- AT5G23070 1.12 0.17 0.81 0.444996 0.579788 -6.89
248699_at putative protein similar to unknown ATZIP4 AT5G48390 -1.09 -0.13 -0.81 0.445112 0.579906 -6.89
251807_at methionyl-tRNA synthetase (AtcpMeOVA1 AT3G55400 1.08 0.12 0.81 0.445179 0.57996 -6.89
267407_at unknown protein MEE27 AT2G34880 -1.07 -0.10 -0.81 0.445263 0.580012 -6.89
261263_at  H-protein promoter binding factor-2--- AT1G26790 -1.05 -0.08 -0.81 0.445269 0.580012 -6.89
254661_at  unknown protein multidrug resistan--- AT4G18260 1.07 0.10 0.81 0.445339 0.58007 -6.89
257156_at hypothetical protein predicted by ge--- AT3G24260 1.06 0.08 0.81 0.44549 0.580233 -6.89
255355_at hypothetical protein --- --- -1.07 -0.10 -0.81 0.44562 0.580342 -6.89
250345_at subtilisin-like serine protease contai--- AT5G11940 -1.07 -0.10 -0.81 0.445642 0.580342 -6.89
256346_s_aunknown protein --- AT2G15040 1.05 0.07 0.81 0.445674 0.580342 -6.89
254540_s_a putative protein chitinase / lysozym--- AT4G19770 / -1.06 -0.08 -0.81 0.445675 0.580342 -6.89
262057_at unknown protein ;supported by full-l--- AT1G80040 1.07 0.09 0.81 0.445739 0.580357 -6.89
263399_at unknown protein ; supported by full---- AT2G31490 1.07 0.09 0.81 0.445742 0.580357 -6.89
252185_at putative protein --- AT3G50780 1.09 0.12 0.81 0.445763 0.580357 -6.89
267154_at glutathione S-transferase identical t GSTF10 AT2G30870 1.22 0.29 0.81 0.445905 0.580509 -6.89
256236_at hypothetical protein predicted by ge--- AT3G12350 1.08 0.11 0.81 0.446035 0.580634 -6.89
256431_s_aputative disease resistance protein AtRLP34 AT3G11010 / 1.14 0.18 0.81 0.446077 0.580634 -6.89
250567_at hypothetical protein --- AT5G08090 -1.07 -0.10 -0.81 0.446078 0.580634 -6.89
266286_at putative tropinone reductase --- AT2G29160 / -1.07 -0.10 -0.81 0.446309 0.580883 -6.89
257268_at unknown protein --- AT3G17450 1.10 0.13 0.81 0.446361 0.580883 -6.89
255251_at see GB:U95973 similar to a family o--- AT4G04980 -1.05 -0.08 -0.81 0.446363 0.580883 -6.89
255095_at MEKK1/MAP kinase kinase kinase  MEKK1 AT4G08500 -1.10 -0.14 -0.81 0.446371 0.580883 -6.89
258870_at putative NADP-dependent oxidored--- AT3G03080 1.07 0.10 0.81 0.44647 0.580942 -6.89
264427_at hypothetical protein predicted by ge--- AT1G61770 1.08 0.11 0.81 0.446493 0.580942 -6.89
254707_at  putative protein inositol polyphosphAT5PTASEAT4G18010 -1.18 -0.24 -0.81 0.446516 0.580942 -6.89
263614_at putative serpin --- AT2G25240 -1.09 -0.12 -0.81 0.446532 0.580942 -6.89
254216_at V-ATPase subunit G (vag2 gene) VAG2 AT4G23710 1.13 0.18 0.81 0.446544 0.580942 -6.89



263896_at hypothetical protein predicted by ge--- AT2G21930 -1.08 -0.11 -0.81 0.446645 0.580979 -6.89
259506_at  protein phosphatase type 2C, putat--- AT1G43900 1.06 0.09 0.81 0.446651 0.580979 -6.89
256195_at hypothetical protein predicted by ge--- --- 1.05 0.07 0.81 0.446651 0.580979 -6.89
264196_at putative RING zinc finger protein Co--- AT1G22670 1.06 0.09 0.81 0.446674 0.580979 -6.89
266858_at unknown protein GRV2 AT2G26890 1.06 0.09 0.81 0.446785 0.581054 -6.89
261103_s_a O-methyltransferase 1, putative sim--- AT1G62900 / -1.07 -0.10 -0.81 0.44679 0.581054 -6.89
267202_s_aputative oxysterol-binding protein ORP1A AT2G31020 / 1.12 0.16 0.81 0.446808 0.581054 -6.89
261172_at hypothetical protein predicted by ge--- AT1G04840 -1.07 -0.10 -0.81 0.44691 0.58111 -6.89
246848_at putative protein --- AT5G26840 -1.07 -0.10 -0.81 0.446913 0.58111 -6.89
261964_at hypothetical protein similar to envel --- --- -1.05 -0.07 -0.81 0.446927 0.58111 -6.89
248109_at DNA topoisomerase I TOP1BETAAT5G55310 1.06 0.09 0.81 0.447021 0.581175 -6.89
255237_at hypothetical protein --- --- -1.06 -0.08 -0.81 0.447034 0.581175 -6.89
263562_at hypothetical protein predicted by ge--- AT2G15420 -1.05 -0.08 -0.81 0.447053 0.581175 -6.89
257332_at hypothetical protein --- --- -1.09 -0.12 -0.81 0.447092 0.581191 -6.89
266255_at putative selenium-binding protein --- AT2G27610 1.06 0.09 0.81 0.447314 0.581418 -6.89
248254_at receptor protein kinase-like protein --- AT5G53320 1.09 0.12 0.81 0.447324 0.581418 -6.89
255975_at hypothetical protein --- --- -1.08 -0.11 -0.81 0.447342 0.581418 -6.89
264810_at putative GPI-anchor transamidase (--- AT1G08750 -1.08 -0.11 -0.81 0.44742 0.581438 -6.89
254950_at putative protein  ;supported by full-le--- AT4G10810 -1.05 -0.08 -0.81 0.447424 0.581438 -6.89
260474_at lysophospholipase isolog --- AT1G11090 -1.08 -0.11 -0.81 0.447435 0.581438 -6.89
251419_at  putative protein various predicted p--- AT3G60470 -1.06 -0.09 -0.81 0.447736 0.581796 -6.89
254302_at hypothetical protein --- AT4G22800 1.05 0.07 0.81 0.447882 0.581953 -6.89
248959_at putative protein similar to unknown --- AT5G45630 -1.19 -0.25 -0.81 0.448057 0.582147 -6.90
257358_at unknown protein predicted by gensc--- AT2G40990 -1.10 -0.14 -0.81 0.448105 0.582177 -6.90
246350_at hypothetical protein predicted by ge--- AT1G16650 1.08 0.11 0.80 0.448341 0.58245 -6.90
266307_at putative cytochrome P450 CYP705A8 AT2G27000 1.07 0.10 0.80 0.448741 0.582937 -6.90
263026_at hypothetical protein predicted by ge--- AT1G24000 -1.06 -0.08 -0.80 0.448806 0.582987 -6.90
251587_at hypothetical protein --- AT3G58080 -1.11 -0.15 -0.80 0.448892 0.583065 -6.90
259199_at putative signal peptidase similar to --- AT3G08980 1.06 0.08 0.80 0.448917 0.583065 -6.90
259329_at  putative two-component phosphoreAHP4 AT3G16360 -1.18 -0.24 -0.80 0.449 0.583135 -6.90
251252_at putative protein several hypothetica --- AT3G62230 1.06 0.09 0.80 0.449022 0.583135 -6.90
262971_at  receptor-like protein kinase, putativ--- AT1G75640 -1.09 -0.13 -0.80 0.449108 0.583214 -6.90
263651_at unknown protein Similar to Nicotian --- AT1G04340 -1.09 -0.12 -0.80 0.449137 0.583218 -6.90
250368_at putative protein  ; supported by cDN--- AT5G11280 1.08 0.11 0.80 0.449272 0.58336 -6.90
259339_at putative adenylylsulfate kinase simi --- AT3G03900 -1.09 -0.12 -0.80 0.449375 0.583448 -6.90



246928_at  putative protein Scythe protein - Xe--- AT5G25270 1.06 0.08 0.80 0.449395 0.583448 -6.90
264028_at putative nitrilase-associated protein SPR1 AT2G03680 -1.12 -0.16 -0.80 0.449416 0.583448 -6.90
246239_at putative protein --- AT4G36790 -1.06 -0.09 -0.80 0.449698 0.583781 -6.90
265833_at Mutator-like transposase similar to  --- --- -1.06 -0.08 -0.80 0.449731 0.58379 -6.90
266530_at bHLH transcription factor AMS AT2G16910 -1.05 -0.07 -0.80 0.449792 0.583837 -6.90
256953_at  flavonol 3-O-Glucosyltransferase, p--- AT3G29630 -1.09 -0.13 -0.80 0.44984 0.583866 -6.90
265813_at  putative NAM (no apical meristem) VND1 AT2G18060 1.06 0.08 0.80 0.44999 0.584027 -6.90
267608_at hypothetical protein predicted by ge--- AT2G26770 -1.07 -0.09 -0.80 0.450111 0.584138 -6.90
248698_at receptor-like protein kinase ; suppor--- AT5G48380 -1.11 -0.15 -0.80 0.45017 0.584138 -6.90
252882_at Expressed protein ; supported by fu--- AT4G39675 1.05 0.07 0.80 0.450175 0.584138 -6.90
267600_at  mitochondrial F1-ATPase, gamma --- AT2G33040 -1.10 -0.14 -0.80 0.4502 0.584138 -6.90
261488_at Expressed protein ; supported by fu--- AT1G14345 -1.08 -0.11 -0.80 0.450204 0.584138 -6.90
261736_at hypothetical protein simlar to hypoth--- AT1G47810 -1.06 -0.09 -0.80 0.450284 0.584209 -6.90
254551_at  lectin like protein lectin phloem pro ATPP2-A1 AT4G19840 1.08 0.11 0.80 0.450309 0.584209 -6.90
267167_at putative C2H2-type zinc finger proteZFP10 AT2G37740 -1.07 -0.09 -0.80 0.450426 0.584327 -6.90
255155_at hypothetical protein --- AT4G08230 -1.08 -0.11 -0.80 0.450459 0.584337 -6.90
251603_at  putative protein wall-associated kin--- AT3G57760 -1.18 -0.24 -0.80 0.450508 0.584366 -6.90
263464_at putative ARI-like RING zinc finger p --- AT2G31760 1.07 0.10 0.80 0.45057 0.584414 -6.90
245530_at splicing factor like protein --- --- -1.07 -0.10 -0.80 0.45068 0.584517 -6.90
265982_at putative retroelement pol polyprotei --- --- -1.05 -0.08 -0.80 0.450701 0.584517 -6.90
263267_at putative vacuolar proton-ATPase 16--- AT2G16510 1.07 0.09 0.80 0.450804 0.584617 -6.90
247148_at auxin-induced protein IAA9 (pir |T05IAA9 AT5G65670 -1.11 -0.14 -0.80 0.451024 0.584856 -6.90
253226_at  beta-galactosidase - like protein beBGAL11 AT4G35010 1.06 0.08 0.80 0.451039 0.584856 -6.90
249536_at  pollen coat -like protein pollen coat --- AT5G38760 1.05 0.07 0.80 0.451095 0.584895 -6.90
245158_at hypothetical protein predicted by geRALFL18 AT2G33130 -1.10 -0.13 -0.80 0.451229 0.585025 -6.90
265690_at hypothetical protein predicted by ge--- AT2G24320 -1.08 -0.11 -0.80 0.451246 0.585025 -6.90
263859_at hypothetical protein predicted by ge--- AT2G04360 1.10 0.14 0.80 0.451455 0.585262 -6.90
258492_at unknown protein --- AT3G02390 1.06 0.08 0.80 0.451593 0.585398 -6.90
249709_at putative protein similar to unknown iqd33 AT5G35670 -1.08 -0.11 -0.80 0.451619 0.585398 -6.90
255352_at putative transposon protein similar t--- --- -1.07 -0.09 -0.80 0.451637 0.585398 -6.90
251775_s_adelta-1-pyrroline-5-carboxylate synt P5CS1 AT2G39800 / 1.15 0.20 0.80 0.451944 0.585763 -6.90
253201_at  putative ribosomal protein S16 riboSSR16 AT4G34620 -1.06 -0.09 -0.80 0.452036 0.58585 -6.90
251122_at  protein kinase -like protein serine/th--- AT5G01020 1.10 0.13 0.80 0.452074 0.585865 -6.90
258522_at hypothetical protein predicted by ge--- AT3G06660 1.10 0.14 0.80 0.452178 0.585966 -6.90
246945_s_a putative membrane protein hypothe--- AT5G25040 / -1.07 -0.10 -0.80 0.452203 0.585966 -6.90



255445_at hypothetical protein --- AT4G02740 -1.07 -0.10 -0.80 0.452342 0.58609 -6.90
259567_at hypothetical protein --- AT1G20500 -1.07 -0.10 -0.80 0.45235 0.58609 -6.90
245179_at  putative protein similarity to predict --- AT5G12400 1.07 0.09 0.80 0.45262 0.586406 -6.90
254036_at  putative peroxidase peroxidase (EC--- AT4G25980 -1.06 -0.09 -0.80 0.452841 0.586659 -6.90
254565_at  replication A protein-like replication--- AT4G19130 -1.05 -0.07 -0.80 0.452866 0.586659 -6.90
249338_at putative protein similar to unknown anac095 AT5G41090 -1.05 -0.07 -0.80 0.453039 0.586849 -6.90
265873_at  putative beta-1,3-glucanase  ;supp --- AT2G01630 -1.08 -0.11 -0.80 0.453143 0.586917 -6.90
252050_at hypothetical protein --- AT3G52550 -1.08 -0.11 -0.80 0.453143 0.586917 -6.90
250435_at  putative protein various predicted pRING1 AT5G10380 -1.14 -0.19 -0.80 0.45324 0.587009 -6.90
249392_at peroxidase ATP26a --- AT5G40150 -1.08 -0.11 -0.80 0.453406 0.587187 -6.90
254597_at hypothetical protein --- AT4G18980 1.10 0.14 0.80 0.453452 0.587187 -6.90
265466_at putative CCAAT-box binding trancri NF-YB8 AT2G37060 1.09 0.12 0.80 0.453455 0.587187 -6.90
252981_at  putative protein gene T10 protein - --- AT4G38260 1.09 0.12 0.80 0.453488 0.587197 -6.90
251891_at  aintegumaenta-like protein ovule deWRI1 AT3G54320 1.06 0.08 0.80 0.453551 0.587244 -6.90
265919_at putative retroelement pol polyprotei --- --- -1.07 -0.10 -0.80 0.453576 0.587244 -6.90
263669_at putative cryptochrome 2 apoprotein CRY2 AT1G04400 1.06 0.08 0.80 0.45372 0.587397 -6.90
263301_x_ahypothetical protein predicted by ge--- --- 1.06 0.09 0.79 0.453801 0.587462 -6.90
255540_at putative SecA-type chloroplast prote--- AT4G01800 1.10 0.13 0.79 0.453821 0.587462 -6.90
263215_at  putative reticuline oxidase-like prot --- AT1G30710 -1.07 -0.10 -0.79 0.453908 0.587509 -6.90
249461_at  putative protein predicted proteins, --- AT5G39640 -1.06 -0.09 -0.79 0.453909 0.587509 -6.90
246780_at seryl-tRNA synthetase  ; supported --- AT5G27470 1.07 0.10 0.79 0.453978 0.587557 -6.90
252398_at  putative protein RING-H2 finger pro--- AT3G47990 1.07 0.09 0.79 0.453998 0.587557 -6.90
266947_at hypothetical protein predicted by ge--- AT2G18830 -1.08 -0.11 -0.79 0.454118 0.587679 -6.90
246190_at hypothetical protein (fragment) ;supATBPM5 AT5G21010 -1.05 -0.07 -0.79 0.454205 0.587759 -6.90
257581_s_a RAV-like DNA-binding protein, puta--- AT1G50680 / -1.05 -0.07 -0.79 0.454507 0.588085 -6.90
267471_at putative ferrochelatase precusor  ; sFC2 AT2G30390 1.12 0.16 0.79 0.454509 0.588085 -6.90
257872_at  P-glycoprotein, putative similar to PPGP16 AT3G28360 1.05 0.07 0.79 0.454593 0.588153 -6.91
258638_at unknown protein  ;supported by full---- AT3G07950 1.06 0.08 0.79 0.454652 0.588153 -6.91
261047_at hypothetical protein predicted by geAPUM22 AT1G01410 -1.12 -0.16 -0.79 0.454652 0.588153 -6.91
259957_at putative protein kinase C-terminal re--- AT1G67890 -1.13 -0.17 -0.79 0.454665 0.588153 -6.91
260658_at hypothetical protein predicted by ge--- AT1G19410 -1.08 -0.11 -0.79 0.454765 0.588207 -6.91
264725_at Expressed protein ; supported by fu--- AT1G22885 -1.14 -0.19 -0.79 0.454782 0.588207 -6.91
257767_at hypothetical protein predicted by ge--- AT3G23040 1.08 0.11 0.79 0.454784 0.588207 -6.91
249397_at  putative protein MtN21, Medicago t--- AT5G40230 -1.09 -0.13 -0.79 0.454876 0.588293 -6.91
262454_at bifunctional nuclease bfn1 almost idBFN1 AT1G11190 -1.37 -0.46 -0.79 0.455138 0.588598 -6.91



260306_at hypothetical protein predicted by geEDA24 AT1G70540 -1.07 -0.09 -0.79 0.45539 0.588861 -6.91
260883_at hypothetical protein predicted by ge--- AT1G29270 -1.05 -0.07 -0.79 0.455406 0.588861 -6.91
248169_at ankyrin-repeat-containing protein-likANK AT5G54610 -1.50 -0.59 -0.79 0.455419 0.588861 -6.91
253686_at  putative protein predicted proteins, --- AT4G29750 1.08 0.11 0.79 0.455469 0.588893 -6.91
249573_at  ubiquitin-like protein (UBQ9), putat UBQ9 AT5G37640 1.06 0.08 0.79 0.455617 0.589027 -6.91
255375_at putative athila-like protein --- --- -1.06 -0.08 -0.79 0.455643 0.589027 -6.91
247472_at  cytokinesis regulating protein - like MAP65-9 AT5G62250 1.06 0.08 0.79 0.45565 0.589027 -6.91
245090_at putative integral membrane protein --- AT2G40900 1.10 0.14 0.79 0.45569 0.589045 -6.91
265235_s_ahypothetical protein --- AT2G07719 1.07 0.10 0.79 0.456084 0.589521 -6.91
250670_at polygalacturonase inhibiting protein PGIP1 AT5G06860 1.20 0.26 0.79 0.45612 0.589534 -6.91
254983_at putative protein other hypothetical pMEE53 AT4G10560 -1.06 -0.08 -0.79 0.456163 0.589556 -6.91
248729_at cycloartenol synthase THAS1 AT5G48010 -1.05 -0.07 -0.79 0.456292 0.58969 -6.91
248392_at integral membrane protein-like --- AT5G52050 -1.39 -0.48 -0.79 0.456326 0.5897 -6.91
251555_at shatterproof 1 (SHP1)/ agamous -likSHP1 AT3G58780 -1.06 -0.09 -0.79 0.456383 0.589741 -6.91
257450_at unknown protein similar to gb|AAD1--- AT1G10530 -1.08 -0.11 -0.79 0.456512 0.589874 -6.91
263068_at putative poly(A) polymerase --- AT2G17580 1.08 0.11 0.79 0.456726 0.590065 -6.91
253856_at hypothetical protein  ;supported by f--- AT4G28100 -1.05 -0.08 -0.79 0.456757 0.590065 -6.91
250024_at NAM (no apical meristem)-like proteANAC087 AT5G18270 -1.11 -0.15 -0.79 0.456759 0.590065 -6.91
260220_at putative MYB family transcription fa MYB31 AT1G74650 -1.10 -0.14 -0.79 0.456782 0.590065 -6.91
266936_at hypothetical protein predicted by ge--- AT2G18920 -1.05 -0.07 -0.79 0.456789 0.590065 -6.91
266906_at Expressed protein ; supported by fu--- AT2G34585 1.09 0.13 0.79 0.456889 0.590161 -6.91
257736_at hypothetical protein predicted by ge--- AT3G27410 1.07 0.10 0.79 0.456934 0.590184 -6.91
260330_at  putative RING zinc finger protein co--- AT1G80400 1.06 0.09 0.79 0.456983 0.590215 -6.91
259941_s_aputative DEAD/DEAH box helicase --- AT1G71280 / -1.06 -0.08 -0.79 0.457057 0.590277 -6.91
245883_at  ribosomal protein S15-like ribosom --- AT5G09500 -1.06 -0.08 -0.79 0.457198 0.590425 -6.91
262585_at hypothetical protein Is a member of BOR4 AT1G15460 -1.09 -0.12 -0.79 0.457322 0.590552 -6.91
252543_at nonphototropic hypocotyl 1  ; suppoPHOT1 AT3G45780 -1.06 -0.08 -0.79 0.457478 0.590717 -6.91
261617_s_ahypothetical protein predicted by ge--- AT1G33090 / 1.06 0.08 0.79 0.457501 0.590717 -6.91
262973_at  histone H3, putative similar to HIST--- AT1G75600 -1.06 -0.08 -0.79 0.45754 0.590724 -6.91
254499_at  putative protein probable membran--- AT4G20100 -1.06 -0.09 -0.79 0.457559 0.590724 -6.91
260670_at Expressed protein ; supported by fuNFD5 AT1G19520 1.10 0.14 0.79 0.457847 0.591063 -6.91
250392_at  putative protein multifunctional ami --- AT5G10880 -1.05 -0.08 -0.79 0.458179 0.591454 -6.91
253146_at  putative protein predicted protein, A--- AT4G35590 1.06 0.09 0.79 0.458202 0.591454 -6.91
262696_at hypothetical protein --- AT1G75870 -1.06 -0.09 -0.79 0.458256 0.59149 -6.91
257971_at unknown protein similar to hypothetGC6 AT3G27530 1.10 0.14 0.79 0.458339 0.591564 -6.91



245539_at ABC transporter homolog PDR2 AT4G15230 -1.08 -0.11 -0.79 0.458386 0.591591 -6.91
260797_at  neoxanthin cleavage enzyme, putaNCED9 AT1G78390 -1.07 -0.10 -0.79 0.458483 0.591618 -6.91
246581_at hypothetical protein predicted by ge--- AT1G31760 1.06 0.09 0.79 0.458497 0.591618 -6.91
256833_at  calmodulin-stimulated calcium-ATP--- AT3G22910 -1.28 -0.36 -0.79 0.458497 0.591618 -6.91
249100_at unknown protein --- AT5G43560 1.07 0.09 0.79 0.45851 0.591618 -6.91
250689_at putative protein similar to unknown --- AT5G06610 1.18 0.23 0.79 0.458617 0.591722 -6.91
248459_at putative protein similar to unknown CRL AT5G51020 1.06 0.09 0.79 0.458772 0.591888 -6.91
249880_at putative protein similar to unknown --- AT5G23180 -1.06 -0.09 -0.79 0.458874 0.591987 -6.91
262256_at hypothetical protein similar to putati --- --- -1.07 -0.10 -0.79 0.459002 0.592118 -6.91
263417_at putative C2H2-type zinc finger prote--- AT2G17180 -1.09 -0.12 -0.79 0.459146 0.592271 -6.91
248149_at Expressed protein ; supported by fu--- AT5G54855 1.06 0.08 0.78 0.459205 0.592313 -6.91
266412_at hypothetical protein predicted by geMAP65-5 AT2G38720 1.06 0.08 0.78 0.459262 0.592348 -6.91
265261_at putative APG isolog protein --- AT2G42990 -1.22 -0.29 -0.78 0.459305 0.592348 -6.91
265757_x_aputative PttA2-like transposon prote--- --- -1.09 -0.12 -0.78 0.45931 0.592348 -6.91
253055_at  putative protein cyclin delta-1, ArabCYCD5;1 AT4G37630 -1.09 -0.13 -0.78 0.459356 0.592374 -6.91
254496_at  hyuC-like protein 5-substituted hyd ATAAH AT4G20070 -1.18 -0.24 -0.78 0.459399 0.592396 -6.91
257340_at  pseudogene, retroelement pol poly --- --- -1.07 -0.10 -0.78 0.459511 0.592474 -6.91
257377_at unknown protein PLL4 AT2G28890 1.14 0.19 0.78 0.459511 0.592474 -6.91
251809_at  putative protein predicted proteins, --- AT3G55600 1.07 0.10 0.78 0.459678 0.592655 -6.91
250253_at putative protein contains similarity toPDAT AT5G13640 1.07 0.10 0.78 0.459768 0.592737 -6.91
262266_at mudrA-like protein similar to mudrA --- --- 1.07 0.10 0.78 0.460101 0.593133 -6.91
250029_at galactose-1-phosphate uridyl transf --- AT5G18200 1.08 0.11 0.78 0.4603 0.593324 -6.91
251373_at GATA transcription factor 4  ; suppo--- AT3G60530 -1.24 -0.31 -0.78 0.460301 0.593324 -6.91
261810_at  ligase I, putative similar to ligase I GATLIG1 AT1G08130 1.13 0.18 0.78 0.460672 0.593744 -6.91
257118_at hypothetical protein --- AT3G20180 1.06 0.08 0.78 0.460679 0.593744 -6.91
248598_at putative protein contains similarity to--- AT5G49370 -1.07 -0.10 -0.78 0.461055 0.594196 -6.91
267076_at calcium binding protein (CaBP-22) i --- AT2G41090 -1.37 -0.45 -0.78 0.461235 0.594363 -6.92
261104_at unknown protein --- AT1G62910 -1.07 -0.10 -0.78 0.461237 0.594363 -6.92
247170_at putative protein contains similarity to--- AT5G65530 -1.05 -0.07 -0.78 0.46128 0.594385 -6.92
250269_at  anthranilate phosphoribosyltransfer--- AT5G12970 -1.07 -0.10 -0.78 0.461362 0.594452 -6.92
255265_at  kinesin - like protein kinesin like proATK5 AT4G05190 -1.08 -0.12 -0.78 0.461384 0.594452 -6.92
265997_at Expressed protein ; supported by cD--- AT2G24250 -1.06 -0.08 -0.78 0.461556 0.59464 -6.92
248438_at putative protein contains similarity toEMF2 AT5G51230 -1.10 -0.13 -0.78 0.461609 0.594675 -6.92
257819_at Expressed protein ; supported by fuRALFL25 AT3G25165 -1.06 -0.08 -0.78 0.461733 0.5948 -6.92
259328_at  putative lectin contains Pfam profileATMLP-300AT3G16440 -1.08 -0.11 -0.78 0.461836 0.5949 -6.92



250285_at  putative protein GCN4-complemen SFC AT5G13300 1.10 0.14 0.78 0.461869 0.594908 -6.92
251633_at  putative protein metalloendopeptida--- AT3G57460 -1.13 -0.18 -0.78 0.461938 0.594946 -6.92
254271_at  serine/threonine kinase - like protei--- AT4G23150 1.15 0.20 0.78 0.46195 0.594946 -6.92
261884_at  myrosinase precursor, putative  --- AT1G80910 -1.07 -0.10 -0.78 0.462117 0.595096 -6.92
264231_at hypothetical protein similar to hypot --- AT1G67450 -1.05 -0.07 -0.78 0.462119 0.595096 -6.92
246816_at putative protein --- AT5G27230 1.06 0.08 0.78 0.462312 0.59531 -6.92
250364_at  putative protein serine threonine ty --- AT5G11400 -1.07 -0.09 -0.78 0.462379 0.595334 -6.92
252825_at  small GTP-binding protein - like SRAtRABH1c AT4G39890 -1.16 -0.21 -0.78 0.462382 0.595334 -6.92
261982_at hypothetical protein predicted by ge--- AT1G33780 -1.06 -0.08 -0.78 0.462602 0.595583 -6.92
259703_at  putative endo-1,3-beta-glucanase s--- AT1G77790 -1.06 -0.09 -0.78 0.462689 0.595662 -6.92
261637_at  DNA-binding protein PcMYB1, putaTRB1 AT1G49950 -1.08 -0.11 -0.78 0.462816 0.595792 -6.92
264493_at  unknown protein similar to multiple GUT2 AT1G27440 1.12 0.17 0.78 0.462928 0.595902 -6.92
255622_at  putative flavonol glucosyltransferasGT72B1 AT4G01070 1.08 0.12 0.78 0.462982 0.595917 -6.92
263789_at putative GDSL-motif lipase/hydrolas--- AT2G24560 -1.09 -0.13 -0.78 0.462991 0.595917 -6.92
264997_at hypothetical protein contains similarHAC2 AT1G67220 -1.08 -0.11 -0.78 0.463245 0.59621 -6.92
255083_s_ahypothetical protein --- --- -1.08 -0.11 -0.78 0.463316 0.59623 -6.92
252138_at  peroxidase-like protein peroxidase --- AT3G50990 1.08 0.11 0.78 0.46334 0.59623 -6.92
261449_at putative ATPase similar to GB:AAF2--- AT1G21120 1.12 0.16 0.78 0.463371 0.59623 -6.92
264465_at  SKP1/ASK1 (At18), putative similarASK18 AT1G10230 -1.05 -0.07 -0.78 0.46339 0.59623 -6.92
258346_at hypothetical protein predicted by ge--- AT3G22690 1.07 0.10 0.78 0.463392 0.59623 -6.92
265698_at hypothetical protein predicted by ge--- AT2G32160 1.06 0.09 0.78 0.463425 0.59624 -6.92
250635_at  glycine-rich protein glycine-rich proGRP14 AT5G07510 -1.07 -0.10 -0.78 0.463565 0.596385 -6.92
248581_at putative protein strong similarity to u--- AT5G49900 -1.09 -0.13 -0.78 0.463706 0.59649 -6.92
255090_at  putative protein disease resistance --- AT4G09360 1.06 0.09 0.78 0.463722 0.59649 -6.92
266660_at hypothetical protein predicted by ge--- AT2G25920 1.11 0.15 0.78 0.463724 0.59649 -6.92
264795_at  unknown protein similar to ESTs emZIGA4 AT1G08680 1.13 0.18 0.78 0.463752 0.596492 -6.92
266457_at putative glyoxysomal malate dehydrPMDH1 AT2G22780 1.06 0.09 0.78 0.463901 0.59665 -6.92
251543_at putative protein --- AT3G58770 -1.07 -0.09 -0.78 0.464124 0.596903 -6.92
255945_at putative protein --- AT5G28610 -1.08 -0.11 -0.78 0.464174 0.596934 -6.92
245953_at  myrosinase - binding protein - like p--- AT5G28520 -1.09 -0.13 -0.78 0.464375 0.597159 -6.92
258758_at  putative RING zinc finger protein co--- AT3G10810 -1.10 -0.14 -0.78 0.464491 0.597273 -6.92
266321_at putative cytochrome P450 CYP78A6 AT2G46660 1.09 0.12 0.78 0.46452 0.597278 -6.92
258520_at hypothetical protein predicted by ge--- AT3G06710 1.09 0.12 0.78 0.464692 0.597464 -6.92
250056_at  putative protein predicted proteins, --- AT5G17660 -1.15 -0.20 -0.77 0.464814 0.597587 -6.92
254570_s_a puatative protein various predicted --- AT4G19250 / -1.07 -0.10 -0.77 0.464915 0.597684 -6.92



254160_at putative protein  ;supported by full-leSLY1 AT4G24210 -1.08 -0.11 -0.77 0.465071 0.597843 -6.92
252410_at  putative protein br-1 protein (NITRINOA1 AT3G47450 1.08 0.11 0.77 0.465091 0.597843 -6.92
245667_at FH protein interacting protein FIP1 iFIP1 AT1G28200 1.06 0.08 0.77 0.465132 0.597862 -6.92
250638_at glycine-rich protein atGRP-6 GRP16 AT5G07540 -1.08 -0.11 -0.77 0.465392 0.598163 -6.92
257589_at hypothetical protein predicted by ge--- AT1G55050 -1.08 -0.12 -0.77 0.465726 0.598527 -6.92
265339_at putative inorganic pyrophosphataseAtPPa2 AT2G18230 1.11 0.16 0.77 0.465745 0.598527 -6.92
258833_at unknown protein --- --- -1.07 -0.10 -0.77 0.465768 0.598527 -6.92
263657_at putative casein kinase I similar to GCKL13 AT1G04440 -1.12 -0.17 -0.77 0.465795 0.598527 -6.92
258209_at expressed protein supported by cDNGAPC1 AT3G04120 / 1.16 0.21 0.77 0.465806 0.598527 -6.92
252541_at  putative protein hypothetical protein--- AT3G45750 1.06 0.08 0.77 0.466139 0.598921 -6.92
251003_at putative protein --- AT5G02690 1.07 0.09 0.77 0.466222 0.598965 -6.92
267424_at hypothetical protein predicted by ge--- AT2G34800 1.05 0.07 0.77 0.466226 0.598965 -6.92
254168_at  Mlo-like protein Mlo protein - HordeMLO13 AT4G24250 1.07 0.10 0.77 0.466432 0.599196 -6.92
251086_at  putative protein hypothetical protein--- AT5G01450 -1.09 -0.12 -0.77 0.466505 0.599231 -6.92
265856_at hypothetical protein predicted by geLBD16 AT2G42430 -1.09 -0.12 -0.77 0.466524 0.599231 -6.92
266147_at putative C-1-tetrahydrofolate syntha--- AT2G12230 -1.05 -0.07 -0.77 0.466538 0.599231 -6.92
254975_at  putative Fe(II)/ascorbate oxidase S--- AT4G10500 -1.71 -0.78 -0.77 0.466574 0.599243 -6.92
253234_at Expressed protein ; supported by fu--- AT4G34265 -1.07 -0.09 -0.77 0.466639 0.599292 -6.92
262955_at unknown protein ;supported by full-l--- AT1G54520 -1.08 -0.11 -0.77 0.466801 0.599467 -6.92
264871_at pyruvate dehydrogenase E1 alpha sIAR4 AT1G24180 1.12 0.16 0.77 0.466909 0.599572 -6.92
260224_at hypothetical protein contains Pfam p--- AT1G74400 1.05 0.07 0.77 0.46706 0.599704 -6.92
258210_at  Eukaryotic initiation factor 4A, puta EIF4A1 AT3G13920 -1.06 -0.08 -0.77 0.467064 0.599704 -6.92
257492_at hypothetical protein contains similarARR19 AT1G49190 -1.05 -0.07 -0.77 0.467135 0.59976 -6.92
244968_at ribosomal protein L33 --- --- -1.07 -0.10 -0.77 0.467247 0.59987 -6.92
247245_at putative protein similar to unknown --- AT5G64720 -1.06 -0.08 -0.77 0.467418 0.600027 -6.92
259620_s_a Tam3-like transposon protein simila--- --- -1.09 -0.13 -0.77 0.467421 0.600027 -6.92
257717_at unknown protein EMB1865 AT3G18390 -1.08 -0.11 -0.77 0.467487 0.600078 -6.92
246802_at kinesin-like heavy chain non-consenATK4 AT5G27000 -1.08 -0.11 -0.77 0.467524 0.600091 -6.92
256445_at hypothetical protein predicted by ge--- AT3G11160 -1.07 -0.09 -0.77 0.467721 0.600295 -6.92
252703_at  leucine-rich repeat protein LRP -lik --- AT3G43740 1.06 0.08 0.77 0.467735 0.600295 -6.92
265018_s_ahypothetical protein predicted by ge--- AT2G13770 -1.06 -0.08 -0.77 0.467823 0.600374 -6.92
257822_at  rotamase FKBP (ROF1) identical toROF1 AT3G25230 -1.17 -0.23 -0.77 0.467922 0.600409 -6.92
263116_s_aunknown protein Similar to gb|U519--- AT1G03140 / -1.07 -0.10 -0.77 0.467922 0.600409 -6.92
247687_at  protein serine /threonine kinase - lik--- AT5G59740 -1.07 -0.10 -0.77 0.467929 0.600409 -6.92
247003_at putative protein similar to unknown --- AT5G67550 -1.08 -0.11 -0.77 0.467982 0.600441 -6.93



266341_at hypothetical protein predicted by ge--- AT2G01510 1.06 0.09 0.77 0.468007 0.600441 -6.93
253508_at  putative protein various predicted p--- AT4G31680 -1.06 -0.09 -0.77 0.468143 0.600582 -6.93
262006_at hypothetical protein predicted by ge--- AT1G64570 1.06 0.09 0.77 0.468207 0.60063 -6.93
257099_s_a disease resistance protein, putative--- AT3G24982 / 1.05 0.07 0.77 0.468305 0.600722 -6.93
262429_at  polyprotein, putative similar to poly --- --- 1.07 0.10 0.77 0.468673 0.60116 -6.93
252850_at putative protein  ;supported by full-le--- AT4G39880 1.08 0.11 0.77 0.4689 0.601404 -6.93
250290_at putative protein  ;supported by full-le--- AT5G13310 1.06 0.08 0.77 0.468916 0.601404 -6.93
254198_at hypothetical protein --- AT4G24090 -1.07 -0.09 -0.77 0.469 0.601478 -6.93
249846_at cation-transporting ATPase --- AT5G23630 1.05 0.07 0.77 0.469075 0.60154 -6.93
262849_at unknown protein ; supported by cDN--- AT1G14710 -1.17 -0.22 -0.77 0.469132 0.60158 -6.93
256278_at unknown protein ; supported by full---- AT3G12130 -1.06 -0.08 -0.77 0.469321 0.601789 -6.93
248670_at receptor protein kinase-like protein --- AT5G48740 -1.08 -0.11 -0.77 0.469414 0.601874 -6.93
AFFX-CreX-Bacteriophage P1 /GEN=cre /DB_X--- --- -1.14 -0.19 -0.77 0.469634 0.602122 -6.93
255238_at see GB:AL022580) --- --- 1.05 0.07 0.77 0.469685 0.602154 -6.93
AFFX-Athal-Arabidopsis thaliana /REF=U84969 --- --- 1.07 0.10 0.77 0.469962 0.602458 -6.93
261621_at hypothetical protein similar to guani EDA10 AT1G01960 -1.06 -0.08 -0.77 0.469975 0.602458 -6.93
261850_at hypothetical protein predicted by ge--- AT1G50470 -1.09 -0.12 -0.77 0.470092 0.602574 -6.93
245200_at F12A21.2 hypothetical protein; supp--- AT1G67850 1.13 0.17 0.77 0.470202 0.60268 -6.93
266196_at putative protein kinase contains a p --- AT2G39110 -1.06 -0.09 -0.76 0.470353 0.60284 -6.93
255472_at 82.09 and 30.80) similar to alternati --- AT4G02430 1.06 0.09 0.76 0.470434 0.602911 -6.93
264915_at hypothetical protein predicted by ge--- AT1G60790 1.05 0.07 0.76 0.470617 0.603111 -6.93
249294_at unknown protein --- AT5G41270 1.10 0.14 0.76 0.470656 0.603127 -6.93
253510_at hypothetical protein GDU1 AT4G31730 -1.14 -0.19 -0.76 0.470857 0.603351 -6.93
246752_at  putative protein predicted proteins, --- AT5G27890 -1.07 -0.09 -0.76 0.470907 0.603368 -6.93
245154_at putative protein similarity to predicte--- AT5G12460 -1.07 -0.09 -0.76 0.470924 0.603368 -6.93
264353_at hypothetical protein predicted by ge--- AT1G03260 1.06 0.09 0.76 0.471063 0.60348 -6.93
245727_at hypothetical protein contains similar--- AT1G73350 1.07 0.10 0.76 0.471064 0.60348 -6.93
264245_at  galactinol synthase, putative simila AtGolS7 AT1G60450 -1.06 -0.08 -0.76 0.471137 0.603541 -6.93
261571_at  hypothetical protein predicted by ge--- AT1G01150 -1.06 -0.08 -0.76 0.471258 0.603639 -6.93
247121_at putative protein contains similarity to--- AT5G66010 1.07 0.10 0.76 0.471268 0.603639 -6.93
249749_at unknown protein BIN4 AT5G24630 -1.07 -0.10 -0.76 0.471324 0.603649 -6.93
245431_at hypothetical protein --- AT4G17080 1.06 0.09 0.76 0.471328 0.603649 -6.93
264109_at unknown protein --- AT2G13720 -1.06 -0.08 -0.76 0.471394 0.6037 -6.93
256762_at Expressed protein ; supported by fuIDL1 AT3G25655 1.37 0.46 0.76 0.471536 0.603848 -6.93
252964_at  receptor-like protein kinase - like pr--- AT4G38830 -1.06 -0.09 -0.76 0.471565 0.603851 -6.93



264666_at hypothetical protein Similar to N. tab--- AT1G09680 1.08 0.11 0.76 0.471671 0.603953 -6.93
257682_at hypothetical protein predicted by ge--- AT3G13240 -1.05 -0.07 -0.76 0.471822 0.604091 -6.93
253546_at hypothetical protein  ;supported by f--- AT4G31030 / -1.08 -0.11 -0.76 0.471839 0.604091 -6.93
263140_at hypothetical protein predicted by ge--- AT1G65120 1.05 0.07 0.76 0.471899 0.604091 -6.93
248751_at putative protein similar to unknown --- AT5G47540 -1.07 -0.10 -0.76 0.471904 0.604091 -6.93
257740_at  hypothetical protein predicted by ge--- AT3G27330 -1.05 -0.07 -0.76 0.471911 0.604091 -6.93
257391_at hypothetical protein predicted by ge--- AT2G32050 -1.05 -0.07 -0.76 0.472044 0.604227 -6.93
246183_at  beta-glucosidase - like protein beta--- AT5G20940 1.07 0.10 0.76 0.472174 0.604328 -6.93
261754_at  alpha-amylase, putative similar to aAMY2 AT1G76130 -1.18 -0.23 -0.76 0.472176 0.604328 -6.93
257514_at hypothetical protein similar to putati --- --- -1.09 -0.13 -0.76 0.472402 0.604584 -6.93
252530_at  putative protein several oxidases, m--- AT3G46500 -1.06 -0.09 -0.76 0.47271 0.604943 -6.93
265700_at putative MYB family transcription fa --- AT2G03470 1.05 0.07 0.76 0.472771 0.604959 -6.93
246277_at hypothetical protein --- AT4G36460 1.07 0.10 0.76 0.472775 0.604959 -6.93
247411_at putative protein contains similarity to--- AT5G63000 1.08 0.11 0.76 0.472893 0.605076 -6.93
255050_at  putative protein hypothetical protein--- --- -1.08 -0.11 -0.76 0.473139 0.605357 -6.93
258364_at unknown protein GLIP4 AT3G14225 1.13 0.18 0.76 0.473257 0.605473 -6.93
265462_at putative vetispiradiene synthase --- AT2G37140 -1.07 -0.09 -0.76 0.473434 0.605666 -6.93
252500_at proteinase inhibitor-like protein endo--- AT3G46860 -1.05 -0.08 -0.76 0.47349 0.605687 -6.93
265633_at  F-box protein family, AtFBL6 conta EBF1 AT2G25490 1.08 0.10 0.76 0.473504 0.605687 -6.93
246545_at  pectate lyase -like protein pectate l --- AT5G15110 -1.05 -0.08 -0.76 0.473545 0.605706 -6.93
265977_at putative retroelement pol polyprotei --- --- 1.05 0.08 0.76 0.473911 0.60614 -6.93
246347_at putative protein probable chloroplas--- AT3G56830 1.06 0.09 0.76 0.474085 0.606329 -6.93
265054_x_a mutator-like transposase, putative s--- --- -1.08 -0.11 -0.76 0.474228 0.606478 -6.93
263230_at putative indole-3-acetate beta-gluco--- AT1G05670 1.12 0.17 0.76 0.47426 0.606485 -6.93
248954_at unknown protein  ; supported by cD--- AT5G45420 1.05 0.07 0.76 0.474299 0.606501 -6.93
266672_at putative Na+-dependent inorganic pPHT4;1 AT2G29650 -1.06 -0.08 -0.76 0.474377 0.606567 -6.93
260421_at  acid phosphatase, putative similar SBH1 AT1G69640 1.06 0.09 0.76 0.474444 0.606595 -6.93
262101_at hypothetical protein identical to hyp --- AT1G59535 -1.05 -0.08 -0.76 0.474491 0.606595 -6.93
248711_at putative protein similar to unknown --- AT5G48270 1.07 0.10 0.76 0.474547 0.606595 -6.93
253636_at  putative protein predicted protein, A--- AT4G30500 1.29 0.37 0.76 0.474549 0.606595 -6.93
250804_at putative protein contains similarity to--- AT5G05030 -1.07 -0.10 -0.76 0.474552 0.606595 -6.93
251277_at  dynamin-like protein phragmoplastiADL1B AT3G61760 1.05 0.07 0.76 0.474559 0.606595 -6.93
245737_at hypothetical protein similar to putati --- AT1G44160 1.09 0.13 0.76 0.474629 0.606651 -6.93
253985_at  caffeoyl-CoA O-methyltransferase --- AT4G26220 1.07 0.10 0.76 0.474676 0.606677 -6.93
252722_at  putative protein hypothetical protein--- --- -1.05 -0.07 -0.76 0.474711 0.606687 -6.93



253094_at  putative protein DnaJ-like protein, P--- AT4G37480 1.05 0.07 0.76 0.474797 0.606763 -6.93
256549_at hypothetical protein predicted by ge--- --- -1.06 -0.08 -0.76 0.475087 0.6071 -6.94
257688_at  Snf2-related CBP activator protein,PIE1 AT3G12810 1.05 0.07 0.76 0.475147 0.607143 -6.94
260321_at  putative RING zinc finger protein P --- AT1G63900 1.06 0.09 0.76 0.475327 0.607324 -6.94
266328_at unknown protein  ; supported by full--- AT2G01600 1.05 0.07 0.76 0.475342 0.607324 -6.94
266213_s_aMutator-like transposase similar to  --- --- -1.06 -0.09 -0.76 0.475379 0.607336 -6.94
251737_at 40S ribosomal protein S26 homolog--- AT3G56340 1.14 0.19 0.76 0.475591 0.607543 -6.94
259960_at  cell division control protein, putative--- AT1G53710 -1.08 -0.11 -0.76 0.475593 0.607543 -6.94
262936_at hypothetical protein similar to putati ATCHX2 AT1G79400 1.08 0.12 0.76 0.475647 0.607578 -6.94
255984_at  inositol polyphosphate 5-phosphataIP5PI AT1G34120 1.06 0.09 0.76 0.47581 0.607746 -6.94
250582_at  transcription factor-like protein ethy--- AT5G07580 -1.13 -0.17 -0.76 0.475832 0.607746 -6.94
255088_at  putative protein heat shock protein --- AT4G09350 1.11 0.15 0.75 0.475859 0.607746 -6.94
259923_at putative protein kinase contains Pfa--- AT1G72760 1.05 0.07 0.75 0.475902 0.607767 -6.94
262076_at hypothetical protein identical to GB:ATMPK2 AT1G59580 -1.08 -0.11 -0.75 0.475967 0.607785 -6.94
252404_at  glycine--tRNA ligase precursor, chl EDD1 AT3G48110 1.06 0.08 0.75 0.47597 0.607785 -6.94
249477_s_a germin - like protein probable germ--- AT5G38930 / 1.05 0.07 0.75 0.476007 0.6078 -6.94
260125_at putative heat shock protein similar t --- AT1G36390 1.09 0.12 0.75 0.476154 0.607859 -6.94
260911_at hypothetical protein predicted by ge--- AT1G02490 1.06 0.08 0.75 0.476159 0.607859 -6.94
256393_at hypothetical protein --- AT3G06280 -1.06 -0.08 -0.75 0.476166 0.607859 -6.94
261887_at  CCR4-associated factor, putative\0--- AT1G80780 1.05 0.07 0.75 0.476171 0.607859 -6.94
246648_at putative protein predicted proteins f --- --- -1.06 -0.09 -0.75 0.476188 0.607859 -6.94
249598_at  putative protein AtPP protein, Bras --- AT5G37970 -1.06 -0.08 -0.75 0.476329 0.608005 -6.94
256507_at hypothetical protein predicted by ge--- AT1G75150 -1.07 -0.10 -0.75 0.476373 0.608027 -6.94
259457_at  auxin response factor 1, putative siARF23 AT1G43950 -1.06 -0.08 -0.75 0.476405 0.608035 -6.94
259044_at  pollen allergen Bra r II identical to p--- AT3G03430 -1.05 -0.08 -0.75 0.476756 0.608448 -6.94
261281_at hypothetical protein predicted by ge--- AT1G35740 1.05 0.07 0.75 0.476811 0.608485 -6.94
254775_at hypothetical protein --- AT4G13450 1.05 0.07 0.75 0.476878 0.608536 -6.94
253110_at hypothetical protein --- AT4G35930 -1.09 -0.13 -0.75 0.477047 0.608718 -6.94
261502_at hypothetical protein predicted by geAtHB31 AT1G14440 -1.13 -0.17 -0.75 0.477107 0.608758 -6.94
262573_at hypothetical protein Similar to gi|437PDF1A AT1G15390 1.07 0.10 0.75 0.477144 0.608758 -6.94
265645_at unknown protein --- AT2G27370 -1.06 -0.08 -0.75 0.477158 0.608758 -6.94
248355_at putative protein strong similarity to uATEXO70AAT5G52340 -1.05 -0.07 -0.75 0.477201 0.608778 -6.94
250799_at putative protein strong similarity to u--- AT5G05350 1.06 0.09 0.75 0.477278 0.608842 -6.94
267421_at putative phosphoribosylaminoimida --- AT2G35040 1.08 0.11 0.75 0.477436 0.60901 -6.94
248610_at SRP54 (signal recognition particle 5--- AT5G49500 1.05 0.08 0.75 0.477466 0.609014 -6.94



245062_at hypothetical protein predicted by geBPM3 AT2G39760 1.05 0.07 0.75 0.477569 0.609081 -6.94
254432_at  reticuline oxidase -like protein retic --- AT4G20830 / 1.22 0.29 0.75 0.477572 0.609081 -6.94
263535_at hypothetical protein predicted by ge--- AT2G24970 -1.07 -0.10 -0.75 0.477798 0.609336 -6.94
248846_at putative protein similar to unknown --- AT5G46500 -1.06 -0.08 -0.75 0.477917 0.609453 -6.94
246032_s_aputative protein --- --- -1.07 -0.09 -0.75 0.477971 0.609488 -6.94
254682_at  putative protein WERBP-1 - NicotiaUNE16 AT4G13640 -1.07 -0.10 -0.75 0.478072 0.609581 -6.94
AFFX-r2-Bs-B. subtilis /GEN=pheA /DB_XREF= --- --- -1.14 -0.19 -0.75 0.478097 0.609581 -6.94
252696_at  hypothetical protein predicted trans--- --- -1.05 -0.07 -0.75 0.478169 0.609638 -6.94
251369_at putative protein  ;supported by full-le--- AT3G60480 -1.07 -0.10 -0.75 0.47824 0.609695 -6.94
266726_at  SKP1/ASK1 (At19), putative similarASK19 AT2G03160 -1.09 -0.12 -0.75 0.478275 0.609705 -6.94
263374_at putative heat shock protein  ;suppor--- AT2G20560 1.13 0.18 0.75 0.478309 0.609714 -6.94
266602_at hypothetical protein predicted by ge--- AT2G46050 -1.05 -0.07 -0.75 0.478405 0.609802 -6.94
249432_at  putative ATP/GTP-binding protein pCLPS5 AT5G39930 1.06 0.08 0.75 0.478505 0.609896 -6.94
254637_at  putative protein KIAA0244 gene, H --- AT4G18720 -1.06 -0.09 -0.75 0.478704 0.610116 -6.94
260532_at putative ATP-dependent RNA helica--- AT2G47330 -1.05 -0.07 -0.75 0.478758 0.610151 -6.94
253652_at  putative protein nucleoid DNA-bind --- AT4G30040 1.05 0.07 0.75 0.479009 0.610435 -6.94
259115_at hypothetical protein predicted by ge--- AT3G01360 1.07 0.10 0.75 0.479111 0.610531 -6.94
257328_s_ahypothetical protein --- --- -1.08 -0.12 -0.75 0.47916 0.610548 -6.94
252880_at putative protein ;supported by full-le--- AT4G39730 1.11 0.15 0.75 0.479177 0.610548 -6.94
248159_at unknown protein --- AT5G54460 -1.05 -0.07 -0.75 0.479238 0.610592 -6.94
258741_at  Lon protease, putative similar to LoLON4 AT3G05790 -1.05 -0.07 -0.75 0.47939 0.610751 -6.94
255125_at  putative protein SCARECROW - Ar--- AT4G08250 -1.07 -0.10 -0.75 0.479427 0.610764 -6.94
245598_at hypothetical protein --- AT4G14200 1.08 0.12 0.75 0.479488 0.610807 -6.94
251846_at histone H2A.F/Z  ;supported by full-HTA11 AT3G54560 -1.21 -0.27 -0.75 0.479702 0.611046 -6.94
252302_at  putative protein hypothetical protein--- AT3G49190 1.05 0.07 0.75 0.479813 0.611154 -6.94
252323_at  putative protein probable transcript KING1 AT3G48530 1.10 0.13 0.75 0.479923 0.611259 -6.94
249271_at myosin heavy chain-like protein CIP1 AT5G41790 1.10 0.14 0.75 0.479962 0.611275 -6.94
257343_s_a pseudogene, polyprotein similar to --- --- -1.05 -0.06 -0.75 0.480037 0.611315 -6.94
254450_at  putative protein prolamin box bindin--- AT4G21080 -1.06 -0.09 -0.75 0.480048 0.611315 -6.94
263474_at hypothetical protein predicted by ge--- AT2G31725 -1.08 -0.11 -0.75 0.480074 0.611315 -6.94
253380_at  hypothetical protein hypothetical prPGSIP3 AT4G33330 -1.06 -0.09 -0.75 0.480196 0.611436 -6.94
254470_at putative protein other hypothetical p--- --- -1.08 -0.11 -0.75 0.480431 0.61167 -6.94
254781_at  putative protein putative protein F2 --- AT4G12840 1.06 0.08 0.75 0.480433 0.61167 -6.94
252576_s_a clpC-like protein AtClpC - Arabidop--- AT3G45450 / 1.10 0.14 0.75 0.480605 0.611854 -6.94
254091_at hypothetical protein --- AT4G25070 -1.11 -0.15 -0.75 0.480649 0.611877 -6.94



248742_at unknown protein --- AT5G48200 -1.07 -0.10 -0.75 0.480848 0.612077 -6.94
267414_at putative berberine bridge enzyme MEE23 AT2G34790 -1.11 -0.15 -0.75 0.48086 0.612077 -6.94
261410_at metallothionein-like protein identica MT1C AT1G07610 -1.20 -0.26 -0.75 0.481123 0.612378 -6.94
256492_at hypothetical protein contains similar--- AT1G31490 -1.07 -0.10 -0.75 0.481374 0.612663 -6.94
257346_at  pseudogene, putative retroelement --- --- -1.06 -0.09 -0.75 0.48144 0.612712 -6.94
267410_at hypothetical protein predicted by geEDA18 AT2G34920 1.11 0.16 0.74 0.481543 0.612809 -6.94
250630_at hypothetical protein --- AT5G07400 1.08 0.11 0.74 0.481744 0.613031 -6.94
259885_at hypothetical protein contains Pfam p--- AT1G76380 1.09 0.12 0.74 0.481862 0.613115 -6.94
248841_at ubiquitin-specific protease 21 (UBP UBP21 AT5G46740 1.10 0.13 0.74 0.481885 0.613115 -6.94
245559_at glycine-rich protein like --- AT4G15460 -1.05 -0.08 -0.74 0.481891 0.613115 -6.94
254612_at  putative protein hypothetical protein--- AT4G19100 -1.05 -0.07 -0.74 0.482004 0.613224 -6.94
259947_at putative protein kinase similar to pro--- AT1G71530 1.07 0.10 0.74 0.482074 0.613279 -6.95
261555_s_ahypothetical protein predicted by ge--- AT1G63230 / 1.05 0.07 0.74 0.482113 0.613295 -6.95
255139_s_a extensin-like protein hydroxyproline--- AT4G08400 / -1.05 -0.07 -0.74 0.482282 0.613476 -6.95
253298_at putative protein  ;supported by full-le--- AT4G33560 -1.06 -0.09 -0.74 0.482344 0.61352 -6.95
267394_s_aputative cellulase AtGH9B9 AT2G44540 / -1.06 -0.09 -0.74 0.482415 0.613576 -6.95
259360_at hypothetical protein predicted by ge--- AT1G13310 -1.06 -0.08 -0.74 0.482468 0.61361 -6.95
265846_at putative serine carboxypeptidase II scpl28 AT2G35770 -1.06 -0.09 -0.74 0.482675 0.613839 -6.95
264174_s_ahypothetical protein ANAC004 AT1G02230 1.09 0.12 0.74 0.48273 0.613874 -6.95
263543_at putative pectinesterase PE11 AT2G21610 1.05 0.07 0.74 0.482979 0.614157 -6.95
247530_at  glycosylasparaginase - like protein --- AT5G61540 -1.09 -0.12 -0.74 0.483075 0.614245 -6.95
245752_at hypothetical protein similar to Ac-lik --- AT1G35150 -1.05 -0.07 -0.74 0.483104 0.614248 -6.95
259260_at unknown protein similar to unknown--- AT3G11370 -1.07 -0.09 -0.74 0.483232 0.614376 -6.95
250541_at  putative proline-rich protein surface--- AT5G09520 -1.11 -0.16 -0.74 0.483458 0.614609 -6.95
254870_at  KI domain interacting kinase 1 -like--- AT4G11900 1.13 0.17 0.74 0.483469 0.614609 -6.95
260422_at hypothetical protein predicted by ge--- AT1G69630 -1.06 -0.08 -0.74 0.483583 0.614719 -6.95
260817_at unknown protein --- AT1G06900 -1.06 -0.09 -0.74 0.483686 0.614803 -6.95
266945_at hypothetical protein predicted by geVEL2 AT2G18880 -1.05 -0.08 -0.74 0.483702 0.614803 -6.95
259173_at beta-glucosidase identical to beta-gBGLU25 AT3G03640 -1.11 -0.16 -0.74 0.48378 0.614867 -6.95
252845_at  vacuolar H(+)-ATPase subunit-like --- AT3G42050 -1.05 -0.08 -0.74 0.483862 0.614906 -6.95
251067_at hypothetical protein --- AT5G01910 -1.09 -0.12 -0.74 0.483865 0.614906 -6.95
AFFX-Athal-Arabidopsis thaliana /REF=M65137--- --- 1.05 0.08 0.74 0.483979 0.614991 -6.95
259547_at  gypsy/Ty3 element polyprotein, put--- --- -1.06 -0.08 -0.74 0.483985 0.614991 -6.95
262948_at DNA-binding protein similar to cellu --- AT1G75560 1.06 0.09 0.74 0.484028 0.615011 -6.95
252799_at  putative protein various predicted H--- --- 1.05 0.06 0.74 0.4841 0.615068 -6.95



257828_at unknown protein --- AT3G26670 -1.11 -0.15 -0.74 0.484192 0.615151 -6.95
249569_at  putative protein Pit1 - Arabidopsis t--- AT5G38070 -1.08 -0.11 -0.74 0.484275 0.615222 -6.95
251307_at putative protein  ;supported by full-le--- AT3G61200 1.07 0.10 0.74 0.48447 0.615387 -6.95
258873_at hypothetical protein similar to unkno--- AT3G03240 -1.08 -0.11 -0.74 0.484521 0.615387 -6.95
260578_at unknown protein predicted by gensc--- AT2G47350 -1.06 -0.08 -0.74 0.484521 0.615387 -6.95
249075_at putative protein similar to unknown --- AT5G44000 -1.08 -0.11 -0.74 0.484535 0.615387 -6.95
258422_at hypothetical protein predicted by ge--- AT3G16710 -1.06 -0.08 -0.74 0.484539 0.615387 -6.95
246688_at putative protein predicted proteins - --- --- -1.05 -0.07 -0.74 0.484639 0.615479 -6.95
263710_at unknown protein  ;supported by full---- AT1G09330 -1.06 -0.09 -0.74 0.484816 0.615669 -6.95
266985_at putative geranylgeranyl transferase PGGT-I AT2G39550 -1.07 -0.10 -0.74 0.484883 0.615721 -6.95
259299_at unknown protein --- AT3G05080 1.08 0.12 0.74 0.484976 0.615804 -6.95
266287_at putative tropinone reductase --- AT2G29150 1.07 0.10 0.74 0.485019 0.615825 -6.95
265148_at unknown protein --- AT1G51160 -1.06 -0.09 -0.74 0.48518 0.615994 -6.95
245182_at  putative protein similarity to TETRA--- AT5G12430 1.09 0.12 0.74 0.485232 0.616007 -6.95
245208_at lateral root primordia (LRP1) LRP1 AT5G12330 -1.08 -0.10 -0.74 0.485244 0.616007 -6.95
261871_at similar to serine/threonine protein ki--- AT1G11440 -1.07 -0.10 -0.74 0.48532 0.616069 -6.95
257304_at hypothetical protein predicted by ge--- --- -1.05 -0.07 -0.74 0.485358 0.616084 -6.95
252839_at  putative protein PIF1 protein - Caen--- --- -1.08 -0.12 -0.74 0.485557 0.616301 -6.95
262020_at  polyprotein, putative similar to gag---- --- 1.05 0.07 0.74 0.485622 0.61635 -6.95
247587_at  putative protein predicted proteins, --- AT5G60620 -1.06 -0.09 -0.74 0.485753 0.616482 -6.95
246077_at  putative protein XNP-1, CaenorhabCHR42 AT5G20420 -1.09 -0.13 -0.74 0.485891 0.616587 -6.95
262735_at hypothetical protein --- AT1G28630 -1.06 -0.08 -0.74 0.485911 0.616587 -6.95
249196_at unknown protein  supported by full-l--- AT5G42560 1.06 0.09 0.74 0.485917 0.616587 -6.95
263801_at putative Athila retroelement ORF1 p--- --- 1.05 0.08 0.74 0.48596 0.616607 -6.95
250888_at  putative protein trichohyalin, Orycto--- AT5G04460 -1.10 -0.13 -0.74 0.486102 0.616753 -6.95
247359_at acyltransferase-like protein ;support--- AT5G63560 1.08 0.10 0.74 0.486165 0.616799 -6.95
259365_at unknown protein ; supported by cDN--- AT1G13300 1.27 0.34 0.74 0.486201 0.61681 -6.95
247324_at putative protein strong similarity to u--- AT5G64190 -1.25 -0.32 -0.74 0.486269 0.616861 -6.95
260674_at unknown protein ; supported by cDN--- AT1G19370 -1.06 -0.08 -0.74 0.486295 0.616861 -6.95
263825_at putative laccase (diphenol oxidase) LAC5 AT2G40370 -1.14 -0.19 -0.74 0.486371 0.616922 -6.95
256630_at unknown protein --- AT3G28230 1.06 0.09 0.74 0.486403 0.616929 -6.95
256403_at unknown protein similar to SPOP (nBPM2 AT3G06190 -1.05 -0.07 -0.74 0.486495 0.617005 -6.95
267397_at hypothetical protein predicted by ge--- AT1G76170 -1.11 -0.15 -0.74 0.486517 0.617005 -6.95
249180_at 26S proteasome AAA-ATPase subuRPT4A AT5G43010 1.08 0.11 0.74 0.486557 0.617021 -6.95
265882_at putative copper amine oxidase --- AT2G42490 -1.09 -0.13 -0.74 0.486731 0.617207 -6.95



252477_at  glucosyltransferase-like protein UD--- AT3G46680 1.08 0.11 0.74 0.486978 0.617487 -6.95
251114_at transcription factor GT-3a --- AT5G01380 -1.23 -0.30 -0.74 0.487039 0.61753 -6.95
258770_at hypothetical protein --- AT3G10830 -1.05 -0.08 -0.74 0.487146 0.617619 -6.95
245654_at  disease resistance protein, putative--- AT1G56540 -1.06 -0.09 -0.73 0.487164 0.617619 -6.95
263017_at putative cyclin 2 CYCB2;1 AT2G17620 -1.05 -0.08 -0.73 0.48724 0.617676 -6.95
260256_at putative type II intron maturase con --- AT1G74350 -1.07 -0.10 -0.73 0.487262 0.617676 -6.95
253134_at  putative protein procollagen-proline--- AT4G35820 -1.05 -0.08 -0.73 0.487369 0.617735 -6.95
265408_at Mutator-like transposase similar to  --- --- -1.05 -0.07 -0.73 0.48738 0.617735 -6.95
265142_at unknown protein DABB1 AT1G51360 1.05 0.08 0.73 0.487391 0.617735 -6.95
265508_at hypothetical protein predicted by ge--- AT2G15930 -1.05 -0.07 -0.73 0.487654 0.618034 -6.95
248600_at putative protein contains similarity to--- AT5G49390 -1.07 -0.10 -0.73 0.487681 0.618034 -6.95
249738_at 60s acidic ribosomal protein P1 --- AT5G24510 -1.05 -0.07 -0.73 0.487736 0.61807 -6.95
266734_at hypothetical protein predicted by ge--- AT2G46900 -1.07 -0.10 -0.73 0.48787 0.618179 -6.95
261668_at  2-isopropylmalate synthase, putativMAML-4 AT1G18500 1.07 0.10 0.73 0.487894 0.618179 -6.95
252755_at putative protein hypothetical protein--- --- 1.06 0.08 0.73 0.487904 0.618179 -6.95
254480_at  translation elongation factor EF-Tu ATRABE1BAT4G20360 1.07 0.09 0.73 0.488057 0.618339 -6.95
252227_at  putative protein various predicted p--- AT3G49900 -1.05 -0.07 -0.73 0.488134 0.618379 -6.95
258170_at unknown protein similar to senesce --- AT3G21600 1.15 0.20 0.73 0.488143 0.618379 -6.95
246823_at putative protein --- AT5G26970 -1.05 -0.07 -0.73 0.488203 0.618422 -6.95
255476_at  hypothetical protein similar to rever--- --- -1.07 -0.09 -0.73 0.488265 0.618466 -6.95
AFFX-r2-Bs-B. subtilis /GEN=thrB /DB_XREF=g--- --- 1.10 0.14 0.73 0.488448 0.618663 -6.95
258476_at hypothetical protein predicted by ge--- AT3G02400 -1.08 -0.11 -0.73 0.488564 0.618775 -6.95
248855_at NAM-like anac096 AT5G46590 -1.11 -0.15 -0.73 0.488617 0.618798 -6.95
258302_at hypothetical protein predicted by ge--- --- -1.05 -0.07 -0.73 0.488636 0.618798 -6.95
256946_at hypothetical protein contains Pfam pHAF2 AT3G19040 -1.10 -0.13 -0.73 0.488825 0.619002 -6.95
249395_at putative protein --- AT5G40190 -1.05 -0.07 -0.73 0.489055 0.61926 -6.95
261992_at unknown protein --- AT1G33680 1.06 0.09 0.73 0.489176 0.619378 -6.95
258435_at unknown protein  ;supported by full---- AT3G16740 -1.06 -0.09 -0.73 0.489214 0.619392 -6.95
250959_at  F-box protein family, AtFBL25 cont --- AT5G02920 -1.06 -0.09 -0.73 0.489424 0.619624 -6.96
253228_at putative protein  ;supported by full-le--- AT4G34630 -1.18 -0.24 -0.73 0.489532 0.619695 -6.96
257663_at hypothetical protein predicted by ge--- AT3G20260 1.06 0.08 0.73 0.489534 0.619695 -6.96
266723_at  SKP1/ASK1 (At16), putative similarASK16 AT2G03190 -1.05 -0.07 -0.73 0.489573 0.619706 -6.96
256871_at  WD-repeat protein, putative contain--- AT3G26480 -1.12 -0.16 -0.73 0.489597 0.619706 -6.96
265047_at hypothetical protein similar to unknoIQD27 AT1G51960 -1.06 -0.09 -0.73 0.489737 0.619848 -6.96
263835_at  putative eukaryotic translation initia--- AT2G40290 1.06 0.08 0.73 0.489816 0.619881 -6.96



245287_at imidazoleglycerol-phosphate dehyd --- AT4G14910 -1.09 -0.12 -0.73 0.489843 0.619881 -6.96
266683_at hypothetical protein predicted by geGC1 AT2G19950 -1.06 -0.08 -0.73 0.489845 0.619881 -6.96
253115_at putative protein  ;supported by full-le--- AT4G35910 1.06 0.08 0.73 0.48998 0.620018 -6.96
258618_at Expressed protein ; supported by cDGASA5 AT3G02885 -1.08 -0.11 -0.73 0.490066 0.620061 -6.96
252646_at  protein kinase-like protein protein k--- AT3G44610 1.05 0.08 0.73 0.490069 0.620061 -6.96
258624_at unknown protein  ; supported by cD--- AT3G02950 1.07 0.10 0.73 0.490157 0.620132 -6.96
265420_s_ahypothetical protein predicted by geBRX AT1G31880 / 1.08 0.12 0.73 0.490179 0.620132 -6.96
246215_at putative cytoskeletal protein ; suppo--- AT4G37180 1.15 0.21 0.73 0.490449 0.620439 -6.96
258840_at unknown protein similar to unknown--- AT3G04620 -1.05 -0.07 -0.73 0.490712 0.620737 -6.96
251033_at hypothetical protein  ;supported by f--- AT5G01960 -1.05 -0.07 -0.73 0.490894 0.620933 -6.96
244938_at ribosomal protein S15 --- --- -1.11 -0.15 -0.73 0.49098 0.621008 -6.96
248991_at putative protein contains similarity to--- AT5G45220 -1.09 -0.13 -0.73 0.491176 0.621138 -6.96
266431_at Mutator-like transposase similar to  --- --- 1.06 0.08 0.73 0.491183 0.621138 -6.96
258286_at kinesin-like protein similar to kinesin--- AT3G16060 -1.07 -0.09 -0.73 0.491187 0.621138 -6.96
248414_at 50S ribosomal protein L11-like --- AT5G51610 1.06 0.09 0.73 0.491192 0.621138 -6.96
256183_at MAP kinase kinase 4 (ATMKK4) ideMKK4 AT1G51660 1.17 0.22 0.73 0.491327 0.621275 -6.96
258304_at hypothetical protein predicted by ge--- --- -1.05 -0.06 -0.73 0.491369 0.621293 -6.96
264034_s_aunknown protein ATUPS1 AT2G03590 / -1.06 -0.08 -0.73 0.491428 0.6213 -6.96
246287_at unknown protein --- AT1G31870 1.06 0.08 0.73 0.491429 0.6213 -6.96
252452_at  receptor protein kinase - like protei --- AT3G47110 -1.05 -0.07 -0.73 0.491499 0.621345 -6.96
266025_at putative retroelement pol polyprotei --- --- 1.06 0.08 0.73 0.491519 0.621345 -6.96
265351_at putative MADS-box protein AGL17 AGL17 AT2G22630 -1.06 -0.09 -0.73 0.491628 0.621449 -6.96
255312_at putative transposon protein --- --- 1.06 0.08 0.73 0.4918 0.621631 -6.96
253086_at hypothetical protein --- AT4G36370 -1.05 -0.07 -0.73 0.491847 0.621656 -6.96
251697_at  putative protein hypothetical protein--- AT3G56600 -1.05 -0.07 -0.73 0.491902 0.621692 -6.96
248389_at AP2 domain transcription factor-likeCBF4 AT5G51990 -1.06 -0.08 -0.73 0.491969 0.621742 -6.96
253914_at  putative protein late embryogenesis--- AT4G27400 -1.09 -0.12 -0.73 0.492069 0.621833 -6.96
245442_at hypothetical protein --- AT4G16710 1.05 0.07 0.73 0.492131 0.621877 -6.96
256319_at  trehalose-phosphatase, putative co--- AT1G35910 1.20 0.26 0.73 0.492277 0.622027 -6.96
264750_at hypothetical protein predicted by ge--- AT1G22870 -1.05 -0.07 -0.73 0.492319 0.622029 -6.96
249731_at RNA-binding protein-like CID13 AT5G24440 -1.08 -0.11 -0.73 0.492333 0.622029 -6.96
245604_at hypothetical protein --- AT4G14290 -1.06 -0.09 -0.73 0.492488 0.62219 -6.96
247057_at SCARECROW gene regulator --- AT5G66770 -1.17 -0.23 -0.73 0.492575 0.622266 -6.96
259148_at  putative ATPase similar to ATPase--- AT3G10350 1.07 0.10 0.73 0.492622 0.622291 -6.96
253334_at  putative protein dihydrokaempferol --- AT4G33360 -1.10 -0.13 -0.73 0.492739 0.622394 -6.96



267014_at unknown protein --- AT2G39170 -1.05 -0.06 -0.73 0.492758 0.622394 -6.96
251673_at  beta-1,3-glucanase   BG3 AT3G57240 -1.74 -0.80 -0.72 0.492898 0.622536 -6.96
245055_at hypothetical protein predicted by ge--- AT2G26470 1.07 0.10 0.72 0.492938 0.622552 -6.96
256846_at  pectin methylesterase, putative sim--- AT3G27980 1.05 0.07 0.72 0.493013 0.622613 -6.96
262034_at hypothetical protein predicted by ge--- --- -1.06 -0.08 -0.72 0.493083 0.622666 -6.96
265867_at unknown protein  ;supported by full-MEE11 AT2G01620 1.07 0.10 0.72 0.493162 0.622732 -6.96
252393_at  putative protein predicted proteins, --- AT3G47910 1.07 0.09 0.72 0.493229 0.622782 -6.96
266413_at unknown protein  ;supported by full---- AT2G38740 1.07 0.09 0.72 0.493362 0.622904 -6.96
259634_at hypothetical protein --- AT1G56380 1.05 0.07 0.72 0.49338 0.622904 -6.96
250963_at  putative protein various predicted p--- AT5G03000 -1.08 -0.11 -0.72 0.493463 0.622973 -6.96
257568_s_ahypothetical protein --- AT3G23950 / -1.08 -0.11 -0.72 0.493695 0.623232 -6.96
247692_s_a histone H4 - like protein histone H4--- AT5G59690 / 1.12 0.17 0.72 0.493858 0.623403 -6.96
255661_at hypothetical protein ULP1B AT4G00690 1.05 0.08 0.72 0.493894 0.623415 -6.96
267323_at unknown protein --- AT2G19340 -1.06 -0.08 -0.72 0.493975 0.623483 -6.96
253724_at Expressed protein ; supported by fuLCR24 AT4G29285 -1.05 -0.07 -0.72 0.494099 0.623604 -6.96
261236_at  importin alpha, putative similar to im--- AT1G32880 -1.06 -0.08 -0.72 0.494189 0.623684 -6.96
251279_at hypothetical protein --- AT3G61800 1.10 0.14 0.72 0.494359 0.623863 -6.96
251561_at E2 ubiquitin-conjugating-like enzymSCE1 AT3G57870 -1.05 -0.07 -0.72 0.494521 0.624033 -6.96
255898_at hypothetical protein similar to hypot --- AT1G17930 1.06 0.08 0.72 0.494808 0.624314 -6.96
256175_at unknown protein --- AT1G51670 1.05 0.07 0.72 0.494825 0.624314 -6.96
252562_s_a Histone H4 - like protein histone H4--- AT3G45930 / 1.06 0.09 0.72 0.494826 0.624314 -6.96
257316_at hypothetical protein predicted by ge--- --- -1.05 -0.07 -0.72 0.494866 0.624331 -6.96
255414_at hypothetical protein --- AT4G03156 1.05 0.07 0.72 0.494956 0.624409 -6.96
259564_at hypothetical protein --- AT1G20540 1.05 0.07 0.72 0.495121 0.624582 -6.96
263233_at hypothetical protein similar to Na/H --- AT1G05577 -1.05 -0.07 -0.72 0.495223 0.624677 -6.96
262023_at hypothetical protein predicted by ge--- AT1G35500 -1.06 -0.08 -0.72 0.495263 0.624693 -6.96
261830_at  protein kinase, putative similar to p --- AT1G10620 -1.06 -0.09 -0.72 0.495291 0.624694 -6.96
266844_at hypothetical protein predicted by ge--- AT2G26120 1.06 0.09 0.72 0.49536 0.624747 -6.96
246721_at  putative protein glycine-rich protein--- --- 1.05 0.07 0.72 0.49547 0.62485 -6.96
265517_at putative S1 self-incompatibility prote--- AT2G06090 -1.05 -0.07 -0.72 0.495541 0.624906 -6.96
256923_at hypothetical protein --- AT3G29635 1.07 0.10 0.72 0.495595 0.624939 -6.96
259526_at hypothetical protein --- AT1G12570 -1.13 -0.17 -0.72 0.49567 0.624999 -6.96
256475_s_a myosin heavy chain ATM2, putative--- AT1G42680 / -1.06 -0.08 -0.72 0.495818 0.625151 -6.96
255858_at zinc finger protein (ZFP6) identical tZFP6 AT1G67030 -1.08 -0.12 -0.72 0.495888 0.625204 -6.96
251736_at  putative protein acetyl-CoA carboxy--- AT3G56130 -1.11 -0.15 -0.72 0.49598 0.625287 -6.96



246726_at  putative protein predicted protein, A--- AT5G29050 -1.05 -0.07 -0.72 0.496296 0.625649 -6.96
263568_at hypothetical protein predicted by ge--- AT2G27160 -1.08 -0.11 -0.72 0.496446 0.625805 -6.96
263869_at unknown protein PROPEP6 AT2G22000 1.05 0.07 0.72 0.496672 0.626054 -6.96
245382_at hypothetical protein --- AT4G17800 1.06 0.08 0.72 0.496932 0.626348 -6.97
261009_at hypothetical protein similar to putati MES13 AT1G26360 -1.07 -0.09 -0.72 0.496998 0.62639 -6.97
267325_at unknown protein predicted by gensc--- AT2G19360 -1.06 -0.09 -0.72 0.49702 0.62639 -6.97
263630_at Expressed protein ; supported by fu--- AT2G04845 -1.05 -0.07 -0.72 0.497135 0.6265 -6.97
257836_at hypothetical protein --- --- -1.05 -0.08 -0.72 0.497213 0.626563 -6.97
261795_at unknown protein ; supported by cDN--- AT1G16010 1.05 0.07 0.72 0.497318 0.626652 -6.97
255772_at  calmodulin, putative similar to calm--- AT1G18530 -1.06 -0.09 -0.72 0.497338 0.626652 -6.97
247512_at  putative protein predicted protein, A--- AT5G61720 -1.05 -0.07 -0.72 0.497495 0.626815 -6.97
261454_at hypothetical protein predicted by ge--- AT1G21090 -1.06 -0.09 -0.72 0.497578 0.626885 -6.97
261081_at  transformer-SR ribonucleoprotein, --- AT1G07350 1.10 0.13 0.72 0.497763 0.62702 -6.97
257976_at  putative transcription factor containPLT1 AT3G20840 1.06 0.08 0.72 0.497767 0.62702 -6.97
261662_at  MAP kinase kinase 5, putative simiATMKK7 AT1G18350 -1.06 -0.08 -0.72 0.497783 0.62702 -6.97
266144_at hypothetical protein --- AT2G12170 1.05 0.08 0.72 0.497795 0.62702 -6.97
260567_at putative glucosyltransferase  ;suppoUGT74F2 AT2G43820 1.09 0.13 0.72 0.498431 0.627729 -6.97
252444_at  putative protein Na+-dependent inoPHT4;3 AT3G46980 1.05 0.07 0.72 0.498442 0.627729 -6.97
265744_at putative CENP-B/ARS binding prote--- --- 1.04 0.06 0.72 0.498455 0.627729 -6.97
255875_s_aputative protein kinase contains a p --- AT2G40500 / -1.06 -0.09 -0.72 0.498468 0.627729 -6.97
252748_at putative protein putative proteins - A--- --- 1.05 0.07 0.72 0.498514 0.62775 -6.97
257773_at hypothetical protein predicted by ge--- AT3G29185 1.06 0.09 0.72 0.498539 0.62775 -6.97
259866_at putative calmodulin similar to calmo--- AT1G76640 1.18 0.24 0.72 0.49858 0.627766 -6.97
248135_at putative protein similar to unknown --- AT5G54890 1.08 0.11 0.71 0.498671 0.627845 -6.97
255149_at KNAT1 homeobox-like protein KNAT1 AT4G08150 -1.07 -0.09 -0.71 0.49871 0.62786 -6.97
258042_at hypothetical protein similar to hypot --- AT3G21310 -1.05 -0.07 -0.71 0.498867 0.628024 -6.97
252517_at  receptor-like protein kinase homolo--- AT3G46340 -1.07 -0.09 -0.71 0.498999 0.628155 -6.97
260181_at  endo-1,4-beta-glucanase identical ATGH9B1 AT1G70710 1.14 0.19 0.71 0.499074 0.628195 -6.97
254599_at  putative protein hypothetical protein--- AT4G19000 -1.06 -0.09 -0.71 0.499086 0.628195 -6.97
247828_at  putative protein KIAA0066, Homo s--- AT5G58510 -1.05 -0.07 -0.71 0.499298 0.628428 -6.97
258171_at unknown protein --- AT3G21610 1.06 0.08 0.71 0.499493 0.628638 -6.97
261318_at Expressed protein ; supported by fu--- AT1G53035 1.27 0.35 0.71 0.499555 0.628677 -6.97
260588_at unknown protein contains similarity AtTLP7 AT1G53320 -1.07 -0.10 -0.71 0.499579 0.628677 -6.97
265548_s_aputative helicase --- --- 1.04 0.06 0.71 0.499639 0.628718 -6.97
250501_at  carboxypeptidase - like protein GC SCPL19 AT5G09640 -1.06 -0.08 -0.71 0.499799 0.628885 -6.97



257605_at hypothetical protein predicted by ge--- AT3G13840 -1.05 -0.06 -0.71 0.499833 0.628892 -6.97
248182_at putative protein contains similarity to--- AT5G54030 -1.05 -0.07 -0.71 0.499973 0.629034 -6.97
261811_at  DNA polymerase epsilon catalytic sTIL1 AT1G08260 1.09 0.12 0.71 0.500002 0.629036 -6.97
262537_s_aputative ubiquitin-conjugating enzymUBC34 AT1G17280 / -1.09 -0.13 -0.71 0.500086 0.629106 -6.97
257521_at hypothetical protein predicted by ge--- AT3G09140 -1.05 -0.07 -0.71 0.500263 0.629295 -6.97
262515_at unknown protein ; supported by cDN--- AT1G34200 1.09 0.12 0.71 0.500362 0.629385 -6.97
265553_at putative retroelement pol polyprotei --- --- 1.06 0.08 0.71 0.500398 0.629395 -6.97
255831_at hypothetical protein predicted by ge--- AT2G33350 1.06 0.08 0.71 0.500454 0.629431 -6.97
245102_at putative non-LTR retroelement reve--- --- 1.09 0.12 0.71 0.500542 0.629506 -6.97
259568_at hypothetical protein --- AT1G20490 1.05 0.07 0.71 0.500581 0.629521 -6.97
265063_at  receptor kinase, putative similar to --- AT1G61500 1.08 0.11 0.71 0.500685 0.629584 -6.97
252516_at histidyl-tRNA synthetase  ; supporteATHRS1 AT3G46100 -1.07 -0.09 -0.71 0.500733 0.629584 -6.97
245443_at limonene cyclase like protein --- AT4G16730 1.67 0.74 0.71 0.500756 0.629584 -6.97
265181_at putative OBP32pep protein  ;suppo --- AT1G23510 -1.07 -0.10 -0.71 0.500761 0.629584 -6.97
264093_at hypothetical protein predicted by ge--- AT1G79220 1.06 0.08 0.71 0.500769 0.629584 -6.97
254206_at  thaumatin-like protein thaumatin-lik--- AT4G24180 -1.07 -0.09 -0.71 0.500817 0.629609 -6.97
259591_at unknown protein ;supported by full-l--- AT1G28150 1.04 0.06 0.71 0.501203 0.630059 -6.97
263780_at hypothetical protein predicted by geSPA1 AT2G46340 1.11 0.15 0.71 0.501234 0.630059 -6.97
256688_at  non-LTR reverse transcriptase, put --- AT3G32130 -1.05 -0.07 -0.71 0.501257 0.630059 -6.97
263721_at hypothetical protein predicted by ge--- AT2G13630 -1.06 -0.08 -0.71 0.501331 0.630116 -6.97
262543_at Expressed protein ; supported by fu--- AT1G34245 -1.06 -0.09 -0.71 0.501407 0.630147 -6.97
256316_at hypothetical protein --- AT1G35890 -1.05 -0.07 -0.71 0.501411 0.630147 -6.97
267386_at unknown protein --- AT2G44430 1.09 0.12 0.71 0.50146 0.630175 -6.97
247505_at  signal recognition particle - like pro --- AT5G61970 1.05 0.07 0.71 0.501518 0.630214 -6.97
263936_at putative ATP-dependent RNA helica--- AT2G35920 1.07 0.10 0.71 0.501573 0.630247 -6.97
AFFX-r2-Bs-B. subtilis /GEN=thrC /DB_XREF=g--- --- -1.13 -0.18 -0.71 0.501731 0.630411 -6.97
250871_at putative protein --- AT5G03930 -1.07 -0.09 -0.71 0.501833 0.630504 -6.97
263530_at  HSP100/ClpB, putative similar to H--- AT2G25030 / -1.06 -0.08 -0.71 0.501864 0.630509 -6.97
262340_at Expressed protein ; supported by fuANAC027 AT1G64100 / 1.05 0.08 0.71 0.501944 0.630562 -6.97
266142_at unknown protein  ; supported by cD--- AT2G39030 1.36 0.44 0.71 0.501962 0.630562 -6.97
250389_at  putative protein probable flavin-conYUC4 AT5G11320 -1.05 -0.07 -0.71 0.502113 0.630717 -6.97
252243_at putative protein some putative prote--- AT3G50120 -1.13 -0.18 -0.71 0.502345 0.63095 -6.97
258818_at  putative ethylene receptor (EIN4) sEIN4 AT3G04580 -1.07 -0.10 -0.71 0.502354 0.63095 -6.97
250043_at  putative protein proline-rich protein --- AT5G18430 -1.07 -0.10 -0.71 0.502422 0.631001 -6.97
257975_at unknown protein similar to GB:AAD --- AT3G20830 -1.09 -0.12 -0.71 0.502463 0.631017 -6.97



250375_at  putative protein L-gulono-gamma-la--- AT5G11540 -1.06 -0.08 -0.71 0.50249 0.631017 -6.97
254887_at  putative protein various predicted p--- AT4G11770 -1.06 -0.09 -0.71 0.50254 0.631045 -6.97
250036_at  putative protein predicted proteins, --- AT5G18340 1.08 0.11 0.71 0.502597 0.631052 -6.97
263204_at hypothetical protein contains similarchr31 AT1G05490 1.04 0.06 0.71 0.502625 0.631052 -6.97
260136_at hypothetical protein predicted by ge--- AT1G66360 -1.06 -0.08 -0.71 0.502628 0.631052 -6.97
265666_at putative rac GTPase activating prot --- AT2G27440 -1.05 -0.06 -0.71 0.502731 0.631146 -6.97
267340_at unknown protein ACD11 AT2G34690 1.05 0.07 0.71 0.502867 0.631274 -6.97
263437_at putative disease resistance respons--- AT2G28670 -1.07 -0.09 -0.71 0.502888 0.631274 -6.97
252900_at  shikimate kinase - like protein shiki --- AT4G39540 1.08 0.11 0.71 0.502949 0.631316 -6.97
262404_at  transposon-like ORF, putative simil--- --- -1.06 -0.08 -0.71 0.503251 0.631643 -6.97
267521_at hypothetical protein predicted by ge--- AT2G30480 -1.08 -0.11 -0.71 0.503294 0.631643 -6.97
259976_at hypothetical protein  ;supported by fCP12-3 AT1G76560 1.10 0.14 0.71 0.503315 0.631643 -6.97
257298_at hypothetical protein predicted by ge--- AT3G28155 1.08 0.11 0.71 0.50332 0.631643 -6.97
248470_at unknown protein --- AT5G50830 -1.06 -0.08 -0.71 0.50338 0.631683 -6.97
257978_at putative serine/threonine protein kinATNEK5 AT3G20860 1.20 0.27 0.71 0.503543 0.631852 -6.97
252840_at  putative protein various predicted h--- --- -1.05 -0.07 -0.71 0.50361 0.631902 -6.97
252600_at  putative protein unknown protein CVPS24.2 AT3G45000 -1.07 -0.10 -0.71 0.50367 0.631932 -6.97
264342_at unknown protein ; supported by full---- AT1G12080 -1.29 -0.36 -0.71 0.503723 0.631932 -6.97
248993_at putative protein contains similarity to--- AT5G45240 -1.06 -0.08 -0.71 0.503743 0.631932 -6.97
267546_at putative disease resistance protein AtRLP23 AT2G32680 -1.32 -0.40 -0.71 0.50375 0.631932 -6.97
266564_at putative serine carboxypeptidase II scpl22 AT2G24000 -1.08 -0.11 -0.71 0.503805 0.631932 -6.97
247100_at selenium-binding protein-like --- AT5G66520 -1.06 -0.09 -0.71 0.503808 0.631932 -6.97
251434_at  polygalacturonase-like protein poly --- AT3G59850 -1.06 -0.08 -0.71 0.503828 0.631932 -6.97
253816_at hypothetical protein  ;supported by femb1923 AT4G28210 1.07 0.10 0.71 0.503934 0.632031 -6.97
257418_at hypothetical protein predicted by ge--- AT1G30850 -1.08 -0.11 -0.71 0.503999 0.632077 -6.97
260920_at  amp-binding protein, putative simila--- AT1G21530 -1.05 -0.07 -0.71 0.504042 0.632097 -6.97
254055_at hypothetical protein --- AT4G25330 -1.05 -0.08 -0.71 0.504131 0.632173 -6.97
259687_at unknown protein --- AT1G63110 1.07 0.10 0.71 0.504385 0.632457 -6.97
249902_at unknown protein --- AT5G22680 -1.08 -0.12 -0.70 0.504483 0.632545 -6.97
245131_s_aunknown protein emb1067 AT2G45330 / -1.05 -0.07 -0.70 0.504603 0.632657 -6.98
260016_at  Athila ORF 1, putative simlar to GI: --- --- 1.05 0.07 0.70 0.504628 0.632657 -6.98
245151_at putative pectinesterase  ;supported --- AT2G47550 1.41 0.49 0.70 0.504829 0.632852 -6.98
258880_at  hypothetical protein similar to symbATG8H AT3G06420 1.14 0.19 0.70 0.504838 0.632852 -6.98
256947_at hypothetical protein contains Pfam pPOK2 AT3G19050 1.04 0.06 0.70 0.504974 0.632986 -6.98
254621_at  gene 11-1 protein - like gene 11-1 WAVE5 AT4G18600 1.06 0.08 0.70 0.505065 0.633065 -6.98



264423_at hypothetical protein predicted by ge--- AT1G61690 1.07 0.10 0.70 0.505213 0.633216 -6.98
252545_at putative protein --- AT3G45820 1.07 0.09 0.70 0.505506 0.633549 -6.98
250092_at putative protein --- AT5G17360 1.05 0.06 0.70 0.505631 0.633671 -6.98
249623_at  putative protein Ariadne-2 protein ( --- AT5G37560 1.04 0.06 0.70 0.505696 0.633718 -6.98
247469_at Expressed protein ; supported by cDAGL42 AT5G62165 1.31 0.39 0.70 0.506024 0.634094 -6.98
250433_at  histone H3 - like protein histone H3--- AT5G10400 -1.07 -0.09 -0.70 0.5062 0.63428 -6.98
250113_at putative protein similar to unknown FRL1 AT5G16320 -1.06 -0.08 -0.70 0.506292 0.63436 -6.98
254197_at  trehalase - like protein trehalase 1 TRE1 AT4G24040 -1.09 -0.12 -0.70 0.506382 0.634438 -6.98
257850_at putative protein kinase leucine-rich SRF4 AT3G13065 1.05 0.07 0.70 0.506429 0.634462 -6.98
265591_at hypothetical protein predicted by ge--- AT2G20150 -1.08 -0.11 -0.70 0.506475 0.634484 -6.98
260850_at  glucose 6 phosphate/phosphate tra--- AT1G21870 -1.07 -0.10 -0.70 0.506604 0.634611 -6.98
265840_at hypothetical protein predicted by ge--- AT2G14530 -1.07 -0.10 -0.70 0.50665 0.634634 -6.98
247143_at unknown protein --- AT5G65580 -1.10 -0.14 -0.70 0.506869 0.634873 -6.98
261686_at unknown protein ;supported by full-l--- AT1G47310 1.06 0.08 0.70 0.507012 0.635018 -6.98
263967_at En/Spm-like transposon protein --- --- 1.05 0.07 0.70 0.507148 0.635153 -6.98
262177_at  isochorismate synthase (icsI) ident EDS16 AT1G74710 1.19 0.25 0.70 0.507239 0.635232 -6.98
249158_at electron transfer flavoprotein beta-sETFBETA AT5G43430 -1.05 -0.07 -0.70 0.507367 0.635358 -6.98
250103_at transcription factor (gb|AAD53095.1MYB43 AT5G16600 -1.06 -0.08 -0.70 0.507746 0.635798 -6.98
258007_at putative tyrosine phosphatase similaATPEN2 AT3G19420 -1.08 -0.12 -0.70 0.507837 0.635871 -6.98
260067_at putative lipid transfer protein similar --- AT1G73780 -1.06 -0.08 -0.70 0.507895 0.635871 -6.98
255679_at putative acetyl CoA thioesterase --- AT4G00520 1.08 0.11 0.70 0.507902 0.635871 -6.98
248543_at putative protein similar to unknown --- AT5G50230 -1.05 -0.06 -0.70 0.507916 0.635871 -6.98
259997_at unknown protein similar to N-acetylg--- AT1G67880 1.13 0.18 0.70 0.507998 0.635938 -6.98
261293_at unknown protein ; supported by cDN--- AT1G36980 1.05 0.07 0.70 0.508069 0.635958 -6.98
253744_s_a putative protein hypothetical protein--- --- -1.05 -0.07 -0.70 0.508069 0.635958 -6.98
253442_at  H+-transporting ATPase - like prote--- AT4G32530 1.05 0.07 0.70 0.50825 0.636144 -6.98
267444_at hypothetical protein predicted by ge--- AT2G19180 -1.08 -0.11 -0.70 0.508274 0.636144 -6.98
246788_at  putative protein hypothetical proteinAGL89 AT5G27580 -1.05 -0.07 -0.70 0.508304 0.636147 -6.98
256338_at hypothetical protein similar to seed --- AT1G72100 -1.06 -0.08 -0.70 0.508554 0.636425 -6.98
245782_at  60S ribosomal protein (fragment), p--- AT1G35200 -1.08 -0.11 -0.70 0.508676 0.63652 -6.98
256956_at expressed protein  supported by cD--- AT3G13410 -1.05 -0.07 -0.70 0.508686 0.63652 -6.98
257800_at unknown protein  ;supported by full---- AT3G15900 1.07 0.10 0.70 0.508856 0.636698 -6.98
257286_s_a transposase, putative similar to tran--- AT1G19260 / -1.06 -0.09 -0.70 0.509016 0.636863 -6.98
254727_at hypothetical protein PTAC5 AT4G13670 1.05 0.07 0.70 0.509167 0.637017 -6.98
245510_at hypothetical protein --- AT4G15740 -1.09 -0.13 -0.70 0.509235 0.637068 -6.98



262906_at unknown protein contains similarity --- AT1G59760 1.07 0.10 0.70 0.50957 0.637451 -6.98
264985_at unknown protein ;supported by full-l--- AT1G27150 1.10 0.14 0.70 0.509854 0.637757 -6.98
259470_at unknown protein --- AT1G19110 -1.05 -0.06 -0.70 0.50987 0.637757 -6.98
263023_at unknown protein --- AT1G23960 -1.12 -0.16 -0.70 0.509972 0.637849 -6.98
264730_at hypothetical protein similar to putati --- AT1G62085 1.06 0.08 0.70 0.510039 0.637898 -6.98
247236_at putative protein similar to unknown --- AT5G64590 -1.06 -0.08 -0.70 0.510093 0.637931 -6.98
249883_at Na+/H+ antiporter-like protein CHX3 AT5G22900 -1.05 -0.07 -0.70 0.510165 0.637986 -6.98
266996_at putative cytochrome P450  ;supportCYP710A2 AT2G34490 -1.38 -0.46 -0.70 0.510248 0.638055 -6.98
265177_at  OBP32pep protein, putative identic --- AT1G23640 -1.05 -0.07 -0.70 0.510314 0.638102 -6.98
258147_at  beta-glucosidase, putative similar t BGLU43 AT3G18070 1.06 0.08 0.69 0.510444 0.638189 -6.98
252952_at  putative protein cylicin II - bovine, P--- AT4G38710 1.08 0.11 0.69 0.510453 0.638189 -6.98
247370_at putative protein similar to unknown --- AT5G63320 1.11 0.15 0.69 0.510488 0.638189 -6.98
262530_at putative receptor protein kinase AppAtRLP2 AT1G17240 1.07 0.10 0.69 0.510495 0.638189 -6.98
245664_at hypothetical protein predicted by ge--- AT1G28327 -1.05 -0.07 -0.69 0.510601 0.638287 -6.98
257846_at unknown protein --- AT3G12910 1.24 0.31 0.69 0.510644 0.638306 -6.98
254272_at  predicted protein hypothetical prote--- AT4G22850 -1.05 -0.07 -0.69 0.510756 0.63841 -6.98
267343_at hypothetical protein predicted by gra--- AT2G44260 -1.32 -0.40 -0.69 0.510886 0.638538 -6.98
245570_at  heat shock protein 101 (HSP101),pCLPB2 AT4G14670 1.06 0.08 0.69 0.510932 0.63856 -6.98
263594_at putative purple acid phosphatase coPAP7 AT2G01880 -1.14 -0.18 -0.69 0.511051 0.638654 -6.98
249336_at putative protein similar to unknown DRB5 AT5G41070 -1.10 -0.14 -0.69 0.511063 0.638654 -6.98
267001_at putative urease accessory protein ; UREG AT2G34470 1.08 0.11 0.69 0.511177 0.638761 -6.98
257586_at hypothetical protein predicted by ge--- AT1G50760 -1.05 -0.06 -0.69 0.511383 0.638984 -6.98
260478_at DnaJ isolog --- AT1G11040 -1.05 -0.07 -0.69 0.511514 0.639112 -6.98
245482_at hypothetical protein --- AT4G16180 -1.08 -0.11 -0.69 0.511584 0.639165 -6.98
266497_at putative retroelement pol polyprotei --- --- -1.06 -0.09 -0.69 0.511804 0.639404 -6.98
258891_at unknown protein EMB2016 AT3G05680 1.05 0.07 0.69 0.51184 0.639414 -6.98
267491_at unknown protein predicted by gensc--- --- -1.07 -0.10 -0.69 0.51192 0.639479 -6.98
256623_at myosin identical to myosin GB:CABATM1 AT3G19960 -1.06 -0.09 -0.69 0.512465 0.640115 -6.99
256359_at  protein kinase, putative contains Pf--- AT1G66460 1.05 0.07 0.69 0.512485 0.640115 -6.99
265904_at putative beta-glucosidase BGLU14 AT2G25630 -1.06 -0.08 -0.69 0.512525 0.64013 -6.99
257664_at hypothetical protein predicted by geEMB2743 AT3G20400 -1.07 -0.10 -0.69 0.51277 0.640372 -6.99
261545_at unknown protein --- AT1G63530 1.06 0.08 0.69 0.512775 0.640372 -6.99
252617_at  n-acetylglucosaminyl-phosphatidyliSETH2 AT3G45100 -1.05 -0.07 -0.69 0.512805 0.640374 -6.99
252985_at  putative protein Niemann-Pick C di --- AT4G38350 1.06 0.08 0.69 0.513003 0.640585 -6.99
259197_at putative peroxidase similar to perox --- AT3G03670 1.23 0.30 0.69 0.513029 0.640585 -6.99



265910_at putative vacuolar ATP synthase pro--- AT2G25610 1.06 0.08 0.69 0.513148 0.640652 -6.99
265111_at similar to 14KD proline-rich protein --- AT1G62510 1.33 0.42 0.69 0.513163 0.640652 -6.99
255640_at hypothetical protein --- AT4G00800 1.08 0.11 0.69 0.513168 0.640652 -6.99
248203_at Myb-related transcription factor-like MYB49 AT5G54230 -1.04 -0.06 -0.69 0.513196 0.640652 -6.99
248266_at putative protein similar to unknown --- AT5G53440 1.05 0.07 0.69 0.513231 0.640661 -6.99
258968_at hypothetical protein similar to hypot --- AT3G10460 1.06 0.08 0.69 0.513336 0.640757 -6.99
252778_at  putative protein replication protein A--- --- -1.05 -0.07 -0.69 0.513398 0.640799 -6.99
265937_at putative RING zinc finger protein --- AT2G19610 -1.06 -0.09 -0.69 0.513956 0.641438 -6.99
248863_at zinc finger protein Glo3-like AGD9 AT5G46750 -1.05 -0.07 -0.69 0.513966 0.641438 -6.99
250535_at putative protein similar to unknown --- AT5G08480 1.06 0.08 0.69 0.514264 0.641749 -6.99
259201_at hypothetical protein predicted using --- AT3G09080 -1.08 -0.11 -0.69 0.514271 0.641749 -6.99
267616_at unknown protein  ;supported by full---- AT2G26680 -1.06 -0.08 -0.69 0.514321 0.641775 -6.99
255040_at  putative protein hypothetical protein--- AT4G09580 -1.06 -0.08 -0.69 0.514384 0.641819 -6.99
255592_s_ahypothetical protein --- AT2G34280 / -1.06 -0.09 -0.69 0.51444 0.641854 -6.99
248221_at vacuolar sorting protein-like; embryoVPS26A AT5G53530 -1.05 -0.07 -0.69 0.514538 0.641941 -6.99
261228_at  C-8,7 sterol isomerase identical to HYD1 AT1G20050 -1.07 -0.10 -0.69 0.514589 0.641948 -6.99
253036_at putative protein other predicted prot--- AT4G38340 -1.07 -0.10 -0.69 0.5146 0.641948 -6.99
263135_at  flavanone 3-hydroxylase, putative s--- AT1G78550 1.07 0.10 0.69 0.514648 0.641963 -6.99
252261_at RNA-directed RNA polymerase RNARDR6 AT3G49500 1.06 0.09 0.69 0.514684 0.641963 -6.99
255076_at  putative protein RING-H2 zinc finge--- AT4G09130 1.05 0.07 0.69 0.51472 0.641963 -6.99
259400_at  receptor-like protein kinase, putativ--- AT1G17750 1.28 0.35 0.69 0.514727 0.641963 -6.99
257257_at hypothetical protein contains Pfam p--- AT3G22020 -1.04 -0.06 -0.69 0.514753 0.641963 -6.99
251329_at  putative protein hypothetical proteinSYP73 AT3G61450 1.08 0.11 0.69 0.515089 0.642347 -6.99
265490_s_aputative polygalacturonase --- AT2G15450 / -1.05 -0.08 -0.69 0.515187 0.642412 -6.99
266515_at putative tubby protein AtTLP3 AT2G47900 1.08 0.11 0.69 0.515197 0.642412 -6.99
266219_at  putative para-aminobenzoate synthemb1997 AT2G28880 -1.06 -0.08 -0.69 0.515323 0.642535 -6.99
265783_at putative Athila retroelement ORF1 p--- --- -1.06 -0.09 -0.69 0.515562 0.642797 -6.99
247772_at  putative protein various predicted p--- AT5G58610 -1.07 -0.09 -0.69 0.515619 0.642832 -6.99
264958_at unknown protein ; supported by cDN--- AT1G76960 1.09 0.13 0.69 0.515759 0.642954 -6.99
264382_at  unknown protein similarity to strom SDF2 AT2G25110 1.10 0.14 0.69 0.515773 0.642954 -6.99
256182_at Expressed protein ; supported by fuSYP81 AT1G51740 1.07 0.10 0.69 0.515982 0.64313 -6.99
264229_at unknown protein --- AT1G67480 1.09 0.13 0.69 0.515985 0.64313 -6.99
260417_at putative chromomethylase similar toCMT3 AT1G69770 1.12 0.16 0.69 0.515998 0.64313 -6.99
260382_at unknown protein --- AT1G73850 1.07 0.10 0.69 0.516042 0.643139 -6.99
266041_s_ahypothetical protein --- --- 1.06 0.08 0.69 0.516062 0.643139 -6.99



258092_at Expressed protein ; supported by fu--- AT3G14595 1.09 0.13 0.68 0.516295 0.643378 -6.99
267505_at putative cytochrome P450  ;supportCYP76C1 AT2G45560 -1.07 -0.09 -0.68 0.51631 0.643378 -6.99
255519_at hypothetical protein --- AT4G02310 -1.04 -0.06 -0.68 0.516456 0.643525 -6.99
258685_at putative polygalacturonase similar t --- AT3G07830 -1.07 -0.10 -0.68 0.51659 0.643622 -6.99
256983_at  chaperonin 60 beta, putative very s--- AT3G13470 1.15 0.20 0.68 0.516591 0.643622 -6.99
252367_at  putative protein MEL-26, CaenorhaBT2 AT3G48360 -1.20 -0.26 -0.68 0.51663 0.643636 -6.99
257591_at  leucine-rich repeat disease resistanAtRLP39 AT3G24900 -1.04 -0.06 -0.68 0.516676 0.643658 -6.99
249878_at TATA-binding protein-associated phNF-YB13 AT5G23090 1.07 0.10 0.68 0.516784 0.643757 -6.99
264374_at  putative two-component response rARR12 AT2G25180 -1.06 -0.08 -0.68 0.516812 0.643757 -6.99
260429_at unknown protein  ;supported by full-JAZ6 AT1G72450 1.14 0.19 0.68 0.51686 0.643781 -6.99
264955_at  F-box protein family, AtFBX3 conta--- AT1G76920 1.07 0.10 0.68 0.516888 0.643781 -6.99
254277_at  myb-like protein myb-related transcMYB85 AT4G22680 1.19 0.25 0.68 0.517025 0.643898 -6.99
261234_x_ahypothetical protein predicted by ge--- --- -1.06 -0.08 -0.68 0.517064 0.643898 -6.99
245843_at unknown protein --- AT1G26180 -1.06 -0.09 -0.68 0.517067 0.643898 -6.99
249486_at  receptor protein kinase - like protei --- AT5G39030 1.07 0.09 0.68 0.51713 0.643942 -6.99
267248_at hypothetical protein predicted by ge--- AT2G30120 1.07 0.10 0.68 0.517345 0.644164 -6.99
245046_at putative membrane transporter  ; suPDE135 AT2G26510 1.06 0.08 0.68 0.517388 0.644164 -6.99
252893_at hypothetical protein --- AT4G39420 -1.04 -0.06 -0.68 0.517393 0.644164 -6.99
254113_at hypothetical protein --- AT4G24900 1.06 0.08 0.68 0.51746 0.644213 -6.99
251914_at  putative protein serine/threonine-sp--- AT3G53930 -1.06 -0.08 -0.68 0.517549 0.644285 -6.99
254211_at phosphatase like protein phosphoprSGT1A AT4G23570 -1.09 -0.13 -0.68 0.517575 0.644285 -6.99
263724_at putative Ta11-like non-LTR retroele --- AT2G13510 -1.05 -0.07 -0.68 0.517618 0.644304 -6.99
263987_at putative lipase  ; supported by cDNA--- AT2G42690 1.08 0.11 0.68 0.517649 0.644307 -6.99
246570_at  putative protein nonmuscle myosin --- AT5G14990 -1.06 -0.08 -0.68 0.517788 0.644414 -6.99
260534_at hypothetical protein predicted by gra--- --- -1.05 -0.07 -0.68 0.517797 0.644414 -6.99
264088_at unknown protein emb1381 AT2G31340 -1.06 -0.08 -0.68 0.51782 0.644414 -6.99
256129_at  calcium-binding protein, putative si --- AT1G18210 -1.10 -0.14 -0.68 0.518182 0.644829 -6.99
254060_at  putative protein polytropic murine leSHB1 AT4G25350 -1.11 -0.15 -0.68 0.518215 0.644836 -6.99
254175_at  putative protein CGI-82 protein - Ho--- AT4G24050 1.05 0.08 0.68 0.518313 0.644923 -6.99
245207_at  RING finger-like protein similarity to--- AT5G12310 -1.06 -0.08 -0.68 0.518367 0.644954 -6.99
245143_at unknown protein  ;supported by full-ZPR1 AT2G45450 1.12 0.17 0.68 0.518515 0.645103 -6.99
255613_at putative RING zinc finger protein --- AT4G01270 -1.06 -0.09 -0.68 0.518549 0.645111 -6.99
260227_at  unknown protein similar to hypothe --- AT1G74450 -1.15 -0.21 -0.68 0.518716 0.645283 -6.99
250140_at putative protein DRM2 AT5G14620 -1.07 -0.10 -0.68 0.518793 0.645343 -6.99
263091_at unknown protein --- AT2G16200 1.05 0.07 0.68 0.518863 0.645396 -6.99



254151_at  F-box protein family, AtFBX14 simi --- AT4G24390 1.05 0.07 0.68 0.519009 0.645503 -6.99
257616_at hypothetical protein contains Pfam p--- AT3G26540 1.07 0.10 0.68 0.519016 0.645503 -6.99
260646_at hypothetical protein similar to CHP- --- AT1G53340 1.08 0.12 0.68 0.519034 0.645503 -6.99
254538_at  putative protein chitinase / lysozym--- AT4G19740 1.05 0.07 0.68 0.519349 0.645859 -6.99
245327_at hypothetical protein ; supported by f--- AT4G16850 -1.05 -0.07 -0.68 0.519435 0.645931 -6.99
265193_at unknown protein ESTs gb|T144077 --- AT1G05070 1.05 0.07 0.68 0.519498 0.645961 -6.99
262865_at  cytochrome p450, putative similar tCYP89A7 AT1G64930 1.06 0.08 0.68 0.519516 0.645961 -6.99
262240_at  Pto kinase interactor 1, putative sim--- AT1G48220 -1.06 -0.08 -0.68 0.51967 0.646084 -6.99
256531_at  cystathionine gamma-synthase, pu --- AT1G33320 -1.05 -0.07 -0.68 0.519674 0.646084 -6.99
250099_at unknown protein  ; supported by cD--- AT5G17300 -1.07 -0.10 -0.68 0.519699 0.646084 -6.99
260932_s_ahypothetical protein contains similarPGP12 AT1G02520 / 1.22 0.29 0.68 0.519878 0.646271 -6.99
255337_at  putative DNA-binding protein similaWRKY42 AT4G04450 -1.07 -0.10 -0.68 0.519966 0.646297 -6.99
244969_at ribosomal protein S18 --- --- -1.13 -0.18 -0.68 0.519976 0.646297 -6.99
251832_at  putative protein tomato leucine zippATEXO70HAT3G55150 1.16 0.22 0.68 0.519984 0.646297 -6.99
247657_at Expressed protein ; supported by fu--- AT5G59845 -1.06 -0.09 -0.68 0.520324 0.646664 -6.99
249387_at  putative protein predicted proteins, --- AT5G40070 -1.08 -0.11 -0.68 0.520336 0.646664 -6.99
252148_at MS5-like protein --- AT3G51280 -1.06 -0.09 -0.68 0.520369 0.646669 -6.99
247579_at  cytochrome P450 - like protein cytoCYP89A3 AT5G61320 -1.05 -0.07 -0.68 0.520518 0.64682 -6.99
254386_at peroxidase prxr1  ;supported by full PRXR1 AT4G21960 1.11 0.15 0.68 0.520673 0.646976 -7.00
267514_at putative glycerate dehydrogenase  --- AT2G45630 1.16 0.21 0.68 0.520738 0.647022 -7.00
248642_at putative protein similar to unknown --- AT5G49120 -1.06 -0.08 -0.68 0.520906 0.647196 -7.00
250177_at  putative protein copine I, Homo sapRGLG2 AT5G14420 1.06 0.09 0.68 0.521129 0.647424 -7.00
264036_at hypothetical protein similar to hypot --- AT2G03810 -1.08 -0.11 -0.68 0.521146 0.647424 -7.00
265204_at hypothetical protein predicted by ge--- AT2G36650 -1.04 -0.06 -0.68 0.521248 0.647515 -7.00
266976_at putative phospholipase --- AT2G39410 1.09 0.12 0.68 0.521305 0.64755 -7.00
258475_at putative tyrosyl-tRNA synthetase simemb2768 AT3G02660 1.05 0.07 0.68 0.521376 0.647588 -7.00
265091_s_ahypothetical protein similar to Antho--- AT1G03495 / -1.07 -0.10 -0.68 0.521392 0.647588 -7.00
254769_at hypothetical protein --- AT4G13330 1.11 0.15 0.68 0.521705 0.647941 -7.00
264761_at hypothetical protein predicted by ge--- AT1G61280 1.05 0.07 0.68 0.521881 0.648125 -7.00
259271_at Expressed protein ; supported by fu--- AT3G01170 -1.06 -0.09 -0.68 0.521942 0.64816 -7.00
253844_at hypothetical protein --- AT4G27930 -1.06 -0.09 -0.68 0.52198 0.64816 -7.00
245808_at RNA binding protein identical to RNATRBP1 AT1G58470 -1.07 -0.10 -0.68 0.521995 0.64816 -7.00
252743_at  guanine nucleotide-exchange - likeATMIN7 AT3G43300 -1.05 -0.07 -0.68 0.522051 0.648195 -7.00
253540_at  putative protein various predicted p--- AT4G31615 -1.05 -0.07 -0.68 0.522126 0.648252 -7.00
263576_at hypothetical protein similar to hypot --- AT2G17080 1.04 0.06 0.67 0.522217 0.648308 -7.00



248471_at unknown protein --- AT5G50840 -1.07 -0.10 -0.67 0.522227 0.648308 -7.00
263949_at  E2, ubiquitin-conjugating enzyme, MMZ3 AT2G36060 1.05 0.06 0.67 0.522297 0.648359 -7.00
262311_at  homeodomain leucine zipper prote ATHB18 AT1G70920 1.06 0.08 0.67 0.522419 0.648466 -7.00
250528_at putative protein strong similarity to u--- AT5G08600 1.04 0.06 0.67 0.52244 0.648466 -7.00
248894_at unknown protein --- AT5G46320 -1.06 -0.08 -0.67 0.522473 0.648471 -7.00
259600_at hypothetical protein predicted by ge--- AT1G35220 1.07 0.10 0.67 0.522523 0.648499 -7.00
260546_at putative trypsin inhibitor  ;supportedATTI2 AT2G43520 1.24 0.31 0.67 0.522724 0.648713 -7.00
257897_at HAL3A protein identical to GB:AAD HAL3A AT3G18030 1.08 0.11 0.67 0.522905 0.648902 -7.00
265456_at Expressed protein ; supported by fuSDH4 AT2G46505 1.05 0.07 0.67 0.522983 0.648928 -7.00
256572_at  40S RIBOSOMAL PROTEIN S25, --- AT3G30740 1.05 0.07 0.67 0.523004 0.648928 -7.00
254792_at  putative protein nucleoid DNA-bind --- AT4G12920 -1.05 -0.08 -0.67 0.523012 0.648928 -7.00
257801_at  mitogen activated protein kinase ki WNK6 AT3G18750 1.06 0.08 0.67 0.523099 0.648977 -7.00
259569_at hypothetical protein --- AT1G20480 1.06 0.09 0.67 0.523108 0.648977 -7.00
264745_at  5'-adenylylphosphosulfate reductas 02-אפר AT1G62180 1.10 0.13 0.67 0.523315 0.649174 -7.00
261054_at hypothetical protein predicted by ge--- AT1G01320 -1.11 -0.15 -0.67 0.523324 0.649174 -7.00
258867_at hypothetical protein predicted by ge--- AT3G03130 -1.05 -0.08 -0.67 0.52349 0.649345 -7.00
261067_at  lectin, putative contains Pfam profil --- AT1G07460 -1.05 -0.08 -0.67 0.523519 0.649346 -7.00
252790_at putative protein various predicted tr --- --- -1.05 -0.07 -0.67 0.523592 0.6494 -7.00
258108_at unknown protein contains Pfam pro --- AT3G23570 1.17 0.23 0.67 0.52368 0.64945 -7.00
246722_at  putative protein various predicted p--- --- -1.07 -0.10 -0.67 0.523688 0.64945 -7.00
264874_at unknown protein Location of EST g --- AT1G24240 -1.05 -0.07 -0.67 0.523779 0.649527 -7.00
259394_at hypothetical protein predicted by ge--- AT1G06420 -1.05 -0.07 -0.67 0.523902 0.649644 -7.00
250432_at  putative protein various predicted p--- AT5G10420 1.05 0.07 0.67 0.523967 0.64969 -7.00
245241_at hypothetical protein contains similar--- AT1G44478 -1.05 -0.07 -0.67 0.524076 0.649789 -7.00
249745_at phloem-specific lectin-like protein AtPP2-B12 AT5G24560 -1.06 -0.09 -0.67 0.524158 0.649856 -7.00
249946_at  putative protein predicted proteins, --- AT5G19170 -1.12 -0.16 -0.67 0.524294 0.649989 -7.00
247257_at proteasome regulatory subunit-like  RPN5B AT5G64760 1.12 0.16 0.67 0.524328 0.649996 -7.00
253251_at  putative protein similarity predicted --- AT4G34730 1.08 0.11 0.67 0.524385 0.650031 -7.00
263494_at  14-3-3 protein GF14mu (grf9) identGRF9 AT2G42590 1.05 0.07 0.67 0.524617 0.650283 -7.00
258942_at  unknown protein predicted by gens--- AT3G09960 -1.06 -0.08 -0.67 0.524717 0.650372 -7.00
245931_at  major pollen allergen-like protein po--- AT5G09280 -1.07 -0.10 -0.67 0.52478 0.650404 -7.00
263959_at hypothetical protein predicted by ge--- AT2G36210 -1.05 -0.07 -0.67 0.5248 0.650404 -7.00
266038_at putative ABC transporter ATMRP11 AT2G07680 1.10 0.14 0.67 0.524856 0.650417 -7.00
AFFX-DapX B. subtilis /GEN=dapB /DB_XREF= --- --- -1.12 -0.16 -0.67 0.524868 0.650417 -7.00
265533_at putative replication protein A1 --- --- -1.04 -0.06 -0.67 0.525057 0.650616 -7.00



260278_at  hypothetical protein predicted by geWRKY66 AT1G80590 -1.09 -0.13 -0.67 0.52552 0.651156 -7.00
247927_at unknown protein --- AT5G57310 -1.05 -0.08 -0.67 0.525564 0.651175 -7.00
261464_at  disease resistance response protei --- AT1G07730 / 1.06 0.09 0.67 0.525636 0.651228 -7.00
261705_at hypothetical protein predicted by ge--- AT1G32670 -1.05 -0.08 -0.67 0.525679 0.651245 -7.00
245511_at hypothetical protein --- AT4G15755 -1.04 -0.06 -0.67 0.525775 0.651321 -7.00
247827_at  putative protein various predicted pLSH5 AT5G58500 -1.07 -0.09 -0.67 0.525797 0.651321 -7.00
258234_at hypothetical protein similar to myb-rMYB118 AT3G27785 -1.05 -0.07 -0.67 0.525932 0.651453 -7.00
251215_at  putative protein region within disulf --- AT3G62510 -1.05 -0.08 -0.67 0.525994 0.651494 -7.00
259599_at  serine carboxypeptidase II, putativeSCPL45 AT1G28110 -1.19 -0.25 -0.67 0.526053 0.651503 -7.00
265981_s_aputative replication protein A1 --- --- -1.07 -0.10 -0.67 0.526067 0.651503 -7.00
265470_at putative protein with C-terminal RIN--- AT2G37150 1.07 0.09 0.67 0.526087 0.651503 -7.00
257036_at hypothetical protein predicted by ge--- AT3G19120 1.05 0.07 0.67 0.526146 0.651516 -7.00
250124_at putative protein contains similarity to--- AT5G16480 -1.06 -0.09 -0.67 0.526154 0.651516 -7.00
246485_at  putative protein cell death associat AtCXE17 AT5G16080 1.24 0.31 0.67 0.526203 0.651517 -7.00
255653_at Similar to receptor kinase --- AT4G00960 1.05 0.06 0.67 0.526212 0.651517 -7.00
248068_at unknown protein --- AT5G55610 -1.08 -0.11 -0.67 0.526344 0.651642 -7.00
256701_at  transcription initiation factor IIF, bet--- AT3G52270 -1.06 -0.08 -0.67 0.52637 0.651642 -7.00
254736_at  putative disease resistance protein --- AT4G13820 1.10 0.14 0.67 0.5264 0.651644 -7.00
246836_s_a putative protein MADS box protein --- AT5G26650 / -1.04 -0.06 -0.67 0.526538 0.651779 -7.00
250000_at  putative protein PGPD14 - Petunia --- AT5G18650 1.08 0.11 0.67 0.526622 0.651847 -7.00
246931_at  putative protein apoptosis-related p--- AT5G25170 1.18 0.24 0.67 0.526748 0.651966 -7.00
258256_at unknown protein  ; supported by cD--- AT3G26890 -1.06 -0.08 -0.67 0.526787 0.651966 -7.00
245457_s_adisease resistance RPP5 like protei --- AT4G16940 / -1.05 -0.08 -0.67 0.52681 0.651966 -7.00
256941_at hypothetical protein --- --- -1.06 -0.09 -0.67 0.52685 0.651966 -7.00
263901_at unknown protein  ;supported by full---- AT2G36320 -1.08 -0.11 -0.67 0.52686 0.651966 -7.00
251810_at  putative protein predicted pectate-l --- AT3G55250 1.07 0.10 0.67 0.526995 0.652097 -7.00
260376_at putative cytochrome P-450 similar t CYP78A10 AT1G74110 -1.05 -0.07 -0.67 0.527089 0.652128 -7.00
252145_at putative protein several putative pro--- AT3G51200 -1.05 -0.07 -0.67 0.527095 0.652128 -7.00
251818_at  vacuolar protein sorting protein 33aATVPS33 AT3G54860 -1.06 -0.08 -0.67 0.527106 0.652128 -7.00
246812_at  putative protein predicted proteins, --- --- -1.05 -0.07 -0.67 0.527283 0.652293 -7.00
256283_at hypothetical protein --- AT3G12540 -1.05 -0.07 -0.67 0.527309 0.652293 -7.00
259563_s_ahypothetical protein --- AT1G20590 / 1.05 0.07 0.67 0.527325 0.652293 -7.00
261173_at hypothetical protein predicted by ge--- AT1G04830 1.05 0.08 0.67 0.527382 0.652328 -7.00
266632_at putative serpin --- AT2G35570 -1.06 -0.08 -0.67 0.527463 0.652393 -7.00
255195_at may be a pseudogene --- --- -1.05 -0.07 -0.67 0.527629 0.652563 -7.00



253666_at  xyloglucan endo-1,4-beta-D-glucanMERI5B AT4G30270 -1.05 -0.07 -0.67 0.527724 0.65261 -7.00
261665_at  beta-glucan-elicitor receptor, putati --- AT1G18310 1.05 0.07 0.67 0.527724 0.65261 -7.00
261022_at unknown protein similar to NAM likeANAC007 AT1G12260 -1.06 -0.08 -0.67 0.52779 0.652656 -7.00
253235_at  putative protein hypothetical proteinHDR AT4G34350 1.11 0.15 0.67 0.527987 0.652865 -7.00
255399_at hypothetical protein --- --- -1.06 -0.09 -0.67 0.528036 0.652866 -7.00
263723_at putative Ta11-like non-LTR retroele --- AT2G13500 -1.05 -0.07 -0.67 0.528046 0.652866 -7.00
255072_at  outer envelope membrane protein OTOC75-IV AT4G09080 1.06 0.09 0.66 0.528251 0.653084 -7.00
245677_at hypothetical protein predicted by ge--- AT1G56660 -1.04 -0.06 -0.66 0.528323 0.653138 -7.00
257815_at unknown protein --- AT3G25130 -1.05 -0.08 -0.66 0.528447 0.653238 -7.00
249370_at  zinc finger - like protein predicted p--- AT5G40710 1.04 0.06 0.66 0.528462 0.653238 -7.00
247757_at putative protein --- AT5G59105 / -1.04 -0.06 -0.66 0.528498 0.653248 -7.00
256150_at beta-fructofuranosidase identical to ATFRUCT5AT1G55120 1.12 0.17 0.66 0.528683 0.653442 -7.00
264665_at  unknown protein ESTs gb|H37208,--- AT1G09660 1.06 0.09 0.66 0.528809 0.653562 -7.00
246665_s_aputative protein predicted proteins - --- --- -1.06 -0.08 -0.66 0.528843 0.653568 -7.00
253014_at  MADS-box protein AGL17 -like pro AGL21 AT4G37940 -1.04 -0.06 -0.66 0.528896 0.65357 -7.01
246967_at FPF1 protein FPF1 AT5G24860 1.09 0.13 0.66 0.528901 0.65357 -7.01
252283_at  60S ribosomal protein L13 (BBC1) --- AT3G48960 1.05 0.08 0.66 0.529193 0.653895 -7.01
263506_s_ahypothetical protein --- --- -1.07 -0.09 -0.66 0.529356 0.654061 -7.01
264290_at hypothetical protein predicted by ge--- AT1G78810 -1.07 -0.10 -0.66 0.529405 0.654085 -7.01
254767_s_a cytochrome p450 - like protein cytoCYP71A19 AT4G13290 / -1.05 -0.06 -0.66 0.529449 0.654104 -7.01
255569_at putative CAAX prenyl protease  ; suATSTE24 AT4G01320 1.05 0.07 0.66 0.529594 0.654249 -7.01
247537_s_a ABC transport protein - like ABC traATH15 AT5G61690 / 1.05 0.08 0.66 0.529648 0.654279 -7.01
258116_at hypothetical protein similar to terpen--- AT3G14520 -1.07 -0.09 -0.66 0.529687 0.654292 -7.01
249735_at  putative protein contains similarity t--- AT5G24450 -1.07 -0.10 -0.66 0.529774 0.654365 -7.01
257499_at hypothetical protein similar to hypot --- AT1G63850 1.11 0.15 0.66 0.529838 0.654408 -7.01
249275_at polygalacturonase-like protein --- AT5G41870 -1.06 -0.08 -0.66 0.530022 0.6546 -7.01
251941_at  putative protein ribosomal protein S--- AT3G53470 -1.05 -0.08 -0.66 0.530129 0.654697 -7.01
245501_at hypothetical protein --- AT4G15620 -1.13 -0.18 -0.66 0.530247 0.654773 -7.01
248513_at unknown protein --- AT5G50500 -1.05 -0.06 -0.66 0.530255 0.654773 -7.01
246470_at  putative protein predicted proteins, --- AT5G17080 1.05 0.07 0.66 0.5303 0.654773 -7.01
253081_at  putative protein F35D11.3, Caenor --- AT4G36210 -1.07 -0.10 -0.66 0.530306 0.654773 -7.01
246278_at tubulin-like protein --- AT4G37190 -1.12 -0.16 -0.66 0.530373 0.654821 -7.01
266890_at acyl carrier protein identical to GB:LMTACP-1 AT2G44620 1.07 0.09 0.66 0.530434 0.65486 -7.01
263395_at putative mitochondrial inner membr ATTIM44-1 AT2G20500 / -1.05 -0.07 -0.66 0.530525 0.654937 -7.01
266346_at putative homeodomain transcriptionATHB17 AT2G01430 -1.07 -0.10 -0.66 0.530771 0.655206 -7.01



263427_at hypothetical protein predicted by ge--- AT2G22260 -1.05 -0.07 -0.66 0.530957 0.6554 -7.01
256198_at  Myb-family transcription factor, puta--- AT1G58220 1.08 0.11 0.66 0.531022 0.655444 -7.01
249669_at putative protein similar to unknown --- --- -1.05 -0.07 -0.66 0.531124 0.655513 -7.01
262054_s_a putative heat-shock protein contain--- AT1G79920 / 1.07 0.10 0.66 0.531159 0.655513 -7.01
245871_at hypothetical protein predicted by ge--- AT1G26290 -1.07 -0.10 -0.66 0.531164 0.655513 -7.01
259529_at hypothetical protein --- AT1G12400 1.05 0.07 0.66 0.53129 0.655627 -7.01
261035_at hypothetical protein contains Pfam p--- --- 1.05 0.06 0.66 0.531314 0.655627 -7.01
254659_at  starch synthase-like protein bacteriSS4 AT4G18240 -1.09 -0.12 -0.66 0.531354 0.655641 -7.01
261525_at hypothetical protein predicted by ge--- AT1G14330 -1.07 -0.10 -0.66 0.531629 0.655945 -7.01
264387_at putative growth regulator protein co --- AT1G11990 -1.06 -0.08 -0.66 0.531689 0.655984 -7.01
251326_at  putative protein stamina pistilloidia HWS AT3G61590 -1.07 -0.10 -0.66 0.531736 0.656007 -7.01
257543_at hypothetical protein predicted by ge--- AT3G28960 -1.06 -0.08 -0.66 0.531912 0.656188 -7.01
249313_at unknown protein --- AT5G41560 1.05 0.07 0.66 0.532045 0.656316 -7.01
265165_at putative OBP32pep protein --- AT1G23610 -1.05 -0.07 -0.66 0.532118 0.656371 -7.01
257696_at  protein kinase, putative similar to p AGC1.5 AT3G12690 -1.08 -0.11 -0.66 0.532257 0.656505 -7.01
251912_at  protein kinase-like protein wall-asso--- AT3G53840 -1.06 -0.08 -0.66 0.532284 0.656505 -7.01
257114_at  cytochrome P450, putative contain CYP705A2 AT3G20140 -1.07 -0.10 -0.66 0.532375 0.656581 -7.01
266558_at putative polygalacturonase --- AT2G23900 -1.05 -0.07 -0.66 0.532463 0.656654 -7.01
258463_at putative protein kinase similar to Pto--- AT3G17410 -1.06 -0.09 -0.66 0.532517 0.656685 -7.01
262713_at unknown protein --- AT1G16520 1.10 0.14 0.66 0.532609 0.656763 -7.01
262993_at hypothetical protein contains similar--- AT1G54230 -1.05 -0.07 -0.66 0.532653 0.656783 -7.01
261325_at hypothetical protein predicted by ge--- AT1G44780 1.04 0.06 0.66 0.532755 0.656842 -7.01
264029_at unknown protein MRH6 AT2G03720 -1.05 -0.08 -0.66 0.532759 0.656842 -7.01
246044_at calcium-dependent protein kinase  ;CDPK19 AT5G19450 1.07 0.10 0.66 0.532984 0.657071 -7.01
250696_at putative protein similar to unknown --- AT5G06790 1.04 0.06 0.66 0.533002 0.657071 -7.01
246833_at putative protein --- AT5G26620 1.04 0.06 0.66 0.533138 0.657203 -7.01
251777_s_a pyruvate kinase - like protein pyruv --- AT3G55650 / -1.06 -0.08 -0.66 0.533368 0.65745 -7.01
263627_at Expressed protein ; supported by fu--- AT2G04675 -1.06 -0.08 -0.66 0.533453 0.657498 -7.01
247879_at unknown protein --- AT5G57770 -1.04 -0.06 -0.66 0.533464 0.657498 -7.01
249413_at  ras - related GTP binding protein - AtRABG1 AT5G39620 -1.05 -0.07 -0.66 0.533516 0.657527 -7.01
251197_at  glutaredoxin -like protein glutaredox--- AT3G62960 1.12 0.16 0.66 0.533607 0.657603 -7.01
254930_at  putative protein hypothetical protein--- AT4G11450 -1.10 -0.14 -0.66 0.533674 0.65765 -7.01
256640_at hypothetical protein predicted by ge--- AT3G32260 -1.06 -0.08 -0.66 0.533703 0.65765 -7.01
259107_at hypothetical protein predicted by ge--- AT3G05460 1.04 0.06 0.66 0.533893 0.65784 -7.01
246717_at putative protein --- AT5G28920 -1.05 -0.07 -0.66 0.533915 0.65784 -7.01



247496_at  putative protein predicted proteins, GUT1 AT5G61840 1.05 0.07 0.66 0.534038 0.657957 -7.01
259622_at hypothetical protein predicted by ge--- AT1G43010 -1.05 -0.07 -0.66 0.534179 0.65809 -7.01
252380_at  ABC-type transport protein-like pro ATH2 AT3G47740 -1.05 -0.07 -0.65 0.534214 0.65809 -7.01
256880_at  major latex protein, putative similar --- AT3G26450 1.10 0.13 0.65 0.534252 0.65809 -7.01
259303_at hypothetical protein predicted by ge--- AT3G05130 -1.04 -0.06 -0.65 0.534262 0.65809 -7.01
265601_at hypothetical protein predicted by ge--- AT2G14390 -1.06 -0.08 -0.65 0.53446 0.658299 -7.01
255713_s_apredicted protein --- AT4G00234 / -1.04 -0.06 -0.65 0.534489 0.658299 -7.01
252301_at  putative protein various predicted pEMB2261 --- -1.07 -0.09 -0.65 0.534551 0.658339 -7.01
245583_at hypothetical protein --- AT4G14920 1.05 0.08 0.65 0.534668 0.658437 -7.01
247222_at ABC transporter protein 1-like  ; supATGCN5 AT5G64840 1.09 0.13 0.65 0.534688 0.658437 -7.01
266322_at putative auxin-regulated protein --- AT2G46690 -1.11 -0.15 -0.65 0.53476 0.658491 -7.01
263694_at putative reverse transcriptase stron --- --- -1.04 -0.06 -0.65 0.535061 0.658802 -7.01
253106_at  putative protein predicted proteins, --- AT4G35870 -1.05 -0.07 -0.65 0.535071 0.658802 -7.01
255745_at hypothetical protein predicted by ge--- AT1G32030 -1.04 -0.06 -0.65 0.535161 0.658836 -7.01
248750_at putative protein similar to unknown --- AT5G47530 -1.08 -0.12 -0.65 0.535166 0.658836 -7.01
249197_at putative protein contains similarity toCML37 AT5G42380 1.43 0.51 0.65 0.535185 0.658836 -7.01
252681_at  NAC domain -like protein Tobacco anac061 AT3G44350 -1.06 -0.09 -0.65 0.535243 0.658872 -7.01
267556_at putative beta-galactosidase  ; suppoBGAL9 AT2G32810 -1.06 -0.09 -0.65 0.535338 0.658901 -7.01
252403_at hypothetical protein --- AT3G48080 1.04 0.06 0.65 0.535351 0.658901 -7.01
249521_at putative protein strong similarity to u--- AT5G38690 1.05 0.07 0.65 0.535353 0.658901 -7.01
255170_at hypothetical protein similar to A. tha--- --- -1.05 -0.07 -0.65 0.535565 0.659126 -7.01
249471_at  putative protein predicted proteins, EDL2 AT5G39360 -1.08 -0.11 -0.65 0.535622 0.65916 -7.01
246692_at  putative protein predicted protein, A--- --- -1.07 -0.09 -0.65 0.535723 0.659249 -7.01
246641_s_aExpressed protein ; supported by fu--- AT5G34883 / -1.05 -0.08 -0.65 0.535842 0.659325 -7.01
263062_at putative phosphatidylinositol/phopha--- AT2G18180 -1.05 -0.08 -0.65 0.535842 0.659325 -7.01
255280_at  score=179, E=5.7e-06, N=1)   --- AT4G04960 1.12 0.16 0.65 0.535999 0.659482 -7.01
246927_s_a nodulin - like protein nodulin, Glycin--- AT5G25250 / 1.09 0.13 0.65 0.536095 0.659548 -7.01
245978_at  putative protein MORC microrchidia--- AT5G13130 -1.06 -0.08 -0.65 0.53611 0.659548 -7.01
264974_at unknown protein contains Pfam pro ATHB54 AT1G27050 -1.06 -0.08 -0.65 0.536171 0.659558 -7.01
260615_at mitochondrial NAD-dependent mala--- AT1G53240 1.11 0.15 0.65 0.536176 0.659558 -7.01
250644_at protein phosphatase 2C-like  ;suppo--- AT5G06750 1.09 0.12 0.65 0.536348 0.6597 -7.01
252244_at putative protein some putative prote--- AT3G50130 -1.06 -0.09 -0.65 0.53635 0.6597 -7.01
267372_at putative protein kinase contains a p ARSK1 AT2G26290 1.21 0.27 0.65 0.536747 0.660153 -7.01
263450_at putative calcium-dependent protein CPK24 AT2G31500 -1.05 -0.06 -0.65 0.536852 0.660211 -7.01
261237_at hypothetical protein contains similar--- AT1G32980 -1.05 -0.07 -0.65 0.536852 0.660211 -7.01



256465_at hypothetical protein predicted by ge--- AT1G32570 -1.08 -0.11 -0.65 0.536958 0.660306 -7.01
259589_at unknown protein --- AT1G28135 1.07 0.09 0.65 0.537074 0.660389 -7.01
248565_at putative protein similar to unknown --- AT5G49710 1.08 0.11 0.65 0.5371 0.660389 -7.01
245452_at retrotransposon like protein --- --- -1.05 -0.07 -0.65 0.537112 0.660389 -7.01
256532_at  PPR-repeat protein, putative conta --- AT1G33350 1.08 0.11 0.65 0.537166 0.660419 -7.01
246338_s_a putative protein putative integral meATCHX10 AT3G44920 / -1.04 -0.06 -0.65 0.537259 0.660498 -7.01
264287_at hypothetical protein similar to hypot --- AT1G61930 -1.06 -0.09 -0.65 0.537397 0.660608 -7.01
258627_at unknown protein similar to peroxiso PEX12 AT3G04460 1.07 0.09 0.65 0.537406 0.660608 -7.01
260052_at  14-3-3 protein (grf13), putative con GRF13 AT1G78220 -1.05 -0.08 -0.65 0.537597 0.660758 -7.02
262527_at  SRG1-like protein Strong homology--- AT1G17010 -1.05 -0.07 -0.65 0.537602 0.660758 -7.02
258720_at putative ankyrin similar to ankyrin G--- AT3G09550 -1.06 -0.09 -0.65 0.537615 0.660758 -7.02
249498_at putative protein motif in transcription--- AT5G39230 -1.05 -0.07 -0.65 0.537805 0.660956 -7.02
257498_at hypothetical protein predicted by ge--- AT1G69660 1.05 0.07 0.65 0.537872 0.661002 -7.02
251894_at  putative protein predicted proteins, --- AT3G54380 -1.06 -0.09 -0.65 0.53823 0.661406 -7.02
260196_at hypothetical protein similar to hypot --- AT1G67570 1.04 0.06 0.65 0.538536 0.661724 -7.02
258605_at phi-1-like protein similar to phi-1 (phEXL6 AT3G02970 -1.06 -0.08 -0.65 0.538546 0.661724 -7.02
245856_at  putative protein predicted proteins, --- --- -1.07 -0.10 -0.65 0.538585 0.661735 -7.02
257367_at hypothetical protein predicted by ge--- AT2G25780 -1.06 -0.08 -0.65 0.538678 0.661814 -7.02
264764_at  receptor kinase, putative similar to --- AT1G61440 1.04 0.06 0.65 0.538882 0.661969 -7.02
245789_at hypothetical protein similar to hypot --- AT1G32090 -1.11 -0.15 -0.65 0.538889 0.661969 -7.02
248306_at unknown protein  ; supported by cDWRKY27 AT5G52830 1.09 0.12 0.65 0.538891 0.661969 -7.02
250022_at Brn1-like protein --- AT5G18210 1.10 0.14 0.65 0.538991 0.662035 -7.02
259637_at  protein disulfide isomerase precursATPDIL1-5 AT1G52260 -1.07 -0.10 -0.65 0.539002 0.662035 -7.02
252447_at  beta-D-glucan exohydrolase - like p--- AT3G47040 -1.05 -0.07 -0.65 0.539206 0.662248 -7.02
265140_at  F-box protein family, AtFBX11 cont--- AT1G51320 -1.05 -0.07 -0.65 0.539278 0.662294 -7.02
259619_at hypothetical protein --- AT1G42980 1.06 0.09 0.65 0.539301 0.662294 -7.02
246922_at serine/threonine protein kinase-like CIPK25 AT5G25110 1.09 0.12 0.65 0.539367 0.66234 -7.02
253708_at  gamma-glutamyltransferase-like pr GGT4 AT4G29210 1.12 0.17 0.65 0.539493 0.662454 -7.02
263745_at hypothetical protein predicted by geCHR34 AT2G21450 -1.05 -0.07 -0.65 0.539518 0.662454 -7.02
264326_at unknown protein --- AT1G04230 -1.06 -0.09 -0.65 0.539606 0.662502 -7.02
259302_at unknown protein GID1A AT3G05120 1.08 0.11 0.65 0.539615 0.662502 -7.02
255218_at putative athila transposon protein --- --- -1.04 -0.06 -0.65 0.539875 0.662785 -7.02
266539_at similar to mammalian MHC III regio SUVH5 AT2G35160 1.06 0.08 0.65 0.53992 0.662804 -7.02
260411_at hypothetical protein similar to GB:AA--- AT1G69890 1.12 0.16 0.65 0.540277 0.6632 -7.02
246540_at  nitrilase associated protein-like nitr SP1L4 AT5G15600 -1.08 -0.11 -0.64 0.5403 0.6632 -7.02



245490_at hypothetical protein LDL3 AT4G16310 -1.06 -0.08 -0.64 0.540335 0.663207 -7.02
265416_at unknown protein  ; supported by full--- AT2G37120 -1.13 -0.17 -0.64 0.540523 0.663402 -7.02
255407_at  hypothetical protein similar to A. tha--- AT4G03480 -1.07 -0.10 -0.64 0.540613 0.663477 -7.02
264793_at  unknown protein similar to beta-gal--- AT1G08660 -1.08 -0.11 -0.64 0.540899 0.663792 -7.02
245403_at putative protein --- AT4G17590 -1.05 -0.07 -0.64 0.54093 0.663794 -7.02
261285_at Ca2+-dependent membrane-bindingANNAT1 AT1G35720 -1.15 -0.20 -0.64 0.541018 0.663843 -7.02
261840_at hypothetical protein contains similarAtTLP8 AT1G16070 -1.05 -0.07 -0.64 0.541056 0.663843 -7.02
265789_at putative receptor-like protein kinase--- AT2G01210 -1.05 -0.07 -0.64 0.541057 0.663843 -7.02
255147_at hypothetical protein --- AT4G08460 1.05 0.08 0.64 0.541187 0.663968 -7.02
262002_at hypothetical protein predicted by ge--- AT1G64450 -1.04 -0.06 -0.64 0.541275 0.66398 -7.02
259809_at hypothetical protein predicted by ge--- AT1G49800 1.08 0.11 0.64 0.541284 0.66398 -7.02
253128_at  Calcium-dependent serine/threoninCPK18 AT4G36070 -1.04 -0.06 -0.64 0.541301 0.66398 -7.02
266769_s_aputative reverse transcriptase --- --- 1.06 0.08 0.64 0.541314 0.66398 -7.02
254841_at putative protein predicted proteins A--- AT4G11940 -1.06 -0.08 -0.64 0.541473 0.66414 -7.02
249746_at NAC2-like protein TIP AT5G24590 1.06 0.09 0.64 0.541572 0.664203 -7.02
252698_at  amine oxidase -like protein amine o--- AT3G43670 1.06 0.09 0.64 0.541583 0.664203 -7.02
254479_at  putative protein hypothetical protein--- AT4G20350 1.06 0.09 0.64 0.541783 0.664398 -7.02
257842_at  P-glycoprotein, putative similar to PPGP18 AT3G28390 -1.05 -0.07 -0.64 0.541801 0.664398 -7.02
247921_at CONSTANS-like B-box zinc finger pCOL5 AT5G57660 -1.08 -0.11 -0.64 0.541887 0.664454 -7.02
255106_at putative protein hypothetical protein--- --- -1.04 -0.06 -0.64 0.541904 0.664454 -7.02
260319_at hypothetical protein predicted by ge--- AT1G63950 -1.06 -0.09 -0.64 0.541936 0.664457 -7.02
247602_at  S-receptor kinase homolog 2 precuRLK1 AT5G60900 1.16 0.22 0.64 0.542093 0.664614 -7.02
264631_at DegP protease contains similarity toDegP3 AT1G65630 -1.05 -0.08 -0.64 0.542313 0.664848 -7.02
267351_at unknown protein NRPD1B AT2G40030 -1.05 -0.08 -0.64 0.542384 0.664899 -7.02
245267_at major latex protein like ; supported b--- AT4G14060 -1.05 -0.07 -0.64 0.542519 0.665029 -7.02
248755_at putative protein strong similarity to u--- AT5G47690 1.08 0.11 0.64 0.542689 0.665201 -7.02
252714_x_a putative protein p97 homologous p --- AT3G43880 -1.04 -0.06 -0.64 0.542732 0.665219 -7.02
258898_at putative DNA helicase RECQI1 AT3G05740 -1.09 -0.13 -0.64 0.542766 0.665224 -7.02
265746_at hypothetical protein predicted by ge--- --- 1.05 0.07 0.64 0.542814 0.665248 -7.02
263555_at unknown protein  ;supported by full---- AT2G16460 -1.05 -0.07 -0.64 0.543024 0.66547 -7.02
250331_at  putative protein self-incompatibility --- AT5G11820 -1.06 -0.08 -0.64 0.543129 0.665562 -7.02
265513_at hypothetical protein --- --- -1.04 -0.06 -0.64 0.543171 0.665578 -7.02
261386_at unknown protein ;supported by full-l--- AT1G05430 1.06 0.09 0.64 0.543215 0.665596 -7.02
248200_at O-methyltransferase  ;supported by ATOMT1 AT5G54160 -1.15 -0.20 -0.64 0.543331 0.665702 -7.02
252861_at hypothetical protein --- AT4G39820 1.09 0.12 0.64 0.543367 0.665711 -7.02



247756_at subtilisin-like serine protease contai--- AT5G59100 -1.05 -0.07 -0.64 0.543529 0.665873 -7.02
252523_at  putative protein light repressible rec--- AT3G46400 -1.06 -0.09 -0.64 0.543896 0.666276 -7.02
259607_at  P-glycoprotein, putative similar to PPGP13 AT1G27940 -1.04 -0.06 -0.64 0.543916 0.666276 -7.02
257847_at hypothetical protein predicted by ge--- AT3G13020 1.05 0.08 0.64 0.544004 0.666348 -7.02
263349_at putative chromodomain-helicase-DNCHR5 AT2G13370 1.07 0.10 0.64 0.544245 0.666592 -7.02
248371_at gibberellin 20-oxidase (emb|CAA58 GA20OX2 AT5G51810 1.14 0.19 0.64 0.544262 0.666592 -7.02
247303_at histidinol dehydrogenase  ;supporteATHDH AT5G63890 1.07 0.10 0.64 0.544321 0.666609 -7.02
263051_s_aEn/Spm-like transposon protein rela--- --- 1.05 0.07 0.64 0.544334 0.666609 -7.02
253301_at  pathogenesis-related protein 1 prec--- AT4G33720 -1.16 -0.22 -0.64 0.544366 0.666612 -7.02
261943_at  plasma membrane ATPase, putativAHA9 AT1G80660 1.05 0.08 0.64 0.544418 0.666641 -7.02
258803_at unknown protein similar to elicitor reWRKY39 AT3G04670 -1.06 -0.08 -0.64 0.544534 0.666746 -7.02
247840_at  putative protein protein x 0001, Ho --- AT5G58020 1.04 0.06 0.64 0.544637 0.666837 -7.02
267003_at hypothetical protein predicted by ge--- AT2G34340 -1.05 -0.07 -0.64 0.544716 0.666898 -7.02
265489_at hypothetical protein predicted by ge--- AT2G15640 1.07 0.10 0.64 0.544794 0.666958 -7.02
264217_at hypothetical protein predicted by ge--- AT1G60190 -1.26 -0.34 -0.64 0.544836 0.666973 -7.02
246123_at  beta-1,3-glucanase-like protein bet --- AT5G20390 1.04 0.06 0.64 0.544899 0.667014 -7.02
262103_at  glutathione S-transferase, putative GSTF5 AT1G02940 1.09 0.12 0.64 0.544986 0.667085 -7.02
259601_s_a CACTA-element transposase, puta--- --- -1.05 -0.07 -0.64 0.545039 0.667115 -7.02
250824_at putative protein contains similarity to--- AT5G05200 -1.07 -0.10 -0.64 0.545196 0.667271 -7.02
265322_at hypothetical protein predicted by ge--- AT2G18270 -1.04 -0.06 -0.64 0.545323 0.66739 -7.02
256138_at  Nt-gh3 deduced protein, putative s --- AT1G48670 1.07 0.10 0.64 0.54559 0.667654 -7.02
265299_at putative retroelement pol polyprotei --- --- -1.08 -0.11 -0.64 0.545618 0.667654 -7.02
262264_at Niemann-Pick C disease protein-like--- AT1G42470 -1.14 -0.19 -0.64 0.545627 0.667654 -7.02
258661_at unknown protein --- AT3G02930 1.13 0.17 0.64 0.545666 0.667667 -7.02
254542_s_a putative LTR retrotransposon Brass--- --- -1.04 -0.06 -0.64 0.545945 0.667972 -7.02
257839_at hypothetical protein --- AT3G25080 1.04 0.06 0.64 0.545986 0.667984 -7.02
263107_at putative cytochrome P450 CYP705A6 AT2G05180 1.05 0.06 0.64 0.546013 0.667984 -7.02
246274_at transcription factor like protein --- AT4G36620 -1.06 -0.09 -0.64 0.546106 0.668061 -7.02
255322_at putative protein --- --- -1.04 -0.06 -0.64 0.546397 0.668382 -7.03
252361_at hypothetical protein --- AT3G48490 -1.11 -0.15 -0.63 0.546546 0.668443 -7.03
262000_at Expressed protein ; supported by fu--- AT1G33810 1.06 0.08 0.63 0.54656 0.668443 -7.03
249289_at N-hydroxycinnamoyl/benzoyltransfe--- AT5G41040 -1.23 -0.29 -0.63 0.546562 0.668443 -7.03
247883_at unknown protein --- AT5G57790 -1.07 -0.10 -0.63 0.546565 0.668443 -7.03
248643_at putative protein strong similarity to u--- AT5G49130 -1.05 -0.07 -0.63 0.546595 0.668445 -7.03
248044_at putative protein similar to unknown --- AT5G56020 -1.05 -0.07 -0.63 0.546688 0.668523 -7.03



259481_at  germin, putative similar to germin GGLP4 AT1G18970 -1.11 -0.15 -0.63 0.546741 0.668534 -7.03
251946_at  putative protein predicted proteins, --- AT3G53540 1.20 0.27 0.63 0.546756 0.668534 -7.03
266282_at putative protein kinase contains a p --- AT2G29220 1.04 0.06 0.63 0.546837 0.668597 -7.03
248667_at putative protein contains similarity to--- AT5G48710 -1.04 -0.06 -0.63 0.547041 0.66881 -7.03
261245_at anter-specific proline-rich protein AP--- AT1G20130 / 1.04 0.06 0.63 0.547271 0.669057 -7.03
263011_at conserved hypothetical protein prote--- AT1G23250 -1.05 -0.07 -0.63 0.547499 0.6693 -7.03
253606_at  putative protein component of anilin--- AT4G30530 -1.11 -0.15 -0.63 0.547531 0.669302 -7.03
262975_at  zinc finger protein, putative similar STH2 AT1G75540 -1.07 -0.10 -0.63 0.547617 0.669355 -7.03
254823_at putative protein predicted protein --- AT4G12580 1.04 0.06 0.63 0.547633 0.669355 -7.03
267018_at unknown protein SVR1 AT2G39140 1.09 0.12 0.63 0.547786 0.669507 -7.03
251612_at  putative protein hypothetical protein--- AT3G57950 -1.05 -0.07 -0.63 0.547852 0.669552 -7.03
246616_at aspartyl protease-like --- AT5G36260 -1.08 -0.12 -0.63 0.547959 0.669647 -7.03
262139_at  mutator-like transposase, putative sAT1G52615--- 1.04 0.06 0.63 0.548093 0.669775 -7.03
267345_at unknown protein  ; supported by cD--- AT2G44240 -1.17 -0.22 -0.63 0.548401 0.670086 -7.03
261995_at unknown protein similar to N-termin --- AT1G33850 / -1.04 -0.06 -0.63 0.548407 0.670086 -7.03
249394_at  putative protein predicted protein, A--- AT5G40180 -1.04 -0.06 -0.63 0.548572 0.670251 -7.03
256788_at  cytochrome P450, putative similar tCYP90D1 AT3G13730 -1.23 -0.29 -0.63 0.548692 0.670362 -7.03
249352_at putative transcription factor MYB22 MYB22 AT5G40430 -1.04 -0.06 -0.63 0.549066 0.670716 -7.03
248024_at putative protein contains similarity to--- AT5G55840 1.06 0.09 0.63 0.549067 0.670716 -7.03
264559_at unknown protein similar to hypothet --- AT1G09610 -1.04 -0.06 -0.63 0.549087 0.670716 -7.03
266249_at hypothetical protein predicted by ge--- AT2G27630 1.04 0.06 0.63 0.549099 0.670716 -7.03
245328_at Expressed protein ; supported by fu--- AT4G14465 -1.05 -0.07 -0.63 0.549156 0.67075 -7.03
248446_at putative protein similar to unknown --- AT5G51140 -1.05 -0.07 -0.63 0.54926 0.670841 -7.03
265851_at hypothetical protein predicted by ge--- AT2G42340 -1.05 -0.07 -0.63 0.549344 0.670907 -7.03
261842_at hypothetical protein contains similarWAKL5 AT1G16160 -1.07 -0.09 -0.63 0.549414 0.670957 -7.03
264005_at unknown protein  ; supported by cDAGP2 AT2G22470 1.32 0.40 0.63 0.549488 0.670996 -7.03
251999_at  hypothetical protein teichoic acid b --- AT3G52700 -1.05 -0.06 -0.63 0.549532 0.670996 -7.03
254287_at  putative protein similaritry to hypoth--- AT4G22960 -1.05 -0.07 -0.63 0.549554 0.670996 -7.03
256201_at hypothetical protein predicted by ge--- AT1G58230 -1.05 -0.07 -0.63 0.549564 0.670996 -7.03
260771_at  serine/threonine protein kinase, pu WNK7 AT1G49160 -1.10 -0.13 -0.63 0.549746 0.671142 -7.03
255453_at  hypothetical protein similar to A. tha--- AT4G02900 1.07 0.10 0.63 0.549765 0.671142 -7.03
250951_at putative protein --- AT5G03550 -1.13 -0.18 -0.63 0.549772 0.671142 -7.03
260066_at putative lipase/acylhydrolase contai --- AT1G73610 -1.13 -0.17 -0.63 0.549831 0.671151 -7.03
267283_at Mutator-like transposase similar to M--- --- 1.04 0.06 0.63 0.549885 0.671151 -7.03
259869_at putative heat shock protein predicte--- AT1G76770 -1.05 -0.07 -0.63 0.549912 0.671151 -7.03



250040_at  putative protein predicted proteins, --- AT5G18390 1.04 0.06 0.63 0.549919 0.671151 -7.03
250560_at  replication factor A - like protein repRPA70B AT5G08020 -1.10 -0.14 -0.63 0.549926 0.671151 -7.03
259728_at putative coatomer zeta subunit simi --- AT1G60970 -1.05 -0.06 -0.63 0.550158 0.671398 -7.03
249744_at beta-glucosidase BGLU32 AT5G24550 -1.07 -0.10 -0.63 0.55036 0.671541 -7.03
259542_at Expressed protein ; supported by fu--- AT1G20575 -1.05 -0.07 -0.63 0.550376 0.671541 -7.03
261215_at  subtilase, putative similar to subtila --- AT1G32970 -1.05 -0.06 -0.63 0.55041 0.671541 -7.03
265392_at lipoic acid synthase (LIP1)  ; supporLIP1 AT2G20860 1.05 0.06 0.63 0.550425 0.671541 -7.03
256147_at hypothetical protein predicted by ge--- AT1G55080 1.07 0.09 0.63 0.550425 0.671541 -7.03
263235_at  serine/threonine protein phosphataPP2A-2 AT1G10430 1.05 0.08 0.63 0.550452 0.671541 -7.03
265232_s_ahypothetical protein --- AT2G07715 1.06 0.08 0.63 0.550514 0.671559 -7.03
260859_at  serine carboxypeptidase II, putativescpl44 AT1G43780 -1.07 -0.09 -0.63 0.550543 0.671559 -7.03
252098_at putative protein several hypothetica --- AT3G51330 1.19 0.25 0.63 0.550555 0.671559 -7.03
267002_s_aputative photosystem II type I chloroLHB1B1 AT2G34420 / 1.04 0.06 0.63 0.550591 0.671568 -7.03
253582_at Expressed protein ;supported by cD--- AT4G30670 1.08 0.11 0.63 0.550701 0.671666 -7.03
263642_at putative fimbrin --- AT2G04750 -1.05 -0.07 -0.63 0.55146 0.672556 -7.03
267117_at unknown protein --- AT2G32560 -1.04 -0.06 -0.63 0.551514 0.672585 -7.03
248296_at protochlorophyllide reductase; oxido--- AT5G53090 1.07 0.09 0.63 0.55155 0.672585 -7.03
255164_at hypothetical protein --- --- -1.05 -0.06 -0.63 0.551572 0.672585 -7.03
245009_at ribosomal protein S4 --- --- 1.04 0.06 0.63 0.551632 0.672621 -7.03
263616_at unknown protein --- AT2G04680 1.06 0.08 0.63 0.551685 0.67265 -7.03
253455_at putative protein --- AT4G32020 -1.09 -0.13 -0.63 0.551727 0.672664 -7.03
248518_at putative protein similar to unknown --- AT5G50560 / -1.08 -0.11 -0.63 0.551755 0.672664 -7.03
248697_at putative protein contains similarity to--- AT5G48370 1.10 0.13 0.63 0.551875 0.672759 -7.03
250448_at  putative protein lignostilbene-alpha--- AT5G10820 -1.09 -0.13 -0.63 0.551892 0.672759 -7.03
249329_at putative protein similar to unknown --- AT5G40960 1.07 0.09 0.63 0.551995 0.672848 -7.03
255993_at hypothetical protein contains similar--- AT1G29770 -1.04 -0.06 -0.63 0.552087 0.672924 -7.03
266145_at putative TNP2-like transposon prote--- --- 1.04 0.06 0.63 0.55238 0.673245 -7.03
246218_at  RUB1-conjugating enzyme RCE1, RCE1 AT4G36800 1.08 0.11 0.63 0.55243 0.67327 -7.03
255838_at unknown protein --- AT2G33490 -1.05 -0.07 -0.62 0.552817 0.673707 -7.03
259870_at putative heat shock protein predicte--- AT1G76780 1.04 0.06 0.62 0.552877 0.673739 -7.03
258197_at hypothetical protein predicted by geATBRXL2 AT3G14000 -1.06 -0.08 -0.62 0.552903 0.673739 -7.03
259187_at putative transcription factor similar tAtMYB57 AT3G01530 -1.07 -0.09 -0.62 0.552943 0.673751 -7.03
249723_at putative protein similar to unknown --- AT5G35430 1.04 0.06 0.62 0.552993 0.673777 -7.03
259548_at hypothetical protein similar to ripeni MLP165 AT1G35260 1.13 0.17 0.62 0.553093 0.673862 -7.03
261189_at hypothetical protein contains similarNACA5 AT1G33040 -1.05 -0.07 -0.62 0.553159 0.673907 -7.03



246942_at  anion exchanger-like protein chlorid--- AT5G25430 -1.05 -0.08 -0.62 0.553353 0.674108 -7.03
251166_at  heat shock transcription factor-like AT-HSFA7BAT3G63350 -1.05 -0.07 -0.62 0.553484 0.674231 -7.03
258892_at unknown protein --- AT3G05670 -1.05 -0.07 -0.62 0.553572 0.674302 -7.03
265406_at En/Spm-like transposon protein rela--- --- -1.04 -0.05 -0.62 0.55367 0.674356 -7.03
250391_at  putative protein predicted proteins, --- --- -1.05 -0.08 -0.62 0.553692 0.674356 -7.03
247798_at subtilisin-like serine protease contai--- AT5G58830 -1.04 -0.06 -0.62 0.553705 0.674356 -7.03
249079_at putative protein contains similarity to--- AT5G43930 1.07 0.10 0.62 0.554141 0.67485 -7.03
249502_s_a expansin-like protein expansin - Pr ATEXPA23 AT5G39280 / -1.06 -0.08 -0.62 0.554183 0.674866 -7.03
245622_at A6 anther-specific protein MEE48 AT4G14080 -1.06 -0.08 -0.62 0.554341 0.675022 -7.03
247606_at RNA helicase --- AT5G61000 -1.15 -0.20 -0.62 0.554391 0.675047 -7.03
263578_at  F-box protein family, AtFBL10 cont --- AT2G17020 -1.05 -0.07 -0.62 0.55463 0.675296 -7.03
266757_at unknown protein --- AT2G46940 -1.09 -0.13 -0.62 0.554658 0.675296 -7.03
245380_at hypothetical protein --- AT4G17760 -1.07 -0.10 -0.62 0.554704 0.675296 -7.03
261866_at  scarecrow-like 3 identical to GB:AASCL3 AT1G50420 1.22 0.29 0.62 0.554713 0.675296 -7.03
265527_at putative Athila retroelement ORF1 p--- --- 1.04 0.06 0.62 0.555128 0.675764 -7.03
266517_at glycine decarboxylase complex H-p --- AT2G35120 1.12 0.16 0.62 0.555196 0.675811 -7.03
257695_at hypothetical protein contains Pfam pHUA1 AT3G12680 1.05 0.08 0.62 0.555269 0.675864 -7.03
254031_at putative protein other hypothetical p--- AT4G25920 -1.05 -0.06 -0.62 0.555455 0.676054 -7.04
245408_at putative protein --- AT4G17180 -1.06 -0.09 -0.62 0.555598 0.67617 -7.04
249605_at  putative protein predicted protein, A--- AT5G37240 1.06 0.08 0.62 0.55561 0.67617 -7.04
263060_s_ahypothetical protein --- AT2G07679 / -1.07 -0.10 -0.62 0.555686 0.676227 -7.04
249096_at putative protein similar to unknown --- AT5G43910 -1.10 -0.13 -0.62 0.556 0.676538 -7.04
263187_at  athila ORF 1, putative similar to Ath--- --- 1.04 0.05 0.62 0.556001 0.676538 -7.04
255393_at hypothetical protein --- --- 1.04 0.05 0.62 0.556051 0.676563 -7.04
245185_at  F12A21.11 similar to T-Complex pr--- AT1G67760 1.07 0.09 0.62 0.556272 0.676795 -7.04
265424_at putative sugar transporter --- AT2G20780 1.06 0.08 0.62 0.556319 0.676817 -7.04
247680_s_a glycine-rich protein - like glycine-ric--- AT1G61210 / 1.05 0.07 0.62 0.556571 0.676991 -7.04
262430_s_aunknown protein --- AT1G47550 / 1.05 0.07 0.62 0.556578 0.676991 -7.04
249190_at unknown protein  ;supported by full-BKI1 AT5G42750 1.06 0.08 0.62 0.556596 0.676991 -7.04
254918_at  putative protein phosphatase like pSGT1B AT4G11260 1.06 0.08 0.62 0.556604 0.676991 -7.04
258788_at unknown protein  ;supported by full---- AT3G11780 1.05 0.08 0.62 0.55661 0.676991 -7.04
255616_at hypothetical protein --- AT4G01290 -1.08 -0.11 -0.62 0.556843 0.677238 -7.04
247700_at  RNA-binding protein - like cold-indu--- AT5G59860 -1.04 -0.06 -0.62 0.557045 0.677447 -7.04
261185_at  cytochrome p450, putative similar tCYP94D1 AT1G34540 -1.05 -0.06 -0.62 0.557211 0.677612 -7.04
263511_at En/Spm-like transposon protein rela--- --- -1.05 -0.07 -0.62 0.557405 0.677812 -7.04



263850_at hypothetical protein predicted by ge--- AT2G04480 -1.08 -0.12 -0.62 0.557443 0.677823 -7.04
255348_at hypothetical protein --- AT4G03820 1.05 0.08 0.62 0.557561 0.677931 -7.04
261345_at hypothetical protein predicted by geDTA4 AT1G79760 -1.06 -0.08 -0.62 0.557638 0.677987 -7.04
258095_at dual-specificity protein phosphatase--- AT3G23610 -1.06 -0.08 -0.62 0.557752 0.67809 -7.04
256084_at hypothetical protein predicted by ge--- AT1G20750 1.06 0.08 0.62 0.557811 0.678126 -7.04
251731_at  manganese superoxide dismutase---- AT3G56350 -1.06 -0.09 -0.62 0.558057 0.678372 -7.04
261937_at  peptide transporter, putative similar--- AT1G22570 -1.12 -0.17 -0.62 0.558073 0.678372 -7.04
258971_at  unknown protein similar to uridylyl tACR6 AT3G01990 1.13 0.18 0.62 0.558208 0.6785 -7.04
252326_at  putative protein ferripyochelin bindiGAMMA CAAT3G48680 1.05 0.08 0.62 0.558281 0.678552 -7.04
264979_s_a disease resistance protein, putative--- AT1G27170 / -1.06 -0.09 -0.62 0.558341 0.678589 -7.04
262927_at hypothetical protein shares similarit --- AT1G65810 -1.05 -0.07 -0.62 0.558455 0.678691 -7.04
257443_at hypothetical protein predicted by ge--- AT2G22050 -1.05 -0.07 -0.62 0.558564 0.678727 -7.04
260625_at  storage protein, putative similar to GMOM AT1G08060 1.04 0.06 0.62 0.558584 0.678727 -7.04
266826_at putative amino acid acetyltransferas--- AT2G22910 -1.11 -0.15 -0.62 0.558586 0.678727 -7.04
247035_at putative protein similar to unknown ALC AT5G67110 -1.05 -0.06 -0.62 0.558603 0.678727 -7.04
250335_at  lysophospholipase - like protein lys --- AT5G11650 -1.09 -0.12 -0.62 0.558656 0.678755 -7.04
247424_at  LIM7 - like protein LIM7, Lilium longAtVEX1 AT5G62850 -1.05 -0.07 -0.62 0.558712 0.678786 -7.04
258031_s_ahypothetical protein similar to hypot --- AT3G27480 / -1.06 -0.09 -0.61 0.558899 0.678977 -7.04
260285_at putative 3-isopropylmalate dehydrog--- AT1G80560 1.06 0.09 0.61 0.55903 0.6791 -7.04
256863_at  CCHC-type zinc finger protein, puta--- AT3G24070 -1.04 -0.06 -0.61 0.559099 0.679149 -7.04
253910_at  putative receptor like kinase recept --- AT4G27290 1.04 0.06 0.61 0.559132 0.679152 -7.04
259052_at unknown protein PEX19-1 AT3G03490 1.05 0.07 0.61 0.559251 0.67926 -7.04
261477_at unknown protein --- AT1G14310 -1.06 -0.09 -0.61 0.559291 0.679274 -7.04
262858_at major latex protein type3 identical to--- AT1G14940 -1.05 -0.07 -0.61 0.559367 0.679329 -7.04
266491_at putative retroelement pol polyprotei --- --- -1.05 -0.06 -0.61 0.559399 0.679332 -7.04
254550_at Fe(II) transport protein  ;supported bIRT1 AT4G19690 1.04 0.06 0.61 0.559601 0.679532 -7.04
255797_at putative steroid dehydrogenase  ; su--- AT2G33630 1.08 0.11 0.61 0.559623 0.679532 -7.04
265673_at unknown protein  ;supported by full---- AT2G32090 -1.06 -0.09 -0.61 0.559726 0.67962 -7.04
259842_at  phosphoethanolamine N-methyltranCPuORF32AT1G73600 / 1.43 0.52 0.61 0.560164 0.680117 -7.04
253526_at  putative zinc finger protein hypothe--- AT4G31420 -1.05 -0.07 -0.61 0.560195 0.680117 -7.04
249867_at 2-isopropylmalate synthase-like pro IMS2 AT5G23020 -1.27 -0.35 -0.61 0.560235 0.68013 -7.04
257355_at hypothetical protein predicted by ge--- AT2G38150 1.05 0.07 0.61 0.560293 0.680164 -7.04
265290_at putative anthocyanidin-3-glucoside --- AT2G22590 -1.04 -0.06 -0.61 0.560428 0.680265 -7.04
261773_at hypothetical protein predicted by ge--- AT1G76250 -1.07 -0.10 -0.61 0.560452 0.680265 -7.04
259228_at unknown protein similar to hypothet --- AT3G07720 -1.06 -0.09 -0.61 0.560466 0.680265 -7.04



250771_at NBS/LRR disease resistance protei --- AT5G05400 -1.05 -0.07 -0.61 0.560532 0.680308 -7.04
257812_at hypothetical protein --- AT3G25090 -1.06 -0.08 -0.61 0.56056 0.680308 -7.04
256285_at hypothetical protein predicted by ge--- AT3G12510 1.07 0.10 0.61 0.5606 0.68032 -7.04
248588_at unknown protein  ; supported by cD--- AT5G49540 -1.05 -0.06 -0.61 0.560663 0.680359 -7.04
255256_at see GB:AC003952 similar to a fami --- AT4G05080 1.06 0.08 0.61 0.560939 0.680621 -7.04
265345_at copia-like retroelement pol polyprote--- AT2G22680 -1.05 -0.07 -0.61 0.560946 0.680621 -7.04
260452_at putative SRF-type transcription fact --- AT1G72350 -1.08 -0.11 -0.61 0.560968 0.680621 -7.04
261901_at J8-like protein similar to DnaJ homoJ8 AT1G80920 1.05 0.07 0.61 0.561354 0.681053 -7.04
255431_at putative C-type U1 snRNP similar to--- AT4G03120 -1.04 -0.05 -0.61 0.561452 0.681106 -7.04
259066_at hypothetical protein predicted by ge--- AT3G07530 -1.07 -0.10 -0.61 0.561457 0.681106 -7.04
252344_s_aputative protein --- AT3G44160 / -1.05 -0.07 -0.61 0.561545 0.681176 -7.04
248320_at putative protein similar to unknown --- AT5G52720 -1.06 -0.08 -0.61 0.561588 0.681193 -7.04
260296_at putative disease resistance protein --- AT1G63750 -1.18 -0.24 -0.61 0.561665 0.68124 -7.04
262732_at putative protein kinase similar to gb --- AT1G16440 -1.06 -0.08 -0.61 0.561712 0.68124 -7.04
266324_at putative rac GTPase activating prot --- AT2G46710 -1.19 -0.25 -0.61 0.561734 0.68124 -7.04
262160_at hypothetical protein predicted by ge--- AT1G52590 1.09 0.13 0.61 0.561747 0.68124 -7.04
262401_at  small GTP-binding protein, putativeRABG3E AT1G49300 1.04 0.06 0.61 0.56182 0.681293 -7.04
250436_at  RNA binding protein - like rna bindi --- AT5G10350 -1.05 -0.08 -0.61 0.561922 0.681378 -7.04
253104_at  thaumatin-like protein thaumatin-lik--- AT4G36010 1.18 0.24 0.61 0.56195 0.681378 -7.04
257013_at hypothetical protein contains Pfam p--- AT3G26920 / -1.05 -0.07 -0.61 0.562119 0.681547 -7.04
261214_at Mutator-like protein similar to many --- --- -1.07 -0.09 -0.61 0.562194 0.681601 -7.04
247422_at putative protein PEX14 AT5G62810 -1.05 -0.07 -0.61 0.562226 0.681604 -7.04
262958_at  water stress-induced protein, putat --- AT1G54410 -1.06 -0.08 -0.61 0.56238 0.681754 -7.04
257145_at  esterase, putative similar to esteras--- AT3G27320 -1.07 -0.09 -0.61 0.562617 0.681975 -7.04
250003_at hypothetical protein predicted prote --- AT5G18710 -1.05 -0.07 -0.61 0.562622 0.681975 -7.04
265443_at beta-expansin  ;supported by full-le ATEXPB1 AT2G20750 -1.07 -0.09 -0.61 0.562793 0.682147 -7.04
245836_at hypothetical protein similar to hypot --- --- -1.04 -0.06 -0.61 0.562966 0.682319 -7.04
259028_at  putative C2H2-type zinc finger prot TAC1 AT3G09290 1.06 0.08 0.61 0.563072 0.682412 -7.04
255206_at putative transposon protein --- --- 1.04 0.05 0.61 0.563129 0.682412 -7.04
248732_at  xyloglucan endo-1,4-beta-D-glucanXTH20 AT5G48070 -1.06 -0.09 -0.61 0.563132 0.682412 -7.04
263805_at unknown protein  ; supported by cD--- AT2G40400 1.04 0.06 0.61 0.563279 0.682554 -7.04
263715_at unknown protein  ; supported by cDGPRI1 AT2G20570 1.05 0.07 0.61 0.563373 0.682631 -7.04
256069_at hypothetical protein predicted by geAFP2 AT1G13740 -1.09 -0.13 -0.61 0.5636 0.682848 -7.04
252689_at  putative protein predicted proteins, --- AT3G44030 -1.05 -0.07 -0.61 0.563612 0.682848 -7.04
249881_at cytochrome P450-like protein CYP86B1 AT5G23190 -1.04 -0.06 -0.61 0.563709 0.682913 -7.04



245878_at hypothetical protein contains similar--- AT1G26190 -1.06 -0.08 -0.61 0.563754 0.682913 -7.04
259354_at unknown protein --- AT3G05220 -1.08 -0.11 -0.61 0.563755 0.682913 -7.04
256968_at unknown protein NADK1 AT3G21070 1.26 0.34 0.61 0.563924 0.683082 -7.04
248622_at xylosidase --- AT5G01980 / 1.13 0.17 0.61 0.564361 0.683574 -7.04
246703_at  mitogen activated protein kinase - lWNK9 AT5G28080 -1.16 -0.22 -0.61 0.564459 0.683657 -7.04
256351_at  NPK1-related protein kinase, putat ANP2 AT1G54960 -1.04 -0.06 -0.61 0.564506 0.683677 -7.04
260657_at  wall-associated kinase 2, putative s--- AT1G19390 -1.05 -0.08 -0.61 0.564556 0.683679 -7.04
258163_at  aldose 1-epimerase, putative simila--- AT3G17940 1.05 0.07 0.61 0.564586 0.683679 -7.04
264273_s_ahypothetical protein contains similar--- AT1G60300 / -1.07 -0.10 -0.61 0.564597 0.683679 -7.04
258693_at unknown protein --- AT3G08650 -1.04 -0.06 -0.61 0.564978 0.684086 -7.05
258188_at unknown protein  ;supported by full---- AT3G17800 1.06 0.09 0.61 0.564993 0.684086 -7.05
250750_at glucuronosyl transferase-like proteinUGT76C2 AT5G05860 / -1.05 -0.07 -0.60 0.565081 0.684152 -7.05
266200_at hypothetical protein predicted by ge--- AT2G38920 -1.08 -0.11 -0.60 0.565108 0.684152 -7.05
252898_at  cytochrome P450 -like protein simiaCYP96A11 AT4G39500 -1.04 -0.06 -0.60 0.565181 0.684176 -7.05
267483_at unknown protein  ;supported by full-UTR1 AT2G02810 -1.18 -0.24 -0.60 0.565188 0.684176 -7.05
258103_at hypothetical protein contains Pfam pIPT7 AT3G23630 1.06 0.09 0.60 0.565245 0.684209 -7.05
247493_at  copine - like protein copine I, HomoBON1 AT5G61900 -1.10 -0.14 -0.60 0.565351 0.684265 -7.05
248979_at putative protein contains similarity toAtPP2-A6 AT5G45080 -1.05 -0.07 -0.60 0.565351 0.684265 -7.05
258112_at putative cytochrome P450 similar toCYP72A10 AT3G14640 -1.05 -0.07 -0.60 0.565386 0.68427 -7.05
253902_at NWMU4 - 2S albumin 4 precursor  --- AT4G27170 1.04 0.06 0.60 0.565429 0.684287 -7.05
263461_at putative protein kinase contains a p --- AT2G31800 1.06 0.08 0.60 0.565532 0.684359 -7.05
254903_at  H+-transporting ATPase chain E, v TUF AT4G11150 -1.06 -0.08 -0.60 0.565549 0.684359 -7.05
249311_at disease resistance protein-like --- AT5G41540 -1.06 -0.08 -0.60 0.565646 0.684441 -7.05
265684_at unknown protein --- AT2G24410 1.04 0.05 0.60 0.56572 0.684493 -7.05
244977_at cytochrome b/f --- --- -1.10 -0.14 -0.60 0.565881 0.684652 -7.05
251523_at putative protein several hypothetica --- AT3G58975 1.05 0.07 0.60 0.56598 0.684736 -7.05
253765_at hypothetical protein  ;supported by f--- AT4G28740 1.09 0.13 0.60 0.56614 0.684892 -7.05
250044_at  disease resistance protein RPP1-W--- AT5G17680 1.07 0.10 0.60 0.566291 0.685039 -7.05
263342_at putative helicase --- --- -1.04 -0.05 -0.60 0.566551 0.685317 -7.05
257329_at hypothetical protein --- --- -1.08 -0.11 -0.60 0.566619 0.685353 -7.05
254988_at  putative protein Ran GTPase activaGTC2 AT4G10670 -1.05 -0.07 -0.60 0.56664 0.685353 -7.05
257961_at unknown protein --- AT3G19780 -1.05 -0.06 -0.60 0.566828 0.685544 -7.05
246321_at unknown protein --- AT1G16640 1.05 0.07 0.60 0.566943 0.685646 -7.05
264618_at hypothetical protein predicted by ge--- AT2G17680 -1.04 -0.06 -0.60 0.567064 0.685735 -7.05
248817_at putative protein strong similarity to u--- AT5G47020 -1.06 -0.08 -0.60 0.567077 0.685735 -7.05



247365_at putative protein similar to unknown --- AT5G63220 1.06 0.08 0.60 0.567128 0.685761 -7.05
254587_at  resistance protein RPP5 - like down--- AT4G19520 -1.06 -0.08 -0.60 0.56718 0.685787 -7.05
245819_at cauliflower identical to CAULIFLOWCAL AT1G26310 -1.05 -0.07 -0.60 0.567261 0.685849 -7.05
256540_at  polyprotein, putative similar to poly --- --- 1.04 0.06 0.60 0.567521 0.686127 -7.05
250940_at putative protein --- AT5G03310 -1.04 -0.06 -0.60 0.567573 0.686153 -7.05
263463_at putative ARI-like RING zinc finger p --- AT2G31770 -1.04 -0.06 -0.60 0.567632 0.686188 -7.05
246903_at putative protein --- AT5G25750 -1.05 -0.08 -0.60 0.567702 0.686237 -7.05
265171_at hypothetical protein --- AT1G23790 -1.04 -0.05 -0.60 0.567736 0.686241 -7.05
254625_at Expressed protein ; supported by fuSNI1 AT4G18470 -1.06 -0.08 -0.60 0.567983 0.686503 -7.05
254690_at  N-acetylornithine deacetylase-like p--- AT4G17830 1.04 0.05 0.60 0.568232 0.686768 -7.05
256217_at hypothetical protein predicted by ge--- AT1G56320 1.10 0.14 0.60 0.568427 0.686967 -7.05
253586_s_a putative protein hypothetical protein--- AT4G30710 / 1.08 0.12 0.60 0.568556 0.687087 -7.05
255073_at  beta-1,3-glucanase-like protein pro --- AT4G09090 -1.04 -0.06 -0.60 0.568644 0.687155 -7.05
263012_at  homeotic protein, putative similar toKNAT6 AT1G23380 1.04 0.05 0.60 0.568694 0.687155 -7.05
246795_at putative protein --- AT5G27020 -1.05 -0.07 -0.60 0.568705 0.687155 -7.05
264565_at hypothetical protein Similar to hypot--- AT1G05280 -1.06 -0.09 -0.60 0.568733 0.687155 -7.05
262554_at hypothetical protein similar to hypot --- AT1G31380 -1.04 -0.06 -0.60 0.568809 0.687203 -7.05
253325_at Expressed protein ; supported by fu--- AT4G33925 -1.10 -0.14 -0.60 0.568833 0.687203 -7.05
258579_s_agermin-like protein contains Pfam p --- AT3G04180 / -1.04 -0.06 -0.60 0.56889 0.687211 -7.05
260725_at Expressed protein ; supported by fu--- AT1G48170 1.05 0.07 0.60 0.5689 0.687211 -7.05
264119_at  myb-related protein, putative similaMYB63 AT1G79180 -1.04 -0.06 -0.60 0.568993 0.687284 -7.05
258066_at hypothetical protein predicted by ge--- AT3G25970 -1.04 -0.05 -0.60 0.569021 0.687284 -7.05
250768_at signal recognition particle receptor b--- AT5G05670 -1.07 -0.10 -0.60 0.569221 0.68749 -7.05
265267_at hypothetical protein predicted by ge--- AT2G42920 1.06 0.09 0.60 0.569257 0.687496 -7.05
251748_at  putative protein predicted protein, A--- AT3G55680 -1.06 -0.09 -0.60 0.569391 0.687622 -7.05
248250_at cyclic nucleotide-regulated ion chanCNGC1 AT5G53130 1.10 0.14 0.60 0.569476 0.687689 -7.05
252585_s_a putative protein UbcH 7-binding pro--- AT3G45570 / 1.04 0.05 0.60 0.569612 0.687817 -7.05
260036_at putative protein kinase Pfam HMM hSTN7 AT1G68830 1.06 0.08 0.60 0.569684 0.687866 -7.05
246857_at putative protein --- AT5G25920 -1.05 -0.07 -0.60 0.569798 0.687968 -7.05
264646_at hypothetical protein Similar to HomoBON3 AT1G08860 -1.05 -0.07 -0.60 0.56985 0.687971 -7.05
256729_at hypothetical protein predicted by ge--- AT3G25680 1.05 0.07 0.60 0.569902 0.687971 -7.05
258785_at unknown protein --- --- -1.06 -0.08 -0.60 0.569943 0.687971 -7.05
251483_at  putative protein hypothetical protein--- AT3G59650 1.06 0.08 0.60 0.56997 0.687971 -7.05
246380_at  cytochrome P450, putative similar tCYP96A15 AT1G57750 -1.07 -0.10 -0.60 0.569971 0.687971 -7.05
252982_at Histone deacetylase  ; supported byHD1 AT4G38130 1.05 0.07 0.60 0.569981 0.687971 -7.05



247991_at expansin  ;supported by full-length cATEXPA14 AT5G56320 -1.04 -0.06 -0.60 0.570089 0.688065 -7.05
252745_at  putative protein Sh3yl1 mRNA, Mu --- AT3G43230 1.05 0.07 0.60 0.570124 0.688071 -7.05
258768_at hypothetical protein predicted by ge--- AT3G10880 1.04 0.06 0.60 0.570395 0.688361 -7.05
248286_at putative protein similar to unknown --- AT5G52870 1.12 0.16 0.60 0.570537 0.688492 -7.05
248679_at unknown protein  ;supported by full---- AT5G48830 -1.08 -0.10 -0.60 0.570567 0.688492 -7.05
266935_at  F-box protein LKP2/ADO2, AtFBX2LKP2 AT2G18915 1.05 0.06 0.60 0.570594 0.688492 -7.05
254379_at  putative protein calmodulin-binding --- AT4G21820 -1.04 -0.05 -0.60 0.570685 0.688565 -7.05
256044_at  protein phosphatase 2C, putative s --- AT1G07160 1.30 0.38 0.60 0.571046 0.688965 -7.05
254757_at putative protein other putative or hy ROPGEF9 AT4G13240 -1.05 -0.07 -0.60 0.571079 0.688967 -7.05
261474_at  anionic peroxidase, putative similar--- AT1G14540 1.32 0.40 0.60 0.571145 0.689011 -7.05
263617_at putative retroelement pol polyprotei --- --- -1.06 -0.08 -0.60 0.571259 0.689112 -7.05
255827_at unknown protein  ; supported by cD--- AT2G40600 -1.06 -0.08 -0.59 0.571329 0.68916 -7.05
261738_s_ahypothetical protein identical to hyp --- AT1G47813 / 1.08 0.11 0.59 0.571463 0.689285 -7.05
266577_at predicted protein --- AT2G23945 1.05 0.07 0.59 0.571712 0.68954 -7.05
265520_at hypothetical protein predicted by ge--- AT2G06020 -1.06 -0.09 -0.59 0.571735 0.68954 -7.05
262831_at  cytochrome B561, putative similar t--- AT1G14730 -1.09 -0.12 -0.59 0.571826 0.689613 -7.05
249593_at  putative protein SIAH1 protein, Bra --- AT5G37900 1.05 0.06 0.59 0.571874 0.689635 -7.05
256637_at unknown protein similar to membran--- AT3G12030 1.07 0.10 0.59 0.572077 0.689844 -7.05
262836_at hypothetical protein predicted by ge--- AT1G14680 -1.04 -0.06 -0.59 0.572182 0.689934 -7.05
265070_at branched-chain alpha-keto acid decBCDH BET AT1G55510 1.12 0.16 0.59 0.572489 0.690267 -7.05
262012_s_a integral membrane protein, putative--- AT1G35625 / 1.05 0.06 0.59 0.572576 0.690336 -7.05
256038_at hypothetical protein similar to polyg --- AT1G19170 1.06 0.08 0.59 0.572697 0.690444 -7.05
252159_at hypothetical protein --- AT3G50540 -1.05 -0.06 -0.59 0.572835 0.690575 -7.05
265727_at putative DNA topoisomerase III beta--- AT2G32000 -1.05 -0.07 -0.59 0.57294 0.690664 -7.05
255309_at hypothetical protein SFR6 AT4G04920 1.04 0.06 0.59 0.573027 0.690733 -7.05
258407_at unknown protein similar to unknown--- AT3G17620 -1.07 -0.10 -0.59 0.573525 0.691297 -7.05
265402_at hypothetical protein predicted by ge--- AT2G10950 -1.05 -0.07 -0.59 0.573628 0.691384 -7.05
262042_at  polygalacturonase, putative similar --- AT1G80140 -1.05 -0.07 -0.59 0.573704 0.69144 -7.05
255409_at NDX1 homeobox protein homolog --- AT4G03090 1.04 0.05 0.59 0.573827 0.691523 -7.05
252316_at  putative protein PrMC3 - Pinus rad ATCXE13 AT3G48700 -1.05 -0.06 -0.59 0.573855 0.691523 -7.05
256781_at  dirigent protein, putative similar to d--- AT3G13650 1.42 0.50 0.59 0.573864 0.691523 -7.05
254712_at hypothetical protein --- AT4G18080 -1.04 -0.05 -0.59 0.573962 0.691605 -7.05
255182_at hypothetical protein --- --- 1.04 0.06 0.59 0.574171 0.691788 -7.05
259917_at hypothetical protein predicted by ge--- AT1G72580 1.05 0.07 0.59 0.574175 0.691788 -7.05
258774_at putative alpha-L-arabinofuranosidasASD1 AT3G10740 1.15 0.20 0.59 0.574329 0.691933 -7.05



258195_at myb protein(myb26) contains myb DATMYB26 AT3G13890 -1.05 -0.07 -0.59 0.574356 0.691933 -7.05
263798_at putative ubiquitin carboxyl terminal UBP19 AT2G24640 -1.04 -0.06 -0.59 0.574453 0.692013 -7.05
252442_at  dUTP pyrophosphatase-like protein--- AT3G46940 -1.09 -0.13 -0.59 0.574583 0.692134 -7.06
252445_at  beta-D-glucan exohydrolase - like p--- AT3G47000 -1.05 -0.07 -0.59 0.574669 0.692172 -7.06
250705_at  diadenosine 5,5-P1,P4-tetraphosphATNUDX27AT5G06340 1.06 0.08 0.59 0.574676 0.692172 -7.06
264207_at  unknown protein strong similarity to--- AT1G22750 1.06 0.09 0.59 0.574747 0.692221 -7.06
266479_at unknown protein  ; supported by cDLSH3 AT2G31160 1.18 0.23 0.59 0.574962 0.692444 -7.06
257630_at  cytochrome P450, putative similar tCYP71B16 AT3G26150 -1.04 -0.06 -0.59 0.575018 0.692475 -7.06
257095_at unknown protein  ; supported by cDATPDIL5-3 AT3G20560 -1.06 -0.09 -0.59 0.575097 0.692534 -7.06
247872_at putative protein similar to unknown --- AT5G57670 -1.07 -0.10 -0.59 0.575379 0.692837 -7.06
253290_at  putative protein predicted protein F --- AT4G34330 -1.04 -0.06 -0.59 0.575573 0.693033 -7.06
254378_at  putative protein NADH oxidoreduct DER2.1 AT4G21810 1.09 0.13 0.59 0.575993 0.693502 -7.06
260621_at  carbonic anhydrase, putative  ACA5 AT1G08065 -1.05 -0.07 -0.59 0.576107 0.693603 -7.06
263005_at hypothetical protein predicted by ge--- AT1G54540 -1.08 -0.12 -0.59 0.576456 0.693987 -7.06
254498_at  membrane-associated salt-induciblEMB1025 AT4G20090 1.07 0.10 0.59 0.576717 0.694211 -7.06
260737_at  receptor-like serine threonine kinas--- AT1G17540 1.06 0.08 0.59 0.576721 0.694211 -7.06
262022_at hypothetical protein predicted by ge--- AT1G35490 1.06 0.08 0.59 0.576764 0.694211 -7.06
246137_at  putative protein predicted proteins, LSH1 AT5G28490 -1.13 -0.18 -0.59 0.576766 0.694211 -7.06
250411_at putative protein --- AT5G11120 -1.04 -0.06 -0.59 0.576795 0.694211 -7.06
252192_at  CASEIN KINASE II, ALPHA CHAINCKA2 AT3G50000 -1.04 -0.06 -0.59 0.57691 0.694313 -7.06
251377_at putative protein --- AT3G60650 -1.04 -0.06 -0.59 0.576999 0.694383 -7.06
256103_at hypothetical protein similar to hypot --- AT1G13540 -1.04 -0.05 -0.59 0.577052 0.694411 -7.06
255277_at putative homeotic protein  ; support PDF2 AT4G04890 1.07 0.09 0.59 0.577189 0.694539 -7.06
265167_at putative OBP32pep protein --- AT1G23680 -1.05 -0.06 -0.59 0.577308 0.694646 -7.06
250352_at beta-adaptin-like protein A  ; suppor--- AT5G11490 1.04 0.06 0.59 0.577403 0.694724 -7.06
246471_s_a putative protein predicted proteins, --- AT5G17100 / 1.04 0.06 0.59 0.577504 0.694776 -7.06
258427_at  putative DNA-binding protein simila--- AT3G16600 -1.04 -0.06 -0.59 0.577508 0.694776 -7.06
256010_at  auxin response factor, putative simARF19 AT1G19220 -1.05 -0.08 -0.58 0.57767 0.694876 -7.06
258807_at transfactor-like similar to transfactor--- AT3G04030 -1.08 -0.12 -0.58 0.577672 0.694876 -7.06
247957_at protein phosphatase 2C ABI2 (PP2CABI2 AT5G57050 -1.09 -0.13 -0.58 0.577682 0.694876 -7.06
245434_at hypothetical protein --- AT4G17140 -1.04 -0.06 -0.58 0.577715 0.694879 -7.06
267459_at unknown protein  ;supported by full---- AT2G33850 -1.04 -0.06 -0.58 0.577908 0.695074 -7.06
245534_at hypothetical protein --- AT4G15150 -1.05 -0.07 -0.58 0.577964 0.695105 -7.06
256357_at hypothetical protein --- AT1G66490 1.03 0.05 0.58 0.578006 0.695119 -7.06
256018_at  plastid heme oxygenase, putative sho4 AT1G58300 1.08 0.11 0.58 0.578107 0.695203 -7.06



252829_at homeodomain - like protein  ; suppoATHB16 AT4G40060 -1.06 -0.08 -0.58 0.578289 0.695386 -7.06
256651_at hypothetical protein predicted by ge--- AT3G18840 -1.06 -0.08 -0.58 0.57855 0.695663 -7.06
260909_at hypothetical protein predicted by ge--- AT1G02670 -1.05 -0.08 -0.58 0.578653 0.69575 -7.06
264663_at  unknown protein Similar to A. thaliaLRR XI-23 AT1G09970 -1.15 -0.20 -0.58 0.578689 0.695756 -7.06
250357_at  putative protein various predicted p--- AT5G11730 1.05 0.07 0.58 0.578834 0.695894 -7.06
250093_at hypothetical protein --- AT5G17370 -1.04 -0.06 -0.58 0.579021 0.696082 -7.06
264204_at  putative sucrose transport protein, SUC2 AT1G22710 -1.07 -0.10 -0.58 0.579084 0.696122 -7.06
253152_at  putative protein predicted proteins, --- AT4G35690 -1.06 -0.08 -0.58 0.579157 0.696173 -7.06
248324_at putative protein similar to unknown --- AT5G52790 -1.05 -0.08 -0.58 0.579206 0.696195 -7.06
249503_at  expansin-like protein expansin - Pr ATEXPA24 AT5G39310 -1.05 -0.07 -0.58 0.57942 0.696381 -7.06
266879_at putative phragmoplastin ADL1D AT2G44590 -1.06 -0.08 -0.58 0.579422 0.696381 -7.06
261475_at  anionic peroxidase, putative similar--- AT1G14550 -1.08 -0.11 -0.58 0.579513 0.696454 -7.06
261748_at hypothetical protein predicted by ge--- AT1G76070 -1.18 -0.24 -0.58 0.579554 0.696467 -7.06
245265_at hypothetical protein ; supported by cACD6 AT4G14400 -1.34 -0.43 -0.58 0.579664 0.696554 -7.06
247136_at senescence-associated protein con --- AT5G66170 -1.21 -0.27 -0.58 0.579688 0.696554 -7.06
254861_at  putative protein zinc finger protein Z--- AT4G12040 -1.07 -0.09 -0.58 0.579777 0.696624 -7.06
266940_at unknown protein --- AT2G18970 -1.05 -0.07 -0.58 0.579868 0.696697 -7.06
266651_at putative casein kinase I --- AT2G25760 -1.05 -0.07 -0.58 0.579928 0.696732 -7.06
261965_at  athila ORF 1, putative similar to ath--- --- 1.04 0.05 0.58 0.580017 0.696803 -7.06
267589_at hypothetical protein --- --- 1.04 0.05 0.58 0.580117 0.696854 -7.06
265132_at unknown protein  ; supported by cD--- AT1G23830 1.09 0.13 0.58 0.580121 0.696854 -7.06
267538_at putative DNA binding protein ; supp--- AT2G41870 -1.04 -0.06 -0.58 0.580241 0.696952 -7.06
261602_at  hydrogenase protein, putative similATPREP2 AT1G49630 -1.04 -0.06 -0.58 0.580264 0.696952 -7.06
246539_at  putative protein geranylgeranylatedMUB2 AT5G15460 1.04 0.05 0.58 0.580427 0.697108 -7.06
248479_at unknown protein --- AT5G50910 -1.04 -0.05 -0.58 0.580455 0.697108 -7.06
254747_at serine/threonine-specific protein kinMHK AT4G13020 1.05 0.07 0.58 0.580671 0.697298 -7.06
267254_at putative protein kinase contains a p SNRK2.9 AT2G23030 1.16 0.21 0.58 0.580674 0.697298 -7.06
250281_at  putative protein prdeicted proteins, --- AT5G13240 1.07 0.09 0.58 0.580808 0.697388 -7.06
249922_at  aluminium-induced protein - like aluAILP1 AT5G19140 1.05 0.06 0.58 0.58081 0.697388 -7.06
259714_at putative gibberellin 20-oxidase similATGA20OXAT1G60980 -1.05 -0.07 -0.58 0.580866 0.697418 -7.06
254028_s_a putative protein N.crassa mRNA fo ORP4B AT4G25850 / -1.04 -0.06 -0.58 0.580897 0.697418 -7.06
263640_at hypothetical protein predicted by ge--- AT2G25270 -1.05 -0.06 -0.58 0.580927 0.697418 -7.06
254033_at  V-ATPase G-subunit like protein G VATG3 AT4G25950 -1.04 -0.05 -0.58 0.581183 0.697689 -7.06
260904_at unknown protein NIMIN1 AT1G02450 -1.18 -0.24 -0.58 0.581374 0.697847 -7.06
260561_at putative endochitinase --- AT2G43580 -1.06 -0.08 -0.58 0.581376 0.697847 -7.06



256817_at  F-box protein family, AtFBW1 conta--- AT3G21410 -1.05 -0.08 -0.58 0.581498 0.697957 -7.06
252082_at putative protein --- AT3G51940 -1.04 -0.06 -0.58 0.581593 0.698034 -7.06
261342_at putative replication protein similar to--- AT1G52950 -1.04 -0.06 -0.58 0.581858 0.698315 -7.06
264260_at  putative calcium-binding protein, ca--- AT1G09210 1.12 0.17 0.58 0.581954 0.698393 -7.06
264404_at putative cytochrome P450 CYP82F1 AT2G25160 -1.06 -0.08 -0.58 0.582194 0.698645 -7.06
251873_at  putative protein KIAA0122 gene , H--- AT3G54230 -1.04 -0.05 -0.58 0.582285 0.698718 -7.06
248431_at auxin-responsive GH3-like protein --- AT5G51470 -1.05 -0.07 -0.58 0.582429 0.698837 -7.06
250747_at glucuronosyl transferase-like protein--- AT5G05900 -1.04 -0.06 -0.58 0.582446 0.698837 -7.06
258044_at Dof zinc finger protein identical to GADOF2 AT3G21270 -1.10 -0.14 -0.58 0.5825 0.698866 -7.06
267046_at hypothetical protein --- AT2G34360 -1.07 -0.09 -0.58 0.582697 0.699027 -7.06
264698_at unknown protein --- AT1G70200 -1.05 -0.07 -0.58 0.582732 0.699027 -7.06
247877_at putative protein contains similarity toXBAT32 AT5G57740 1.08 0.11 0.58 0.582743 0.699027 -7.06
250365_at  putative protein serine threonine ty --- AT5G11410 -1.08 -0.11 -0.58 0.582785 0.699027 -7.06
245162_at putative myosin heavy chain XID AT2G33240 -1.08 -0.11 -0.58 0.582789 0.699027 -7.06
265607_at hypothetical protein predicted by ge--- AT2G25370 1.04 0.06 0.58 0.582916 0.699143 -7.06
252720_at  putative protein predicted protein, A--- AT3G43970 1.06 0.08 0.58 0.582977 0.69918 -7.06
265793_at unknown protein --- AT2G01220 -1.06 -0.09 -0.58 0.583188 0.699396 -7.06
260918_at hypothetical protein predicted by ge--- AT1G21510 -1.04 -0.06 -0.58 0.583256 0.699405 -7.06
260173_at NAM-like protein similar to NAM GBVND7 AT1G71930 -1.05 -0.07 -0.58 0.583257 0.699405 -7.06
260133_at  ethylene-response protein, ETR1 idETR1 AT1G66340 1.04 0.05 0.58 0.583487 0.699644 -7.06
246819_at  WD-repeat protein - like WD-repea --- AT5G26900 1.05 0.07 0.58 0.583561 0.699697 -7.06
260903_at  polygalacturonase PG1, putative si --- AT1G02460 -1.21 -0.28 -0.58 0.583658 0.699776 -7.06
252605_s_a sulfotransferase-like protein FLAVO--- AT3G45070 / 1.04 0.05 0.58 0.583788 0.699896 -7.06
266779_at putative ligand-gated ion channel prATGLR2.9 AT2G29100 -1.05 -0.07 -0.58 0.583848 0.69993 -7.06
267630_at unknown protein predicted by genef--- AT2G42130 -1.06 -0.08 -0.58 0.583879 0.69993 -7.06
251596_at  1-acylcerol-3-phosphate acyltransfeLPAT2 AT3G57650 -1.04 -0.05 -0.58 0.58394 0.699967 -7.06
247661_at  protein kinase - like protein kinase --- AT5G60080 1.04 0.06 0.57 0.584244 0.700294 -7.06
252309_at cysteine protease contains similarity--- AT3G49340 1.05 0.07 0.57 0.584573 0.700652 -7.07
265549_at hypothetical protein predicted by ge--- --- -1.05 -0.07 -0.57 0.584928 0.701031 -7.07
265208_at putative giberellin beta-hydroxylase --- AT2G36690 1.14 0.18 0.57 0.584951 0.701031 -7.07
247928_at villin --- AT5G57320 -1.06 -0.08 -0.57 0.585073 0.701141 -7.07
260803_at  glutathione transferase, putative simATGSTU22AT1G78340 1.04 0.06 0.57 0.585169 0.70122 -7.07
264409_s_ahypothetical protein similar to hypot --- --- 1.06 0.09 0.57 0.585217 0.70124 -7.07
258590_at  putative response regulator proteinARR22 AT3G04280 1.04 0.06 0.57 0.585272 0.701269 -7.07
267479_at hypothetical protein --- AT2G02690 -1.04 -0.05 -0.57 0.585478 0.701479 -7.07



247159_at 1-aminocyclopropane-1-carboxylateACS5 AT5G65800 -1.04 -0.05 -0.57 0.585685 0.701658 -7.07
261107_at unknown protein ; supported by cDN--- AT1G63010 1.04 0.06 0.57 0.585701 0.701658 -7.07
261707_at unknown protein --- AT1G32650 1.04 0.06 0.57 0.58572 0.701658 -7.07
265528_at hypothetical protein predicted by ge--- --- -1.04 -0.05 -0.57 0.585867 0.701798 -7.07
248745_at unknown protein --- AT5G48250 1.06 0.08 0.57 0.585951 0.701861 -7.07
245446_at enoyl-CoA hydratase --- AT4G16800 -1.05 -0.07 -0.57 0.586155 0.702069 -7.07
266037_at putative protein kinase contains a p --- AT2G05940 -1.15 -0.20 -0.57 0.586216 0.702104 -7.07
251541_at  citrate synthase -like protein citrateCSY2 AT3G58750 -1.06 -0.09 -0.57 0.586328 0.702189 -7.07
263998_at unknown protein --- AT2G22510 -1.10 -0.14 -0.57 0.586348 0.702189 -7.07
249419_s_a putative protein MADS-box protein AGL98 AT5G39750 / -1.04 -0.06 -0.57 0.586387 0.702199 -7.07
256546_at hypothetical protein contains similar--- AT3G14820 -1.04 -0.06 -0.57 0.586449 0.702236 -7.07
260301_at hypothetical protein  ;supported by f--- AT1G80290 1.05 0.07 0.57 0.586503 0.702265 -7.07
250442_at putative protein hypothetical bacteriMSL2 AT5G10490 1.05 0.06 0.57 0.586559 0.702295 -7.07
248089_at salt stress inducible small GTP bindAtRAN4 AT5G55080 -1.05 -0.07 -0.57 0.586646 0.702362 -7.07
250908_at  GT2 -like protein GT2, Arabidopsis PTL AT5G03680 -1.04 -0.06 -0.57 0.586678 0.702363 -7.07
248557_at  transport inhibitor response 1 (TIR1AFB5 AT5G49980 1.05 0.07 0.57 0.586811 0.702469 -7.07
257943_at  SKP1/ASK1 (At7), putative similar ASK7 AT3G21840 1.05 0.07 0.57 0.586828 0.702469 -7.07
257861_at putative transporter similar to SV2 r --- AT3G13050 -1.06 -0.08 -0.57 0.586925 0.702521 -7.07
250372_at  putative protein various predicted p--- AT5G11460 1.06 0.08 0.57 0.586959 0.702521 -7.07
263795_at putative cyclic nucleotide-regulated ATCNGC14AT2G24610 -1.04 -0.06 -0.57 0.586963 0.702521 -7.07
263832_at putative polygalacturonase --- AT2G40310 1.04 0.05 0.57 0.587168 0.702729 -7.07
261143_at unknown protein ATPUP14 AT1G19770 -1.09 -0.12 -0.57 0.587224 0.702733 -7.07
256685_at hypothetical protein predicted by ge--- AT3G32100 1.05 0.07 0.57 0.587258 0.702733 -7.07
248143_at putative protein similar to unknown --- AT5G55040 1.04 0.06 0.57 0.587264 0.702733 -7.07
260872_at hypothetical protein predicted by ge--- AT1G21350 -1.07 -0.10 -0.57 0.587319 0.702758 -7.07
251600_at  protein kinase - like protein wall-as --- AT3G57710 1.04 0.05 0.57 0.587347 0.702758 -7.07
245585_at hypothetical --- AT4G14970 -1.05 -0.06 -0.57 0.58745 0.702844 -7.07
263641_at putative non-LTR retroelement reve--- --- -1.04 -0.06 -0.57 0.587556 0.702934 -7.07
246628_at  signal recognition particle 54 kDa p--- AT1G48900 1.03 0.05 0.57 0.587624 0.702979 -7.07
252085_s_a serine-type carboxypeptidase like pscpl37 AT3G52000 / -1.04 -0.05 -0.57 0.587929 0.703307 -7.07
260835_at  protein kinase interactor, putative s--- AT1G06700 1.05 0.06 0.57 0.587991 0.703345 -7.07
256739_s_ahypothetical protein similar to putati --- --- 1.04 0.05 0.57 0.588052 0.70338 -7.07
249384_at  putative protein hypothetical protein--- AT5G39890 -1.04 -0.06 -0.57 0.588302 0.703622 -7.07
254426_at  putative protein predicted protein, A--- AT4G21240 -1.04 -0.06 -0.57 0.588316 0.703622 -7.07
254641_at  ras-like GTP-binding protein strongATRABA1DAT4G18800 -1.07 -0.10 -0.57 0.588441 0.703735 -7.07



249800_at MtN3-like protein  ; supported by cDMTN3 AT5G23660 -1.05 -0.07 -0.57 0.588476 0.703741 -7.07
260772_at unknown protein contains similarity --- AT1G49050 -1.06 -0.08 -0.57 0.58912 0.704474 -7.07
261376_at hypothetical protein contains similar--- AT1G18660 -1.05 -0.07 -0.57 0.589172 0.704498 -7.07
260540_at hypothetical protein predicted by ge--- AT2G43500 1.04 0.06 0.57 0.589359 0.704685 -7.07
256631_at At14a-like protein similar to At14a p--- AT3G28320 -1.09 -0.13 -0.57 0.589432 0.704708 -7.07
255787_at putative cinnamoyl-CoA reductase h--- AT2G33590 1.06 0.09 0.57 0.589439 0.704708 -7.07
261882_at  GTP-binding protein, putative similaPDE318 AT1G80770 -1.05 -0.06 -0.57 0.58951 0.704755 -7.07
259200_at unknown protein similar to hypothet --- AT3G09070 1.05 0.06 0.57 0.58974 0.704993 -7.07
247448_at  putative protein predicted proteins, --- AT5G62770 1.17 0.22 0.57 0.590092 0.705377 -7.07
248424_at unknown protein --- AT5G51680 -1.15 -0.21 -0.57 0.590155 0.705415 -7.07
266437_at unknown protein --- AT2G43160 -1.05 -0.07 -0.57 0.590317 0.705571 -7.07
260845_at  transcription factor, putative similar --- AT1G17310 -1.05 -0.06 -0.57 0.59038 0.705585 -7.07
250945_at putative protein --- AT5G03400 -1.05 -0.06 -0.57 0.590394 0.705585 -7.07
260007_at unknown protein contains non-cons--- AT1G67870 1.09 0.13 0.56 0.590421 0.705585 -7.07
267022_at hypothetical protein predicted by ge--- AT2G34230 -1.04 -0.05 -0.56 0.590919 0.706143 -7.07
260439_at hypothetical protein predicted by ge--- AT1G68340 1.09 0.13 0.56 0.590973 0.706171 -7.07
255215_at putative athila transposon protein --- --- -1.03 -0.05 -0.56 0.591045 0.706219 -7.07
265250_at putative receptor protein kinase simBRL2 AT2G01950 1.07 0.10 0.56 0.591106 0.706256 -7.07
247047_at putative protein contains similarity to--- AT5G66650 1.22 0.29 0.56 0.591153 0.706275 -7.07
248554_at putative protein contains similarity to--- AT5G50330 -1.06 -0.09 -0.56 0.591214 0.706311 -7.07
259038_at unknown protein predicted by genscPTAC13 AT3G09210 1.05 0.07 0.56 0.591314 0.706393 -7.07
257109_s_ahypothetical protein --- --- -1.04 -0.05 -0.56 0.591534 0.706619 -7.07
254447_at berberine bridge enzyme - like prote--- AT4G20860 1.17 0.23 0.56 0.591763 0.706855 -7.07
264494_at hypothetical protein predicted by ge--- AT1G27461 -1.07 -0.09 -0.56 0.591881 0.70696 -7.07
261128_at ubiquitin-specific protease 2 (UBP2 UBP2 AT1G04860 1.05 0.06 0.56 0.591954 0.707009 -7.07
267281_at putative protein kinase contains a p --- AT2G19400 -1.06 -0.08 -0.56 0.591987 0.707012 -7.07
246624_at  flavin-containing monooxygenase, YUC10 AT1G48910 -1.05 -0.07 -0.56 0.592161 0.707127 -7.07
249799_at serine palmitoyltransferase  ; suppoLCB2 AT5G23670 1.04 0.05 0.56 0.592176 0.707127 -7.07
253970_at  putative uracil phosphoribosyl trans--- AT4G26510 -1.05 -0.07 -0.56 0.592176 0.707127 -7.07
255302_at putative protein similar to transcriptiATMSRB5 AT4G04830 1.07 0.09 0.56 0.592291 0.707227 -7.07
251813_at Expressed protein ; supported by fuTON1A AT3G55000 1.06 0.08 0.56 0.592418 0.707316 -7.07
253625_at  signal recognition particle receptor---- AT4G30600 1.04 0.06 0.56 0.592428 0.707316 -7.07
259829_at  oligopeptide transporter, putative s --- --- -1.06 -0.08 -0.56 0.592517 0.707367 -7.07
253439_at  dimethylaniline monooxygenase - l YUC1 AT4G32540 -1.05 -0.07 -0.56 0.592532 0.707367 -7.07
248875_at disease resistance protein-like --- AT5G46470 -1.08 -0.11 -0.56 0.592612 0.707425 -7.07



260488_at  flowering protein CONSTANS, putaTIFY2A AT1G51600 -1.06 -0.08 -0.56 0.592678 0.707467 -7.07
247773_at putative protein --- AT5G58630 -1.05 -0.06 -0.56 0.592902 0.707697 -7.07
251382_at  pectinesterase - like protein pectine--- AT3G60730 -1.04 -0.05 -0.56 0.59327 0.7081 -7.07
258792_at hypothetical protein predicted by ge--- AT3G04640 -1.16 -0.22 -0.56 0.593359 0.708143 -7.07
255741_at  tRNA isopentenyl transferase, putaATIPT6 AT1G25410 -1.05 -0.07 -0.56 0.593369 0.708143 -7.07
261590_at hypothetical protein predicted by geROPGEF2 AT1G01700 1.04 0.06 0.56 0.593681 0.708479 -7.07
259867_at hypothetical protein predicted by ge--- AT1G76740 -1.04 -0.05 -0.56 0.593751 0.708525 -7.07
252588_at  putative protein potential transcript --- AT3G45630 -1.04 -0.06 -0.56 0.594022 0.708812 -7.07
252654_at similar to glycyl tRNA synthetase --- AT3G44740 1.04 0.05 0.56 0.594054 0.708812 -7.07
266187_at putative retroelement pol polyprotei --- AT2G38970 -1.08 -0.11 -0.56 0.594156 0.708898 -7.07
251057_at  putative protein alkB protein - Esch--- AT5G01780 1.04 0.05 0.56 0.594214 0.708929 -7.07
263303_at unknown protein  ;supported by full---- AT2G15240 1.05 0.08 0.56 0.594286 0.708956 -7.07
251838_at cysteine proteinase non-consensus --- AT3G54940 1.05 0.07 0.56 0.594299 0.708956 -7.07
247196_at putative protein similar to unknown AIL7 AT5G65510 -1.04 -0.05 -0.56 0.594476 0.70913 -7.07
258680_at adenylate translocator identical to aAAC1 AT3G08580 1.08 0.11 0.56 0.594607 0.70925 -7.07
246194_at putative protein ;supported by full-leACD2 AT4G37000 -1.06 -0.09 -0.56 0.59469 0.709312 -7.07
264786_at putative Ta11-like non-LTR retroele --- AT2G17920 -1.04 -0.06 -0.56 0.594774 0.709374 -7.07
254678_at hypothetical protein --- AT4G18500 1.04 0.06 0.56 0.594827 0.709374 -7.07
250654_at receptor protein kinase-like protein --- AT5G06940 -1.05 -0.07 -0.56 0.594836 0.709374 -7.07
260003_at unknown protein  ;supported by full-IAR1 AT1G68100 1.04 0.05 0.56 0.595206 0.709778 -7.08
248805_at putative protein similar to unknown --- AT5G47480 1.04 0.06 0.56 0.595245 0.709788 -7.08
250802_at pectinesterase --- AT5G04970 -1.05 -0.06 -0.56 0.595311 0.709814 -7.08
260726_at  signal recognition particle 19 kDa p--- AT1G48160 1.06 0.09 0.56 0.595329 0.709814 -7.08
265979_at putative replication protein A1 --- --- 1.05 0.07 0.56 0.595372 0.709828 -7.08
267152_at hypothetical protein predicted by gra--- AT2G31040 -1.07 -0.09 -0.56 0.595601 0.710065 -7.08
252266_at  putative protein ethylene-forming e --- AT3G49630 1.07 0.09 0.56 0.595726 0.710176 -7.08
256464_at  late-embryogenesis abundant prote--- AT1G32560 1.13 0.18 0.56 0.595841 0.710277 -7.08
257179_at  topoisomerase VIA (SPO11 gene 1--- AT3G13160 / 1.04 0.05 0.56 0.595933 0.710349 -7.08
257439_at hypothetical protein similar to hypot --- AT2G17000 -1.04 -0.05 -0.56 0.596169 0.710592 -7.08
258593_at unknown protein --- AT3G04480 1.07 0.10 0.56 0.596223 0.71062 -7.08
257470_at hypothetical protein predicted by ge--- AT1G53770 -1.06 -0.08 -0.56 0.596311 0.710688 -7.08
262041_at  HPt phosphotransmitter, putative s AHP6 AT1G80100 -1.05 -0.08 -0.56 0.596512 0.71089 -7.08
260072_at unknown protein supported by cDNA--- AT1G73650 -1.05 -0.07 -0.56 0.596566 0.710894 -7.08
249293_at protein kinase-like --- AT5G41260 -1.06 -0.08 -0.56 0.596578 0.710894 -7.08
265629_at unknown protein  ; supported by cDLHW AT2G27228 / -1.07 -0.10 -0.56 0.596793 0.711114 -7.08



265093_at unknown protein similar to NBD-like--- AT1G03905 1.06 0.08 0.55 0.59687 0.711169 -7.08
254843_at  putative protein TAK1 binding prote--- AT4G11860 -1.04 -0.05 -0.55 0.596934 0.711208 -7.08
256368_at  cinnamyl alcohol dehydrogenase, p--- AT1G66800 -1.04 -0.06 -0.55 0.5972 0.711488 -7.08
253597_at  putative protein translation initiation--- AT4G30690 -1.08 -0.12 -0.55 0.597284 0.71155 -7.08
249243_s_abeta-glucosidase BGLU13 AT5G42260 / -1.04 -0.05 -0.55 0.597471 0.711735 -7.08
261218_at  ferredoxin--NADP reductase precu FNR2 AT1G20020 -1.08 -0.10 -0.55 0.597514 0.71175 -7.08
248606_at putative protein contains similarity toCPuORF4 AT5G49448 / -1.08 -0.11 -0.55 0.597564 0.711773 -7.08
260935_at hypothetical protein predicted by ge--- AT1G45110 1.06 0.08 0.55 0.597664 0.711854 -7.08
264176_at  bZIP-like protein similar to bZIP (le --- AT1G02110 1.08 0.11 0.55 0.597963 0.712173 -7.08
258759_at putative bZIP transcription factor coBZIP28 AT3G10800 -1.04 -0.06 -0.55 0.598104 0.712304 -7.08
250295_at putative protein NEF1 AT5G13390 1.05 0.08 0.55 0.598154 0.712326 -7.08
249074_at putative protein contains similarity to--- AT5G44080 1.05 0.06 0.55 0.598235 0.712386 -7.08
257111_x_ahypothetical protein --- --- -1.04 -0.06 -0.55 0.598322 0.712451 -7.08
254793_at hypothetical protein --- AT4G12930 -1.05 -0.07 -0.55 0.59867 0.712797 -7.08
266616_at putative CDC6 protein  ; supported CDC6 AT2G29680 -1.04 -0.06 -0.55 0.598675 0.712797 -7.08
249440_at  protein kinase -like protein probable--- AT5G40030 -1.04 -0.06 -0.55 0.598777 0.712827 -7.08
253012_at  putative protein Caenorhabditis ele --- AT4G37900 1.05 0.07 0.55 0.598785 0.712827 -7.08
262444_at hypothetical protein similar to putati --- AT1G47480 1.09 0.12 0.55 0.598793 0.712827 -7.08
257436_s_ahypothetical protein predicted by ge--- AT2G24650 / 1.06 0.08 0.55 0.598874 0.712886 -7.08
267183_at hypothetical protein predicted by ge--- AT2G44020 1.04 0.06 0.55 0.598928 0.712907 -7.08
267417_at putative RING zinc finger protein --- AT2G34990 1.04 0.05 0.55 0.598954 0.712907 -7.08
260171_at hypothetical protein predicted by ge--- AT1G71910 1.12 0.16 0.55 0.599161 0.713115 -7.08
260186_at hypothetical protein predicted by ge--- AT1G36020 -1.06 -0.08 -0.55 0.599248 0.713165 -7.08
263501_s_ahypothetical protein --- AT2G07673 1.05 0.07 0.55 0.59929 0.713165 -7.08
254828_at putative cell wall-plasma membraneAIR1 AT4G12550 1.04 0.06 0.55 0.599296 0.713165 -7.08
248235_at unknown protein ;supported by full-lemb2737 AT5G53860 1.04 0.05 0.55 0.599471 0.713335 -7.08
264724_at  putative JUN kinase activator proteCSN5A AT1G22920 1.04 0.06 0.55 0.599576 0.713403 -7.08
254974_at  putative flavanone 3-beta-hydroxyla--- AT4G10490 -1.04 -0.06 -0.55 0.59959 0.713403 -7.08
257585_at hypothetical protein predicted by ge--- AT3G12420 -1.05 -0.07 -0.55 0.59966 0.713445 -7.08
254374_at hypothetical protein  ;supported by f--- AT4G21780 1.04 0.06 0.55 0.599688 0.713445 -7.08
246079_at  putative protein unconventional my--- AT5G20450 1.06 0.08 0.55 0.599874 0.713629 -7.08
248814_at putative protein similar to unknown --- AT5G46910 1.22 0.28 0.55 0.600061 0.713779 -7.08
261515_at  cleavage stimulation factor, putativ --- AT1G71800 1.04 0.06 0.55 0.600104 0.713779 -7.08
245912_at  putative protein sulfate transporter SULTR3;5 AT5G19600 -1.12 -0.17 -0.55 0.60011 0.713779 -7.08
256554_at hypothetical protein similar to putati --- --- 1.06 0.08 0.55 0.600125 0.713779 -7.08



256811_at  serine/threonine-specific protein kin--- AT3G21340 1.04 0.05 0.55 0.600191 0.71382 -7.08
259627_at unknown protein ; supported by cDN--- AT1G42960 1.05 0.07 0.55 0.600321 0.713921 -7.08
256120_at hypothetical protein contains similar--- AT1G18130 -1.04 -0.05 -0.55 0.600339 0.713921 -7.08
245684_at Expressed protein ; supported by cDRHF2A AT5G22000 -1.04 -0.06 -0.55 0.600408 0.713967 -7.08
263877_at hypothetical protein predicted by ge--- AT2G21780 -1.03 -0.05 -0.55 0.600503 0.714042 -7.08
255364_s_aputative fibrillin  ; supported by full-l --- AT4G04020 / -1.06 -0.08 -0.55 0.600576 0.714092 -7.08
262413_at hypothetical protein contains similarATAPRL4 AT1G34780 1.06 0.08 0.55 0.600759 0.714273 -7.08
266926_at unknown protein predicted by gensc--- AT2G46000 1.06 0.08 0.55 0.601005 0.714497 -7.08
253452_at hypothetical protein ; supported by c--- AT4G31930 1.04 0.06 0.55 0.601011 0.714497 -7.08
267593_at similar to disease resistance proteinAtRLP25 AT2G33030 1.04 0.05 0.55 0.601071 0.714531 -7.08
247966_at putative protein contains similarity to--- AT5G56610 -1.05 -0.06 -0.55 0.601182 0.714626 -7.08
248937_at putative protein contains similarity toAtRLP55 AT5G45770 -1.06 -0.09 -0.55 0.601252 0.714672 -7.08
245508_at hypothetical protein --- AT4G15720 1.04 0.05 0.55 0.601297 0.714689 -7.08
247095_at dehydrin RAB18-like protein (sp P3 RAB18 AT5G66400 -1.11 -0.15 -0.55 0.60163 0.715047 -7.08
255903_at  myb-like protein, putative similar to MYB52 AT1G17950 1.04 0.05 0.55 0.601668 0.715054 -7.08
246049_at  putative protein predicted proteins, --- --- -1.05 -0.07 -0.55 0.601782 0.715124 -7.08
260690_at  RING finger protein, putative similaNHL8 AT1G32340 -1.04 -0.05 -0.55 0.601789 0.715124 -7.08
255372_at putative reverse transcriptase --- --- -1.07 -0.10 -0.55 0.602124 0.715485 -7.08
258020_at unknown protein  ;supported by full-NHD1 AT3G19490 1.05 0.06 0.55 0.602226 0.71554 -7.08
264872_at  putative floral homeotic protein, AG 03-ספט AT1G24260 -1.06 -0.09 -0.55 0.602233 0.71554 -7.08
256665_at hypothetical protein predicted by ge--- AT3G20700 1.06 0.08 0.55 0.602325 0.715612 -7.08
249072_at putative protein similar to unknown --- AT5G44060 1.15 0.20 0.55 0.602525 0.715779 -7.08
250450_at putative transcription factor MYB92 ATMYB92 AT5G10280 1.03 0.05 0.55 0.602528 0.715779 -7.08
264337_at hypothetical protein predicted by ge--- AT1G70350 1.04 0.06 0.55 0.602661 0.715899 -7.08
248119_at serine/threonine-specific protein kin --- AT5G54590 -1.06 -0.08 -0.55 0.602861 0.7161 -7.08
259464_at hypothetical protein predicted by ge--- AT1G18990 1.04 0.06 0.55 0.602982 0.716205 -7.08
259624_at hypothetical protein similar to unkno--- AT1G43020 -1.05 -0.07 -0.55 0.603144 0.716361 -7.08
255382_at putative pre-mRNA splicing factor s EMB2770 AT4G03430 -1.04 -0.05 -0.54 0.603394 0.716621 -7.08
253370_at  pectinesterase - like protein pectin --- AT4G33230 1.06 0.08 0.54 0.603464 0.716667 -7.08
250128_at zinc finger protein 3 (gb|AAD27875 ZFN3 AT5G16540 -1.07 -0.10 -0.54 0.603587 0.716775 -7.08
251529_at  ATP-dependent RNA helicase-like --- AT3G58570 -1.04 -0.06 -0.54 0.603755 0.716937 -7.08
255618_at hypothetical protein --- AT4G01340 -1.03 -0.05 -0.54 0.603801 0.716955 -7.08
262755_at unknown protein --- AT1G16360 -1.04 -0.06 -0.54 0.603837 0.71696 -7.08
255489_at  predicted protein destination factor --- AT4G02650 / -1.06 -0.08 -0.54 0.603873 0.716965 -7.08
257738_at  40S ribosomal subunit protein S21 --- AT3G27450 1.04 0.05 0.54 0.603917 0.716965 -7.08



250778_at unknown protein ;supported by full-l--- AT5G05500 -1.04 -0.06 -0.54 0.603956 0.716965 -7.08
249865_at unknown protein  ; supported by cD--- AT5G22820 1.06 0.08 0.54 0.603967 0.716965 -7.08
260751_at unknown protein SCD1 AT1G49040 1.07 0.10 0.54 0.60409 0.717074 -7.08
263084_at hypothetical protein predicted by ge--- AT2G27180 1.04 0.06 0.54 0.604186 0.717113 -7.08
246657_at  putative protein predicted proteins, --- --- 1.03 0.05 0.54 0.604189 0.717113 -7.08
261730_s_a mutator-like transposase, putative s--- --- 1.04 0.06 0.54 0.604218 0.717113 -7.08
255316_at putative protein --- --- -1.04 -0.05 -0.54 0.604275 0.717144 -7.08
266816_at unknown protein identical to GB:AA--- AT2G44970 -1.04 -0.06 -0.54 0.604518 0.717388 -7.08
260476_at unknown protein --- AT1G11060 1.06 0.08 0.54 0.604543 0.717388 -7.08
251510_at putative protein several hypothetica --- AT3G59170 -1.03 -0.05 -0.54 0.604601 0.71739 -7.08
251564_at myosin heavy chain MYA3 XIJ AT3G58160 -1.05 -0.07 -0.54 0.604608 0.71739 -7.08
256726_at unknown protein --- AT3G52210 -1.06 -0.09 -0.54 0.604664 0.717406 -7.08
253716_at hypothetical protein --- AT4G29420 1.05 0.07 0.54 0.604684 0.717406 -7.08
252547_at  putative protein many predicted pro--- AT3G45840 -1.05 -0.07 -0.54 0.604751 0.717423 -7.08
258236_at hypothetical protein predicted by ge--- AT3G27800 1.04 0.06 0.54 0.604762 0.717423 -7.08
259134_at hypothetical protein predicted by ge--- AT3G05390 1.15 0.20 0.54 0.605077 0.71776 -7.08
261373_at  CMP-KDO synthetase, putative sim--- AT1G53000 1.04 0.06 0.54 0.605246 0.717923 -7.08
256294_at unknown protein --- AT1G69450 1.05 0.07 0.54 0.605331 0.717986 -7.08
266663_at putative receptor-like protein kinase--- AT2G25790 1.07 0.10 0.54 0.60563 0.718304 -7.08
259931_at hypothetical protein predicted by ge--- AT1G34400 -1.05 -0.07 -0.54 0.605906 0.718552 -7.09
264469_at hypothetical protein similar to hypot LBD40 AT1G67100 -1.04 -0.06 -0.54 0.605962 0.718552 -7.09
257944_at  SKP1/ASK1 (At9), putative similar ASK9 AT3G21850 1.04 0.06 0.54 0.605977 0.718552 -7.09
256840_x_aunknown protein similar to putative --- --- 1.04 0.05 0.54 0.60602 0.718552 -7.09
259558_at hypothetical protein WAK5 AT1G21230 -1.05 -0.07 -0.54 0.60602 0.718552 -7.09
247778_at  wounding stress induced protein - l --- AT5G58750 -1.04 -0.05 -0.54 0.606028 0.718552 -7.09
254906_at  putative disease resistance respon --- AT4G11180 1.04 0.06 0.54 0.606104 0.718558 -7.09
255169_x_ahypothetical protein --- AT4G07940 1.04 0.06 0.54 0.60611 0.718558 -7.09
252892_at hypothetical protein --- AT4G39420 -1.04 -0.05 -0.54 0.606129 0.718558 -7.09
247685_at  serine/threonine-specific protein kin--- AT5G59680 1.13 0.18 0.54 0.60617 0.718558 -7.09
246465_at  quinone oxidoreductase - like prote--- AT5G17000 1.08 0.11 0.54 0.606191 0.718558 -7.09
257158_at  3-hydroxyisobutyryl-coenzyme A hy--- AT3G24360 -1.05 -0.07 -0.54 0.606352 0.718711 -7.09
247622_at putative protein --- AT5G60350 -1.04 -0.06 -0.54 0.606448 0.718758 -7.09
258763_s_aputative beta-mannan endohydrolas--- AT3G10900 / -1.03 -0.05 -0.54 0.606454 0.718758 -7.09
255181_at predicted protein of unknown functio--- --- -1.05 -0.07 -0.54 0.607076 0.719361 -7.09
264416_at hypothetical protein similar to putati --- AT1G43140 1.05 0.06 0.54 0.607082 0.719361 -7.09



249652_at putative protein hypothetical protein--- AT5G37070 1.06 0.08 0.54 0.607091 0.719361 -7.09
258793_at hypothetical protein supported by fu--- AT3G04780 1.04 0.06 0.54 0.607097 0.719361 -7.09
264830_at hypothetical protein predicted by ge--- AT1G03710 -1.05 -0.07 -0.54 0.607144 0.719361 -7.09
259828_at  RING-H2 zinc finger protein ATL3, --- AT1G72220 1.05 0.08 0.54 0.607181 0.719361 -7.09
262669_at hypothetical protein --- AT1G62850 -1.04 -0.06 -0.54 0.607184 0.719361 -7.09
253277_at  cinnamyl alcohol dehydrogenase - ATCAD5 AT4G34230 -1.06 -0.09 -0.54 0.607283 0.719441 -7.09
263313_at  14-3-3 protein (grf15), putative con --- AT2G10450 -1.04 -0.06 -0.54 0.607349 0.719483 -7.09
263036_at hypothetical protein predicted by ge--- AT1G23890 -1.05 -0.07 -0.54 0.607764 0.719936 -7.09
257959_at  somatic embryogenesis receptor-likNIK2 AT3G25560 -1.09 -0.13 -0.54 0.607817 0.71995 -7.09
247322_at unknown protein --- AT5G64090 -1.04 -0.06 -0.54 0.607839 0.71995 -7.09
263586_at unknown protein predicted by gensc--- AT2G25350 -1.06 -0.08 -0.54 0.607971 0.720069 -7.09
259078_at unknown protein predicted by genefHST AT3G05040 1.04 0.06 0.54 0.608137 0.720219 -7.09
266400_at methylenetetrahydrofolate dehydrog--- AT2G38660 1.04 0.05 0.54 0.608161 0.720219 -7.09
257563_at hypothetical protein predicted by ge--- AT3G19610 -1.03 -0.05 -0.54 0.608192 0.720219 -7.09
259565_at hypothetical protein --- AT1G20530 1.03 0.05 0.54 0.608285 0.720265 -7.09
245860_at  putative protein predicted proteins, --- AT5G28310 -1.05 -0.07 -0.54 0.608295 0.720265 -7.09
256037_at hypothetical protein predicted by ge--- AT1G19160 -1.05 -0.07 -0.54 0.608356 0.720265 -7.09
259264_at putative aldose 1-epimerase shows --- AT3G01260 -1.05 -0.07 -0.54 0.608357 0.720265 -7.09
249199_at putative protein similar to unknown BPC6 AT5G42520 1.04 0.06 0.54 0.608439 0.720324 -7.09
245212_at hypothetical protein predicted by geAT1G44224--- -1.06 -0.09 -0.54 0.608507 0.720367 -7.09
252691_at  kinesin -like protein KLP2 protein, X--- AT3G44050 1.04 0.05 0.54 0.608598 0.720418 -7.09
264043_at putative cyclin D CYCD2;1 AT2G22490 1.04 0.05 0.54 0.608612 0.720418 -7.09
250430_at putative protein --- AT5G10460 -1.04 -0.05 -0.54 0.608714 0.7205 -7.09
246991_at peroxidase (emb|CAA66967.1) --- AT5G67400 -1.04 -0.06 -0.54 0.608819 0.720559 -7.09
256635_at hypothetical protein predicted by ge--- AT3G28260 1.03 0.05 0.54 0.608843 0.720559 -7.09
266208_at putative tRNA isopentenylpyrophos ATIPT2 AT2G27760 -1.07 -0.10 -0.54 0.608878 0.720559 -7.09
255391_at  hypothetical protein similar to T6P5--- --- 1.04 0.05 0.54 0.60889 0.720559 -7.09
255108_at hypothetical protein --- AT4G08740 -1.06 -0.08 -0.54 0.609081 0.720719 -7.09
255658_at hypothetical protein  ;supported by f--- AT4G00770 -1.05 -0.07 -0.54 0.609109 0.720719 -7.09
250760_at unknown protein --- AT5G06040 -1.04 -0.06 -0.54 0.60912 0.720719 -7.09
258058_at unknown protein --- AT3G28980 -1.04 -0.06 -0.54 0.609264 0.720852 -7.09
246629_at unknown protein similar to hypothet --- AT1G50750 -1.06 -0.08 -0.54 0.609451 0.721037 -7.09
261503_at  hypothetical protein predicted by ge--- AT1G71691 -1.05 -0.07 -0.54 0.609633 0.72115 -7.09
257502_at unknown protein --- AT1G78110 -1.09 -0.13 -0.54 0.609654 0.72115 -7.09
266819_at unknown protein  ;supported by full---- AT2G44870 1.06 0.08 0.54 0.609671 0.72115 -7.09



247906_at putative protein similar to unknown IAA33 AT5G57420 -1.06 -0.08 -0.54 0.609674 0.72115 -7.09
258591_at hypothetical protein  ; supported by --- AT3G04360 -1.04 -0.06 -0.53 0.610004 0.721504 -7.09
248788_at DNA-binding protein-like --- AT5G47430 1.04 0.05 0.53 0.610227 0.721722 -7.09
263194_at  AP2 domain transcription factor, pu--- AT1G36060 -1.07 -0.09 -0.53 0.610253 0.721722 -7.09
245171_at hypothetical protein predicted by ge--- AT2G47560 1.05 0.06 0.53 0.610294 0.721734 -7.09
253774_at  NAM / CUC2 -like protein No apicaanac074 AT4G28530 -1.08 -0.11 -0.53 0.61052 0.721964 -7.09
246186_at  PINHEAD - like protein PINHEAD, --- AT5G21030 -1.06 -0.09 -0.53 0.610571 0.721987 -7.09
250184_at  putative protein various predicted p--- AT5G14240 -1.04 -0.06 -0.53 0.610727 0.722134 -7.09
246216_at cytochrome P450 like protein ; suppROT3 AT4G36380 -1.06 -0.09 -0.53 0.610822 0.722204 -7.09
265350_at unknown protein predicted by gensc--- AT2G22620 -1.04 -0.06 -0.53 0.61085 0.722204 -7.09
261834_at  polygalacturonase PG1, putative si --- AT1G10640 -1.04 -0.05 -0.53 0.611104 0.72244 -7.09
246315_at hypothetical protein --- AT3G56870 1.07 0.10 0.53 0.611113 0.72244 -7.09
258409_at hypothetical protein similar to GB:AA--- AT3G17640 -1.09 -0.12 -0.53 0.61117 0.72247 -7.09
265993_at putative disease resistance protein --- AT2G24160 1.24 0.32 0.53 0.611394 0.722697 -7.09
249102_at patatin-like protein --- AT5G43590 1.03 0.05 0.53 0.611458 0.722736 -7.09
260711_at  myosin, putative similar to myosin GMYA1 AT1G17580 -1.05 -0.07 -0.53 0.611575 0.722824 -7.09
263528_at putative peroxidase --- AT2G24800 -1.05 -0.06 -0.53 0.611601 0.722824 -7.09
251952_at  histone H2B - like protein histone H--- AT3G53650 1.03 0.05 0.53 0.611628 0.722824 -7.09
248740_at putative protein contains similarity to--- AT5G48130 -1.06 -0.08 -0.53 0.611783 0.722971 -7.09
255459_at  polyubiquitin (UBQ14) identical to GUBQ14 AT4G02890 1.04 0.06 0.53 0.611837 0.722997 -7.09
246176_at  putative protein DYNAMIN-LIKE PR--- AT5G28410 -1.04 -0.05 -0.53 0.611883 0.723013 -7.09
253026_at hypothetical protein --- AT4G38120 -1.06 -0.09 -0.53 0.611938 0.723041 -7.09
262010_at hypothetical protein predicted by ge--- --- -1.05 -0.07 -0.53 0.612189 0.7233 -7.09
264500_at hypothetical protein predicted by ge--- AT1G09370 -1.03 -0.05 -0.53 0.612248 0.723332 -7.09
257416_at unknown protein --- AT2G17750 1.05 0.07 0.53 0.61238 0.723418 -7.09
256895_at  zinc-finger protein, putative almost --- --- -1.04 -0.06 -0.53 0.612384 0.723418 -7.09
252013_at putative protein --- AT3G52860 1.04 0.06 0.53 0.612631 0.723672 -7.09
251182_at  putative protein HIRA interacting prATERDJ3BAT3G62600 1.15 0.20 0.53 0.61286 0.723905 -7.09
245076_at unknown protein GH3.3 AT2G23170 -1.29 -0.37 -0.53 0.612971 0.723999 -7.09
265652_x_ahypothetical protein predicted by ge--- --- -1.05 -0.07 -0.53 0.613465 0.724517 -7.09
252763_at Expressed protein ; supported by cD--- AT3G42725 -1.05 -0.06 -0.53 0.613492 0.724517 -7.09
245220_at hypothetical protein contains similar--- AT1G59171 1.04 0.05 0.53 0.613515 0.724517 -7.09
249752_at putative protein similar to unknown LSU2 AT5G24660 1.05 0.08 0.53 0.613537 0.724517 -7.09
258441_at hypothetical protein predicted by geAT3G17265--- 1.04 0.06 0.53 0.613818 0.724812 -7.09
266594_at hypothetical protein --- AT2G46190 1.03 0.05 0.53 0.613926 0.724866 -7.09



258951_at putative phosphatidylinositolglycan --- AT3G01380 1.05 0.06 0.53 0.613927 0.724866 -7.09
255726_at  lysine and histidine specific transpo--- AT1G25530 -1.15 -0.21 -0.53 0.613968 0.724876 -7.09
252020_at  SKP1/ASK1 (At6), putative similar ASK6 AT3G53060 1.03 0.04 0.53 0.614062 0.72495 -7.09
245914_at  putative protein outer membrane prOEP80 AT5G19620 1.05 0.07 0.53 0.614262 0.725149 -7.09
245189_at F12A21.18 hypothetical protein --- AT1G67670 -1.03 -0.05 -0.53 0.614388 0.725222 -7.09
246495_at  putative protein hypothetical protein--- AT5G16200 -1.16 -0.21 -0.53 0.614388 0.725222 -7.09
254296_at hypothetical protein --- AT4G23090 -1.06 -0.08 -0.53 0.614455 0.725264 -7.09
265608_at hypothetical protein predicted by ge--- AT2G25380 -1.03 -0.05 -0.53 0.614518 0.725265 -7.09
251212_at  putative protein hypothetical protein--- --- 1.04 0.06 0.53 0.61452 0.725265 -7.09
263833_at hypothetical protein --- AT2G40316 1.04 0.05 0.53 0.614572 0.725267 -7.09
248983_at ras-related GTP-binding protein RHRHA1 AT5G45130 -1.04 -0.05 -0.53 0.614617 0.725267 -7.09
259438_at unknown protein similar to putative AN AT1G01510 1.06 0.09 0.53 0.614617 0.725267 -7.09
256181_at  light repressible receptor protein kin--- AT1G51820 1.14 0.20 0.53 0.614904 0.725568 -7.09
245601_at hypothetical protein --- AT4G14240 1.05 0.07 0.53 0.614982 0.725623 -7.09
256564_at  alpha/beta hydrolase, putative contMES11 AT3G29770 1.11 0.15 0.53 0.6153 0.725961 -7.09
265781_at putative Athila retroelement ORF1 p--- --- -1.04 -0.05 -0.53 0.615534 0.726199 -7.09
265121_at  similar to flavin-containing monoox FMO GS-O AT1G62560 1.08 0.11 0.53 0.61565 0.726299 -7.09
254760_at  putative protein hypothetical protein--- AT4G13200 1.04 0.06 0.53 0.615721 0.726344 -7.09
256514_at  oxidoreductase, putative contains P--- AT1G66130 1.07 0.10 0.53 0.615932 0.726556 -7.09
254473_s_a putative protein kinase like proteins--- AT4G20520 / 1.04 0.05 0.53 0.616031 0.726635 -7.09
246881_at  putative protein histone deacetylas HDA2 AT5G26040 1.07 0.10 0.53 0.616313 0.72693 -7.09
261151_at  sec14 cytosolic factor, putative sim--- AT1G19650 -1.04 -0.06 -0.52 0.616488 0.727069 -7.09
245772_at hypothetical protein similar to putati --- AT1G30300 -1.07 -0.10 -0.52 0.616495 0.727069 -7.09
255144_at putative protein predicted proteins - --- --- 1.03 0.05 0.52 0.616573 0.727124 -7.09
245823_at hypothetical protein predicted by ge--- AT1G57906 -1.05 -0.06 -0.52 0.616659 0.727188 -7.09
253839_at  putative protein prolactin-induced T--- AT4G27890 -1.05 -0.07 -0.52 0.616711 0.727204 -7.09
252321_at hypothetical protein  ;supported by f--- AT3G48510 -1.05 -0.07 -0.52 0.61674 0.727204 -7.09
245887_at  putative protein CD2 cytoplasmic d --- AT5G09390 1.03 0.05 0.52 0.616769 0.727204 -7.09
264431_at  RNA polymerase II subunit (hsRPB--- AT1G61700 1.05 0.07 0.52 0.617056 0.727506 -7.10
255210_at may be a pseudogene --- --- -1.04 -0.05 -0.52 0.617114 0.727536 -7.10
263363_at putative cold-regulated protein  ;sup--- AT2G03850 1.13 0.18 0.52 0.617197 0.727597 -7.10
246661_at  putative protein various predicted p--- --- 1.04 0.05 0.52 0.617259 0.727632 -7.10
250362_at  1-D-deoxyxylulose 5-phosphate sy DXPS3 AT5G11380 1.04 0.05 0.52 0.617343 0.727693 -7.10
250997_at  putative protein histone H2B-2, tom--- AT5G02570 1.04 0.06 0.52 0.617535 0.727882 -7.10
259785_at unknown protein ;supported by full-l--- AT1G29490 -1.05 -0.07 -0.52 0.617744 0.72809 -7.10



263201_at  putative ADP-glucose pyrophosphoAPS2 AT1G05610 -1.04 -0.06 -0.52 0.618095 0.728443 -7.10
246248_at hypothetical protein --- AT4G36560 1.04 0.05 0.52 0.618116 0.728443 -7.10
252088_at putative protein --- AT3G52100 / 1.05 0.07 0.52 0.618138 0.728443 -7.10
259182_at hypothetical protein predicted by ge--- AT3G01750 1.08 0.11 0.52 0.618696 0.729041 -7.10
248899_at carboxy-terminal proteinase D1-like --- AT5G46390 -1.05 -0.06 -0.52 0.61871 0.729041 -7.10
AFFX-r2-Bs-B. subtilis /GEN=lys /DB_XREF=gb --- --- 1.11 0.15 0.52 0.618784 0.729091 -7.10
264334_at  calcium-dependent protein kinase, CPK19 AT1G61950 -1.03 -0.05 -0.52 0.618837 0.729106 -7.10
256163_at  terpene cyclase, putative similar to --- AT1G48820 1.03 0.05 0.52 0.61888 0.729106 -7.10
256571_at hypothetical protein predicted by ge--- AT3G30730 -1.03 -0.05 -0.52 0.618893 0.729106 -7.10
245924_at  Tha4 protein - like Tha4 protein, Pi --- AT5G28750 -1.04 -0.05 -0.52 0.619125 0.729341 -7.10
246227_at hypothetical protein --- AT4G36510 -1.05 -0.07 -0.52 0.619239 0.729438 -7.10
252052_at beta-fructofuranosidase AtcwINV2 AT3G52600 -1.04 -0.05 -0.52 0.619457 0.729657 -7.10
258506_at hypothetical protein predicted by ge--- AT3G06520 1.06 0.08 0.52 0.619558 0.729738 -7.10
256030_at hypothetical protein contains similar--- AT1G34110 -1.04 -0.06 -0.52 0.619779 0.729953 -7.10
256814_at  beta-glucosidase, putative similar t BGLU19 AT3G21370 -1.06 -0.09 -0.52 0.619824 0.729953 -7.10
253574_at putative protein --- AT4G31030 -1.06 -0.09 -0.52 0.619836 0.729953 -7.10
259639_at unknown protein ;supported by full-l--- AT1G52380 1.05 0.07 0.52 0.619917 0.730011 -7.10
254742_at putative protein various predicted 3-IIL1 AT4G13430 -1.03 -0.05 -0.52 0.62003 0.730106 -7.10
263566_at hypothetical protein predicted by ge--- AT2G15340 1.05 0.07 0.52 0.62021 0.730278 -7.10
265226_at unknown protein  ; supported by cD--- AT2G28430 -1.04 -0.05 -0.52 0.620257 0.730278 -7.10
251158_at  rac-GTP binding protein -like RACCMIRO2 AT3G63150 1.04 0.06 0.52 0.620272 0.730278 -7.10
263452_at putative trehalose-6-phosphate pho--- AT2G22190 1.08 0.11 0.52 0.620371 0.730317 -7.10
265584_at unknown protein PIL5 AT2G20180 -1.04 -0.05 -0.52 0.620393 0.730317 -7.10
253941_at putative protein --- AT4G26980 -1.04 -0.05 -0.52 0.620401 0.730317 -7.10
264696_at unknown protein --- AT1G70230 -1.11 -0.15 -0.52 0.620546 0.73045 -7.10
265459_at unknown protein  ; supported by full--- AT2G46540 1.04 0.05 0.52 0.620591 0.730456 -7.10
256539_at hypothetical protein predicted by ge--- --- -1.04 -0.05 -0.52 0.620615 0.730456 -7.10
261849_at  pectin methylesterase, putative sim--- AT1G11370 -1.05 -0.07 -0.52 0.620731 0.730544 -7.10
261028_at hypothetical protein predicted by ge--- AT1G26620 -1.04 -0.06 -0.52 0.620754 0.730544 -7.10
262030_s_a mutator-like transposase, putative s--- --- -1.04 -0.06 -0.52 0.620975 0.730766 -7.10
267097_at unknown protein predicted by gensc--- AT2G41440 -1.04 -0.05 -0.52 0.621026 0.730788 -7.10
264636_at hypothetical protein predicted by ge--- AT1G65490 -1.10 -0.13 -0.52 0.621275 0.731043 -7.10
254901_at  serine/threonine kinase-like protein--- AT4G11530 1.04 0.06 0.52 0.621327 0.731062 -7.10
262845_at unknown protein ; supported by cDN--- AT1G14740 1.08 0.11 0.52 0.621354 0.731062 -7.10
255174_at putative Athila-like protein --- --- -1.03 -0.05 -0.52 0.621467 0.731156 -7.10



252122_at  putative protein hypothetical protein--- AT3G51140 1.05 0.06 0.52 0.621518 0.731179 -7.10
252598_at  putative protein putative proteins A --- --- -1.03 -0.04 -0.52 0.621681 0.731332 -7.10
255007_at  putative oxidoreductase 11beta-hydAtHSD5 AT4G10020 1.04 0.05 0.52 0.621829 0.731469 -7.10
246107_at  putative protein various predicted p--- --- -1.04 -0.06 -0.52 0.621978 0.731607 -7.10
249680_s_aputative protein strong similarity to u--- AT3G61730 / -1.03 -0.04 -0.52 0.622038 0.731639 -7.10
249451_s_ahypothetical protein --- AT5G39480 / -1.03 -0.05 -0.52 0.622114 0.731692 -7.10
250772_at putative protein contains similarity to--- AT5G05420 1.07 0.09 0.52 0.622402 0.731898 -7.10
262893_at hypothetical protein contains similar--- AT1G59790 -1.04 -0.05 -0.52 0.622438 0.731898 -7.10
256307_at  pectate lyase, putative contains Pfa--- AT1G30350 -1.03 -0.05 -0.52 0.622453 0.731898 -7.10
256859_at hypothetical protein --- AT3G22940 -1.05 -0.07 -0.52 0.622478 0.731898 -7.10
248011_at S-adenosyl-L-methionine:salicylic a GAMT2 AT5G56300 1.03 0.05 0.52 0.622483 0.731898 -7.10
245354_at Lil3 protein ;supported by full-lengthLIL3:1 AT4G17600 -1.05 -0.07 -0.52 0.622511 0.731898 -7.10
251231_at  Glutathione transferase III-like prot ATGSTF13 AT3G62760 1.04 0.06 0.52 0.622514 0.731898 -7.10
245239_at  putative homeodomain-protein sim FWA AT4G25530 -1.04 -0.06 -0.52 0.622547 0.731899 -7.10
253161_at senescence-associated protein sen SEN1 AT4G35770 1.12 0.16 0.52 0.622765 0.732112 -7.10
248145_at unknown protein  ;supported by full---- AT5G54880 1.05 0.06 0.52 0.622793 0.732112 -7.10
262895_at hypothetical protein predicted by ge--- AT1G59800 -1.05 -0.07 -0.51 0.623231 0.732589 -7.10
264062_at unknown protein --- AT2G27950 1.04 0.06 0.51 0.623306 0.73264 -7.10
252009_at  zinc finger - like protein zinc finger --- AT3G52800 -1.06 -0.09 -0.51 0.623352 0.732656 -7.10
253250_at hypothetical protein --- AT4G34690 -1.03 -0.05 -0.51 0.623487 0.732778 -7.10
253375_at hypothetical protein --- AT4G33280 1.04 0.06 0.51 0.623773 0.733076 -7.10
261706_at hypothetical protein similar to hypot --- --- -1.03 -0.05 -0.51 0.623982 0.733284 -7.10
259807_at hypothetical protein predicted by ge--- AT1G47920 -1.04 -0.05 -0.51 0.624073 0.733323 -7.10
251869_at putative protein --- AT3G54500 -1.07 -0.10 -0.51 0.62408 0.733323 -7.10
263540_at unknown protein --- AT2G24780 1.04 0.06 0.51 0.624384 0.733615 -7.10
257845_at unknown protein GC donor splice si--- AT3G28430 1.04 0.06 0.51 0.624393 0.733615 -7.10
245113_at hypothetical protein predicted by geMIZ1 AT2G41660 -1.06 -0.08 -0.51 0.624486 0.733686 -7.10
266629_at putative serpin --- AT2G35590 -1.04 -0.06 -0.51 0.624539 0.733711 -7.10
248705_at putative protein similar to unknown --- AT5G48520 1.06 0.08 0.51 0.624572 0.733713 -7.10
250059_at peroxidase ATP13a  ; supported by --- AT5G17820 -1.04 -0.06 -0.51 0.624654 0.733747 -7.10
263418_at putative selenium-binding protein --- AT2G17210 1.04 0.06 0.51 0.624666 0.733747 -7.10
262983_at hypothetical protein similar to unkno--- AT1G54550 -1.05 -0.06 -0.51 0.624869 0.733948 -7.10
255293_at putative zinc finger protein --- AT4G04730 -1.04 -0.06 -0.51 0.625141 0.734229 -7.10
255332_at predicted protein of unknown functio--- AT4G04340 1.04 0.05 0.51 0.625253 0.734323 -7.10
255122_at putative athila-like protein --- --- 1.06 0.08 0.51 0.625289 0.734328 -7.10



251671_at  putative protein hypothetical protein--- AT3G57210 -1.04 -0.06 -0.51 0.625402 0.734401 -7.10
258639_at  polygalacturonase (PGA3) identica --- AT3G07820 1.03 0.04 0.51 0.625442 0.734401 -7.10
267631_at hypothetical protein predicted by ge--- AT2G42150 -1.04 -0.05 -0.51 0.625448 0.734401 -7.10
267440_at putative anthranilate N-hydroxycinn SHT AT2G19070 -1.04 -0.06 -0.51 0.625571 0.734508 -7.10
266326_at putative cytochrome b5  ;supported CB5-C AT2G46650 1.16 0.21 0.51 0.625638 0.73454 -7.10
255541_s_aP-glycoprotein-like protein pgp3 simPGP5 AT4G01820 / 1.04 0.05 0.51 0.625663 0.73454 -7.10
258962_at putative cytochrome P450 similar toCYP77A6 AT3G10570 -1.24 -0.31 -0.51 0.626026 0.734909 -7.10
255423_at putative calmodulin --- AT4G03290 -1.04 -0.05 -0.51 0.626042 0.734909 -7.10
251299_at  putative protein transcription factor --- AT3G61950 -1.05 -0.06 -0.51 0.626099 0.734938 -7.10
253781_at  putative protein predicted protein, A--- AT4G28580 -1.04 -0.05 -0.51 0.626223 0.735045 -7.10
247129_at alpha-mannosidase --- AT5G66150 -1.07 -0.09 -0.51 0.626363 0.735136 -7.10
267282_at unknown protein  ; supported by cD--- AT2G19390 1.05 0.06 0.51 0.626364 0.735136 -7.10
256503_at myb-related protein similar to GI:79 ATRL6 AT1G75250 -1.16 -0.22 -0.51 0.626746 0.735547 -7.10
247028_at DNA polymerase alpha 1 ICU2 AT5G67100 -1.10 -0.13 -0.51 0.626779 0.735547 -7.10
265434_at predicted protein --- AT2G20805 -1.03 -0.05 -0.51 0.626899 0.73565 -7.10
245973_at  putative protein predicted proteins, --- --- -1.03 -0.04 -0.51 0.626966 0.735676 -7.10
255705_at hypothetical protein  ;supported by f--- AT4G00160 1.03 0.05 0.51 0.626986 0.735676 -7.10
254560_at  kinase-like protein protein kinase rc--- AT4G19110 / 1.03 0.05 0.51 0.627329 0.736041 -7.10
257330_at hypothetical protein --- --- -1.04 -0.06 -0.51 0.627476 0.736176 -7.10
250629_at respiratory burst oxidase protein A ATRBOHA AT5G07390 -1.04 -0.06 -0.51 0.627829 0.736552 -7.10
258418_at unknown protein --- AT3G16660 1.16 0.21 0.51 0.627949 0.736655 -7.10
260485_at putative amp-binding protein similar--- AT1G68270 1.04 0.06 0.51 0.628029 0.736711 -7.10
264190_at  heme activated protein, putative simNF-YC3 AT1G54830 -1.03 -0.05 -0.51 0.628263 0.736948 -7.10
247531_at  putative protein protein kinase 1, P --- AT5G61550 -1.05 -0.07 -0.51 0.628345 0.737006 -7.10
259901_at  disease resistance protein, putativeAtRLP14 AT1G74180 1.05 0.08 0.51 0.628431 0.737068 -7.10
256555_at hypothetical protein similar to putati --- --- -1.03 -0.05 -0.51 0.62853 0.737147 -7.10
261196_at unknown protein SCRM2 AT1G12860 -1.08 -0.12 -0.51 0.628704 0.737299 -7.11
252648_at  disease resistance protein homolog--- AT3G44630 -1.04 -0.06 -0.51 0.628724 0.737299 -7.11
252189_at  cyclin D3-like protein Nicotiana tab CYCD3;3 AT3G50070 1.06 0.09 0.51 0.62911 0.737667 -7.11
259722_at putative DNA helicase similar to AT ATRECQ4BAT1G60930 -1.03 -0.04 -0.51 0.629126 0.737667 -7.11
249349_at putative transcription factor MYB24 MYB24 AT5G40350 -1.04 -0.06 -0.51 0.629135 0.737667 -7.11
265830_at putative helicase --- --- 1.05 0.07 0.51 0.629256 0.737771 -7.11
250251_at putative protein contains similarity to--- AT5G13670 -1.04 -0.06 -0.51 0.629347 0.737805 -7.11
252551_at  phospholipase - like protein cytoso --- AT3G45880 1.06 0.08 0.51 0.62935 0.737805 -7.11
250610_at glycine-rich protein PUTG1  ;supporGRP19 AT5G07550 -1.07 -0.09 -0.51 0.629417 0.737846 -7.11



249270_at putative protein similar to unknown --- AT5G41780 1.03 0.05 0.51 0.629563 0.737979 -7.11
262679_at unknown protein ; supported by cDNLCR67 AT1G75830 -1.05 -0.07 -0.51 0.629661 0.738032 -7.11
245519_at retrotransposon like protein --- --- -1.03 -0.05 -0.50 0.629673 0.738032 -7.11
252111_at  propable disease resistance protein--- AT3G51570 -1.06 -0.08 -0.50 0.629923 0.738287 -7.11
257446_at hypothetical protein predicted by ge--- AT2G10440 1.03 0.04 0.50 0.630066 0.738417 -7.11
251620_at  putative protein hypothetical protein--- AT3G58060 -1.05 -0.07 -0.50 0.630374 0.73874 -7.11
249305_at putative protein strong similarity to u--- AT5G41490 -1.05 -0.07 -0.50 0.630468 0.738775 -7.11
259678_at  putative 30S ribosomal protein S13--- AT1G77750 -1.06 -0.09 -0.50 0.630469 0.738775 -7.11
266584_s_aputative steroid sulfotransferase ST4C AT1G13430 / -1.03 -0.04 -0.50 0.630523 0.7388 -7.11
252589_s_aputative protein different transporterNAXT1 AT3G45650 / 1.11 0.15 0.50 0.630838 0.739131 -7.11
262562_at hypothetical protein predicted by ge--- AT1G34220 1.03 0.05 0.50 0.631141 0.739449 -7.11
263512_at hypothetical protein predicted by ge--- --- -1.04 -0.05 -0.50 0.631217 0.739499 -7.11
265827_at hypothetical protein predicted by geVOZ2 AT2G42400 1.03 0.05 0.50 0.63126 0.739512 -7.11
261880_at unknown protein HIT1 AT1G50500 -1.04 -0.06 -0.50 0.631351 0.739581 -7.11
249058_at disease resistance protein-like TAO1 AT5G44510 -1.05 -0.06 -0.50 0.631399 0.7396 -7.11
248556_at unknown protein --- AT5G50350 1.05 0.07 0.50 0.631595 0.739788 -7.11
255938_at hypothetical protein contains Pfam p--- AT1G12620 -1.05 -0.07 -0.50 0.631636 0.739788 -7.11
253787_at  serine/threonine kinase-like protein--- AT4G28670 -1.04 -0.06 -0.50 0.631658 0.739788 -7.11
253937_at  putative NPK1-related protein kinasMAPKKK16AT4G26890 -1.07 -0.10 -0.50 0.631702 0.739802 -7.11
266855_at unknown protein --- AT2G26920 -1.05 -0.07 -0.50 0.632275 0.740435 -7.11
251398_at  zinc finger protein - like ZPT3-3, Pe--- AT3G60580 1.05 0.07 0.50 0.632584 0.740759 -7.11
250553_at  putative protein PTD008, Homo sa --- AT5G07960 1.05 0.07 0.50 0.632651 0.740799 -7.11
246363_at hypothetical protein --- AT1G40390 -1.05 -0.06 -0.50 0.63277 0.7409 -7.11
245901_at HOMEOBOX PROTEIN KNOTTED KNAT4 AT5G11060 1.06 0.09 0.50 0.632852 0.740958 -7.11
247647_at  respiratory burst oxidase protein - l --- AT5G60010 -1.04 -0.06 -0.50 0.632901 0.740977 -7.11
257161_at hypothetical protein predicted by geSMAP2 AT3G24280 -1.04 -0.05 -0.50 0.632933 0.740977 -7.11
245497_at hypothetical protein --- AT4G16460 -1.04 -0.06 -0.50 0.633068 0.741086 -7.11
254124_at hypothetical protein  ; supported by --- AT4G24500 -1.04 -0.06 -0.50 0.633091 0.741086 -7.11
250117_at isopentenyl pyrophosphate:dimethy IPP1 AT5G16440 1.07 0.09 0.50 0.633191 0.741123 -7.11
261096_at  4-coumarate:coenzyme A ligase, p ACOS5 AT1G62940 -1.04 -0.06 -0.50 0.633205 0.741123 -7.11
264869_at hypothetical protein similar to hypot --- AT1G24350 1.04 0.06 0.50 0.633248 0.741123 -7.11
254514_at hypothetical protein --- AT4G20250 -1.05 -0.07 -0.50 0.633253 0.741123 -7.11
255450_at putative protein similar to T5J8.18 --- AT4G02850 -1.04 -0.06 -0.50 0.633335 0.741178 -7.11
259205_at hypothetical protein similar to putati --- AT3G09030 -1.04 -0.06 -0.50 0.633364 0.741178 -7.11
266645_at hypothetical protein --- AT2G29880 -1.04 -0.05 -0.50 0.633492 0.741182 -7.11



262191_at hypothetical protein contains similar--- --- -1.04 -0.06 -0.50 0.633511 0.741182 -7.11
262360_at  receptor protein kinase, putative sim--- AT1G73080 / 1.18 0.24 0.50 0.633522 0.741182 -7.11
251887_at FKBP12 interacting protein (FIP37) ATFIP37 AT3G54170 -1.06 -0.09 -0.50 0.633526 0.741182 -7.11
249097_at putative protein strong similarity to u--- AT5G43520 1.05 0.06 0.50 0.633594 0.741182 -7.11
252289_at  putative protein pre-mRNA splicing --- AT3G49130 -1.06 -0.09 -0.50 0.633595 0.741182 -7.11
246705_x_a putative protein predicted resistanc--- --- 1.04 0.06 0.50 0.633628 0.741182 -7.11
264680_at hypothetical protein predicted by ge--- AT1G65510 1.09 0.12 0.50 0.633635 0.741182 -7.11
263714_at putative tyrosine aminotransferase  SUR1 AT2G20610 1.08 0.11 0.50 0.63366 0.741182 -7.11
260251_at putative heat shock protein similar t --- AT1G74250 -1.06 -0.08 -0.50 0.63389 0.741398 -7.11
257440_at unknown protein --- AT2G24880 -1.03 -0.05 -0.50 0.63391 0.741398 -7.11
248858_at AP47 50p (gb|AAB88283.1) ; suppo--- AT5G46630 -1.04 -0.06 -0.50 0.634134 0.741622 -7.11
254309_s_a putative protein predicted protein, A--- AT4G22390 / -1.05 -0.07 -0.50 0.634567 0.74209 -7.11
259247_at  unknown protein predicted by gene--- AT3G07570 -1.05 -0.07 -0.50 0.634694 0.74218 -7.11
248383_at putative protein contains similarity to--- AT5G51900 -1.04 -0.05 -0.50 0.634709 0.74218 -7.11
256358_at unknown protein --- AT1G66470 -1.05 -0.07 -0.50 0.634779 0.742224 -7.11
265293_at hypothetical protein predicted by ge--- --- -1.04 -0.06 -0.50 0.634838 0.742255 -7.11
247750_at  protein kinase 6 - like protein kinas --- AT5G58950 1.04 0.06 0.50 0.635095 0.742517 -7.11
249380_at  glutaredoxin -like protein glutaredox--- AT5G40370 -1.04 -0.05 -0.50 0.63533 0.742703 -7.11
266433_at unknown protein --- AT2G07110 -1.04 -0.05 -0.50 0.635349 0.742703 -7.11
260380_at hypothetical protein predicted by ge--- AT1G73870 1.08 0.12 0.50 0.635352 0.742703 -7.11
251159_at hypothetical protein --- AT3G63230 1.06 0.08 0.50 0.635475 0.74281 -7.11
245944_at  putative protein various predicted pMSL9 AT5G19520 -1.04 -0.06 -0.50 0.635562 0.742873 -7.11
265924_at putative geranylgeranyl pyrophosph--- AT2G18620 -1.03 -0.04 -0.50 0.635703 0.743 -7.11
263044_at  spore germination protein c2 simila--- AT1G23360 1.04 0.06 0.50 0.635739 0.743004 -7.11
265696_at putative molybdopterin biosynthesisCNX2 AT2G31955 1.07 0.10 0.50 0.635834 0.743077 -7.11
245567_at germin precursor oxalate oxidase GLP9 AT4G14630 1.18 0.24 0.50 0.635873 0.743084 -7.11
253345_at putative protein BCA5 AT4G33580 -1.05 -0.08 -0.50 0.636306 0.743552 -7.11
247468_at ARF1-binding protein  ; supported bARF2 AT5G62000 1.04 0.06 0.49 0.636447 0.743679 -7.11
262308_at unknown protein --- AT1G71010 1.05 0.07 0.49 0.636494 0.743681 -7.11
261416_at  ribosomal protein S15 identical to GRPS15A AT1G07770 1.08 0.11 0.49 0.636514 0.743681 -7.11
262458_at  serine/threonine kinase, putative si --- AT1G11280 -1.04 -0.06 -0.49 0.636561 0.743698 -7.11
251101_at putative transporter protein Na+/H+ CHX26 AT5G01680 -1.03 -0.04 -0.49 0.636619 0.743728 -7.11
262642_at hypothetical protein predicted by ge--- AT1G62690 -1.04 -0.06 -0.49 0.636677 0.743757 -7.11
246373_at  receptor-like protein kinase, putativ--- AT1G51860 -1.06 -0.09 -0.49 0.636715 0.743764 -7.11
253371_at  putative protein FAB1 protein, Sacc--- AT4G33240 -1.04 -0.06 -0.49 0.636895 0.743863 -7.11



260324_at unknown protein similar to hypothet ISPF AT1G63970 -1.05 -0.07 -0.49 0.636901 0.743863 -7.11
263908_at hypothetical protein predicted by ge--- AT2G36480 -1.04 -0.06 -0.49 0.636919 0.743863 -7.11
260943_at  thioredoxin, putative similar to thiorATTRX5 AT1G45145 1.06 0.08 0.49 0.636939 0.743863 -7.11
245990_at  putative protein predicted proteins, --- AT5G20640 -1.06 -0.08 -0.49 0.637027 0.743863 -7.11
263897_at putative shikimate kinase precursor --- AT2G21940 1.07 0.10 0.49 0.637072 0.743863 -7.11
266039_s_ahypothetical protein --- AT2G07739 -1.05 -0.07 -0.49 0.637084 0.743863 -7.11
245894_at putative protein  ; supported by full- --- AT5G09310 -1.04 -0.05 -0.49 0.637084 0.743863 -7.11
260415_at putative protein kinase similar to pro--- AT1G69790 1.07 0.10 0.49 0.637094 0.743863 -7.11
264715_at hypothetical protein contains similar--- AT1G70180 1.04 0.06 0.49 0.637419 0.744205 -7.11
266343_at putative non-LTR retroelement reve--- --- -1.05 -0.06 -0.49 0.637463 0.744218 -7.11
261516_at  hypoxanthine ribosyl transferase, p--- AT1G71750 1.04 0.05 0.49 0.637601 0.744341 -7.11
262774_at  chloroplast nucleoid DNA binding p--- AT1G13230 -1.03 -0.05 -0.49 0.637678 0.744392 -7.11
258734_at putative DNA-binding protein simila --- AT3G05860 -1.04 -0.05 -0.49 0.637999 0.74473 -7.11
252522_at hypothetical protein --- AT1G32337 / -1.04 -0.05 -0.49 0.63831 0.745028 -7.11
252533_at  putative protein predicted proteins, --- AT3G46110 -1.12 -0.16 -0.49 0.63832 0.745028 -7.11
249374_at 20S proteasome beta subunit PBB2PBB2 AT5G40580 -1.04 -0.06 -0.49 0.638433 0.745122 -7.11
255964_at hypothetical protein predicted by geZYP1b AT1G22275 -1.04 -0.05 -0.49 0.638528 0.745168 -7.11
266217_at unknown protein AT2G28830--- 1.04 0.05 0.49 0.638538 0.745168 -7.11
259510_at hypothetical protein predicted by ge--- AT1G43970 -1.03 -0.04 -0.49 0.638722 0.745325 -7.11
266313_at putative protein kinase contains a p CIPK3 AT2G26980 1.07 0.10 0.49 0.638738 0.745325 -7.11
248016_at putative protein similar to unknown --- AT5G56380 1.05 0.07 0.49 0.639038 0.745636 -7.11
261691_at  branched-chain amino acid aminotr--- AT1G50060 -1.03 -0.05 -0.49 0.63907 0.745636 -7.11
255229_at  F-box protein family, AtFBL22 cont --- AT4G05490 1.03 0.04 0.49 0.6392 0.74575 -7.11
249767_at acidic endochitinase (dbj|BAA21861--- AT5G24090 1.11 0.15 0.49 0.63933 0.745863 -7.11
254699_at  putative protein predicted protein, A--- AT4G17990 -1.04 -0.06 -0.49 0.639363 0.745864 -7.11
256795_at  20S proteasome subunit PAC1 ide PAC1 AT3G22110 -1.03 -0.05 -0.49 0.639532 0.746022 -7.11
245686_at Expressed protein ; supported by cDJ2 AT5G22060 1.08 0.12 0.49 0.639773 0.746254 -7.11
249422_at  putative protein predicted proteins, AtHB23 AT5G39760 -1.05 -0.07 -0.49 0.639796 0.746254 -7.11
246618_at putative protein similar to unknown --- AT5G36280 -1.03 -0.05 -0.49 0.640031 0.746467 -7.11
262497_at  putative 20S proteasome beta subuPBC1 AT1G21720 1.04 0.06 0.49 0.640044 0.746467 -7.11
251532_at  putative protein F-box protein Fbl2 --- AT3G58530 1.04 0.05 0.49 0.640262 0.746683 -7.11
254714_at  myb-like protein snapdragon myb pAtMYB79 AT4G13480 -1.04 -0.05 -0.49 0.640322 0.746705 -7.11
249853_at farnesyl cysteine carboxyl methyltraATSTE14A AT5G23320 -1.04 -0.06 -0.49 0.640361 0.746705 -7.11
262228_at  protein kinase, putative similar to p --- AT1G68690 -1.15 -0.20 -0.49 0.640379 0.746705 -7.11
257716_at hypothetical protein predicted by ge--- AT3G18300 -1.04 -0.06 -0.49 0.64046 0.746761 -7.11



264097_s_a NADH dehydrogenase, putative sim--- AT1G16700 / 1.04 0.05 0.49 0.640504 0.746775 -7.11
261075_at unknown protein --- AT1G07280 1.04 0.06 0.49 0.640549 0.746789 -7.11
254535_at  aspartate kinase-homoserine dehy AK-HSDH I AT4G19710 -1.04 -0.05 -0.49 0.640917 0.747179 -7.12
245743_at  hypothetical protein contains simila--- AT1G51080 1.06 0.08 0.49 0.640949 0.747179 -7.12
266667_at hypothetical protein predicted by ge--- AT2G29770 1.03 0.05 0.49 0.641263 0.747507 -7.12
256167_at hypothetical protein similar to putati --- --- -1.04 -0.05 -0.49 0.641629 0.747895 -7.12
259613_at hypothetical protein predicted by ge--- AT1G48010 -1.03 -0.05 -0.49 0.641686 0.747924 -7.12
266486_at hypothetical protein predicted by ge--- AT2G47950 1.20 0.27 0.49 0.641756 0.747958 -7.12
249656_at putative protein hypothetical protein--- AT5G37130 1.03 0.04 0.49 0.641824 0.747958 -7.12
244941_at hypothetical protein --- --- -1.05 -0.07 -0.49 0.641826 0.747958 -7.12
259005_at unknown protein similar to nodule-s --- AT3G01930 -1.05 -0.07 -0.49 0.641847 0.747958 -7.12
260570_at stearoyl-ACP desaturase  ; supporteSSI2 AT2G43710 1.06 0.08 0.49 0.642018 0.748119 -7.12
247916_at adenosylmethionine-8-amino-7-oxo BIO1 AT5G57590 -1.04 -0.06 -0.49 0.642153 0.748238 -7.12
250543_at  DR1-like protein TATA-binding protNF-YB12 AT5G08190 1.04 0.06 0.49 0.642325 0.7484 -7.12
251065_at  lipid-transfer protein-like lipid-transf--- AT5G01870 1.05 0.07 0.49 0.642573 0.748623 -7.12
247420_at unknown protein --- AT5G63100 -1.06 -0.08 -0.49 0.642614 0.748623 -7.12
256434_at putative 60S ribosomal protein L37a--- AT3G10950 1.03 0.05 0.49 0.642614 0.748623 -7.12
266314_at Argonaute (AGO1)-like protein  ; su AGO4 AT2G27040 -1.05 -0.08 -0.49 0.642904 0.748899 -7.12
259549_at unknown protein ;supported by full-l--- AT1G35290 -1.04 -0.05 -0.49 0.642917 0.748899 -7.12
262424_at hypothetical protein predicted by ge--- AT1G47680 1.03 0.05 0.49 0.64298 0.748934 -7.12
264104_at En/Spm-like transposon protein rela--- --- -1.04 -0.06 -0.48 0.643728 0.749767 -7.12
249457_s_a zinc finger -like protein transcriptionVIM4 AT1G66040 / 1.05 0.08 0.48 0.643829 0.749846 -7.12
266605_at putative SNF2 subfamily transcriptioBRM AT2G46020 1.04 0.05 0.48 0.643894 0.749884 -7.12
246936_at  putative protein hypothetical protein--- AT5G25360 1.04 0.05 0.48 0.643951 0.749912 -7.12
256580_s_ahypothetical protein --- AT3G28810 / -1.03 -0.05 -0.48 0.644348 0.750336 -7.12
265583_at unknown protein --- AT2G20010 -1.03 -0.05 -0.48 0.644485 0.750457 -7.12
267245_at hypothetical protein --- AT2G02640 -1.03 -0.05 -0.48 0.644743 0.75072 -7.12
252614_at  serpin-like protein serpin - Hordeum--- AT3G45220 -1.03 -0.04 -0.48 0.644867 0.750825 -7.12
245004_at hypothetical protein --- --- 1.05 0.07 0.48 0.645123 0.751048 -7.12
266555_at G-box binding bZIP transcription facGBF3 AT2G46270 1.09 0.13 0.48 0.645133 0.751048 -7.12
256341_at  deoxyguanosine kinase, putative s --- AT1G72040 1.08 0.11 0.48 0.645169 0.751048 -7.12
264755_at  receptor kinase, putative similar to --- AT1G61390 -1.04 -0.06 -0.48 0.64519 0.751048 -7.12
265892_at hypothetical protein predicted by ge--- AT2G15020 -1.08 -0.10 -0.48 0.645302 0.75114 -7.12
259084_at putative inner mitochondrial membr ATTIM23-3 AT3G04800 -1.04 -0.06 -0.48 0.645362 0.751171 -7.12
261756_at Expressed protein ; supported by fu--- AT1G08315 1.09 0.12 0.48 0.645687 0.751512 -7.12



253694_at Expressed protein ; supported by fu--- AT4G29735 1.04 0.06 0.48 0.645723 0.751515 -7.12
264622_at putative vacuolar sorting protein 35 VPS35A AT2G17790 1.04 0.06 0.48 0.645789 0.751522 -7.12
264732_at  serpin, putative similar to serpin GI --- AT1G62160 -1.03 -0.05 -0.48 0.645813 0.751522 -7.12
244907_at hypothetical protein --- --- -1.03 -0.05 -0.48 0.645828 0.751522 -7.12
248902_at unknown protein --- AT5G46440 1.04 0.05 0.48 0.645913 0.751582 -7.12
252476_at  glucosyltransferase-like protein UD--- AT3G46650 -1.05 -0.07 -0.48 0.646051 0.751705 -7.12
251692_s_a serine carboxypeptidase-like protei --- AT3G52020 / 1.04 0.05 0.48 0.646131 0.75176 -7.12
257520_at hypothetical protein --- AT3G07710 1.04 0.06 0.48 0.646223 0.75179 -7.12
253915_at  putative protein centrin, Marsilea ve--- AT4G27280 -1.19 -0.26 -0.48 0.646223 0.75179 -7.12
261907_at 4-coumarate:CoA ligase 3 identical 4CL3 AT1G65060 -1.11 -0.15 -0.48 0.646293 0.751834 -7.12
251046_at  kinesin -like protein kinesin, Xenop --- AT5G02370 -1.03 -0.05 -0.48 0.64645 0.751977 -7.12
255744_at hypothetical protein predicted by ge--- --- 1.03 0.04 0.48 0.6465 0.751997 -7.12
247618_at  receptor like protein kinase recepto--- AT5G60280 1.04 0.06 0.48 0.6467 0.752177 -7.12
253315_at  putative protein various predicted p--- AT4G33900 -1.04 -0.06 -0.48 0.64672 0.752177 -7.12
AFFX-PheX B. subtilis /GEN=pheA /DB_XREF= --- --- 1.08 0.11 0.48 0.646845 0.752283 -7.12
252237_at  putative protein lateral suppressor --- AT3G49950 1.05 0.07 0.48 0.647163 0.752614 -7.12
247430_at putative protein contains similarity to--- AT5G62610 1.05 0.06 0.48 0.647199 0.752618 -7.12
251425_at  putative protein chloroplast Cpn21 --- AT3G60210 1.04 0.06 0.48 0.647262 0.752653 -7.12
246004_at germin-like protein  ; supported by cGER3 AT5G20630 -1.43 -0.51 -0.48 0.647494 0.752851 -7.12
250200_at peroxidase ATP20a (emb|CAA6733--- AT5G14130 -1.05 -0.06 -0.48 0.647498 0.752851 -7.12
256960_at unknown protein  ;supported by full---- AT3G13510 1.05 0.07 0.48 0.647604 0.752936 -7.12
253145_at hypothetical protein --- AT4G35560 -1.08 -0.10 -0.48 0.647654 0.752955 -7.12
261283_s_ahypothetical protein predicted by ge--- --- -1.03 -0.05 -0.48 0.64782 0.75311 -7.12
256001_at unknown protein contains similarity --- AT1G29850 -1.05 -0.07 -0.48 0.647922 0.75319 -7.12
267432_at putative UDP-N-acetylglucosamine --- AT2G35020 1.06 0.09 0.48 0.647979 0.753219 -7.12
266789_at unknown protein  ; supported by full--- AT2G29020 1.04 0.05 0.48 0.648043 0.753225 -7.12
261453_at  O-methyltransferase, putative simil --- AT1G21130 1.09 0.13 0.48 0.648051 0.753225 -7.12
251050_at putative protein --- AT5G02440 -1.04 -0.06 -0.48 0.648156 0.753309 -7.12
260159_at putative helicase similar to helicase --- AT1G79890 -1.04 -0.06 -0.48 0.648265 0.753398 -7.12
263434_at putative homeodomain transcriptionPRS AT2G28610 1.03 0.05 0.48 0.64831 0.753411 -7.12
245066_at putative serine/threonine protein ph TOPP4 AT2G39840 -1.04 -0.06 -0.48 0.64842 0.7535 -7.12
255392_at hypothetical protein --- --- -1.03 -0.04 -0.48 0.648501 0.753556 -7.12
260091_at  putative serine carboxypeptidase s scpl5 AT1G73290 -1.04 -0.05 -0.48 0.648548 0.753572 -7.12
254783_at  hydrolase-like protein 2-hydroxy-6- --- AT4G12830 1.09 0.13 0.48 0.648637 0.753637 -7.12
257704_at  myb-related transcription factor, puATMYB67 AT3G12720 -1.03 -0.04 -0.48 0.64872 0.753696 -7.12



259844_at  lipid transfer protein, putative simila--- AT1G73560 -1.04 -0.05 -0.48 0.648767 0.753712 -7.12
259508_at hypothetical protein predicted by ge--- --- -1.06 -0.08 -0.48 0.649007 0.753943 -7.12
265014_at  hypothetical protein similar to deac --- AT1G24430 -1.06 -0.08 -0.48 0.649047 0.753943 -7.12
262032_at  biotin holocarboxylase synthetase, HCS2 AT1G37150 1.03 0.05 0.48 0.649065 0.753943 -7.12
259266_at hypothetical protein predicted by ge--- AT3G01240 -1.03 -0.05 -0.48 0.649137 0.753978 -7.12
247802_at  putative protein RING-H2 zinc fingeATL63 AT5G58580 1.04 0.06 0.48 0.649186 0.753978 -7.12
263855_at putative non-LTR retrolelement reve--- AT2G04420 -1.04 -0.06 -0.48 0.649228 0.753978 -7.12
262102_at hypothetical protein contains similarCUL2 AT1G02980 -1.03 -0.05 -0.48 0.649233 0.753978 -7.12
256203_at hypothetical protein --- AT1G50800 -1.04 -0.06 -0.48 0.649268 0.753978 -7.12
255873_at hypothetical protein predicted by geLBD13 AT2G30340 -1.04 -0.06 -0.48 0.6493 0.753978 -7.12
245236_at  putative DNA mismatch repair proteMSH3 AT4G25540 1.03 0.05 0.48 0.649326 0.753978 -7.12
263750_at unknown protein --- AT2G21530 1.05 0.07 0.48 0.649407 0.754033 -7.12
257529_at hypothetical protein predicted by ge--- AT3G03290 -1.04 -0.05 -0.48 0.649514 0.754118 -7.12
262508_at  serine/threonine kinase, putative si --- AT1G11300 -1.09 -0.13 -0.48 0.649625 0.754202 -7.12
256318_s_ahypothetical protein --- --- 1.03 0.05 0.48 0.649652 0.754202 -7.12
250302_at  fructosidase - like protein fructosidaAtcwINV6 AT5G11920 1.21 0.27 0.47 0.649884 0.754433 -7.12
246464_at  quinone oxidoreductase -like prote --- AT5G16980 -1.04 -0.05 -0.47 0.649952 0.754452 -7.12
266512_at unknown protein --- AT2G47690 -1.03 -0.05 -0.47 0.649967 0.754452 -7.12
260050_at hypothetical protein predicted by geAGL64 AT1G29960 / -1.04 -0.06 -0.47 0.650148 0.754553 -7.12
266580_at unknown protein  ;supported by full---- AT2G46260 -1.04 -0.06 -0.47 0.650155 0.754553 -7.12
263022_s_a gamma-adaptin, putative similar to --- AT1G23900 / 1.05 0.08 0.47 0.650199 0.754553 -7.12
251005_at  putative protein various predicted p--- AT5G02590 1.11 0.15 0.47 0.650209 0.754553 -7.12
265923_at putative protein kinase contains a p --- AT2G18470 -1.03 -0.05 -0.47 0.650246 0.754553 -7.12
257309_at hypothetical protein predicted by ge--- AT3G28150 -1.03 -0.04 -0.47 0.650252 0.754553 -7.12
248416_at putative protein disease resistance --- AT5G51630 -1.04 -0.06 -0.47 0.650343 0.754621 -7.12
266375_at En/Spm-like transposon protein rela--- --- -1.04 -0.06 -0.47 0.650381 0.754626 -7.12
261776_at hypothetical protein similar to putati --- AT1G76190 1.05 0.07 0.47 0.650423 0.754637 -7.12
257429_at putative RING zinc finger protein --- AT2G27940 -1.06 -0.08 -0.47 0.650603 0.754807 -7.12
262481_at  unknown protein Location of ests 1 --- AT1G17080 -1.04 -0.06 -0.47 0.650717 0.754901 -7.12
254381_at  putative protein membrane-associa--- AT4G21880 1.05 0.06 0.47 0.650915 0.755092 -7.12
264466_at Expressed protein ; supported by fu--- AT1G10380 1.08 0.12 0.47 0.651111 0.755271 -7.12
245916_at putative protein --- AT5G28720 -1.04 -0.06 -0.47 0.651136 0.755271 -7.12
252560_at  histone H2B -like protein histone H HTB11 AT3G46030 1.03 0.05 0.47 0.651252 0.755305 -7.12
263101_s_ahypothetical protein predicted by ge--- AT2G05230 / 1.04 0.05 0.47 0.65126 0.755305 -7.12
265421_s_apredicted protein --- AT2G20616 / -1.04 -0.06 -0.47 0.651265 0.755305 -7.12



246765_at  glutamic acid-rich protein hypotheti --- AT5G27330 1.04 0.06 0.47 0.651338 0.755353 -7.12
260140_at  Myb-related transcription factor, puMYB90 AT1G66390 1.04 0.06 0.47 0.651415 0.755403 -7.12
259069_at lysyl-tRNA synthetase identical to lyATKRS-1 AT3G11710 1.05 0.07 0.47 0.651565 0.755539 -7.12
248338_at HCF106 (gb|AAD32652.1)  ; supporHCF106 AT5G52440 -1.05 -0.06 -0.47 0.651642 0.755589 -7.12
248533_at putative protein contains similarity to--- AT5G50020 1.05 0.08 0.47 0.651907 0.755858 -7.12
252196_at  putative protein predicted protein, A--- AT3G50200 -1.05 -0.07 -0.47 0.651984 0.75591 -7.12
248615_at putative protein contains similarity toAtPNG1 AT5G49570 1.06 0.09 0.47 0.652144 0.756032 -7.12
263818_at putative retroelement pol polyprotei --- --- -1.03 -0.04 -0.47 0.652157 0.756032 -7.12
267334_at hypothetical protein predicted by ge--- AT2G19420 -1.04 -0.06 -0.47 0.652364 0.756147 -7.12
259446_at hypothetical protein contains similar--- AT1G02410 1.05 0.07 0.47 0.652367 0.756147 -7.12
251077_at  putative protein COP1-interacting p--- AT5G01980 -1.03 -0.04 -0.47 0.652371 0.756147 -7.12
260446_at unknown protein --- AT1G72420 1.04 0.06 0.47 0.652408 0.756147 -7.12
259964_at  glutathione transferase, putative simATGSTU28AT1G53680 -1.04 -0.05 -0.47 0.652421 0.756147 -7.12
257307_at  myb-like transcription factor, putativMYB121 AT3G30210 -1.05 -0.07 -0.47 0.652495 0.756194 -7.12
266827_at putative serine carboxypeptidase I SCPL12 AT2G22920 -1.03 -0.05 -0.47 0.652664 0.756352 -7.12
250496_at  inorganic pyrophosphatase - like prAtPPa6 AT5G09650 -1.11 -0.14 -0.47 0.652825 0.756487 -7.12
265574_at putative replication protein A1 --- --- -1.04 -0.05 -0.47 0.652847 0.756487 -7.12
248763_at putative protein similar to unknown --- AT5G47550 -1.31 -0.39 -0.47 0.653098 0.756721 -7.12
256142_at hypothetical protein predicted by ge--- AT1G48790 1.04 0.06 0.47 0.653116 0.756721 -7.12
259860_at putative protein kinase similar to leu--- AT1G80640 -1.05 -0.08 -0.47 0.653225 0.756809 -7.12
250129_at S-adenosylmethionine:2-demethylm--- AT5G16450 1.04 0.06 0.47 0.653359 0.756867 -7.12
266612_at 22 kDa peroxisomal membrane pro --- AT2G14860 1.03 0.05 0.47 0.653397 0.756867 -7.12
264035_at hypothetical protein predicted by ge--- AT2G03630 1.04 0.06 0.47 0.653408 0.756867 -7.12
263816_at putative CCHC-type zinc finger prot --- --- -1.05 -0.07 -0.47 0.653408 0.756867 -7.12
254920_at  putative protein 24 kDa seed maturBTI2 AT4G11220 -1.05 -0.06 -0.47 0.653573 0.757021 -7.12
263281_at putative glycine-rich RNA-binding p --- AT2G14160 1.04 0.05 0.47 0.653664 0.757088 -7.13
264135_at  S-locus protein, putative similar to S--- AT1G79030 -1.04 -0.05 -0.47 0.653831 0.757182 -7.13
260473_at hypothetical protein predicted by ge--- AT1G10880 1.04 0.05 0.47 0.65384 0.757182 -7.13
257195_at hypothetical protein predicted by ge--- AT3G23680 -1.04 -0.05 -0.47 0.653853 0.757182 -7.13
259920_at putative phenylalanyl-tRNA syntheta--- AT1G72550 -1.04 -0.05 -0.47 0.653897 0.757182 -7.13
262078_at hypothetical protein predicted by geCW7 AT1G59520 -1.03 -0.05 -0.47 0.653912 0.757182 -7.13
259100_at DNA-damage-repair/toleration proteDRT102 AT3G04880 -1.04 -0.06 -0.47 0.654046 0.757299 -7.13
266809_at unknown protein  ; supported by cD--- AT2G29970 -1.07 -0.10 -0.47 0.654176 0.757411 -7.13
262956_at  eukaryotic translation initiation factoEIF4A-2 AT1G54270 1.04 0.06 0.47 0.654312 0.75753 -7.13
252741_at  putative protein predicted protein, A--- AT3G43280 1.03 0.05 0.47 0.654503 0.757712 -7.13



256399_at hypothetical protein predicted by ge--- AT3G06240 -1.04 -0.05 -0.47 0.654561 0.757741 -7.13
264095_at mercaptopyruvate sulfurtransferaseMST1 AT1G79230 1.03 0.05 0.47 0.654682 0.757843 -7.13
264939_at  receptor kinase, putative similar to --- AT1G60630 -1.04 -0.05 -0.47 0.654849 0.757998 -7.13
256901_at hypothetical protein contains similar--- --- -1.03 -0.04 -0.47 0.654935 0.758059 -7.13
262843_at Expressed protein ; supported by fuAtHB32 AT1G14687 1.06 0.08 0.47 0.655009 0.758106 -7.13
249890_at putative protein contains similarity toWRKY38 AT5G22570 -1.27 -0.35 -0.47 0.655098 0.758133 -7.13
255326_at hypothetical protein --- --- 1.03 0.04 0.47 0.655109 0.758133 -7.13
266195_at putative RING zinc finger protein --- AT2G39100 -1.03 -0.05 -0.47 0.655132 0.758133 -7.13
266543_at hypothetical protein predicted by ge--- AT2G35075 -1.03 -0.04 -0.47 0.655195 0.758167 -7.13
245948_at putative protein  ;supported by full-le--- AT5G19540 1.06 0.08 0.47 0.655239 0.75818 -7.13
260139_at  Myb-related transcription factor, puMYB114 AT1G66380 -1.03 -0.05 -0.47 0.655309 0.758223 -7.13
264892_at  GH3-like auxin-regulated protein hi --- AT1G23160 -1.04 -0.05 -0.47 0.655456 0.758342 -7.13
247688_at  putative protein predicted proteins, --- AT5G59760 -1.03 -0.05 -0.47 0.655484 0.758342 -7.13
246184_at  beta-D-glucan exohydrolase - like p--- AT5G20950 1.06 0.09 0.47 0.655512 0.758342 -7.13
261000_at hypothetical protein predicted by ge--- AT1G26540 -1.03 -0.05 -0.47 0.655651 0.758426 -7.13
AFFX-TrpnXB. subtilis /GEN=trpD, trpC /DB_XR--- --- -1.03 -0.05 -0.47 0.655651 0.758426 -7.13
245839_at  disease resistance protein, putative--- AT1G58390 -1.03 -0.04 -0.47 0.655704 0.758449 -7.13
262599_at  unknown protein ESTs gb|R65145,--- AT1G15350 -1.04 -0.05 -0.47 0.655756 0.758471 -7.13
247678_at putative zinc transporter ZIP2 - like ZIP2 AT5G59520 1.07 0.10 0.47 0.655851 0.758542 -7.13
266863_at putative ripening-associated proteinATCDPMEKAT2G26930 1.04 0.05 0.47 0.655964 0.758634 -7.13
263198_at  lipase, putative similar to lipase GI:GLIP3 AT1G53990 1.05 0.07 0.47 0.656033 0.758675 -7.13
245000_at hypothetical protein --- --- -1.04 -0.05 -0.47 0.656214 0.758846 -7.13
251514_at  pirin-like protein pirin - Lycopersico --- AT3G59260 -1.04 -0.06 -0.47 0.656252 0.758852 -7.13
245552_at cytochrome P450 like protein CYP705A3 AT4G15360 -1.04 -0.05 -0.47 0.656316 0.758888 -7.13
264885_s_a NBS/LRR disease resistance prote --- AT1G61180 / 1.04 0.06 0.47 0.656484 0.759043 -7.13
267613_at putative second messenger-dependPID2 AT2G26700 1.04 0.05 0.46 0.656713 0.759269 -7.13
246397_at hypothetical protein contains similarAtRLP9 AT1G58190 1.03 0.05 0.46 0.656765 0.759269 -7.13
250594_at putative protein contains similarity to--- AT5G07760 1.04 0.05 0.46 0.65678 0.759269 -7.13
245641_at Expressed protein ; supported by fu--- AT1G25370 -1.16 -0.22 -0.46 0.65707 0.759566 -7.13
265298_s_aputative retroelement pol polyprotei --- --- -1.03 -0.05 -0.46 0.657194 0.759623 -7.13
245885_at  putative protein phi-1 - Nicotiana taEXL4 AT5G09440 -1.07 -0.10 -0.46 0.65721 0.759623 -7.13
256493_at hypothetical protein predicted by ge--- AT1G31600 -1.04 -0.06 -0.46 0.657219 0.759623 -7.13
255282_at putative polyprotein --- --- -1.03 -0.05 -0.46 0.657428 0.759826 -7.13
260219_at hypothetical protein contains Pfam p--- AT1G74630 -1.04 -0.05 -0.46 0.657558 0.759938 -7.13
246739_at  putative protein predicted protein, A--- AT5G27800 -1.04 -0.05 -0.46 0.657703 0.760038 -7.13



253049_at putative protein ; supported by cDN MEE59 AT4G37300 -1.08 -0.12 -0.46 0.657711 0.760038 -7.13
246475_at  putative protein IFA-binding protein--- AT5G16720 1.05 0.07 0.46 0.657795 0.760097 -7.13
258865_at NAM-like protein (no apical meristemanac045 AT3G03200 1.03 0.04 0.46 0.658211 0.760538 -7.13
249934_at peroxidase ATP14a homolog --- AT5G22410 -1.03 -0.04 -0.46 0.658816 0.761199 -7.13
245683_at  ubiquitin-specific protease 8 (UBP8UBP8 AT5G22030 -1.03 -0.05 -0.46 0.658873 0.761201 -7.13
259186_at unknown protein similar to possible --- AT3G01590 -1.04 -0.06 -0.46 0.658884 0.761201 -7.13
252285_at  calmodulin-binding heat-shock - lik --- AT3G49050 -1.04 -0.05 -0.46 0.65898 0.761273 -7.13
261354_at unknown protein ; supported by cDNatnudt3 AT1G79690 1.04 0.05 0.46 0.659039 0.761302 -7.13
259442_at  (1-4)-beta-mannan endohydrolase --- AT1G02310 1.07 0.09 0.46 0.65922 0.761473 -7.13
260789_s_aacyl-CoA oxidase ACX3 identical toACX3 AT1G06290 / -1.03 -0.04 -0.46 0.659285 0.76151 -7.13
249668_at putative protein similar to unknown --- AT5G35870 -1.05 -0.06 -0.46 0.65979 0.762054 -7.13
266353_at unknown protein  ;supported by full-MLP328 AT2G01520 -1.07 -0.09 -0.46 0.659833 0.762065 -7.13
252768_at putative protein hypothetical protein--- --- -1.03 -0.05 -0.46 0.659908 0.762113 -7.13
259667_at unknown protein ; supported by cDN--- AT1G55270 1.04 0.06 0.46 0.659959 0.762134 -7.13
265161_at putative vacuolar sorting receptor si--- AT1G30900 1.16 0.21 0.46 0.660076 0.762225 -7.13
246361_s_ahypothetical protein --- --- -1.03 -0.05 -0.46 0.660104 0.762225 -7.13
246983_at receptor protein kinase-like protein  --- AT5G67200 -1.05 -0.08 -0.46 0.660286 0.762395 -7.13
251381_at  secretory protein - like 33 kDa secrPDLP8 AT3G60720 / -1.07 -0.10 -0.46 0.660363 0.762427 -7.13
253773_s_aExpressed protein ; supported by fu--- AT1G52370 / -1.04 -0.06 -0.46 0.66038 0.762427 -7.13
252467_at  putative protein predicted proteins, --- AT3G47080 -1.05 -0.07 -0.46 0.660459 0.76248 -7.13
249490_s_a germin -like protein germin -like pro--- AT5G39110 / -1.11 -0.15 -0.46 0.660517 0.762504 -7.13
265241_at hypothetical protein --- --- 1.04 0.06 0.46 0.660547 0.762504 -7.13
265156_at hypothetical protein predicted by ge--- AT1G31000 -1.04 -0.06 -0.46 0.660791 0.762747 -7.13
263335_x_ahypothetical protein --- --- 1.03 0.04 0.46 0.660829 0.762752 -7.13
253266_s_a putative protein predicted protein, A--- AT2G45260 / 1.04 0.06 0.46 0.660911 0.762808 -7.13
251455_at  citrate synthase-like protein citrate CSY5 AT3G60100 -1.03 -0.04 -0.46 0.660986 0.762857 -7.13
258113_at putative cytochrome P450 similar toCYP72A11 AT3G14650 -1.06 -0.09 -0.46 0.661156 0.762978 -7.13
257548_s_ahypothetical protein LBD23 AT3G26620 / 1.03 0.04 0.46 0.661159 0.762978 -7.13
261770_at  prolyl endopeptidase, putative simi --- AT1G76140 -1.03 -0.04 -0.46 0.661215 0.762991 -7.13
254494_at putative protein C65DMY30S QRT3 AT4G20050 -1.03 -0.05 -0.46 0.661237 0.762991 -7.13
251849_at Expressed protein ; supported by cDHAG1 AT3G54610 1.04 0.06 0.46 0.661281 0.762992 -7.13
266123_at unknown protein identical to GB:AA--- AT2G45180 1.03 0.04 0.46 0.661304 0.762992 -7.13
267433_at putative peroxisome assembly protePEX10 AT2G26350 1.04 0.06 0.46 0.661348 0.763003 -7.13
248134_at putative protein contains similarity to--- AT5G54860 1.07 0.10 0.46 0.661424 0.76303 -7.13
265815_at predicted protein --- AT2G17975 -1.03 -0.04 -0.46 0.661461 0.76303 -7.13



265763_at unknown protein --- AT2G48060 1.03 0.04 0.46 0.661471 0.76303 -7.13
257911_at hypothetical protein contains similarGLYR1 AT3G25530 -1.03 -0.04 -0.46 0.661518 0.763046 -7.13
265033_at  PSI type III chlorophyll a/b-binding LHCA3 AT1G61520 -1.03 -0.04 -0.46 0.661717 0.763237 -7.13
247920_at putative protein contains similarity to--- AT5G57670 -1.05 -0.07 -0.46 0.661881 0.763387 -7.13
254366_s_a LTR retrotransposon like protein re --- --- -1.03 -0.05 -0.46 0.661937 0.763413 -7.13
260807_at hypothetical protein predicted by ge--- AT1G78310 1.03 0.04 0.46 0.66229 0.763781 -7.13
257232_at phytochrome-associated protein 1 ( PAP1 AT3G16500 1.05 0.06 0.46 0.662394 0.763863 -7.13
246631_at unknown protein ; supported by full---- AT1G50740 1.03 0.05 0.46 0.662449 0.763887 -7.13
256232_at unknown protein ; supported by full-FYD AT3G12570 1.03 0.04 0.46 0.662622 0.764049 -7.13
249724_at disease resistance protein --- AT5G35450 -1.03 -0.04 -0.46 0.662671 0.764067 -7.13
263357_s_aMutator-like transposase similar to  --- --- -1.03 -0.05 -0.46 0.662715 0.764078 -7.13
264608_at putative acetyl-CoA acyltransferasePKT4 AT1G04710 1.04 0.05 0.46 0.662803 0.764141 -7.13
247952_at salt-inducible protein-like CYP71B10 AT5G57250 / 1.04 0.06 0.46 0.66287 0.76418 -7.13
249105_at 40S ribosomal protein S15 --- AT5G43640 -1.04 -0.05 -0.46 0.662908 0.764186 -7.13
253656_at  putative protein hypothetical proteinemb1353 AT4G30090 -1.03 -0.05 -0.46 0.663257 0.764522 -7.13
255220_at polyubiquitin (UBQ10) identical to GUBQ10 AT4G05320 1.04 0.06 0.46 0.663267 0.764522 -7.13
245910_at  putative protein ER66 - LycopersicoEICBP.B AT5G09410 1.04 0.05 0.46 0.663357 0.764586 -7.13
250458_s_aACTIN 2/7 (sp|P53492)  ; supportedACT7 AT5G09810 1.03 0.04 0.45 0.663542 0.764761 -7.13
248736_at terpene synthase --- AT5G48110 1.04 0.05 0.45 0.663576 0.764761 -7.13
250641_at  putative bZIP protein bZIP protein H--- AT5G07160 1.04 0.06 0.45 0.663823 0.765008 -7.13
257776_at terpene synthase-related protein co --- AT3G29190 -1.04 -0.06 -0.45 0.663959 0.765126 -7.13
262822_at putative membrane-associated salt---- AT1G11630 -1.04 -0.05 -0.45 0.66402 0.765158 -7.13
263258_at putative permease similar to putativ --- AT1G10540 -1.05 -0.07 -0.45 0.664137 0.765254 -7.13
266959_at  putative DNA replication licensing fMCM5 AT2G07690 1.12 0.16 0.45 0.664283 0.765384 -7.13
250451_at  cdc2-like protein kinase cdc2-like pCDKC;1 AT5G10270 -1.04 -0.06 -0.45 0.664425 0.765509 -7.13
255793_at Expressed protein ; supported by cD--- AT2G33250 1.05 0.06 0.45 0.664693 0.765778 -7.13
247353_at alcohol dehydrogenase-like protein --- AT5G63620 1.05 0.06 0.45 0.664834 0.765902 -7.13
252140_at putative protein several hypothetica --- AT3G51070 -1.03 -0.04 -0.45 0.664894 0.765933 -7.13
251553_at  DNA-binding WRKY - like protein AWRKY69 AT3G58710 -1.05 -0.07 -0.45 0.665044 0.766049 -7.13
252976_s_a Phospholipase like protein Arabido --- AT4G38550 -1.07 -0.09 -0.45 0.665062 0.766049 -7.13
246016_at  histidine kinase - like protein sensoAHK5 AT5G10720 -1.04 -0.06 -0.45 0.665307 0.766292 -7.13
249634_at putative protein several hypothetica --- --- 1.04 0.06 0.45 0.66535 0.766303 -7.13
250917_at  fructose-bisphosphate aldolase -lik --- AT5G03690 -1.05 -0.06 -0.45 0.665392 0.766313 -7.13
253680_at cytidine deaminase 2 (CDA2) --- AT4G29620 -1.03 -0.05 -0.45 0.665439 0.766328 -7.13
258564_at  poly(A) polymerase, putative simila--- AT3G06560 -1.03 -0.05 -0.45 0.665526 0.76639 -7.13



255342_at putative receptor-like protein kinase--- AT4G04510 1.04 0.06 0.45 0.665739 0.766596 -7.13
260241_at putative cytochrome P450 similar toCYP86A7 AT1G63710 -1.05 -0.07 -0.45 0.665867 0.766706 -7.13
265604_s_ahypothetical protein predicted by ge--- --- -1.04 -0.05 -0.45 0.665931 0.76674 -7.13
261868_s_ahypothetical protein contains similar--- AT1G11450 / 1.03 0.04 0.45 0.665997 0.766745 -7.13
258595_at unknown protein contains Pfam pro --- AT3G04500 1.04 0.05 0.45 0.66601 0.766745 -7.13
248015_at putative protein similar to unknown --- AT5G56370 -1.04 -0.05 -0.45 0.666036 0.766745 -7.13
245799_at  disease resistance protein, putativeAtRLP6 AT1G45616 1.03 0.05 0.45 0.666159 0.766848 -7.13
259196_at putative ribosomal protein S2 similaRPS2 AT3G03600 1.05 0.07 0.45 0.666241 0.76688 -7.13
248856_at putative protein similar to unknown --- AT5G46620 1.03 0.05 0.45 0.666254 0.76688 -7.13
257934_at  serine carboxypeptidase, putative sscpl21 AT3G25420 1.05 0.08 0.45 0.666335 0.766934 -7.13
252240_at putative protein several hypothetica --- AT3G50010 -1.04 -0.06 -0.45 0.666407 0.766958 -7.13
261587_at hypothetical protein predicted by ge--- AT1G01660 1.03 0.05 0.45 0.666423 0.766958 -7.13
247693_at  putative protein leucine zipper-contATEXO70HAT5G59730 1.12 0.16 0.45 0.666681 0.767187 -7.13
264006_at homeodomain transcription factor (AATHB6 AT2G22430 1.06 0.08 0.45 0.666689 0.767187 -7.13
257493_at unknown protein --- AT1G48180 -1.06 -0.08 -0.45 0.666962 0.767463 -7.13
263976_at unknown protein --- AT2G42700 1.04 0.06 0.45 0.667076 0.767555 -7.14
260214_at hypothetical protein contains Pfam p--- AT1G74510 -1.04 -0.05 -0.45 0.667187 0.767644 -7.14
260763_at  RING-H2 finger protein RHA3a, pu --- AT1G49220 -1.03 -0.04 -0.45 0.667259 0.767688 -7.14
264358_at hypothetical protein predicted by ge--- AT1G03180 -1.05 -0.07 -0.45 0.667403 0.767814 -7.14
264620_at putative bZIP transcription factor ATBZIP27 AT2G17770 -1.04 -0.06 -0.45 0.667511 0.767901 -7.14
264276_at hypothetical protein contains similar--- AT1G60380 -1.03 -0.04 -0.45 0.6676 0.767932 -7.14
257228_at NADPH:quinone oxidoreductase (NNQR AT3G27890 1.03 0.05 0.45 0.667643 0.767932 -7.14
264839_at  putative protochlorophyllide reductaPOR C AT1G03630 -1.05 -0.07 -0.45 0.667652 0.767932 -7.14
252004_at  purple acid phosphatase-like prote PAP20 AT3G52780 1.08 0.11 0.45 0.667673 0.767932 -7.14
254585_at  resistence protein - like downy mild--- AT4G19500 1.03 0.05 0.45 0.667809 0.768049 -7.14
256769_at  protein kinase, putative similar to p --- AT3G13690 -1.07 -0.10 -0.45 0.668227 0.768437 -7.14
247421_at  SIAH1 - like protein SIAH1, Brassic--- AT5G62800 -1.04 -0.06 -0.45 0.66823 0.768437 -7.14
265303_at hypothetical protein --- --- 1.04 0.05 0.45 0.668323 0.768437 -7.14
254497_at  Phosphoribosylanthranilate transfe --- AT4G20080 -1.06 -0.08 -0.45 0.668338 0.768437 -7.14
251976_at  disease resistance - like protein disAtRLP45 AT3G53240 -1.04 -0.06 -0.45 0.668342 0.768437 -7.14
256831_at hypothetical protein --- AT3G22870 1.04 0.05 0.45 0.668349 0.768437 -7.14
262762_at phosphoribosyl diphosphate syntha --- AT1G10700 1.16 0.21 0.45 0.668418 0.768478 -7.14
263719_at hypothetical protein predicted by ge--- AT2G13600 -1.03 -0.04 -0.45 0.668571 0.768616 -7.14
247076_at ferripyochelin-binding protein-like  ;sGAMMA CAAT5G66510 1.03 0.05 0.45 0.668741 0.768772 -7.14
248373_at MADS box transcription factor-like p--- AT5G51860 1.05 0.06 0.45 0.668797 0.768798 -7.14



267615_at putative phytocyanin --- AT2G26720 -1.05 -0.07 -0.45 0.669005 0.768999 -7.14
255841_at putative tyrosine-specific transport p--- AT2G33260 -1.05 -0.07 -0.45 0.669138 0.769113 -7.14
250071_at putative protein similar to unknown --- AT5G18000 -1.03 -0.04 -0.45 0.669183 0.769126 -7.14
255493_at  putative glutamate-/aspartate-bindi --- AT4G02690 -1.03 -0.05 -0.45 0.669271 0.769188 -7.14
249863_at putative protein contains similarity toVPS24.1 AT5G22950 1.03 0.04 0.45 0.669365 0.769194 -7.14
260977_at hypothetical protein predicted by ge--- AT1G53420 -1.03 -0.05 -0.45 0.669367 0.769194 -7.14
262087_at hypothetical protein predicted by ge--- AT1G56030 -1.03 -0.05 -0.45 0.669377 0.769194 -7.14
255523_at pectinesterase - like protein similar --- AT4G02320 1.04 0.05 0.45 0.669687 0.769478 -7.14
265407_at  F-box protein family, AtFBX8 conta--- AT2G16810 -1.05 -0.08 -0.45 0.669692 0.769478 -7.14
261894_at unknown protein ;supported by full-lMGT1 AT1G80900 1.03 0.05 0.45 0.669738 0.769491 -7.14
248348_at putative protein similar to unknown --- AT5G52190 -1.04 -0.05 -0.45 0.669784 0.769506 -7.14
257048_at hypothetical protein predicted by ge--- AT3G19740 -1.03 -0.05 -0.45 0.669835 0.769526 -7.14
257241_at hypothetical protein contains Pfam p--- AT3G24210 -1.04 -0.06 -0.45 0.669963 0.769611 -7.14
257490_x_a Myb homolog (CPC), putative simil ETC1 AT1G01380 1.03 0.04 0.45 0.669977 0.769611 -7.14
253710_at  putative protein hypothetical proteinanac075 AT4G29230 -1.04 -0.06 -0.45 0.670113 0.769729 -7.14
255698_at scarecrow-like 6 (SCL6) --- AT4G00150 -1.05 -0.07 -0.45 0.670185 0.769773 -7.14
267413_at putative amino acid transporter CAT5 AT2G34960 1.06 0.08 0.44 0.670349 0.769922 -7.14
267512_at hypothetical protein predicted by geSSE1 AT2G45690 1.04 0.06 0.44 0.670426 0.76995 -7.14
256382_at unknown protein ;supported by full-l--- AT1G66860 -1.10 -0.14 -0.44 0.670441 0.76995 -7.14
264721_at hypothetical protein predicted by ge--- AT1G23000 1.04 0.05 0.44 0.670721 0.770233 -7.14
247758_at subtilisin-like serine protease contaiATSBT4.13AT5G59120 -1.04 -0.06 -0.44 0.670828 0.770293 -7.14
254024_at  putative pathogenesis-related prote--- AT4G25780 -1.06 -0.08 -0.44 0.67084 0.770293 -7.14
264145_at  latex-abundant protein, putative simAtMC7 AT1G79310 -1.03 -0.04 -0.44 0.671109 0.770562 -7.14
252826_at hypothetical protein  ; supported by --- AT4G40050 -1.04 -0.05 -0.44 0.671207 0.770637 -7.14
263682_at hypothetical protein similar to reversAT5G49590--- 1.03 0.04 0.44 0.671306 0.770712 -7.14
253471_at hypothetical protein --- --- 1.04 0.05 0.44 0.671556 0.77096 -7.14
259656_at  protein kinase, putative contains Pf--- AT1G55200 -1.03 -0.05 -0.44 0.671755 0.771111 -7.14
252627_at putative protein --- AT3G44950 -1.04 -0.06 -0.44 0.671756 0.771111 -7.14
261631_at unknown protein contains similarity --- AT1G49940 1.03 0.04 0.44 0.672108 0.771476 -7.14
248218_at unknown protein ;supported by full-l--- AT5G53710 -1.05 -0.07 -0.44 0.672566 0.771917 -7.14
260460_at unknown protein --- AT1G68230 1.04 0.05 0.44 0.672586 0.771917 -7.14
265497_at putative non-LTR retroelement reve--- --- -1.09 -0.12 -0.44 0.672593 0.771917 -7.14
262449_at hypothetical protein similar to hypot --- AT1G11160 -1.03 -0.04 -0.44 0.672858 0.772162 -7.14
254555_at  putative protein curved DNA-bindin--- AT4G19570 -1.03 -0.05 -0.44 0.672875 0.772162 -7.14
245210_at  putative protein similarity to UVB-re--- AT5G12350 -1.03 -0.04 -0.44 0.67324 0.772542 -7.14



252966_at  putative protein various predicted p--- AT4G38870 -1.04 -0.05 -0.44 0.673365 0.772647 -7.14
254575_at  putative protein various predicted p--- AT4G19460 -1.09 -0.13 -0.44 0.673411 0.772661 -7.14
248209_at flavonol 3-O-glucosyltransferase-lik --- AT5G53990 1.05 0.07 0.44 0.673604 0.772844 -7.14
252137_at  dehydrin-like protein dehydrin  XeroXERO1 AT3G50980 1.04 0.06 0.44 0.673738 0.772932 -7.14
265125_at hypothetical protein similar to putati --- AT1G55410 -1.03 -0.04 -0.44 0.673749 0.772932 -7.14
257615_at unknown protein --- AT3G26510 -1.05 -0.07 -0.44 0.673847 0.773006 -7.14
252438_at  putative protein riboflavin biosynthe--- AT3G47390 -1.03 -0.04 -0.44 0.673944 0.773042 -7.14
258359_s_aputative glycolate oxidase similar to --- AT3G14415 / 1.04 0.06 0.44 0.673946 0.773042 -7.14
246656_at hypothetical protein --- --- -1.04 -0.06 -0.44 0.67399 0.773053 -7.14
254407_at  receptor kinase - like protein recep --- AT4G21370 1.04 0.05 0.44 0.674028 0.773058 -7.14
247382_at adenylate kinase ;supported by full-ADK1 AT5G63400 -1.05 -0.07 -0.44 0.674108 0.773111 -7.14
251084_at putative protein putative proteins - A--- AT5G01520 1.07 0.10 0.44 0.674254 0.773239 -7.14
258530_at hypothetical protein predicted by ge--- AT3G06840 -1.04 -0.06 -0.44 0.67443 0.773403 -7.14
245391_at symbiosis-related like protein ;supp ATG8F AT4G16520 1.05 0.07 0.44 0.674503 0.773447 -7.14
251385_at  putative protein various predicted p--- AT3G60790 -1.04 -0.05 -0.44 0.674596 0.773515 -7.14
248077_at putative protein contains similarity to--- AT5G55770 1.03 0.05 0.44 0.675067 0.773981 -7.14
247523_at ribulose-5-phosphate-3-epimerase  RPE AT5G61410 1.04 0.06 0.44 0.67507 0.773981 -7.14
247230_at putative protein similar to unknown --- AT5G65170 1.03 0.04 0.44 0.675232 0.77411 -7.14
257130_at  vacuolar processing enzyme/asparDELTA-VPEAT3G20210 -1.03 -0.04 -0.44 0.675251 0.77411 -7.14
252664_at putative protein several hypothetica --- AT3G44080 1.03 0.04 0.44 0.675415 0.77426 -7.14
256124_at hypothetical protein predicted by geATPUP9 AT1G18220 1.03 0.05 0.44 0.675543 0.774357 -7.14
245917_at  putative protein HCNP, Homo sapie--- AT5G28740 1.04 0.05 0.44 0.675576 0.774357 -7.14
255035_at putative protein --- AT4G09550 -1.05 -0.07 -0.44 0.675641 0.774357 -7.14
266698_at copia-like retroelement pol polyproteSNF7.2 AT2G19830 1.04 0.05 0.44 0.675647 0.774357 -7.14
259772_at hypothetical protein predicted by ge--- AT1G29480 1.03 0.04 0.44 0.675686 0.774357 -7.14
266216_at putative DOF zinc finger protein --- AT2G28810 1.04 0.06 0.44 0.675704 0.774357 -7.14
267155_at  CLE7, putative CLAVATA3/ESR-re--- AT2G30925 -1.04 -0.06 -0.44 0.675769 0.774392 -7.14
248836_at NBS/LRR disease resistance protei --- AT5G47260 -1.05 -0.06 -0.44 0.676094 0.774727 -7.14
259098_at  putative ribose 5-phosphate isomer--- AT3G04790 1.06 0.08 0.44 0.676191 0.774788 -7.14
266937_at hypothetical protein predicted by ge--- AT2G18930 -1.04 -0.05 -0.44 0.676215 0.774788 -7.14
262901_at hypothetical protein predicted by ge--- AT1G59910 -1.09 -0.12 -0.44 0.676249 0.774788 -7.14
257808_at  unknown protein, putative contains --- AT3G26935 1.04 0.05 0.44 0.676363 0.774878 -7.14
244928_s_ahypothetical protein --- AT2G07716 -1.03 -0.05 -0.44 0.676636 0.775152 -7.14
258207_at putative GTP pyrophosphokinase s RSH2 AT3G14050 -1.08 -0.11 -0.44 0.676695 0.775181 -7.14
249699_at putative protein similar to unknown --- AT5G35540 -1.03 -0.04 -0.44 0.676793 0.77524 -7.14



256042_at hypothetical protein predicted by ge--- AT1G07220 1.03 0.04 0.44 0.676814 0.77524 -7.14
245068_at putative glucosyltransferase UGT84B1 AT2G23260 -1.04 -0.05 -0.44 0.677085 0.775511 -7.14
261673_at  lipid transfer protein, putative simila--- AT1G18280 -1.15 -0.20 -0.43 0.677257 0.77567 -7.14
264877_at putative obtusifoliol 14-alpha demetCYP51G2 AT2G17330 1.03 0.04 0.43 0.677343 0.775728 -7.14
260199_at unknown protein similar to putative --- AT1G67590 1.03 0.04 0.43 0.677683 0.776079 -7.14
264706_at hypothetical protein predicted by ge--- AT1G09720 1.03 0.04 0.43 0.677735 0.7761 -7.14
258695_at putative ascorbate peroxidase stronAPX2 AT3G09640 -1.04 -0.06 -0.43 0.677827 0.776166 -7.14
247813_at NADP-dependent malate dehydroge--- AT5G58330 -1.04 -0.05 -0.43 0.677916 0.776229 -7.14
265163_at putative OBP32pep protein --- AT1G23580 1.03 0.04 0.43 0.67798 0.776264 -7.14
257138_at hypothetical protein predicted by ge--- AT3G28870 -1.03 -0.04 -0.43 0.67802 0.77627 -7.14
255257_at  score=526.5, E=1.9e-154, N=3  ;suUBQ11 AT4G05050 1.03 0.04 0.43 0.678143 0.776352 -7.14
249973_at  GPAA1 - like protein glycosylphosp--- AT5G19130 -1.04 -0.06 -0.43 0.678169 0.776352 -7.14
248927_at ubiquitin activating enzyme E1-like APG7 AT5G45900 1.04 0.06 0.43 0.678193 0.776352 -7.14
263330_at putative leucine-rich repeat disease--- AT2G15320 1.08 0.10 0.43 0.678283 0.776377 -7.14
262186_at hypothetical protein --- AT1G77960 -1.08 -0.11 -0.43 0.678285 0.776377 -7.14
262817_at putative reticuline oxidase strong sim--- AT1G11770 1.04 0.05 0.43 0.678318 0.776377 -7.14
245420_at hypothetical protein --- AT4G17410 -1.04 -0.05 -0.43 0.678666 0.776708 -7.14
256911_at  glutamine:fructose-6-phosphate am--- AT3G24090 1.13 0.18 0.43 0.678675 0.776708 -7.14
248070_at putative protein similar to unknown --- AT5G55660 1.03 0.05 0.43 0.67873 0.776732 -7.14
256234_at  50S ribosomal protein L10, putative--- AT3G12370 1.03 0.05 0.43 0.678988 0.776977 -7.14
258561_at putative hexose transporter similar tSTP6 AT3G05960 1.05 0.07 0.43 0.679036 0.776977 -7.14
266022_at  subtilisin-like serine protease, puta --- AT2G05920 -1.05 -0.08 -0.43 0.679059 0.776977 -7.14
267622_at hypothetical protein predicted by ge--- AT2G39690 -1.03 -0.05 -0.43 0.67908 0.776977 -7.14
247807_at similar to unknown protein (gb|AAB OFP3 AT5G58360 -1.04 -0.06 -0.43 0.679209 0.777085 -7.14
256137_at  auxin-regulated protein, putative si --- AT1G48690 1.03 0.04 0.43 0.679248 0.777091 -7.14
254717_at  histone H2A.F/Z - like protein histo HTA4 AT4G13570 -1.04 -0.06 -0.43 0.679478 0.777315 -7.14
266115_at protease inhibitor II  ;supported by f LCR72 AT2G02140 -1.06 -0.08 -0.43 0.679557 0.777366 -7.14
260045_at putative MAP kinase similar to mitogATMPK15 AT1G73670 -1.03 -0.04 -0.43 0.679793 0.777598 -7.14
263827_at unknown protein --- AT2G40420 -1.06 -0.08 -0.43 0.679915 0.777699 -7.14
250260_at putative protein contains similarity to--- AT5G13810 -1.04 -0.05 -0.43 0.679965 0.777717 -7.14
263700_at unknown protein EST gb|Z33866 co--- AT1G31150 -1.05 -0.07 -0.43 0.680058 0.777784 -7.14
267324_at hypothetical protein predicted by ge--- AT2G19360 -1.03 -0.04 -0.43 0.680151 0.777851 -7.14
247889_at putative protein similar to unknown APO2 AT5G57930 1.04 0.05 0.43 0.68041 0.778109 -7.14
263169_at hypothetical protein similar to unkno--- AT1G03010 -1.05 -0.07 -0.43 0.680452 0.778118 -7.14
249007_at unknown protein  ;supported by full---- AT5G44650 -1.06 -0.08 -0.43 0.680726 0.778392 -7.14



249621_at  putative protein predicted proteins, --- AT5G37530 1.04 0.05 0.43 0.680913 0.778567 -7.14
250370_at  putative protein putative transcriptio--- AT5G11430 -1.03 -0.04 -0.43 0.680952 0.778573 -7.14
261280_at hypothetical protein predicted by ge--- AT1G05860 -1.05 -0.07 -0.43 0.681095 0.778697 -7.14
248727_at cytochrome P450 CYP705A5 AT5G47990 -1.03 -0.04 -0.43 0.681201 0.778779 -7.15
257947_at putative isocitrate lyase similar to G ICL AT3G21720 -1.04 -0.06 -0.43 0.68126 0.778793 -7.15
263782_at hypothetical protein predicted by ge--- AT2G46380 1.04 0.05 0.43 0.681282 0.778793 -7.15
261650_at envelope Ca2+-ATPase identical to ACA1 AT1G27770 1.06 0.09 0.43 0.681324 0.778803 -7.15
257774_at  short-chain alcohol dehydrogenase--- AT3G29250 1.04 0.06 0.43 0.681402 0.778852 -7.15
258711_at  ubiquitin-like protein (UBQ8) identicUBQ8 AT3G09790 1.03 0.05 0.43 0.6815 0.778921 -7.15
260997_at  zinc-finger protein (ZPT4-4), putativ--- AT1G26610 -1.03 -0.04 -0.43 0.68153 0.778921 -7.15
266684_at 40S ribosomal protein S15A rps15ab AT2G19720 1.03 0.04 0.43 0.68157 0.778928 -7.15
249402_at Expressed protein ; supported by fu--- AT5G40155 1.03 0.05 0.43 0.68176 0.779105 -7.15
250926_at Expressed protein ; supported by fu--- AT5G03555 -1.08 -0.11 -0.43 0.681982 0.77932 -7.15
252772_at hypothetical protein --- --- -1.03 -0.05 -0.43 0.68223 0.779535 -7.15
266078_at putative two-component response r ARR16 AT2G40670 1.03 0.05 0.43 0.682239 0.779535 -7.15
246825_at  putative protein various predicted p--- AT5G26260 1.03 0.04 0.43 0.68232 0.779589 -7.15
245021_at PSII component --- --- 1.05 0.06 0.43 0.682356 0.779591 -7.15
250082_at polygalacturonase-like protein --- AT5G17200 -1.04 -0.06 -0.43 0.682549 0.779733 -7.15
263697_at hypothetical protein contains similar--- AT1G31080 -1.04 -0.06 -0.43 0.682549 0.779733 -7.15
255141_at putative protein several hypothetica --- --- 1.03 0.04 0.43 0.682583 0.779733 -7.15
245580_at hypothetical protein --- AT4G14820 -1.05 -0.07 -0.43 0.682697 0.779824 -7.15
248176_at putative protein contains similarity toFh5 AT5G54650 1.07 0.10 0.43 0.68276 0.779858 -7.15
255188_at contains similarity to Xenopus laevis--- --- 1.03 0.04 0.43 0.6829 0.779944 -7.15
247869_at CCHH finger protein 2-like protein ( ZFP2 AT5G57520 -1.03 -0.04 -0.43 0.682924 0.779944 -7.15
246185_at  5-methyltetrahydropteroyltriglutamaATMS3 AT5G20980 -1.03 -0.04 -0.43 0.682939 0.779944 -7.15
265174_s_a polygalacturonase, putative similar --- AT1G23460 / -1.05 -0.07 -0.43 0.682993 0.779967 -7.15
251464_at farnesyltransferase subunit A (FTA)FTA AT3G59380 -1.04 -0.06 -0.43 0.68304 0.779982 -7.15
261501_at  wall-associated kinase 1, putative s--- AT1G28390 1.05 0.07 0.43 0.683092 0.780002 -7.15
263109_at hypothetical protein similar to putati --- AT1G65180 -1.04 -0.06 -0.43 0.683129 0.780006 -7.15
246979_s_aputative protein hypothetical protein--- AT5G24990 / -1.04 -0.06 -0.43 0.683321 0.780186 -7.15
257152_at Expressed protein ; supported by fuPUX1 AT3G27310 -1.03 -0.04 -0.43 0.683445 0.780262 -7.15
248164_at putative protein similar to unknown PBP1 AT5G54490 1.22 0.28 0.43 0.683459 0.780262 -7.15
260974_at  receptor-like serine/threonine kinas--- AT1G53440 1.07 0.10 0.43 0.683491 0.780262 -7.15
265711_at unknown protein --- AT2G03360 1.03 0.04 0.43 0.683651 0.780406 -7.15
258938_at germin-like protein similar to germin--- AT3G10080 -1.16 -0.22 -0.43 0.683878 0.780627 -7.15



262436_at  En/Spm-like transposon protein, pu--- AT1G47610 1.07 0.10 0.43 0.683989 0.780715 -7.15
263244_at hypothetical protein predicted by ge--- AT2G31480 1.04 0.05 0.42 0.684106 0.780791 -7.15
255782_at transcription factor identical to transMP AT1G19850 1.07 0.10 0.42 0.684142 0.780791 -7.15
245840_at hypothetical protein predicted by ge--- AT1G58420 1.09 0.12 0.42 0.684159 0.780791 -7.15
257592_at  leucine-rich repeat disease resistan--- AT3G24982 -1.03 -0.05 -0.42 0.684261 0.780869 -7.15
247458_at  putative protein PrMC3, Pinus radiaAtCXE20 AT5G62180 -1.07 -0.09 -0.42 0.684378 0.780963 -7.15
255633_at Expressed protein ; supported by fu--- AT4G00585 1.04 0.05 0.42 0.684416 0.780967 -7.15
256375_at unknown protein --- AT1G66720 -1.03 -0.04 -0.42 0.68471 0.781263 -7.15
247662_at  protein kinase - like protein kinase --- AT5G60090 1.05 0.07 0.42 0.684766 0.781288 -7.15
265954_at putative WRKY-type DNA binding pTTG2 AT2G37260 1.03 0.05 0.42 0.684886 0.781385 -7.15
247371_at histone deacetylase  ;supported by HDA6 AT5G63110 -1.03 -0.05 -0.42 0.684985 0.781423 -7.15
264398_at unknown protein similar to hypothet --- AT1G61730 1.03 0.05 0.42 0.684987 0.781423 -7.15
250081_at unknown protein --- AT5G17180 1.03 0.05 0.42 0.685139 0.781558 -7.15
253430_at putative protein --- AT4G32430 -1.04 -0.05 -0.42 0.685366 0.781777 -7.15
267478_at hypothetical protein predicted by ge--- AT2G02700 -1.03 -0.04 -0.42 0.68541 0.781788 -7.15
264925_at  hypothetical protein contains simila--- AT1G60670 1.04 0.06 0.42 0.685461 0.781807 -7.15
261615_at unknown protein --- AT1G33050 1.04 0.05 0.42 0.685632 0.781943 -7.15
252708_at  putative protein amine oxidase, Ca --- AT3G43820 1.04 0.06 0.42 0.685648 0.781943 -7.15
259017_at unknown protein  ; supported by full--- AT3G07310 -1.04 -0.05 -0.42 0.685836 0.782086 -7.15
256698_at unknown protein --- AT3G20680 1.04 0.06 0.42 0.685844 0.782086 -7.15
263932_at unknown protein --- AT2G35990 -1.03 -0.04 -0.42 0.685877 0.782086 -7.15
258037_at putative 4-coumarate:CoA ligase 2 4CL5 AT3G21230 -1.20 -0.26 -0.42 0.686051 0.782246 -7.15
263741_at hypothetical protein predicted by ge--- AT2G20620 1.04 0.06 0.42 0.686359 0.782558 -7.15
256148_at hypothetical protein similar to putati --- AT1G55090 -1.03 -0.04 -0.42 0.686509 0.782689 -7.15
245012_at NADH dehydrogenase D3 --- --- -1.04 -0.06 -0.42 0.686807 0.782957 -7.15
253548_at Expressed protein ; supported by fu--- AT4G30993 1.05 0.07 0.42 0.686813 0.782957 -7.15
261870_at  nuclear transport factor 2, putative NTL AT1G11570 -1.04 -0.05 -0.42 0.687061 0.783201 -7.15
251769_at  receptor kinase - like protein recep CCR3 AT3G55950 1.20 0.26 0.42 0.687253 0.783381 -7.15
254780_s_a auxilin-like protein auxilin - bovine, --- AT4G12770 1.05 0.08 0.42 0.687343 0.783444 -7.15
257124_at  hexokinase, putative similar to hexoATHXK4 AT3G20040 1.03 0.05 0.42 0.687434 0.783509 -7.15
263001_at hypothetical protein contains similarTAF6B4 AT1G54360 1.06 0.09 0.42 0.687573 0.783578 -7.15
259556_at hypothetical protein --- --- -1.03 -0.04 -0.42 0.687591 0.783578 -7.15
247539_at  putative protein predicted protein, A--- AT5G61710 1.03 0.04 0.42 0.687598 0.783578 -7.15
247765_at cytochrome P450 CYP86A1 CYP86A1 AT5G58860 -1.07 -0.09 -0.42 0.687802 0.783766 -7.15
249170_at abscisic acid responsive elements-b--- AT5G42910 -1.03 -0.04 -0.42 0.687855 0.783766 -7.15



253316_s_a putative protein hyphally regulated --- AT4G33930 / 1.06 0.08 0.42 0.687866 0.783766 -7.15
246696_at  putative protein predicted protein, A--- --- 1.03 0.05 0.42 0.688182 0.784087 -7.15
254022_at  putative membrane transporter Bac--- AT4G25750 -1.04 -0.05 -0.42 0.688262 0.784109 -7.15
257481_at hypothetical protein identical to hyp ALMT1 AT1G08430 1.03 0.05 0.42 0.688269 0.784109 -7.15
257140_at  MYB family transcription factor (hsrMYB30 AT3G28910 -1.08 -0.11 -0.42 0.688348 0.784159 -7.15
255167_at  putative protein  hypothetical prote --- --- -1.03 -0.04 -0.42 0.688513 0.784308 -7.15
266559_at unknown protein --- AT2G23920 -1.04 -0.05 -0.42 0.688578 0.784324 -7.15
254978_at subtilisin-like serine protease contai--- AT4G10540 1.03 0.04 0.42 0.688596 0.784324 -7.15
265978_at putative retroelement pol polyprotei --- --- 1.03 0.04 0.42 0.688759 0.784471 -7.15
259693_at hypothetical protein predicted by ge--- AT1G63060 -1.04 -0.05 -0.42 0.688926 0.784621 -7.15
249763_at receptor-protein kinase-like protein --- AT5G24010 -1.06 -0.08 -0.42 0.688984 0.78463 -7.15
267382_at unknown protein --- AT2G44300 -1.05 -0.08 -0.42 0.689003 0.78463 -7.15
265365_at En/Spm-like transposon protein rela--- --- -1.03 -0.04 -0.42 0.689264 0.784889 -7.15
261546_at hypothetical protein --- AT1G63520 -1.03 -0.05 -0.42 0.689422 0.785029 -7.15
247867_at SNF1 related protein kinase-like proCIPK21 AT5G57630 1.06 0.08 0.42 0.689456 0.785029 -7.15
253658_at  cadmium-transporting ATPase-like HMA3 AT4G30120 -1.03 -0.04 -0.42 0.689645 0.785205 -7.15
258603_at putative heat shock transcription facATHSFA1EAT3G02990 1.05 0.07 0.42 0.689792 0.785333 -7.15
258802_at  unknown protein predicted by gens--- AT3G04650 -1.05 -0.07 -0.42 0.689959 0.785484 -7.15
250516_at  putative protein predicted proteins, --- AT5G09620 -1.03 -0.05 -0.42 0.690072 0.785533 -7.15
265452_at putative bHLH transcription factor ATAIB AT2G46510 -1.11 -0.15 -0.42 0.69009 0.785533 -7.15
250601_at putative protein contains similarity to--- AT5G07810 -1.03 -0.04 -0.42 0.690105 0.785533 -7.15
256487_at  disease resistance gene, putative s--- AT1G31540 -1.05 -0.07 -0.42 0.690177 0.785575 -7.15
247702_at putative protein  ;supported by full-le--- AT5G59500 -1.04 -0.05 -0.42 0.690228 0.785594 -7.15
250245_at alpha-N-acetylglucosaminidase --- AT5G13690 1.04 0.06 0.42 0.690415 0.785768 -7.15
263288_at cyclophilin-like protein  ;supported b--- AT2G36130 1.04 0.06 0.42 0.690858 0.786186 -7.15
251568_at putative protein several hypothetica --- AT3G58280 -1.04 -0.05 -0.42 0.69086 0.786186 -7.15
246081_s_a myosin-like protein unconventional --- AT5G20470 / -1.05 -0.07 -0.42 0.690891 0.786186 -7.15
257359_x_aputative protein kinase contains a p --- AT2G34290 1.03 0.04 0.42 0.69092 0.786186 -7.15
265003_at  protein kinase, putative similar to p --- AT1G26970 1.03 0.04 0.42 0.690974 0.786208 -7.15
265487_at hypothetical protein --- --- 1.03 0.04 0.42 0.691011 0.786211 -7.15
258369_at putative pectin methylesterase similATPME3 AT3G14310 -1.04 -0.05 -0.41 0.691117 0.786293 -7.15
252607_at xyloglucan endo-transglycosylase  ;XTR8 AT3G44990 -1.07 -0.09 -0.41 0.691258 0.786414 -7.15
247919_at putative protein similar to unknown --- AT5G57650 -1.04 -0.05 -0.41 0.691306 0.786429 -7.15
247811_at  leucine zipper-containing protein leATEXO70BAT5G58430 -1.08 -0.11 -0.41 0.691388 0.786483 -7.15
257191_at Expressed protein ; supported by fu--- AT3G13175 -1.04 -0.05 -0.41 0.691437 0.7865 -7.15



251974_at myb protein(MYB27) contains myb AtMYB27 AT3G53200 -1.03 -0.04 -0.41 0.691548 0.786587 -7.15
250320_at CCAAT box binding factor/ transcripNF-YA1 AT5G12840 1.04 0.05 0.41 0.691747 0.786762 -7.15
255786_at unknown protein contains similarity ATCLH1 AT1G19670 -1.09 -0.12 -0.41 0.691771 0.786762 -7.15
247227_at putative protein contains similarity to--- AT5G65130 -1.03 -0.05 -0.41 0.691913 0.786885 -7.15
247137_at calcium-dependent protein kinase  ;CPK28 AT5G66210 -1.08 -0.11 -0.41 0.692034 0.786982 -7.15
250898_at putative protein  ; supported by cDNADK2 AT5G03300 -1.04 -0.06 -0.41 0.692305 0.787238 -7.15
257089_at hypothetical protein SVL3 AT3G20520 -1.03 -0.05 -0.41 0.692328 0.787238 -7.15
262987_at conserved hypothetical protein prote--- AT1G23240 -1.05 -0.07 -0.41 0.69258 0.78747 -7.15
252157_at hypothetical protein --- AT3G50430 -1.03 -0.05 -0.41 0.692631 0.78747 -7.15
248033_s_aputative protein similar to unknown --- AT5G54330 / -1.03 -0.04 -0.41 0.692635 0.78747 -7.15
266226_at histone H4 identical to GB:M17133 HIS4 AT2G28740 -1.06 -0.08 -0.41 0.692709 0.787514 -7.15
247546_at Expressed protein ; supported by fu--- AT5G61605 -1.04 -0.05 -0.41 0.693003 0.787778 -7.15
247728_at putative protein --- --- 1.03 0.05 0.41 0.69301 0.787778 -7.15
248123_at putative protein similar to unknown --- AT5G54720 -1.03 -0.04 -0.41 0.69334 0.788114 -7.15
252732_at  putative protein predicted proteins, --- --- -1.03 -0.05 -0.41 0.693585 0.788353 -7.15
252446_at  beta-D-glucan exohydrolase - like p--- AT3G47010 -1.03 -0.04 -0.41 0.693694 0.788438 -7.15
258790_at putative RNA-binding protein simila FLK AT3G04610 1.03 0.04 0.41 0.693783 0.7885 -7.15
245125_at putative histidine kinase identical to CKI1 AT2G47430 -1.04 -0.05 -0.41 0.693857 0.788544 -7.15
249500_at  expansin-like protein expansin - Pr ATEXPA21 AT5G39260 -1.05 -0.07 -0.41 0.693891 0.788544 -7.15
250976_at  putative protein various predicted p--- AT5G03060 -1.03 -0.04 -0.41 0.693939 0.78856 -7.15
254200_at  putative protein predicted proteins, --- AT4G24110 1.16 0.21 0.41 0.694014 0.788605 -7.15
247738_at  putative protein myosin heavy chai --- AT5G59210 1.04 0.05 0.41 0.694419 0.789026 -7.15
251867_at SKP1 interacting partner 5 (SKIP5) SKIP5 AT3G54480 1.03 0.04 0.41 0.694608 0.789163 -7.15
254387_at  putative protein CGI-131 protein, HATMSRB9 AT4G21850 1.24 0.31 0.41 0.694608 0.789163 -7.15
262750_at unknown protein ; supported by cDN--- AT1G28710 1.04 0.05 0.41 0.694659 0.789181 -7.15
255097_at  predicted transposon protein simila--- --- 1.04 0.06 0.41 0.694722 0.789213 -7.15
266777_at putative AAA-type ATPase ftsh3 AT2G29080 -1.03 -0.04 -0.41 0.694765 0.789223 -7.15
251988_at  CYTOCHROME P450-like protein CCYP71B31 AT3G53300 -1.03 -0.04 -0.41 0.694864 0.789295 -7.15
255112_at  casein kinase I - Arabidopsis thalia --- AT4G08800 1.03 0.05 0.41 0.695105 0.78953 -7.15
260357_at unknown protein ;supported by full-lAFP1 AT1G69260 1.04 0.06 0.41 0.695268 0.789672 -7.15
264791_at predicted protein --- AT2G17845 -1.03 -0.04 -0.41 0.695358 0.789672 -7.15
251002_at  putative protein predicted proteins, --- AT5G02680 1.03 0.04 0.41 0.695373 0.789672 -7.15
249616_s_acontains similarity to DnaJ protein --- AT5G37440 / 1.03 0.04 0.41 0.695385 0.789672 -7.15
253406_at  putative protein GATA transcription--- AT4G32890 -1.06 -0.09 -0.41 0.695403 0.789672 -7.15
260226_at hypothetical protein predicted by geMIF1 AT1G74660 -1.04 -0.06 -0.41 0.695501 0.789744 -7.15



267151_at aspartate aminotransferase (AAT1) ASP1 AT2G30970 1.05 0.07 0.41 0.69559 0.789806 -7.15
262292_at hypothetical protein similar to hypot --- AT1G27595 1.04 0.05 0.41 0.695765 0.789965 -7.15
262104_at hypothetical protein predicted by geLPA1 AT1G02910 -1.03 -0.05 -0.41 0.695852 0.790024 -7.15
257285_at unknown protein --- AT3G29760 -1.05 -0.07 -0.41 0.695916 0.790058 -7.15
262411_at hypothetical protein predicted by ge--- AT1G34640 -1.04 -0.05 -0.41 0.696064 0.7901 -7.16
263592_at putative non-LTR retroelement reve--- --- -1.05 -0.07 -0.41 0.696081 0.7901 -7.16
261980_at hypothetical protein predicted by ge--- AT1G33820 -1.03 -0.04 -0.41 0.696085 0.7901 -7.16
259189_at unknown protein AGP11 AT3G01700 -1.04 -0.06 -0.41 0.696091 0.7901 -7.16
254741_s_a putative disease resistance protein AtRLP49 AT4G13900 / -1.03 -0.04 -0.41 0.696237 0.790225 -7.16
253416_at pyruvate decarboxylase-1 (Pdc1) --- AT4G33070 -1.05 -0.06 -0.41 0.69634 0.790303 -7.16
258481_at putative phosphatidate phosphohydLPP3 AT3G02600 -1.04 -0.06 -0.41 0.696475 0.790362 -7.16
255876_at hypothetical protein --- AT2G40480 -1.07 -0.10 -0.41 0.696524 0.790362 -7.16
253341_at putative protein  ; supported by cDN--- AT4G33410 1.04 0.05 0.41 0.696553 0.790362 -7.16
258733_at unknown protein --- --- -1.03 -0.04 -0.41 0.696565 0.790362 -7.16
255022_at  NAM/NAP like protein nap gene, A ANAC070 AT4G10350 1.03 0.04 0.41 0.696635 0.790362 -7.16
247240_at putative protein strong similarity to uCMPG2 AT5G64660 1.18 0.24 0.41 0.696658 0.790362 -7.16
257594_at unknown protein --- AT3G24740 -1.04 -0.06 -0.41 0.696674 0.790362 -7.16
255148_at putative mitogen-activated protein kMAPKKK10AT4G08470 1.08 0.11 0.41 0.696675 0.790362 -7.16
260504_at Cyclin similar to GB:CAB77269 fromCYCA3;3 AT1G47220 1.04 0.05 0.41 0.696731 0.790362 -7.16
254934_at  putative Ap2 domain protein DNA-bCRF1 AT4G11140 1.04 0.06 0.41 0.696738 0.790362 -7.16
249103_at N-carbamyl-L-amino acid amidohydUAH AT5G43600 -1.03 -0.05 -0.41 0.696812 0.790406 -7.16
245221_s_a polyprotein, putative similar to poly --- --- 1.03 0.04 0.41 0.696871 0.790434 -7.16
250376_at putative protein --- AT5G11550 1.06 0.08 0.41 0.696988 0.790503 -7.16
254254_at hypothetical protein --- AT4G23330 1.04 0.05 0.41 0.697001 0.790503 -7.16
266919_at hypothetical protein predicted by geAT2G45780--- -1.03 -0.04 -0.41 0.697262 0.790737 -7.16
260253_at  disease resistance protein, putativeAtRLP15 AT1G74190 1.03 0.04 0.41 0.6973 0.790737 -7.16
257723_at hypothetical protein predicted by ge--- AT3G18500 -1.04 -0.06 -0.41 0.697312 0.790737 -7.16
265496_at copia-like retroelement pol polyprote--- --- 1.03 0.04 0.41 0.697424 0.790825 -7.16
248844_s_aextA (emb CAA47807.1) --- AT5G46890 / 1.04 0.05 0.41 0.697668 0.791051 -7.16
252511_at  putative protein serine/threonine-sp--- AT3G46280 1.09 0.12 0.41 0.697693 0.791051 -7.16
252820_at  plasma membrane H+-ATPase-likeAHA8 AT3G42640 1.05 0.08 0.41 0.697845 0.791185 -7.16
258279_at  putative self-incompatibility protein --- AT3G26870 -1.02 -0.03 -0.41 0.697928 0.791239 -7.16
254863_at  putative protein predicted protein WATNUDX14AT4G11980 -1.04 -0.05 -0.41 0.698033 0.791319 -7.16
263078_at hypothetical protein predicted by ge--- AT2G05350 -1.04 -0.05 -0.40 0.698068 0.791319 -7.16
247150_at putative protein similar to unknown --- AT5G65650 -1.04 -0.06 -0.40 0.698317 0.791562 -7.16



260512_at unknown protein --- AT1G51520 1.04 0.06 0.40 0.698463 0.791688 -7.16
249362_at  putative protein predicted protein, A--- AT5G40550 1.08 0.12 0.40 0.698511 0.791703 -7.16
251764_at  putative protein exostose-related p EPC1 AT3G55830 1.04 0.06 0.40 0.698704 0.791883 -7.16
265427_at unknown protein --- AT2G20740 1.04 0.06 0.40 0.698924 0.792093 -7.16
262377_at  rubisco activase, putative similar to--- AT1G73110 1.06 0.09 0.40 0.698962 0.792095 -7.16
247109_at putative protein similar to unknown ATPSK5 AT5G65870 -1.07 -0.10 -0.40 0.698995 0.792095 -7.16
253015_at hypothetical protein --- AT4G37950 -1.03 -0.05 -0.40 0.699166 0.79225 -7.16
253415_at  putative protein peptidyl-prolyl cis-t --- AT4G33060 1.05 0.07 0.40 0.699253 0.792308 -7.16
260432_at putative DNA binding protein similarWRKY9 AT1G68150 1.04 0.06 0.40 0.699601 0.792633 -7.16
261295_at unknown protein --- AT1G48450 1.03 0.04 0.40 0.699609 0.792633 -7.16
246689_at putative protein predicted proteins - --- --- 1.02 0.04 0.40 0.699668 0.79266 -7.16
248293_at unknown protein --- AT5G53050 -1.05 -0.08 -0.40 0.699949 0.792939 -7.16
263442_at hypothetical protein --- AT2G28605 -1.03 -0.04 -0.40 0.70007 0.793037 -7.16
266562_at unknown protein --- AT2G23970 -1.05 -0.07 -0.40 0.700156 0.793096 -7.16
262827_at putative cytochrome P450 monooxyCYP71B29 AT1G13100 1.07 0.09 0.40 0.700336 0.79326 -7.16
250494_at  embryogenic callus protein - like emHAM2 AT5G09740 -1.04 -0.06 -0.40 0.700381 0.793271 -7.16
264744_at hypothetical protein predicted by ge--- AT1G62050 -1.06 -0.08 -0.40 0.70044 0.793299 -7.16
259258_at  putative ribulose-1,5-bisphosphate --- AT3G07670 1.06 0.08 0.40 0.700649 0.793479 -7.16
249871_at putative protein similar to unknown --- AT5G23110 1.05 0.07 0.40 0.700669 0.793479 -7.16
251112_s_a pyruvate decarboxylase-like proteinPDC3 AT5G01320 / 1.05 0.07 0.40 0.700937 0.793743 -7.16
257511_at hypothetical protein --- AT1G43000 -1.03 -0.05 -0.40 0.701277 0.794089 -7.16
257893_at  E2, ubiquitin-conjugating enzyme, UBC32 AT3G17000 1.05 0.08 0.40 0.701376 0.794162 -7.16
256074_at unknown protein ; supported by cDN--- AT1G18260 1.04 0.05 0.40 0.701491 0.794209 -7.16
263751_at putative kinesin heavy chain --- AT2G21300 -1.06 -0.08 -0.40 0.701522 0.794209 -7.16
267303_at hookless1-like protein --- AT2G30090 1.02 0.03 0.40 0.701522 0.794209 -7.16
260907_at hypothetical protein predicted by ge--- AT1G02570 1.03 0.04 0.40 0.701634 0.794296 -7.16
250294_at  auxin reponsive - like protein Nt-gh --- AT5G13380 1.03 0.04 0.40 0.701688 0.794317 -7.16
265428_at hypothetical protein predicted by gra--- AT2G20720 1.07 0.10 0.40 0.701747 0.794345 -7.16
258808_at  putative pyruvate kinase similar to --- AT3G04050 -1.03 -0.04 -0.40 0.70187 0.794445 -7.16
257747_at hypothetical protein predicted by ge--- AT3G18700 -1.03 -0.04 -0.40 0.702101 0.794667 -7.16
259683_at unknown protein --- AT1G63050 1.05 0.07 0.40 0.702236 0.794774 -7.16
264743_at  receptor-like protein kinase, putativ--- AT1G62090 1.03 0.04 0.40 0.702289 0.794774 -7.16
263006_at hypothetical protein contains similar--- AT1G54240 -1.03 -0.05 -0.40 0.7023 0.794774 -7.16
248372_at putative protein similar to unknown --- AT5G51850 -1.03 -0.04 -0.40 0.702485 0.794943 -7.16
258319_at hypothetical protein similar to hypot --- AT3G22700 -1.03 -0.04 -0.40 0.702564 0.794978 -7.16



254581_at  putative protein membrane-associa--- AT4G19440 -1.05 -0.06 -0.40 0.702618 0.794978 -7.16
260611_at  putative beta-1,3-glucanase, C term--- AT2G43670 -1.04 -0.05 -0.40 0.70262 0.794978 -7.16
265600_at hypothetical protein predicted by ge--- --- 1.03 0.04 0.40 0.702708 0.795039 -7.16
246491_at hypothetical protein --- AT5G16100 1.03 0.04 0.40 0.703047 0.795369 -7.16
260114_at  AIG1-like protein similar to AIG1 pr --- AT1G33880 1.03 0.04 0.40 0.703088 0.795369 -7.16
259916_at hypothetical protein predicted by ge--- AT1G72600 -1.03 -0.04 -0.40 0.703105 0.795369 -7.16
265463_at unknown protein IRX9 AT2G37090 -1.05 -0.07 -0.40 0.703268 0.795486 -7.16
258885_at  putative uridylate kinase similar to u--- AT3G10030 1.03 0.04 0.40 0.703281 0.795486 -7.16
265004_at  polyprotein, putative similar to poly --- --- 1.04 0.06 0.40 0.703313 0.795486 -7.16
261330_at  transcription factor, putative similarMCM2 AT1G44900 -1.12 -0.16 -0.40 0.70343 0.795557 -7.16
246256_at glucosyltransferase-like protein --- AT4G36770 -1.05 -0.07 -0.40 0.703445 0.795557 -7.16
257419_at hypothetical protein predicted by ge--- AT1G30800 -1.03 -0.04 -0.40 0.70353 0.795613 -7.16
252580_at putative protein putative proteins - A--- AT3G45490 -1.03 -0.04 -0.40 0.703684 0.795748 -7.16
259796_at hypothetical protein predicted by ge--- --- -1.04 -0.05 -0.40 0.703782 0.79582 -7.16
263602_at 40S ribosomal protein S25 --- AT2G16360 1.03 0.04 0.40 0.703909 0.795924 -7.16
250067_at unknown protein --- AT5G17950 -1.03 -0.04 -0.40 0.704025 0.79601 -7.16
263571_at putative disease resistance protein --- AT2G17050 -1.03 -0.04 -0.40 0.704056 0.79601 -7.16
264497_at hypothetical protein predicted by geATPUP4 AT1G30840 1.05 0.07 0.40 0.704131 0.796057 -7.16
257385_at hypothetical protein predicted by ge--- AT2G01800 1.04 0.05 0.40 0.70447 0.796399 -7.16
262707_at hypothetical protein --- AT1G16290 -1.04 -0.05 -0.40 0.704504 0.796399 -7.16
254857_at  putative protein acetylcholine regul SEC1B AT4G12120 1.04 0.05 0.40 0.704597 0.796465 -7.16
253180_at  putative protein various predicted p--- AT4G35210 -1.03 -0.04 -0.40 0.704784 0.796618 -7.16
250467_at  trehalose-6-phosphate phosphatas --- AT5G10100 1.03 0.04 0.40 0.704802 0.796618 -7.16
246337_at  putative protein putative integral meCHX12 AT3G44910 -1.04 -0.06 -0.40 0.704985 0.796785 -7.16
262090_at  CREB-binding protein, putative simHAC4 AT1G55970 1.03 0.05 0.39 0.705089 0.796863 -7.16
251014_at  putative protein fimbriae-associated--- AT5G02520 -1.03 -0.04 -0.39 0.705147 0.796889 -7.16
262510_at hypothetical protein similar to hypot --- AT1G11270 -1.04 -0.05 -0.39 0.705196 0.796905 -7.16
247961_at putative protein similar to unknown --- AT5G56570 -1.03 -0.04 -0.39 0.705275 0.796954 -7.16
258664_at  E2, ubiquitin-conjugating enzyme, UBC12 AT3G08700 1.03 0.05 0.39 0.705336 0.796984 -7.16
AFFX-LysX-B. subtilis /GEN=lys /DB_XREF=gb --- --- 1.05 0.07 0.39 0.705499 0.797127 -7.16
245041_at  AR781, similar to yeast pheromoneAR781 AT2G26530 1.16 0.22 0.39 0.705532 0.797127 -7.16
251440_at  SKP1/ASK1 (At13), putative similarASK13 AT3G60010 -1.05 -0.07 -0.39 0.705633 0.797167 -7.16
262571_at hypothetical protein predicted by ge--- AT1G15430 1.08 0.11 0.39 0.705638 0.797167 -7.16
260864_at hypothetical protein predicted by ge--- --- 1.03 0.05 0.39 0.705759 0.797262 -7.16
266603_at hypothetical protein predicted by ge--- AT2G46040 -1.03 -0.04 -0.39 0.705804 0.797262 -7.16



248511_at Expressed protein ; supported by cDCPI1 AT5G50375 1.06 0.08 0.39 0.705831 0.797262 -7.16
267142_at putative ammonium transporter ATAMT2 AT2G38290 -1.06 -0.09 -0.39 0.705885 0.797262 -7.16
264068_at putative homeodomain transcriptionBLH8 AT2G27990 1.06 0.09 0.39 0.705917 0.797262 -7.16
250913_at  3-deoxy-D-manno-octulosonic acid --- AT5G03770 1.03 0.04 0.39 0.705931 0.797262 -7.16
254614_at  putatative protein various predicted--- AT4G19191 1.04 0.06 0.39 0.705992 0.797291 -7.16
253556_at  serine/threonine-specific protein kin--- AT4G31100 -1.02 -0.04 -0.39 0.706067 0.797336 -7.16
264909_at unknown protein --- AT2G17300 1.03 0.05 0.39 0.706669 0.797977 -7.16
252388_at putative protein  ;supported by full-le--- AT3G47850 -1.03 -0.05 -0.39 0.706895 0.798154 -7.16
263524_x_ahypothetical protein predicted by ge--- --- 1.04 0.06 0.39 0.706896 0.798154 -7.16
259539_at  axi 1 protein, putative similar to axi --- AT1G20550 1.04 0.05 0.39 0.706988 0.798218 -7.16
261087_at hypothetical protein similar to unkno--- AT1G17350 1.05 0.07 0.39 0.707038 0.798235 -7.16
251359_at putative protein several hypothetica --- AT3G61170 1.03 0.04 0.39 0.707428 0.798625 -7.16
258460_at unknown protein ECT6 AT3G17330 -1.04 -0.06 -0.39 0.707454 0.798625 -7.16
256719_at En/Spm-like transposon protein rela--- --- -1.03 -0.04 -0.39 0.70752 0.798661 -7.16
246174_s_a putative protein hypothetical protein--- AT5G28340 / -1.03 -0.04 -0.39 0.708236 0.799405 -7.16
253661_at  putative protein bZIP protein - Arab--- AT4G30130 1.03 0.05 0.39 0.70825 0.799405 -7.16
249379_at  putative protein predicted protein, A--- AT5G40460 -1.07 -0.10 -0.39 0.708347 0.799475 -7.16
260752_at unknown protein contains similarity --- AT1G49030 -1.04 -0.05 -0.39 0.708631 0.799736 -7.16
255374_at hypothetical protein --- --- -1.03 -0.04 -0.39 0.708648 0.799736 -7.16
263383_at putative protein kinase contains a p --- AT2G40120 1.04 0.05 0.39 0.708708 0.799764 -7.16
265695_at putative replication protein A1  ;sup RPA2 AT2G24490 1.09 0.12 0.39 0.709093 0.800123 -7.16
247727_at putative ripening-related protein - lik--- AT5G59490 -1.04 -0.06 -0.39 0.709096 0.800123 -7.16
256592_at hypothetical protein predicted by ge--- --- 1.03 0.04 0.39 0.709255 0.800263 -7.16
248156_at unknown protein --- AT5G54410 -1.02 -0.03 -0.39 0.709459 0.800453 -7.16
250121_at protein kinase-like protein --- AT5G16500 -1.03 -0.04 -0.39 0.709632 0.80057 -7.16
248325_at unknown protein --- AT5G52800 -1.03 -0.04 -0.39 0.709632 0.80057 -7.16
259939_s_a ARE1-like protein similar to ARE1 G--- AT1G71270 / 1.04 0.06 0.39 0.70973 0.800641 -7.16
265936_at putative potassium/proton antiporte ATKEA4 AT2G19600 -1.04 -0.05 -0.39 0.709826 0.800709 -7.16
263007_at hypothetical protein contains similar--- AT1G54260 1.03 0.04 0.39 0.709952 0.800812 -7.16
259472_at hypothetical protein contains similar--- AT1G18910 1.03 0.04 0.39 0.710291 0.801154 -7.16
265561_s_aputative glycine-rich protein --- AT1G47480 / -1.04 -0.06 -0.39 0.710355 0.801187 -7.16
247514_at  peptide methionine sulfoxide reducPMSR1 AT5G61640 1.04 0.06 0.39 0.710405 0.801203 -7.16
247909_at unknown protein  ; supported by full--- AT5G57370 1.04 0.05 0.39 0.710443 0.801206 -7.16
251349_s_aputative protein several hypothetica --- AT3G11030 / -1.04 -0.06 -0.39 0.710805 0.801575 -7.16
265201_at unknown protein --- AT2G36810 1.03 0.04 0.39 0.710871 0.801604 -7.16



245956_s_aluminal binding protein  ; supported BIP2 AT5G28540 / 1.10 0.14 0.39 0.7109 0.801604 -7.16
264222_at hypothetical protein predicted by ge--- AT1G60230 1.03 0.04 0.39 0.711015 0.801693 -7.16
263892_at putative MYB family transcription fa RAX2 AT2G36890 1.02 0.03 0.39 0.71113 0.801783 -7.16
252006_at  purple acid phosphatase-like prote PAP22 AT3G52820 1.15 0.21 0.39 0.711222 0.801827 -7.16
250363_at  putative protein predicted proteins, --- AT5G11390 1.06 0.08 0.39 0.711262 0.801827 -7.16
246670_at putative protein --- AT5G30520 -1.04 -0.06 -0.39 0.711274 0.801827 -7.16
261940_at hypothetical protein predicted by ge--- AT1G22520 1.04 0.06 0.39 0.711384 0.801911 -7.16
257731_at  unknown protein similar to CALCIN--- AT3G18430 -1.03 -0.04 -0.39 0.711602 0.802117 -7.16
254165_at  putative protein hypothetical protein--- AT4G24330 -1.04 -0.06 -0.39 0.711776 0.802221 -7.16
254745_at  putative protein G9A protein, Mus mSUVH9 AT4G13460 1.02 0.03 0.39 0.711796 0.802221 -7.16
253164_at Expressed protein ; supported by fu--- AT4G35725 1.03 0.04 0.39 0.711819 0.802221 -7.16
248454_at receptor protein kinase-like --- AT5G51350 1.05 0.07 0.39 0.711835 0.802221 -7.16
245491_at hypothetical protein LDL3 --- 1.04 0.05 0.39 0.711909 0.802265 -7.16
253611_at  RNase L inhibitor-like protein ribon NAP15 AT4G30300 -1.03 -0.05 -0.39 0.711997 0.802324 -7.17
267049_at putative transcription elongation fac --- AT2G34210 -1.06 -0.08 -0.38 0.712126 0.8024 -7.17
254083_at  PROTEIN TRANSPORT PROTEIN--- AT4G24920 1.05 0.06 0.38 0.712134 0.8024 -7.17
262359_at  disease resistance protein, putative--- AT1G73060 / -1.03 -0.05 -0.38 0.712361 0.802615 -7.17
253328_at  putative protein ABC-type transpor ATNAP13 AT4G33460 -1.03 -0.04 -0.38 0.712487 0.802718 -7.17
247111_at unknown protein --- AT5G65880 1.05 0.07 0.38 0.712649 0.80286 -7.17
257133_at hypothetical protein predicted by ge--- AT3G17190 -1.02 -0.03 -0.38 0.712914 0.803097 -7.17
252926_at  H+-transporting ATPase 16K chainATVHA-C3 AT4G38920 1.03 0.05 0.38 0.712929 0.803097 -7.17
249812_at putative protein similar to unknown --- AT5G23830 -1.04 -0.06 -0.38 0.713061 0.803156 -7.17
260188_at Mutator-like transposase similar to m--- --- -1.03 -0.04 -0.38 0.713063 0.803156 -7.17
245099_at unknown protein  ; supported by cDRHC1A AT2G40830 1.05 0.07 0.38 0.713087 0.803156 -7.17
251390_at  guanine nucleotide exchange facto --- AT3G60860 -1.03 -0.05 -0.38 0.713175 0.803208 -7.17
255529_at CTP synthase - like protein --- AT4G02120 1.03 0.05 0.38 0.713203 0.803208 -7.17
257464_at hypothetical protein predicted by ge--- AT1G20940 -1.03 -0.04 -0.38 0.713439 0.803434 -7.17
253595_at  putative protein M1 protein, Strepto--- AT4G30830 1.03 0.04 0.38 0.713688 0.803674 -7.17
266900_at hypothetical protein predicted by ge--- AT2G34610 -1.03 -0.04 -0.38 0.713873 0.803843 -7.17
252047_at  putative protein heat shock protein --- AT3G52490 -1.04 -0.05 -0.38 0.71392 0.803856 -7.17
246639_x_a adenylate kinase -like protein predi --- --- 1.03 0.04 0.38 0.714054 0.803967 -7.17
257996_at unknown protein --- AT3G19950 1.03 0.04 0.38 0.714308 0.804213 -7.17
264627_at hypothetical protein similar to carnit ECI1 AT1G65520 -1.03 -0.05 -0.38 0.714594 0.804456 -7.17
263973_at 60S ribosomal protein L11B RPL16A AT2G42740 -1.05 -0.08 -0.38 0.714594 0.804456 -7.17
248261_at putative protein similar to unknown PDV1 AT5G53280 -1.03 -0.04 -0.38 0.714753 0.804596 -7.17



256119_at  guanine nucleotide regulatory prote--- AT1G18070 1.03 0.05 0.38 0.714945 0.804772 -7.17
266763_at unknown protein SPL1 AT2G47070 1.04 0.05 0.38 0.715119 0.804928 -7.17
265240_s_ahypothetical protein --- AT2G07691 1.04 0.05 0.38 0.715284 0.805036 -7.17
253417_at putative protein PC-MYB1 AT4G32730 1.03 0.04 0.38 0.715286 0.805036 -7.17
248650_at putative protein similar to unknown --- AT5G49250 1.04 0.06 0.38 0.71553 0.805235 -7.17
254419_at  NADH dehydrogenase like protein NDB3 AT4G21490 -1.03 -0.04 -0.38 0.71555 0.805235 -7.17
255422_at putative D-type cyclin CYCD6;1 AT4G03270 -1.03 -0.04 -0.38 0.715568 0.805235 -7.17
263096_at class 1 non-symbiotic hemoglobin (AAHB1 AT2G16060 -1.08 -0.11 -0.38 0.715618 0.805251 -7.17
246940_at  expressed protein glucose-6-phosp--- AT5G25400 -1.03 -0.05 -0.38 0.715677 0.805278 -7.17
259324_at unknown protein MIRO3 AT3G05310 -1.04 -0.06 -0.38 0.715953 0.805516 -7.17
257425_at hypothetical protein similar to heat s--- AT1G60400 -1.04 -0.06 -0.38 0.715959 0.805516 -7.17
265721_at putative ABC1 protein  identical to EATATH9 AT2G40090 1.04 0.06 0.38 0.716144 0.805684 -7.17
264139_at hypothetical protein contains similar--- AT1G78940 -1.03 -0.04 -0.38 0.716323 0.805845 -7.17
249998_at  putative protein unnamed ORF, MuFASS AT5G18580 1.03 0.04 0.38 0.716486 0.80599 -7.17
264934_at hypothetical protein predicted by ge--- AT1G61090 -1.03 -0.04 -0.38 0.716957 0.80648 -7.17
246813_at  putative protein various predicted p--- --- -1.03 -0.04 -0.38 0.717424 0.806965 -7.17
259894_at hypothetical protein predicted by ge--- AT1G71430 -1.04 -0.05 -0.38 0.717467 0.806969 -7.17
253907_at  putative protein dihydrokaempferol --- AT4G27250 -1.04 -0.06 -0.38 0.717628 0.806969 -7.17
248188_at putative protein contains similarity toHSFA9 AT5G54070 1.02 0.03 0.38 0.71763 0.806969 -7.17
245223_at gene_id:K17E7.5~unknown protein --- AT3G29791 -1.03 -0.04 -0.38 0.717641 0.806969 -7.17
260363_at unknown protein similar to hypothet --- AT1G70550 1.04 0.05 0.38 0.717697 0.806969 -7.17
249507_at similar to unknown protein (pir||T026--- AT5G38370 -1.02 -0.03 -0.38 0.717716 0.806969 -7.17
258619_at isopentenyl diphosphate:dimethylallIPP2 AT3G02780 1.04 0.05 0.38 0.717728 0.806969 -7.17
252333_at  putative protein N-terminus: severa--- AT3G48830 1.03 0.04 0.38 0.717789 0.806969 -7.17
257388_at putative non-LTR retroelement reve--- --- -1.02 -0.03 -0.38 0.717812 0.806969 -7.17
256714_at cysteine proteinase contains similar--- AT2G34080 -1.03 -0.05 -0.38 0.717836 0.806969 -7.17
AFFX-r2-P1 Bacteriophage P1 /GEN=cre /DB_X--- --- 1.05 0.07 0.38 0.717854 0.806969 -7.17
260083_at putative elicitor-responsive gene sim--- AT1G63220 1.11 0.15 0.38 0.717874 0.806969 -7.17
263992_at putative retroelement pol polyprotei --- --- 1.03 0.04 0.38 0.717888 0.806969 -7.17
245697_at latex-abundant protein - like ;suppo AtMC9 AT5G04200 -1.15 -0.20 -0.38 0.71795 0.807 -7.17
264150_at  unknown protein similar to FUS5 prFUS5 AT1G02090 -1.03 -0.04 -0.38 0.718056 0.807078 -7.17
251724_at putative protein --- AT3G56250 1.03 0.04 0.38 0.718221 0.807225 -7.17
255068_at  Arabidopsis thaliana flavin-type bluCRY1 AT4G08920 -1.02 -0.03 -0.38 0.71834 0.807287 -7.17
256331_at  GT-like trihelix DNA-binding protein--- AT1G76880 1.03 0.04 0.38 0.718359 0.807287 -7.17
257088_at unknown protein --- AT3G20510 1.07 0.10 0.38 0.718383 0.807287 -7.17



246254_at MAP kinase like protein ATMPK14 AT4G36450 -1.05 -0.08 -0.38 0.718452 0.807311 -7.17
251746_at mandelonitrile lyase-like protein AD --- AT3G56060 1.04 0.05 0.38 0.718475 0.807311 -7.17
256662_at male sterility protein 2 (MS2) nearlyMS2 AT3G11980 -1.03 -0.04 -0.38 0.718675 0.807496 -7.17
253472_at hypothetical protein --- AT4G32230 -1.03 -0.04 -0.38 0.7188 0.807597 -7.17
262666_at  xyloglucan fucosyltransferase, putaFUT6 AT1G14080 -1.06 -0.09 -0.38 0.719051 0.8078 -7.17
249358_at  sucrose cleavage protein -like sucr --- AT5G40510 1.03 0.05 0.38 0.719052 0.8078 -7.17
245820_at  allyl alcohol dehydrogenase, putati --- AT1G26320 1.03 0.04 0.38 0.719147 0.807848 -7.17
262426_s_a cytochrome P450, putative similar t--- AT1G47625 / -1.04 -0.06 -0.37 0.7192 0.807848 -7.17
245190_at F12A21.16 hypothetical protein --- AT1G67690 1.04 0.06 0.37 0.719201 0.807848 -7.17
261382_at hypothetical protein contains similarCVP2 AT1G05470 1.04 0.06 0.37 0.719345 0.807956 -7.17
253712_at  putative protein putative NADH oxidDER1 AT4G29330 -1.03 -0.05 -0.37 0.719382 0.807956 -7.17
264838_at putative AHP2 similar to GB:BAA36AHP5 AT1G03430 -1.02 -0.03 -0.37 0.71943 0.807956 -7.17
251517_at  putative protein hypothetical protein--- AT3G59370 -1.02 -0.03 -0.37 0.719474 0.807956 -7.17
265912_at hypothetical protein predicted by ge--- AT2G25565 / -1.03 -0.04 -0.37 0.719474 0.807956 -7.17
261137_at  auxin-induced protein, putative sim--- AT1G19830 1.03 0.04 0.37 0.719615 0.808075 -7.17
265065_at putative phytochelatin synthase ATPCS2 AT1G03980 1.03 0.04 0.37 0.719801 0.808243 -7.17
253725_at profilin 3  ;supported by full-length cPRF4 AT4G29340 -1.03 -0.04 -0.37 0.719991 0.808417 -7.17
245426_at hypothetical protein --- AT4G17540 1.04 0.05 0.37 0.720311 0.808661 -7.17
265546_at putative proline/hydroxyproline-rich --- AT2G28240 1.03 0.05 0.37 0.720312 0.808661 -7.17
261091_at  protein kinase, putative contains Pf--- AT1G07550 -1.03 -0.04 -0.37 0.720349 0.808661 -7.17
248450_at putative protein contains similarity to--- AT5G51290 -1.03 -0.05 -0.37 0.72035 0.808661 -7.17
266575_at putative chloroplast initiation factor --- AT2G24060 -1.03 -0.05 -0.37 0.720537 0.808831 -7.17
249131_at putative protein contains similarity toAPUM14 AT5G43110 1.03 0.04 0.37 0.72059 0.808851 -7.17
247848_at  resistance protein - like disease res--- AT5G58120 -1.04 -0.05 -0.37 0.720753 0.808995 -7.17
253785_s_a ABC transporter - like protein ABC ATM2 AT4G28620 / 1.03 0.04 0.37 0.720988 0.809218 -7.17
262674_at anter-specific proline-rich -like proteEXL4 AT1G75910 -1.03 -0.05 -0.37 0.72113 0.809338 -7.17
263860_at hypothetical protein predicted by ge--- --- -1.03 -0.04 -0.37 0.721236 0.809417 -7.17
260059_at  trehalose-6-phosphate phosphatasATTPPB AT1G78090 -1.05 -0.08 -0.37 0.721464 0.809633 -7.17
263737_at unknown protein ;supported by full-l--- AT1G60010 -1.04 -0.05 -0.37 0.721501 0.809634 -7.17
250548_at myosin heavy chain-like protein  ; suMBP2C AT5G08120 1.03 0.04 0.37 0.721561 0.809662 -7.17
265686_at hypothetical protein predicted by ge--- AT2G24460 -1.02 -0.04 -0.37 0.721951 0.81006 -7.17
257781_at  spastin protein, putative similar to s--- AT3G27120 -1.02 -0.04 -0.37 0.722237 0.810324 -7.17
249802_at putative protein similar to unknown --- AT5G23770 1.03 0.04 0.37 0.722257 0.810324 -7.17
256650_at hypothetical protein contains similar--- AT3G13620 -1.03 -0.05 -0.37 0.722305 0.810337 -7.17
262864_at  anthocyanidin-3-glucoside rhamnos--- AT1G64920 -1.03 -0.05 -0.37 0.722364 0.810352 -7.17



265756_at putative bZIP transcription factor sim--- AT2G13150 1.02 0.03 0.37 0.722389 0.810352 -7.17
249920_at putative protein various predicted pr--- AT5G19260 -1.08 -0.11 -0.37 0.722532 0.810472 -7.17
246096_at  beta-1,3-glucanase bg4  ;supportedBETAG4 AT5G20330 1.03 0.05 0.37 0.722626 0.810537 -7.17
266124_at putative PREG1-like negative regulacycp3;1 AT2G45080 -1.03 -0.05 -0.37 0.722767 0.810656 -7.17
263455_at hypothetical protein predicted by ge--- AT2G22320 1.05 0.07 0.37 0.722851 0.81071 -7.17
251460_at hypothetical protein SAC9 AT3G59770 1.03 0.04 0.37 0.722906 0.810732 -7.17
247719_at Expressed protein ; supported by fu--- AT5G59305 1.03 0.04 0.37 0.722969 0.810764 -7.17
264252_at  putative GTP-binding protein, SAR ATSARA1AAT1G09180 -1.03 -0.04 -0.37 0.723377 0.811162 -7.17
250098_at putative protein  ;supported by full-le--- AT5G17350 -1.20 -0.26 -0.37 0.723425 0.811162 -7.17
261514_at hypothetical protein predicted by ge--- AT1G71870 -1.04 -0.06 -0.37 0.723432 0.811162 -7.17
251558_at  putative protein  ;supported by full- --- AT3G57810 -1.06 -0.08 -0.37 0.723498 0.811172 -7.17
257397_at hypothetical protein predicted by geRIC6 AT2G20430 1.04 0.06 0.37 0.723511 0.811172 -7.17
260662_at  2-hydroxyisoflavone reductase, put--- AT1G19540 -1.03 -0.05 -0.37 0.723625 0.811219 -7.17
265751_at putative retroelement pol polyprotei --- --- -1.03 -0.04 -0.37 0.723649 0.811219 -7.17
255998_at hypothetical protein contains similar--- AT1G29780 -1.03 -0.04 -0.37 0.723685 0.811219 -7.17
267637_at unknown protein predicted by gensc--- AT2G42190 -1.05 -0.06 -0.37 0.723696 0.811219 -7.17
263273_x_aEn/Spm-like transposon protein rela--- --- -1.03 -0.04 -0.37 0.723782 0.811276 -7.17
257709_at unknown protein similar to negative --- AT3G27325 -1.04 -0.06 -0.37 0.723914 0.811341 -7.17
251128_at  putative protein crp1 protein, Zea m--- AT5G01110 1.02 0.03 0.37 0.723974 0.811341 -7.17
263874_at putative ATP synthase  ;supported b--- AT2G21870 1.04 0.06 0.37 0.723974 0.811341 -7.17
255085_at putative protein several hypothetica --- --- 1.03 0.04 0.37 0.724002 0.811341 -7.17
246529_at serine/threonine-specific protein kin --- AT5G15730 1.07 0.10 0.37 0.724018 0.811341 -7.17
260021_at unknown protein --- AT1G30010 -1.05 -0.07 -0.37 0.724188 0.811491 -7.17
246187_at putative protein AT5G21020--- 1.04 0.06 0.37 0.724361 0.811557 -7.17
253074_at  putative disease resistance protein --- AT4G36140 1.02 0.03 0.37 0.724365 0.811557 -7.17
254942_at  putative protein predicted proteins, --- AT4G10880 1.02 0.03 0.37 0.724383 0.811557 -7.17
247180_at histone H3 --- AT5G65350 / 1.02 0.04 0.37 0.724388 0.811557 -7.17
258096_at hypothetical protein similar to putati --- AT3G23650 -1.03 -0.04 -0.37 0.724459 0.811596 -7.17
255425_s_aputative protein --- AT4G02950 / -1.04 -0.05 -0.37 0.724548 0.811656 -7.17
259561_at hypothetical protein ; supported by cWAK1 AT1G21250 -1.18 -0.23 -0.37 0.724789 0.811886 -7.17
257706_at Expressed protein ; supported by cD--- AT3G12685 -1.05 -0.07 -0.37 0.724884 0.811952 -7.17
244975_at PSII 10KDa phosphoprotein --- --- 1.03 0.05 0.37 0.725028 0.812074 -7.17
248571_at putative protein similar to unknown --- --- 1.02 0.04 0.37 0.725108 0.812121 -7.17
259049_at unknown protein --- AT3G03370 -1.04 -0.05 -0.37 0.725141 0.812121 -7.17
245811_at hypothetical protein similar to putati --- --- -1.03 -0.04 -0.37 0.725351 0.8123 -7.17



257566_x_ahypothetical protein predicted by ge--- --- -1.03 -0.04 -0.37 0.725372 0.8123 -7.17
252819_at putative protein several hypothetica --- --- 1.02 0.03 0.37 0.725507 0.812397 -7.17
260604_at  polyphosphoinositide binding prote --- AT1G55840 -1.04 -0.06 -0.37 0.72553 0.812397 -7.17
251452_at  putative protein male sterility protei --- AT3G60060 -1.02 -0.03 -0.37 0.725893 0.812763 -7.17
266004_at unknown protein predicted by genscALS3 AT2G37330 -1.02 -0.03 -0.37 0.72603 0.81286 -7.17
260516_at unknown protein --- AT1G51450 1.03 0.05 0.37 0.726051 0.81286 -7.17
252816_at putative protein several putative pro--- AT3G42550 -1.02 -0.03 -0.37 0.726113 0.812891 -7.17
249984_at  putative protein rsc43, Dictyostelium--- AT5G18400 -1.06 -0.08 -0.37 0.726167 0.812911 -7.17
249321_at disease resistance protein-like --- AT5G40920 -1.04 -0.06 -0.37 0.726221 0.812922 -7.17
253530_at  putative protein hypothetical protein--- AT4G31530 -1.05 -0.08 -0.37 0.726269 0.812922 -7.17
250439_at 14-3-3 protein GF14lambda (grf6/A GRF6 AT5G10450 1.03 0.04 0.37 0.726284 0.812922 -7.17
263575_at hypothetical protein similar to hypot --- AT2G17070 1.03 0.04 0.36 0.726421 0.813036 -7.17
253157_at  putative protein DNA helicase TPS RecQl3 AT4G35740 1.03 0.05 0.36 0.7267 0.813308 -7.17
246588_at  putative protein predicted protein, A--- AT3G06433 / -1.02 -0.03 -0.36 0.726899 0.813491 -7.17
246672_at putative protein --- --- -1.02 -0.03 -0.36 0.726994 0.813525 -7.17
255970_s_ahypothetical protein predicted by ge--- --- -1.02 -0.04 -0.36 0.727001 0.813525 -7.17
259387_at  histone H3 protein, putative similar --- AT1G13370 1.03 0.04 0.36 0.727063 0.813555 -7.17
256354_at  dormancy related protein, putative --- AT1G54870 -1.04 -0.05 -0.36 0.727158 0.813574 -7.17
263176_at  UDP-glucose:indole-3-acetate betaUGT75B2 AT1G05530 1.03 0.04 0.36 0.727162 0.813574 -7.17
249851_at MADS-box transcription factor-like pTT16 AT5G23260 -1.02 -0.03 -0.36 0.727187 0.813574 -7.17
254468_at  UDP-glucose 4-epimerase - like pro--- AT4G20460 -1.03 -0.04 -0.36 0.727235 0.813587 -7.17
244974_at PSII low MW protein --- --- -1.03 -0.04 -0.36 0.727426 0.813758 -7.17
257159_at  protein kinase, putative similar to p --- AT3G24400 -1.05 -0.06 -0.36 0.727459 0.813758 -7.17
252989_at  putative pectinesterase pectinestersks9 AT4G38420 1.13 0.17 0.36 0.727571 0.813843 -7.17
257519_at unknown protein --- AT3G01210 -1.03 -0.05 -0.36 0.728004 0.814288 -7.17
AFFX-ThrX- B. subtilis /GEN=thrC, thrB /DB_XR--- --- 1.07 0.09 0.36 0.72812 0.814377 -7.17
254687_at cytochrome P450 monooxygenase CYP83A1 AT4G13770 / -1.04 -0.06 -0.36 0.72841 0.814662 -7.17
250030_at putative protein contains similarity toATAPRL7 AT5G18120 1.03 0.04 0.36 0.728495 0.814717 -7.17
260481_at ferredoxin precusor isolog  ;support ATFD1 AT1G10960 -1.05 -0.07 -0.36 0.728601 0.814796 -7.17
253771_at hypothetical protein  ;supported by f--- AT4G28430 -1.03 -0.05 -0.36 0.728769 0.814944 -7.17
247499_at predicted protein --- AT5G61865 1.03 0.04 0.36 0.72888 0.815028 -7.17
257931_at hypothetical protein predicted by ge--- AT3G17030 1.03 0.04 0.36 0.728988 0.815109 -7.18
248851_s_adisease resistance protein-like  ; su --- AT5G46260 / 1.03 0.04 0.36 0.729132 0.81523 -7.18
258130_at unknown protein --- AT3G24510 1.03 0.04 0.36 0.729263 0.815324 -7.18
255311_at putative protein --- --- -1.03 -0.04 -0.36 0.729288 0.815324 -7.18



264161_at  antigen receptor, putative similar to--- AT1G65420 1.03 0.04 0.36 0.729387 0.815347 -7.18
265368_at hypothetical protein identical to hyp --- AT2G13350 -1.04 -0.06 -0.36 0.729405 0.815347 -7.18
261908_at stig1-like protein similar to Stig1 GB--- AT1G50650 -1.03 -0.05 -0.36 0.729442 0.815347 -7.18
256378_at  receptor protein kinase, putative co--- AT1G66830 1.03 0.04 0.36 0.729465 0.815347 -7.18
258305_at hypothetical protein predicted by ge--- --- -1.02 -0.03 -0.36 0.729487 0.815347 -7.18
255071_at  putative protein putative chloroplas --- AT4G09040 1.03 0.04 0.36 0.729588 0.81542 -7.18
260629_at unknown protein --- AT1G62330 -1.03 -0.05 -0.36 0.729641 0.815437 -7.18
260956_at salt-tolerance protein identical to saSTO AT1G06040 -1.03 -0.04 -0.36 0.729675 0.815437 -7.18
262462_at hypothetical protein predicted by ge--- AT1G50350 1.03 0.04 0.36 0.729766 0.815497 -7.18
265800_at similar to ch-TOG protein from HomMOR1 AT2G35630 1.03 0.04 0.36 0.7298 0.815497 -7.18
254420_at hypothetical protein --- AT4G21500 -1.04 -0.05 -0.36 0.730006 0.815687 -7.18
252078_at  putative protein brassinosteroid-insIMK2 AT3G51740 -1.02 -0.03 -0.36 0.730077 0.815727 -7.18
254813_at  putative transcription factor myb-re MYB42 AT4G12350 -1.02 -0.03 -0.36 0.730226 0.815853 -7.18
252668_at hypothetical protein --- AT3G44210 -1.02 -0.03 -0.36 0.730315 0.815912 -7.18
266852_at hypothetical protein predicted by ge--- AT2G26810 1.03 0.04 0.36 0.73039 0.815956 -7.18
253267_at  putative protein TEB4 protein, Hom--- AT4G34100 -1.03 -0.05 -0.36 0.730496 0.816035 -7.18
264564_at hypothetical protein predicted by ge--- AT1G05290 1.02 0.03 0.36 0.730639 0.816155 -7.18
250046_at  putative protein predicted proteins, --- AT5G17720 -1.03 -0.04 -0.36 0.730779 0.816271 -7.18
257909_at Expressed protein ; supported by fu--- AT3G25480 -1.04 -0.05 -0.36 0.730937 0.816374 -7.18
266305_at putative DNA polymerase epsilon caTIL2 AT2G27120 -1.03 -0.04 -0.36 0.730943 0.816374 -7.18
250142_at  polygalacturonase - like protein pol --- AT5G14650 1.06 0.09 0.36 0.730996 0.816393 -7.18
246381_at hypothetical protein --- --- 1.05 0.07 0.36 0.731406 0.816812 -7.18
245872_at hypothetical protein contains similar--- AT1G26300 -1.03 -0.04 -0.36 0.731481 0.816853 -7.18
257554_at  synaptobrevin, putative similar to SVAMP728 AT3G24890 1.03 0.04 0.36 0.731545 0.816853 -7.18
260869_at  stearoyl acyl carrier protein desatur--- AT1G43800 -1.02 -0.03 -0.36 0.73155 0.816853 -7.18
253108_at  putative bZIP transcription factor D FD AT4G35900 -1.05 -0.08 -0.36 0.731666 0.816932 -7.18
251213_at putative protein hypothetical protein--- --- -1.03 -0.04 -0.36 0.731693 0.816932 -7.18
265505_at putative RING zinc finger protein --- AT2G15530 -1.03 -0.04 -0.36 0.731811 0.817024 -7.18
252493_at hypothetical protein --- AT3G46750 1.04 0.05 0.36 0.732075 0.817278 -7.18
261523_at  protein tyrosine phosphatase ident PTP1 AT1G71860 -1.03 -0.04 -0.36 0.73212 0.817289 -7.18
261082_at unknown protein ; supported by cDN--- AT1G07360 -1.02 -0.03 -0.36 0.732292 0.817403 -7.18
247387_at unknown protein --- AT5G63460 -1.03 -0.04 -0.36 0.732294 0.817403 -7.18
266727_at putative calmodulin emb1579 AT2G03150 1.03 0.05 0.36 0.732336 0.81741 -7.18
261239_at  Avr9 elicitor response protein, puta --- AT1G32930 1.03 0.04 0.36 0.732373 0.817411 -7.18
265278_at hypothetical protein predicted by ge--- AT2G28330 -1.04 -0.05 -0.36 0.732418 0.817421 -7.18



265354_at actin depolymerizing factor 5  ;suppADF5 AT2G16700 -1.07 -0.09 -0.36 0.732548 0.817527 -7.18
263890_at putative auxin-induced protein --- AT2G37030 1.04 0.06 0.36 0.732602 0.817546 -7.18
251121_at putative protein  ; supported by cDNAGG1 AT3G63420 1.04 0.06 0.36 0.733045 0.818 -7.18
256031_at  choline kinase (GmCK2p), putative --- AT1G34100 -1.03 -0.04 -0.36 0.733161 0.818091 -7.18
255800_at  putative protein transposase, Ipom --- AT4G10200 1.02 0.04 0.36 0.733215 0.81811 -7.18
261619_x_ahypothetical protein --- --- -1.03 -0.04 -0.36 0.733305 0.81817 -7.18
249549_at  lipid transfer - like protein lipid trans--- AT5G38180 -1.03 -0.04 -0.36 0.733357 0.818188 -7.18
252857_at  putative protein various predicted p--- AT4G39756 1.03 0.04 0.36 0.733447 0.818215 -7.18
246332_at  putative protein phosphatidylcholin --- AT3G44830 1.04 0.05 0.36 0.733452 0.818215 -7.18
253810_at  putative NADH dehydrogenase NANDB1 AT4G28220 -1.08 -0.10 -0.35 0.733602 0.818342 -7.18
252955_at multiubiquitin chain binding protein RPN10 AT4G38630 -1.02 -0.03 -0.35 0.733748 0.818448 -7.18
267047_at putative selenium-binding protein --- AT2G34370 -1.03 -0.04 -0.35 0.733768 0.818448 -7.18
251765_at putative protein --- --- 1.03 0.04 0.35 0.733817 0.818462 -7.18
254465_at  tapetum-specific A3 like protein Ara--- AT4G20420 -1.03 -0.05 -0.35 0.733927 0.818545 -7.18
245451_at disease resistance RPP5 like proteiSNC1 AT4G16890 1.02 0.03 0.35 0.734055 0.818647 -7.18
255069_s_a Met2-type cytosine DNA-methyltran--- AT4G08990 / -1.05 -0.06 -0.35 0.734092 0.818648 -7.18
262100_s_ahypothetical protein similar to hypot --- AT1G59550 / 1.04 0.05 0.35 0.73422 0.818751 -7.18
258782_at putative dihydroneopterin aldolase s--- AT3G11750 -1.04 -0.06 -0.35 0.734378 0.81886 -7.18
251715_at  putative protein putative WRKY-typ--- AT3G56390 -1.02 -0.03 -0.35 0.734389 0.81886 -7.18
257957_at  wall-associated serine/threonine kin--- AT3G25490 -1.04 -0.06 -0.35 0.734669 0.819131 -7.18
267234_x_aputative protein kinase contains a p --- AT2G43930 1.03 0.04 0.35 0.734916 0.819368 -7.18
247589_at REVOLUTA or interfascicular fiberleREV AT5G60690 1.03 0.04 0.35 0.735114 0.819548 -7.18
263025_at  reverse transcriptase, putative simi --- --- -1.03 -0.04 -0.35 0.735202 0.819606 -7.18
261147_at unknown protein ;supported by full-l--- AT1G19690 -1.05 -0.07 -0.35 0.73526 0.81963 -7.18
263192_at  hypothetical protein putative acetyl ACC1 AT1G36160 -1.04 -0.06 -0.35 0.735343 0.81966 -7.18
252578_at  putative protein Ariadne protein (AR--- AT3G45480 1.02 0.04 0.35 0.735358 0.81966 -7.18
253801_at hypothetical protein --- AT4G28170 -1.03 -0.04 -0.35 0.735411 0.819678 -7.18
261875_at  receptor-like protein kinase, putativ--- AT1G50610 1.03 0.04 0.35 0.73545 0.819682 -7.18
245523_at drought-induced protein like ATDI21 AT4G15910 -1.04 -0.06 -0.35 0.735527 0.819728 -7.18
260721_at hypothetical protein predicted by ge--- AT1G48060 1.03 0.04 0.35 0.735868 0.820068 -7.18
266404_at hypothetical protein predicted by ge--- AT2G38590 1.03 0.04 0.35 0.73607 0.820234 -7.18
264655_at  unknown protein Similar to Glycine SRC2 AT1G09070 1.06 0.09 0.35 0.736089 0.820234 -7.18
258748_at germin-like protein similar to germinGLP8 AT3G05930 -1.03 -0.05 -0.35 0.736179 0.820287 -7.18
258411_at hypothetical protein predicted by ge--- AT3G17280 1.03 0.04 0.35 0.736209 0.820287 -7.18
245561_at indole-3-acetate beta-glucosyltransfUGT84A4 AT4G15500 1.04 0.05 0.35 0.736314 0.820365 -7.18



263454_at putative cysteine proteinase --- AT2G22160 1.03 0.04 0.35 0.736363 0.820379 -7.18
251179_at  putative protein ABP130 protein, H --- AT3G63460 -1.02 -0.03 -0.35 0.736429 0.820403 -7.18
254058_at  putative protein cylicin II - human, P--- AT4G25210 -1.03 -0.05 -0.35 0.736457 0.820403 -7.18
245733_at hypothetical protein predicted by ge--- AT1G73380 -1.04 -0.06 -0.35 0.736524 0.820438 -7.18
249415_at  promoter-binding protein like ascor CDF2 AT5G39660 1.05 0.07 0.35 0.736647 0.820535 -7.18
246365_at hypothetical protein --- --- -1.03 -0.04 -0.35 0.736875 0.820749 -7.18
260456_at hypothetical protein --- AT1G72490 -1.03 -0.05 -0.35 0.736946 0.820783 -7.18
247235_at putative protein contains similarity to--- AT5G64580 1.05 0.07 0.35 0.736977 0.820783 -7.18
246106_at  receptor-like protein kinase precurs--- AT5G28680 -1.02 -0.03 -0.35 0.737238 0.821034 -7.18
266063_at putative SNF2/RAD54 family DNA rCHR8 AT2G18760 1.03 0.04 0.35 0.737412 0.821187 -7.18
257366_s_aunknown protein --- AT2G03040 / 1.03 0.04 0.35 0.737526 0.821273 -7.18
254411_at hypothetical protein --- --- -1.03 -0.04 -0.35 0.737602 0.821299 -7.18
259099_at unknown protein similar to GB:AAB --- AT3G05010 1.03 0.04 0.35 0.737621 0.821299 -7.18
254199_at  putative protein Ste-20 related kina--- AT4G24100 -1.03 -0.04 -0.35 0.737685 0.821306 -7.18
260097_at putative transporter similar to organAtOCT1 AT1G73220 -1.18 -0.23 -0.35 0.737709 0.821306 -7.18
261643_at hypothetical protein similar to hypot TAF4B AT1G27720 -1.04 -0.06 -0.35 0.737735 0.821306 -7.18
259540_at  nodule inception protein, putative s --- AT1G20640 -1.05 -0.07 -0.35 0.737777 0.821313 -7.18
257582_at hypothetical protein --- AT1G50720 -1.02 -0.03 -0.35 0.738096 0.821627 -7.18
248464_at putative protein similar to unknown --- AT5G51160 -1.04 -0.06 -0.35 0.738132 0.821627 -7.18
259111_at alpha subunit of F-actin capping pro--- AT3G05520 -1.04 -0.05 -0.35 0.738237 0.821685 -7.18
260194_at hypothetical protein similar to hypot --- AT1G67530 1.05 0.07 0.35 0.738278 0.821685 -7.18
261976_at hypothetical protein predicted by ge--- --- 1.03 0.04 0.35 0.738311 0.821685 -7.18
255274_at  putative protein various predicted p--- --- 1.03 0.05 0.35 0.738328 0.821685 -7.18
245784_at hypothetical protein similar to hypot --- AT1G32190 -1.03 -0.04 -0.35 0.738373 0.821695 -7.18
266798_at putative embryo-abundant protein cAtbZIP6 AT2G22850 -1.06 -0.08 -0.35 0.738671 0.821976 -7.18
261646_at putative lipase similar to hypothetica--- AT1G27690 1.03 0.04 0.35 0.738698 0.821976 -7.18
249737_at putative protein similar to unknown --- AT5G24480 -1.03 -0.04 -0.35 0.738757 0.822003 -7.18
266762_at putative alcohol dehydrogenase --- AT2G47120 -1.02 -0.03 -0.35 0.738796 0.822005 -7.18
251572_at  pelota-like protein pelota PEL1 - Ar--- AT3G58390 -1.03 -0.04 -0.35 0.738886 0.822066 -7.18
262663_at hypothetical protein identical to hyp --- AT1G13940 1.03 0.04 0.35 0.73906 0.822219 -7.18
246386_at  beta-galactosidase, putative similarBGAL16 AT1G77410 -1.04 -0.05 -0.35 0.739127 0.822254 -7.18
265749_at putative retroelement pol polyprotei --- --- -1.03 -0.04 -0.35 0.739308 0.822415 -7.18
265248_at unknown protein  ; supported by cDPIF4 AT2G43010 1.05 0.07 0.35 0.739624 0.822726 -7.18
257807_at  glyceraldehyde 3-phosphate dehydGAPA AT3G26650 -1.02 -0.04 -0.35 0.739817 0.822859 -7.18
248481_at putative protein similar to unknown --- AT5G50930 1.03 0.04 0.35 0.739862 0.822859 -7.18



256244_at  sulphate transporter, putative similaSULTR4;2 AT3G12520 -1.03 -0.04 -0.35 0.739875 0.822859 -7.18
251043_s_a putative protein various predicted p--- AT5G02330 / -1.03 -0.04 -0.35 0.739905 0.822859 -7.18
267109_at hypothetical protein predicted by ge--- AT2G14810 -1.03 -0.04 -0.35 0.739924 0.822859 -7.18
AFFX-Athal-Arabidopsis thaliana /REF=U37281 ACT7 --- 1.03 0.04 0.35 0.740009 0.822913 -7.18
246403_at  pectinacetylesterase precursor, put--- AT1G57590 1.04 0.06 0.35 0.740087 0.822961 -7.18
255649_at contains region of similarity to mous--- AT4G00920 1.03 0.04 0.35 0.740252 0.823104 -7.18
252961_at  putative protein KIAA0169 gene, H --- AT4G38760 -1.03 -0.05 -0.35 0.740302 0.823119 -7.18
248944_at putative protein similar to unknown --- AT5G45500 1.04 0.05 0.35 0.740395 0.823166 -7.18
247751_at putative protein --- AT5G59050 1.06 0.08 0.35 0.740416 0.823166 -7.18
263460_at putative acetolactate synthase --- AT2G31810 -1.04 -0.05 -0.35 0.740586 0.823315 -7.18
252774_at  putative protein predicted proteins, --- --- -1.03 -0.05 -0.34 0.740642 0.823337 -7.18
259903_at unknown protein --- AT1G74160 -1.05 -0.07 -0.34 0.740789 0.823429 -7.18
260495_at unknown protein similar to T11A07. --- AT2G41810 -1.04 -0.06 -0.34 0.740848 0.823429 -7.18
251435_at putative protein hypothetical protein--- --- 1.03 0.04 0.34 0.740865 0.823429 -7.18
254562_at  cytochrome P450 cytochrome P450CYP707A1 AT4G19230 -1.07 -0.09 -0.34 0.740869 0.823429 -7.18
264596_at unknown protein similar to polygala --- AT1G04625 1.03 0.05 0.34 0.740948 0.823476 -7.18
260269_at putative disease resistance protein --- AT1G63740 -1.03 -0.05 -0.34 0.741121 0.823628 -7.18
252702_at  putative protein predicted proteins, --- --- -1.02 -0.03 -0.34 0.741285 0.823771 -7.18
245862_at putative protein --- AT5G01010 -1.03 -0.04 -0.34 0.741354 0.823802 -7.18
255893_at  threonyl-tRNA synthetase, putative --- AT1G17960 -1.05 -0.07 -0.34 0.741385 0.823802 -7.18
257576_at hypothetical protein predicted by ge--- AT3G28280 1.03 0.04 0.34 0.741492 0.823844 -7.18
252555_at  putative protein alpha-xylosidase, A--- AT3G45940 -1.02 -0.03 -0.34 0.741525 0.823844 -7.18
249261_at putative protein similar to unknown --- --- -1.04 -0.05 -0.34 0.741532 0.823844 -7.18
258739_s_aunknown protein similar to hypothet --- AT1G54300 / -1.02 -0.03 -0.34 0.741709 0.823996 -7.18
251604_at  putative protein 60S RIBOSOMAL --- AT3G57820 -1.02 -0.03 -0.34 0.741748 0.823996 -7.18
259235_at hypothetical protein predicted by ge--- AT3G11600 1.07 0.10 0.34 0.741801 0.823996 -7.18
261941_at hypothetical protein contains similar--- AT1G22490 1.07 0.09 0.34 0.741847 0.823996 -7.18
259385_at hypothetical protein predicted by ge--- AT1G13470 -1.22 -0.28 -0.34 0.741849 0.823996 -7.18
248595_at drought-induced protein Di19-like prHRB1 AT5G49230 -1.03 -0.04 -0.34 0.741934 0.824002 -7.18
256925_at hypothetical protein predicted by ge--- --- -1.02 -0.03 -0.34 0.741958 0.824002 -7.18
249661_x_aputative protein similar to unknown --- --- -1.03 -0.04 -0.34 0.741963 0.824002 -7.18
263991_at putative retroelement pol polyprotei --- --- -1.04 -0.05 -0.34 0.742105 0.824119 -7.18
248038_at unknown protein --- AT5G55980 -1.03 -0.04 -0.34 0.742168 0.824149 -7.18
248764_at putative protein contains similarity toNF-YB2 AT5G47640 -1.04 -0.05 -0.34 0.742371 0.824334 -7.18
246404_at hypothetical protein contains similar--- AT1G57600 -1.02 -0.04 -0.34 0.742461 0.824394 -7.18



265559_at putative glycine-rich protein --- AT2G05530 1.03 0.05 0.34 0.742539 0.824404 -7.18
254685_at  SAUR-AC - like protein (small auxin--- AT4G13790 -1.07 -0.10 -0.34 0.742566 0.824404 -7.18
259217_at  unknown protein similar to F16N3.2--- AT3G03620 1.03 0.04 0.34 0.742597 0.824404 -7.18
254554_at hypothetical protein --- AT4G19550 1.03 0.04 0.34 0.742614 0.824404 -7.18
247022_at unknown protein --- AT5G67050 -1.02 -0.04 -0.34 0.742696 0.824455 -7.18
259778_at hypothetical protein predicted by ge--- AT1G29610 -1.02 -0.04 -0.34 0.74298 0.824729 -7.18
265642_at putative nitrilase  ;supported by full-NLP1 AT2G27450 1.04 0.05 0.34 0.743129 0.824855 -7.18
256963_at  lysyl-tRNA synthetase, putative simOVA5 AT3G13490 -1.04 -0.06 -0.34 0.743179 0.82487 -7.18
266393_at late embryogenesis abundant M17 M17 AT2G41260 1.02 0.03 0.34 0.743364 0.825036 -7.18
247993_at putative protein similar to unknown --- AT5G56130 -1.03 -0.05 -0.34 0.743693 0.825343 -7.18
265196_at hypothetical protein predicted by geSWC2 AT2G36740 1.04 0.05 0.34 0.743713 0.825343 -7.18
251588_at putative protein several putative pro--- AT3G58090 1.03 0.05 0.34 0.74383 0.825432 -7.18
247522_at putative protein  ; supported by cDN--- AT5G61340 -1.04 -0.05 -0.34 0.743937 0.825462 -7.18
267050_at putative RNA-binding protein  ; supp--- AT2G41060 -1.03 -0.04 -0.34 0.743971 0.825462 -7.18
253378_at hypothetical protein --- AT4G33310 -1.02 -0.03 -0.34 0.743974 0.825462 -7.18
257053_at ethylene responsive element bindin ERF4 AT3G15210 1.10 0.13 0.34 0.744001 0.825462 -7.18
248354_at putative protein contains similarity to--- AT5G52330 -1.03 -0.04 -0.34 0.744145 0.825582 -7.18
256851_at hypothetical protein predicted by ge--- AT3G27930 1.02 0.03 0.34 0.744348 0.825766 -7.18
262851_at putative RNA helicase Contains DE--- AT1G20920 1.03 0.05 0.34 0.744414 0.825799 -7.18
251806_at zinc finger protein OBP3  ; supporteOBP3 AT3G55370 -1.02 -0.04 -0.34 0.744473 0.825824 -7.18
264617_at unknown protein --- AT2G17660 -1.05 -0.08 -0.34 0.744556 0.825876 -7.18
248545_at cysteine proteinase similar to cystei --- AT5G50260 -1.03 -0.04 -0.34 0.744633 0.825916 -7.18
251625_at  beta-1,3-glucanase 2 (BG2) (PR-2)BGL2 AT3G57260 1.40 0.49 0.34 0.744664 0.825916 -7.18
264502_at  putative 12-oxophytodienoate redu --- AT1G09400 -1.03 -0.05 -0.34 0.744741 0.825943 -7.18
245177_at  annexin-like protein genmodel supp--- AT5G12380 -1.03 -0.04 -0.34 0.744761 0.825943 -7.18
261577_at  ribonucleoprotein, putative similar t --- AT1G01080 -1.04 -0.06 -0.34 0.744891 0.825984 -7.18
266646_at unknown protein  ;supported by full-ATPH1 AT2G29700 -1.03 -0.04 -0.34 0.744896 0.825984 -7.18
255024_at hypothetical protein --- AT4G09860 -1.02 -0.03 -0.34 0.744906 0.825984 -7.18
266085_at hypothetical protein --- AT2G37800 1.03 0.05 0.34 0.745 0.82602 -7.18
265944_at putative SET-domain transcriptiona ASHR2 AT2G19640 1.03 0.05 0.34 0.745011 0.82602 -7.18
256550_at  En/Spm-like transposon protein, pu--- --- -1.02 -0.03 -0.34 0.745323 0.826325 -7.18
252821_at putative protein  ;supported by full-le--- AT4G39860 -1.07 -0.10 -0.34 0.745447 0.826422 -7.18
245282_at hypothetical protein ; supported by c--- AT4G14990 1.04 0.05 0.34 0.745535 0.82648 -7.18
248617_at putative protein similar to unknown --- AT5G49590 -1.02 -0.03 -0.34 0.745623 0.826537 -7.18
258710_s_aputative coatomer zeta subunit (zeta--- AT3G09800 / -1.02 -0.03 -0.34 0.745818 0.826659 -7.18



246592_at  putative protein predicted protein, A--- AT5G14890 1.03 0.05 0.34 0.745834 0.826659 -7.18
263481_at predicted protein --- AT2G04025 -1.02 -0.03 -0.34 0.745866 0.826659 -7.18
255075_at  putative protein RING-H2 zinc finge--- AT4G09110 -1.02 -0.03 -0.34 0.745936 0.826659 -7.18
258307_x_a hypothetical protein predicted by ge--- --- 1.03 0.04 0.34 0.745964 0.826659 -7.18
259262_at unknown protein similar to nifU-like ISU2 AT3G01020 -1.02 -0.03 -0.34 0.74599 0.826659 -7.18
261889_at unknown protein --- AT1G80810 -1.03 -0.04 -0.34 0.746001 0.826659 -7.18
249814_at putative protein similar to unknown --- AT5G23840 -1.02 -0.03 -0.34 0.746023 0.826659 -7.18
246781_at  sugar transporter-like protein putatiSFP1 AT5G27350 -1.06 -0.09 -0.34 0.746224 0.826842 -7.18
259926_at putative DNA-3-methyladenine glyc --- AT1G75090 1.02 0.03 0.34 0.746334 0.826924 -7.18
259502_at unknown protein ; supported by cDN--- AT1G15670 -1.06 -0.08 -0.34 0.746565 0.82714 -7.18
266138_at unknown protein  ; supported by full--- AT2G28060 1.03 0.04 0.34 0.746653 0.827197 -7.18
261859_at  E2, ubiquitin-conjugating enzyme, UBC20 AT1G50490 1.03 0.05 0.34 0.746705 0.827214 -7.18
265410_at putative protein kinase contains a p --- AT2G16620 -1.02 -0.04 -0.34 0.746776 0.827253 -7.18
249021_at putative protein similar to unknown --- AT5G44820 1.05 0.06 0.34 0.746844 0.827287 -7.18
249978_at putative protein --- AT5G18850 1.03 0.04 0.34 0.74724 0.827686 -7.18
266395_at  3-isopropylmalate dehydratase, sm--- AT2G43100 -1.08 -0.10 -0.34 0.747418 0.827829 -7.19
247796_at Expressed protein ;supported by cD--- AT5G58782 1.03 0.04 0.34 0.747441 0.827829 -7.19
246710_at  putative protein predicted proteins, --- --- 1.02 0.03 0.34 0.747547 0.827906 -7.19
256212_at hypothetical protein --- AT1G50970 -1.03 -0.04 -0.34 0.74771 0.828046 -7.19
247358_at flavonol synthase FLS2 AT5G63580 1.03 0.05 0.33 0.747907 0.828224 -7.19
255648_at coded for by A. thaliana cDNA T207--- AT4G00910 -1.02 -0.03 -0.33 0.748191 0.828498 -7.19
265268_at putative protein kinase contains a p --- AT2G42960 -1.03 -0.04 -0.33 0.748619 0.828933 -7.19
265320_at unknown protein predicted by gensc--- AT2G18320 1.03 0.04 0.33 0.748711 0.828985 -7.19
253450_at  putative protein MUS308 gene, Dro--- AT4G32700 1.02 0.03 0.33 0.748756 0.828985 -7.19
255196_x_asee GB:AF058826 --- --- -1.02 -0.04 -0.33 0.748801 0.828985 -7.19
259731_at unknown protein similar to unknown--- AT1G77460 1.06 0.09 0.33 0.748812 0.828985 -7.19
257278_at hypothetical protein predicted by ge--- AT3G14480 -1.04 -0.05 -0.33 0.748899 0.82904 -7.19
262551_at putative heat shock transcription facRUB1 AT1G31340 1.04 0.05 0.33 0.749367 0.829519 -7.19
261079_s_atranscription factor IIA large subunit --- AT1G07470 / 1.03 0.04 0.33 0.7496 0.829736 -7.19
267067_at unknown protein --- AT2G41020 1.04 0.05 0.33 0.749685 0.829782 -7.19
249260_at Pto kinase interactor 1-like protein --- AT5G41680 -1.03 -0.04 -0.33 0.749714 0.829782 -7.19
252564_at actin depolymerizing factor 1 (ADF1ADF1 AT3G46010 1.03 0.04 0.33 0.75011 0.830171 -7.19
263596_at putative inositol polyphosphate-5-ph--- AT2G01900 -1.02 -0.03 -0.33 0.750147 0.830171 -7.19
259333_at putative auxin-independent growth EDA30 AT3G03810 -1.03 -0.04 -0.33 0.750175 0.830171 -7.19
249348_at unknown protein --- AT5G40860 -1.03 -0.05 -0.33 0.750217 0.830178 -7.19



248227_at ABA-inducible protein-like  ;support --- AT5G53820 -1.03 -0.04 -0.33 0.750278 0.830205 -7.19
253179_at  putative protein various predicted p--- AT4G35200 1.02 0.03 0.33 0.750366 0.830254 -7.19
249053_at berberine bridge enzyme-like protei --- AT5G44440 -1.03 -0.04 -0.33 0.750395 0.830254 -7.19
254397_at  gibberellin 3 beta-hydroxylase - likeGA3OX3 AT4G21690 -1.05 -0.07 -0.33 0.750628 0.830471 -7.19
245073_at putative glucosyltransferase --- AT2G23210 -1.03 -0.04 -0.33 0.750708 0.830519 -7.19
252846_at putative protein several pectin meth--- AT3G42160 -1.02 -0.03 -0.33 0.750747 0.830522 -7.19
263762_at putative kinesin heavy chain  ; supp--- AT2G21380 -1.04 -0.06 -0.33 0.750832 0.830576 -7.19
252812_at putative protein hypothetical protein--- --- 1.02 0.03 0.33 0.750975 0.830683 -7.19
254772_at  extensin-like protein extensin class --- AT4G13390 1.02 0.03 0.33 0.751002 0.830683 -7.19
263784_at Expressed protein ; supported by fu--- AT2G46375 1.03 0.04 0.33 0.751226 0.830871 -7.19
263040_at conserved hypothetical protein pred--- AT1G23300 -1.03 -0.04 -0.33 0.751244 0.830871 -7.19
249203_at cytochrome P450 CYP71A16 AT5G42590 1.03 0.04 0.33 0.751302 0.830894 -7.19
248086_at putative protein similar to unknown GEX1 AT5G55490 1.02 0.03 0.33 0.751341 0.830898 -7.19
261622_at hypothetical protein predicted by ge--- AT1G01970 -1.03 -0.04 -0.33 0.751399 0.830921 -7.19
253064_at  bZIP transcription factor - like proteAtbZIP7 AT4G37730 -1.03 -0.04 -0.33 0.751514 0.831008 -7.19
255700_at putative transcription factor similar t --- AT4G00200 -1.05 -0.07 -0.33 0.751717 0.831192 -7.19
255002_at  AIG1-like protein AIG1 - Arabidops --- AT4G09940 -1.03 -0.04 -0.33 0.751851 0.8313 -7.19
260265_at hypothetical protein similar to hypot LBD42 AT1G68510 -1.03 -0.04 -0.33 0.752027 0.831455 -7.19
254729_at  putative protein purple acid phosphPAP23 AT4G13700 -1.03 -0.04 -0.33 0.752206 0.831612 -7.19
254807_at putative protein --- AT4G12700 1.04 0.05 0.33 0.752322 0.8317 -7.19
258499_at putative RAD23 similar to RAD23 p RAD23-3 AT3G02540 1.03 0.04 0.33 0.752362 0.831704 -7.19
263343_at putative replication protein A1 --- --- 1.02 0.03 0.33 0.752441 0.831738 -7.19
252072_at  putative protein protein kinase PK1--- AT3G51710 1.03 0.04 0.33 0.752466 0.831738 -7.19
252397_at hypothetical protein --- AT3G47980 -1.04 -0.06 -0.33 0.752785 0.832051 -7.19
251747_at  putative protein various predicted p--- AT3G55670 -1.02 -0.03 -0.33 0.752856 0.832058 -7.19
245696_at phytochrome kinase substrate 1 - likPKS4 AT5G04190 1.08 0.11 0.33 0.752865 0.832058 -7.19
263527_at putative thaumatin-like pathogenesi --- AT2G24810 -1.04 -0.06 -0.33 0.752998 0.832165 -7.19
249809_at unknown protein --- AT5G23910 -1.02 -0.03 -0.33 0.753145 0.832287 -7.19
260517_at unknown protein SPP1 AT1G51420 -1.02 -0.03 -0.33 0.753276 0.832391 -7.19
247561_at putative protein --- AT5G61110 -1.02 -0.03 -0.33 0.753338 0.832391 -7.19
248707_at putative protein similar to unknown --- AT5G48550 1.03 0.04 0.33 0.753348 0.832391 -7.19
251081_at  putative protein kinase wall-associa--- AT5G02070 -1.04 -0.05 -0.33 0.753417 0.832427 -7.19
250759_at unknown protein --- AT5G06020 -1.02 -0.03 -0.33 0.753566 0.832514 -7.19
247451_at MYB99  ; supported by cDNA: gi_15ATMYB99 AT5G62320 -1.03 -0.04 -0.33 0.753569 0.832514 -7.19
261993_at unknown protein --- AT1G33860 -1.03 -0.04 -0.33 0.753639 0.83255 -7.19



263041_at putative alliinase similar to alliinase TAR1 AT1G23320 -1.03 -0.04 -0.33 0.753824 0.832708 -7.19
254735_at  putative disease resistance protein AtRLP47 AT4G13810 1.03 0.04 0.33 0.753866 0.832708 -7.19
257907_at  hemolysin, putative similar to hemo--- AT3G25470 1.02 0.03 0.33 0.753891 0.832708 -7.19
264969_at hypothetical protein contains similar--- AT1G67320 1.06 0.09 0.33 0.754045 0.832838 -7.19
244960_at ribosomal protein L32 --- --- -1.06 -0.09 -0.33 0.754245 0.833019 -7.19
253484_at Transcription factor II homolog  ;supTAFII15 AT4G31720 -1.02 -0.03 -0.33 0.754364 0.83311 -7.19
266586_s_aputative protein --- --- -1.02 -0.03 -0.33 0.754634 0.833367 -7.19
250333_at  membrane translocase - like protei TIM17-3 AT5G11690 1.05 0.07 0.33 0.754831 0.833544 -7.19
245507_at hypothetical protein --- AT4G15710 -1.04 -0.05 -0.33 0.754959 0.833645 -7.19
257034_at hypothetical protein predicted by ge--- AT3G19184 -1.02 -0.03 -0.32 0.755122 0.833786 -7.19
249496_s_aputative protein predicted proteins - --- AT5G39140 / -1.03 -0.04 -0.32 0.755167 0.833794 -7.19
254677_at chloroplast protein cs/ch-42 --- AT4G18490 -1.03 -0.04 -0.32 0.755233 0.833827 -7.19
257595_at hypothetical protein predicted by ge--- AT3G24750 -1.02 -0.04 -0.32 0.75544 0.834015 -7.19
246869_at  putative protein various predicted p--- --- -1.02 -0.03 -0.32 0.755617 0.83417 -7.19
251574_at  putative protein GLUCAN ENDO-1 PDCB5 AT3G58100 -1.03 -0.04 -0.32 0.755745 0.834271 -7.19
254651_at  potassium channel - like protein kc KCO6 AT4G18160 -1.03 -0.05 -0.32 0.755814 0.834306 -7.19
252767_at  ring-box protein-like ring-box protei --- AT3G42830 1.03 0.04 0.32 0.756161 0.83465 -7.19
266190_at unknown protein --- AT2G38840 -1.02 -0.04 -0.32 0.756296 0.834735 -7.19
247116_at Mlo protein-like ; supported by cDNAMLO10 AT5G65970 -1.03 -0.04 -0.32 0.756387 0.834735 -7.19
264244_at  pantothenate kinase, putative simil ATPANK1 AT1G60440 1.03 0.04 0.32 0.756401 0.834735 -7.19
249618_at  putative protein predicted proteins, --- AT5G37490 1.18 0.24 0.32 0.756413 0.834735 -7.19
264554_at  putative cinnamyl alcohol dehydrog--- AT1G09510 1.03 0.05 0.32 0.756449 0.834735 -7.19
248291_at putative protein similar to unknown --- AT5G53020 -1.03 -0.04 -0.32 0.756458 0.834735 -7.19
250076_at putative protein; similar to unknown --- AT5G16660 1.03 0.04 0.32 0.756532 0.834746 -7.19
266784_at putative receptor-like protein kinase--- AT2G28960 -1.02 -0.03 -0.32 0.756541 0.834746 -7.19
AFFX-PheX B. subtilis /GEN=pheA /DB_XREF= --- --- -1.06 -0.08 -0.32 0.756719 0.834902 -7.19
260699_at  MAP kinase, putative similar to MAATMKK10 AT1G32320 1.02 0.03 0.32 0.756896 0.835057 -7.19
255395_at hypothetical protein --- --- 1.02 0.03 0.32 0.757007 0.835139 -7.19
258944_at hypothetical protein similar to hypot FLD AT3G10390 1.03 0.05 0.32 0.757074 0.835172 -7.19
252494_at  receptor-like protein kinase recepto--- AT3G46760 -1.03 -0.04 -0.32 0.757129 0.835193 -7.19
245748_at unknown protein contains similarity --- AT1G51140 1.05 0.07 0.32 0.757168 0.835195 -7.19
259855_at putative asparaginyl-tRNA syntheta --- AT1G68420 1.03 0.04 0.32 0.757283 0.835282 -7.19
248413_at putative protein strong similarity to uPLE AT5G51600 -1.03 -0.04 -0.32 0.757356 0.835313 -7.19
255137_at  extensin-like protein extensin precu--- AT4G08370 -1.03 -0.04 -0.32 0.757385 0.835313 -7.19
246679_at  putative protein replication protein A--- --- 1.02 0.03 0.32 0.757744 0.835669 -7.19



254632_at  putative protein predicted protein, A--- AT4G18630 1.03 0.04 0.32 0.75817 0.836091 -7.19
257862_s_aunknown protein similar to N-termin --- AT3G17720 / -1.02 -0.03 -0.32 0.7582 0.836091 -7.19
261157_at  peroxidase ATP13a, putative simila--- AT1G34510 -1.02 -0.03 -0.32 0.758314 0.836165 -7.19
260742_at  putative glycerol kinase identical to IAA34 AT1G15050 1.02 0.03 0.32 0.758345 0.836165 -7.19
266677_at hypothetical protein predicted by ge--- AT2G29820 -1.03 -0.04 -0.32 0.758377 0.836165 -7.19
261489_at hypothetical protein contains similar--- AT1G14450 1.02 0.03 0.32 0.758452 0.836168 -7.19
264829_at hypothetical protein predicted by geANAC006 AT1G03490 -1.02 -0.03 -0.32 0.758453 0.836168 -7.19
255757_at putative protein ROPGEF3 AT4G00460 -1.02 -0.03 -0.32 0.758532 0.836212 -7.19
253292_at Expressed protein ; supported by fu--- AT4G33985 -1.04 -0.06 -0.32 0.758567 0.836212 -7.19
250797_at unknown protein --- AT5G05310 1.03 0.04 0.32 0.758756 0.83638 -7.19
259145_at hypothetical protein predicted by ge--- AT3G10180 1.02 0.03 0.32 0.759034 0.836647 -7.19
257993_at hypothetical protein similar to hypot --- AT3G19890 1.02 0.03 0.32 0.759095 0.836673 -7.19
263531_s_ahypothetical protein predicted by ge--- AT2G25020 / 1.02 0.03 0.32 0.759303 0.836754 -7.19
263814_at putative TNP2-like transposon prote--- --- -1.03 -0.04 -0.32 0.759319 0.836754 -7.19
265679_at putative myosin heavy chain  ; supp--- AT2G32235 / -1.03 -0.04 -0.32 0.759319 0.836754 -7.19
247590_at  putative protein predicted proteins, --- AT5G60720 -1.03 -0.04 -0.32 0.759329 0.836754 -7.19
250425_at  lectin-like protein kinase - like lectin--- AT5G10530 -1.02 -0.03 -0.32 0.759351 0.836754 -7.19
266912_at hypothetical protein predicted by ge--- AT2G45900 -1.10 -0.13 -0.32 0.759683 0.837041 -7.19
256009_at  AP2 domain transcription factor, pu--- AT1G19210 -1.10 -0.13 -0.32 0.759687 0.837041 -7.19
265060_at  HD-Zip protein, putative similar to HATHB-15 AT1G52150 1.06 0.08 0.32 0.759722 0.837041 -7.19
261182_at hypothetical protein predicted by ge--- AT1G34575 1.02 0.03 0.32 0.759796 0.837082 -7.19
261312_at putative NPK1-related protein kinas --- AT1G05790 1.03 0.04 0.32 0.759867 0.83712 -7.19
266385_at pathogenesis-related PR-1-like protPR1 AT2G14610 1.41 0.50 0.32 0.759999 0.837211 -7.19
256966_at  pollen specific protein, putative simsks13 AT3G13400 1.02 0.03 0.32 0.760089 0.837211 -7.19
260994_at hypothetical protein contains similar--- AT1G12130 -1.03 -0.04 -0.32 0.760103 0.837211 -7.19
251635_at endo-polygalacturonase ADPG1 AT3G57510 -1.03 -0.05 -0.32 0.760104 0.837211 -7.19
246659_at putative protein predicted proteins A--- --- -1.03 -0.04 -0.32 0.760161 0.837211 -7.19
265862_at putative S-locus glycoprotein --- AT2G01780 -1.03 -0.04 -0.32 0.760225 0.837211 -7.19
264827_at hypothetical protein similar to anthra--- AT1G03390 -1.02 -0.03 -0.32 0.760257 0.837211 -7.19
247119_at ATP-dependent RNA helicase-like  --- AT5G65900 1.02 0.03 0.32 0.760266 0.837211 -7.19
257583_at hypothetical protein PMI2 AT1G66480 1.11 0.15 0.32 0.760287 0.837211 -7.19
266015_at putative carbonyl reductase --- AT2G24190 -1.03 -0.04 -0.32 0.760327 0.837211 -7.19
265031_at  serine/threonine protein kinase, pu --- AT1G61590 1.02 0.03 0.32 0.760354 0.837211 -7.19
253311_s_a putative protein xylan endohydrolas--- AT4G33830 / -1.02 -0.03 -0.32 0.760452 0.837279 -7.19
254276_at  predicted protein PVPR3 protein, P--- AT4G22820 1.05 0.08 0.32 0.76055 0.837346 -7.19



247924_at Expressed protein --- AT5G57655 1.06 0.08 0.32 0.760758 0.837504 -7.19
249084_at unknown protein --- AT5G44150 -1.03 -0.04 -0.32 0.760766 0.837504 -7.19
267137_at hypothetical protein predicted by geACPT AT2G23410 -1.02 -0.03 -0.32 0.760882 0.837554 -7.19
253518_at hypothetical protein --- AT4G31400 1.03 0.04 0.32 0.760886 0.837554 -7.19
249300_at putative protein similar to unknown --- AT5G41380 -1.03 -0.04 -0.32 0.761291 0.83796 -7.19
249562_at disease resistance protein-like --- AT5G38350 1.03 0.04 0.32 0.76158 0.838204 -7.19
258288_at unknown protein LSH4 --- -1.05 -0.08 -0.32 0.761622 0.838204 -7.19
262841_at  aspartate-semialdehyde dehydroge--- AT1G14810 1.04 0.06 0.32 0.761623 0.838204 -7.19
249877_at transcription factor-like protein (gb|AHUA2 AT5G23150 1.02 0.03 0.32 0.761837 0.838379 -7.19
249660_at putative protein similar to unknown --- AT5G36720 / -1.03 -0.05 -0.32 0.761855 0.838379 -7.19
267395_at unknown protein --- AT2G44250 -1.02 -0.03 -0.32 0.762049 0.838511 -7.19
263057_at hypothetical protein predicted by ge--- AT2G09840 -1.03 -0.05 -0.32 0.762083 0.838511 -7.19
250319_at putative protein strong similarity to u--- AT5G12120 -1.02 -0.03 -0.32 0.762091 0.838511 -7.19
261856_at hypothetical protein --- AT1G50530 -1.03 -0.04 -0.32 0.762122 0.838511 -7.19
258246_s_ahypothetical protein similar to putati --- --- -1.02 -0.03 -0.32 0.762194 0.83855 -7.19
247395_at  putative protein predicted proteins, --- AT5G62910 1.03 0.04 0.31 0.762539 0.838813 -7.19
256463_s_aunknown protein --- --- 1.02 0.04 0.31 0.762564 0.838813 -7.19
261275_at  Mlo protein, putative similar to GB:ZMLO14 AT1G26700 1.02 0.03 0.31 0.762578 0.838813 -7.19
267238_at unknown protein  ;supported by full---- AT2G44130 -1.11 -0.15 -0.31 0.762581 0.838813 -7.19
256594_at hypothetical protein similar to putati --- AT3G28520 1.02 0.03 0.31 0.762802 0.839016 -7.19
265622_at unknown protein --- AT2G27280 -1.02 -0.03 -0.31 0.762915 0.8391 -7.19
265243_at hypothetical protein predicted by geNPG1 AT2G43040 1.03 0.04 0.31 0.763003 0.839156 -7.19
260767_s_aunknown protein ; supported by full---- AT1G49140 / 1.02 0.03 0.31 0.76313 0.839256 -7.19
263453_at hypothetical protein predicted by ge--- AT2G22180 -1.02 -0.03 -0.31 0.763261 0.839359 -7.19
246053_at  putative protein farnesyl cysteine c --- AT5G08340 -1.03 -0.05 -0.31 0.763425 0.839499 -7.19
254731_at hypothetical protein --- AT4G13750 1.03 0.04 0.31 0.763515 0.839558 -7.19
255014_at MADS-box protein AGL11  ; supporSTK AT4G09960 1.02 0.03 0.31 0.763627 0.839629 -7.19
267353_at En/Spm-like transposon protein rela--- AT2G40070 -1.03 -0.05 -0.31 0.763654 0.839629 -7.19
266013_s_ahypothetical protein --- AT2G07702 1.02 0.03 0.31 0.763736 0.839679 -7.19
252109_at  putative protein mucin 5AC, Homo --- AT3G51540 1.06 0.08 0.31 0.763853 0.839741 -7.19
257866_at  dihydroxyacetone kinase, putative --- AT3G17770 1.06 0.09 0.31 0.763866 0.839741 -7.19
246395_at  dirigent protein, putative similar to d--- AT1G58170 -1.02 -0.03 -0.31 0.764024 0.839874 -7.19
246844_at transcription factor ATMYB4  ; suppATMYB86 AT5G26660 1.03 0.04 0.31 0.764078 0.839893 -7.19
255563_at  putative CHP-rich zinc finger protei --- AT4G01740 -1.02 -0.03 -0.31 0.76425 0.840042 -7.19
252783_at  putative protein predicted proteins, --- --- -1.02 -0.03 -0.31 0.764518 0.840283 -7.19



246362_at hypothetical protein --- --- 1.02 0.03 0.31 0.764544 0.840283 -7.19
264720_at hypothetical protein similar to vetisp--- AT1G70080 -1.03 -0.04 -0.31 0.76465 0.840324 -7.19
255066_at  F-box protein family, AtFBW2 conta--- AT4G08980 1.02 0.03 0.31 0.764654 0.840324 -7.19
255236_at  score=11.7, E=0.66,N=1   ATEHD2 AT4G05520 -1.04 -0.06 -0.31 0.764759 0.840398 -7.19
247413_at NBS/LRR disease resistance protei --- AT5G63020 1.03 0.04 0.31 0.764897 0.84051 -7.19
249445_at  putative protein predicted protein, A--- AT5G39380 1.03 0.04 0.31 0.765036 0.840609 -7.19
254964_at  98b like protein 98b - Daucus carot--- AT4G11080 -1.03 -0.04 -0.31 0.765061 0.840609 -7.19
260531_at putative acyl-CoA synthetase  ; sup CER8 AT2G47240 1.03 0.05 0.31 0.765253 0.84078 -7.19
267374_at putative uricase subunit similar to  n--- AT2G26230 1.02 0.03 0.31 0.765508 0.840946 -7.19
264180_at hypothetical protein contains similar--- AT1G02190 -1.02 -0.03 -0.31 0.76551 0.840946 -7.19
248313_at putative protein contains similarity to--- AT5G52580 1.02 0.03 0.31 0.765516 0.840946 -7.19
252017_at  cytochrome P450 - like protein cytoCYP76G1 AT3G52970 -1.03 -0.04 -0.31 0.765583 0.84098 -7.19
246391_at unknown protein ; supported by cDN--- AT1G77350 -1.03 -0.04 -0.31 0.765804 0.841159 -7.19
249350_at  MYB -like protein MYB22, ArabidopMYB115 AT5G40360 1.02 0.03 0.31 0.76582 0.841159 -7.19
252721_at  putative protein predicted proteins, --- AT3G43990 -1.03 -0.05 -0.31 0.765886 0.841191 -7.19
264225_at hypothetical protein predicted by ge--- AT1G67420 1.04 0.06 0.31 0.766057 0.841338 -7.19
255222_at  putative protein Mitochondrial ATPa--- AT4G05340 -1.02 -0.03 -0.31 0.766168 0.84142 -7.19
265380_at putative retroelement pol polyprotei --- --- -1.03 -0.04 -0.31 0.766257 0.841477 -7.19
263030_at hypothetical protein predicted by ge--- AT1G24060 1.02 0.03 0.31 0.766392 0.841563 -7.19
251106_at  putative protein peroxisomal Ca-de--- AT5G01500 -1.09 -0.12 -0.31 0.766467 0.841563 -7.19
257728_at hypothetical protein predicted by ge--- AT3G18295 1.03 0.04 0.31 0.766482 0.841563 -7.19
266178_at putative phloem-specific lectin AtPP2-B4 AT2G02280 -1.03 -0.04 -0.31 0.766482 0.841563 -7.19
261468_s_ahypothetical protein predicted by ge--- AT1G27860 / 1.03 0.05 0.31 0.766524 0.841568 -7.19
251984_at phenylalanine ammonia-lyase  ;sup PAL2 AT3G53260 1.10 0.14 0.31 0.766645 0.841661 -7.19
262015_at hypothetical protein predicted by ge--- --- -1.02 -0.03 -0.31 0.76693 0.841933 -7.19
267321_at hypothetical protein predicted by ge--- AT2G19320 1.03 0.04 0.31 0.767002 0.841971 -7.19
246643_s_a putative protein various predicted p--- --- -1.02 -0.03 -0.31 0.767235 0.842186 -7.19
250910_at  heat shock transcription factor -likeHSFA3 AT5G03720 1.08 0.11 0.31 0.767455 0.842388 -7.20
263972_at unknown protein --- AT2G42760 1.09 0.12 0.31 0.767584 0.842488 -7.20
248166_at putative protein contains similarity to--- AT5G54520 -1.02 -0.03 -0.31 0.767731 0.842609 -7.20
247581_at  receptor-like protein kinase precurs--- AT5G61350 -1.02 -0.03 -0.31 0.767797 0.842635 -7.20
266165_at putative copper/zinc superoxide dis CSD2 AT2G28190 1.14 0.18 0.31 0.767829 0.842635 -7.20
246172_s_a fragment of 1-aminocyclopropane-1ACS1 AT3G61510 / -1.03 -0.05 -0.31 0.767906 0.842657 -7.20
263280_x_ahypothetical protein predicted by ge--- --- 1.02 0.04 0.31 0.767922 0.842657 -7.20
259633_at hypothetical protein --- AT1G56500 -1.03 -0.05 -0.31 0.767999 0.8427 -7.20



262138_at  NBS/LRR disease resistance prote --- AT1G52660 1.03 0.04 0.31 0.768055 0.842722 -7.20
263032_at unknown protein ;supported by full-l--- AT1G23850 -1.06 -0.09 -0.31 0.768218 0.84286 -7.20
265812_at hypothetical protein predicted by ge--- AT2G18070 -1.03 -0.04 -0.31 0.768634 0.843276 -7.20
252531_at actin 12 ACT12 AT3G46520 1.02 0.03 0.31 0.768771 0.843385 -7.20
248226_at putative protein strong similarity to u--- AT5G53750 -1.08 -0.11 -0.31 0.768868 0.843446 -7.20
266902_at hypothetical protein predicted by ge--- AT2G34580 1.02 0.03 0.31 0.7689 0.843446 -7.20
256498_at hypothetical protein --- --- 1.02 0.03 0.31 0.769048 0.843567 -7.20
264632_at DegP protease contains similarity toDegP4 AT1G65640 -1.02 -0.03 -0.31 0.769215 0.84371 -7.20
259636_at  RNA pseudouridylate synthase, pu --- AT1G56345 -1.05 -0.07 -0.31 0.76936 0.843813 -7.20
258688_at putative eukaryotic translation initiat--- AT3G07920 1.02 0.03 0.31 0.769383 0.843813 -7.20
252842_at putative protein hypothetical protein--- --- 1.03 0.04 0.30 0.769894 0.844333 -7.20
258293_at unknown protein PHO1 AT3G23430 -1.10 -0.13 -0.30 0.770073 0.844489 -7.20
250344_at  glutaredoxin - like protein glutaredo--- AT5G11930 1.05 0.07 0.30 0.770177 0.844562 -7.20
258967_at  hypothetical protein predicted by ge--- AT3G10470 -1.03 -0.04 -0.30 0.770257 0.844609 -7.20
255559_at  putative NAK-like ser/thr protein kin--- AT4G02010 -1.03 -0.04 -0.30 0.770343 0.844663 -7.20
263925_at putative glycine-rich RNA binding pr--- AT2G21690 -1.02 -0.03 -0.30 0.770417 0.844704 -7.20
267348_at unknown protein --- AT2G39960 -1.02 -0.03 -0.30 0.770509 0.844764 -7.20
254506_at  leucine rich repeat-like protein Cf-2GSO1 AT4G20140 1.03 0.05 0.30 0.770572 0.844792 -7.20
252847_at  putative transposase hypothetical p--- AT3G42170 -1.03 -0.04 -0.30 0.770775 0.844974 -7.20
266243_at hypothetical protein predicted by ge--- AT2G27750 -1.02 -0.03 -0.30 0.770922 0.845087 -7.20
253244_at  putative protein SEC14 protein, Sa COW1 AT4G34580 -1.03 -0.05 -0.30 0.770952 0.845087 -7.20
264488_s_aunknown protein similar to EST gb|A--- AT1G27330 / 1.04 0.06 0.30 0.771058 0.845162 -7.20
261990_at unknown protein --- AT1G33660 -1.02 -0.03 -0.30 0.771266 0.845314 -7.20
255109_s_ahypothetical protein --- AT4G08760 -1.02 -0.03 -0.30 0.77127 0.845314 -7.20
267403_at MADS-box protein (AGL33) AGL33 AT2G26320 -1.02 -0.03 -0.30 0.771544 0.845526 -7.20
250677_at putative protein similar to unknown --- AT5G06520 1.03 0.04 0.30 0.771595 0.845526 -7.20
256716_at  hypothetical protein predicted by ge--- AT2G34100 -1.03 -0.04 -0.30 0.771616 0.845526 -7.20
254855_s_a putative protein other predicted pro--- AT4G12140 / 1.03 0.04 0.30 0.771629 0.845526 -7.20
252928_at  putative protein more than 30 pred --- AT4G38940 1.05 0.07 0.30 0.771649 0.845526 -7.20
251045_s_a putative protein various predicted p--- AT2G13910 / -1.02 -0.03 -0.30 0.771771 0.845619 -7.20
253323_at  putative protein protein phosphatas--- AT4G33920 -1.07 -0.09 -0.30 0.772258 0.846111 -7.20
249545_at  putative transmembrane protein pu--- AT5G38030 1.02 0.03 0.30 0.772303 0.84612 -7.20
266800_at hypothetical protein predicted by ge--- AT2G22880 1.18 0.24 0.30 0.77253 0.846329 -7.20
257669_at  DNA mismatch repair protein, puta MSH5 AT3G20475 -1.02 -0.03 -0.30 0.772619 0.846385 -7.20
258089_at hypothetical protein predicted by ge--- AT3G14740 -1.05 -0.07 -0.30 0.772707 0.846441 -7.20



253962_at hypothetical protein --- AT4G26460 -1.03 -0.04 -0.30 0.772923 0.846637 -7.20
256627_at unknown protein  ; supported by cD--- AT3G19970 -1.10 -0.14 -0.30 0.773221 0.846922 -7.20
254446_at tubulin beta-9 chain  ;supported by TUB9 AT4G20890 1.02 0.03 0.30 0.773293 0.846961 -7.20
252700_at  hypothetical protein envelope-like, --- --- 1.03 0.04 0.30 0.773559 0.847212 -7.20
253389_at hypothetical protein  ;supported by f--- AT4G32680 -1.02 -0.03 -0.30 0.774039 0.847681 -7.20
259692_at unknown protein --- AT1G63080 -1.02 -0.03 -0.30 0.774062 0.847681 -7.20
256560_s_a vetispiradiene synthase, putative, 5--- AT3G31415 / 1.02 0.03 0.30 0.774099 0.847681 -7.20
256798_at  uracil-DNA glycosylase, putative si --- AT3G18630 -1.03 -0.05 -0.30 0.774166 0.8477 -7.20
249762_at putative protein contains similarity to--- AT5G24000 1.02 0.03 0.30 0.774206 0.8477 -7.20
260084_at  chromatin structure regulator, putat--- AT1G63210 -1.03 -0.04 -0.30 0.774256 0.8477 -7.20
251370_at  putative protein prib5, Ribes nigrum--- AT3G60450 -1.07 -0.10 -0.30 0.774332 0.8477 -7.20
256582_at unknown protein --- AT3G28840 1.02 0.03 0.30 0.774338 0.8477 -7.20
257006_at hypothetical protein predicted by ge--- AT3G14075 -1.02 -0.03 -0.30 0.774339 0.8477 -7.20
266793_at homeotic protein AGL30 AGL30 AT2G03060 1.04 0.06 0.30 0.774524 0.847862 -7.20
257259_at hypothetical protein predicted by ge--- AT3G22090 -1.02 -0.03 -0.30 0.774602 0.847906 -7.20
258589_at putative GDSL-motif lipase/acylhydrLTL1 AT3G04290 1.03 0.04 0.30 0.774656 0.847925 -7.20
258599_at  L-allo-threonine aldolase, putative sTHA2 AT3G04520 1.04 0.06 0.30 0.774768 0.848007 -7.20
254591_at  heat shock transcription factor - like--- AT4G18870 1.02 0.03 0.30 0.774811 0.848013 -7.20
253990_at  putative thioredoxin thioredoxin - L ACHT1 AT4G26160 1.04 0.06 0.30 0.774999 0.848178 -7.20
267643_at hypothetical protein predicted by geRALFL17 AT2G32890 -1.02 -0.03 -0.30 0.775103 0.848251 -7.20
256654_at  ribosomal protein, putative similar t --- AT3G18880 1.04 0.05 0.30 0.775165 0.848279 -7.20
252733_at  putative protein INDOLE-3-ACETIC--- AT3G43120 -1.02 -0.03 -0.30 0.775319 0.848401 -7.20
249556_at Expressed protein ; supported by fu--- AT5G38195 -1.02 -0.03 -0.30 0.775356 0.848401 -7.20
256733_at hypothetical protein predicted by ge--- AT3G30370 -1.02 -0.03 -0.30 0.775389 0.848401 -7.20
250737_at putative protein similar to unknown --- AT5G06370 1.03 0.05 0.30 0.775627 0.848621 -7.20
257995_at  putative monosaccharide transport --- AT3G19940 -1.03 -0.04 -0.30 0.775728 0.84869 -7.20
252803_at  putative protein various predicted p--- --- -1.03 -0.04 -0.30 0.775864 0.848799 -7.20
249681_s_aputative protein strong similarity to u--- --- 1.03 0.04 0.30 0.776016 0.848925 -7.20
258048_at  FtsH protease, putative contains si EMB2083 AT3G16290 1.02 0.04 0.30 0.776206 0.849091 -7.20
254576_at putative protein  ;supported by full-leEMB3006 AT4G19350 -1.02 -0.03 -0.30 0.77629 0.849142 -7.20
267574_at hypothetical protein predicted by ge--- AT2G30680 -1.03 -0.05 -0.30 0.776379 0.8492 -7.20
259777_at  zinc finger protein, putative similar --- AT1G29570 1.02 0.03 0.30 0.776437 0.849222 -7.20
252917_at  putative zinc finger protein zinc fing--- AT4G38960 1.03 0.05 0.30 0.776516 0.849262 -7.20
249937_at putative protein seed maturation pro--- AT5G22470 1.03 0.05 0.30 0.776548 0.849262 -7.20
263822_at hypothetical protein predicted by ge--- AT2G40240 1.03 0.04 0.30 0.776722 0.849412 -7.20



246265_at  phosphoribosyl-ATP pyrophosphohAT-IE AT1G31860 -1.05 -0.07 -0.30 0.77677 0.849423 -7.20
261066_at hypothetical protein predicted by ge--- AT1G07485 -1.02 -0.03 -0.30 0.776845 0.849465 -7.20
252045_at  putative protein arm repeat containPUB22 AT3G52450 1.15 0.20 0.29 0.77692 0.849496 -7.20
265361_at putative retroelement pol polyprotei --- --- 1.02 0.03 0.29 0.776985 0.849496 -7.20
256844_s_a En/Spm transposon protein, putativ--- --- -1.02 -0.03 -0.29 0.776985 0.849496 -7.20
264347_at putative extensin strong similarity toLRX1 AT1G12040 -1.02 -0.03 -0.29 0.777161 0.849648 -7.20
250369_at cyclin 3b  ; supported by cDNA: gi_6CYC3B AT5G11300 -1.03 -0.04 -0.29 0.777227 0.849679 -7.20
253182_at  putative protein ctf, Mycobacterium--- AT4G35190 1.04 0.06 0.29 0.777553 0.849994 -7.20
248881_at unknown protein  ;supported by full---- AT5G46020 1.02 0.03 0.29 0.777593 0.849998 -7.20
264982_at hypothetical protein predicted by ge--- AT1G27220 -1.03 -0.04 -0.29 0.777698 0.850049 -7.20
247570_at  putative protein heparanase, HomoAtGUS1 AT5G61250 1.06 0.09 0.29 0.77775 0.850049 -7.20
253401_at  putative protein hypothetical protein--- AT4G32870 1.15 0.20 0.29 0.777752 0.850049 -7.20
245802_at hypothetical protein similar to hypot --- AT1G46840 -1.02 -0.03 -0.29 0.777855 0.850121 -7.20
254516_at putative protein --- AT4G20290 -1.03 -0.04 -0.29 0.777916 0.850146 -7.20
245461_at hypothetical protein --- AT4G17000 1.02 0.04 0.29 0.777991 0.850188 -7.20
266191_at putative peroxidase --- AT2G39040 -1.02 -0.03 -0.29 0.778115 0.850282 -7.20
252443_at  putative helicase helicase SKI2W - --- AT3G46960 1.03 0.04 0.29 0.778273 0.850294 -7.20
257462_at hypothetical protein --- AT1G65740 -1.02 -0.03 -0.29 0.778279 0.850294 -7.20
258465_at unknown protein PMEI2 AT3G17220 1.03 0.04 0.29 0.778289 0.850294 -7.20
259632_at  nicotianamine synathase, putative NAS4 AT1G56430 1.06 0.09 0.29 0.77831 0.850294 -7.20
258767_at putative (1-4)-beta-mannan endohy --- AT3G10890 -1.02 -0.03 -0.29 0.778312 0.850294 -7.20
262303_at  homeobox protein, putative similar ATHB18 AT1G70920 -1.04 -0.06 -0.29 0.778387 0.850336 -7.20
254094_at  putative protein ATP-dependent DN--- AT4G25120 1.03 0.04 0.29 0.778569 0.850479 -7.20
252996_s_ageranylgeranyl pyrophosphate synt GGR AT4G38460 1.03 0.04 0.29 0.778593 0.850479 -7.20
252807_at  putative replication protein various --- --- 1.02 0.03 0.29 0.778674 0.850527 -7.20
256156_at phosphoinositide specific phospholi ATPLC2 AT3G08510 -1.02 -0.03 -0.29 0.77887 0.8507 -7.20
258335_at unknown protein --- AT3G16020 -1.02 -0.03 -0.29 0.779048 0.850853 -7.20
254252_at  serine/threonine kinase - like protei--- AT4G23310 -1.03 -0.05 -0.29 0.779284 0.851043 -7.20
253158_at  putative protein protein kinase 6, G--- AT4G35780 1.03 0.04 0.29 0.779296 0.851043 -7.20
259623_at hypothetical protein predicted by ge--- AT1G42700 1.03 0.04 0.29 0.779523 0.851251 -7.20
249357_at  ribonucleoprotein -like ribonucleopr--- AT5G40490 -1.03 -0.04 -0.29 0.779653 0.851352 -7.20
251074_at  putative protein hypothetical protein--- AT5G01800 1.03 0.04 0.29 0.779841 0.851516 -7.20
258172_at unknown protein similar to HYP1 G --- AT3G21620 -1.02 -0.03 -0.29 0.779939 0.851563 -7.20
252749_at putative protein several hypothetica --- --- -1.02 -0.03 -0.29 0.779977 0.851563 -7.20
266485_at putative phospholipase  ;supported --- AT2G47630 -1.05 -0.08 -0.29 0.779996 0.851563 -7.20



265223_at putative pectinesterase --- AT2G36700 -1.02 -0.03 -0.29 0.780136 0.851675 -7.20
255241_at  putative protein hypothetical protein--- --- -1.02 -0.03 -0.29 0.780206 0.851711 -7.20
254109_at  Pollen-specific protein precursor likSKS1 AT4G25240 -1.02 -0.03 -0.29 0.780288 0.851728 -7.20
247067_at putative protein strong similarity to u--- AT5G66950 1.03 0.05 0.29 0.780297 0.851728 -7.20
251343_at  phosphatidate cytidylyltransferase --- AT3G60620 -1.04 -0.06 -0.29 0.780439 0.851843 -7.20
245634_at  MtN21 nodulin protein, putative sim--- AT1G25270 -1.03 -0.04 -0.29 0.780569 0.851944 -7.20
266756_at putative cytochrome P450 CYP709B2 AT2G46950 -1.12 -0.17 -0.29 0.780702 0.852048 -7.20
264311_at hypothetical protein similar to hypot --- AT1G70400 1.02 0.03 0.29 0.780841 0.852112 -7.20
245022_at PSII L protein --- --- 1.03 0.05 0.29 0.780856 0.852112 -7.20
265701_at unknown protein related to unchara --- AT2G03460 -1.02 -0.03 -0.29 0.780872 0.852112 -7.20
260187_at hypothetical protein LBD5 AT1G36000 1.02 0.03 0.29 0.78098 0.852188 -7.20
246606_at putative protein --- --- 1.02 0.03 0.29 0.781061 0.8522 -7.20
256674_at unknown protein ;supported by full-l--- AT3G52360 -1.04 -0.05 -0.29 0.781091 0.8522 -7.20
247837_at N-hydroxycinnamoyl/benzoyltransfe--- AT5G57840 1.03 0.05 0.29 0.781102 0.8522 -7.20
253436_at  ubiquinol-cytochrome c reductase ---- AT4G32470 1.02 0.03 0.29 0.781173 0.852208 -7.20
247557_at putative protein --- AT5G61050 1.02 0.03 0.29 0.781185 0.852208 -7.20
259448_at hypothetical protein similar to transc--- AT1G13790 -1.03 -0.04 -0.29 0.781459 0.852426 -7.20
259315_at unknown protein AtRP2 AT3G01200 -1.02 -0.03 -0.29 0.781459 0.852426 -7.20
249116_at putative protein similar to unknown --- AT5G43820 / -1.03 -0.04 -0.29 0.78193 0.85287 -7.20
263648_at hypothetical protein predicted by ge--- AT1G04390 1.03 0.04 0.29 0.781956 0.85287 -7.20
250731_at putative protein contains similarity toAGL96 AT5G06500 1.02 0.03 0.29 0.782012 0.85287 -7.20
265048_at  jasmonate inducible protein,  putati --- AT1G52050 -1.03 -0.04 -0.29 0.782015 0.85287 -7.20
253256_at  putative protein endothelin convert --- AT4G34360 1.03 0.04 0.29 0.782136 0.852899 -7.20
248973_at disease resistance protein-like TTR1 AT5G45050 1.02 0.03 0.29 0.782138 0.852899 -7.20
264206_at putative topoisomerase strong simil --- AT1G22730 -1.03 -0.04 -0.29 0.782169 0.852899 -7.20
247826_at  beta 1-3 glucanase - like protein be--- AT5G58480 -1.02 -0.03 -0.29 0.782192 0.852899 -7.20
264375_at putative protein kinase contains a p CIPK16 AT2G25090 1.07 0.10 0.29 0.78227 0.852944 -7.20
259953_at putative anion exchanger contains PBOR5 AT1G74810 1.03 0.05 0.29 0.782553 0.853211 -7.20
260942_s_ahypothetical protein contains similar--- AT1G45190 / -1.02 -0.03 -0.29 0.782695 0.853293 -7.20
246412_at  phosphoglucomutase-like protein p--- AT5G17530 1.04 0.06 0.29 0.782703 0.853293 -7.20
249017_at C2 domain-containing protein-like --- AT5G44760 -1.03 -0.04 -0.29 0.782745 0.853298 -7.20
260353_at putative nitrilase-associated protein SP1L2 AT1G69230 1.03 0.04 0.29 0.782808 0.853326 -7.20
245838_at  disease resistance protein, putative--- AT1G58410 -1.02 -0.03 -0.29 0.783005 0.853501 -7.20
250315_at putative protein contains similarity toPDE149 AT5G12130 -1.04 -0.06 -0.29 0.783148 0.853615 -7.20
266975_at hypothetical protein predicted by graATEXO70HAT2G39380 -1.05 -0.08 -0.29 0.783197 0.853628 -7.20



245896_at putative transcriptional co-activator KIWI AT5G09250 1.03 0.04 0.29 0.783258 0.853639 -7.20
257467_at hypothetical protein similar to hypot LBD4 AT1G31320 -1.04 -0.06 -0.29 0.783282 0.853639 -7.20
246729_at putative protein --- AT5G28070 -1.02 -0.03 -0.29 0.78371 0.854058 -7.20
263191_at  polyprotein, putative similar to poly --- --- -1.03 -0.04 -0.29 0.783741 0.854058 -7.20
261274_at  myb-related protein, putative similaMYB117 AT1G26780 -1.02 -0.03 -0.29 0.783881 0.854169 -7.20
266619_at similar to harpin-induced protein hin--- AT2G35460 1.03 0.04 0.29 0.78393 0.854182 -7.20
249561_at  disease resistance - like protein dis--- AT5G38340 -1.02 -0.03 -0.29 0.784182 0.854376 -7.20
246986_at receptor-like protein kinase  ;supporRLK AT5G67280 -1.07 -0.10 -0.29 0.784191 0.854376 -7.20
256111_at unknown protein --- AT1G16820 -1.03 -0.04 -0.28 0.784249 0.854376 -7.20
253252_at amidophosphoribosyltransferase 2 pATASE2 AT4G34740 1.04 0.05 0.28 0.784258 0.854376 -7.20
AFFX-r2-P1 Bacteriophage P1 /GEN=cre /DB_X--- --- 1.04 0.06 0.28 0.784533 0.854577 -7.20
256700_at  pseudouridine synthase, putative s --- AT3G52260 1.02 0.03 0.28 0.784541 0.854577 -7.20
257005_at hypothetical protein predicted by ge--- AT3G14190 1.03 0.04 0.28 0.784555 0.854577 -7.20
247767_at  putative protein various predicted pAGL82 AT5G58890 -1.02 -0.03 -0.28 0.784682 0.854661 -7.20
246452_at putative protein predicted proteins - BPA1 AT5G16840 -1.02 -0.03 -0.28 0.784724 0.854661 -7.20
259284_at putative cell division related protein --- AT3G11450 -1.03 -0.04 -0.28 0.784744 0.854661 -7.20
249435_at  putative protein tail-specific thyroid --- AT5G39970 -1.02 -0.03 -0.28 0.784814 0.854696 -7.20
246324_at  arginine/serine-rich protein, putativ SR45 AT1G16610 1.02 0.03 0.28 0.7849 0.854749 -7.20
267258_at hypothetical protein predicted by ge--- AT2G23140 -1.02 -0.03 -0.28 0.785018 0.854837 -7.20
266276_at putative tropinone reductase TRI AT2G29330 -1.02 -0.03 -0.28 0.785183 0.854915 -7.20
263915_at hypothetical protein predicted by ge--- AT2G36430 1.07 0.10 0.28 0.785186 0.854915 -7.20
252376_at  L-galactono-1,4-lactone dehydrogeATGLDH AT3G47930 1.03 0.05 0.28 0.785203 0.854915 -7.20
262719_at hypothetical protein predicted by ge--- --- 1.02 0.03 0.28 0.785291 0.854971 -7.20
247674_at  putative protein large number of pre--- AT5G59930 -1.03 -0.04 -0.28 0.785598 0.855264 -7.20
246333_at  proteinkinase AtPP -like protein AtP--- AT3G44840 -1.02 -0.03 -0.28 0.785641 0.85527 -7.20
252956_at farnesylated protein (ATFP6)  ; suppATFP6 AT4G38580 1.06 0.08 0.28 0.785739 0.855315 -7.20
260743_at unknown protein --- AT1G15030 1.04 0.06 0.28 0.785786 0.855315 -7.20
248503_at putative protein contains similarity toNF-YC7 AT5G50470 1.04 0.05 0.28 0.785795 0.855315 -7.20
265461_at unknown protein similarity to ubiquit--- AT2G46500 1.02 0.03 0.28 0.785878 0.855365 -7.20
256469_at  zinc-finger protein, putative similar LOL1 AT1G32540 1.04 0.05 0.28 0.785939 0.855365 -7.20
262608_at  dioxygenase-like protein very simila--- AT1G14120 -1.02 -0.04 -0.28 0.785953 0.855365 -7.20
252957_at glycine-rich protein 2 (GRP2)  ; sup GRP2 AT4G38680 1.05 0.06 0.28 0.786126 0.855512 -7.20
251378_at putative protein --- AT3G60660 1.02 0.03 0.28 0.786182 0.855533 -7.20
255180_at putative polyprotein --- --- 1.02 0.03 0.28 0.786294 0.855614 -7.20
267080_at unknown protein  ; supported by cD--- AT2G41190 -1.06 -0.08 -0.28 0.78634 0.855622 -7.20



253795_at  tyrosine transaminase-like protein t--- AT4G28420 1.02 0.03 0.28 0.786649 0.855918 -7.20
259476_at  Myb-related transcription activator, --- AT1G19000 -1.03 -0.04 -0.28 0.786914 0.856166 -7.20
252233_at AtMYB84  ;supported by full-length MYB84 AT3G49690 1.03 0.04 0.28 0.787034 0.856212 -7.20
254860_at  putative C-4 sterol methyl oxidase SMO1-1 AT4G12110 -1.03 -0.04 -0.28 0.787064 0.856212 -7.20
259710_at  putative aminotransferase similar to--- AT1G77670 1.06 0.09 0.28 0.78707 0.856212 -7.20
249526_at putative protein contains similarity to--- AT5G38560 -1.03 -0.04 -0.28 0.787316 0.85644 -7.20
267103_at putative UDP-N-acetylglucosamine-GPT AT2G41490 -1.02 -0.03 -0.28 0.787442 0.856533 -7.20
261978_at  Athila retroelment ORF 1, putative --- --- -1.02 -0.03 -0.28 0.787477 0.856533 -7.20
248614_at putative protein similar to unknown --- AT5G49560 -1.02 -0.03 -0.28 0.787621 0.856648 -7.20
249280_at unknown protein --- AT5G41940 -1.03 -0.04 -0.28 0.787754 0.856752 -7.20
260242_at putative transcription factor similar tEGL3 AT1G63650 -1.02 -0.03 -0.28 0.788018 0.856942 -7.20
254311_at hypothetical protein --- AT4G22440 1.02 0.04 0.28 0.788033 0.856942 -7.20
267638_at unknown protein  ; supported by fullOEP16-3 AT2G42210 1.02 0.03 0.28 0.788041 0.856942 -7.20
257035_at  cytochrome P450, putative similar tCYP707A4 AT3G19270 -1.03 -0.04 -0.28 0.788105 0.856971 -7.20
260132_s_ahypothetical protein --- AT1G66320 / 1.02 0.03 0.28 0.788239 0.857076 -7.20
250182_at  putative protein predicted proteins, --- AT5G14470 -1.07 -0.09 -0.28 0.788473 0.857289 -7.20
245371_at hypothetical protein ;supported by fu--- AT4G15750 1.03 0.04 0.28 0.788574 0.857358 -7.20
AFFX-Athal-Arabidopsis thaliana /REF=U37281 --- --- -1.02 -0.03 -0.28 0.788723 0.857479 -7.20
247088_at unknown protein --- AT5G66340 1.02 0.03 0.28 0.788826 0.857551 -7.20
266741_s_aputative disease resistance protein --- AT2G03030 / -1.02 -0.03 -0.28 0.788892 0.85757 -7.20
249246_at unknown protein --- AT5G42290 -1.02 -0.03 -0.28 0.788919 0.85757 -7.20
256425_at  disease resistance protein, putativeADR1 AT1G33560 1.03 0.05 0.28 0.788994 0.85761 -7.20
245440_at RNA helicase --- AT4G16680 1.02 0.03 0.28 0.78923 0.857826 -7.20
250749_at 26S proteasome regulatory subunit RPN8A AT5G05780 1.02 0.03 0.28 0.789326 0.857889 -7.20
254968_at  putative protein various predicted p--- AT4G10420 1.02 0.03 0.28 0.789597 0.858143 -7.21
256718_at hypothetical protein predicted by ge--- AT2G34120 -1.02 -0.03 -0.28 0.78967 0.858181 -7.21
254909_at  putative disease resistance respon --- AT4G11210 -1.02 -0.03 -0.28 0.789721 0.858196 -7.21
258600_at putative protein kinase contains Pfa--- AT3G02810 1.02 0.03 0.28 0.7898 0.858241 -7.21
265514_s_aMutator-like transposase similar to  --- --- 1.02 0.03 0.28 0.789848 0.858252 -7.21
263670_at hypothetical protein predicted by ge--- AT2G04840 1.02 0.03 0.28 0.78993 0.858301 -7.21
260926_at unknown protein GLTP2 AT1G21360 1.02 0.03 0.28 0.790158 0.858507 -7.21
266507_at  unknown protein EST matches on t--- AT2G47860 -1.02 -0.03 -0.28 0.790325 0.858648 -7.21
251156_at  putative protein ZCF61, ArabidopsiEDL3 AT3G63060 1.03 0.04 0.28 0.790421 0.858711 -7.21
260464_at disease resistance protein RPM1 is LOV1 AT1G10920 1.02 0.03 0.28 0.790691 0.858964 -7.21
256804_at hypothetical protein predicted by ge--- AT3G20920 -1.02 -0.02 -0.28 0.79091 0.859161 -7.21



261988_at  single-strand nucleic acid-binding p--- AT1G33680 -1.03 -0.04 -0.28 0.791179 0.859412 -7.21
248821_at protein serine threonine kinase-like --- AT5G47070 1.05 0.07 0.28 0.791259 0.859425 -7.21
263492_at putative seed maturation protein --- AT2G42560 1.02 0.03 0.28 0.791266 0.859425 -7.21
260169_at  hypothetical protein predicted  by gFUT13 AT1G71990 1.04 0.06 0.28 0.791386 0.859478 -7.21
261188_at hypothetical protein contains similar--- --- -1.02 -0.03 -0.28 0.79139 0.859478 -7.21
254348_at  putative protein p47 - Homo sapienPUX3 AT4G22150 -1.02 -0.03 -0.28 0.791469 0.859505 -7.21
256633_at unknown protein GATL10 AT3G28340 -1.11 -0.15 -0.28 0.791491 0.859505 -7.21
253805_at putative protein --- AT4G28260 1.03 0.04 0.27 0.791678 0.859668 -7.21
247782_at  putative protein predicted RNA bind--- AT5G58790 1.02 0.03 0.27 0.791772 0.859729 -7.21
264582_at putative ovule-specific homeotic proHDG2 AT1G05230 1.02 0.03 0.27 0.791872 0.859796 -7.21
255146_at  putative protein disease resistance --- AT4G08450 -1.02 -0.02 -0.27 0.792134 0.86004 -7.21
265616_at hypothetical protein predicted by ge--- AT2G25500 1.02 0.03 0.27 0.792239 0.860113 -7.21
263234_at hypothetical protein predicted by ge--- AT1G10417 -1.02 -0.03 -0.27 0.792411 0.860259 -7.21
257066_at  lipid transfer protein, putative simila--- AT3G18280 -1.06 -0.08 -0.27 0.792617 0.860441 -7.21
253670_at putative protein  ; supported by full- --- AT4G30010 1.02 0.03 0.27 0.792673 0.860461 -7.21
264249_at vacuolar-type H+-translocating inorgAVP2 AT1G78920 1.02 0.03 0.27 0.792845 0.860607 -7.21
260180_at  E2, ubiquitin-conjugating enzyme, MMZ2 AT1G70660 1.03 0.05 0.27 0.79294 0.860669 -7.21
264976_at  peptide transporter, putative similarNRT1.6 AT1G27080 -1.03 -0.04 -0.27 0.792991 0.860683 -7.21
254539_s_a chitinase - like protein chitinase / ly --- AT4G19750 / -1.02 -0.03 -0.27 0.79323 0.860902 -7.21
262330_at  disease resistance protein, putativeRLM1 AT1G64070 1.02 0.03 0.27 0.793298 0.860934 -7.21
252935_at  dnaJ-like protein CAJ1 protein, Sac--- AT4G39150 -1.02 -0.03 -0.27 0.793623 0.861232 -7.21
246714_at  putative protein predicted proteins, --- AT5G28220 1.02 0.03 0.27 0.793674 0.861232 -7.21
256177_at  protein kinase, putative contains Pf--- AT1G51620 -1.07 -0.09 -0.27 0.793685 0.861232 -7.21
258757_at  putative RING zinc finger protein co--- AT3G10910 / 1.04 0.05 0.27 0.793753 0.861265 -7.21
253466_at homeodomain containing protein 1  KNAT5 AT4G32040 -1.03 -0.04 -0.27 0.793948 0.861435 -7.21
258118_at unknown protein --- AT3G14710 -1.03 -0.04 -0.27 0.794293 0.861743 -7.21
261781_at  far-red impaired response protein, FRS4 AT1G76320 1.03 0.04 0.27 0.794335 0.861743 -7.21
265279_at hypothetical protein predicted by ge--- AT2G28460 -1.03 -0.05 -0.27 0.794345 0.861743 -7.21
264447_at hypothetical protein predicted by ge--- AT1G27300 -1.05 -0.07 -0.27 0.794482 0.86185 -7.21
254312_s_ahypothetical protein --- --- 1.03 0.04 0.27 0.794755 0.862106 -7.21
256558_at hypothetical protein predicted by ge--- --- 1.02 0.03 0.27 0.794798 0.862111 -7.21
263775_at putative MYB family transcription fa CPC AT2G46410 1.02 0.03 0.27 0.794908 0.862189 -7.21
250257_at putative protein similar to unknown --- AT5G13770 1.03 0.04 0.27 0.794971 0.862217 -7.21
262564_at  anionic peroxidase, putative similar--- AT1G34330 -1.02 -0.03 -0.27 0.795215 0.862431 -7.21
257275_at  RNA-binding protein, putative contaCID9 AT3G14450 -1.04 -0.06 -0.27 0.795244 0.862431 -7.21



265665_at cysteine proteinase contains similar--- AT2G27420 -1.02 -0.03 -0.27 0.795585 0.86276 -7.21
250491_at  putative protein predicted proteins, --- AT5G09780 -1.03 -0.04 -0.27 0.795742 0.862889 -7.21
261680_at hypothetical protein similar to hypot --- AT1G47350 -1.02 -0.02 -0.27 0.795827 0.862941 -7.21
250977_at  importin alpha - like protein importinIMPA-9 AT5G03070 -1.02 -0.03 -0.27 0.795929 0.86301 -7.21
259092_at putative zeta-carotene desaturase pZDS AT3G04870 1.02 0.02 0.27 0.796101 0.863155 -7.21
263147_at  polyubiquitin, putative similar to pol--- AT1G53980 1.02 0.03 0.27 0.79643 0.863472 -7.21
262113_at  late embryogenis abundant protein --- AT1G02820 1.05 0.06 0.27 0.796481 0.863485 -7.21
263469_at putative Na+/H+ antiporter ATCHX21 AT2G31910 -1.02 -0.03 -0.27 0.796616 0.863559 -7.21
262626_at  FtsH protease, putative similar to z FTSH8 AT1G06430 1.03 0.04 0.27 0.79666 0.863559 -7.21
256618_at hypothetical protein VRN5 AT3G24440 -1.05 -0.07 -0.27 0.796663 0.863559 -7.21
256109_at hypothetical protein predicted by ge--- AT1G16950 1.04 0.05 0.27 0.796831 0.863701 -7.21
265017_at unknown protein similar to EST emb--- AT1G24390 -1.02 -0.03 -0.27 0.796891 0.863724 -7.21
252005_at  purple acid phosphatase-like prote PAP21 AT3G52810 1.03 0.04 0.27 0.797006 0.863808 -7.21
257306_at  hypothetical protein contains region--- AT3G30200 1.02 0.03 0.27 0.797185 0.863933 -7.21
248381_at fructokinase 1  ; supported by cDNA--- AT5G51830 1.04 0.06 0.27 0.797197 0.863933 -7.21
248873_at disease resistance protein-like --- AT5G46450 1.07 0.10 0.27 0.797328 0.864034 -7.21
267305_at high affinity K+ transporter (AtKUP1ATKT1 AT2G30070 1.04 0.06 0.27 0.797396 0.864067 -7.21
245202_at F12A21.14 similar to receptor prote --- AT1G67720 1.03 0.04 0.27 0.79758 0.864225 -7.21
247897_at unknown protein  ;supported by full-TET15 AT5G57810 1.02 0.03 0.27 0.79763 0.864239 -7.21
247362_at putative protein strong similarity to uATPAP29 AT5G63140 -1.04 -0.06 -0.27 0.797702 0.864275 -7.21
248216_at unknown protein --- AT5G53690 1.02 0.03 0.27 0.797768 0.864292 -7.21
265653_at hypothetical protein --- --- 1.02 0.03 0.27 0.797793 0.864292 -7.21
255974_at hypothetical protein --- --- -1.02 -0.04 -0.27 0.797999 0.864474 -7.21
265709_at hypothetical protein predicted by ge--- --- 1.06 0.08 0.27 0.798067 0.864506 -7.21
253904_at NWMU1 - 2S albumin 1 precursor  --- AT4G27140 -1.02 -0.03 -0.27 0.798175 0.86456 -7.21
262579_at hypothetical protein predicted by ge--- AT1G15320 1.02 0.03 0.27 0.798193 0.86456 -7.21
249425_at  putative protein 5'-AMP-ACTIVATE--- AT5G39790 -1.04 -0.06 -0.27 0.79838 0.864722 -7.21
252881_at  putative protein predicted proteins, --- AT4G39610 1.03 0.04 0.27 0.79846 0.864761 -7.21
253242_at  isoflavone reductase - like protein i CIB1 AT4G34530 / 1.04 0.06 0.27 0.798492 0.864761 -7.21
252387_at  aldose 1-epimerase - like protein a --- AT3G47800 -1.03 -0.04 -0.27 0.798645 0.864886 -7.21
263245_at hypothetical protein predicted by ge--- AT2G31470 -1.02 -0.02 -0.27 0.798815 0.865029 -7.21
252381_s_a ABC-type transport protein-like pro ABCA4 AT3G47750 / -1.02 -0.03 -0.27 0.798918 0.8651 -7.21
247901_at ubiquinone/menaquinone biosynthe--- AT5G57300 -1.02 -0.03 -0.26 0.799054 0.865178 -7.21
249185_at CHP-rich zinc finger protein-like --- AT5G43030 -1.02 -0.03 -0.26 0.79908 0.865178 -7.21
250931_at  putative protein various predicted p--- AT5G03200 1.06 0.08 0.26 0.799105 0.865178 -7.21



266711_at unknown protein --- AT2G46740 1.02 0.03 0.26 0.79915 0.865186 -7.21
256522_at unknown protein ;supported by full-lCMPG1 AT1G66160 -1.12 -0.16 -0.26 0.79937 0.865383 -7.21
259251_at unknown protein identical to residue--- AT3G07600 -1.07 -0.09 -0.26 0.799423 0.8654 -7.21
260992_at hypothetical protein predicted by ge--- AT1G12150 -1.02 -0.03 -0.26 0.799467 0.865407 -7.21
262446_at hypothetical protein predicted by ge--- AT1G49310 -1.06 -0.08 -0.26 0.799597 0.865505 -7.21
262702_at putative protein phosphatase 2C sim--- AT1G16220 -1.02 -0.03 -0.26 0.79964 0.865511 -7.21
255708_at predicted protein --- AT4G00232 -1.02 -0.03 -0.26 0.79983 0.865676 -7.21
247681_at  serine/threonine-specific protein kin--- --- -1.03 -0.04 -0.26 0.799895 0.865706 -7.21
265769_at unknown protein weak similarity to p--- AT2G48090 -1.02 -0.03 -0.26 0.799964 0.865713 -7.21
246556_at  putative protein hypothetical protein--- AT5G15480 -1.02 -0.03 -0.26 0.799978 0.865713 -7.21
257318_at hypothetical protein --- AT2G07777 -1.02 -0.03 -0.26 0.80011 0.865814 -7.21
257796_at hypothetical protein predicted by ge--- AT3G15930 1.02 0.03 0.26 0.800304 0.865823 -7.21
255666_at putative protein  ;supported by full-le--- AT4G00390 1.02 0.04 0.26 0.80034 0.865823 -7.21
260032_at putative phosphoenolpyruvate carboATPPC4 AT1G68750 -1.02 -0.03 -0.26 0.800364 0.865823 -7.21
249670_at unknown protein --- AT5G35890 -1.02 -0.03 -0.26 0.800427 0.865823 -7.21
259243_at  unknown protein similar to unknow --- AT3G07565 1.02 0.03 0.26 0.800435 0.865823 -7.21
265217_s_aunknown protein ESTs gb|H76594 a--- AT1G05090 / 1.03 0.04 0.26 0.800463 0.865823 -7.21
245959_at  peptide transport protein-like peptid--- AT5G19640 -1.02 -0.03 -0.26 0.80047 0.865823 -7.21
261596_at hypothetical protein predicted by ge--- AT1G33080 1.02 0.03 0.26 0.800485 0.865823 -7.21
AFFX-r2-Bs-B. subtilis /GEN=thrC, thrB /DB_XR--- --- -1.04 -0.06 -0.26 0.800489 0.865823 -7.21
263754_at putative DnaJ protein  ;supported by--- AT2G21510 1.05 0.07 0.26 0.800498 0.865823 -7.21
261807_at Expressed protein ; supported by fu--- AT1G30515 1.02 0.03 0.26 0.800597 0.86586 -7.21
253024_at putative protein --- AT4G38080 -1.10 -0.14 -0.26 0.800608 0.86586 -7.21
255758_at hypothetical protein predicted by ge--- AT1G16800 1.02 0.03 0.26 0.800722 0.86593 -7.21
246731_at  putative protein RING finger rngB pACBP5 AT5G27630 -1.02 -0.03 -0.26 0.800748 0.86593 -7.21
266867_at putative signal recognition particle r CPFTSY AT2G45770 1.02 0.03 0.26 0.800791 0.865936 -7.21
245722_at unknown protein --- AT1G73430 -1.03 -0.04 -0.26 0.800932 0.866047 -7.21
266840_at hypothetical protein predicted by ge--- AT2G26160 1.02 0.02 0.26 0.800998 0.866062 -7.21
252872_at  putative serine/threonine protein ki SNRK2.7 AT4G40010 1.02 0.03 0.26 0.801022 0.866062 -7.21
255868_at putative MYB family transcription fa --- AT2G30380 -1.02 -0.04 -0.26 0.801249 0.866266 -7.21
248671_at putative protein strong similarity to u--- AT5G48750 -1.02 -0.03 -0.26 0.801584 0.866588 -7.21
257579_at hypothetical protein predicted by ge--- AT3G11000 -1.02 -0.03 -0.26 0.801835 0.866818 -7.21
256958_at  unknown protein contains Pfam pro--- AT3G13430 -1.03 -0.05 -0.26 0.801939 0.866889 -7.21
249276_at DNA polymerase alpha subunit IV ( POLA3 AT5G41880 -1.10 -0.14 -0.26 0.802063 0.866982 -7.21
262216_at hypothetical protein contains similar--- AT1G74780 -1.02 -0.04 -0.26 0.802204 0.867093 -7.21



259962_at  RNA polymerase II, putative similar--- AT1G53690 1.02 0.03 0.26 0.80227 0.867099 -7.21
253117_at Expressed protein ; supported by fu--- AT4G35905 -1.03 -0.04 -0.26 0.802285 0.867099 -7.21
249912_at putative protein similar to unknown RER1 AT5G22790 -1.05 -0.07 -0.26 0.802372 0.867152 -7.21
253908_at  GH3 like protein GH3 protein, Glyc WES1 AT4G27260 -1.10 -0.13 -0.26 0.802444 0.867185 -7.21
264842_at hypothetical protein predicted by ge--- AT1G03700 -1.02 -0.02 -0.26 0.802479 0.867185 -7.21
253596_s_ahypothetical protein  ; supported by --- AT4G30730 / -1.03 -0.05 -0.26 0.802517 0.867185 -7.21
249897_at putative protein strong similarity to u--- AT5G22550 1.02 0.03 0.26 0.802581 0.867214 -7.21
264995_at  mutator-like transposase, putative s--- --- -1.03 -0.04 -0.26 0.802708 0.867309 -7.21
262925_at hypothetical protein YSL7 AT1G65730 1.02 0.03 0.26 0.802822 0.867392 -7.21
247736_at actin 4  ;supported by full-length cD ACT4 AT5G59370 -1.02 -0.03 -0.26 0.802891 0.867426 -7.21
249813_at acyltransferase  ; supported by full-lEMB3009 AT5G23940 -1.02 -0.02 -0.26 0.803068 0.867576 -7.21
261751_at  chloroplast drought-induced stress CDSP32 AT1G76080 -1.02 -0.02 -0.26 0.803234 0.867713 -7.21
250691_at glycolate oxidase subunit D-like; D- --- AT5G06580 1.02 0.02 0.26 0.803297 0.86774 -7.21
255247_at hypothetical protein --- --- 1.02 0.02 0.26 0.80352 0.86794 -7.21
249683_x_aputative protein similar to unknown --- --- -1.02 -0.03 -0.26 0.803951 0.868365 -7.21
245835_at hypothetical protein similar to putati --- AT1G42190 -1.02 -0.03 -0.26 0.804182 0.868573 -7.21
251844_at  putative protein retinoblastoma-ass--- AT3G54630 -1.02 -0.03 -0.26 0.804398 0.868681 -7.21
251284_at hypothetical protein --- AT3G61840 -1.03 -0.04 -0.26 0.804399 0.868681 -7.21
256559_at  Athila ORF 1, putative similar to Ath--- --- 1.02 0.03 0.26 0.804424 0.868681 -7.21
257475_at hypothetical protein predicted by ge--- AT1G80880 -1.02 -0.02 -0.26 0.804435 0.868681 -7.21
247466_at  putative protein predicted proteins, --- AT5G62090 1.03 0.04 0.26 0.804625 0.868806 -7.21
245445_at apetala2 domain TINY like protein --- AT4G16750 -1.05 -0.08 -0.26 0.804627 0.868806 -7.21
245703_at S-adenosyl-L-methionine:salicylic a --- AT5G04380 -1.02 -0.03 -0.26 0.805001 0.86917 -7.21
248611_at putative protein contains similarity toWRKY48 AT5G49520 -1.07 -0.10 -0.26 0.805042 0.869173 -7.21
256460_at  60S ribosomal protein L30, putative--- AT1G36240 1.02 0.03 0.26 0.80511 0.869205 -7.21
248601_at putative protein contains similarity to--- AT5G49400 -1.02 -0.02 -0.26 0.805266 0.869332 -7.21
265358_at putative HesB-like protein  ; support--- AT2G16710 -1.03 -0.04 -0.26 0.805343 0.869334 -7.21
253885_at  putative protein essential for embryVPS26B AT4G27690 -1.03 -0.04 -0.26 0.805344 0.869334 -7.21
261529_at hypothetical protein contains similar--- AT1G14430 -1.02 -0.03 -0.26 0.805663 0.869609 -7.21
246375_at  light repressible receptor protein kin--- AT1G51830 1.03 0.04 0.26 0.805675 0.869609 -7.21
258178_at hypothetical protein predicted by ge--- AT3G21680 -1.02 -0.02 -0.26 0.805787 0.869646 -7.21
266160_at hypothetical protein ATCHX8 AT2G28180 -1.03 -0.04 -0.26 0.805807 0.869646 -7.21
248964_at cytochrome P450 CYP707A3 AT5G45340 -1.06 -0.09 -0.26 0.805824 0.869646 -7.21
260788_at  cysteine proteinase contains simila --- AT1G06260 -1.02 -0.03 -0.26 0.805926 0.869715 -7.21
253454_at Expressed protein ; supported by cD--- AT4G31875 1.04 0.05 0.26 0.805984 0.869725 -7.21



258280_at  putative self-incompatibility protein --- AT3G26880 1.02 0.02 0.26 0.806011 0.869725 -7.21
257136_at hypothetical protein predicted by geASML2 AT3G12890 1.02 0.03 0.26 0.806138 0.869745 -7.21
266387_at hypothetical protein predicted by ge--- AT2G32360 -1.02 -0.03 -0.26 0.806139 0.869745 -7.21
262374_s_a flax rust resistance protein, putativeTIR AT1G72910 / -1.08 -0.11 -0.26 0.806144 0.869745 -7.21
267066_at hypothetical protein predicted by ge--- AT2G41040 -1.03 -0.04 -0.26 0.80627 0.869832 -7.21
251554_at  putative protein predicted protein, A--- AT3G58670 1.02 0.03 0.26 0.806301 0.869832 -7.21
255514_s_ahypothetical protein similar to MNA5AGL78 AT5G65330 -1.02 -0.03 -0.25 0.806417 0.869875 -7.21
245492_at putative protein SPK1 AT4G16340 1.02 0.03 0.25 0.806417 0.869875 -7.21
256437_s_aputative clathrin heavy chain similar--- AT3G08530 / -1.02 -0.02 -0.25 0.806892 0.870346 -7.21
260599_at  cytochrome P450, putative similar tCYP708A1 AT1G55940 -1.02 -0.02 -0.25 0.806981 0.870401 -7.21
261010_at hypothetical protein predicted by ge--- AT1G26350 -1.02 -0.03 -0.25 0.807262 0.870628 -7.21
263496_at unknown protein  ; supported by full--- AT2G42570 1.03 0.04 0.25 0.807268 0.870628 -7.21
250427_at  putative protein myosin heavy chai --- AT5G10500 1.02 0.03 0.25 0.807311 0.870634 -7.21
266383_at putative pathogenesis related-1 (PRATPRB1 AT2G14580 1.03 0.04 0.25 0.807361 0.870646 -7.21
249308_at unknown protein  ; supported by cD--- AT5G41350 -1.02 -0.02 -0.25 0.807466 0.870677 -7.21
256174_at  NADP-specific glutatamate dehydro--- AT1G51720 1.02 0.03 0.25 0.807488 0.870677 -7.21
253056_at SHORT-ROOT (SHR) SHR AT4G37650 -1.04 -0.05 -0.25 0.807505 0.870677 -7.21
256687_x_ahypothetical protein predicted by ge--- AT3G32120 1.02 0.03 0.25 0.807673 0.870818 -7.21
249739_at Ttg1 protein (emb CAB45372.1) TTG1 AT5G24520 -1.02 -0.03 -0.25 0.807756 0.870866 -7.21
258541_at hypothetical protein --- AT3G07000 -1.02 -0.02 -0.25 0.807976 0.871056 -7.21
253356_at  putative protein myosin II heavy ch --- AT4G33390 -1.02 -0.03 -0.25 0.808046 0.871056 -7.21
265811_at unknown protein possibly related to EDA2 AT2G18080 1.02 0.03 0.25 0.808047 0.871056 -7.21
262821_at unknown protein EST gb|F14156 co--- AT1G11800 1.01 0.02 0.25 0.808179 0.871158 -7.21
257441_at putative GDSL-motif lipase/hydrolas--- AT2G04020 1.02 0.03 0.25 0.808246 0.871189 -7.21
260393_at putative lipase similar to lipase GB:C--- AT1G73920 -1.03 -0.04 -0.25 0.80831 0.871216 -7.21
265168_at putative Ser/Thr protein kinase --- AT1G23700 -1.02 -0.03 -0.25 0.809237 0.872138 -7.21
266820_at putative AP2 domain transcription fa--- AT2G44940 1.06 0.08 0.25 0.809241 0.872138 -7.21
266972_at 40S ribosomal protein S15A --- AT2G39590 1.02 0.03 0.25 0.809341 0.872204 -7.21
258935_at  unknown protein predicted by gens--- AT3G10120 -1.04 -0.05 -0.25 0.809495 0.872328 -7.21
246388_at hypothetical protein predicted by ge--- AT1G77405 1.03 0.04 0.25 0.809664 0.872469 -7.21
265821_at  putative homeodomain transcriptionWUS AT2G17950 1.03 0.04 0.25 0.809907 0.872678 -7.21
257281_s_ahypothetical protein predicted by ge--- AT3G29680 / 1.02 0.03 0.25 0.809934 0.872678 -7.21
261692_at  calreticulin, putative similar to calreCRT3 AT1G08450 1.04 0.06 0.25 0.810125 0.872842 -7.21
246171_at  putative protein centrosomal Nek2---- AT5G32440 1.02 0.03 0.25 0.810176 0.872857 -7.21
263763_at Expressed protein ; supported by cD--- AT2G21385 -1.04 -0.05 -0.25 0.810297 0.872945 -7.21



262480_at  receptor kinase, putative similar to --- AT1G11340 1.04 0.05 0.25 0.810563 0.873169 -7.21
246950_at  transcription initiation factor IID-assTAF5 AT5G25150 -1.02 -0.02 -0.25 0.810581 0.873169 -7.21
266597_at putative WRKY-type DNA binding pWRKY43 AT2G46130 1.02 0.02 0.25 0.810779 0.873341 -7.21
250793_at leucoanthocyanidin dioxygenase-lik --- AT5G05600 -1.05 -0.08 -0.25 0.81094 0.873474 -7.21
252674_at  cytochrome P450-like protein CYTOCYP71B38 AT3G44250 -1.02 -0.02 -0.25 0.811015 0.873513 -7.21
251626_at  UDP-GlcNAc:dolichol phosphate N--- AT3G57220 -1.02 -0.03 -0.25 0.81107 0.873529 -7.21
262011_at hypothetical protein predicted by ge--- AT1G35614 -1.03 -0.04 -0.25 0.811107 0.873529 -7.21
251481_at  receptor lectin kinase-like protein (f--- AT3G59730 -1.02 -0.02 -0.25 0.811193 0.873581 -7.21
262683_at anter-specific proline-rich -like prote--- AT1G75920 -1.02 -0.02 -0.25 0.811314 0.873654 -7.21
245527_at putative epoxide hydrolase --- AT4G15955 -1.03 -0.04 -0.25 0.811338 0.873654 -7.21
261625_at hypothetical protein predicted by ge--- AT1G01930 1.02 0.02 0.25 0.811595 0.87389 -7.21
263457_at unknown protein SR1 AT2G22300 -1.04 -0.06 -0.25 0.812114 0.874408 -7.21
266857_at putative Na+ dependent ileal bile ac--- AT2G26900 -1.02 -0.03 -0.25 0.812173 0.87443 -7.21
246022_at  putative protein predicted protein - --- AT5G21110 -1.02 -0.03 -0.25 0.812246 0.874466 -7.21
259459_at  En/Spm-like transposon protein, pu--- --- -1.02 -0.03 -0.25 0.812366 0.874512 -7.21
252057_at putative protein  ;supported by full-le--- AT3G52480 -1.04 -0.05 -0.25 0.812411 0.874512 -7.21
257631_at  cytochrome P450, putative similar tCYP71B17 AT3G26160 1.03 0.04 0.25 0.812436 0.874512 -7.21
265089_at hypothetical protein similar to hypot SUVR1 AT1G04050 -1.02 -0.03 -0.25 0.812441 0.874512 -7.21
259797_at unknown protein --- --- -1.02 -0.03 -0.25 0.812527 0.874544 -7.21
253018_at  putative protein Zn finger protein B --- AT4G38000 1.02 0.03 0.25 0.812548 0.874544 -7.21
260468_at transcription factor RUSH-1alpha is --- AT1G11100 -1.03 -0.04 -0.25 0.812671 0.874636 -7.21
246707_at putative protein --- --- -1.02 -0.03 -0.25 0.812861 0.874799 -7.21
267188_at  6,7-dimethyl-8-ribityllumazine synthCOS1 AT2G44050 / -1.02 -0.03 -0.25 0.812979 0.874867 -7.21
261158_at hypothetical protein predicted by ge--- AT1G34500 1.02 0.03 0.25 0.813001 0.874867 -7.21
245753_at hypothetical protein similar to putati --- --- 1.02 0.02 0.25 0.813195 0.875034 -7.21
249281_at GTPase activator protein of Rab-like--- AT2G36460 / 1.02 0.03 0.25 0.813253 0.875056 -7.21
248825_at  ATP synthase delta chain, mitocho --- AT5G47030 -1.02 -0.03 -0.25 0.813349 0.875118 -7.21
249935_at acyl CoA reductase-like protein FAR7 AT5G22420 1.02 0.02 0.25 0.8137 0.875394 -7.21
261504_at  MADS-box protein identical to GB:AAGL12 AT1G71692 -1.03 -0.04 -0.25 0.813716 0.875394 -7.21
266432_s_aputative gag-protease polyprotein --- --- 1.02 0.03 0.25 0.813721 0.875394 -7.21
261683_at hypothetical protein similar to hypot --- AT1G47300 -1.02 -0.02 -0.24 0.813776 0.875412 -7.21
257284_at TNP1-like protein similar to TNP1 p --- --- -1.01 -0.02 -0.24 0.813902 0.87549 -7.21
257656_at Expressed protein ; supported by fu--- AT3G13228 1.02 0.02 0.24 0.813926 0.87549 -7.21
249347_at putative protein similar to unknown --- AT5G40830 -1.04 -0.06 -0.24 0.814013 0.875542 -7.21
246933_at ZFP3 zinc finger protein  ; supporte ZFP3 AT5G25160 -1.01 -0.02 -0.24 0.814063 0.875556 -7.21



259522_at hypothetical protein --- AT1G12490 1.02 0.02 0.24 0.814186 0.875615 -7.21
264634_at  cytochrome P450, putative  CYP702A1 AT1G65670 1.01 0.02 0.24 0.814195 0.875615 -7.21
256414_at putative nucleic acid binding proteinAL2 AT3G11200 -1.02 -0.03 -0.24 0.814299 0.875685 -7.21
252810_at putative protein several hypothetica --- --- -1.02 -0.03 -0.24 0.814383 0.875716 -7.21
259341_at unknown protein similar to hypothetATBPM4 AT3G03740 -1.02 -0.02 -0.24 0.814405 0.875716 -7.21
255371_at putative RPP1-like disease resistan --- AT4G04110 -1.02 -0.03 -0.24 0.814454 0.875729 -7.22
249187_at  cysteine proteinase RD21A similar --- AT5G43060 -1.05 -0.07 -0.24 0.814773 0.87603 -7.22
249697_at unknown protein --- AT5G35510 -1.02 -0.03 -0.24 0.814859 0.876081 -7.22
258761_at unknown protein --- AT3G10760 -1.03 -0.04 -0.24 0.81491 0.876094 -7.22
264629_at hypothetical protein similar to hypot --- AT1G65540 1.02 0.03 0.24 0.81503 0.876182 -7.22
260105_at hypothetical protein predicted by ge--- --- 1.02 0.03 0.24 0.815315 0.876447 -7.22
250930_at  putative protein P58 protein, Bos p ATP58IPK AT5G03160 -1.04 -0.06 -0.24 0.815497 0.876601 -7.22
251027_at  putative protein hypothetical protein--- AT5G02210 1.02 0.02 0.24 0.815564 0.876633 -7.22
266690_at malate oxidoreductase (malic enzymATNADP-MAT2G19900 -1.02 -0.03 -0.24 0.815806 0.876851 -7.22
249520_at putative protein similar to unknown --- AT5G38670 -1.02 -0.02 -0.24 0.81593 0.876943 -7.22
247494_at  calnexin - like protein calnexin homCNX1 AT5G61790 1.06 0.09 0.24 0.816068 0.87705 -7.22
256289_s_a serine carboxypeptidase, putative cscpl14 AT3G12230 / -1.05 -0.07 -0.24 0.816127 0.877072 -7.22
259427_at  MADS-box transcription factor, putaAGL28 AT1G01530 -1.02 -0.03 -0.24 0.816177 0.877084 -7.22
264117_at hypothetical protein predicted by ge--- AT2G31210 -1.02 -0.02 -0.24 0.816266 0.877136 -7.22
265692_at hypothetical protein predicted by ge--- AT2G24340 -1.02 -0.03 -0.24 0.816311 0.877136 -7.22
256670_at  Athila ORF 1, putative similar to Ath--- --- -1.02 -0.03 -0.24 0.816341 0.877136 -7.22
267196_at FtsH protease (VAR2) identical to z VAR2 AT2G30950 -1.02 -0.03 -0.24 0.816437 0.877177 -7.22
259684_at unknown protein --- AT1G63070 -1.02 -0.03 -0.24 0.816456 0.877177 -7.22
257722_at  putative chloroplast nucleoid DNA- --- AT3G18490 1.03 0.05 0.24 0.816499 0.877183 -7.22
259369_s_ahypothetical protein similar to putati --- AT1G69150 / -1.02 -0.03 -0.24 0.816538 0.877184 -7.22
266833_at hypothetical protein predicted by ge--- --- 1.01 0.02 0.24 0.816769 0.877346 -7.22
263660_at  unknown protein ESTs gb|N65789,MPI7 AT1G04260 1.02 0.03 0.24 0.8168 0.877346 -7.22
265334_at putative lipid transfer protein  ; supp--- AT2G18370 1.04 0.06 0.24 0.816805 0.877346 -7.22
256780_at  RNase L inhibitor, putative similar tATRLI1 AT3G13640 1.02 0.03 0.24 0.816871 0.877376 -7.22
248056_at unknown protein  ; supported by cDXYLT AT5G55500 1.01 0.02 0.24 0.816921 0.877388 -7.22
265311_at hypothetical protein predicted by ge--- AT2G20250 1.03 0.05 0.24 0.817056 0.877492 -7.22
249042_at ethylene-regulated nuclear protein E--- AT5G44350 1.04 0.06 0.24 0.817201 0.877607 -7.22
252345_at hypothetical protein --- AT3G48640 -1.03 -0.04 -0.24 0.81756 0.87795 -7.22
252896_at  cytochrome P450 - like protein cytoCYP96A9 AT4G39480 1.02 0.02 0.24 0.817624 0.87795 -7.22
253951_at  putative Proline synthetase associa--- AT4G26860 1.03 0.04 0.24 0.817641 0.87795 -7.22



262469_s_ahypothetical protein identical to hyp --- AT1G50190 / -1.02 -0.03 -0.24 0.817675 0.87795 -7.22
250732_at putative protein contains similarity to--- AT5G06480 -1.03 -0.05 -0.24 0.817863 0.87811 -7.22
259764_at  transcription factor inhibitor I kappaNPR1 AT1G64280 -1.03 -0.04 -0.24 0.818025 0.878243 -7.22
261744_at  nitrogen fixation protein (nifS), putaCPNIFS AT1G08490 -1.02 -0.03 -0.24 0.818107 0.87829 -7.22
247165_at transcription factor-like protein  ; supMYB68 AT5G65790 -1.02 -0.02 -0.24 0.818176 0.878323 -7.22
254424_at hypothetical protein  ;supported by f--- AT4G21510 1.03 0.05 0.24 0.818216 0.878324 -7.22
255347_at putative retrotransposon protein --- --- 1.02 0.02 0.24 0.818259 0.878329 -7.22
246147_s_a 26S proteasome AAA-ATPase sub RPT6A AT5G19990 / 1.02 0.03 0.24 0.818495 0.878541 -7.22
247605_at  DNA binding protein - like putative TCP5 AT5G60970 -1.02 -0.03 -0.24 0.818656 0.878595 -7.22
264815_at hypothetical protein similar to hypot --- AT1G03620 -1.04 -0.06 -0.24 0.818684 0.878595 -7.22
248412_at putative protein contains similarity to--- AT5G51590 -1.02 -0.03 -0.24 0.818735 0.878595 -7.22
255547_at putative CHP-rich zinc finger protein--- AT4G01920 -1.03 -0.04 -0.24 0.818766 0.878595 -7.22
263205_at  Ca2+-dependent lipid-binding proteNTMC2T2. AT1G05500 1.02 0.03 0.24 0.81877 0.878595 -7.22
259525_at hypothetical protein ATEXPA7 AT1G12560 1.02 0.03 0.24 0.818777 0.878595 -7.22
261255_at hypothetical protein contains similarATNTH2 AT1G05900 -1.02 -0.03 -0.24 0.81886 0.878643 -7.22
260755_at hypothetical protein predicted by ge--- AT1G48980 1.02 0.03 0.24 0.818914 0.87865 -7.22
260146_at putative non-phototropic hypocotyl s--- AT1G52770 1.05 0.07 0.24 0.818944 0.87865 -7.22
257523_at  hypothetical protein similar to putat --- AT3G01620 -1.02 -0.03 -0.24 0.819059 0.878733 -7.22
263704_at  unknown protein similar to unknow --- AT1G31130 -1.02 -0.03 -0.24 0.819105 0.878741 -7.22
263388_at En/Spm-like transposon protein rela--- --- -1.02 -0.03 -0.24 0.819252 0.878857 -7.22
252582_at putative protein several hypothetica --- AT3G45530 1.02 0.03 0.24 0.819346 0.878916 -7.22
263340_at hypothetical protein predicted by ge--- --- -1.02 -0.02 -0.24 0.819657 0.879209 -7.22
249382_at  putative protein predicted proteins, --- AT5G40050 1.02 0.02 0.24 0.819964 0.879466 -7.22
251236_at putative protein hypothetical protein--- AT3G62380 1.01 0.02 0.24 0.819974 0.879466 -7.22
252670_at dnaJ protein homolog atj3  ;support ATJ3 AT3G44110 1.02 0.03 0.24 0.820132 0.879595 -7.22
250064_at  disease resistance protein - like do DAR4 AT5G17890 -1.03 -0.04 -0.24 0.820181 0.879606 -7.22
253534_at cytochrome P450 monooxygenase CYP83B1 AT4G31500 1.05 0.06 0.24 0.820369 0.879738 -7.22
252910_at  putative protein various predicted p--- AT4G39590 1.02 0.02 0.24 0.820383 0.879738 -7.22
246884_at  putative protein cation transport pro--- AT5G26220 1.04 0.06 0.24 0.82042 0.879738 -7.22
251290_at transcription factor BBFa DAG1 AT3G61850 -1.02 -0.03 -0.24 0.820608 0.879898 -7.22
249225_at TMV resistance protein-like --- AT5G42140 1.03 0.04 0.24 0.820752 0.880011 -7.22
247571_at snap25a  ;supported by full-length cSNAP33 AT5G61210 1.02 0.02 0.24 0.820998 0.880233 -7.22
259296_at putative aminopeptidase similar to X--- AT3G05350 -1.02 -0.03 -0.24 0.821117 0.880292 -7.22
254880_at  putative protein Crp1, Zea mays, A --- AT4G11690 -1.02 -0.03 -0.24 0.82113 0.880292 -7.22
249137_at putative protein contains similarity to--- AT5G43140 1.03 0.04 0.23 0.821256 0.880332 -7.22



250048_s_a BCS1 - like protein h-bcs1, Homo s--- AT5G17740 / -1.02 -0.03 -0.23 0.821275 0.880332 -7.22
252554_s_a protein kinase - like receptor-like prMEE39 AT3G45920 / 1.02 0.02 0.23 0.821283 0.880332 -7.22
265317_at unknown protein BRK1 AT2G22640 -1.02 -0.03 -0.23 0.821876 0.880901 -7.22
263072_at putative protein kinase contains a p --- AT2G17530 -1.02 -0.03 -0.23 0.821908 0.880901 -7.22
249175_at COP8 (constitutive photomorphoge COP8 AT5G42970 1.02 0.02 0.23 0.82193 0.880901 -7.22
258826_at putative glucan synthase similar to gATGSL10 AT3G07160 -1.01 -0.02 -0.23 0.822077 0.880976 -7.22
246146_at  receptor-like protein kinase - like pr--- AT5G20050 1.03 0.04 0.23 0.82209 0.880976 -7.22
249896_at unknown protein  ; supported by cD--- AT5G22530 1.02 0.03 0.23 0.822115 0.880976 -7.22
266624_s_aphosphoribosyl pyrophosphate synt --- AT1G32380 / 1.04 0.06 0.23 0.82217 0.880992 -7.22
255954_at hypothetical protein predicted by geemb2204 AT1G22090 -1.02 -0.03 -0.23 0.822226 0.880992 -7.22
259447_s_a ADP-ribosylation factor, putative simATARFD1AAT1G02430 / 1.02 0.03 0.23 0.822247 0.880992 -7.22
254059_at Arabidopsis mitochondrion-localizedATHSP23.6AT4G25200 -1.02 -0.03 -0.23 0.822346 0.881058 -7.22
251674_at hypothetical protein --- AT3G57250 -1.02 -0.03 -0.23 0.822407 0.881059 -7.22
254924_at  MAP kinase (ATMPK5) possible intATMPK5 AT4G11330 1.03 0.04 0.23 0.822425 0.881059 -7.22
251424_at putative protein 04.05.01.01 --- AT3G60560 -1.01 -0.02 -0.23 0.822637 0.881223 -7.22
251287_at  putative protein nucleoid DNA-bind --- AT3G61820 1.03 0.04 0.23 0.822655 0.881223 -7.22
248803_at selenium-binding protein-like --- AT5G47460 1.02 0.03 0.23 0.822979 0.881456 -7.22
254802_at  endoxyloglucan transferase-like pro--- AT4G13090 -1.02 -0.03 -0.23 0.822988 0.881456 -7.22
250578_at  proanthranilate N-benzoyltransfera --- AT5G07850 1.02 0.02 0.23 0.823006 0.881456 -7.22
248848_at disease resistance protein-like --- AT5G46520 -1.01 -0.02 -0.23 0.823027 0.881456 -7.22
265302_at Mutator-like transposase similar to  --- --- 1.02 0.02 0.23 0.823163 0.88156 -7.22
245536_at hypothetical protein SDG2 AT4G15180 -1.02 -0.03 -0.23 0.823337 0.881705 -7.22
255995_at  receptor-like serine/threonine kinasRKF1 AT1G29750 1.02 0.03 0.23 0.823407 0.881715 -7.22
253332_at  peroxidase ATP17a -like protein pe--- AT4G33420 1.06 0.08 0.23 0.823424 0.881715 -7.22
260369_at  60S ribosomal protein L34, putativeRPL34 AT1G69620 1.03 0.04 0.23 0.823596 0.881859 -7.22
264051_at hypothetical protein predicted by ge--- AT2G22340 -1.02 -0.03 -0.23 0.823643 0.881867 -7.22
250837_at  8-amino-7-oxononanoate synthaseATBIOF AT5G04620 1.02 0.03 0.23 0.82403 0.88224 -7.22
252427_at hypothetical protein --- AT3G47640 -1.04 -0.06 -0.23 0.824353 0.882545 -7.22
255854_at unknown protein ;supported by full-l--- AT1G67050 -1.05 -0.07 -0.23 0.824576 0.88273 -7.22
248963_at unknown protein --- AT5G45700 1.02 0.03 0.23 0.824604 0.88273 -7.22
256026_at  auxin response factor 1, putative si --- AT1G34170 -1.02 -0.02 -0.23 0.824795 0.882893 -7.22
AFFX-ThrX- B. subtilis /GEN=thrB /DB_XREF=g--- --- 1.03 0.05 0.23 0.824899 0.882924 -7.22
259929_at  transcription factor, putative similar --- AT1G34360 1.02 0.03 0.23 0.82493 0.882924 -7.22
257998_at hypothetical protein similar to hypot --- AT3G27510 1.01 0.02 0.23 0.824977 0.882924 -7.22
254998_at  choline kinase GmCK2p -like prote --- AT4G09760 1.03 0.05 0.23 0.824978 0.882924 -7.22



249468_at  putative protein predicted proteins, --- AT5G39650 1.02 0.02 0.23 0.825084 0.882996 -7.22
245636_at hypothetical protein similar to hypot --- AT1G25240 -1.02 -0.03 -0.23 0.825566 0.88347 -7.22
266427_at hypothetical protein predicted by ge--- AT2G07170 -1.02 -0.03 -0.23 0.825635 0.883502 -7.22
255386_at hypothetical protein --- AT4G03620 -1.02 -0.02 -0.23 0.825815 0.883653 -7.22
257272_at unknown protein  ; supported by cD--- AT3G28130 1.02 0.03 0.23 0.825879 0.88368 -7.22
261640_at  permease, putative similar to perm --- AT1G49960 1.02 0.03 0.23 0.826127 0.883905 -7.22
248483_at putative protein contains similarity to--- AT5G50990 -1.03 -0.04 -0.23 0.826223 0.883966 -7.22
255807_at  probable wound-induced protein wo--- AT4G10270 -1.01 -0.02 -0.23 0.826419 0.884086 -7.22
259886_at putative protein kinase similar to pro--- AT1G76370 -1.02 -0.02 -0.23 0.82645 0.884086 -7.22
248332_at heat-shock protein  ; supported by cATHSP90.1AT5G52640 1.08 0.11 0.23 0.826452 0.884086 -7.22
262896_at  chromaffin granule ATPase II homoALA3 AT1G59820 -1.02 -0.03 -0.23 0.826546 0.884145 -7.22
254973_at  putative retrotransposon Oryza aus--- --- -1.02 -0.03 -0.23 0.826851 0.88443 -7.22
263849_at putative retroelement pol polyprotei --- --- -1.02 -0.03 -0.23 0.826905 0.884447 -7.22
264739_at hypothetical protein predicted by ge--- AT1G62260 -1.02 -0.03 -0.23 0.826956 0.88446 -7.22
247562_at putative protein --- AT5G61120 -1.02 -0.02 -0.23 0.827043 0.884511 -7.22
253806_at  putative protein Arabidopsis thalian--- AT4G28270 -1.02 -0.03 -0.23 0.827083 0.884512 -7.22
249206_at putative protein similar to unknown ATS AT5G42630 1.02 0.03 0.23 0.827318 0.884723 -7.22
246975_at putative protein hypothetical protein--- AT5G24890 -1.02 -0.04 -0.23 0.827472 0.884846 -7.22
258749_at hypothetical protein predicted by ge--- AT3G05760 -1.02 -0.03 -0.23 0.827654 0.884999 -7.22
261033_at unknown protein ;supported by full-lJAZ5 AT1G17380 1.07 0.10 0.23 0.827706 0.885013 -7.22
246241_at patatin-like protein PLP4 AT4G37050 -1.02 -0.03 -0.23 0.827919 0.885143 -7.22
248780_at 4-nitrophenylphosphatase-like proteATPGLP2 AT5G47760 1.02 0.03 0.23 0.82795 0.885143 -7.22
265755_at En/Spm transposon hypothetical pro--- --- -1.02 -0.02 -0.23 0.827961 0.885143 -7.22
257778_at hypothetical protein predicted by ge--- --- -1.02 -0.03 -0.23 0.827983 0.885143 -7.22
261288_at hypothetical protein predicted by ge--- AT1G37010 1.02 0.03 0.23 0.828022 0.885143 -7.22
254528_at hypothetical protein --- AT4G19620 -1.02 -0.02 -0.23 0.828314 0.885376 -7.22
248443_at gibberellin 20-oxidase-like protein --- AT5G51310 1.02 0.02 0.23 0.828333 0.885376 -7.22
256515_at  terpene synthase, putative contains--- AT1G66020 -1.02 -0.03 -0.23 0.828357 0.885376 -7.22
256796_at hypothetical protein predicted by ge--- AT3G22210 -1.03 -0.04 -0.23 0.82857 0.885562 -7.22
253223_at L-ascorbate peroxidase ;supported APX3 AT4G35000 1.02 0.02 0.22 0.828786 0.885752 -7.22
245173_at putative AP2 domain transcription fa--- AT2G47520 -1.05 -0.06 -0.22 0.828917 0.88585 -7.22
252889_at hypothetical protein --- AT4G39380 -1.02 -0.03 -0.22 0.828962 0.885857 -7.22
251044_at  putative protein various predicted p--- AT5G02350 -1.02 -0.02 -0.22 0.829011 0.885868 -7.22
251972_at  nodulin / glutamate-ammonia ligase--- AT3G53170 -1.02 -0.03 -0.22 0.829625 0.886483 -7.22
255694_at putative transcriptional regulator UNE10 AT4G00050 1.02 0.03 0.22 0.829832 0.886663 -7.22



265624_at CLAVATA3 CLE family of proteins; CLV3 AT2G27250 1.02 0.03 0.22 0.829897 0.886682 -7.22
253168_at  putative protein various predicted p--- AT4G35070 1.04 0.05 0.22 0.829965 0.886682 -7.22
250821_at putative protein similar to unknown --- AT5G05190 -1.02 -0.03 -0.22 0.829967 0.886682 -7.22
264759_at  receptor protein kinase (IRK1), puta--- AT1G61480 1.02 0.03 0.22 0.830331 0.886996 -7.22
250086_at NAM (no apical meristem)-like proteanac086 AT5G17260 -1.02 -0.03 -0.22 0.830347 0.886996 -7.22
266245_at putative translation initiation factor I --- AT2G27700 1.02 0.03 0.22 0.830377 0.886996 -7.22
256884_at hypothetical protein contains Pfam p--- AT3G15200 1.03 0.04 0.22 0.830488 0.887072 -7.22
252628_at putative protein --- AT3G44960 1.01 0.02 0.22 0.830625 0.887177 -7.22
254136_at  putative protein various predicted p--- AT4G24860 -1.02 -0.02 -0.22 0.830702 0.887186 -7.22
259907_at  GCN4-complementing protein, putaAGD2 AT1G60860 1.03 0.05 0.22 0.830711 0.887186 -7.22
250035_at putative protein contains similarity to--- AT5G18230 1.02 0.02 0.22 0.830883 0.887328 -7.22
254367_at hypothetical protein --- AT4G21700 -1.02 -0.03 -0.22 0.831098 0.887476 -7.22
247348_at beta-galactosidase (emb CAB64746BGAL10 AT5G63810 1.02 0.03 0.22 0.831099 0.887476 -7.22
260571_at MAP kinase (ATMPK6) identical to ATMPK6 AT2G43790 -1.02 -0.02 -0.22 0.831158 0.887497 -7.22
265562_at hypothetical protein predicted by ge--- AT2G05500 -1.01 -0.02 -0.22 0.831218 0.88752 -7.22
260298_at putative oxidoreductase contains Pf--- AT1G80320 1.02 0.02 0.22 0.831334 0.887601 -7.22
263884_at hypothetical protein predicted by ge--- AT2G36920 1.01 0.02 0.22 0.831689 0.887926 -7.22
245109_at hypothetical protein predicted by ge--- AT2G41520 1.02 0.03 0.22 0.831726 0.887926 -7.22
261161_at  hypothetical protein contains Pfam --- AT1G34420 1.03 0.04 0.22 0.831755 0.887926 -7.22
254297_at hypothetical protein --- AT4G23110 1.01 0.02 0.22 0.831889 0.888028 -7.22
261690_at  branched-chain amino acid aminotr--- AT1G50090 1.02 0.02 0.22 0.832168 0.888285 -7.22
267243_at hypothetical protein predicted by ge--- AT2G02660 -1.01 -0.02 -0.22 0.832213 0.888291 -7.22
264831_at hypothetical protein predicted by ge--- AT1G03687 1.02 0.03 0.22 0.832341 0.888351 -7.22
249548_at  lipid transfer - like protein lipid trans--- AT5G38170 1.02 0.02 0.22 0.832372 0.888351 -7.22
249714_at unknown protein --- --- -1.02 -0.03 -0.22 0.832386 0.888351 -7.22
245049_at ribosomal protein S16 --- --- -1.03 -0.04 -0.22 0.832458 0.888386 -7.22
262239_at unknown protein similar to putative --- AT1G48230 -1.03 -0.04 -0.22 0.832522 0.888412 -7.22
257936_at hypothetical protein contains similar--- --- 1.02 0.03 0.22 0.832642 0.8885 -7.22
259261_at unknown protein similar to unknown--- AT3G11390 -1.02 -0.03 -0.22 0.832906 0.888739 -7.22
266998_at hypothetical protein predicted by ge--- AT2G34400 1.02 0.03 0.22 0.833077 0.88888 -7.22
253211_at  amidase - like protein amidase, Ba --- AT4G34880 1.02 0.02 0.22 0.833253 0.889027 -7.22
266621_at unknown protein --- AT2G35450 1.03 0.04 0.22 0.833421 0.889164 -7.22
258191_at putative vesicle transport protein simVTI13 AT3G29100 -1.01 -0.02 -0.22 0.833501 0.889208 -7.22
264237_at hypothetical protein predicted by ge--- AT1G54700 -1.01 -0.02 -0.22 0.833735 0.889416 -7.22
255932_at  mutator-like transposase, putative s--- --- -1.02 -0.02 -0.22 0.833799 0.889443 -7.22



248090_at putative protein contains similarity toMAPKKK15AT5G55090 -1.01 -0.02 -0.22 0.83384 0.889444 -7.22
250032_at glutamate dehydrogenase (EC 1.4.1GDH1 AT5G18170 1.06 0.08 0.22 0.833965 0.889499 -7.22
252325_at acetolactate synthase  ; supported bCSR1 AT3G48560 -1.01 -0.02 -0.22 0.833991 0.889499 -7.22
253499_at  putative protein zinc-finger helicase--- AT4G31900 -1.02 -0.02 -0.22 0.834008 0.889499 -7.22
258913_at  unknown protein similar to putative --- AT3G06450 1.02 0.04 0.22 0.834268 0.889735 -7.22
261716_at  kinesin-related protein, putative sim--- AT1G18410 1.01 0.02 0.22 0.834396 0.889829 -7.22
250620_at embryo-specific protein 3 (ATS3)  ; ATS3 AT5G07190 -1.02 -0.02 -0.22 0.834646 0.890033 -7.22
249916_at histone H2B like protein (emb|CAA6HTB2 AT5G22880 1.03 0.04 0.22 0.834664 0.890033 -7.22
258310_at unknown protein ICE1 AT3G26744 -1.02 -0.03 -0.22 0.834802 0.890138 -7.22
249182_at putative protein similar to unknown --- AT5G42960 -1.02 -0.02 -0.22 0.834853 0.890151 -7.22
259574_at hypothetical protein MLP168 AT1G35310 1.01 0.02 0.22 0.834993 0.890219 -7.22
264369_at  Ste-20 related kinase SPAK, putati --- AT1G70430 -1.02 -0.03 -0.22 0.834995 0.890219 -7.22
252684_at  disease resistence - like protein RP--- AT3G44400 1.02 0.02 0.22 0.835059 0.890222 -7.22
265134_at putative acyl-CoA : 1-acylglycerol-3 LPAT3 AT1G51260 -1.02 -0.04 -0.22 0.835076 0.890222 -7.22
256086_at hypothetical protein predicted by ge--- AT1G20770 1.02 0.03 0.22 0.835116 0.890223 -7.22
255023_at hypothetical protein --- AT4G09850 1.02 0.03 0.22 0.835379 0.890437 -7.22
245203_at hypothetical protein similar to protei --- --- -1.01 -0.02 -0.22 0.835394 0.890437 -7.22
249893_at Expressed protein ; supported by fu--- AT5G22555 1.02 0.03 0.22 0.835911 0.890946 -7.22
255769_at hypothetical protein predicted by ge--- AT1G18610 1.02 0.02 0.22 0.836029 0.890992 -7.22
245538_at p140mDia like protein --- AT4G15200 1.02 0.03 0.22 0.836068 0.890992 -7.22
246805_at  putative protein various predicted trAGL101 AT5G27050 -1.02 -0.02 -0.22 0.836071 0.890992 -7.22
254766_at  putative protein predicted protein, ATPS12 AT4G13280 1.01 0.02 0.21 0.836251 0.891141 -7.22
257292_s_ahypothetical protein contains Pfam p--- --- 1.01 0.02 0.21 0.836354 0.891209 -7.22
260649_at  storage protein, putative similar to GACA7 AT1G08080 -1.02 -0.02 -0.21 0.83641 0.891228 -7.22
251165_at putative protein different MAP kinas--- AT3G63330 1.02 0.03 0.21 0.83645 0.891229 -7.22
258571_at hypothetical protein predicted by geanac048 AT3G04420 -1.02 -0.03 -0.21 0.83657 0.891274 -7.22
255401_at hypothetical protein  ;supported by f--- AT4G03600 1.02 0.03 0.21 0.836571 0.891274 -7.22
252373_at disease resistance protein EDS1  ; EDS1 AT3G48090 -1.05 -0.08 -0.21 0.836727 0.891399 -7.22
249706_at histone deacetylase HDA7 AT5G35600 -1.02 -0.02 -0.21 0.836868 0.891508 -7.22
254169_at putative protein  ; supported by cDN--- AT4G24290 -1.02 -0.03 -0.21 0.836957 0.891561 -7.22
255747_s_ahypothetical protein predicted by ge--- AT1G32010 / -1.02 -0.02 -0.21 0.837407 0.891975 -7.22
248661_at putative protein contains similarity toAGL80 AT5G48670 1.03 0.04 0.21 0.837424 0.891975 -7.22
246716_s_aputative protein --- AT5G28910 / -1.01 -0.02 -0.21 0.837818 0.892353 -7.22
248144_at glucose-6-phosphate/phosphate traGPT1 AT5G54800 -1.02 -0.03 -0.21 0.837949 0.892433 -7.22
250879_at  putative protein various predicted p--- AT5G04060 -1.02 -0.03 -0.21 0.837972 0.892433 -7.22



246797_at putative protein  ;supported by full-le--- AT5G26790 -1.01 -0.02 -0.21 0.83809 0.892518 -7.22
247085_at kinesin heavy chain DNA binding pr--- AT5G66310 -1.02 -0.03 -0.21 0.838196 0.892551 -7.22
246222_at TINY-like protein ; supported by cD RAP2.10 AT4G36900 -1.04 -0.05 -0.21 0.8382 0.892551 -7.22
256850_at hypothetical protein similar to hypot --- --- 1.01 0.02 0.21 0.838404 0.892693 -7.22
257482_x_ahypothetical protein contains similar--- AT1G27820 -1.02 -0.04 -0.21 0.83845 0.892693 -7.22
261647_at hypothetical protein similar to hypot --- AT1G27740 -1.02 -0.03 -0.21 0.838451 0.892693 -7.22
252729_at  putative protein replication protein A--- --- -1.01 -0.02 -0.21 0.838537 0.892744 -7.22
257662_at  low affinity calcium antiporter CAX2CAX2 AT3G13320 -1.02 -0.02 -0.21 0.838787 0.892968 -7.22
257555_at hypothetical protein predicted by ge--- AT3G24780 1.02 0.03 0.21 0.839308 0.893423 -7.22
253521_at  multicatalytic endopeptidase complPBA1 AT4G31300 1.03 0.04 0.21 0.839318 0.893423 -7.22
255119_at hypothetical protein --- --- 1.01 0.02 0.21 0.839332 0.893423 -7.22
256178_s_aauxin conjugate hydrolase (ILL5) ideILL5 AT1G51760 / 1.06 0.08 0.21 0.839518 0.89358 -7.22
264247_at  potassium transporter, putative sim--- AT1G60160 -1.04 -0.05 -0.21 0.839628 0.893654 -7.22
247340_at unknown protein --- AT5G63700 -1.01 -0.02 -0.21 0.839701 0.89369 -7.22
257181_at hypothetical protein --- AT3G13190 1.02 0.03 0.21 0.840178 0.894157 -7.22
261258_at unknown protein --- AT1G26640 -1.02 -0.03 -0.21 0.840409 0.894361 -7.22
247500_at  putative protein B2 protein, Daucus--- AT5G61910 1.03 0.04 0.21 0.84059 0.894477 -7.22
266008_at hypothetical protein predicted by ge--- AT2G37390 -1.02 -0.03 -0.21 0.840597 0.894477 -7.22
246431_at  calcium-binding protein calcium binAPC1 AT5G17480 -1.01 -0.02 -0.21 0.840697 0.894543 -7.22
254657_s_a putative protein W15DMY32F, W25--- AT4G18210 / -1.03 -0.05 -0.21 0.840917 0.894735 -7.22
246299_at embryonic abundant protein AtEm1 EM1 AT3G51810 -1.01 -0.02 -0.21 0.841039 0.894823 -7.22
260475_at Serine carboxypeptidase isolog scpl31 AT1G11080 -1.04 -0.05 -0.21 0.841125 0.894831 -7.22
259575_at unknown protein --- AT1G35320 -1.01 -0.02 -0.21 0.841125 0.894831 -7.22
245462_at transcription factor like protein --- AT4G17020 -1.02 -0.03 -0.21 0.84145 0.895135 -7.22
263747_at putative ubiquitin activating enzymeSAE2 AT2G21470 -1.01 -0.02 -0.21 0.841606 0.895253 -7.22
264758_at  late embryogenesis abundant prote--- AT1G61340 -1.08 -0.12 -0.21 0.841703 0.895253 -7.22
259021_at hypothetical protein predicted by ge--- AT3G07540 -1.03 -0.05 -0.21 0.84171 0.895253 -7.22
252992_at  putative protein phosphatase-2c pr --- AT4G38520 -1.03 -0.04 -0.21 0.841719 0.895253 -7.22
266095_at  3-oxo-5-alpha-steroid 4-dehydroge DET2 AT2G38050 1.02 0.03 0.21 0.841859 0.89536 -7.22
253398_at  putative protein retinal pigment micCCD8 AT4G32810 1.04 0.06 0.21 0.841927 0.895368 -7.22
253655_at Expressed protein ;supported by cDLCR59 AT4G30070 1.01 0.02 0.21 0.841944 0.895368 -7.22
267221_at similar to prokaryotic DNA polymeraSTI AT2G02480 1.01 0.02 0.21 0.842268 0.89567 -7.22
253214_at  putative protein karyopherin alpha ARO1 AT4G34940 1.02 0.02 0.21 0.842391 0.89576 -7.22
264814_at putative SET-domain transcriptiona SDG37 AT2G17900 1.02 0.03 0.21 0.842465 0.895797 -7.22
257186_at hypothetical protein predicted by ge--- AT3G13130 -1.02 -0.03 -0.21 0.84288 0.896196 -7.22



246646_at putative protein  ;supported by full-le--- AT5G35090 1.02 0.02 0.21 0.842932 0.896209 -7.22
246089_at  ring-box protein - like ring-box proteRBX1 AT5G20570 -1.01 -0.02 -0.21 0.842996 0.896236 -7.22
262553_at hypothetical protein similar to hypot RECQL2 AT1G31360 -1.02 -0.03 -0.21 0.843115 0.89632 -7.22
247091_at peroxidase (emb CAA66964.1) --- AT5G66390 1.02 0.03 0.21 0.84335 0.896528 -7.22
265975_at putative citrate synthetase --- AT2G11270 -1.02 -0.03 -0.21 0.84361 0.896748 -7.22
252074_at  putative protein DNA helicase hom --- AT3G51700 1.02 0.02 0.20 0.843705 0.896748 -7.22
248214_at putative protein similar to unknown --- AT5G53670 -1.02 -0.03 -0.20 0.843708 0.896748 -7.22
253123_at  thaumatin-like protein thaumatin-lik--- AT4G36000 -1.02 -0.03 -0.20 0.843713 0.896748 -7.22
252687_at  putative protein predicted protein, A--- --- -1.02 -0.03 -0.20 0.843897 0.896901 -7.23
265191_at hypothetical protein Similar to Sacc --- AT1G05120 -1.02 -0.02 -0.20 0.843972 0.896904 -7.23
257258_at hypothetical protein contains Pfam p--- AT3G22040 1.02 0.03 0.20 0.843978 0.896904 -7.23
249418_at  putative protein predicted protein, A--- AT5G39785 -1.01 -0.02 -0.20 0.844131 0.897024 -7.23
256004_at  retroelement pol polyprotein, putati --- --- -1.01 -0.02 -0.20 0.844379 0.897216 -7.23
247672_at  senescence-associated protein - likTET4 AT5G60220 -1.01 -0.02 -0.20 0.84439 0.897216 -7.23
254279_at Expressed protein ; supported by fu--- AT4G22750 -1.02 -0.02 -0.20 0.844487 0.897238 -7.23
245271_at transcription factor like protein ; sup--- AT4G16430 1.01 0.02 0.20 0.844495 0.897238 -7.23
245556_at HSR201 like protein --- AT4G15400 -1.01 -0.02 -0.20 0.844528 0.897238 -7.23
250407_at chorismate mutase CM2  ; supporteATCM2 AT5G10870 1.02 0.02 0.20 0.844661 0.897336 -7.23
258248_at hypothetical protein predicted by ge--- AT3G29140 1.02 0.04 0.20 0.844965 0.897618 -7.23
246406_at  disease resistance protein RPP1-W--- AT1G57650 -1.01 -0.02 -0.20 0.845035 0.897651 -7.23
247272_at  GTP cyclohydrolase II; 3,4-dihydrox--- AT5G14040 / 1.04 0.06 0.20 0.845081 0.897657 -7.23
267642_at unknown protein --- AT2G32905 / 1.01 0.02 0.20 0.845144 0.897683 -7.23
263604_s_aputative replication protein A1 --- --- 1.01 0.02 0.20 0.845205 0.897695 -7.23
261497_x_ahypothetical protein contains similarAGL59 AT1G28460 1.02 0.02 0.20 0.845235 0.897695 -7.23
264762_at  receptor kinase, putative similar to --- AT1G61460 1.02 0.03 0.20 0.845516 0.897953 -7.23
266617_at unknown protein  ; supported by cD--- AT2G29670 -1.04 -0.05 -0.20 0.845567 0.897965 -7.23
248560_at putative protein contains similarity toATPPOX AT5G49970 1.02 0.03 0.20 0.84592 0.898279 -7.23
246547_at  seed maturation -like protein seed --- AT5G14970 -1.02 -0.03 -0.20 0.845942 0.898279 -7.23
256977_at  hypothetical protein predicted by ge--- --- -1.02 -0.02 -0.20 0.846031 0.898332 -7.23
254409_at  serine/threonine protein kinase - lik--- AT4G21400 1.06 0.08 0.20 0.846099 0.89834 -7.23
260018_at hypothetical protein predicted by ge--- AT1G41820 -1.02 -0.02 -0.20 0.846117 0.89834 -7.23
247598_at  UVB-resistance protein UVR8 - like--- AT5G60870 1.02 0.02 0.20 0.846436 0.898522 -7.23
266691_at hypothetical protein predicted by ge--- AT2G19890 -1.02 -0.03 -0.20 0.846442 0.898522 -7.23
260739_at  serine carboxypeptidase precursor scpl50 AT1G15000 1.03 0.05 0.20 0.846458 0.898522 -7.23
256034_at unknown protein ; supported by cDN--- AT1G07080 1.01 0.02 0.20 0.84647 0.898522 -7.23



262689_at unknown protein ANAC026 AT1G62700 1.02 0.02 0.20 0.846509 0.898522 -7.23
245651_s_a F5A9.18 unknown protein; similar t --- AT1G24793 / -1.02 -0.03 -0.20 0.846525 0.898522 -7.23
256323_at unknown protein ; supported by cDN--- AT1G54920 1.02 0.03 0.20 0.846749 0.898718 -7.23
264411_at  mutator-like transposase, putative s--- --- 1.01 0.02 0.20 0.846796 0.898726 -7.23
247956_at cytokinin oxidase  ; supported by cDCKX3 AT5G56970 1.02 0.02 0.20 0.846979 0.898878 -7.23
255157_at hypothetical protein --- --- -1.01 -0.02 -0.20 0.847018 0.898878 -7.23
247697_at  subtilisin-like protease - like proteinSBT5.4 AT5G59810 1.02 0.03 0.20 0.847319 0.899155 -7.23
254567_s_ahypothetical protein --- AT4G19260 / -1.01 -0.02 -0.20 0.847419 0.89922 -7.23
266110_at putative C2H2-type zinc finger proteAtIDD4 AT2G02080 -1.02 -0.02 -0.20 0.847707 0.899483 -7.23
249517_at putative protein similar to unknown --- AT5G38580 1.01 0.02 0.20 0.847808 0.899549 -7.23
251095_at  putative protein hypothetical protein--- AT5G01510 -1.02 -0.03 -0.20 0.848074 0.899766 -7.23
266729_at 50S ribosomal protein L7/L12 --- AT2G03130 -1.02 -0.02 -0.20 0.848092 0.899766 -7.23
262296_at putative cyclin similar to cyclin GB:4CYCT1;3 AT1G27630 1.01 0.02 0.20 0.848215 0.899855 -7.23
258361_at unknown protein similar to hypothet --- AT3G14270 -1.03 -0.04 -0.20 0.848356 0.899963 -7.23
262519_at  putative ribokinase Except for first 6--- AT1G17160 1.03 0.04 0.20 0.848419 0.899988 -7.23
245409_at putative protein --- AT4G17200 -1.01 -0.02 -0.20 0.848652 0.900193 -7.23
263331_at unknown protein  ; supported by cD--- AT2G15270 -1.02 -0.02 -0.20 0.84872 0.900224 -7.23
258382_at hypothetical protein UBC25 AT3G15355 -1.02 -0.03 -0.20 0.848949 0.900424 -7.23
262597_at  unknown protein Strong similarity to--- AT1G15470 -1.02 -0.03 -0.20 0.849095 0.900538 -7.23
248017_at protein kinase-like protein --- AT5G56460 1.03 0.04 0.20 0.849378 0.900795 -7.23
265536_at unknown protein contains a domain --- AT2G15880 -1.04 -0.05 -0.20 0.849761 0.90116 -7.23
262816_at alkylation repair-like protein --- AT1G11780 -1.02 -0.03 -0.20 0.849911 0.901277 -7.23
258724_at unknown protein --- AT3G09600 1.01 0.02 0.20 0.850062 0.901395 -7.23
263029_at unknown protein --- AT1G24050 1.01 0.02 0.20 0.850151 0.901448 -7.23
254939_at  putative protein predicted proteins, --- AT4G10800 -1.02 -0.03 -0.20 0.850288 0.901552 -7.23
252083_at  putative protein hypothetical protein--- AT3G51960 1.04 0.05 0.20 0.850546 0.901783 -7.23
267145_at putative acetyltransferase ATMAK3 AT2G38130 -1.02 -0.02 -0.20 0.850743 0.90195 -7.23
252027_at Spot 3 protein and vacuolar sorting VSR1 AT3G52850 1.01 0.02 0.20 0.851047 0.90223 -7.23
248734_at putative protein similar to unknown ELP1 AT5G48090 -1.02 -0.03 -0.19 0.851195 0.902345 -7.23
261723_at unknown protein ; supported by full---- AT1G76200 -1.01 -0.02 -0.19 0.851293 0.902378 -7.23
252270_at putative protein  ;supported by full-le--- AT3G49560 -1.02 -0.03 -0.19 0.851305 0.902378 -7.23
266169_at putative protease inhibitor  ;support --- AT2G38900 1.01 0.02 0.19 0.85143 0.902434 -7.23
254487_at  calcium-binding protein - like calciu--- AT4G20780 -1.06 -0.09 -0.19 0.851437 0.902434 -7.23
266058_at glycerol-3-phosphate dehydrogenasGLY1 AT2G40690 1.02 0.03 0.19 0.851533 0.902494 -7.23
248847_at disease resistance protein-like --- AT5G46510 -1.01 -0.02 -0.19 0.851573 0.902495 -7.23



255331_at hypothetical protein  ; supported by --- AT4G04330 1.02 0.02 0.19 0.851746 0.902635 -7.23
252347_at  ribosomal protein L13 homolog ribo--- AT3G48130 1.02 0.02 0.19 0.851932 0.90279 -7.23
267052_at unknown protein --- AT2G38410 -1.02 -0.02 -0.19 0.851992 0.902812 -7.23
246636_at  acid phosphatase-like protein purplPAP26 AT5G34850 1.02 0.03 0.19 0.852218 0.902975 -7.23
255388_at  hypothetical protein similar to A. tha--- --- -1.01 -0.02 -0.19 0.852225 0.902975 -7.23
260270_at putative disease resistance protein --- AT1G63730 1.02 0.02 0.19 0.852993 0.903747 -7.23
254642_at  putative protein hypothetical protein--- AT4G18810 -1.03 -0.04 -0.19 0.853047 0.903763 -7.23
253960_at  putative protein various predicted pGAMT1 AT4G26420 -1.02 -0.03 -0.19 0.853168 0.903849 -7.23
256758_at hypothetical protein similar to Athila --- --- 1.02 0.02 0.19 0.853315 0.903962 -7.23
266843_at hypothetical protein predicted by ge--- AT2G26135 1.01 0.02 0.19 0.85348 0.904088 -7.23
255334_at putative transposon protein --- --- -1.01 -0.02 -0.19 0.853513 0.904088 -7.23
247341_at unknown protein --- AT5G63720 -1.01 -0.02 -0.19 0.853761 0.904302 -7.23
263458_at putative GTP-binding protein ATRABH1DAT2G22290 -1.02 -0.02 -0.19 0.853826 0.904302 -7.23
255513_at PROLIFERA similar to S. cerevisiaePRL AT4G02060 -1.07 -0.09 -0.19 0.853846 0.904302 -7.23
261642_at  ADP-glucose pyrophosphorylase, pAPL2 AT1G27680 1.02 0.03 0.19 0.853874 0.904302 -7.23
259954_at  cytochrome P450, putative similar tCYP721A1 AT1G75130 1.02 0.03 0.19 0.853995 0.904389 -7.23
248660_at RNA-binding protein-like --- AT5G48650 1.02 0.03 0.19 0.854398 0.90477 -7.23
267217_at hypothetical protein --- AT2G02610 -1.01 -0.02 -0.19 0.854434 0.90477 -7.23
247352_at serine/threonine-protein kinase  ;su SNRK2.5 AT5G63650 -1.04 -0.06 -0.19 0.85468 0.904988 -7.23
249488_at  putative protein putative transposas--- --- -1.01 -0.02 -0.19 0.854739 0.905008 -7.23
255377_at hypothetical protein --- AT4G03500 -1.02 -0.03 -0.19 0.854859 0.905094 -7.23
248628_at putative protein contains similarity to--- AT5G48960 1.02 0.02 0.19 0.855485 0.905631 -7.23
264754_at  receptor kinase, putative similar to --- AT1G61400 1.02 0.02 0.19 0.855487 0.905631 -7.23
253173_at  putative protein pEARLI 4, Arabido --- AT4G35110 -1.05 -0.06 -0.19 0.855498 0.905631 -7.23
259095_at acyl carrier protein 1 precursor (AC ACP1 AT3G05020 1.04 0.05 0.19 0.855526 0.905631 -7.23
258373_at 20S proteasome subunit PAE2 idenPAE2 AT3G14290 -1.01 -0.02 -0.19 0.855595 0.905639 -7.23
258784_at unknown protein --- AT3G11770 1.03 0.04 0.19 0.855627 0.905639 -7.23
252051_at  putative protein similarity hypotheti --- AT3G52570 1.01 0.02 0.19 0.855652 0.905639 -7.23
252697_at  nodulin - like protein nodulin-21, Gl --- AT3G43660 1.02 0.02 0.19 0.856053 0.906021 -7.23
259814_at  zinc finger protein ATZF1, putative --- AT1G49900 -1.03 -0.04 -0.19 0.856192 0.906126 -7.23
250979_at putative protein --- AT5G03090 -1.02 -0.03 -0.19 0.856236 0.906131 -7.23
248891_at MCM3 homolog (emb|CAA03887.1)MCM3 AT5G46280 1.06 0.09 0.19 0.856399 0.906261 -7.23
248441_at putative protein contains similarity to--- AT5G51270 -1.01 -0.02 -0.19 0.856451 0.906274 -7.23
262692_at hypothetical protein predicted by ge--- --- -1.02 -0.02 -0.19 0.856677 0.906471 -7.23
266987_at unknown protein --- AT2G39280 -1.01 -0.02 -0.19 0.856984 0.906754 -7.23



245464_at hypothetical protein UGLYAH AT4G17050 -1.02 -0.03 -0.19 0.857299 0.907045 -7.23
259776_s_a eukaryotic translation initiation facto--- AT1G29550 / -1.01 -0.02 -0.19 0.857468 0.907182 -7.23
261967_at  En/Spm-like transposon protein, pu--- --- -1.02 -0.03 -0.19 0.857522 0.907198 -7.23
246037_at  putative protein predicted chromos --- AT5G19420 1.02 0.02 0.19 0.857563 0.907199 -7.23
244958_at hypothetical protein --- --- -1.01 -0.02 -0.19 0.857633 0.907231 -7.23
260893_at hypothetical protein similar to hypot --- AT1G29180 -1.01 -0.02 -0.19 0.857842 0.907378 -7.23
244908_at hypothetical protein --- --- -1.02 -0.04 -0.19 0.857911 0.907378 -7.23
263734_at  permease, putative similar to perm NAT7 AT1G60030 -1.02 -0.03 -0.19 0.857919 0.907378 -7.23
255555_at putative protein transport factor  ; su--- AT4G01810 1.02 0.02 0.19 0.857932 0.907378 -7.23
264091_at hypothetical protein predicted by ge--- AT1G79110 1.04 0.05 0.19 0.857989 0.90738 -7.23
266446_at hypothetical protein predicted by ge--- AT2G43310 -1.01 -0.02 -0.19 0.858013 0.90738 -7.23
255160_at putative pathogenesis-related prote --- AT4G07820 -1.01 -0.02 -0.19 0.858057 0.907384 -7.23
264331_at hypothetical protein contains non-co--- AT1G04130 1.02 0.02 0.19 0.858118 0.907407 -7.23
249730_at calcium dependent protein kinase-li --- AT5G24430 -1.03 -0.04 -0.19 0.858225 0.907419 -7.23
AFFX-LysX-B. subtilis /GEN=lys /DB_XREF=gb --- --- -1.03 -0.04 -0.19 0.858247 0.907419 -7.23
245603_at hypothetical protein --- AT4G14280 1.02 0.02 0.19 0.8583 0.907419 -7.23
253067_at myb transcription factor - like proteinMYB87 AT4G37780 -1.01 -0.02 -0.19 0.858301 0.907419 -7.23
257510_at unknown protein --- AT1G55360 1.04 0.06 0.19 0.858329 0.907419 -7.23
256813_at unknown protein --- AT3G21360 -1.02 -0.02 -0.19 0.858569 0.907631 -7.23
254941_s_aputative protein various reverse tran--- --- 1.02 0.02 0.18 0.858729 0.907758 -7.23
255972_at hypothetical protein similar to hypot --- --- 1.01 0.02 0.18 0.858796 0.907788 -7.23
249046_at berberine bridge enzyme --- AT5G44400 -1.03 -0.04 -0.18 0.859051 0.908015 -7.23
255067_at putative phosphotyrosyl phosphatas--- AT4G08960 1.01 0.02 0.18 0.859128 0.908054 -7.23
245566_at disease resistance RPS2 like protei --- AT4G14610 1.02 0.02 0.18 0.859243 0.908066 -7.23
263312_at putative replication protein A1 --- --- -1.01 -0.02 -0.18 0.859248 0.908066 -7.23
257049_at hypothetical protein predicted by ge--- AT3G15250 1.02 0.03 0.18 0.859259 0.908066 -7.23
259275_at unknown protin  ;supported by full-le--- AT3G01060 -1.03 -0.04 -0.18 0.859316 0.908084 -7.23
249364_at  putative protein predicted protein, A--- AT5G40590 -1.01 -0.02 -0.18 0.859683 0.908352 -7.23
248658_at chromosome condensation protein ATSMC3 AT5G48600 -1.01 -0.02 -0.18 0.859692 0.908352 -7.23
260071_at putative proline-rich protein precurs ESP1 AT1G73840 1.01 0.02 0.18 0.859726 0.908352 -7.23
253259_at  putative protein ethylene-responsivRRTF1 AT4G34410 1.05 0.07 0.18 0.859728 0.908352 -7.23
250324_at  putative protein nitrilase/Fhit protein--- AT5G12040 1.02 0.03 0.18 0.859793 0.908378 -7.23
263655_at hypothetical protein predicted by ge--- AT1G04500 1.01 0.02 0.18 0.859862 0.908409 -7.23
254471_s_a putative protein parts of other prote--- --- 1.01 0.02 0.18 0.860221 0.908746 -7.23
245596_at hypothetical protein AtPRD1 AT4G14180 1.01 0.02 0.18 0.860346 0.908806 -7.23



252639_at  acyl CoA reductase -like protein acFAR5 AT3G44550 1.01 0.02 0.18 0.860358 0.908806 -7.23
252738_at  putative protein predicted protein, D--- AT3G43240 -1.01 -0.02 -0.18 0.860727 0.909154 -7.23
252497_at putative protein several putative pro--- AT3G46800 -1.01 -0.02 -0.18 0.861007 0.909408 -7.23
254152_at hypothetical protein --- AT4G24410 1.01 0.02 0.18 0.861073 0.909435 -7.23
267071_at unknown protein --- AT2G40980 -1.01 -0.02 -0.18 0.861241 0.909554 -7.23
245028_at unknown protein --- AT2G26570 -1.02 -0.03 -0.18 0.861265 0.909554 -7.23
259820_at subtilisin-like serine protease contai--- AT1G66210 -1.02 -0.02 -0.18 0.861487 0.909705 -7.23
250781_at DREB2A (dbj|BAA33794.1)  ; suppoDREB2A AT5G05410 1.03 0.04 0.18 0.861488 0.909705 -7.23
261679_at  polyprotein, putative similar to poly --- --- 1.01 0.02 0.18 0.861536 0.909713 -7.23
267306_at Ran binding protein (AtRanBP1b) id--- AT2G30060 -1.02 -0.02 -0.18 0.861612 0.909752 -7.23
247104_at putative protein similar to unknown DAR6 AT5G66620 -1.02 -0.03 -0.18 0.861729 0.909833 -7.23
265372_at Ac-like transposase related to Ac/D --- AT2G06500 -1.02 -0.02 -0.18 0.862057 0.910137 -7.23
258841_at hypothetical protein similar to hypot --- AT3G04660 1.01 0.02 0.18 0.862238 0.910286 -7.23
253722_at  putative protein zinc finger transcrip--- AT4G29190 -1.02 -0.03 -0.18 0.862584 0.910609 -7.23
260338_at putative RNA-binding protein simila --- AT1G69250 1.01 0.02 0.18 0.862778 0.910772 -7.23
244971_at ATP-dependent protease subunit --- --- 1.01 0.02 0.18 0.862834 0.910789 -7.23
258262_at hypothetical protein --- AT3G15770 -1.02 -0.02 -0.18 0.86325 0.911186 -7.23
249715_at putative protein similar to unknown --- AT5G35760 -1.02 -0.02 -0.18 0.863554 0.911424 -7.23
254025_at  putative pathogenesis-related prote--- AT4G25790 -1.01 -0.02 -0.18 0.863555 0.911424 -7.23
248447_at putative protein contains similarity toPABN1 AT5G51120 1.01 0.02 0.18 0.863601 0.91143 -7.23
256058_at  UDP-glucose glucosyltransferase, UGT71C5 AT1G07240 -1.02 -0.03 -0.18 0.863878 0.911646 -7.23
251294_at  zinc transporter-like protein zinc traMTPA1 AT3G61940 1.01 0.02 0.18 0.863917 0.911646 -7.23
250592_at putative protein contains similarity to--- AT5G07740 1.02 0.02 0.18 0.863925 0.911646 -7.23
263523_at hypothetical protein predicted by ge--- --- 1.01 0.02 0.18 0.864093 0.911781 -7.23
261302_at hypothetical protein predicted by ge--- AT1G48580 -1.02 -0.02 -0.18 0.864155 0.911796 -7.23
249654_at putative protein hypothetical protein--- --- -1.01 -0.02 -0.18 0.864188 0.911796 -7.23
263272_at hypothetical protein predicted by ge--- --- 1.01 0.02 0.18 0.864284 0.911855 -7.23
258614_at putative S-adenosylmethionine:2-de--- AT3G02770 1.02 0.03 0.18 0.864578 0.912124 -7.23
249390_at  60S RIBOSOMAL PROTEIN L5 -lik--- AT5G40130 -1.01 -0.02 -0.18 0.864766 0.912187 -7.23
262243_at hypothetical protein predicted by ge--- --- -1.02 -0.03 -0.18 0.864835 0.912187 -7.23
261298_at  cytochrome c oxidase assembly pr --- AT1G48510 -1.01 -0.02 -0.18 0.864845 0.912187 -7.23
264453_at  putative GTP-binding protein simila--- AT1G10300 1.01 0.02 0.18 0.864864 0.912187 -7.23
259805_at  disease resistance protein, putativeAtRLP7 AT1G47890 1.02 0.03 0.18 0.864869 0.912187 -7.23
260838_at hypothetical protein predicted by ge--- AT1G43680 -1.01 -0.02 -0.18 0.864878 0.912187 -7.23
250948_at putative protein --- AT5G03490 1.02 0.03 0.18 0.864973 0.912245 -7.23



254257_s_a putative protein predicted proteins, --- AT4G23350 / 1.01 0.02 0.18 0.865142 0.912381 -7.23
254261_at  beta adaptin - like protein beta-ada--- AT4G23460 1.01 0.02 0.18 0.865314 0.91252 -7.23
252705_at  putative protein predicted proteins, --- --- -1.02 -0.03 -0.18 0.865366 0.912533 -7.23
255606_at  hypothetical protein similar to T3F1--- AT4G01110 1.02 0.03 0.18 0.865558 0.912693 -7.23
245936_at putative protein predicted proteins - --- AT5G19850 -1.02 -0.03 -0.18 0.865778 0.912883 -7.23
251000_at putative protein --- AT5G02650 -1.01 -0.02 -0.18 0.865827 0.912892 -7.23
259499_at  PRLI-interacting factor L, putative s--- AT1G15730 -1.02 -0.03 -0.17 0.866409 0.913464 -7.23
265080_at  overlap with bases 100,099-109,16sks12 AT1G55570 -1.02 -0.03 -0.17 0.866587 0.913609 -7.23
247286_at 2-oxoglutarate/malate translocator  DiT2.2 AT5G64280 1.01 0.02 0.17 0.866856 0.913851 -7.23
264752_at  unknown protein similar to Bacillus LPR1 AT1G23010 1.01 0.02 0.17 0.867244 0.914195 -7.23
251815_at  putative protein thioredoxin-like proCXIP1 AT3G54900 -1.02 -0.02 -0.17 0.867263 0.914195 -7.23
259030_at putative alpha-hemolysin similar to --- AT3G09310 1.01 0.02 0.17 0.867719 0.914634 -7.23
245588_at putative protein --- AT4G15030 1.02 0.03 0.17 0.867944 0.914753 -7.23
254606_at  nodulin-26 - like protein major intrinNLM1 AT4G19030 -1.01 -0.02 -0.17 0.867962 0.914753 -7.23
261527_at hypothetical protein similar to putati --- AT1G14390 -1.02 -0.03 -0.17 0.867966 0.914753 -7.23
249649_at  putative transporter protein Na+ H+CHX24 AT5G37060 -1.01 -0.02 -0.17 0.868031 0.914753 -7.23
254910_at  translation initiation factor IF-1, put --- AT4G11175 1.01 0.02 0.17 0.868033 0.914753 -7.23
253059_s_aputative protein other predicted protHHP5 AT4G37680 / 1.02 0.03 0.17 0.868101 0.914776 -7.23
245450_at disease resistance RPP5 like protei --- AT4G16880 1.01 0.02 0.17 0.868135 0.914776 -7.23
259748_at putative dehydrogenase similar to D--- AT1G71180 1.02 0.02 0.17 0.868205 0.914808 -7.23
251852_at putative protein --- AT3G54750 -1.02 -0.03 -0.17 0.868339 0.914907 -7.23
266499_at hypothetical protein predicted by ge--- --- 1.02 0.03 0.17 0.86838 0.914908 -7.23
246851_at  putative protein various predicted pAGL26 AT5G26870 1.01 0.02 0.17 0.86858 0.915041 -7.23
247051_at At14a protein-like --- AT5G66670 -1.02 -0.02 -0.17 0.868587 0.915041 -7.23
259775_at hypothetical protein predicted by ge--- AT1G29530 1.02 0.03 0.17 0.868763 0.915184 -7.23
263549_at unknown protein MEE3 AT2G21650 1.06 0.08 0.17 0.868867 0.915251 -7.23
258081_at Expressed protein ; supported by fu--- AT3G26085 1.01 0.02 0.17 0.868974 0.915322 -7.23
245448_at disease resistance RPP5 like proteiRPP4 AT4G16860 1.02 0.02 0.17 0.869139 0.915453 -7.23
257348_at hypothetical protein predicted by ge--- AT2G42140 1.02 0.04 0.17 0.869222 0.915499 -7.23
249614_at  putative protein predicted proteins, WSD1 AT5G37300 1.01 0.02 0.17 0.869369 0.915611 -7.23
256472_at unknown protein --- --- -1.02 -0.02 -0.17 0.869439 0.915643 -7.23
246866_at  putative protein various predicted p--- AT5G25960 -1.01 -0.02 -0.17 0.869623 0.915794 -7.23
256693_at hypothetical protein predicted by ge--- --- 1.01 0.02 0.17 0.869757 0.915893 -7.23
259322_at unknown protein --- AT3G05270 1.02 0.02 0.17 0.870317 0.916441 -7.23
257942_at  SKP1/ASK1 (At8), putative similar ASK8 AT3G21830 -1.02 -0.02 -0.17 0.870408 0.916481 -7.23



248482_at unknown protein --- AT5G50970 -1.01 -0.02 -0.17 0.870468 0.916481 -7.23
252719_at  putative protein predicted protein, A--- AT3G43950 1.01 0.02 0.17 0.870476 0.916481 -7.23
257402_at hypothetical protein similar to putati --- AT1G23570 -1.01 -0.02 -0.17 0.870522 0.916487 -7.23
256702_at unknown protein contains Pfam pro --- AT3G30380 -1.02 -0.03 -0.17 0.870838 0.916761 -7.23
262545_at  prolin rich protein, putative similar t --- AT1G31250 -1.01 -0.02 -0.17 0.870863 0.916761 -7.23
247804_at strong similarity to unknown protein SVL5 AT5G58170 -1.01 -0.02 -0.17 0.870974 0.916836 -7.23
255354_at putative transposon protein --- --- 1.01 0.02 0.17 0.871033 0.916855 -7.23
254580_at putative protein  ; supported by cDN--- AT4G19390 -1.01 -0.02 -0.17 0.87113 0.916915 -7.23
251903_at  putative protein 24 kDa seed matur--- AT3G54120 1.03 0.05 0.17 0.871187 0.916933 -7.23
254824_s_a origin recognition complex subunit ORC1B AT4G12620 / -1.02 -0.03 -0.17 0.87128 0.916983 -7.23
257342_at  pseudogene, putative polyprotein s--- --- 1.02 0.03 0.17 0.871315 0.916983 -7.23
256872_at  non-phototropic hypocotyl, putative--- AT3G26490 1.01 0.02 0.17 0.871402 0.917033 -7.23
252341_at  remorin -like protein remorin, Solan--- AT3G48940 1.01 0.02 0.17 0.871578 0.917155 -7.23
261567_at Expressed protein ; supported by cD--- AT1G33055 1.04 0.05 0.17 0.871599 0.917155 -7.23
249848_at putative protein similar to unknown NIC3 AT5G23220 1.01 0.02 0.17 0.871697 0.917183 -7.23
248455_at unknown protein --- AT5G51360 -1.01 -0.02 -0.17 0.871706 0.917183 -7.23
266377_at Mutator-like transposase similar to  --- --- 1.01 0.01 0.17 0.871808 0.917248 -7.23
259518_at hypothetical protein ; supported by cOPCL1 AT1G20510 1.04 0.05 0.17 0.871879 0.91728 -7.23
264403_at  unknown protein similarity to HSR2--- AT2G25150 -1.01 -0.02 -0.17 0.872582 0.917944 -7.23
249034_at putative protein contains similarity toNUC AT5G44160 1.01 0.02 0.17 0.87259 0.917944 -7.23
258182_at  1-D-deoxyxylulose 5-phosphate sy DXPS1 AT3G21500 -1.04 -0.06 -0.17 0.872794 0.918117 -7.23
260366_at putative protein kinase similar to C- --- AT1G70460 -1.01 -0.02 -0.17 0.872906 0.918192 -7.23
257916_at unknown protein similar to hypothet --- AT3G23210 -1.02 -0.03 -0.17 0.872971 0.918218 -7.23
245496_at LET1 like protein --- AT4G16440 1.01 0.02 0.17 0.873064 0.918273 -7.23
262075_at hypothetical protein contains similarZCF61 AT1G59560 1.02 0.03 0.17 0.873259 0.918397 -7.23
247535_at  transcriptional activator - like protei --- AT5G61620 -1.02 -0.03 -0.17 0.873263 0.918397 -7.23
250628_at hypothetical protein --- AT5G07380 -1.02 -0.02 -0.17 0.873317 0.918412 -7.23
245263_at PSII D1 protein processing enzyme --- AT4G17740 -1.01 -0.02 -0.17 0.873479 0.9185 -7.23
266339_s_ahypothetical protein predicted by ge--- AT2G01360 / 1.01 0.02 0.17 0.873481 0.9185 -7.23
258703_at unknown protein --- AT3G09750 1.02 0.02 0.16 0.874164 0.919176 -7.23
266610_at Ac-like transposase related to Ac/D --- --- 1.01 0.02 0.16 0.87444 0.919423 -7.23
245617_at hypothetical protein --- AT4G14490 -1.01 -0.02 -0.16 0.874611 0.919561 -7.23
246810_at  putative protein many predicted pro--- --- -1.01 -0.02 -0.16 0.874672 0.919583 -7.23
255486_at AtMlo-h1-like protein MLO1 AT4G02600 -1.01 -0.02 -0.16 0.874857 0.919735 -7.23
249157_at unknown protein --- AT5G43510 / 1.01 0.02 0.16 0.875022 0.919845 -7.23



264747_at unknown protein --- AT1G70150 1.02 0.02 0.16 0.875042 0.919845 -7.23
260861_at hypothetical protein predicted by ge--- --- -1.01 -0.02 -0.16 0.875131 0.919896 -7.23
264278_at  myrosinase binding protein, putativ --- AT1G60130 -1.01 -0.02 -0.16 0.875227 0.919915 -7.23
251811_at  APETALA2 - like protein APETALASMZ AT3G54990 1.02 0.03 0.16 0.87523 0.919915 -7.23
256188_at unknown protein similar to hypothet --- AT1G30160 1.03 0.04 0.16 0.875298 0.919944 -7.23
253449_at  putative protein hypothetical protein--- AT4G32700 1.01 0.02 0.16 0.875339 0.919945 -7.23
249450_at  serine/threonine-specific protein kinSnRK1.3 AT5G39440 1.01 0.02 0.16 0.875489 0.920037 -7.23
267480_at putative retroelement pol polyprotei --- --- 1.01 0.02 0.16 0.875507 0.920037 -7.23
265654_s_aEn/Spm-like transposon protein rela--- --- 1.01 0.02 0.16 0.875626 0.92012 -7.23
260694_at  NAD+ dependent isocitrate dehydro--- AT1G32480 -1.01 -0.02 -0.16 0.875695 0.92015 -7.23
251125_at  putative protein - kinase protein kin--- AT5G01060 -1.01 -0.02 -0.16 0.875824 0.920242 -7.23
255201_at putative transposon protein --- --- 1.01 0.01 0.16 0.875866 0.920245 -7.23
253324_at Expressed protein ; supported by fu--- AT4G33940 1.01 0.02 0.16 0.875945 0.920284 -7.23
251457_s_a multi resistance protein homolog mATMRP9 AT3G60160 / 1.01 0.02 0.16 0.876088 0.920361 -7.23
251618_at  putative protein unknown protein A --- AT3G58020 -1.02 -0.03 -0.16 0.876098 0.920361 -7.23
261916_at  jasmonic acid, putative similar to jaanac028 AT1G65910 1.02 0.02 0.16 0.876281 0.92051 -7.23
262598_at unknown protein EST gb|N65467 co--- AT1G15260 -1.02 -0.03 -0.16 0.876353 0.920537 -7.23
266454_at putative bHLH transcription factor --- AT2G22750 1.01 0.02 0.16 0.876387 0.920537 -7.23
250788_at putative protein similar to unknown --- AT5G05570 1.02 0.02 0.16 0.876605 0.920724 -7.23
255722_at hypothetical protein --- AT3G29570 1.01 0.02 0.16 0.87674 0.920749 -7.23
252489_at  disease resistance protein RPP8-lik--- AT3G46710 1.02 0.02 0.16 0.876751 0.920749 -7.23
252539_at putative protein --- AT3G45730 1.02 0.02 0.16 0.876802 0.920749 -7.23
254220_at putative protein Arabidopsis hypoth --- AT4G23780 -1.01 -0.02 -0.16 0.87682 0.920749 -7.23
258363_at putative pectin methylesterase similATPMEPCRAT3G14300 -1.01 -0.02 -0.16 0.876831 0.920749 -7.23
249667_at unknown protein --- --- -1.01 -0.01 -0.16 0.876936 0.920817 -7.23
249149_at casein kinase I ; supported by cDNAckl8 AT5G43320 -1.01 -0.01 -0.16 0.877052 0.920896 -7.23
264015_at putative XAP-5 protein [Homo sapieXCT AT2G21150 1.01 0.02 0.16 0.877294 0.921064 -7.23
253000_at putative protein other predicted prot--- AT4G38360 -1.02 -0.02 -0.16 0.877329 0.921064 -7.23
250053_at  potassium-dependent sodium-calci --- AT5G17850 1.02 0.02 0.16 0.877333 0.921064 -7.23
260326_at putative MYB family transcription fa AtMYB103 AT1G63910 1.01 0.02 0.16 0.877469 0.921165 -7.23
247244_at putative protein similar to unknown --- AT5G64710 1.01 0.02 0.16 0.877794 0.921464 -7.23
253363_at hypothetical protein --- AT4G33130 1.01 0.02 0.16 0.877972 0.921608 -7.23
261704_at hypothetical protein identical to hyp --- AT1G32600 -1.01 -0.02 -0.16 0.878272 0.921881 -7.23
263484_at putative presenilin --- AT2G29900 1.01 0.02 0.16 0.878896 0.922493 -7.23
252814_at putative protein several hypothetica --- --- 1.01 0.02 0.16 0.879095 0.922617 -7.23



263473_at putative glucosyltransferase  ; supp UGT74D1 AT2G31750 -1.04 -0.05 -0.16 0.879156 0.922617 -7.23
252888_at glucose-1-phosphate adenylyltransfAPL3 AT4G39210 1.03 0.05 0.16 0.879157 0.922617 -7.23
248712_at unknown protein --- AT5G48280 -1.01 -0.02 -0.16 0.879183 0.922617 -7.23
258337_at hypothetical protein predicted by ge--- AT3G16040 1.02 0.03 0.16 0.879216 0.922617 -7.23
267379_at unknown protein  ; supported by cD--- AT2G26340 1.02 0.03 0.16 0.879261 0.922622 -7.23
257559_at hypothetical protein contains Pfam p--- AT3G22050 -1.01 -0.02 -0.16 0.879365 0.922664 -7.23
262485_at kinesin-like protein Similar to gb|U0 --- AT1G21730 1.01 0.02 0.16 0.879387 0.922664 -7.23
259509_at  mutator-like transposase, putative s--- --- -1.01 -0.02 -0.16 0.879438 0.922664 -7.23
259716_at unknown protein --- AT1G60995 / 1.02 0.02 0.16 0.879504 0.922664 -7.23
247911_at putative protein contains similarity toXRCC3 AT5G57450 -1.01 -0.02 -0.16 0.879504 0.922664 -7.23
247938_at putative protein similar to unknown --- AT5G57140 / -1.01 -0.02 -0.16 0.87959 0.922712 -7.23
253069_at  hexokinase - like protein hexokinasHKL3 AT4G37840 -1.01 -0.02 -0.16 0.879653 0.922736 -7.23
247742_at  random slug protein - like random s--- AT5G58980 1.01 0.02 0.16 0.879935 0.922988 -7.23
250398_at  putative protein predicted proteins, --- AT5G11000 1.03 0.04 0.16 0.879985 0.922999 -7.23
265890_s_aEn/Spm-like transposon protein rela--- --- -1.01 -0.02 -0.16 0.880049 0.923023 -7.23
258290_at hypothetical protein predicted by ge--- AT3G23460 1.01 0.01 0.16 0.880212 0.923152 -7.23
262812_at hypothetical protein predicted by ge--- AT1G11690 -1.01 -0.01 -0.16 0.880265 0.923165 -7.23
262393_at hypothetical protein contains similar--- AT1G49490 1.01 0.02 0.16 0.880507 0.923377 -7.23
263489_at putative inositol polyphosphate 5'-p --- AT2G31830 1.01 0.02 0.16 0.880625 0.923458 -7.24
265432_at hypothetical protein predicted by gra--- AT2G20650 -1.01 -0.02 -0.16 0.880704 0.923494 -7.24
246163_at  putative protein predicted proteins, --- --- -1.02 -0.02 -0.16 0.88074 0.923494 -7.24
245815_at unknown protein --- AT1G26090 1.01 0.02 0.16 0.88092 0.92364 -7.24
248892_at unknown protein --- AT5G46300 1.01 0.02 0.16 0.880995 0.923676 -7.24
264345_at Expressed protein ; supported by cD--- AT1G11915 -1.02 -0.02 -0.16 0.88104 0.923681 -7.24
247301_at DNA topoisomerase III --- AT5G63920 1.02 0.03 0.16 0.881225 0.923832 -7.24
AFFX-r2-Ec-E. coli /GEN=bioB /DB_XREF=gb:J --- --- -1.03 -0.04 -0.16 0.881319 0.923888 -7.24
266027_at En/Spm-like transposon protein rela--- --- 1.01 0.01 0.15 0.88145 0.923983 -7.24
252461_at  putative protein predicted protein, A--- --- 1.01 0.02 0.15 0.881526 0.924021 -7.24
248662_at unknown protein --- AT5G48690 -1.01 -0.02 -0.15 0.881603 0.924057 -7.24
255383_at hypothetical protein --- AT4G03570 -1.01 -0.01 -0.15 0.881696 0.924057 -7.24
265076_at Rubisco subunit binding-protein bet CPN60B AT1G55490 1.02 0.03 0.15 0.881723 0.924057 -7.24
262192_at hypothetical protein predicted by ge--- AT1G77830 -1.01 -0.02 -0.15 0.881725 0.924057 -7.24
261774_at unknown protein --- AT1G76260 1.02 0.03 0.15 0.881763 0.924057 -7.24
256208_at hypothetical protein predicted by ge--- AT1G50930 -1.01 -0.01 -0.15 0.881925 0.924148 -7.24
255131_at  putative protein hypothetical protein--- AT4G08280 1.01 0.02 0.15 0.881932 0.924148 -7.24



257711_at  20S proteasome beta subunit (PBBPBB1 AT3G27430 -1.01 -0.02 -0.15 0.88202 0.924198 -7.24
256035_at Ran-binding protein (atranbp1a) ideSIRANBP AT1G07140 1.01 0.02 0.15 0.882082 0.924221 -7.24
261401_at  kinase, putative similar to Ste-20 re--- AT1G79640 -1.02 -0.02 -0.15 0.882136 0.924235 -7.24
267390_at putative beta-glucosidase BGLU29 AT2G44470 -1.01 -0.02 -0.15 0.882249 0.924281 -7.24
260554_at putative zinc protease member of in--- AT2G41790 1.01 0.01 0.15 0.882287 0.924281 -7.24
250025_at putative protein similar to unknown SIP1;2 AT5G18290 -1.02 -0.02 -0.15 0.882334 0.924281 -7.24
264713_at hypothetical protein Similar to N. tab--- AT1G09820 1.01 0.02 0.15 0.882342 0.924281 -7.24
251896_at  putative protein predicted proteins, --- AT3G54390 1.02 0.02 0.15 0.882547 0.924453 -7.24
252651_at putative protein several hypothetica --- AT3G44700 1.01 0.02 0.15 0.882632 0.9245 -7.24
266821_at putative ethylene response elementERF13 AT2G44840 1.07 0.09 0.15 0.88275 0.924581 -7.24
249743_at beta-glucosidase BGLU31 AT5G24540 1.07 0.10 0.15 0.882791 0.924582 -7.24
263919_at unknown protein  ;supported by full---- AT2G36470 -1.04 -0.06 -0.15 0.882975 0.924681 -7.24
256097_at unknown protein --- AT1G13670 -1.01 -0.01 -0.15 0.882982 0.924681 -7.24
259320_at putative DNA-binding protein simila WRKY58 AT3G01080 1.04 0.05 0.15 0.883008 0.924681 -7.24
244987_s_aribosomal protein L2 --- --- -1.01 -0.01 -0.15 0.883169 0.924807 -7.24
263468_at hypothetical protein predicted by ge--- AT2G31930 -1.01 -0.02 -0.15 0.88342 0.925028 -7.24
255099_at hypothetical protein --- --- 1.01 0.02 0.15 0.883551 0.925087 -7.24
261759_at hypothetical protein similar to putati --- AT1G15590 1.01 0.02 0.15 0.883557 0.925087 -7.24
257898_s_ahypothetical protein predicted by ge--- --- 1.01 0.01 0.15 0.883633 0.925098 -7.24
247061_at putative protein similar to unknown --- AT5G66780 -1.02 -0.03 -0.15 0.883649 0.925098 -7.24
261061_at  DNA-binding protein, putative contaTRFL2 AT1G07540 -1.01 -0.02 -0.15 0.883705 0.925114 -7.24
254652_at  DNA binding-like protein SPF1 protWRKY28 AT4G18170 1.06 0.08 0.15 0.883924 0.925301 -7.24
263537_at CONSTANS-like B-box zinc finger pCOL3 AT2G24790 1.01 0.02 0.15 0.884057 0.925361 -7.24
259149_at putative phenylalanine ammonia-lyaPAL4 AT3G10340 -1.06 -0.08 -0.15 0.884062 0.925361 -7.24
258634_at  putative RNA-binding protein conta--- AT3G08000 -1.02 -0.03 -0.15 0.884122 0.925381 -7.24
257920_at hypothetical protein predicted by ge--- AT3G23260 1.01 0.01 0.15 0.88429 0.925514 -7.24
256508_at unknown protein --- AT1G75140 1.01 0.02 0.15 0.884544 0.925737 -7.24
250169_at  putative protein many predicted pro--- AT5G15340 -1.02 -0.03 -0.15 0.884609 0.925763 -7.24
263811_at putative acyl-CoA synthetase ; supp--- AT2G04350 -1.01 -0.02 -0.15 0.884762 0.925841 -7.24
249841_at unknown protein --- AT5G23520 -1.01 -0.02 -0.15 0.884765 0.925841 -7.24
257389_at hypothetical protein predicted by ge--- AT2G17970 -1.01 -0.02 -0.15 0.885154 0.92619 -7.24
265568_s_ahypothetical protein predicted by ge--- --- 1.02 0.02 0.15 0.885179 0.92619 -7.24
245153_at  putative protein similarity to predict --- AT5G12450 1.01 0.01 0.15 0.885222 0.926192 -7.24
255105_at putative sulfate transporter  ; suppo SULTR1;1 AT4G08620 -1.01 -0.02 -0.15 0.885572 0.926516 -7.24
253927_at putative protein --- AT4G26710 -1.01 -0.02 -0.15 0.885895 0.926811 -7.24



248211_at flavonol 3-O-glucosyltransferase-lik --- AT5G54010 -1.01 -0.01 -0.15 0.885971 0.926811 -7.24
251687_at  quinone reductase-like protein zeta--- AT3G56460 -1.01 -0.02 -0.15 0.885976 0.926811 -7.24
257383_at hypothetical protein predicted by ge--- AT2G19630 -1.01 -0.02 -0.15 0.886085 0.926869 -7.24
251202_at  putative protein predicted protein, C--- AT3G63040 -1.01 -0.01 -0.15 0.886133 0.926869 -7.24
253034_at  calcium-dependent protein kinase -CPK26 AT4G38230 1.01 0.02 0.15 0.886154 0.926869 -7.24
258864_at unknown protein --- AT3G03210 1.02 0.02 0.15 0.886266 0.926944 -7.24
266091_at hypothetical protein predicted by geemb1513 AT2G37920 -1.01 -0.02 -0.15 0.886463 0.927108 -7.24
247262_at putative protein contains similarity toAtFAAH AT5G64440 1.01 0.02 0.15 0.886653 0.927264 -7.24
257496_s_ahypothetical protein predicted by gra--- AT2G43730 / -1.01 -0.02 -0.15 0.886705 0.927276 -7.24
257185_at  ABC transporter, putative similar toATMRP7 AT3G13100 1.02 0.03 0.15 0.886891 0.927427 -7.24
254902_at putative protein several hypothetica --- AT4G11550 -1.01 -0.02 -0.15 0.886969 0.927467 -7.24
250482_at putative protein --- AT5G10320 1.01 0.02 0.15 0.887047 0.927506 -7.24
261243_at hypothetical protein predicted by ge--- AT1G20180 -1.03 -0.05 -0.15 0.887182 0.927604 -7.24
249211_at putative protein similar to unknown --- AT5G42680 1.03 0.04 0.15 0.887251 0.927634 -7.24
252630_at putative protein --- AT3G44980 1.01 0.02 0.15 0.887315 0.927659 -7.24
251682_s_ahypothetical protein --- AT3G57110 / -1.01 -0.02 -0.15 0.887411 0.927717 -7.24
262869_s_a putative protein predicted protein, CGTG1 AT1G64990 / 1.01 0.02 0.15 0.88759 0.927861 -7.24
262747_at hypothetical protein predicted by ge--- AT1G28540 1.01 0.01 0.15 0.887993 0.928203 -7.24
252536_at  putative transporter protein peptide--- AT3G45700 1.01 0.02 0.15 0.887999 0.928203 -7.24
246252_s_apatatin-like protein ;supported by fu PLP1 AT4G37060 / 1.01 0.01 0.15 0.888077 0.928243 -7.24
266842_at  FtsH protease, putative contains si ftsh4 AT2G26140 1.01 0.02 0.15 0.888264 0.92836 -7.24
254949_at hypothetical protein --- AT4G11020 -1.01 -0.02 -0.15 0.88827 0.92836 -7.24
246320_at unknown protein --- AT1G16560 1.02 0.03 0.15 0.888523 0.928581 -7.24
252638_at  acyl CoA reductase - protein acyl CFAR4 AT3G44540 -1.01 -0.02 -0.15 0.888592 0.928611 -7.24
253727_at profilin 2  ; supported by full-length cPFN2 AT4G29350 -1.01 -0.02 -0.15 0.888637 0.928615 -7.24
266120_at putative C2H2-type zinc finger proteAtIDD5 AT2G02070 -1.01 -0.02 -0.15 0.888854 0.928768 -7.24
248212_at CHP-rich zinc finger protein-like --- AT5G54020 -1.01 -0.02 -0.15 0.888864 0.928768 -7.24
259359_at  B  regulatory subunit of protein pho--- AT1G13460 -1.01 -0.02 -0.14 0.889024 0.928853 -7.24
249571_at  putative protein predicted proteins, --- AT5G37620 1.01 0.01 0.14 0.889027 0.928853 -7.24
251700_at  putative protein exocyst complex p --- AT3G56640 -1.02 -0.03 -0.14 0.889259 0.928988 -7.24
251947_at  putative protein various predicted p--- AT3G53550 1.01 0.01 0.14 0.889286 0.928988 -7.24
247969_at putative protein similar to unknown --- AT5G56700 1.02 0.03 0.14 0.889298 0.928988 -7.24
245169_at unknown protein predicted by genef--- AT2G33220 1.01 0.01 0.14 0.88932 0.928988 -7.24
266023_at copia-like retroelement pol polyprote--- --- 1.01 0.02 0.14 0.8896 0.929239 -7.24
245779_at hypothetical protein predicted by ge--- AT1G73510 -1.01 -0.01 -0.14 0.889937 0.929511 -7.24



245615_at reverse transcriptase like protein --- --- -1.01 -0.02 -0.14 0.889942 0.929511 -7.24
249919_at  putative protein predicted protein, A--- AT5G19250 -1.01 -0.02 -0.14 0.890362 0.929906 -7.24
246804_at putative protein --- --- -1.01 -0.01 -0.14 0.890652 0.930133 -7.24
247770_at  putative protein predicted proteins, --- AT5G58930 1.03 0.04 0.14 0.89066 0.930133 -7.24
249779_at putative protein similar to unknown --- AT5G24230 1.01 0.01 0.14 0.890767 0.930201 -7.24
245433_at hypothetical protein --- AT4G17140 1.01 0.02 0.14 0.891005 0.930394 -7.24
262114_at unknown protein contains similarity NLA AT1G02860 -1.02 -0.03 -0.14 0.891046 0.930394 -7.24
251334_at putative protein several hypothetica --- AT3G61390 -1.01 -0.02 -0.14 0.891073 0.930394 -7.24
257354_x_ahypothetical protein predicted by ge--- --- 1.01 0.02 0.14 0.891275 0.930562 -7.24
257282_at  TNP2-like transposon protein, puta --- --- -1.01 -0.02 -0.14 0.891704 0.930967 -7.24
267496_at putative lipase  ; supported by full-le--- AT2G30550 1.02 0.02 0.14 0.891947 0.931178 -7.24
248754_at putative protein contains similarity toNF-YB6 AT5G47670 -1.01 -0.01 -0.14 0.892206 0.93138 -7.24
252569_at  receptor-like protein kinase recepto--- AT3G45420 -1.01 -0.02 -0.14 0.892222 0.93138 -7.24
266392_at late embryogenesis abundant M10 M10 AT2G41280 -1.01 -0.01 -0.14 0.892265 0.931382 -7.24
260973_at hypothetical protein predicted by ge--- AT1G53490 -1.01 -0.01 -0.14 0.892515 0.931601 -7.24
AFFX-r2-Bs-B. subtilis /GEN=dapB /DB_XREF= --- --- -1.02 -0.03 -0.14 0.892712 0.931763 -7.24
252364_at hypothetical protein  ;supported by f--- AT3G48450 -1.04 -0.06 -0.14 0.892768 0.93178 -7.24
261358_s_ahypothetical protein predicted by ge--- AT1G41920 / -1.01 -0.02 -0.14 0.892819 0.93179 -7.24
253742_at  putative protein retrofit - Oryza long--- --- -1.01 -0.02 -0.14 0.893059 0.93197 -7.24
255351_x_aputative transposon protein similar t--- --- 1.01 0.02 0.14 0.893081 0.93197 -7.24
267295_at  pregeranylgeranyl pyrophosphate sGGPS2 AT2G23800 1.01 0.01 0.14 0.893151 0.93197 -7.24
254005_at  subtilisin-like serine protease contaUNE17 AT4G26330 1.01 0.02 0.14 0.893155 0.93197 -7.24
262423_at hypothetical protein predicted by ge--- AT1G23450 -1.01 -0.01 -0.14 0.89322 0.931993 -7.24
261485_at unknown protein ;supported by full-lUTR3 AT1G14360 -1.03 -0.04 -0.14 0.893258 0.931993 -7.24
261797_at  cation-chloride co-transporter, puta--- AT1G30455 -1.01 -0.02 -0.14 0.893369 0.932066 -7.24
256902_s_a HAPp48,5 protein identical to HAPp--- AT3G23910 / -1.02 -0.02 -0.14 0.893456 0.932114 -7.24
256646_at hypothetical protein predicted by ge--- AT3G13590 -1.01 -0.02 -0.14 0.893528 0.932137 -7.24
245379_at heat shock transcription factor HSF HSF1 AT4G17750 1.01 0.02 0.14 0.893611 0.932137 -7.24
255404_at predicted protein --- AT4G03153 -1.01 -0.02 -0.14 0.89362 0.932137 -7.24
265382_at putative gluconokinase  ;supported --- AT2G16790 1.02 0.03 0.14 0.893676 0.932137 -7.24
250468_at  transcription factor TEIL/ethylene-in--- AT5G10120 1.01 0.01 0.14 0.893683 0.932137 -7.24
257242_at  9-cis-epoxycarotenoid dioxygenaseNCED6 AT3G24220 -1.01 -0.02 -0.14 0.893744 0.932158 -7.24
258005_at  cysteine proteinase contains simila --- AT3G19390 1.04 0.06 0.14 0.893888 0.932253 -7.24
264932_at hypothetical protein similar to hypot --- AT1G61240 1.02 0.02 0.14 0.893917 0.932253 -7.24
252431_at putative protein MAG2 AT3G47700 1.02 0.02 0.14 0.893998 0.932273 -7.24



262694_at unknown protein --- AT1G62790 -1.02 -0.03 -0.14 0.894017 0.932273 -7.24
247922_at putative protein similar to unknown --- AT5G57500 -1.03 -0.04 -0.14 0.894194 0.932415 -7.24
246966_at  DNA photolyase - like protein DNA CRY3 AT5G24850 -1.02 -0.02 -0.14 0.894647 0.932844 -7.24
252339_at hypothetical protein --- AT3G48900 1.01 0.01 0.14 0.894915 0.933081 -7.24
252409_at  putative protein bundle sheath defe--- AT3G47650 -1.01 -0.02 -0.14 0.895052 0.933181 -7.24
257070_at hypothetical protein predicted by ge--- AT3G28190 -1.01 -0.01 -0.14 0.895173 0.933226 -7.24
266069_at putative RING zinc finger protein MEE16 AT2G18650 1.02 0.03 0.14 0.895198 0.933226 -7.24
259219_at hypothetical protein predicted by ge--- AT3G03560 -1.02 -0.02 -0.14 0.895244 0.933226 -7.24
248321_at putative protein similar to unknown --- AT5G52740 -1.01 -0.02 -0.14 0.895272 0.933226 -7.24
252730_at putative protein --- AT3G43110 1.02 0.02 0.14 0.895299 0.933226 -7.24
253461_at  cytochrome p450 - like protein cytoCYP96A2 AT4G32170 -1.01 -0.01 -0.14 0.895525 0.933418 -7.24
250241_at photoreceptor-interacting protein-lik --- AT5G13600 1.01 0.02 0.14 0.895672 0.933529 -7.24
254046_at hypothetical protein --- AT4G26020 1.01 0.01 0.14 0.895745 0.933562 -7.24
248917_at putative protein similar to unknown --- AT5G45850 -1.01 -0.01 -0.14 0.89581 0.933587 -7.24
248828_at Lil3 protein --- AT5G47110 1.01 0.01 0.14 0.896092 0.933821 -7.24
257830_at MutT-like protein contains Pfam proATNUDX13AT3G26690 -1.02 -0.03 -0.14 0.896116 0.933821 -7.24
262008_s_a CACTA-element, putative similar to--- --- 1.01 0.02 0.14 0.8963 0.93397 -7.24
257552_at  cellulase, putative contains Pfam p --- AT3G26130 -1.01 -0.01 -0.13 0.896597 0.934184 -7.24
260183_at hypothetical protein similar to DNA --- --- -1.01 -0.01 -0.13 0.896613 0.934184 -7.24
262167_at  putative RING zinc finger protein co--- AT1G74990 -1.01 -0.02 -0.13 0.896662 0.934184 -7.24
248140_at putative protein similar to unknown --- AT5G54980 -1.01 -0.02 -0.13 0.896669 0.934184 -7.24
246062_at  putative protein VAC8 protein, Sac --- AT5G19330 1.01 0.01 0.13 0.896806 0.934275 -7.24
254808_at  adenine DNA glycosylase like prote--- AT4G12740 1.01 0.01 0.13 0.896839 0.934275 -7.24
251640_at putative protein  ;supported by full-le--- AT3G57450 -1.04 -0.06 -0.13 0.897144 0.934551 -7.24
265992_at putative receptor-like protein kinase--- AT2G24130 -1.01 -0.01 -0.13 0.897273 0.934642 -7.24
261393_at  NAM (no apical meristem)-like prot SMB AT1G79580 -1.01 -0.01 -0.13 0.897401 0.934733 -7.24
267010_at putative AP2 domain transcription faSNZ AT2G39250 -1.01 -0.02 -0.13 0.897566 0.934862 -7.24
266389_s_aunknown protein --- AT2G31580 / -1.01 -0.01 -0.13 0.897781 0.935002 -7.24
252520_at  receptor-like protein kinase homolo--- AT3G46370 -1.03 -0.04 -0.13 0.897782 0.935002 -7.24
248872_at Expressed protein ; supported by fuMSP2 AT5G46795 1.01 0.02 0.13 0.897915 0.935097 -7.24
259042_at  RGA1-like protein similar to RGA1 RGL2 AT3G03450 -1.02 -0.02 -0.13 0.898021 0.935165 -7.24
267381_at unknown protein  ; supported by cD--- AT2G26190 1.05 0.07 0.13 0.898309 0.935422 -7.24
245982_at senescence-associated protein (SASAG29 AT5G13170 -1.05 -0.08 -0.13 0.898426 0.935501 -7.24
256374_at  DNA ligase I, putative similar to DN--- AT1G66730 1.01 0.02 0.13 0.898466 0.935501 -7.24
249675_at putative protein myrosinase-binding--- AT5G35940 -1.01 -0.01 -0.13 0.898569 0.935565 -7.24



261177_at hypothetical protein predicted by ge--- AT1G04770 -1.02 -0.03 -0.13 0.898735 0.935695 -7.24
252112_at  putative protein merozoite surface --- AT3G51580 -1.01 -0.02 -0.13 0.899039 0.935969 -7.24
252535_at hypothetical protein --- AT3G46150 1.02 0.03 0.13 0.899099 0.935974 -7.24
258769_at putative alpha-hydroxynitrile lyase sMES17 AT3G10870 1.02 0.03 0.13 0.899144 0.935974 -7.24
249022_s_apolygalacturonase-like protein --- AT5G44830 / -1.01 -0.01 -0.13 0.89918 0.935974 -7.24
266582_at unknown protein  ; supported by cD--- AT2G46090 -1.01 -0.02 -0.13 0.899208 0.935974 -7.24
261029_at unknown protein --- AT1G17330 -1.01 -0.02 -0.13 0.899329 0.936057 -7.24
257375_at unknown protein --- AT2G38640 1.03 0.04 0.13 0.899448 0.936057 -7.24
263211_at germin-like oxalate oxidase similar tGLP7 AT1G10460 -1.01 -0.02 -0.13 0.899475 0.936057 -7.24
249155_at unknown protein --- AT5G43480 -1.01 -0.01 -0.13 0.89948 0.936057 -7.24
253685_at  putative protein nucleotide pyropho--- AT4G29710 -1.01 -0.01 -0.13 0.899498 0.936057 -7.24
246445_at  glucose 6 phosphate/phosphate tra--- AT5G17630 1.01 0.02 0.13 0.899534 0.936057 -7.24
252299_at  putative protein various predicted p--- AT3G49150 1.01 0.02 0.13 0.899606 0.93609 -7.24
252726_at  putative protein predicted proteins, --- --- -1.02 -0.02 -0.13 0.899731 0.936152 -7.24
258167_at  UDP-glucose:indole-3-acetate betaUGT84A2 AT3G21560 -1.02 -0.03 -0.13 0.899748 0.936152 -7.24
263446_at putative SET-domain transcriptiona ATX1 AT2G31650 1.01 0.02 0.13 0.899871 0.936221 -7.24
256039_at hypothetical protein contains similar--- AT1G19190 -1.01 -0.02 -0.13 0.899897 0.936221 -7.24
248546_at putative protein similar to unknown --- AT5G50270 1.01 0.01 0.13 0.900013 0.936299 -7.24
248823_s_aunknown protein  ;supported by full---- AT5G46950 / -1.08 -0.11 -0.13 0.900142 0.936391 -7.24
263316_s_aputative ligand-gated ion channel prATGLR2.3 AT2G24710 / 1.01 0.01 0.13 0.90049 0.936686 -7.24
266349_at unknown protein predicted by gensc--- AT2G01460 -1.01 -0.02 -0.13 0.900527 0.936686 -7.24
251978_at  CYTOCHROME P450 - like proteinCYP71B30 AT3G53290 1.01 0.02 0.13 0.900549 0.936686 -7.24
255576_at  predicted protein of unknown funct --- AT4G01440 -1.02 -0.03 -0.13 0.90062 0.936712 -7.24
254449_at  putative protein predicted protein, CHEN1 AT4G20910 1.01 0.02 0.13 0.900656 0.936712 -7.24
248370_at homeodomain transcription factor-li HDG7 AT5G52170 -1.01 -0.02 -0.13 0.900785 0.936803 -7.24
256290_at  serine carboxypeptidase, putative cscpl17 AT3G12203 1.01 0.01 0.13 0.901037 0.937023 -7.24
249772_at unknown protein --- AT5G24130 -1.02 -0.03 -0.13 0.901151 0.937098 -7.24
248444_at putative protein similar to unknown --- --- 1.01 0.01 0.13 0.901211 0.937118 -7.24
249194_at kinesin heavy chain-like protein --- AT5G42490 1.01 0.01 0.13 0.901297 0.93712 -7.24
251606_at hypothetical protein --- AT3G57840 1.01 0.02 0.13 0.901333 0.93712 -7.24
248806_at putative protein contains similarity to--- AT5G47490 -1.01 -0.01 -0.13 0.901336 0.93712 -7.24
253369_at  F-box protein family, AtFBL15 cont --- AT4G33210 -1.01 -0.01 -0.13 0.901458 0.937204 -7.24
265426_at hypothetical protein predicted by ge--- AT2G20740 1.01 0.02 0.13 0.901803 0.93752 -7.24
265658_at putative aspartate aminotransferaseALD1 AT2G13810 1.04 0.06 0.13 0.90188 0.937544 -7.24
245128_at unknown protein similar to gi234489--- AT2G45380 -1.01 -0.02 -0.13 0.901909 0.937544 -7.24



260013_at putative annexin similar to annexin ANN5 AT1G68090 1.01 0.01 0.13 0.902108 0.937709 -7.24
262720_s_ahypothetical protein similar to hypot --- AT1G43600 / -1.01 -0.01 -0.13 0.902236 0.937791 -7.24
247040_at anthranilate N-hydroxycinnamoyl/be--- AT5G67150 1.01 0.02 0.13 0.902269 0.937791 -7.24
258872_at  hypothetical protein similar to L1 spHDG8 AT3G03260 -1.01 -0.02 -0.13 0.902326 0.937807 -7.24
245955_at hypothetical protein BGLU24 AT5G28510 1.01 0.01 0.13 0.902497 0.937899 -7.24
247396_at  putative protein predicted proteins, --- AT5G62930 1.01 0.01 0.13 0.902529 0.937899 -7.24
262613_at putative DNA-binding protein simila WRKY4 AT1G13960 1.01 0.01 0.13 0.902538 0.937899 -7.24
254355_at  Ribosomal protein L7Ae - like NHP--- AT4G22380 -1.02 -0.02 -0.13 0.90282 0.93815 -7.24
263373_at Expressed protein ; supported by fu--- AT2G20515 -1.02 -0.02 -0.13 0.903077 0.938326 -7.24
266810_at hypothetical protein predicted by ge--- AT2G44880 1.01 0.01 0.13 0.903104 0.938326 -7.24
264850_at unknown protein similar to F5J6.8 a--- AT2G17340 -1.01 -0.01 -0.13 0.903113 0.938326 -7.24
251515_at putative protein several hypothetica --- AT3G59270 -1.01 -0.01 -0.13 0.903218 0.938359 -7.24
255874_at hypothetical protein predicted by geETG1 AT2G40550 1.03 0.05 0.13 0.903287 0.938359 -7.24
252793_at hypothetical protein --- --- -1.01 -0.01 -0.13 0.90329 0.938359 -7.24
246013_at  vacuolar calcium binding protein - l --- AT5G10660 1.01 0.01 0.13 0.903322 0.938359 -7.24
260054_at putative transporter contains Pfam pUNE2 AT1G78130 1.02 0.03 0.13 0.90335 0.938359 -7.24
259679_at  putative protein kinase Pfam HMM --- AT1G77720 -1.01 -0.01 -0.13 0.903521 0.938493 -7.24
251963_at protein kinase (AME2/AFC1)  ; suppAFC1 AT3G53570 1.01 0.01 0.13 0.90366 0.938589 -7.24
258091_at hypothetical protein predicted by ge--- AT3G14560 1.03 0.05 0.13 0.903719 0.938589 -7.24
246683_at  putative protein chromokinesin KIF --- AT5G33300 1.01 0.01 0.13 0.903737 0.938589 -7.24
247631_at  putative MADS box protein various AGL62 AT5G60440 1.01 0.01 0.13 0.903855 0.938669 -7.24
255248_at  Oxygen-evolving enhancer protein PSBQ-2 AT4G05180 1.01 0.01 0.13 0.903997 0.938727 -7.24
259317_at hypothetical protein identical to hyp HYP1 AT3G01100 -1.01 -0.02 -0.13 0.904 0.938727 -7.24
254356_at hypothetical protein  ;supported by f--- AT4G22190 -1.01 -0.02 -0.13 0.904074 0.938727 -7.24
256395_at putative helix-loop-helix DNA-bindinMUTE AT3G06120 -1.01 -0.02 -0.13 0.904125 0.938727 -7.24
259798_at hypothetical protein predicted by ge--- AT1G64310 1.01 0.02 0.13 0.904141 0.938727 -7.24
257479_at hypothetical protein contains similarWAKL4 AT1G16150 -1.02 -0.02 -0.13 0.904158 0.938727 -7.24
255339_at  hypothetical protein similar to A. tha--- AT4G04480 1.02 0.03 0.12 0.904279 0.93881 -7.24
251900_at  putative protein lateral root primordSRS6 AT3G54430 1.01 0.02 0.12 0.904389 0.938881 -7.24
256551_at unknown protein --- --- -1.01 -0.02 -0.12 0.90494 0.939377 -7.24
250487_at  putative protein MRS2 protein, Sac--- AT5G09690 1.01 0.02 0.12 0.904948 0.939377 -7.24
262450_at hypothetical protein identical to hyp --- AT1G11320 1.01 0.02 0.12 0.905114 0.939506 -7.24
257811_at  nitrate transporter, putative similar --- AT3G25280 -1.01 -0.01 -0.12 0.905493 0.939857 -7.24
252382_at  ABC-type transport protein-like pro ATH5 AT3G47770 1.01 0.01 0.12 0.905638 0.939908 -7.24
265300_at unknown protein contains weak PH --- AT2G13950 -1.01 -0.02 -0.12 0.905752 0.939908 -7.24



250925_at putative protein  ; supported by full- --- AT5G03370 1.01 0.02 0.12 0.905765 0.939908 -7.24
251116_at  serin carboxypeptidase - like protei scpl40 AT3G63470 1.01 0.02 0.12 0.905765 0.939908 -7.24
248278_at putative protein similar to unknown --- AT5G52890 1.01 0.02 0.12 0.905778 0.939908 -7.24
244925_at NADH dehydrogenase subunit 7 --- --- -1.01 -0.02 -0.12 0.905789 0.939908 -7.24
246723_at  putative protein various predicted p--- AT5G29030 -1.01 -0.01 -0.12 0.906125 0.9402 -7.24
266974_at unknown protein --- AT2G39370 1.01 0.01 0.12 0.906153 0.9402 -7.24
263338_at hypothetical protein predicted by ge--- --- -1.01 -0.01 -0.12 0.906216 0.940222 -7.24
258263_at unknown protein --- AT3G15780 -1.02 -0.03 -0.12 0.906286 0.940253 -7.24
262276_at hypothetical protein predicted by ge--- AT1G68700 -1.01 -0.01 -0.12 0.906391 0.940277 -7.24
265650_at hypothetical protein predicted by ge--- AT2G27460 -1.01 -0.01 -0.12 0.906392 0.940277 -7.24
249458_at  putative protein predicted proteins, --- AT5G39560 -1.01 -0.01 -0.12 0.90644 0.940284 -7.24
250576_at cytochrome P450-like protein sever --- AT5G08250 1.01 0.01 0.12 0.906836 0.94061 -7.24
261244_at subtilisin-like serine protease simila --- AT1G20150 1.01 0.01 0.12 0.906872 0.94061 -7.24
246336_at  putative protein putative integral meATCHX4 AT3G44900 -1.01 -0.01 -0.12 0.906878 0.94061 -7.24
252124_at hypothetical protein  ;supported by f--- AT3G51010 -1.01 -0.02 -0.12 0.907161 0.940861 -7.24
263999_at hypothetical protein predicted by ge--- AT2G22370 -1.01 -0.02 -0.12 0.907636 0.94131 -7.24
246326_at unknown protein ; supported by cDNREV7 AT1G16590 1.01 0.01 0.12 0.907964 0.941607 -7.24
260310_at hypothetical protein predicted by ge--- AT1G70590 -1.01 -0.02 -0.12 0.908014 0.941617 -7.24
257120_at  protein kinase, putative contains Pf--- AT3G20200 -1.01 -0.01 -0.12 0.908055 0.941617 -7.24
260811_s_ahypothetical protein predicted by ge--- --- -1.01 -0.01 -0.12 0.908415 0.941903 -7.24
247945_at putative protein contains similarity to--- AT5G57150 -1.03 -0.04 -0.12 0.908441 0.941903 -7.24
249798_at putative protein contains similarity to--- AT5G23730 1.01 0.01 0.12 0.908521 0.941903 -7.24
250773_at putative protein similar to unknown --- AT5G05430 -1.02 -0.02 -0.12 0.90853 0.941903 -7.24
249586_at  putative protein predicted proteins, --- AT5G37840 1.02 0.03 0.12 0.908538 0.941903 -7.24
260796_at  glutathione transferase, putative simATGSTU21AT1G78360 1.01 0.02 0.12 0.908801 0.942133 -7.24
247201_at 50S ribosomal protein L29  ; suppor--- AT5G65220 -1.01 -0.02 -0.12 0.908851 0.942142 -7.24
266090_at unknown protein --- AT2G38000 1.01 0.02 0.12 0.909015 0.942255 -7.24
261121_at hypothetical protein predicted by ge--- AT1G75340 1.01 0.01 0.12 0.909043 0.942255 -7.24
245402_at putative protein --- AT4G17585 1.01 0.01 0.12 0.909171 0.942345 -7.24
245083_at putative integral membrane protein ATRER1C1AT2G23310 -1.01 -0.01 -0.12 0.909307 0.942405 -7.24
252591_at  putative protein senescence-assoc TET3 AT3G45600 1.02 0.02 0.12 0.909311 0.942405 -7.24
266080_at hypothetical protein predicted by ge--- AT2G37840 1.01 0.01 0.12 0.909512 0.94257 -7.24
256000_at  glycyl tRNA synthetase, putative si --- AT1G29880 -1.01 -0.01 -0.12 0.909581 0.942598 -7.24
264495_at hypothetical protein predicted by geRIC2 AT1G27380 -1.01 -0.01 -0.12 0.909622 0.942598 -7.24
245646_x_aF5A9.9 hypothetical protein --- AT1G24851 / -1.01 -0.01 -0.12 0.909689 0.942626 -7.24



264683_at unknown protein similar to putative FRA3 AT1G65580 -1.01 -0.01 -0.12 0.909764 0.94266 -7.24
257508_at  bZIP transcription factor, putative c --- AT1G64320 1.01 0.01 0.12 0.909823 0.942678 -7.24
255349_at hypothetical protein --- AT4G03830 -1.01 -0.01 -0.12 0.910024 0.942844 -7.24
257085_at  ubiquitin-specific protease 14 (UBPUBP14 AT3G20630 1.02 0.02 0.12 0.910373 0.943163 -7.24
261332_s_ahypothetical protein contains similar--- --- 1.01 0.01 0.12 0.910433 0.943181 -7.24
263217_at  putative reticuline oxidase-like prot --- AT1G30740 -1.01 -0.01 -0.12 0.910868 0.94359 -7.24
263732_at hypothetical protein predicted by geARL2 AT1G59980 -1.01 -0.01 -0.12 0.910948 0.94363 -7.24
245414_at hypothetical protein --- AT4G17310 1.01 0.02 0.12 0.911148 0.943794 -7.24
265518_at hypothetical protein predicted by ge--- AT2G06040 1.01 0.02 0.12 0.911248 0.943855 -7.24
260354_at unknown protein  ;supported by full---- AT1G69330 -1.01 -0.02 -0.12 0.911624 0.944198 -7.24
266803_at putative protein kinase contains a p APK1B AT2G28930 -1.02 -0.03 -0.12 0.911663 0.944198 -7.24
253279_at  putative protein B subunit of propioMCCB AT4G34030 -1.02 -0.03 -0.12 0.91173 0.944225 -7.24
245739_at  mitotic cyclin a2-type, putative simi CYCA1;1 AT1G44110 -1.01 -0.01 -0.11 0.911819 0.944274 -7.24
250509_at cytochrome P450 CYP78A7 AT5G09970 -1.01 -0.02 -0.11 0.912158 0.944485 -7.24
249169_at putative protein strong similarity to u--- AT5G42880 1.01 0.01 0.11 0.912167 0.944485 -7.24
252532_at  glucosidase-like protein GLUCAN E--- AT3G46570 1.01 0.02 0.11 0.912182 0.944485 -7.24
255054_s_a cellulase-like protein cellulase (EC AtGH9B15 AT4G09740 / 1.01 0.01 0.11 0.912191 0.944485 -7.24
266369_at hypothetical protein predicted by geBOP2 AT2G41370 1.01 0.02 0.11 0.912229 0.944485 -7.24
261491_at hypothetical protein contains similarFLP AT1G14350 1.03 0.04 0.11 0.912289 0.944504 -7.24
250557_at  putative protein ankyrin, Rattus norCPuORF16AT5G07840 / 1.01 0.01 0.11 0.912396 0.944572 -7.24
265623_at hypothetical protein predicted by ge--- AT2G27270 -1.01 -0.01 -0.11 0.912452 0.944587 -7.24
246978_at  cytochrome P450-like protein fatty CYP714A1 AT5G24910 -1.02 -0.02 -0.11 0.912528 0.944623 -7.24
266828_at putative flavonol 3-O-glucosyltransf --- AT2G22930 -1.01 -0.01 -0.11 0.912733 0.944792 -7.24
260839_at unknown protein --- AT1G43690 1.01 0.01 0.11 0.912774 0.944792 -7.24
261186_at hypothetical protein predicted by ge--- --- 1.01 0.01 0.11 0.91285 0.944827 -7.24
245245_at  delta-aminolevulinic acid dehydratahemb2 AT1G44318 1.01 0.01 0.11 0.913139 0.945041 -7.24
260155_at unknown protein --- AT1G52870 -1.02 -0.03 -0.11 0.913175 0.945041 -7.24
267457_at putative proline-rich protein AGP30 AT2G33790 -1.01 -0.01 -0.11 0.913181 0.945041 -7.24
245550_at cytochrome P450 like protein CYP705A1 AT4G15330 -1.01 -0.01 -0.11 0.913251 0.945072 -7.24
256557_at hypothetical protein similar to hypot --- --- 1.01 0.01 0.11 0.913352 0.945133 -7.24
248772_at photoreceptor-interacting protein-lik --- AT5G47800 -1.02 -0.03 -0.11 0.913572 0.945317 -7.24
255512_at Expressed protein ; supported by cDSYP42 AT4G02195 -1.01 -0.02 -0.11 0.913887 0.945576 -7.24
264178_at  latex-abundant protein, putative simAMC1 AT1G02170 -1.01 -0.01 -0.11 0.913905 0.945576 -7.24
248893_at unknown protein --- AT5G46310 1.01 0.01 0.11 0.913984 0.945615 -7.24
AFFX-PheX B. subtilis /GEN=pheB /DB_XREF= --- --- -1.01 -0.02 -0.11 0.914159 0.945753 -7.24



245469_at reverse transcriptase like protein --- --- 1.01 0.01 0.11 0.914324 0.945881 -7.24
267383_at unknown protein --- AT2G44360 1.01 0.01 0.11 0.914382 0.945898 -7.24
248824_at putative protein contains similarity to--- AT5G46940 -1.11 -0.15 -0.11 0.914548 0.946027 -7.24
254582_at  putative protein TMV resistance pro--- AT4G19470 1.01 0.01 0.11 0.914723 0.946136 -7.24
247829_at  protein kinase - like protein kinase --- AT5G58520 1.01 0.02 0.11 0.914815 0.946136 -7.24
262524_at tuftelin-interacting-like protein Simila--- AT1G17070 -1.01 -0.01 -0.11 0.914816 0.946136 -7.24
253630_at  putative protein putative ATPase - --- AT4G30490 1.01 0.02 0.11 0.914819 0.946136 -7.24
248989_at disease resistance protein RPS4 --- AT5G45200 -1.01 -0.01 -0.11 0.915037 0.946249 -7.24
260653_at  pyruvate kinase, plastid isozyme, pPKp3 AT1G32440 1.01 0.01 0.11 0.915051 0.946249 -7.24
253874_at  putative protein stem-specific prote--- AT4G27450 -1.02 -0.03 -0.11 0.915064 0.946249 -7.24
246663_at putative protein --- AT5G35300 -1.01 -0.01 -0.11 0.915094 0.946249 -7.24
264800_at hypothetical protein similar to IFA-b --- AT1G08800 -1.01 -0.02 -0.11 0.915345 0.946465 -7.24
245954_at  far-red impaired response protein ( FRS10 AT5G28530 1.01 0.01 0.11 0.915438 0.946472 -7.24
247860_at bis(5'-adenosyl)-triphosphatase-like--- AT5G58240 -1.01 -0.01 -0.11 0.915461 0.946472 -7.24
256362_at hypothetical protein --- AT1G66450 -1.01 -0.01 -0.11 0.9155 0.946472 -7.24
250878_at  maturase -like protein gene cob int --- AT5G04050 1.01 0.02 0.11 0.915518 0.946472 -7.24
263175_at hypothetical protein similar to unkno--- AT1G05510 1.01 0.01 0.11 0.915565 0.946478 -7.24
254017_at putative transcription factor --- AT4G26170 -1.01 -0.01 -0.11 0.915623 0.946484 -7.24
247274_at putative protein similar to unknown --- AT5G64360 -1.01 -0.02 -0.11 0.915654 0.946484 -7.24
260483_at Barley Mlo protein isolog  ; supporteMLO4 AT1G11000 -1.01 -0.02 -0.11 0.915723 0.946513 -7.24
257974_at unknown protein similar to NA-DAM--- AT3G20820 1.03 0.04 0.11 0.916047 0.946764 -7.24
261548_at  DNA-binding protein, putative conta--- AT1G63480 1.01 0.02 0.11 0.916084 0.946764 -7.24
248422_at putative protein strong similarity to uYLS7 AT5G51640 -1.01 -0.01 -0.11 0.916104 0.946764 -7.24
250540_at unknown protein  ; supported by cD--- AT5G08580 -1.01 -0.02 -0.11 0.916133 0.946764 -7.24
263163_at  fructokinase, putative predicted by FZL AT1G03160 1.02 0.03 0.11 0.916208 0.9468 -7.24
265516_at putative Athila retroelement ORF1 p--- --- -1.01 -0.01 -0.11 0.916335 0.946818 -7.24
253185_at  putative protein bZIP protein - Arab--- AT4G35240 -1.01 -0.02 -0.11 0.916374 0.946818 -7.24
244970_at ribosomal protein L20 --- --- 1.02 0.02 0.11 0.916387 0.946818 -7.24
257243_at  pectate lyase, putative similar to G --- AT3G24230 1.01 0.01 0.11 0.916413 0.946818 -7.24
267257_at putative casein kinase II catalytic (a --- AT2G23080 -1.01 -0.01 -0.11 0.916433 0.946818 -7.24
249448_at cdc2-like protein cdc2cAt AT5G39420 -1.01 -0.02 -0.11 0.916505 0.946849 -7.24
256847_at  early nodule-specific protein, putati --- AT3G27950 -1.01 -0.01 -0.11 0.916906 0.94722 -7.24
264794_at hypothetical protein predicted by ge--- AT1G08670 -1.01 -0.01 -0.11 0.917028 0.947304 -7.24
266669_at putative flavonol 3-O-glucosyltransf UGT71C1 AT2G29750 1.01 0.01 0.11 0.917097 0.947327 -7.24
250452_at  putative protein KIAA1038 protein, --- AT5G10630 -1.01 -0.01 -0.11 0.917134 0.947327 -7.24



265555_at putative Mutator-like transposase re--- --- -1.01 -0.01 -0.11 0.917656 0.947771 -7.24
265625_at hypothetical protein predicted by ge--- AT2G27240 1.01 0.02 0.11 0.917665 0.947771 -7.24
254743_at  potassium transporter - like protein HAK5 AT4G13420 -1.06 -0.09 -0.11 0.917688 0.947771 -7.24
258577_at putative disease resistance protein --- AT3G04220 1.02 0.03 0.11 0.917864 0.947879 -7.24
251454_at  putative protein COP1-interacting p--- AT3G60080 -1.01 -0.02 -0.11 0.917876 0.947879 -7.24
245493_at hypothetical protein --- --- -1.01 -0.01 -0.11 0.918048 0.948014 -7.24
258360_at hypothetical protein predicted by ge--- AT3G14250 -1.01 -0.01 -0.11 0.918166 0.948092 -7.24
246160_at  putative protein predicted protein, OFBX2 AT5G21040 -1.01 -0.01 -0.11 0.918275 0.948141 -7.24
253230_at putative protein  ; supported by full- --- AT4G34700 -1.01 -0.01 -0.11 0.918296 0.948141 -7.24
249438_at  putative protein BCS1 nuclear geneAATP1 AT5G40010 1.01 0.02 0.11 0.918362 0.948166 -7.24
263276_at putative cytochrome P450 CYP705A1 AT2G14100 -1.01 -0.01 -0.11 0.918543 0.94831 -7.24
246105_at  putative protein predicted helicase --- --- -1.01 -0.01 -0.11 0.918686 0.948404 -7.24
259122_at  unknown protein similar to putative COBL1 AT3G02210 1.01 0.01 0.11 0.918717 0.948404 -7.24
258546_at hypothetical protein predicted by geemb1974 AT3G07060 1.01 0.01 0.11 0.918878 0.948463 -7.24
252501_at hypothetical protein --- AT3G46880 1.01 0.01 0.11 0.918878 0.948463 -7.24
255313_at putative transposon protein --- --- 1.01 0.01 0.11 0.918899 0.948463 -7.24
266681_at copia-like retroelement pol polyprote--- --- -1.01 -0.01 -0.11 0.918983 0.948491 -7.24
246314_at  promoter-binding factor-like proteinAREB3 AT3G56850 1.01 0.01 0.11 0.919027 0.948491 -7.24
262520_at  putative polygalacturonase After fir --- AT1G17150 -1.01 -0.01 -0.11 0.9191 0.948491 -7.24
252809_at  putative protein various predicted p--- --- -1.01 -0.01 -0.11 0.919118 0.948491 -7.24
261123_at hypothetical protein predicted by ge--- AT1G62860 -1.01 -0.02 -0.11 0.919134 0.948491 -7.24
261361_at hypothetical protein predicted by ge--- --- -1.01 -0.01 -0.10 0.919466 0.948791 -7.24
249627_at  NADH dehydrogenase (ubiquinoneEMB1467 AT5G37510 1.01 0.01 0.10 0.919545 0.948829 -7.24
254799_at putative protein various predicted pr--- AT4G13060 1.01 0.01 0.10 0.919745 0.948993 -7.24
255368_at hypothetical protein --- --- 1.01 0.01 0.10 0.91982 0.94902 -7.24
249861_at Expressed protein ; supported by fu--- AT5G22875 -1.01 -0.01 -0.10 0.919855 0.94902 -7.24
262691_at TPR-repeat protein contains multipl --- AT1G62740 -1.01 -0.02 -0.10 0.919921 0.949045 -7.24
254971_at  major intrinsic protein (MIP) - like nNIP5;1 AT4G10380 -1.01 -0.02 -0.10 0.920055 0.949141 -7.24
255853_at hypothetical protein predicted by ge--- AT1G67020 1.01 0.01 0.10 0.920222 0.94923 -7.24
252024_at  monodehydroascorbate reductase ATMDAR1 AT3G52880 -1.01 -0.02 -0.10 0.920265 0.94923 -7.24
265719_at unknown protein related to putative --- AT2G03500 1.01 0.01 0.10 0.920323 0.94923 -7.24
256370_at  MATE efflux family protein, putative--- AT1G66780 -1.01 -0.01 -0.10 0.920365 0.94923 -7.24
263441_at putative kinesin-like spindle protein --- AT2G28620 1.01 0.01 0.10 0.92037 0.94923 -7.24
260466_at phosphatidylinositol-4-phosphate 5---- AT1G10900 -1.02 -0.03 -0.10 0.920391 0.94923 -7.24
251770_at  leucoanthocyanidin dioxygenase -l --- AT3G55970 -1.04 -0.06 -0.10 0.920541 0.949342 -7.24



248003_at putative protein contains similarity to--- AT5G56220 -1.03 -0.04 -0.10 0.92092 0.949629 -7.24
262470_at  disease resistance protein, putative--- AT1G50180 1.01 0.01 0.10 0.92094 0.949629 -7.24
266553_at unknown protein  ; supported by cD--- AT2G46170 -1.01 -0.01 -0.10 0.920944 0.949629 -7.24
256837_at hypothetical protein similar to DNA- NRPD7 AT3G22900 -1.01 -0.02 -0.10 0.921159 0.949807 -7.24
265491_s_aputative retroelement pol polyprotei --- --- -1.01 -0.01 -0.10 0.921209 0.949815 -7.24
264778_at unknown protein similar to C-1 (HomAIP3 AT1G08780 1.01 0.01 0.10 0.92129 0.949857 -7.24
255100_at putative MuDR-like transposon prot --- --- 1.01 0.01 0.10 0.921412 0.94994 -7.24
264628_at hypothetical protein contains similar--- AT1G65540 -1.01 -0.01 -0.10 0.921509 0.949996 -7.24
265064_at hypothetical protein contains similarENT7 AT1G61630 1.01 0.02 0.10 0.921626 0.95 -7.24
252568_at  receptor-like protein kinase recepto--- AT3G45410 -1.01 -0.02 -0.10 0.921651 0.95 -7.24
259357_at unknown protein ;supported by full-l--- AT1G13380 1.01 0.01 0.10 0.921685 0.95 -7.24
247389_at putative protein strong similarity to u--- AT5G63490 -1.01 -0.02 -0.10 0.92169 0.95 -7.24
262331_at unknown protein --- AT1G64050 -1.01 -0.01 -0.10 0.92172 0.95 -7.24
251019_at  putative protein predicted proteins, --- AT5G02420 1.01 0.01 0.10 0.92197 0.950194 -7.24
258702_at hypothetical protein predicted by ge--- AT3G09730 1.01 0.02 0.10 0.921992 0.950194 -7.24
246569_at  lysophospholipase -like protein lyso--- AT5G14980 1.01 0.01 0.10 0.922081 0.950243 -7.24
261417_at Expressed protein ; supported by cD--- AT1G07700 -1.01 -0.01 -0.10 0.922152 0.950248 -7.24
251808_at  AP3-complex beta-3A adaptin subu--- AT3G55480 -1.01 -0.01 -0.10 0.92217 0.950248 -7.24
259157_at hypothetical protein predicted by ge--- AT3G05440 -1.01 -0.01 -0.10 0.922275 0.950308 -7.24
261316_at  MAP kinase BnMAP4K alpha1, putATMAP4K AAT1G53165 1.01 0.01 0.10 0.922312 0.950308 -7.24
249005_at terpene cyclase/synthase --- AT5G44630 -1.01 -0.01 -0.10 0.922606 0.950569 -7.24
246349_at Expressed protein ; supported by fu--- AT1G51915 1.02 0.03 0.10 0.922725 0.950649 -7.24
247704_at Expressed protein ; supported by fuRTFL5 AT5G59510 1.02 0.03 0.10 0.92292 0.950784 -7.24
259943_at unknown protein --- AT1G71480 -1.01 -0.02 -0.10 0.922939 0.950784 -7.24
259451_at  synaptosomal associated protein (SSNAP30 AT1G13890 -1.01 -0.01 -0.10 0.923134 0.950907 -7.24
248602_s_aMADS-box protein-like --- AT5G38620 / -1.01 -0.01 -0.10 0.923143 0.950907 -7.24
267039_at hypothetical protein predicted by ge--- AT2G34270 1.01 0.01 0.10 0.92323 0.950954 -7.24
253705_at hexokinase  ; supported by cDNA: gHXK1 AT4G29130 1.01 0.02 0.10 0.923336 0.95102 -7.24
260216_at hypothetical protein contains Pfam p--- AT1G74580 -1.01 -0.01 -0.10 0.923703 0.951355 -7.24
251495_at  putative protein RanBP7/importin 7--- AT3G59020 1.01 0.02 0.10 0.923957 0.951574 -7.24
249759_at putative protein contains similarity toYSL2 AT5G24380 -1.01 -0.02 -0.10 0.924112 0.95169 -7.24
248301_at DnaJ protein-like --- AT5G53150 1.01 0.01 0.10 0.92419 0.951728 -7.24
267313_at putative protein phosphatase 2C --- AT2G34740 -1.01 -0.01 -0.10 0.924451 0.951953 -7.24
248244_at heat shock transcription factor HSF --- AT5G53640 -1.01 -0.01 -0.10 0.924665 0.952131 -7.24
263491_at phosphoenolpyruvate carboxylase ATPPC2 AT2G42600 -1.01 -0.01 -0.10 0.924769 0.952196 -7.24



245470_at retrotransposon like protein --- --- 1.01 0.01 0.10 0.924958 0.952328 -7.24
266381_at putative sucrose-proton symporter ATSUC8 AT2G14670 -1.01 -0.01 -0.10 0.924982 0.952328 -7.24
266973_at hypothetical protein predicted by gra--- AT2G39620 -1.01 -0.01 -0.10 0.925167 0.952476 -7.24
261947_at  ubiquitin, putative similar to poly-ub--- AT1G64470 1.01 0.01 0.10 0.925518 0.952727 -7.24
254534_at  putative Fe(II) transport protein Fe(IRT2 AT4G19680 1.01 0.01 0.10 0.925532 0.952727 -7.24
260315_at  hypothetical protein similar to C-ter --- AT1G63820 1.01 0.01 0.10 0.925536 0.952727 -7.24
264074_at putative retroelement pol polyprotei --- --- 1.01 0.01 0.10 0.925668 0.95282 -7.24
257117_at  geranyl geranyl pyrophosphate syn--- AT3G20160 1.01 0.01 0.10 0.925853 0.952968 -7.24
246709_s_a putative protein many predicted pro--- AT5G28160 / -1.01 -0.01 -0.10 0.92628 0.953364 -7.24
254072_at  putative protein ClpC protease - Sp--- AT4G25370 -1.01 -0.01 -0.10 0.926331 0.953373 -7.24
256553_at hypothetical protein contains similar--- --- -1.01 -0.01 -0.10 0.926624 0.953631 -7.24
251822_at  centromere protein - like centromer--- AT3G55060 -1.01 -0.01 -0.10 0.926873 0.953845 -7.24
249369_at  putative protein Kelch motif contain--- AT5G40680 1.01 0.01 0.10 0.926921 0.953852 -7.24
266829_at hypothetical protein predicted by ge--- AT2G22940 1.01 0.01 0.10 0.926979 0.953868 -7.24
256470_at hypothetical protein predicted by ge--- AT1G42570 -1.01 -0.01 -0.10 0.927046 0.953894 -7.24
245690_at phenylalanine ammonia-lyase PAL3PAL3 AT5G04230 -1.01 -0.02 -0.09 0.927094 0.9539 -7.24
249588_at  protein kinase - like protein Pto kina--- AT5G37790 -1.01 -0.02 -0.09 0.927224 0.953991 -7.24
258272_at  unknown protein similar to serine/th--- AT3G15610 -1.01 -0.02 -0.09 0.927375 0.95403 -7.24
245283_at Expressed protein ; supported by cDAT-HSFA5 AT4G13980 1.01 0.01 0.09 0.927393 0.95403 -7.24
266908_at putative protein kinase contains a p PID AT2G34650 1.02 0.03 0.09 0.92742 0.95403 -7.24
267302_at  putative unknown protein, leucine-r--- AT2G30100 -1.01 -0.01 -0.09 0.92743 0.95403 -7.24
254226_at  putative disease resistance respon --- AT4G23690 -1.04 -0.06 -0.09 0.927635 0.954184 -7.24
252429_at H-protein promoter binding factor-2aCDF3 AT3G47500 1.01 0.02 0.09 0.927663 0.954184 -7.24
255823_at unknown protein  ;supported by full-LBD15 AT2G40470 -1.02 -0.03 -0.09 0.927787 0.954253 -7.24
263507_s_ahypothetical protein --- --- -1.01 -0.02 -0.09 0.927868 0.954253 -7.24
266724_at hypothetical protein predicted by ge--- AT2G03180 1.01 0.01 0.09 0.927905 0.954253 -7.24
260124_at  E2, ubiquitin-conjugating enzyme, UBC31 AT1G36340 1.01 0.01 0.09 0.927914 0.954253 -7.24
248714_at polygalacturonase  ;supported by fu--- AT5G48140 -1.01 -0.01 -0.09 0.927939 0.954253 -7.24
255084_s_aputative protein same aa sequence --- AT4G09220 / -1.01 -0.01 -0.09 0.928006 0.954279 -7.24
245071_at putative vetispiradiene synthase --- AT2G23230 -1.01 -0.01 -0.09 0.928186 0.954416 -7.24
263277_at hypothetical protein predicted by ge--- AT2G14110 -1.01 -0.01 -0.09 0.928223 0.954416 -7.24
267121_at putative GDSL-motif lipase/hydrolas--- AT2G23540 -1.01 -0.02 -0.09 0.928373 0.954527 -7.24
263436_at hypothetical protein --- AT2G28690 -1.01 -0.01 -0.09 0.928464 0.954558 -7.24
256287_at hypothetical protein --- AT3G12190 -1.01 -0.01 -0.09 0.928534 0.954558 -7.24
247212_at putative protein similar to unknown --- AT5G65040 1.01 0.01 0.09 0.928565 0.954558 -7.24



246257_at splicing factor-like protein ATU2AF65AAT4G36690 -1.01 -0.01 -0.09 0.92857 0.954558 -7.24
253893_at  putative protein hypothetical protein--- AT4G27390 1.01 0.01 0.09 0.92866 0.954607 -7.24
259127_at putative translation initiation factor E--- AT3G02270 -1.01 -0.01 -0.09 0.928723 0.954629 -7.24
255899_at  zinc-finger protein (C-terminal), put --- AT1G17970 1.01 0.02 0.09 0.928824 0.95469 -7.24
257201_at unknown protein --- AT3G23740 -1.01 -0.01 -0.09 0.929384 0.955136 -7.24
260652_at  putative MYB family transcription fa--- AT1G32360 -1.01 -0.01 -0.09 0.929395 0.955136 -7.24
248345_at unknown protein SHOC1 AT5G52290 1.01 0.01 0.09 0.929399 0.955136 -7.24
266021_at unknown protein --- AT2G05910 1.01 0.02 0.09 0.929442 0.955136 -7.24
249002_at putative protein contains similarity to--- AT5G44520 -1.01 -0.01 -0.09 0.929467 0.955136 -7.24
246530_at Expressed protein ; supported by fu--- AT5G15725 -1.01 -0.01 -0.09 0.929625 0.955255 -7.24
245658_at hypothetical protein predicted by geRALFL4 AT1G28270 -1.01 -0.01 -0.09 0.929706 0.955295 -7.24
249339_at putative protein similar to unknown --- AT5G41100 1.02 0.03 0.09 0.929837 0.955364 -7.24
262317_at unknown protein  ;supported by full-EDA4 AT2G48140 -1.01 -0.02 -0.09 0.929857 0.955364 -7.24
263838_at putative s-adenosylmethionine synt MAT3 AT2G36880 -1.02 -0.03 -0.09 0.929968 0.955435 -7.24
252728_at  putative protein various predicted p--- --- 1.01 0.01 0.09 0.930358 0.955793 -7.24
263262_at unknown protein --- AT2G38830 1.01 0.01 0.09 0.930409 0.955802 -7.24
253030_at hypothetical protein FRS5 AT4G38180 1.01 0.01 0.09 0.930798 0.956159 -7.24
254139_at hypothetical protein --- AT4G24600 -1.01 -0.01 -0.09 0.93097 0.956292 -7.24
260833_at  lipase, putative similar to lipase GB--- AT1G06800 -1.02 -0.02 -0.09 0.931292 0.956537 -7.24
251792_at  probable serine/threonine-specific p--- AT3G55550 -1.01 -0.01 -0.09 0.931292 0.956537 -7.24
260149_at putative oxidoreductase similar to a --- AT1G52810 1.02 0.02 0.09 0.931467 0.956674 -7.24
252391_at putative protein  ; supported by cDN--- AT3G47860 1.01 0.01 0.09 0.931564 0.956675 -7.24
255124_at putative self-incompatability RNA-biAPUM15 AT4G08560 -1.01 -0.01 -0.09 0.93159 0.956675 -7.24
248210_at ethylene-forming-enzyme-like dioxy --- AT5G54000 1.01 0.01 0.09 0.931594 0.956675 -7.24
252153_at putative protein several hypothetica --- AT3G51360 1.01 0.01 0.09 0.931732 0.956774 -7.24
261200_at  60S ribosomal protein L27a, putativ--- AT1G12960 -1.01 -0.01 -0.09 0.931793 0.956793 -7.24
249834_at putative protein contains similarity toFTRA1 AT5G23440 -1.01 -0.01 -0.09 0.93196 0.956908 -7.24
264125_at hypothetical protein predicted by geEMB1135 AT1G79350 1.01 0.01 0.09 0.932026 0.956908 -7.24
264919_at hypothetical protein contains similar--- AT1G60540 1.01 0.01 0.09 0.932046 0.956908 -7.24
245837_at  peptidylprolyl isomerase, putative s--- AT1G58450 1.01 0.01 0.09 0.932073 0.956908 -7.24
265209_at putative DNA binding protein with h ATHB22 AT2G36610 -1.01 -0.01 -0.09 0.932434 0.957236 -7.24
246840_at putative protein  ;supported by full-le--- AT5G26610 1.01 0.01 0.09 0.93256 0.957322 -7.24
249117_at heat shock transcription factor-like pAT-HSFA6AAT5G43840 1.01 0.01 0.09 0.932605 0.957325 -7.24
258754_at hypothetical protein similar to hypot --- AT3G11920 1.01 0.01 0.09 0.932784 0.957428 -7.24
250074_at UDP-glucose pyrophosphorylase  ; --- AT5G17310 -1.01 -0.01 -0.09 0.932789 0.957428 -7.24



245230_at  hypothetical protein Contains Zinc f--- AT4G25610 1.01 0.01 0.09 0.93302 0.957622 -7.24
259477_at unknown protein ;supported by full-l--- AT1G19120 -1.01 -0.01 -0.09 0.93312 0.957681 -7.24
255057_at hypothetical protein --- AT4G09840 -1.01 -0.01 -0.09 0.933315 0.957838 -7.24
260668_at unknown protein ;supported by full-l--- AT1G19530 -1.03 -0.04 -0.09 0.933527 0.958013 -7.24
264673_at Expressed protein ; supported by fuATATP-PRTAT1G09795 1.01 0.01 0.09 0.933665 0.958049 -7.24
246806_at putative cdc20 protein --- AT5G27080 1.01 0.01 0.09 0.933689 0.958049 -7.24
266648_at putative trytophanyl-tRNA synthetasOVA4 AT2G25840 -1.01 -0.01 -0.09 0.933717 0.958049 -7.24
258629_at stelar K+ outward rectifying channe SKOR AT3G02850 -1.01 -0.01 -0.09 0.93373 0.958049 -7.24
261385_at  lipid-transfer protein, putative simila--- AT1G05450 -1.01 -0.01 -0.09 0.933829 0.958059 -7.24
263165_at  putataive transport protein Similar t--- AT1G03060 -1.01 -0.01 -0.09 0.933859 0.958059 -7.24
247392_at  glutamate-1-semialdehyde 2,1-ami GSA1 AT5G63570 1.01 0.02 0.09 0.933866 0.958059 -7.24
254733_at  putative polygalacturonase polygal --- AT4G13760 1.01 0.01 0.09 0.933932 0.958084 -7.24
261142_at  cyclic nucleotide and calmodulin-reATCNGC8 AT1G19780 1.01 0.01 0.09 0.934142 0.958256 -7.24
255151_at  putative protein oxysterol-binding pORP1C AT4G08180 1.01 0.01 0.09 0.934261 0.958335 -7.24
265639_at putative reverse transcriptase --- --- -1.01 -0.01 -0.09 0.934372 0.958405 -7.24
258527_at  branched chain alpha-keto acid de BCE2 AT3G06850 -1.02 -0.03 -0.09 0.934524 0.958518 -7.24
259355_at hypothetical protein predicted by ge--- AT3G05240 -1.01 -0.01 -0.09 0.934599 0.958522 -7.24
261636_at  branched-chain amino acid aminotr--- AT1G50110 -1.01 -0.01 -0.09 0.934612 0.958522 -7.24
257603_at unknown protein --- AT3G13820 -1.01 -0.01 -0.09 0.934695 0.958529 -7.24
254541_at  putative LTR retrotransposon Brass--- --- -1.01 -0.01 -0.09 0.934703 0.958529 -7.24
260659_s_ahypothetical protein predicted by ge--- AT1G19460 / -1.01 -0.01 -0.08 0.934889 0.958678 -7.24
262783_at receptor-kinase isolog --- AT1G10850 1.01 0.02 0.08 0.934967 0.958714 -7.24
255534_at CHP-rich hypothetical protein simila--- AT4G02190 -1.01 -0.01 -0.08 0.935293 0.959006 -7.24
249312_at disease resistance protein-like --- AT5G41550 -1.01 -0.01 -0.08 0.935471 0.959145 -7.24
266676_s_ahypothetical protein predicted by gra--- AT2G29605 / -1.01 -0.01 -0.08 0.93565 0.959285 -7.24
264232_at putative protein kinase Pfam HMM h--- AT1G67470 1.02 0.03 0.08 0.935728 0.959322 -7.24
263966_s_aputative TNP2-like transposon prote--- --- -1.01 -0.01 -0.08 0.935798 0.959349 -7.24
264662_at putative sucrose/H+ symporter simi SUT4 AT1G09960 -1.01 -0.01 -0.08 0.935889 0.959349 -7.24
AFFX-CreX-Bacteriophage P1 /GEN=cre /DB_X--- --- -1.01 -0.02 -0.08 0.93593 0.959349 -7.24
248761_at Expressed protein ; supported by fu--- AT5G47635 1.01 0.02 0.08 0.93594 0.959349 -7.24
246605_at  putative protein predicted proteins, --- --- 1.01 0.01 0.08 0.935965 0.959349 -7.24
247915_at putative protein similar to unknown --- AT5G57570 -1.01 -0.01 -0.08 0.936129 0.95944 -7.24
256090_at predicted protein --- AT1G20816 -1.01 -0.01 -0.08 0.936137 0.95944 -7.24
259933_at Expressed protein ; supported by fu--- AT1G34350 -1.01 -0.01 -0.08 0.936222 0.959484 -7.24
249459_at peroxidase ATP24a --- AT5G39580 -1.04 -0.05 -0.08 0.936368 0.95959 -7.24



250727_at putative protein similar to unknown --- AT5G06430 -1.01 -0.01 -0.08 0.936547 0.95973 -7.25
247604_at  putative phytochelatin synthetase - COBL5 AT5G60950 1.03 0.05 0.08 0.936685 0.959829 -7.25
266674_at hypothetical protein predicted by ge--- AT2G29620 1.01 0.01 0.08 0.936738 0.95984 -7.25
256495_at hypothetical protein contains similar--- AT1G31530 1.01 0.01 0.08 0.936868 0.959922 -7.25
253441_at  putative protein Fidipidine, Drosoph--- AT4G32560 1.01 0.01 0.08 0.936969 0.959922 -7.25
265269_at hypothetical protein predicted by ge--- AT2G42950 -1.01 -0.01 -0.08 0.936973 0.959922 -7.25
264765_at  receptor kinase, putative similar to --- AT1G61430 1.01 0.01 0.08 0.936996 0.959922 -7.25
245922_at  putative protein predicted proteins, --- AT5G28810 -1.01 -0.01 -0.08 0.937028 0.959922 -7.25
252870_at adenosine-5-phosphosulfate-kinaseAKN2 AT4G39940 -1.02 -0.03 -0.08 0.937112 0.959965 -7.25
253643_at hypothetical protein  ;supported by f--- AT4G29780 -1.02 -0.03 -0.08 0.937392 0.960184 -7.25
248091_at putative protein strong similarity to uVTC5 AT5G55120 -1.02 -0.03 -0.08 0.937411 0.960184 -7.25
262763_at hypothetical protein --- AT1G28690 -1.01 -0.01 -0.08 0.937537 0.960238 -7.25
250377_at  putative protein predicted proteins, --- AT5G11560 -1.01 -0.01 -0.08 0.937547 0.960238 -7.25
250681_at unknown protein --- AT5G06590 -1.01 -0.01 -0.08 0.937672 0.960315 -7.25
267597_at putative leucine-rich repeat diseaseAtRLP24 AT2G33020 -1.01 -0.02 -0.08 0.937707 0.960315 -7.25
250210_at putative protein similar to unknown --- AT5G13890 -1.01 -0.01 -0.08 0.937826 0.960394 -7.25
254583_at hypothetical protein --- AT4G19480 1.01 0.01 0.08 0.937947 0.960473 -7.25
254777_at  putative protein hypothetical protein--- AT4G12960 1.01 0.01 0.08 0.937988 0.960473 -7.25
264816_at hypothetical protein similar to memb--- AT1G03560 -1.02 -0.02 -0.08 0.93808 0.960525 -7.25
266764_at putative pectinesterase  ;supported --- AT2G47050 1.01 0.01 0.08 0.938253 0.960644 -7.25
248358_at cytochrome P-450-like protein CYP715A1 AT5G52400 -1.02 -0.02 -0.08 0.938285 0.960644 -7.25
267404_at hypothetical protein predicted by geatnudt22 AT2G33980 1.01 0.01 0.08 0.938323 0.960644 -7.25
245918_at  putative protein various predicted p--- --- 1.01 0.01 0.08 0.938617 0.960901 -7.25
254489_at  putative protein berberine bridge en--- AT4G20800 -1.01 -0.01 -0.08 0.938801 0.961047 -7.25
252641_at  putative protein predicted protein, A--- AT3G44570 -1.01 -0.01 -0.08 0.938972 0.961157 -7.25
246783_at  sugar transporter-like protein putatiSFP2 AT5G27360 -1.02 -0.03 -0.08 0.938993 0.961157 -7.25
251779_at  putative protein various predicted p--- --- 1.01 0.01 0.08 0.939241 0.961368 -7.25
254125_at  putative alliin lyase alliin lyase (EC TAR2 AT4G24670 1.01 0.02 0.08 0.939285 0.96137 -7.25
260836_at hypothetical protein predicted by ge--- --- 1.00 0.01 0.08 0.939606 0.961627 -7.25
246498_at  stearoyl-acyl carrier protein desatu --- AT5G16230 1.02 0.02 0.08 0.93969 0.961627 -7.25
250775_at putative protein contains similarity to--- AT5G05460 -1.01 -0.02 -0.08 0.939713 0.961627 -7.25
258137_at Expressed protein ; supported by cDUBC37 AT3G24515 -1.01 -0.01 -0.08 0.939738 0.961627 -7.25
259413_at hypothetical protein contains similar--- AT1G02320 -1.01 -0.01 -0.08 0.939747 0.961627 -7.25
252412_at Expressed protein ; supported by fu--- AT3G47295 -1.01 -0.02 -0.08 0.940223 0.962064 -7.25
247870_at calmodulin-binding protein  ; suppor--- AT5G57580 1.01 0.01 0.08 0.940258 0.962064 -7.25



249029_at disease resistance protein-like --- AT5G44870 -1.01 -0.01 -0.08 0.940352 0.962116 -7.25
255217_s_ahypothetical protein --- --- 1.01 0.01 0.08 0.94061 0.962338 -7.25
254836_at  flavonoid 3,5-hydroxylase like proteCYP706A7 AT4G12330 -1.01 -0.01 -0.08 0.940836 0.962525 -7.25
260135_at  calmodulin-related protein similar to--- AT1G66400 -1.02 -0.03 -0.08 0.940934 0.962583 -7.25
254392_at  endonuclease, putative ; supportedENDO5 AT4G21600 1.01 0.01 0.08 0.941024 0.962592 -7.25
267542_at hypothetical protein predicted by ge--- AT2G32740 -1.01 -0.01 -0.08 0.941028 0.962592 -7.25
246803_at tSNARE AtTLG2a  ; supported by c SYP41 AT5G26980 1.01 0.01 0.08 0.941314 0.962842 -7.25
254515_at  CLV1 receptor kinase like protein CBAM3 AT4G20270 1.01 0.01 0.08 0.94148 0.9629 -7.25
248350_at putative protein similar to unknown --- AT5G52160 -1.01 -0.01 -0.08 0.94149 0.9629 -7.25
254173_at  putative protein Kaposi's sarcoma-aREN1 AT4G24580 -1.01 -0.01 -0.08 0.941497 0.9629 -7.25
250675_at putative protein contains similarity to--- AT5G06260 -1.01 -0.01 -0.08 0.941617 0.962979 -7.25
250078_at putative protein ORC3 AT5G16690 1.01 0.01 0.08 0.941755 0.963077 -7.25
244994_at NADH dehydrogenase ND5 --- --- 1.01 0.01 0.08 0.941809 0.963089 -7.25
262475_at hypothetical protein predicted by ge--- AT1G50340 -1.01 -0.01 -0.08 0.942008 0.963249 -7.25
261339_at  protein kinase, putative similar to m--- AT1G35710 1.01 0.02 0.08 0.942064 0.963264 -7.25
250614_at  putative protein homeodomain prot --- AT5G07260 1.00 0.01 0.08 0.942201 0.963343 -7.25
259817_at hypothetical protein predicted by ge--- AT1G49880 -1.01 -0.01 -0.08 0.942246 0.963343 -7.25
255367_at putative transposon protein --- --- 1.01 0.01 0.08 0.942299 0.963343 -7.25
260197_at F12A21.25 hypothetical protein --- AT1G67623 1.01 0.01 0.08 0.942311 0.963343 -7.25
261205_at hypothetical protein predicted by ge--- AT1G12790 1.01 0.01 0.08 0.942375 0.963365 -7.25
245759_at hypothetical protein predicted by ge--- AT1G66900 1.01 0.01 0.07 0.942816 0.963773 -7.25
252307_at  putative protein SAE1-S9-protein, B--- --- -1.01 -0.01 -0.07 0.943209 0.964132 -7.25
258442_at hypothetical protein predicted by ge--- AT3G01015 -1.01 -0.01 -0.07 0.943308 0.96418 -7.25
252169_at putative protein several bacterial ph--- AT3G50520 -1.01 -0.01 -0.07 0.94334 0.96418 -7.25
259270_at putative porin similar to outer mitochVDAC1 AT3G01280 1.01 0.01 0.07 0.943481 0.964275 -7.25
248574_at putative protein strong similarity to u--- AT5G49830 1.00 0.01 0.07 0.943518 0.964275 -7.25
244993_s_ahypothetical protein --- --- -1.01 -0.01 -0.07 0.94371 0.964427 -7.25
261912_s_aunknown protein --- AT1G66000 / -1.01 -0.01 -0.07 0.943852 0.964489 -7.25
244962_at NADH dehydrogenase ND4 --- --- -1.00 -0.01 -0.07 0.943855 0.964489 -7.25
255123_at putative lipid transfer protein --- AT4G08530 -1.01 -0.01 -0.07 0.943934 0.964504 -7.25
259854_at  RING-H2 zinc finger protein ATL3, --- AT1G72200 -1.01 -0.01 -0.07 0.943953 0.964504 -7.25
264912_at  auxin-induced protein, putative sim--- AT1G60750 -1.01 -0.01 -0.07 0.944201 0.964714 -7.25
264881_s_a lysine and histidine specific transpo--- AT1G61270 / -1.00 -0.01 -0.07 0.944581 0.965022 -7.25
252837_at putative protein hypothetical protein--- --- 1.00 0.01 0.07 0.944588 0.965022 -7.25
256975_at unknown protein similar to putative --- AT3G21000 1.01 0.01 0.07 0.944666 0.965029 -7.25



253678_at cytidine deaminase 7 --- AT4G29600 1.01 0.01 0.07 0.944679 0.965029 -7.25
262384_at  disease resistance protein, putative--- AT1G72950 1.01 0.01 0.07 0.944823 0.965124 -7.25
259999_at hypothetical protein predicted by ge--- AT1G68080 1.01 0.01 0.07 0.944857 0.965124 -7.25
261827_at unknown protein contains similarity --- AT1G11480 1.01 0.01 0.07 0.944966 0.965192 -7.25
259086_at hypothetical protein predicted by ge--- AT3G04990 1.00 0.01 0.07 0.945096 0.965266 -7.25
245943_at  putative protein permease family pr--- AT5G19500 1.01 0.01 0.07 0.945168 0.965266 -7.25
254719_at  putative protein beta 1,3-glucanase--- AT4G13600 1.01 0.01 0.07 0.945217 0.965266 -7.25
246439_at  RING-H2 zinc finger protein-like RI --- AT5G17600 -1.02 -0.02 -0.07 0.945239 0.965266 -7.25
260906_at hypothetical protein predicted by ge--- AT1G02540 -1.01 -0.01 -0.07 0.945292 0.965266 -7.25
263977_at hypothetical protein predicted by ge--- AT2G42660 -1.01 -0.01 -0.07 0.9453 0.965266 -7.25
263595_at putative purple acid phosphatase coPAP8 AT2G01890 1.06 0.08 0.07 0.945347 0.965266 -7.25
263266_at hypothetical protein predicted by ge--- AT2G16520 -1.01 -0.01 -0.07 0.945377 0.965266 -7.25
261521_at  protein kinase, putative similar to reSERK1 AT1G71830 1.01 0.02 0.07 0.94548 0.965327 -7.25
256801_at  cytochrome P450, putative similar tCYP705A3 AT3G20940 1.01 0.01 0.07 0.945542 0.965327 -7.25
267235_at unknown protein --- AT2G43945 1.00 0.01 0.07 0.945563 0.965327 -7.25
257604_s_ahypothetical protein predicted by ge--- AT1G11810 / 1.01 0.01 0.07 0.945698 0.965421 -7.25
247426_at putative protein contains similarity to--- AT5G62570 1.01 0.02 0.07 0.945809 0.965486 -7.25
256036_at  fructose-2,6-bisphosphatase, putat F2KP AT1G07110 -1.01 -0.01 -0.07 0.945877 0.965486 -7.25
252603_at putative protein --- AT3G45050 -1.01 -0.01 -0.07 0.945889 0.965486 -7.25
260720_at hypothetical protein predicted by ge--- AT1G48095 1.01 0.01 0.07 0.94601 0.965567 -7.25
256481_at  elicitor response protein, putative s --- AT1G33430 1.00 0.01 0.07 0.946104 0.96562 -7.25
253514_at  putative protein DNA-binding prote --- AT4G31805 1.00 0.01 0.07 0.946405 0.965883 -7.25
248977_at putative protein strong similarity to u--- AT5G45020 -1.01 -0.01 -0.07 0.946538 0.965923 -7.25
259276_at putative peroxidase very similar to p--- AT3G01190 1.00 0.01 0.07 0.946551 0.965923 -7.25
257040_at unknown protein  ; supported by cDSCO2 AT3G19220 1.01 0.01 0.07 0.946574 0.965923 -7.25
263768_x_aputative Athila retroelement ORF1 p--- --- 1.00 0.01 0.07 0.946613 0.965923 -7.25
245243_at hypothetical protein predicted by ge--- AT1G44414 1.00 0.01 0.07 0.94667 0.965937 -7.25
251274_at  putative protein hypothetical protein--- AT3G61700 -1.01 -0.01 -0.07 0.946726 0.965952 -7.25
263059_at putative non-LTR retrolelement reve--- --- 1.01 0.01 0.07 0.946781 0.965965 -7.25
256046_at unknown protein --- AT1G07135 -1.02 -0.03 -0.07 0.946958 0.966102 -7.25
266024_at En/Spm-like transposon protein rela--- --- 1.00 0.01 0.07 0.947336 0.966445 -7.25
262604_at  unknown protein similar to unknow --- AT1G15060 -1.00 -0.01 -0.07 0.947484 0.966514 -7.25
259343_s_aputative methionine synthase similaATMS2 AT3G03780 / -1.01 -0.01 -0.07 0.947488 0.966514 -7.25
249226_at GDSL-motif lipase/hydrolase-like pr --- AT5G42170 1.01 0.01 0.07 0.947547 0.96653 -7.25
249408_at myb-related protein MYB23 AT5G40330 1.01 0.01 0.07 0.947672 0.966615 -7.25



249617_at receptor protein kinase-like protein --- AT5G37450 1.01 0.01 0.07 0.947722 0.966622 -7.25
266459_at unknown protein supported by full-le--- AT2G47970 1.01 0.01 0.07 0.947933 0.966717 -7.25
263362_at putative selenium-binding protein --- AT2G03880 1.00 0.01 0.07 0.947937 0.966717 -7.25
257813_at  Cdc45-like protein similar to Cdc45CDC45 AT3G25100 -1.00 -0.01 -0.07 0.947942 0.966717 -7.25
255922_at  trehalose-6-phosphate phosphatas --- AT1G22210 1.00 0.01 0.07 0.948101 0.9668 -7.25
254795_at putative protein --- AT4G12990 -1.00 -0.01 -0.07 0.948108 0.9668 -7.25
253195_at  putative protein dihydroflavonol-4-r --- AT4G35420 -1.01 -0.01 -0.07 0.948153 0.966802 -7.25
265138_at hypothetical protein predicted by ge--- AT1G51300 -1.01 -0.01 -0.07 0.948216 0.966824 -7.25
262928_at hypothetical protein --- AT1G65760 -1.01 -0.01 -0.07 0.948279 0.966844 -7.25
252091_at  putative protein NADH dehydrogen--- AT3G51390 1.00 0.01 0.07 0.948467 0.966975 -7.25
255235_at contains similarity to transposases --- --- -1.01 -0.01 -0.07 0.948492 0.966975 -7.25
253122_at hypothetical protein --- AT4G35987 -1.01 -0.01 -0.07 0.948627 0.96703 -7.25
260260_at  putative reductase similar to cinnam--- AT1G68540 -1.01 -0.01 -0.07 0.94863 0.96703 -7.25
266706_at hypothetical protein predicted by ge--- AT2G03320 1.00 0.01 0.07 0.948739 0.967092 -7.25
255187_s_aputative transposon protein --- --- 1.01 0.01 0.07 0.948776 0.967092 -7.25
246276_at Cu2+-transporting ATPase-like prot HMA1 AT4G37270 1.00 0.01 0.07 0.948863 0.96713 -7.25
258237_at myb protein identical to ATMYB3 G ATMYB21 AT3G27810 1.00 0.01 0.07 0.948899 0.96713 -7.25
248995_at disease resistance protein-like RRS1 AT5G45260 -1.01 -0.01 -0.07 0.949135 0.967328 -7.25
264477_at  amp-binding protein, putative simila--- AT1G77240 1.01 0.01 0.07 0.949235 0.967387 -7.25
266399_at putative phospholipid cytidylyltransf PECT1 AT2G38670 1.01 0.01 0.07 0.949381 0.967492 -7.25
264144_at  latex-abundant protein, putative simAtMC6 AT1G79320 -1.00 -0.01 -0.07 0.949553 0.967592 -7.25
265341_at hypothetical protein predicted by ge--- AT2G18360 -1.01 -0.01 -0.07 0.949568 0.967592 -7.25
250312_at unknown protein --- AT5G12260 -1.01 -0.01 -0.07 0.949606 0.967592 -7.25
246728_at  putative protein various predicted p--- AT5G28040 1.00 0.01 0.07 0.949789 0.967722 -7.25
262018_at hypothetical protein predicted by ge--- AT1G35617 -1.01 -0.01 -0.07 0.949818 0.967722 -7.25
256950_at hypothetical protein similar to hypot --- AT3G19080 1.01 0.01 0.07 0.94989 0.967751 -7.25
266524_at  putative importin, beta subunit   --- AT2G16960 1.01 0.01 0.07 0.949989 0.96781 -7.25
266420_at putative RNA-binding protein  ; supp--- AT2G38610 1.00 0.01 0.07 0.950059 0.967834 -7.25
265866_at unknown protein  ;supported by full---- AT2G01710 1.01 0.01 0.06 0.950098 0.967834 -7.25
AFFX-r2-Bs-B. subtilis /GEN=pheA /DB_XREF= --- --- 1.01 0.02 0.06 0.950249 0.967944 -7.25
262979_s_aunknown protein similar to histone H--- AT1G13370 / -1.01 -0.01 -0.06 0.950331 0.967984 -7.25
251750_at  glucuronosyl transferase - like prote--- AT3G55710 1.01 0.01 0.06 0.950628 0.968244 -7.25
250810_at putative protein contains similarity to--- AT5G05090 -1.01 -0.01 -0.06 0.950759 0.968334 -7.25
248570_at receptor protein kinase-like --- AT5G49780 -1.00 -0.01 -0.06 0.950899 0.968427 -7.25
251934_at  putative protein delta-latroinsectoto--- AT3G54070 1.01 0.01 0.06 0.950935 0.968427 -7.25



246658_at  putative protein predicted proteins, --- --- 1.00 0.01 0.06 0.951209 0.968663 -7.25
251099_at  putative protein KIAA0132 - Homo --- AT5G01660 1.00 0.01 0.06 0.951354 0.968767 -7.25
245261_at Expressed protein ; supported by cD--- AT4G14385 1.00 0.01 0.06 0.951482 0.968854 -7.25
249639_at  disease resistance like protein TMV--- AT5G36930 -1.00 -0.01 -0.06 0.951625 0.968957 -7.25
249179_at Expressed protein ; supported by fu--- AT5G42955 -1.01 -0.01 -0.06 0.951678 0.968967 -7.25
261659_at unknown protein contains similarity TOR AT1G50030 -1.00 -0.01 -0.06 0.952043 0.969295 -7.25
262063_at unknown protein identical to unknow--- AT1G80000 1.01 0.01 0.06 0.952189 0.969402 -7.25
257253_at unknown protein  ; supported by cD--- AT3G24190 1.01 0.01 0.06 0.952317 0.969488 -7.25
267098_at hypothetical protein predicted by ge--- AT2G41451 1.01 0.01 0.06 0.952379 0.969505 -7.25
257222_at  DegP protease almost identical to DDEGP1 AT3G27925 -1.01 -0.01 -0.06 0.952442 0.969505 -7.25
246701_at cysteine synthase  ;supported by fu CYSD2 AT5G28020 -1.01 -0.01 -0.06 0.952461 0.969505 -7.25
260673_at unknown protein ; supported by full---- AT1G19330 -1.01 -0.01 -0.06 0.952731 0.969719 -7.25
252838_at hypothetical protein --- --- -1.00 -0.01 -0.06 0.952809 0.969719 -7.25
245085_at putative poly(A) binding protein  ; suPAB4 AT2G23350 1.01 0.01 0.06 0.952836 0.969719 -7.25
258513_at  protein kinase, putative contains Pf--- AT3G06630 1.00 0.01 0.06 0.952841 0.969719 -7.25
257428_at hypothetical protein predicted by ge--- AT1G78990 1.01 0.01 0.06 0.953046 0.969851 -7.25
256245_at heat shock protein 70 identical to heHSP70 AT3G12580 1.02 0.03 0.06 0.953072 0.969851 -7.25
252858_at puative protein various predicted pr --- AT4G39770 1.01 0.01 0.06 0.953099 0.969851 -7.25
257167_at  hypothetical protein predicted by gechr40 AT3G24340 1.00 0.01 0.06 0.953197 0.969908 -7.25
257405_at putative calmodulin similar to EST g--- AT1G24620 1.00 0.01 0.06 0.953288 0.969957 -7.25
261579_at  soluble inorganic pyrophosphataseAtPPa1 AT1G01050 -1.00 -0.01 -0.06 0.953579 0.97021 -7.25
247621_at  putative protein predicted proteins f--- AT5G60340 1.00 0.01 0.06 0.95364 0.970229 -7.25
256556_at  mutator-like transposase, putative s--- --- 1.00 0.01 0.06 0.953697 0.970243 -7.25
250185_at  putative protein esterase HDE, Pet AtCXE16 AT5G14310 -1.01 -0.01 -0.06 0.953779 0.970267 -7.25
253231_at  Nonclathrin coat protein gamma - li--- AT4G34450 1.01 0.01 0.06 0.953805 0.970267 -7.25
266861_at putative choline kinase  ;supported emb1187 AT2G26830 -1.01 -0.01 -0.06 0.954096 0.970519 -7.25
263346_at En/Spm-like transposon protein rela--- --- 1.00 0.01 0.06 0.95426 0.970643 -7.25
246486_at putative protein  ;supported by full-le--- AT5G15910 -1.00 -0.01 -0.06 0.954377 0.970682 -7.25
250619_at A9  ;supported by full-length cDNA: --- AT5G07230 -1.00 -0.01 -0.06 0.954383 0.970682 -7.25
256491_at hypothetical protein contains similar--- AT1G31500 1.01 0.01 0.06 0.954622 0.970881 -7.25
264789_at  putative glycine-rich, zinc-finger DN--- AT2G17870 -1.00 -0.01 -0.06 0.955294 0.971521 -7.25
257660_at unknown protein  ; supported by cDWIP3 AT3G13360 -1.00 -0.01 -0.06 0.955403 0.971589 -7.25
262268_at hypothetical protein predicted by ge--- --- -1.00 -0.01 -0.06 0.955448 0.971592 -7.25
263652_at unknown protein EST gb|H76414 co--- AT1G04330 1.00 0.01 0.06 0.955539 0.971641 -7.25
265758_at hypothetical protein similar to myos --- --- 1.00 0.01 0.06 0.955715 0.971756 -7.25



247543_at  DNA binding protein - like DNA bin --- AT5G61600 1.01 0.02 0.06 0.955738 0.971756 -7.25
266179_at putative phloem-specific lectin AtPP2-B5 AT2G02300 1.00 0.01 0.06 0.956126 0.972108 -7.25
246872_at  extensin - like protein hydroxyprolin--- AT5G26080 -1.01 -0.01 -0.06 0.956257 0.972198 -7.25
260821_at unknown protein contains Pfam pro CRTISO AT1G06820 1.01 0.01 0.06 0.956453 0.972353 -7.25
247646_at  putative protein various predicted p--- AT5G59990 1.00 0.01 0.06 0.956711 0.972573 -7.25
260507_at unknown protein contains similarity WPP2 AT1G47200 1.01 0.01 0.06 0.957079 0.972897 -7.25
258440_at putative protein phosphatase simila --- AT3G17250 -1.00 -0.01 -0.06 0.957116 0.972897 -7.25
246048_at putative protein --- --- -1.00 -0.01 -0.06 0.95719 0.972912 -7.25
266331_at  putative RGA1, giberellin repsonseRGA1 AT2G01570 1.01 0.01 0.06 0.957216 0.972912 -7.25
251108_at putative protein several hypothetica --- AT5G01620 1.01 0.01 0.06 0.957494 0.973151 -7.25
247666_at  putative protein various predicted p--- AT5G60140 -1.00 -0.01 -0.06 0.957585 0.9732 -7.25
254403_at subtilisin-like serine protease contai--- AT4G21323 1.00 0.01 0.06 0.95768 0.973254 -7.25
267531_at putative calcium-dependent protein CPK14 AT2G41860 1.00 0.01 0.05 0.958012 0.973507 -7.25
245322_at Expressed protein ; supported by fu--- AT4G14815 -1.01 -0.01 -0.05 0.958025 0.973507 -7.25
260043_at hypothetical protein predicted by ge--- --- -1.01 -0.01 -0.05 0.958057 0.973507 -7.25
262513_at unknown protein ; supported by cDN--- AT1G34270 -1.00 -0.01 -0.05 0.958275 0.973568 -7.25
250249_at putative protein similar to unknown --- AT5G13760 -1.00 -0.01 -0.05 0.958298 0.973568 -7.25
245801_at hypothetical protein similar to hypot --- AT1G46912 -1.00 -0.01 -0.05 0.958298 0.973568 -7.25
263232_at  putative light repressible receptor p--- AT1G05700 -1.00 -0.01 -0.05 0.95833 0.973568 -7.25
256593_at hypothetical protein similar to putati --- AT3G28510 -1.01 -0.02 -0.05 0.958331 0.973568 -7.25
266380_at unknown protein MEE13 AT2G14680 1.00 0.01 0.05 0.958401 0.973583 -7.25
248783_at putative protein contains similarity to--- AT5G47360 -1.01 -0.01 -0.05 0.958431 0.973583 -7.25
251418_at  putative protein prib5, Ribes nigrum--- AT3G60440 -1.01 -0.01 -0.05 0.958486 0.973589 -7.25
248566_s_aFRO2-like protein; NADPH oxidase ATFRO7 AT5G49730 / -1.01 -0.01 -0.05 0.95858 0.973589 -7.25
263608_at putative glycine-rich RNA-binding p --- --- 1.01 0.01 0.05 0.958601 0.973589 -7.25
252831_at 2-dehydro-3-deoxyphosphoheptonaDHS1 AT4G39980 -1.01 -0.02 -0.05 0.958608 0.973589 -7.25
248840_at unknown protein  ; supported by cD--- AT5G46770 1.01 0.01 0.05 0.958716 0.973656 -7.25
258119_at putative MAP kinase similar to GB:AMPK19 AT3G14720 1.00 0.01 0.05 0.958919 0.973819 -7.25
254519_at putative protein W15DMY30S --- AT4G19940 -1.01 -0.01 -0.05 0.959006 0.973864 -7.25
245292_at Expressed protein ; supported by cD--- AT4G15093 1.01 0.01 0.05 0.959203 0.97402 -7.25
252656_at hypothetical protein --- AT3G44770 1.01 0.01 0.05 0.959419 0.974174 -7.25
265558_at putative non-LTR retroelement reve--- --- 1.00 0.00 0.05 0.95944 0.974174 -7.25
257918_at  ethylene responsive element bindin--- AT3G23230 1.03 0.05 0.05 0.959491 0.974183 -7.25
259214_at Expressed protein ; supported by fu--- AT3G09085 1.00 0.01 0.05 0.959651 0.974302 -7.25
253379_at  putative protein glycogenin glucosyPGSIP3 AT4G33330 -1.00 -0.01 -0.05 0.959846 0.974457 -7.25



247953_at cytochrome P450 CYP71B10 AT5G57260 -1.00 0.00 -0.05 0.959973 0.974518 -7.25
266227_at unknown protein  ;supported by full---- AT2G28870 -1.00 0.00 -0.05 0.959992 0.974518 -7.25
260272_at  F-box protein family, AtFBL14 cont --- AT1G80570 1.01 0.01 0.05 0.960434 0.974924 -7.25
253007_at  putative protein hypothetical protein--- AT4G38090 -1.00 -0.01 -0.05 0.96086 0.975312 -7.25
254064_at  putative protein hypothetical protein--- AT4G25410 1.00 0.00 0.05 0.961037 0.975448 -7.25
252798_at putative protein --- AT3G42310 -1.00 0.00 -0.05 0.961209 0.97558 -7.25
251068_at putative protein several protein kinaSTN8 AT5G01920 -1.01 -0.01 -0.05 0.961473 0.975805 -7.25
266811_at unknown protein --- AT2G44850 -1.00 -0.01 -0.05 0.961569 0.975859 -7.25
246150_at putative protein predicted proteins f --- AT5G19930 1.01 0.01 0.05 0.961761 0.97601 -7.25
254825_at  putative protein Pad-1, Neurospora--- AT4G12640 -1.01 -0.01 -0.05 0.961807 0.976013 -7.25
252062_at  hypothetical protein KIAA0253 prot --- AT3G52640 -1.01 -0.01 -0.05 0.961913 0.976077 -7.25
255504_at  drought-induced-19-like 1 similar to--- AT4G02200 1.01 0.02 0.05 0.96221 0.976335 -7.25
254676_at putative protein Hypothetical protein--- AT4G18460 -1.00 -0.01 -0.05 0.962255 0.976337 -7.25
261675_at hypothetical protein predicted by ge--- AT1G18290 1.00 0.01 0.05 0.962408 0.976449 -7.25
260280_at unknown protein contains AP2 DNA--- AT1G80580 -1.01 -0.01 -0.05 0.96257 0.976535 -7.25
259171_at hypothetical protein predicted by ge--- AT3G03590 1.00 0.01 0.05 0.962578 0.976535 -7.25
251411_at regulatory subunit of protein kinase CKB3 AT3G60250 1.00 0.01 0.05 0.962811 0.976727 -7.25
254292_at putative protein --- AT4G23030 -1.01 -0.02 -0.05 0.962864 0.976738 -7.25
257422_at hypothetical protein Contains simila --- AT1G11940 1.00 0.01 0.05 0.962977 0.976807 -7.25
246876_at  putative protein various predicted ly--- AT5G26140 -1.00 -0.01 -0.05 0.963032 0.976807 -7.25
257400_s_ahypothetical protein --- AT1G23810 / 1.00 0.00 0.05 0.963089 0.976807 -7.25
248525_s_aunknown protein --- AT5G50610 / -1.00 -0.01 -0.05 0.963104 0.976807 -7.25
260993_at hypothetical protein predicted by geFMO GS-O AT1G12140 1.00 0.00 0.05 0.963867 0.977464 -7.25
245571_at light induced protein like --- AT4G14695 -1.00 -0.01 -0.05 0.963888 0.977464 -7.25
256355_at hypothetical protein predicted by ge--- AT1G55040 1.00 0.01 0.05 0.96396 0.977464 -7.25
253883_at hypothetical protein --- AT4G27660 1.00 0.01 0.05 0.963966 0.977464 -7.25
257871_at hypothetical protein predicted by ge--- AT3G28350 -1.00 0.00 -0.05 0.963966 0.977464 -7.25
259280_at  putative polypyrimidine tract-bindin PTB1 AT3G01150 -1.00 0.00 -0.05 0.964008 0.977464 -7.25
255006_at  putative protein kinase M.sativa mR--- AT4G10010 1.00 0.00 0.05 0.964262 0.977678 -7.25
251198_at  putative protein PGP237-11, Petun--- AT3G62970 1.00 0.00 0.05 0.964375 0.977749 -7.25
267522_at hypothetical protein predicted by ge--- AT2G30430 1.00 0.01 0.05 0.964727 0.978062 -7.25
247799_at subtilisin-like serine protease contai--- AT5G58840 1.01 0.01 0.05 0.965008 0.978303 -7.25
267427_at putative WRKY-type DNA binding pWRKY35 AT2G34830 1.00 0.00 0.05 0.965347 0.978604 -7.25
250227_at FtsJ (dbj|BAA83750.1) --- AT5G13830 1.00 0.01 0.04 0.965482 0.978698 -7.25
248696_at putative protein similar to unknown --- AT5G48360 -1.00 -0.01 -0.04 0.965619 0.978789 -7.25



264170_at hypothetical protein --- AT1G02260 1.00 0.01 0.04 0.965659 0.978789 -7.25
257139_at  disease resistance protein, putativeAtRLP43 AT3G28890 1.01 0.01 0.04 0.965701 0.978789 -7.25
261813_at  hypothetical protein contains simila--- AT1G08280 1.01 0.01 0.04 0.965788 0.978833 -7.25
246444_at  putative protein predicted protein T --- AT5G17570 -1.01 -0.01 -0.04 0.965869 0.978855 -7.25
245889_at PEE-rich protein  ;supported by full---- AT5G09480 1.01 0.01 0.04 0.965895 0.978855 -7.25
264149_at  NAM (no apical meristem)-like prot anac005 AT1G02250 1.00 0.00 0.04 0.966081 0.978976 -7.25
265667_at putative CCAAT-binding transcriptioNF-YB11 AT2G27470 1.00 0.00 0.04 0.966101 0.978976 -7.25
245542_at CONSTANS like protein --- AT4G15250 1.00 0.01 0.04 0.966355 0.979191 -7.25
256913_at unknown protein --- AT3G23870 -1.01 -0.01 -0.04 0.966654 0.97945 -7.25
251907_at  putative protein 85p protein - Medic--- AT3G53760 1.01 0.01 0.04 0.967027 0.979763 -7.25
263189_at hypothetical protein similar to hypot --- AT1G36100 -1.00 0.00 -0.04 0.967083 0.979763 -7.25
262855_at putative inorganic phosphate transp--- AT1G20860 1.00 0.01 0.04 0.967092 0.979763 -7.25
253082_at  putative glycine-rich cell wall protei --- AT4G36230 1.01 0.01 0.04 0.967579 0.980175 -7.25
257745_at unknown protein  ;supported by full---- AT3G29240 1.01 0.01 0.04 0.967585 0.980175 -7.25
245201_at  F12A21.3 unknown protein;  simila CSK AT1G67840 1.00 0.01 0.04 0.967989 0.980541 -7.25
255323_at putative transposon protein --- --- -1.00 0.00 -0.04 0.968063 0.980573 -7.25
246557_at  putative protein hypothetical protein--- AT5G15510 1.00 0.00 0.04 0.968428 0.980899 -7.25
263153_s_a myrosinase-associated protein, put--- AT1G54000 / -1.01 -0.01 -0.04 0.968486 0.980914 -7.25
249567_at  SAMT-like protein S-adenosyl-L-me--- AT5G38020 1.00 0.00 0.04 0.968737 0.981088 -7.25
253529_at  putative protein hypothetical protein--- AT4G31520 -1.00 0.00 -0.04 0.968744 0.981088 -7.25
262255_at hypothetical protein similar to hypot --- AT1G53790 -1.00 0.00 -0.04 0.968816 0.981099 -7.25
266173_at unknown protein --- AT2G02410 -1.00 0.00 -0.04 0.968841 0.981099 -7.25
267363_at putative peroxisomal membrane car--- AT2G39970 1.00 0.00 0.04 0.968983 0.981199 -7.25
252521_at hypothetical protein --- AT3G46380 1.00 0.01 0.04 0.969072 0.981239 -7.25
248328_at putative protein contains similarity to--- AT5G52660 1.00 0.00 0.04 0.969108 0.981239 -7.25
256194_at unknown protein --- --- -1.00 -0.01 -0.04 0.969203 0.981292 -7.25
253178_at  putative protein predicted protein, A--- AT4G35170 1.00 0.01 0.04 0.969265 0.981298 -7.25
256450_at  NADPH oxidoreductase, putative s --- AT1G75290 1.00 0.00 0.04 0.969295 0.981298 -7.25
248318_at unknown protein --- AT5G52690 1.00 0.00 0.04 0.969367 0.981302 -7.25
250203_at alpha-mannosidase --- AT5G13980 1.01 0.01 0.04 0.969385 0.981302 -7.25
245157_at putative polygalacturonase --- AT2G33160 1.00 0.00 0.04 0.969686 0.981529 -7.25
254288_at  putative protein Human mRNA for AESP AT4G22970 -1.00 0.00 -0.04 0.969695 0.981529 -7.25
253488_at  putative protein reproductive meris REM1 AT4G31610 1.00 0.01 0.04 0.969767 0.981551 -7.25
266547_at similar to eyes absent protein  ;suppATEYA AT2G35320 -1.00 0.00 -0.04 0.969812 0.981551 -7.25
260703_at  syntaxin, putative similar to syntaxi ATSYP24 AT1G32270 1.00 0.00 0.04 0.969847 0.981551 -7.25



265918_at putative fatty acid elongase KCS8 AT2G15090 -1.01 -0.02 -0.04 0.969956 0.981618 -7.25
255389_at putative reverse transcriptase --- --- 1.00 0.00 0.04 0.970182 0.981803 -7.25
253931_at  putative CDP-diacylglycerol synthe --- AT4G26770 -1.00 0.00 -0.04 0.970325 0.981887 -7.25
257119_at  receptor kinase protein, putative sim--- AT3G20190 1.00 0.00 0.04 0.970351 0.981887 -7.25
259658_at hypothetical protein predicted by geNDF5 AT1G55370 -1.00 -0.01 -0.04 0.970524 0.981979 -7.25
247665_at  putative protein various predicted p--- AT5G60130 1.00 0.00 0.04 0.970528 0.981979 -7.25
255345_at putative aspartic protease  ; suppor --- AT4G04460 1.01 0.02 0.04 0.970717 0.982127 -7.25
245548_at cytochrome P450 like protein CYP702A3 AT4G15310 -1.00 0.00 -0.04 0.970828 0.982196 -7.25
254672_at hypothetical protein --- --- 1.00 0.01 0.04 0.970974 0.9823 -7.25
255973_at hypothetical protein predicted by ge--- AT3G32400 -1.00 0.00 -0.04 0.971115 0.982399 -7.25
266508_at hypothetical protein predicted by ge--- AT2G47920 1.00 0.01 0.04 0.971385 0.9826 -7.25
258342_at hypothetical protein similar to exten --- AT3G22800 1.01 0.01 0.04 0.9714 0.9826 -7.25
252049_at putative protein putative and hypoth--- AT3G52510 -1.00 0.00 -0.04 0.971653 0.982798 -7.25
267149_s_aMutator-like transposase similar to  --- --- 1.00 0.01 0.04 0.971686 0.982798 -7.25
266541_at unknown protein GRL AT2G35110 -1.00 -0.01 -0.04 0.971725 0.982798 -7.25
263250_at putative fructokinase  ; supported by--- AT2G31390 1.01 0.01 0.04 0.971866 0.982897 -7.25
257246_at  pectinesterase, putative contains P--- AT3G24130 -1.00 0.00 -0.04 0.971998 0.982987 -7.25
247001_at natural resistance-associated macroNRAMP4 AT5G67330 -1.00 0.00 -0.04 0.972063 0.982996 -7.25
259334_at unknown protein similar to hect dom--- AT3G03790 1.00 0.01 0.04 0.972219 0.982996 -7.25
261702_at unknown protein similar to hypothet --- AT1G32760 -1.00 0.00 -0.04 0.972221 0.982996 -7.25
252750_at  putative protein hypothetical protein--- AT3G43420 1.00 0.00 0.04 0.972242 0.982996 -7.25
264110_at unknown protein --- --- -1.00 0.00 -0.04 0.972335 0.982996 -7.25
253078_at  putative receptor protein kinase Cf---- AT4G36180 -1.00 -0.01 -0.04 0.972365 0.982996 -7.25
264312_at  putative protein kinase similar to pr --- AT1G70450 1.00 0.00 0.04 0.972374 0.982996 -7.25
249889_at putative protein strong similarity to u--- AT5G22540 1.01 0.01 0.04 0.972402 0.982996 -7.25
254435_at putative protein MS5 AT4G20900 -1.00 0.00 -0.04 0.972414 0.982996 -7.25
264425_at  serine/threonine protein kinase, pu --- AT1G61750 -1.00 0.00 -0.04 0.972438 0.982996 -7.25
247417_at putative protein similar to unknown --- AT5G63040 -1.00 0.00 -0.04 0.97263 0.983147 -7.25
267276_at hypothetical protein predicted by geASL5 AT2G30130 1.00 0.00 0.04 0.973079 0.983557 -7.25
257386_at hypothetical protein predicted by ge--- AT2G42440 -1.00 0.00 -0.03 0.973156 0.983589 -7.25
262416_at  flavonol synthase, putative similar t--- AT1G49390 -1.00 0.00 -0.03 0.973197 0.983589 -7.25
255204_at putative myosin-like protein --- --- 1.00 0.01 0.03 0.973263 0.983612 -7.25
249600_s_a oxidoreductase-like protein zeta-cry--- AT5G37940 / -1.00 0.00 -0.03 0.973315 0.983617 -7.25
252076_at  LS1-like protein AT-LS1 product - A--- AT3G51660 1.01 0.01 0.03 0.973354 0.983617 -7.25
248374_at MADS box transcription factor-like AGL71 AT5G51870 1.00 0.00 0.03 0.973399 0.983619 -7.25



264530_at hypothetical protein --- AT1G30780 1.00 0.00 0.03 0.973448 0.983625 -7.25
260713_at  disease resistance protein RPP1-W--- AT1G17615 -1.00 0.00 -0.03 0.973529 0.983664 -7.25
266966_at hypothetical protein predicted by ge--- AT2G39520 1.00 0.00 0.03 0.973579 0.98367 -7.25
256537_at unknown protein --- AT1G33340 -1.01 -0.01 -0.03 0.973695 0.983744 -7.25
255063_at putative transposon protein similar t--- --- 1.00 0.00 0.03 0.973786 0.983793 -7.25
262897_at hypothetical protein predicted by geCCB4 AT1G59840 1.01 0.01 0.03 0.973842 0.983805 -7.25
267272_at hypothetical protein predicted by ge--- --- -1.00 0.00 -0.03 0.974035 0.983956 -7.25
262408_at  protein phosphatase type 2C, putat--- AT1G34750 -1.01 -0.01 -0.03 0.974103 0.983981 -7.25
255361_at hypothetical protein --- --- -1.00 0.00 -0.03 0.974224 0.98406 -7.25
250405_at  ubiquitin-specific protease 22 (UBPUBP22 AT5G10790 1.00 0.01 0.03 0.974393 0.984188 -7.25
264780_at putative protein kinase similar to MAEDR1 AT1G08720 1.00 0.00 0.03 0.974514 0.984241 -7.25
262316_at pale cress protein identical to GB:C PAC AT2G48120 -1.00 -0.01 -0.03 0.974564 0.984241 -7.25
259973_at hypothetical protein contains Pfam p--- AT1G76630 1.00 0.01 0.03 0.974576 0.984241 -7.25
258142_at unknown protein --- AT3G18120 1.00 0.00 0.03 0.974778 0.984396 -7.25
260340_at putative dihydropterin pyrophospho --- AT1G69190 -1.00 0.00 -0.03 0.974816 0.984396 -7.25
256418_at hypothetical protein --- AT3G06160 1.00 0.00 0.03 0.97493 0.984468 -7.25
261562_at  actin depolymerizing factor, putativ ADF11 AT1G01750 -1.00 -0.01 -0.03 0.975052 0.984547 -7.25
246620_at cytochrome P450  ; supported by cDCYP81D1 AT5G36220 -1.00 -0.01 -0.03 0.975273 0.984727 -7.25
249444_at  putative protein S-locus-specific gly--- AT5G39370 -1.00 0.00 -0.03 0.975606 0.98502 -7.25
250902_at  putative protein predicted proteins, --- AT5G03590 1.00 0.00 0.03 0.975694 0.985065 -7.25
266797_at unknown protein AtGRF1 AT2G22840 1.01 0.01 0.03 0.97623 0.985563 -7.25
256457_at  3-methyladenine DNA glycosylase,--- AT1G75230 1.00 0.01 0.03 0.976348 0.985589 -7.25
261918_at hypothetical protein --- AT1G65940 1.00 0.00 0.03 0.976368 0.985589 -7.25
246328_at  putative protein hexamer-binding p --- AT3G43590 1.00 0.00 0.03 0.976385 0.985589 -7.25
262081_at  kinesin motor protein (kin2), putativZCF125 AT1G59540 -1.00 0.00 -0.03 0.976655 0.985817 -7.25
260854_at  CCAAT-box binding factor HAP3 h LEC1 AT1G21970 1.00 0.00 0.03 0.977074 0.986196 -7.25
253699_at  putative protein patatin-like protein PLP8 AT4G29800 -1.00 0.00 -0.03 0.977165 0.986245 -7.25
261855_at unknown protein --- AT1G50510 -1.00 0.00 -0.03 0.97722 0.986257 -7.25
256927_at unknown protein --- AT3G22550 1.00 0.00 0.03 0.977366 0.98636 -7.25
263263_at putative guanylate binding protein --- AT2G38840 1.00 0.00 0.03 0.977473 0.986425 -7.25
251836_at  lipase -like protein monoglyceride l --- AT3G55190 1.00 0.00 0.03 0.977573 0.986482 -7.25
264648_at putative luminal binding protein SimBIP3 AT1G09080 -1.00 0.00 -0.03 0.977634 0.9865 -7.25
266177_at putative phloem-specific lectin ATPP2-B3 AT2G02270 -1.00 0.00 -0.03 0.977715 0.986538 -7.25
252033_at putative protein  ;supported by full-le--- AT3G51950 -1.00 -0.01 -0.03 0.977974 0.986756 -7.25
254251_at  serine/threonine kinase - like protei--- AT4G23300 -1.00 0.00 -0.03 0.978131 0.986792 -7.25



264020_at  putative signal sequence receptor, --- AT2G21160 1.00 0.00 0.03 0.978134 0.986792 -7.25
252706_at  putative protein predicted proteins, --- --- 1.00 0.00 0.03 0.97814 0.986792 -7.25
258585_at unknown protein C-term similar to cemb2458 AT3G04340 1.00 0.00 0.03 0.978272 0.986846 -7.25
265970_at Mutator-like transposase similar to  --- --- 1.00 0.00 0.03 0.97828 0.986846 -7.25
256778_at  nucleosome assembly protein, putaNAP1;4 AT3G13782 1.00 0.00 0.03 0.978465 0.986955 -7.25
265271_at hypothetical protein predicted by ge--- AT2G28360 -1.00 0.00 -0.03 0.978475 0.986955 -7.25
261344_at hypothetical protein similar to hypot --- AT1G79710 -1.00 0.00 -0.03 0.978573 0.987011 -7.25
265964_at putative RNA-binding protein  ; supp--- AT2G37510 1.00 0.00 0.03 0.978749 0.987145 -7.25
258706_at unknown protein similar to putative --- AT3G09570 -1.00 0.00 -0.03 0.978828 0.98718 -7.25
255048_at gibberellin-regulated protein GASA3GASA3 AT4G09600 -1.00 0.00 -0.03 0.979069 0.987288 -7.25
267555_at Expressed protein ; supported by fuSUMO5 AT2G32765 -1.00 0.00 -0.03 0.979074 0.987288 -7.25
257613_at  polygalacturonase, putative similar --- AT3G26610 1.00 0.00 0.03 0.979087 0.987288 -7.25
260865_at  reverse transcriptase, putative simi --- AT1G43760 1.00 0.00 0.03 0.979108 0.987288 -7.25
260736_at hypothetical protein predicted by ge--- AT1G17630 1.00 0.00 0.03 0.979281 0.987373 -7.25
247179_at putative protein contains similarity to--- AT5G65320 1.00 0.00 0.03 0.979304 0.987373 -7.25
249939_at unknown protein  ;supported by full---- AT5G22430 -1.00 0.00 -0.03 0.979358 0.987373 -7.25
259663_at hypothetical protein predicted by gePRA7 AT1G55190 1.00 0.00 0.03 0.979407 0.987373 -7.25
261845_at  metal ion transporter, putative similNRAMP6 AT1G15960 -1.00 0.00 -0.03 0.979408 0.987373 -7.25
263257_at putative DNA polymerase Beta simi --- AT1G10520 1.00 0.00 0.03 0.979679 0.987602 -7.25
264067_x_aputative chloroplast nucleoid DNA b--- AT2G28010 1.00 0.00 0.03 0.979732 0.987612 -7.25
257899_at  P-glycoprotein, putative similar to P--- AT3G28345 1.00 0.00 0.03 0.979899 0.987736 -7.25
253193_at  putative protein SEC7 protein, Sac --- AT4G35380 1.00 0.00 0.03 0.980195 0.987992 -7.25
258839_at unknown protein  ; supported by cD--- AT3G07170 1.00 0.00 0.03 0.980313 0.988067 -7.25
248604_at protein kinase --- AT5G49470 1.00 0.00 0.03 0.980381 0.988092 -7.25
258016_at hypothetical protein similar to poly(AMPC AT3G19350 -1.00 0.00 -0.03 0.980519 0.988188 -7.25
253199_at clathrin assembly protein AP19 hom--- AT4G35410 1.00 0.01 0.02 0.980836 0.988463 -7.25
257588_x_a En/Spm-like transposon protein, pu--- --- 1.00 0.00 0.02 0.981073 0.988638 -7.25
251592_at  zinc finger - like protein finger proteNTT AT3G57670 1.00 0.00 0.02 0.981097 0.988638 -7.25
257394_at hypothetical protein predicted by ge--- --- 1.00 0.00 0.02 0.98116 0.988659 -7.25
254352_at hypothetical protein --- AT4G22320 1.00 0.00 0.02 0.981288 0.98874 -7.25
263997_at hypothetical protein predicted by ge--- AT2G22520 -1.00 0.00 -0.02 0.981328 0.98874 -7.25
247302_at unknown protein  ;supported by full-VPS20.1 AT5G63880 -1.00 0.00 -0.02 0.981371 0.98874 -7.25
267045_at putative protein kinase contains a p CIPK13 AT2G34180 -1.00 0.00 -0.02 0.981466 0.988792 -7.25
255533_at putative CHP-rich zinc finger protein--- AT4G02180 -1.00 0.00 -0.02 0.981626 0.988909 -7.25
250052_at  putative protein predicted proteins, --- AT5G17830 -1.00 0.00 -0.02 0.981827 0.989034 -7.25



260881_at unknown protein contains similarity --- AT1G21550 -1.01 -0.01 -0.02 0.981837 0.989034 -7.25
260202_at hypothetical protein predicted by ge--- --- -1.00 0.00 -0.02 0.981894 0.98904 -7.25
249209_at major surface glycoprotein-like  ; su --- AT5G42620 -1.00 0.00 -0.02 0.981929 0.98904 -7.25
262036_at  ATP-dependent RNA helicase, puta--- AT1G35530 -1.00 0.00 -0.02 0.982162 0.98919 -7.25
251709_at  response regulator-like protein respARR17 AT3G56380 -1.00 0.00 -0.02 0.982165 0.98919 -7.25
260986_at  glyoxalase II, putative similar to GI:GLY3 AT1G53580 -1.00 0.00 -0.02 0.98222 0.989202 -7.25
257170_at  beta-1,3-glucanase, putative simila --- AT3G23770 1.00 0.00 0.02 0.98238 0.989318 -7.25
251053_at  Ca2+/H+ exchanger-like protein CaCAX4 AT5G01490 -1.00 0.00 -0.02 0.982421 0.989318 -7.25
263817_at hypothetical protein predicted by ge--- --- -1.00 0.00 -0.02 0.982507 0.98936 -7.25
256409_at hypothetical protein --- AT1G66620 1.00 0.00 0.02 0.982743 0.989554 -7.25
266435_s_ahypothetical protein predicted by ge--- AT2G07130 / -1.00 0.00 -0.02 0.982895 0.989619 -7.25
262267_at hypothetical protein predicted by ge--- --- 1.00 0.00 0.02 0.982929 0.989619 -7.25
252782_at  putative protein predicted proteins, --- --- 1.00 0.00 0.02 0.982938 0.989619 -7.25
248475_at unknown protein --- AT5G50880 -1.00 0.00 -0.02 0.983017 0.989655 -7.25
262053_at  putative DnaJ protein contains PfamATERDJ2AAT1G79940 -1.00 0.00 -0.02 0.983248 0.989844 -7.25
266866_at putative ABC transporter PDR3 AT2G29940 1.00 0.00 0.02 0.983314 0.989867 -7.25
256632_at hypothetical protein --- AT3G28330 -1.00 0.00 -0.02 0.983364 0.989874 -7.25
259221_s_a putative phospholipase similar to u NPC5 AT3G03530 / 1.01 0.01 0.02 0.983609 0.990077 -7.25
248866_s_aputative protein contains similarity to--- AT5G46810 / -1.00 0.00 -0.02 0.983685 0.99011 -7.25
265327_at unknown protein --- AT2G18210 1.01 0.01 0.02 0.983774 0.990155 -7.25
244967_at PSI J protein --- --- 1.00 0.00 0.02 0.983821 0.990159 -7.25
248062_at unknown protein  ;supported by full---- AT5G55450 1.01 0.02 0.02 0.983973 0.990268 -7.25
245165_at unknown protein predicted by gensc--- AT2G33180 -1.00 -0.01 -0.02 0.984182 0.990402 -7.25
254071_at hypothetical protein --- AT4G25510 1.00 0.00 0.02 0.984193 0.990402 -7.25
249341_at salt-inducible protein-like --- AT5G41170 1.00 0.00 0.02 0.984299 0.990465 -7.25
258762_at hypothetical protein --- AT3G10750 -1.00 0.00 -0.02 0.984704 0.990829 -7.25
267316_at homeodomain transcription factor (APHB AT2G34710 1.00 0.00 0.02 0.984769 0.990851 -7.25
252962_at  splicing factor - like protein splicing --- AT4G38780 1.00 0.00 0.02 0.984964 0.991003 -7.25
251953_at  putative protein predicted protein, ACPuORF51AT3G53668 / -1.00 0.00 -0.02 0.98507 0.991066 -7.25
249629_at  kinesin -like protein Krm protein, L.j--- AT5G37590 1.00 0.00 0.02 0.985159 0.99107 -7.25
253194_s_ahypothetical protein --- --- -1.00 0.00 -0.02 0.985161 0.99107 -7.25
252432_at hypothetical protein --- AT3G47675 / -1.00 0.00 -0.02 0.985286 0.991152 -7.25
263119_at  hypothetical protein predicted by ge--- AT1G03110 -1.00 0.00 -0.02 0.985549 0.991373 -7.25
265081_at  hypothetical protein contains Zinc f MGP AT1G03840 1.00 0.00 0.02 0.985776 0.991558 -7.25
259288_at putative small nuclear ribonucleopro--- AT3G11500 1.00 0.00 0.02 0.985901 0.991617 -7.25



245381_at MYB transcription factor like proteinMYB39 AT4G17785 -1.00 0.00 -0.02 0.985976 0.991617 -7.25
259925_at thaumatin-like protein similar to thauPR5 AT1G75040 -1.02 -0.02 -0.02 0.986023 0.991617 -7.25
261486_at  nucleic acid binding protein (alfin-1 AL7 AT1G14510 1.00 0.00 0.02 0.986057 0.991617 -7.25
251607_at hypothetical protein --- AT3G57850 -1.00 0.00 -0.02 0.986083 0.991617 -7.25
265534_at En/Spm-like transposon protein rela--- --- -1.00 0.00 -0.02 0.986096 0.991617 -7.25
251384_at putative protein --- AT3G60760 -1.00 0.00 -0.02 0.986143 0.991621 -7.25
255245_at hypothetical protein --- AT4G05630 -1.00 0.00 -0.02 0.986232 0.991667 -7.25
245110_at hypothetical protein predicted by ge--- AT2G41550 -1.00 0.00 -0.02 0.986397 0.991788 -7.25
263409_at predicted protein --- AT2G04063 -1.00 0.00 -0.02 0.986445 0.991793 -7.25
256527_at  thionin, putative similar to thionin [A--- AT1G66100 1.00 0.00 0.02 0.986662 0.991968 -7.25
249781_at unknown protein --- AT5G24250 -1.00 0.00 -0.02 0.986925 0.992154 -7.25
250472_at putative protein --- AT5G10210 -1.00 0.00 -0.02 0.986934 0.992154 -7.25
247714_at  wuschel protein - like wuschel proteWOX2 AT5G59340 1.00 0.00 0.02 0.987011 0.992187 -7.25
262635_at 4-hydroxyphenylpyruvate dioxygenaPDS1 AT1G06570 1.00 0.00 0.02 0.987514 0.992622 -7.25
247929_at apospory-associated protein C --- AT5G57330 1.00 0.00 0.02 0.987533 0.992622 -7.25
255308_at  putative component of vesicle-medNSF AT4G04910 1.00 0.00 0.02 0.987604 0.992622 -7.25
248904_at Expressed protein ; supported by fu--- AT5G46295 1.00 0.00 0.02 0.987618 0.992622 -7.25
255554_at Expressed protein ; supported by fu--- AT4G01897 1.00 0.00 0.02 0.987816 0.99274 -7.25
264434_at hypothetical protein predicted by ge--- AT1G10340 1.00 0.01 0.02 0.987822 0.99274 -7.25
249412_at  putative protein predicted proteins, --- AT5G40410 -1.00 0.00 -0.02 0.987931 0.992798 -7.25
265731_at  putative RNA helicase A 3' end of t --- AT2G01130 -1.00 0.00 -0.02 0.987977 0.992798 -7.25
265552_at putative plasma membrane proton AAHA6 AT2G07560 1.00 0.00 0.02 0.98801 0.992798 -7.25
254697_at  putative protein predicted protein, A--- AT4G17970 -1.00 0.00 -0.02 0.9881 0.992802 -7.25
261284_at hypothetical protein predicted by ge--- --- 1.00 0.00 0.02 0.988103 0.992802 -7.25
262184_at hypothetical protein contains similar--- AT1G77910 1.00 0.00 0.02 0.988144 0.992802 -7.25
263285_at unknown protein DOT1 AT2G36120 1.00 0.00 0.02 0.988289 0.992904 -7.25
264577_at putative peroxidase Strong similarityRCI3 AT1G05260 1.00 0.00 0.01 0.988687 0.993251 -7.25
262995_s_ahypothetical protein predicted by ge--- --- 1.00 0.00 0.01 0.988731 0.993251 -7.25
247619_at putative protein --- AT5G60290 -1.00 0.00 -0.01 0.988766 0.993251 -7.25
259223_at hypothetical protein WOX11 AT3G03660 1.00 0.00 0.01 0.988851 0.993293 -7.25
247851_at  outer membrane lipoprotein - like oTIL AT5G58070 -1.00 0.00 -0.01 0.989027 0.993426 -7.25
249646_at  SEN1-like protein SEN1 - Saccharo--- AT5G37030 1.00 0.00 0.01 0.989284 0.99364 -7.25
261848_at  pectin methylesterase, putative sim--- AT1G11590 -1.00 0.00 -0.01 0.989393 0.993706 -7.25
262617_at unknown protein POR C AT1G03630 / -1.00 0.00 -0.01 0.989522 0.993792 -7.25
AFFX-DapX B. subtilis /GEN=dapB, jojF /DB_XR--- --- -1.00 0.00 -0.01 0.989627 0.993838 -7.25



264414_s_aputative protein several hypothetica --- --- 1.00 0.00 0.01 0.989655 0.993838 -7.25
257469_at hypothetical protein predicted by ge--- AT1G49290 1.00 0.00 0.01 0.989701 0.99384 -7.25
253227_at  protein kinase - like leucine rich rep--- AT4G35030 1.00 0.00 0.01 0.989781 0.993877 -7.25
247332_at unknown protein  ; supported by cD--- AT5G63440 -1.00 0.00 -0.01 0.989833 0.993885 -7.25
249078_at phytochelatin synthase (gb|AAD417CAD1 AT5G44070 -1.00 0.00 -0.01 0.990156 0.994136 -7.25
248240_at CUC2 (dbj|BAA19529.1) CUC2 AT5G53950 -1.00 0.00 -0.01 0.990169 0.994136 -7.25
261878_at  cytochrome P450, putative similar tCYP705A2 AT1G50560 -1.00 0.00 -0.01 0.99034 0.994263 -7.25
247171_at unknown protein --- AT5G65540 -1.00 0.00 -0.01 0.990645 0.994525 -7.25
245526_at putative protein NRPD4 AT4G15950 1.00 0.00 0.01 0.990708 0.994545 -7.25
266608_at hypothetical protein predicted by ge--- AT2G35500 -1.00 0.00 -0.01 0.990822 0.994552 -7.25
248770_at unknown protein --- AT5G47740 1.00 0.00 0.01 0.990863 0.994552 -7.25
257764_at  disease resistance protein, putativeAtRLP36 AT3G23010 1.00 0.00 0.01 0.990868 0.994552 -7.25
246841_at  nectarin - like protein nectarin I pre --- AT5G26700 -1.00 0.00 -0.01 0.990945 0.994552 -7.25
245655_at hypothetical protein predicted by ge--- AT1G56530 -1.00 0.00 -0.01 0.991007 0.994552 -7.25
257981_at ethylene-insensitive 3 (EIN3) identicEIN3 AT3G20770 -1.00 0.00 -0.01 0.991017 0.994552 -7.25
263836_at unknown protein  ;supported by full---- AT2G40330 -1.00 0.00 -0.01 0.991069 0.994552 -7.25
252007_at  hypothetical protein MobA, Pseudo--- AT3G52830 -1.00 0.00 -0.01 0.991122 0.994552 -7.25
261388_at Expressed protein ; supported by cD--- AT1G05385 -1.00 0.00 -0.01 0.991144 0.994552 -7.25
247203_at unknown protein  ; supported by cD--- AT5G65180 1.00 0.00 0.01 0.991151 0.994552 -7.25
247441_at  receptor - like protein kinase - like p--- AT5G62710 -1.00 0.00 -0.01 0.991302 0.99466 -7.25
249857_at C2H2-type zinc finger protein-like --- AT5G22990 1.00 0.00 0.01 0.991444 0.994759 -7.25
252620_at hypothetical protein --- --- -1.00 0.00 -0.01 0.991766 0.995038 -7.25
249455_s_a putative protein predicted proteins, --- AT1G50870 / -1.00 0.00 -0.01 0.991896 0.995124 -7.25
254511_at hypothetical protein --- AT4G20220 -1.00 0.00 -0.01 0.992218 0.995372 -7.25
258107_at unknown protein  ; supported by cDALF5 AT3G23560 1.00 0.00 0.01 0.992245 0.995372 -7.25
261957_at  methionine/cystathionine gamma lyATMGL AT1G64660 -1.00 0.00 -0.01 0.992274 0.995372 -7.25
249495_at  germin - like protein GLP6 exon 2 i GLP6 AT5G39100 -1.00 0.00 -0.01 0.992472 0.995527 -7.25
252120_at  putative protein lin-10 protein - Rat --- AT3G51130 -1.00 0.00 -0.01 0.992601 0.995581 -7.25
264328_at putative IAA1 protein Match to IAA1IAA10 AT1G04100 1.00 0.00 0.01 0.992613 0.995581 -7.25
245258_at lupeol synthase like protein ; suppo ATPEN1 AT4G15340 -1.00 0.00 -0.01 0.992676 0.9956 -7.25
254018_at  putative mitochondrial carrier prote --- AT4G26180 -1.00 0.00 -0.01 0.992797 0.995641 -7.25
251991_at  transcription factor NF-Y, CCAAT-bNF-YB10 AT3G53340 -1.00 0.00 -0.01 0.992804 0.995641 -7.25
262319_s_aunknown protein similar to unknown--- AT1G27540 / -1.00 0.00 -0.01 0.992864 0.995658 -7.25
248632_at unknown protein SLD5 AT5G49010 -1.00 0.00 -0.01 0.993107 0.995858 -7.25
263815_at hypothetical protein predicted by ge--- AT2G10020 -1.00 0.00 -0.01 0.993283 0.99599 -7.25



248467_at MtN3-like protein ;supported by full---- AT5G50800 1.00 0.00 0.01 0.993363 0.996023 -7.25
259726_at Expressed protein ; supported by fuSCRL6 AT1G60985 -1.00 0.00 -0.01 0.993419 0.996023 -7.25
248124_at putative protein contains similarity toATG18F AT5G54730 1.00 0.00 0.01 0.993447 0.996023 -7.25
249351_at MAP kinase kinase 3 (ATMKK3) 10 ATMKK3 AT5G40440 1.00 0.00 0.01 0.993632 0.996165 -7.25
246417_at  quinone oxidoreductase - like prote--- AT5G16990 -1.00 0.00 -0.01 0.993942 0.996432 -7.25
250069_at disease resistance protein-like --- AT5G17970 1.00 0.00 0.01 0.994053 0.9965 -7.25
253689_at hypothetical protein ;supported by fu--- AT4G29770 1.00 0.00 0.01 0.994178 0.99658 -7.25
257992_at hypothetical protein similar to hypot --- AT3G19880 -1.00 0.00 -0.01 0.994303 0.996662 -7.25
250971_at  putative protein ABI3-interacting pr PRR7 AT5G02810 1.00 0.00 0.01 0.994353 0.996669 -7.25
258024_at hypothetical protein predicted by ge--- AT3G19360 -1.00 0.00 -0.01 0.994411 0.996682 -7.25
265009_at  putative protein kinase similar to G --- AT1G24650 -1.00 0.00 -0.01 0.994516 0.996682 -7.25
264040_at putative uridylyl transferase  ; suppoACR5 AT2G03730 1.00 0.00 0.01 0.994538 0.996682 -7.25
256940_at unknown protein QQS AT3G30720 1.00 0.00 0.01 0.994541 0.996682 -7.25
265929_s_aputative flavonol 3-O-glucosyltransf --- AT2G18560 / 1.00 0.00 0.01 0.994621 0.996719 -7.25
265683_at putative auxin-regulated protein --- AT2G24400 -1.00 0.00 -0.01 0.994692 0.996746 -7.25
263210_at Expressed protein ; supported by cD--- AT1G10585 1.00 0.01 0.01 0.994957 0.996967 -7.25
263166_at putative protein destination factor S --- AT1G03050 -1.00 0.00 -0.01 0.995229 0.997196 -7.25
255213_at putative athila transposon protein --- --- 1.00 0.00 0.01 0.995538 0.997462 -7.25
255778_at 3-phosphoserine phosphatase iden PSP AT1G18640 -1.00 0.00 -0.01 0.995678 0.997559 -7.25
257471_at  G-box binding factor, putative simil ATBZIP4 AT1G59530 1.00 0.00 0.01 0.995797 0.997592 -7.25
250378_at  putative oligopeptide transporter pr --- AT5G11570 -1.00 0.00 -0.01 0.995799 0.997592 -7.25
245805_at hypothetical protein predicted by ge--- AT1G46336 -1.00 0.00 -0.01 0.995936 0.997653 -7.25
252384_at  ABC-type transport protein-like pro ATH7 AT3G47790 1.00 0.00 0.01 0.995947 0.997653 -7.25
258655_at putative isocitrate dehydrogenase ( --- AT3G09810 1.00 0.00 0.01 0.996012 0.997674 -7.25
260399_at putative lipoxygenase similar to lipo --- AT1G72520 -1.00 0.00 -0.01 0.996084 0.997703 -7.25
254936_at predicted protein of unknown functio--- AT4G10790 1.00 0.00 0.00 0.996188 0.997763 -7.25
257768_at  RING zinc finger protein, putative c--- AT3G23060 -1.00 0.00 0.00 0.996292 0.997823 -7.25
261641_at hypothetical protein similar to hypot --- AT1G27670 1.00 0.00 0.00 0.996543 0.997887 -7.25
255025_at  putative host response protein pir7 MES12 AT4G09900 1.00 0.00 0.00 0.996544 0.997887 -7.25
245030_at putative polygalacturonase --- AT2G26620 1.00 0.00 0.00 0.996551 0.997887 -7.25
250872_at  putative protein SF16 protein, commIQD12 AT5G03960 -1.00 0.00 0.00 0.99658 0.997887 -7.25
249657_at  sen1-like protein SEN1 - Saccharo --- AT5G37140 1.00 0.00 0.00 0.996612 0.997887 -7.25
249263_at putative protein contains similarity to--- AT5G41730 -1.00 0.00 0.00 0.996619 0.997887 -7.25
255971_at transposon related protein similar to--- --- -1.00 0.00 0.00 0.996866 0.998091 -7.25
256604_at hypothetical protein predicted by ge--- --- -1.00 0.00 0.00 0.996991 0.998155 -7.25



256101_at hypothetical protein predicted by ge--- AT1G13760 -1.00 0.00 0.00 0.997036 0.998155 -7.25
254003_at hypothetical protein --- AT4G26290 -1.00 0.00 0.00 0.997061 0.998155 -7.25
245222_at contains similarity to En/Spm transp--- --- 1.00 0.00 0.00 0.997125 0.998175 -7.25
258580_at germin-like protein contains Pfam p --- AT3G04170 -1.00 0.00 0.00 0.997381 0.998388 -7.25
265693_at putative poly(A) binding protein --- AT2G24350 -1.00 0.00 0.00 0.997448 0.9984 -7.25
265362_at putative retroelement pol polyprotei --- --- 1.00 0.00 0.00 0.997516 0.9984 -7.25
260810_s_a retroelement protein, putative simila--- --- 1.00 0.00 0.00 0.997525 0.9984 -7.25
263447_s_aputative PHD-type zinc finger proteiATX2 AT1G05830 / 1.00 0.00 0.00 0.997779 0.998596 -7.25
247006_at unknown protein  ;supported by full---- AT5G67490 1.00 0.00 0.00 0.997808 0.998596 -7.25
261140_at unknown protein --- AT1G19680 1.00 0.00 0.00 0.998071 0.998815 -7.25
247234_at putative protein similar to unknown --- AT5G64980 1.00 0.00 0.00 0.998178 0.998879 -7.25
249132_at putative protein contains similarity to--- AT5G43120 -1.00 0.00 0.00 0.998318 0.998975 -7.25
258378_at hypothetical protein contains similar--- AT3G17490 -1.00 0.00 0.00 0.998567 0.999179 -7.25
258343_at unknown protein similar to hypothet --- AT3G22810 1.00 0.00 0.00 0.998609 0.999179 -7.25
257126_at  E2, ubiquitin-conjugating enzyme, UBC19 AT3G20060 1.00 0.00 0.00 0.998663 0.999188 -7.25
257231_at DegP protease contains similarity toDEGP12 AT3G16550 -1.00 0.00 0.00 0.998722 0.999204 -7.25
254730_at  putative protein GTPase activating --- AT4G13730 -1.00 0.00 0.00 0.998814 0.999252 -7.25
256845_x_ahypothetical protein similar to putati --- --- -1.00 0.00 0.00 0.999012 0.999406 -7.25
255156_at putative athila transposon protein --- --- -1.00 0.00 0.00 0.999168 0.999519 -7.25
248830_at putative protein contains similarity to--- AT5G47150 -1.00 0.00 0.00 0.999275 0.999552 -7.25
251643_at  guanylate kinase-like protein guanyAGK2 AT3G57550 -1.00 0.00 0.00 0.999289 0.999552 -7.25
260672_at Expressed protein ; supported by fu--- AT1G19480 1.00 0.00 0.00 0.999393 0.999612 -7.25
245645_at  F5A9.19 unknown protein; similar t ATMAP70-2AT1G24764 1.00 0.00 0.00 0.999627 0.999763 -7.25
248486_at respiratory burst oxidase protein RHD2 AT5G51060 -1.00 0.00 0.00 0.999631 0.999763 -7.25
264695_at  lipid transfer protein, putative simila--- AT1G70250 -1.00 0.00 0.00 0.999855 0.999943 -7.25
261379_at unknown protein similar to YGL010w--- AT1G18720 1.00 0.00 0.00 0.999908 0.999952 -7.25
266443_at putative myb-related transcription fa--- AT2G43270 1.00 0.00 0.00 1 1 -7.25



mut.72 vs mut.0
ID Description Gene SymboAGI FC logFC t P.Value adj.P.Val B
257203_at  xyloglucan endotransglycosylase, puta--- AT3G23730 -30.90 -4.95 -47.00 1.00E-09 2.29E-05 11.80
254889_at osmotin precursor  ;supported by full-leATOSM34 AT4G11650 183.85 7.52 38.95 3.54E-09 2.62E-05 11.11
253505_at  Cytochrome P450-like protein flavono CYP82C2 AT4G31970 83.09 6.38 40.57 2.69E-09 2.62E-05 11.27
259150_at unknown protein similar to unknown pr --- AT3G10320 15.92 3.99 37.46 4.59E-09 2.62E-05 10.95
245393_at  beta-1,3-glucanase class I precursor ; --- AT4G16260 163.30 7.35 29.31 2.37E-08 7.07E-05 9.82
258975_at putative WRKY-like transcriptional reguWRKY45 AT3G01970 15.50 3.95 29.12 2.48E-08 7.07E-05 9.79
258957_at feebly-like protein contains similarity toDOX1 AT3G01420 32.57 5.03 30.18 1.95E-08 7.07E-05 9.97
248701_at ligand-gated ion channel protein-like; gGLR1.3 AT5G48410 11.81 3.56 29.94 2.06E-08 7.07E-05 9.93
257774_at  short-chain alcohol dehydrogenase, p --- AT3G29250 17.59 4.14 28.60 2.80E-08 7.09E-05 9.69
254833_s_  copper amine oxidase like protein (fra --- AT4G12280 / 6.44 2.69 27.26 3.86E-08 8.80E-05 9.44
263228_at  putative reticuline oxidase-like protein --- AT1G30700 67.52 6.08 26.86 4.26E-08 8.83E-05 9.36
260391_at putative strictosidine synthase extremeSS2 AT1G74020 12.61 3.66 26.22 5.00E-08 9.49E-05 9.24
264923_s_  peroxiredoxin, putative similar to type --- AT1G60740 / 84.75 6.41 25.24 6.44E-08 0.00011 9.03
245317_at hypothetical protein ; supported by full---- AT4G15610 8.01 3.00 25.07 6.74E-08 0.00011 8.99
260602_at  serine acetyltransferase identical to G ATSERAT2; AT1G55920 9.36 3.23 24.73 7.38E-08 0.000112 8.91
261242_at subtilisin-like serine protease contains SBT3.3 AT1G32960 29.85 4.90 24.23 8.47E-08 0.000121 8.80
257061_at hypothetical protein predicted by gensc--- AT3G18250 30.64 4.94 23.68 9.84E-08 0.000132 8.67
267592_at unknown protein similar to GP 224501 --- AT2G39710 4.56 2.19 22.86 1.25E-07 0.000137 8.47
260101_at putative trypsin inhibitor similar to tryps--- AT1G73260 15.21 3.93 23.21 1.13E-07 0.000137 8.56
250180_at  early nodule-specific protein - like earl --- AT5G14450 -6.13 -2.62 -22.81 1.27E-07 0.000137 8.45
266117_at hypothetical protein  ; supported by cD--- AT2G02170 -5.20 -2.38 -22.91 1.23E-07 0.000137 8.48
266712_at unknown protein --- AT2G46750 9.24 3.21 22.56 1.36E-07 0.000141 8.39
253268_s_  glucosyltransferase -like protein immeUGT73B2 AT4G34131 / 26.08 4.70 21.92 1.65E-07 0.000155 8.22
260431_at putative zinc finger protein similar to zi --- AT1G68190 -4.04 -2.02 -21.95 1.63E-07 0.000155 8.23
260581_at MYB transcription factor (Atmyb2) MYB2 AT2G47190 12.73 3.67 21.81 1.70E-07 0.000155 8.19
266184_s_ phosphate transporter (AtPT2) identicaATPT2 AT2G38940 / 39.28 5.30 21.45 1.90E-07 0.000167 8.09
247183_at putative protein strong similarity to unk--- AT5G65440 -4.35 -2.12 -20.57 2.51E-07 0.000172 7.84
265233_s_ hypothetical protein --- AT2G07718 5.31 2.41 20.07 2.95E-07 0.000172 7.69
259958_at  leucine-rich repeat transmembrane pr SRF6 AT1G53730 -5.52 -2.46 -20.20 2.83E-07 0.000172 7.73
262930_at hypothetical protein similar to hin1 GB:--- AT1G65690 27.01 4.76 20.51 2.56E-07 0.000172 7.83
263680_at unknown protein --- AT1G26930 3.83 1.94 21.10 2.12E-07 0.000172 7.99
247440_at peptide transporter --- AT5G62680 4.44 2.15 20.13 2.90E-07 0.000172 7.71
262970_at unknown protein --- AT1G75690 -5.33 -2.42 -20.89 2.27E-07 0.000172 7.93



245008_at hypothetical protein --- --- -4.45 -2.15 -21.12 2.11E-07 0.000172 8.00
253273_at  putative protein hypothetical protein sl --- AT4G34180 4.20 2.07 20.01 3.02E-07 0.000172 7.67
245362_at homeobox-leucine zipper protein HAT1HAT1 AT4G17460 -9.84 -3.30 -20.14 2.89E-07 0.000172 7.71
263184_at  UDP-glucose:indole-3-acetate beta-D-UGT75B1 AT1G05560 10.63 3.41 20.08 2.95E-07 0.000172 7.69
261335_at  nodulin protein, putative similar to GB --- AT1G44800 3.63 1.86 20.51 2.56E-07 0.000172 7.83
256436_at hypothetical protein predicted by genef--- AT3G11150 5.33 2.41 20.38 2.67E-07 0.000172 7.79
248700_at ligand-gated ion channel protein-like; gATGLR1.2 AT5G48400 7.09 2.83 20.90 2.26E-07 0.000172 7.94
267201_at putative protein kinase contains a prote--- AT2G31010 -18.10 -4.18 -19.59 3.47E-07 0.000178 7.54
258250_at putative delta 9 desaturase similar to dFAD5 AT3G15850 -3.82 -1.93 -19.55 3.52E-07 0.000178 7.53
264313_at  carbonic anhydrase, putative similar toBCA4 AT1G70410 -3.62 -1.86 -19.76 3.28E-07 0.000178 7.60
266551_at unknown protein  ; supported by cDNA--- AT2G35260 -3.29 -1.72 -19.61 3.45E-07 0.000178 7.55
252118_at  putative protein various predicted prot --- AT3G51400 -3.35 -1.74 -19.55 3.52E-07 0.000178 7.53
262653_at  dioxygenase-like protein very similar t --- AT1G14130 3.63 1.86 19.47 3.61E-07 0.000179 7.51
245276_at DNA-binding homeotic protein Athb-2 ;ATHB-2 AT4G16780 -6.33 -2.66 -19.34 3.78E-07 0.000179 7.47
254453_at amino acid transport protein AAT1 AAT1 AT4G21120 11.34 3.50 19.38 3.73E-07 0.000179 7.48
244926_s_ maturase --- AT2G07711 / 6.42 2.68 19.24 3.91E-07 0.000182 7.43
266296_at putative glutathione S-transferase  ;supATGSTU7 AT2G29420 6.50 2.70 19.15 4.04E-07 0.000184 7.40
260592_at  cellulose synthase catalytic subunit, p CSLE1 AT1G55850 7.04 2.81 18.85 4.49E-07 0.000195 7.30
267318_at fatty acid hydroxylase (FAH1) identicalFAH1 AT2G34770 -5.35 -2.42 -18.73 4.68E-07 0.000195 7.26
249377_at  putative protein predicted proteins, Ara--- AT5G40690 16.57 4.05 18.87 4.44E-07 0.000195 7.31
262947_at unknown protein ;supported by full-lengGASA1 AT1G75750 -3.21 -1.68 -18.72 4.70E-07 0.000195 7.26
266570_at putative chloroplast ribosomal protein L--- AT2G24090 -3.99 -2.00 -18.73 4.68E-07 0.000195 7.26
251323_at delta-8 sphingolipid desaturase  ;suppo--- AT3G61580 -5.15 -2.36 -18.57 4.94E-07 0.000201 7.21
263475_at Expressed protein ; supported by full-le--- AT2G31945 5.45 2.45 18.38 5.29E-07 0.000201 7.15
252048_at expressed protein supported by cDNA --- AT3G52500 -7.93 -2.99 -18.39 5.28E-07 0.000201 7.15
253382_at  putative protein AT.I.24, Arabidopsis t --- AT4G33040 6.69 2.74 18.47 5.14E-07 0.000201 7.18
253973_at Expressed protein ; supported by cDNA--- AT4G26555 -3.02 -1.60 -18.34 5.37E-07 0.000201 7.13
260408_at putative thioredoxin similar to thioredoxATH8 AT1G69880 5.79 2.53 18.38 5.29E-07 0.000201 7.15
267200_at hypothetical protein predicted by genef--- AT2G31010 -5.43 -2.44 -18.26 5.53E-07 0.000202 7.11
265920_s_ unknown protein --- AT2G15120 / 39.15 5.29 18.24 5.58E-07 0.000202 7.10
261785_at hypothetical protein contains similarity --- AT1G08230 3.70 1.89 18.16 5.74E-07 0.000205 7.07
256598_at  cytochrome P450 homolog, putative s BR6OX2 AT3G30180 -8.04 -3.01 -17.80 6.55E-07 0.000205 6.94
261020_at hypothetical protein similar to reticuline--- AT1G26390 52.75 5.72 17.84 6.45E-07 0.000205 6.96
245262_at predicted protein ; supported by cDNA --- AT4G16563 -11.73 -3.55 -17.75 6.66E-07 0.000205 6.93
254759_at  short-chain alcohol dehydrogenase lik --- AT4G13180 9.04 3.18 17.92 6.26E-07 0.000205 6.99



263866_at putative farnesylated protein  ;supporte--- AT2G36950 10.42 3.38 18.10 5.85E-07 0.000205 7.05
250327_at  putative serine rich protein predicted p--- AT5G12050 -62.81 -5.97 -17.76 6.65E-07 0.000205 6.93
250646_at peroxidase (emb|CAA68212.1)  ;suppo--- AT5G06720 7.52 2.91 18.00 6.07E-07 0.000205 7.02
246214_at heat shock transcription factor HSF4 ; HSF4 AT4G36988 / 7.10 2.83 17.79 6.56E-07 0.000205 6.94
267134_at putative protein kinase contains a prote--- AT2G23450 2.95 1.56 17.99 6.11E-07 0.000205 7.01
249527_at  proline oxidase, mitochondrial precurs--- AT5G38710 8.37 3.07 17.73 6.72E-07 0.000205 6.92
264160_at hypothetical protein predicted by gene --- AT1G65450 -5.33 -2.41 -17.70 6.79E-07 0.000205 6.91
252097_at putative protein hypothetical protein F1--- AT3G51090 3.54 1.82 17.68 6.83E-07 0.000205 6.90
264209_at  RAS-related protein, RAB7 identical GRABG3B AT1G22740 -5.48 -2.45 -17.62 6.99E-07 0.000207 6.88
250287_at  putative protein AP2 domain containinRap2.6L AT5G13330 8.62 3.11 17.59 7.07E-07 0.000207 6.87
245025_at ATPase I subunit --- --- -2.83 -1.50 -17.52 7.27E-07 0.000207 6.84
244997_at RNA polymerase beta' subunit-2 --- --- -4.34 -2.12 -17.53 7.25E-07 0.000207 6.85
265066_at  unknown protein location of ESTs est FLA9 AT1G03870 -10.70 -3.42 -17.48 7.38E-07 0.000208 6.83
252414_at  putative protein sn-glycerol-3-phospha--- AT3G47420 8.36 3.06 17.33 7.82E-07 0.000212 6.77
261346_at putative aspartyl protease contains Pfa--- AT1G79720 -4.35 -2.12 -17.33 7.80E-07 0.000212 6.78
262229_at unknown protein ; supported by cDNA:--- AT1G68620 47.02 5.56 17.35 7.76E-07 0.000212 6.78
265175_at hypothetical protein similar to putative ATCSLA03 AT1G23480 -10.20 -3.35 -17.29 7.92E-07 0.000213 6.76
260327_at  putative RING zinc finger protein Pfam--- AT1G63840 10.18 3.35 17.21 8.17E-07 0.000213 6.73
256376_s_ unknown protein PXMT1 AT1G66690 / 71.18 6.15 16.91 9.19E-07 0.000213 6.62
249093_at putative protein similar to unknown pro--- AT5G43880 -3.18 -1.67 -16.98 8.92E-07 0.000213 6.65
247717_at  nonspecific lipid-transfer protein precuLTP3 AT5G59320 -21.36 -4.42 -16.96 9.02E-07 0.000213 6.63
263948_at similar to harpin-induced protein hin1 f YLS9 AT2G35980 50.72 5.66 17.12 8.48E-07 0.000213 6.69
245018_at hypothetical protein --- --- -3.23 -1.69 -17.06 8.65E-07 0.000213 6.68
250125_at biotin carboxyl carrier protein of acetyl-CAC1 AT5G16390 -3.98 -1.99 -17.01 8.83E-07 0.000213 6.66
257650_at  protein phosphatase, putative similar t--- AT3G16800 -6.48 -2.70 -17.24 8.08E-07 0.000213 6.74
251096_at  receptor like protein kinase receptor li LECRKA4.2 AT5G01550 10.84 3.44 17.08 8.59E-07 0.000213 6.68
255572_at hypothetical protein  ; supported by cD--- AT4G01050 -2.86 -1.52 -16.99 8.92E-07 0.000213 6.65
261931_at  alcohol dehydrogenase ADH, putative--- AT1G22430 -3.25 -1.70 -16.89 9.26E-07 0.000213 6.61
247718_at  nonspecific lipid-transfer protein precuLTP4 AT5G59310 -6.29 -2.65 -16.90 9.20E-07 0.000213 6.61
256771_at unknown protein --- AT3G13700 / -3.31 -1.73 -17.00 8.88E-07 0.000213 6.65
258259_s_ unknown protein  ; supported by cDNA--- AT3G26820 / 4.09 2.03 16.95 9.03E-07 0.000213 6.63
248721_at putative protein strong similarity to unkGAUT4 AT5G47780 -2.76 -1.46 -16.84 9.44E-07 0.000215 6.59
261229_at RAC-like GTP-binding protein ARAC4 ROP2 AT1G20090 -3.03 -1.60 -16.79 9.63E-07 0.000215 6.57
246371_at unknown protein contains similarity to --- AT1G51940 -4.37 -2.13 -16.80 9.57E-07 0.000215 6.58
257202_at  receptor-like kinase, putative similar to--- AT3G23750 -5.11 -2.35 -16.63 1.02E-06 0.000224 6.51



266962_at hypothetical protein predicted by gensc--- AT2G39435 / 3.84 1.94 16.65 1.02E-06 0.000224 6.52
246200_at putative protein ;supported by full-leng --- AT4G37240 -12.87 -3.69 -16.59 1.04E-06 0.000225 6.49
247723_at  protein phosphatase 2C - like ABA ind--- AT5G59220 12.86 3.68 16.59 1.04E-06 0.000225 6.49
249101_at unknown protein --- AT5G43580 40.35 5.33 16.45 1.10E-06 0.000226 6.44
261023_at unknown protein similar to unknown pr --- AT1G12200 4.80 2.26 16.47 1.09E-06 0.000226 6.45
246596_at CARBONIC ANHYDRASE 2  ; supportCA2 AT5G14740 -3.60 -1.85 -16.52 1.07E-06 0.000226 6.47
251706_at  nodulin-like protein MtN21 - Medicago--- AT3G56620 4.70 2.23 16.51 1.08E-06 0.000226 6.46
266967_at unknown protein --- AT2G39530 3.00 1.59 16.48 1.09E-06 0.000226 6.45
258386_at hypothetical protein predicted by gensc--- AT3G15520 -6.78 -2.76 -16.42 1.11E-06 0.000227 6.43
261292_at hypothetical protein predicted by gene --- AT1G36940 -4.64 -2.21 -16.38 1.13E-06 0.000229 6.41
255885_at sterol-C-methyltransferase identical to SMT2 AT1G20330 -3.62 -1.86 -16.31 1.17E-06 0.000232 6.38
261926_at unknown protein PATL2 AT1G22530 -4.43 -2.15 -16.25 1.19E-06 0.000232 6.36
258676_at hypothetical protein predicted by gensc--- AT3G08600 -4.58 -2.19 -16.26 1.19E-06 0.000232 6.37
246682_at  putative protein EXOSTOSIN-1 (PUTAXGD1 AT5G33290 4.55 2.18 16.26 1.19E-06 0.000232 6.36
257636_at  cytochrome P450, putative contains PCYP71B22 AT3G26200 22.19 4.47 16.24 1.20E-06 0.000232 6.35
251200_at  putative protein PrMC3, Pinus radiata GID1B AT3G63010 5.40 2.43 16.06 1.29E-06 0.000247 6.28
261728_at  pectinesterase, putative similar to pec sks5 AT1G76160 -8.69 -3.12 -15.78 1.45E-06 0.000249 6.17
245780_at unknown protein ;supported by full-leng--- AT1G45688 -4.22 -2.08 -15.59 1.57E-06 0.000249 6.09
259072_at unknown protein similar to unknown prFLA18 AT3G11700 -5.75 -2.52 -15.67 1.51E-06 0.000249 6.12
257985_at hypothetical protein predicted by gensc--- AT3G20810 4.86 2.28 15.95 1.35E-06 0.000249 6.24
248060_at putative protein contains similarity to N--- AT5G55560 3.59 1.84 15.83 1.42E-06 0.000249 6.19
252167_at  putative protein steroid dehydrogenas --- AT3G50560 -4.23 -2.08 -15.89 1.38E-06 0.000249 6.22
257746_at chorismate mutase identical to chorismCM1 AT3G29200 3.14 1.65 15.96 1.35E-06 0.000249 6.24
257196_at  AMP-binding protein, putative similar t--- AT3G23790 5.13 2.36 15.89 1.38E-06 0.000249 6.22
252890_at brassinosteroid insensitive 1 gene (BRBRI1 AT4G39400 -3.22 -1.69 -15.72 1.48E-06 0.000249 6.14
250665_at unknown protein  ;supported by full-len--- AT5G06980 -5.00 -2.32 -15.76 1.46E-06 0.000249 6.16
246820_at  putative protein predicted proteins, Ara--- AT5G26910 -2.75 -1.46 -15.68 1.51E-06 0.000249 6.13
263131_at  ribosomal protein L13, putative similaremb1473 AT1G78630 -3.46 -1.79 -15.70 1.50E-06 0.000249 6.13
249120_at unknown protein  ;supported by full-len--- AT5G43750 -3.51 -1.81 -15.56 1.58E-06 0.000249 6.08
267078_at unknown protein  ;supported by full-len--- AT2G40960 -3.46 -1.79 -15.62 1.55E-06 0.000249 6.10
267005_at unknown protein ; supported by cDNA:--- AT2G34460 -3.44 -1.78 -15.56 1.59E-06 0.000249 6.08
245011_at photosystem II G protein --- --- -3.59 -1.85 -15.94 1.35E-06 0.000249 6.24
263851_at putative retroelement pol polyprotein --- --- 28.24 4.82 15.77 1.46E-06 0.000249 6.16
263676_at  putative RNA-binding protein IdenticalCRB AT1G09340 -5.48 -2.46 -15.61 1.55E-06 0.000249 6.10
264280_at  beta-glucosidase, putative similar to b BGLU46 AT1G61820 14.96 3.90 15.67 1.52E-06 0.000249 6.12



261768_at  gibberellin 3 beta-hydroxylase, putativGA3OX1 AT1G15550 -4.46 -2.16 -15.75 1.46E-06 0.000249 6.16
255462_at  hypothetical protein similar to A. thalia--- AT4G02940 9.67 3.27 15.78 1.45E-06 0.000249 6.17
259884_at hypothetical protein predicted by gensc--- AT1G76390 3.09 1.63 15.66 1.52E-06 0.000249 6.12
261954_at  plastid ribosomal protein S6, putative --- AT1G64510 -3.61 -1.85 -15.85 1.41E-06 0.000249 6.20
250613_at  putative protein SF16 protein, pollen sIQD24 AT5G07240 -4.56 -2.19 -15.57 1.58E-06 0.000249 6.08
255623_at putative L5 ribosomal protein  ;support --- AT4G01310 -3.28 -1.71 -15.89 1.38E-06 0.000249 6.21
245010_at NADH dehydrogenase subunit --- --- -4.32 -2.11 -15.84 1.41E-06 0.000249 6.19
266247_at hypothetical protein predicted by gensc--- AT2G27660 4.86 2.28 15.62 1.55E-06 0.000249 6.10
261492_at  acid phosphatase, putative similar to aSBH2 AT1G14290 -5.13 -2.36 -15.51 1.62E-06 0.00025 6.05
250213_at H-protein promoter binding factor-1 (gbTBP1 AT5G13820 5.86 2.55 15.51 1.62E-06 0.00025 6.06
253740_at Expressed protein ; supported by cDNA--- AT4G28706 -4.32 -2.11 -15.48 1.64E-06 0.000251 6.04
263662_at ankyrin-like protein EST gb|ATTS0956 --- AT1G04430 -8.17 -3.03 -15.44 1.67E-06 0.000254 6.03
254638_at hypothetical protein --- AT4G18740 -6.73 -2.75 -15.43 1.68E-06 0.000254 6.02
258087_at putative peroxiredoxin similar to peroxiATPRX Q AT3G26060 -6.54 -2.71 -15.39 1.71E-06 0.000256 6.01
260667_at  very-long-chain fatty acid condensing KCS4 AT1G19440 -3.04 -1.60 -15.27 1.79E-06 0.000265 5.96
250102_at receptor-like protein kinase LRR1 AT5G16590 -4.17 -2.06 -15.17 1.88E-06 0.000265 5.91
247186_at putative protein contains similarity to a --- AT5G65470 -8.47 -3.08 -15.25 1.81E-06 0.000265 5.95
267260_at putative proline-rich protein  ; supporteAGP17 AT2G23130 -23.95 -4.58 -15.18 1.87E-06 0.000265 5.92
255433_at putative xyloglucan endotransglycosylaXTH9 AT4G03210 -16.47 -4.04 -15.17 1.88E-06 0.000265 5.91
260877_at unknown protein ; supported by full-len--- AT1G21500 -5.88 -2.56 -15.23 1.83E-06 0.000265 5.94
255543_at predicted protein of unknown function s--- AT4G01870 28.29 4.82 15.10 1.93E-06 0.000265 5.88
262314_at unknown protein contains similarity to z--- AT1G70810 4.20 2.07 15.13 1.91E-06 0.000265 5.89
264195_at putative gibberellin-regulated protein c --- AT1G22690 -8.55 -3.10 -15.14 1.90E-06 0.000265 5.90
259838_at unknown protein ;supported by full-leng--- AT1G52220 -2.85 -1.51 -15.12 1.92E-06 0.000265 5.89
250733_at 2-cys peroxiredoxin-like protein  ;suppo2-Cys Prx B AT5G06290 -4.31 -2.11 -15.16 1.88E-06 0.000265 5.91
263142_at unknown protein --- AT1G65230 -3.74 -1.90 -15.19 1.86E-06 0.000265 5.92
266279_at putative tropinone reductase --- AT2G29290 -4.90 -2.29 -15.16 1.89E-06 0.000265 5.90
248798_at putative protein contains similarity to p --- AT5G47190 -3.61 -1.85 -15.27 1.79E-06 0.000265 5.96
251701_at  putative protein hypothetical protein F --- AT3G56650 -3.65 -1.87 -15.08 1.95E-06 0.000265 5.87
263226_at  unknown protein Contains the PF|006 --- AT1G30690 -2.66 -1.41 -15.08 1.95E-06 0.000265 5.87
257912_at formin-like protein AHF1 identical to fo AFH1 AT3G25500 -15.17 -3.92 -15.04 1.99E-06 0.000268 5.85
247312_at putative protein strong similarity to unk--- AT5G63970 4.34 2.12 15.01 2.01E-06 0.000269 5.84
264449_at hypothetical protein predicted by genscNPGR1 AT1G27460 -8.61 -3.11 -15.00 2.02E-06 0.00027 5.83
255818_at hypothetical protein predicted by genef--- AT2G33570 -30.93 -4.95 -14.96 2.05E-06 0.000272 5.82
263953_at hypothetical protein predicted by genefOFP15 AT2G36050 -9.62 -3.27 -14.95 2.06E-06 0.000272 5.82



251516_s_  putative protein hypothetical protein S --- AT3G59310 / -3.68 -1.88 -14.91 2.10E-06 0.000273 5.80
260784_at MYB-related protein identical to  GB:CAATMYB13 AT1G06180 11.72 3.55 14.92 2.09E-06 0.000273 5.80
259014_at putative glucan endo-1-3-beta-glucosid--- AT3G07320 -6.53 -2.71 -14.88 2.12E-06 0.000274 5.79
258815_at putative short-chain type dehydrogena --- AT3G04000 8.77 3.13 14.90 2.11E-06 0.000274 5.79
253165_at  putative protein predicted protein, Ara --- AT4G35320 -13.70 -3.78 -14.76 2.24E-06 0.000276 5.73
266938_at hypothetical protein predicted by genefHPT1 AT2G18950 4.29 2.10 14.77 2.23E-06 0.000276 5.73
245987_at  NAM-like protein hypothetical protein SANAC083 AT5G13180 3.67 1.87 14.80 2.21E-06 0.000276 5.75
267220_at putative sugar nucleotide phosphorylasISPD AT2G02500 -4.18 -2.06 -14.81 2.20E-06 0.000276 5.75
256981_at  brassinosteroid receptor kinase, putat BRL3 AT3G13380 7.10 2.83 14.85 2.16E-06 0.000276 5.77
245019_at hypothetical protein --- --- -2.58 -1.37 -14.83 2.17E-06 0.000276 5.76
252548_at  kinesin-related protein - like kinesin-re--- AT3G45850 -3.72 -1.90 -14.77 2.24E-06 0.000276 5.73
261119_at  chloroplast 50S ribosomal protein L31emb2184 AT1G75350 -2.37 -1.25 -14.80 2.21E-06 0.000276 5.75
251305_at peptidylprolyl isomerase ROC4  ;suppoROC4 AT3G62030 -6.26 -2.65 -14.74 2.26E-06 0.000277 5.72
259848_at  leucine-rich receptor-like protein kinas--- AT1G72180 -4.38 -2.13 -14.69 2.31E-06 0.000277 5.70
261006_at unknown protein similar to reticuline ox--- AT1G26410 18.25 4.19 14.72 2.29E-06 0.000277 5.71
255850_at putative chloroplast 50S ribosomal pro --- AT2G33450 -3.92 -1.97 -14.71 2.30E-06 0.000277 5.71
250975_at putative protein --- AT5G03050 -4.22 -2.08 -14.71 2.30E-06 0.000277 5.71
252265_at  putative protein SRG1 protein - ArabidDIN11 AT3G49620 123.45 6.95 14.65 2.36E-06 0.000282 5.68
255360_at putative protein  ;supported by full-leng--- AT4G03960 3.19 1.67 14.58 2.43E-06 0.000282 5.65
267364_at unknown protein  ;supported by full-lenELF4 AT2G40080 4.15 2.05 14.61 2.40E-06 0.000282 5.66
261005_at hypothetical protein similar to reticuline--- AT1G26420 27.68 4.79 14.62 2.39E-06 0.000282 5.67
252940_at  receptor protein kinase - like protein re--- AT4G39270 7.10 2.83 14.60 2.41E-06 0.000282 5.66
261190_at  ribosomal protein L11, putative similarPRPL11 AT1G32990 -3.44 -1.78 -14.57 2.45E-06 0.000282 5.64
255948_at hypothetical protein predicted by gensc--- AT1G22060 -2.62 -1.39 -14.57 2.44E-06 0.000282 5.65
264458_at unknown protein similar to ESTs gb|N9--- AT1G10410 3.15 1.65 14.59 2.42E-06 0.000282 5.65
253551_at Expressed protein ; supported by cDNA--- AT4G30996 -3.65 -1.87 -14.54 2.47E-06 0.000282 5.63
251519_at  putative protein hypothetical protein 23GUN4 AT3G59400 -4.64 -2.21 -14.55 2.47E-06 0.000282 5.63
245671_at purine permease identical to purine pe PUP1 AT1G28230 2.94 1.56 14.50 2.52E-06 0.000286 5.61
246510_at cyclic nucleotide-gated cation channel DND1 AT5G15410 -3.66 -1.87 -14.42 2.61E-06 0.00029 5.58
256855_at 30S ribosomal protein S20 contains Pf --- AT3G15190 -4.12 -2.04 -14.42 2.62E-06 0.00029 5.58
246001_at  putative protein predicted protein, Ara --- AT5G20790 11.56 3.53 14.45 2.58E-06 0.00029 5.59
257824_at unknown protein  ; supported by cDNA--- AT3G25290 9.45 3.24 14.42 2.62E-06 0.00029 5.57
253101_at cytochrome P450 monooxygenase (CYCYP91A2 AT4G37430 9.32 3.22 14.43 2.60E-06 0.00029 5.58
247338_at pyruvate kinase --- AT5G63680 3.10 1.63 14.39 2.65E-06 0.00029 5.56
254398_at  photosystem II oxygen-evolving comp PSBQA AT4G21280 -3.45 -1.79 -14.40 2.64E-06 0.00029 5.57



251864_at  pectate lyase - like protein pectate lya PMR6 AT3G54920 -4.24 -2.08 -14.34 2.72E-06 0.000295 5.54
263957_at unknown protein  ; supported by cDNA--- AT2G35880 -2.79 -1.48 -14.34 2.71E-06 0.000295 5.54
255078_at  putative protein ascorbate peroxidase APX4 AT4G09010 -5.09 -2.35 -14.33 2.73E-06 0.000295 5.53
264614_s_ putative aldehyde oxidase similar to G --- AT1G02590 / 3.21 1.68 14.29 2.77E-06 0.000298 5.52
252291_s_ peroxidase  ;supported by full-length c PRXCB AT3G49110 / 8.77 3.13 14.27 2.80E-06 0.000299 5.51
249985_at  Ser/Thr specific protein kinase - like p --- AT5G18500 -4.03 -2.01 -14.24 2.84E-06 0.000303 5.49
263180_at unknown protein  ;supported by full-lenURH2 AT1G05620 3.32 1.73 14.21 2.87E-06 0.000305 5.48
254189_at  putative protein cellulose synthase catCSLG2 AT4G24000 26.08 4.70 14.17 2.93E-06 0.000309 5.46
263083_at purple acid phosphatase precursor ide PAP12 AT2G27190 3.05 1.61 14.16 2.95E-06 0.00031 5.45
255046_at  H+-transporting ATP synthase-like proATPD AT4G09650 -3.62 -1.86 -14.15 2.96E-06 0.00031 5.45
263499_at unknown protein  ; supported by cDNATTL3 AT2G42580 -6.56 -2.71 -14.11 3.01E-06 0.000314 5.43
263981_at unknown protein  ;supported by full-lenPAR1 AT2G42870 -41.72 -5.38 -14.08 3.05E-06 0.000316 5.42
245528_at  pyruvate,orthophosphate dikinase  PPDK AT4G15530 4.02 2.01 14.05 3.09E-06 0.000317 5.40
257194_at  serine acetyltransferase (Sat-1) identicATSERAT2;2AT3G13110 3.27 1.71 14.03 3.12E-06 0.000317 5.40
258921_at unknown protein N-terminus similar to anac053 AT3G10500 4.32 2.11 14.03 3.13E-06 0.000317 5.39
251336_at  putative protein hypothetical protein F BAP1 AT3G61190 11.59 3.53 14.05 3.10E-06 0.000317 5.40
249727_at putative protein similar to unknown proMRU1 AT5G35490 -2.70 -1.43 -14.06 3.09E-06 0.000317 5.41
266884_at phytocyanin identical to GB:U90428; s UCC2 AT2G44790 23.21 4.54 14.00 3.18E-06 0.000318 5.38
256979_at Expressed protein ; supported by full-lePSBTN AT3G09550 / -3.41 -1.77 -13.99 3.18E-06 0.000318 5.38
258993_at  putative chlorophyll a/b-binding proteinLHCB4.2 AT3G08940 -3.67 -1.87 -14.00 3.17E-06 0.000318 5.38
248920_at  magnesium chelatase subunit of protoCHLI2 AT5G45930 -3.27 -1.71 -13.98 3.20E-06 0.000319 5.37
248419_at putative protein similar to unknown proEXL3 AT5G51550 -7.63 -2.93 -13.94 3.27E-06 0.000323 5.35
261769_at plastocyanin identical to plastocyanin GPETE1 AT1G76100 -3.87 -1.95 -13.94 3.26E-06 0.000323 5.35
258751_at low temperature and salt responsive p RCI2B AT3G05890 -44.51 -5.48 -13.90 3.33E-06 0.000324 5.33
265884_at unknown protein --- AT2G42320 -4.06 -2.02 -13.90 3.33E-06 0.000324 5.33
258167_at  UDP-glucose:indole-3-acetate beta-D-UGT84A2 AT3G21560 8.35 3.06 13.91 3.31E-06 0.000324 5.33
249008_at putative protein contains similarity to D--- AT5G44680 -7.01 -2.81 -13.86 3.38E-06 0.000326 5.31
244901_at hypothetical protein --- ATMG00640 3.48 1.80 13.86 3.38E-06 0.000326 5.31
255647_at Ca2+-transporting ATPase - like protei ECA2 AT4G00900 3.96 1.98 13.87 3.38E-06 0.000326 5.32
256617_at unknown protein  ; supported by full-le --- AT3G22240 16.02 4.00 13.84 3.41E-06 0.000326 5.30
266716_at unknown protein  ;supported by full-lenPSI-P AT2G46820 -3.17 -1.66 -13.84 3.42E-06 0.000326 5.30
265724_at hypothetical protein predicted by genscOFP16 AT2G32100 -5.46 -2.45 -13.83 3.43E-06 0.000326 5.30
248918_at senescence-specific cysteine proteaseSAG12 AT5G45890 4.34 2.12 13.82 3.46E-06 0.000327 5.29
267266_at putative metal ion transporter (NRAMPNRAMP3 AT2G23150 2.91 1.54 13.80 3.48E-06 0.000328 5.28
249123_at beta-ketoacyl-CoA synthase  ; support KCS20 AT5G43760 -2.34 -1.22 -13.76 3.55E-06 0.000329 5.26



246932_at  ethylene-responsive element - like pro--- AT5G25190 -13.61 -3.77 -13.74 3.59E-06 0.000329 5.25
249850_at putative protein similar to unknown pro--- AT5G23240 2.50 1.32 13.71 3.63E-06 0.000329 5.24
267212_at similar to late embryogenesis abundan--- AT2G44060 -2.66 -1.41 -13.73 3.60E-06 0.000329 5.25
253994_at protein phosphatase ABI1  ; supportedABI1 AT4G26080 3.08 1.62 13.75 3.57E-06 0.000329 5.26
251790_at  elicitor responsive/phloem -like protein--- AT3G55470 3.53 1.82 13.77 3.53E-06 0.000329 5.27
262482_at  SRG1-like protein Strong homology toSRG1 AT1G17020 46.43 5.54 13.72 3.61E-06 0.000329 5.25
267435_at 30S ribosomal protein S5  ; supported --- AT2G33800 -2.63 -1.40 -13.73 3.61E-06 0.000329 5.25
259399_at hypothetical protein similar to putative --- AT1G17710 4.23 2.08 13.72 3.62E-06 0.000329 5.24
254612_at  putative protein hypothetical protein sl --- AT4G19100 -2.47 -1.31 -13.76 3.55E-06 0.000329 5.26
260898_at  plastid ribosomal protein L34 precurso--- AT1G29070 -4.32 -2.11 -13.69 3.66E-06 0.00033 5.23
257074_at unknown protein --- AT3G19660 9.44 3.24 13.67 3.70E-06 0.000333 5.22
245738_at  nucellin, putative similar to nucellin GI --- AT1G44130 6.30 2.65 13.66 3.73E-06 0.000333 5.21
261252_at RAS-related protein ARA-1 identical toRABA5E AT1G05810 -4.01 -2.00 -13.65 3.75E-06 0.000334 5.21
266993_at nodulin-like protein  ; supported by cDN--- AT2G39210 7.31 2.87 13.60 3.83E-06 0.00034 5.19
256243_at  basic chitinase identical to basic chitinATHCHIB AT3G12500 43.63 5.45 13.59 3.85E-06 0.00034 5.18
258483_at putative mannose-6-phosphate isomerMEE31 AT3G02570 -5.28 -2.40 -13.56 3.91E-06 0.000344 5.16
248046_at receptor protein kinase-like protein --- AT5G56040 -4.38 -2.13 -13.51 4.00E-06 0.000344 5.14
244982_at ribosomal protein L14 --- --- -3.54 -1.82 -13.52 3.98E-06 0.000344 5.15
251413_at bZIP protein  ; supported by cDNA: gi_--- AT3G60320 -3.76 -1.91 -13.50 4.01E-06 0.000344 5.14
249847_at serine carboxypeptidase II-like protein SCPL34 AT5G23210 -5.38 -2.43 -13.51 4.00E-06 0.000344 5.14
262168_at unknown protein ;supported by full-leng--- AT1G74730 -3.03 -1.60 -13.51 4.01E-06 0.000344 5.14
253812_at  putative wound induced protein wound--- AT4G28240 -3.56 -1.83 -13.52 3.98E-06 0.000344 5.15
256607_at unknown protein ; supported by cDNA:--- AT3G32930 -2.57 -1.36 -13.52 3.99E-06 0.000344 5.14
245193_at F12A21.6 hypothetical protein SUFE2 AT1G67810 51.75 5.69 13.48 4.06E-06 0.000344 5.13
259237_at putative 2-cys peroxiredoxin BAS1 pre --- AT3G11630 -4.56 -2.19 -13.49 4.04E-06 0.000344 5.13
255521_at  putative sucrose synthetase similar to SUS3 AT4G02280 5.74 2.52 13.48 4.06E-06 0.000344 5.13
251762_at sedoheptulose-bisphosphatase precur SBPASE AT3G55800 -3.06 -1.61 -13.47 4.08E-06 0.000345 5.12
261708_at unknown protein similar to hypothetica --- AT1G32740 2.75 1.46 13.46 4.10E-06 0.000345 5.12
251478_at  putative protein SF16 protein, pollen sIQD13 AT3G59690 2.50 1.32 13.44 4.13E-06 0.000347 5.11
254181_at  FtsH protease, putative contains simila--- AT4G23940 -2.49 -1.31 -13.43 4.16E-06 0.000348 5.10
265228_s_ hypothetical protein --- AT2G07698 3.70 1.89 13.41 4.19E-06 0.000348 5.09
246789_at  long-chain-fatty-acid--CoA ligase-like LACS7 AT5G27600 2.65 1.41 13.42 4.19E-06 0.000348 5.09
246463_at  quinone oxidoreductase -like protein pAT-AER AT5G16970 5.13 2.36 13.37 4.29E-06 0.000354 5.07
260254_at putative glycerophosphodiester phosph--- AT1G74210 2.80 1.49 13.33 4.36E-06 0.000359 5.05
264857_at putative glycosyl transferase similar to LGT9 AT1G24170 -4.98 -2.32 -13.30 4.42E-06 0.000363 5.04



247074_at putative protein contains similarity to p --- AT5G66590 -4.50 -2.17 -13.28 4.47E-06 0.000366 5.03
265414_at nodulin-like protein --- AT2G16660 -16.72 -4.06 -13.27 4.50E-06 0.000366 5.02
258468_at unknown protein predicted by genscan--- AT3G06070 -13.77 -3.78 -13.24 4.56E-06 0.00037 5.01
257858_at hypothetical protein predicted by genef--- AT3G12920 -6.90 -2.79 -13.18 4.70E-06 0.000378 4.98
245809_at  squalene monooxygenase, putative si XF1 AT1G58440 -3.52 -1.82 -13.18 4.71E-06 0.000378 4.97
250300_at  putative protein various predicted prot --- AT5G11890 -4.89 -2.29 -13.18 4.71E-06 0.000378 4.97
256964_at unknown protein  ;supported by full-lenAGP12 AT3G13520 -3.15 -1.65 -13.15 4.76E-06 0.000379 4.96
263989_at putative MAP kinase  ; supported by cDATMPK20 AT2G42880 -4.84 -2.28 -13.16 4.75E-06 0.000379 4.96
266557_at unknown protein  ; supported by cDNA--- AT2G46080 2.21 1.14 13.16 4.74E-06 0.000379 4.97
256310_at unknown protein ; supported by cDNA:ERD4 AT1G30360 -4.88 -2.29 -13.14 4.79E-06 0.000379 4.96
258586_s_ putative trypsin inhibitor similar to tryps--- AT3G04320 / 14.11 3.82 13.14 4.80E-06 0.000379 4.95
245026_at ATPase III subunit --- --- -2.54 -1.34 -13.10 4.89E-06 0.000381 4.94
253197_at  putative protein Cyanophora paradoxa--- AT4G35250 -4.66 -2.22 -13.10 4.89E-06 0.000381 4.94
262610_at putative mitochondrial uncoupling prote--- AT1G14140 -2.26 -1.18 -13.12 4.85E-06 0.000381 4.94
261551_at  ATP dependent copper transporter, puHMA5 AT1G63440 2.75 1.46 13.10 4.89E-06 0.000381 4.93
249410_at  receptor-like protein kinase receptor-li --- AT5G40380 -7.86 -2.98 -13.08 4.95E-06 0.000383 4.92
252441_at putative protein  ; supported by cDNA: PTAC16 AT3G46780 -5.06 -2.34 -13.06 4.98E-06 0.000383 4.92
252032_at  putative protein RNA-binding protein 3--- AT3G52150 -2.44 -1.29 -13.06 4.98E-06 0.000383 4.92
248298_at putative protein similar to unknown pro--- AT5G53110 5.64 2.50 13.06 4.98E-06 0.000383 4.92
250936_at putative protein  ;supported by full-leng--- AT5G03120 -8.18 -3.03 -13.05 5.01E-06 0.000383 4.91
259766_at unknown protein ;supported by full-leng--- AT1G64360 6.62 2.73 13.00 5.13E-06 0.000386 4.89
259161_at  carbonic anhydrase, chloroplast precuCA1 AT3G01500 -17.34 -4.12 -13.00 5.14E-06 0.000386 4.88
255617_at putative protein kinase --- AT4G01330 -3.71 -1.89 -13.00 5.15E-06 0.000386 4.88
248607_at NaCl-inducible Ca2+-binding protein-likATCP1 AT5G49480 14.86 3.89 13.01 5.12E-06 0.000386 4.89
248624_at unknown protein  ; supported by cDNA--- AT5G48790 -2.64 -1.40 -13.00 5.14E-06 0.000386 4.88
251360_at  putative protein embryonic abundant p--- AT3G61210 -2.68 -1.42 -13.02 5.09E-06 0.000386 4.89
246368_at  light repressible receptor protein kinas--- AT1G51890 27.28 4.77 12.95 5.28E-06 0.000393 4.86
255440_at predicted protein of unknown function  --- AT4G02530 -3.39 -1.76 -12.95 5.28E-06 0.000393 4.86
255016_at  sucrose-phosphate synthase - like proATSPS4F AT4G10120 5.04 2.33 12.93 5.33E-06 0.000395 4.85
266132_at hypothetical protein predicted by genscSPX3 AT2G45130 10.06 3.33 12.93 5.32E-06 0.000395 4.85
260686_at unknown protein ; supported by cDNA:--- AT1G17620 -9.60 -3.26 -12.91 5.38E-06 0.000397 4.84
253099_s_  peroxidase - like protein peroxidase, A--- AT4G37520 / 3.36 1.75 12.89 5.44E-06 0.0004 4.83
264746_at unknown protein similar to putative DNWRKY6 AT1G62300 19.16 4.26 12.88 5.47E-06 0.000401 4.82
246792_at  putative protein predicted proteins, Ara--- AT5G27290 -9.33 -3.22 -12.86 5.51E-06 0.000402 4.81
266521_at unknown protein  ; supported by cDNA--- AT2G24020 -2.46 -1.30 -12.86 5.51E-06 0.000402 4.81



247794_at phosphoinositide specific phospholipasPLC1 AT5G58670 -3.60 -1.85 -12.81 5.66E-06 0.000402 4.78
250413_at  adenine phosphoribosyltransferase - l APT5 AT5G11160 -4.62 -2.21 -12.82 5.63E-06 0.000402 4.79
251036_at putative protein  ; supported by cDNA: --- AT5G02160 -3.14 -1.65 -12.81 5.66E-06 0.000402 4.78
259553_x_ hypothetical protein ATEXT3 AT1G21310 13.30 3.73 12.84 5.57E-06 0.000402 4.80
247261_at ZW10-like protein  ; supported by cDNA--- AT5G64460 -2.67 -1.41 -12.81 5.66E-06 0.000402 4.78
245198_at Expressed protein ; supported by full-le--- AT1G67700 -2.69 -1.43 -12.84 5.58E-06 0.000402 4.80
248563_at anthocyanidin-3-glucoside rhamnosyltr--- AT5G49690 5.36 2.42 12.82 5.62E-06 0.000402 4.79
267496_at putative lipase  ; supported by full-leng--- AT2G30550 4.05 2.02 12.82 5.63E-06 0.000402 4.79
258791_at  hevein-like protein precursor (PR-4) idPR4 AT3G04720 16.38 4.03 12.78 5.73E-06 0.000406 4.77
251993_at  peroxiredoxin - like protein peroxiredo --- AT3G52960 -3.34 -1.74 -12.77 5.78E-06 0.000408 4.76
254815_at  putative pollen-specific protein pollen- SKU5 AT4G12420 -6.49 -2.70 -12.75 5.84E-06 0.000409 4.75
257940_at putative UDP-glucose glucosyltransfer --- AT3G21790 3.51 1.81 12.75 5.84E-06 0.000409 4.75
267088_at 30S ribosomal protein S31  ;supportedPSRP4 AT2G38140 -3.68 -1.88 -12.75 5.84E-06 0.000409 4.75
246952_at putative protein similar to unknown proOFP13 AT5G04820 -3.53 -1.82 -12.71 5.95E-06 0.000413 4.73
257632_at  cytochrome P450, putative similar to cCYP71B21 AT3G26190 6.89 2.78 12.72 5.93E-06 0.000413 4.74
249309_at homeotic protein BEL1 homolog  ; sup BEL1 AT5G41410 3.33 1.74 12.65 6.13E-06 0.000425 4.70
266295_at tubulin beta-7 chain identical to GB:M8TUB7 AT2G29550 -7.90 -2.98 -12.64 6.18E-06 0.000426 4.69
256076_at unknown protein ; supported by cDNA:--- AT1G18060 -5.32 -2.41 -12.64 6.16E-06 0.000426 4.70
259132_at putative auxin-independent growth pro --- AT3G02250 -4.50 -2.17 -12.62 6.23E-06 0.000428 4.68
244979_at ribosomal protein S11 --- --- -2.22 -1.15 -12.59 6.33E-06 0.000434 4.67
254101_at  alpha-amylase - like protein alpha-am AMY1 AT4G25000 20.70 4.37 12.57 6.38E-06 0.000436 4.66
245136_at putative auxin-regulated protein --- AT2G45210 12.52 3.65 12.56 6.42E-06 0.000437 4.65
247819_at MAP kinase ; supported by cDNA: gi_1WNK4 AT5G58350 4.49 2.17 12.56 6.44E-06 0.000437 4.65
253841_at  putative beta-glucosidase beta-glucosBGLU10 AT4G27830 4.35 2.12 12.55 6.46E-06 0.000437 4.65
260109_at hypothetical protein predicted by genscTET10 AT1G63260 -3.50 -1.81 -12.54 6.51E-06 0.000439 4.64
247597_at  GTP-binding protein - like GTP-bindin AtRABA1f AT5G60860 -10.20 -3.35 -12.51 6.59E-06 0.000441 4.63
249065_at putative protein similar to unknown pro--- AT5G44260 -6.79 -2.76 -12.50 6.62E-06 0.000441 4.62
252886_at cellulose synthase catalytic subunit (AtCESA2 AT4G39350 -3.09 -1.63 -12.50 6.62E-06 0.000441 4.62
266832_at putative protein kinase contains a proteMAPKKK14 AT2G30040 4.91 2.30 12.51 6.59E-06 0.000441 4.63
251083_at hypothetical protein  ; supported by cD--- AT5G01590 -2.79 -1.48 -12.48 6.70E-06 0.000446 4.61
260412_at putative alpha-amylase similar to alphaAMY3 AT1G69830 -2.24 -1.16 -12.47 6.73E-06 0.000446 4.60
246272_at hydroxynitrile lyase like protein MES9 AT4G37150 16.59 4.05 12.47 6.75E-06 0.000446 4.60
260551_at putative trypsin inhibitor  ; supported byATTI1 AT2G43510 10.86 3.44 12.46 6.77E-06 0.000447 4.60
258333_at myosin heavy chain-like protein similarMFP1 AT3G16000 -2.75 -1.46 -12.43 6.86E-06 0.00045 4.58
259418_at unknown protein ; supported by cDNA:GPAT2 AT1G02390 3.68 1.88 12.44 6.86E-06 0.00045 4.58



258179_at  integral membrane protein, putative co--- AT3G21690 4.44 2.15 12.42 6.92E-06 0.00045 4.57
245712_at pullulanase-like protein (starch debran ATLDA AT5G04360 -2.52 -1.33 -12.42 6.93E-06 0.00045 4.57
258253_at putative short chain alcohol dehydroge--- AT3G26760 -2.47 -1.30 -12.42 6.92E-06 0.00045 4.58
244950_at cytochrome c oxidase subunit 2 --- --- 4.91 2.30 12.40 6.99E-06 0.000453 4.56
245947_at spermine synthase (ACL5)  ;supportedACL5 AT5G19530 -5.50 -2.46 -12.39 7.01E-06 0.000453 4.56
253136_at  putative protein leucine-rich protein - H--- AT4G35470 -2.86 -1.52 -12.39 7.03E-06 0.000453 4.56
265771_at unknown protein  ;supported by full-len--- AT2G48030 -3.36 -1.75 -12.37 7.11E-06 0.000453 4.55
245195_at  F12A21.13 putative photosystem II CoPSBY AT1G67740 -2.61 -1.38 -12.37 7.08E-06 0.000453 4.55
264523_at unknown protein Location of EST gb|T ERG28 AT1G10030 -2.41 -1.27 -12.37 7.10E-06 0.000453 4.55
245027_at heme oxygenase 2 (HO2) HO2 AT2G26550 -2.62 -1.39 -12.38 7.08E-06 0.000453 4.55
246831_at  hexose transporter - like protein hexosMSS1 AT5G26340 5.56 2.47 12.34 7.21E-06 0.000457 4.53
248492_at putative protein similar to unknown pro--- AT5G51040 2.38 1.25 12.34 7.19E-06 0.000457 4.53
253428_at cellulose synthase catalytic subunit (RSCESA1 AT4G32410 -3.89 -1.96 -12.33 7.24E-06 0.000457 4.53
259705_at  GRAB1-like protein similar to GRAB1 anac032 AT1G77450 5.37 2.43 12.32 7.28E-06 0.000459 4.52
245976_at  WRKY-like protein WRKY DNA bindinWRKY75 AT5G13080 76.04 6.25 12.31 7.31E-06 0.000459 4.52
256116_at unknown protein contains similarity to CPuORF55 AT1G16858 / -3.04 -1.61 -12.31 7.34E-06 0.00046 4.51
249581_at glutamate--ammonia ligase  ; supporteGSR 1 AT5G37600 2.56 1.36 12.27 7.49E-06 0.000468 4.49
258515_at  ATP citrate lyase, putative similar to AACLB-1 AT3G06650 -2.45 -1.29 -12.26 7.53E-06 0.000469 4.49
249230_at putative protein similar to unknown pro--- AT5G42070 -3.38 -1.76 -12.25 7.54E-06 0.000469 4.48
245915_s_  tubulin alpha-5 chain-like protein tubu TUA3 AT5G19770 / -2.70 -1.44 -12.24 7.60E-06 0.000471 4.48
253811_at hypothetical protein  ;supported by full-ULT1 AT4G28190 -7.28 -2.86 -12.23 7.65E-06 0.000471 4.47
260236_at  geranylgeranyl reductase identical to g--- AT1G74470 -2.24 -1.16 -12.22 7.67E-06 0.000471 4.47
256024_at unknown protein contains Pfam profile ZF14 AT1G58340 12.57 3.65 12.22 7.66E-06 0.000471 4.47
260023_at unknown protein ATGA2OX2 AT1G30040 5.29 2.40 12.23 7.65E-06 0.000471 4.47
249552_s_  receptor serine/threonine protein kinas--- AT5G38240 / 5.95 2.57 12.21 7.72E-06 0.000472 4.46
261564_at  NAC domain protein, putative similar tATAF1 AT1G01720 3.99 2.00 12.17 7.88E-06 0.000476 4.44
250863_at  F1F0-ATPase inhibitor - like protein F --- AT5G04750 2.24 1.16 12.17 7.89E-06 0.000476 4.44
264951_at unknown protein contains similarity to s--- AT1G76970 2.18 1.13 12.18 7.86E-06 0.000476 4.44
263114_at  putative photosystem I reaction centerPSAD-2 AT1G03130 -2.83 -1.50 -12.18 7.84E-06 0.000476 4.44
250884_at signal recognition particle 54CP proteinCPSRP54 AT5G03940 -2.43 -1.28 -12.18 7.85E-06 0.000476 4.44
262235_at  ribosomal protein L18, putative similar--- AT1G48350 -4.26 -2.09 -12.16 7.92E-06 0.000476 4.43
253547_at chloroplast omega-6 fatty acid desatur FAD6 AT4G30950 -2.56 -1.36 -12.16 7.93E-06 0.000476 4.43
261727_at  S-adenosyl-methionine-sterol-C-methySMT3 AT1G76090 -6.39 -2.68 -12.14 8.02E-06 0.000477 4.42
261021_at hypothetical protein similar to reticuline--- AT1G26380 89.39 6.48 12.14 8.01E-06 0.000477 4.42
262729_at rac-like GTP binding protein (ARAC5) ARAC5 AT1G75840 -3.70 -1.89 -12.14 8.01E-06 0.000477 4.42



247101_at apospory-associated protein C-like --- AT5G66530 -3.67 -1.88 -12.15 7.97E-06 0.000477 4.43
256753_at unknown protein contains Pfam profile GHS1 AT3G27160 -3.31 -1.73 -12.13 8.06E-06 0.000477 4.42
256215_at unknown protein ;supported by full-leng--- AT1G50900 -2.79 -1.48 -12.12 8.11E-06 0.000479 4.41
257044_at hypothetical protein predicted by genscARC5 AT3G19720 -3.29 -1.72 -12.11 8.13E-06 0.000479 4.41
258856_at hypothetical protein predicted by genefSRG3 AT3G02040 8.78 3.13 12.10 8.20E-06 0.000481 4.40
255764_at unknown protein HCF173 AT1G16720 -3.38 -1.76 -12.10 8.20E-06 0.000481 4.40
264307_at hypothetical protein contains similarity --- AT1G61900 -3.19 -1.67 -12.09 8.24E-06 0.000482 4.39
258982_at  putative serine/threonine protein kinas--- AT3G08870 4.76 2.25 12.07 8.33E-06 0.000485 4.38
250243_at cobalamin biosynthesis protein GUN5 AT5G13630 -3.83 -1.94 -12.07 8.31E-06 0.000485 4.38
264479_at hypothetical protein similar to receptor---- AT1G77280 3.01 1.59 12.05 8.39E-06 0.000487 4.37
263249_at delta 9 desaturase ALMOST identical (ADS2 AT2G31360 -2.36 -1.24 -12.05 8.42E-06 0.000487 4.37
257932_at unknown protein contains Pfam profile HCF107 AT3G17040 -3.01 -1.59 -12.05 8.43E-06 0.000487 4.37
251402_at  SRG1 - like protein SRG1 protein, Ara--- AT3G60290 -10.74 -3.43 -12.03 8.48E-06 0.000488 4.36
263297_at putative ADP-ribosylation factor  ; suppATARFB1A AT2G15310 4.65 2.22 12.00 8.62E-06 0.000488 4.35
260900_s_  branched-chain alpha keto-acid dehyd--- AT1G21400 / 6.29 2.65 12.03 8.51E-06 0.000488 4.36
251259_at  putative protein phosphoprotein phosp--- AT3G62260 4.82 2.27 12.02 8.54E-06 0.000488 4.35
251157_at  mRNA binding protein precursor - like CSP41A AT3G63140 -4.06 -2.02 -12.02 8.56E-06 0.000488 4.35
248095_at putative protein strong similarity to unkATMAP65-1 AT5G55230 -3.67 -1.88 -12.02 8.56E-06 0.000488 4.35
255603_at hypothetical protein --- AT4G01040 -2.32 -1.21 -12.00 8.64E-06 0.000488 4.34
254724_at  putative protein IFA-binding protein, A--- AT4G13630 3.07 1.62 12.01 8.60E-06 0.000488 4.35
252543_at nonphototropic hypocotyl 1  ; supporte PHOT1 AT3G45780 -2.26 -1.18 -12.00 8.63E-06 0.000488 4.34
248765_at MutT domain protein-like  ; supported bATNUDT2 AT5G47650 -2.36 -1.24 -11.99 8.68E-06 0.000489 4.34
258736_at unknown protein --- AT3G05900 -4.54 -2.18 -11.98 8.71E-06 0.000489 4.33
266489_at unknown protein  ; supported by cDNANPSN11 AT2G35190 -4.99 -2.32 -11.97 8.76E-06 0.00049 4.33
256396_at unknown protein --- AT3G06150 -5.50 -2.46 -11.97 8.76E-06 0.00049 4.33
250954_at putative protein  ;supported by full-lengATRAB8C AT5G03520 -3.52 -1.82 -11.95 8.89E-06 0.000496 4.31
251151_at hypothetical protein ; supported by full---- AT3G63170 -3.15 -1.66 -11.94 8.91E-06 0.000496 4.31
256578_at  peroxidase, putative similar to peroxid --- AT3G28200 -6.55 -2.71 -11.92 9.04E-06 0.000502 4.29
257805_at  sugar transport, putative similar to D-XATPLT5 AT3G18830 6.88 2.78 11.90 9.11E-06 0.000504 4.29
264467_at unknown protein similar to EST gb|AA5--- AT1G10140 2.80 1.48 11.89 9.18E-06 0.000506 4.28
256255_at  MYB-family transcription factor, putativ--- AT3G11280 -2.11 -1.08 -11.89 9.18E-06 0.000506 4.28
259791_at unknown protein ; supported by cDNA:--- AT1G29700 -5.62 -2.49 -11.88 9.23E-06 0.000507 4.27
249118_at putative protein similar to unknown pro--- AT5G43870 -3.28 -1.72 -11.86 9.30E-06 0.00051 4.26
260693_at  peptide transporter PTR2-B, putative sNRT1.5 AT1G32450 11.82 3.56 11.85 9.36E-06 0.000512 4.26
266946_at putative protein kinase contains a prote--- AT2G18890 -2.95 -1.56 -11.84 9.42E-06 0.000514 4.25



251172_at  putative protein chloroplast ribosome RRF AT3G63190 -2.41 -1.27 -11.83 9.45E-06 0.000514 4.25
267170_at putative RING zinc finger protein --- AT2G37585 -5.54 -2.47 -11.81 9.57E-06 0.000517 4.24
260746_at  glutathione transferase, putative similaATGSTU19 AT1G78380 2.63 1.40 11.81 9.55E-06 0.000517 4.24
248287_at putative protein similar to unknown pro--- AT5G52970 -3.95 -1.98 -11.82 9.54E-06 0.000517 4.24
252511_at  putative protein serine/threonine-spec --- AT3G46280 12.14 3.60 11.81 9.59E-06 0.000517 4.23
248393_at putative protein contains similarity to u ATBAG1 AT5G52060 -4.80 -2.26 -11.80 9.62E-06 0.000518 4.23
253253_at  putative protein auxin-regulated gene, --- AT4G34750 -2.52 -1.34 -11.80 9.65E-06 0.000518 4.23
261611_at hypothetical protein predicted by gene --- AT1G49730 -6.03 -2.59 -11.79 9.68E-06 0.000518 4.22
248927_at ubiquitin activating enzyme E1-like proAPG7 AT5G45900 2.83 1.50 11.78 9.71E-06 0.000519 4.22
262137_at  transcription factor, putative similar to --- AT1G77920 2.46 1.30 11.77 9.77E-06 0.000519 4.21
245740_at  amino acid permease, putative almostAAP5 AT1G44100 3.36 1.75 11.74 9.95E-06 0.000519 4.19
256930_at  O-acetylserine(thiol) lyase, putative si OASA2 AT3G22460 3.14 1.65 11.75 9.92E-06 0.000519 4.20
257076_at unknown protein --- AT3G19680 -8.20 -3.04 -11.75 9.91E-06 0.000519 4.20
258338_at putative L-asparaginase similar to L-AS--- AT3G16150 5.33 2.41 11.76 9.86E-06 0.000519 4.20
263298_at unknown protein  ; supported by cDNATIC21 AT2G15290 -2.26 -1.18 -11.75 9.88E-06 0.000519 4.20
250190_at  ribosomal protein precursor - like ribos--- AT5G14320 -2.41 -1.27 -11.74 9.94E-06 0.000519 4.20
253609_at  H+-transporting ATPase type 2, plasmAHA2 AT4G30190 3.03 1.60 11.75 9.92E-06 0.000519 4.20
253264_at  protein kinase - like protein protein kinOST1 AT4G33950 -2.23 -1.15 -11.75 9.90E-06 0.000519 4.20
252922_at putative protein --- AT4G39040 -2.51 -1.33 -11.75 9.88E-06 0.000519 4.20
261722_at  acyl-(acyl carrier protein) thioesterase FATB AT1G08510 -2.25 -1.17 -11.72 1.01E-05 0.000523 4.18
253407_at putative protein --- AT4G32920 2.72 1.44 11.72 1.01E-05 0.000523 4.18
254215_at  putative Na+/H+-exchanging protein NATCHX17 AT4G23700 45.57 5.51 11.70 1.02E-05 0.000526 4.17
259133_at  sugar transporter, putative similar to in--- AT3G05400 7.33 2.87 11.70 1.02E-05 0.000526 4.17
244983_at ribosomal protein L16 --- --- -5.60 -2.49 -11.69 1.02E-05 0.000528 4.17
265433_at unknown protein --- AT2G20950 3.53 1.82 11.69 1.03E-05 0.000528 4.16
260420_at unknown protein --- AT1G69610 2.56 1.36 11.68 1.03E-05 0.000528 4.16
266424_at unknown protein --- AT2G41330 -4.80 -2.26 -11.65 1.04E-05 0.000528 4.14
244902_at NADH dehydrogenase subunit 4L --- ATMG00650 2.83 1.50 11.67 1.03E-05 0.000528 4.15
257022_at  zinc finger protein, putative similar to CAZF2 AT3G19580 3.33 1.74 11.67 1.03E-05 0.000528 4.15
267635_at rhodanese-like family protein ;supporte--- AT2G42220 -5.00 -2.32 -11.66 1.04E-05 0.000528 4.15
263411_at putative C2H2-type zinc finger protein --- AT2G28710 6.05 2.60 11.64 1.05E-05 0.000528 4.14
265649_at putative ferredoxin  ; supported by full- ATFD3 AT2G27510 5.97 2.58 11.65 1.05E-05 0.000528 4.14
249785_at soluble starch synthase SSI1 AT5G24300 -2.71 -1.44 -11.64 1.05E-05 0.000528 4.14
257294_at  non-phototropic hypocotyl protein, put --- AT3G15570 -4.38 -2.13 -11.65 1.04E-05 0.000528 4.14
261230_at  beta tubulin 1, putative similar to GB:ATUB5 AT1G20010 -2.35 -1.23 -11.64 1.05E-05 0.000528 4.14



254126_at RNA-binding protein RNP-T precursor RBP31 AT4G24770 -2.65 -1.41 -11.66 1.04E-05 0.000528 4.15
249235_at  beta-1,3-glucanase-like protein  ;supp BG_PPAP AT5G42100 -2.01 -1.00 -11.63 1.06E-05 0.000529 4.13
252181_at Expressed protein ; supported by full-le--- AT3G50685 -2.40 -1.26 -11.63 1.06E-05 0.000529 4.13
261373_at  CMP-KDO synthetase, putative simila --- AT1G53000 -2.39 -1.26 -11.61 1.07E-05 0.000533 4.12
266254_at putative membrane transporter NAT12 AT2G27810 -3.36 -1.75 -11.59 1.08E-05 0.000537 4.11
254110_at  putative protein pectinesterase - Citrus--- AT4G25260 -10.05 -3.33 -11.56 1.10E-05 0.00054 4.09
246995_at formin-like protein --- AT5G67470 -4.67 -2.22 -11.57 1.09E-05 0.00054 4.09
254726_at  isoflavone reductase-like protein isoflaPRR2 AT4G13660 9.70 3.28 11.55 1.10E-05 0.00054 4.08
259911_at putative cinnamyl-alcohol dehydrogenaCAD1 AT1G72680 3.90 1.96 11.55 1.10E-05 0.00054 4.08
261758_at hypothetical protein contains similarity ADT6 AT1G08250 4.57 2.19 11.56 1.10E-05 0.00054 4.09
245745_at unknown protein contains similarity to a--- AT1G51110 -3.98 -1.99 -11.55 1.11E-05 0.00054 4.08
260968_at hypothetical protein predicted by gene --- AT1G12250 -2.96 -1.57 -11.55 1.10E-05 0.00054 4.09
262029_at 50S ribosomal protein L21 chloroplast --- AT1G35680 -3.35 -1.75 -11.56 1.10E-05 0.00054 4.09
255074_at  putative protein RING-H2 zinc finger p--- AT4G09100 2.60 1.38 11.56 1.10E-05 0.00054 4.09
244906_at hypothetical protein --- ATMG00690 2.41 1.27 11.54 1.11E-05 0.000542 4.08
261594_at  DNA-binding factor, putative similar toAT-GTL1 AT1G33240 -2.84 -1.50 -11.53 1.12E-05 0.000543 4.07
255904_at  lemir (miraculin), putative similar to lem--- AT1G17860 3.29 1.72 11.52 1.12E-05 0.000543 4.07
260041_at unknown protein similar to hypothetica --- AT1G68780 -2.88 -1.52 -11.52 1.12E-05 0.000543 4.06
258285_at photosystem I subunit VI precursor idePSAH-1 AT3G16140 -2.20 -1.14 -11.52 1.12E-05 0.000543 4.07
259996_at hypothetical protein predicted by genef--- AT1G67910 -3.38 -1.76 -11.52 1.12E-05 0.000543 4.07
251996_at  beta-galactosidase precursor - like proBGAL2 AT3G52840 -2.98 -1.57 -11.50 1.14E-05 0.000546 4.05
246294_at  ribosomal protein, chloroplast ribosomPSRP5 AT3G56910 -2.34 -1.23 -11.50 1.14E-05 0.000546 4.05
245016_at carboxytransferase beta subunit --- --- -2.33 -1.22 -11.49 1.14E-05 0.000546 4.05
248683_at putative protein similar to unknown pro--- AT5G48490 -20.42 -4.35 -11.48 1.15E-05 0.000551 4.04
260225_at putative glutathione S-transferase simi GSTU10 AT1G74590 56.28 5.81 11.47 1.16E-05 0.000552 4.04
259403_at unknown protein ; supported by full-lenPGDH AT1G17745 40.51 5.34 11.46 1.16E-05 0.000553 4.03
261746_at unknown protein ;supported by full-lengPSAO AT1G08380 -2.20 -1.14 -11.46 1.17E-05 0.000553 4.03
259443_at  chitinase, putative similar to chitinase --- AT1G02360 8.16 3.03 11.46 1.16E-05 0.000553 4.03
253871_at protochlorophyllide reductase precursoPORB AT4G27440 -4.12 -2.04 -11.45 1.17E-05 0.000553 4.03
256309_at photosystem I subunit X precursor idenPSAK AT1G30380 -2.29 -1.19 -11.45 1.17E-05 0.000553 4.02
259057_at unknown protein  ; supported by cDNA--- AT3G03310 3.35 1.75 11.44 1.18E-05 0.000553 4.02
257686_at unknown protein similar to unknown prSDRB AT3G12800 2.77 1.47 11.44 1.18E-05 0.000553 4.02
244995_at ATPase a subunit --- --- -5.77 -2.53 -11.44 1.18E-05 0.000553 4.02
265823_at hypothetical protein predicted by gensc--- AT2G35760 -2.48 -1.31 -11.42 1.19E-05 0.000555 4.01
245277_at glucosyltransferase like protein ; suppoIAGLU AT4G15550 6.49 2.70 11.42 1.19E-05 0.000555 4.01



247059_at UTP-glucose glucosyltransferase  ;supUGT72E2 AT5G66690 2.40 1.27 11.42 1.19E-05 0.000555 4.01
250723_at lysine decarboxylase-like protein --- AT5G06300 -3.56 -1.83 -11.41 1.20E-05 0.000556 4.00
247376_at nucleotide diphosphate kinase Ia (embNDPK2 AT5G63310 -2.27 -1.18 -11.41 1.20E-05 0.000556 4.00
246843_at  putative protein various predicted prot --- AT5G26740 -2.31 -1.21 -11.40 1.20E-05 0.000557 3.99
262671_at  calcium-dependent protein kinase, putCPK29 AT1G76040 3.35 1.74 11.40 1.20E-05 0.000557 3.99
254484_at hypothetical protein --- AT4G20760 -2.32 -1.22 -11.37 1.22E-05 0.000561 3.98
249693_at histidine kinase-like protein  ; supporte AHK2 AT5G35750 -4.67 -2.22 -11.37 1.22E-05 0.000561 3.98
252433_at  putative protein putative hydrolyse - A --- AT3G47560 -4.02 -2.01 -11.37 1.22E-05 0.000561 3.98
250415_at  putative protein GLUR3 ligand-gated cGLR2.5 AT5G11210 18.19 4.18 11.38 1.22E-05 0.000561 3.98
259598_at  sphingosine-1-phosphate lyase, putat DPL1 AT1G27980 2.89 1.53 11.36 1.23E-05 0.000563 3.97
251150_at  putative protein Sb34 (PREG-like prot CYCP1;1 AT3G63120 -2.75 -1.46 -11.35 1.23E-05 0.000563 3.97
258805_at  putative beta-1,3-glucanase similar to --- AT3G04010 3.83 1.94 11.36 1.23E-05 0.000563 3.97
254250_at  serine/threonine kinase - like protein s--- AT4G23290 -6.41 -2.68 -11.35 1.24E-05 0.000563 3.96
260000_at  unknown protein similar to C-terminal ATMAP70-1 AT1G68060 -3.19 -1.67 -11.34 1.25E-05 0.000566 3.96
266767_at Expressed protein ; supported by full-le--- AT2G46910 -3.28 -1.71 -11.32 1.26E-05 0.00057 3.94
250981_at  receptor like protein kinase receptor li --- AT5G03140 -3.53 -1.82 -11.31 1.26E-05 0.00057 3.94
251883_at  ribosomal protein L17 -like protein ribo--- AT3G54210 -2.44 -1.29 -11.32 1.26E-05 0.00057 3.94
253277_at  cinnamyl alcohol dehydrogenase - likeATCAD5 AT4G34230 3.65 1.87 11.31 1.26E-05 0.00057 3.94
251544_at  putative protein general stress protein GAUT15 AT3G58790 -3.84 -1.94 -11.29 1.28E-05 0.000574 3.93
267565_at putative cytochrome P450 CYP71A12 AT2G30750 42.74 5.42 11.29 1.28E-05 0.000574 3.93
260203_at NAM-like protein similar to NAM (no apANAC019 AT1G52890 5.19 2.38 11.28 1.29E-05 0.000577 3.92
255829_at putative potassium transporter  ; suppoKT2 AT2G40540 -2.12 -1.08 -11.27 1.29E-05 0.000578 3.92
245357_at putative protein ;supported by full-leng --- AT4G17560 -3.36 -1.75 -11.27 1.30E-05 0.000578 3.92
247161_at putative protein similar to unknown pro--- AT5G65810 -3.11 -1.64 -11.26 1.30E-05 0.000579 3.91
266635_at unknown protein  ;supported by full-len--- AT2G35470 -3.09 -1.63 -11.25 1.31E-05 0.000581 3.90
251321_at RING finger protein  ;supported by full-BRH1 AT3G61460 -4.19 -2.07 -11.25 1.31E-05 0.000581 3.91
259863_at hypothetical protein  ;supported by full-ELF4-L2 AT1G72630 -2.34 -1.23 -11.25 1.31E-05 0.000581 3.90
259738_at predicted protein --- AT1G64355 -2.55 -1.35 -11.23 1.33E-05 0.000586 3.89
261131_at unknown protein --- AT1G19835 -5.00 -2.32 -11.21 1.34E-05 0.00059 3.88
261973_at hypothetical protein predicted by gene --- AT1G64610 3.86 1.95 11.21 1.34E-05 0.000591 3.88
256441_at unknown protein  ;supported by full-len--- AT3G10940 -5.36 -2.42 -11.20 1.35E-05 0.000591 3.87
245730_at unknown protein ;supported by full-leng--- AT1G73470 -2.29 -1.19 -11.20 1.35E-05 0.000591 3.87
257903_at unknown protein --- AT3G28460 -2.35 -1.23 -11.19 1.35E-05 0.000592 3.87
255709_at putative YABBY3 axial regulator  ; sup YAB3 AT4G00180 -2.87 -1.52 -11.19 1.36E-05 0.000593 3.87
249481_at  frnE protein - like frnE protein, Deinoc --- AT5G38900 33.46 5.06 11.18 1.36E-05 0.000593 3.86



260015_at putative S-adenosyl-L-methionine:transCCOAMT AT1G67980 35.59 5.15 11.18 1.36E-05 0.000593 3.86
253424_at putative protein ; supported by cDNA: g--- AT4G32330 -3.06 -1.61 -11.18 1.36E-05 0.000593 3.86
248952_at putative protein similar to unknown pro--- AT5G45410 2.73 1.45 11.17 1.37E-05 0.000593 3.86
258076_at  50S ribosomal protein L15, chloroplasRPL15 AT3G25920 -3.60 -1.85 -11.15 1.38E-05 0.000599 3.85
247899_at Expressed protein ; supported by full-le--- AT5G57345 -2.96 -1.56 -11.15 1.39E-05 0.000599 3.84
256751_at  CLC-b chloride channel protein identicCLC-B AT3G27170 -6.32 -2.66 -11.14 1.39E-05 0.000599 3.84
261197_at  putative calcium-binding protein, calreGAPA-2 AT1G12900 -2.68 -1.42 -11.14 1.39E-05 0.000599 3.84
264772_at  unknown protein location of EST gb|H --- AT1G22930 2.58 1.37 11.11 1.42E-05 0.000608 3.82
245020_at cytochrome f --- --- -2.44 -1.29 -11.11 1.42E-05 0.000608 3.82
266899_at hypothetical protein predicted by genef--- AT2G34620 -9.46 -3.24 -11.10 1.43E-05 0.000609 3.81
261422_at unknown protein NDF6 AT1G18730 -2.91 -1.54 -11.10 1.42E-05 0.000609 3.82
253891_at putative protein  ;supported by full-leng--- AT4G27720 -6.21 -2.63 -11.09 1.44E-05 0.00061 3.81
255719_at unknown protein ;supported by full-leng--- AT1G32080 -7.05 -2.82 -11.09 1.44E-05 0.00061 3.81
248409_at putative protein contains similarity to e LPA2 AT5G51540 / -2.96 -1.56 -11.09 1.44E-05 0.00061 3.81
257856_at  hypothetical protein predicted by gens--- AT3G12930 -2.08 -1.06 -11.09 1.44E-05 0.00061 3.81
254952_at  UDP-galactose 4-epimerase - like pro UGE5 AT4G10955 / 2.80 1.49 11.08 1.44E-05 0.00061 3.80
263902_at phosphoribosylformimino-5-aminoimidaAPG10 AT2G36230 -2.34 -1.23 -11.06 1.46E-05 0.000617 3.79
265405_at putative protein kinase contains a prote--- AT2G16750 -5.11 -2.35 -11.04 1.48E-05 0.00062 3.78
261763_at  ABC transporter, putative similar to ABPDR12 AT1G15520 46.12 5.53 11.04 1.48E-05 0.00062 3.78
249876_at putative protein similar to unknown proCaS AT5G23060 -2.95 -1.56 -11.05 1.47E-05 0.00062 3.78
253480_at  putative protein ENOD16, Medicago tr--- AT4G31840 -2.33 -1.22 -11.03 1.48E-05 0.00062 3.77
259981_at unknown protein  ; supported by full-le --- AT1G76450 -2.86 -1.51 -11.03 1.48E-05 0.00062 3.77
250690_at ABC transporter-like protein  ; supporte--- AT5G06530 -4.00 -2.00 -11.03 1.49E-05 0.000621 3.77
250827_at cellulose synthase catalytic subunit (gbCEV1 AT5G05170 -3.48 -1.80 -11.02 1.49E-05 0.000621 3.77
259840_at photosystem I subunit VI precursor idePSAH2 AT1G52230 -3.00 -1.59 -11.02 1.49E-05 0.000621 3.77
265610_at unknown protein  ;supported by full-len--- AT2G25430 -2.05 -1.04 -11.01 1.50E-05 0.000622 3.76
257772_at unknown protein C-term similar to phos--- AT3G23080 -2.77 -1.47 -11.02 1.50E-05 0.000622 3.76
254102_at  acyl carrier - like protein acyl carrier p ACP4 AT4G25050 -2.83 -1.50 -11.01 1.50E-05 0.000622 3.76
260386_at putative strictosidine synthase similar t --- AT1G74010 22.18 4.47 11.00 1.51E-05 0.000626 3.75
248353_at cytochrome P450 CYP96A4 AT5G52320 2.21 1.14 10.99 1.53E-05 0.000629 3.74
253631_at  nucleotide sugar epimerase-like prote GAE1 AT4G30440 -3.14 -1.65 -10.98 1.53E-05 0.00063 3.74
255886_at  plastocyanin, putative similar to plastoDRT112 AT1G20340 -2.23 -1.16 -10.97 1.54E-05 0.000633 3.73
257363_at hypothetical protein predicted by genscBAP2 AT2G45760 3.26 1.70 10.95 1.55E-05 0.000638 3.72
245852_at  ribosomal protein L10-like ribosomal p--- AT5G13510 -2.96 -1.57 -10.95 1.56E-05 0.000638 3.72
260676_at  integral membrane protein, putative si --- AT1G19450 -5.48 -2.45 -10.94 1.57E-05 0.000641 3.71



267300_at putative glucosyltransferase --- AT2G30140 2.22 1.15 10.93 1.57E-05 0.000641 3.71
251601_at Expressed protein ; supported by full-le--- AT3G57800 -4.18 -2.06 -10.92 1.59E-05 0.000645 3.70
246446_at  putative protein hypothetical protein T --- AT5G17640 -2.99 -1.58 -10.92 1.59E-05 0.000645 3.70
259193_at putative thylakoid lumen rotamase sim CYP38 AT3G01480 -3.54 -1.82 -10.92 1.59E-05 0.000645 3.70
267335_s_  putative beta-1,3-glucanase  --- AT1G64760 / -4.05 -2.02 -10.91 1.60E-05 0.000647 3.69
249331_at 50S ribosomal protein L27 ;supported RPL27 AT5G40950 -2.45 -1.29 -10.90 1.60E-05 0.000648 3.69
248285_at putative protein similar to unknown pro--- AT5G52960 -1.94 -0.95 -10.90 1.60E-05 0.000648 3.69
263432_at putative beta-hydroxyacyl-ACP dehydr --- AT2G22230 -3.09 -1.63 -10.89 1.61E-05 0.000649 3.69
246366_at  light repressible receptor protein kinas--- AT1G51850 3.38 1.76 10.89 1.62E-05 0.00065 3.68
259520_at hypothetical protein --- AT1G12320 4.46 2.16 10.88 1.63E-05 0.000652 3.68
259789_at Expressed protein ; supported by full-leCOR414-TMAT1G29395 -2.64 -1.40 -10.88 1.63E-05 0.000652 3.68
245050_at PSII K protein --- --- -1.95 -0.96 -10.83 1.67E-05 0.000667 3.65
253612_at  putative protein D-ribulokinase - Klebs--- AT4G30310 -2.23 -1.16 -10.83 1.67E-05 0.000667 3.65
246339_at RP19 gene for chloroplast ribosomal p RPL9 AT3G44890 -2.53 -1.34 -10.83 1.67E-05 0.000667 3.65
255889_at  ABC transporter, putative similar to ABWBC11 AT1G17840 -3.42 -1.77 -10.80 1.70E-05 0.000669 3.63
246284_at putative protein --- AT4G36780 -2.55 -1.35 -10.79 1.71E-05 0.000669 3.62
261240_at subtilisin-like serine protease contains SBT3.5 AT1G32940 9.89 3.31 10.81 1.69E-05 0.000669 3.63
254543_at  putative chitinase chitinase (EC 3.2.1. --- AT4G19810 17.75 4.15 10.80 1.70E-05 0.000669 3.62
254598_at  xyloglucan endo-transglycosylase - lik --- AT4G18990 6.50 2.70 10.81 1.69E-05 0.000669 3.63
261788_at unknown protein ;supported by full-lengNDF1 AT1G15980 -5.15 -2.36 -10.82 1.68E-05 0.000669 3.64
258555_at fatty acid multifunctional protein (AtMF MFP2 AT3G06860 2.63 1.40 10.81 1.70E-05 0.000669 3.63
256468_at  ferredoxin, putative similar to GB:D909--- AT1G32550 -2.75 -1.46 -10.80 1.70E-05 0.000669 3.63
250751_at glucuronosyl transferase-like protein --- AT5G05890 -2.66 -1.41 -10.81 1.69E-05 0.000669 3.64
245784_at hypothetical protein similar to hypothet --- AT1G32190 -2.54 -1.34 -10.81 1.69E-05 0.000669 3.63
245274_at ankyrin like protein ; supported by cDN--- AT4G14360 -2.65 -1.40 -10.79 1.71E-05 0.00067 3.62
258395_at putative jasmonic acid regulatory proteANAC055 AT3G15500 4.88 2.29 10.78 1.72E-05 0.000671 3.62
257071_at unknown protein  ; supported by cDNAATCSLC04 AT3G28180 -3.83 -1.94 -10.76 1.75E-05 0.000673 3.60
263421_at unknown protein  ;supported by full-lenEXL5 AT2G17230 -7.64 -2.93 -10.77 1.74E-05 0.000673 3.61
266956_at unknown protein --- AT2G34510 -9.37 -3.23 -10.77 1.73E-05 0.000673 3.61
256865_at  NAD dependent epimerase, putative cGAE6 AT3G23820 -5.25 -2.39 -10.76 1.74E-05 0.000673 3.60
264318_at putative beta-ketoacyl-CoA synthase SKCS2 AT1G04220 -5.54 -2.47 -10.76 1.75E-05 0.000673 3.60
244936_at NADH dehydrogenase ND1 --- --- -2.30 -1.20 -10.77 1.73E-05 0.000673 3.61
252353_at  putative protein KIAA0226 gene produ--- AT3G48200 -2.42 -1.28 -10.76 1.75E-05 0.000673 3.60
264186_at hypothetical protein predicted by gene --- AT1G54570 9.43 3.24 10.76 1.74E-05 0.000673 3.60
250668_at unknown protein  ; supported by full-le --- AT5G07020 -3.24 -1.69 -10.75 1.75E-05 0.000673 3.60



246595_at formate dehydrogenase (FDH)  ;suppoFDH AT5G14780 2.32 1.21 10.73 1.78E-05 0.000674 3.58
249037_at putative protein contains similarity to s FLA13 AT5G44130 -19.20 -4.26 -10.72 1.78E-05 0.000674 3.58
248179_at receptor-protein kinase-like protein THE1 AT5G54380 -7.59 -2.92 -10.74 1.77E-05 0.000674 3.59
253042_at  formamidase - like protein formamidas--- AT4G37550 -4.31 -2.11 -10.72 1.78E-05 0.000674 3.58
260685_at Expressed protein ; supported by full-leGLYR2 AT1G17650 -3.51 -1.81 -10.72 1.78E-05 0.000674 3.58
256655_at hypothetical protein predicted by gene --- AT3G18890 -3.82 -1.93 -10.73 1.77E-05 0.000674 3.58
246988_at putative protein strong similarity to unk--- AT5G67340 8.60 3.10 10.73 1.77E-05 0.000674 3.58
251786_at  phosphatase - like protein DUAL SPE MKP1 AT3G55270 2.18 1.12 10.74 1.76E-05 0.000674 3.59
262967_at hypothetical protein predicted by gene --- AT1G75730 -2.51 -1.33 -10.74 1.76E-05 0.000674 3.59
261077_at  protein phosphatase 2C, putative simi --- AT1G07430 3.90 1.96 10.72 1.78E-05 0.000674 3.58
262925_at hypothetical protein YSL7 AT1G65730 2.52 1.33 10.72 1.78E-05 0.000674 3.58
248466_at putative protein similar to unknown proHVA22E AT5G50720 -4.59 -2.20 -10.70 1.80E-05 0.000677 3.56
253309_at  male sterility 2-like protein male sterilitCER4 AT4G33790 -6.53 -2.71 -10.71 1.80E-05 0.000677 3.57
253046_at  cytochrome P450 - like protein cytoch CYP81D8 AT4G37370 32.15 5.01 10.70 1.80E-05 0.000677 3.56
262172_at  ribosomal protein S9, putative similar RPS9 AT1G74970 -2.33 -1.22 -10.70 1.80E-05 0.000677 3.57
251575_at  putative protein basic leucine zipper trBZIP61 AT3G58120 -10.81 -3.43 -10.69 1.82E-05 0.000679 3.56
258244_at unknown protein  ; supported by cDNA--- AT3G27770 -2.22 -1.15 -10.69 1.82E-05 0.000679 3.56
261443_at  glutaredoxin, putative similar to glutareGRX480 AT1G28480 13.46 3.75 10.68 1.82E-05 0.000681 3.55
251743_at  Yippee-like protein Yippee protein, Ho--- AT3G55890 6.68 2.74 10.68 1.83E-05 0.000681 3.55
256499_at unknown protein --- AT1G36640 4.97 2.31 10.68 1.83E-05 0.000681 3.55
261658_at hypothetical protein predicted by gene --- AT1G50040 -11.41 -3.51 -10.67 1.84E-05 0.000681 3.54
255110_at  peroxidase C2 precursor like protein p--- AT4G08770 71.64 6.16 10.67 1.84E-05 0.000681 3.54
250563_at  putative protein predicted protein, Ara --- AT5G08050 -3.63 -1.86 -10.67 1.84E-05 0.000681 3.54
258528_at unknown protein contains Pfam profile --- AT3G06770 -7.66 -2.94 -10.66 1.85E-05 0.000684 3.54
264192_at hypothetical protein predicted by gene ATATG18H AT1G54710 1.98 0.99 10.65 1.86E-05 0.000685 3.53
256057_at unknown protein contains similarity to aNDA1 AT1G07180 -6.43 -2.68 -10.65 1.87E-05 0.000688 3.53
258764_at putative pectinesterase contains simila--- AT3G10720 -6.50 -2.70 -10.64 1.88E-05 0.000691 3.52
245769_at hypothetical protein similar to putative INT2 AT1G30220 2.10 1.07 10.62 1.90E-05 0.000698 3.51
246071_at  ids4-like protein ids-4 protein - HordeuSPX1 AT5G20150 9.82 3.30 10.60 1.91E-05 0.0007 3.50
261055_at  chloroplast nucleoid DNA binding prot --- AT1G01300 -2.69 -1.43 -10.60 1.91E-05 0.0007 3.50
253866_at putative protein various putative protei --- AT4G27480 2.62 1.39 10.60 1.91E-05 0.0007 3.50
264916_at  ATP citrate-lyase, putative similar to AACLA-2 AT1G60810 -3.33 -1.74 -10.60 1.92E-05 0.000702 3.50
248962_at putative protein contains similarity to F FKBP13 AT5G45680 -4.11 -2.04 -10.59 1.93E-05 0.000703 3.49
253925_at putative protein ; supported by cDNA: gSHV3 AT4G26690 -5.06 -2.34 -10.56 1.97E-05 0.000714 3.47
255064_at putative phi-1-like phosphate-induced EXO AT4G08950 -26.76 -4.74 -10.56 1.97E-05 0.000714 3.47



259586_at unknown protein --- AT1G28100 -2.25 -1.17 -10.55 1.97E-05 0.000714 3.47
258755_at hypothetical protein identical to hypoth --- AT3G11945 / -2.62 -1.39 -10.56 1.97E-05 0.000714 3.47
262603_at  hypothetical protein Is a member of th --- AT1G15380 7.43 2.89 10.51 2.02E-05 0.000714 3.44
262291_at  zinc finger and C2 domain protein, put--- AT1G70790 2.14 1.10 10.52 2.01E-05 0.000714 3.45
251768_at  phosphoinositide-specific phospholipa--- AT3G55940 -4.84 -2.27 -10.51 2.02E-05 0.000714 3.44
250261_at  peptide transporter - like protein peptid--- AT5G13400 -6.06 -2.60 -10.54 1.99E-05 0.000714 3.46
259995_at  putative golgi transport complex prote --- AT1G67930 -2.79 -1.48 -10.51 2.02E-05 0.000714 3.44
247552_at  phytochelatin synthetase - like protein COB AT5G60920 -4.33 -2.11 -10.54 1.99E-05 0.000714 3.46
251176_at  Ca2+-transporting ATPase -like protei --- AT3G63380 22.03 4.46 10.54 1.99E-05 0.000714 3.46
249807_at pectinacetylesterase --- AT5G23870 -3.49 -1.80 -10.53 2.00E-05 0.000714 3.45
254485_at  cell-cell signaling protein csgA - like ce--- AT4G20760 -3.03 -1.60 -10.52 2.01E-05 0.000714 3.45
265913_at Expressed protein ; supported by full-le--- AT2G25625 9.12 3.19 10.51 2.02E-05 0.000714 3.44
249188_at N-hydroxycinnamoyl benzoyltransferas--- AT5G42830 8.96 3.16 10.51 2.02E-05 0.000714 3.44
262369_at hypothetical protein predicted by gene --- AT1G73010 37.22 5.22 10.54 1.99E-05 0.000714 3.46
247506_at  Mei2-like protein Mei2-like protein, AraAML1 AT5G61960 2.02 1.01 10.51 2.02E-05 0.000714 3.44
249658_s_ N-glyceraldehyde-2-phosphotransferas--- AT5G36700 / -3.34 -1.74 -10.52 2.01E-05 0.000714 3.45
252823_at Expressed protein ; supported by full-le--- AT4G40045 -2.39 -1.26 -10.52 2.02E-05 0.000714 3.45
264163_at Expressed protein ; supported by full-le--- AT1G65445 -2.64 -1.40 -10.53 2.01E-05 0.000714 3.45
246133_at aldehyde oxidase AAO1  ; supported bAAO1 AT5G20960 11.85 3.57 10.50 2.04E-05 0.000718 3.44
263082_at putative nucleotide-binding protein --- AT2G27200 1.95 0.97 10.49 2.05E-05 0.000719 3.43
246308_at chlorophyll synthetase  ; supported by G4 AT3G51820 -2.86 -1.52 -10.49 2.05E-05 0.000719 3.43
249765_at putative protein contains similarity to u SLAH3 AT5G24030 -15.92 -3.99 -10.48 2.06E-05 0.000722 3.42
254445_at  3-hydroxyisobutyrate dehydrogenase --- AT4G20930 2.39 1.26 10.48 2.06E-05 0.000722 3.42
247934_at putative protein similar to unknown pro--- AT5G57000 -2.33 -1.22 -10.47 2.07E-05 0.000725 3.42
263410_at predicted protein ;supported by full-len --- AT2G04039 -4.11 -2.04 -10.47 2.08E-05 0.000725 3.41
259491_at  chlorophyll binding protein, putative si LHCB6 AT1G15820 -2.54 -1.35 -10.47 2.07E-05 0.000725 3.42
251584_at  putative protein At2g42580 - ArabidopTTL4 AT3G58620 -8.06 -3.01 -10.46 2.09E-05 0.000727 3.41
247648_at  laccase - like protein laccase LAC2-4, LAC17 AT5G60020 -2.58 -1.37 -10.45 2.10E-05 0.000731 3.40
258033_at unknown protein similar to MRP-like A MRP6 AT3G21250 4.64 2.21 10.44 2.11E-05 0.000732 3.40
250645_at putative protein strong similarity to unk--- AT5G06700 -4.72 -2.24 -10.44 2.11E-05 0.000732 3.40
254040_at  possible apospory-associated like pro --- AT4G25900 4.04 2.01 10.44 2.11E-05 0.000732 3.40
247320_at photosystem I reaction centre subunit PSAN AT5G64040 -2.25 -1.17 -10.44 2.12E-05 0.000732 3.39
259010_at unknown protein contains helix-loop-he--- AT3G07340 -3.92 -1.97 -10.43 2.12E-05 0.000733 3.39
256756_at  ATPase II, putative similar to GB:AAD--- AT3G25610 7.04 2.82 10.43 2.13E-05 0.000733 3.39
254911_at putative protein  ;supported by full-leng--- AT4G11100 -2.18 -1.12 -10.43 2.13E-05 0.000733 3.39



263517_at unknown protein  ;supported by full-lenRD2 AT2G21620 3.58 1.84 10.41 2.15E-05 0.00074 3.38
251031_at one helix protein (OHP)  ;supported byOHP AT5G02120 -2.56 -1.35 -10.40 2.16E-05 0.000742 3.37
247525_at pseudo-response regulator 1  ; suppor TOC1 AT5G61380 1.92 0.94 10.40 2.17E-05 0.000743 3.37
244978_at RNA polymerase alpha subunit --- --- -2.15 -1.10 -10.39 2.18E-05 0.000746 3.36
246926_at putative protein --- AT5G25240 -4.37 -2.13 -10.38 2.19E-05 0.000746 3.36
248449_at putative protein similar to unknown pro--- AT5G51110 -2.04 -1.03 -10.38 2.19E-05 0.000746 3.36
267319_at ABC transporter (AtMRP2) identical to ATMRP2 AT2G34660 3.25 1.70 10.37 2.21E-05 0.000752 3.35
244980_at ribosomal protein L36 --- --- -2.29 -1.20 -10.36 2.22E-05 0.000754 3.35
259618_at  myb-related transcription factor (cpm1MYB112 AT1G48000 3.30 1.72 10.35 2.23E-05 0.000754 3.34
255116_at  receptor protein kinase-like protein rec--- AT4G08850 3.24 1.69 10.36 2.22E-05 0.000754 3.34
248749_at eukaryotic release factor 1 homolog (g ERF1-1 AT5G47880 2.04 1.03 10.35 2.23E-05 0.000754 3.34
267548_at putative disease resistance protein AtRLP22 AT2G32660 11.29 3.50 10.35 2.23E-05 0.000754 3.34
258887_at putative phospholipase D similar to phoPLDP2 AT3G05630 3.37 1.75 10.34 2.24E-05 0.000757 3.33
251243_at  putative protein hypothetical protein - --- AT3G61870 -3.20 -1.68 -10.34 2.25E-05 0.000757 3.33
256793_at unknown protein  ;supported by full-len--- AT3G22160 6.82 2.77 10.33 2.26E-05 0.000759 3.33
250939_at  putative protein various predicted prot iqd2 AT5G03040 -3.71 -1.89 -10.32 2.27E-05 0.000763 3.32
258512_at  beta-glucosidase, putative similar to b --- AT3G06510 / 1.88 0.91 10.32 2.28E-05 0.000764 3.32
264920_at hypothetical protein contains similarity ECHID AT1G60550 -2.56 -1.36 -10.32 2.28E-05 0.000764 3.32
266963_at unknown protein MTP11 AT2G39450 -2.44 -1.29 -10.31 2.29E-05 0.000764 3.31
250823_at putative protein similar to unknown pro--- AT5G05180 -2.29 -1.19 -10.31 2.29E-05 0.000764 3.31
259625_at  glyceraldehyde-3-phosphate dehydrogGAPB AT1G42970 -2.81 -1.49 -10.30 2.30E-05 0.000767 3.31
247069_at pectinesterase like protein  ;supported sks17 AT5G66920 -8.09 -3.02 -10.30 2.30E-05 0.000767 3.30
263207_at putative endoxyloglucan transferase si XTH33 AT1G10550 -29.84 -4.90 -10.30 2.31E-05 0.000767 3.30
259645_at  putative DNA-binding protein predictedBIM2 AT1G69010 -3.01 -1.59 -10.29 2.32E-05 0.000769 3.30
253630_at  putative protein putative ATPase - Hae--- AT4G30490 2.86 1.51 10.29 2.32E-05 0.000769 3.30
266215_at putative endoxyloglucan glycosyltransfEXGT-A1 AT2G06850 -12.42 -3.63 -10.28 2.33E-05 0.00077 3.29
245705_at zinc finger transcription factor-like prote--- AT5G04390 2.09 1.07 10.28 2.33E-05 0.00077 3.29
248795_at Myb-related transcription activator-like --- AT5G47390 -2.00 -1.00 -10.28 2.34E-05 0.000772 3.29
253405_at  transcription factor TINY homolog tran--- AT4G32800 -4.54 -2.18 -10.26 2.37E-05 0.000779 3.28
245629_at hypothetical protein predicted by gene --- AT1G56580 -2.97 -1.57 -10.26 2.37E-05 0.000779 3.28
265149_at unknown protein ; supported by full-len--- AT1G51400 -2.51 -1.33 -10.25 2.38E-05 0.000781 3.27
253802_at putative protein --- AT4G28180 -2.23 -1.16 -10.22 2.42E-05 0.000794 3.25
259790_s_  auxin-induced protein, putative similar --- AT1G29430 / -12.76 -3.67 -10.21 2.44E-05 0.000795 3.24
246984_at cytochrome P450 CYP81G1 AT5G67310 18.23 4.19 10.21 2.43E-05 0.000795 3.25
254137_at hypothetical protein --- AT4G24930 -4.29 -2.10 -10.21 2.44E-05 0.000795 3.24



261618_at unknown protein --- AT1G33110 6.15 2.62 10.21 2.44E-05 0.000795 3.24
251664_at leucine zipper-containing protein AT10CRD1 AT3G56940 -2.58 -1.36 -10.22 2.43E-05 0.000795 3.25
260264_at hypothetical protein predicted by genef--- AT1G68500 -3.19 -1.68 -10.21 2.43E-05 0.000795 3.25
259611_at  GTP-binding protein RAB7D, putative AtRABG3d AT1G52280 -2.47 -1.30 -10.20 2.45E-05 0.000796 3.24
258524_at  acetyl-coA dehydrogenase, putative s IBR3 AT3G06810 2.54 1.34 10.20 2.46E-05 0.000796 3.24
252409_at  putative protein bundle sheath defectiv--- AT3G47650 -2.29 -1.20 -10.20 2.46E-05 0.000796 3.24
261117_at unknown protein AUL1 AT1G75310 -3.77 -1.92 -10.19 2.46E-05 0.000796 3.23
255626_at coded for by A. thaliana cDNA T20615--- AT4G00780 2.58 1.37 10.19 2.47E-05 0.000799 3.23
245338_at Expressed protein ; supported by full-le--- AT4G16442 -3.01 -1.59 -10.17 2.49E-05 0.000804 3.22
249750_at unknown protein  ;supported by full-len--- AT5G24570 -4.09 -2.03 -10.17 2.50E-05 0.000805 3.22
263553_at putative purple acid phosphatase prec PAP10 AT2G16430 2.67 1.42 10.17 2.50E-05 0.000806 3.21
267127_at putative acetone-cyanohydrin lyase MES3 AT2G23610 -2.39 -1.26 -10.16 2.52E-05 0.000808 3.21
264506_at  germin-like protein Identical to ArabidoGLP5 AT1G09560 2.57 1.36 10.16 2.52E-05 0.000808 3.21
256585_at hypothetical protein --- AT3G28760 -3.42 -1.77 -10.14 2.54E-05 0.00081 3.20
252320_at  endoxyloglucan transferase-like prote --- AT3G48580 7.17 2.84 10.14 2.55E-05 0.00081 3.20
252303_at  putative protein hypothetical protein R--- AT3G49210 2.10 1.07 10.14 2.54E-05 0.00081 3.20
247709_at  D-xylose-H+ symporter - like protein D--- AT5G59250 -2.73 -1.45 -10.15 2.54E-05 0.00081 3.20
249685_at putative protein similar to unknown proCCB3 AT5G36120 -2.02 -1.01 -10.14 2.54E-05 0.00081 3.20
264613_at lipoyltransferase identical to GB:BAA78LIP2 AT1G04640 -2.35 -1.23 -10.14 2.54E-05 0.00081 3.20
262803_at  unknown protein Location of ESTs 152--- AT1G21000 3.85 1.95 10.14 2.55E-05 0.00081 3.20
260914_at  beta-xylosidase, putative similar to be BXL2 AT1G02640 -8.26 -3.05 -10.13 2.57E-05 0.000811 3.19
257951_at putative SGP1 monomeric G-protein s SGP2 AT3G21700 7.01 2.81 10.13 2.56E-05 0.000811 3.19
251241_s_ putative protein hypothetical proteins - --- AT3G62460 / -3.09 -1.63 -10.13 2.56E-05 0.000811 3.19
260009_at unknown protein  ;supported by full-len--- AT1G67950 -3.44 -1.78 -10.12 2.57E-05 0.000812 3.19
254770_at  extensin-like protein extensin-like prot --- AT4G13340 -7.39 -2.89 -10.12 2.58E-05 0.000813 3.18
267210_at dihydroxypolyprenylbenzoate methyltraATCOQ3 AT2G30920 -1.87 -0.90 -10.12 2.58E-05 0.000813 3.18
263391_at putative monogalactosyldiacylglycerol MGDC AT2G11810 4.38 2.13 10.11 2.59E-05 0.000814 3.18
256407_at  sucrose-proton symporter, putative simATSUC7 AT1G66570 17.19 4.10 10.10 2.60E-05 0.000817 3.17
263014_at unknown protein similar to hypothetica CAF2 AT1G23400 -2.26 -1.18 -10.10 2.60E-05 0.000817 3.17
262288_at unknown protein identical to residues 1CRR23 AT1G70760 -7.98 -3.00 -10.10 2.61E-05 0.000818 3.17
247949_at cytochrome P450 CYP81F2 AT5G57220 44.55 5.48 10.09 2.62E-05 0.000818 3.17
264394_at  aminomethyltransferase-like precurso --- AT1G11860 -3.47 -1.80 -10.09 2.62E-05 0.000818 3.17
251839_at  putative protein patatin, Solanum tubePLA IIIA AT3G54950 3.77 1.92 10.10 2.61E-05 0.000818 3.17
258239_at putative chlorophyll A-B binding proteinLHCB2.3 AT3G27690 -45.01 -5.49 -10.09 2.63E-05 0.000819 3.16
250006_at  putative protein 2'-hydroxyisoflavone rPCB2 AT5G18660 -8.63 -3.11 -10.08 2.64E-05 0.000821 3.16



247826_at  beta 1-3 glucanase - like protein beta --- AT5G58480 -2.25 -1.17 -10.08 2.64E-05 0.000821 3.16
258390_at unknown protein similar to leucine-rich --- AT3G15410 -2.18 -1.12 -10.07 2.65E-05 0.000823 3.15
252102_at dehydrin Xero2  ; supported by cDNA: LTI30 AT3G50970 -11.48 -3.52 -10.07 2.66E-05 0.000824 3.15
244981_at ribosomal protein S8 --- --- -2.62 -1.39 -10.07 2.66E-05 0.000824 3.15
259410_at hypothetical protein predicted by gene --- AT1G13340 7.98 3.00 10.05 2.69E-05 0.000825 3.14
254701_at  putative protein predicted protein, Ara --- AT4G18030 -4.43 -2.15 -10.05 2.68E-05 0.000825 3.14
258813_at NAM-like protein (no apical meristem) anac046 AT3G04060 3.13 1.65 10.05 2.69E-05 0.000825 3.14
257219_at  uroporphyrinogen decarboxylase, putaHEME1 AT3G14930 -3.15 -1.65 -10.06 2.68E-05 0.000825 3.14
267178_at unknown protein  ; supported by full-le --- AT2G37750 24.65 4.62 10.06 2.68E-05 0.000825 3.14
245793_at unknown protein ;supported by full-leng--- AT1G32220 -5.38 -2.43 -10.06 2.68E-05 0.000825 3.14
262942_at hypothetical protein similar to unknownALIS5 AT1G79450 7.84 2.97 10.05 2.69E-05 0.000825 3.14
250857_at unknown protein --- AT5G04790 -3.19 -1.68 -10.06 2.68E-05 0.000825 3.14
259020_at unknown protein  ; supported by cDNA--- AT3G07470 -2.64 -1.40 -10.05 2.70E-05 0.000826 3.13
248192_at IAA-amino acid hydrolase homolog ILLILL3 AT5G54140 2.14 1.09 10.04 2.70E-05 0.000826 3.13
248879_at ornithine aminotransferase DELTA-OAT AT5G46180 2.74 1.46 10.04 2.71E-05 0.000826 3.13
253776_at  ADP,ATP carrier-like protein ADP,ATPAAC3 AT4G28390 3.51 1.81 10.03 2.73E-05 0.000832 3.12
262452_at hypothetical protein similar to hypothet --- AT1G11210 2.23 1.16 10.02 2.74E-05 0.000832 3.12
265057_at unknown protein ;supported by full-leng--- AT1G52140 -2.34 -1.22 -10.02 2.74E-05 0.000832 3.12
248162_at  1,4-benzoquinone reductase-like; Trp FQR1 AT5G54500 3.95 1.98 10.02 2.74E-05 0.000832 3.12
254218_at  putative receptor kinase receptor-like --- AT4G23740 -2.33 -1.22 -10.02 2.75E-05 0.000832 3.12
247488_at  putative protein MtN19, Medicago trun--- AT5G61820 3.44 1.78 10.02 2.75E-05 0.000832 3.11
259707_at thylakoid-bound ascorbate peroxidase TAPX AT1G77490 -3.21 -1.68 -10.01 2.76E-05 0.000833 3.11
253121_at  putative protein predicted protein, Cae--- AT4G35890 1.83 0.87 10.01 2.77E-05 0.000835 3.11
251652_at  putative protein hypothetical protein T --- AT3G57380 3.53 1.82 10.00 2.78E-05 0.000836 3.10
254434_at ethylene-regulated transcript 2 (ERT2) --- AT4G20880 2.09 1.06 9.99 2.80E-05 0.00084 3.10
264424_at unknown protein similar to hypothetica --- AT1G61740 -2.73 -1.45 -9.99 2.80E-05 0.00084 3.10
267436_at putative receptor-like protein kinase FRK1 AT2G19190 14.37 3.84 9.99 2.80E-05 0.00084 3.10
267040_at unknown protein --- AT2G34300 -6.08 -2.60 -9.98 2.81E-05 0.000841 3.09
258203_at hypothetical protein predicted by gene --- AT3G13950 42.57 5.41 9.98 2.81E-05 0.000841 3.09
262607_at unknown protein ;supported by full-leng--- AT1G13990 2.71 1.44 9.98 2.81E-05 0.000841 3.09
260856_at TINY-like protein similar to TINY GB:C --- AT1G21910 -27.53 -4.78 -9.97 2.83E-05 0.000843 3.09
245845_at  Pto kinase interactor, putative similar tPERK10 AT1G26150 -2.19 -1.13 -9.97 2.83E-05 0.000843 3.08
258484_at sterol-C5-desaturase identical to GB:ASTE1 AT3G02580 -2.26 -1.18 -9.96 2.84E-05 0.000847 3.08
264514_at  putative cinnamyl alcohol dehydrogen --- AT1G09500 57.63 5.85 9.96 2.85E-05 0.000847 3.08
266995_at putative cytochrome P450 CYP710A1 AT2G34500 32.51 5.02 9.95 2.86E-05 0.000849 3.07



264344_at putative aspartic proteinase similar to G--- AT1G11910 1.86 0.90 9.95 2.86E-05 0.000849 3.07
248028_at putative protein similar to unknown pro--- AT5G55620 -7.28 -2.86 -9.95 2.87E-05 0.000851 3.07
251365_at  putative DNA-binding protein At2g336--- AT3G61310 -2.80 -1.49 -9.94 2.88E-05 0.000852 3.07
253190_at  UDP-galactose transporter - like prote --- AT4G35335 -2.29 -1.19 -9.94 2.89E-05 0.000855 3.06
255978_at hypothetical protein --- AT1G34010 -2.03 -1.02 -9.94 2.90E-05 0.000855 3.06
260058_at unknown protein  ; supported by cDNA--- AT1G78100 -2.37 -1.25 -9.93 2.91E-05 0.000859 3.05
261078_at unknown protein identical to SP:O5006RPL4 AT1G07320 -2.20 -1.14 -9.92 2.92E-05 0.00086 3.05
247005_at adenylylsulfate kinase-like protein  ;sup--- AT5G67520 -2.95 -1.56 -9.92 2.93E-05 0.000862 3.05
264185_at unknown protein ;supported by full-leng--- AT1G54780 -2.12 -1.09 -9.91 2.93E-05 0.000862 3.04
259937_s_ putative ABC transporter contains PfamATNAP5 AT1G71330 / 2.26 1.17 9.91 2.94E-05 0.000863 3.04
266813_at unknown protein --- AT2G44920 -2.65 -1.40 -9.89 2.99E-05 0.000876 3.02
254649_at  pherophorin - like protein pherophorin --- AT4G18570 -2.39 -1.25 -9.88 3.00E-05 0.000877 3.02
261351_at hypothetical protein predicted by gene --- AT1G79790 -2.39 -1.26 -9.87 3.01E-05 0.00088 3.02
260347_at  DHHC-type zinc finger protein, putativ --- AT1G69420 -3.60 -1.85 -9.87 3.02E-05 0.000881 3.01
248132_at SGP1 monomeric G-protein (emb|CABSGP1 AT5G54840 3.34 1.74 9.86 3.04E-05 0.000885 3.01
254347_at  putative protein DNA-binding protein AWRKY31 AT4G22070 2.59 1.37 9.86 3.04E-05 0.000885 3.01
250618_at putative protein hypothetical proteins - ATBAG3 AT5G07220 -2.07 -1.05 -9.81 3.13E-05 0.000887 2.97
247954_at beta-galactosidase (emb|CAB64740.1)BGAL4 AT5G56870 2.61 1.38 9.84 3.07E-05 0.000887 3.00
256891_at hypothetical protein contains similarity --- AT3G19030 2.87 1.52 9.85 3.06E-05 0.000887 3.00
254077_at  putative protein NorM, Vibrio parahae --- AT4G25640 2.64 1.40 9.82 3.12E-05 0.000887 2.98
248273_at putative protein contains similarity to u --- AT5G53500 -4.24 -2.08 -9.84 3.08E-05 0.000887 2.99
261216_at  catechol O-methyltransferase, putative--- AT1G33030 12.78 3.68 9.82 3.12E-05 0.000887 2.98
266155_at  cytochrome p450, putative similar to cCYP89A5 AT1G64950 / 6.27 2.65 9.81 3.14E-05 0.000887 2.97
262496_at unknown protein ; supported by full-len--- AT1G21790 -4.46 -2.16 -9.84 3.09E-05 0.000887 2.99
259297_at putative disease resistance protein simAtRLP30 AT3G05360 7.54 2.91 9.82 3.12E-05 0.000887 2.98
259882_at unknown protein similar to hypothetica --- AT1G76670 -2.32 -1.22 -9.83 3.10E-05 0.000887 2.99
249089_at  ATPase, calcium-transporting   --- AT5G44240 1.84 0.88 9.85 3.06E-05 0.000887 3.00
261483_at hypothetical protein predicted by gene --- AT1G14270 -2.40 -1.26 -9.82 3.13E-05 0.000887 2.98
256677_at  unknown protein contains Pfam profilePHF1 AT3G52190 2.44 1.29 9.81 3.13E-05 0.000887 2.97
260165_at  30S ribosomal protein S17, chloroplasRPS17 AT1G79850 -2.97 -1.57 -9.85 3.06E-05 0.000887 3.00
264383_at  putative glutathione peroxidase ContaATGPX1 AT2G25080 -2.67 -1.42 -9.82 3.12E-05 0.000887 2.98
251885_at fructose-bisphosphatase precursor  ; s --- AT3G54050 -3.54 -1.82 -9.81 3.13E-05 0.000887 2.98
250483_at  alpha-hydroxynitrile lyase-like protein MES5 AT5G10300 3.00 1.59 9.82 3.12E-05 0.000887 2.98
254790_at  probable photosystem I chain XI precuPSAL AT4G12800 -2.02 -1.01 -9.82 3.11E-05 0.000887 2.98
257699_at  phosphoglycerate kinase, putative simPGK1 AT3G12780 -2.60 -1.38 -9.83 3.10E-05 0.000887 2.99



254524_at hypothetical protein --- AT4G20000 15.70 3.97 9.81 3.13E-05 0.000887 2.97
267226_at unknown protein --- AT2G44010 6.31 2.66 9.83 3.09E-05 0.000887 2.99
253021_at  putative protein permease 1 - Mesemb--- AT4G38050 -2.38 -1.25 -9.83 3.10E-05 0.000887 2.99
267385_at unknown protein highly similar to GP|2 --- AT2G44380 3.89 1.96 9.81 3.14E-05 0.000888 2.97
260179_at unknown protein similar to hypothetica HWI1 AT1G70690 5.72 2.52 9.81 3.15E-05 0.000889 2.97
256999_at hypothetical protein predicted by gene --- AT3G14200 -2.14 -1.10 -9.80 3.16E-05 0.000891 2.97
245003_at PSII 43 KDa protein --- --- -2.28 -1.19 -9.79 3.19E-05 0.000897 2.96
265335_at Expressed protein ; supported by full-le--- AT2G18245 -1.84 -0.88 -9.78 3.19E-05 0.000898 2.96
252000_at  hypothetical protein predicted protein, --- AT3G52710 2.67 1.42 9.78 3.21E-05 0.000898 2.95
254563_at putative protein several hypothetical prERD3 AT4G19120 -2.90 -1.54 -9.78 3.21E-05 0.000898 2.95
254711_at putative protein --- AT4G18060 -2.40 -1.26 -9.78 3.21E-05 0.000898 2.95
257964_at hypothetical protein similar to hypothet --- AT3G19850 -3.54 -1.83 -9.78 3.21E-05 0.000898 2.95
251119_at  putative protein nifR3 protein, Azospir --- AT3G63510 -3.04 -1.60 -9.78 3.20E-05 0.000898 2.95
245775_at  serine/threonine kinase, putative simil CIPK23 AT1G30270 2.19 1.13 9.77 3.22E-05 0.000898 2.95
247596_at  putative protein predicted protein, Dro --- AT5G60840 -4.20 -2.07 -9.77 3.22E-05 0.000898 2.94
248487_at  ATP-dependent Clp protease ATP-binERD1 AT5G51070 2.37 1.25 9.77 3.23E-05 0.000898 2.94
252876_at putative protein  ;supported by full-leng--- AT4G39970 -3.54 -1.82 -9.77 3.23E-05 0.000898 2.94
248177_at putative protein strong similarity to unk--- AT5G54630 -2.05 -1.04 -9.76 3.23E-05 0.000898 2.94
255567_at hypothetical protein  ; supported by cD--- AT4G01150 -2.20 -1.13 -9.76 3.24E-05 0.000898 2.94
255411_at  putative ribonucleoprotein similarity to --- AT4G03110 -2.47 -1.31 -9.76 3.25E-05 0.000899 2.94
259768_at expressed protein supported by cDNA COR314-TMAT1G29390 -1.81 -0.86 -9.76 3.25E-05 0.000899 2.93
255403_at  putative GH3-like protein similar to soyDFL2 AT4G03400 -2.73 -1.45 -9.76 3.24E-05 0.000899 2.94
254034_at P-glycoprotein-2 (pgp2) PGP2 AT4G25960 -3.15 -1.65 -9.75 3.26E-05 0.000899 2.93
248402_at dihydrodipicolinate reductase-like protecrr1 AT5G52100 -3.76 -1.91 -9.75 3.26E-05 0.000899 2.93
267503_at unknown protein  ; supported by full-le --- AT2G45600 -3.67 -1.88 -9.74 3.28E-05 0.000903 2.93
264619_at putative chloroplast nucleoid DNA-bind--- AT2G17760 2.37 1.25 9.74 3.28E-05 0.000903 2.93
262539_at unknown protein Location of est 136A2--- AT1G17200 -3.11 -1.64 -9.74 3.29E-05 0.000903 2.92
250505_at cellulose synthase catalytic subunit CESA5 AT5G09870 -3.09 -1.63 -9.73 3.30E-05 0.000905 2.92
266791_at unknown protein --- AT2G02960 -2.08 -1.05 -9.73 3.30E-05 0.000905 2.92
248153_at cyclic nucleotide and calmodulin-regulaATCNGC4 AT5G54250 2.35 1.23 9.73 3.31E-05 0.000907 2.92
247340_at unknown protein --- AT5G63700 -1.97 -0.98 -9.71 3.34E-05 0.000915 2.90
263419_at putative protein kinase contains a prote--- AT2G17220 3.12 1.64 9.71 3.36E-05 0.000917 2.90
258750_at putative pectinacetylesterase similar to--- AT3G05910 -6.58 -2.72 -9.70 3.37E-05 0.00092 2.90
247038_at anthranilate N-hydroxycinnamoyl/benz EPS1 AT5G67160 2.90 1.53 9.70 3.38E-05 0.000922 2.89
250110_at  putative protein many predicted protei --- AT5G15350 -6.77 -2.76 -9.68 3.41E-05 0.000928 2.88



260542_at putative FKBP type peptidyl-prolyl cis-t--- AT2G43560 -3.91 -1.97 -9.67 3.43E-05 0.00093 2.88
253992_at putative protein  ;supported by full-leng--- AT4G26060 2.26 1.18 9.68 3.43E-05 0.00093 2.88
258920_at class 2 non-symbiotic hemoglobin iden--- AT1G04380 / -4.98 -2.32 -9.68 3.43E-05 0.00093 2.88
247251_at cellulose synthase catalytic subunit CESA6 AT5G64740 -3.01 -1.59 -9.66 3.47E-05 0.000936 2.87
252875_at GTP-binding protein GB3  ;supported bRABA4B AT4G39990 -2.00 -1.00 -9.66 3.46E-05 0.000936 2.87
250141_at  protein kinase MSK-3 - like protein kinSK13 AT5G14640 2.54 1.35 9.66 3.47E-05 0.000936 2.86
252130_at  putative protein 1 photosystem II oxygPSBO2 AT3G50820 -2.19 -1.13 -9.66 3.47E-05 0.000936 2.87
251461_at putative protein --- AT3G59780 -2.63 -1.40 -9.66 3.47E-05 0.000936 2.87
261695_at  Mg-chelatase, putative similar to Mg-cCHLD AT1G08520 -2.44 -1.29 -9.65 3.48E-05 0.000937 2.86
257225_s_  50S ribosomal protein L12-C identical RPL12-C AT3G27830 / -2.02 -1.01 -9.65 3.48E-05 0.000937 2.86
254785_at  putative pollen surface protein endospFLA2 AT4G12730 -26.89 -4.75 -9.64 3.52E-05 0.000943 2.85
256787_at beta-fructofuranosidase 1 identical to GATBFRUCT1AT3G13790 4.56 2.19 9.64 3.52E-05 0.000943 2.85
253617_at hypothetical protein --- AT4G30410 -8.06 -3.01 -9.63 3.52E-05 0.000943 2.85
263937_at putative RING zinc finger protein --- AT2G35910 2.27 1.18 9.63 3.53E-05 0.000943 2.85
259526_at hypothetical protein --- AT1G12570 -5.01 -2.32 -9.63 3.53E-05 0.000943 2.85
253860_at hypothetical protein  ;supported by full---- AT4G27700 -2.02 -1.02 -9.62 3.55E-05 0.000947 2.84
251906_at putative protein several hypothetical N ATCHX20 AT3G53720 2.80 1.49 9.61 3.58E-05 0.000954 2.83
264708_at  putative ER6 protein similar to GB:AA --- AT1G09740 2.89 1.53 9.61 3.58E-05 0.000954 2.83
266065_at phytochrome B Identical to GB:X17342PHYB AT2G18790 -2.42 -1.28 -9.60 3.59E-05 0.000956 2.83
245642_at Expressed protein ; supported by full-le--- AT1G25275 1.88 0.91 9.60 3.59E-05 0.000956 2.83
253794_at  putative protein dimethylaniline monoo--- AT4G28720 -8.89 -3.15 -9.58 3.65E-05 0.000968 2.81
248748_at putative protein contains similarity to a AMK2 AT5G47840 -2.18 -1.12 -9.57 3.67E-05 0.000974 2.80
264685_at  endo-1,4-beta-glucanase, putative simKOR2 AT1G65610 2.33 1.22 9.56 3.69E-05 0.000977 2.80
246548_at putative protein  ;supported by full-leng--- AT5G14910 -2.26 -1.18 -9.56 3.69E-05 0.000977 2.80
252993_at monooxygenase 2 (MO2) --- AT4G38540 4.84 2.28 9.56 3.70E-05 0.000977 2.80
248366_at SCARECROW transcriptional regulato --- AT5G52510 2.47 1.30 9.54 3.75E-05 0.000977 2.78
254630_at  glycolate oxidase - like protein (S)-2-h --- AT4G18360 24.88 4.64 9.55 3.73E-05 0.000977 2.79
247214_at putative protein similar to unknown pro--- AT5G64850 -7.46 -2.90 -9.54 3.75E-05 0.000977 2.78
251621_at  protein kinase - like protein wall-assoc--- AT3G57700 4.01 2.00 9.54 3.73E-05 0.000977 2.79
262488_at unknown protein EST gb|AA586241 co--- AT1G21830 -4.49 -2.17 -9.54 3.74E-05 0.000977 2.78
252980_at  putative protein Human multiple exost --- AT4G38040 -1.88 -0.91 -9.55 3.72E-05 0.000977 2.79
254105_at  magnesium-protoporphyrin IX methylt CHLM AT4G25080 -2.32 -1.21 -9.54 3.75E-05 0.000977 2.78
250444_at  beta-xylosidase - like protein beta-xylo--- AT5G10560 -2.27 -1.18 -9.56 3.70E-05 0.000977 2.80
259417_at unknown protein contains similarity to HFR1 AT1G02340 -3.57 -1.84 -9.54 3.74E-05 0.000977 2.79
266293_at putative tropinone reductase  ;supporte--- AT2G29360 -2.02 -1.01 -9.54 3.74E-05 0.000977 2.78



257064_at hypothetical protein predicted by gene --- AT3G18260 2.58 1.37 9.55 3.71E-05 0.000977 2.79
266747_at predicted by genefinder and genscan  --- AT2G02870 2.49 1.31 9.55 3.72E-05 0.000977 2.79
265824_at putative glucosyltransferase  ;supporteATCSLA07 AT2G35650 -2.83 -1.50 -9.53 3.77E-05 0.000979 2.78
261086_at hypothetical protein predicted by gene TRFL3 AT1G17460 1.95 0.96 9.53 3.77E-05 0.000979 2.78
265728_at hypothetical protein predicted by gensc--- AT2G31990 2.85 1.51 9.53 3.76E-05 0.000979 2.78
265021_at unknown protein  ;supported by full-len--- AT1G24610 -1.88 -0.91 -9.53 3.77E-05 0.000979 2.78
263509_s_ hypothetical protein --- AT2G07687 3.40 1.76 9.53 3.78E-05 0.000979 2.77
261700_at hypothetical protein similar to hypothet --- AT1G32690 2.64 1.40 9.52 3.79E-05 0.00098 2.77
267256_s_ putative serine carboxypeptidase I  ;suscpl10 AT2G23000 / -2.62 -1.39 -9.52 3.79E-05 0.000981 2.77
261822_at unknown protein ;supported by full-leng--- AT1G11380 -4.22 -2.08 -9.51 3.83E-05 0.000987 2.76
266704_at putative N-acetyl-gamma-glutamyl-pho--- AT2G19940 -2.51 -1.33 -9.51 3.83E-05 0.000987 2.76
248943_s_ putative protein similar to unknown pro--- AT5G45440 / -5.54 -2.47 -9.50 3.85E-05 0.000991 2.75
245168_at 3-ketoacyl-CoA thiolase  ;supported byPKT3 AT2G33150 2.55 1.35 9.50 3.85E-05 0.000991 2.75
266671_at  anthranilate synthase, alpha subunit idASA2 AT2G29690 -2.30 -1.20 -9.50 3.85E-05 0.000991 2.75
252885_at glycine-rich protein (clone AtGRP8)  ; sGR-RBP8 AT4G39260 3.19 1.67 9.50 3.86E-05 0.000991 2.75
245148_at putative pectinesterase  ; supported by--- AT2G45220 30.22 4.92 9.49 3.87E-05 0.000992 2.75
261742_at hypothetical protein predicted by gene --- AT1G08390 -1.96 -0.97 -9.49 3.88E-05 0.000992 2.75
251021_at  thaumatin-like protein thaumatin-like p--- AT5G02140 -4.10 -2.03 -9.49 3.87E-05 0.000992 2.75
261851_at  hexokinase, putative similar to chloropHKL1 AT1G50460 -4.27 -2.09 -9.47 3.91E-05 0.000993 2.74
245905_at  putative protein predicted proteins, Ara--- AT5G11090 2.22 1.15 9.48 3.91E-05 0.000993 2.74
257338_s_ NADH dehydrogenase subunit 5 (nad5--- AT2G07711 / 2.91 1.54 9.47 3.91E-05 0.000993 2.74
257216_at  4-methyl-5(b-hydroxyethyl)-thiazole m--- AT3G14990 5.34 2.42 9.48 3.91E-05 0.000993 2.74
252184_at steroid 22-alpha-hydroxylase (DWF4)  DWF4 AT3G50660 -2.80 -1.49 -9.48 3.90E-05 0.000993 2.74
252515_at heat shock protein 17  ; supported by cHSP17.4 AT3G46230 19.36 4.28 9.48 3.89E-05 0.000993 2.74
253688_at putative protein  ;supported by full-leng--- AT4G29590 -3.05 -1.61 -9.48 3.91E-05 0.000993 2.74
259658_at hypothetical protein predicted by gene NDF5 AT1G55370 -3.05 -1.61 -9.48 3.89E-05 0.000993 2.74
263533_at putative Rieske iron-sulfur protein  ;supTIC55 AT2G24820 1.79 0.84 9.47 3.93E-05 0.000997 2.73
251063_at  protein kinase ATN1-like protein prote --- AT5G01850 2.11 1.08 9.46 3.94E-05 0.000997 2.73
258371_at hypothetical protein contains similarity --- AT3G14410 -2.29 -1.20 -9.46 3.95E-05 0.000998 2.73
252929_at  putative fructose-bisphosphate aldolas--- AT4G38970 -2.08 -1.06 -9.45 3.97E-05 0.001 2.72
253009_at  glycine hydroxymethyltransferase like SHM1 AT4G37930 -2.80 -1.49 -9.46 3.96E-05 0.001 2.72
250580_at glutamate dehydrogenase 2  ; supporteGDH2 AT5G07440 5.70 2.51 9.46 3.96E-05 0.001 2.72
256293_at pinhead-like protein similar to pinhead AGO7 AT1G69440 3.13 1.64 9.45 3.97E-05 0.001 2.72
259143_at  calmodulin-like protein similar to calmo--- AT3G10190 2.84 1.51 9.45 3.98E-05 0.001 2.72
253976_at  putative protein kinase protein kinase D6PKL1 AT4G26610 -1.81 -0.86 -9.45 3.99E-05 0.001002 2.71



252975_s_ putative protein other predicted proteinROPGEF1 AT4G38430 -2.01 -1.01 -9.44 4.00E-05 0.001005 2.71
248230_at putative protein similar to unknown pro--- AT5G53830 4.55 2.19 9.44 4.01E-05 0.001005 2.71
267057_at hypothetical protein predicted by gensc--- AT2G32500 -6.36 -2.67 -9.44 4.02E-05 0.001006 2.71
263867_at putative aquaporin (tonoplast intrinsic pGAMMA-TIPAT2G36830 -4.62 -2.21 -9.43 4.03E-05 0.001006 2.71
263761_at putative fructose bisphosphate aldolas --- AT2G21330 -2.82 -1.50 -9.43 4.03E-05 0.001006 2.70
256829_at unknown protein similar to aluminum-in--- AT3G22850 3.58 1.84 9.43 4.04E-05 0.001008 2.70
264645_at  unknown protein Similar to Saccharom--- AT1G08940 10.09 3.33 9.42 4.06E-05 0.001011 2.70
265042_at  unknown protein Similar to acid phosp--- AT1G04040 -10.03 -3.33 -9.42 4.07E-05 0.001013 2.69
266684_at 40S ribosomal protein S15A rps15ab AT2G19720 -1.90 -0.92 -9.41 4.07E-05 0.001013 2.69
253412_at  putative protein (fragment) calcineurinCBL10 AT4G33000 -2.51 -1.33 -9.41 4.09E-05 0.001014 2.69
249927_at Glucose-1-phosphate adenylyltransferaAPL1 AT5G19220 -3.50 -1.81 -9.41 4.08E-05 0.001014 2.69
254363_at  pectinesterase like protein pectinestersks4 AT4G22010 -3.50 -1.81 -9.40 4.10E-05 0.001015 2.69
253330_at putative potassium transporter AtKT5pKUP5 AT4G33530 -2.03 -1.02 -9.41 4.10E-05 0.001015 2.69
255732_at  fatty acid condensing enzyme CUT1, KCS5 AT1G25450 / -7.74 -2.95 -9.40 4.10E-05 0.001015 2.69
259896_at unknown protein ;supported by full-leng--- AT1G71500 -2.26 -1.18 -9.40 4.11E-05 0.001016 2.68
246482_at plant adhesion molecule 1 (PAM1)  ;suPAM1 AT5G15930 -2.08 -1.06 -9.39 4.15E-05 0.001024 2.67
249677_at DNA helicase-like --- AT5G35970 -3.91 -1.97 -9.38 4.16E-05 0.001024 2.67
266480_at unknown protein  ; supported by cDNA--- AT2G31130 1.91 0.93 9.38 4.16E-05 0.001024 2.67
249193_at putative protein similar to unknown proARC6 AT5G42480 -1.82 -0.87 -9.38 4.16E-05 0.001024 2.67
249742_at putative protein contains similarity to ri --- AT5G24490 -2.46 -1.30 -9.38 4.18E-05 0.001026 2.66
254710_at  multidrug resistance protein/P-glycoprPGP9 AT4G18050 3.63 1.86 9.38 4.18E-05 0.001026 2.67
261771_at hypothetical protein contains similarity --- AT1G76150 1.78 0.83 9.37 4.18E-05 0.001026 2.66
266071_at unknown protein --- AT2G18670 / 13.39 3.74 9.37 4.20E-05 0.00103 2.66
266182_at hypothetical protein predicted by gensc--- AT2G02370 2.72 1.44 9.37 4.21E-05 0.00103 2.66
265716_at unknown protein  ;supported by full-len--- AT2G03350 -2.79 -1.48 -9.36 4.21E-05 0.00103 2.66
264837_at  unknown protein similar to ESTs emb|--- AT1G03600 -3.79 -1.92 -9.36 4.23E-05 0.001032 2.65
264111_at hypothetical protein predicted by gensc--- AT2G13690 -1.90 -0.92 -9.36 4.23E-05 0.001032 2.65
249694_at glucose-6-phosphate dehydrogenase ;G6PD1 AT5G35790 -1.83 -0.87 -9.35 4.25E-05 0.001036 2.65
246476_at putative protein predicted proteins - Ar --- AT5G16730 -2.93 -1.55 -9.35 4.27E-05 0.001039 2.64
259104_at unknown protein  ;supported by full-lenLNG2 AT3G02170 -3.73 -1.90 -9.33 4.32E-05 0.001048 2.63
248864_at bHLH protein-like --- AT5G46760 1.85 0.89 9.33 4.32E-05 0.001048 2.63
259665_at unknown protein ; supported by cDNA:--- AT1G55160 -2.66 -1.41 -9.33 4.32E-05 0.001048 2.63
265374_at hypothetical protein  ;supported by full-PSBX AT2G06520 -1.87 -0.90 -9.32 4.34E-05 0.001051 2.62
259370_at hypothetical protein predicted by gensc--- AT1G69050 2.48 1.31 9.32 4.34E-05 0.001051 2.62
260754_at unknown protein --- AT1G49000 5.87 2.55 9.31 4.37E-05 0.001056 2.62



266207_at unknown protein  ; supported by cDNA--- AT2G27680 -2.63 -1.40 -9.31 4.37E-05 0.001056 2.62
260302_at putative sulfate transporter contains Pf --- AT1G80310 / 2.71 1.44 9.31 4.38E-05 0.001058 2.61
257816_at  glycosyl transferase, putative containsQUA1 AT3G25140 -2.26 -1.17 -9.29 4.43E-05 0.001067 2.60
249823_s_ putative protein contains similarity to A--- AT5G23350 / -2.99 -1.58 -9.29 4.43E-05 0.001068 2.60
254879_at hypothetical protein --- AT4G11670 2.14 1.10 9.28 4.46E-05 0.001073 2.60
263606_at putative beta-ketoacyl-CoA synthase KCS9 AT2G16280 -3.05 -1.61 -9.28 4.47E-05 0.001075 2.59
260493_at hypothetical protein predicted by gensc--- AT2G41830 -3.79 -1.92 -9.27 4.49E-05 0.001077 2.59
257401_at hypothetical protein identical to hypoth SRO2 AT1G23550 2.61 1.38 9.27 4.49E-05 0.001077 2.59
257766_at  auxin-inducible gene (IAA2) identical t IAA2 AT3G23030 -3.26 -1.70 -9.26 4.51E-05 0.00108 2.58
266578_at putative cinnamoyl CoA reductase  ;su--- AT2G23910 2.43 1.28 9.26 4.52E-05 0.001081 2.58
260370_at putative aminolevulinate dehydratase sHEMB1 AT1G69740 -2.04 -1.03 -9.26 4.54E-05 0.001083 2.58
252277_at  alpha NAC-like protein Nascent polypeNACA2 AT3G49470 -1.79 -0.84 -9.26 4.53E-05 0.001083 2.58
265444_s_ aquaporin (plasma membrane intrinsic RD28 AT2G37170 / -4.47 -2.16 -9.24 4.58E-05 0.001092 2.57
256305_at glutathione S-conjugate transporting A MRP1 AT1G30400 3.00 1.58 9.23 4.63E-05 0.001103 2.56
246199_at putative protein ;supported by full-leng --- AT4G36530 -3.06 -1.61 -9.22 4.63E-05 0.001103 2.55
264543_at hypothetical protein predicted by gene --- AT1G55780 2.51 1.33 9.21 4.67E-05 0.00111 2.55
244996_at ribosomal protein S2 --- --- -2.29 -1.20 -9.21 4.67E-05 0.00111 2.55
250385_at aspartate aminotransferase (Asp3)  ; s ASP3 AT5G11520 4.22 2.08 9.21 4.68E-05 0.00111 2.54
253790_at  photosystem II protein W - like photos PSB28 AT4G28660 -3.53 -1.82 -9.21 4.69E-05 0.001111 2.54
259763_at unknown protein similar to GB:AAB816--- AT1G77630 -3.11 -1.64 -9.20 4.70E-05 0.001111 2.54
254931_at  serine/threonine kinase-like protein re --- AT4G11460 -2.67 -1.42 -9.20 4.70E-05 0.001111 2.54
246673_at ribosomal protein S1 ;supported by fullRPS1 AT5G30510 -1.95 -0.96 -9.20 4.70E-05 0.001111 2.54
264788_at putative DnaJ protein  ;supported by fu--- AT2G17880 -9.21 -3.20 -9.20 4.72E-05 0.001113 2.53
247131_at ferredoxin-NADP+ reductase FNR1 AT5G66190 -1.93 -0.95 -9.20 4.72E-05 0.001113 2.53
249162_at Expressed protein ; supported by full-le--- AT5G42765 -2.77 -1.47 -9.20 4.72E-05 0.001113 2.53
248105_at cell division protein FtsZ chloroplast hoFTSZ1-1 AT5G55280 -2.68 -1.42 -9.19 4.73E-05 0.001113 2.53
249057_at putative protein contains similarity to UDUR AT5G44480 13.06 3.71 9.19 4.75E-05 0.001116 2.53
260995_at unknown protein --- AT1G12120 -2.06 -1.05 -9.19 4.75E-05 0.001116 2.53
255607_at  putative acetyltransferase similar to D --- AT4G01130 -3.56 -1.83 -9.18 4.76E-05 0.001117 2.52
245859_at  serine (threonine) protein kinase - like ATNEK3 AT5G28290 -3.30 -1.72 -9.18 4.78E-05 0.001118 2.52
259523_at hypothetical protein --- AT1G12500 -3.62 -1.86 -9.18 4.77E-05 0.001118 2.52
245176_at unknown protein similar to GP|2104534--- AT2G47440 -6.28 -2.65 -9.18 4.78E-05 0.001118 2.52
263774_at unknown protein  ; supported by cDNA--- AT2G40280 -1.98 -0.98 -9.17 4.79E-05 0.001118 2.52
257700_at unknown protein similar to unknown prALIS1 AT3G12740 2.35 1.24 9.18 4.78E-05 0.001118 2.52
266045_s_ hypothetical protein --- AT2G07727 2.74 1.45 9.17 4.79E-05 0.001118 2.52



251791_at  expansin-like protein expansin At-EXPATEXPA16 AT3G55500 -5.81 -2.54 -9.17 4.80E-05 0.001118 2.51
258123_at putative MAP kinase similar to blast anMPK9 AT3G18040 -4.25 -2.09 -9.16 4.83E-05 0.001118 2.51
250983_at  putative protein In2, Zea mays, EMBL --- AT5G02780 16.63 4.06 9.17 4.82E-05 0.001118 2.51
258682_at  putative ribosomal-protein S6 kinase (S6K2 AT3G08720 6.52 2.71 9.16 4.83E-05 0.001118 2.51
262151_at hypothetical protein predicted by gene --- AT1G52510 -4.27 -2.10 -9.16 4.83E-05 0.001118 2.51
250306_at putative protein similar to unknown pro--- AT5G12170 3.03 1.60 9.17 4.81E-05 0.001118 2.51
259043_at unknown protein similar to putative pro--- AT3G03440 3.19 1.67 9.17 4.81E-05 0.001118 2.51
267181_at putative alcohol dehydrogenase  ; supp--- AT2G37760 4.07 2.02 9.16 4.85E-05 0.001121 2.51
258684_at  putative protein kinase contains Pfam --- AT3G08680 -2.65 -1.41 -9.15 4.86E-05 0.001124 2.50
261801_at hypothetical protein similar to hypothetAAE14 AT1G30520 -2.73 -1.45 -9.15 4.88E-05 0.001127 2.50
263319_at putative anion exchange protein identicBOR1 AT2G47160 -4.26 -2.09 -9.14 4.89E-05 0.001128 2.49
264704_at unknown protein similar to putative gly LGT8 AT1G70090 -3.45 -1.79 -9.14 4.90E-05 0.001128 2.49
248541_at protein kinase ATN1-like protein --- AT5G50180 -2.75 -1.46 -9.14 4.90E-05 0.001128 2.49
266302_at ethylene-insensitive3-like1 (EIL1) identEIL1 AT2G27050 -2.48 -1.31 -9.13 4.93E-05 0.001134 2.49
265945_at putative cytokinin oxidase  ; supported CKX2 AT2G19500 2.01 1.01 9.12 4.96E-05 0.001139 2.48
251766_at  putative protein PA26, p53 regulated P--- AT3G55890 / 2.07 1.05 9.12 4.96E-05 0.001139 2.48
259528_at hypothetical protein --- AT1G12330 -2.95 -1.56 -9.12 4.99E-05 0.001144 2.47
255631_at hypothetical protein BSK3 AT4G00710 -1.82 -0.86 -9.11 5.01E-05 0.001145 2.47
247593_at  ABC transporter homolog PnATH - likeGCN1 AT5G60790 2.18 1.12 9.11 5.01E-05 0.001145 2.47
260328_at putative aspartate aminotransferase si --- AT1G80360 1.81 0.86 9.11 5.00E-05 0.001145 2.47
260065_at  putative RING zinc finger protein conta--- AT1G73760 2.22 1.15 9.11 5.02E-05 0.001145 2.47
255332_at predicted protein of unknown function  --- AT4G04340 -1.86 -0.90 -9.11 5.02E-05 0.001145 2.47
254673_at  membrane-bound small GTP-binding AtRABA1e AT4G18430 8.65 3.11 9.10 5.03E-05 0.001146 2.47
246492_at  CRS2-like protein CRS2 - Zea mays, --- AT5G16140 -2.89 -1.53 -9.10 5.04E-05 0.001148 2.46
246619_at transmembrane protein FT27/PFT27-li --- AT5G36290 -1.84 -0.88 -9.10 5.05E-05 0.001149 2.46
261525_at hypothetical protein predicted by gene --- AT1G14330 2.61 1.38 9.09 5.06E-05 0.00115 2.46
254667_at  glycine-rich cell wall protein-like glycin--- AT4G18280 -4.26 -2.09 -9.09 5.08E-05 0.001153 2.45
246370_at hypothetical protein predicted by gene --- AT1G51920 21.76 4.44 9.09 5.09E-05 0.001153 2.45
266098_at hypothetical protein predicted by gensc--- AT2G37870 2.82 1.50 9.09 5.09E-05 0.001153 2.45
260044_at Expressed protein ; supported by full-le--- AT1G73655 -2.07 -1.05 -9.08 5.10E-05 0.001155 2.45
247817_at Expressed protein ; supported by full-le--- AT5G58375 2.37 1.25 9.08 5.11E-05 0.001155 2.45
266000_at putative cytochrome P450 identical to GCYP71B6 AT2G24180 4.33 2.11 9.07 5.16E-05 0.00116 2.44
264515_at hypothetical protein similar to hypothet --- AT1G10090 -1.73 -0.79 -9.07 5.16E-05 0.00116 2.44
249864_at putative protein similar to unknown proATMGT10 AT5G22830 -1.81 -0.86 -9.07 5.16E-05 0.00116 2.44
245644_at unknown protein similar to putative rec--- AT1G25320 -2.33 -1.22 -9.07 5.16E-05 0.00116 2.44



262558_at Expressed protein ; supported by full-le--- AT1G31335 -2.21 -1.15 -9.07 5.14E-05 0.00116 2.44
251784_at  putative protein photosystem II oxygenPPL1 AT3G55330 -3.32 -1.73 -9.07 5.16E-05 0.00116 2.44
261942_at unknown protein similar to putative DNAGL87 AT1G22590 -4.09 -2.03 -9.07 5.16E-05 0.00116 2.44
255590_at  cathepsin B-like cysteine protease, pu--- AT4G01610 2.45 1.30 9.06 5.17E-05 0.001161 2.43
254293_at  putative protein SF16 protein, HelianthIQD22 AT4G23060 -4.12 -2.04 -9.06 5.19E-05 0.001163 2.43
258809_at NAM-like protein (no apical meristem) anac047 AT3G04070 6.35 2.67 9.06 5.20E-05 0.001164 2.43
267209_at unknown protein  ;supported by full-len--- AT2G30930 -2.54 -1.34 -9.05 5.22E-05 0.001166 2.43
256818_at hypothetical protein contains Pfam pro --- AT3G21420 1.91 0.93 9.05 5.22E-05 0.001166 2.43
265985_at hypothetical protein predicted by genscATPUP5 AT2G24220 -1.89 -0.92 -9.05 5.22E-05 0.001166 2.42
256482_at  protein kinase, putative contains PfamFEI1 AT1G31420 -2.04 -1.03 -9.05 5.23E-05 0.001167 2.42
258218_at  methyltransferase, putative similar to mXPL1 AT3G17998 / -2.96 -1.57 -9.04 5.24E-05 0.001168 2.42
259729_at hypothetical protein predicted by genef--- AT1G77640 -8.18 -3.03 -9.04 5.26E-05 0.00117 2.42
246842_at Expressed protein ; supported by full-le--- AT5G26731 3.52 1.82 9.04 5.27E-05 0.001171 2.42
263326_at unknown protein  ; supported by cDNA--- AT2G04280 -2.89 -1.53 -9.03 5.30E-05 0.001176 2.41
261076_at unknown protein ;supported by full-lengSMO2-1 AT1G07420 -1.88 -0.91 -9.03 5.31E-05 0.001177 2.41
266929_at putative AT-hook DNA-binding protein --- AT2G45850 -2.07 -1.05 -9.03 5.31E-05 0.001178 2.41
254300_at  Translation factor EF-1 alpha - like proACR7 AT4G22780 2.96 1.57 9.02 5.34E-05 0.001182 2.40
247327_at peroxidase (emb|CAA67551.1)  ;suppo--- AT5G64120 24.59 4.62 9.01 5.37E-05 0.001188 2.39
247351_at putative protein contains similarity to NANAC102 AT5G63790 6.60 2.72 9.01 5.39E-05 0.001189 2.39
251500_at  receptor-like protein kinase receptor-li --- AT3G59110 -1.98 -0.98 -9.01 5.38E-05 0.001189 2.39
246327_at  receptor-like serine/threonine kinase, --- AT1G16670 2.50 1.32 9.00 5.40E-05 0.001192 2.39
253519_at  predicted protein red-1 gene, M.musc --- AT4G31240 4.15 2.05 9.00 5.41E-05 0.001192 2.39
252366_at Expressed protein ; supported by full-le--- AT3G48420 -5.39 -2.43 -9.00 5.42E-05 0.001193 2.39
259858_at putative receptor kinase similar to rece--- AT1G68400 -3.86 -1.95 -8.99 5.45E-05 0.001197 2.38
245698_at phosphate/phosphoenolpyruvate trans --- AT5G04160 -3.44 -1.78 -8.98 5.47E-05 0.001197 2.38
244953_s_ NADH dehydrogenase subunit 6 --- AT2G07731 3.18 1.67 8.98 5.47E-05 0.001197 2.37
263456_at unknown protein --- AT2G22125 -2.67 -1.42 -8.98 5.47E-05 0.001197 2.37
256453_at  GSH-dependent dehydroascorbate re DHAR2 AT1G75270 4.30 2.11 8.99 5.46E-05 0.001197 2.38
262055_at unknown protein ; supported by full-len--- AT1G79970 1.90 0.92 8.99 5.46E-05 0.001197 2.38
257687_at hypothetical protein predicted by gene SDRB AT3G12800 2.03 1.02 8.99 5.44E-05 0.001197 2.38
253163_at  putative protein E1B 19K/Bcl-2-interac--- AT4G35750 2.82 1.49 8.98 5.48E-05 0.001197 2.37
265287_at putative photosystem I reaction center PSAE-2 AT2G20260 -1.76 -0.82 -8.98 5.48E-05 0.001197 2.37
261309_at  phosphoethanolamine N-methyltransfeCPuORF31 AT1G48598 / -3.44 -1.78 -8.98 5.49E-05 0.001197 2.37
253849_at  putative protein 150-kD protein, Dictyo--- AT4G28080 -1.95 -0.96 -8.97 5.50E-05 0.001199 2.37
253736_at  Proline-rich APG - like protein proline- --- AT4G28780 -3.33 -1.74 -8.97 5.53E-05 0.001202 2.36



260943_at  thioredoxin, putative similar to thioredoATTRX5 AT1G45145 2.90 1.54 8.97 5.52E-05 0.001202 2.36
246154_at  putative protein predicted protein, Ara --- AT5G19940 -2.03 -1.02 -8.96 5.54E-05 0.001204 2.36
265305_at putative tyrosine decarboxylase --- AT2G20340 -2.51 -1.33 -8.96 5.57E-05 0.001208 2.35
250133_at thioredoxin f2 (gb|AAD35004.1)  ; suppTRXF2 AT5G16400 -3.70 -1.89 -8.96 5.57E-05 0.001208 2.36
257333_at cytochrome c oxidase subunit 1 --- --- 4.20 2.07 8.95 5.59E-05 0.001211 2.35
259008_at metallothionein-like protein similar to mMT2A AT3G09390 2.20 1.14 8.95 5.61E-05 0.001212 2.35
245002_at PSII D2 protein --- --- -2.43 -1.28 -8.95 5.60E-05 0.001212 2.35
257236_at hypothetical protein --- AT3G15095 -2.51 -1.33 -8.95 5.61E-05 0.001212 2.35
264300_at  gamma glutamyl hydrolase, putative sATGGH3 AT1G78670 2.00 1.00 8.94 5.64E-05 0.001216 2.34
252334_at  mitochondrial phosphate transporter m--- AT3G48850 26.37 4.72 8.94 5.64E-05 0.001217 2.34
246832_at  putative protein isopenicillin N epimera--- AT5G26600 2.25 1.17 8.93 5.67E-05 0.001221 2.34
244940_at ribosomal protein S12 (trans-splice par--- --- -2.40 -1.26 -8.93 5.68E-05 0.001223 2.33
265938_at putative SF21 protein  {Helianthus ann--- AT2G19620 -7.25 -2.86 -8.93 5.69E-05 0.001224 2.33
253052_at cytochrome P450-like protein ; supportCYP81H1 AT4G37310 5.42 2.44 8.92 5.70E-05 0.001225 2.33
260567_at putative glucosyltransferase  ;supporteUGT74F2 AT2G43820 3.07 1.62 8.92 5.72E-05 0.001228 2.33
252115_at non-specific lipid transfer protein  ;suppLTP5 AT3G51600 -2.38 -1.25 -8.91 5.75E-05 0.001232 2.32
256228_at  phosphoglycerate kinase, putative sim--- AT1G56190 -2.53 -1.34 -8.91 5.77E-05 0.001235 2.32
247487_at  putative protein predicted protein, Ara --- AT5G62150 22.84 4.51 8.91 5.77E-05 0.001235 2.32
264954_at  carboxyphosphonoenolpyruvate muta --- AT1G77060 -2.72 -1.44 -8.89 5.84E-05 0.001248 2.30
251920_at  uracil phosphoribosyltransferase-like p--- AT3G53900 -4.60 -2.20 -8.88 5.87E-05 0.001252 2.30
246613_at acetyl-CoA carboxylase  ;supported byCAC2 AT5G35360 -2.49 -1.31 -8.88 5.87E-05 0.001252 2.30
252868_at  putative protein tubulin-folding cofactoPOR AT4G39920 -1.84 -0.88 -8.88 5.88E-05 0.001254 2.30
252878_at  mitochondrial carrier - like protein AgPSAMC1 AT4G39460 -2.05 -1.04 -8.87 5.91E-05 0.001259 2.29
252615_at serine/proline-rich  protein --- AT3G45230 -3.06 -1.61 -8.87 5.94E-05 0.001262 2.29
260457_at unknown protein --- AT1G72480 -2.03 -1.02 -8.87 5.94E-05 0.001262 2.29
252400_at hypothetical protein --- AT3G48020 4.59 2.20 8.86 5.95E-05 0.001263 2.28
258997_at hypothetical protein similar to unknown--- AT3G01810 -3.45 -1.79 -8.86 5.96E-05 0.001264 2.28
258467_at unknown protein contains Pfam profile --- AT3G06060 -2.26 -1.18 -8.86 5.98E-05 0.001266 2.28
251428_at beta-glucosidase-like protein several bDIN2 AT3G60140 134.02 7.07 8.86 5.98E-05 0.001266 2.28
267237_s_ unknown protein  ;supported by full-len--- AT2G44040 / -4.75 -2.25 -8.86 5.98E-05 0.001266 2.28
263467_at unknown protein --- AT2G31730 -4.71 -2.24 -8.85 6.01E-05 0.001269 2.27
265415_at unknown protein  ;supported by full-lenPSB29 AT2G20890 -2.15 -1.10 -8.85 6.00E-05 0.001269 2.27
250305_at putative protein contains similarity to u --- AT5G12150 -2.40 -1.26 -8.85 6.01E-05 0.001269 2.27
258324_at putative DNA binding protein identical TSO1 AT3G22780 -1.84 -0.88 -8.84 6.03E-05 0.001271 2.27
247461_at  putative protein various predicted prot ATBAG2 AT5G62100 -2.47 -1.30 -8.84 6.05E-05 0.001275 2.26



266650_at unknown protein --- AT2G25800 -2.40 -1.26 -8.84 6.06E-05 0.001275 2.26
254303_at predicted protein --- AT4G22830 -1.95 -0.96 -8.84 6.06E-05 0.001275 2.26
265499_at putative glucosyltransferase UGT73B5 AT2G15480 14.29 3.84 8.82 6.15E-05 0.001293 2.25
253276_at  caffeoyl-CoA O-methyltransferase - lik--- AT4G34050 2.88 1.53 8.81 6.17E-05 0.001294 2.24
251995_at  nuclear envelope membrane protein - FK AT3G52940 -1.84 -0.88 -8.81 6.18E-05 0.001296 2.24
261563_at  polyphosphoinositide binding protein, --- AT1G01630 -2.18 -1.12 -8.81 6.19E-05 0.001297 2.24
255428_at  putative LRR receptor-like protein kinaSRF3 AT4G03390 -1.98 -0.99 -8.80 6.21E-05 0.001299 2.24
259300_at hypothetical protein predicted by gensc--- AT3G05100 -1.97 -0.98 -8.80 6.22E-05 0.0013 2.24
245150_at photolyase/blue-light receptor (PHR2) PHR2 AT2G47590 -2.27 -1.19 -8.80 6.23E-05 0.0013 2.23
246968_at  RING finger-like protein RING-H2 fing --- AT5G24870 2.56 1.36 8.80 6.24E-05 0.001301 2.23
253251_at  putative protein similarity predicted pro--- AT4G34730 -2.70 -1.43 -8.79 6.25E-05 0.001301 2.23
245354_at Lil3 protein ;supported by full-length cDLIL3:1 AT4G17600 -2.27 -1.18 -8.80 6.24E-05 0.001301 2.23
255552_at S-adenosylmethionine synthase 2  ;su SAM-2 AT4G01850 -2.12 -1.08 -8.79 6.28E-05 0.001307 2.22
264037_at putative steroid sulfotransferase  ;supp--- AT2G03750 -2.34 -1.23 -8.78 6.29E-05 0.001309 2.22
251934_at  putative protein delta-latroinsectotoxin--- AT3G54070 -2.30 -1.20 -8.78 6.31E-05 0.001311 2.22
266745_at unknown protein  ; supported by cDNAPKS1 AT2G02950 -5.71 -2.51 -8.78 6.32E-05 0.001312 2.22
257190_at  30S ribosomal protein S10, putative s --- AT3G13120 -2.96 -1.57 -8.78 6.33E-05 0.001312 2.22
246015_at  putative protein predicted proteins, Dr --- AT5G10700 -1.92 -0.94 -8.78 6.33E-05 0.001312 2.22
245007_at PSI P700 apoprotein A1 --- --- -3.59 -1.85 -8.77 6.34E-05 0.001313 2.21
253489_at  monogalactosyldiacylglycerol synthas MGD1 AT4G31780 -2.83 -1.50 -8.76 6.39E-05 0.001315 2.21
246411_at hypothetical protein contains similarity --- AT1G57770 -4.85 -2.28 -8.77 6.37E-05 0.001315 2.21
247213_at unknown protein  ; supported by full-le PROPEP1 AT5G64900 10.84 3.44 8.77 6.37E-05 0.001315 2.21
245242_at chlorophyll a oxygenase identical to chCH1 AT1G44446 -2.52 -1.33 -8.76 6.38E-05 0.001315 2.21
250906_at  1,4-alpha-glucan branching enzyme p SBE2.2 AT5G03650 -2.16 -1.11 -8.77 6.36E-05 0.001315 2.21
258853_at unknown protein similar to GB:AAD552--- AT3G06440 -1.96 -0.97 -8.77 6.38E-05 0.001315 2.21
253283_at hypothetical protein  ; supported by cD--- AT4G34090 -2.76 -1.46 -8.76 6.39E-05 0.001315 2.21
261315_at  AP2 domain containing protein, putativERF8 AT1G53170 4.54 2.18 8.76 6.40E-05 0.001315 2.20
255430_at  putative chloroplast protein import comtic20-IV AT4G03320 4.07 2.02 8.75 6.44E-05 0.001317 2.20
248335_at putative protein strong similarity to unk--- AT5G52450 3.37 1.75 8.75 6.43E-05 0.001317 2.20
255573_at hypothetical protein --- AT4G01400 -1.73 -0.79 -8.76 6.42E-05 0.001317 2.20
252228_at  porin - like protein porin, MesembryanVDAC5 AT3G49920 -1.83 -0.87 -8.75 6.44E-05 0.001317 2.20
244993_s_ hypothetical protein --- --- -2.39 -1.26 -8.75 6.43E-05 0.001317 2.20
262283_at unknown protein ;supported by full-leng--- AT1G68590 -2.54 -1.34 -8.74 6.48E-05 0.001323 2.19
256186_at 4-coumarate:CoA ligase 1 identical to 44CL1 AT1G51680 5.88 2.56 8.74 6.50E-05 0.001326 2.19
246231_at putative protein --- AT4G37080 -2.60 -1.38 -8.74 6.51E-05 0.001329 2.19



263363_at putative cold-regulated protein  ;suppo --- AT2G03850 7.78 2.96 8.73 6.52E-05 0.001329 2.18
265388_s_ unknown protein  ;supported by full-len--- AT2G20990 / -1.93 -0.95 -8.73 6.53E-05 0.00133 2.18
248460_at Expressed protein ; supported by full-le--- AT5G50915 -12.61 -3.66 -8.73 6.54E-05 0.00133 2.18
252231_at hypothetical protein  ;supported by full---- AT3G49720 -2.29 -1.20 -8.73 6.55E-05 0.001332 2.18
267606_at putative beta-ketoacyl-CoA synthase KCS11 AT2G26640 -1.84 -0.88 -8.73 6.56E-05 0.001333 2.18
266905_at putative katanin  ;supported by full-leng--- AT2G34560 -2.74 -1.45 -8.72 6.59E-05 0.001338 2.17
266194_at unknown protein --- AT2G39090 -1.69 -0.76 -8.72 6.60E-05 0.001338 2.17
250767_at putative protein contains similarity to u ATNFXL2 AT5G05660 -1.84 -0.88 -8.72 6.61E-05 0.001338 2.17
246454_at Expressed protein ; supported by full-leDHAR3 AT5G16710 -1.99 -1.00 -8.72 6.61E-05 0.001338 2.17
261165_at  dihydrolipoamide S-acetyltransferase, EMB3003 AT1G34430 -2.03 -1.02 -8.71 6.62E-05 0.001339 2.17
255506_at  predicted glycosyl transferase similar GATL6 AT4G02130 -4.15 -2.05 -8.71 6.65E-05 0.001341 2.16
247215_at Expressed protein ; supported by full-lePROPEP3 AT5G64905 51.67 5.69 8.71 6.64E-05 0.001341 2.16
263737_at unknown protein ;supported by full-leng--- AT1G60010 -2.31 -1.21 -8.71 6.64E-05 0.001341 2.16
260215_at unknown protein --- AT1G74530 -2.01 -1.00 -8.70 6.67E-05 0.001344 2.16
251865_at  protein phosphatase 2A regulatory su --- AT3G54930 -1.82 -0.86 -8.70 6.68E-05 0.001345 2.16
266275_at putative tropinone reductase --- AT2G29370 -2.36 -1.24 -8.70 6.70E-05 0.001347 2.16
249710_at  glutamate-ammonia ligase (EC 6.3.1.2GS2 AT5G35630 -2.06 -1.05 -8.68 6.76E-05 0.001358 2.15
260289_at CAD ATPase (AAA1) identical to CAD ERH3 AT1G80350 -1.68 -0.75 -8.68 6.78E-05 0.001359 2.14
260566_at cysteine synthase (cpACS1)  ;supporteOASB AT2G43750 -2.34 -1.23 -8.68 6.78E-05 0.001359 2.14
247333_at 1-aminocyclopropane-1-carboxylic acidFLS5 AT5G63600 4.61 2.21 8.68 6.78E-05 0.001359 2.14
253791_at early auxin-inducible protein 11 (IAA11IAA11 AT4G28640 -2.42 -1.28 -8.68 6.78E-05 0.001359 2.14
261394_at  wall-associated kinase 2, putative sim --- AT1G79680 35.19 5.14 8.67 6.81E-05 0.001361 2.14
246708_at  putative protein various predicted prot --- AT5G28150 -2.42 -1.28 -8.67 6.82E-05 0.001361 2.14
250075_at putative protein --- AT5G17670 -3.56 -1.83 -8.68 6.81E-05 0.001361 2.14
250656_at putative protein contains similarity to u --- AT5G06970 -2.64 -1.40 -8.67 6.82E-05 0.001362 2.13
263287_at Expressed protein ; supported by full-le--- AT2G36145 -7.17 -2.84 -8.67 6.83E-05 0.001362 2.13
258158_at acid phosphatase type 5 identical to G PAP17 AT3G17790 8.09 3.02 8.66 6.86E-05 0.001363 2.13
266225_at putative membrane channel protein  ;s ATOEP16-1 AT2G28900 -5.52 -2.47 -8.67 6.84E-05 0.001363 2.13
247550_at putative protein many predicted protein--- AT5G61370 1.78 0.83 8.66 6.86E-05 0.001363 2.13
260812_at  nodulin-like protein similar to MtN21 G--- AT1G43650 -3.14 -1.65 -8.66 6.88E-05 0.001368 2.13
259915_at unknown protein --- AT1G72790 -5.52 -2.47 -8.65 6.93E-05 0.001374 2.12
264887_at  unknown protein similar to ripening-ind--- AT1G23120 2.91 1.54 8.65 6.94E-05 0.001374 2.12
248507_at putative protein strong similarity to unk--- AT5G50420 -2.34 -1.23 -8.65 6.94E-05 0.001374 2.12
253458_at  putative protein predicted protein, Ara --- AT4G32070 3.09 1.63 8.65 6.93E-05 0.001374 2.12
264938_at unknown protein contains similarity to S--- AT1G60610 2.02 1.02 8.65 6.93E-05 0.001374 2.12



246389_at  amino acid carrier, putative similar to aAAP3 AT1G77380 2.66 1.41 8.65 6.95E-05 0.001374 2.12
262966_at  ER lumen protein retaining receptor, p--- AT1G75760 -1.97 -0.98 -8.64 6.98E-05 0.001374 2.11
245405_at hypothetical protein --- AT4G17150 -1.75 -0.81 -8.64 6.97E-05 0.001374 2.11
261286_at unknown protein ; supported by cDNA:--- AT1G35780 -2.44 -1.29 -8.64 6.96E-05 0.001374 2.11
254623_at  protein ch-42 precursor, chloroplast  ;sCHLI1 AT4G18480 -2.59 -1.37 -8.64 6.98E-05 0.001374 2.11
258086_at dihydrolipoamide S-acetyltransferase i LTA2 AT3G25860 -2.28 -1.19 -8.63 7.02E-05 0.001381 2.10
261540_at unknown protein --- AT1G63610 -2.16 -1.11 -8.63 7.03E-05 0.001381 2.10
265151_at hypothetical protein similar to hypothet --- AT1G51340 2.39 1.26 8.63 7.05E-05 0.001384 2.10
266097_at unknown protein  ; supported by cDNASOUL-1 AT2G37970 5.03 2.33 8.63 7.05E-05 0.001384 2.10
263922_s_ putative pyruvate kinase  ;supported by--- AT2G36580 / 1.82 0.86 8.62 7.07E-05 0.001386 2.10
252274_at  branched-chain-amino-acid transaminBCAT3 AT3G49680 -1.95 -0.97 -8.62 7.07E-05 0.001386 2.10
252317_at  putative protein hypersensitivity-relate --- AT3G48720 -13.49 -3.75 -8.62 7.08E-05 0.001387 2.09
258719_at putative pectate lyase simliar to pectat --- AT3G09540 -4.95 -2.31 -8.62 7.10E-05 0.001389 2.09
254167_at  serine/threonine kinase-like protein  seCIPK8 AT4G24400 2.13 1.09 8.61 7.11E-05 0.00139 2.09
254764_at putative protein  ; supported by cDNA: --- AT4G13250 4.61 2.21 8.61 7.12E-05 0.00139 2.09
259990_s_  F-box protein FKF1/ADO3, AtFBX2a i FKF1 AT1G68050 / 2.91 1.54 8.61 7.15E-05 0.001394 2.08
264635_at unknown protein ;supported by full-leng--- AT1G65500 6.87 2.78 8.61 7.15E-05 0.001394 2.09
255243_at  putative protein hypothetical protein - A--- AT4G05590 1.94 0.96 8.61 7.16E-05 0.001394 2.08
247746_at uncoupling protein AtUCP2  ;supportedATUCP2 AT5G58970 -2.53 -1.34 -8.60 7.18E-05 0.001397 2.08
256746_at  alpha-glucan phosphorylase, putative --- AT3G29320 -2.77 -1.47 -8.60 7.19E-05 0.001399 2.08
244935_at NADH dehydrogenase subunit --- --- -1.90 -0.93 -8.59 7.21E-05 0.001401 2.08
261507_at  RIBOSOMAL PROTEIN, putative simi --- AT1G71720 -1.93 -0.95 -8.59 7.22E-05 0.001401 2.07
247979_at pollen specific protein SF21  ;supporte --- AT5G56750 -2.24 -1.16 -8.59 7.24E-05 0.001402 2.07
258632_s_  putative MAP3K epsilon protein kinaseMAPKKK7 AT3G07980 / -2.57 -1.36 -8.59 7.26E-05 0.001402 2.07
260936_at hypothetical protein predicted by gene --- AT1G45150 2.06 1.04 8.59 7.24E-05 0.001402 2.07
257794_at hypothetical protein predicted by gensc--- AT3G27050 -2.46 -1.30 -8.59 7.25E-05 0.001402 2.07
251414_at hypothetical protein --- AT3G60370 -2.38 -1.25 -8.59 7.23E-05 0.001402 2.07
266575_at putative chloroplast initiation factor 3  ; --- AT2G24060 -2.12 -1.09 -8.59 7.25E-05 0.001402 2.07
250649_at thioredoxin-like  ; supported by cDNA: WCRKC1 AT5G06690 -2.20 -1.14 -8.58 7.27E-05 0.001403 2.07
253738_at  photosystem I subunit PSI-E - like pro PSAE-1 AT4G28750 -1.69 -0.76 -8.58 7.27E-05 0.001403 2.07
263010_at T76725 come from this gene. --- AT1G23330 1.84 0.88 8.58 7.29E-05 0.001404 2.06
249393_at  disease resistance - like protein resist AtRLP54 AT5G40170 3.99 2.00 8.57 7.33E-05 0.00141 2.06
245138_at unknown protein predicted by genscanAFO AT2G45190 -3.14 -1.65 -8.57 7.33E-05 0.00141 2.06
254234_at  putative major latex protein major late --- AT4G23680 7.89 2.98 8.56 7.37E-05 0.001415 2.05
246408_at hypothetical protein predicted by gene --- AT1G57680 -2.43 -1.28 -8.56 7.38E-05 0.001415 2.05



256134_at aminoalcoholphosphotransferase identAAPT1 AT1G13560 -1.85 -0.89 -8.56 7.37E-05 0.001415 2.05
265660_at putative disease resistance protein AtRLP21 AT2G25470 2.73 1.45 8.55 7.43E-05 0.001425 2.04
266509_at DegP2 protease identical to DegP2 proDEGP2 AT2G47940 -2.17 -1.11 -8.55 7.44E-05 0.001425 2.04
248908_at receptor kinase-like protein MEE62 AT5G45800 7.39 2.89 8.55 7.45E-05 0.001425 2.04
247618_at  receptor like protein kinase receptor li --- AT5G60280 2.08 1.06 8.55 7.45E-05 0.001425 2.04
257773_at hypothetical protein predicted by gene --- AT3G29185 -2.08 -1.06 -8.55 7.46E-05 0.001425 2.04
265260_at NAM (no apical meristem)-like protein anac042 AT2G43000 31.03 4.96 8.55 7.47E-05 0.001425 2.04
259952_at putative disease resistance protein simAtRLP12 AT1G71400 3.60 1.85 8.55 7.47E-05 0.001425 2.04
253478_at  putative protein trichohyalin - human, --- AT4G32350 -3.18 -1.67 -8.54 7.51E-05 0.001431 2.03
257175_s_  cyclopropane-fatty-acyl-phospholipid s--- AT3G23470 / -2.05 -1.04 -8.54 7.52E-05 0.001431 2.03
261398_at hypothetical protein contains similarity NHX6 AT1G79610 2.00 1.00 8.54 7.52E-05 0.001431 2.03
260648_at unknown protein --- AT1G08050 3.34 1.74 8.53 7.54E-05 0.001431 2.03
265873_at  putative beta-1,3-glucanase  ;supporte--- AT2G01630 -2.26 -1.18 -8.53 7.54E-05 0.001431 2.03
264018_at putative triosephosphate isomerase  ;sTIM AT2G21170 -1.95 -0.96 -8.53 7.55E-05 0.001434 2.02
265620_at unknown protein --- AT2G27310 8.51 3.09 8.53 7.57E-05 0.001435 2.02
266267_at putative glutathione S-transferase  ; suATGSTU4 AT2G29460 28.45 4.83 8.52 7.59E-05 0.001438 2.02
244943_at NADH dehydrogenase subunit 9 --- ATMG00070 2.51 1.33 8.52 7.63E-05 0.001444 2.01
260222_at putative alpha galactosyltransferase si XXT5 AT1G74380 -3.85 -1.95 -8.51 7.66E-05 0.001444 2.01
253022_at putative protein --- AT4G38060 3.90 1.96 8.51 7.65E-05 0.001444 2.01
248100_at  beta-1,3-glucanase-like protein  ;supp --- AT5G55180 -7.62 -2.93 -8.51 7.66E-05 0.001444 2.01
245532_at cytochrome P450 like protein CYP97B3 AT4G15110 -1.69 -0.76 -8.52 7.64E-05 0.001444 2.01
252984_at cinnamyl-alcohol dehydrogenase ELI3 ELI3-2 AT4G37990 8.60 3.10 8.51 7.66E-05 0.001444 2.01
256728_at  glutamyl-tRNA amidotransferase subu--- AT3G25660 -2.63 -1.40 -8.50 7.70E-05 0.00145 2.00
256612_at hypothetical protein predicted by gene --- AT3G29280 -2.24 -1.17 -8.50 7.71E-05 0.00145 2.00
259771_at unknown protein --- AT1G29470 -2.72 -1.44 -8.50 7.73E-05 0.001453 2.00
250062_at  BCS1 - like protein h-bcs1, Homo sap --- AT5G17760 3.22 1.69 8.50 7.74E-05 0.001454 2.00
245399_at membrane channel like protein ;suppo TIP2;2 AT4G17340 -3.69 -1.88 -8.50 7.75E-05 0.001455 2.00
247982_at serine O-acetyltransferase (EC 2.3.1.3ATSERAT1; AT5G56760 -2.04 -1.03 -8.49 7.78E-05 0.001458 1.99
265073_at unknown protein similar to putative tyro--- AT1G55480 -3.62 -1.86 -8.49 7.78E-05 0.001458 1.99
266662_at hypothetical protein predicted by gensc--- AT2G25830 -2.45 -1.29 -8.49 7.80E-05 0.00146 1.99
245861_at  GTL1 - like protein GTL1, Arabidopsis --- AT5G28300 -4.23 -2.08 -8.48 7.81E-05 0.001462 1.99
267601_at hypothetical protein predicted by genef--- AT2G32980 -2.02 -1.02 -8.48 7.82E-05 0.001462 1.99
252117_at  mucin -like protein hemomucin, DrosoYLS2 AT3G51430 3.06 1.62 8.48 7.83E-05 0.001463 1.99
246622_at protein phosphatase-2C PP2C-like  ; s --- AT5G36250 -1.76 -0.82 -8.48 7.84E-05 0.001463 1.98
254299_at hypothetical protein  ;supported by full-NYE1 AT4G22920 3.93 1.98 8.48 7.86E-05 0.001466 1.98



257339_s_ ATP synthase subunit 9 --- AT2G07671 2.90 1.54 8.47 7.90E-05 0.001472 1.98
264893_at unknown protein similar to unknown pr --- AT1G23140 2.35 1.23 8.47 7.91E-05 0.001472 1.98
253856_at hypothetical protein  ;supported by full---- AT4G28100 -1.76 -0.81 -8.47 7.92E-05 0.001473 1.97
247884_at lipid transfer protein; glossy1 homolog CER3 AT5G57800 -6.07 -2.60 -8.46 7.94E-05 0.001476 1.97
248138_at pyruvate decarboxylase (gb|AAB16855PDC2 AT5G54960 2.55 1.35 8.45 8.00E-05 0.001479 1.96
263382_at putative anthranilate N-hydroxycinnam--- AT2G40230 -2.36 -1.24 -8.45 8.00E-05 0.001479 1.96
258879_at unknown protein  ; supported by full-le --- AT3G03270 4.14 2.05 8.46 7.97E-05 0.001479 1.97
245939_at  oxoglutarate/malate translocator-like p--- AT5G19760 -1.98 -0.99 -8.45 7.99E-05 0.001479 1.96
250234_at  transaldolase - like protein transaldola--- AT5G13420 2.66 1.41 8.46 7.98E-05 0.001479 1.96
266370_at hypothetical protein predicted by gensc--- AT2G41350 -1.73 -0.79 -8.45 8.01E-05 0.001479 1.96
261206_at  heat shock factor protein hsf8, putative--- AT1G12800 -2.30 -1.20 -8.45 8.00E-05 0.001479 1.96
248910_at serine threonine protein kinase ; suppoCIPK20 AT5G45820 -3.43 -1.78 -8.46 7.97E-05 0.001479 1.97
257911_at hypothetical protein contains similarity GLYR1 AT3G25530 -1.75 -0.81 -8.45 8.01E-05 0.001479 1.96
264266_at putative protein phosphatase 2C simila--- AT1G09160 -2.63 -1.39 -8.45 8.02E-05 0.001479 1.96
263706_s_  3-methyladenine DNA glycosylase, pu--- AT1G31180 / -3.12 -1.64 -8.45 8.03E-05 0.001479 1.96
260978_at  17.6 kDa heat shock protein (AA 1-15 --- AT1G53540 4.95 2.31 8.45 8.04E-05 0.001479 1.96
251225_at  putative protein glycosyl transferase lgGATL7 AT3G62660 -2.62 -1.39 -8.45 8.03E-05 0.001479 1.96
248224_at  thylakoid lumenal 17.4 kD protein, chlo--- AT5G53490 -2.63 -1.39 -8.44 8.05E-05 0.001479 1.96
247176_at acyl-CoA oxidase (gb|AAC13497.1)  ; sACX2 AT5G65110 2.89 1.53 8.44 8.05E-05 0.001479 1.96
260106_at unknown protein ;supported by full-leng--- AT1G35420 -1.99 -0.99 -8.44 8.10E-05 0.001486 1.95
248975_at unknown protein  ; supported by cDNA--- AT5G45040 -2.00 -1.00 -8.43 8.11E-05 0.001486 1.95
264340_at unknown protein similar to hypothetica --- AT1G70280 -2.20 -1.14 -8.43 8.11E-05 0.001486 1.95
251353_at  putative protein hypothetical protein - --- AT3G61080 -2.39 -1.25 -8.43 8.13E-05 0.001489 1.94
263870_at unknown protein RKP AT2G22010 2.06 1.04 8.43 8.14E-05 0.00149 1.94
249174_at putative protein similar to unknown pro--- AT5G42900 3.48 1.80 8.43 8.16E-05 0.00149 1.94
263502_s_ hypothetical protein --- AT2G07675 2.96 1.57 8.43 8.15E-05 0.00149 1.94
245209_at  putative protein similarity to predicted --- AT5G12340 10.84 3.44 8.42 8.20E-05 0.001496 1.94
266636_at glycine decarboxylase complex H-proteGDCH AT2G35370 -2.13 -1.09 -8.42 8.22E-05 0.001499 1.93
264839_at  putative protochlorophyllide reductasePOR C AT1G03630 -2.64 -1.40 -8.41 8.24E-05 0.0015 1.93
266181_at putative glutathione S-transferase  ; suATGSTZ1 AT2G02390 2.27 1.19 8.41 8.28E-05 0.001507 1.93
253039_at  squalene epoxidase - like protein squaSQE3 AT4G37760 -3.95 -1.98 -8.39 8.38E-05 0.001522 1.91
250471_at  myo-inositol-1-phosphate synthase -likMIPS3 AT5G10170 -2.90 -1.54 -8.39 8.39E-05 0.001522 1.91
256092_at Expressed protein ; supported by full-leHMGB3 AT1G20696 1.70 0.77 8.39 8.38E-05 0.001522 1.91
259038_at unknown protein predicted by genscanPTAC13 AT3G09210 -2.00 -1.00 -8.39 8.37E-05 0.001522 1.91
247026_at protein kinase-like protein MAPKKK19 AT5G67080 37.90 5.24 8.38 8.42E-05 0.001526 1.91



256327_at unknown protein ;supported by full-lengGAUT9 AT3G02350 -2.30 -1.20 -8.38 8.46E-05 0.001533 1.90
258393_at unknown protein similar to unknown pr --- AT3G15480 -2.97 -1.57 -8.37 8.47E-05 0.001533 1.90
265593_s_ unknown protein  ;supported by full-lenLCV1 AT2G20120 / -1.82 -0.87 -8.37 8.47E-05 0.001533 1.90
245840_at hypothetical protein predicted by gene --- AT1G58420 5.06 2.34 8.37 8.52E-05 0.001539 1.89
263433_at putative myo-inositol 1-phosphate syntMIPS2 AT2G22240 -2.81 -1.49 -8.37 8.53E-05 0.001539 1.89
251320_at  3-methyl-2-oxobutanoate hydroxy-metPANB2 AT3G61530 1.79 0.84 8.37 8.53E-05 0.001539 1.89
248608_at ATP citrate lyase  ; supported by cDNAACLB-2 AT5G49460 -2.21 -1.14 -8.36 8.55E-05 0.001542 1.89
250351_at heat shock protein 17.6A AT-HSP17.6 AT5G12030 6.50 2.70 8.36 8.56E-05 0.001543 1.89
254417_at putative protein ATFMN/FHYAT4G21470 2.72 1.44 8.36 8.59E-05 0.001546 1.89
264987_at unknown protein ; supported by cDNA:--- AT1G27030 -4.42 -2.14 -8.35 8.60E-05 0.001547 1.88
261933_at  3-deoxy-D-arabino-heptulosonate 7-p --- AT1G22410 3.96 1.98 8.35 8.61E-05 0.001548 1.88
263048_s_ unknown protein  ;supported by full-len--- AT2G05310 / -2.18 -1.13 -8.35 8.62E-05 0.001549 1.88
254520_at  potassium transporter-like protein puta--- AT4G19960 2.55 1.35 8.35 8.65E-05 0.001552 1.88
267559_at putative cytochrome P450 CYP76C2 AT2G45570 19.01 4.25 8.35 8.66E-05 0.001553 1.88
250663_at  putative protein prenylated rab accept PRA1.B6 AT5G07110 -1.89 -0.92 -8.34 8.67E-05 0.001554 1.88
248659_at cyclin C-like protein --- AT5G48640 2.15 1.10 8.34 8.69E-05 0.001556 1.87
250584_at WD-repeat protein-like --- AT5G07590 -2.17 -1.12 -8.34 8.71E-05 0.001558 1.87
261651_at unknown protein similar to unknown prSAT32 AT1G27760 3.74 1.90 8.34 8.72E-05 0.001559 1.87
245790_at glycerol-3-phosphate acyltransferase idATS1 AT1G32200 -2.18 -1.12 -8.33 8.75E-05 0.001563 1.86
255817_at unknown protein  ;supported by full-lenPDLP3 AT2G33330 -3.93 -1.97 -8.33 8.77E-05 0.001563 1.86
262326_at hypothetical protein similar to putative --- AT1G64140 / 1.79 0.84 8.33 8.77E-05 0.001563 1.86
266100_at similar to axi 1 protein from Nicotiana t --- AT2G37980 3.17 1.66 8.33 8.77E-05 0.001563 1.86
246443_at hypothetical protein  ;supported by full---- AT5G17620 -2.11 -1.07 -8.33 8.78E-05 0.001564 1.86
244937_at NADH dehydrogenase 49KDa protein --- --- -3.35 -1.74 -8.32 8.79E-05 0.001565 1.86
251796_at  synaptic glycoprotein SC2-like protein --- AT3G55360 -3.05 -1.61 -8.32 8.83E-05 0.001565 1.86
261413_at unknown protein ;supported by full-lengPLL5 AT1G07630 5.01 2.33 8.32 8.81E-05 0.001565 1.86
266126_at putative metalloproteinase  ; supported--- AT2G45040 3.09 1.63 8.32 8.82E-05 0.001565 1.86
259541_at  protein kinase, putative similar to prote--- AT1G20650 -2.99 -1.58 -8.32 8.82E-05 0.001565 1.86
244992_s_ ribosomal protein S7 --- --- -2.06 -1.04 -8.32 8.84E-05 0.001567 1.85
252997_at  putative pollen allergen pollen allergenATEXLA2 AT4G38400 -6.14 -2.62 -8.31 8.89E-05 0.001573 1.85
261526_at protein kinase identical to protein kinasAPK2A AT1G14370 3.29 1.72 8.31 8.88E-05 0.001573 1.85
253308_at  putative protein aminotransferase (As AGD2 AT4G33680 -1.85 -0.89 -8.31 8.90E-05 0.001573 1.85
259751_at putative transcription factor similar to mMYBL2 AT1G71030 -1.97 -0.98 -8.31 8.91E-05 0.001574 1.85
265221_s_ putative glutamate decarboxylase  ; suGAD3 AT2G02000 / 11.89 3.57 8.30 8.94E-05 0.001579 1.84
254052_at  UMP/CMP kinase like protein UMP/CM--- AT4G25280 -2.17 -1.12 -8.30 8.97E-05 0.001579 1.84



265200_s_ putative glucosyl transferase an EST mUGT73C6 AT2G36790 / 5.76 2.53 8.30 8.97E-05 0.001579 1.84
247073_at 33 kDa polypeptide of oxygen-evolvingPSBO1 AT5G66570 -1.75 -0.81 -8.30 8.97E-05 0.001579 1.84
257132_at hypothetical protein predicted by gene --- AT3G20230 -1.90 -0.93 -8.30 8.96E-05 0.001579 1.84
253050_at  putative protein probable arabinogalacAGP18 AT4G37450 -8.56 -3.10 -8.30 8.99E-05 0.001581 1.84
255774_at unknown protein --- AT1G18620 -4.37 -2.13 -8.29 9.04E-05 0.001584 1.83
265067_at hypothetical protein predicted by genef--- AT1G03850 8.54 3.09 8.29 9.04E-05 0.001584 1.83
254229_at hypothetical protein  ; supported by cD--- AT4G23610 8.45 3.08 8.29 9.01E-05 0.001584 1.83
250752_at cytochrome P450 90A1 (sp|Q42569)  ;CPD AT5G05690 -2.27 -1.18 -8.29 9.02E-05 0.001584 1.83
251207_at putative protein  ;supported by full-leng--- AT3G63050 3.45 1.79 8.29 9.03E-05 0.001584 1.83
262157_at unknown protein contains similarity to --- AT1G52670 -2.04 -1.03 -8.28 9.07E-05 0.001587 1.83
246011_at  putative protein auxin-induced basic h --- AT5G08330 -3.91 -1.97 -8.28 9.08E-05 0.001587 1.82
248174_at  50S ribosomal protein L24, chloroplas--- AT5G54600 -1.95 -0.97 -8.28 9.08E-05 0.001587 1.82
258160_at  glutamine synthetase, putative similar GLN1.3 AT3G17820 3.25 1.70 8.28 9.10E-05 0.001587 1.82
266202_at putative cinnamoyl-CoA reductase --- AT2G02400 -1.82 -0.86 -8.28 9.09E-05 0.001587 1.82
246131_at MOLYBDOPTERIN BIOSYNTHESIS CB73 AT5G20990 1.76 0.81 8.28 9.12E-05 0.00159 1.82
247177_at unknown protein ; supported by cDNA:--- AT5G65300 7.92 2.99 8.28 9.12E-05 0.00159 1.82
263548_at  glycine-rich RNA binding protein 7 AlteCCR2 AT2G21660 / 2.01 1.01 8.27 9.14E-05 0.001591 1.82
245213_at  photosystem II 22kDa protein, putativeNPQ4 AT1G44575 -5.54 -2.47 -8.27 9.18E-05 0.001597 1.81
250041_at  putative protein p53 inducible protein PIR121 AT5G18410 -1.69 -0.76 -8.26 9.21E-05 0.001602 1.81
260519_at unknown protein --- AT1G51540 -1.72 -0.79 -8.26 9.24E-05 0.001605 1.81
253829_at  Medicago nodulin N21-like protein MtN--- AT4G28040 9.51 3.25 8.26 9.25E-05 0.001606 1.80
250803_at putative protein contains similarity to in--- AT5G04980 2.86 1.51 8.25 9.29E-05 0.001611 1.80
263497_at cold-regulated protein cor15a precursoCOR15A AT2G42540 -37.54 -5.23 -8.25 9.31E-05 0.001613 1.80
258535_at unknown protein  ; supported by cDNA--- AT3G06750 -3.49 -1.80 -8.24 9.33E-05 0.001616 1.79
251155_at  putative protein outer envelope memb--- AT3G63160 -1.76 -0.81 -8.25 9.33E-05 0.001616 1.80
267497_at putative glutaredoxin  ;supported by fu --- AT2G30540 -4.03 -2.01 -8.24 9.37E-05 0.001619 1.79
262850_at signal response protein (GAI) identical GAI AT1G14920 -3.65 -1.87 -8.24 9.37E-05 0.001619 1.79
248634_at isoleucyl-tRNA synthetase OVA2 AT5G49030 -2.30 -1.20 -8.24 9.36E-05 0.001619 1.79
247393_at unknown protein --- AT5G63130 17.75 4.15 8.24 9.39E-05 0.00162 1.79
264770_at unknown protein similar to unknown pr --- AT1G23030 -4.09 -2.03 -8.23 9.43E-05 0.001622 1.78
260704_at  glycine cleavage system H protein pre--- AT1G32470 -7.07 -2.82 -8.23 9.43E-05 0.001622 1.78
258663_at hypothetical protein --- AT3G08670 -1.78 -0.83 -8.23 9.41E-05 0.001622 1.79
246929_at putative protein  ; supported by full-len --- AT5G25210 -2.42 -1.28 -8.23 9.43E-05 0.001622 1.78
260501_at unknown protein  ; supported by cDNA--- AT2G41770 -2.50 -1.32 -8.23 9.45E-05 0.001625 1.78
265247_at 50S ribosomal protein L3  ;supported b--- AT2G43030 -1.82 -0.86 -8.23 9.47E-05 0.001626 1.78



245017_at PSI I protein --- --- -2.10 -1.07 -8.22 9.48E-05 0.001628 1.78
255457_at  putative photosystem I reaction centerPSAD-1 AT4G02770 -1.70 -0.77 -8.22 9.50E-05 0.001629 1.78
246620_at cytochrome P450  ; supported by cDNACYP81D1 AT5G36220 3.35 1.75 8.22 9.52E-05 0.001632 1.77
250833_at  myotubularin - like protein myotubular --- AT5G04540 1.86 0.90 8.22 9.53E-05 0.001633 1.77
245024_at ATPase alpha subunit --- --- -1.75 -0.81 -8.21 9.58E-05 0.001639 1.77
261796_at  non-phototropic hypocotyl, putative sim--- AT1G30440 -1.91 -0.93 -8.20 9.64E-05 0.001648 1.76
251087_at  putative protein unknown protein T16O--- AT5G01460 -1.79 -0.84 -8.20 9.68E-05 0.001655 1.75
254332_at  leucine rich repeat receptor kinase-like--- AT4G22730 -2.64 -1.40 -8.19 9.71E-05 0.001658 1.75
255651_at putative protein --- AT4G00940 1.96 0.97 8.19 9.72E-05 0.001658 1.75
261017_at  UDP-glucose dehydrogenase, putativeUGD1 AT1G26570 -2.10 -1.07 -8.18 9.80E-05 0.001669 1.74
266268_at unknown protein predicted by genefind--- AT2G29510 -1.80 -0.85 -8.18 9.80E-05 0.001669 1.74
265024_at Expressed protein ; supported by full-le--- AT1G24600 4.01 2.00 8.18 9.80E-05 0.001669 1.74
253423_at Expressed protein ; supported by cDNAIAA29 AT4G32280 -25.89 -4.69 -8.17 9.84E-05 0.001671 1.74
258988_at unknown protein similar to unknown pr --- AT3G08890 -1.97 -0.98 -8.18 9.83E-05 0.001671 1.74
259012_at hypothetical protein similar to hypothetPUB9 AT3G07360 -2.39 -1.26 -8.17 9.84E-05 0.001671 1.74
255436_at Expressed protein ; supported by cDNA--- AT4G03150 -1.66 -0.73 -8.18 9.83E-05 0.001671 1.74
251803_at  putative protein predicted proteins, Ara--- AT3G55350 -2.33 -1.22 -8.17 9.86E-05 0.001672 1.74
257634_s_  cytochrome P450, putative similar to cCYP71B19 AT3G26170 / 3.74 1.90 8.17 9.87E-05 0.001673 1.73
253550_at  putative protein kinase serine/threoninSIP3 AT4G30960 3.18 1.67 8.17 9.89E-05 0.001675 1.73
246487_at  putative protein with poly glutamic acid--- AT5G16030 -3.54 -1.82 -8.16 9.95E-05 0.001683 1.73
266017_at unknown protein  ; supported by cDNA--- AT2G18690 6.30 2.66 8.16 9.95E-05 0.001683 1.73
245325_at xyloglucan endotransglycosylase-relateXTR7 AT4G14130 -22.98 -4.52 -8.16 9.98E-05 0.001686 1.72
256275_at actin 11 (ACT11) identical to actin 11 ( ACT11 AT3G12110 -2.67 -1.42 -8.16 9.98E-05 0.001686 1.72
253875_at  putative protein ENOD20 gene, Medic--- AT4G27520 -3.72 -1.90 -8.15 0.0001 0.001689 1.72
254016_at  putative transcription factor ArabidopsCGA1 AT4G26150 -3.32 -1.73 -8.15 0.0001 0.001691 1.72
266950_at expressed protein supported by full-len--- AT2G18910 -2.72 -1.44 -8.15 0.0001 0.001693 1.71
255249_at  3(2),5-BISPHOSPHATE NUCLEOTID--- AT4G05090 -2.92 -1.54 -8.14 0.000101 0.001695 1.71
248713_at putative protein contains similarity to jaNSP5 AT5G48180 4.26 2.09 8.14 0.000101 0.001696 1.71
258919_at Expressed protein ; supported by full-le--- AT3G10525 -2.33 -1.22 -8.14 0.000101 0.001699 1.71
247126_at protein phosphatase 2C-like protein --- AT5G66080 -2.72 -1.44 -8.14 0.000101 0.001701 1.71
251037_at  putative protein oxysterol-binding prot UNE18 AT5G02100 2.75 1.46 8.14 0.000101 0.001701 1.70
253722_at  putative protein zinc finger transcriptio--- AT4G29190 -2.19 -1.13 -8.14 0.000101 0.001701 1.71
256055_at  mitochondrial carrier protein, putative --- AT1G07030 1.82 0.87 8.13 0.000102 0.001701 1.70
263472_at molybdopterin synthase (CNX2)  ;suppCNX2 AT2G31955 2.26 1.18 8.13 0.000102 0.001701 1.70
262868_at unknown protein --- AT1G64980 -2.79 -1.48 -8.13 0.000102 0.001709 1.70



246977_at  putative protein CONSTANS-like proteCOL4 AT5G24930 -1.74 -0.80 -8.12 0.000103 0.001717 1.69
260852_at  transmembrane protein, putative simil --- AT1G21900 1.76 0.81 8.12 0.000103 0.001717 1.69
264728_at unknown protein location of EST gb|T4--- AT1G22850 -2.15 -1.10 -8.12 0.000103 0.001717 1.69
258989_at rhodanese-like family protein contains --- AT3G08920 -2.10 -1.07 -8.12 0.000103 0.001717 1.69
265450_at hypothetical protein predicted by genef--- AT2G46620 2.87 1.52 8.11 0.000103 0.001719 1.69
266368_at putative embryo-abundant protein --- AT2G41380 39.12 5.29 8.11 0.000103 0.001719 1.69
264321_at unknown protein Contains similarity to --- AT1G04200 -2.44 -1.29 -8.11 0.000103 0.00172 1.68
263962_at putative protein kinase contains a prote--- AT2G36350 -2.55 -1.35 -8.11 0.000104 0.001722 1.68
259596_at  auxin-regulated GH3 protein, putative GH3.17 AT1G28130 4.32 2.11 8.10 0.000104 0.001726 1.68
250462_at  receptor protein kinase -like(fragment)--- AT5G10020 -1.65 -0.72 -8.10 0.000104 0.001728 1.68
255283_at putative symbiosis-related protein  ;supATG8B AT4G04620 2.66 1.41 8.10 0.000104 0.001731 1.67
254597_at hypothetical protein --- AT4G18980 2.63 1.40 8.10 0.000104 0.001731 1.67
266327_at homeodomain transcription factor  (AT ATHB-7 AT2G46680 3.93 1.97 8.09 0.000105 0.001735 1.67
259163_at  putative protein kinase similar to ATM --- AT3G01490 -2.29 -1.19 -8.09 0.000105 0.001735 1.67
253855_at  senescence-associated protein -like s TET7 AT4G28050 -5.64 -2.50 -8.09 0.000105 0.001736 1.67
246517_at  ribosomal protein 3 precursor-like prot--- AT5G15760 -2.13 -1.09 -8.09 0.000105 0.001739 1.67
265817_at histone H1  ;supported by full-length cDHIS1-3 AT2G18050 5.72 2.52 8.09 0.000105 0.001739 1.66
248378_at unknown protein  ;supported by full-len--- AT5G51840 -1.80 -0.85 -8.09 0.000105 0.001739 1.66
260276_at unknown protein --- AT1G80450 4.68 2.23 8.08 0.000105 0.001739 1.66
249234_at putative protein similar to unknown pro--- AT5G42200 -3.28 -1.72 -8.08 0.000106 0.001741 1.66
246518_at  acetyltransferase-like protein Glucosa AtGNA1 AT5G15770 -1.85 -0.89 -8.08 0.000106 0.001741 1.66
254271_at  serine/threonine kinase - like protein K--- AT4G23150 4.33 2.11 8.08 0.000106 0.001741 1.66
257239_at unknown protein --- AT3G24100 1.96 0.97 8.08 0.000106 0.001745 1.66
253876_at COP1-interacting protein 7 (CIP7)  ; suCIP7 AT4G27430 -2.80 -1.49 -8.08 0.000106 0.001745 1.66
251899_at  nucleoid DNA-binding - like protein nu--- AT3G54400 -22.85 -4.51 -8.07 0.000107 0.00175 1.65
253608_at  xyloglucan endo-1,4-beta-D-glucanaseXTH19 AT4G30290 -8.38 -3.07 -8.07 0.000107 0.00175 1.65
253391_at hypothetical protein  ; supported by cD--- AT4G32590 -2.65 -1.41 -8.07 0.000107 0.001754 1.65
245483_at cysteine proteinase contains similarity --- AT4G16190 1.76 0.82 8.06 0.000107 0.001755 1.65
254241_at  serine/threonine kinase - like protein sCRK11 AT4G23190 9.56 3.26 8.06 0.000108 0.001762 1.64
255340_at putative receptor-like protein kinase --- AT4G04490 10.65 3.41 8.05 0.000108 0.001767 1.64
257204_at Expressed protein ; supported by full-leRALFL24 AT3G23805 -5.50 -2.46 -8.05 0.000108 0.001768 1.63
262188_at  Avr9 elicitor response protein, putative--- AT1G77810 2.10 1.07 8.05 0.000108 0.001768 1.64
252562_s_  Histone H4 - like protein histone H4, Z--- AT3G45930 / -1.94 -0.95 -8.05 0.000108 0.001768 1.63
248252_at putative protein similar to unknown proAGP22 AT5G53250 -6.43 -2.69 -8.05 0.000109 0.001771 1.63
261356_at predicted protein --- AT1G79660 -2.55 -1.35 -8.05 0.000109 0.001771 1.63



259800_at Expressed protein ; supported by full-le--- AT1G72175 -2.19 -1.13 -8.04 0.000109 0.001773 1.63
247628_at putative protein --- AT5G60400 -2.43 -1.28 -8.04 0.000109 0.001773 1.63
257506_at  auxin-induced protein, putative similar --- AT1G29440 -10.39 -3.38 -8.03 0.00011 0.001786 1.62
248340_at putative protein similar to unknown pro--- AT5G52180 -1.88 -0.91 -8.03 0.00011 0.001786 1.62
266533_s_ putative plasma membrane intrinsic proPIP2;8 AT2G16850 / -2.53 -1.34 -8.03 0.00011 0.001787 1.62
253255_at  putative auxin-regulated protein auxin --- AT4G34760 -12.41 -3.63 -8.03 0.00011 0.001787 1.62
245701_at ferredoxin-dependent glutamate synthaGLU1 AT5G04140 -2.55 -1.35 -8.02 0.00011 0.001792 1.61
251895_at class IV chitinase (CHIV) ATEP3 AT3G54420 5.60 2.49 8.02 0.000111 0.001796 1.61
253044_at hypothetical protein ;supported by full- --- AT4G37290 45.75 5.52 8.02 0.000111 0.001797 1.61
260933_at hypothetical protein contains non-cons--- AT1G02470 11.30 3.50 8.01 0.000112 0.001811 1.60
259979_at unknown protein  ;supported by full-len--- AT1G76600 4.21 2.07 8.01 0.000112 0.001811 1.60
249177_at unknown protein  ;supported by full-len--- AT5G42850 1.85 0.89 8.01 0.000112 0.001811 1.60
250058_at  plastid-specific ribosomal protein 6 prePSRP6 AT5G17870 -2.23 -1.16 -8.01 0.000112 0.001811 1.60
249964_at  MAP kinase -like protein ATMPK9, AraMPK16 AT5G19010 -1.86 -0.90 -8.00 0.000113 0.001819 1.59
266495_at cycloartenol synthase identical to SP:PCAS1 AT2G07050 -2.03 -1.02 -8.00 0.000113 0.00182 1.59
246861_at  putative protein phytochrome-associatIAA28 AT5G25890 1.93 0.95 7.99 0.000113 0.001821 1.59
258607_at thioredoxin f1 identical to thioredoxin f1TRXF1 AT3G02730 -2.28 -1.19 -7.99 0.000113 0.001821 1.59
261189_at hypothetical protein contains similarity NACA5 AT1G33040 -1.95 -0.96 -7.99 0.000113 0.001821 1.59
247747_at  putative protein predicted proteins, Ara--- AT5G59000 -2.37 -1.24 -7.99 0.000113 0.001823 1.58
261480_at  phytochrome kinase substrate 1, puta PKS2 AT1G14280 -10.65 -3.41 -7.99 0.000113 0.001823 1.58
248687_at ADPG pyrophosphorylase small subunADG1 AT5G48300 -3.67 -1.87 -7.98 0.000114 0.00183 1.58
255969_at Expressed protein ; supported by full-le--- AT1G22330 -3.64 -1.86 -7.98 0.000114 0.001833 1.58
264717_at hypothetical protein predicted by gene ATFH8 AT1G70140 3.64 1.86 7.98 0.000114 0.001833 1.58
246449_at hypothetical protein --- AT5G16810 -2.00 -1.00 -7.98 0.000114 0.001836 1.57
258046_at MAP kinase kinase 5 identical to GB:BMKK5 AT3G21220 1.91 0.93 7.98 0.000115 0.001836 1.57
256205_at hypothetical protein --- AT1G50890 -1.83 -0.88 -7.97 0.000115 0.001841 1.57
246099_at blue copper binding protein  ;supportedATBCB AT5G20230 3.25 1.70 7.97 0.000115 0.001843 1.57
259773_at  auxin-induced protein, putative similar --- AT1G29500 -9.89 -3.31 -7.96 0.000116 0.001854 1.56
247400_at putative protein  ;supported by full-leng--- AT5G62840 -2.43 -1.28 -7.96 0.000116 0.001856 1.56
262823_at ATP-dependent Clp protease proteolytCLPP6 AT1G11750 -1.85 -0.88 -7.96 0.000116 0.001856 1.56
259701_at unknown protein similar to GB:AAC281--- AT1G77770 2.22 1.15 7.96 0.000116 0.001856 1.56
264107_s_ putative receptor-like protein kinase SERK5 AT2G13790 / 2.01 1.00 7.95 0.000117 0.001862 1.55
262935_at hypothetical protein similar to putative AtOCT5 AT1G79410 6.21 2.63 7.95 0.000117 0.001865 1.55
247788_at  putative protein carbohydrate kinase, --- AT5G58730 2.81 1.49 7.94 0.000118 0.001875 1.54
256883_at unknown protein  ; supported by cDNA--- AT3G26440 6.92 2.79 7.93 0.000118 0.001885 1.54



245385_at hypothetical protein ;supported by full- --- AT4G14020 2.55 1.35 7.93 0.000118 0.001885 1.54
250885_at  ABC transporter -like protein ABC-typeATH12 AT5G03910 -1.80 -0.85 -7.93 0.000119 0.001887 1.53
258708_at putative oxidoreductase similar to phyt --- AT3G09580 -2.70 -1.43 -7.93 0.000119 0.00189 1.53
265670_s_ unknown protein  ;supported by full-len--- AT2G32190 / 7.20 2.85 7.93 0.000119 0.00189 1.53
265059_at unknown protein ; supported by cDNA:AR791 AT1G52080 2.37 1.24 7.92 0.000119 0.001891 1.53
250657_at steroid sulfotransferase-like protein ST2B AT5G07000 -3.83 -1.94 -7.92 0.00012 0.001896 1.52
245525_at dynein light chain like protein --- AT4G15930 -1.63 -0.71 -7.92 0.00012 0.001896 1.52
258334_at hypothetical protein predicted by gensc--- AT3G16010 -1.90 -0.93 -7.92 0.00012 0.001898 1.52
261638_at Expressed protein ; supported by full-le--- AT1G49975 -3.58 -1.84 -7.91 0.00012 0.0019 1.52
257763_s_  disease resistance protein, putative si AtRLP37 AT3G23110 / 6.72 2.75 7.91 0.00012 0.001904 1.52
257299_at unknown protein  ;supported by full-len--- AT3G28050 2.03 1.02 7.91 0.000121 0.001909 1.51
247816_at similar to unknown protein (pir||S75584--- AT5G58260 -4.20 -2.07 -7.90 0.000121 0.001914 1.51
246124_at  putative protein acyl-protein thioestera--- AT5G20060 -1.62 -0.70 -7.90 0.000121 0.001914 1.51
250423_s_  cytochrome P450 - like protein cytoch CYP81K2 AT5G10600 / 1.75 0.81 7.90 0.000121 0.001914 1.51
251661_at  putative protein NODULIN-26 - Glycin SIP2;1 AT3G56950 2.32 1.21 7.90 0.000122 0.001915 1.51
254210_at  putative protein zinc finger protein, Ara--- AT4G23450 3.50 1.81 7.90 0.000122 0.001915 1.50
262379_at hypothetical protein predicted by gensc--- AT1G73020 -1.76 -0.81 -7.90 0.000122 0.001915 1.50
259794_at unknown protein --- AT1G64330 -2.01 -1.01 -7.90 0.000122 0.001915 1.51
246420_at putative protein various predicted prote--- AT5G16870 -2.15 -1.10 -7.90 0.000122 0.001915 1.50
259085_at unknown protein similar to GB:CAB055--- AT3G05000 -1.89 -0.92 -7.89 0.000123 0.001928 1.50
257670_at unknown protein --- AT3G20340 4.23 2.08 7.89 0.000123 0.001928 1.50
258836_at hypothetical protein predicted using ge--- AT3G07210 -2.46 -1.30 -7.88 0.000123 0.001934 1.49
249494_at  acyltransferase - like protein Anthocya--- AT5G39050 4.58 2.20 7.88 0.000123 0.001935 1.49
252945_at putative protein  ;supported by full-leng--- AT4G39140 2.05 1.03 7.87 0.000124 0.001938 1.49
256583_at hypothetical protein --- AT3G28850 4.39 2.14 7.87 0.000124 0.001938 1.49
264799_at putative violaxanthin de-epoxidase preNPQ1 AT1G08550 -2.13 -1.09 -7.87 0.000124 0.001938 1.48
247450_at  ripening-related protein - like ripening---- AT5G62350 -2.23 -1.16 -7.87 0.000124 0.001938 1.48
259287_at putative rac GTPase activating protein --- AT3G11490 -2.12 -1.08 -7.87 0.000124 0.001938 1.48
261674_at unknown protein --- AT1G18270 3.07 1.62 7.87 0.000124 0.001938 1.49
259741_at unknown protein --- AT1G71020 -2.41 -1.27 -7.87 0.000125 0.001939 1.48
247162_at xyloglucan endo-transglycosylase-like --- AT5G65730 -5.82 -2.54 -7.87 0.000124 0.001939 1.48
262632_at 23 kDa polypeptide of oxygen-evolvingPSBP-1 AT1G06680 -1.86 -0.89 -7.87 0.000125 0.001939 1.48
255714_at contains weak similarity to S. cerevisia --- AT4G00300 -2.03 -1.02 -7.86 0.000125 0.001946 1.47
260153_at putative lipase similar to monoglyceride--- AT1G52760 3.46 1.79 7.86 0.000125 0.001946 1.47
264513_at  putative glucose-6-phosphate dehydroG6PD4 AT1G09420 1.88 0.91 7.86 0.000125 0.001946 1.47



262455_at  Mlo protein, putative similar to Mlo proMLO2 AT1G11310 2.42 1.28 7.86 0.000125 0.001946 1.47
264361_at unknown protein Strong similarity to T0--- AT1G03300 -1.91 -0.93 -7.86 0.000125 0.001946 1.47
252214_at  putative protein EREBP-3 homolog, S CEJ1 AT3G50260 4.72 2.24 7.85 0.000126 0.001951 1.47
248330_at putative protein contains similarity to o --- AT5G52810 3.43 1.78 7.85 0.000126 0.001951 1.47
263785_at unknown protein  ; supported by cDNA--- AT2G46390 1.93 0.95 7.85 0.000126 0.001958 1.46
252178_at putative protein various predicted prote--- AT3G50750 -4.52 -2.18 -7.85 0.000127 0.001959 1.46
246584_at  putative protein predicted protein, Ara --- AT5G14730 9.71 3.28 7.85 0.000127 0.00196 1.46
250384_at  putative protein various predicted prot --- AT5G11500 1.80 0.85 7.84 0.000127 0.001964 1.46
250054_at  potassium-dependent sodium-calciumCAX7 AT5G17860 5.35 2.42 7.84 0.000127 0.001966 1.46
248422_at putative protein strong similarity to unkYLS7 AT5G51640 1.62 0.70 7.84 0.000127 0.001966 1.46
260405_at putative glutathione transferase similarATGSTU11 AT1G69930 52.72 5.72 7.84 0.000128 0.001971 1.45
257516_at unknown protein ACR4 AT1G69040 -2.71 -1.44 -7.83 0.000128 0.001973 1.45
245743_at  hypothetical protein contains similarity--- AT1G51080 -2.44 -1.29 -7.83 0.000129 0.001983 1.44
260718_at unknown protein ECT7 AT1G48110 1.61 0.69 7.83 0.000129 0.001983 1.44
253590_at putative protein various predicted proteHHP2 AT4G30850 -2.37 -1.25 -7.82 0.000129 0.001983 1.44
264910_at  resistance protein, putative similar to r--- AT1G61100 -3.75 -1.91 -7.82 0.000129 0.001987 1.44
266516_at putative glutaredoxin  ;supported by fu --- AT2G47880 -4.65 -2.22 -7.82 0.000129 0.001987 1.44
256489_at unknown protein --- AT1G31550 -1.65 -0.72 -7.82 0.000129 0.001987 1.44
263880_at unknown protein  ;supported by full-len--- AT2G21960 -2.40 -1.27 -7.82 0.00013 0.00199 1.44
258025_at putative D-3-phosphoglycerate dehydr --- AT3G19480 -2.91 -1.54 -7.81 0.00013 0.001996 1.43
249071_at putative protein similar to unknown pro--- AT5G44050 -4.76 -2.25 -7.81 0.000131 0.001997 1.43
261250_at unknown protein --- AT1G05890 1.81 0.86 7.81 0.000131 0.001997 1.43
261306_at regulatory protein HAL3B similar to GB--- AT1G48610 -1.88 -0.91 -7.81 0.000131 0.001997 1.43
251823_at putative protein --- AT3G55080 -1.69 -0.75 -7.81 0.00013 0.001997 1.43
249929_at unknown protein --- AT5G22340 -2.12 -1.09 -7.81 0.000131 0.001997 1.43
247541_at  structural protein - like glycine-rich cel --- AT5G61660 -2.07 -1.05 -7.81 0.000131 0.001998 1.43
263598_at putative xyloglucan-specific glucanase EXGT-A3 AT2G01850 -1.96 -0.97 -7.80 0.000131 0.002001 1.42
250490_at  pectin methylesterase - like protein pe--- AT5G09760 -4.03 -2.01 -7.80 0.000132 0.002009 1.42
265034_at unknown protein ;supported by full-leng--- AT1G61660 2.01 1.01 7.80 0.000132 0.002009 1.42
252737_at  putative protein KIAA0274 protein, Ho--- AT3G43220 -1.77 -0.82 -7.79 0.000132 0.00201 1.42
258368_at subtilisin-like serine protease contains --- AT3G14240 -3.96 -1.99 -7.79 0.000133 0.002014 1.41
259942_at unknown protein ATWHY2 AT1G71260 1.61 0.69 7.79 0.000132 0.002014 1.41
259603_at Expressed protein ; supported by full-le--- AT1G56500 -2.60 -1.38 -7.79 0.000132 0.002014 1.41
255435_at putative component of cytochrome B6-PETC AT4G03280 -1.93 -0.95 -7.79 0.000133 0.002014 1.41
256784_at hypothetical protein predicted by gene --- AT3G13674 -1.75 -0.81 -7.79 0.000133 0.002014 1.41



250137_at  rRNA methylase - like protein rRNA m--- AT5G15390 -1.88 -0.91 -7.79 0.000133 0.002014 1.41
250057_at putative protein  ; supported by full-len --- AT5G17840 -1.70 -0.77 -7.79 0.000133 0.002014 1.41
251970_at  glucosyltransferase - like protein glucoUGT73D1 AT3G53150 2.96 1.56 7.79 0.000133 0.002014 1.41
261049_at hypothetical protein similar to hypothet --- AT1G01430 -2.64 -1.40 -7.78 0.000133 0.002016 1.41
259841_at unknown protein ; supported by full-len--- AT1G52200 2.29 1.19 7.78 0.000134 0.002025 1.40
260266_at putative B-box zinc finger protein conta--- AT1G68520 -2.37 -1.25 -7.77 0.000134 0.002028 1.40
258475_at putative tyrosyl-tRNA synthetase similaemb2768 AT3G02660 -1.76 -0.82 -7.77 0.000134 0.002028 1.40
260243_at hypothetical protein similar to putative --- AT1G63720 4.79 2.26 7.76 0.000135 0.002041 1.39
247434_at Expressed protein ; supported by full-le--- AT5G62575 1.73 0.79 7.76 0.000135 0.002041 1.39
247401_at 1-deoxy-D-xylulose 5-phosphate reducDXR AT5G62790 -2.59 -1.37 -7.76 0.000135 0.002041 1.39
264271_at  beta-glucosidase, putative similar to b BGLU6 AT1G60270 -3.05 -1.61 -7.75 0.000137 0.002064 1.38
266290_at putative glutathione S-transferase  ;supATGSTU1 AT2G29490 29.33 4.87 7.74 0.000137 0.002065 1.37
257900_at hypothetical protein predicted by gene --- AT3G28420 -1.73 -0.79 -7.74 0.000137 0.002065 1.37
245093_at hypothetical protein predicted by gensc--- AT2G40815 / -1.87 -0.91 -7.74 0.000137 0.002065 1.37
249045_at berberine bridge enzyme-like protein --- AT5G44380 8.57 3.10 7.74 0.000138 0.002067 1.37
255290_at coded for by A. thaliana cDNA AA0411ATPC1 AT4G04640 -1.60 -0.68 -7.74 0.000138 0.002071 1.37
249493_at  acyltransferase -like protein Anthocya --- AT5G39080 -2.75 -1.46 -7.73 0.000138 0.002076 1.37
255878_at putative bZIP transcription factor conta--- AT2G40620 -2.55 -1.35 -7.73 0.000139 0.00208 1.36
262518_at putative glutathione transferase One o ATGSTU24 AT1G17170 130.90 7.03 7.73 0.000139 0.002085 1.36
258085_at unknown protein  ; supported by cDNA--- AT3G26100 2.04 1.03 7.72 0.00014 0.00209 1.36
247845_at  beta-1,3 glucanase - like protein beta- --- AT5G58090 -1.81 -0.86 -7.72 0.00014 0.002092 1.35
253835_at  putative beta-glucosidase beta-glucosBGLU9 AT4G27820 2.01 1.01 7.72 0.00014 0.002093 1.35
258128_at  chloroplast thylakoidal processing pepPLSP1 AT3G24590 -2.15 -1.10 -7.72 0.00014 0.002093 1.35
264078_at putative beta-galactosidase BGAL8 AT2G28470 -8.17 -3.03 -7.71 0.000141 0.002096 1.35
245632_at unknown protein contains similarity to ATRBL10 AT1G25290 -1.87 -0.91 -7.71 0.000141 0.002096 1.35
245368_at hypothetical protein ; supported by full---- AT4G15510 -2.79 -1.48 -7.72 0.00014 0.002096 1.35
250428_at  putative protein phosphatase protein t PAS2 AT5G10480 -3.06 -1.61 -7.72 0.000141 0.002096 1.35
254669_at  HhoA protease precursor, putative ideDEG5 AT4G18370 -2.33 -1.22 -7.71 0.000141 0.002096 1.35
247673_at  tRNA intron endonuclease - like prote SEN2 AT5G60230 -1.63 -0.71 -7.71 0.000141 0.002096 1.35
246701_at cysteine synthase  ;supported by full-leCYSD2 AT5G28020 -2.07 -1.05 -7.72 0.00014 0.002096 1.35
258432_at unknown protein  ;supported by full-lenRALFL23 AT3G16570 -2.83 -1.50 -7.71 0.000141 0.002097 1.35
265214_at  unkown protein ESTs gb|H36249, gb|A--- AT1G05000 4.23 2.08 7.71 0.000142 0.002098 1.34
245662_at hypothetical protein predicted by gene --- AT1G28190 10.37 3.38 7.71 0.000141 0.002098 1.34
267081_at putative phosphatidylinositol-4-phosph PIP5K5 AT2G41210 1.82 0.87 7.71 0.000142 0.002098 1.34
261457_at Expressed protein ; supported by full-le--- AT1G21065 / -1.94 -0.95 -7.71 0.000142 0.002098 1.34



247862_at similar to unknown protein (sp|P72777 --- AT5G58250 -1.85 -0.89 -7.71 0.000141 0.002098 1.34
251191_at  putative protein putative protein F15G --- AT3G62590 3.38 1.76 7.70 0.000142 0.002102 1.34
248311_at beta-carotene hydroxylase BETA-OHASAT5G52570 -2.88 -1.53 -7.70 0.000142 0.002102 1.34
251479_at  serine/threonine-specific kinase lecRKATHLECRK AT3G59700 5.19 2.38 7.70 0.000143 0.002109 1.33
261713_at  protein kinase, putative identical to bHMYC2 AT1G32640 2.80 1.49 7.69 0.000143 0.002116 1.33
261334_at unknown protein --- AT1G44960 1.89 0.92 7.69 0.000144 0.00212 1.33
245349_at cyanohydrin lyase like protein ;support MES16 AT4G16690 4.03 2.01 7.68 0.000144 0.002125 1.32
252300_at pyruvate kinase -like protein various py--- AT3G49160 3.16 1.66 7.68 0.000144 0.002125 1.32
250818_at Expressed protein ; supported by cDNAALA1 AT5G04930 2.34 1.22 7.68 0.000144 0.002125 1.32
255982_at hypothetical protein contains similarity OHP2 AT1G34000 -1.77 -0.83 -7.68 0.000144 0.002125 1.32
247316_at ankyrin-like protein --- AT5G64030 -1.78 -0.83 -7.68 0.000144 0.002125 1.32
259131_at unknown protein similar to hypothetica SP1L3 AT3G02180 -1.80 -0.85 -7.68 0.000144 0.002126 1.32
257647_at Expressed protein ; supported by cDNA--- AT3G25805 -3.03 -1.60 -7.68 0.000145 0.002128 1.32
262733_s_  lipase identical to lipase GB:AAA9326--- AT1G28660 / 2.04 1.03 7.67 0.000145 0.002132 1.31
256033_at  UDP-glucose glucosyltransferase, put UGT71C4 AT1G07250 -1.81 -0.85 -7.67 0.000145 0.002132 1.31
256060_at hypothetical protein contains similarity --- AT1G07050 2.63 1.39 7.67 0.000145 0.002132 1.31
252001_at  plastid division protein FtsZ-like FtsZ pFTSZ2-2 AT3G52750 -3.26 -1.70 -7.67 0.000145 0.002132 1.31
261696_at unknown protein similar to hypothetica --- AT1G08470 -2.57 -1.36 -7.67 0.000145 0.002132 1.31
265583_at unknown protein --- AT2G20010 1.66 0.73 7.67 0.000146 0.002132 1.31
250158_at putative protein --- AT5G15190 2.93 1.55 7.67 0.000146 0.002136 1.31
260930_at  GTP-binding protein Sar1, putative sim--- AT1G02620 -3.43 -1.78 -7.66 0.000147 0.002148 1.30
250724_at harpin-induced protein-like --- AT5G06330 2.77 1.47 7.66 0.000147 0.002148 1.30
246197_at caltractin-like protein ;supported by fullCEN2 AT4G37010 7.34 2.88 7.66 0.000147 0.002151 1.30
262263_at  auxin transport protein REH1, putativePIN3 AT1G70940 -6.02 -2.59 -7.65 0.000147 0.002153 1.30
264400_at  glucose-6-phosphate/phosphate-transGPT2 AT1G61800 36.38 5.18 7.65 0.000148 0.002154 1.30
259437_at  protein serine/threonine kinase, putati --- AT1G01540 -3.30 -1.72 -7.65 0.000148 0.002164 1.29
262962_at  NADP-isocitrate dehydrogenase, puta ICDH AT1G54340 1.60 0.68 7.64 0.000149 0.002166 1.29
254298_at putative protein  ;supported by full-lengPGR5-LIKE AAT4G22890 -2.23 -1.16 -7.64 0.000149 0.002172 1.28
266892_at putative glycine dehydrogenase AtGLDP2 AT2G26080 -2.20 -1.14 -7.64 0.000149 0.002174 1.28
262902_x_ hypothetical protein similar to putative --- AT1G59930 -2.74 -1.45 -7.64 0.00015 0.002178 1.28
260239_at  putative receptor protein kinase simila --- AT1G74360 16.98 4.09 7.63 0.00015 0.002178 1.28
263136_at  trehalose-6-phosphate synthase, putaATTPS1 AT1G78580 -1.87 -0.90 -7.63 0.00015 0.002178 1.28
245275_at beta-amylase ; supported by cDNA: gi_BAM5 AT4G15210 -4.43 -2.15 -7.63 0.00015 0.002182 1.28
253122_at hypothetical protein --- AT4G35987 -1.91 -0.93 -7.63 0.000151 0.002185 1.27
262721_at  thioredoxin, putative similar to thioredoAty2 AT1G43560 -2.09 -1.06 -7.62 0.000152 0.002199 1.27



246097_at  putative protein CGI-45 protein - Hom HHP1 AT5G20270 -4.85 -2.28 -7.61 0.000152 0.002207 1.26
258351_at hypothetical protein contains similarity CNBT1 AT3G17700 2.59 1.38 7.61 0.000152 0.002207 1.26
260982_at  chalcone isomerase, putative similar t --- AT1G53520 -7.09 -2.83 -7.61 0.000153 0.002213 1.26
251013_at  putative protein various predicted prot --- AT5G02540 -34.74 -5.12 -7.61 0.000153 0.002217 1.25
254502_at hypothetical protein PTAC14 AT4G20130 -2.07 -1.05 -7.61 0.000153 0.002217 1.25
265773_at unknown protein  ; supported by cDNARPH1 AT2G48070 -1.93 -0.95 -7.60 0.000154 0.002217 1.25
261669_at unknown protein similar to hypothetica --- AT1G18490 -1.59 -0.66 -7.60 0.000154 0.002217 1.25
254905_at  RPP1-WsA-like disease resistance pro--- AT4G11170 7.59 2.92 7.60 0.000154 0.002218 1.25
251017_at  protein phosphatase - like protein prot --- AT5G02760 -37.33 -5.22 -7.59 0.000155 0.002231 1.24
266018_at  putative preprotein translocase SECY SCY1 AT2G18710 -1.70 -0.76 -7.59 0.000155 0.00224 1.24
265584_at unknown protein PIL5 AT2G20180 -1.70 -0.76 -7.59 0.000156 0.002242 1.24
260924_at hypothetical protein similar to Pto kinas--- AT1G21590 2.53 1.34 7.58 0.000156 0.002244 1.24
261782_at unknown protein --- AT1G76110 -2.18 -1.13 -7.58 0.000156 0.002248 1.23
249875_at photosystem II stability/assembly factoHCF136 AT5G23120 -2.67 -1.42 -7.58 0.000157 0.002252 1.23
267298_at putative homeodomain transcription fa BLH4 AT2G23760 -2.36 -1.24 -7.58 0.000157 0.002254 1.23
245392_at glutaredoxin ;supported by full-length c--- AT4G15680 -10.23 -3.35 -7.58 0.000157 0.002255 1.23
259530_at hypothetical protein --- AT1G12450 -3.14 -1.65 -7.57 0.000157 0.002259 1.23
254890_at phospholipid hydroperoxide glutathioneATGPX6 AT4G11600 1.86 0.89 7.57 0.000158 0.002259 1.22
256014_at hypothetical protein predicted by gene --- AT1G19200 6.16 2.62 7.57 0.000158 0.002259 1.22
262952_at hypothetical protein predicted by gene --- AT1G75770 -2.09 -1.06 -7.57 0.000158 0.00226 1.22
266721_at unknown protein FT1 AT2G03220 -2.26 -1.18 -7.57 0.000158 0.002262 1.22
256483_at hypothetical protein --- AT1G31410 -2.12 -1.08 -7.56 0.000159 0.00227 1.22
259244_at unknown protein similar to zinc finger pCOL9 AT3G07650 3.86 1.95 7.56 0.000159 0.00227 1.21
251755_at  putative protein predicted protein, Ara --- AT3G55790 2.65 1.41 7.56 0.000159 0.00227 1.21
251497_at  putative protein phytochrome-associatPIL6 AT3G59060 -1.94 -0.95 -7.56 0.000159 0.00227 1.21
260427_at hypothetical protein predicted by genef--- AT1G72430 -4.40 -2.14 -7.56 0.000159 0.002275 1.21
254877_at  putative protein threonine dehydrataseATSR AT4G11640 -1.94 -0.95 -7.55 0.00016 0.002277 1.21
261767_s_  adenine nucleotide translocase, putatiNTT1 AT1G15500 / 2.03 1.02 7.55 0.00016 0.002279 1.21
261191_at  starch synthase, putative similar to sta--- AT1G32900 -3.37 -1.75 -7.55 0.00016 0.002279 1.20
265451_at unknown protein --- AT2G46490 -1.64 -0.72 -7.55 0.00016 0.002279 1.20
257809_at  ribonucleotide reductase small subuni TSO2 AT3G27060 -2.41 -1.27 -7.55 0.00016 0.002279 1.21
253060_at  putative protein predicted protein, Ara --- AT4G37710 4.36 2.12 7.55 0.00016 0.002279 1.21
256659_at unknown protein similar to putative kin --- AT3G12020 -1.86 -0.90 -7.55 0.00016 0.002279 1.21
265192_at hypothetical protein predicted by gensc--- AT1G05060 2.14 1.10 7.55 0.000161 0.002283 1.20
256366_at  protein kinase, putative contains Pfam--- AT1G66880 3.72 1.89 7.54 0.000161 0.002285 1.20



263000_at hypothetical protein similar to hypothet --- AT1G54350 -1.95 -0.96 -7.54 0.000161 0.002285 1.20
253635_at  putative protein hypothetical protein - A--- AT4G30620 -1.70 -0.77 -7.54 0.000161 0.002285 1.20
258610_at IAA-amino acid hydrolase (ILR1) ident ILR1 AT3G02875 2.96 1.57 7.54 0.000161 0.002285 1.20
249941_at putative protein similar to unknown pro--- AT5G22270 2.23 1.16 7.54 0.000162 0.002285 1.20
246777_at  RING-H2 zinc finger protein-like RING--- AT5G27420 17.45 4.13 7.54 0.000162 0.002285 1.20
257198_at  DNA-binding protein, putative similar t --- AT3G23690 -2.02 -1.02 -7.54 0.000162 0.002285 1.20
248573_at cellulase homolog OR16pep precursorATGH9A1 AT5G49720 -1.98 -0.99 -7.54 0.000162 0.002286 1.19
258923_at putative glucose acyltransferase similaSCPL7 AT3G10450 3.78 1.92 7.54 0.000162 0.002288 1.19
265897_at hypothetical protein predicted by genscMOT1 AT2G25680 2.77 1.47 7.54 0.000162 0.002288 1.19
256698_at unknown protein --- AT3G20680 -2.06 -1.04 -7.53 0.000163 0.002294 1.19
265186_at Expressed protein ; supported by full-le--- AT1G23560 2.18 1.12 7.53 0.000163 0.0023 1.19
258525_at hypothetical protein predicted by gene IBR3 AT3G06810 2.32 1.22 7.53 0.000164 0.002304 1.18
256914_at hypothetical protein --- AT3G23880 -2.64 -1.40 -7.52 0.000164 0.002306 1.18
260414_at nitrate transporter (NTL1) identical to nATNRT1:2 AT1G69850 -1.98 -0.99 -7.52 0.000164 0.002306 1.18
254571_at hypothetical protein --- AT4G19370 10.74 3.43 7.52 0.000164 0.002306 1.18
251195_at  glutaredoxin -like protein glutaredoxin --- AT3G62930 -2.81 -1.49 -7.52 0.000164 0.002306 1.18
253282_at  putative protein hypothetical protein, ALEJ1 AT4G34120 1.63 0.71 7.52 0.000164 0.002306 1.18
250189_at putative protein  ;supported by full-leng--- AT5G14410 -2.71 -1.44 -7.52 0.000164 0.002308 1.18
245123_at unknown protein  ; supported by cDNACAO AT2G47450 -1.97 -0.98 -7.52 0.000165 0.002311 1.17
266735_at putative pectinesterase  ; supported by--- AT2G46930 -2.16 -1.11 -7.51 0.000165 0.002313 1.17
260112_at unknown protein similar to unknown pr --- AT1G63310 -2.18 -1.12 -7.51 0.000165 0.002313 1.17
267172_at unknown protein  ;supported by full-len--- AT2G37660 -2.16 -1.11 -7.51 0.000165 0.002313 1.17
262275_at  ATPase, putative similar to chromaffin--- AT1G68710 1.94 0.96 7.51 0.000166 0.002315 1.17
251914_at  putative protein serine/threonine-spec --- AT3G53930 1.82 0.86 7.51 0.000166 0.002315 1.17
253257_at  extra-large G-protein - like extra-large XLG2 AT4G34390 2.05 1.04 7.51 0.000166 0.002318 1.17
266685_at hypothetical protein --- AT2G19710 1.83 0.88 7.51 0.000166 0.002318 1.17
258419_at unknown protein --- AT3G16670 -13.91 -3.80 -7.51 0.000166 0.002319 1.17
260783_at  ethylene response factor, putative simORA59 AT1G06160 6.37 2.67 7.50 0.000167 0.002327 1.16
246736_at  putative protein hypothetical protein sl --- AT5G27560 -1.89 -0.92 -7.49 0.000169 0.002351 1.15
249282_at CMP-sialic acid transporter-like protein--- AT5G41760 -2.24 -1.16 -7.49 0.000169 0.002351 1.15
267175_s_ actin 3 identical to GB:U29480;supportACT1 AT2G37620 / -2.35 -1.23 -7.49 0.000169 0.002351 1.15
259106_at unknown protein  ;supported by full-lenRALFL22 AT3G05490 -4.24 -2.09 -7.48 0.000169 0.002351 1.15
259970_at putative chlorophyll A-B binding protein--- AT1G76570 -2.68 -1.42 -7.48 0.00017 0.002351 1.14
255008_at  putative protein hypothetical protein sl --- AT4G10060 -1.84 -0.88 -7.48 0.000169 0.002351 1.15
253473_at  putative protein mixed-lineage protein --- AT4G32250 3.15 1.66 7.48 0.000169 0.002351 1.15



262412_at 14-3-3 protein GF14omicron (grf11) simGRF11 AT1G34760 -2.03 -1.02 -7.48 0.000169 0.002351 1.15
245492_at putative protein SPK1 AT4G16340 -1.85 -0.89 -7.48 0.00017 0.002351 1.14
263495_at cold-regulated protein cor15b precursoCOR15B AT2G42530 -9.24 -3.21 -7.48 0.00017 0.002351 1.14
248656_at fimbrin 2 (gb|AAB97844.1)  ; supported--- AT5G48460 -5.52 -2.46 -7.48 0.00017 0.002355 1.14
265819_at Expressed protein ; supported by full-le--- AT2G17972 -2.01 -1.00 -7.48 0.00017 0.002355 1.14
260220_at putative MYB family transcription facto MYB31 AT1G74650 -2.45 -1.29 -7.48 0.00017 0.002357 1.14
261118_at  protease, putative similar to SP:P3677--- AT1G75460 -1.84 -0.88 -7.47 0.000171 0.002364 1.13
246019_at  putative protein predicted proteins, Ara--- AT5G10690 -2.17 -1.12 -7.47 0.000171 0.002366 1.13
257642_at putative HLH DNA-binding protein con BHLH32 AT3G25710 -2.11 -1.07 -7.47 0.000171 0.002366 1.13
257825_at  protein kinase, putative contains Pfam--- AT3G26700 -1.88 -0.91 -7.47 0.000171 0.002367 1.13
263845_at phenylalanine ammonia lyase (PAL1)  pal1 AT2G37040 7.96 2.99 7.46 0.000172 0.002372 1.13
256400_at  putative RING zinc finger protein conta--- AT3G06140 -2.20 -1.14 -7.45 0.000174 0.002403 1.11
253493_at putative protein various predicted proteENP AT4G31820 -2.80 -1.48 -7.44 0.000175 0.002405 1.11
247786_at  putative protein various predicted prot PMR5 AT5G58600 -1.68 -0.75 -7.45 0.000175 0.002405 1.11
245816_at hypothetical protein similar to hypothet --- AT1G26210 -3.77 -1.91 -7.44 0.000175 0.002407 1.11
256461_s_ adenylosuccinate lyase - like protein ad--- AT1G36280 / -5.90 -2.56 -7.44 0.000175 0.002407 1.11
258929_at unknown protein Pfam HMM hit: FKBP--- AT3G10060 -4.88 -2.29 -7.44 0.000175 0.002407 1.11
246912_at  putative protein various predicted prot --- AT5G25820 4.65 2.22 7.44 0.000175 0.002407 1.11
249081_at protein phosphatase 2A 62 kDa B regu--- AT5G44090 1.79 0.84 7.44 0.000175 0.002407 1.11
245273_at hypothetical protein ; supported by cDN--- AT4G14950 2.02 1.02 7.44 0.000176 0.002413 1.10
253795_at  tyrosine transaminase-like protein tyro--- AT4G28420 1.89 0.92 7.43 0.000176 0.002413 1.10
247201_at 50S ribosomal protein L29  ; supported--- AT5G65220 -2.07 -1.05 -7.44 0.000176 0.002413 1.10
251183_at  putative protein putative protein At2g1--- AT3G62630 -6.40 -2.68 -7.43 0.000177 0.002418 1.10
260996_at NBS/LRR disease resistance protein idRFL1 AT1G12210 2.21 1.15 7.43 0.000177 0.002418 1.10
245774_at hypothetical protein contains similarity TCP24 AT1G30210 -1.72 -0.78 -7.43 0.000177 0.002418 1.10
255342_at putative receptor-like protein kinase --- AT4G04510 1.99 0.99 7.43 0.000177 0.002423 1.10
259442_at  (1-4)-beta-mannan endohydrolase pre--- AT1G02310 2.84 1.51 7.42 0.000178 0.002425 1.09
245332_at isomerase like protein ;supported by fu--- AT4G15940 1.57 0.65 7.42 0.000178 0.002431 1.09
246040_at peptidyl-prolyl cis-trans isomerase - lik --- AT5G19370 -1.78 -0.83 -7.42 0.000178 0.002432 1.09
259895_at unknown protein ;supported by full-lengPFI AT1G71440 -1.69 -0.76 -7.42 0.000178 0.002433 1.09
264845_at  putative thioredoxin-m similar to thioreATHM1 AT1G03680 -1.91 -0.93 -7.42 0.000179 0.002433 1.09
264832_at unknown unknown --- AT1G03660 2.22 1.15 7.42 0.000179 0.002433 1.09
262060_at  polygalacturonase, putative similar to --- AT1G80170 -1.86 -0.89 -7.41 0.00018 0.002445 1.08
251118_at  putative chloroplast inner envelope proAPG1 AT3G63410 -2.17 -1.11 -7.41 0.00018 0.002445 1.08
250821_at putative protein similar to unknown pro--- AT5G05190 1.97 0.98 7.41 0.00018 0.002445 1.08



252572_at  putative protein Mlo-h1 protein - HordeMLO3 AT3G45290 2.83 1.50 7.41 0.00018 0.002448 1.08
246858_at  receptor-like protein kinase - like rece --- AT5G25930 7.18 2.84 7.41 0.00018 0.002449 1.08
250621_at  membrane protein membrane protein ATRBL3 AT5G07250 -1.86 -0.90 -7.40 0.000181 0.002452 1.07
262237_at hypothetical protein predicted by gene --- AT1G48320 3.03 1.60 7.39 0.000182 0.002457 1.07
245352_at indole-3-acetate beta-glucosyltransferaUGT84A3 AT4G15490 2.83 1.50 7.40 0.000182 0.002457 1.07
266979_at unknown protein  ;supported by full-lenPPL2 AT2G39470 -10.28 -3.36 -7.39 0.000182 0.002457 1.07
261073_at hypothetical protein predicted by gene --- AT1G07300 1.81 0.85 7.40 0.000182 0.002457 1.07
263242_at unknown protein --- AT2G31400 1.88 0.91 7.39 0.000182 0.002457 1.07
248531_at putative protein contains similarity to a --- AT5G49950 1.84 0.88 7.40 0.000181 0.002457 1.07
262166_at  myb-related transcription activator, pu --- AT1G74840 -2.15 -1.11 -7.40 0.000182 0.002457 1.07
259194_at  RNA helicase, DRH1 identical to RNADRH1 AT3G01540 1.61 0.69 7.40 0.000182 0.002457 1.07
261886_s_ hypothetical protein predicted by gensc--- AT1G80700 / -1.60 -0.68 -7.39 0.000182 0.002457 1.07
261957_at  methionine/cystathionine gamma lyas ATMGL AT1G64660 3.48 1.80 7.39 0.000182 0.002457 1.07
261201_at unknown protein ;supported by full-leng--- AT1G12850 -1.85 -0.89 -7.39 0.000182 0.00246 1.06
250879_at  putative protein various predicted prot --- AT5G04060 -2.18 -1.12 -7.39 0.000183 0.00246 1.06
251196_at  glutaredoxin -like protein glutaredoxin --- AT3G62950 -6.16 -2.62 -7.39 0.000183 0.002461 1.06
250842_at  putative protein predicted proteins, ArcVTE5 AT5G04490 -2.24 -1.16 -7.39 0.000183 0.002465 1.06
250167_at  myb-related protein - like myb-related ATMYB16 AT5G15310 -2.42 -1.27 -7.38 0.000184 0.002466 1.06
245252_at ethylene responsive element binding faATERF-1 AT4G17500 6.34 2.66 7.38 0.000183 0.002466 1.06
265182_at putative auxin-induced protein  ;suppo --- AT1G23740 -2.34 -1.23 -7.39 0.000183 0.002466 1.06
254444_at  putative protein riboflavin biosynthesis--- AT4G20960 -2.92 -1.55 -7.38 0.000185 0.002481 1.05
245118_at  putative thioredoxin reductase The lasNTRC AT2G41680 -1.74 -0.80 -7.37 0.000185 0.002483 1.05
250569_at  myc-like protein myc-like regulatory R BIM1 AT5G08130 -3.15 -1.66 -7.37 0.000185 0.002486 1.05
256796_at hypothetical protein predicted by gensc--- AT3G22210 -2.77 -1.47 -7.37 0.000186 0.002496 1.04
261861_at hypothetical protein predicted by gene --- AT1G50450 -3.49 -1.80 -7.37 0.000186 0.002498 1.04
248243_at unknown protein CPuORF50 AT5G53588 / 1.62 0.70 7.36 0.000187 0.002498 1.04
254085_at  abscisic acid-induced - like protein absHVA22D AT4G24960 -3.48 -1.80 -7.36 0.000187 0.0025 1.04
258947_at hypothetical protein similar to calmodu --- AT3G01830 23.71 4.57 7.36 0.000187 0.002501 1.04
251421_at  enoyl-CoA-hydratase - like protein eno--- AT3G60510 1.80 0.85 7.36 0.000188 0.002507 1.03
263624_at putative ferredoxin-thioredoxin reducta--- AT2G04700 -2.08 -1.06 -7.36 0.000188 0.00251 1.03
245155_at  putative protein similarity to predicted --- AT5G12470 -2.45 -1.29 -7.35 0.000188 0.00251 1.03
263442_at hypothetical protein --- AT2G28605 -1.67 -0.74 -7.35 0.000189 0.002515 1.03
249899_at putative protein similar to unknown pro--- AT5G22620 -2.90 -1.54 -7.35 0.000189 0.002519 1.03
245042_at hypothetical protein predicted by genefHEMD AT2G26540 -2.89 -1.53 -7.35 0.000189 0.00252 1.02
246982_s_ unknown protein --- AT2G10560 / 3.37 1.75 7.35 0.000189 0.00252 1.02



253789_at  putative protein predicted proteins, Ara--- AT4G28570 2.07 1.05 7.35 0.000189 0.00252 1.02
262373_at hypothetical protein predicted by genef--- AT1G73120 -3.74 -1.90 -7.35 0.00019 0.002522 1.02
250798_at peroxidase --- AT5G05340 34.32 5.10 7.34 0.00019 0.002525 1.02
245543_at glucosyltransferase --- AT4G15260 1.97 0.98 7.34 0.00019 0.002525 1.02
245605_at ribonucleoprotein like protein --- AT4G14300 -1.61 -0.69 -7.34 0.000191 0.002534 1.01
260229_at  putative RING zinc finger protein conta--- AT1G74370 -2.12 -1.09 -7.33 0.000191 0.002539 1.01
250739_at putative protein similar to unknown proEGY2 AT5G05740 -2.37 -1.25 -7.33 0.000192 0.002539 1.01
246944_at  ubiquinol--cytochrome-c reductase-like--- AT5G25450 1.85 0.89 7.33 0.000192 0.002539 1.01
247943_at light-inducible protein ATLS1-like  ;sup--- AT5G57170 -2.80 -1.49 -7.33 0.000191 0.002539 1.01
266014_s_ hypothetical protein --- AT2G07722 3.39 1.76 7.33 0.000193 0.002549 1.00
261107_at unknown protein ; supported by cDNA:--- AT1G63010 1.73 0.79 7.33 0.000193 0.002549 1.00
253275_at Expressed protein ; supported by full-le--- AT4G34215 -1.92 -0.94 -7.32 0.000193 0.00255 1.00
253813_at  putative protein hypothetical protein - A--- AT4G28150 -1.88 -0.91 -7.32 0.000193 0.00255 1.00
255682_at putative dTDP-6-deoxy-L-mannose-de --- AT4G00560 -1.80 -0.85 -7.32 0.000193 0.00255 1.00
254244_at  putative protein S-receptor kinase 8 p --- AT4G23230 1.98 0.99 7.32 0.000193 0.00255 1.00
246768_at putative protein hypothetical proteins - --- AT5G27400 -1.56 -0.64 -7.32 0.000193 0.00255 1.00
247079_at Expressed protein ; supported by cDNAAKRP AT5G66055 -2.35 -1.23 -7.32 0.000194 0.002551 1.00
266167_at unknown protein  ;supported by full-lenYLS5 AT2G38860 7.48 2.90 7.32 0.000194 0.002551 1.00
260522_x_ hypothetical protein predicted by genef--- AT2G41730 22.19 4.47 7.32 0.000194 0.002551 1.00
254709_at Expressed protein ; supported by cDNAAGD8 AT4G17890 -2.07 -1.05 -7.32 0.000194 0.002558 1.00
252563_at  putative protein cim1 induced allergenATEXLA1 AT3G45970 -6.30 -2.65 -7.31 0.000194 0.002558 0.99
251642_at  imbibition protein homolog probable imAtSIP2 AT3G57520 1.88 0.91 7.31 0.000195 0.002558 0.99
265306_at unknown protein --- AT2G20320 2.39 1.26 7.31 0.000195 0.002558 0.99
264083_at ethylene reponse factor-like AP2 domaATERF15 AT2G31230 8.47 3.08 7.30 0.000196 0.002577 0.98
267534_at putative CCCH-type zinc finger protein --- AT2G41900 1.72 0.78 7.30 0.000196 0.002577 0.98
257171_at unknown protein  ; supported by full-le --- AT3G23760 -1.92 -0.94 -7.30 0.000197 0.002577 0.98
254247_at  putative protein receptor protein kinas --- AT4G23260 3.40 1.76 7.30 0.000197 0.002577 0.98
264164_at Expressed protein ; supported by full-le--- AT1G65295 -2.03 -1.02 -7.30 0.000197 0.002581 0.98
266131_at putative SCARECROW gene regulator--- AT2G45160 -2.44 -1.28 -7.30 0.000197 0.002581 0.98
253215_at  putative protein AT.I.24-7, Arabidopsis--- AT4G34950 -4.70 -2.23 -7.30 0.000197 0.002582 0.98
244985_at ribosomal protein L22 --- --- -2.47 -1.31 -7.30 0.000197 0.002582 0.98
248889_at unknown protein ;supported by full-leng--- AT5G46230 2.68 1.42 7.30 0.000198 0.002582 0.98
257990_at putative myc-like DNA-binding protein --- AT3G19860 -2.21 -1.14 -7.29 0.000198 0.002587 0.97
266481_at unknown protein  ; supported by cDNATCP10 AT2G31070 -2.19 -1.13 -7.29 0.000199 0.002591 0.97
247863_at SKP1 interacting partner 1 (SKIP1) ide--- AT5G57890 / 1.81 0.86 7.29 0.000199 0.002591 0.97



266761_at putative alcohol dehydrogenase --- AT2G47130 4.15 2.05 7.29 0.000199 0.002591 0.97
261307_at unknown protein similar to Glu-tRNAG GATB AT1G48520 -1.73 -0.79 -7.28 0.000199 0.002597 0.97
246145_at  peroxidase peroxidase, Lycopersicon --- AT5G19880 5.20 2.38 7.28 0.000199 0.002598 0.97
262580_at hypothetical protein Similar to gb|U407--- AT1G15330 -2.25 -1.17 -7.28 0.0002 0.002598 0.97
258565_at unknown protein  ; supported by cDNA--- AT3G04350 2.44 1.29 7.28 0.0002 0.002598 0.97
246098_at  ethylene-forming-enzyme-like dioxyge--- AT5G20400 2.63 1.39 7.28 0.0002 0.0026 0.96
247795_at  putative protein zinc finger transcriptio--- AT5G58620 1.94 0.95 7.28 0.0002 0.0026 0.96
248756_at sodium-dicarboxylate cotransporter-likeTDT AT5G47560 3.23 1.69 7.28 0.0002 0.002602 0.96
260871_at hypothetical protein predicted by gene --- AT1G29040 -1.60 -0.68 -7.28 0.000201 0.002607 0.96
249001_at putative protein strong similarity to unk--- AT5G44990 6.60 2.72 7.26 0.000203 0.002634 0.95
259655_at unknown protein --- AT1G55210 6.12 2.61 7.26 0.000203 0.002636 0.95
267014_at unknown protein --- AT2G39170 -1.57 -0.65 -7.26 0.000204 0.002639 0.94
251855_at  sugar-phosphate isomerase - like prot --- AT3G54690 -3.27 -1.71 -7.26 0.000204 0.002641 0.94
245398_at hydroxyproline-rich glycoprotein homo --- AT4G14900 2.62 1.39 7.25 0.000205 0.002652 0.94
258277_at putative cytochrome P450 similar to cyPAD3 AT3G26830 67.70 6.08 7.25 0.000205 0.002654 0.94
251967_at  putative protein DMR-N9 PROTEIN, M--- AT3G53390 1.67 0.74 7.25 0.000206 0.00266 0.93
259235_at hypothetical protein predicted by gensc--- AT3G11600 4.07 2.03 7.24 0.000207 0.002678 0.93
258689_at putative GTPase activating protein con--- AT3G07940 -1.66 -0.73 -7.24 0.000207 0.002678 0.92
247128_at atfp6-like protein --- AT5G66110 -2.26 -1.18 -7.24 0.000208 0.002679 0.92
250866_at Expressed protein ; supported by full-le--- AT5G03905 1.84 0.88 7.24 0.000208 0.00268 0.92
255298_at putative protein similar to transcriptionaATMSRB6 AT4G04840 -8.15 -3.03 -7.23 0.000208 0.002681 0.92
262749_at  lipase, putative contains Pfam profile: --- AT1G28580 1.77 0.83 7.23 0.000208 0.002681 0.92
267261_at unknown protein  ;supported by full-len--- AT2G23120 -2.98 -1.58 -7.23 0.000209 0.002687 0.92
246949_at  cytochrome P450-like protein CYTOC CYP71B13 AT5G25140 -6.06 -2.60 -7.23 0.000209 0.002687 0.92
261949_at hypothetical protein predicted by gene BDG1 AT1G64670 -4.31 -2.11 -7.23 0.000209 0.00269 0.91
256848_at hypothetical protein similar to hypothet --- AT3G27960 -5.91 -2.56 -7.23 0.000209 0.00269 0.91
257147_at unknown protein --- AT3G27270 2.31 1.21 7.23 0.000209 0.00269 0.91
253097_at cytochrome P450-like protein CYP81D5 AT4G37320 4.81 2.27 7.23 0.000209 0.00269 0.91
259914_at hypothetical protein predicted by genef--- AT1G72640 -2.07 -1.05 -7.22 0.00021 0.002691 0.91
266422_at hypothetical protein predicted by genscGAUT7 AT2G38650 -1.74 -0.80 -7.22 0.00021 0.002695 0.91
253337_at  putative protein acetylpolyamine amin hda14 AT4G33470 -2.68 -1.42 -7.22 0.00021 0.002698 0.91
255794_at putative NAM (no apical meristem)-likeANAC041 AT2G33480 3.77 1.91 7.22 0.000211 0.0027 0.91
265704_at hypothetical protein predicted by gensc--- AT2G03420 -2.32 -1.21 -7.22 0.000211 0.0027 0.91
248377_at unknown protein  ; supported by full-le --- AT5G51720 -3.33 -1.74 -7.22 0.000211 0.0027 0.91
256446_at  RING zinc finger protein contains Pfam--- AT3G11110 -2.75 -1.46 -7.21 0.000212 0.002707 0.90



257783_at unknown protein --- AT3G26950 -1.76 -0.82 -7.21 0.000212 0.002707 0.90
247754_at putative protein --- AT5G59080 -4.16 -2.06 -7.21 0.000213 0.002718 0.90
247283_at 2-nitropropane dioxygenase-like protei --- AT5G64250 1.87 0.90 7.20 0.000214 0.002731 0.89
258264_at unknown protein MBD11 AT3G15790 -2.02 -1.02 -7.20 0.000214 0.002732 0.89
265431_at (1-4)-beta-mannan endohydrolase --- AT2G20680 -1.74 -0.80 -7.20 0.000214 0.002732 0.89
267645_at putative beta-glucosidase BGLU33 AT2G32860 -5.02 -2.33 -7.20 0.000215 0.002737 0.89
264521_at unknown protein Location of EST gb|T --- AT1G10020 -3.96 -1.99 -7.19 0.000215 0.002741 0.88
256052_at  spliceosomal protein (U2B), putative s--- AT1G06960 -1.82 -0.87 -7.19 0.000215 0.002743 0.88
253911_at  putative receptor protein kinase recep --- AT4G27300 3.83 1.94 7.19 0.000216 0.002744 0.88
253174_at catalase  ; supported by cDNA: gi_154CAT2 AT4G35090 -1.98 -0.98 -7.19 0.000216 0.002744 0.88
250531_at GTP-binding protein LepA homolog --- AT5G08650 -2.40 -1.26 -7.19 0.000216 0.00275 0.88
247480_at  KED - like protein KED, Nicotiana tabaATBAG7 AT5G62390 -2.10 -1.07 -7.19 0.000216 0.00275 0.88
252463_at putative protein  ;supported by full-leng--- AT3G47070 -3.14 -1.65 -7.18 0.000217 0.002752 0.88
257209_at hypothetical protein --- AT3G14920 1.59 0.67 7.18 0.000218 0.002763 0.87
263449_at unknown protein AtRABA5d AT2G31670 / -1.71 -0.77 -7.17 0.000219 0.002774 0.87
246724_at  putative protein CDPK substrate prote--- AT5G29000 2.08 1.06 7.17 0.000219 0.002777 0.86
245575_at centromere protein homolog --- AT4G14760 -1.75 -0.81 -7.17 0.000219 0.002777 0.86
257172_at  hypothetical protein predicted by gene--- AT3G23700 -2.08 -1.06 -7.17 0.000219 0.002777 0.86
245291_at Expressed protein ; supported by cDNA--- AT4G16155 -1.76 -0.82 -7.17 0.00022 0.002787 0.86
254117_at putative protein --- AT4G24750 -2.17 -1.12 -7.16 0.000221 0.002792 0.86
248886_at phosphate/triose-phosphate translocat APE2 AT5G46110 -1.83 -0.87 -7.16 0.000221 0.002792 0.86
253571_at  putative calmodulin-binding protein ca--- AT4G31000 -6.27 -2.65 -7.16 0.000222 0.0028 0.85
248276_at EspB-like protein YSL3 AT5G53550 2.29 1.19 7.15 0.000223 0.002814 0.84
253040_at  endo-xyloglucan transferase - like pro --- AT4G37800 -7.31 -2.87 -7.15 0.000223 0.002814 0.84
256419_at RNA-binding protein similar to GI:8292--- AT1G33470 -1.88 -0.91 -7.15 0.000223 0.002814 0.84
256908_at hypothetical protein similar to mucin co--- AT3G24040 -1.85 -0.89 -7.15 0.000223 0.002815 0.84
263920_at unknown protein  ;supported by full-len--- AT2G36410 -2.04 -1.03 -7.15 0.000224 0.002822 0.84
248082_at fimbrin --- AT5G55400 -2.79 -1.48 -7.14 0.000224 0.002823 0.84
250861_at  putative protein predicted proteins, Ara--- AT5G04740 1.92 0.94 7.14 0.000224 0.002824 0.84
255826_at putative uroporphyrinogen decarboxylaHEME2 AT2G40490 -1.82 -0.86 -7.14 0.000224 0.002824 0.84
263947_at unknown protein  ;supported by full-len--- AT2G35820 2.84 1.51 7.14 0.000225 0.002827 0.84
262001_at  myrosinase binding protein, putative s --- AT1G33790 -1.90 -0.93 -7.14 0.000225 0.002828 0.83
256417_s_  omega-3 fatty acid desaturase, chloro FAD7 AT3G11170 / -2.78 -1.47 -7.14 0.000225 0.002829 0.83
257206_at putative lectin similar to lectin SP:P028--- AT3G16530 16.64 4.06 7.14 0.000226 0.002832 0.83
267184_at unknown protein  ; supported by cDNAASHH3 AT2G44150 -1.69 -0.76 -7.13 0.000226 0.00284 0.83



247429_at putative protein strong similarity to unk--- AT5G62620 2.19 1.13 7.13 0.000227 0.002841 0.83
256170_at  receptor protein kinase, putative conta--- AT1G51790 2.66 1.41 7.13 0.000227 0.002841 0.83
250441_at  oligopeptidase A - like protein oligope --- AT5G10540 -1.59 -0.67 -7.13 0.000227 0.002845 0.82
264549_at putative ser/thr protein kinase similar to--- AT1G09440 -1.70 -0.76 -7.13 0.000227 0.002846 0.82
245599_at RING-H2 finger protein RHF1a RHF1A AT4G14220 2.45 1.29 7.13 0.000228 0.002848 0.82
247912_at putative protein contains similarity to A--- AT5G57480 3.37 1.75 7.12 0.000229 0.002854 0.82
248676_at putative protein similar to unknown proATSDI1 AT5G48850 -7.78 -2.96 -7.12 0.000228 0.002854 0.82
246008_at  putative protein predicted proteins, Ho--- AT5G08320 -1.96 -0.97 -7.12 0.000229 0.002854 0.82
266073_at putative signal recognition particle rece--- AT2G18770 -1.75 -0.81 -7.12 0.000228 0.002854 0.82
252068_at  mucin -like protein hemomucin, Droso--- AT3G51440 4.76 2.25 7.12 0.000229 0.002854 0.82
252740_at  pectinesterase -like protein PECTINES--- AT3G43270 -2.51 -1.33 -7.12 0.000229 0.002855 0.82
253916_at hypothetical protein  ;supported by full---- AT4G27240 -2.88 -1.53 -7.12 0.000229 0.002855 0.82
247540_at  ethylene responsive element binding f --- AT5G61590 -3.74 -1.90 -7.12 0.00023 0.002861 0.81
249454_at  expressed protein predicted protein, S--- AT5G39520 6.93 2.79 7.11 0.000231 0.002872 0.80
258299_at unknown protein contains GMC oxidor --- AT3G23410 -2.27 -1.18 -7.11 0.000231 0.002872 0.80
258055_at putative 2Fe-2S iron-sulfur cluster prot NDF4 AT3G16250 -5.12 -2.36 -7.11 0.000231 0.002872 0.81
259534_at hypothetical protein --- AT1G12290 1.96 0.97 7.11 0.000231 0.002872 0.80
265676_at putative CCR4-associated factor  ; sup--- AT2G32070 -1.67 -0.74 -7.11 0.000231 0.002872 0.81
252450_s_  receptor kinase-like protein receptor k --- AT3G47090 / 3.17 1.66 7.11 0.000231 0.002872 0.81
261948_at unknown protein ;supported by full-leng--- AT1G64680 -2.76 -1.46 -7.11 0.000231 0.002872 0.80
258814_at putative short-chain type dehydrogena --- AT3G03980 -1.90 -0.93 -7.11 0.000232 0.002875 0.80
263348_at cytoplasmic aconitate hydratase --- AT2G05710 2.26 1.18 7.10 0.000233 0.002883 0.80
254951_at putative protein various kinesin light ch--- AT4G10840 -1.64 -0.72 -7.10 0.000233 0.002886 0.80
248027_at outward rectifying potassium channel KATKCO1 AT5G55630 -1.96 -0.97 -7.10 0.000233 0.002886 0.80
249027_at ATP dependent copper transporter  ; s RAN1 AT5G44790 2.05 1.04 7.10 0.000233 0.002888 0.80
255571_at hypothetical protein  ; supported by cD--- AT4G01220 -2.56 -1.35 -7.10 0.000234 0.00289 0.79
252133_at  hypothetical protein hypothetical prote--- AT3G50900 6.27 2.65 7.09 0.000234 0.002896 0.79
250264_at  glucosyltransferase -like protein gluco --- AT5G12890 1.54 0.62 7.09 0.000234 0.002896 0.79
245049_at ribosomal protein S16 --- --- -2.46 -1.30 -7.09 0.000235 0.002897 0.79
259303_at hypothetical protein predicted by gensc--- AT3G05130 -1.52 -0.60 -7.09 0.000235 0.002903 0.79
250257_at putative protein similar to unknown pro--- AT5G13770 -1.94 -0.96 -7.09 0.000235 0.002905 0.79
262882_at  cytochrome p450, putative similar to cCYP89A2 AT1G64900 5.12 2.36 7.08 0.000236 0.00291 0.78
266991_at putative CDP-diacylglycerol--glycerol-3PGP1 AT2G39290 -1.57 -0.65 -7.08 0.000237 0.002918 0.78
267578_at Expressed protein ; supported by cDNA--- AT2G30695 -2.96 -1.57 -7.08 0.000237 0.002918 0.78
254928_at  putative protein hypothetical protein - --- AT4G11410 -1.79 -0.84 -7.08 0.000237 0.002918 0.78



250356_at  clathrin binding protein - like Af10-prot--- AT5G11710 -1.54 -0.62 -7.08 0.000238 0.002923 0.78
261366_at unknown protein --- AT1G53100 4.57 2.19 7.07 0.000238 0.002926 0.77
264686_at  shaggy-like protien kinase, kappa IdenATSK41 AT1G09840 -1.59 -0.67 -7.07 0.000239 0.002931 0.77
250545_at serine/threonine protein kinase  ;suppoATPK3 AT5G08160 -1.66 -0.73 -7.07 0.000239 0.002932 0.77
261536_at K Efflux antiporter KEA1 identical to G KEA1 AT1G01790 -2.16 -1.11 -7.07 0.000239 0.002932 0.77
263053_at similar to glucose inhibited division pro--- AT2G13440 -1.79 -0.84 -7.07 0.00024 0.002938 0.77
255844_at putative protein kinase contains a prote--- AT2G33580 3.43 1.78 7.07 0.000239 0.002938 0.77
260261_at unknown protein --- AT1G68450 8.60 3.10 7.06 0.00024 0.002946 0.76
256015_at  PSI type II chlorophyll a/b-binding protLHCA6 AT1G19150 -10.27 -3.36 -7.06 0.00024 0.002946 0.76
264833_at putative protein phosphatase similar to--- AT1G03590 -2.47 -1.31 -7.06 0.000241 0.002946 0.76
249073_at vegetative storage protein-like  ;suppo --- AT5G44020 -4.51 -2.17 -7.06 0.000241 0.002946 0.76
265183_at unknown protein  ;supported by full-len--- AT1G23750 -2.61 -1.38 -7.06 0.000241 0.002946 0.76
245337_at Expressed protein ; supported by full-le--- AT4G16566 -1.67 -0.74 -7.06 0.000241 0.002946 0.76
245383_at SUPERMAN like protein --- AT4G17810 -2.82 -1.49 -7.06 0.000241 0.002947 0.76
263705_at unknown protein contains similarity to gIMPL1 AT1G31190 -2.16 -1.11 -7.06 0.000242 0.002949 0.76
249563_at similar to unknown protein (pir |T03994--- AT5G38360 -1.69 -0.76 -7.06 0.000242 0.002949 0.76
263656_at putative auxin-induced protein AUX2-1SHY2 AT1G04240 -17.40 -4.12 -7.05 0.000243 0.002957 0.75
262569_at hypothetical protein Strong similarity to--- AT1G15180 -2.48 -1.31 -7.05 0.000243 0.002957 0.75
267637_at unknown protein predicted by genscan--- AT2G42190 -2.36 -1.24 -7.05 0.000243 0.002957 0.75
259671_at  protein kinase, putative similar to GI:7 --- AT1G52290 -3.81 -1.93 -7.05 0.000244 0.002968 0.75
258356_at unknown protein --- AT3G14340 -1.95 -0.97 -7.05 0.000244 0.002968 0.75
261934_at  UDP-glucose glucosyltransferase, put UGT85A1 AT1G22400 5.32 2.41 7.04 0.000244 0.002973 0.74
250254_at 24-sterol C-methyltransferase  ; suppo SMT1 AT5G13710 -2.28 -1.19 -7.04 0.000245 0.002981 0.74
265853_at putative RING zinc finger protein --- AT2G42360 6.47 2.69 7.04 0.000246 0.002986 0.74
266888_s_ putative thiamin pyrophosphokinase  ; TPK1 AT1G02880 / 1.70 0.77 7.04 0.000246 0.002986 0.74
252908_at putative protein --- AT4G39670 22.13 4.47 7.03 0.000246 0.002986 0.74
262775_at unknown protein --- AT1G13000 1.68 0.75 7.03 0.000246 0.002986 0.74
257168_at  mrp protein, putative similar to mrp proHCF101 AT3G24430 -3.46 -1.79 -7.03 0.000246 0.002986 0.74
247380_at 4-coumarate-CoA ligase-like protein --- AT5G63380 -2.09 -1.07 -7.03 0.000246 0.002986 0.74
256181_at  light repressible receptor protein kinas--- AT1G51820 6.07 2.60 7.03 0.000248 0.002999 0.73
251860_at  Gluthatione reductase, chloroplast preGR AT3G54660 -1.56 -0.64 -7.03 0.000248 0.002999 0.73
247989_at pyruvate kinase  ;supported by full-leng--- AT5G56350 2.22 1.15 7.03 0.000248 0.002999 0.73
265742_at putative ribose 5-phosphate isomerase--- AT2G01290 2.30 1.20 7.03 0.000248 0.003 0.73
251645_at  putative protein polygalacturonase (EC--- AT3G57790 -1.85 -0.89 -7.02 0.000248 0.003 0.73
245924_at  Tha4 protein - like Tha4 protein, Pisum--- AT5G28750 -1.63 -0.70 -7.02 0.000248 0.003 0.73



261833_at  ATP citrate-lyase, putative similar to AACLA-1 AT1G10670 -1.75 -0.80 -7.02 0.000249 0.003011 0.72
265581_at putative cAMP-dependent protein kina --- AT2G20050 -1.68 -0.74 -7.02 0.00025 0.003013 0.72
261192_at  NAM protein, putative similar to NAM ANAC13 AT1G32870 2.23 1.16 7.02 0.00025 0.003014 0.72
260500_at Expressed protein ; supported by cDNA--- AT2G41705 1.61 0.69 7.01 0.00025 0.003014 0.72
251028_at  putative protein putative hydrolase At2--- AT5G02230 1.91 0.94 7.02 0.00025 0.003014 0.72
264365_s_  unknown protein Strong similarity to g --- AT1G03220 / 4.18 2.06 7.02 0.00025 0.003014 0.72
248394_at unknown protein --- AT5G52070 1.69 0.75 7.01 0.000251 0.003019 0.72
262633_at Expressed protein ; supported by full-le--- AT1G06630 -1.65 -0.72 -7.01 0.000251 0.003025 0.71
246434_at root cap 1 (RCP1)  ;supported by full-leRCP1 AT5G17520 -2.13 -1.09 -7.01 0.000252 0.003029 0.71
245985_at  peptidylprolyl isomerase-like protein c --- AT5G13120 -2.02 -1.02 -7.01 0.000252 0.003029 0.71
262598_at unknown protein EST gb|N65467 come--- AT1G15260 -2.32 -1.22 -7.00 0.000253 0.003037 0.71
250408_at  serine/threonine protein kinase -like p CIPK5 AT5G10930 2.69 1.43 7.00 0.000254 0.003045 0.70
246462_at  putative protein predicted protein, Dro --- AT5G16940 -2.46 -1.30 -7.00 0.000254 0.003048 0.70
247907_at unknown protein --- AT5G57460 -1.63 -0.71 -6.99 0.000255 0.003051 0.70
253184_at  putative protein protein kinase APK1, BSK1 AT4G35230 1.80 0.85 7.00 0.000255 0.003051 0.70
245064_at Expressed protein ; supported by full-le--- AT2G39725 2.62 1.39 6.99 0.000255 0.003051 0.70
246003_at chloroplast Cpn21 protein  ; supported CPN20 AT5G20720 -1.86 -0.90 -7.00 0.000254 0.003051 0.70
253496_at  glutathione peroxidase - like protein g ATGPX7 AT4G31870 -5.51 -2.46 -6.99 0.000255 0.003055 0.70
248040_at putative protein contains similarity to u --- AT5G55970 3.40 1.76 6.99 0.000256 0.003059 0.69
264959_at hypothetical protein predicted by gene --- AT1G77090 -1.89 -0.92 -6.99 0.000256 0.00306 0.69
247908_at GS1-like protein ;supported by full-lengGS1 AT5G57440 -3.53 -1.82 -6.99 0.000257 0.003066 0.69
263609_at putative LRR receptor protein kinase --- AT2G16250 -1.68 -0.75 -6.99 0.000257 0.003066 0.69
252711_at  lipid-transfer protein-like protein nonsp--- AT3G43720 -6.56 -2.71 -6.98 0.000257 0.003069 0.69
267116_at unknown protein --- AT2G32560 -2.96 -1.57 -6.98 0.000257 0.003069 0.69
257314_at  integral membrane protein, putative co--- AT3G26590 4.06 2.02 6.98 0.000257 0.003069 0.69
251573_at  phenylalanine-tRNA synthetase-like p --- AT3G58140 -1.80 -0.85 -6.98 0.000258 0.003069 0.69
258728_at unknown protein  ; supported by cDNA--- AT3G11800 -1.65 -0.72 -6.98 0.000258 0.003071 0.69
258472_at unknown protein identical to unknown --- AT3G06080 -2.51 -1.33 -6.98 0.000258 0.003075 0.68
245711_at putative c2h2 zinc finger transcription fZAT6 AT5G04340 7.31 2.87 6.98 0.000259 0.003076 0.68
251780_s_  beta-ketoacyl-ACP reductase - like pro--- AT3G55290 / 2.58 1.36 6.98 0.000259 0.003078 0.68
264053_at hypothetical protein predicted by gensc--- AT2G22560 2.10 1.07 6.98 0.000259 0.003079 0.68
247856_at receptor-like protein kinase --- AT5G58300 -2.18 -1.12 -6.97 0.000259 0.00308 0.68
267308_at putative malonyl-CoA:Acyl carrier prote--- AT2G30200 -1.92 -0.94 -6.97 0.00026 0.003089 0.68
253820_at hypothetical protein --- AT4G28370 1.71 0.77 6.97 0.000261 0.003093 0.67
254526_at  putative protein cyclin C homolog 1, SCYCT1;4 AT4G19600 1.67 0.74 6.97 0.000261 0.003096 0.67



253987_at  pyrophosphate-dependent phosphofruPFK3 AT4G26270 3.51 1.81 6.96 0.000262 0.003108 0.67
245307_at gibberellin oxidase-like protein non-con--- AT4G16770 -1.91 -0.94 -6.96 0.000262 0.003109 0.67
260362_at putative protein kinase similar to C-term--- AT1G70530 3.72 1.90 6.96 0.000263 0.003109 0.67
247405_at Arac10  ; supported by cDNA: gi_3702ARAC10 AT5G62880 -1.80 -0.84 -6.96 0.000263 0.003115 0.66
260531_at putative acyl-CoA synthetase  ; supporCER8 AT2G47240 -2.13 -1.09 -6.96 0.000263 0.003115 0.66
258683_at putative protein kinase contains Pfam ATSIK AT3G08760 2.73 1.45 6.95 0.000264 0.00312 0.66
245364_at hypothetical protein ;supported by full- --- AT4G15790 -1.99 -0.99 -6.95 0.000264 0.00312 0.66
258599_at  L-allo-threonine aldolase, putative simTHA2 AT3G04520 2.48 1.31 6.95 0.000264 0.00312 0.66
248595_at drought-induced protein Di19-like proteHRB1 AT5G49230 -1.80 -0.85 -6.95 0.000265 0.003123 0.66
261559_at  LIM domain protein, putative similar to--- AT1G01780 1.86 0.90 6.95 0.000265 0.003127 0.66
266224_at chloroplast membrane protein (ALBINOALB3 AT2G28800 -1.60 -0.68 -6.95 0.000265 0.003128 0.65
259577_at unknown protein --- AT1G35340 -2.05 -1.03 -6.95 0.000266 0.003132 0.65
250170_at  putative protein ribulose-1,5-bisphosp --- AT5G14260 -1.87 -0.90 -6.94 0.000266 0.003134 0.65
257831_at unknown protein  ;supported by full-lenCCB1 AT3G26710 -1.94 -0.95 -6.94 0.000266 0.003134 0.65
253109_at  putative protein predicted protein A_T MCA1 AT4G35920 -2.79 -1.48 -6.94 0.000267 0.003142 0.65
265720_at unknown protein --- AT2G40110 3.23 1.69 6.94 0.000268 0.003146 0.64
249345_at putative protein  ; supported by cDNA: --- AT5G40740 -1.81 -0.86 -6.94 0.000268 0.003146 0.64
257713_at  succinate dehydrogenase iron-protein SDH2-1 AT3G27380 2.56 1.36 6.94 0.000268 0.003146 0.64
264508_at putative phytochrome A similar to GB:APHYA AT1G09570 -2.61 -1.39 -6.94 0.000268 0.003147 0.64
252986_at  putative protein T19C21.18 Arabidops--- AT4G38380 1.52 0.61 6.93 0.000268 0.003149 0.64
266285_at unknown protein --- AT2G29180 -2.98 -1.58 -6.93 0.000268 0.003149 0.64
253181_at  amino acid permease - like protein LilyLHT7 AT4G35180 10.74 3.43 6.93 0.000269 0.003151 0.64
251859_at  putative protein proteophosphoglycan --- AT3G54680 1.80 0.85 6.93 0.000269 0.003156 0.64
260004_at unknown protein  ;supported by full-len--- AT1G67860 2.65 1.41 6.93 0.000269 0.003156 0.64
254500_at  vacuolar sorting receptor-like protein B--- AT4G20110 3.49 1.80 6.93 0.00027 0.003166 0.63
252852_at hypothetical protein  ;supported by full---- AT4G39900 -3.34 -1.74 -6.92 0.000271 0.003166 0.63
250107_at  ids-4 protein - like ids-4 protein, HordeSPX4 AT5G15330 -2.26 -1.18 -6.92 0.000271 0.00317 0.63
252255_at  pectinesterase - like protein pectineste--- AT3G49220 -3.74 -1.90 -6.92 0.000272 0.003176 0.63
244934_at NADH dehydrogenase ND6 --- --- -3.17 -1.66 -6.92 0.000272 0.003176 0.63
245744_at unknown protein --- AT1G51110 -4.29 -2.10 -6.92 0.000272 0.003176 0.63
249866_at 2-isopropylmalate synthase-like; homoMAM1 AT5G23010 -3.10 -1.63 -6.92 0.000272 0.003176 0.63
245038_at similar to latex allergen from Hevea braPLA2A AT2G26560 6.35 2.67 6.92 0.000272 0.003176 0.63
251193_at  translation releasing factor RF-1 -like APG3 AT3G62910 -2.26 -1.18 -6.92 0.000272 0.003176 0.63
254174_at putative protein various predicted proteYSL1 AT4G24120 2.40 1.26 6.92 0.000273 0.003177 0.62
266340_at similar to axi 1 protein from Nicotiana t --- AT2G01480 1.56 0.64 6.92 0.000273 0.003178 0.62



265715_s_ expressed protein non-consensus GA --- AT1G13860 / -2.81 -1.49 -6.91 0.000273 0.003178 0.62
261740_at hypothetical protein similar to unknown--- AT1G47740 -2.22 -1.15 -6.91 0.000273 0.003179 0.62
264102_at hypothetical protein predicted by gene ECT8 AT1G79270 2.16 1.11 6.91 0.000274 0.003183 0.62
262093_at  receptor protein kinase, putative conta--- AT1G56145 2.43 1.28 6.91 0.000275 0.003194 0.62
259439_at 1-aminocyclopropane-1-carboxylate syACS2 AT1G01480 18.90 4.24 6.91 0.000275 0.003194 0.62
247831_at  putative protein serine/threonine-spec --- AT5G58540 2.67 1.42 6.91 0.000275 0.003194 0.62
262591_at hypothetical protein Similar to gb|X825CCMH AT1G15220 -1.66 -0.73 -6.90 0.000276 0.003202 0.61
264516_at unknown protein --- AT1G10090 -1.68 -0.74 -6.90 0.000277 0.003208 0.61
253779_at receptor-like protein kinase 5 precurso HAE AT4G28490 3.30 1.72 6.89 0.000278 0.003225 0.60
259927_at unknown protein  ; supported by cDNAJAC1 AT1G75100 -2.47 -1.30 -6.89 0.000278 0.003225 0.60
246549_at  putative protein predicted proteins, Ara--- AT5G15050 -2.93 -1.55 -6.89 0.000279 0.00323 0.60
248564_at putative protein contains similarity to A--- AT5G49700 2.16 1.11 6.89 0.000279 0.003232 0.60
251415_at putative protein --- AT3G60380 -1.68 -0.75 -6.89 0.000279 0.003232 0.60
257265_at  PHD-finger protein, putative contains --- AT3G14980 -1.83 -0.87 -6.89 0.00028 0.003235 0.60
253063_at plasma membrane-type calcium ATPa ACA2 AT4G37640 2.71 1.44 6.88 0.00028 0.003239 0.60
263876_at putative RAS superfamily GTP-bindingATRAB7A AT2G21880 -2.16 -1.11 -6.88 0.000281 0.003249 0.59
267126_s_ putative acetone-cyanohydrin lyase ACL AT2G23590 / -2.44 -1.29 -6.88 0.000282 0.003256 0.59
262738_at hypothetical protein --- AT1G28530 -1.96 -0.97 -6.88 0.000282 0.003256 0.59
251192_at  alpha galactosyltransferase-like proteiXT1 AT3G62720 -3.90 -1.96 -6.88 0.000282 0.003258 0.59
255230_at  ferredoxin--NADP+ reductase - like pr ATRFNR1 AT4G05390 7.16 2.84 6.87 0.000283 0.003258 0.59
262656_at  unknown protein location of EST TAT5--- AT1G14200 -1.77 -0.82 -6.87 0.000283 0.00326 0.58
256922_at  hypothetical protein contains similarity--- AT3G19010 3.57 1.84 6.87 0.000284 0.00326 0.58
245365_at hypothetical protein ;supported by full- --- AT4G17720 2.56 1.35 6.87 0.000284 0.00326 0.58
260874_at hypothetical protein predicted by gene emb2170 AT1G21390 1.92 0.94 6.87 0.000283 0.00326 0.58
266235_at putative phloem-specific lectin AtPP2-B10 AT2G02360 2.09 1.07 6.87 0.000283 0.00326 0.58
246631_at unknown protein ; supported by full-len--- AT1G50740 1.66 0.73 6.87 0.000283 0.00326 0.58
264026_at glycine-rich protein (AtGRP2) Same asATGRP2B AT2G21060 2.80 1.48 6.87 0.000284 0.003263 0.58
254010_at putative protein  ;supported by full-leng--- AT1G72125 / 1.67 0.74 6.87 0.000285 0.00327 0.58
265656_at putative nonspecific lipid-transfer prote--- AT2G13820 -3.75 -1.91 -6.86 0.000285 0.003271 0.58
248932_at peptide transporter PTR3 AT5G46050 7.65 2.94 6.86 0.000285 0.003272 0.58
247585_at  putative protein predicted proteins, Ara--- AT5G60680 -2.05 -1.04 -6.86 0.000286 0.003276 0.57
262357_at  jacalin, putative similar to jacalin GI:28--- AT1G73040 5.62 2.49 6.86 0.000286 0.003281 0.57
251493_at  putative protein hypothetical protein T --- AT3G59300 1.95 0.96 6.85 0.000288 0.003296 0.57
263701_at putative protein kinase C inhibitor (Zinc--- AT1G31160 -1.59 -0.67 -6.85 0.000288 0.003296 0.57
249610_at putative protein --- AT5G37360 -3.08 -1.62 -6.85 0.000288 0.003298 0.56



256356_s_ hypothetical protein --- AT1G66500 / 1.82 0.87 6.85 0.000288 0.003299 0.56
249606_at  putative protein DNA-binding protein CRVE2 AT5G37260 1.76 0.82 6.85 0.000289 0.003302 0.56
266022_at  subtilisin-like serine protease, putative--- AT2G05920 -2.33 -1.22 -6.85 0.000289 0.003302 0.56
250695_at lectin-like protein kinase --- AT5G06740 4.66 2.22 6.85 0.000289 0.003305 0.56
248704_at putative protein pectinesterase-like; alssks3 AT5G48450 -2.11 -1.08 -6.84 0.00029 0.003311 0.56
259213_at putative receptor ser/thr protein kinase--- AT3G09010 7.30 2.87 6.84 0.00029 0.003311 0.56
254635_at  extensin-like protein extensin-like prot --- AT4G18670 -1.86 -0.90 -6.84 0.00029 0.003311 0.56
262581_at  unknown protein ESTs gb|T22508, gb --- AT1G15370 -1.55 -0.63 -6.84 0.00029 0.003311 0.56
253665_at hypothetical protein --- AT4G30230 2.66 1.41 6.84 0.000291 0.003314 0.55
261715_at hypothetical protein similar to hypothet --- AT1G18485 -1.74 -0.80 -6.84 0.000292 0.003321 0.55
246927_s_  nodulin - like protein nodulin, Glycine --- AT5G25250 / 2.57 1.36 6.84 0.000292 0.003323 0.55
253923_at  hypothetical protein Arabidopsis thaliaTOR1 AT4G27060 -1.74 -0.80 -6.83 0.000293 0.003331 0.55
266648_at putative trytophanyl-tRNA synthetase OVA4 AT2G25840 -1.64 -0.72 -6.83 0.000293 0.003331 0.55
260705_at unknown protein ;supported by full-lengTOM2A AT1G32400 -1.63 -0.70 -6.83 0.000293 0.003331 0.55
260959_at unknown protein ;supported by full-leng--- AT1G06050 1.72 0.78 6.83 0.000294 0.003334 0.54
261407_at unknown protein ;supported by full-leng--- AT1G18810 -2.41 -1.27 -6.83 0.000294 0.003334 0.54
266500_at Expressed protein ; supported by full-lePLA2-ALPHAAT2G06925 -2.64 -1.40 -6.83 0.000294 0.003334 0.54
263809_at putative GDSL-motif lipase/hydrolase s--- AT2G04570 -3.65 -1.87 -6.83 0.000295 0.003341 0.54
258365_s_ putative diaminopimelate decarboxylas--- AT3G14390 / -1.81 -0.85 -6.82 0.000295 0.003347 0.54
262590_at  putative RING-H2 zinc finger protein ERHA2A AT1G15100 1.84 0.88 6.82 0.000296 0.003356 0.53
265471_at putative peroxidase ATP2a  ;supported--- AT2G37130 3.84 1.94 6.82 0.000297 0.003364 0.53
255926_at  AP2 domain containing protein RAP2, --- AT1G22190 3.23 1.69 6.82 0.000297 0.003364 0.53
260706_at  oxidase, putative similar to oxidase GBAOX1D AT1G32350 62.49 5.97 6.81 0.000298 0.003367 0.53
252272_at  receptor protein kinase - like protein CBAM2 AT3G49670 -3.20 -1.68 -6.81 0.000298 0.003367 0.53
261161_at  hypothetical protein contains Pfam pro--- AT1G34420 2.59 1.38 6.81 0.000298 0.003367 0.53
255331_at hypothetical protein  ; supported by cD--- AT4G04330 -1.76 -0.81 -6.81 0.000298 0.003367 0.53
262914_at auxin response factor 1 identical to auxARF1 AT1G59750 -1.77 -0.82 -6.81 0.000299 0.003378 0.52
245029_at hypothetical protein predicted by genscYAB5 AT2G26580 -3.65 -1.87 -6.80 0.000301 0.003397 0.52
262665_at  xyloglucan fucosyltransferase, putativeFUT7 AT1G14070 4.30 2.10 6.80 0.000302 0.003404 0.51
259661_at Expressed protein ; supported by full-le--- AT1G55265 2.08 1.06 6.80 0.000302 0.003406 0.51
262174_at putative GDP-mannose pyrophosphory--- AT1G74910 -2.05 -1.03 -6.79 0.000304 0.003419 0.51
255676_at putative beta-amylase similar to the famBAM2 AT4G00490 -3.61 -1.85 -6.79 0.000304 0.003419 0.51
263570_at aldehyde oxidase identical to GP:3172AAO3 AT2G27150 2.55 1.35 6.79 0.000303 0.003419 0.51
248127_at transport protein particle component B --- AT5G54750 -1.62 -0.70 -6.79 0.000305 0.00343 0.50
258415_at putative s-adenosylmethionine synthet MTO3 AT3G17390 -3.26 -1.70 -6.79 0.000305 0.003435 0.50



253394_at  putative protein predicted protein, SynVTE1 AT4G32770 -2.76 -1.46 -6.79 0.000306 0.003435 0.50
255595_at  putative chitinase similar to peanut typ--- AT4G01700 6.72 2.75 6.78 0.000306 0.003443 0.50
259393_at  trehalose-6-phosphate synthase, putaATTPS7 AT1G06410 -1.77 -0.82 -6.78 0.000307 0.003443 0.50
255662_at putative protein GPAT8 AT4G00400 -3.03 -1.60 -6.78 0.000307 0.003443 0.50
261944_at unknown protein --- AT1G64650 -2.06 -1.04 -6.77 0.000309 0.003464 0.49
266608_at hypothetical protein predicted by genef--- AT2G35500 -2.07 -1.05 -6.77 0.000309 0.003464 0.49
253886_at  cytochrome P450 - like protein cytoch CYP709B3 AT4G27710 -1.64 -0.72 -6.77 0.000309 0.003468 0.49
262977_at  transcription factor, putative similar to --- AT1G75490 -1.86 -0.89 -6.77 0.00031 0.003468 0.49
260793_at unknown protein ;supported by full-leng--- AT1G06190 -1.72 -0.78 -6.77 0.00031 0.003468 0.49
266992_at similar to Mlo proteins from H. vulgare MLO12 AT2G39200 9.66 3.27 6.77 0.00031 0.003471 0.48
261930_at  alcohol dehydrogenase ADH, putative--- AT1G22440 2.19 1.13 6.77 0.00031 0.003471 0.48
248828_at Lil3 protein --- AT5G47110 -1.58 -0.66 -6.77 0.00031 0.003471 0.48
250727_at putative protein similar to unknown pro--- AT5G06430 -1.62 -0.69 -6.77 0.000311 0.003474 0.48
252116_at putative protein  ;supported by full-leng--- AT3G51510 -1.90 -0.93 -6.76 0.000311 0.003478 0.48
250330_at putative protein --- AT5G11810 -1.81 -0.86 -6.76 0.000313 0.003487 0.48
250470_at  (3R)-hydroxymyristoyl-[acyl carrier pro--- AT5G10160 -1.95 -0.96 -6.76 0.000312 0.003487 0.48
254370_at L1 specific homeobox gene ATML1/ov ATML1 AT4G21750 -2.02 -1.02 -6.76 0.000313 0.00349 0.47
263515_at unknown protein --- AT2G21640 6.46 2.69 6.76 0.000313 0.003492 0.47
262342_at unknown protein similar to hypothetica --- AT1G64150 -2.54 -1.35 -6.76 0.000314 0.003496 0.47
247361_at unknown protein  ;supported by full-len--- AT5G63480 -2.01 -1.01 -6.75 0.000314 0.003497 0.47
266292_at putative tropinone reductase  ;supporteSAG13 AT2G29350 32.79 5.04 6.75 0.000315 0.0035 0.47
250743_at phosphate/phosphoenolpyruvate trans --- AT5G05820 -1.81 -0.86 -6.75 0.000315 0.0035 0.47
256569_at hypothetical protein  ; supported by ful --- AT3G19550 4.83 2.27 6.74 0.000317 0.003516 0.46
255561_at putative hexose transporter similar to p--- AT4G02050 2.29 1.20 6.74 0.000317 0.003516 0.46
257093_at hypothetical protein  ;supported by full---- AT3G20570 -2.51 -1.33 -6.74 0.000317 0.003516 0.46
245783_s_ hypothetical protein similar to hypothet --- AT1G35170 / -4.53 -2.18 -6.74 0.000318 0.003516 0.46
247199_at DNA binding protein TGA1a homolog  TGA1 AT5G65210 2.95 1.56 6.74 0.000317 0.003516 0.46
253358_at gamma-VPE (vacuolar processing enzGAMMA-VPEAT4G32940 1.69 0.76 6.74 0.000318 0.003516 0.46
253926_at hnRNP-like protein  ; supported by cDN--- AT4G26650 -1.65 -0.72 -6.74 0.000318 0.003516 0.46
256808_at unknown protein ALY3 AT3G21430 1.57 0.65 6.74 0.000317 0.003516 0.46
259323_at unknown protein --- AT3G05280 -1.50 -0.58 -6.74 0.000318 0.003516 0.46
249385_at thioredoxin  ; supported by full-length cATTRX2 AT5G39950 1.95 0.96 6.74 0.000317 0.003516 0.46
247447_at  nitrate transporter NTL1 - like protein --- AT5G62730 -3.75 -1.91 -6.74 0.000318 0.003516 0.46
252972_at  auxin-induced protein - like auxin-indu--- AT4G38840 -3.69 -1.88 -6.74 0.000318 0.003516 0.46
267384_at unknown protein highly similar to GP|2 --- AT2G44370 7.96 2.99 6.74 0.000317 0.003516 0.46



267140_at putative GT-1-like transcription factor --- AT2G38250 2.66 1.41 6.75 0.000316 0.003516 0.46
246957_at unknown protein --- AT5G24670 1.53 0.61 6.73 0.00032 0.003533 0.45
266172_at putative aquaporin (water channel protPIP2E AT2G39010 -3.22 -1.69 -6.73 0.00032 0.003538 0.45
260014_at hydroxypyruvate reductase (HPR) idenHPR AT1G68010 -1.87 -0.90 -6.73 0.000321 0.003539 0.45
256456_at unknown protein ; supported by full-len--- AT1G75180 -2.75 -1.46 -6.72 0.000323 0.003554 0.44
262026_at calcium-dependent protein kinase idenATCDPK2 AT1G35670 -1.96 -0.97 -6.72 0.000323 0.003554 0.44
258845_at unknown protein  ; supported by full-le --- AT3G03150 -1.83 -0.87 -6.72 0.000323 0.003554 0.44
262517_at putative glutathione transferase SeconATGSTU25 AT1G17180 23.33 4.54 6.72 0.000323 0.003554 0.44
258554_at putative DEAD/DEAH box helicase con--- AT3G06980 -1.63 -0.70 -6.72 0.000323 0.003554 0.44
254647_at hypothetical protein --- AT4G18540 1.52 0.60 6.72 0.000323 0.003554 0.44
265582_at putative RING zinc finger protein --- AT2G20030 1.88 0.91 6.72 0.000324 0.003558 0.44
260056_at hypothetical protein predicted by gensc--- AT1G78140 -2.30 -1.20 -6.72 0.000324 0.00356 0.44
258674_at putative elongation factor P (EF-P) sim--- AT3G08740 -2.37 -1.25 -6.72 0.000324 0.003562 0.43
262208_at hypothetical protein predicted by gensc--- AT1G74800 -1.86 -0.90 -6.72 0.000324 0.003563 0.43
261317_at  cytochrome C oxidase assembly prote--- AT1G53030 1.72 0.78 6.72 0.000325 0.003565 0.43
262003_at unknown protein --- AT1G64460 1.74 0.80 6.72 0.000325 0.003565 0.43
249779_at putative protein similar to unknown pro--- AT5G24230 1.62 0.70 6.71 0.000325 0.003565 0.43
252325_at acetolactate synthase  ; supported by cCSR1 AT3G48560 -1.54 -0.62 -6.71 0.000325 0.003565 0.43
258585_at unknown protein C-term similar to cell emb2458 AT3G04340 -1.68 -0.75 -6.71 0.000325 0.003565 0.43
247188_at  14-3-3 protein GF14kappa (grf8) identGRF8 AT5G65430 -1.80 -0.84 -6.71 0.000326 0.003568 0.43
262459_at hypothetical protein similar to hypothet --- AT1G50400 2.05 1.04 6.71 0.000326 0.003568 0.43
257157_at  syntaxin-like protein similar to syntaxinSYP32 AT3G24350 -2.11 -1.08 -6.71 0.000326 0.00357 0.43
255728_at unknown protein --- AT1G25500 2.59 1.38 6.71 0.000327 0.003576 0.43
255537_at protoporphyrinogen oxidase  ; supportePPOX AT4G01690 -1.95 -0.97 -6.71 0.000327 0.003578 0.42
260345_at  receptor protein kinase, putative similaRPK1 AT1G69270 2.26 1.18 6.70 0.000328 0.003585 0.42
248404_at trehalose-6-phosphate phosphatase ; sATTPPA AT5G51460 -3.16 -1.66 -6.70 0.000328 0.003585 0.42
256570_at unknown protein  ; supported by cDNA--- AT3G19540 -1.56 -0.64 -6.70 0.00033 0.003594 0.42
251379_at putative protein various predicted Arab--- AT3G60680 2.50 1.32 6.70 0.000329 0.003594 0.42
248773_at kinesin-like protein FRA1 AT5G47820 -1.97 -0.98 -6.70 0.00033 0.003594 0.42
245830_at hypothetical protein predicted by gene --- AT1G57790 -1.62 -0.69 -6.70 0.00033 0.003594 0.42
267161_at hypothetical protein predicted by genef--- AT2G37680 -1.60 -0.68 -6.70 0.000331 0.0036 0.41
267219_at putative transport protein  ;supported b--- AT2G02590 -2.09 -1.07 -6.69 0.000331 0.003607 0.41
250728_at putative protein similar to unknown pro--- AT5G06440 -1.86 -0.89 -6.69 0.000331 0.003607 0.41
251342_at  putative protein SAUR-AC1, Arabidop --- AT3G60690 2.11 1.08 6.69 0.000332 0.003608 0.41
252853_at hypothetical protein ; supported by cDN--- AT4G39710 -3.43 -1.78 -6.69 0.000332 0.003608 0.41



256934_at unknown protein contains Pfam profile --- AT3G22530 1.86 0.90 6.69 0.000333 0.003619 0.41
254343_at PRH26 protein  ;supported by full-leng 03-אפר AT4G21990 5.32 2.41 6.69 0.000333 0.003619 0.40
258812_at unknown protein similar to GB:AAD106ECT1 AT3G03950 1.84 0.88 6.69 0.000333 0.003619 0.40
263513_at unknown protein --- AT2G12400 -2.48 -1.31 -6.68 0.000334 0.003627 0.40
261070_at  disease resistance protein, putative si AtRLP1 AT1G07390 1.97 0.97 6.68 0.000335 0.003631 0.40
254892_at putative protein other hypothetical prot --- AT4G11800 1.86 0.90 6.68 0.000335 0.003632 0.40
266004_at unknown protein predicted by genscanALS3 AT2G37330 -1.55 -0.63 -6.68 0.000336 0.003636 0.40
267511_at unknown protein --- AT2G45670 -1.68 -0.75 -6.68 0.000336 0.003638 0.40
245330_at hypothetical protein ;supported by full- --- AT4G14930 1.93 0.95 6.68 0.000336 0.003638 0.40
257463_at  phosphatidylinositol/phosphatidylcholi --- AT1G14820 -1.96 -0.97 -6.68 0.000336 0.003638 0.40
247287_at unknown protein  ; supported by cDNA--- AT5G64230 2.73 1.45 6.68 0.000336 0.003638 0.39
258897_at unknown protein --- AT3G05730 -38.25 -5.26 -6.68 0.000337 0.00364 0.39
262727_at  thaumatin, putative contains Pfam pro--- AT1G75800 -1.63 -0.71 -6.67 0.000337 0.00364 0.39
256240_at unknown protein ; supported by cDNA:atnudt16 AT3G12600 -1.73 -0.79 -6.67 0.000337 0.003641 0.39
265868_at unknown protein  ;supported by full-lenPUX2 AT2G01650 2.06 1.05 6.67 0.000338 0.003644 0.39
259578_at unknown protein --- AT1G27990 -2.33 -1.22 -6.67 0.000338 0.003644 0.39
263543_at putative pectinesterase PE11 AT2G21610 1.57 0.65 6.67 0.000338 0.003644 0.39
256061_at unknown protein ;supported by full-leng--- AT1G07040 2.41 1.27 6.67 0.000338 0.003645 0.39
263529_at ADP-ribosylation factor 3 ARF3 AT2G24765 -1.62 -0.69 -6.67 0.000338 0.003645 0.39
259058_at putative cytochrome P450 similar to cyCYP89A9 AT3G03470 3.42 1.77 6.67 0.000339 0.003651 0.39
261487_at hypothetical protein predicted by gene --- AT1G14340 1.65 0.72 6.67 0.000339 0.003651 0.39
246230_at SCARECROW-like protein --- AT4G36710 1.66 0.73 6.66 0.00034 0.003658 0.38
250307_at putative protein similar to unknown pro--- AT5G12170 2.58 1.37 6.66 0.000341 0.003663 0.38
258357_at putative leucine-rich repeat transmembSRF7 AT3G14350 -2.60 -1.38 -6.66 0.000341 0.003667 0.38
260005_at unknown protein  ;supported by full-len--- AT1G67920 5.95 2.57 6.65 0.000343 0.003686 0.37
251951_s_  putative protein predicted proteins, Ara--- AT1G55710 / 1.72 0.78 6.65 0.000344 0.003686 0.37
249553_at  receptor serine/threonine protein kinas--- AT5G38260 2.13 1.09 6.65 0.000344 0.003686 0.37
247842_at  SPP30 - like protein SPP30, Solanum --- AT5G58030 -1.57 -0.65 -6.65 0.000344 0.003686 0.37
264435_at putative glutathione S-transferase TSI-ATGSTU18 AT1G10360 -2.58 -1.37 -6.65 0.000345 0.003703 0.37
254384_at  heat shock protein - like heat shock pr--- AT4G21870 -5.01 -2.32 -6.64 0.000346 0.003711 0.36
245346_at putative beta-amylase ;supported by fuCT-BMY AT4G17090 -1.91 -0.93 -6.64 0.000347 0.003715 0.36
252318_at glutamate-1-semialdehyde aminotrans GSA2 AT3G48730 -2.32 -1.22 -6.64 0.000347 0.003715 0.36
251676_at hypothetical protein --- AT3G57320 -2.19 -1.13 -6.64 0.000348 0.003723 0.36
254014_at  NPR1 like protein regulatory protein N--- AT4G26120 3.66 1.87 6.64 0.000348 0.003724 0.36
266168_at putative protease inhibitor  ;supported --- AT2G38870 5.21 2.38 6.64 0.000349 0.003727 0.36



266163_at hypothetical protein predicted by gensc--- AT2G28130 -2.32 -1.21 -6.64 0.000349 0.003727 0.36
247075_at putative protein contains similarity to APLP3b AT5G66410 -1.85 -0.89 -6.64 0.000349 0.003729 0.35
248094_at trigger factor-like protein --- AT5G55220 -2.02 -1.01 -6.63 0.00035 0.003739 0.35
245061_at hypothetical protein ;supported by full- RCA AT2G39730 -1.56 -0.64 -6.63 0.00035 0.003741 0.35
249244_at  FtsH protease, putative similar to FtsHVAR1 AT5G42270 -1.73 -0.79 -6.63 0.000351 0.003741 0.35
245695_at rec - like protein --- AT5G04270 -1.73 -0.79 -6.63 0.000351 0.003745 0.35
251848_at Expressed protein ; supported by cDNABZIP25 AT3G54620 1.74 0.80 6.63 0.000351 0.003745 0.35
263177_at hypothetical protein predicted by gene --- AT1G05540 -1.66 -0.73 -6.63 0.000352 0.00375 0.35
267008_at putative ABC transporter --- AT2G39350 -2.34 -1.23 -6.62 0.000352 0.003752 0.34
245460_at disease resistance RPP5 like protein (fRLM3 AT4G16990 -2.85 -1.51 -6.62 0.000353 0.003755 0.34
259033_at putative pectinacetylesterase similar to--- AT3G09405 / 18.86 4.24 6.62 0.000353 0.003759 0.34
255923_at hypothetical protein contains Pfam pro --- AT1G22180 4.22 2.08 6.62 0.000354 0.003759 0.34
254938_at  putative oligopeptide transporter similaOPT7 AT4G10770 -1.65 -0.72 -6.62 0.000354 0.003759 0.34
263132_at unknown protein ;supported by full-leng--- AT1G78560 -1.56 -0.64 -6.62 0.000354 0.003765 0.34
253747_at  serine threonine-specific kinase like p --- AT4G29050 2.78 1.48 6.62 0.000355 0.003771 0.33
265220_at histidine transport protein (PTR2-B)  ; sPTR2 AT2G02040 1.57 0.65 6.62 0.000355 0.003771 0.33
252573_at  zinc finger protein zinc finger protein I --- AT3G45260 -1.70 -0.77 -6.61 0.000356 0.003775 0.33
261254_at Expressed protein ; supported by full-le--- AT1G05805 -1.75 -0.81 -6.61 0.000356 0.003775 0.33
262791_at unknown protein EST gb|F13926 come--- AT1G10830 -1.87 -0.91 -6.61 0.000357 0.003781 0.33
262745_at  lipase, putative contains Pfam profile: --- AT1G28600 1.96 0.97 6.61 0.000357 0.003785 0.33
250498_at microbody NAD-dependent malate dehPMDH2 AT5G09660 -2.34 -1.23 -6.61 0.000357 0.003785 0.33
250647_at putative protein contains similarity to u --- AT5G06770 -1.71 -0.78 -6.61 0.000358 0.003785 0.33
264648_at putative luminal binding protein SimilarBIP3 AT1G09080 1.99 1.00 6.60 0.000359 0.003796 0.32
257129_at  cytochrome P450, putative contains PCYP705A19 AT3G20100 2.45 1.29 6.60 0.00036 0.003806 0.32
263931_at unknown protein  ;supported by full-len--- AT2G36220 3.90 1.96 6.60 0.00036 0.003807 0.32
247726_at telomere repeat-binding protein TRP1 AT5G59430 1.96 0.97 6.60 0.000361 0.003813 0.32
249144_at squamosa promoter binding protein-lik SPL2 AT5G43270 -1.74 -0.80 -6.60 0.000362 0.003816 0.32
247266_at beta-xylosidase XYL4 AT5G64570 2.51 1.33 6.60 0.000361 0.003816 0.32
253272_at putative protein  ;supported by full-leng 01-ספט AT4G34190 -2.20 -1.14 -6.60 0.000362 0.003816 0.32
260688_at hypothetical protein similar to dehydrog--- AT1G17665 1.77 0.82 6.59 0.000362 0.003818 0.31
258375_at hypothetical protein predicted by genes--- AT3G17470 -1.61 -0.68 -6.59 0.000363 0.003825 0.31
265141_at hypothetical protein predicted by gensc--- AT1G51350 1.72 0.78 6.59 0.000363 0.003827 0.31
249346_at amino acid permease LTH1 AT5G40780 1.94 0.95 6.59 0.000364 0.003829 0.31
259430_at hypothetical protein similar to unknownGPAT4 AT1G01610 -2.26 -1.18 -6.59 0.000364 0.00383 0.31
262769_at actin-like protein strong similarity to gb DIS1 AT1G13180 -1.86 -0.90 -6.59 0.000365 0.003832 0.31



245178_at putative protein similarity to cDNA clonFIS1B AT5G12390 1.59 0.67 6.59 0.000365 0.003832 0.31
265917_at putative disease resistance protein AtRLP19 AT2G15080 1.99 0.99 6.59 0.000364 0.003832 0.31
251246_at  auxin-induced protein homolog auxin- IAA30 AT3G62100 -1.54 -0.62 -6.59 0.000365 0.003835 0.31
266140_at nodulin-like protein  ; supported by cDN--- AT2G28120 -2.07 -1.05 -6.58 0.000366 0.003837 0.30
246451_at  Inositol 1,3,4-Trisphosphate 5/6 kinase--- AT5G16760 1.53 0.61 6.58 0.000366 0.003837 0.30
254198_at hypothetical protein --- AT4G24090 -1.76 -0.81 -6.58 0.000365 0.003837 0.30
251663_at  putative protein hypothetical protein A --- AT3G57070 -1.69 -0.76 -6.58 0.000366 0.00384 0.30
259364_at DNA-binding protein RAV1 identical to RAV1 AT1G13260 -1.84 -0.88 -6.58 0.000368 0.003862 0.30
265120_at 3-ketoacyl-acyl carrier protein synthaseKAS III AT1G62640 -1.90 -0.93 -6.57 0.000369 0.003863 0.29
248906_at putative protein similar to unknown pro--- AT5G46420 -1.66 -0.73 -6.57 0.00037 0.003871 0.29
249152_s_ inorganic phosphate transporter (dbj|B APT1 AT5G43350 / 2.24 1.16 6.57 0.00037 0.003871 0.29
246909_at  putative protein predicted protein, Ory --- AT5G25770 3.59 1.84 6.57 0.00037 0.003876 0.29
267034_at unknown protein  ;supported by full-len--- AT2G38310 -4.94 -2.30 -6.57 0.000371 0.003884 0.29
267314_at putative myosin heavy chain --- AT2G34730 2.04 1.03 6.56 0.000372 0.003892 0.28
265342_at hypothetical protein predicted by gensc--- AT2G18300 -2.71 -1.44 -6.56 0.000373 0.003894 0.28
246488_at  steroid 5alpha-reductase-like protein s--- AT5G16010 -2.64 -1.40 -6.56 0.000373 0.003899 0.28
255232_at  putative protein phosphatidylinositol-3 AGD13 AT4G05330 -2.06 -1.04 -6.56 0.000375 0.003908 0.28
261273_at unknown protein ; supported by cDNA:--- AT1G26650 -2.24 -1.16 -6.56 0.000375 0.003908 0.28
266289_at putative C-4 sterol methyl oxidase  ;su SMO2-2 AT2G29390 -1.65 -0.73 -6.56 0.000375 0.003908 0.28
262397_at hypothetical protein predicted by gene --- AT1G49380 -2.46 -1.30 -6.56 0.000375 0.003908 0.28
262366_at  disease resistance protein, putative si --- AT1G72890 3.83 1.94 6.55 0.000375 0.003909 0.27
266400_at methylenetetrahydrofolate dehydrogen--- AT2G38660 1.54 0.63 6.55 0.000375 0.003909 0.27
264512_at Expressed protein ; supported by cDNA--- AT1G09575 -1.80 -0.85 -6.55 0.000376 0.003909 0.27
245692_at myc - like protein BHLH101 AT5G04150 -2.10 -1.07 -6.55 0.000376 0.00391 0.27
266887_at unknown protein  ; supported by cDNACHL-CPN10 AT2G44650 -1.89 -0.92 -6.55 0.000376 0.00391 0.27
266503_at unknown protein --- AT2G47780 -2.94 -1.55 -6.55 0.000376 0.003912 0.27
246198_at geranylgeranyl pyrophosphate synthasGGPS1 AT4G36810 -2.02 -1.02 -6.55 0.000376 0.003912 0.27
267425_at putative berberine bridge enzyme --- AT2G34810 5.09 2.35 6.55 0.000377 0.003915 0.27
252969_at  putative protein vsf-1 protein, Lycoper --- AT4G38900 -1.63 -0.70 -6.55 0.000378 0.003918 0.27
251815_at  putative protein thioredoxin-like protei CXIP1 AT3G54900 -1.85 -0.89 -6.55 0.000377 0.003918 0.27
262920_at  2-dehydro-3-deoxyphosphooctonate a--- AT1G79500 -3.30 -1.72 -6.55 0.000378 0.003923 0.27
247801_at putative protein ; supported by full-leng--- AT5G58560 -1.71 -0.77 -6.54 0.000379 0.00393 0.26
254260_at hypothetical protein --- AT4G23440 -2.27 -1.18 -6.54 0.000379 0.003931 0.26
258269_at putative acetyl-CoA carboxylase biotin --- AT3G15690 -1.64 -0.72 -6.54 0.00038 0.003937 0.26
260356_at unknown protein  ; supported by full-le ATMINE1 AT1G69390 -1.67 -0.74 -6.54 0.00038 0.003938 0.26



245006_at PSI P700 apoprotein A2 --- --- -1.48 -0.57 -6.54 0.000381 0.003941 0.26
258406_at hypothetical protein similar to hypothetATRBL14 AT3G17611 1.50 0.58 6.54 0.000381 0.003942 0.26
262099_s_  auxin-regulated protein GH3, putative GH3.4 AT1G59500 / 18.07 4.18 6.53 0.000383 0.003958 0.25
253224_at  invertase - like protein mRNA, Lilium l --- AT4G34860 2.26 1.17 6.53 0.000384 0.003964 0.25
260985_at  dTDP-D-glucose 4,6-dehydratase, putMUM4 AT1G53500 -1.78 -0.83 -6.53 0.000385 0.003973 0.25
255931_at hypothetical protein similar to putative AtPP2-A12 AT1G12710 -2.43 -1.28 -6.53 0.000385 0.003974 0.25
261154_at unknown protein ;supported by full-leng--- AT1G04970 2.00 1.00 6.52 0.000387 0.00399 0.24
255061_at putative protein disulfide isomerase ATAPRL6 AT4G08930 -1.55 -0.63 -6.52 0.000387 0.00399 0.24
259358_at hypothetical protein similar to putative GATL3 AT1G13250 -4.97 -2.31 -6.52 0.000387 0.003991 0.24
266329_at unknown protein  ; supported by cDNACRR3 AT2G01590 -2.89 -1.53 -6.52 0.000387 0.003991 0.24
248338_at HCF106 (gb|AAD32652.1)  ; supportedHCF106 AT5G52440 -1.84 -0.88 -6.52 0.000388 0.003991 0.24
248770_at unknown protein --- AT5G47740 1.91 0.94 6.52 0.000387 0.003991 0.24
267526_at photosystem II reaction center 6.1KD pPSBW AT2G30570 -1.49 -0.58 -6.52 0.000388 0.003991 0.24
253189_at putative protein --- AT4G35335 -2.25 -1.17 -6.52 0.000388 0.003995 0.24
264824_at  unknown protein similar to gb|T45484 2A6 --- -2.34 -1.23 -6.51 0.000391 0.004017 0.23
252647_at  protein-tyrosine-phosphatase-like prot --- AT3G44620 -2.32 -1.22 -6.50 0.000393 0.004044 0.22
252859_at  putative protein AP2 domain containin--- AT4G39780 2.39 1.26 6.50 0.000394 0.004049 0.22
247246_at invertase inhibitor homolog (emb|CAA7C/VIF2 AT5G64620 -2.55 -1.35 -6.50 0.000395 0.004053 0.22
258787_at hypothetical protein predicted by genscPUB24 AT3G11840 11.23 3.49 6.50 0.000395 0.004055 0.22
251019_at  putative protein predicted proteins, Ara--- AT5G02420 1.75 0.81 6.50 0.000396 0.004063 0.22
258282_at unknown protein --- AT3G26910 4.00 2.00 6.49 0.000396 0.004063 0.22
251325_s_ Lhca2 protein  ;supported by full-lengthLHCA2 AT3G61470 / -1.48 -0.57 -6.49 0.000397 0.004066 0.21
256516_at  receptor protein kinase (TMK1), putatiTMK1 AT1G66150 -2.35 -1.23 -6.49 0.000397 0.004072 0.21
248639_at anthranilate N-benzoyltransferase  ;su HCT AT5G48930 2.32 1.21 6.49 0.000398 0.004079 0.21
252131_at  BCS1 protein-like protein Homo sapie BCS1 AT3G50930 11.77 3.56 6.49 0.000398 0.004079 0.21
247763_at RNA polymerase II NRPB7 AT5G59180 1.68 0.75 6.49 0.000399 0.004084 0.21
261919_at  type 2 peroxiredoxin, putative similar tTPX1 AT1G65980 1.82 0.87 6.49 0.0004 0.004086 0.21
267448_at putative protein phosphatase 2C --- AT2G33700 1.52 0.60 6.48 0.0004 0.004086 0.21
250843_at  putative RNA-binding protein astrocytiBTR1L AT5G04430 -1.59 -0.67 -6.48 0.0004 0.004086 0.21
253956_at fimbrin-like protein (ATFIM1)  ; supportFIM1 AT4G26700 -2.44 -1.28 -6.48 0.0004 0.004086 0.20
251930_at putative protein several hypothetical prATRBL4 AT3G53780 1.88 0.91 6.48 0.0004 0.004086 0.20
248568_at receptor protein kinase-like --- AT5G49760 1.85 0.88 6.48 0.0004 0.004086 0.20
262248_at hypothetical protein predicted by genscYSL8 AT1G48370 2.70 1.43 6.48 0.000401 0.004086 0.20
256589_at  cytochrome P450, putative contains PCYP81D1 AT3G28740 13.98 3.80 6.48 0.000401 0.004091 0.20
266270_at putative glutathione S-transferase  ; suATGSTU3 AT2G29470 30.68 4.94 6.48 0.000402 0.004098 0.20



247609_at  cleavage stimulation factor 50K chain --- AT5G60940 -1.67 -0.74 -6.48 0.000402 0.004098 0.20
251272_at homeobox-leucine zipper protein ATHBATHB-12 AT3G61890 4.40 2.14 6.48 0.000403 0.004105 0.20
247545_at  putative protein rhoGAP, Homo sapien--- AT5G61530 1.59 0.67 6.47 0.000405 0.004126 0.19
258568_at unknown protein contains Pfam profile --- AT3G04470 -1.67 -0.74 -6.46 0.000409 0.004155 0.18
247830_at  putative protein predicted proteins, Ara--- AT5G58530 -2.26 -1.18 -6.46 0.000409 0.004155 0.18
259178_at  unknown protein similar to hypotheticaRGLG1 AT3G01650 1.95 0.96 6.46 0.000409 0.004155 0.18
258489_at 14-3-3 protein GF14nu (grf7) identical GRF7 AT3G02520 1.56 0.64 6.46 0.00041 0.004156 0.18
262245_at unknown protein NPSN12 AT1G48240 -1.95 -0.96 -6.46 0.000409 0.004156 0.18
264766_at  receptor kinase, putative similar to rec--- AT1G61420 3.17 1.67 6.46 0.000409 0.004156 0.18
262411_at hypothetical protein predicted by gene --- AT1G34640 -1.73 -0.79 -6.46 0.000409 0.004156 0.18
264568_at putative O-GlcNAc transferase similar --- AT1G05150 -1.92 -0.94 -6.46 0.00041 0.004156 0.18
254686_at  putative protein putative oncogene pro--- AT4G13720 -1.78 -0.83 -6.46 0.00041 0.004156 0.18
256770_at  hypothetical protein predicted by gene--- AT3G13700 / -1.97 -0.98 -6.46 0.00041 0.004157 0.18
251919_at  putative protein Hsp70 binding protein--- AT3G53800 -2.24 -1.16 -6.46 0.00041 0.004157 0.18
257674_at  translational inhibitor protein, putative --- AT3G20390 -1.62 -0.69 -6.46 0.000411 0.004158 0.18
256451_s_ unknown protein --- AT1G75170 / 4.20 2.07 6.45 0.000411 0.004164 0.17
252075_at  putative protein saposin precursor - H --- AT3G51730 2.03 1.02 6.45 0.000413 0.004172 0.17
260979_at  MAP kinase ATMPK9, putative similarATMPK18 AT1G53510 -1.62 -0.69 -6.45 0.000412 0.004172 0.17
250354_at  putative protein predicted proteins, Dr --- AT5G11640 -1.66 -0.73 -6.45 0.000414 0.004183 0.17
264158_at hypothetical protein contains similarity PTAC4 AT1G65260 -1.88 -0.91 -6.44 0.000415 0.004192 0.16
250985_at  putative protein various predicted prot --- AT5G02830 1.58 0.66 6.44 0.000416 0.004198 0.16
248718_at farnesyl diphosphate synthase precursFPS1 AT5G47770 -2.29 -1.19 -6.44 0.000416 0.004198 0.16
247601_at  zinc finger protein OBP4 - like zinc fingOBP4 AT5G60850 -2.18 -1.12 -6.44 0.000416 0.004198 0.16
255809_at  putative protein predicted protein, Ara --- AT4G10300 -1.81 -0.85 -6.44 0.000416 0.004198 0.16
245339_at hypothetical protein ;supported by full- COBL7 AT4G16120 -2.60 -1.38 -6.44 0.000417 0.004202 0.16
248152_at DNA repair and meiosis protein Mre11 MRE11 AT5G54260 -2.05 -1.03 -6.44 0.000418 0.004208 0.16
249064_at putative protein contains similarity to u --- AT5G44250 -1.54 -0.62 -6.44 0.000418 0.00421 0.16
246552_at putative protein --- AT5G15420 -2.79 -1.48 -6.43 0.000419 0.004222 0.15
250515_at putative protein --- AT5G09570 1.46 0.54 6.43 0.00042 0.004228 0.15
262640_at hypothetical protein --- AT1G62760 55.43 5.79 6.43 0.00042 0.004229 0.15
265849_at hypothetical protein predicted by gensc--- AT2G35736 2.09 1.06 6.43 0.000421 0.004229 0.15
254535_at  aspartate kinase-homoserine dehydroAK-HSDH II AT4G19710 -1.58 -0.66 -6.43 0.000421 0.004229 0.15
253066_at  1-aminocyclopropane-1-carboxylate s ACS8 AT4G37770 -9.91 -3.31 -6.43 0.000421 0.004229 0.15
263628_at unknown protein  ;supported by full-lenFLA7 AT2G04780 -6.62 -2.73 -6.42 0.000422 0.004241 0.14
252970_at small auxin up RNA (SAUR-AC1)  ;supSAUR15 AT4G38850 -2.38 -1.25 -6.42 0.000423 0.004245 0.14



246384_at  glutaredoxin, putative similar to glutare--- AT1G77370 1.56 0.64 6.42 0.000424 0.00425 0.14
251969_at  Cytochrom P450 -like protein CYTOC LUT1 AT3G53130 -1.94 -0.95 -6.42 0.000424 0.00425 0.14
265844_at putative receptor-like protein kinase FEI2 AT2G35620 -2.10 -1.07 -6.42 0.000424 0.00425 0.14
259175_at unknown protein --- AT3G01560 -1.84 -0.88 -6.41 0.000427 0.004273 0.13
258162_at  dehydrogenase, putative similar to dih--- AT3G17810 2.03 1.02 6.41 0.000427 0.004273 0.13
251107_at putative protein several hypothetical pr--- AT5G01610 1.84 0.88 6.41 0.000428 0.00428 0.13
249322_at  protein import receptor TOM20, mitoc TOM20-4 AT5G40930 1.54 0.63 6.41 0.000429 0.004293 0.13
249284_at unknown protein  ;supported by full-len--- AT5G41810 1.74 0.80 6.41 0.000429 0.004293 0.13
257253_at unknown protein  ; supported by cDNA--- AT3G24190 -1.74 -0.80 -6.41 0.000429 0.004293 0.13
251834_at ribosomal protein L35 -like various ribo--- AT3G55170 -1.63 -0.71 -6.40 0.00043 0.004297 0.13
266606_at putative AP2 domain transcription factoCRF5 AT2G46310 2.52 1.33 6.40 0.000431 0.004301 0.12
251291_at  putative protein auxin-induced protein --- AT3G61900 1.63 0.71 6.40 0.000432 0.004313 0.12
262309_at  phosphoglucomutase, putative similar --- AT1G70820 -2.84 -1.51 -6.40 0.000432 0.004315 0.12
250293_s_  auxin reponsive - like protein Nt-gh3 d--- AT5G13360 / 3.29 1.72 6.40 0.000433 0.004315 0.12
251941_at  putative protein ribosomal protein S25--- AT3G53470 -1.67 -0.74 -6.40 0.000433 0.004315 0.12
257267_at unknown protein similar to TCP3 GB:ATCP4 AT3G15030 -1.76 -0.81 -6.40 0.000433 0.004315 0.12
267202_s_ putative oxysterol-binding protein ORP1A AT2G31020 / 2.37 1.24 6.40 0.000433 0.004315 0.12
251140_at  lectin - like protein lectin precursor LE --- AT5G01090 -1.74 -0.80 -6.39 0.000434 0.004323 0.11
263491_at phosphoenolpyruvate carboxylase ATPPC2 AT2G42600 -1.76 -0.82 -6.39 0.000435 0.004328 0.11
251023_at  putative protein amino acid transport p--- AT5G02170 -1.78 -0.83 -6.39 0.000435 0.004328 0.11
247453_at putative protein similar to unknown pro--- AT5G62440 1.94 0.96 6.39 0.000437 0.004344 0.11
266154_at putative cytochrome p450 --- AT2G12190 2.14 1.10 6.39 0.000437 0.004347 0.11
246110_at putative protein predicted proteins - Ar --- AT5G20140 -2.26 -1.18 -6.39 0.000438 0.004347 0.11
249306_at RING zinc finger protein-like  ;supporte--- AT5G41400 3.74 1.90 6.38 0.000439 0.004353 0.10
249703_at putative protein strong similarity to unk--- AT5G35560 1.55 0.64 6.38 0.000439 0.004353 0.10
262230_at alpha-xylosidase precursor identical to XYL1 AT1G68560 -3.29 -1.72 -6.38 0.000439 0.004353 0.10
264199_at  unknown protein contains similarity to --- AT1G22700 -1.76 -0.82 -6.38 0.000439 0.004353 0.10
251801_at cytosolic triosephosphatisomerase  ;suTPI AT3G55440 -1.48 -0.57 -6.38 0.000439 0.004356 0.10
254910_at  translation initiation factor IF-1, putativ--- AT4G11175 -1.56 -0.65 -6.38 0.00044 0.004356 0.10
246026_at putative protein predicted protein - Ory--- AT5G21070 -1.65 -0.72 -6.38 0.00044 0.00436 0.10
256812_at hypothetical protein contains similarity --- AT3G21350 -1.57 -0.65 -6.38 0.000441 0.004362 0.10
262708_at  UV-sensitive rad23, putative similar to --- AT1G16190 -1.53 -0.61 -6.38 0.000441 0.004365 0.10
263597_at hypothetical protein predicted by gensc--- AT2G01870 -3.60 -1.85 -6.38 0.000441 0.004365 0.10
264757_at  receptor protein kinase (IRK1), putativ--- AT1G61360 9.00 3.17 6.37 0.000442 0.004366 0.09
258925_at  unknown protein similar to hypothetica--- AT3G10420 1.84 0.88 6.38 0.000442 0.004366 0.10



245806_at light-harvesting complex protein simila LHCA5 AT1G45474 -2.40 -1.26 -6.37 0.000442 0.004366 0.09
257317_at hypothetical protein AT2G07743 --- 1.78 0.83 6.37 0.000442 0.004366 0.09
263755_at unknown protein  ;supported by full-len--- AT2G21340 -1.97 -0.98 -6.38 0.000442 0.004366 0.10
253484_at Transcription factor II homolog  ;suppoTAFII15 AT4G31720 -1.53 -0.62 -6.37 0.000443 0.004366 0.09
264698_at unknown protein --- AT1G70200 -1.65 -0.72 -6.37 0.000443 0.004371 0.09
266873_at putative PREG1-like negative regulato CYCP4;1 AT2G44740 -6.02 -2.59 -6.37 0.000444 0.004373 0.09
251144_at  anthranilate N-benzoyltransferase - lik--- AT5G01210 2.75 1.46 6.37 0.000444 0.004374 0.09
256064_at Expressed protein ; supported by full-le--- AT1G07020 -1.66 -0.73 -6.37 0.000444 0.004374 0.09
249550_at  protein kinase - like protein wall-assoc--- AT5G38210 2.77 1.47 6.37 0.000445 0.004377 0.09
266616_at putative CDC6 protein  ; supported by CDC6 AT2G29680 -1.61 -0.68 -6.37 0.000445 0.004383 0.09
259402_at  developmental protein, putative simila VPS46.1 AT1G17730 -1.60 -0.67 -6.36 0.000448 0.004403 0.08
259499_at  PRLI-interacting factor L, putative sim --- AT1G15730 -1.91 -0.94 -6.36 0.000448 0.004403 0.08
245211_at  putative protein similarity to sec10, Dr SEC10 AT5G12370 -1.49 -0.57 -6.36 0.000448 0.004407 0.08
254601_at  putative protein DNA (cytosine-5-)-meCMT2 AT4G19020 -2.17 -1.12 -6.36 0.000449 0.004411 0.08
267430_at unknown protein EDA3 AT2G34860 -2.14 -1.10 -6.36 0.000449 0.004411 0.08
251819_at  phosphatidylglycerophosphate syntha PGPS2 AT3G55030 -1.70 -0.76 -6.36 0.00045 0.004415 0.08
253373_at lysine-ketoglutarate reductase/sacchar--- AT4G33150 4.35 2.12 6.35 0.000451 0.004422 0.07
252449_at  FtsH protease, putative contains similaftsh7 AT3G47060 1.50 0.58 6.35 0.000451 0.004425 0.07
257087_at  purple acid phosphatase, putative simPAP18 AT3G20500 1.81 0.85 6.35 0.000453 0.004438 0.07
257083_s_  non-race specific disease resistance p--- AT3G20590 / 2.55 1.35 6.35 0.000453 0.004438 0.07
257185_at  ABC transporter, putative similar to At ATMRP7 AT3G13100 2.43 1.28 6.35 0.000453 0.00444 0.07
259545_at hypothetical protein ; supported by cDNAAE1 AT1G20560 1.69 0.75 6.34 0.000457 0.00447 0.06
262910_at unknown protein ;supported by full-leng--- AT1G59710 -2.01 -1.01 -6.34 0.000457 0.004472 0.06
262846_at  endomembrane protein, putative simil --- AT1G14670 -1.72 -0.78 -6.34 0.000458 0.004479 0.06
253286_at hypothetical protein FUC95A AT4G34260 -7.80 -2.96 -6.34 0.000458 0.004479 0.06
264298_at hypothetical protein contains similarity --- AT1G78690 -1.67 -0.74 -6.34 0.000459 0.004479 0.05
253966_at fructose-bisphosphate aldolase --- AT4G26520 -1.96 -0.97 -6.34 0.000459 0.004479 0.06
255611_at hypothetical protein --- AT4G01210 -1.57 -0.65 -6.33 0.000459 0.004481 0.05
251722_at  putative protein neuronal glutamine tra--- AT3G56200 2.55 1.35 6.33 0.000459 0.004481 0.05
266824_at homeodomain transcription factor (HATHAT9 AT2G22800 1.60 0.67 6.33 0.00046 0.004484 0.05
267355_at putative LIM-domain protein --- AT2G39900 -2.02 -1.01 -6.33 0.00046 0.004484 0.05
257919_at  myb-related transcription factor, putatiMYB15 AT3G23250 15.50 3.95 6.33 0.000461 0.00449 0.05
248385_at putative protein contains similarity to D--- AT5G51910 -1.87 -0.90 -6.33 0.000461 0.004492 0.05
265989_at unknown protein --- AT2G24260 1.60 0.68 6.33 0.000461 0.004492 0.05
245877_at unknown protein --- AT1G26220 -2.01 -1.01 -6.33 0.000462 0.004497 0.05



246799_at putative protein various predicted bacte--- AT5G26940 2.00 1.00 6.33 0.000462 0.004497 0.05
257045_at dynamin-like protein similar to phragmoARC5 AT3G19720 -2.28 -1.19 -6.33 0.000462 0.004497 0.05
263218_at  putative serine/threonine protein kinas--- AT1G30570 -1.95 -0.97 -6.32 0.000463 0.004506 0.04
244986_at ribosomal protein S19 --- --- -2.26 -1.17 -6.32 0.000464 0.004506 0.04
257750_at unknown protein  ;supported by full-len--- AT3G18800 -1.80 -0.85 -6.32 0.000465 0.004511 0.04
252827_at  cytochrome P450 - like protein cytoch CYP79B2 AT4G39950 8.79 3.14 6.32 0.000465 0.004511 0.04
263066_at unknown protein --- AT2G17540 -1.50 -0.58 -6.32 0.000466 0.004521 0.04
258679_at  putative 2,3-bisphosphoglycerate-inde--- AT3G08590 2.70 1.43 6.32 0.000467 0.004531 0.03
251141_at Expressed protein ; supported by full-le--- AT5G01075 -2.60 -1.38 -6.31 0.000468 0.004533 0.03
258421_at MtN3-like protein similar to MtN3 GB:C--- AT3G16690 -2.77 -1.47 -6.31 0.000469 0.004533 0.03
254688_at  DnaJ-like protein DnaJ-like protein, PhJ20 AT4G13830 -1.63 -0.71 -6.31 0.000468 0.004533 0.03
256856_at Expressed protein ; supported by full-le--- AT3G15110 -2.11 -1.08 -6.31 0.000468 0.004533 0.03
255720_at phosphoribulokinase precursor identicaPRK AT1G32060 -1.70 -0.76 -6.31 0.000468 0.004533 0.03
260972_at hypothetical protein contains similarity --- AT1G53530 -1.65 -0.72 -6.31 0.000469 0.004533 0.03
266120_at putative C2H2-type zinc finger protein AtIDD5 AT2G02070 -1.72 -0.79 -6.31 0.000468 0.004533 0.03
255657_at acidic ribosomal protein p1 similar to a --- AT4G00810 -1.78 -0.83 -6.31 0.000469 0.004538 0.03
247679_at  1-aminocyclopropane-1-carboxylate o --- AT5G59540 2.90 1.54 6.31 0.000471 0.004541 0.03
259787_at  auxin-induced protein, putative similar --- AT1G29460 -4.76 -2.25 -6.31 0.000471 0.004541 0.03
253096_at cytochrome P450-like protein CYP81D4 AT4G37330 1.75 0.81 6.31 0.00047 0.004541 0.03
267535_at putative C2H2-type zinc finger protein ZFP8 AT2G41940 -2.58 -1.37 -6.31 0.000471 0.004541 0.03
257178_at hemolysin-like protein similar to hemol --- AT3G13070 1.74 0.80 6.31 0.000471 0.004541 0.03
251082_at chlorophyll a/b-binding protein CP29  ; --- AT5G01530 -1.46 -0.54 -6.31 0.000471 0.004541 0.03
264381_at  putative ribonuclease large subunit sim--- AT2G25100 -2.16 -1.11 -6.31 0.00047 0.004541 0.03
247632_at  protein transport protein subunit - like --- AT5G60460 1.78 0.83 6.30 0.000473 0.004553 0.02
247389_at putative protein strong similarity to unk--- AT5G63490 2.03 1.02 6.30 0.000473 0.004553 0.02
259825_at  RNA and export factor binding protein --- AT1G66260 -1.89 -0.92 -6.30 0.000473 0.004556 0.02
260878_at scarecrow-like 1 identical to scarecrowSCL1 AT1G21450 2.06 1.04 6.30 0.000473 0.004556 0.02
261653_at  subtilisin-like serine protease, putativeSBTI1.1 AT1G01900 -3.52 -1.81 -6.30 0.000474 0.004557 0.02
257556_at hypothetical protein predicted by gene --- AT3G28100 3.61 1.85 6.30 0.000474 0.004559 0.02
250512_at Expressed protein ; supported by full-le--- AT5G09995 -1.78 -0.83 -6.30 0.000475 0.004561 0.02
260580_at unknown protein --- AT2G47390 1.51 0.60 6.30 0.000475 0.004561 0.02
250262_at  putative protein peptidyl-prolyl cis-tran--- AT5G13410 -2.43 -1.28 -6.30 0.000475 0.004561 0.02
247903_at unknown protein  ; supported by cDNA--- AT5G57340 -1.92 -0.94 -6.29 0.000476 0.004571 0.01
250090_at glutamate decarboxylase 1 (GAD 1) (s GAD AT5G17330 10.10 3.34 6.29 0.000476 0.004572 0.01
256803_at  cytochrome P450, putative similar to cCYP705A33 AT3G20960 1.55 0.63 6.29 0.000479 0.004595 0.01



267368_at  citrate synthase similar to GB:X17528 ATCS AT2G44350 1.76 0.82 6.29 0.000479 0.004597 0.01
247734_at  putative protein predicted protein, Ara --- AT5G59400 1.72 0.78 6.28 0.000481 0.004607 0.00
244933_at NADH dehydrogenase ND4L --- --- -1.71 -0.77 -6.28 0.000482 0.004613 0.00
266294_at putative small heat shock protein  ;sup --- AT2G29500 10.16 3.34 6.28 0.000484 0.004628 0.00
263231_at putative indole-3-acetate beta-glucosy --- AT1G05680 82.88 6.37 6.28 0.000484 0.004628 0.00
254999_at putative protein  ; supported by full-len --- AT4G09830 1.94 0.95 6.28 0.000484 0.004628 -0.01
250314_at putative protein contains similarity to R--- AT5G12190 1.55 0.63 6.28 0.000485 0.004628 -0.01
248495_at putative protein strong similarity to unk--- AT5G50780 1.79 0.84 6.28 0.000483 0.004628 0.00
253922_at putative protein  ; supported by cDNA: VTC2 AT4G26850 2.18 1.12 6.28 0.000485 0.004628 -0.01
253796_at hypothetical protein --- AT4G28460 13.94 3.80 6.28 0.000485 0.004628 -0.01
253697_at  nucleotide pyrophosphatase -like prote--- AT4G29700 14.78 3.89 6.28 0.000484 0.004628 0.00
255068_at  Arabidopsis thaliana flavin-type blue-liCRY1 AT4G08920 -1.49 -0.57 -6.28 0.000485 0.004628 -0.01
247575_at  RNA-binding protein - like RNA-bindinGR-RBP3 AT5G61030 1.95 0.97 6.27 0.000485 0.00463 -0.01
267607_s_ epoxide hydrolase (ATsEH) identical toATSEH AT2G26740 / -2.49 -1.31 -6.27 0.000486 0.004631 -0.01
253569_at  receptor kinase - like protein receptor --- AT4G31250 -1.84 -0.88 -6.27 0.000486 0.004631 -0.01
256524_at  glutamine synthetase, putative similar ATGSR2 AT1G66200 1.71 0.77 6.27 0.000486 0.004634 -0.01
259788_at  lipase/hydrolase, putative contains Pfa--- AT1G29670 -7.92 -2.99 -6.27 0.000487 0.004635 -0.01
264583_at putative AVR9 elicitor response protein--- AT1G05170 1.89 0.92 6.27 0.000487 0.004635 -0.01
267262_at putative serine carboxypeptidase I  ; suSNG1 AT2G22990 -2.07 -1.05 -6.27 0.000487 0.004635 -0.01
244974_at PSII low MW protein --- --- -1.65 -0.72 -6.27 0.000487 0.004635 -0.01
247154_at receptor protein kinase-like protein HSL2 AT5G65710 -1.59 -0.67 -6.27 0.00049 0.004654 -0.02
249052_at antifungal protein-like (PDF1.2) PDF1.2 AT5G44420 8.88 3.15 6.26 0.000491 0.004661 -0.02
249016_at putative protein contains similarity to DREV1 AT5G44750 1.91 0.93 6.26 0.000491 0.004661 -0.02
254515_at  CLV1 receptor kinase like protein CLABAM3 AT4G20270 -1.61 -0.69 -6.26 0.000491 0.004661 -0.02
247278_at fructose-bisphosphatase-like protein  ;s--- AT5G64380 -1.83 -0.87 -6.26 0.000492 0.004668 -0.02
250012_x_ auxin-induced protein-like --- AT5G18060 -14.48 -3.86 -6.26 0.000493 0.004676 -0.02
AFFX-Atha Arabidopsis thaliana /REF=M64116 /D GAPC1 --- 2.19 1.13 6.26 0.000494 0.004685 -0.03
258072_at unknown protein RGS1 AT3G26090 1.54 0.62 6.25 0.000494 0.004685 -0.03
254917_at putative protein various hypothetical pr--- AT4G11350 2.22 1.15 6.25 0.000494 0.004685 -0.03
258917_at unknown protein C-terminal portion sim--- AT3G10630 -1.46 -0.55 -6.25 0.000495 0.004693 -0.03
264736_at  oligopeptide transporter, putative simi --- AT1G62200 1.96 0.97 6.25 0.000498 0.004711 -0.03
258955_s_ unknown protein  ;supported by full-len--- AT3G01450 / -1.93 -0.95 -6.25 0.000498 0.004711 -0.03
254894_at  putative phospholipase D-gamma phoPLDGAMMAAT4G11840 2.13 1.09 6.25 0.000498 0.004713 -0.04
262489_at unknown protein EST gb|T21171 come--- AT1G21830 -1.99 -0.99 -6.24 0.000502 0.004745 -0.04
247563_at  putative protein various predicted prot PDCB1 AT5G61130 -1.94 -0.96 -6.24 0.000502 0.004745 -0.04



256735_at hypothetical protein predicted by gene ATEXO70E1AT3G29400 1.82 0.86 6.24 0.000502 0.004745 -0.04
261248_at  calreticulin, putative similar to GB:AAF--- AT1G20030 -3.63 -1.86 -6.24 0.000503 0.004752 -0.05
246228_at peroxidase like protein --- AT4G36430 7.12 2.83 6.24 0.000503 0.004752 -0.05
263199_at  hypothetical protein Similar to hexosa HEXO2 AT1G05590 -1.93 -0.95 -6.23 0.000505 0.004762 -0.05
258133_at  ethylene-responsive transcriptional coMBF1C AT3G24500 2.02 1.02 6.23 0.000505 0.004762 -0.05
249139_at Cys2/His2-type zinc finger protein 3 (d AZF3 AT5G43170 3.02 1.59 6.23 0.000506 0.00477 -0.05
261717_at  helix-loop-helix protein homolog, putatBEE1 AT1G18400 -6.27 -2.65 -6.23 0.000506 0.004771 -0.05
264611_at putative pectate lyase A11 similar to G--- AT1G04680 -7.53 -2.91 -6.23 0.000507 0.004776 -0.06
267532_at unknown protein  ;supported by full-len--- AT2G42040 -2.35 -1.24 -6.23 0.000508 0.004781 -0.06
256262_at unknown protein --- AT3G12150 -1.87 -0.90 -6.23 0.000508 0.004781 -0.06
255587_at putative inorganic phosphatase  ; suppAtPPa5 AT4G01480 1.95 0.97 6.23 0.000508 0.004781 -0.06
259965_at  transcriptional regulator, putative foun MSRB1 AT1G53670 -1.85 -0.88 -6.22 0.000508 0.004782 -0.06
267136_at putative GTP-binding protein (extra lar XLG1 AT2G23460 -1.68 -0.75 -6.22 0.000509 0.004783 -0.06
256754_at unknown protein CHUP1 AT3G25690 -1.74 -0.80 -6.22 0.000511 0.004799 -0.06
258729_at putative amino acid transporter proteinANT1 AT3G11900 1.55 0.63 6.22 0.000511 0.004799 -0.06
259688_at  membrane protein, putative similar to ATRBL2 AT1G63120 -2.14 -1.10 -6.22 0.000511 0.0048 -0.06
265735_at putative aldolase  ;supported by full-len--- AT2G01140 2.10 1.07 6.22 0.000513 0.004814 -0.07
245796_at unknown protein similar to unknown prRCD1 AT1G32230 1.65 0.72 6.21 0.000513 0.004816 -0.07
257628_at  cytochrome P450, putative contains PCYP71B26 AT3G26290 2.96 1.57 6.21 0.000515 0.004826 -0.07
265674_at unknown protein  ; supported by full-le --- AT2G32190 4.89 2.29 6.21 0.000515 0.004829 -0.07
264000_at putative mitochondrial dicarboxylate caUCP5 AT2G22500 6.49 2.70 6.21 0.000515 0.004829 -0.07
260770_at  RING-H2 finger protein RHA3a, putati --- AT1G49200 -8.89 -3.15 -6.21 0.000516 0.004834 -0.07
258570_at  phosphoenolpyruvate carboxylase kin PPCK2 AT3G04530 1.85 0.89 6.21 0.000517 0.004842 -0.08
257466_at hypothetical protein predicted by gene --- AT1G62840 3.58 1.84 6.20 0.000518 0.004851 -0.08
255946_at  glycine hydroxymethyltransferase, putSHM6 AT1G22020 1.46 0.55 6.20 0.000519 0.004851 -0.08
253113_at  putative protein physical impedance in--- AT4G35985 -2.36 -1.24 -6.20 0.000519 0.004851 -0.08
254624_at hypothetical protein  ;supported by full---- AT4G18580 1.64 0.71 6.20 0.000519 0.004852 -0.08
259174_at  hypothetical protein similar to putative UNE7 AT3G03690 -1.45 -0.54 -6.20 0.000519 0.004852 -0.08
255594_at putative ABC transporter ATABC1 AT4G01660 -1.61 -0.69 -6.20 0.000519 0.004852 -0.08
249467_at  NAM / CUC2 - like protein CUC2, Ara ATNAC6 AT5G39610 5.12 2.36 6.20 0.00052 0.004852 -0.08
267380_at putative thromboxane-A synthase  ; suCYP711A1 AT2G26170 2.98 1.57 6.20 0.000521 0.004867 -0.09
259980_at unknown protein  ;supported by full-len--- AT1G76520 2.75 1.46 6.20 0.000522 0.004871 -0.09
245290_at hypothetical protein ; supported by cDN--- AT4G16490 -2.03 -1.02 -6.19 0.000524 0.004874 -0.09
249121_at aluminum-induced protein-like  ; suppo--- AT5G43830 -1.66 -0.73 -6.19 0.000523 0.004874 -0.09
254549_at putative protein various predicted prote--- AT4G19880 2.03 1.02 6.19 0.000523 0.004874 -0.09



245413_at asparagine--tRNA ligase NS1 AT4G17300 -1.62 -0.70 -6.20 0.000523 0.004874 -0.09
253861_at  putative protein MSP1 protein, Saccha--- AT4G27680 1.62 0.69 6.19 0.000523 0.004874 -0.09
266078_at putative two-component response reguARR16 AT2G40670 1.62 0.69 6.19 0.000524 0.004874 -0.09
259962_at  RNA polymerase II, putative similar to --- AT1G53690 -1.71 -0.78 -6.19 0.000524 0.004875 -0.09
259207_at unknown protein --- AT3G09050 -1.86 -0.89 -6.19 0.000525 0.004878 -0.09
259591_at unknown protein ;supported by full-leng--- AT1G28150 -1.46 -0.54 -6.19 0.000525 0.004878 -0.09
258529_at  hypothetical protein predicted by gene--- AT3G06740 -1.97 -0.98 -6.19 0.000525 0.004882 -0.09
262986_at unknown protein similar to hypothetica --- AT1G23390 -2.62 -1.39 -6.19 0.000526 0.004888 -0.10
245351_at casein kinase II beta chain CKB2 ;suppCKB2 AT4G17640 -1.67 -0.74 -6.19 0.000527 0.004889 -0.10
259102_at unknown protein similar to hin1 GB:CANHL1 AT3G11660 1.82 0.86 6.19 0.000527 0.004889 -0.10
254320_at  putative protein various predicted prot --- AT4G22580 -1.53 -0.61 -6.19 0.000527 0.004889 -0.10
254466_at subtilisin-like serine protease contains --- AT4G20430 -1.96 -0.97 -6.19 0.000527 0.004889 -0.10
248044_at putative protein similar to unknown pro--- AT5G56020 -1.63 -0.71 -6.18 0.000529 0.004905 -0.10
258156_at unknown protein  ; supported by cDNA--- AT3G18050 -2.67 -1.42 -6.18 0.00053 0.004911 -0.10
262678_at hypothetical protein ;supported by full- --- AT1G75810 1.96 0.97 6.18 0.000531 0.004913 -0.11
256050_at  leucine zipper protein, putative similar ATEXO70B2AT1G07000 1.66 0.73 6.18 0.000531 0.004913 -0.11
265262_at putative chloroplast nucleoid DNA bind--- AT2G42980 1.87 0.90 6.18 0.000531 0.004913 -0.11
267452_at auxin response transcription factor 3 (EETT AT2G33860 -1.70 -0.76 -6.18 0.000531 0.004913 -0.11
255319_at putative disease resistance protein simAtRLP46 AT4G04220 2.85 1.51 6.17 0.000534 0.004941 -0.11
248950_at ATP-dependent Clp protease proteolytCLPP4 AT5G45390 -1.77 -0.82 -6.17 0.000535 0.004941 -0.11
262396_at unknown protein ;supported by full-leng--- AT1G49470 2.87 1.52 6.17 0.000536 0.004952 -0.12
251884_at  embryonic abundant protein -like emb --- AT3G54150 10.95 3.45 6.17 0.000536 0.004952 -0.12
260775_at 14-3-3 protein GF14omega (grf2) identGRF2 AT1G78300 -1.88 -0.91 -6.17 0.000537 0.004952 -0.12
257970_at putative sucrose cleavage protein simi --- AT3G27570 1.71 0.77 6.17 0.000537 0.004952 -0.12
248282_at unknown protein  ;supported by full-len--- AT5G52900 -5.33 -2.41 -6.17 0.000537 0.004954 -0.12
247304_at amino acid transporter AAP4 (pir||S511AAP4 AT5G63850 2.13 1.09 6.16 0.000539 0.004965 -0.12
262599_at  unknown protein ESTs gb|R65145, gb--- AT1G15350 -1.62 -0.69 -6.16 0.000539 0.00497 -0.12
258633_at putative serine carboxypeptidase II simSCPL27 AT3G07990 -2.76 -1.47 -6.16 0.00054 0.004977 -0.12
262996_at hypothetical protein predicted by gensc--- AT1G54440 1.62 0.70 6.16 0.000541 0.004979 -0.13
261412_at  L-ascorbate peroxidase identical to GBAPX1 AT1G07890 2.53 1.34 6.16 0.000541 0.004981 -0.13
264338_at  potassium transporter, putative similarKUP6 AT1G70300 2.20 1.13 6.15 0.000543 0.004997 -0.13
261455_at unknown protein ;supported by full-leng--- AT1G21070 -2.25 -1.17 -6.15 0.000543 0.004997 -0.13
246821_at  calmodulin-binding - like protein calmoCBP60G AT5G26920 6.81 2.77 6.15 0.000543 0.004997 -0.13
264777_at  unknown protein similar to L-allo-threoTHA1 AT1G08630 7.40 2.89 6.15 0.000544 0.005001 -0.13
260047_at putative UDP-N-acetylglucosamine--N---- AT1G73740 1.62 0.69 6.15 0.000545 0.005011 -0.14



258099_at unknown protein similar to hypothetica --- AT3G23540 1.60 0.68 6.15 0.000546 0.005011 -0.14
247072_at putative protein similar to unknown pro--- AT5G66490 2.13 1.09 6.15 0.000547 0.005013 -0.14
255928_at unknown protein --- AT1G12640 2.14 1.10 6.15 0.000546 0.005013 -0.14
266863_at putative ripening-associated protein  ; sATCDPMEK AT2G26930 -1.58 -0.66 -6.15 0.000546 0.005013 -0.14
260672_at Expressed protein ; supported by full-le--- AT1G19480 -1.57 -0.65 -6.15 0.000547 0.005019 -0.14
262047_at hypothetical protein predicted by gene --- AT1G80160 7.43 2.89 6.14 0.000549 0.005032 -0.14
253234_at Expressed protein ; supported by full-le--- AT4G34265 -1.66 -0.73 -6.14 0.000549 0.005034 -0.14
252276_at hypothetical protein  ; supported by cD--- AT3G49490 1.75 0.80 6.14 0.000551 0.005043 -0.15
264517_at hypothetical protein predicted by gensc--- AT1G10120 -1.95 -0.96 -6.14 0.000551 0.005045 -0.15
266942_at putative ATP binding protein TXND9 AT2G18990 -2.22 -1.15 -6.14 0.000552 0.005054 -0.15
261223_at hypothetical protein predicted by gene HVA22H AT1G19950 -1.46 -0.55 -6.14 0.000553 0.005056 -0.15
265150_at unknown protein  ; supported by cDNA--- AT1G51200 1.84 0.88 6.13 0.000556 0.005087 -0.16
262954_at  rubredoxin, putative similar to rubredo--- AT1G54500 -1.85 -0.89 -6.13 0.000557 0.00509 -0.16
261421_at hypothetical protein similar to unknownIQD30 AT1G18840 -3.23 -1.69 -6.13 0.000558 0.005093 -0.16
259868_at  thioredoxin-like protein similar to thioreATY1 AT1G76760 1.58 0.66 6.13 0.000558 0.005093 -0.16
251349_s_ putative protein several hypothetical pr--- AT3G11030 / -1.95 -0.96 -6.13 0.000558 0.005093 -0.16
254788_at putative protein other predicted protein--- AT4G12790 -1.54 -0.62 -6.13 0.000558 0.005093 -0.16
253139_at ankyrin repeat-containing protein 2  ;suAKR2 AT4G35450 -1.53 -0.62 -6.13 0.000558 0.005093 -0.16
252002_at  hypothetical protein YIP1 protein, Sac --- AT3G52760 -1.59 -0.67 -6.12 0.000559 0.005095 -0.16
249801_at calcium-dependent protein kinase (pir| CDPK9 AT5G23580 1.64 0.72 6.12 0.000559 0.005097 -0.16
263664_at  putative auxin-induced protein, IAA17/AXR3 AT1G04250 -3.71 -1.89 -6.12 0.00056 0.005101 -0.16
253954_at  putative aconitase Pumpkin mRNA for--- AT4G26970 2.19 1.13 6.12 0.00056 0.005101 -0.16
252200_at  anthranilate N-hydroxycinnamoyl/benz--- AT3G50280 4.36 2.12 6.12 0.000561 0.005103 -0.17
245682_at Expressed protein ; supported by cDNA--- AT5G08750 1.65 0.73 6.12 0.000561 0.005107 -0.17
255011_at  cytochrome c several plant cytochromCYTC-2 AT4G10040 4.95 2.31 6.12 0.000562 0.005107 -0.17
264315_at  aromatic rich glycoprotein, putative sim--- AT1G70370 -5.59 -2.48 -6.12 0.000563 0.005109 -0.17
251975_at  CDC48 - like protein transitional endo --- AT3G53230 4.70 2.23 6.12 0.000562 0.005109 -0.17
246017_at putative protein predicted proteins from--- AT5G10730 1.54 0.63 6.12 0.000563 0.005109 -0.17
247182_at putative protein contains similarity to u HB25 AT5G65410 -1.76 -0.81 -6.12 0.000563 0.005109 -0.17
265386_at unknown protein  ;supported by full-len--- AT2G20930 -1.56 -0.64 -6.12 0.000562 0.005109 -0.17
248026_at putative protein similar to unknown pro--- AT5G55710 -1.73 -0.79 -6.12 0.000563 0.005109 -0.17
247573_at  anthocyanin 5-aromatic acyltransferasAACT1 AT5G61160 14.65 3.87 6.11 0.000564 0.005113 -0.17
257846_at unknown protein --- AT3G12910 6.77 2.76 6.11 0.000564 0.005113 -0.17
254447_at berberine bridge enzyme - like protein --- AT4G20860 5.74 2.52 6.11 0.000564 0.005113 -0.17
248613_at phytoene dehydrogenase-like --- AT5G49555 -1.98 -0.99 -6.11 0.000565 0.005113 -0.17



248855_at NAM-like anac096 AT5G46590 2.43 1.28 6.11 0.000565 0.005113 -0.17
264317_at  spermidine synthase, putative similar SPDS2 AT1G70310 -1.63 -0.71 -6.11 0.000565 0.005117 -0.17
247474_at  putative protein predicted proteins, Ara--- AT5G62280 -19.84 -4.31 -6.11 0.000566 0.005117 -0.18
247399_at putative protein similar to unknown pro--- AT5G62960 -2.48 -1.31 -6.11 0.000566 0.005118 -0.18
257624_at  cytochrome P450 monooxygenase (C CYP71B3 AT3G26220 6.43 2.69 6.11 0.000566 0.005118 -0.18
262280_at unknown protein --- AT1G68580 -2.59 -1.37 -6.11 0.000568 0.005128 -0.18
262728_at receptor kinase (CLV1) identical to rec CLV1 AT1G75820 -2.45 -1.29 -6.11 0.000568 0.005128 -0.18
255151_at  putative protein oxysterol-binding prot ORP1C AT4G08180 1.44 0.52 6.11 0.000568 0.005128 -0.18
261743_s_  protein serine/threonine phosphatase BSL2 AT1G08420 / 1.59 0.67 6.11 0.000569 0.005137 -0.18
252379_at  ABC-type transport protein-like proteinATH1 AT3G47730 1.67 0.74 6.10 0.000569 0.005137 -0.18
265679_at putative myosin heavy chain  ; support --- AT2G32235 / 1.69 0.75 6.10 0.00057 0.005137 -0.18
256813_at unknown protein --- AT3G21360 -1.66 -0.73 -6.10 0.00057 0.005137 -0.18
246310_at sulfate transporter ATST1  ; supported SULTR3;1 AT3G51895 2.28 1.19 6.10 0.000571 0.005141 -0.19
246997_at putative protein similar to unknown pro--- AT5G67390 -2.06 -1.04 -6.10 0.000571 0.005141 -0.18
251831_at  pectate lyase -like protein pectate lyas--- AT3G55140 -1.47 -0.56 -6.10 0.000571 0.005145 -0.19
247347_at putative protein similar to unknown proSHA1 AT5G63780 -3.26 -1.70 -6.10 0.000572 0.005147 -0.19
247960_at N-myristoyl transferase  ;supported by NMT1 AT5G57020 -1.51 -0.59 -6.10 0.000573 0.005154 -0.19
260444_at unknown protein  ;supported by full-len--- AT1G68300 1.70 0.77 6.10 0.000573 0.005157 -0.19
250999_at  putative protein predicted proyeins, Ar--- AT5G02630 1.92 0.94 6.10 0.000574 0.005157 -0.19
250796_at putative protein similar to unknown pro--- AT5G05300 9.53 3.25 6.10 0.000574 0.005159 -0.19
258140_at Expressed protein ; supported by cDNAALDH2C4 AT3G24503 3.59 1.85 6.09 0.000575 0.00517 -0.19
248158_at unknown protein --- AT5G54440 -1.48 -0.56 -6.09 0.000577 0.00518 -0.20
257724_at hypothetical protein predicted by gene --- AT3G18510 1.76 0.82 6.09 0.000578 0.005185 -0.20
251221_at  putative protein ER6 protein - Lycoper--- AT3G62550 1.64 0.71 6.09 0.000578 0.005185 -0.20
251163_at  putative protein S1R protein - Homo s --- AT3G63310 1.48 0.56 6.09 0.000578 0.005185 -0.20
255881_at  phosphomannose isomerase, putativeDIN9 AT1G67070 4.48 2.16 6.09 0.000578 0.005185 -0.20
256285_at hypothetical protein predicted by gensc--- AT3G12510 2.04 1.03 6.09 0.000579 0.00519 -0.20
264575_at  putative chloroplast 50S ribosomal proemb2394 AT1G05190 -1.63 -0.71 -6.09 0.00058 0.005191 -0.20
254318_at  putative protein embryo-abundant pro --- AT4G22530 6.10 2.61 6.09 0.00058 0.005191 -0.20
263939_at hypothetical protein predicted by genefATTIM44-2 AT2G36070 1.61 0.69 6.09 0.00058 0.005195 -0.20
247239_at pectin methylesterase-like protein supp--- AT5G64640 -1.70 -0.76 -6.08 0.000581 0.005195 -0.20
250259_at putative protein similar to unknown pro--- AT5G13800 1.94 0.96 6.08 0.000581 0.005199 -0.21
244984_at ribosomal protein S3 --- --- -2.09 -1.06 -6.08 0.000581 0.005199 -0.21
257623_at  cytochrome P450, putative contains PCYP71B23 AT3G26210 4.48 2.16 6.08 0.000582 0.005202 -0.21
253322_at putative protein  ;supported by full-leng--- AT4G33980 1.89 0.92 6.08 0.000582 0.005202 -0.21



265900_at unknown protein --- AT2G25730 1.44 0.52 6.08 0.000582 0.005202 -0.21
253232_at hypothetical protein  ;supported by full-TAF8 AT4G34340 1.69 0.76 6.08 0.000584 0.005209 -0.21
257381_at unknown protein --- AT2G37950 -2.47 -1.30 -6.08 0.000584 0.005215 -0.21
254727_at hypothetical protein PTAC5 AT4G13670 -1.48 -0.57 -6.08 0.000585 0.005216 -0.21
247189_at unknown protein  ;supported by full-lenAGP7 AT5G65390 -4.14 -2.05 -6.07 0.000586 0.005224 -0.21
266044_s_ hypothetical protein --- AT2G07725 2.62 1.39 6.07 0.000586 0.005224 -0.21
254221_at  putative polygalacturonase polygalact --- AT4G23820 -6.77 -2.76 -6.07 0.000586 0.005224 -0.21
265869_at putative two-component response reguARR14 AT2G01760 -1.89 -0.92 -6.07 0.000586 0.005224 -0.21
256117_at unknown protein ; supported by cDNA:--- AT1G16840 -1.53 -0.61 -6.07 0.000587 0.005224 -0.22
264638_at flowering signals mediating protein FT FT AT1G65480 3.85 1.94 6.07 0.000587 0.005224 -0.22
260406_at putative glutathione transferase similarATGSTU12 AT1G69920 24.32 4.60 6.07 0.000587 0.005224 -0.22
246429_at  farnesylated protein ATFP6-like protei --- AT5G17450 3.50 1.81 6.07 0.000587 0.005224 -0.22
264525_at unknown protein Highly Similar to branATBCAT-1 AT1G10060 -6.25 -2.64 -6.07 0.000589 0.005232 -0.22
256013_at unknown protein DA1 AT1G19270 1.86 0.89 6.07 0.000589 0.005236 -0.22
260082_at putative mitochondrial carrier protein c --- AT1G78180 -1.86 -0.90 -6.07 0.00059 0.005239 -0.22
253773_s_ Expressed protein ; supported by full-le--- AT1G52370 / -1.78 -0.83 -6.07 0.00059 0.005239 -0.22
254416_at receptor-like serine/threonine protein kARK3 AT4G21380 4.86 2.28 6.06 0.000592 0.005251 -0.22
247297_at peroxidase ATP3a (emb|CAA67340.1) --- AT5G64100 3.76 1.91 6.06 0.000594 0.005268 -0.23
261553_at hypothetical protein --- AT1G63420 -1.73 -0.79 -6.06 0.000595 0.005274 -0.23
267586_at hypothetical protein predicted by genfin--- AT2G41950 -1.93 -0.95 -6.06 0.000595 0.005276 -0.23
264800_at hypothetical protein similar to IFA-bind --- AT1G08800 1.81 0.85 6.06 0.000596 0.005284 -0.23
267374_at putative uricase subunit similar to  nod --- AT2G26230 1.50 0.59 6.05 0.000598 0.005293 -0.24
258049_at hypothetical protein similar to CGI-18 p--- AT3G16220 1.51 0.59 6.05 0.000598 0.005294 -0.24
246607_at  receptor-like protein kinase - like prote--- AT5G35370 3.08 1.62 6.05 0.000599 0.005304 -0.24
263607_at unknown protein predicted by genscan--- AT2G16270 -1.92 -0.94 -6.05 0.000601 0.005319 -0.24
266361_at putative O-GlcNAc transferase --- AT2G32450 -2.56 -1.36 -6.05 0.000602 0.005323 -0.24
250848_at 3-phosphoinositide-dependent protein PDK1 AT5G04510 -1.67 -0.74 -6.05 0.000602 0.005323 -0.24
260589_at hypothetical protein predicted by gene --- AT1G53400 -1.49 -0.57 -6.05 0.000603 0.005324 -0.24
253981_at putative protein ;supported by full-leng --- AT4G26670 -1.56 -0.64 -6.05 0.000603 0.005324 -0.24
248149_at Expressed protein ; supported by full-le--- AT5G54855 -1.54 -0.62 -6.04 0.000603 0.005327 -0.25
266715_at putative RNA-binding protein --- AT2G46780 -1.75 -0.81 -6.04 0.000605 0.005342 -0.25
254328_at  adenine phosphoribosyltransferase (EAPT3 AT4G22570 -2.60 -1.38 -6.04 0.000607 0.005357 -0.25
267624_at putative protein kinase BIK1 AT2G39660 2.95 1.56 6.03 0.000609 0.005371 -0.26
253422_at putative protein  ;supported by full-leng--- AT4G32240 1.66 0.73 6.03 0.000609 0.005374 -0.26
262119_s_  glutathione S-transferase, putative simATGSTF6 AT1G02920 / 5.11 2.35 6.03 0.00061 0.005375 -0.26



248530_at putative protein strong similarity to unk--- AT5G49945 -1.78 -0.84 -6.03 0.000611 0.005379 -0.26
257173_at  S-adenosyl-L-homocysteinas, putativeSAHH2 AT3G23810 -6.47 -2.69 -6.03 0.000612 0.005387 -0.26
266519_at unknown protein  ; supported by cDNA--- AT2G35155 -1.71 -0.77 -6.03 0.000612 0.005387 -0.26
262969_at unknown protein --- AT1G75710 -1.94 -0.96 -6.03 0.000613 0.005395 -0.26
259404_at type 2A protein serine/threonine phospATB BETA AT1G17720 1.45 0.54 6.03 0.000613 0.005396 -0.26
254089_at  putative protein apoptosis gene MA3, --- AT4G24800 -1.65 -0.72 -6.03 0.000614 0.005398 -0.27
246483_at  receptor protein kinase-like protein proNIK1 AT5G16000 -3.09 -1.63 -6.03 0.000614 0.0054 -0.27
258752_at hypothetical protein predicted by genscATEXO70H4AT3G09520 2.71 1.44 6.02 0.000616 0.005411 -0.27
251814_at chlorophyll a/b-binding protein  ; suppoLHCA1 AT3G54890 -1.44 -0.53 -6.02 0.000616 0.005412 -0.27
258263_at unknown protein --- AT3G15780 -2.35 -1.23 -6.02 0.000616 0.005412 -0.27
254761_at Expressed protein ; supported by full-leCLE44 AT4G13195 2.01 1.01 6.02 0.000617 0.005412 -0.27
256385_at  60S ribosomal protein L10, putative co--- AT1G66580 2.32 1.22 6.02 0.000619 0.005427 -0.27
247138_at 3-dehydroquinate synthase-like protein--- AT5G66120 2.09 1.06 6.02 0.000619 0.005428 -0.27
245130_at putative receptor-like protein kinase --- AT2G45340 -1.51 -0.59 -6.02 0.00062 0.005434 -0.28
248198_at putative protein contains similarity to W--- AT5G54200 -2.67 -1.42 -6.01 0.000622 0.005445 -0.28
255782_at transcription factor identical to transcripMP AT1G19850 2.67 1.42 6.01 0.000622 0.005445 -0.28
265008_at  Mlo protein, putative similar to Mlo proMLO6 AT1G61560 5.91 2.56 6.01 0.000622 0.005447 -0.28
258783_at unknown protein --- AT3G11760 -1.69 -0.76 -6.01 0.000624 0.005459 -0.28
267377_at beta-ketoacyl-CoA synthase (FIDDLEHKCS10 AT2G26250 -2.80 -1.49 -6.01 0.000626 0.00547 -0.29
255859_at  putative protein embryonic abundant p--- AT5G34930 2.14 1.10 6.01 0.000626 0.00547 -0.29
245201_at  F12A21.3 unknown protein;  similar toCSK AT1G67840 -1.67 -0.74 -6.01 0.000625 0.00547 -0.29
251927_at  hypothetical protein ER6 protein - Lyc --- AT3G53990 -1.54 -0.62 -6.00 0.000629 0.005496 -0.29
265480_at similar to cold acclimation protein WCOCOR413-PMAT2G15970 -2.27 -1.18 -6.00 0.00063 0.005503 -0.29
260494_at putative receptor-like protein kinase --- AT2G41820 -1.80 -0.85 -6.00 0.00063 0.005504 -0.29
263591_at unknown protein ATMAP65-6 AT2G01910 -5.28 -2.40 -6.00 0.000632 0.005512 -0.30
264633_at  step II splicing factor, putative similar tSMP1 AT1G65660 1.64 0.72 6.00 0.000632 0.005512 -0.30
254643_at  putative protein DNA polymerase III ho--- AT4G18820 -1.65 -0.72 -6.00 0.000632 0.005514 -0.30
263182_at Expressed protein ; supported by full-le--- AT1G05575 21.68 4.44 6.00 0.000633 0.005517 -0.30
257580_at hypothetical protein --- AT3G06210 -1.67 -0.74 -5.99 0.000634 0.005523 -0.30
247571_at snap25a  ;supported by full-length cDNSNAP33 AT5G61210 1.51 0.59 5.99 0.000634 0.005523 -0.30
248739_at DnaJ protein-like  ;supported by full-lenGFA2 AT5G48030 1.53 0.62 5.99 0.000635 0.005528 -0.30
261409_at zinc finger protein OBP2 identical to G OBP2 AT1G07640 1.66 0.73 5.99 0.000635 0.005528 -0.30
253387_at  P-Protein - like protein P-Protein precuAtGLDP1 AT4G33010 -2.80 -1.49 -5.99 0.000635 0.005528 -0.30
255328_at putative leucyl tRNA synthetase EMB2369 AT4G04350 -1.91 -0.94 -5.99 0.000636 0.005535 -0.30
259479_at Expressed protein ; supported by full-le--- AT1G19020 7.65 2.94 5.99 0.000637 0.00554 -0.31



253137_at  protein kinase - like protein protein kin--- AT4G35500 1.86 0.89 5.99 0.000639 0.005549 -0.31
250177_at  putative protein copine I, Homo sapienRGLG2 AT5G14420 1.74 0.80 5.99 0.000639 0.005549 -0.31
245060_at  GDP-mannose  pyrophosphorylase upCYT1 AT2G39770 -1.50 -0.59 -5.98 0.000639 0.005552 -0.31
259357_at unknown protein ;supported by full-leng--- AT1G13380 -1.76 -0.82 -5.98 0.000639 0.005552 -0.31
262000_at Expressed protein ; supported by full-le--- AT1G33810 -1.74 -0.80 -5.98 0.000641 0.005562 -0.31
246260_at  amino acid permease, putative contain--- AT1G31820 1.93 0.95 5.98 0.000642 0.00557 -0.31
266620_at unknown protein --- AT2G35450 -1.77 -0.82 -5.98 0.000643 0.005577 -0.32
251293_at hypothetical protein --- AT3G61930 20.46 4.36 5.98 0.000644 0.005587 -0.32
264223_s_  receptor kinase, putative similar to rec--- AT1G67520 / 3.35 1.74 5.97 0.000646 0.005594 -0.32
261667_at unknown protein similar to putative lipa--- AT1G18460 -1.97 -0.98 -5.97 0.000646 0.005595 -0.32
253950_at  putative dihydrolipoamide succinyltran--- AT4G26910 2.25 1.17 5.97 0.000646 0.005597 -0.32
253553_at  putative protein LipB gene, Prochlorot --- AT4G31050 -1.69 -0.76 -5.97 0.000647 0.005597 -0.32
247063_at unknown protein --- AT5G66820 2.07 1.05 5.97 0.000647 0.0056 -0.32
251310_at  homeobox protein Anthocyaninless2 AHDG1 AT3G61150 -1.86 -0.90 -5.97 0.000647 0.0056 -0.32
261338_at hypothetical protein predicted by gene --- AT1G44920 -1.76 -0.82 -5.97 0.000648 0.005603 -0.32
260372_at unknown protein contains a region sim--- AT1G73980 1.57 0.65 5.97 0.000649 0.005607 -0.33
262559_at unknown protein similar to hypothetica --- AT1G31300 -1.69 -0.76 -5.97 0.000651 0.005623 -0.33
246319_at  putative protein HYPOTHETICAL PRO--- AT3G56680 -1.57 -0.65 -5.97 0.000651 0.005623 -0.33
246268_at  cytochrome P450, putative contains PCYP97A3 AT1G31800 -1.84 -0.88 -5.97 0.000651 0.005623 -0.33
AFFX-Atha Arabidopsis thaliana /REF=M64116 /D GAPC1 --- 1.92 0.94 5.96 0.000656 0.005658 -0.34
255583_at  hypothetical protein similar to C. elegaARV2 AT4G01510 -1.70 -0.77 -5.96 0.000656 0.005658 -0.34
246746_at  putative protein predicted proteins, Or --- AT5G27820 -1.72 -0.78 -5.96 0.000656 0.005658 -0.34
249914_at protease-like protein --- AT5G22850 1.85 0.89 5.96 0.000657 0.005661 -0.34
265011_at  putative chloroplast membrane proteinALB4 AT1G24490 1.46 0.54 5.96 0.000657 0.005665 -0.34
257024_at CDPK-related kinase identical to GB:2A--- AT3G19100 2.00 1.00 5.96 0.000658 0.005665 -0.34
264324_at myosin heavy chain MYA2 Strong simiXIB AT1G04160 -2.55 -1.35 -5.95 0.00066 0.005685 -0.34
248124_at putative protein contains similarity to u ATG18F AT5G54730 1.68 0.75 5.95 0.000662 0.005695 -0.35
259211_at unknown protein identical to GB:AAD5 --- AT3G09020 5.54 2.47 5.94 0.000665 0.005719 -0.35
259516_at hypothetical protein ; supported by cDNERD10 AT1G20450 -2.66 -1.41 -5.94 0.000665 0.00572 -0.35
248970_at urea active transporter-like protein --- AT5G45380 3.14 1.65 5.94 0.000666 0.005723 -0.35
253559_at  1,3-beta-glucanase - like protein 1,3-b--- AT4G31140 -1.57 -0.65 -5.94 0.000666 0.005723 -0.35
261925_at  oligopeptide transporter, putative simi --- AT1G22540 -1.61 -0.68 -5.94 0.000667 0.005726 -0.36
251120_at  chloroplast ribosomal L1 - like protein --- AT3G63490 -1.83 -0.87 -5.94 0.000667 0.005726 -0.36
259188_at unknown protein  ;supported by full-len--- AT3G01510 -1.97 -0.98 -5.94 0.000667 0.005729 -0.36
247124_at  prolyl 4-hydroxylase, alpha subunit-lik --- AT5G66060 -1.53 -0.61 -5.94 0.000668 0.00573 -0.36



254224_at calcium-dependent protein kinase (CD CDPK6 AT4G23650 -1.54 -0.62 -5.94 0.000669 0.005737 -0.36
254476_at  putative protein gamma-SNAP proteinGSNAP AT4G20410 -1.55 -0.63 -5.94 0.00067 0.005747 -0.36
251374_at homeobox-leucine zipper protein HAT3HAT3 AT3G60390 -2.68 -1.42 -5.93 0.000671 0.005754 -0.36
252293_at  4-coumarate-CoA ligase -like protein 4--- AT3G48990 1.55 0.63 5.93 0.000671 0.005754 -0.36
247123_at unknown protein --- AT5G66050 -2.01 -1.00 -5.93 0.000672 0.005754 -0.36
263558_at putative phosphatidylinositol/phosphat --- AT2G16380 -1.93 -0.95 -5.93 0.000672 0.005754 -0.36
265391_at Expressed protein ; supported by cDNAGAUT10 AT2G20810 -1.48 -0.57 -5.93 0.000673 0.005757 -0.37
249524_at putative protein similar to unknown pro--- AT5G38520 -2.16 -1.11 -5.93 0.000673 0.005757 -0.37
262878_at hypothetical protein predicted by gene NDF2 AT1G64770 -1.74 -0.80 -5.93 0.000674 0.005768 -0.37
256713_at putative peroxidase --- AT2G34060 -2.22 -1.15 -5.93 0.000675 0.005768 -0.37
249755_at unknown protein  ;supported by full-len--- AT5G24580 -4.23 -2.08 -5.93 0.000675 0.005768 -0.37
264248_at hypothetical protein predicted by gensc--- AT1G78700 -1.92 -0.94 -5.93 0.000675 0.005768 -0.37
252924_at  putative zinc finger protein salt-toleran--- AT4G39070 -3.41 -1.77 -5.93 0.000676 0.00577 -0.37
252481_at  putative protein DCL PROTEIN, CHLO--- AT3G46630 -1.73 -0.79 -5.93 0.000677 0.005771 -0.37
267470_at cinnamate-4-hydroxylase molecular maC4H AT2G30490 3.79 1.92 5.93 0.000677 0.005771 -0.37
251475_at putative protein other hypothetical prot --- AT3G59660 2.23 1.15 5.93 0.000677 0.005771 -0.37
265353_at unknown protein  ;supported by full-len--- AT2G16800 -1.48 -0.57 -5.93 0.000677 0.005771 -0.37
249489_at  acyltransferase -like  protein anthocya--- AT5G39090 1.82 0.87 5.92 0.000677 0.005772 -0.37
247627_at cysteine proteinase AALP identical to AAALP AT5G60360 1.51 0.60 5.92 0.000678 0.005774 -0.37
266351_at unknown protein  ;supported by full-len--- AT2G01490 1.72 0.78 5.92 0.00068 0.005791 -0.38
257788_at unknown protein TCP20 AT3G27010 1.84 0.88 5.92 0.000681 0.005794 -0.38
247936_at lycopene epsilon cyclase  ; supported LUT2 AT5G57030 -1.97 -0.98 -5.92 0.000681 0.005794 -0.38
250129_at S-adenosylmethionine:2-demethylmen--- AT5G16450 1.69 0.75 5.91 0.000685 0.005828 -0.39
258534_at  thioredoxin, putative similar to thioredo--- AT3G06730 -1.55 -0.63 -5.91 0.000687 0.005844 -0.39
256676_at putative protein  ;supported by full-lengSEX4 AT3G52180 -2.14 -1.10 -5.91 0.000687 0.005844 -0.39
264773_at putative disease resistance response p--- AT1G22900 3.78 1.92 5.91 0.000688 0.005846 -0.39
263715_at unknown protein  ; supported by cDNAGPRI1 AT2G20570 -1.60 -0.68 -5.91 0.000688 0.005847 -0.39
266772_s_ predicted by genefinder --- AT2G03020 / -2.11 -1.07 -5.91 0.000689 0.005848 -0.39
250267_at putative protein predicted proteins --- AT5G12930 6.94 2.79 5.91 0.00069 0.00586 -0.39
258295_at unknown protein  ;supported by full-len--- AT3G23400 -2.04 -1.03 -5.90 0.000691 0.00586 -0.39
245545_at UTP-glucose glucosyltransferase UGT71B5 AT4G15280 1.82 0.86 5.90 0.000691 0.005865 -0.40
250286_at  auxin-responsive - like protein Nt-gh3 PBS3 AT5G13320 15.75 3.98 5.90 0.000692 0.005866 -0.40
264836_at unknown protein similar to hypothetica --- AT1G03610 -2.17 -1.12 -5.90 0.000696 0.005899 -0.40
253534_at cytochrome P450 monooxygenase  ;suCYP83B1 AT4G31500 3.04 1.60 5.90 0.000696 0.005899 -0.40
253213_at RNA helicase (RH16) --- AT4G34910 1.60 0.68 5.90 0.000697 0.005904 -0.40



267494_at TCP1-chaperonin cofactor A isolog  ;suKIS AT2G30410 -1.61 -0.69 -5.89 0.000697 0.005905 -0.41
250323_at  putative protein hydroxyproline-rich gly--- AT5G12880 5.74 2.52 5.89 0.000698 0.00591 -0.41
254265_s_  serine threonine kinase - like protein KCRK6 AT4G23140 / 5.84 2.55 5.89 0.0007 0.00592 -0.41
255674_at probable plasma membrane intrinsic p PIP1;4 AT4G00430 -2.50 -1.32 -5.89 0.0007 0.005924 -0.41
244998_at RNA polymerase beta' subunit-1 --- --- -1.90 -0.92 -5.89 0.000701 0.005924 -0.41
259971_at  unknown protein similar to SPL1-relate--- AT1G76580 -2.01 -1.01 -5.89 0.000702 0.005924 -0.41
247554_at  putative protein leucine zipper-containATEXO70E2AT5G61010 3.51 1.81 5.89 0.000701 0.005924 -0.41
263773_at putative xylulose kinase --- AT2G21370 -1.89 -0.92 -5.89 0.000701 0.005924 -0.41
253281_at predicted protein UGT73B1 AT4G34138 2.81 1.49 5.89 0.000703 0.005932 -0.41
246756_at  protein phosphatase - like protein pho --- AT5G27930 -1.82 -0.87 -5.89 0.000703 0.005932 -0.41
249988_at  putative protein predicted proteins, Dr --- AT5G18310 1.83 0.87 5.88 0.000705 0.005946 -0.42
248459_at putative protein similar to unknown proCRL AT5G51020 -1.60 -0.68 -5.88 0.000707 0.005961 -0.42
259477_at unknown protein ;supported by full-leng--- AT1G19120 -1.51 -0.59 -5.88 0.000707 0.005961 -0.42
266856_at putative ABC transporter related to muPDR4 AT2G26910 -2.51 -1.33 -5.88 0.000709 0.005971 -0.42
258050_at unknown protein --- AT3G16200 -1.74 -0.80 -5.88 0.000709 0.005975 -0.42
260902_at hypothetical protein similar to carboxyv--- AT1G21440 -2.30 -1.20 -5.88 0.00071 0.005976 -0.42
250146_at  putative protein polypeptide deformylaPDF1B AT5G14660 -2.18 -1.12 -5.87 0.000712 0.005991 -0.43
264261_at putative nicotianamine synthase similaNAS3 AT1G09240 6.37 2.67 5.87 0.000713 0.005999 -0.43
260490_at  ATP-dependent transmembrane transCER5 AT1G51500 -2.54 -1.34 -5.87 0.000713 0.005999 -0.43
255378_at  putative glucan synthase component sATGSL05 AT4G03550 -1.55 -0.63 -5.87 0.000714 0.006001 -0.43
266939_at plasma membrane proton ATPase  (PMAHA1 AT2G18960 1.46 0.54 5.87 0.000714 0.006001 -0.43
260238_at  AtHVA22a identical to AtHVA22a GB:AATHVA22A AT1G74520 -1.82 -0.86 -5.87 0.000714 0.006001 -0.43
248410_at putative protein similar to unknown pro--- AT5G51570 1.57 0.65 5.87 0.000715 0.006006 -0.43
265385_at putative diacylglycerol kinase  ;support--- AT2G20900 2.29 1.19 5.87 0.000716 0.006009 -0.43
265325_at putative integral membrane protein --- AT2G18240 1.83 0.87 5.87 0.000716 0.00601 -0.43
260397_at hypothetical protein predicted by genef--- AT1G69680 1.62 0.69 5.86 0.000718 0.006026 -0.44
259642_at hypothetical protein predicted by gensc--- AT1G69030 -2.04 -1.03 -5.86 0.000719 0.006031 -0.44
267339_at unknown protein  ; supported by cDNA--- AT2G39870 -2.34 -1.23 -5.86 0.000719 0.006031 -0.44
261071_at unknown protein --- AT1G07380 1.78 0.83 5.86 0.000721 0.006044 -0.44
253399_at  putative poly(A) polymerase polynuclenPAP AT4G32850 1.52 0.60 5.86 0.000722 0.006044 -0.44
263583_at  putative NAD+ dependent isocitrate deIDH2 AT2G17130 2.03 1.02 5.86 0.000722 0.006044 -0.44
263221_at UDP-galactose 4-epimerase-like prote MUR4 AT1G30620 4.18 2.07 5.86 0.000722 0.006044 -0.44
252004_at  purple acid phosphatase-like protein pPAP20 AT3G52780 2.73 1.45 5.86 0.000722 0.006044 -0.44
264501_at  putative lipase Similar to nodulins and--- AT1G09390 -3.81 -1.93 -5.86 0.000723 0.006049 -0.44
249947_at  FVT1 - like protein follicular lymphoma--- AT5G19200 -1.49 -0.58 -5.86 0.000725 0.006055 -0.45



254393_at  putative NADPH quinone oxidoreducta--- AT4G21580 1.58 0.66 5.86 0.000724 0.006055 -0.45
257888_at  seed maturation protein, putative simi --- AT3G16990 2.28 1.19 5.86 0.000725 0.006055 -0.45
261272_at Expressed protein ; supported by cDNA--- AT1G26665 2.60 1.38 5.86 0.000725 0.006056 -0.45
247149_at unknown protein  ;supported by full-len--- AT5G65660 -2.73 -1.45 -5.85 0.000726 0.006058 -0.45
250420_at HY5(bZIP transcription factor family) idHY5 AT5G11260 1.73 0.79 5.85 0.00073 0.006089 -0.45
249070_at cellulose synthase catalytic subunit-likeCESA4 AT5G44030 -1.78 -0.83 -5.85 0.00073 0.006094 -0.46
249960_at squamosa promoter binding protein-lik SPL7 AT5G18830 1.58 0.66 5.85 0.000731 0.006096 -0.46
254122_at CER2  ;supported by full-length cDNA:CER2 AT4G24510 -14.79 -3.89 -5.85 0.000732 0.006098 -0.46
259231_at protein phosphatase 2C (PP2C) identicPP2CA AT3G11410 2.36 1.24 5.85 0.000731 0.006098 -0.46
255933_at  membrane protein, putative similar to ATRBL6 AT1G12750 -2.12 -1.08 -5.84 0.000734 0.006113 -0.46
267279_at hypothetical protein predicted by genef--- AT2G19460 -2.77 -1.47 -5.84 0.000734 0.006116 -0.46
262932_at  glutathione-s-transferase, putative sim--- AT1G65820 1.89 0.92 5.84 0.000735 0.006116 -0.46
261429_at hypothetical protein contains similarity WRKY61 AT1G18860 1.58 0.66 5.84 0.000736 0.006123 -0.46
258998_at putative adenylate kinase similar to Ad--- AT3G01820 1.77 0.82 5.84 0.000737 0.006129 -0.47
247291_at unknown protein --- AT5G64480 -1.61 -0.68 -5.84 0.000737 0.00613 -0.47
264693_at hypothetical protein predicted by gene CLE26 AT1G69970 -1.57 -0.65 -5.84 0.000738 0.006134 -0.47
245067_at  S-like ribonuclease RNS2 identical to RNS2 AT2G39780 1.65 0.72 5.83 0.00074 0.006146 -0.47
257036_at hypothetical protein predicted by gene --- AT3G19120 -1.53 -0.61 -5.83 0.00074 0.006146 -0.47
256510_at  ATP-dependent Clp protease ATP-bin--- AT1G33360 1.67 0.74 5.83 0.000741 0.006149 -0.47
254553_at  TMV resistance protein N - like TMV r --- AT4G19530 -2.45 -1.29 -5.83 0.000742 0.006159 -0.47
265253_at putative peptide/amino acid transporte --- AT2G02020 -1.50 -0.59 -5.83 0.000745 0.006185 -0.48
255686_at putative potassium/H+ antiporter KEA2 AT4G00630 1.78 0.83 5.82 0.000748 0.006199 -0.48
245822_at unknown protein ; supported by cDNA:--- AT1G26110 1.75 0.81 5.82 0.000748 0.006199 -0.48
259246_s_ hypothetical protein predicted by gensc--- AT3G07730 / 1.83 0.87 5.82 0.000748 0.006202 -0.48
262796_at cysteine proteinase XCP2 identical to pXCP2 AT1G20850 -3.55 -1.83 -5.82 0.000749 0.006207 -0.48
246042_at  cinnamyl-alcohol dehydrogenase - like--- AT5G19440 2.88 1.52 5.82 0.00075 0.00621 -0.48
246378_at  integral membrane protein, putative si --- AT1G57620 -1.51 -0.59 -5.82 0.00075 0.006212 -0.49
248974_at disease resistance protein-like --- AT5G45060 1.55 0.63 5.82 0.000753 0.006236 -0.49
249818_at Expressed protein ; supported by cDNATUB8 AT5G23860 -2.36 -1.24 -5.82 0.000754 0.00624 -0.49
255910_at unknown protein contains similarity to --- AT1G18030 -1.59 -0.67 -5.81 0.000756 0.006252 -0.49
258424_at hypothetical protein predicted by gene --- AT3G16750 -1.68 -0.75 -5.81 0.000757 0.006256 -0.49
266775_at putative SCARECROW gene regulator--- AT2G29060 2.62 1.39 5.81 0.000759 0.006275 -0.50
266867_at putative signal recognition particle receCPFTSY AT2G45770 -1.60 -0.68 -5.81 0.00076 0.006278 -0.50
264805_at unknown protein similar to putative DNATRX AT1G08600 1.61 0.69 5.81 0.000761 0.006288 -0.50
260884_at unknown protein similar to unknown pr --- AT1G29240 3.05 1.61 5.81 0.000762 0.006288 -0.50



262926_s_  receptor kinase, putative similar to recARK1 AT1G65790 / 3.59 1.85 5.80 0.000762 0.00629 -0.50
248528_at putative protein similar to unknown pro--- AT5G50760 15.94 3.99 5.80 0.000765 0.006312 -0.51
255866_at hypothetical protein predicted by gensc--- AT2G30350 -1.64 -0.71 -5.80 0.000765 0.006312 -0.51
247025_at zeaxanthin epoxidase precursor  ; sup ABA1 AT5G67030 -1.79 -0.84 -5.80 0.000768 0.006335 -0.51
251387_at putative protein --- AT3G60810 -2.14 -1.10 -5.79 0.00077 0.006342 -0.51
249928_at CCR4-associated factor-like protein --- AT5G22250 13.45 3.75 5.79 0.00077 0.006342 -0.51
261498_at  receptor kinase, putative similar to recHSL1 AT1G28440 -1.83 -0.87 -5.79 0.00077 0.006342 -0.51
246335_at lethal leaf-spot 1 homolog Lls1 ACD1 AT3G44880 1.86 0.89 5.79 0.00077 0.006342 -0.51
251973_at  nodulin / glutamate-ammonia ligase - --- AT3G53180 -2.31 -1.21 -5.79 0.000771 0.006346 -0.52
261033_at unknown protein ;supported by full-lengJAZ5 AT1G17380 5.86 2.55 5.79 0.000773 0.006358 -0.52
261474_at  anionic peroxidase, putative similar to --- AT1G14540 14.70 3.88 5.79 0.000774 0.006367 -0.52
253583_at  translation initiation factor-like protein --- AT4G30680 -1.79 -0.84 -5.78 0.000777 0.006385 -0.52
258201_at hypothetical protein predicted by gensc--- AT3G13910 2.46 1.30 5.78 0.000777 0.006385 -0.52
266898_at unknown protein ; supported by cDNA:--- AT2G45990 -1.74 -0.80 -5.78 0.000779 0.006397 -0.53
246490_at S-adenosylmethionine decarboxylase CPuORF10 AT5G15948 / 1.89 0.92 5.78 0.000781 0.006409 -0.53
261132_at hypothetical protein predicted by gene TGD1 AT1G19800 -1.55 -0.63 -5.78 0.000781 0.006409 -0.53
258606_at unknown protein  ;supported by full-len--- AT3G02840 23.86 4.58 5.78 0.000782 0.006419 -0.53
251922_at  protein kinase -like protein protein kina--- AT3G54030 -2.47 -1.30 -5.78 0.000784 0.00643 -0.53
245731_at  MAP kinase, putative similar to MAP kMKK9 AT1G73500 2.60 1.38 5.77 0.000786 0.006447 -0.54
264860_at hypothetical protein contains ATP/GTP--- AT1G24290 -1.48 -0.57 -5.77 0.000787 0.00645 -0.54
264820_at putative coproporphyrinogen III oxidas LIN2 AT1G03475 -1.43 -0.52 -5.77 0.000787 0.00645 -0.54
248255_at ATP-dependent Clp protease ATP-bindCLPX AT5G53350 1.68 0.75 5.77 0.000788 0.00645 -0.54
264375_at putative protein kinase contains a proteCIPK16 AT2G25090 3.79 1.92 5.77 0.000788 0.00645 -0.54
267499_at hypothetical protein predicted by gensc--- AT2G45500 1.61 0.69 5.77 0.00079 0.006464 -0.54
266831_at putative squalene epoxidase SQE2 AT2G22830 -3.95 -1.98 -5.77 0.000792 0.006479 -0.54
253393_at Expressed protein ; supported by cDNAGLB3 AT4G32690 1.64 0.71 5.76 0.000795 0.006502 -0.55
259089_at hypothetical protein similar to GB:CAB --- AT3G04960 -1.56 -0.64 -5.76 0.000796 0.00651 -0.55
258744_at  hypothetical protein similar to plant IF---- AT3G05830 1.70 0.77 5.76 0.000798 0.006516 -0.55
245094_at 4-alpha-glucanotransferase DPE2 AT2G40840 -1.80 -0.85 -5.76 0.000797 0.006516 -0.55
250197_at  isocitrate dehydrogenase - like protein--- AT5G14590 1.50 0.59 5.76 0.000799 0.006521 -0.55
257530_at unknown protein --- AT3G03040 -1.54 -0.63 -5.76 0.000799 0.006521 -0.55
257754_at  GTP binding protein, putative similar t ATRAB7B AT3G18820 -1.52 -0.60 -5.76 0.000799 0.006523 -0.55
244939_at ribosomal protein S12 (trans-splice par--- --- -2.14 -1.10 -5.75 0.000801 0.006532 -0.56
254679_at  putative protein Mei2-like protein, ArabAML3 AT4G18120 1.61 0.68 5.75 0.000801 0.006534 -0.56
264222_at hypothetical protein predicted by gene --- AT1G60230 -1.56 -0.64 -5.75 0.000802 0.006534 -0.56



267165_at putative receptor-like protein kinase saRLK AT2G37710 3.13 1.65 5.75 0.000802 0.006535 -0.56
251770_at  leucoanthocyanidin dioxygenase -like --- AT3G55970 8.93 3.16 5.75 0.000802 0.006537 -0.56
261814_at unknown protein --- AT1G08310 8.75 3.13 5.75 0.000804 0.006547 -0.56
257887_at  protein phosphatase-2c, putative simil --- AT3G17090 -1.73 -0.79 -5.75 0.000804 0.006548 -0.56
267162_s_ putative phosphoribosylaminoimidazole--- AT2G05140 / 2.03 1.02 5.75 0.000806 0.00656 -0.56
247944_at putative protein similar to unknown pro--- AT5G57100 -1.72 -0.78 -5.75 0.000807 0.006562 -0.56
256600_at hypothetical protein predicted by gene --- AT3G14850 4.76 2.25 5.75 0.000808 0.006572 -0.57
257868_at unknown protein RIN4 AT3G25070 1.83 0.87 5.74 0.000809 0.006576 -0.57
261433_s_ endoplasmic reticulum-type calcium-tra--- AT1G07670 / 1.45 0.53 5.74 0.000809 0.006576 -0.57
257621_at calmodulin-domain protein kinase CDPCPK9 AT3G20410 2.35 1.23 5.74 0.00081 0.006583 -0.57
248688_at indole-3-glycerol phosphate synthase  --- AT5G48220 -1.87 -0.90 -5.74 0.000811 0.006583 -0.57
249515_at tryptophan synthase beta chain --- AT5G38530 4.82 2.27 5.74 0.000813 0.006598 -0.57
261793_at unknown protein ; supported by cDNA:--- AT1G16080 -2.85 -1.51 -5.74 0.000813 0.006598 -0.57
261566_at unknown protein ;supported by full-leng--- AT1G33230 -1.80 -0.85 -5.74 0.000814 0.006606 -0.58
258710_s_ putative coatomer zeta subunit (zeta-c --- AT3G09800 / -1.51 -0.59 -5.74 0.000815 0.006608 -0.58
250329_at  putative potassium transport protein g KEA6 AT5G11800 -1.61 -0.69 -5.73 0.000817 0.006622 -0.58
248958_at unknown protein  ; supported by full-le --- AT5G45590 -1.91 -0.93 -5.73 0.00082 0.006642 -0.58
248007_at S-adenosylmethionine:2-demethylmen--- AT5G56260 1.48 0.56 5.73 0.000821 0.006651 -0.58
248339_at prolyl tRNA synthetase OVA6 AT5G52520 -1.63 -0.70 -5.73 0.000823 0.006667 -0.59
252863_at myo-inositol-1-phosphate synthase  ;suMIPS1 AT4G39800 -9.76 -3.29 -5.73 0.000824 0.006667 -0.59
259947_at putative protein kinase similar to protei --- AT1G71530 1.73 0.79 5.73 0.000824 0.006671 -0.59
254665_at  beta-1,3-glucanase-like protein strong--- AT4G18340 -2.30 -1.20 -5.72 0.000827 0.00668 -0.59
254408_at  serine/threonine kinase - like protein sB120 AT4G21390 14.62 3.87 5.72 0.000826 0.00668 -0.59
247668_at  pseudo-response regulator - like pseuAPRR3 AT5G60100 1.46 0.54 5.72 0.000827 0.00668 -0.59
250609_at peptide methionine sulfoxide reductasePMSR3 AT5G07470 1.50 0.59 5.72 0.000827 0.00668 -0.59
256146_at  delta-adaptin, putative similar to delta-delta-ADR AT1G48760 -1.52 -0.61 -5.72 0.000829 0.006694 -0.59
258782_at putative dihydroneopterin aldolase sim--- AT3G11750 -1.85 -0.89 -5.72 0.000832 0.006717 -0.60
257038_at  longevity factor-like protein similar to LLOH2 AT3G19260 2.33 1.22 5.71 0.000834 0.006732 -0.60
264700_at hypothetical protein predicted by gene --- AT1G70100 -1.75 -0.81 -5.71 0.000835 0.006732 -0.60
253872_at  putative protein Arabidopsis thaliana nRD26 AT4G27410 2.07 1.05 5.71 0.000835 0.006732 -0.60
249087_at DNA binding protein EREBP-3-like proERF9 AT5G44210 -2.08 -1.05 -5.71 0.000835 0.006734 -0.60
257672_at unknown protein  ;supported by full-len--- AT3G20300 -2.28 -1.19 -5.71 0.000836 0.006739 -0.60
258901_at putative protein phosphatase-2C simila--- AT3G05640 -8.23 -3.04 -5.71 0.000837 0.00674 -0.61
265572_at putative carbonic anhydrase ATACA2 AT2G28210 17.47 4.13 5.71 0.000837 0.00674 -0.61
250896_at putative protein  ; supported by cDNA: --- AT5G03560 1.93 0.95 5.71 0.000838 0.00674 -0.61



245456_at disease resistance RPP5 like protein RPP5 AT4G16950 1.74 0.80 5.71 0.000838 0.00674 -0.61
266463_at hypothetical protein predicted by genef--- AT2G47840 -1.66 -0.73 -5.71 0.000837 0.00674 -0.60
247822_at  putative protein sorting nexin 2, HomoSNX2a AT5G58440 -1.71 -0.77 -5.71 0.000838 0.006741 -0.61
251015_at  putative protein predicted protein, Ara --- AT5G02480 1.49 0.58 5.71 0.000839 0.006741 -0.61
265876_at putative receptor-like protein kinase --- AT2G42290 -1.50 -0.59 -5.71 0.000839 0.006741 -0.61
254505_at Expressed protein ; supported by full-le--- AT4G19985 -1.95 -0.96 -5.71 0.000841 0.006753 -0.61
245297_at hypothetical protein ; supported by cDN--- AT4G16510 -1.70 -0.77 -5.71 0.000841 0.006753 -0.61
249361_at  protein kinase - like protein protein kin--- AT5G40540 -2.56 -1.35 -5.71 0.000841 0.006753 -0.61
255864_at putative pseudouridine synthase --- AT2G30320 -1.67 -0.74 -5.70 0.000843 0.006767 -0.61
248578_at putative protein contains similarity to u emb1879 AT5G49820 -1.86 -0.89 -5.70 0.000845 0.006779 -0.62
260587_at unknown protein ; supported by cDNA:--- AT1G53210 -1.61 -0.69 -5.70 0.000846 0.006786 -0.62
245477_at hypothetical protein ARR2 AT4G16110 -1.60 -0.68 -5.70 0.000846 0.006786 -0.62
247207_at putative protein similar to unknown pro--- AT5G65000 1.43 0.51 5.70 0.000848 0.006793 -0.62
247000_at casein kinase II alpha subunit  ; suppo CKA1 AT5G67380 1.72 0.78 5.70 0.000849 0.006803 -0.62
263044_at  spore germination protein c2 similar to--- AT1G23360 -1.60 -0.68 -5.69 0.00085 0.006807 -0.62
261646_at putative lipase similar to hypothetical p--- AT1G27690 -1.60 -0.67 -5.69 0.00085 0.006807 -0.62
258563_at putative long-chain-fatty-acid--CoA ligaLACS6 AT3G05970 1.62 0.70 5.69 0.000853 0.006817 -0.63
264984_at unknown protein ;supported by full-leng--- AT1G27000 1.45 0.54 5.69 0.000853 0.006817 -0.63
250944_at putative protein --- AT5G03380 5.13 2.36 5.69 0.000852 0.006817 -0.62
257150_at unknown protein  ;supported by full-len--- AT3G27230 -1.76 -0.82 -5.69 0.000853 0.006817 -0.63
247326_at peroxidase ATP3a homolog  ;supporte --- AT5G64110 6.94 2.79 5.69 0.000853 0.006817 -0.63
247641_at  imidazoleglycerol-phosphate synthasePDX2 AT5G60540 1.60 0.68 5.69 0.000854 0.00682 -0.63
262786_at putative lipase similar to gb|X02844 lip --- AT1G10740 -1.89 -0.92 -5.69 0.000854 0.00682 -0.63
267602_at unknown protein  ; supported by cDNA--- AT2G32970 -1.86 -0.90 -5.69 0.000854 0.006821 -0.63
257717_at unknown protein EMB1865 AT3G18390 -1.77 -0.82 -5.69 0.000855 0.006824 -0.63
255479_at  coded for by A. thaliana cDNA T46835SAG21 AT4G02380 6.20 2.63 5.69 0.000856 0.006831 -0.63
245319_at Expressed protein ; supported by full-le--- AT4G16146 2.23 1.16 5.69 0.000857 0.006835 -0.63
263565_at unknown protein FUT4 AT2G15390 4.59 2.20 5.68 0.00086 0.006852 -0.63
261178_at  synaptobrevin 7B, putative similar to GATVAMP726AT1G04760 -1.48 -0.57 -5.68 0.00086 0.006852 -0.63
263168_at putative glutaredoxin Strong similarity t--- AT1G03020 -4.37 -2.13 -5.68 0.00086 0.006852 -0.63
253404_at  putative pyrophosphate--fructose-6-phPFK6 AT4G32840 -1.73 -0.79 -5.68 0.000862 0.006862 -0.64
263404_s_ hypothetical protein similar to hypothet --- AT2G04090 / 4.44 2.15 5.68 0.000862 0.006862 -0.64
264113_at unknown protein APG9 AT2G31260 1.71 0.77 5.68 0.000862 0.006862 -0.64
253696_at  cytokinin oxidase - like protein cytokin CKX4 AT4G29740 3.10 1.63 5.68 0.000863 0.006868 -0.64
263678_at hypothetical protein Similar to Babesia --- AT1G04420 -2.11 -1.08 -5.68 0.000865 0.006879 -0.64



245854_at adenosine nucleotide translocator  ; suAAC2 AT5G13490 9.84 3.30 5.68 0.000866 0.006886 -0.64
259819_at unknown protein ; supported by cDNA:ATMTK AT1G49820 1.44 0.53 5.68 0.000866 0.006886 -0.64
259592_at  lipid transfer protein, putative containsLTPG1 AT1G27950 -4.00 -2.00 -5.67 0.00087 0.006905 -0.65
248420_at receptor-like protein kinase  ;supported--- AT5G51560 -3.56 -1.83 -5.67 0.000869 0.006905 -0.65
253873_at hypothetical protein ;supported by full- PRA1.H AT4G27540 1.54 0.62 5.67 0.00087 0.006905 -0.65
263956_at putative homeodomain transcription fa BLH1 AT2G35940 2.27 1.18 5.67 0.00087 0.006905 -0.65
255035_at putative protein --- AT4G09550 -1.92 -0.94 -5.67 0.00087 0.006905 -0.65
250813_at GTP-binding protein (gb|AAD09203.1) TOC34 AT5G05000 -1.73 -0.79 -5.67 0.000873 0.006921 -0.65
247110_at putative protein contains similarity to re--- AT5G65830 -1.88 -0.91 -5.67 0.000873 0.006923 -0.65
247889_at putative protein similar to unknown proAPO2 AT5G57930 -1.59 -0.67 -5.67 0.000875 0.006932 -0.65
256114_at unknown protein ; supported by cDNA:--- AT1G16850 -4.36 -2.12 -5.67 0.000875 0.006933 -0.65
266591_at expressed protein  supported by cDNAABIL1 AT2G46225 -2.09 -1.06 -5.66 0.000876 0.006941 -0.66
245281_at DEF (CLA1) protein ; supported by cD CLA1 AT4G15560 -1.69 -0.75 -5.66 0.000877 0.006941 -0.66
250424_at  bromodomain protein - like bromodomGTE2 AT5G10550 -1.48 -0.56 -5.66 0.000877 0.006943 -0.66
264471_at hypothetical protein predicted by gene --- AT1G67120 2.27 1.18 5.66 0.000879 0.006947 -0.66
246651_at  adenylate kinase -like protein adenyla --- AT5G35170 -1.88 -0.91 -5.66 0.000878 0.006947 -0.66
258935_at  unknown protein predicted by genscan--- AT3G10120 -2.28 -1.19 -5.66 0.000879 0.006947 -0.66
260629_at unknown protein --- AT1G62330 -1.69 -0.76 -5.66 0.000881 0.006961 -0.66
251187_at putative protein putative proteins - diffeAtATG18a AT3G62770 1.43 0.52 5.66 0.000882 0.006968 -0.66
262744_at  anthranilate N-hydroxycinnamoyl/benz--- AT1G28680 2.24 1.16 5.66 0.000883 0.006972 -0.66
249383_at  putative protein putative DNA-binding PRE1 AT5G39860 -2.24 -1.16 -5.65 0.000885 0.006984 -0.67
267356_at putative isoamylase ISA1 AT2G39930 -1.59 -0.67 -5.65 0.000885 0.006984 -0.67
256252_at  glucosyl transferase, putative similar t --- AT3G11340 15.03 3.91 5.65 0.000885 0.006986 -0.67
247077_at putative protein similar to unknown pro--- AT5G66420 -1.70 -0.77 -5.65 0.000888 0.007005 -0.67
259875_s_ 12-oxophytodienoate reductase (OPR2OPR1 AT1G76680 / 3.77 1.92 5.65 0.000888 0.007005 -0.67
260368_at AtHVA22c identical to AtHVA22c GB:AATHVA22C AT1G69700 -4.20 -2.07 -5.65 0.000889 0.007005 -0.67
252507_at  putative protein predicted protein, SacaTNUDT9 AT3G46200 -1.95 -0.97 -5.65 0.000889 0.007005 -0.67
262340_at Expressed protein ; supported by full-leANAC027 AT1G64100 / -1.51 -0.60 -5.65 0.000889 0.007005 -0.67
257021_at  branched-chain amino acid aminotran BCAT4 AT3G19710 -2.71 -1.44 -5.65 0.000893 0.007032 -0.68
265419_at putative secretory carrier-associated m--- AT2G20840 -1.73 -0.79 -5.64 0.000895 0.007041 -0.68
257807_at  glyceraldehyde 3-phosphate dehydrogGAPA AT3G26650 -1.49 -0.58 -5.64 0.000895 0.007041 -0.68
245693_at thioredoxin - like protein WCRKC2 AT5G04260 1.64 0.72 5.64 0.000895 0.007043 -0.68
250316_at cystatin (emb|CAA03929.1)  ; supporteATCYS1 AT5G12140 -1.54 -0.63 -5.64 0.000896 0.007044 -0.68
263574_at putative tetracycline transporter protein--- AT2G16990 -1.49 -0.58 -5.64 0.000896 0.007044 -0.68
264553_s_  putative cinnamyl alcohol dehydrogen --- AT1G09480 / 1.71 0.77 5.64 0.000897 0.007051 -0.68



254355_at  Ribosomal protein L7Ae - like NHP2/R--- AT4G22380 -2.04 -1.03 -5.64 0.000898 0.007051 -0.68
245101_at putative cytochrome P450  ; supportedCYP98A3 AT2G40890 1.95 0.97 5.64 0.000898 0.007052 -0.68
259087_at  hypothetical protein, contains DnaJ m --- AT3G04980 -1.43 -0.52 -5.64 0.0009 0.007067 -0.69
248344_at hyaluronan mediated motility receptor- --- AT5G52280 -2.30 -1.20 -5.64 0.000902 0.007074 -0.69
262072_at hypothetical protein predicted by gene ZCF37 AT1G59590 3.15 1.66 5.64 0.000902 0.007074 -0.69
262059_at  DnaJ protein, putative similar to DnaJ --- AT1G80030 -1.90 -0.92 -5.64 0.000903 0.007074 -0.69
253708_at  gamma-glutamyltransferase-like proteGGT4 AT4G29210 2.77 1.47 5.64 0.000902 0.007074 -0.69
257264_at hypothetical protein contains Pfam pro --- AT3G22060 6.44 2.69 5.63 0.000904 0.007083 -0.69
256765_at  aminotransferase, putative similar to aPOP2 AT3G22200 1.81 0.85 5.63 0.000906 0.007095 -0.69
248587_at Expressed protein ; supported by full-le--- AT5G49550 -1.58 -0.66 -5.63 0.000907 0.007099 -0.69
260279_at putative DNA repair protein similar to  --- AT1G80420 -1.56 -0.64 -5.63 0.000908 0.007111 -0.70
258976_at  putative dehydrogenase contains Pfam--- AT3G01980 -1.48 -0.56 -5.63 0.000909 0.007114 -0.70
259081_at putative sodium proton exchanger sim NHX2 AT3G05030 1.74 0.80 5.63 0.00091 0.007114 -0.70
255121_at putative mitogen-activated protein kinaMAPKKK9 AT4G08480 1.99 0.99 5.63 0.00091 0.007114 -0.70
256169_at  receptor protein kinase, putative conta--- AT1G51800 7.31 2.87 5.63 0.00091 0.007114 -0.70
259880_at  hypothetical protein similar to hypothe--- AT1G76730 -1.97 -0.98 -5.63 0.000911 0.007115 -0.70
248789_at putative protein strong similarity to unk--- AT5G47440 -1.93 -0.95 -5.62 0.000912 0.007127 -0.70
259605_at unknown protein PUB45 AT1G27910 -2.25 -1.17 -5.62 0.000913 0.007127 -0.70
246033_at hydroxymethylbilane synthase  ;suppo HEMC AT5G08280 -1.88 -0.91 -5.62 0.000914 0.007133 -0.70
252134_at putative protein  ; supported by cDNA: --- AT3G50910 3.04 1.61 5.62 0.000914 0.007133 -0.70
254050_s_ hypothetical protein  ; supported by cD--- AT4G25670 / 1.55 0.64 5.62 0.000915 0.007138 -0.70
245929_at  alcohol dehydrogenase - like protein a--- AT5G24760 3.96 1.99 5.62 0.000916 0.007139 -0.70
260879_at hypothetical protein predicted by gene --- AT1G21480 -1.59 -0.67 -5.62 0.000916 0.007139 -0.70
251244_at  pectinacetylesterase precursor-like pro--- AT3G62060 -1.63 -0.71 -5.62 0.000917 0.007145 -0.71
255622_at  putative flavonol glucosyltransferase sGT72B1 AT4G01070 1.79 0.84 5.62 0.000917 0.007145 -0.71
248181_at cytochrome c biogenesis protein precu--- AT5G54290 -1.88 -0.91 -5.62 0.000918 0.007145 -0.71
258924_at  putative diadenosine 5',5'''-P1,P4-tetraATNUDX26 AT3G10620 -1.50 -0.59 -5.62 0.00092 0.007162 -0.71
248833_at Bax inhibitor-1 like  ;supported by full-leATBI1 AT5G47120 1.72 0.79 5.62 0.00092 0.007163 -0.71
259293_at putative DNA binding protein similarity --- AT3G11580 2.21 1.14 5.61 0.000921 0.007167 -0.71
248235_at unknown protein ;supported by full-lengemb2737 AT5G53860 -1.44 -0.53 -5.61 0.000922 0.007171 -0.71
258678_at  E2, ubiquitin-conjugating enzyme 11 ( UBC11 AT3G08690 1.80 0.85 5.61 0.000923 0.007178 -0.71
256251_at hypothetical protein predicted by gene --- AT3G11330 1.80 0.85 5.61 0.000924 0.007178 -0.71
247459_at  putative protein embryo-specific prote --- AT5G62200 1.58 0.66 5.61 0.000925 0.007187 -0.71
257573_at putative SF16 protein {Helianthus annuiqd9 AT2G33990 -1.93 -0.95 -5.61 0.000926 0.007192 -0.72
257880_at  AMP-binding protein, putative containsAAE7 AT3G16910 2.27 1.18 5.61 0.000927 0.007195 -0.72



247145_at receptor protein kinase-like protein --- AT5G65600 11.17 3.48 5.61 0.000929 0.00721 -0.72
247008_at ADP-ribosylation factor-like protein  ;suATARLA1D AT5G67560 -1.52 -0.60 -5.61 0.00093 0.007215 -0.72
262634_at unknown protein ; supported by cDNA:--- AT1G06690 -3.15 -1.66 -5.60 0.000931 0.007217 -0.72
259429_at  cytochrome P450, putative similar to cCYP86A4 AT1G01600 -5.65 -2.50 -5.60 0.000931 0.007217 -0.72
258173_at  putative protein kinase similar to serin CERK1 AT3G21630 1.57 0.65 5.60 0.000931 0.007217 -0.72
252016_at  putative protein predicted protein, Ara --- AT3G52950 1.57 0.65 5.60 0.000932 0.007219 -0.72
244966_at  cytochrome b6-f complex, subunit V   --- --- -1.96 -0.97 -5.60 0.000932 0.00722 -0.72
257154_at unknown protein  ; supported by cDNA--- AT3G27210 1.78 0.83 5.60 0.000934 0.007225 -0.72
256428_at putative disease resistance protein simAtRLP35 AT3G11080 2.22 1.15 5.60 0.000933 0.007225 -0.72
251612_at  putative protein hypothetical protein T --- AT3G57950 1.58 0.66 5.60 0.000934 0.007225 -0.73
248968_at pectin acetylesterase  ;supported by fu--- AT5G45280 -2.50 -1.32 -5.60 0.000936 0.007241 -0.73
247743_at  protein kinase - like serine/threonine/ty--- AT5G59010 -1.75 -0.80 -5.60 0.000937 0.007241 -0.73
261459_at  O-methyltransferase, putative similar t--- AT1G21100 10.11 3.34 5.60 0.000937 0.007246 -0.73
248883_at putative protein strong similarity to unk--- AT5G46190 -1.52 -0.60 -5.60 0.000938 0.007248 -0.73
259743_at hypothetical protein predicted by genef--- AT1G71140 5.80 2.54 5.60 0.000939 0.00725 -0.73
257626_s_ hypothetical protein --- AT3G26240 / -1.61 -0.68 -5.60 0.000939 0.00725 -0.73
259426_at hypothetical protein contains similarity LEA14 AT1G01470 -1.64 -0.72 -5.59 0.000943 0.007278 -0.74
264524_at  tat-binding protein, putative Highly SimATBCAT-2 AT1G10070 6.57 2.72 5.59 0.000944 0.007283 -0.74
254508_at  putative protein gene F4P9.34 chromo--- AT4G20170 -1.71 -0.77 -5.59 0.000944 0.007283 -0.74
267567_at putative cytochrome P450 CYP71A13 AT2G30770 49.75 5.64 5.59 0.000947 0.007302 -0.74
254682_at  putative protein WERBP-1 - Nicotiana UNE16 AT4G13640 -1.65 -0.72 -5.59 0.000948 0.007308 -0.74
246496_at  putative protein KIAA1468 - Homo sap--- AT5G16210 -1.62 -0.70 -5.59 0.000948 0.007308 -0.74
251104_at  F-box protein family, AtFBL3 contains --- AT5G01720 1.80 0.85 5.58 0.000955 0.007357 -0.75
262980_at  endo-beta-1,4-glucanase, putative simAtGH9B7 AT1G75680 -6.84 -2.77 -5.58 0.000956 0.007362 -0.75
264716_at  matrix metalloproteinase, putative simMMP AT1G70170 3.41 1.77 5.58 0.000956 0.007362 -0.75
258612_at putative replication factor A similar to r --- AT3G02920 -1.59 -0.67 -5.58 0.000957 0.007362 -0.75
251753_at  putative protein predicted protein, Ara --- AT3G55760 -2.97 -1.57 -5.58 0.000957 0.007362 -0.75
262143_at unknown protein --- AT1G52630 -1.61 -0.68 -5.58 0.000958 0.007365 -0.75
254249_at  serine /threonine kinase - like protein s--- AT4G23280 3.21 1.68 5.58 0.000958 0.007365 -0.75
245982_at senescence-associated protein (SAG2SAG29 AT5G13170 9.11 3.19 5.58 0.000958 0.007365 -0.75
247237_at auxin-independent growth promoter-lik --- AT5G64600 -1.65 -0.73 -5.58 0.000959 0.007366 -0.75
266183_at unknown protein ATPT2 AT2G38940 1.76 0.82 5.57 0.000959 0.007368 -0.75
267163_at unknown protein --- AT2G37520 1.79 0.84 5.57 0.000962 0.00738 -0.76
265659_at putative disease resistance protein AtRLP20 AT2G25440 2.80 1.49 5.57 0.000962 0.00738 -0.76
263914_at unknown protein AtGRF3 AT2G36400 -2.23 -1.16 -5.57 0.000963 0.007386 -0.76



251684_at putative protein --- AT3G56410 2.14 1.10 5.57 0.000963 0.007387 -0.76
256948_at unknown protein --- AT3G18930 1.51 0.59 5.57 0.000968 0.007415 -0.76
255992_at unknown protein --- AT1G29790 -1.65 -0.72 -5.57 0.000968 0.007415 -0.76
262501_at  putative replication factor Similar to gbemb1968 AT1G21690 -1.66 -0.73 -5.57 0.000968 0.007415 -0.76
248075_at selenium-binding protein-like CRR21 AT5G55740 -2.00 -1.00 -5.56 0.000969 0.007421 -0.77
255681_at predicted protein of unknown function DGD2 AT4G00550 1.69 0.76 5.56 0.00097 0.007426 -0.77
245757_at  phosphate-induced (phi-1) protein, pu PHI-1 AT1G35140 -10.40 -3.38 -5.56 0.000971 0.007433 -0.77
248853_at protein kinase-like protein BSK2 AT5G46570 -1.75 -0.80 -5.56 0.000972 0.007433 -0.77
244951_s_ cytochrome c biogenesis orf452 --- AT2G07723 2.47 1.30 5.56 0.000972 0.007433 -0.77
251679_at putative protein strictosidine synthase --- AT3G57030 -2.33 -1.22 -5.56 0.000974 0.007451 -0.77
248719_at respiratory burst oxidase protein  ; sup RBOHD AT5G47910 4.63 2.21 5.56 0.000975 0.007453 -0.77
260309_at putative alanine aminotransferase simiAOAT2 AT1G70580 -1.79 -0.84 -5.56 0.000977 0.007469 -0.78
262848_at unknown protein ; supported by cDNA:BPC2 AT1G14685 -1.58 -0.66 -5.55 0.00098 0.007489 -0.78
251249_at  putative protein 10-deacetylbaccatin II--- AT3G62160 -1.59 -0.67 -5.55 0.000984 0.007512 -0.78
265461_at unknown protein similarity to ubiquitin f--- AT2G46500 1.55 0.64 5.55 0.000984 0.007512 -0.78
255043_at putative protein several hypothetical pr--- AT4G09640 -2.18 -1.13 -5.55 0.000985 0.007513 -0.78
265338_at putative ribosomal protein L6  ; suppor --- AT2G18400 -1.56 -0.64 -5.55 0.000985 0.007515 -0.78
254066_at  transcriptional activator CBF1-like pro DREB1A AT4G25480 3.55 1.83 5.55 0.000987 0.007522 -0.79
267188_at  6,7-dimethyl-8-ribityllumazine synthas COS1 AT2G44050 / -1.56 -0.64 -5.55 0.000987 0.007522 -0.79
258608_at unknown protein  ;supported by full-len--- AT3G03020 -2.41 -1.27 -5.55 0.000987 0.007523 -0.79
249835_s_ putative protein similar to unknown pro--- AT5G23490 / 2.43 1.28 5.55 0.000989 0.007531 -0.79
260840_at hypothetical protein similar to hypothet --- AT1G29050 1.73 0.79 5.54 0.00099 0.007538 -0.79
252950_at  putative protein phospholipase C (EC --- AT4G38690 -2.71 -1.44 -5.54 0.000993 0.007554 -0.79
253562_at putative protein  ;supported by full-leng--- AT4G31130 1.43 0.52 5.54 0.000994 0.007554 -0.79
251772_at  cyclophilin-like protein ROC7, cycloph--- AT3G55920 -1.72 -0.78 -5.54 0.000993 0.007554 -0.79
258637_at putative RHO GDP-dissociation inhibito--- AT3G07880 -1.72 -0.78 -5.54 0.000993 0.007554 -0.79
260841_at Expressed protein ; supported by full-le--- AT1G29195 1.70 0.77 5.54 0.000993 0.007554 -0.79
267646_at putative phosphate transporter PHT5 AT2G32830 2.00 1.00 5.54 0.000994 0.007558 -0.79
245930_at  transcriptional co-activator-like protein--- AT5G09240 -2.05 -1.04 -5.54 0.000995 0.007559 -0.80
252953_at  putative phosphatidylinositol synthasePIS2 AT4G38570 -1.54 -0.62 -5.54 0.000995 0.007559 -0.80
254969_at hypothetical protein  ;supported by full---- AT4G10360 1.50 0.58 5.54 0.000996 0.00756 -0.80
254529_at  ATP binding protein - like nucleotide-bINDL AT4G19540 -1.48 -0.56 -5.54 0.000998 0.007573 -0.80
260913_at s-adenosylmethionine synthetase iden SAM1 AT1G02500 2.13 1.09 5.53 0.001 0.007589 -0.80
248326_at Notchless protein homolog --- AT5G52820 1.78 0.83 5.53 0.001002 0.007598 -0.80
257840_at  protein kinase, putative contains PfamAGC2-1 AT3G25250 9.19 3.20 5.53 0.001002 0.007598 -0.80



265795_at putative serine carboxypeptidase II ;suscpl26 AT2G35780 -1.60 -0.68 -5.53 0.001002 0.007599 -0.80
247360_at cytochrome P450-like protein  ;supportCYP94B1 AT5G63450 -3.68 -1.88 -5.53 0.001004 0.007608 -0.80
253889_at forever young gene (FEY) FEY AT4G27760 -1.46 -0.54 -5.53 0.001004 0.007608 -0.81
265266_at putative RNA-binding protein  ; suppor AML2 AT2G42890 1.71 0.77 5.53 0.001007 0.007629 -0.81
252995_at hypothetical protein  ;supported by full---- AT4G38370 -1.74 -0.80 -5.52 0.001009 0.007641 -0.81
249009_at unknown protein  ; supported by full-le MAP18 AT5G44610 2.09 1.07 5.52 0.001011 0.007651 -0.81
260644_at hypothetical protein contains similarity --- AT1G53290 -1.75 -0.80 -5.52 0.001011 0.007651 -0.81
248248_at spermidine synthase  ;supported by fu SPDS3 AT5G53120 2.18 1.12 5.52 0.001012 0.007651 -0.81
247232_at ABC transporter-like ATH13 AT5G64940 -1.79 -0.84 -5.52 0.001012 0.007651 -0.81
258507_at  neutral invertase, putative similar to ne--- AT3G06500 2.83 1.50 5.52 0.001012 0.007651 -0.81
263946_at hypothetical protein  ;supported by full---- AT2G36000 -1.63 -0.71 -5.52 0.001013 0.007653 -0.81
267577_at unknown protein  ; supported by cDNA--- AT2G30710 -1.41 -0.50 -5.52 0.001014 0.00766 -0.82
260103_at unknown protein --- AT1G35430 -1.53 -0.61 -5.52 0.001015 0.00766 -0.82
263793_at putative glucosyltransferase ATCSLC08 AT2G24630 -2.49 -1.32 -5.52 0.001015 0.00766 -0.82
250265_at  putative protein predicted proteins, Ara--- AT5G12900 -1.92 -0.94 -5.52 0.001015 0.00766 -0.82
245803_at cysteine proteinase RD21A identical toRD21 AT1G47128 1.75 0.81 5.52 0.001016 0.007662 -0.82
251367_at  SKP1 interacting partner 4 (SKIP4), p SKIP4 AT3G61350 -1.69 -0.76 -5.52 0.001016 0.007662 -0.82
266893_at hypothetical protein predicted by genscRTE1 AT2G26070 -1.61 -0.69 -5.52 0.001016 0.007662 -0.82
258298_at unknown protein  ; supported by cDNA--- AT3G23300 -1.82 -0.86 -5.52 0.001018 0.007672 -0.82
256156_at phosphoinositide specific phospholipasATPLC2 AT3G08510 -1.53 -0.61 -5.52 0.001019 0.007677 -0.82
257983_at unknown protein --- AT3G20790 -3.21 -1.68 -5.51 0.00102 0.00768 -0.82
252652_at putative chloroplast prephenate dehyd ADT4 AT3G44720 5.04 2.33 5.51 0.00102 0.00768 -0.82
251282_at  putative protein transcription factor PtiCRF6 AT3G61630 2.89 1.53 5.51 0.001022 0.007685 -0.82
249469_at  UDP-glucose dehydrogenase-like prot--- AT5G39320 -2.88 -1.53 -5.51 0.001022 0.007685 -0.82
253200_at vacuolar H+-transporting ATPase 16K AVA-P1 AT4G34720 -1.70 -0.77 -5.51 0.001022 0.007685 -0.82
252470_at  protein kinase 6-like protein protein kin--- AT3G46930 3.40 1.77 5.51 0.001022 0.007685 -0.82
250232_at unknown protein --- AT5G13950 -1.50 -0.58 -5.51 0.001023 0.007685 -0.82
265319_at auxin-regulated protein (IAA8)  ;suppo IAA8 AT2G22670 -2.46 -1.30 -5.51 0.001023 0.007687 -0.83
258000_at AIG2-like protein similar to AIG2 protei --- AT3G28940 2.26 1.18 5.51 0.001025 0.00769 -0.83
264257_at unknown protein --- AT1G09230 1.68 0.75 5.51 0.001025 0.00769 -0.83
256160_at  pyruvate dehydrogenase E1 beta sub PDH-E1 BETAT1G30120 -1.86 -0.89 -5.51 0.001025 0.00769 -0.83
260042_at hypothetical protein C-term similar to C--- AT1G68820 2.09 1.07 5.51 0.001024 0.00769 -0.83
245284_at phytoene dehydrogenase precursor (p PDS3 AT4G14210 -1.90 -0.93 -5.51 0.001025 0.00769 -0.83
254602_at hypothetical protein EDR2 AT4G19040 1.53 0.62 5.51 0.001026 0.00769 -0.83
247100_at selenium-binding protein-like --- AT5G66520 -1.59 -0.67 -5.51 0.001028 0.007701 -0.83



263537_at CONSTANS-like B-box zinc finger protCOL3 AT2G24790 -1.51 -0.60 -5.51 0.001028 0.007701 -0.83
262210_at hypothetical protein predicted by genscIQD31 AT1G74690 -2.80 -1.48 -5.51 0.00103 0.007714 -0.83
251968_at  putative protein proline-rich protein, R --- AT3G53100 -1.82 -0.86 -5.50 0.001032 0.007731 -0.84
249178_at putative protein similar to unknown proSCP2 AT5G42890 1.51 0.59 5.50 0.001033 0.007733 -0.84
254755_at hypothetical protein --- AT4G13220 -1.64 -0.71 -5.50 0.001037 0.007759 -0.84
251251_at  serine/threonine protein kinase-like pr --- AT3G62220 -1.61 -0.69 -5.50 0.001037 0.007761 -0.84
250255_at sigma-like factor (gb|AAC97954.1)  ; suSIG4 AT5G13730 -2.45 -1.29 -5.50 0.001038 0.007764 -0.84
252383_at  ABC-type transport protein-like proteinATH6 AT3G47780 3.45 1.78 5.50 0.001038 0.007764 -0.84
267475_at expressed protein ; supported by full-le--- AT2G02730 1.69 0.75 5.50 0.001039 0.007767 -0.84
249485_at  receptor protein kinase - like protein re--- AT5G39020 3.50 1.81 5.49 0.001041 0.007773 -0.84
246644_at putative protein --- AT5G35100 -1.90 -0.93 -5.50 0.001041 0.007773 -0.84
262279_at hypothetical protein predicted by gensc--- AT1G68630 2.55 1.35 5.49 0.001041 0.007773 -0.84
261795_at unknown protein ; supported by cDNA:--- AT1G16010 1.46 0.54 5.49 0.001042 0.007778 -0.85
246993_at Cys2/His2-type zinc finger protein 1 (d AZF1 AT5G67450 4.37 2.13 5.49 0.001043 0.007784 -0.85
267082_at CPDK-related protein kinase CDPK:caCRK1 AT2G41140 1.48 0.56 5.49 0.001045 0.007794 -0.85
256178_s_ auxin conjugate hydrolase (ILL5) ident ILL5 AT1G51760 / 4.44 2.15 5.49 0.001045 0.007795 -0.85
248088_at 2-oxoglutarate dehydrogenase E2 sub --- AT5G55070 1.87 0.90 5.49 0.001046 0.0078 -0.85
260144_at putative ABC transporter similar to bre --- AT1G71960 1.79 0.84 5.49 0.001048 0.007806 -0.85
261057_at hypothetical protein predicted by gene --- AT1G01230 -1.56 -0.64 -5.49 0.001051 0.007831 -0.86
258068_at  putative DNA-binding protein, GT-1 si --- AT3G25990 1.51 0.59 5.48 0.001053 0.007838 -0.86
258394_at unknown protein  ;supported by full-len--- AT3G15530 -2.35 -1.23 -5.48 0.001054 0.007849 -0.86
261601_at  ARP protein, putative similar to ARP pNQR AT1G49670 1.51 0.59 5.48 0.001055 0.007849 -0.86
245408_at putative protein --- AT4G17180 -1.69 -0.76 -5.48 0.001055 0.007851 -0.86
245736_at Dr4(protease inhibitor) identical to Dr4 ATDR4 AT1G73330 -2.76 -1.47 -5.48 0.001059 0.007875 -0.86
247388_s_ transcription factor Hap5a-like protein NF-YC1 AT3G48590 / -2.44 -1.28 -5.48 0.00106 0.00788 -0.86
266366_at unknown protein --- AT2G41420 -1.73 -0.79 -5.48 0.001061 0.007882 -0.87
260639_at hypothetical protein predicted by gene --- AT1G53180 2.98 1.57 5.48 0.001061 0.007882 -0.87
255743_at unknown protein ; supported by cDNA:--- AT1G25375 -1.56 -0.64 -5.48 0.001062 0.007885 -0.87
267259_at Expressed protein ; supported by full-le--- AT2G23090 / 1.59 0.67 5.48 0.001062 0.007885 -0.87
256910_at hypothetical protein --- AT3G24080 1.71 0.77 5.47 0.001063 0.007893 -0.87
257477_at unknown protein --- AT1G10660 1.78 0.83 5.47 0.001067 0.007916 -0.87
250960_at putative protein --- AT5G02940 -2.28 -1.19 -5.47 0.001069 0.007927 -0.87
246593_at  putative protein predicted protein, Ara --- AT5G14790 -1.86 -0.90 -5.47 0.001069 0.007927 -0.87
250402_at  putative protein unnamed ORF cDNA --- AT5G10940 1.50 0.58 5.47 0.001069 0.007927 -0.87
247677_at  oxysterol-binding protein - like oxysterORP3C AT5G59420 1.47 0.55 5.46 0.001074 0.007956 -0.88



250858_at  I-box binding factor - like protein I-box --- AT5G04760 1.91 0.94 5.46 0.001077 0.007979 -0.88
252549_at  protein kinase - like receptor-like prote--- AT3G45860 -3.01 -1.59 -5.46 0.001078 0.007986 -0.88
256098_at unknown protein similar to 6-phosphog--- AT1G13700 -2.38 -1.25 -5.46 0.001081 0.008002 -0.89
246630_at hypothetical protein predicted by gene --- AT1G50730 -2.15 -1.10 -5.46 0.001081 0.008004 -0.89
247983_at pyrophosphate-dependent phosphofru PFK7 AT5G56630 3.19 1.68 5.46 0.001083 0.008014 -0.89
259460_at unknown protein ; supported by cDNA:--- AT1G44000 -2.28 -1.19 -5.46 0.001084 0.008014 -0.89
262612_at  unknown protein location of ESTs 144--- AT1G14150 -3.04 -1.60 -5.45 0.001088 0.008047 -0.89
249951_at  S-adenosyl-L-methionine decarboxylaBUD2 AT5G18930 -1.99 -0.99 -5.45 0.001089 0.008051 -0.89
261649_at putative clathrin-coat assembly protein --- AT1G27700 -1.53 -0.61 -5.45 0.001091 0.008061 -0.90
250337_at  putative protein SF21 protein, Helianth--- AT5G11790 -4.12 -2.04 -5.45 0.001094 0.008075 -0.90
256706_at  auxin-independent growth promoter, p--- AT3G30300 -1.60 -0.67 -5.45 0.001094 0.008075 -0.90
246405_at  disease resistance protein RPP1-WsB--- AT1G57630 9.56 3.26 5.45 0.001093 0.008075 -0.90
255257_at  score=526.5, E=1.9e-154, N=3  ;supp UBQ11 AT4G05050 1.45 0.53 5.45 0.001095 0.008077 -0.90
257403_at hypothetical protein similar to hypothet --- AT1G62520 -1.55 -0.63 -5.45 0.001095 0.008078 -0.90
246923_at  putative multispanning membrane pro --- AT5G25100 -1.70 -0.77 -5.44 0.001096 0.008078 -0.90
251644_at  putative protein putative DNA binding --- AT3G57540 2.33 1.22 5.44 0.001096 0.008078 -0.90
258247_at hypothetical protein predicted by gene --- AT3G29130 -1.37 -0.46 -5.45 0.001096 0.008078 -0.90
253397_at  putative protein kinase protein kinase --- AT4G32710 -1.46 -0.54 -5.44 0.001098 0.008092 -0.90
254144_at putative protein --- AT4G24690 1.56 0.64 5.44 0.001103 0.00812 -0.91
250575_at putative protein --- AT5G08240 2.17 1.12 5.44 0.001103 0.00812 -0.91
255259_at coded for by A. thaliana cDNA W43435NDB2 AT4G05020 6.95 2.80 5.44 0.001105 0.00813 -0.91
263073_at unknown protein  ;supported by full-len--- AT2G17500 29.28 4.87 5.44 0.001105 0.008131 -0.91
262200_at unknown protein similar to membrane --- AT2G01070 -1.72 -0.78 -5.44 0.001105 0.008131 -0.91
250582_at  transcription factor-like protein ethylen--- AT5G07580 -2.39 -1.25 -5.43 0.001107 0.008142 -0.91
251816_at Expressed protein ; supported by cDNATON1B AT3G55005 -1.81 -0.86 -5.43 0.001108 0.008146 -0.91
253579_at  SERINE CARBOXYPEPTIDASE II-likeBRS1 AT4G30610 -2.87 -1.52 -5.43 0.001109 0.008147 -0.91
249537_at  cysteine-tRNA ligase -like protein cyst --- AT5G38830 1.74 0.80 5.43 0.001109 0.00815 -0.91
264545_at  photosystem I subunit V precursor, puPSAG AT1G55670 -1.40 -0.49 -5.43 0.00111 0.008153 -0.92
265411_at unknown protein --- AT2G16630 -4.62 -2.21 -5.43 0.001114 0.008178 -0.92
260163_at putative carnitine/acylcarnitine translocBAC2 AT1G79900 3.87 1.95 5.42 0.00112 0.008222 -0.93
249720_at fimbrin  ; supported by cDNA: gi_15027FIM2 AT5G35700 1.51 0.59 5.42 0.001121 0.008228 -0.93
249554_at  CRS2 -like protein CRS2, Zea mays, E--- AT5G38290 -2.90 -1.53 -5.42 0.001124 0.008241 -0.93
251198_at  putative protein PGP237-11, Petunia x--- AT3G62970 -1.50 -0.58 -5.42 0.001125 0.008247 -0.93
254460_at  putative protein sigma70 operon, StapATRP1 AT4G21210 -1.76 -0.81 -5.42 0.001127 0.008258 -0.93
251503_at  ABC transporter-like protein putative mATMRP14 AT3G59140 2.17 1.12 5.42 0.001128 0.008264 -0.93



256274_at  GTPase, putative contains Pfam profilemb2738 AT3G12080 -1.48 -0.57 -5.42 0.001128 0.008264 -0.93
253475_at  putative protein predicted protein, Ara --- AT4G32290 -2.32 -1.21 -5.42 0.001129 0.008266 -0.93
263516_at AtRer1B  ;supported by full-length cDNATRER1B AT2G21600 -1.60 -0.68 -5.41 0.001131 0.008276 -0.94
263566_at hypothetical protein predicted by genef--- AT2G15340 1.63 0.70 5.41 0.001131 0.008276 -0.94
263871_at hypothetical protein predicted by genscRKP AT2G22010 1.67 0.74 5.41 0.001131 0.008277 -0.94
265344_at unknown protein predicted by genefind--- AT2G22660 1.87 0.90 5.41 0.001133 0.008288 -0.94
262368_at unknown protein ;supported by full-leng--- AT1G73060 / -2.03 -1.02 -5.41 0.001134 0.008289 -0.94
255999_at  DNA-binding protein, putative similar tWRKY71 AT1G29860 2.92 1.55 5.41 0.001135 0.00829 -0.94
246041_at phospholipase - like protein various pre--- AT5G19290 -1.42 -0.51 -5.41 0.001134 0.00829 -0.94
249109_at auxin-induced protein AUX2-11 (sp P3ATAUX2-11 AT5G43700 -4.54 -2.18 -5.41 0.001136 0.008292 -0.94
258107_at unknown protein  ; supported by cDNAALF5 AT3G23560 1.53 0.61 5.41 0.001136 0.008292 -0.94
249359_at  putative protein unnamed ORF, Homo--- AT5G40470 1.70 0.77 5.41 0.001138 0.008304 -0.94
266291_at putative tropinone reductase  ;supporte--- AT2G29320 2.30 1.20 5.41 0.001139 0.008309 -0.94
245679_at  clathrin-associated protein, putative si --- AT1G56590 -1.59 -0.67 -5.41 0.001139 0.008309 -0.94
256525_at unknown protein ;supported by full-leng--- AT1G66180 -2.42 -1.27 -5.41 0.001139 0.008309 -0.94
245749_at  proline-rich protein, putative similar to --- AT1G51090 -3.76 -1.91 -5.41 0.001141 0.008315 -0.94
258202_at unknown protein --- AT3G13940 2.08 1.06 5.40 0.001142 0.008323 -0.95
253826_s_  E2, ubiquitin-conjugating enzyme 9 (UUBC9 AT4G27960 / 1.42 0.50 5.40 0.001144 0.008325 -0.95
245082_at hypothetical protein predicted by genef--- AT2G23270 16.11 4.01 5.40 0.001143 0.008325 -0.95
261090_at  protein kinase, putative contains Pfam--- AT1G07560 1.65 0.72 5.40 0.001144 0.008325 -0.95
256319_at  trehalose-phosphatase, putative conta--- AT1G35910 3.83 1.94 5.40 0.001144 0.008325 -0.95
259346_at putative glutamate dehydrogenase simGDH3 AT3G03910 -1.46 -0.54 -5.40 0.001144 0.008326 -0.95
264371_at pEARLI 1-like protein may be induced ELP AT1G12090 -2.36 -1.24 -5.40 0.001145 0.008331 -0.95
247913_at unknown protein --- AT5G57510 10.73 3.42 5.40 0.001146 0.008336 -0.95
264574_at putative zinc transporter Similar to Ara ZIP5 AT1G05300 2.47 1.31 5.40 0.001147 0.008339 -0.95
266052_at putative WRKY-type DNA binding proteWRKY55 AT2G40740 2.25 1.17 5.40 0.001148 0.008344 -0.95
259080_at putative mitogen activated protein kinaWNK1 AT3G04910 -1.67 -0.74 -5.40 0.00115 0.00835 -0.95
267208_at putative shaggy-like protein kinase dzeASKdZeta AT2G30980 -1.41 -0.50 -5.40 0.00115 0.00835 -0.95
245009_at ribosomal protein S4 --- --- -1.42 -0.51 -5.40 0.001151 0.008359 -0.95
260986_at  glyoxalase II, putative similar to GI:164GLY3 AT1G53580 2.06 1.05 5.40 0.001153 0.008365 -0.96
266229_at putative RING zinc finger ankyrin prote--- AT2G28840 1.48 0.57 5.39 0.001154 0.008373 -0.96
264580_at unknown protein EST gb|ATTS0295 co--- AT1G05340 2.57 1.36 5.39 0.001155 0.008376 -0.96
259232_at unknown protein similar to hypothetica --- AT3G11420 -2.00 -1.00 -5.39 0.001156 0.008377 -0.96
255731_at  phosphoprotein phosphatase 2A, reguRCN1 AT1G25490 -1.41 -0.49 -5.39 0.001156 0.008377 -0.96
266821_at putative ethylene response element binERF13 AT2G44840 9.31 3.22 5.39 0.001158 0.008392 -0.96



246796_at  putative protein myosin heavy chain, c--- AT5G26770 -1.80 -0.84 -5.39 0.001161 0.008412 -0.96
252527_at  dTDP-glucose 4-6-dehydratases-like pUXS5 AT3G46440 1.67 0.74 5.39 0.001164 0.008427 -0.97
253575_at  putative protein TINY, Arabidopsis tha--- AT4G31060 -1.52 -0.61 -5.38 0.001167 0.008451 -0.97
248134_at putative protein contains similarity to in--- AT5G54860 2.26 1.17 5.38 0.001168 0.008456 -0.97
259881_at Expressed protein ; supported by cDNA--- AT1G76820 1.91 0.93 5.38 0.001169 0.008458 -0.97
249333_at GDSL-motif lipase/hydrolase-like proteGLIP1 AT5G40990 5.38 2.43 5.38 0.00117 0.008463 -0.97
263106_at hypothetical protein predicted by gensc--- AT2G05160 -1.70 -0.77 -5.38 0.001171 0.008469 -0.97
258992_at unknown protein similar to unknown pr --- AT3G08930 -1.40 -0.48 -5.38 0.001172 0.008473 -0.97
254737_at  fatty acid elongase - like protein (cer2---- AT4G13840 -3.24 -1.70 -5.38 0.001174 0.008483 -0.98
260060_at feebly-like protein similar to feebly prot --- AT1G73680 1.72 0.78 5.38 0.001175 0.008486 -0.98
250617_at  Mei2-like protein Mei2-like protein - ArAML4 AT5G07290 1.65 0.72 5.38 0.001175 0.008486 -0.98
267363_at putative peroxisomal membrane carrie --- AT2G39970 1.51 0.60 5.38 0.001176 0.008486 -0.98
260748_at  RING-H2 finger protein RHA3a, putati --- AT1G49210 -5.03 -2.33 -5.38 0.001178 0.008498 -0.98
255077_at putative protein --- AT4G09150 -1.97 -0.98 -5.37 0.001179 0.008502 -0.98
251100_at  aldose reductase-like protein aldose re--- AT5G01670 2.20 1.14 5.37 0.001179 0.008506 -0.98
255575_at  predicted protein of unknown function --- AT4G01430 3.34 1.74 5.37 0.00118 0.008506 -0.98
258970_at putative serine carboxypeptidase precuscpl49 AT3G10410 1.79 0.84 5.37 0.00118 0.008506 -0.98
261451_at unknown protein --- AT1G21060 -3.63 -1.86 -5.37 0.001181 0.008507 -0.98
264429_at hypothetical protein similar to membra --- AT1G61670 -1.45 -0.53 -5.37 0.001182 0.00851 -0.98
256411_at ATP-dependent Clp protease proteolytCLPP3 AT1G66670 2.02 1.01 5.37 0.001183 0.008517 -0.98
256786_at unknown protein  ;supported by full-len--- AT3G13740 -1.73 -0.79 -5.37 0.001183 0.008517 -0.98
266226_at histone H4 identical to GB:M17133 andHIS4 AT2G28740 -2.02 -1.01 -5.37 0.001184 0.008517 -0.99
267549_at hypothetical protein predicted by gensc--- AT2G32640 -3.32 -1.73 -5.37 0.001187 0.008531 -0.99
246280_at hypothetical protein --- AT4G36660 -2.51 -1.33 -5.37 0.00119 0.008531 -0.99
245821_at hypothetical protein similar to putative --- AT1G26270 -1.72 -0.78 -5.37 0.001188 0.008531 -0.99
250851_at  putative protein rngB protein, Dictyost --- AT5G04420 -1.68 -0.75 -5.37 0.001188 0.008531 -0.99
260626_at  storage protein, putative similar to GB --- AT1G08040 -1.63 -0.70 -5.37 0.00119 0.008531 -0.99
262135_at  AP2 domain containing protein, putativRAP2.4 AT1G78080 2.34 1.23 5.37 0.001186 0.008531 -0.99
253581_at  stress responsive protein homolog low--- AT4G30660 -2.56 -1.36 -5.37 0.001189 0.008531 -0.99
265030_at  receptor-like kinase, putative similar to--- AT1G61610 2.47 1.30 5.37 0.001189 0.008531 -0.99
249126_at Expressed protein ; supported by cDNATOPP6 AT5G43380 2.59 1.37 5.37 0.001189 0.008531 -0.99
250994_at  dnaK-type molecular chaperone hsc70--- AT5G02490 3.36 1.75 5.37 0.001188 0.008531 -0.99
248140_at putative protein similar to unknown pro--- AT5G54980 -1.54 -0.63 -5.37 0.001188 0.008531 -0.99
263823_s_ AP2 domain transcription factor --- AT2G40340 / 2.55 1.35 5.36 0.001191 0.008536 -0.99
265815_at predicted protein --- AT2G17975 -1.38 -0.47 -5.36 0.001192 0.008543 -0.99



265226_at unknown protein  ; supported by cDNA--- AT2G28430 -1.43 -0.52 -5.36 0.001195 0.00856 -1.00
262483_at  putative translation initiation factor IF2FUG1 AT1G17220 -1.48 -0.57 -5.36 0.001196 0.008562 -1.00
265076_at Rubisco subunit binding-protein beta s CPN60B AT1G55490 -2.18 -1.12 -5.36 0.001197 0.008571 -1.00
249171_at putative protein contains similarity to R--- AT5G42940 1.72 0.78 5.36 0.001198 0.008571 -1.00
254078_at  putative protein various predicted prot --- AT4G25710 1.60 0.68 5.36 0.0012 0.008584 -1.00
253343_at putative protein --- AT4G33540 3.02 1.60 5.36 0.001202 0.008585 -1.00
255879_at  receptor-like kinase, putative similar to--- AT1G67000 2.68 1.42 5.36 0.001201 0.008585 -1.00
252066_at  receptor-protein kinase-like protein recFER AT3G51550 -1.92 -0.94 -5.36 0.001201 0.008585 -1.00
257950_at putative UDP-glucose glucosyltransfer UGT71B6 AT3G21780 4.08 2.03 5.36 0.001201 0.008585 -1.00
250383_at  putative GTP-binding protein GTP-bin --- AT5G11480 -1.86 -0.90 -5.36 0.001201 0.008585 -1.00
249619_at  stelar K+ outward rectifying channel (SGORK AT5G37500 -1.89 -0.92 -5.35 0.001204 0.008597 -1.00
253964_at  putative protein qkI-7, Mus musculus --- AT4G26480 -1.53 -0.61 -5.35 0.001207 0.00861 -1.01
262837_at  dynamin, putative similar to dynamin-1ADL1C AT1G14830 -1.57 -0.65 -5.35 0.001207 0.00861 -1.01
248948_at putative protein strong similarity to unk--- AT5G45560 -1.85 -0.89 -5.35 0.001206 0.00861 -1.01
252410_at  putative protein br-1 protein (NITRIC ONOA1 AT3G47450 -1.70 -0.77 -5.35 0.001207 0.00861 -1.01
253118_at  ras-related small GTP-binding protein ARAC6 AT4G35950 -1.72 -0.79 -5.35 0.001208 0.008612 -1.01
258452_at alternative oxidase 1a precursor identicAOX1A AT3G22370 4.02 2.01 5.35 0.001209 0.008617 -1.01
254742_at putative protein various predicted 3-isoIIL1 AT4G13430 -1.41 -0.50 -5.35 0.001209 0.008617 -1.01
248726_at RAS superfamily GTP-binding protein- ATRABA4C AT5G47960 6.87 2.78 5.35 0.00121 0.008622 -1.01
249932_at unknown protein --- AT5G22390 -3.28 -1.71 -5.35 0.001212 0.008633 -1.01
251689_at  putative protein motif in hypothetical p --- AT3G56500 4.48 2.16 5.35 0.001214 0.008644 -1.01
255536_at Expressed protein ; supported by full-le--- AT4G01575 -2.03 -1.02 -5.34 0.001216 0.008654 -1.01
264657_at  putative 26S protease regulatory subuRPT5B AT1G09100 1.50 0.58 5.34 0.001217 0.008659 -1.02
246568_at  E2F transcription factor -like protein E DEL2 AT5G14960 -1.67 -0.74 -5.34 0.001217 0.008659 -1.02
263760_at unknown protein  ; supported by cDNASULA AT2G21280 -2.03 -1.02 -5.34 0.001218 0.008662 -1.02
258730_at putative GTP-binding protein (ATFP8) ATFP8 AT3G11730 -1.38 -0.47 -5.34 0.001219 0.008666 -1.02
250763_at short chain alcohol dehydrogenase-like--- AT5G06060 -1.63 -0.70 -5.34 0.001221 0.008678 -1.02
267614_at putative cytochrome P450 BAS1 AT2G26710 -3.79 -1.92 -5.34 0.001224 0.008694 -1.02
251630_at  putative protein unknown protein - Arb--- AT3G57420 -1.46 -0.54 -5.34 0.001225 0.008697 -1.02
262879_at plastid RNA polymerase sigma-subuni SIGA AT1G64860 -1.60 -0.68 -5.34 0.001225 0.008697 -1.02
266566_at unknown protein --- AT2G24040 1.61 0.69 5.34 0.001226 0.008697 -1.02
261420_at  fatty acid elongase 3-ketoacyl-CoA sy KCS3 AT1G07720 -2.54 -1.35 -5.33 0.001229 0.008712 -1.03
251308_at putative protein several hypothetical prGAUT1 AT3G61130 -1.50 -0.58 -5.33 0.001229 0.008712 -1.03
264968_at  stress related protein, putative similar --- AT1G67360 2.77 1.47 5.34 0.001228 0.008712 -1.03
248566_s_ FRO2-like protein; NADPH oxidase-likeATFRO7 AT5G49730 / -2.26 -1.17 -5.34 0.001228 0.008712 -1.03



265643_at hypothetical protein predicted by genef--- AT2G27390 / 2.26 1.18 5.33 0.001235 0.008752 -1.03
247478_at  DC1.2 homologue - like protein DC1.2--- AT5G62360 -3.80 -1.93 -5.33 0.001236 0.008753 -1.03
261133_at  DYW7 protein identical to DYW7 prote--- AT1G19715 -1.95 -0.97 -5.33 0.001236 0.008754 -1.03
259564_at hypothetical protein --- AT1G20540 -1.44 -0.52 -5.33 0.001237 0.008757 -1.03
266288_s_ putative pumilio/Mpt5 family RNA-bind APUM1 AT2G29140 / 1.65 0.72 5.33 0.001238 0.00876 -1.03
259185_at putative phosphate/phosphoenolpyruvaPPT2 AT3G01550 -5.35 -2.42 -5.33 0.001239 0.008768 -1.04
267337_at putative anthocyanin 5-aromatic acyltra--- AT2G39980 -1.93 -0.95 -5.33 0.00124 0.008769 -1.04
261375_at  transcription factor, putative similar to SPL4 AT1G53160 -5.97 -2.58 -5.32 0.001241 0.008778 -1.04
259892_at germin-like protein similar to germin pr GER1 AT1G72610 -6.83 -2.77 -5.32 0.001244 0.008786 -1.04
251057_at  putative protein alkB protein - Escheric--- AT5G01780 -1.39 -0.48 -5.32 0.001244 0.008786 -1.04
253806_at  putative protein Arabidopsis thaliana R--- AT4G28270 -1.70 -0.77 -5.32 0.001243 0.008786 -1.04
262700_at unknown protein --- AT1G76020 -1.73 -0.79 -5.32 0.001248 0.008808 -1.04
251733_at copper homeostasis factor  ;supported CCH AT3G56240 1.58 0.66 5.32 0.001248 0.008808 -1.04
250549_at  N-hydroxycinnamoyl benzoyltransfera --- AT5G07860 -1.96 -0.97 -5.32 0.001248 0.008808 -1.04
257533_at putative alpha/beta hydrolase contains--- AT3G10840 -2.12 -1.08 -5.32 0.001248 0.008808 -1.04
261406_at unknown protein contains similarity to sNRP2 AT1G18800 1.96 0.97 5.32 0.001249 0.008809 -1.04
248914_at Rab-type small GTP-binding protein-likAtRABA1c AT5G45750 -2.07 -1.05 -5.32 0.00125 0.00881 -1.05
257365_x_ putative antifungal protein PDF1.2b AT2G26020 8.95 3.16 5.32 0.00125 0.00881 -1.04
254926_at ACC synthase (AtACS-6)  ; supported ACS6 AT4G11280 9.33 3.22 5.32 0.00125 0.00881 -1.05
247132_at putative protein strong similarity to unkARO2 AT5G66200 -1.78 -0.83 -5.32 0.001251 0.008811 -1.05
266536_at hypothetical protein predicted by genef--- AT2G16900 3.53 1.82 5.32 0.001252 0.008813 -1.05
256159_at Expressed protein ; supported by full-leJAZ8 AT1G30135 6.82 2.77 5.32 0.001252 0.008813 -1.05
252965_at  putative auxin-induced protein auxin-in--- AT4G38860 -2.92 -1.55 -5.32 0.001253 0.008814 -1.05
247034_at cyclin D3-like protein ;supported by ful CYCD3;2 AT5G67260 -1.83 -0.87 -5.32 0.001253 0.008814 -1.05
252105_at  protein phosphatase 2C-like protein p --- AT3G51470 -1.70 -0.76 -5.32 0.001254 0.008817 -1.05
256928_at unknown protein --- AT3G22590 -1.55 -0.63 -5.31 0.001255 0.008818 -1.05
265369_s_ putative retroelement pol polyprotein c --- --- -1.48 -0.57 -5.32 0.001254 0.008818 -1.05
264929_at  auxin-induced protein, putative similar --- AT1G60730 6.41 2.68 5.31 0.001255 0.008819 -1.05
247486_at putative protein --- AT5G62140 -1.93 -0.95 -5.31 0.001255 0.008819 -1.05
266672_at putative Na+-dependent inorganic pho PHT4;1 AT2G29650 -1.50 -0.59 -5.31 0.001257 0.008825 -1.05
265440_at pEARLI 4 protein Same as GB: L4308 pEARLI4 AT2G20960 2.17 1.12 5.31 0.001258 0.008825 -1.05
262793_at  putative cytochrome P450 monooxygeCYP71B7 AT1G13110 2.73 1.45 5.31 0.001258 0.008825 -1.05
249035_at putative protein contains similarity to u GLK2 AT5G44190 -1.65 -0.73 -5.31 0.001258 0.008825 -1.05
250998_at  ankyrin - like protein ankyrin G119, Ho--- AT5G02620 1.86 0.89 5.31 0.001258 0.008827 -1.05
245347_at ferredoxin ;supported by full-length cD --- AT4G14890 -1.76 -0.81 -5.31 0.001262 0.008848 -1.06



260872_at hypothetical protein predicted by gene --- AT1G21350 -1.90 -0.93 -5.31 0.001262 0.00885 -1.06
267060_at unknown protein  ; supported by full-le --- AT2G32580 -1.93 -0.95 -5.31 0.001265 0.008864 -1.06
258381_at kinesin-like protein similar to mitotic ceKINESIN-13AAT3G16630 -1.60 -0.67 -5.31 0.001267 0.008879 -1.06
257933_at  aminoalcoholphosphotransferase, put AAPT2 AT3G25585 2.04 1.03 5.30 0.001269 0.008887 -1.06
265571_s_ unknown protein --- AT2G28020 / -1.47 -0.56 -5.30 0.001269 0.008887 -1.06
254301_at  predicted protein predicted protein, Ar --- AT4G22790 1.91 0.94 5.30 0.00127 0.008889 -1.06
246305_at  putative protein protein At2g40060 - A--- AT3G51890 1.65 0.73 5.30 0.00127 0.008889 -1.06
254965_at putative protein other hypothetical prot --- AT4G11090 -1.44 -0.53 -5.30 0.001272 0.008893 -1.06
266394_at Ras-related GTP-binding protein (ARAARA4 AT2G43130 -1.54 -0.62 -5.30 0.001272 0.008893 -1.06
254730_at  putative protein GTPase activating pro--- AT4G13730 -1.44 -0.53 -5.30 0.001275 0.008911 -1.07
250918_at  putative protein proline-rich protein AP--- AT5G03610 6.44 2.69 5.30 0.001277 0.008924 -1.07
259023_at unknown protein  ; supported by cDNA--- AT3G07510 -2.03 -1.02 -5.30 0.001277 0.008924 -1.07
252039_at Expressed protein ; supported by cDNA--- AT3G52155 -1.64 -0.71 -5.30 0.001278 0.008924 -1.07
254280_at Expressed protein ; supported by full-leSMO1-2 AT4G22756 -1.90 -0.92 -5.29 0.001281 0.008946 -1.07
264142_at hypothetical protein predicted by gensc--- AT1G78930 1.86 0.90 5.29 0.001282 0.008951 -1.07
249354_at  nuclear pore protein -like nuclear poreEMB3012 AT5G40480 1.90 0.92 5.29 0.001284 0.008962 -1.07
267405_at putative related to microbial divalent caCUTA AT2G33740 1.46 0.54 5.29 0.00129 0.009001 -1.08
245359_at carnitine racemase like protein ;supporIBR10 AT4G14430 2.18 1.13 5.29 0.001294 0.009016 -1.08
247864_s_ anthranilate synthase beta chain  ;supp--- AT1G24807 / 4.76 2.25 5.29 0.001294 0.009016 -1.08
263072_at putative protein kinase contains a prote--- AT2G17530 1.50 0.58 5.29 0.001294 0.009016 -1.08
267026_at DREB-like AP2 domain transcription fa--- AT2G38340 3.81 1.93 5.29 0.001294 0.009017 -1.08
252983_at cinnamyl-alcohol dehydrogenase ELI3 ELI3-1 AT4G37980 2.15 1.10 5.28 0.001295 0.009017 -1.08
248219_at unknown protein  ; supported by full-le --- AT5G53650 1.37 0.46 5.28 0.001296 0.009026 -1.09
261982_at hypothetical protein predicted by gene --- AT1G33780 -1.46 -0.54 -5.28 0.001298 0.009033 -1.09
258796_at unknown protein  ;supported by full-lenWDL1 AT3G04630 -2.57 -1.36 -5.28 0.001299 0.009036 -1.09
262856_at unknown protein contains Pfam profile --- AT1G14910 -1.66 -0.73 -5.28 0.0013 0.009045 -1.09
254878_at  heat shock transcription factor - like prAT-HSFB2B AT4G11660 -2.08 -1.05 -5.28 0.001303 0.00906 -1.09
265618_at hypothetical protein predicted by gensc--- AT2G25460 1.58 0.66 5.28 0.001304 0.00906 -1.09
260653_at  pyruvate kinase, plastid isozyme, putaPKp3 AT1G32440 -1.56 -0.64 -5.28 0.001303 0.00906 -1.09
257113_at  cytochrome P450, putative contains PCYP705A22 AT3G20130 -2.41 -1.27 -5.28 0.001305 0.009064 -1.09
245301_at farnesyl-pyrophosphate synthetase FPFPS2 AT4G17190 -2.33 -1.22 -5.28 0.001305 0.009064 -1.09
257994_at unknown protein --- AT3G19920 1.83 0.87 5.28 0.001306 0.009071 -1.09
251108_at putative protein several hypothetical pr--- AT5G01620 -1.90 -0.93 -5.28 0.001307 0.009072 -1.09
249242_at alcohol dehydrogenase --- AT5G42250 1.66 0.73 5.28 0.001308 0.009077 -1.09
265877_at unknown protein  ; supported by cDNABZIP34 AT2G42380 -2.19 -1.13 -5.27 0.001309 0.009083 -1.10



253028_at putative protein pde191 AT4G38160 -1.52 -0.60 -5.27 0.00131 0.009083 -1.10
245158_at hypothetical protein predicted by genefRALFL18 AT2G33130 1.84 0.88 5.27 0.00131 0.009083 -1.10
249475_at  putative protein CGI-108 protein, Hom--- AT5G38890 1.75 0.81 5.27 0.001311 0.009085 -1.10
266141_at protease inhibitor II contains a gamma PDF2.1 AT2G02120 1.45 0.53 5.27 0.001315 0.009112 -1.10
262960_at unknown protein ; supported by cDNA:--- AT1G54320 1.53 0.61 5.27 0.001318 0.009131 -1.10
252215_at  kinesin -like protein KINESIN-LIKE PRKICP-02 AT3G50240 -3.35 -1.74 -5.26 0.001322 0.009157 -1.11
255702_at subtilisin-like serine protease XSP1 ideXSP1 AT4G00230 -1.88 -0.91 -5.26 0.001323 0.009158 -1.11
258662_at unknown protein --- AT3G02900 -2.45 -1.29 -5.26 0.001324 0.009163 -1.11
256296_at hypothetical protein --- AT1G69480 1.45 0.53 5.26 0.001325 0.009164 -1.11
254112_at  putative protein KIAA0136 gene, Hom--- AT4G24970 1.52 0.60 5.26 0.001327 0.009176 -1.11
263345_s_ putative chlorophyll a/b binding proteinLHCB2.1 AT2G05070 / -3.00 -1.59 -5.26 0.001327 0.009176 -1.11
254656_at putative protein  ;supported by full-leng--- AT4G18070 -1.84 -0.88 -5.26 0.00133 0.009196 -1.11
263788_at putative sarcosine oxidase --- AT2G24580 1.99 0.99 5.26 0.001333 0.009213 -1.12
262711_at hypothetical protein predicted by gensc--- AT1G16500 1.88 0.91 5.25 0.001337 0.009227 -1.12
256799_at unknown protein  ; supported by cDNA--- AT3G18560 2.80 1.48 5.26 0.001336 0.009227 -1.12
247610_at  putative protein predicted protein, Ara --- AT5G60630 10.26 3.36 5.25 0.001336 0.009227 -1.12
258434_at AP2 domain containing protein RAP2.3ATEBP AT3G16770 1.89 0.92 5.25 0.001337 0.00923 -1.12
254687_at cytochrome P450 monooxygenase (CYCYP83A1 AT4G13770 / -1.88 -0.91 -5.25 0.001339 0.009241 -1.12
266679_at putative helicase ; supported by cDNA --- AT2G03270 1.57 0.65 5.25 0.00134 0.009244 -1.12
260324_at unknown protein similar to hypothetica ISPF AT1G63970 -1.69 -0.76 -5.25 0.001341 0.009244 -1.12
266304_at hypothetical protein --- AT2G27090 1.48 0.57 5.25 0.001343 0.009257 -1.12
245613_at hypothetical protein --- AT4G14450 / 9.35 3.22 5.25 0.001343 0.009257 -1.12
251105_at  putative protein unknown protein At2gATSCAR4 AT5G01730 -2.57 -1.36 -5.25 0.001344 0.009258 -1.12
253417_at putative protein PC-MYB1 AT4G32730 1.50 0.59 5.25 0.001344 0.009258 -1.12
245395_at hypothetical protein ;supported by full- --- AT4G17420 -1.66 -0.73 -5.25 0.001346 0.009267 -1.13
262944_at  phosphoglycerate kinase, putative simPGK AT1G79550 1.82 0.86 5.25 0.001348 0.009279 -1.13
266142_at unknown protein  ; supported by cDNA--- AT2G39030 9.47 3.24 5.24 0.001351 0.009293 -1.13
260133_at  ethylene-response protein, ETR1 idenETR1 AT1G66340 1.41 0.50 5.24 0.001351 0.009297 -1.13
252122_at  putative protein hypothetical protein - --- AT3G51140 -1.56 -0.65 -5.24 0.001353 0.009301 -1.13
261762_at hypothetical protein predicted by gene --- AT1G15510 2.24 1.16 5.24 0.001357 0.00933 -1.14
259878_at putative catechol O-methyltransferase --- AT1G76790 -2.57 -1.36 -5.24 0.001361 0.00935 -1.14
250611_at gibberellin 20-oxidase GA20OX3 AT5G07200 -2.02 -1.01 -5.24 0.001361 0.00935 -1.14
263494_at  14-3-3 protein GF14mu (grf9) identicaGRF9 AT2G42590 -1.44 -0.53 -5.24 0.001361 0.00935 -1.14
254848_at  putative protein hypothetical protein F PGRL1B AT4G11960 1.52 0.61 5.24 0.001365 0.009367 -1.14
256837_at hypothetical protein similar to DNA-direNRPD7 AT3G22900 -2.07 -1.05 -5.24 0.001365 0.009367 -1.14



260800_at unknown protein TSD2 AT1G78240 -1.83 -0.87 -5.23 0.001365 0.009368 -1.14
267619_at putative receptor-like protein kinase  ; s--- AT2G26730 -2.18 -1.12 -5.23 0.001367 0.00938 -1.14
247881_at putative protein similar to unknown pro--- AT5G57700 -2.76 -1.46 -5.23 0.001368 0.009382 -1.14
251432_at  putative protein leucine zipper-EF-han--- AT3G59820 1.90 0.92 5.23 0.001368 0.009382 -1.14
251852_at putative protein --- AT3G54750 -1.84 -0.88 -5.23 0.001369 0.009384 -1.14
247415_at unknown protein --- AT5G63060 -2.25 -1.17 -5.23 0.001373 0.009407 -1.15
253759_at AIM1 protein ; supported by cDNA: gi_AIM1 AT4G29010 1.41 0.49 5.23 0.001373 0.009407 -1.15
250161_at  putative protein amino acid transport p--- AT5G15240 2.10 1.07 5.23 0.001374 0.009408 -1.15
250094_at 2-hydroxyphytanoyl-CoA lyase-like pro--- AT5G17380 2.86 1.52 5.23 0.001376 0.009418 -1.15
255438_at putative oxidoreductase AOP1 AT4G03070 -2.57 -1.36 -5.23 0.001376 0.009419 -1.15
255458_at  small nuclear riboprotein Sm-D1-like p--- AT4G02840 -1.44 -0.53 -5.23 0.001377 0.00942 -1.15
265005_at Expressed protein ; supported by full-le--- AT1G61667 -2.10 -1.07 -5.22 0.001381 0.009443 -1.15
258871_at putative 26S proteosome regulatory su--- AT3G03060 2.64 1.40 5.22 0.001382 0.009452 -1.16
246329_at  putative protein gamma-tubulin interac--- AT3G43610 -1.59 -0.67 -5.22 0.001386 0.009472 -1.16
255766_at unknown protein ;supported by full-leng--- AT1G16750 -1.72 -0.78 -5.22 0.001389 0.009492 -1.16
247184_at putative protein contains similarity to u UBP17 AT5G65450 -1.70 -0.76 -5.22 0.001391 0.009499 -1.16
250644_at protein phosphatase 2C-like  ;supporte--- AT5G06750 1.92 0.94 5.22 0.001391 0.009499 -1.16
253999_at  1-aminocyclopropane-1-carboxylate s ACS7 AT4G26200 2.45 1.29 5.22 0.001393 0.009511 -1.16
266055_at hypothetical protein predicted by gensc--- AT2G40650 1.62 0.69 5.22 0.001394 0.009514 -1.16
256529_at  protein kinase, putative contains Pfam--- AT1G33260 -2.25 -1.17 -5.21 0.001396 0.009526 -1.17
255059_at  putative protein downy mildew resista --- AT4G09420 -2.67 -1.42 -5.21 0.001397 0.009526 -1.17
244999_at RNA polymerase beta subunit --- --- -1.96 -0.97 -5.21 0.001397 0.009526 -1.17
252123_at flavanone 3-hydroxylase (FH3)  ;suppoF3H AT3G51240 -1.48 -0.56 -5.21 0.001398 0.009529 -1.17
246251_at cold acclimation protein homolog --- AT4G37220 -3.04 -1.61 -5.21 0.001399 0.00953 -1.17
250970_at putative protein  ; supported by cDNA: --- AT5G02770 1.46 0.54 5.21 0.001399 0.00953 -1.17
252480_at  putative protein methyl-CpG-binding pMBD5 AT3G46580 -1.40 -0.49 -5.21 0.001399 0.00953 -1.17
263797_at putative WRKY-type DNA binding proteWRKY17 AT2G24570 4.31 2.11 5.21 0.001404 0.009555 -1.17
258497_at putative flowering-time gene CONSTA COL2 AT3G02380 -1.55 -0.63 -5.21 0.001404 0.009555 -1.17
261753_at unknown protein --- AT1G76340 -1.61 -0.69 -5.21 0.001405 0.009561 -1.17
263750_at unknown protein --- AT2G21530 -1.73 -0.79 -5.21 0.001405 0.009561 -1.17
259593_at  nuclear transport factor 2, putative simNTF2B AT1G27970 1.40 0.49 5.21 0.001407 0.009567 -1.18
266656_at putative CCCH-type zinc finger proteinATCTH AT2G25900 -1.81 -0.85 -5.21 0.001407 0.009567 -1.17
259749_at putative ribose 5-phosphate isomeraseRSW10 AT1G71100 2.38 1.25 5.21 0.001408 0.009567 -1.18
262126_at  disease resistance protein, putative si CW9 AT1G59620 1.79 0.84 5.20 0.001412 0.009595 -1.18
251850_at  F-box protein family, AtFBL17 contain FBL17 AT3G54650 -1.83 -0.87 -5.20 0.001413 0.009599 -1.18



252939_at  NAD(P)H oxidoreductase, isoflavone r--- AT4G39230 4.24 2.08 5.20 0.001415 0.009609 -1.18
252338_at putative progesterone-binding protein hMAPR3 AT3G48890 3.95 1.98 5.20 0.00142 0.009641 -1.18
253362_s_  putative protein cyclopropane-fatty-ac --- AT4G33110 / -1.79 -0.84 -5.20 0.001422 0.009653 -1.19
257444_at hypothetical protein predicted by gensc--- AT2G12550 1.65 0.72 5.20 0.001424 0.009662 -1.19
250993_at  putative protein HSPC172, Homo sap --- AT5G02280 -1.57 -0.65 -5.19 0.001427 0.009676 -1.19
253398_at  putative protein retinal pigment microsCCD8 AT4G32810 2.75 1.46 5.19 0.001429 0.009689 -1.19
252824_at histone H3.3  ; supported by cDNA: gi_--- AT4G40030 1.56 0.64 5.19 0.00143 0.009694 -1.19
263980_at hypothetical protein predicted by grail;s--- AT2G42770 -1.69 -0.76 -5.19 0.001432 0.0097 -1.19
261718_at  wall-associated kinase, putative simila--- AT1G18390 3.55 1.83 5.19 0.001432 0.0097 -1.19
260373_at unknown protein --- AT1G73970 1.50 0.59 5.19 0.001433 0.009702 -1.19
249375_at  putative protein predicted proteins, AraAGP24 AT5G40730 -1.53 -0.61 -5.19 0.001433 0.009705 -1.20
258557_at  hypothetical protein similar to receptor--- AT3G05990 1.49 0.57 5.19 0.001438 0.009735 -1.20
248006_at unknown protein HAP8 AT5G56250 -1.50 -0.58 -5.18 0.001441 0.00975 -1.20
260882_at  DNA binding protein, putative similar t WRKY65 AT1G29280 2.25 1.17 5.18 0.001442 0.009756 -1.20
260079_s_  helix-loop-helix protein 1A, putative sim--- AT1G35460 / -1.52 -0.60 -5.18 0.001448 0.009791 -1.21
255421_at putative protein phosphatase regulator --- AT4G03260 1.58 0.66 5.18 0.001451 0.00981 -1.21
246263_at unknown protein --- AT1G31780 -1.70 -0.77 -5.18 0.001454 0.009828 -1.21
264674_at Expressed protein ; supported by full-lePOLD4 AT1G09815 1.57 0.65 5.17 0.001456 0.009839 -1.21
261838_at  heat shock protein hsp70, putative simHsp70b AT1G16030 1.51 0.60 5.17 0.001457 0.009839 -1.21
260491_at hypothetical protein predicted by gene --- AT1G51440 -1.83 -0.87 -5.17 0.001458 0.009839 -1.21
249237_at putative protein similar to unknown pro--- AT5G42050 1.89 0.92 5.17 0.001457 0.009839 -1.21
251334_at putative protein several hypothetical pr--- AT3G61390 1.68 0.75 5.17 0.001459 0.009849 -1.21
261663_at hypothetical protein similar to hypothetEPR1 AT1G18330 / -3.51 -1.81 -5.17 0.001461 0.009852 -1.22
258323_at unknown protein similar to putative pro--- AT3G22750 1.78 0.83 5.17 0.00146 0.009852 -1.22
259550_at hypothetical protein ;supported by full- AGP5 AT1G35230 5.22 2.38 5.17 0.001461 0.009852 -1.22
266984_at unknown protein  ; supported by cDNA--- AT2G39570 2.24 1.16 5.17 0.001465 0.009877 -1.22
249279_at SCARECROW gene regulator-like prot--- AT5G41920 -1.41 -0.49 -5.17 0.001468 0.009889 -1.22
260496_at putative ABC transporter --- AT2G41700 1.41 0.50 5.17 0.001468 0.00989 -1.22
248207_at tyrosine aminotransferase --- AT5G53970 3.37 1.75 5.17 0.001469 0.00989 -1.22
250131_at unknown protein  ; supported by cDNA--- AT5G16550 -1.91 -0.94 -5.16 0.001472 0.009911 -1.22
264071_at putative carboxypeptidase  ; supportedSCPL51 AT2G27920 -2.10 -1.07 -5.16 0.001473 0.009912 -1.22
261935_at  phosphoribosylanthranilate transferas --- AT1G22610 -1.43 -0.52 -5.16 0.001476 0.00993 -1.23
263260_at  putative protein-tyrosine phosphatase OTS2 AT1G10570 -1.45 -0.53 -5.16 0.001476 0.00993 -1.23
265025_at Expressed protein ; supported by full-le--- AT1G24575 1.57 0.65 5.16 0.001478 0.009936 -1.23
266010_at putative C2H2-type zinc finger protein --- AT2G37430 17.89 4.16 5.16 0.00148 0.009952 -1.23



251915_at  putative protein peroxisomal Ca-depe --- AT3G53940 1.70 0.76 5.16 0.001482 0.009957 -1.23
265316_at unknown protein --- AT2G20400 1.84 0.88 5.16 0.001483 0.009957 -1.23
260086_at hypothetical protein predicted by gensc--- AT1G63240 -1.78 -0.83 -5.16 0.001482 0.009957 -1.23
252469_at  protein kinase - like protein Raf protein--- AT3G46920 1.73 0.79 5.16 0.001483 0.009957 -1.23
254545_at  putative protein FKBP-type peptidyl-pr--- AT4G19830 -2.05 -1.04 -5.16 0.001485 0.009971 -1.23
260747_at unknown protein ; supported by cDNA:--- AT1G78420 1.42 0.50 5.15 0.001488 0.009984 -1.24
261488_at Expressed protein ; supported by full-le--- AT1G14345 -1.66 -0.74 -5.15 0.00149 0.009998 -1.24
253207_at  putative protein small auxin up-regulat--- AT4G34770 -3.24 -1.69 -5.15 0.001491 0.009999 -1.24
260928_at hypothetical protein similar to putative GATL5 AT1G02720 -1.52 -0.60 -5.15 0.001491 0.009999 -1.24
261025_at Expressed protein ; supported by full-le--- AT1G01225 -2.13 -1.09 -5.15 0.001499 0.010031 -1.24
245742_at  aldehyde dehydrogenase, putative simALDH3H1 AT1G44170 1.92 0.94 5.15 0.001499 0.010031 -1.24
246120_at  tetratricopeptide repeat protein tetratri --- AT5G20360 1.64 0.72 5.15 0.001499 0.010031 -1.24
255602_at Expressed protein ; supported by full-le--- AT4G01026 -1.61 -0.68 -5.15 0.001498 0.010031 -1.24
255798_at unknown protein predicted by genefind--- AT2G33255 -1.56 -0.64 -5.15 0.001497 0.010031 -1.24
257250_at  transfactor, putative similar to GB:BAA--- AT3G24120 -1.54 -0.62 -5.15 0.001499 0.010031 -1.24
249007_at unknown protein  ;supported by full-len--- AT5G44650 -2.01 -1.01 -5.15 0.001498 0.010031 -1.24
264191_at  integral membrane protein, putative  --- AT1G54730 -1.90 -0.93 -5.15 0.001501 0.010043 -1.25
261116_at  sec14 cytosolic factor, putative similar --- AT1G75370 -1.50 -0.58 -5.14 0.001503 0.010049 -1.25
260167_at hypothetical protein predicted by gensc--- AT1G71970 -1.61 -0.69 -5.14 0.001503 0.010049 -1.25
264922_s_  U2 snRNP auxiliary factor, large subu --- AT1G60830 / 1.42 0.50 5.14 0.001504 0.01005 -1.25
260350_at  Eukaryotic initiation  factor 5A , putativELF5A-3 AT1G69410 1.81 0.85 5.14 0.001505 0.010052 -1.25
249574_at  putative protein embryonic abundant pPDLP7 AT5G37660 -1.53 -0.61 -5.14 0.001505 0.010052 -1.25
254921_at  putative protein hypothetical protein F --- AT4G11300 1.89 0.92 5.14 0.001505 0.010052 -1.25
258641_at unknown protein  ;supported by full-len--- AT3G08030 -4.17 -2.06 -5.14 0.001507 0.010057 -1.25
255240_at coded for by A. thaliana cDNA Z18000IBR1 AT4G05530 1.49 0.57 5.14 0.001508 0.010057 -1.25
254020_at beta-carotene hydroxylase  ; supportedBETA-OHASAT4G25700 4.06 2.02 5.14 0.001508 0.010057 -1.25
250371_at  putative protein 23 kDa polypeptide of --- AT5G11450 -1.62 -0.70 -5.14 0.001507 0.010057 -1.25
248146_at translation initiation factor-like protein --- AT5G54940 1.50 0.58 5.14 0.001509 0.010063 -1.25
254433_at  putative protein tripeptidyl-peptidase I TPP2 AT4G20850 1.41 0.49 5.14 0.001512 0.01008 -1.25
263274_at putative protein kinase contains a proteCRCK3 AT2G11520 1.59 0.67 5.14 0.001513 0.010082 -1.25
253191_at cysteine protease XCP1 identical to paXCP1 AT4G35350 -4.13 -2.05 -5.14 0.001513 0.010082 -1.25
246953_at unknown protein  ;supported by full-lenVPS60.2 AT5G04850 1.49 0.57 5.14 0.001517 0.010101 -1.26
252010_at hypothetical protein ; supported by cDN--- AT3G52740 -1.72 -0.78 -5.14 0.001517 0.010101 -1.26
247768_at  I-box binding factor - like protein I-box --- AT5G58900 -3.47 -1.79 -5.13 0.00152 0.010117 -1.26
262104_at hypothetical protein predicted by gene LPA1 AT1G02910 -1.51 -0.60 -5.13 0.001521 0.010118 -1.26



247107_at senescence-associated protein almost STR16 AT5G66040 1.95 0.96 5.13 0.001522 0.010126 -1.26
248708_at putative protein contains similarity to u --- AT5G48560 -2.47 -1.30 -5.13 0.001523 0.010126 -1.26
251425_at  putative protein chloroplast Cpn21 pro--- AT3G60210 -1.56 -0.64 -5.13 0.001523 0.010126 -1.26
258880_at  hypothetical protein similar to symbiosATG8H AT3G06420 2.57 1.36 5.13 0.001525 0.010134 -1.26
250061_at chloroplast GrpE protein  ; supported bEMB1241 AT5G17710 -1.65 -0.72 -5.13 0.001527 0.010147 -1.26
250516_at  putative protein predicted proteins, Ara--- AT5G09620 1.50 0.59 5.13 0.001528 0.01015 -1.27
248079_at unknown protein --- AT5G55790 -1.77 -0.83 -5.13 0.001532 0.010176 -1.27
262407_at hypothetical protein predicted by gene --- AT1G34630 -2.07 -1.05 -5.13 0.001534 0.01018 -1.27
248710_at unknown protein  ;supported by full-len--- AT5G48480 1.71 0.78 5.13 0.001534 0.01018 -1.27
261183_at hypothetical protein predicted by gene EMB2756 AT1G34550 -1.65 -0.72 -5.12 0.001536 0.010191 -1.27
252904_at  putative protein crp1 protein, Zea mayEMB2453 AT4G39620 -1.57 -0.65 -5.12 0.001538 0.010203 -1.27
254190_at Expressed protein ; supported by full-le--- AT4G23885 1.93 0.95 5.12 0.001545 0.010245 -1.28
251492_at  putative protein CGI-136 protein - HomTXR1 AT3G59280 1.39 0.48 5.12 0.001546 0.010246 -1.28
267169_at putative oxidoreductase --- AT2G37540 -2.38 -1.25 -5.12 0.001546 0.010248 -1.28
252135_at  putative cold acclimation protein cold aCOR413-PMAT3G50830 -1.78 -0.83 -5.12 0.001547 0.010252 -1.28
253453_at  protein phosphatase 2C - like protein --- AT4G31860 1.41 0.49 5.12 0.00155 0.010269 -1.28
255177_at strong similarity to 1-aminocyclopropanACS11 AT4G08040 -3.63 -1.86 -5.12 0.001551 0.01027 -1.28
257848_at hypothetical protein predicted by gensc--- AT3G13030 -1.66 -0.73 -5.11 0.001553 0.010277 -1.28
267129_at curly leaf protein (polycomb-group) ideCLF AT2G23380 -1.45 -0.54 -5.11 0.001555 0.010289 -1.28
247740_at  receptor-like protein kinase precursor CRCK1 AT5G58940 3.35 1.75 5.11 0.001557 0.0103 -1.29
251306_at  putative DNA-binding protein DNA-bin--- AT3G61260 -1.69 -0.76 -5.11 0.001558 0.010304 -1.29
246250_at cysteine proteinase similar to cysteine CP1 AT4G36880 8.45 3.08 5.11 0.001559 0.010309 -1.29
263155_at  transcriptional activation factor TAFII3TAFII21 AT1G54140 -1.58 -0.66 -5.11 0.00156 0.01031 -1.29
262202_at TATC-like protein similar to GB:AAD33APG2 AT2G01110 -1.86 -0.89 -5.11 0.00156 0.01031 -1.29
259091_at hypothetical protein predicted by gensc--- AT3G04890 -1.56 -0.64 -5.11 0.001562 0.010321 -1.29
249650_at Expressed protein ; supported by cDNASEF AT5G37055 -1.59 -0.67 -5.11 0.001563 0.010325 -1.29
246162_at actin interacting protein ; supported by --- AT4G36400 1.69 0.76 5.11 0.001565 0.010329 -1.29
262891_at  ent-kaurene synthase, putative similarGA2 AT1G79460 -1.95 -0.96 -5.11 0.001566 0.010331 -1.29
263692_at  unknown protein Location of ESTs 108--- AT1G26850 -1.50 -0.58 -5.11 0.001565 0.010331 -1.29
259727_at ferrodoxin precursor identical to FERR FED A AT1G60950 -1.42 -0.51 -5.11 0.001568 0.010341 -1.29
253012_at  putative protein Caenorhabditis elegan--- AT4G37900 1.52 0.60 5.11 0.001568 0.010341 -1.29
260068_at putative calmodulin-binding protein sim--- AT1G73805 3.62 1.86 5.10 0.001569 0.010344 -1.29
263243_at putative glyoxalase II GLX2-5 AT2G31350 1.59 0.67 5.10 0.00157 0.01035 -1.30
261639_at  tubulin alpha-2/alpha-4 chain, putativeTUA2 AT1G50010 -3.47 -1.79 -5.10 0.001574 0.010361 -1.30
246880_s_ myrosinase TGG2  ; supported by cDNTGG2 AT5G25980 / -3.68 -1.88 -5.10 0.001573 0.010361 -1.30



261032_at unknown protein ;supported by full-leng--- AT1G17430 -3.28 -1.71 -5.10 0.001573 0.010361 -1.30
265768_at putative sugar transporter  ;supported --- AT2G48020 -1.45 -0.54 -5.10 0.001574 0.010361 -1.30
257984_at  putative cell differentiation protein sim --- AT3G20800 1.73 0.79 5.10 0.001575 0.010361 -1.30
266694_at putative clathrin assembly protein  ;sup--- AT2G19790 -1.39 -0.47 -5.10 0.001574 0.010361 -1.30
245768_at hypothetical protein similar to putative --- AT1G33590 2.54 1.35 5.10 0.001575 0.010361 -1.30
262051_at  putative coatomer protein complex, su--- AT1G79990 -1.64 -0.72 -5.10 0.001576 0.010365 -1.30
256406_at unknown protein --- AT1G50710 -1.56 -0.64 -5.10 0.001577 0.010367 -1.30
247155_at  2-oxoglutarate dehydrogenase, E1 co --- AT5G65750 1.82 0.86 5.10 0.001581 0.010392 -1.30
246911_at transcription factor TINY tny AT5G25810 -2.72 -1.44 -5.10 0.001583 0.010394 -1.30
256863_at  CCHC-type zinc finger protein, putativ --- AT3G24070 -1.40 -0.49 -5.10 0.001582 0.010394 -1.30
250916_at  monodehydroascorbate reductase (NAATMDAR2 AT5G03630 3.59 1.84 5.10 0.001584 0.010403 -1.30
261269_at unknown protein ; supported by full-len--- AT1G26690 1.61 0.68 5.10 0.001585 0.010403 -1.31
254716_at  putative protein LEA protein , Cicer ar UNE15 AT4G13560 -1.83 -0.87 -5.09 0.001587 0.010414 -1.31
262566_at  auxin response factor 1, putative simil ARF12 AT1G34310 -1.83 -0.87 -5.09 0.001588 0.010417 -1.31
259017_at unknown protein  ; supported by full-le --- AT3G07310 -1.54 -0.62 -5.09 0.001588 0.010418 -1.31
257122_at  RNA-binding protein, putative containsAPUM5 AT3G20250 1.89 0.92 5.09 0.00159 0.010425 -1.31
249290_at putative protein strong similarity to unk--- AT5G41060 -2.04 -1.03 -5.09 0.001591 0.010426 -1.31
251980_at  putative protein endopeptidase Clp AT--- AT3G53270 1.40 0.48 5.09 0.001591 0.010428 -1.31
262661_s_ hypothetical protein --- AT1G14230 / -4.91 -2.30 -5.09 0.001594 0.010434 -1.31
245331_at hypothetical protein ;supported by full- --- AT4G14410 1.47 0.56 5.09 0.001594 0.010434 -1.31
249519_at putative protein similar to unknown proAPE1 AT5G38660 -1.68 -0.75 -5.09 0.001593 0.010434 -1.31
253632_at  senescence-associated protein homolTET9 AT4G30430 1.37 0.45 5.09 0.001597 0.01045 -1.31
244945_at cytochrome c biogenesis orf206 --- --- 1.67 0.74 5.09 0.001598 0.01045 -1.31
255779_at  unknown protein similar to beta-1,3-gl PDCB3 AT1G18650 -2.42 -1.28 -5.09 0.001597 0.01045 -1.31
253297_at  beta-xylan endohydrolase -like protein--- AT4G33810 -1.49 -0.57 -5.09 0.001601 0.010465 -1.32
259874_at unknown protein --- AT1G76660 -1.78 -0.83 -5.09 0.001601 0.010465 -1.32
257248_at hypothetical protein predicted by gensc--- AT3G24150 -1.75 -0.81 -5.09 0.001602 0.010469 -1.32
249691_at translation releasing factor RF-2  ;suppHCF109 AT5G36170 -1.40 -0.48 -5.08 0.001603 0.010477 -1.32
247439_at plasma membrane proton ATPase-likeAHA11 AT5G62670 -2.31 -1.21 -5.08 0.001604 0.010478 -1.32
255451_at putative protein similar to T5J8.17 --- AT4G02860 1.61 0.69 5.08 0.001607 0.010497 -1.32
266002_at hypothetical protein predicted by gensc--- AT2G37310 1.51 0.60 5.08 0.001608 0.010499 -1.32
267611_at unknown protein SPX2 AT2G26660 2.09 1.07 5.08 0.001611 0.010512 -1.32
255913_at  kinase, putative similar to leaf rust res --- AT1G66980 1.38 0.47 5.08 0.001614 0.01053 -1.33
249513_at glucosyltransferase-like protein ; suppo--- AT5G38460 -1.48 -0.56 -5.08 0.001615 0.010531 -1.33
253485_at Expressed protein ; supported by full-leWRKY18 AT4G31800 2.45 1.29 5.08 0.00162 0.010562 -1.33



266206_at unknown protein  ; supported by full-le --- AT2G27730 1.70 0.77 5.07 0.001621 0.010566 -1.33
257217_at phosphoenolpyruvate carboxylase (PPATPPC3 AT3G14940 -1.77 -0.83 -5.07 0.001623 0.010577 -1.33
259015_at unknown protein similar to hypothetica --- AT3G07350 -2.85 -1.51 -5.07 0.001624 0.010577 -1.33
252862_at  putative L-ascorbate oxidase L-ascorb--- AT4G39830 2.98 1.58 5.07 0.001624 0.010577 -1.33
258399_at  early auxin-induced protein, IAA19 ideIAA19 AT3G15540 -4.28 -2.10 -5.07 0.001624 0.010578 -1.33
249636_at  beta-glucosidase -like protein prunasinBGLU42 AT5G36890 -1.51 -0.60 -5.07 0.001631 0.010618 -1.34
255733_at unknown protein similar to unknown pr --- AT1G25400 1.99 0.99 5.07 0.001634 0.010633 -1.34
250761_at ankyrin-like protein --- AT5G06050 -1.55 -0.63 -5.07 0.001635 0.010637 -1.34
258060_at protein phosphatase 2A regulatory subATB' DELTAAT3G26030 -1.42 -0.50 -5.07 0.001636 0.010638 -1.34
256070_at hypothetical protein predicted by gensc--- AT1G13730 -1.46 -0.54 -5.07 0.001637 0.010641 -1.34
257719_at unknown protein AtALMT9 AT3G18440 1.75 0.81 5.06 0.001641 0.010665 -1.34
260303_at  putative protein kinase similar to C-ter --- AT1G70520 2.35 1.24 5.06 0.001642 0.01067 -1.34
267197_at hypothetical protein predicted by gensc--- AT2G30960 -1.46 -0.55 -5.06 0.001644 0.010683 -1.35
254645_at putative protein --- AT4G18520 -1.56 -0.64 -5.06 0.001647 0.010696 -1.35
250017_at unknown protein --- AT5G18140 -1.95 -0.96 -5.06 0.001648 0.010704 -1.35
251035_at Expressed protein ; supported by full-le--- AT5G02220 -1.84 -0.88 -5.06 0.00165 0.010711 -1.35
264024_at hypothetical protein predicted by genef--- AT2G21180 2.21 1.15 5.06 0.001651 0.010711 -1.35
255305_at  putative ABC transporter similar to GuATABC1 AT4G04770 1.71 0.77 5.06 0.001652 0.01072 -1.35
250986_at putative protein --- AT5G02850 -1.48 -0.57 -5.05 0.001656 0.010741 -1.35
245756_at  hyoscyamine 6-dioxygenase hydroxyla--- AT1G35190 1.81 0.86 5.05 0.001657 0.010741 -1.35
260820_at  receptor protein kinase, putative simila--- AT1G06840 2.14 1.09 5.05 0.001658 0.010744 -1.35
263488_at hypothetical protein predicted by gensc--- AT2G31840 -1.71 -0.77 -5.05 0.001659 0.010749 -1.36
257047_at hypothetical protein predicted by gene --- AT3G19570 -1.78 -0.83 -5.05 0.00166 0.010754 -1.36
262050_at unknown protein ;supported by full-leng--- AT1G80130 -5.66 -2.50 -5.05 0.001662 0.010758 -1.36
246597_at  L-aspartate oxidase -like protein L-aspAO AT5G14760 3.72 1.90 5.05 0.001662 0.010758 -1.36
250005_at  putative protein predicted proteins, Ara--- AT5G18760 -1.43 -0.52 -5.05 0.001665 0.010774 -1.36
248819_at putative protein contains similarity to S--- AT5G47050 2.04 1.03 5.05 0.001666 0.010774 -1.36
259461_at unknown protein --- AT1G18900 1.93 0.95 5.05 0.001666 0.010774 -1.36
250208_at unknown protein  ;supported by full-lenanac084 AT5G14000 3.34 1.74 5.05 0.001666 0.010774 -1.36
255171_at hypothetical protein --- AT4G07990 1.44 0.53 5.05 0.001668 0.010785 -1.36
262900_at hypothetical protein contains similarity SNL5 AT1G59890 1.60 0.68 5.05 0.00167 0.010787 -1.36
252234_at putative protein  ; supported by full-len ATPSK4 AT3G49780 4.88 2.29 5.05 0.00167 0.010787 -1.36
267056_at hypothetical protein predicted by gensc--- AT2G32470 1.70 0.77 5.05 0.001669 0.010787 -1.36
247493_at  copine - like protein copine I, Homo saBON1 AT5G61900 2.19 1.13 5.05 0.00167 0.010787 -1.36
246269_at putative protein --- AT4G37110 -2.34 -1.22 -5.05 0.001673 0.010796 -1.36



247078_at unknown protein  ; supported by cDNA--- AT5G66000 -1.55 -0.64 -5.05 0.001673 0.010796 -1.36
253053_at  putative protein beta-ketoadipate enol --- AT4G37470 -1.69 -0.75 -5.05 0.001673 0.010796 -1.36
259659_at hypothetical protein contains similarity --- AT1G55170 1.76 0.81 5.04 0.001674 0.0108 -1.37
252412_at Expressed protein ; supported by full-le--- AT3G47295 -2.04 -1.03 -5.04 0.001675 0.010803 -1.37
257925_at unknown protein  ;supported by full-len--- AT3G23170 6.79 2.76 5.04 0.001678 0.010816 -1.37
245882_at  mitochondrial carrier-like protein mitocDIC3 AT5G09470 1.58 0.66 5.04 0.00168 0.010825 -1.37
246418_at  quinone oxidoreductase -like protein p--- AT5G16960 1.66 0.73 5.04 0.001682 0.01084 -1.37
260033_at  putative mutT protein contains Pfam pATNUDX1 AT1G68760 -1.59 -0.67 -5.04 0.001684 0.010846 -1.37
248064_at unknown protein --- AT5G55570 -2.75 -1.46 -5.04 0.001686 0.010854 -1.37
255778_at 3-phosphoserine phosphatase identicaPSP AT1G18640 -1.39 -0.47 -5.04 0.001686 0.010854 -1.37
245251_at calcineurin B-like protein 1 ; supported CBL1 AT4G17615 3.28 1.71 5.04 0.001688 0.010861 -1.37
262933_at  polyamine oxidase, putative similar to ATPAO4 AT1G65840 1.95 0.96 5.04 0.001688 0.010861 -1.37
264948_at  RNA helicase, putative similar to RNA--- AT1G77030 1.45 0.53 5.04 0.001688 0.010861 -1.37
251496_at  putative protein crp1 protein, involved --- AT3G59040 -1.43 -0.52 -5.04 0.001691 0.010873 -1.38
254791_at  SERINE CARBOXYPEPTIDASE I PR scpl20 AT4G12910 1.60 0.68 5.03 0.001695 0.010896 -1.38
245506_at glutaredoxin homolog --- AT4G15700 -2.47 -1.31 -5.03 0.001697 0.010907 -1.38
260607_at putative receptor protein kinase --- AT2G43700 1.70 0.76 5.03 0.001699 0.010919 -1.38
252375_at rac GTP binding protein Arac8  ; suppoROP10 AT3G48040 -1.55 -0.63 -5.03 0.0017 0.010921 -1.38
266598_at 3-methyl-2-oxobutanoate hydroxy-met KPHMT1 AT2G46110 -1.68 -0.74 -5.03 0.001701 0.010924 -1.38
253266_s_  putative protein predicted protein, Ara --- AT2G45260 / -1.60 -0.68 -5.03 0.001703 0.010931 -1.38
249780_at ubiquitin --- AT5G24240 1.63 0.71 5.03 0.00171 0.010973 -1.39
251254_at  putative protein anion exchanger 3, ca--- AT3G62270 1.62 0.70 5.02 0.00171 0.010974 -1.39
262195_at  allergen, putative similar to allergen (O--- AT1G78040 -2.53 -1.34 -5.02 0.001712 0.010979 -1.39
250680_at putative protein similar to unknown pro--- AT5G06570 -2.44 -1.29 -5.02 0.001713 0.010979 -1.39
256528_at  C2H2-type zinc finger protein, putativeZFP4 AT1G66140 1.85 0.88 5.02 0.001712 0.010979 -1.39
265132_at unknown protein  ; supported by cDNA--- AT1G23830 2.13 1.09 5.02 0.001714 0.010988 -1.39
259783_at  auxin-induced protein, putative similarSAUR68 AT1G29510 -6.70 -2.74 -5.02 0.001716 0.010997 -1.39
259173_at beta-glucosidase identical to beta-gluc BGLU25 AT3G03640 -2.08 -1.06 -5.02 0.001718 0.011007 -1.39
262780_at  putative cytochrome P450 monooxygeCYP71B28 AT1G13090 1.70 0.77 5.02 0.00172 0.011014 -1.39
266719_at MYB-related transcription factor (CCA1CCA1 AT2G46830 -1.67 -0.74 -5.02 0.001721 0.011017 -1.40
245788_at hypothetical protein similar to hypothet --- AT1G32120 / 2.58 1.36 5.02 0.001722 0.011018 -1.40
262871_at hypothetical protein predicted by gene --- AT1G65010 -3.41 -1.77 -5.02 0.001723 0.011024 -1.40
261883_at  protein kinase, putative similar to rece--- AT1G80870 -1.53 -0.62 -5.02 0.001724 0.01103 -1.40
263550_at Expressed protein ; supported by cDNA--- AT2G17033 -1.59 -0.67 -5.02 0.001727 0.011043 -1.40
253465_at  putative protein ATAC98, Arabidopsis --- AT4G32120 -1.67 -0.74 -5.02 0.001728 0.011043 -1.40



261087_at hypothetical protein similar to unknown--- AT1G17350 -1.88 -0.91 -5.02 0.001727 0.011043 -1.40
258094_at putative cytochrome P450 similar to G CYP72A15 AT3G14690 1.53 0.62 5.02 0.001728 0.011043 -1.40
261613_at abscisic acid responsive elements-bindABF1 AT1G49720 1.86 0.89 5.01 0.001731 0.011057 -1.40
252646_at  protein kinase-like protein protein kina--- AT3G44610 -1.44 -0.52 -5.01 0.001732 0.011058 -1.40
259830_at hypothetical protein predicted by gensc--- AT1G80630 -1.53 -0.61 -5.01 0.001733 0.011066 -1.40
246252_s_ patatin-like protein ;supported by full-lePLP1 AT4G37060 / 1.39 0.47 5.01 0.001734 0.011068 -1.40
246653_at  putative protein clathrin assembly prot--- AT5G35200 1.50 0.58 5.01 0.001736 0.011072 -1.40
257833_at  transcriptional regulator protein, putatiLWD2 AT3G26640 -1.40 -0.49 -5.01 0.001736 0.011072 -1.40
260477_at Ser/Thr protein kinase isolog --- AT1G11050 5.15 2.37 5.01 0.00174 0.011095 -1.41
246547_at  seed maturation -like protein seed ma --- AT5G14970 -1.73 -0.79 -5.01 0.00174 0.011095 -1.41
251494_at  protein kinase-like protein Pto kinase --- AT3G59350 -2.59 -1.37 -5.01 0.001744 0.011118 -1.41
247205_at unknown protein  ;supported by full-lenPROPEP2 AT5G64890 7.11 2.83 5.01 0.001747 0.011126 -1.41
254532_at  putative protein regulatory protein NPRNPR4 AT4G19660 1.94 0.96 5.01 0.001747 0.011126 -1.41
250511_at putative protein similar to unknown pro--- AT5G09960 -1.51 -0.59 -5.00 0.001749 0.011138 -1.41
264924_at RNA polymerase subunit identical to RATRPAC43 AT1G60620 1.43 0.52 5.00 0.00175 0.011141 -1.41
255365_at putative phosphofructokinase beta subMEE51 AT4G04040 1.45 0.53 5.00 0.001753 0.011154 -1.42
260369_at  60S ribosomal protein L34, putative si RPL34 AT1G69620 -1.76 -0.82 -5.00 0.001755 0.011166 -1.42
251656_at  putative protein N-ACETYLGLUCOSA--- AT3G57170 -1.51 -0.59 -5.00 0.001759 0.011192 -1.42
254919_at RING-H2 finger protein RHA1b  ;suppoRHA1B AT4G11360 1.93 0.95 5.00 0.001761 0.011194 -1.42
261676_at Expressed protein ; supported by full-le--- AT1G18480 1.64 0.71 5.00 0.00176 0.011194 -1.42
253088_at ferulate-5-hydroxylase (FAH1)  ; suppoFAH1 AT4G36220 2.44 1.29 5.00 0.001762 0.011196 -1.42
263924_at enolase (2-phospho-D-glycerate hydroLOS2 AT2G36530 2.44 1.28 5.00 0.001763 0.011201 -1.42
252095_at  epoxide hydrolase-like protein epoxide--- AT3G51000 1.64 0.71 5.00 0.001763 0.011201 -1.42
247212_at putative protein similar to unknown pro--- AT5G65040 1.41 0.50 4.99 0.001768 0.01123 -1.43
258588_s_  glyceraldehyde-3-phosphate dehydrogGAPC1 AT3G04120 2.32 1.21 4.99 0.001772 0.011252 -1.43
261304_at unknown protein ;supported by full-leng--- AT1G48440 -1.37 -0.45 -4.99 0.001774 0.011259 -1.43
254306_at putative protein  ; supported by cDNA: ATCES1 AT4G22330 -1.39 -0.47 -4.99 0.001778 0.011269 -1.43
264255_at  putative SF2/ASF splicing modulator, --- AT1G09140 1.73 0.79 4.99 0.001777 0.011269 -1.43
254620_at  pollen-specific protein - like 18.3K pro --- AT4G18590 -1.51 -0.60 -4.99 0.001777 0.011269 -1.43
253620_at  receptor-like kinase homolog somatic --- AT4G30520 -1.54 -0.63 -4.99 0.001777 0.011269 -1.43
252931_at  putative ubiquitin-dependent proteolyt --- AT4G38930 1.49 0.57 4.99 0.001778 0.011269 -1.43
252189_at  cyclin D3-like protein Nicotiana tabacuCYCD3;3 AT3G50070 -1.86 -0.89 -4.99 0.001779 0.011272 -1.43
263763_at Expressed protein ; supported by cDNA--- AT2G21385 -2.08 -1.05 -4.99 0.00178 0.011272 -1.43
252430_at  CHLOROPHYLL A-B BINDING PROTLHCA4 AT3G47470 -1.63 -0.70 -4.99 0.001782 0.011285 -1.43
253420_at  H+-transporting ATP synthase chain 9--- AT4G32260 -1.57 -0.65 -4.99 0.001783 0.011286 -1.43



254051_at putative protein other Arabidopsis puta--- AT4G25270 -1.49 -0.57 -4.99 0.001784 0.011288 -1.43
267539_at putative RING zinc finger protein  ; sup--- AT2G42030 -1.55 -0.63 -4.99 0.001784 0.011289 -1.44
252254_at hypothetical protein  ; supported by cDDMS3 AT3G49250 -1.41 -0.49 -4.99 0.001785 0.011289 -1.44
254350_at  putative protein hypothetical protein, c--- AT4G22280 -1.39 -0.47 -4.98 0.001788 0.011306 -1.44
263733_at  polyprotein, putative similar to polypro--- --- -1.35 -0.44 -4.98 0.00179 0.011318 -1.44
255638_at predicted protein of unknown function  --- AT4G00740 -1.70 -0.76 -4.98 0.001793 0.01133 -1.44
259428_at  MAP kinase, putative similar to MAP kATMPK11 AT1G01560 7.89 2.98 4.98 0.001793 0.011332 -1.44
245685_at Expressed protein ; supported by cDNAE2F1 AT5G22220 -1.39 -0.48 -4.98 0.001795 0.011336 -1.44
246247_at putative protein --- AT4G36640 3.45 1.79 4.98 0.001796 0.011341 -1.44
261438_at metallothionein-like protein identical to --- AT1G07590 / 1.41 0.50 4.98 0.001799 0.01136 -1.44
258113_at putative cytochrome P450 similar to G CYP72A11 AT3G14650 -1.92 -0.94 -4.98 0.001801 0.011368 -1.45
261450_s_  O-methyltransferase, putative similar t--- AT1G21110 / 18.80 4.23 4.98 0.001804 0.011384 -1.45
252421_at  endochitinase-like protein BASIC END--- AT3G47540 9.14 3.19 4.97 0.001807 0.011396 -1.45
249783_at calcium sensor homolog (gb|AAC2611SOS3 AT5G24270 2.31 1.21 4.97 0.001808 0.011396 -1.45
267153_at glutathione S-transferase identical to GATGSTF9 AT2G30860 1.75 0.81 4.97 0.001807 0.011396 -1.45
248091_at putative protein strong similarity to unkVTC5 AT5G55120 3.21 1.68 4.97 0.001808 0.011396 -1.45
262193_at  eukaryotic initiation factor 5 (eIF-5), pu--- AT1G77840 1.76 0.82 4.97 0.001809 0.011399 -1.45
266927_at  aquaporin (plasma membrane intrinsicPIP1B AT2G45960 -1.65 -0.72 -4.97 0.00181 0.011403 -1.45
250339_at  NADP dependent malic enzyme - like ATNADP-MEAT5G11670 1.70 0.77 4.97 0.001815 0.011428 -1.45
266896_at putative ATP-dependent RNA helicase--- AT2G45810 -1.38 -0.47 -4.97 0.001815 0.01143 -1.45
254869_at  protein kinase - like protein KI domain --- AT4G11890 2.52 1.33 4.97 0.001817 0.011438 -1.45
262177_at  isochorismate synthase (icsI) identica EDS16 AT1G74710 3.34 1.74 4.97 0.001819 0.011446 -1.46
255447_at  hypothetical protein similar to A. thalia--- AT4G02790 -2.09 -1.06 -4.97 0.001825 0.011481 -1.46
247285_at putative protein similar to unknown pro--- AT5G64400 1.44 0.52 4.96 0.001827 0.011491 -1.46
256147_at hypothetical protein predicted by gene --- AT1G55080 1.65 0.72 4.96 0.001828 0.011491 -1.46
254872_at putative protein several hypothetical pr--- AT4G11560 1.43 0.52 4.96 0.001828 0.011493 -1.46
266799_at unknown protein ATPSK2 AT2G22860 2.17 1.12 4.96 0.001839 0.011554 -1.47
262170_at hypothetical protein predicted by gene --- AT1G74940 -1.84 -0.88 -4.96 0.00184 0.011555 -1.47
251610_at  putative protein hypothetical protein T --- AT3G57930 -3.40 -1.77 -4.96 0.00184 0.011555 -1.47
253462_at  synaptobrevin-like protein synaptobrevATVAMP711AT4G32150 1.60 0.68 4.96 0.00184 0.011555 -1.47
246398_at  auxin-induced basic helix-loop-helix tr --- AT1G58100 -1.36 -0.44 -4.96 0.001842 0.011556 -1.47
266845_at unknown protein --- AT2G26110 -1.94 -0.95 -4.96 0.001841 0.011556 -1.47
247925_at TCH4 protein (gb|AAA92363.1)  ; suppTCH4 AT5G57560 -5.37 -2.43 -4.96 0.001843 0.011559 -1.47
261265_at hypothetical protein predicted by gensc--- AT1G26800 -2.03 -1.02 -4.96 0.001843 0.011559 -1.47
245031_at putative mitochondrial carrier protein --- AT2G26360 -1.40 -0.48 -4.96 0.001846 0.011573 -1.47



247835_at putative protein similar to unknown pro--- AT5G57910 2.20 1.14 4.95 0.001851 0.011601 -1.48
253516_at hypothetical protein --- AT4G31360 -1.86 -0.90 -4.95 0.001854 0.011615 -1.48
264781_at putative plastid RNA polymerase sigmaSIG2 AT1G08540 -1.72 -0.78 -4.95 0.001855 0.011623 -1.48
257547_at hypothetical protein predicted by gensc--- AT3G13000 -2.93 -1.55 -4.95 0.001856 0.011624 -1.48
250021_at casein kinase-like protein --- AT5G18190 -1.35 -0.44 -4.95 0.001857 0.011625 -1.48
245501_at hypothetical protein --- AT4G15620 2.48 1.31 4.95 0.001857 0.011625 -1.48
245755_at hypothetical protein predicted by gene --- AT1G35210 10.66 3.41 4.95 0.001858 0.011628 -1.48
260857_at unknown protein contains Pfam profile LYM1 AT1G21880 -2.54 -1.34 -4.95 0.00186 0.011634 -1.48
266464_at glutathione-conjugate transporter AtMRATMRP4 AT2G47800 7.40 2.89 4.95 0.001861 0.011634 -1.48
261481_at  nucleoside triphosphatase, putative si --- AT1G14260 1.67 0.74 4.95 0.00186 0.011634 -1.48
262616_at  oxidoreductase, putative contains Pfa --- AT1G06620 2.20 1.14 4.95 0.001865 0.011654 -1.48
251302_at  RAV-like protein DNA-binding protein NGA2 AT3G61970 -1.36 -0.44 -4.95 0.001865 0.011654 -1.48
266331_at  putative RGA1, giberellin repsonse moRGA1 AT2G01570 -1.62 -0.70 -4.95 0.001866 0.011655 -1.48
250711_at cell division related protein-like --- AT5G06110 1.47 0.56 4.94 0.001867 0.011663 -1.48
245133_at putative nucleotide sugar epimerase GAE4 AT2G45310 -1.89 -0.92 -4.94 0.00187 0.011672 -1.49
265595_at 26S proteasome subunit 4  ;supported --- AT2G20140 -1.61 -0.68 -4.94 0.00187 0.011672 -1.49
249726_at unknown protein --- AT5G35480 -2.04 -1.03 -4.94 0.00187 0.011672 -1.49
245411_at hypothetical protein --- AT4G17240 -2.00 -1.00 -4.94 0.001872 0.011677 -1.49
257923_at hypothetical protein predicted by gensc--- AT3G23160 2.84 1.51 4.94 0.001874 0.01168 -1.49
267033_at unknown protein  ;supported by full-len--- AT2G38450 1.37 0.45 4.94 0.001874 0.01168 -1.49
245084_at putative MYB family transcription facto AtMYB70 AT2G23290 -2.00 -1.00 -4.94 0.001874 0.01168 -1.49
267609_at unknown protein similar to GP|522127 --- AT2G26780 1.34 0.42 4.94 0.001875 0.01168 -1.49
265965_at putative glutamate/ornithine acetyltrans--- AT2G37500 -1.52 -0.60 -4.94 0.001875 0.01168 -1.49
253710_at  putative protein hypothetical protein F anac075 AT4G29230 1.62 0.70 4.94 0.001875 0.01168 -1.49
258226_at  putative phospholipase D similar to phPLDALPHA1AT3G15730 -1.50 -0.58 -4.94 0.001876 0.011684 -1.49
246809_s_  SAR DNA-binding protein - like SAR D--- AT5G27120 / 1.36 0.44 4.94 0.001883 0.011719 -1.49
245059_at unknown protein  ;supported by full-lenRHC2A AT2G39720 -1.41 -0.49 -4.94 0.001883 0.011719 -1.49
262176_at  3-ketoacyl-ACP synthase, putative simFAB1 AT1G74960 -1.60 -0.67 -4.94 0.001883 0.011719 -1.49
254847_at  putative phospholipase D-gamma phoPLDGAMMAAT4G11850 2.68 1.42 4.94 0.001886 0.011731 -1.50
266402_at hypothetical protein predicted by genef--- AT2G38780 -1.89 -0.92 -4.93 0.001888 0.011738 -1.50
251181_at  putative protein pectinesterase homolo--- AT3G62820 1.67 0.74 4.93 0.001889 0.011743 -1.50
249558_at hypothetical protein --- AT5G38310 4.01 2.00 4.93 0.00189 0.011744 -1.50
256920_at hypothetical protein predicted by gene --- AT3G18980 -1.40 -0.48 -4.93 0.001891 0.01175 -1.50
247427_at putative protein similar to unknown pro--- AT5G62580 -2.05 -1.03 -4.93 0.001892 0.011753 -1.50
248433_at putative protein strong similarity to unk--- AT5G51400 -1.43 -0.51 -4.93 0.001895 0.011767 -1.50



262394_at unknown protein emb1273 AT1G49510 -1.88 -0.91 -4.93 0.001895 0.011767 -1.50
265268_at putative protein kinase contains a prote--- AT2G42960 -1.49 -0.57 -4.93 0.001897 0.011777 -1.50
250738_at anthranilate synthase component I-1 p ASA1 AT5G05730 3.48 1.80 4.93 0.001899 0.011783 -1.50
253900_at translation initiation factor  ; supported --- AT4G27130 1.47 0.55 4.93 0.001901 0.01179 -1.50
259164_at  hypothetical protein contains bromodoATBET10 AT3G01770 1.73 0.79 4.93 0.001901 0.01179 -1.50
244972_at PSII 47KDa protein --- --- -2.77 -1.47 -4.93 0.001902 0.01179 -1.50
251178_at  cytokinin oxidase -like protein cytokini CKX6 AT3G63440 -2.43 -1.28 -4.93 0.001904 0.011799 -1.51
250034_at apyrase (gb|AAF00612.1)  ; supported ATAPY2 AT5G18280 -1.55 -0.63 -4.93 0.001904 0.011801 -1.51
254448_at  fatty acid hydroxylase - like protein fat FAH2 AT4G20870 -3.14 -1.65 -4.93 0.001907 0.011812 -1.51
251962_at plasma membrane intrinsic protein 2a  PIP2A AT3G53420 -2.03 -1.02 -4.93 0.001908 0.011812 -1.51
256112_at  guanine nucleotide regulatory protein, ATRABA1B AT1G16920 -3.06 -1.61 -4.93 0.001908 0.011812 -1.51
254857_at  putative protein acetylcholine regulatoSEC1B AT4G12120 1.56 0.64 4.92 0.001908 0.011813 -1.51
252280_at  SF16 -like protein SF16 protein, polleniqd21 AT3G49260 -2.76 -1.46 -4.92 0.001911 0.011822 -1.51
247977_at putative protein similar to unknown pro--- AT5G56850 -1.73 -0.79 -4.92 0.00191 0.011822 -1.51
252289_at  putative protein pre-mRNA splicing fac--- AT3G49130 1.83 0.87 4.92 0.001911 0.011822 -1.51
251056_at  putative protein KIAA1303 protein - HoRAPTOR2 AT5G01770 1.64 0.72 4.92 0.001913 0.011829 -1.51
247996_at putative protein contains similarity to G--- AT5G56170 -1.99 -1.00 -4.92 0.001919 0.011863 -1.51
247368_at putative protein contains similarity to k --- AT5G63320 1.60 0.68 4.92 0.001923 0.011887 -1.52
262290_at Expressed protein ; supported by full-le--- AT1G70985 -1.79 -0.84 -4.92 0.001925 0.011893 -1.52
267490_at putative receptor-like protein kinase --- AT2G19130 2.17 1.12 4.92 0.001926 0.011896 -1.52
259257_at unknown protein  ;supported by full-len--- AT3G07760 1.56 0.64 4.91 0.001931 0.011921 -1.52
254108_at putative protein RIN2 AT4G25230 1.57 0.65 4.91 0.001931 0.011921 -1.52
264448_at putative sensory transduction histidine AHK3 AT1G27320 1.39 0.48 4.91 0.001933 0.011926 -1.52
251411_at regulatory subunit of protein kinase CKCKB3 AT3G60250 -1.53 -0.61 -4.91 0.001933 0.011926 -1.52
254236_at  putative protein VSG expression site-a--- AT4G23840 -1.45 -0.53 -4.91 0.001936 0.01194 -1.52
260413_at hypothetical protein predicted by genef--- AT1G69800 1.72 0.78 4.91 0.001939 0.011955 -1.53
253971_at  fructose-bisphosphate aldolase - like p--- AT4G26530 -2.32 -1.21 -4.91 0.001939 0.011955 -1.53
252834_at  putative protein RING-H2 zinc finger p--- AT4G40070 -2.24 -1.16 -4.91 0.001943 0.011976 -1.53
263864_at hypothetical protein predicted by genscCPZ AT2G04530 -1.51 -0.59 -4.91 0.001945 0.011984 -1.53
259050_at hypothetical protein similar to GB:AAC --- AT3G03356 / 1.35 0.43 4.91 0.001947 0.011992 -1.53
264726_at Expressed protein ; supported by full-le--- AT1G22985 1.67 0.74 4.91 0.001948 0.011994 -1.53
253669_at  dihydropteroate synthase-like protein --- AT4G30000 -1.44 -0.53 -4.91 0.001949 0.011997 -1.53
259641_at  putative protease similar to protease I --- AT1G69020 -1.61 -0.69 -4.91 0.00195 0.012 -1.53
253188_at  putative sugar transporter protein sugaTMT2 AT4G35300 -1.52 -0.61 -4.91 0.00195 0.012 -1.53
266478_at putative cysteinyl-tRNA synthetase ; suSYCO ARATAT2G31170 -1.87 -0.91 -4.90 0.001952 0.012006 -1.53



267233_s_ unknown protein --- AT2G43910 / -1.79 -0.84 -4.90 0.001952 0.012006 -1.53
259932_at  zinc finger protein, putative similar to GSTOP1 AT1G34370 1.51 0.59 4.90 0.001954 0.01201 -1.53
261164_at hypothetical protein ;supported by full- --- AT1G34470 -1.52 -0.60 -4.90 0.001954 0.01201 -1.53
251847_at tryptophan synthase alpha chain ; suppTSA1 AT3G54640 5.57 2.48 4.90 0.00196 0.01204 -1.54
256943_at hypothetical protein similar to hypothet --- AT3G18910 -1.41 -0.50 -4.90 0.00196 0.01204 -1.54
258409_at hypothetical protein similar to GB:AAB --- AT3G17640 -2.12 -1.09 -4.90 0.00196 0.01204 -1.54
255071_at  putative protein putative chloroplast 31--- AT4G09040 -1.52 -0.61 -4.90 0.001961 0.01204 -1.54
264774_at unknown protein --- AT1G22890 2.71 1.44 4.90 0.001965 0.012062 -1.54
255786_at unknown protein contains similarity to cATCLH1 AT1G19670 2.65 1.41 4.90 0.001966 0.012066 -1.54
248391_at putative protein similar to unknown pro--- AT5G52030 -1.51 -0.60 -4.90 0.001968 0.012071 -1.54
248063_at RNA-binding protein-like  ; supported b--- AT5G55550 -1.44 -0.53 -4.90 0.001969 0.012074 -1.54
261354_at unknown protein ; supported by cDNA:atnudt3 AT1G79690 1.48 0.56 4.90 0.001971 0.012087 -1.54
267481_at putative receptor-like protein kinase --- AT2G02780 -2.69 -1.43 -4.90 0.001972 0.012087 -1.54
251594_at  putative protein DOC4, Mus musculus--- AT3G57630 3.35 1.74 4.89 0.001976 0.012109 -1.55
245270_at tubulin alpha-6 chain (TUA6) ; supporteTUA6 AT4G14960 -2.14 -1.10 -4.89 0.00198 0.012127 -1.55
250524_at putative protein contains similarity to I- --- AT5G08520 -1.44 -0.52 -4.89 0.00198 0.012127 -1.55
258398_at thioredoxin m4 identical to GB:AAF159TRX-M4 AT3G15360 -1.41 -0.50 -4.89 0.00198 0.012127 -1.55
246863_at  nodulin - like protein early nodulin N93--- AT5G25940 2.30 1.20 4.89 0.001983 0.012133 -1.55
258850_at putative cellulose synthase catalytic suCSLD3 AT3G03050 -1.50 -0.58 -4.89 0.001983 0.012133 -1.55
265347_at similar to mammalian MHC III region p SUVH6 AT2G22740 -1.37 -0.45 -4.89 0.001983 0.012133 -1.55
250011_at  putative protein crp1 protein, maize, P--- AT5G18475 -1.41 -0.50 -4.89 0.001984 0.012133 -1.55
259922_at  protein phosphatase 2C (AtP2C-HA) i HAB1 AT1G72770 1.83 0.87 4.89 0.001984 0.012134 -1.55
256185_at dof zinc finger protein identical to dof zADOF1 AT1G51700 3.23 1.69 4.89 0.001987 0.012147 -1.55
247813_at NADP-dependent malate dehydrogena--- AT5G58330 -1.48 -0.57 -4.89 0.00199 0.012163 -1.55
255558_at P II nitrogen sensing protein GLB I  ; s GLB1 AT4G01900 -1.54 -0.62 -4.89 0.001993 0.01217 -1.56
249299_at  E2, ubiquitin-conjugating enzyme 4 (UUBC4 AT5G41340 -1.60 -0.68 -4.89 0.001992 0.01217 -1.56
256129_at  calcium-binding protein, putative simila--- AT1G18210 2.02 1.01 4.89 0.001993 0.01217 -1.56
257660_at unknown protein  ; supported by cDNAWIP3 AT3G13360 -1.38 -0.46 -4.89 0.001993 0.01217 -1.56
266682_at putative disease resistance protein --- AT2G19780 -2.00 -1.00 -4.88 0.001997 0.012187 -1.56
258575_at putative O-linked GlcNAc transferase sSEC AT3G04240 1.44 0.52 4.88 0.001999 0.012197 -1.56
258876_at putative ADP-ribosylation factor similarATARFB1C AT3G03120 1.39 0.48 4.88 0.001999 0.012198 -1.56
263536_at putative WRKY-type DNA binding proteWRKY60 AT2G25000 2.47 1.30 4.88 0.002001 0.012202 -1.56
267029_at unknown protein ATIREG1 AT2G38460 -1.58 -0.66 -4.88 0.002005 0.012224 -1.56
251972_at  nodulin / glutamate-ammonia ligase - --- AT3G53170 -1.53 -0.61 -4.88 0.002007 0.012234 -1.56
265345_at copia-like retroelement pol polyprotein --- AT2G22680 1.45 0.54 4.88 0.002008 0.012235 -1.56



251641_at  protease-like protein INSULIN-DEGRA--- AT3G57470 -1.75 -0.81 -4.88 0.00201 0.012243 -1.57
257180_at  sun protein (fmu protein), putative sim--- AT3G13180 -1.63 -0.71 -4.88 0.00201 0.012243 -1.57
253140_at RING-H2 finger protein RHA3b  ;suppoRHA3B AT4G35480 1.63 0.70 4.88 0.002014 0.012265 -1.57
248552_at RNA-binding protein-like  ; supported b--- AT5G50250 -1.48 -0.56 -4.87 0.00202 0.012298 -1.57
260394_at putative transcription factor similar to OMYB122 AT1G74080 6.98 2.80 4.87 0.002021 0.012299 -1.57
251559_at  putative protein hypothetical protein T --- AT3G58010 -1.67 -0.74 -4.87 0.002021 0.012299 -1.57
260858_at hypothetical protein predicted by gene --- AT1G43770 1.48 0.57 4.87 0.002023 0.0123 -1.57
262717_s_ putative cytochrome P450 similar to gbCYP79F2 AT1G16400 / -1.81 -0.86 -4.87 0.002022 0.0123 -1.57
264379_at hypothetical protein predicted by grail --- AT2G25200 -2.12 -1.08 -4.87 0.002025 0.012314 -1.57
264653_at  unknown protein Contains similarity toAMI1 AT1G08980 -1.75 -0.81 -4.87 0.002029 0.012326 -1.58
263846_at putative RNA polymerase sigma-70 facSIGF AT2G36990 -1.77 -0.83 -4.87 0.002029 0.012326 -1.58
261454_at hypothetical protein predicted by gene --- AT1G21090 -1.51 -0.59 -4.87 0.002029 0.012326 -1.58
250248_at transporter-like protein ZIF1 AT5G13740 -2.35 -1.23 -4.87 0.002033 0.012349 -1.58
256455_at unknown protein ;supported by full-leng--- AT1G75190 -1.46 -0.55 -4.87 0.002035 0.012355 -1.58
262505_at  unknown protein ESTs gb|N96028, gb--- AT1G21680 1.56 0.64 4.87 0.002038 0.012367 -1.58
254901_at  serine/threonine kinase-like protein (fr --- AT4G11530 1.47 0.56 4.87 0.002038 0.012367 -1.58
253974_at  receptor protein kinase - like protein C--- AT4G26540 -2.14 -1.10 -4.86 0.00204 0.012372 -1.58
247918_at putative protein contains similarity to p --- AT5G57610 1.64 0.71 4.86 0.00204 0.012372 -1.58
266407_at putative elongation factor TFIIS AT2G38560 1.45 0.54 4.86 0.002041 0.012377 -1.58
252512_at  receptor protein kinase -like receptor-l --- AT3G46290 -1.46 -0.55 -4.86 0.002043 0.012386 -1.58
249423_at Expressed protein ; supported by full-le--- AT5G39785 1.66 0.73 4.86 0.002045 0.012391 -1.58
258453_at  RNA polymerase I, II and III 24.3 kDa NRPB5 AT3G22320 1.39 0.48 4.86 0.002046 0.012393 -1.58
251840_at  protein disulfide-isomerase-like proteinATPDIL1-3 AT3G54960 2.16 1.11 4.86 0.002049 0.012413 -1.59
246501_at  putative protein KIAA1012 protein - Ho--- AT5G16280 -1.46 -0.54 -4.86 0.002051 0.01242 -1.59
259626_at  bZIP transcription factor, putative contATBZIP60 AT1G42990 4.15 2.05 4.86 0.002054 0.012432 -1.59
250847_at  putative protein predicted protein, Ara --- AT5G04480 -2.21 -1.15 -4.86 0.002057 0.01245 -1.59
257337_at NADH dehydrogenase subunit 5 (nad5--- --- 2.33 1.22 4.86 0.002058 0.012454 -1.59
250923_at putative protein  ; supported by full-len CDC25 AT5G03455 1.61 0.68 4.86 0.002059 0.012454 -1.59
253212_s_  xanthine dehydrogenase - like protein XDH1 AT4G34890 / 1.67 0.74 4.86 0.002059 0.012454 -1.59
256575_at  dTDP-glucose 4,6-dehydratase, putat RHM3 AT3G14790 -1.73 -0.79 -4.86 0.002062 0.012463 -1.59
251712_at  putative protein non-consensus TT do--- AT3G56120 -1.38 -0.47 -4.85 0.002063 0.012472 -1.59
262772_at puative calcium-transporting ATPase sACA.l AT1G13210 2.21 1.14 4.85 0.002066 0.012481 -1.60
251810_at  putative protein predicted pectate-lyas--- AT3G55250 -1.65 -0.72 -4.85 0.002072 0.012514 -1.60
264756_at  receptor protein kinase (IRK1), putativ--- AT1G61370 4.21 2.07 4.85 0.002075 0.012528 -1.60
250950_at putative protein ATEXO70A1AT5G03540 / -1.61 -0.69 -4.85 0.002078 0.012545 -1.60



249049_at tubulin beta-4 chain (sp|P24636)  ; supTUB4 AT5G44340 -1.77 -0.83 -4.85 0.002079 0.012548 -1.60
252613_at  putative protein hypothetical protein A --- AT3G45190 1.38 0.46 4.85 0.002085 0.012581 -1.61
251304_at putative protein several O-methyltransf--- AT3G61990 3.73 1.90 4.84 0.002088 0.012588 -1.61
256819_at unknown protein contains Pfam profile --- AT3G21390 -1.44 -0.52 -4.84 0.002087 0.012588 -1.61
251264_at  multifunctional aminoacyl-tRNA ligase--- AT3G62120 -1.42 -0.50 -4.84 0.002087 0.012588 -1.61
253879_s_  UDP rhamnose--anthocyanidin-3-gluc --- AT4G27560 / -2.26 -1.18 -4.84 0.002089 0.01259 -1.61
265852_at putative RING zinc finger protein --- AT2G42350 2.01 1.01 4.84 0.002089 0.01259 -1.61
253238_at putative protein (fragment) --- AT4G34480 -1.57 -0.65 -4.84 0.00209 0.012593 -1.61
261426_at unknown protein contains similarity to --- AT1G18680 -1.42 -0.50 -4.84 0.002091 0.012593 -1.61
249974_at  putative protein predicted proteins, Ara--- AT5G18780 2.18 1.13 4.84 0.002092 0.012595 -1.61
251456_at beta-glucosidase-like protein several bBGLU27 AT3G60120 27.32 4.77 4.84 0.002094 0.012606 -1.61
261719_at hypothetical protein similar to hypothet --- AT1G18390 3.29 1.72 4.84 0.002095 0.012609 -1.61
255483_at  putative glycosyltransferase similar to XT2 AT4G02500 -1.76 -0.81 -4.84 0.002099 0.012627 -1.61
265842_at putative AP2 domain transcription factoERF38 AT2G35700 -2.33 -1.22 -4.84 0.002104 0.012653 -1.62
254103_at putative protein  ;supported by full-leng--- AT4G25030 2.68 1.42 4.83 0.002116 0.012727 -1.62
257844_at  prolyl 4-hydroxylase, putative similar t --- AT3G28480 1.70 0.76 4.83 0.002117 0.012728 -1.62
259860_at putative protein kinase similar to leucin--- AT1G80640 -1.73 -0.79 -4.83 0.00212 0.012745 -1.62
245334_at Expressed protein ; supported by full-leRALFL33 AT4G15800 -2.24 -1.16 -4.83 0.002122 0.012752 -1.62
249459_at peroxidase ATP24a --- AT5G39580 8.58 3.10 4.83 0.002123 0.012752 -1.63
264926_at  cytochrome b5, putative similar to cytoCB5LP AT1G60660 -1.47 -0.56 -4.83 0.002125 0.01276 -1.63
262686_at  proteasome regulatory subunit S3, pu --- AT1G75990 -1.55 -0.63 -4.83 0.002126 0.012766 -1.63
256680_at unknown protein ; supported by full-len--- AT3G52230 -1.75 -0.81 -4.83 0.002131 0.012792 -1.63
259808_at hypothetical protein contains Pfam pro --- AT1G49790 -1.38 -0.46 -4.82 0.002134 0.012809 -1.63
253535_at  putaive DNA-binding protein DNA-bindWRKY11 AT4G31550 4.29 2.10 4.82 0.002135 0.012809 -1.63
260448_at hypothetical protein predicted by gensc--- AT1G72410 -1.53 -0.62 -4.82 0.002141 0.012843 -1.63
259730_at unknown protein similar to hypothetica --- AT1G77660 2.83 1.50 4.82 0.002147 0.012867 -1.64
266414_at mevalonate diphosphate decarboxylasMVD1 AT2G38700 -1.50 -0.59 -4.82 0.002147 0.012867 -1.64
262951_at  nodulin-like protein similar to MtN21 G--- AT1G75500 -1.65 -0.72 -4.82 0.002148 0.012867 -1.64
258655_at putative isocitrate dehydrogenase (NA --- AT3G09810 1.72 0.79 4.82 0.002146 0.012867 -1.64
254457_at  putative protein various predicted prot --- AT4G21170 1.66 0.73 4.82 0.002149 0.012869 -1.64
260645_at hypothetical protein predicted by gene TTL1 AT1G53300 -1.99 -0.99 -4.82 0.00215 0.012869 -1.64
252350_at  ataxia-telangiectasia mutated protein AATM AT3G48190 -1.39 -0.48 -4.82 0.002149 0.012869 -1.64
254289_at  putative protein predicted protein, Ara --- AT4G22980 5.17 2.37 4.82 0.002151 0.012873 -1.64
252365_at Expressed protein ; supported by full-le--- AT3G48350 -2.56 -1.36 -4.82 0.002154 0.012891 -1.64
249690_at acyl-peptide hydrolase-like --- AT5G36210 -1.44 -0.53 -4.81 0.002156 0.0129 -1.64



248868_at putative protein similar to unknown pro--- AT5G46780 2.38 1.25 4.81 0.002159 0.01291 -1.64
245778_at  RNA-binding glycine-rich protein, puta--- AT1G73530 -1.75 -0.81 -4.81 0.002162 0.012927 -1.65
260176_at unknown protein similar to Pi starvation--- AT1G71950 -1.51 -0.59 -4.81 0.002167 0.012955 -1.65
252411_at  putative protein PMP31 protein - CandPEX11B AT3G47430 2.23 1.15 4.81 0.00217 0.012964 -1.65
248812_at palmitoyl-protein thioesterase precurso--- AT5G47330 -4.26 -2.09 -4.81 0.002171 0.012964 -1.65
249705_at serine/threonine protein kinase-like --- AT5G35580 1.80 0.85 4.81 0.002171 0.012964 -1.65
249197_at putative protein contains similarity to caCML37 AT5G42380 13.62 3.77 4.81 0.002171 0.012964 -1.65
261224_at subtilisin-like serine protease similar toATSBT5.2 AT1G20160 -2.79 -1.48 -4.81 0.002172 0.012966 -1.65
254827_at  putative protein KIAA0255 gene, Hom--- AT4G12650 -1.50 -0.58 -4.81 0.002177 0.012992 -1.65
263542_at putative protein transport protein SEC2--- AT2G21630 -1.73 -0.79 -4.81 0.002178 0.012996 -1.65
253768_at putative protein --- AT4G28550 1.82 0.87 4.80 0.002182 0.013013 -1.65
261913_at  flavin-containing monooxygenase FMOFMO GS-OXAT1G65860 -2.45 -1.29 -4.80 0.002183 0.013015 -1.66
251406_at  putative protein various predicted prot --- AT3G60260 -2.01 -1.01 -4.80 0.002185 0.013022 -1.66
252363_at  lipase - like protein lipase Arab-1, Ara --- AT3G48460 -3.26 -1.70 -4.80 0.002185 0.013022 -1.66
266205_s_ putative dTDP-glucose 4-6-dehydratasAXS2 AT1G08200 / -1.56 -0.64 -4.80 0.002186 0.013023 -1.66
256781_at  dirigent protein, putative similar to dirig--- AT3G13650 16.83 4.07 4.80 0.002188 0.013036 -1.66
254592_at  heat shock transcription factor - like prHSF A4A AT4G18880 3.30 1.72 4.80 0.002191 0.013047 -1.66
251781_at  P-glycoprotein - like P-glycoprotein (p PGP20 AT3G55320 1.48 0.56 4.80 0.002192 0.013049 -1.66
264177_at hypothetical protein contains Pfam pro --- AT1G02150 -1.45 -0.54 -4.80 0.002199 0.013088 -1.66
245781_at  S-ribonuclease binding protein SBP1, SBP1 AT1G45976 1.58 0.66 4.80 0.0022 0.01309 -1.66
253629_at  glycine-rich protein glycine-rich cell wa--- AT4G30450 -1.60 -0.68 -4.80 0.002201 0.013097 -1.66
253054_at probable N-acetyltransferase hooklessHLS1 AT4G37580 -1.44 -0.53 -4.80 0.002204 0.013109 -1.67
246028_at AKIN beta1  ; supported by full-length c--- AT5G21170 -1.84 -0.88 -4.79 0.002205 0.013112 -1.67
AFFX-r2-At  Arabidopsis thaliana /REF=U84969 /D--- --- 1.33 0.42 4.79 0.002206 0.013112 -1.67
248191_at putative protein similar to unknown pro--- AT5G54130 1.55 0.63 4.79 0.002207 0.013118 -1.67
247029_at TINY-like protein --- AT5G67190 -1.67 -0.74 -4.79 0.002209 0.013127 -1.67
266628_at unknown protein --- AT2G35330 1.38 0.47 4.79 0.002215 0.013156 -1.67
266599_at unknown protein --- AT2G46100 -1.41 -0.50 -4.79 0.002219 0.013174 -1.67
263157_at  aldehyde dehydrogenase homolog, puALDH7B4 AT1G54100 1.99 1.00 4.79 0.002219 0.013174 -1.67
254238_at  putative protein probable membrane p--- AT4G23540 1.63 0.71 4.79 0.002223 0.013193 -1.68
245567_at germin precursor oxalate oxidase GLP9 AT4G14630 5.00 2.32 4.79 0.002223 0.013193 -1.68
260582_at hypothetical protein predicted by genef--- AT2G47200 1.53 0.61 4.79 0.002226 0.013207 -1.68
253977_at putative protein various Caenorhabditis--- AT4G26630 1.78 0.83 4.78 0.00223 0.013224 -1.68
246288_at unknown protein --- AT1G31850 -1.67 -0.74 -4.78 0.00223 0.013224 -1.68
246237_at putative protein --- AT4G36390 -1.54 -0.63 -4.78 0.002233 0.013234 -1.68



248500_at unknown protein --- AT5G50410 -1.58 -0.66 -4.78 0.002235 0.013243 -1.68
261534_at unknown protein ;supported by full-lengPEX11C AT1G01820 1.39 0.47 4.78 0.00224 0.01327 -1.68
266595_at hypothetical protein predicted by genscGC4 AT2G46180 -1.52 -0.60 -4.78 0.002242 0.013278 -1.68
251230_at beta-glucosidase-like protein several bBGLU8 AT3G62750 -1.38 -0.47 -4.78 0.002242 0.013278 -1.68
263545_at unknown protein --- AT2G21560 2.53 1.34 4.78 0.002244 0.013283 -1.69
253201_at  putative ribosomal protein S16 ribosomSSR16 AT4G34620 -1.46 -0.54 -4.78 0.002244 0.013283 -1.69
258276_at putative signal peptidase 21kDa subun--- AT3G15710 -1.58 -0.66 -4.78 0.002245 0.013286 -1.69
257727_at unknown protein --- AT3G18380 -1.44 -0.53 -4.78 0.002248 0.013298 -1.69
258373_at 20S proteasome subunit PAE2 identicaPAE2 AT3G14290 -1.45 -0.53 -4.78 0.002252 0.01332 -1.69
259562_at hypothetical protein ; supported by cDN--- AT1G21200 1.48 0.57 4.78 0.002254 0.013323 -1.69
262490_at hypothetical protein predicted by genscUREF AT1G21840 -1.60 -0.68 -4.78 0.002254 0.013323 -1.69
245363_at hypothetical protein ;supported by full- --- AT4G15120 3.57 1.84 4.77 0.002257 0.013335 -1.69
265272_at unknown protein ARF10 AT2G28350 1.73 0.79 4.77 0.002258 0.013341 -1.69
260260_at  putative reductase similar to cinnamoy--- AT1G68540 -1.65 -0.73 -4.77 0.002262 0.013359 -1.69
257227_at monodehydroascorbate reductase sim MDAR4 AT3G27820 1.49 0.57 4.77 0.002264 0.013369 -1.70
250132_at putative protein similar to unknown proKAN AT5G16560 -2.12 -1.09 -4.77 0.002265 0.013371 -1.70
247166_at unknown protein --- AT5G65840 -2.11 -1.07 -4.77 0.002267 0.013381 -1.70
254658_at  putative protein predicted gene M02B7--- AT4G18230 -1.46 -0.54 -4.77 0.002274 0.013418 -1.70
256576_at  zinc finger protein (PMZ), putative ide PMZ AT3G28210 3.52 1.82 4.77 0.002277 0.013434 -1.70
253486_at  putative protein KIAA0260 gene, huma--- AT4G31600 -1.46 -0.55 -4.77 0.002279 0.013438 -1.70
250867_at  putative protein predicted protein, Ara --- AT5G03880 -1.77 -0.82 -4.77 0.002279 0.013438 -1.70
259431_at  plasma membrane intrinsic protein 1c PIP1C AT1G01620 -4.55 -2.18 -4.76 0.002281 0.013443 -1.70
259067_at  F-box protein family, AtFBL12 contain --- AT3G07550 -1.40 -0.48 -4.76 0.002282 0.013447 -1.70
266782_at putative ligand-gated ion channel proteATGLR2.7 AT2G29120 -1.43 -0.52 -4.76 0.002289 0.013483 -1.71
256424_at unknown protein ;supported by full-leng--- AT1G33490 1.45 0.54 4.76 0.002289 0.013484 -1.71
261585_at  NAC domain protein, putative similar tANAC001 AT1G01010 1.90 0.92 4.76 0.002294 0.013509 -1.71
259817_at hypothetical protein predicted by gene --- AT1G49880 -1.46 -0.55 -4.76 0.002297 0.013522 -1.71
250627_at putative amidase --- AT5G07360 1.57 0.65 4.76 0.0023 0.013538 -1.71
250513_at protein kinase  ;supported by full-lengt --- AT5G09890 -1.45 -0.54 -4.76 0.002303 0.013544 -1.71
248689_at SCARECROW gene regulator-like  ; suPAT1 AT5G48150 1.58 0.66 4.76 0.002303 0.013544 -1.71
251330_at putative protein putative protein At2g46--- AT3G61550 -1.73 -0.79 -4.76 0.002303 0.013544 -1.71
266311_at hypothetical protein predicted by gensc--- AT2G27130 -3.29 -1.72 -4.76 0.002306 0.013554 -1.72
258074_at unknown protein --- AT3G25890 2.81 1.49 4.75 0.00231 0.013578 -1.72
258286_at kinesin-like protein similar to kinesin he--- AT3G16060 -1.53 -0.61 -4.75 0.002312 0.01358 -1.72
259447_s_  ADP-ribosylation factor, putative similaATARFD1A AT1G02430 / 1.45 0.53 4.75 0.002312 0.01358 -1.72



264301_at hypothetical protein contains similarity --- AT1G78780 2.63 1.39 4.75 0.002315 0.013594 -1.72
261011_at cytochrome b5 similar to cytochrome bCB5-A AT1G26340 1.53 0.62 4.75 0.002315 0.013594 -1.72
251900_at  putative protein lateral root primordia (SRS6 AT3G54430 -1.61 -0.69 -4.75 0.002317 0.013599 -1.72
247444_at putative protein strong similarity to unkHIPL2 AT5G62630 2.61 1.38 4.75 0.002321 0.013619 -1.72
249221_at serine/threonine protein kinase-like pro--- AT5G42440 1.61 0.69 4.75 0.002324 0.013636 -1.72
255413_at putative alcohol dehydrogenase simila --- AT4G03140 -1.52 -0.60 -4.75 0.002327 0.013642 -1.73
251639_at  acetylglutamate kinase-like protein ac --- AT3G57560 -1.61 -0.68 -4.75 0.002327 0.013642 -1.73
252830_at  putative protein 70K peroxisomal memPXA1 AT4G39850 1.37 0.45 4.75 0.002326 0.013642 -1.73
248538_at putative protein contains similarity to g --- AT5G50110 -1.65 -0.72 -4.75 0.002328 0.013642 -1.73
254846_at Expressed protein ; supported by full-lePLDGAMMAAT4G11830 -1.60 -0.68 -4.75 0.002329 0.013646 -1.73
258943_at  hypothetical protein predicted by gene--- AT3G10400 1.53 0.61 4.75 0.002331 0.013649 -1.73
258037_at putative 4-coumarate:CoA ligase 2 sim4CL5 AT3G21230 7.57 2.92 4.75 0.00233 0.013649 -1.73
245261_at Expressed protein ; supported by cDNA--- AT4G14385 -1.42 -0.51 -4.74 0.002338 0.013689 -1.73
258717_at unknown protein  ; supported by cDNASYP71 AT3G09740 -1.35 -0.43 -4.74 0.002339 0.013693 -1.73
260568_at endochitinase isolog --- AT2G43570 18.79 4.23 4.74 0.002343 0.013708 -1.73
266441_at hypothetical protein predicted by gensc--- AT2G43250 1.45 0.54 4.74 0.002343 0.013708 -1.73
264086_at unknown protein  ;supported by full-len--- AT2G31190 1.63 0.70 4.74 0.002344 0.013708 -1.73
256593_at hypothetical protein similar to putative --- AT3G28510 2.85 1.51 4.74 0.002347 0.013722 -1.73
267013_at putative protein kinase contains a proteCCR2 AT2G39180 -1.48 -0.56 -4.74 0.002351 0.013742 -1.74
258217_at unknown protein contains Pfam profile XPL1 AT3G17998 / -1.93 -0.95 -4.74 0.002353 0.013754 -1.74
258063_at putative cytochrome P450 similar to G CYP72A8 AT3G14620 3.22 1.69 4.74 0.002355 0.013757 -1.74
265238_s_ hypothetical protein --- AT2G07696 1.76 0.81 4.74 0.002355 0.013757 -1.74
247418_at glutaredoxin-like protein  ; supported b --- AT5G63030 1.64 0.72 4.74 0.002357 0.013767 -1.74
253372_at  pectinesterase - like protein pectinestePME44 AT4G33220 -2.70 -1.43 -4.73 0.002364 0.013801 -1.74
262583_at putative phosphatidylserine synthase S--- AT1G15110 1.64 0.71 4.73 0.002366 0.013808 -1.74
250095_at phytoene synthase (gb|AAB65697.1)  --- AT5G17230 -2.03 -1.02 -4.73 0.002366 0.013808 -1.74
267038_at expressed protein supported by cDNA --- AT2G38480 -2.57 -1.36 -4.73 0.002369 0.01382 -1.75
AFFX-r2-At  Arabidopsis thaliana /REF=M64116 /D--- --- 2.12 1.09 4.73 0.00237 0.01382 -1.75
249112_at ATP sulfurylase precursor (gb|AAD266APS4 AT5G43780 2.07 1.05 4.73 0.002371 0.013823 -1.75
249129_at cyclin A-type CYCA3;1 AT5G43080 -1.49 -0.58 -4.73 0.002374 0.013841 -1.75
246290_at calmodulin-3  ;supported by full-length CAM3 AT3G56800 -1.39 -0.48 -4.73 0.002378 0.013858 -1.75
265570_at unknown protein --- AT2G28310 -1.60 -0.68 -4.73 0.002381 0.01387 -1.75
265252_at putative Na+/H+ antiporter SOS1 AT2G01980 1.38 0.46 4.73 0.002383 0.013882 -1.75
258097_at  transport protein, putative similar to tra--- AT3G23660 -1.37 -0.46 -4.72 0.002392 0.013928 -1.76
250777_at putative protein similar to unknown pro--- AT5G05440 -4.74 -2.24 -4.72 0.002392 0.013928 -1.76



248823_s_ unknown protein  ;supported by full-len--- AT5G46950 / 15.91 3.99 4.72 0.002396 0.013948 -1.76
259864_at hypothetical protein predicted by gensc--- AT1G72800 1.98 0.99 4.72 0.002397 0.013949 -1.76
252031_at  putative protein 150-kD protein cluA - --- AT3G52140 1.42 0.51 4.72 0.0024 0.013962 -1.76
245505_at glutaredoxin --- AT4G15690 -2.76 -1.47 -4.72 0.002402 0.013969 -1.76
247009_at unknown protein  ;supported by full-len--- AT5G67600 2.15 1.10 4.72 0.002403 0.013973 -1.76
261583_at pyruvate dehydrogenase E1 alpha subPDH-E1 ALPAT1G01090 -1.44 -0.53 -4.72 0.002404 0.013973 -1.76
266752_at putative ABC transporter related to muABCB4 AT2G47000 8.34 3.06 4.72 0.00241 0.014002 -1.76
251795_at  putative protein MtN24, Medicago trun--- AT3G55390 1.78 0.83 4.72 0.00241 0.014002 -1.76
264402_at  HSP100/ClpB, putative similar to HSPCLPB4 AT2G25140 2.10 1.07 4.72 0.002412 0.014012 -1.76
247880_at putative protein similar to unknown pro--- AT5G57780 -3.96 -1.98 -4.71 0.002413 0.014015 -1.77
254331_s_  cytochrome P450 - like protein flavonoCYP706A2 AT4G22690 / 2.93 1.55 4.71 0.002415 0.014018 -1.77
255773_at  flavonol 4'-sulfotransferase, putative s SOT17 AT1G18590 3.05 1.61 4.71 0.002416 0.014021 -1.77
250774_at ATP-dependent RNA helicase-like prot--- AT5G05450 -1.69 -0.76 -4.71 0.002418 0.014031 -1.77
259316_at unknown protein --- AT3G01175 1.61 0.69 4.71 0.00242 0.014036 -1.77
251526_at putative protein several serine/threonin--- AT3G58640 -1.54 -0.63 -4.71 0.002421 0.014041 -1.77
264226_at hypothetical protein similar to putative --- AT1G67510 -1.47 -0.56 -4.71 0.002422 0.014044 -1.77
251984_at phenylalanine ammonia-lyase  ;supporPAL2 AT3G53260 4.52 2.17 4.71 0.002423 0.014044 -1.77
262244_at  serine threonine kinase, putative simil CIPK17 AT1G48260 5.41 2.44 4.71 0.002429 0.014075 -1.77
254984_s_  putative protein Homo sapiens deubiqUBP10 AT4G10570 / 1.33 0.41 4.71 0.002434 0.014099 -1.77
251273_at  serine/threonine-protein kinase-like pr --- AT3G61960 1.79 0.84 4.71 0.002436 0.01411 -1.78
251599_at adenylosuccinate synthetase  ;support ADSS AT3G57610 -1.48 -0.57 -4.71 0.002437 0.014113 -1.78
261946_at unknown protein --- AT1G64560 -1.59 -0.67 -4.71 0.002439 0.014119 -1.78
265738_at NADC homolog identical to GP|121607QPT AT2G01350 1.49 0.58 4.71 0.002439 0.014119 -1.78
265235_s_ hypothetical protein --- AT2G07719 1.51 0.59 4.70 0.002454 0.014198 -1.78
259769_at  RNA-binding protein MEI2, putative si AML5 AT1G29400 1.81 0.85 4.70 0.002456 0.014201 -1.78
260064_at  ethylene-insensitive3-like3 (EIL3) idenEIL3 AT1G73730 1.64 0.71 4.70 0.002456 0.014201 -1.78
263478_at putative receptor-like protein kinase  ; s--- AT2G31880 3.07 1.62 4.70 0.002456 0.014201 -1.78
257615_at unknown protein --- AT3G26510 -1.74 -0.80 -4.70 0.002457 0.014201 -1.78
245474_at hypothetical protein --- AT4G16060 -1.57 -0.65 -4.70 0.002459 0.014213 -1.79
250988_at  putative protein thyroid receptor interaUPL4 AT5G02880 1.37 0.46 4.70 0.002462 0.014224 -1.79
249895_at male sterility 2-like protein (emb|CAA6 FAR1 AT5G22500 -3.64 -1.87 -4.70 0.002468 0.01425 -1.79
251438_s_  putative protein hypothetical protein F --- AT3G59930 / 7.11 2.83 4.70 0.002468 0.01425 -1.79
262648_at  putative ribulose-1,5 bisphosphate car--- AT1G14030 -1.44 -0.52 -4.69 0.002469 0.01425 -1.79
262120_at  glutathione-S-transferase, putative simATGSTF4 AT1G02950 -1.66 -0.73 -4.69 0.002468 0.01425 -1.79
256091_at Expressed protein ; supported by full-leHMGB2 AT1G20693 1.46 0.55 4.69 0.002471 0.014258 -1.79



265029_at  zinc finger protein 7, ZFP7  ; supporte ZFP7 AT1G24625 1.69 0.76 4.69 0.002472 0.014258 -1.79
259664_at unknown protein ; supported by full-lenAGP21 AT1G55330 -9.91 -3.31 -4.69 0.002476 0.01427 -1.79
256321_at  lipoxygenase, putative similar to lipoxyLOX1 AT1G55020 5.29 2.40 4.69 0.002475 0.01427 -1.79
249942_at Nitrilase 4 (sp|P46011)  ; supported byGAPB AT1G42970 / 12.27 3.62 4.69 0.002475 0.01427 -1.79
253917_at hypothetical protein  ;supported by full---- AT4G27380 1.76 0.81 4.69 0.002477 0.014271 -1.79
248008_at transcription factor NtWRKY4-like ; supWRKY2 AT5G56270 1.74 0.80 4.69 0.002477 0.014271 -1.79
253047_at Expressed protein ; supported by full-le--- AT4G37295 1.97 0.98 4.69 0.002488 0.014329 -1.80
249775_at  squalene monooxygenase 1,2 (squaleSQE6 AT5G24160 1.88 0.91 4.69 0.002489 0.014329 -1.80
263722_at putative vanadate resistance protein GONST1 AT2G13650 1.47 0.56 4.69 0.002489 0.014329 -1.80
254680_at phytochrome E PHYE AT4G18130 -1.63 -0.70 -4.69 0.00249 0.014332 -1.80
258062_at unknown protein  ; supported by cDNA--- AT3G26000 1.67 0.74 4.69 0.002494 0.01435 -1.80
245129_at hypothetical protein predicted by genefCRR4 AT2G45350 -1.34 -0.42 -4.69 0.002494 0.01435 -1.80
254822_at  polyubiquitin-like protein polyubiquitin UPL5 AT4G12570 1.42 0.50 4.68 0.002497 0.014362 -1.80
260556_at putative endochitinase --- AT2G43620 9.28 3.21 4.68 0.002498 0.014362 -1.80
261648_at salt-tolerance zinc finger protein identicSTZ AT1G27730 4.78 2.26 4.68 0.0025 0.014368 -1.80
266582_at unknown protein  ; supported by cDNA--- AT2G46090 -1.59 -0.67 -4.68 0.0025 0.014368 -1.80
260499_at unknown protein  ; supported by cDNA--- AT2G41760 -1.40 -0.49 -4.68 0.002501 0.014372 -1.80
252394_at  heat shock protein-like protein heat-sh--- AT3G47940 -1.67 -0.74 -4.68 0.002502 0.014372 -1.80
262206_at putative ubiquinol-cytochrome c reduct--- AT2G01090 -1.58 -0.66 -4.68 0.002503 0.014374 -1.81
251942_at  ABC transporter - like protein PDR5-li PDR9 AT3G53480 2.90 1.54 4.68 0.002504 0.014374 -1.81
258114_at putative cytochrome P450 similar to G CYP72A13 AT3G14660 1.44 0.53 4.68 0.002505 0.014381 -1.81
247114_at unknown protein  ; supported by cDNA--- AT5G65910 -1.54 -0.62 -4.68 0.002507 0.014387 -1.81
253203_at arginine decarboxylase SPE2  ; suppo ADC2 AT4G34710 2.88 1.53 4.68 0.00251 0.014402 -1.81
259083_at putative kinase similar to NIMA-relatedATNEK2 AT3G04810 -1.42 -0.51 -4.68 0.002516 0.014428 -1.81
257280_at  9-cis-epoxycarotenoid dioxygenase, pNCED3 AT3G14440 1.89 0.91 4.68 0.002517 0.014433 -1.81
253278_at  receptor protein kinase - like protein p --- AT4G34220 -3.36 -1.75 -4.68 0.002518 0.014433 -1.81
257323_at hypothetical protein --- AT2G07698 2.75 1.46 4.68 0.002519 0.014437 -1.81
261170_at growth regulator protein similar to GB:X--- AT1G04910 -1.46 -0.55 -4.68 0.00252 0.01444 -1.81
250550_at  N-hydroxycinnamoyl benzoyltransfera --- AT5G07870 -2.24 -1.17 -4.68 0.002521 0.014443 -1.81
263707_at hypothetical protein Similar to gi|15738--- AT1G09300 1.77 0.82 4.68 0.002522 0.014445 -1.81
255994_at hypothetical protein predicted by gensc--- AT1G29760 1.40 0.49 4.67 0.002526 0.014465 -1.82
263911_at hypothetical protein predicted by genef--- AT2G36560 -1.39 -0.47 -4.67 0.002527 0.014466 -1.82
245229_at putative protein contains EST gb:T450 --- AT4G25620 -1.98 -0.99 -4.67 0.002536 0.014515 -1.82
252437_at  putative protein pectinesterase homolo--- AT3G47380 2.87 1.52 4.67 0.002541 0.014535 -1.82
261544_at unknown protein --- AT1G63540 1.66 0.73 4.67 0.002548 0.014575 -1.82



253890_s_ putative protein contains similarity to st--- AT4G27585 / 2.42 1.27 4.67 0.002552 0.014588 -1.83
248234_at putative protein contains similarity to e --- AT5G53850 -1.38 -0.47 -4.67 0.002552 0.014588 -1.83
250233_at  putative protein weak homology with pIQD11 AT5G13460 -3.63 -1.86 -4.66 0.002554 0.014594 -1.83
249146_at putative protein contains similarity to C--- AT5G43310 -1.42 -0.51 -4.66 0.002555 0.014594 -1.83
263426_at putative glutathione peroxidase  ;suppoATGPX2 AT2G31570 1.77 0.82 4.66 0.002554 0.014594 -1.83
263067_at hypothetical protein predicted by gensc--- AT2G17550 -1.90 -0.93 -4.66 0.002557 0.0146 -1.83
251846_at histone H2A.F/Z  ;supported by full-lenHTA11 AT3G54560 -3.26 -1.71 -4.66 0.002556 0.0146 -1.83
254232_at  tyrosine transaminase like protein tyroCORI3 AT4G23600 -3.69 -1.88 -4.66 0.002562 0.014625 -1.83
245142_at putative O-sialoglycoprotein endopepti --- AT2G45270 -1.46 -0.55 -4.66 0.002568 0.014657 -1.83
258665_at thioredoxin-like protein similar to thioreATH9 AT3G08710 2.00 1.00 4.66 0.002569 0.014658 -1.83
252022_at  fructose bisphosphate aldolase - like p--- AT3G52930 1.75 0.81 4.66 0.00257 0.014662 -1.83
251637_at hypothetical protein --- AT3G57570 1.50 0.58 4.66 0.002572 0.014664 -1.83
261303_at unknown protein contains DNA-bindingHON5 AT1G48620 1.35 0.43 4.66 0.002572 0.014664 -1.83
264155_at unknown protein GTB1 AT1G65440 1.71 0.77 4.66 0.002577 0.014686 -1.84
259120_at unknown protein --- AT3G02240 10.05 3.33 4.66 0.002578 0.014688 -1.84
254610_at  putative protein predicted protein, Ara --- AT4G18890 1.47 0.56 4.66 0.002581 0.014699 -1.84
254576_at putative protein  ;supported by full-lengEMB3006 AT4G19350 -1.41 -0.49 -4.66 0.00258 0.014699 -1.84
262070_at  far-red impaired response protein, put FRS8 AT1G80010 1.40 0.49 4.65 0.002584 0.014714 -1.84
260403_at hypothetical protein predicted by genscWRKY36 AT1G69810 1.38 0.46 4.65 0.002586 0.01472 -1.84
247729_at  1-aminocyclopropane-1-carboxylate o --- AT5G59530 2.08 1.06 4.65 0.002587 0.014722 -1.84
257275_at  RNA-binding protein, putative containsCID9 AT3G14450 -1.93 -0.95 -4.65 0.002588 0.014725 -1.84
252667_at  protein kinase-like protein MSTK2S ki NEK6 AT3G44200 -1.64 -0.72 -4.65 0.002589 0.014727 -1.84
266596_at hypothetical protein predicted by gensc--- AT2G46150 2.56 1.35 4.65 0.002592 0.014738 -1.84
255302_at putative protein similar to transcriptionaATMSRB5 AT4G04830 -1.71 -0.77 -4.65 0.002592 0.014738 -1.84
252977_at  Phospholipase like protein Arabidopsi --- AT4G38560 2.77 1.47 4.65 0.002599 0.014771 -1.85
261150_at  floral nectary-specific protein, putativeJMT AT1G19640 -3.76 -1.91 -4.65 0.0026 0.014772 -1.85
251261_at  putative protein polygalacturonase - L --- AT3G62110 -2.26 -1.17 -4.65 0.002601 0.014772 -1.85
263192_at  hypothetical protein putative acetyl-CoACC1 AT1G36160 -1.74 -0.80 -4.65 0.002602 0.014772 -1.85
247441_at  receptor - like protein kinase - like pro --- AT5G62710 -1.51 -0.59 -4.65 0.002601 0.014772 -1.85
250941_at putative protein --- AT5G03320 1.59 0.67 4.65 0.002604 0.014783 -1.85
260804_at hypothetical protein predicted by gene --- AT1G78410 16.01 4.00 4.65 0.002607 0.014798 -1.85
259420_at hypothetical protein similar to putative --- AT1G13900 -1.31 -0.39 -4.65 0.002612 0.014819 -1.85
249746_at NAC2-like protein TIP AT5G24590 1.53 0.62 4.64 0.002613 0.014819 -1.85
264161_at  antigen receptor, putative similar to an--- AT1G65420 -1.47 -0.55 -4.65 0.002612 0.014819 -1.85
261832_at  S-ribonuclease binding protein SBP1, --- AT1G10650 1.79 0.84 4.64 0.002614 0.014819 -1.85



245977_at glucose-6-phosphate 1-dehydrogenaseG6PD2 AT5G13110 2.06 1.04 4.64 0.002617 0.014837 -1.85
262801_at unknown protein  ;supported by full-len--- AT1G21010 2.58 1.37 4.64 0.002618 0.014838 -1.85
248705_at putative protein similar to unknown pro--- AT5G48520 -1.63 -0.71 -4.64 0.002619 0.014839 -1.85
262839_at  PhD-finger protein, putative contains P--- AT1G14770 -1.91 -0.93 -4.64 0.002621 0.014844 -1.86
260993_at hypothetical protein predicted by gene FMO GS-OXAT1G12140 1.34 0.42 4.64 0.002621 0.014844 -1.86
252275_at  ubiquitin-specific protease 26 (UBP26 UBP26 AT3G49600 1.69 0.76 4.64 0.002626 0.01487 -1.86
264990_at  unknown protein supported by cDNA: --- AT1G27210 -2.08 -1.06 -4.64 0.002631 0.014885 -1.86
251539_at  serine/threonine-specific protein kinas--- AT3G58690 -1.62 -0.70 -4.64 0.00263 0.014885 -1.86
261617_s_ hypothetical protein predicted by gene --- AT1G33090 / 1.37 0.46 4.64 0.002631 0.014885 -1.86
251484_at  putative protein putative protein At2g4--- AT3G59640 1.37 0.46 4.64 0.002638 0.014919 -1.86
250112_at low density lipoprotein B-like protein --- AT5G16300 -1.40 -0.48 -4.64 0.00264 0.014927 -1.86
263629_at hypothetical protein predicted by gensc--- AT2G04850 -1.84 -0.88 -4.64 0.002642 0.014933 -1.86
266317_at calmodulin identical to GB:L18912; supCAM5 AT2G27030 -1.42 -0.51 -4.63 0.002647 0.014953 -1.87
250149_at  cinnamoyl CoA reductase - like protein--- AT5G14700 6.55 2.71 4.63 0.002647 0.014953 -1.87
250494_at  embryogenic callus protein - like embrHAM2 AT5G09740 -1.58 -0.66 -4.63 0.002647 0.014953 -1.87
253162_at phosphoserine aminotransferase  ;sup PSAT AT4G35630 4.04 2.01 4.63 0.00265 0.014962 -1.87
256192_at  diadenosine 5,5-P1,P4-tetraphosphateATNUDX25 AT1G30110 1.49 0.58 4.63 0.00265 0.014962 -1.87
245426_at hypothetical protein --- AT4G17540 -1.55 -0.63 -4.63 0.002651 0.014962 -1.87
255338_at PEROXISOMAL MEMBRANE PROTEPMP22 AT4G04470 1.37 0.46 4.63 0.002658 0.014994 -1.87
249991_at  zinc finger -like protein zinc finger prot--- AT5G18550 -1.44 -0.52 -4.63 0.002657 0.014994 -1.87
248034_at serine threonine-specific protein kinaseD6PK AT5G55910 -1.50 -0.59 -4.63 0.002658 0.014994 -1.87
255154_at putative protein several hypothetical pr--- --- -1.35 -0.44 -4.63 0.00266 0.015002 -1.87
257104_at  ER lumen retaining receptor (HDEL re--- AT3G25040 -1.43 -0.52 -4.63 0.002663 0.015014 -1.87
264676_at unknown protein EST gb|R64758 come--- AT1G09870 1.37 0.45 4.63 0.002667 0.015034 -1.87
254346_at  symbiosis-related like protein symbiosAPG8A AT4G21980 1.91 0.94 4.63 0.002672 0.015056 -1.88
264169_at hypothetical protein predicted by gensc--- AT1G02020 1.31 0.39 4.63 0.002673 0.015057 -1.88
250355_at  putative protein predicted protein, Ara --- AT5G11700 -1.55 -0.63 -4.62 0.002683 0.015108 -1.88
256861_at  beta-amylase, putative similar to beta-BAM1 AT3G23920 2.00 1.00 4.62 0.002683 0.015108 -1.88
258332_at putative transport protein similar to tran--- AT3G16180 -2.76 -1.46 -4.62 0.002686 0.01512 -1.88
264433_at  beta-glucosidase, putative similar to b BGLU45 AT1G61810 5.88 2.56 4.62 0.002691 0.015144 -1.88
245626_at unknown protein ;supported by full-leng--- AT1G56700 1.70 0.77 4.62 0.002691 0.015144 -1.88
248070_at putative protein similar to unknown pro--- AT5G55660 1.42 0.50 4.62 0.002694 0.015155 -1.89
261135_at  defensin AMP1, putative similar to PIRPDF1.4 AT1G19610 5.38 2.43 4.62 0.002699 0.015163 -1.89
250252_at transporter-like protein ;supported by f ZIFL1 AT5G13750 3.66 1.87 4.62 0.002697 0.015163 -1.89
253898_s_ tryptophan synthase beta-subunit (TSBTSB2 AT4G27070 / 3.04 1.61 4.62 0.002699 0.015163 -1.89



259240_at unknown protein  ; supported by cDNA--- AT3G11590 -1.66 -0.73 -4.62 0.002697 0.015163 -1.89
260772_at unknown protein contains similarity to --- AT1G49050 1.56 0.64 4.62 0.002699 0.015163 -1.89
250691_at glycolate oxidase subunit D-like; D-lact--- AT5G06580 -1.34 -0.43 -4.62 0.0027 0.015163 -1.89
261577_at  ribonucleoprotein, putative similar to 3--- AT1G01080 -1.70 -0.77 -4.62 0.002703 0.015181 -1.89
265725_at putative alanine acetyl transferase --- AT2G32030 13.75 3.78 4.61 0.002707 0.015198 -1.89
259166_at unknown protein  ; supported by cDNA--- AT3G01670 -3.13 -1.64 -4.61 0.002709 0.015202 -1.89
252331_s_ serine palmitoyltransferase-like proteinSPT1 AT3G48780 / 1.49 0.58 4.61 0.002709 0.015202 -1.89
252015_at  putative protein growth-regulating fact AtGRF4 AT3G52910 -1.33 -0.41 -4.61 0.00271 0.015204 -1.89
261039_at Expressed protein ; supported by full-leELF4-L4 AT1G17455 -1.76 -0.81 -4.61 0.002711 0.015204 -1.89
246072_at PISTILLATA  ; supported by full-lengthPI AT5G20240 1.39 0.47 4.61 0.002713 0.015207 -1.89
256193_at hypothetical protein similar to hypothet --- AT1G30200 -1.41 -0.49 -4.61 0.002713 0.015207 -1.89
259521_at ATP-dependent Clp protease proteolytCLP2 AT1G12410 -1.57 -0.65 -4.61 0.002714 0.01521 -1.89
255248_at  Oxygen-evolving enhancer protein 3 pPSBQ-2 AT4G05180 -1.33 -0.41 -4.61 0.002715 0.01521 -1.89
264460_at hypothetical protein similar to transcripATNFXL1 AT1G10170 1.59 0.67 4.61 0.002717 0.015218 -1.89
263526_at hypothetical protein predicted by gensc--- AT2G24830 1.40 0.48 4.61 0.002717 0.015219 -1.89
249103_at N-carbamyl-L-amino acid amidohydrolaUAH AT5G43600 -1.47 -0.56 -4.61 0.002726 0.015262 -1.90
263942_at unknown protein FLA16 AT2G35860 -8.03 -3.01 -4.61 0.002729 0.015278 -1.90
248292_at putative protein similar to unknown pro--- AT5G53030 1.76 0.81 4.61 0.002731 0.015281 -1.90
266857_at putative Na+ dependent ileal bile acid t--- AT2G26900 -1.41 -0.50 -4.61 0.002735 0.015299 -1.90
251820_at  putative protein In2-1 protein, Zea ma GSTL2 AT3G55040 -2.14 -1.10 -4.60 0.002741 0.015332 -1.90
258650_at putative protein kinase similar to protei --- AT3G09830 1.94 0.95 4.60 0.002742 0.015332 -1.90
245760_s_  receptor serine/threonine kinase PR5K--- AT1G66910 / 2.37 1.25 4.60 0.002747 0.015352 -1.91
258281_at putative shikimate kinase similar to shi --- AT3G26900 -1.33 -0.41 -4.60 0.002747 0.015352 -1.91
258622_at unknown protein contains Pfam profile --- AT3G02720 -1.42 -0.51 -4.60 0.002746 0.015352 -1.91
248738_at unknown protein  ;supported by full-len--- AT5G48020 1.45 0.53 4.60 0.002751 0.015368 -1.91
265898_at hypothetical protein predicted by gensc--- AT2G25690 1.91 0.93 4.60 0.002753 0.015375 -1.91
260284_at unknown protein  ; supported by full-le --- AT1G80380 -1.39 -0.48 -4.60 0.002756 0.015388 -1.91
260388_at  hypothetical protein predicted by gens--- AT1G74070 -2.12 -1.09 -4.60 0.002761 0.015414 -1.91
256244_at  sulphate transporter, putative similar t SULTR4;2 AT3G12520 -1.40 -0.48 -4.60 0.002762 0.015416 -1.91
246523_at CONSTANS-like 1 COL1 AT5G15850 -1.81 -0.86 -4.60 0.002765 0.01543 -1.91
251092_at putative protein  ;supported by full-leng--- AT5G01470 -1.45 -0.54 -4.59 0.002771 0.015457 -1.92
257989_at unknown protein ; supported by cDNA:VPS9A AT3G19770 1.47 0.55 4.59 0.002772 0.015458 -1.92
266523_at putative transportin TRN1 AT2G16950 1.41 0.49 4.59 0.002773 0.015461 -1.92
259309_at putative cyclin-dependent protein kinas--- AT3G05050 1.64 0.71 4.59 0.002777 0.015476 -1.92
249395_at putative protein --- AT5G40190 -1.36 -0.45 -4.59 0.002777 0.015476 -1.92



264389_at unknown protein similar to hypothetica --- AT1G11960 -1.87 -0.90 -4.59 0.002786 0.015522 -1.92
254480_at  translation elongation factor EF-Tu preATRABE1B AT4G20360 -1.50 -0.59 -4.59 0.002788 0.015531 -1.92
255456_at hypothetical protein ;supported by full- --- AT4G02920 -1.43 -0.52 -4.59 0.002792 0.015549 -1.92
248583_at putative protein strong similarity to unkemb1441 AT5G49930 1.53 0.62 4.59 0.002794 0.015553 -1.93
260696_at unknown protein --- AT1G32520 1.48 0.57 4.59 0.002795 0.01556 -1.93
266157_at unknown protein ATFUC1 AT2G28100 -1.32 -0.40 -4.59 0.002796 0.015561 -1.93
266934_at unknown protein --- AT2G18900 1.51 0.60 4.58 0.0028 0.015575 -1.93
250868_at  malate synthase -like protein malate sMLS AT5G03860 -1.73 -0.79 -4.58 0.002807 0.015613 -1.93
249811_at unknown protein  ;supported by full-len--- AT5G23760 1.37 0.46 4.58 0.002811 0.015629 -1.93
265673_at unknown protein  ;supported by full-len--- AT2G32090 -1.59 -0.67 -4.58 0.002812 0.015634 -1.93
259802_at  thionin identical to GI:1181531 from [ATHI2.1 AT1G72260 9.39 3.23 4.58 0.002814 0.01564 -1.93
261547_at  protein kinase, putative contains Pfam--- AT1G63500 -1.46 -0.55 -4.58 0.002815 0.015644 -1.93
256433_at unknown protein SAG20 AT3G10985 1.71 0.78 4.58 0.002817 0.015648 -1.93
264694_at  receptor serine/threonine kinase PR5, --- AT1G70250 1.36 0.44 4.58 0.00282 0.015661 -1.94
245287_at imidazoleglycerol-phosphate dehydrata--- AT4G14910 -1.68 -0.75 -4.58 0.002827 0.015696 -1.94
247065_s_ disease resistance protein-like --- AT5G66900 / 1.61 0.68 4.58 0.002828 0.015698 -1.94
249996_at  glutaredoxin -like protein glutaredoxin --- AT5G18600 -2.12 -1.08 -4.58 0.00283 0.015706 -1.94
257058_at Expressed protein ; supported by cDNACOX17 AT3G15352 4.02 2.01 4.57 0.002833 0.015717 -1.94
250004_at putative protein predicted proteins - Ar --- AT5G18750 1.64 0.71 4.57 0.002834 0.015717 -1.94
259784_at  auxin-induced protein, putative similar --- AT1G29450 -2.18 -1.12 -4.57 0.002834 0.015717 -1.94
259507_at unknown protein --- AT1G43910 2.77 1.47 4.57 0.002836 0.015719 -1.94
264482_at  sugar carrier protein, putative similar t --- AT1G77210 2.45 1.29 4.57 0.002836 0.015719 -1.94
257608_at  chaperonin, putative similar to CHAPEHSP60-3A AT3G13860 1.45 0.54 4.57 0.002841 0.015742 -1.94
246516_at  putative protein auxin-independent gro--- AT5G15740 -3.50 -1.81 -4.57 0.002845 0.015758 -1.94
249372_at glucose-6-phosphate dehydrogenase G6PD6 AT5G40760 2.03 1.02 4.57 0.002845 0.015758 -1.94
250119_at putative protein similar to unknown pro--- AT5G16470 1.40 0.48 4.57 0.002847 0.015764 -1.95
262173_at  betaine aldehyde dehydrogenase, put ALDH10A8 AT1G74920 -1.48 -0.56 -4.57 0.002848 0.015768 -1.95
248387_at unknown protein --- AT5G51960 -1.53 -0.61 -4.57 0.002862 0.015843 -1.95
259607_at  P-glycoprotein, putative similar to P-glPGP13 AT1G27940 -1.33 -0.41 -4.56 0.002864 0.015848 -1.95
262372_at hypothetical protein predicted by genef--- AT1G73130 1.86 0.89 4.56 0.002873 0.015896 -1.96
259513_at hypothetical protein ; supported by cDNARK3 AT1G12430 1.48 0.56 4.56 0.002874 0.015896 -1.96
262085_at hypothetical protein predicted by gene --- AT1G56060 5.28 2.40 4.56 0.002875 0.0159 -1.96
255619_s_  putative CHP-rich zinc finger protein s --- AT4G01350 / -1.64 -0.71 -4.56 0.002878 0.015908 -1.96
254578_at  putative pectinacetylesterase protein p--- AT4G19400 / -1.79 -0.84 -4.56 0.002878 0.015908 -1.96
247289_at 2-oxoglutarate/malate translocator  ; suDIT2.1 AT5G64290 -1.57 -0.65 -4.56 0.00288 0.015913 -1.96



262782_at Expressed protein ; supported by full-le--- AT1G13195 1.40 0.49 4.56 0.002883 0.015926 -1.96
264309_at  coatomer alpha subunit, putative simil --- AT1G62020 -1.37 -0.45 -4.56 0.002892 0.015973 -1.96
AFFX-r2-At  Arabidopsis thaliana /REF=M64116 /D--- --- 2.52 1.33 4.56 0.002895 0.01598 -1.96
250079_at putative protein similar to unknown pro--- AT5G16650 -1.53 -0.61 -4.56 0.002894 0.01598 -1.96
261518_at peroxidase ATP4a identical to GB:CAA--- AT1G71695 -1.55 -0.64 -4.55 0.002898 0.015995 -1.97
266099_at putative alpha-carboxyltransferase  ; s CAC3 AT2G38040 -1.68 -0.75 -4.55 0.002901 0.016004 -1.97
259280_at  putative polypyrimidine tract-binding pPTB1 AT3G01150 -1.35 -0.43 -4.55 0.002908 0.016044 -1.97
247407_at  putative protein predicted proteins, Ara--- AT5G62900 1.61 0.69 4.55 0.00291 0.016046 -1.97
264793_at  unknown protein similar to beta-galact--- AT1G08660 -1.70 -0.77 -4.55 0.002911 0.016051 -1.97
252389_at Expressed protein ; supported by full-le--- AT3G47833 1.99 0.99 4.55 0.002921 0.0161 -1.97
251309_at  putative protein carbonyl reductase (N--- AT3G61220 1.53 0.61 4.55 0.002924 0.016115 -1.97
262619_at  3-hydroxyisobutyryl-coenzyme A hydr --- AT1G06550 3.08 1.62 4.55 0.002926 0.016121 -1.98
258519_at unknown protein --- AT3G06760 -1.58 -0.66 -4.55 0.002931 0.016143 -1.98
261661_at  lysophospholipase homolog, putative --- AT1G18360 -1.81 -0.85 -4.54 0.002931 0.016143 -1.98
258908_at putative dehydroquinase shikimate dehMEE32 AT3G06350 1.69 0.76 4.54 0.002933 0.016148 -1.98
264219_at unknown protein contains similarity to t--- AT1G60420 1.72 0.78 4.54 0.002937 0.016164 -1.98
247630_at putative protein SIZ1 AT5G60410 1.50 0.59 4.54 0.002937 0.016164 -1.98
265479_at hypothetical protein  ;supported by full---- AT2G15760 5.23 2.39 4.54 0.002938 0.016166 -1.98
246469_at  putative protein predicted protein, Dro --- AT5G17070 -1.41 -0.49 -4.54 0.00294 0.016174 -1.98
249795_at 40S ribosomal protein S11 ;supported RPS11-BETAAT5G23740 -2.00 -1.00 -4.54 0.00295 0.016218 -1.98
256536_at  peptide chain release factor, putative s--- AT1G33330 -1.40 -0.48 -4.54 0.00295 0.016218 -1.98
251368_at  putative protein hypothetical protein A --- AT3G61380 -1.86 -0.89 -4.54 0.002951 0.016218 -1.99
250433_at  histone H3 - like protein histone H3, A--- AT5G10400 -1.51 -0.60 -4.54 0.002951 0.016218 -1.98
258045_at  ubiquitin-specific protease 7 (UBP7), pUBP7 AT3G21280 -1.47 -0.56 -4.54 0.002956 0.016238 -1.99
261395_at unknown protein similar to putative AP --- AT1G79700 -2.45 -1.29 -4.53 0.002965 0.01627 -1.99
264561_at  uracil phosphoribosyltransferase, puta--- AT1G55810 1.69 0.76 4.53 0.002966 0.01627 -1.99
258707_at putative histone H2B similar to histone --- AT3G09480 1.59 0.67 4.54 0.002963 0.01627 -1.99
250991_at metallothionein 2b  ; supported by full- MT2B AT5G02380 1.48 0.57 4.53 0.002966 0.01627 -1.99
253401_at  putative protein hypothetical protein F --- AT4G32870 8.69 3.12 4.54 0.002963 0.01627 -1.99
253173_at  putative protein pEARLI 4, Arabidopsi --- AT4G35110 2.93 1.55 4.53 0.002965 0.01627 -1.99
AFFX-Atha Arabidopsis thaliana /REF=M64116 /D GAPC1 --- 2.08 1.06 4.53 0.00297 0.016291 -1.99
265230_s_ hypothetical protein --- AT2G07707 1.66 0.73 4.53 0.002973 0.0163 -1.99
255690_at probable cytochrome P450 CYP86A2 AT4G00360 -5.81 -2.54 -4.53 0.002977 0.016322 -1.99
252113_at  putative protein predicted protein, Ara --- AT3G51620 1.36 0.45 4.53 0.002983 0.016346 -2.00
260908_at  maternal embryogenesis control proteMEA AT1G02580 1.98 0.98 4.53 0.00299 0.016384 -2.00



246445_at  glucose 6 phosphate/phosphate trans --- AT5G17630 -1.51 -0.60 -4.53 0.002992 0.016391 -2.00
250822_at unknown protein --- AT5G05230 1.37 0.46 4.53 0.002998 0.016421 -2.00
266663_at putative receptor-like protein kinase  ; s--- AT2G25790 -1.74 -0.80 -4.52 0.003 0.016426 -2.00
248222_at GTPase activator protein of Rab-like s --- AT5G53570 1.58 0.66 4.52 0.003001 0.01643 -2.00
250811_at cysteine proteinase inhibitor-like protei --- AT5G05110 1.96 0.97 4.52 0.003003 0.016437 -2.00
253080_at hypothatical protein --- --- -1.40 -0.49 -4.52 0.003005 0.016443 -2.00
263783_at putative WRKY-type DNA binding proteWRKY46 AT2G46400 4.62 2.21 4.52 0.003007 0.016451 -2.01
247755_at subtilisin-like serine protease contains ATSBT4.12 AT5G59090 -1.37 -0.45 -4.52 0.003009 0.016453 -2.01
264904_s_ putative thioredoxin reductase NTRA AT2G17420 / 1.63 0.70 4.52 0.00301 0.016456 -2.01
265056_at  mitochondrial processing peptidase al --- AT1G51980 1.61 0.68 4.52 0.003014 0.016474 -2.01
256020_at  glutamyl-tRNA reductase, putative simHEMA1 AT1G58290 -1.72 -0.78 -4.52 0.003017 0.016481 -2.01
258109_at hypothetical protein contains Pfam pro HGL1 AT3G23640 -1.45 -0.53 -4.52 0.003016 0.016481 -2.01
250482_at putative protein --- AT5G10320 -1.56 -0.64 -4.52 0.003018 0.016485 -2.01
255677_at putative calmodulin-binding heat shock--- AT4G00500 1.74 0.80 4.52 0.003022 0.016498 -2.01
263490_at  F-box protein ORE9, AtFBL7 identical MAX2 AT2G42620 -2.01 -1.01 -4.52 0.003021 0.016498 -2.01
254723_at ammonium transport protein (AMT1)  ; AMT1;1 AT4G13510 1.64 0.72 4.52 0.003023 0.016499 -2.01
265475_at ferredoxin--nitrite reductase  ; supporteNIR1 AT2G15620 1.72 0.79 4.52 0.003031 0.016526 -2.01
261168_at unknown protein --- AT1G04940 / 1.92 0.94 4.52 0.00303 0.016526 -2.01
257536_at unknown protein --- AT3G02800 5.99 2.58 4.52 0.00303 0.016526 -2.01
260384_at putative 2-isopropylmalate synthase si IMS1 AT1G74040 -1.43 -0.52 -4.52 0.003031 0.016526 -2.01
260267_at  very-long-chain fatty acid condensing KCS6 AT1G68530 -2.23 -1.16 -4.52 0.003032 0.016528 -2.01
257730_at unknown protein contains Pfam profile --- AT3G18420 1.67 0.74 4.52 0.003034 0.016536 -2.02
259887_at putative protein kinase similar to protei --- AT1G76360 1.45 0.54 4.51 0.003041 0.016568 -2.02
249860_at prolylcarboxypeptidase-like protein  ;su--- AT5G22860 7.90 2.98 4.51 0.003041 0.016568 -2.02
262955_at unknown protein ;supported by full-leng--- AT1G54520 -1.53 -0.62 -4.51 0.003043 0.016572 -2.02
252932_at  putative proton pump vacuolar proton VHA-A3 AT4G39080 -1.44 -0.52 -4.51 0.003047 0.016584 -2.02
254359_at  putative protein hypothetical protein Y --- AT4G22360 -1.48 -0.57 -4.51 0.003047 0.016584 -2.02
265648_at  putative beta-1,3-glucanase  ;supporte--- AT2G27500 2.26 1.18 4.51 0.003047 0.016584 -2.02
253335_at  putative protein YHR077c (NMD2,IFS --- AT4G33500 -1.49 -0.57 -4.51 0.003048 0.016588 -2.02
262398_at hypothetical protein predicted by gene --- AT1G49350 -1.34 -0.43 -4.51 0.00305 0.01659 -2.02
253263_at abscisic acid responsive elements-bindABF3 AT4G34000 2.25 1.17 4.51 0.003052 0.0166 -2.02
258425_at unknown protein --- AT3G16760 -1.33 -0.42 -4.51 0.003054 0.016608 -2.02
253942_at putative protein --- AT4G27010 1.80 0.85 4.51 0.003057 0.016617 -2.02
254041_at Expressed protein ; supported by full-le--- AT4G25830 -3.25 -1.70 -4.51 0.003062 0.016634 -2.03
256745_at  UDP-glucose dehydrogenase, putative--- AT3G29360 -1.55 -0.63 -4.51 0.003063 0.016634 -2.03



252949_at  putative thaumatin-like protein thauma--- AT4G38670 -1.99 -0.99 -4.51 0.003062 0.016634 -2.03
256654_at  ribosomal protein, putative similar to 4--- AT3G18880 -1.70 -0.77 -4.51 0.003063 0.016634 -2.03
262381_at  virus resistance protein, putative simila--- AT1G72900 4.37 2.13 4.51 0.003066 0.016647 -2.03
259994_at  putative C2H2-type zinc finger protein AtIDD14 AT1G68130 / -1.76 -0.82 -4.51 0.003067 0.016647 -2.03
251804_at  beta-1,3-glucanase - like protein proba--- AT3G55430 1.67 0.74 4.50 0.003074 0.016677 -2.03
252241_at  putative protein CND41, chloroplast n --- AT3G50050 -1.44 -0.53 -4.50 0.003074 0.016677 -2.03
248434_at mitochondrial heat shock 22 kd protein--- AT5G51440 6.90 2.79 4.50 0.003074 0.016677 -2.03
257252_at  glutathione reductase, cytosolic identicATGR1 AT3G24170 2.02 1.01 4.50 0.003077 0.016686 -2.03
261425_at  peptide transporter, putative similar to --- AT1G18880 2.20 1.13 4.50 0.003083 0.016703 -2.03
262432_at unknown protein --- AT1G47530 1.99 0.99 4.50 0.003081 0.016703 -2.03
245439_at hypothetical protein --- AT4G16670 2.12 1.08 4.50 0.003082 0.016703 -2.03
260614_at hypothetical protein contains Pfam pro --- AT1G53390 1.35 0.44 4.50 0.003082 0.016703 -2.03
258577_at putative disease resistance protein sim--- AT3G04220 2.18 1.12 4.50 0.003089 0.016734 -2.03
260744_at hypothetical protein predicted by gene --- AT1G15010 -5.00 -2.32 -4.50 0.003094 0.016754 -2.04
256933_at unknown protein contains Pfam profile --- AT3G22600 14.29 3.84 4.50 0.003099 0.016768 -2.04
257137_at  P-glycoprotein, putative similar to P-glABCB19 AT3G28860 -3.46 -1.79 -4.50 0.003099 0.016768 -2.04
262811_at unknown protein ESTs gb|R65381 and--- AT1G11700 1.47 0.55 4.50 0.003097 0.016768 -2.04
258862_at putative mitochondrial processing peptMPPBETA AT3G02090 1.44 0.53 4.50 0.003099 0.016768 -2.04
263963_at putative DNA-binding protein RAV2 --- AT2G36080 1.72 0.78 4.50 0.003103 0.01678 -2.04
251659_at hypothetical protein  ;supported by full-BIGYIN AT3G57090 1.45 0.54 4.50 0.003104 0.01678 -2.04
247102_at putative protein similar to unknown pro--- AT5G66550 -1.51 -0.59 -4.50 0.003104 0.01678 -2.04
265840_at hypothetical protein predicted by gensc--- AT2G14530 -1.57 -0.65 -4.50 0.003104 0.01678 -2.04
262401_at  small GTP-binding protein, putative si RABG3E AT1G49300 -1.34 -0.42 -4.49 0.003106 0.016784 -2.04
250031_at transfactor-like protein  ; supported by MYR1 AT5G18240 -1.67 -0.74 -4.49 0.003109 0.016797 -2.04
255502_at  contains similarity to a protein kinase d--- AT4G02410 4.21 2.07 4.49 0.003119 0.016846 -2.05
245504_at glutaredoxin --- AT4G15660 -1.82 -0.86 -4.49 0.003122 0.016857 -2.05
255599_at  cyclic nucleotide gated channel (CNG ATCNGC13 AT4G01010 2.07 1.05 4.49 0.003129 0.01689 -2.05
264616_at unknown protein --- AT2G17740 8.18 3.03 4.49 0.003134 0.016915 -2.05
254746_at  putative protein hypothetical protein - A--- AT4G12980 -2.00 -1.00 -4.49 0.003135 0.016915 -2.05
248885_at putative protein similar to unknown pro--- AT5G46150 -1.40 -0.48 -4.49 0.003137 0.016919 -2.05
250016_at Cu/Zn superoxide dismutase-like proteCSD3 AT5G18100 -1.46 -0.54 -4.49 0.003138 0.016919 -2.05
266227_at unknown protein  ;supported by full-len--- AT2G28870 -1.33 -0.41 -4.49 0.003138 0.016919 -2.05
266363_at hypothetical protein predicted by gensc--- AT2G41250 1.93 0.95 4.49 0.00314 0.016931 -2.05
252179_at  putative protein UDP-glucose:(glucosyGATL2 AT3G50760 1.73 0.79 4.48 0.003143 0.016935 -2.05
266300_at putative auxin transport protein  ; supp PIN4 AT2G01420 -3.47 -1.80 -4.49 0.003142 0.016935 -2.05



262622_at hypothetical protein predicted by gene --- AT1G06510 -1.38 -0.46 -4.48 0.003147 0.016952 -2.06
245776_at hypothetical protein predicted by gensc--- AT1G30260 1.92 0.94 4.48 0.003161 0.017025 -2.06
264783_at  putative calcium-dependent protein kinPPCK1 AT1G08650 2.09 1.07 4.48 0.003164 0.017037 -2.06
267000_at Expressed protein ; supported by full-le--- AT2G34310 -1.94 -0.96 -4.48 0.003177 0.017106 -2.07
264810_at putative GPI-anchor transamidase (U3--- AT1G08750 -1.50 -0.59 -4.48 0.003178 0.017106 -2.07
250060_at  chromo domain protein polycomb-like TFL2 AT5G17690 1.53 0.61 4.47 0.003185 0.017137 -2.07
251257_at  ADP-ribosylation factor-like protein ADATARFA1E AT3G62290 1.66 0.73 4.47 0.00319 0.017159 -2.07
250540_at unknown protein  ; supported by cDNA--- AT5G08580 -1.65 -0.73 -4.47 0.00319 0.017159 -2.07
248085_at putative protein similar to unknown proSVL1 AT5G55480 -2.10 -1.07 -4.47 0.003192 0.017162 -2.07
249090_at Expressed protein ; supported by cDNA--- AT5G43745 -1.67 -0.74 -4.47 0.003192 0.017162 -2.07
266971_at unknown protein --- AT2G39580 -2.09 -1.07 -4.47 0.003195 0.017164 -2.07
261053_at hypothetical protein predicted by gene --- AT1G01320 1.62 0.70 4.47 0.003194 0.017164 -2.07
257297_at  unknown protein contains Pfam profile--- AT3G28040 -2.41 -1.27 -4.47 0.003195 0.017164 -2.07
253396_at  putative protein RNA-binding protein LAtLa1 AT4G32720 1.42 0.51 4.47 0.003197 0.01717 -2.07
260579_at putative cytochrome c oxidase Vc subu--- AT2G47380 1.46 0.54 4.47 0.003202 0.01719 -2.07
265273_at unknown protein --- AT2G28320 1.46 0.54 4.47 0.003202 0.01719 -2.07
256965_at  branched chain alpha-keto acid dehydDIN4 AT3G13450 2.20 1.13 4.47 0.003203 0.017192 -2.07
254432_at  reticuline oxidase -like protein reticulin--- AT4G20830 / 3.26 1.70 4.47 0.003211 0.017231 -2.08
250987_at  putative protein crp1 protein, Zea may--- AT5G02860 1.50 0.59 4.47 0.003214 0.01724 -2.08
245831_at unknown protein --- AT1G48840 -1.47 -0.55 -4.46 0.003222 0.017279 -2.08
249824_at putative protein similar to unknown pro--- AT5G23380 -1.41 -0.49 -4.46 0.003225 0.017292 -2.08
252377_at  putative peptide transporter peptide tra--- AT3G47960 1.59 0.67 4.46 0.003237 0.017354 -2.09
252023_at  putative protein various predicted prot --- AT3G52920 2.42 1.28 4.46 0.003239 0.017358 -2.09
262672_at  RNA pseudouridylate synthase, putati --- AT1G76050 -1.43 -0.51 -4.46 0.003245 0.017388 -2.09
254805_at pEARLI 1  ; supported by cDNA: gi_87pEARLI 1 AT4G12480 8.84 3.14 4.46 0.00325 0.017411 -2.09
261149_s_  GSH-dependent dehydroascorbate re DHAR1 AT1G19550 / -1.84 -0.88 -4.45 0.003257 0.017442 -2.09
254859_at  putative protein Arabidopsis thaliana C--- AT4G12060 -1.58 -0.66 -4.45 0.003262 0.017466 -2.09
252866_at putative protein --- AT4G39840 -2.68 -1.42 -4.45 0.003267 0.017476 -2.10
246253_at myb-related protein MYB73 AT4G37260 -1.64 -0.71 -4.45 0.003266 0.017476 -2.10
247013_at putative protein strong similarity to unkBT4 AT5G67480 -1.88 -0.91 -4.45 0.003268 0.017476 -2.10
262262_at unknown protein identical to unknown --- AT1G70780 / 1.82 0.86 4.45 0.003268 0.017476 -2.10
247651_at  histone H2A - like protein histone H2AHTA6 AT5G59870 -4.23 -2.08 -4.45 0.003268 0.017476 -2.10
260618_at  flower development protein cycloidea TCP3 AT1G53230 -1.53 -0.61 -4.45 0.003269 0.01748 -2.10
263412_at putative histone H2B  ;supported by fu --- AT2G28720 1.42 0.50 4.45 0.00327 0.01748 -2.10
253020_at hypothetical protein --- AT4G38020 -1.60 -0.68 -4.45 0.003272 0.017481 -2.10



245216_at Expressed protein non-consensus GG IMPA-2 AT4G16143 -1.31 -0.39 -4.45 0.003271 0.017481 -2.10
249698_at unknown protein MIS12 AT5G35520 -1.66 -0.73 -4.45 0.003273 0.017482 -2.10
258877_at putative expansin precursor similar to eATEXPA13 AT3G03220 -2.26 -1.18 -4.45 0.003278 0.017506 -2.10
245443_at limonene cyclase like protein --- AT4G16730 24.92 4.64 4.45 0.003282 0.017524 -2.10
265967_at nodulin-like protein  ; supported by cDN--- AT2G37450 -1.64 -0.72 -4.45 0.003286 0.017537 -2.10
256328_at  6-phosphogluconate dehydrogenase, --- AT3G02360 1.94 0.96 4.45 0.003286 0.017537 -2.10
257084_at unknown protein --- AT3G20620 1.75 0.81 4.45 0.003287 0.017539 -2.10
259423_at unknown protein similar to putative MY--- AT1G13880 -1.62 -0.70 -4.45 0.003291 0.017557 -2.10
248151_at Lhcb3 chlorophyll a/b binding protein (gLHCB3 AT5G54270 -1.96 -0.97 -4.44 0.003293 0.01756 -2.10
256300_at unknown protein similar to N-term half NAP AT1G69490 3.65 1.87 4.44 0.003298 0.017577 -2.11
258996_at putative ribosome recycling factor simi --- AT3G01800 1.59 0.67 4.44 0.003299 0.017577 -2.11
245219_at  viral resistance protein, putative simila--- AT1G58807 / 1.40 0.49 4.44 0.003299 0.017577 -2.11
263459_at ankyrin-like protein --- AT2G31820 1.72 0.79 4.44 0.003297 0.017577 -2.11
246117_at  CAF-like protein CAF protein - ArabidoDCL4 AT5G20320 1.70 0.76 4.44 0.003304 0.017602 -2.11
265872_at unknown protein  ;supported by full-lenatnudt17 AT2G01670 1.69 0.76 4.44 0.003309 0.017618 -2.11
257215_at  RING zinc finger protein, putative cont--- AT3G15070 -1.42 -0.50 -4.44 0.003309 0.017618 -2.11
257635_at  cytochrome P450 monooxygenase (C CYP71B4 AT3G26280 1.54 0.62 4.44 0.003312 0.01763 -2.11
260794_at unknown protein ; supported by cDNA:--- AT1G06210 1.46 0.55 4.44 0.003316 0.017646 -2.11
248612_at putative protein contains similarity to u --- AT5G49530 1.74 0.80 4.44 0.003323 0.017683 -2.11
248517_at St12p protein --- AT5G50550 / -1.42 -0.50 -4.44 0.00333 0.017716 -2.12
255579_at putative bHLH DNA-binding protein --- AT4G01460 -2.12 -1.08 -4.43 0.003333 0.017727 -2.12
256545_at hypothetical protein predicted by gene --- --- -1.44 -0.53 -4.43 0.003335 0.017731 -2.12
254011_at  putative protein transcription terminati --- AT4G26370 -1.48 -0.56 -4.43 0.003339 0.017747 -2.12
248799_at ethylene responsive element binding faERF5 AT5G47230 6.61 2.72 4.43 0.00334 0.017748 -2.12
251744_at  putative protein CHLOROPLAST 30S --- AT3G56010 -1.54 -0.63 -4.43 0.00334 0.017748 -2.12
260107_at  fructokinase, putative similar to fructok--- AT1G66430 -3.85 -1.94 -4.43 0.003344 0.017766 -2.12
259412_at  DNA binding protein GT-1, putative sim--- AT1G13450 -1.42 -0.50 -4.43 0.003354 0.017811 -2.12
256514_at  oxidoreductase, putative contains Pfa --- AT1G66130 -1.79 -0.84 -4.43 0.003355 0.017812 -2.12
253809_at  putative (1-4)-beta-mannan endohydro--- AT4G28320 -1.63 -0.70 -4.43 0.003359 0.017825 -2.13
253543_at hypothetical protein --- AT4G31270 -1.41 -0.50 -4.43 0.003358 0.017825 -2.13
247275_at beta-ureidopropionase BETA-UP AT5G64370 1.85 0.89 4.43 0.003361 0.017828 -2.13
255547_at putative CHP-rich zinc finger protein si --- AT4G01920 1.64 0.72 4.43 0.003361 0.017828 -2.13
256892_at  hypothetical protein contains similarity--- AT3G19000 1.88 0.91 4.42 0.003371 0.01787 -2.13
266231_at putative protein kinase PSKR1 AT2G02220 3.21 1.68 4.42 0.003371 0.01787 -2.13
247522_at putative protein  ; supported by cDNA: --- AT5G61340 -1.59 -0.67 -4.43 0.00337 0.01787 -2.13



249794_at putative protein contains similarity to u AtCXE18 AT5G23530 -1.34 -0.42 -4.42 0.003374 0.017879 -2.13
245327_at hypothetical protein ; supported by full---- AT4G16850 -1.38 -0.47 -4.42 0.003375 0.017883 -2.13
260919_at hypothetical protein predicted by gene --- AT1G21520 / 3.75 1.91 4.42 0.003384 0.017919 -2.13
253274_at  Phosphoglycerate dehydrogenase - likEDA9 AT4G34200 7.56 2.92 4.42 0.003385 0.017919 -2.13
AFFX-Atha Arabidopsis thaliana /REF=U84969 /D --- --- 1.32 0.40 4.42 0.003385 0.017919 -2.13
261219_at hypothetical protein predicted by gene --- AT1G19980 1.50 0.59 4.42 0.003384 0.017919 -2.13
258002_at AIG2-like protein similar to AIG2 proteiAIG2 AT3G28930 5.83 2.54 4.42 0.00339 0.017939 -2.14
266834_s_ putative protein phosphatase 2C --- AT2G05050 / 5.83 2.54 4.42 0.00339 0.017939 -2.14
251399_at putative protein --- AT3G60590 -1.52 -0.60 -4.42 0.003401 0.017989 -2.14
260464_at disease resistance protein RPM1 isolo LOV1 AT1G10920 1.37 0.45 4.42 0.003401 0.017989 -2.14
264289_at hypothetical protein similar to hypothet --- AT1G61890 2.52 1.33 4.42 0.003406 0.018008 -2.14
266880_at hypothetical protein predicted by genef--- AT2G44770 -1.51 -0.59 -4.41 0.003421 0.018086 -2.15
249416_at  putative protein DNA DAMAGE-RESP--- AT5G39570 -1.43 -0.52 -4.41 0.00343 0.01813 -2.15
266234_at  SKP1 interacting partner 3 (SKIP3), p SKIP3 AT2G02350 1.47 0.56 4.41 0.003436 0.018155 -2.15
244988_s_ ribosomal protein L23 --- --- -1.53 -0.62 -4.41 0.003441 0.018177 -2.15
249523_at cytochrome b-561 (gb|AAD45585.1)  ;sACYB-1 AT5G38630 -1.42 -0.51 -4.40 0.003453 0.018235 -2.16
256503_at myb-related protein similar to GI:79813ATRL6 AT1G75250 -3.69 -1.88 -4.40 0.003454 0.018237 -2.16
246012_at  Pspzf zinc finger protein - like DNA bin--- AT5G10650 1.70 0.77 4.40 0.003456 0.018243 -2.16
258661_at unknown protein --- AT3G02930 2.27 1.19 4.40 0.003461 0.018263 -2.16
265357_at  E2, ubiquitin-conjugating enzyme, put UBC29 AT2G16740 1.65 0.72 4.40 0.003464 0.018277 -2.16
266303_at putative receptor-like protein kinase --- AT2G27060 -1.89 -0.92 -4.40 0.003466 0.018285 -2.16
257532_at hypothetical protein similar to hypothet --- AT3G04700 3.69 1.88 4.40 0.003471 0.018303 -2.16
250151_at  high affinity nitrate transporter - like prATNRT2.7 AT5G14570 -1.93 -0.95 -4.40 0.003471 0.018303 -2.16
258389_at hypothetical protein predicted by genscSDE5 AT3G15390 1.55 0.63 4.40 0.003474 0.018313 -2.16
248307_at selenium-binding protein-like --- AT5G52850 1.49 0.57 4.40 0.003481 0.018348 -2.17
256281_at  myb-family transcription factor, putativTRFL9 AT3G12560 -1.54 -0.62 -4.40 0.003482 0.01835 -2.17
249201_at putative protein similar to unknown pro--- AT5G42370 1.59 0.67 4.40 0.003485 0.018359 -2.17
259871_at nodulin-like protein similar to nodulin G--- AT1G76800 -2.32 -1.21 -4.40 0.003491 0.018386 -2.17
245396_at hypothetical protein ;supported by full- --- AT4G14870 -1.82 -0.86 -4.39 0.003493 0.018392 -2.17
252474_at putative protein several hypothetical pr--- AT3G46620 2.73 1.45 4.39 0.003494 0.018392 -2.17
254269_at  putative serine/threonine kinase MAP3--- AT4G23050 1.52 0.61 4.39 0.003497 0.018403 -2.17
257654_at  DnaJ protein, putative contains Pfam --- AT3G13310 3.06 1.62 4.39 0.003497 0.018403 -2.17
245311_at ribosomal protein ; supported by full-le --- AT4G14320 -1.72 -0.79 -4.39 0.003499 0.018404 -2.17
261427_at  protein kinase, putative similar to CRKIBS1 AT1G18670 -1.94 -0.95 -4.39 0.0035 0.018408 -2.17
247625_at  zinc finger protein - like dof6 zinc finge--- AT5G60200 -1.61 -0.69 -4.39 0.003504 0.018426 -2.17



256967_at  hypothetical protein predicted by gene--- AT3G21060 -1.47 -0.56 -4.39 0.003508 0.01844 -2.17
265646_at putative lipase --- AT2G27360 1.46 0.55 4.39 0.00352 0.018502 -2.18
253803_at  putative protein hypothetical protein - --- AT4G28200 1.40 0.48 4.39 0.003525 0.018523 -2.18
267523_at unknown protein --- AT2G30600 -1.46 -0.55 -4.39 0.003531 0.01854 -2.18
AFFX-r2-At  Arabidopsis thaliana /REF=U84969 /D--- --- 1.37 0.45 4.39 0.003531 0.01854 -2.18
250128_at zinc finger protein 3 (gb|AAD27875.1) ZFN3 AT5G16540 -1.72 -0.78 -4.39 0.00353 0.01854 -2.18
259351_at  putative sugar transporter similar to pu--- AT3G05150 1.40 0.49 4.39 0.003533 0.018546 -2.18
257712_at hypothetical protein predicted by gene --- AT3G27420 -1.32 -0.40 -4.38 0.003534 0.018547 -2.18
245657_at unknown protein similar to receptor-like--- AT1G56720 -2.55 -1.35 -4.38 0.003545 0.018595 -2.18
246906_at Expressed protein ; supported by full-le--- AT5G25475 1.40 0.49 4.38 0.003545 0.018595 -2.18
258516_at  myb-related protein, putative similar toMYB108 AT3G06490 3.07 1.62 4.38 0.003546 0.018597 -2.19
265767_at putative exonuclease contains zinc-fingREF4 AT2G48110 1.48 0.56 4.38 0.003549 0.018612 -2.19
247495_at  putative protein predicted protein, Ara IPK2BETA AT5G61760 1.52 0.61 4.38 0.003554 0.018634 -2.19
261187_at  beta-1,3-glucanase precursor, putative--- AT1G32860 -1.82 -0.86 -4.38 0.003561 0.018664 -2.19
253147_at  protein kinase - like protein serine/threCONNEXIN AT4G35600 1.87 0.90 4.38 0.003568 0.018695 -2.19
263480_at putative root iron transporter protein ZIP7 AT2G04032 -1.49 -0.58 -4.38 0.003572 0.018706 -2.19
251136_at  mRNA capping enzyme - like protein m--- AT5G01290 1.34 0.42 4.38 0.003571 0.018706 -2.19
253614_at  putative protein heat shock protein 10 --- AT4G30350 1.85 0.89 4.38 0.003571 0.018706 -2.19
246346_at hypothetical protein --- AT3G56810 -1.72 -0.79 -4.37 0.003582 0.018755 -2.20
253041_at phosphoenolpyruvate carboxykinase (APCK1 AT4G37870 1.99 0.99 4.37 0.003583 0.018755 -2.20
247435_at glutathione S-transferase-like protein  ATGSTU9 AT5G62480 7.44 2.90 4.37 0.003586 0.018763 -2.20
262722_at  sterol glucosyltransferase, putative sim--- AT1G43620 -1.38 -0.46 -4.37 0.003588 0.018768 -2.20
260922_at hypothetical protein predicted by gene --- AT1G21560 -1.41 -0.49 -4.37 0.003588 0.018768 -2.20
259776_s_  eukaryotic translation initiation factor 4--- AT1G29550 / -1.41 -0.49 -4.37 0.003593 0.018788 -2.20
254356_at hypothetical protein  ;supported by full---- AT4G22190 -1.53 -0.62 -4.37 0.003599 0.018818 -2.20
265943_at putative cytidine deaminase  ;supporteCDA1 AT2G19570 2.09 1.06 4.37 0.003608 0.018854 -2.20
264867_at unknown protein FH4 AT1G24150 2.30 1.20 4.37 0.003608 0.018854 -2.20
258649_at  putative transitional endoplasmic retic CDC48 AT3G09840 1.32 0.40 4.37 0.00361 0.018858 -2.20
265254_at unknown protein  ; supported by cDNADRB2 AT2G28380 -1.43 -0.51 -4.37 0.00361 0.018858 -2.20
257008_at  myrosinase-associated protein, putativESM1 AT3G14210 -5.06 -2.34 -4.37 0.003616 0.018875 -2.21
254954_at hypothetical protein  ;supported by full---- AT4G10910 -2.65 -1.41 -4.37 0.003615 0.018875 -2.21
261089_at protein kinase APK1A identical to SP:QAPK1A AT1G07570 -1.73 -0.79 -4.37 0.003616 0.018875 -2.21
255753_at  myb factor, putative similar to myb facMYB51 AT1G18570 6.94 2.80 4.36 0.00362 0.018888 -2.21
254270_at gamma-glutamylcysteine synthetase  ; GSH1 AT4G23100 2.44 1.29 4.36 0.003621 0.018888 -2.21
252404_at  glycine--tRNA ligase precursor, chloroEDD1 AT3G48110 -1.40 -0.48 -4.36 0.00362 0.018888 -2.21



265573_at putative zinc-finger protein similar to zi --- AT2G28200 2.07 1.05 4.36 0.003627 0.018905 -2.21
245300_at hypothetical protein ; supported by cDNCBL6 AT4G16350 1.34 0.43 4.36 0.003626 0.018905 -2.21
244970_at ribosomal protein L20 --- --- -1.88 -0.91 -4.36 0.003627 0.018905 -2.21
253035_at  glycosyltransferase like protein alpha- CGL1 AT4G38240 1.37 0.45 4.36 0.003632 0.018908 -2.21
245825_at  protein kinase, putative similar to proteATSK42 AT1G57870 -1.42 -0.51 -4.36 0.003628 0.018908 -2.21
247664_at  APETALA2 protein - like APETALA2 pTOE2 AT5G60120 -1.42 -0.50 -4.36 0.003631 0.018908 -2.21
258760_at  putative membrane protein similar to i --- AT3G10780 1.93 0.95 4.36 0.003632 0.018908 -2.21
255884_at hypothetical protein predicted by gene --- AT1G20310 4.77 2.25 4.36 0.003631 0.018908 -2.21
248023_at ADP/ATP translocase-like protein  ;sup--- AT5G56450 -1.44 -0.53 -4.36 0.003631 0.018908 -2.21
255856_at unknown protein identical to unknown --- AT1G66940 -4.26 -2.09 -4.36 0.003635 0.01891 -2.21
252374_at response reactor 2 (ATRR2)  ; support ARR5 AT3G48100 1.84 0.88 4.36 0.003634 0.01891 -2.21
253360_at  aminopeptidase- like protein aminope APM1 AT4G33090 1.48 0.56 4.36 0.003638 0.018923 -2.21
264761_at hypothetical protein predicted by gene --- AT1G61280 -1.37 -0.46 -4.36 0.00364 0.01893 -2.21
254072_at  putative protein ClpC protease - Spina--- AT4G25370 -1.46 -0.54 -4.36 0.003641 0.018934 -2.21
254633_at putative protein (fragment) MRH1 AT4G18640 -1.73 -0.79 -4.36 0.003645 0.01895 -2.22
253468_at  putative protein predicted gene T10G3--- AT4G32160 1.53 0.62 4.36 0.003648 0.018961 -2.22
266513_at unknown protein --- AT2G47700 -1.55 -0.64 -4.36 0.003651 0.018966 -2.22
261050_at  transcription factor MYC7E, putative s --- AT1G01260 -1.76 -0.82 -4.36 0.00365 0.018966 -2.22
253061_at  putative protein SPOP, Homo sapiensBT5 AT4G37610 -1.89 -0.92 -4.35 0.003677 0.019096 -2.22
249718_at  putative protein contains similarity to b--- AT5G35740 -1.52 -0.60 -4.35 0.003683 0.019124 -2.23
265668_at putative alanine acetyl transferase  ;su--- AT2G32020 3.49 1.80 4.35 0.003684 0.019126 -2.23
258615_at putative aspartyl protease contains Pfa--- AT3G02740 1.55 0.64 4.35 0.003685 0.019127 -2.23
248698_at receptor-like protein kinase ; supported--- AT5G48380 1.78 0.83 4.35 0.003689 0.01914 -2.23
258047_at putative 4-coumarate:CoA ligase 2 alm4CL2 AT3G21240 3.78 1.92 4.35 0.003693 0.019159 -2.23
253607_at  small nuclear ribonucleoprotein homo --- AT4G30330 -1.60 -0.68 -4.35 0.003695 0.019163 -2.23
263534_at putative steroid binding protein  ;suppoAtMAPR2 AT2G24940 / 1.47 0.56 4.35 0.003697 0.01917 -2.23
255047_at  AX110P -like protein AX110P -Daucus--- AT4G09670 -1.41 -0.50 -4.35 0.003699 0.01917 -2.23
252226_at  putative protein transcribed gene of un--- AT3G49880 -1.37 -0.45 -4.35 0.003698 0.01917 -2.23
255176_s_  putative DNA-directed RNA polymeras--- AT1G01210 / 1.40 0.48 4.35 0.003702 0.019185 -2.23
265390_at unknown protein  ; supported by full-le --- AT2G20820 1.37 0.46 4.35 0.003704 0.019189 -2.23
257793_at unknown protein  ;supported by full-len--- AT3G26960 -4.09 -2.03 -4.34 0.003707 0.019199 -2.23
246155_at  putative protein predicted proteins, Ara--- AT5G20030 -1.33 -0.41 -4.34 0.003708 0.019202 -2.23
259272_at unknown protein similar to hypothetica --- AT3G01290 1.52 0.61 4.34 0.00371 0.019208 -2.23
261319_at  phytochrome A supressor spa1, putat SPA4 AT1G53090 1.29 0.37 4.34 0.00372 0.019244 -2.24
249544_at  anti-silencing factor 1-like protein S-lo ASF1B AT5G38110 -1.65 -0.72 -4.34 0.00372 0.019244 -2.24



254413_at myb-related protein M4  ;supported by ATMYB102 AT4G21440 1.77 0.83 4.34 0.003719 0.019244 -2.24
266051_at rhodanese-like family protein --- AT2G40760 -1.64 -0.71 -4.34 0.003721 0.019244 -2.24
254705_at putative protein  ; supported by cDNA: --- AT4G17870 -1.74 -0.80 -4.34 0.003721 0.019244 -2.24
248636_at putative protein similar to unknown pro--- --- -1.43 -0.51 -4.34 0.003725 0.019256 -2.24
253425_at  putative protein myosin heavy chain-B--- AT4G32190 -1.81 -0.85 -4.34 0.003726 0.019261 -2.24
248794_at ethylene responsive element binding faERF2 AT5G47220 5.37 2.42 4.34 0.003731 0.019278 -2.24
251109_at ferritin 1 precursor  ;supported by full-leFER1 AT5G01600 2.10 1.07 4.34 0.003734 0.01929 -2.24
259660_at unknown protein ; supported by full-len--- AT1G55260 -3.62 -1.85 -4.34 0.003736 0.0193 -2.24
263117_at  putative lipoamide dehydrogenase com--- AT1G03040 1.33 0.41 4.34 0.003739 0.019307 -2.24
248021_at  RuBisCO subunit binding-protein beta--- AT5G56500 1.92 0.94 4.34 0.003742 0.019321 -2.24
258009_at unknown protein --- AT3G19440 1.31 0.39 4.34 0.003745 0.019332 -2.24
266087_at putative alcohol dehydrogenase --- AT2G37790 -1.53 -0.61 -4.33 0.003748 0.019344 -2.25
258721_at unknown protein similar to hypothetica --- AT3G09560 1.68 0.75 4.33 0.003751 0.019355 -2.25
247302_at unknown protein  ;supported by full-lenVPS20.1 AT5G63880 1.39 0.48 4.33 0.00376 0.019394 -2.25
259489_at unknown protein --- AT1G15790 1.88 0.91 4.33 0.003764 0.019405 -2.25
244965_at hypothetical protein --- --- -1.66 -0.73 -4.33 0.003763 0.019405 -2.25
263305_at unknown protein  ;supported by full-lenBPC1 AT2G01930 -1.64 -0.71 -4.33 0.003771 0.019436 -2.25
266349_at unknown protein predicted by genscan--- AT2G01460 1.43 0.52 4.33 0.003774 0.019451 -2.25
249930_at synaptobrevin-like protein ATVAMP714AT5G22360 -1.39 -0.47 -4.33 0.003778 0.019468 -2.25
259818_at unknown protein ; supported by cDNA:--- AT1G49890 -1.64 -0.71 -4.33 0.003781 0.019476 -2.26
257644_at unknown protein  ;supported by full-lenAOC3 AT3G25780 4.01 2.00 4.33 0.003785 0.019496 -2.26
261482_at unknown protein ;supported by full-lengTHH1 AT1G14530 1.43 0.52 4.33 0.003787 0.019496 -2.26
246781_at  sugar transporter-like protein putative SFP1 AT5G27350 2.16 1.11 4.33 0.003787 0.019496 -2.26
263126_at hypothetical protein predicted by gene --- AT1G78460 3.20 1.68 4.32 0.003794 0.019515 -2.26
260712_at  protein phosphatase 2C, putative simi HAB2 AT1G17550 1.61 0.68 4.33 0.003793 0.019515 -2.26
248429_at putative protein contains similarity to p --- AT5G51770 2.06 1.04 4.33 0.003793 0.019515 -2.26
265959_at unknown protein  ;supported by full-len--- AT2G37240 -2.11 -1.08 -4.32 0.003795 0.019515 -2.26
248527_at putative protein contains similarity to A--- AT5G50740 -1.44 -0.52 -4.32 0.003795 0.019515 -2.26
252037_at  putative calmodulin calmodulin - TetraCAM9 AT3G51920 1.74 0.80 4.32 0.003798 0.019523 -2.26
259610_at  bZIP protein, putative similar to GI:600--- AT1G52320 1.35 0.43 4.32 0.003808 0.01957 -2.26
260547_at putative trypsin inhibitor  ;supported by--- AT2G43550 -3.39 -1.76 -4.32 0.003811 0.019583 -2.26
252948_at  putative protein NLS receptor - Oryza KAK AT4G38600 1.45 0.54 4.32 0.003813 0.01959 -2.26
253301_at  pathogenesis-related protein 1 precurs--- AT4G33720 2.76 1.47 4.32 0.003819 0.019615 -2.27
245940_at putative protein predicted proteins - dif --- AT5G19630 -1.50 -0.59 -4.32 0.003831 0.019671 -2.27
257054_at Expressed protein ; supported by full-leMT3 AT3G15353 1.31 0.39 4.32 0.003833 0.019678 -2.27



249216_at serine carboxypeptidase II-like  ; supposcpl42 AT5G42240 -1.99 -0.99 -4.32 0.003834 0.019678 -2.27
260034_at putative DNA-binding protein Pfam HM--- AT1G68810 -2.69 -1.43 -4.32 0.003836 0.019678 -2.27
255793_at Expressed protein ; supported by cDNA--- AT2G33250 -1.53 -0.61 -4.32 0.003835 0.019678 -2.27
253193_at  putative protein SEC7 protein, Saccha--- AT4G35380 1.63 0.71 4.32 0.003836 0.019678 -2.27
256442_at hypothetical protein predicted by genef--- AT3G10930 5.73 2.52 4.31 0.00384 0.019694 -2.27
258412_at unknown protein similar to pop3 peptidHS1 AT3G17210 -1.44 -0.53 -4.31 0.003843 0.019705 -2.27
260221_at  GAST1-like protein similar to GAST1 p--- AT1G74670 -5.44 -2.44 -4.31 0.003849 0.019729 -2.27
257883_at  calmodulin-binding protein, putative co--- AT3G16940 1.57 0.65 4.31 0.003851 0.019737 -2.28
254286_at  putative MADS Box / AGL protein MA AGL19 AT4G22950 1.83 0.87 4.31 0.003858 0.019765 -2.28
249993_at  GTP-binding protein obg -like GTP-bin--- AT5G18570 -1.31 -0.39 -4.31 0.003863 0.019783 -2.28
267520_at putative integral membrane protein --- AT2G30460 -1.78 -0.84 -4.31 0.003863 0.019783 -2.28
260339_at putative serine/threonine kinase simila SIK1 AT1G69220 -1.63 -0.71 -4.31 0.003866 0.019794 -2.28
263100_at hypothetical protein predicted by genscAtPOT1a AT2G05210 -1.61 -0.68 -4.31 0.003871 0.019812 -2.28
263374_at putative heat shock protein  ;supported--- AT2G20560 2.03 1.02 4.31 0.003871 0.019812 -2.28
255724_at hypothetical protein BRCA2(IV) AT4G00020 -1.36 -0.45 -4.31 0.003872 0.019814 -2.28
266338_at putative ligand-gated ion channel subuGLR5 AT2G32400 1.54 0.62 4.31 0.003874 0.019814 -2.28
258550_at putative mudrA protein similar to mudrA--- --- 1.47 0.55 4.31 0.003873 0.019814 -2.28
252225_at  ADP-RIBOSYLATION FACTOR -like pATARLA1C AT3G49870 -1.37 -0.45 -4.31 0.003884 0.019859 -2.28
251072_at  putative protein wound-inducible prote--- AT5G01740 -2.05 -1.03 -4.30 0.003886 0.019865 -2.28
251097_at  receptor like protein kinase receptor li LECRKA4.3 AT5G01560 3.87 1.95 4.30 0.003887 0.019865 -2.29
245899_at putative protein ALF4 AT5G11030 1.42 0.50 4.30 0.003893 0.019894 -2.29
260012_at Expressed protein ; supported by cDNA--- AT1G67865 1.94 0.95 4.30 0.003897 0.019907 -2.29
260904_at unknown protein NIMIN1 AT1G02450 3.46 1.79 4.30 0.0039 0.01992 -2.29
261899_at  cinnamoyl CoA reductase, putative simCCR2 AT1G80820 7.18 2.84 4.30 0.003907 0.019949 -2.29
245250_at ethylene responsive element binding faATERF6 AT4G17490 6.96 2.80 4.30 0.00391 0.019956 -2.29
263674_at hypothetical protein predicted by genef--- AT2G04790 -1.45 -0.54 -4.30 0.003909 0.019956 -2.29
258082_at Expressed protein ; supported by full-leCLE27 AT3G25905 -1.95 -0.96 -4.30 0.003919 0.019996 -2.29
255010_at  lipase-like protein monoglyceride lipas--- AT4G10050 1.37 0.45 4.30 0.003923 0.020012 -2.30
267382_at unknown protein --- AT2G44300 1.73 0.79 4.30 0.003924 0.020016 -2.30
254291_at  putative protein UDP-galactose transpUTR2 AT4G23010 1.71 0.78 4.30 0.003928 0.020029 -2.30
266416_at unknown protein  ; supported by full-le --- AT2G38710 1.64 0.71 4.30 0.00393 0.020036 -2.30
249421_at DegP protease contains similarity to D DEG8 AT5G39830 -1.46 -0.55 -4.29 0.003934 0.020052 -2.30
251169_at  putative protein putative protein At2g2MARD1 AT3G63210 2.17 1.12 4.29 0.00394 0.020078 -2.30
248217_at cytochrome b5 (dbj|BAA74839.1)  ;supCB5-E AT5G53560 1.51 0.60 4.29 0.003944 0.020091 -2.30
260511_at  anthranilate phosphoribosyltransferas --- AT1G51570 -1.62 -0.70 -4.29 0.003944 0.020091 -2.30



245156_at  calcium-dependent protein kinase-likeCPK7 AT5G12480 1.42 0.51 4.29 0.003947 0.020099 -2.30
261138_at hypothetical protein contains Pfam pro --- AT1G19710 -1.45 -0.54 -4.29 0.003949 0.020108 -2.30
250336_at alpha-glucosidase 1  ; supported by cD--- AT5G11720 -1.51 -0.59 -4.29 0.003952 0.020118 -2.30
257238_at unknown protein  ; supported by cDNA--- AT3G17430 -1.61 -0.68 -4.29 0.003959 0.020148 -2.31
248423_at putative protein contains similarity to u --- AT5G51670 -1.71 -0.78 -4.29 0.003963 0.020163 -2.31
264415_at  AP2 domain containing protein, putativRAP2.6 AT1G43160 -1.54 -0.62 -4.29 0.003965 0.020172 -2.31
259757_at putative thioredoxin similar to protein dATPDIL1-2 AT1G77510 3.08 1.62 4.29 0.003967 0.020176 -2.31
247974_at putative protein contains similarity to tr --- AT5G56780 -1.36 -0.45 -4.29 0.003968 0.020176 -2.31
254329_at  putative protein oxysterol-binding prot ORP2A AT4G22540 -1.45 -0.53 -4.29 0.003972 0.020186 -2.31
253700_at threonine synthase MTO2 AT4G29840 1.69 0.75 4.29 0.003971 0.020186 -2.31
254087_at  brefeldin A-sensitive Golgi protein - lik --- AT4G24840 -1.33 -0.41 -4.28 0.003984 0.020238 -2.31
254613_at  ankyrin-like protein ankyrin 3, Mus mu--- AT4G19150 -1.43 -0.51 -4.28 0.003986 0.020238 -2.31
257751_at hypothetical protein predicted by gene MKS1 AT3G18690 3.26 1.70 4.28 0.003985 0.020238 -2.31
249312_at disease resistance protein-like --- AT5G41550 1.55 0.64 4.28 0.003985 0.020238 -2.31
251376_at  scarecrow - like protein scarecrow-like--- AT3G60630 -1.73 -0.79 -4.28 0.003997 0.020276 -2.32
248458_at putative protein contains similarity to u EYE AT5G51430 -1.38 -0.46 -4.28 0.003997 0.020276 -2.32
247198_at unknown protein --- AT5G65290 1.37 0.45 4.28 0.003996 0.020276 -2.32
265628_at hypothetical protein predicted by genef--- AT2G27290 -1.80 -0.84 -4.28 0.003997 0.020276 -2.32
261241_at subtilisin-like serine protease contains --- AT1G32950 1.38 0.46 4.28 0.003997 0.020276 -2.32
246270_at putative protein --- AT4G36500 3.42 1.77 4.28 0.004003 0.020293 -2.32
251052_at  DP-2 transcription factor - like transcri DPA AT5G02470 -1.45 -0.54 -4.28 0.004002 0.020293 -2.32
249872_at unknown protein --- AT5G23130 -2.81 -1.49 -4.28 0.004004 0.020297 -2.32
251956_at RNA-binding protein cp29 protein  ;supCP29 AT3G53460 -1.40 -0.49 -4.28 0.00401 0.020321 -2.32
262525_at putative cytochrome P450 41% identic CYP72C1 AT1G17060 -1.81 -0.86 -4.28 0.00402 0.020369 -2.32
262225_at  pectinesterase, putative similar to pec ATPME1 AT1G53840 -2.08 -1.06 -4.28 0.004025 0.020384 -2.32
265189_at unknown protein  ; supported by cDNA--- AT1G23840 2.09 1.06 4.27 0.004027 0.020384 -2.32
251561_at E2 ubiquitin-conjugating-like enzyme ASCE1 AT3G57870 -1.35 -0.43 -4.27 0.004027 0.020384 -2.32
264838_at putative AHP2 similar to GB:BAA36336AHP5 AT1G03430 -1.30 -0.37 -4.28 0.004026 0.020384 -2.32
264063_at unknown protein --- AT2G27900 -1.39 -0.47 -4.27 0.004028 0.020385 -2.32
261629_at unknown protein --- AT1G49980 -1.36 -0.44 -4.27 0.00403 0.020389 -2.32
261815_at  leucine zipper protein, putative similar --- AT1G08320 1.55 0.63 4.27 0.004032 0.020397 -2.33
255380_at putative calcium channel  ; supported bATTPC1 AT4G03560 -1.62 -0.70 -4.27 0.004034 0.020401 -2.33
263714_at putative tyrosine aminotransferase  ; s SUR1 AT2G20610 1.93 0.95 4.27 0.004035 0.020401 -2.33
248818_at Lon protease homolog 1 precursor ide LON2 AT5G47040 -1.57 -0.65 -4.27 0.004038 0.020414 -2.33
247314_at  3(2),5-bisphosphate nucleotidase (emSAL2 AT5G64000 2.52 1.33 4.27 0.00404 0.02042 -2.33



245810_at  axi 1 protein, putative similar to axi 1 p--- AT1G38065 / -1.44 -0.53 -4.27 0.004042 0.020427 -2.33
254970_at  chlorophyll a/b-binding protein - like chLHCB5 AT4G10340 -1.38 -0.47 -4.27 0.004046 0.020443 -2.33
265062_at  receptor kinase, putative similar to rec--- AT1G61550 1.81 0.85 4.27 0.004051 0.020462 -2.33
255615_at hypothetical protein --- AT4G01290 1.29 0.37 4.27 0.004059 0.020496 -2.33
247834_at  cinnamoyl-CoA reductase - like protei --- AT5G58490 1.35 0.43 4.27 0.004068 0.020538 -2.33
256256_at unknown protein ; supported by full-len--- AT3G11230 1.42 0.50 4.26 0.004077 0.02058 -2.34
248186_at unknown protein  ;supported by full-len--- AT5G53880 -3.88 -1.95 -4.26 0.004084 0.020607 -2.34
247910_at putative protein similar to unknown pro--- AT5G57410 -1.55 -0.63 -4.26 0.004086 0.020617 -2.34
262939_s_  glyceraldehyde-3-phosphate dehydrogGAPCP-2 AT1G16300 / 4.04 2.02 4.26 0.004092 0.02064 -2.34
266005_at unknown protein RSZ33 AT2G37340 1.57 0.65 4.26 0.004097 0.02066 -2.34
259812_at unknown protein --- AT1G49840 -1.67 -0.74 -4.26 0.004098 0.020663 -2.34
265283_at unknown protein predicted by genefindMUR3 AT2G20370 -1.67 -0.74 -4.26 0.0041 0.020667 -2.34
253597_at  putative protein translation initiation fa --- AT4G30690 -1.85 -0.89 -4.26 0.004103 0.020678 -2.34
266983_at putative phospholipase  ; supported by--- AT2G39400 1.70 0.77 4.26 0.004109 0.020703 -2.35
266228_at unknown protein  ; supported by full-le CXIP4 AT2G28910 1.50 0.58 4.26 0.00411 0.020703 -2.35
260635_at unknown protein --- AT1G62420 / 1.55 0.63 4.26 0.004117 0.020733 -2.35
261858_at Expressed protein ; supported by full-le--- AT1G50570 1.34 0.43 4.25 0.00413 0.020796 -2.35
246882_at  putative protein predicted proteins, Ho--- AT5G26180 1.34 0.42 4.25 0.004135 0.020818 -2.35
264262_at Expressed protein ; supported by full-le--- AT1G09200 -4.47 -2.16 -4.25 0.004137 0.020824 -2.35
254560_at  kinase-like protein protein kinase rck, --- AT4G19110 / 1.32 0.40 4.25 0.004143 0.020848 -2.35
248197_at NADPH:protochlorophyllide oxidoreducPORA AT5G54190 -1.39 -0.48 -4.25 0.004145 0.020849 -2.36
258117_at hypothetical protein predicted by gensc--- AT3G14700 1.38 0.46 4.25 0.004145 0.020849 -2.36
263632_at Expressed protein ; supported by cDNA--- AT2G04795 -2.50 -1.32 -4.25 0.004148 0.020861 -2.36
262246_at leaf development protein Argonaute ideAGO1 AT1G48410 -1.46 -0.54 -4.25 0.004154 0.020884 -2.36
266059_at predicted protein ;supported by cDNA: --- AT2G40765 1.97 0.98 4.25 0.004169 0.020957 -2.36
263929_at hypothetical protein predicted by genefURH1 AT2G36310 -1.46 -0.55 -4.24 0.004175 0.020977 -2.36
257602_at  hydrolase, putative similar to Metal De--- AT3G13800 -1.39 -0.48 -4.24 0.004175 0.020977 -2.36
264960_at hypothetical protein contains similarity ATEXT4 AT1G76930 5.16 2.37 4.24 0.004178 0.020986 -2.36
247859_at unknown protein --- AT5G58410 1.30 0.38 4.24 0.00418 0.020991 -2.36
259531_at hypothetical protein --- AT1G12460 -1.67 -0.74 -4.24 0.004184 0.021008 -2.37
251805_at  putative protein RING-H2 finger proteiSDIR1 AT3G55530 1.36 0.45 4.24 0.004185 0.02101 -2.37
261222_at  anter-specific proline-rich protein APG--- AT1G20120 1.36 0.45 4.24 0.004188 0.021018 -2.37
258183_at unknown protein  ;supported by full-len--- AT3G21550 -3.08 -1.62 -4.24 0.00419 0.021026 -2.37
265663_at unknown protein predicted by genscan--- AT2G24290 -1.47 -0.55 -4.24 0.004192 0.02103 -2.37
261522_at  RIBOSOMAL PROTEIN, putative simi --- AT1G71710 -1.99 -0.99 -4.24 0.004197 0.021049 -2.37



254804_at  putative protein putative oxidoreductas--- AT4G13010 -1.47 -0.55 -4.24 0.004203 0.021074 -2.37
264362_at  unknown protein ESTs gb|H36966, gb--- AT1G03290 1.66 0.73 4.24 0.004204 0.021074 -2.37
267610_at  K+ transporter, AKT1 identical to GB:UAKT1 AT2G26650 2.45 1.30 4.24 0.00421 0.021094 -2.37
245864_at hypothetical protein predicted by gene --- AT1G58070 -1.79 -0.84 -4.24 0.004209 0.021094 -2.37
263127_at hypothetical protein predicted by gene MSL6 AT1G78610 -1.48 -0.57 -4.24 0.004213 0.021099 -2.37
261712_at  alcohol dehydrogenase, putative simil --- AT1G32780 -1.44 -0.53 -4.24 0.004212 0.021099 -2.37
261479_at unknown protein ;supported by full-lengIQD28 AT1G14380 -1.68 -0.75 -4.24 0.004213 0.021099 -2.37
261238_at hypothetical protein predicted by gene --- AT1G32810 1.42 0.50 4.24 0.00422 0.021115 -2.37
259396_at  shaggy-like kinase, putative similar to GSK1 AT1G06390 -1.34 -0.42 -4.24 0.00422 0.021115 -2.37
259747_at putative dehydrogenase similar to D-th--- AT1G71170 1.47 0.56 4.24 0.004218 0.021115 -2.37
248401_at putative protein similar to unknown proHCF208 AT5G52110 -1.93 -0.95 -4.24 0.00422 0.021115 -2.37
259856_at unknown protein  ;supported by full-len--- AT1G68440 2.27 1.19 4.23 0.004226 0.021137 -2.38
249834_at putative protein contains similarity to feFTRA1 AT5G23440 -1.58 -0.66 -4.23 0.004227 0.021139 -2.38
245556_at HSR201 like protein --- AT4G15400 1.32 0.40 4.23 0.004235 0.021177 -2.38
259093_at unknown protein similar to putative pro--- AT3G04860 -1.95 -0.96 -4.23 0.004236 0.021177 -2.38
248109_at DNA topoisomerase I TOP1BETA AT5G55310 1.39 0.47 4.23 0.004246 0.021222 -2.38
258249_s_ unknown protein  ; supported by full-le --- AT3G15820 / -1.65 -0.73 -4.23 0.004248 0.021223 -2.38
250502_at heat shock protein 70 (Hsc70-5)  ; sup MTHSC70-2 AT5G09590 2.12 1.08 4.23 0.004248 0.021223 -2.38
262211_at  AP2 domain containing protein, putativORA47 AT1G74930 3.54 1.82 4.23 0.00425 0.021226 -2.38
248238_at putative protein similar to unknown pro--- AT5G53900 -1.61 -0.69 -4.23 0.004255 0.021245 -2.38
259852_at  disulfide bond formation protein, putat AERO1 AT1G72280 2.13 1.09 4.23 0.004261 0.021268 -2.39
260199_at unknown protein similar to putative DN--- AT1G67590 -1.35 -0.43 -4.23 0.004261 0.021268 -2.39
248399_at putative protein strong similarity to unk--- AT5G52010 -1.37 -0.45 -4.23 0.004264 0.021274 -2.39
261579_at  soluble inorganic pyrophosphatase, puAtPPa1 AT1G01050 -1.33 -0.41 -4.23 0.004264 0.021274 -2.39
250493_at  putative protein various predicted prot --- AT5G09800 8.82 3.14 4.23 0.00427 0.021299 -2.39
262219_at hypothetical protein predicted by gene --- AT1G74750 1.72 0.78 4.22 0.004277 0.021328 -2.39
256413_at hypothetical protein predicted by gene --- AT3G11100 1.42 0.51 4.22 0.004279 0.021334 -2.39
260590_at  phosphoenolpyruvate carboxylase 1, pATPPC1 AT1G53310 1.55 0.63 4.22 0.004286 0.021366 -2.39
265000_at hypothetical protein predicted by gene --- AT1G67410 -1.43 -0.52 -4.22 0.004287 0.021366 -2.39
253627_at  low temperature and salt responsive p--- AT4G30650 -7.13 -2.83 -4.22 0.004289 0.02137 -2.39
262149_at hypothetical protein predicted by gene --- AT1G52530 -1.56 -0.64 -4.22 0.00429 0.02137 -2.39
245868_at hypothetical protein CAT2 AT1G58030 1.50 0.58 4.22 0.004302 0.021426 -2.40
253975_at  putative protein proliferating-cell nucle--- AT4G26600 2.19 1.13 4.22 0.004303 0.021427 -2.40
251727_at putative protein --- AT3G56290 -2.14 -1.10 -4.22 0.004306 0.021438 -2.40
256511_at  RNA helicase, putative similar to GI:17--- AT1G33390 1.36 0.45 4.22 0.004308 0.021442 -2.40



261476_at hypothetical protein contains similarity --- AT1G14480 2.11 1.08 4.22 0.004313 0.021463 -2.40
266101_at unknown protein  ; supported by cDNA--- AT2G37940 2.61 1.38 4.22 0.004317 0.021473 -2.40
249799_at serine palmitoyltransferase  ; supporte LCB2 AT5G23670 -1.32 -0.40 -4.22 0.004317 0.021473 -2.40
264373_at putative vesicle transport protein ContaSEC22 AT1G11890 -1.57 -0.65 -4.22 0.004325 0.021504 -2.40
249452_at  Sec7/gnom -like protein GNOM, Arabi --- AT5G39500 -1.38 -0.47 -4.22 0.004325 0.021504 -2.40
260634_at  initiation factor isozyme 4F p82 subun--- AT1G62410 -1.41 -0.50 -4.21 0.004342 0.021582 -2.41
253271_s_  SKP1/ASK1 (At11), putative similar to ASK12 AT4G34210 / 1.51 0.60 4.21 0.004343 0.021582 -2.41
267196_at FtsH protease (VAR2) identical to zinc VAR2 AT2G30950 -1.40 -0.49 -4.21 0.004344 0.021583 -2.41
260087_at hypothetical protein predicted by gensc--- AT1G73200 -1.58 -0.66 -4.21 0.004346 0.021587 -2.41
251881_at  DIPHOSPHOMEVALONATE DECAR --- AT3G54250 -1.93 -0.95 -4.21 0.004349 0.02159 -2.41
265043_at Expressed protein ; supported by cDNAATNAP4 AT1G03900 1.43 0.52 4.21 0.00435 0.02159 -2.41
255301_at putative protein similar to transcriptionaATMSRB3 AT4G04800 1.87 0.90 4.21 0.00435 0.02159 -2.41
256306_at  lipase, putative contains Pfam profile: --- AT1G30370 11.02 3.46 4.21 0.004348 0.02159 -2.41
259248_at putative heat-shock protein similar to h--- AT3G07770 2.12 1.08 4.21 0.004359 0.021629 -2.41
255742_at  DNA-binding protein RAV2, putative s TEM1 AT1G25560 -1.36 -0.45 -4.21 0.004364 0.021641 -2.41
249506_at putative protein --- AT5G38880 -1.46 -0.54 -4.21 0.004364 0.021641 -2.41
246772_at  putative protein unknown protein T12H--- AT5G27490 -1.90 -0.93 -4.21 0.004364 0.021641 -2.41
247735_at  thymidylate kinase - like protein thymidZEU1 AT5G59440 1.99 0.99 4.21 0.004371 0.02167 -2.41
247222_at ABC transporter protein 1-like  ; suppo ATGCN5 AT5G64840 -1.75 -0.81 -4.21 0.004372 0.02167 -2.41
265512_at hypothetical protein predicted by gensc--- AT2G05590 -1.53 -0.62 -4.21 0.004375 0.021678 -2.41
252484_at  glucuronosyl transferase-like protein g--- AT3G46690 1.50 0.59 4.21 0.004377 0.021684 -2.41
246864_at cytochrome P450 GA3 ; supported by GA3 AT5G25900 -1.91 -0.93 -4.20 0.004383 0.021711 -2.42
262911_s_  heat shock protein, putative similar to --- AT1G07400 / 3.10 1.63 4.20 0.004384 0.021712 -2.42
266353_at unknown protein  ;supported by full-lenMLP328 AT2G01520 1.78 0.83 4.20 0.004386 0.021716 -2.42
251925_at hypothetical protein  ;supported by full---- AT3G54000 1.71 0.78 4.20 0.004387 0.021717 -2.42
256161_at unknown protein ; supported by cDNA:--- AT1G30090 1.41 0.50 4.20 0.004391 0.021729 -2.42
255546_at putative CHP-rich zinc finger protein si --- AT4G01910 2.23 1.16 4.20 0.004393 0.021737 -2.42
253731_at  acid phosphatase-like protein  acid ph--- AT4G29260 -1.33 -0.41 -4.20 0.004403 0.021783 -2.42
262476_at phosphoprotein phosphatase identical --- AT1G50370 1.37 0.45 4.20 0.004411 0.021817 -2.42
266815_at  F-box protein family, AtFBX5 contains --- AT2G44900 -1.47 -0.56 -4.20 0.004415 0.021833 -2.42
247150_at putative protein similar to unknown pro--- AT5G65650 -1.51 -0.59 -4.20 0.004427 0.021884 -2.43
265634_at hypothetical protein predicted by gensc--- AT2G25530 1.41 0.50 4.20 0.004431 0.021899 -2.43
265804_at putative peptide methionine sulfoxide r --- AT2G18030 -1.32 -0.40 -4.19 0.004436 0.02192 -2.43
247355_at unknown protein  ; supported by full-le SPT42 AT5G63670 1.36 0.45 4.19 0.004439 0.021928 -2.43
266581_at putative desiccation related protein  ; s --- AT2G46140 4.77 2.25 4.19 0.00444 0.02193 -2.43



250080_at translocon Tic40-like protein  ; support TIC40 AT5G16620 -1.32 -0.40 -4.19 0.004452 0.021981 -2.43
248446_at putative protein similar to unknown pro--- AT5G51140 -1.37 -0.46 -4.19 0.004452 0.021981 -2.43
248382_at peroxidase --- AT5G51890 -3.38 -1.76 -4.19 0.004468 0.022055 -2.44
252313_at  RNA-binding - like protein RNA-bindinCID10 AT3G49390 1.81 0.86 4.19 0.004475 0.022086 -2.44
260049_at  DNA-directed RNA polymerase subunNRPA2 AT1G29940 1.92 0.94 4.19 0.00448 0.022091 -2.44
257986_at Expressed protein ; supported by full-leAGP40 AT3G20865 -1.69 -0.76 -4.19 0.004478 0.022091 -2.44
250343_at  putative protein density regulated prot --- AT5G11900 1.38 0.47 4.19 0.004479 0.022091 -2.44
261379_at unknown protein similar to YGL010w-li --- AT1G18720 1.34 0.42 4.19 0.004479 0.022091 -2.44
257619_at unknown protein ICK3 AT3G24810 1.47 0.55 4.19 0.004484 0.022101 -2.44
261308_at  protein kinase, putative contains similaRKL1 AT1G48480 -3.89 -1.96 -4.19 0.004484 0.022101 -2.44
245336_at Expressed protein ; supported by full-le--- AT4G16515 -4.18 -2.06 -4.18 0.004494 0.022134 -2.44
252084_at  wax synthase-like protein wax synthasAtSAT1 AT3G51970 1.52 0.60 4.18 0.004492 0.022134 -2.44
246528_at  putative mitochondrial carrier protein M--- AT5G15640 1.79 0.84 4.18 0.004493 0.022134 -2.44
255628_at coded for by A. thaliana cDNA T45454GIF3 AT4G00850 -1.40 -0.49 -4.18 0.0045 0.022159 -2.44
262884_at  membrane related protein CP5, putati CP5 AT1G64720 -1.39 -0.48 -4.18 0.004513 0.022219 -2.45
252996_s_ geranylgeranyl pyrophosphate synthasGGR AT4G38460 1.46 0.54 4.18 0.004516 0.022229 -2.45
255088_at  putative protein heat shock protein dn --- AT4G09350 -1.75 -0.81 -4.18 0.004524 0.022261 -2.45
265103_at  UDP-N-acetylglucosamine pyrophosp --- AT1G31070 -1.52 -0.60 -4.18 0.004525 0.022262 -2.45
249736_at unknown protein --- AT5G24460 -1.30 -0.38 -4.18 0.004529 0.022279 -2.45
259110_at unknown protein --- AT3G05570 1.60 0.68 4.18 0.004536 0.022306 -2.45
246034_at  putative protein FH protein interacting --- AT5G08350 -1.77 -0.83 -4.18 0.004541 0.022328 -2.45
262589_s_ hypothetical protein Strong similarity to--- AT1G15150 / -1.37 -0.46 -4.17 0.004551 0.022371 -2.46
258287_at putative sulfate transporter similar to s SULTR3;4 AT3G15990 2.46 1.30 4.17 0.004552 0.022371 -2.46
261322_at hypothetical protein predicted by gene ATPUP11 AT1G44750 1.44 0.53 4.17 0.004554 0.022375 -2.46
255309_at hypothetical protein SFR6 AT4G04920 1.32 0.41 4.17 0.004556 0.02238 -2.46
248744_at putative protein contains similarity to C--- AT5G48250 1.59 0.67 4.17 0.004559 0.022393 -2.46
263379_at putative CCCH-type zinc finger proteinCZF1 AT2G40140 3.97 1.99 4.17 0.004566 0.022422 -2.46
252315_at  putative protein PrMC3 - Pinus radiataCXE12 AT3G48690 1.51 0.59 4.17 0.004576 0.022467 -2.46
252487_at  glucosyltransferase-like protein UDP-gUGT76E12 AT3G46660 4.56 2.19 4.17 0.004586 0.022509 -2.47
246553_at  putative protein hypothetical protein T EDL1 AT5G15440 -1.43 -0.52 -4.17 0.004591 0.022527 -2.47
249633_at  sucrose synthase-like protein sucrose SUS5 AT5G37180 -1.35 -0.44 -4.17 0.00459 0.022527 -2.47
254004_at arginyl-tRNA synthetase emb1027 AT4G26300 -1.29 -0.36 -4.17 0.004593 0.022529 -2.47
257907_at  hemolysin, putative similar to hemolys--- AT3G25470 -1.29 -0.37 -4.17 0.004594 0.022529 -2.47
250485_at Expressed protein ; supported by full-lePROPEP5 AT5G09990 1.82 0.86 4.16 0.004605 0.02258 -2.47
258059_at  NAM-like protein (No Apical Meristem ATNAC3 AT3G29035 1.70 0.77 4.16 0.004614 0.022621 -2.47



255959_at  phosphatidylinositol-4-phosphate 5-kinATPIP5K1 AT1G21980 -3.26 -1.71 -4.16 0.004618 0.022627 -2.47
262434_at  lysine and histidine specific transporte--- AT1G47670 -1.89 -0.92 -4.16 0.004617 0.022627 -2.47
265501_at putative glucosyltransferase UGT73B4 AT2G15490 2.60 1.38 4.16 0.004619 0.022628 -2.47
267375_at G protein alpha subunit 1 (GPA1) iden GP ALPHA 1AT2G26300 1.46 0.55 4.16 0.004622 0.022638 -2.47
263935_at unknown protein PUB23 AT2G35930 7.74 2.95 4.16 0.00463 0.022672 -2.48
267036_at Expressed protein ; supported by full-le--- AT2G38465 1.83 0.87 4.16 0.004639 0.022702 -2.48
263171_at unknown protein CCX4 AT1G54115 1.41 0.50 4.16 0.004638 0.022702 -2.48
251324_at plasma membrane intrinsic protein 1a  PIP1A AT3G61430 -1.49 -0.58 -4.16 0.004639 0.022702 -2.48
249217_at ubiquitin-like protein  ; supported by cDUBL5 AT5G42300 1.30 0.37 4.16 0.004644 0.022722 -2.48
247258_at expressed protein similar to unknown p--- AT5G64816 -1.47 -0.55 -4.16 0.004649 0.022735 -2.48
262473_at  chloroplast FtsH protease almost idenFTSH1 AT1G50250 -1.54 -0.62 -4.16 0.004648 0.022735 -2.48
247760_at subtilisin-like serine protease contains --- AT5G59130 -3.90 -1.96 -4.15 0.004671 0.022834 -2.49
263973_at 60S ribosomal protein L11B RPL16A AT2G42740 -1.79 -0.84 -4.15 0.00467 0.022834 -2.48
258470_at Expressed protein ; supported by full-le--- AT3G06035 -5.20 -2.38 -4.15 0.004674 0.022842 -2.49
249841_at unknown protein --- AT5G23520 1.39 0.48 4.15 0.00468 0.022868 -2.49
255997_s_  photosystem II type I  chlorophyll a /b CAB3 AT1G29910 / -1.64 -0.71 -4.15 0.004684 0.022884 -2.49
246870_at ferrochelatase-I FC1 AT5G26030 2.90 1.54 4.15 0.004685 0.022884 -2.49
251429_at dynamin-like protein 4 (ADL4)  ; suppoADL1E AT3G60190 1.43 0.51 4.15 0.004689 0.0229 -2.49
250436_at  RNA binding protein - like rna binding --- AT5G10350 -1.43 -0.52 -4.15 0.004697 0.022934 -2.49
266309_at unknown protein  ;supported by full-len--- AT2G27140 -1.60 -0.68 -4.15 0.004703 0.022954 -2.49
261825_at  endo-xyloglucan transferase, putative --- AT1G11545 -6.81 -2.77 -4.15 0.004703 0.022954 -2.49
248369_at arginine/serine-rich splicing factor RSPATRSP41 AT5G52040 1.55 0.63 4.15 0.004708 0.022963 -2.49
262940_at unknown protein --- AT1G79520 1.67 0.74 4.15 0.004709 0.022963 -2.49
245706_at putative protein --- AT5G04310 -1.39 -0.48 -4.14 0.00471 0.022963 -2.49
258977_s_ putative aspartate kinase similar to aspAK3 AT3G02020 / -1.68 -0.75 -4.15 0.004709 0.022963 -2.49
254321_at  trehalose-6-phosphate phosphatase - CPuORF27 AT4G22590 / 1.81 0.85 4.15 0.004707 0.022963 -2.49
264573_at putative pectin methylesterase Similar --- AT1G05310 -1.55 -0.63 -4.14 0.004712 0.022966 -2.49
255443_at sulfate transporter protein similar to su SULTR3;2 AT4G02700 -1.47 -0.55 -4.14 0.004713 0.022967 -2.49
254079_at  putative protein pmt2 methyltransferas--- AT4G25730 1.88 0.91 4.14 0.004717 0.02298 -2.50
253719_at  putative protein, fragment prolidase - S--- AT4G29490 1.30 0.38 4.14 0.004719 0.022983 -2.50
256958_at  unknown protein contains Pfam profile--- AT3G13430 1.71 0.78 4.14 0.00472 0.022983 -2.50
255902_at  transcription factor, putative similar to --- AT1G17880 -1.38 -0.46 -4.14 0.004721 0.022983 -2.50
250602_s_ unknown protein --- AT5G07940 / 1.38 0.47 4.14 0.004733 0.023036 -2.50
257517_at unknown protein --- AT3G16330 3.20 1.68 4.14 0.004733 0.023036 -2.50
262847_at unknown protein similar to myosin hea ATMAP70-4 AT1G14840 -2.00 -1.00 -4.14 0.004736 0.023043 -2.50



247901_at ubiquinone/menaquinone biosynthesis --- AT5G57300 -1.36 -0.45 -4.14 0.00474 0.023056 -2.50
260182_at unknown protein similar to IFA-binding --- AT1G70750 1.43 0.51 4.14 0.004741 0.02306 -2.50
259165_at homeobox-leucine zipper protein HAT5ATHB-1 AT3G01470 / 1.96 0.97 4.14 0.004744 0.023067 -2.50
264581_at hypothetical protein predicted by genef--- AT1G05210 -2.04 -1.03 -4.14 0.004745 0.023068 -2.50
264556_at  putative transcription factor contains MMYB61 AT1G09540 -1.30 -0.38 -4.14 0.004747 0.023068 -2.50
264930_at  receptor-like kinase, putative similar toNIK3 AT1G60800 -1.54 -0.63 -4.14 0.004747 0.023068 -2.50
264866_at putative metalloproteinase similar to G --- AT1G24140 6.32 2.66 4.14 0.004755 0.0231 -2.50
253049_at putative protein ; supported by cDNA: gMEE59 AT4G37300 -2.04 -1.03 -4.14 0.004758 0.023111 -2.51
248337_at low-temperature-induced protein 78 (s LTI78 AT5G52310 -5.40 -2.43 -4.14 0.004763 0.023128 -2.51
244968_at ribosomal protein L33 --- --- -1.44 -0.53 -4.13 0.004781 0.023214 -2.51
259675_at unknown protein similar to hypothetica --- AT1G77710 1.36 0.45 4.13 0.004785 0.023222 -2.51
265761_at putative stress protein --- AT2G01330 1.37 0.45 4.13 0.004785 0.023222 -2.51
253606_at  putative protein component of aniline d--- AT4G30530 1.99 0.99 4.13 0.004796 0.02327 -2.51
252884_at  SEC14 - like protein phosphatidylinos --- AT4G39170 -1.46 -0.55 -4.13 0.004803 0.023298 -2.52
259397_at hypothetical protein predicted by gene --- AT1G17680 1.36 0.44 4.13 0.004815 0.023353 -2.52
265467_at putative receptor-like protein kinase --- AT2G37050 -1.63 -0.70 -4.13 0.00482 0.023373 -2.52
259548_at hypothetical protein similar to ripening-MLP165 AT1G35260 2.22 1.15 4.12 0.00483 0.023415 -2.52
247997_at putative protein contains similarity to a ATARP8 AT5G56180 1.47 0.55 4.12 0.004833 0.023426 -2.52
265075_at hypothetical protein similar to embryo-a--- AT1G55450 3.38 1.76 4.12 0.004838 0.023443 -2.52
251203_at  putative protein putative transcription f--- AT3G63070 1.33 0.41 4.12 0.004843 0.023464 -2.52
249034_at putative protein contains similarity to z NUC AT5G44160 -1.43 -0.51 -4.12 0.004853 0.02351 -2.53
263881_at unknown protein  ; supported by cDNA--- AT2G21820 1.38 0.47 4.12 0.004858 0.023528 -2.53
247219_at COP1-interacting protein CIP8  ; suppoCIP8 AT5G64920 -1.40 -0.49 -4.12 0.004861 0.023535 -2.53
253819_at  receptor protein kinase like protein lec--- AT4G28350 5.39 2.43 4.11 0.004887 0.023656 -2.53
252713_at calmodulin 7  ; supported by full-lengthCAM7 AT3G43810 -1.42 -0.50 -4.11 0.004899 0.023708 -2.54
248775_at receptor kinase-like protein CCR4 AT5G47850 5.50 2.46 4.11 0.0049 0.023708 -2.54
254029_at putative protein other hypothetical prot --- AT4G25870 -1.45 -0.53 -4.11 0.004906 0.02373 -2.54
266258_at 60S acidic ribosomal protein P2  ;supp--- AT2G27720 -1.79 -0.84 -4.11 0.004906 0.02373 -2.54
252616_at  serine threonine-protein kinase-like pr GRIK1 AT3G45240 / 1.50 0.59 4.11 0.004909 0.02374 -2.54
248584_at putative protein similar to unknown pro--- AT5G49960 -1.67 -0.74 -4.11 0.004913 0.023752 -2.54
255437_at  putative oxidoreductase similar to P. vAOP2 AT4G03060 -2.66 -1.41 -4.11 0.004919 0.023767 -2.54
265576_at unknown protein CLASP AT2G20190 -1.33 -0.41 -4.11 0.004918 0.023767 -2.54
254342_at  receptor like protein (fragment) ES43 --- AT4G22140 -1.32 -0.40 -4.11 0.004919 0.023767 -2.54
265777_at hypothetical protein predicted by genef--- AT2G07340 -1.34 -0.43 -4.11 0.004922 0.023776 -2.54
257938_at  cell elongation protein, Dwarf1 identicaDWF1 AT3G19820 -4.15 -2.05 -4.11 0.004923 0.023777 -2.54



245329_at Expressed protein ; supported by full-le--- AT4G14365 2.34 1.23 4.11 0.004931 0.023809 -2.54
249319_s_ putative protein similar to unknown pro--- AT5G40880 / 1.46 0.55 4.11 0.004933 0.023815 -2.54
258291_at putative protein kinase similar to protei --- AT3G23310 -1.44 -0.53 -4.11 0.004934 0.023816 -2.54
261038_at unknown protein ; supported by full-len--- AT1G17490 1.49 0.57 4.11 0.004945 0.023855 -2.55
251074_at  putative protein hypothetical protein T --- AT5G01800 1.46 0.54 4.11 0.004944 0.023855 -2.55
258621_at zinc finger protein 1 (zfn1) identical to zZFN1 AT3G02830 -1.35 -0.44 -4.10 0.00495 0.023874 -2.55
245146_at putative cis-Golgi SNARE protein  ; su GOS12 AT2G45200 -1.43 -0.52 -4.10 0.004956 0.023898 -2.55
266709_at unknown protein  ;supported by full-lenATSPP AT2G03120 1.59 0.67 4.10 0.004959 0.02391 -2.55
245867_at ATP phosphoribosyl transferase identicATATP-PRT AT1G58080 -1.43 -0.52 -4.10 0.00496 0.02391 -2.55
260505_at  Cyclin, putative similar to GB:CAB772CYCA3;4 AT1G47230 -1.35 -0.43 -4.10 0.004966 0.02393 -2.55
264662_at putative sucrose/H+ symporter similar SUT4 AT1G09960 1.60 0.68 4.10 0.004966 0.02393 -2.55
245579_at hypothetical protein --- AT4G14810 1.32 0.40 4.10 0.004969 0.023939 -2.55
250603_at  putative protein mature parasite-infect --- AT5G07820 -1.42 -0.50 -4.10 0.004972 0.023946 -2.55
263521_at hypothetical protein predicted by gensc--- AT2G24960 1.58 0.66 4.10 0.004975 0.023947 -2.55
261972_at hypothetical protein predicted by gene --- AT1G64600 1.75 0.81 4.10 0.004974 0.023947 -2.55
252242_at  F-box protein family, AtFBL16 contain VFB2 AT3G50080 1.42 0.50 4.10 0.004974 0.023947 -2.55
247030_at putative protein similar to unknown pro--- AT5G67210 -1.30 -0.38 -4.10 0.004985 0.023988 -2.56
267223_at hypothetical protein predicted by grail AtITPK4 AT2G43980 1.41 0.50 4.10 0.004986 0.023988 -2.56
251622_at  dnaJ-like protein DNAJ protein - Schiz--- AT3G57340 -1.32 -0.40 -4.10 0.004992 0.024015 -2.56
255025_at  putative host response protein pir7a p MES12 AT4G09900 -1.77 -0.82 -4.09 0.005021 0.024148 -2.56
265796_at Expressed protein ; supported by full-le--- AT2G35730 5.90 2.56 4.09 0.005027 0.024171 -2.56
259041_at unknown protein similar to putative glu ATCSLC6 AT3G07330 -1.62 -0.70 -4.09 0.005029 0.024175 -2.57
264989_at unknown protein ; supported by cDNA:--- AT1G27200 -1.60 -0.68 -4.09 0.005031 0.024179 -2.57
251026_at hypothetical protein FHL AT5G02200 -3.48 -1.80 -4.09 0.005036 0.024201 -2.57
245981_at putative protein  ;supported by full-leng--- AT5G13100 -1.45 -0.53 -4.09 0.00504 0.024212 -2.57
249983_at  putative protein S-receptor kinase PK3--- AT5G18470 8.60 3.10 4.09 0.005054 0.024275 -2.57
256118_at hypothetical protein predicted by gene KU70 AT1G16970 1.51 0.59 4.09 0.005061 0.024305 -2.57
251971_at  glucosyltransferase - like protein glucoUGT73C7 AT3G53160 5.40 2.43 4.09 0.005063 0.024308 -2.57
251029_at  putative protein gene product of suAp --- AT5G02050 1.97 0.98 4.09 0.005066 0.024318 -2.57
249986_at  putative protein predicted proteins, Ara--- AT5G18460 -2.13 -1.09 -4.08 0.00507 0.024325 -2.57
254594_at putative protein --- AT4G18930 1.70 0.76 4.08 0.005069 0.024325 -2.57
267527_at unknown protein --- AT2G45610 -1.46 -0.54 -4.08 0.005075 0.024339 -2.58
265193_at unknown protein ESTs gb|T144077 an --- AT1G05070 -1.35 -0.43 -4.08 0.005075 0.024339 -2.58
252858_at puative protein various predicted prote --- AT4G39770 -1.45 -0.54 -4.08 0.005076 0.02434 -2.58
261370_at  cell division-related protein, putative s --- AT1G53050 -1.35 -0.44 -4.08 0.005081 0.024359 -2.58



258400_at unknown protein  ; supported by cDNA--- AT3G15470 -1.51 -0.60 -4.08 0.005086 0.024379 -2.58
257948_at hypothetical protein predicted by gene APO4 AT3G21740 1.42 0.51 4.08 0.005101 0.024444 -2.58
245925_at bZIP transcription factor family protein BZO2H3 AT5G28770 -1.60 -0.67 -4.08 0.005104 0.024451 -2.58
252923_at  kinesin like protein kinesin motor prote--- AT4G39050 -1.57 -0.65 -4.08 0.005113 0.024489 -2.58
261572_at unknown protein --- AT1G01170 -1.46 -0.55 -4.08 0.005114 0.02449 -2.58
255962_at  glycine-rich RNA-binding protein, puta--- AT1G22330 -3.27 -1.71 -4.08 0.005118 0.024501 -2.58
262673_at unknown protein EMB1793 AT1G76060 1.39 0.47 4.08 0.005118 0.024501 -2.58
261688_at unknown protein contains similarity to --- AT1G47380 -2.63 -1.39 -4.08 0.005121 0.024503 -2.58
259294_at hypothetical protein predicted by genscATN AT3G05330 1.63 0.70 4.08 0.005122 0.024503 -2.59
264870_at hypothetical protein  ;supported by full---- AT1G24210 -1.43 -0.52 -4.08 0.005122 0.024503 -2.59
262883_at  ammonium transporter, puitative similaATAMT1;2 AT1G64780 -1.76 -0.82 -4.08 0.005127 0.024523 -2.59
266990_at putative ABC transporter ATATH8 AT2G39190 -1.88 -0.91 -4.07 0.00513 0.024533 -2.59
248327_at putative protein similar to unknown pro--- AT5G52750 6.66 2.73 4.07 0.005134 0.024543 -2.59
262130_at hypothetical protein predicted by gene --- AT1G02890 1.43 0.51 4.07 0.005142 0.024576 -2.59
266448_s_ unknown protein  ;supported by full-len--- AT2G43210 -1.36 -0.44 -4.07 0.005144 0.024583 -2.59
248895_at receptor protein kinase FLS2 AT5G46330 -2.09 -1.07 -4.07 0.005153 0.024615 -2.59
250928_at putative protein EIN2 AT5G03280 1.35 0.43 4.07 0.005152 0.024615 -2.59
259245_at  unknown protein predicted by genefind--- AT3G07660 1.46 0.54 4.07 0.005155 0.024621 -2.59
255554_at Expressed protein ; supported by full-le--- AT4G01897 -1.38 -0.46 -4.07 0.005156 0.024622 -2.59
252096_at hypothetical protein  ; supported by cD--- AT3G51180 1.76 0.82 4.07 0.005163 0.024648 -2.59
266440_at unknown protein --- AT2G43235 / 1.37 0.45 4.07 0.005173 0.024693 -2.60
254140_at putative protein --- AT4G24610 -1.62 -0.70 -4.07 0.005176 0.024699 -2.60
260741_at hypothetical protein contains Pfam pro --- AT1G15040 14.10 3.82 4.07 0.005177 0.024699 -2.60
262522_at putative amino acid transporter Very siCAT8 AT1G17120 -1.42 -0.51 -4.07 0.005191 0.024741 -2.60
256226_at unknown protein ; supported by cDNA:ATDI19 AT1G56280 1.56 0.64 4.07 0.005192 0.024741 -2.60
257814_at  acyl-(acyl carrier protein) thioesterase AtFaTA AT3G25110 -2.04 -1.03 -4.07 0.005192 0.024741 -2.60
262557_at  photosystem I subunit III precursor, pu--- AT1G31330 / -1.39 -0.48 -4.07 0.005188 0.024741 -2.60
252053_at syntaxin-like protein synt4  ;supported SYP122 AT3G52400 2.84 1.51 4.07 0.005188 0.024741 -2.60
245998_at sucrose-UDP glucosyltransferase SUS1 AT5G20830 1.94 0.96 4.07 0.005191 0.024741 -2.60
261513_at  unknown protein contains Pfam profile--- AT1G71840 1.44 0.52 4.06 0.005194 0.024743 -2.60
263930_at hypothetical protein predicted by gensc--- AT2G36300 -1.39 -0.47 -4.06 0.005196 0.024745 -2.60
261748_at hypothetical protein predicted by gene --- AT1G76070 3.14 1.65 4.06 0.005196 0.024745 -2.60
247158_at branched-chain amino acid aminotransATBCAT-5 AT5G65780 -1.35 -0.43 -4.06 0.0052 0.024756 -2.60
264660_at putative glutamyl-tRNA reductase 2 preHEMA2 AT1G09940 2.44 1.29 4.06 0.005201 0.024757 -2.60
246326_at unknown protein ; supported by cDNA:REV7 AT1G16590 -1.34 -0.42 -4.06 0.005205 0.024772 -2.60



251094_at putative protein  ;supported by full-leng--- AT5G01350 1.43 0.52 4.06 0.005214 0.024805 -2.60
253083_at  aldehyde dehydrogenase like protein aALDH3F1 AT4G36250 -1.95 -0.96 -4.06 0.005214 0.024805 -2.60
253662_at  transcription factor-like protein ArabidoARF16 AT4G30080 -1.41 -0.49 -4.06 0.005216 0.024806 -2.60
252964_at  receptor-like protein kinase - like prote--- AT4G38830 1.37 0.46 4.06 0.005217 0.024806 -2.61
255894_at  nuclear poly(A) polymerase, putative s--- AT1G17980 -1.39 -0.48 -4.06 0.005229 0.024858 -2.61
248448_at putative protein contains similarity to e --- AT5G51190 4.49 2.17 4.06 0.005231 0.024864 -2.61
262649_at unknown protein contains similarity to x--- AT1G14040 2.41 1.27 4.06 0.005232 0.024864 -2.61
249100_at unknown protein --- AT5G43560 1.40 0.49 4.06 0.005235 0.024872 -2.61
251686_at putative protein hypothetical protein - dATATG18D AT3G56440 -1.34 -0.43 -4.06 0.005246 0.024913 -2.61
264869_at hypothetical protein similar to hypothet --- AT1G24350 1.37 0.45 4.06 0.005245 0.024913 -2.61
264963_at hypothetical protein predicted by gene ABC4 AT1G60600 -1.63 -0.70 -4.06 0.005247 0.024915 -2.61
253640_at putative protein  ;supported by full-leng--- AT4G30630 1.32 0.40 4.06 0.005252 0.024929 -2.61
248611_at putative protein contains similarity to WWRKY48 AT5G49520 2.83 1.50 4.06 0.005252 0.024929 -2.61
262082_s_  wall-associated kinase 2, putative sim --- AT1G56120 / 2.44 1.28 4.05 0.00529 0.025102 -2.62
254231_at  putative protein AR411 - Arabidopsis tWRKY53 AT4G23810 6.04 2.60 4.05 0.005294 0.025112 -2.62
254794_at putative protein --- AT4G12970 -3.07 -1.62 -4.05 0.005294 0.025112 -2.62
257367_at hypothetical protein predicted by gensc--- AT2G25780 -1.40 -0.48 -4.05 0.005298 0.025125 -2.62
245285_s_ selenium-binding protein like ; supporteSBP1 AT4G14030 / -1.35 -0.43 -4.05 0.005302 0.02514 -2.62
265187_at putative ADP-ribosylation factor  ; supp--- AT1G23490 / -1.27 -0.35 -4.05 0.005308 0.025159 -2.62
265190_at unknown protein  ; supported by cDNA--- AT1G23780 1.31 0.39 4.05 0.005317 0.025198 -2.63
250297_at  putative protein predicted protein, Dro --- AT5G11980 -1.44 -0.53 -4.05 0.005322 0.025216 -2.63
259544_at hypothetical protein ; supported by full-CAT3 AT1G20620 1.36 0.45 4.04 0.005324 0.025222 -2.63
253303_at putative protein  ; supported by full-len --- AT4G33780 1.40 0.49 4.04 0.005325 0.025223 -2.63
248951_at putative protein similar to unknown pro--- AT5G45550 -1.49 -0.57 -4.04 0.005331 0.025238 -2.63
260436_at unknown protein --- AT1G68140 1.49 0.58 4.04 0.005332 0.025238 -2.63
254744_at Expressed protein ; supported by cDNAMEE55 AT4G13345 1.60 0.68 4.04 0.005331 0.025238 -2.63
262899_at  ABC transporter, putative similar to ABPEN3 AT1G59870 1.42 0.50 4.04 0.005334 0.025243 -2.63
257017_at  beta-xylosidase, putative similar to be --- AT3G19620 -1.36 -0.44 -4.04 0.00534 0.025255 -2.63
260627_at hypothetical protein predicted by gene --- AT1G62310 -1.65 -0.72 -4.04 0.005339 0.025255 -2.63
253326_at  putative protein polygalacturonase(EC--- AT4G33440 -1.40 -0.48 -4.04 0.005341 0.025255 -2.63
257865_at  protein kinase, putative contains Pfam--- AT3G17750 -1.31 -0.39 -4.04 0.00534 0.025255 -2.63
248549_at putative protein contains similarity to u --- AT5G50310 1.37 0.45 4.04 0.00535 0.025289 -2.63
249148_at unknown protein  ; supported by cDNA--- AT5G43260 1.73 0.79 4.04 0.005351 0.025289 -2.63
244931_at hypothetical protein --- --- 1.60 0.68 4.04 0.005357 0.025316 -2.63
261434_at  receptor-like serine/threonine kinase, --- AT1G07650 -1.63 -0.70 -4.04 0.005365 0.02534 -2.64



259288_at putative small nuclear ribonucleoprotei --- AT3G11500 -1.40 -0.48 -4.04 0.005365 0.02534 -2.64
259689_x_ unknown protein --- AT1G63130 -1.77 -0.82 -4.04 0.005368 0.025353 -2.64
258225_at unknown protein  ; supported by cDNA--- AT3G15630 -2.21 -1.15 -4.04 0.005373 0.025371 -2.64
257033_at  metalloprotease, putative similar to meATPREP1 AT3G19170 -1.92 -0.94 -4.04 0.005377 0.025384 -2.64
247210_at annexin  ;supported by full-length cDNAANNAT2 AT5G65020 -1.95 -0.96 -4.04 0.005389 0.025433 -2.64
250335_at  lysophospholipase - like protein lysoph--- AT5G11650 1.73 0.79 4.03 0.005393 0.025442 -2.64
251179_at  putative protein ABP130 protein, Hom--- AT3G63460 1.29 0.37 4.03 0.005392 0.025442 -2.64
262417_at hypothetical protein similar to hypothetATSIRB AT1G50170 1.29 0.37 4.03 0.005398 0.02546 -2.64
253464_at putative protein  ; supported by full-len --- AT4G32030 -1.53 -0.61 -4.03 0.005399 0.02546 -2.64
260371_at unknown protein  ; supported by cDNA--- AT1G69690 -2.32 -1.21 -4.03 0.005405 0.025483 -2.64
249987_at  putative protein predicted proteins, Ara--- AT5G18490 1.71 0.77 4.03 0.005407 0.025486 -2.64
248923_at putative protein similar to unknown proatnudt11 AT5G45940 -1.58 -0.66 -4.03 0.005411 0.025503 -2.64
262956_at  eukaryotic translation initiation factor 4EIF4A-2 AT1G54270 1.44 0.53 4.03 0.005416 0.02552 -2.65
264586_at putative cytochrome P450 Similar to GCYP88A3 AT1G05160 -1.39 -0.48 -4.03 0.005419 0.025528 -2.65
248360_at putative protein contains similarity to u --- AT5G52430 -1.59 -0.67 -4.03 0.00542 0.025528 -2.65
259241_at unknown protein similar to unknown pr --- AT3G33530 -1.32 -0.40 -4.03 0.005428 0.02556 -2.65
250980_at putative protein --- AT5G03130 -2.08 -1.06 -4.03 0.005433 0.025579 -2.65
254258_at hypothetical protein TET5 AT4G23410 -1.47 -0.56 -4.03 0.005434 0.025579 -2.65
253770_at protein kinase ADK1-like protein proteiCKL6 AT4G28540 1.33 0.41 4.03 0.005436 0.02558 -2.65
266835_at putative NADH dehydrogenase (ubiquiNDA2 AT2G29990 2.48 1.31 4.03 0.005439 0.02558 -2.65
265632_at hypothetical protein predicted by gensc--- AT2G14290 6.12 2.61 4.03 0.005438 0.02558 -2.65
254200_at  putative protein predicted proteins, Ara--- AT4G24110 4.25 2.09 4.03 0.005439 0.02558 -2.65
251533_at putative protein several hypothetical prATRBL15 AT3G58460 1.30 0.38 4.03 0.005443 0.025593 -2.65
255936_at  calcium dependent protein kinase, put--- AT1G12680 / -1.37 -0.45 -4.03 0.005446 0.025603 -2.65
267305_at high affinity K+ transporter (AtKUP1/AtATKT1 AT2G30070 -1.87 -0.90 -4.03 0.005447 0.025603 -2.65
252998_at  probable H+-transporting ATPase H+---- AT4G38510 -1.43 -0.51 -4.03 0.005449 0.025606 -2.65
253065_at  putative protein predicted proteins, AraAtGRF2 AT4G37740 -1.55 -0.64 -4.03 0.00545 0.025606 -2.65
260536_at putative electron transfer flavoprotein uETFQO AT2G43400 1.77 0.82 4.02 0.005464 0.025665 -2.66
265958_at putative adenylate kinase  ;supported bADK AT2G37250 1.75 0.81 4.02 0.005467 0.025667 -2.66
260956_at salt-tolerance protein identical to salt-toSTO AT1G06040 -1.34 -0.42 -4.02 0.005466 0.025667 -2.66
260357_at unknown protein ;supported by full-lengAFP1 AT1G69260 1.52 0.61 4.02 0.005472 0.025689 -2.66
258003_at expansin At-EXP5 identical to expansi EXPA5 AT3G29030 -3.00 -1.59 -4.02 0.005475 0.02569 -2.66
261570_at fatty acid elongase 3-ketoacyl-CoA synKCS1 AT1G01120 -4.35 -2.12 -4.02 0.005474 0.02569 -2.66
267123_at putative acetone-cyanohydrin lyase MES7 AT2G23560 -1.81 -0.85 -4.02 0.005479 0.025701 -2.66
259304_at putative nucleotide repair protein similaERCC1 AT3G05210 1.37 0.46 4.02 0.005479 0.025701 -2.66



255111_at  peroxidase C2 precursor like protein p--- AT4G08780 10.77 3.43 4.02 0.005482 0.025708 -2.66
251483_at  putative protein hypothetical protein S --- AT3G59650 -1.45 -0.53 -4.02 0.005486 0.02572 -2.66
267073_at unknown protein --- AT2G41160 1.51 0.60 4.02 0.005491 0.025741 -2.66
261279_at  class I chitinase, putative similar to GBPOM1 AT1G05850 -4.60 -2.20 -4.02 0.005498 0.025754 -2.66
251917_at putative protein --- AT3G53970 1.34 0.42 4.02 0.005498 0.025754 -2.66
254100_at hypothetical protein  ;supported by full---- AT4G25020 1.83 0.87 4.02 0.0055 0.025754 -2.66
253588_at putative protein --- AT4G30790 1.42 0.50 4.02 0.005498 0.025754 -2.66
251326_at  putative protein stamina pistilloidia (StHWS AT3G61590 -1.54 -0.63 -4.02 0.005499 0.025754 -2.66
267079_at hypothetical protein predicted by gensc--- AT2G41200 -1.32 -0.40 -4.02 0.005514 0.025811 -2.67
247505_at  signal recognition particle - like protein--- AT5G61970 -1.29 -0.37 -4.02 0.005514 0.025811 -2.67
265630_at unknown protein similar to ovarian tum--- AT2G27350 1.31 0.39 4.02 0.005523 0.025847 -2.67
267159_at putative SCARECROW gene regulator--- AT2G37650 1.39 0.47 4.01 0.005528 0.025866 -2.67
261888_at  ribosomal protein, putative similar to r --- AT1G80800 -1.43 -0.51 -4.01 0.005529 0.025867 -2.67
255979_at hypothetical protein UPF3 AT1G33980 1.38 0.46 4.01 0.005535 0.025887 -2.67
258029_at  serine/threonine-protein kinase, PK7 i ATPK7 AT3G27580 1.32 0.41 4.01 0.005536 0.025889 -2.67
247185_at putative protein contains similarity to k --- AT5G65460 -1.46 -0.55 -4.01 0.005538 0.025892 -2.67
247489_at  carbonyl reductase - like protein induc--- AT5G61830 -1.42 -0.51 -4.01 0.005548 0.025932 -2.67
259801_at  blue copper protein, putative similar to--- AT1G72230 -2.22 -1.15 -4.01 0.00555 0.025934 -2.67
254376_at putative protein  ; supported by cDNA: TOM1 AT4G21790 1.29 0.36 4.01 0.005558 0.02597 -2.67
249933_at rac GTPase activating protein --- AT5G22400 -1.33 -0.41 -4.01 0.005562 0.025982 -2.67
264936_at hypothetical protein predicted by gene EDA16 AT1G61140 1.33 0.41 4.01 0.005564 0.025987 -2.68
259251_at unknown protein identical to residues 2--- AT3G07600 2.63 1.40 4.01 0.005568 0.025997 -2.68
263493_at putative ATP-dependent RNA helicase--- AT2G42520 1.59 0.67 4.01 0.005577 0.026036 -2.68
260440_at hypothetical protein predicted by gensc--- AT1G68160 1.35 0.44 4.01 0.005581 0.026051 -2.68
264831_at hypothetical protein predicted by gensc--- AT1G03687 -1.39 -0.48 -4.01 0.005586 0.026065 -2.68
264537_at  receptor kinase, putative similar to CL BRL1 AT1G55610 1.62 0.70 4.01 0.005588 0.026071 -2.68
264147_at  receptor-like protein glossy1 (gl1), put CER1 AT1G02205 -11.19 -3.48 -4.00 0.005592 0.026085 -2.68
250486_at  putative protein predicted proteins, Ara--- AT5G09670 / -1.39 -0.48 -4.00 0.005612 0.026169 -2.68
246303_at  putative carrier protein peroxisomal Ca--- AT3G51870 1.71 0.77 4.00 0.005612 0.026169 -2.68
255280_at  score=179, E=5.7e-06, N=1)   --- AT4G04960 2.01 1.01 4.00 0.005615 0.026177 -2.68
265944_at putative SET-domain transcriptional re ASHR2 AT2G19640 1.46 0.55 4.00 0.005617 0.026182 -2.69
265662_at putative C2H2-type zinc finger protein FZF AT2G24500 1.53 0.61 4.00 0.005619 0.026183 -2.69
250453_at  putative protein predicted protein, Bac--- AT5G10620 -1.50 -0.59 -4.00 0.005646 0.026299 -2.69
262420_at hypothetical protein contains similarity TAF15 AT1G50300 -1.29 -0.36 -4.00 0.005646 0.026299 -2.69
252659_at putative protein --- AT3G44430 -1.43 -0.52 -4.00 0.005647 0.026299 -2.69



247875_at putative protein similar to unknown pro--- AT5G57720 -1.40 -0.49 -4.00 0.005654 0.026323 -2.69
258953_at hypothetical protein predicted by gensc--- AT3G01430 -1.46 -0.55 -4.00 0.005657 0.026327 -2.69
246440_at  glycine/proline-rich protein glycine/pro--- AT5G17650 1.95 0.97 4.00 0.005656 0.026327 -2.69
252624_at Expressed protein ; supported by full-lePSK1 AT3G44735 -2.03 -1.02 -3.99 0.005664 0.026355 -2.69
254256_at  serine/threonine kinase -like protein seCRK10 AT4G23180 1.67 0.74 3.99 0.005666 0.026362 -2.69
247818_at contains similarity to GTP-binding prote--- AT5G58370 1.37 0.46 3.99 0.005669 0.026367 -2.70
256725_at hypothetical protein predicted by genef--- AT2G34070 -2.02 -1.01 -3.99 0.005675 0.026384 -2.70
246221_at step II splicing factor - like protein ; supSMP2 AT4G37120 1.38 0.47 3.99 0.005675 0.026384 -2.70
249542_at  putative protein transcription factor HaNF-YC12 AT5G38140 -1.54 -0.62 -3.99 0.005677 0.026387 -2.70
258331_at putative coatomer complex subunit sim--- AT3G15980 -1.45 -0.53 -3.99 0.005681 0.026403 -2.70
265711_at unknown protein --- AT2G03360 1.30 0.38 3.99 0.005684 0.02641 -2.70
264171_at hypothetical protein predicted by gensc--- AT1G02100 1.47 0.55 3.99 0.0057 0.026479 -2.70
248272_at Expressed protein ; supported by full-le--- AT5G53480 -1.53 -0.61 -3.99 0.005707 0.026509 -2.70
262824_at  putative DNA binding protein similar toRBP45B AT1G11650 1.29 0.37 3.99 0.005711 0.02652 -2.70
247403_at  putative protein hypersensitive-induce--- AT5G62740 1.37 0.45 3.99 0.005719 0.026551 -2.70
248478_at ubiquitin-conjugating enzyme-like proteUBC27 AT5G50870 -1.30 -0.38 -3.99 0.005728 0.026582 -2.71
247288_at non-phototropic hypocotyl 3 (gb|AAF05NPH3 AT5G64330 -2.77 -1.47 -3.99 0.005727 0.026582 -2.71
254704_at  putative protein predicted protein, Ara APRR2 AT4G18020 1.41 0.50 3.99 0.00573 0.026582 -2.71
261754_at  alpha-amylase, putative similar to alphAMY2 AT1G76130 2.34 1.22 3.99 0.005729 0.026582 -2.71
247175_at G protein-coupled receptor-like proteinGCL1 AT5G65280 -2.41 -1.27 -3.98 0.005737 0.026607 -2.71
246069_at zinc finger protein  ;supported by full-le--- AT5G20220 -1.72 -0.78 -3.98 0.005738 0.026607 -2.71
245957_at putative protein predicted proteins - Ar --- AT5G19590 1.30 0.38 3.98 0.005741 0.026616 -2.71
256972_at unknown protein --- AT3G21140 1.38 0.47 3.98 0.005745 0.026629 -2.71
248059_at putative protein similar to unknown proTRN1 AT5G55540 -1.84 -0.88 -3.98 0.005747 0.026633 -2.71
254834_at  flavonoid 3,5-hydroxylase -like proteinCYP706A4 AT4G12300 1.51 0.60 3.98 0.005751 0.026644 -2.71
261167_at  disulfide isomerase-related protein, puATPDIL2-2 AT1G04980 2.82 1.50 3.98 0.00576 0.026679 -2.71
244938_at ribosomal protein S15 --- --- -1.77 -0.82 -3.98 0.00576 0.026679 -2.71
257373_at hypothetical protein predicted by genef--- AT2G43140 1.51 0.59 3.98 0.005768 0.02671 -2.71
263018_at putative non-LTR retroelement reverse--- --- -1.28 -0.35 -3.98 0.005773 0.026728 -2.71
265147_at hypothetical protein --- AT1G51380 1.60 0.68 3.98 0.005775 0.026731 -2.72
265174_s_  polygalacturonase, putative similar to --- AT1G23460 / -1.61 -0.69 -3.98 0.005778 0.02674 -2.72
246627_s_  5-enolpyruvylshikimate-3-phosphate ( --- AT1G48860 / 2.26 1.18 3.98 0.00578 0.026744 -2.72
266091_at hypothetical protein predicted by genscemb1513 AT2G37920 -1.47 -0.56 -3.98 0.005788 0.026774 -2.72
264980_at  receptor kinase, putative similar to CL --- AT1G27190 -1.46 -0.54 -3.98 0.005798 0.026815 -2.72
259424_at  hypothetical protein contains similarity--- AT1G13830 1.60 0.68 3.97 0.005809 0.026859 -2.72



262297_at hypothetical protein similar to hypothet --- AT1G27600 -1.30 -0.38 -3.97 0.005811 0.026865 -2.72
260332_at hypothetical protein predicted by genef--- AT1G70470 -1.28 -0.35 -3.97 0.005815 0.026876 -2.72
257051_at squamosa promoter binding protein-lik SPL5 AT3G15270 -2.67 -1.42 -3.97 0.005824 0.026908 -2.72
249137_at putative protein contains similarity to 2 --- AT5G43140 -1.66 -0.73 -3.97 0.005823 0.026908 -2.72
251665_at responce reactor 4  ; supported by cDNARR9 AT3G57040 -2.34 -1.22 -3.97 0.005826 0.02691 -2.72
249085_at putative protein similar to unknown pro--- AT5G44170 -1.41 -0.49 -3.97 0.005827 0.02691 -2.72
252982_at Histone deacetylase  ; supported by cDHD1 AT4G38130 -1.37 -0.46 -3.97 0.005834 0.026936 -2.73
245078_at putative AP2 domain transcription facto--- AT2G23340 -2.42 -1.27 -3.97 0.005842 0.026963 -2.73
253206_at  putative squalene synthase non-conseSQS1 AT4G34640 -1.41 -0.49 -3.97 0.005843 0.026963 -2.73
265658_at putative aspartate aminotransferase ; sALD1 AT2G13810 3.63 1.86 3.97 0.005842 0.026963 -2.73
262959_at  protein translation factor Sui1 homolog--- AT1G54290 1.43 0.51 3.97 0.005845 0.026969 -2.73
247306_at ser/thr protein phosphatase catalytic suPP7 AT5G63870 -1.47 -0.56 -3.97 0.00585 0.026982 -2.73
259018_at unknown protein similar to unknown prAIR12 AT3G07390 2.85 1.51 3.97 0.005853 0.026993 -2.73
253089_at  putative protein hypothetical protein, A--- AT4G36290 -1.32 -0.40 -3.97 0.00587 0.027065 -2.73
266860_at putative phospholipase C --- AT2G26870 -1.84 -0.88 -3.97 0.005873 0.027072 -2.73
263667_at  putative 40S ribosomal protein S15 StRPS15 AT1G04270 -1.53 -0.61 -3.97 0.005874 0.027074 -2.73
261616_at  NAC domain containing protein, putat ANAC014 AT1G33060 -1.27 -0.34 -3.96 0.005877 0.02708 -2.73
264121_at  putative GTP-binding protein Carboxy TOC33 AT1G02280 -1.44 -0.53 -3.96 0.005889 0.027125 -2.74
253530_at  putative protein hypothetical protein - A--- AT4G31530 -1.79 -0.84 -3.96 0.00589 0.027125 -2.74
249916_at histone H2B like protein (emb|CAA690HTB2 AT5G22880 -1.66 -0.73 -3.96 0.005889 0.027125 -2.74
263689_at  ribonuclease, RNS3 identical to ribonuRNS3 AT1G26820 -1.73 -0.79 -3.96 0.005893 0.027133 -2.74
246439_at  RING-H2 zinc finger protein-like RING--- AT5G17600 -2.42 -1.27 -3.96 0.005901 0.027164 -2.74
265184_at unknown protein  ;supported by full-len--- AT1G23710 3.45 1.79 3.96 0.005904 0.027172 -2.74
248129_at putative protein contains similarity to G--- AT5G54780 1.42 0.51 3.96 0.005907 0.027179 -2.74
253249_at GATA transcription factor 3 --- AT4G34680 1.52 0.60 3.96 0.005909 0.027187 -2.74
252927_at  cysteine proteinase RD19A identical toRD19 AT4G39090 1.32 0.40 3.96 0.005914 0.027203 -2.74
248450_at putative protein contains similarity to u --- AT5G51290 1.42 0.51 3.96 0.005918 0.027218 -2.74
250071_at putative protein similar to unknown pro--- AT5G18000 1.30 0.38 3.96 0.005923 0.027229 -2.74
252364_at hypothetical protein  ;supported by full---- AT3G48450 3.14 1.65 3.96 0.005922 0.027229 -2.74
260311_at hypothetical protein predicted by gensc--- AT1G70570 1.28 0.36 3.96 0.005926 0.027235 -2.74
253830_at Expressed protein ; supported by full-le--- AT4G27652 3.96 1.99 3.96 0.005932 0.027257 -2.74
255692_at putative protein GPAT8 AT4G00400 -2.78 -1.48 -3.96 0.005934 0.027262 -2.74
260129_at hypothetical protein similar to vanilloid --- AT1G36380 1.32 0.40 3.96 0.005943 0.027299 -2.75
251297_at germin-like protein (GLP10) GLP10 AT3G62020 -2.33 -1.22 -3.95 0.00596 0.027367 -2.75
261027_at  cyclic nucleotide and calmodulin-regu ATCNGC10 AT1G01340 2.54 1.35 3.95 0.005961 0.027367 -2.75



250477_at  putative protein CIS,CIS-MUCONATE--- AT5G10190 1.31 0.39 3.95 0.005965 0.027384 -2.75
246975_at putative protein hypothetical proteins - --- AT5G24890 -1.53 -0.62 -3.95 0.005972 0.027406 -2.75
263020_at unknown protein --- AT1G23880 -1.35 -0.43 -3.95 0.005976 0.027418 -2.75
253840_at  putative acyl-CoA binding protein stro ACBP2 AT4G27780 1.49 0.58 3.95 0.005976 0.027418 -2.75
254382_at hypothetical protein --- AT4G21890 -1.58 -0.66 -3.95 0.005978 0.027419 -2.75
254736_at  putative disease resistance protein Cf --- AT4G13820 1.80 0.84 3.95 0.00598 0.027425 -2.75
255094_at putative zinc finger protein ORTHL AT4G08590 -1.69 -0.76 -3.95 0.005984 0.027425 -2.75
247820_at serine/threonine protein kinase ; suppoSIP1 AT5G58380 1.52 0.61 3.95 0.005982 0.027425 -2.75
255908_s_ unknown protein ;supported by full-leng--- AT1G18000 / -1.38 -0.47 -3.95 0.005984 0.027425 -2.75
259540_at  nodule inception protein, putative simi --- AT1G20640 -1.73 -0.79 -3.95 0.005988 0.027438 -2.75
263386_at unknown protein  ; supported by cDNA--- AT2G40150 -1.91 -0.93 -3.95 0.005993 0.027454 -2.76
246425_at cellulose synthase catalytic subunit (IRIRX3 AT5G17420 -2.03 -1.02 -3.95 0.005999 0.027478 -2.76
257890_s_  putative protein peroxidase -  Lycoper --- AT3G17070 / 1.54 0.62 3.95 0.006006 0.027504 -2.76
247115_at kinesin-like calmodulin-binding protein ZWI AT5G65930 -1.47 -0.56 -3.95 0.006015 0.02754 -2.76
251688_at  putative protein hypothetical protein A --- AT3G56480 -2.00 -1.00 -3.95 0.00602 0.027555 -2.76
266742_at predicted by genefinder and genscan --- AT2G03050 -1.35 -0.44 -3.94 0.006028 0.027588 -2.76
250883_at  putative protein predicted proteins, Ara--- AT5G03970 1.51 0.60 3.94 0.006034 0.027609 -2.76
257127_at hypothetical protein predicted by gene TTN9 AT3G20070 -1.46 -0.54 -3.94 0.006046 0.02766 -2.77
262503_at hypothetical protein predicted by gensc--- AT1G21670 1.90 0.93 3.94 0.006049 0.027667 -2.77
247940_at phosphatidylserine decarboxylase PSD2 AT5G57190 2.51 1.33 3.94 0.006056 0.027694 -2.77
248905_at putative protein contains similarity to R--- AT5G46250 1.36 0.44 3.94 0.006058 0.027699 -2.77
247970_at cytosolic malate dehydrogenase --- AT5G56720 -1.35 -0.43 -3.94 0.006065 0.027726 -2.77
256678_at  RNA-binding protein (cp33) identical toCP33 AT3G52380 -1.40 -0.49 -3.94 0.006075 0.027762 -2.77
261151_at  sec14 cytosolic factor, putative similar --- AT1G19650 1.38 0.46 3.94 0.006076 0.027762 -2.77
265544_at putative cyclic nucleotide and  calmoduATCNGC15 AT2G28260 -1.54 -0.62 -3.94 0.006083 0.027785 -2.77
247724_at  putative protein predicted protein, Ara MBD6 AT5G59380 -1.33 -0.42 -3.94 0.006083 0.027785 -2.77
252849_at Histon H3  ;supported by full-length cD--- AT4G40040 1.35 0.44 3.94 0.006088 0.0278 -2.77
264900_at putative auxin transport protein strongl PIN7 AT1G23080 -1.67 -0.74 -3.94 0.006092 0.027812 -2.77
262148_at  chloroplast-localized small heat shock--- AT1G52560 1.98 0.98 3.93 0.0061 0.027846 -2.77
267187_s_ putative methylenetetrahydrofolate redMTHFR2 AT2G44160 / -1.58 -0.66 -3.93 0.006112 0.027893 -2.78
257791_at unknown protein contains Pfam profile --- AT3G27110 1.53 0.62 3.93 0.006118 0.027893 -2.78
264792_at hypothetical protein similar to hypothet --- AT1G08620 1.36 0.44 3.93 0.006118 0.027893 -2.78
247192_at histone H3 (sp|P05203)  ; supported by--- AT5G65360 -5.77 -2.53 -3.93 0.006115 0.027893 -2.78
252637_at  WD repeat domain protein nuclear proHIRA AT3G44530 1.43 0.51 3.93 0.006119 0.027893 -2.78
266816_at unknown protein identical to GB:AAC3 --- AT2G44970 1.32 0.40 3.93 0.006119 0.027893 -2.78



246498_at  stearoyl-acyl carrier protein desaturas --- AT5G16230 2.18 1.12 3.93 0.006116 0.027893 -2.78
252679_at  CCR4-associated factor 1-like protein --- AT3G44260 5.04 2.33 3.93 0.006126 0.027917 -2.78
247642_at putative protein various predicted prote--- AT5G60590 1.34 0.42 3.93 0.006133 0.027944 -2.78
266156_at hypothetical protein predicted by genscFRA8 AT2G28110 2.81 1.49 3.93 0.006134 0.027945 -2.78
253302_at Expressed protein ; supported by full-le--- AT4G33660 -1.57 -0.65 -3.93 0.006141 0.027972 -2.78
251281_at  putative protein hypothetical protein A AGP20 AT3G61640 -2.24 -1.17 -3.93 0.006165 0.028074 -2.79
267451_at putative AP2 domain transcription facto--- AT2G33710 5.28 2.40 3.93 0.006169 0.028088 -2.79
256518_at hypothetical protein --- AT1G66080 -1.45 -0.54 -3.92 0.006177 0.028119 -2.79
245906_at putative protein  ;supported by full-leng--- AT5G11070 -2.06 -1.05 -3.92 0.006181 0.028132 -2.79
255725_at hypothetical protein similar to putative PFT1 AT1G25540 1.28 0.36 3.92 0.006183 0.028133 -2.79
264899_at  unknown protein similar to ripening-ind--- AT1G23130 1.89 0.91 3.92 0.006189 0.028151 -2.79
256209_at  electron transport flavoprotein, putativ ETFALPHA AT1G50940 1.37 0.45 3.92 0.006189 0.028151 -2.79
246779_at putative protein peroxisomal integral mPNC2 AT5G27520 1.80 0.85 3.92 0.006191 0.028155 -2.79
250745_at putative protein strong similarity to unk--- AT5G05850 1.62 0.70 3.92 0.006195 0.028166 -2.79
266114_at hypothetical protein predicted by gensc--- AT2G02150 -1.28 -0.36 -3.92 0.006213 0.02824 -2.79
249910_at chorismate mutase/prephenate dehydrADT5 AT5G22630 2.55 1.35 3.92 0.006214 0.02824 -2.79
260683_at  ribosomal protein, putative similar to GHLL AT1G17560 -1.39 -0.47 -3.92 0.006223 0.028274 -2.80
252335_at  putative protein putative protein - Arab--- AT3G48860 1.42 0.50 3.92 0.006227 0.028283 -2.80
249252_at putative protein contains similarity to u --- AT5G42010 2.95 1.56 3.92 0.006228 0.028283 -2.80
246111_at putative protein --- AT5G20170 -1.39 -0.47 -3.92 0.006227 0.028283 -2.80
265337_at putative ADP-ribosylation factor  ;supp TTN5 AT2G18390 -1.61 -0.69 -3.92 0.006233 0.028289 -2.80
251217_at  Sar1-like GTP binding protein small G--- AT3G62560 -1.40 -0.49 -3.92 0.006231 0.028289 -2.80
253117_at Expressed protein ; supported by full-le--- AT4G35905 -1.48 -0.57 -3.92 0.006233 0.028289 -2.80
247806_at ABC transporter-like protein ; supporteSTA1 AT5G58270 -1.34 -0.42 -3.92 0.006236 0.028298 -2.80
254504_at  putative protein RNPL, Homo sapiens --- AT4G20030 -1.67 -0.74 -3.92 0.006239 0.028306 -2.80
247783_at  light harvesting pigment - like protein L--- AT5G58800 1.85 0.88 3.92 0.006244 0.028316 -2.80
265232_s_ hypothetical protein --- AT2G07715 1.43 0.51 3.92 0.006244 0.028316 -2.80
253825_at Expressed protein ; supported by full-le--- AT4G28025 -1.55 -0.64 -3.91 0.006258 0.028372 -2.80
266621_at unknown protein --- AT2G35450 -1.66 -0.73 -3.91 0.006266 0.028406 -2.80
262376_at unknown protein contains similarity to HTH AT1G72970 -1.33 -0.41 -3.91 0.006275 0.02844 -2.81
262308_at unknown protein --- AT1G71010 1.44 0.53 3.91 0.00628 0.028456 -2.81
252873_at  putative protein myosin heavy chain, O--- AT4G40020 1.42 0.51 3.91 0.006284 0.02847 -2.81
249386_at  disease resistance -like protein downy--- AT5G40060 1.36 0.45 3.91 0.006298 0.028524 -2.81
246141_at  TipD - like WD repeat protein TipD, Di --- AT5G19920 -1.45 -0.54 -3.91 0.006299 0.028524 -2.81
247169_at unknown protein --- AT5G65520 -1.55 -0.63 -3.91 0.006311 0.028575 -2.81



257003_at unknown protein  ;supported by full-lenFLU AT3G14110 -1.56 -0.64 -3.91 0.006313 0.028579 -2.81
248896_at putative protein contains similarity to WWRKY8 AT5G46350 3.05 1.61 3.91 0.006329 0.028643 -2.81
248058_at putative protein similar to unknown pro--- AT5G55530 1.39 0.47 3.91 0.006331 0.028649 -2.81
255901_at  GDP-L-fucose synthetase, putative simGER2 AT1G17890 -1.62 -0.70 -3.90 0.006334 0.02865 -2.82
253732_at putative protein several hypothetical pr--- AT4G29140 -1.36 -0.45 -3.90 0.006334 0.02865 -2.82
254380_at putative protein --- AT4G21865 2.78 1.48 3.90 0.006337 0.028658 -2.82
260954_at  glyoxalase II isozyme, putative similar GLX2-4 AT1G06130 1.44 0.53 3.90 0.006345 0.028687 -2.82
252618_at lipoxygenase AtLOX2  ; supported by cLOX2 AT3G45140 -1.55 -0.63 -3.90 0.006348 0.028688 -2.82
247031_at UDP-glucuronyltransferase-like protein--- AT5G67230 -1.57 -0.65 -3.90 0.006346 0.028688 -2.82
245699_at putative protein ;supported by full-leng --- AT5G04250 1.77 0.82 3.90 0.006352 0.028703 -2.82
259666_at unknown protein ; supported by cDNA:SR33 AT1G55310 1.36 0.44 3.90 0.00636 0.028733 -2.82
250978_at  putative protein contains transmembra--- AT5G03080 -1.29 -0.37 -3.90 0.006377 0.028806 -2.82
266488_at putative pectinesterase  ; supported by--- AT2G47670 1.63 0.70 3.90 0.006385 0.028836 -2.82
262418_at  thioredoxin, putative similar to thioredoATHX AT1G50320 -1.61 -0.68 -3.90 0.006391 0.028856 -2.83
246064_at  DNA binding protein ACBF - like DNA --- AT5G19350 1.37 0.45 3.90 0.006396 0.028868 -2.83
254418_at  glucose transporter glucose transport --- AT4G21480 -1.37 -0.46 -3.90 0.006395 0.028868 -2.83
255560_at  hypothetical protein similar to C. elega--- AT4G02030 -1.30 -0.38 -3.90 0.006397 0.028868 -2.83
258372_at ubiquitin-specific protease 25 (UBP25)UBP25 AT3G14400 1.33 0.41 3.90 0.006405 0.028897 -2.83
251442_at  putative protein multisynthetase comp--- AT3G59980 -1.65 -0.72 -3.90 0.006411 0.028915 -2.83
254176_at  hypothetical protein hypothetical prote--- AT4G24200 1.35 0.43 3.89 0.006414 0.028923 -2.83
248631_at putative protein strong similarity to unk--- AT5G49000 1.45 0.54 3.89 0.006424 0.028966 -2.83
258480_at unknown protein  ;supported by full-len--- AT3G02640 -1.40 -0.48 -3.89 0.006428 0.028977 -2.83
249576_at  putative protein predicted protein, Ara --- AT5G37690 -1.30 -0.38 -3.89 0.006437 0.029011 -2.83
250829_at  disease resistance - like protein rpp8, ADR1-L2 AT5G04720 1.44 0.53 3.89 0.006442 0.02903 -2.83
259497_at unknown protein --- AT1G15860 1.28 0.36 3.89 0.006448 0.029045 -2.83
256257_at  arginine-tRNA-protein transferase, putATE2 AT3G11240 -1.31 -0.39 -3.89 0.006448 0.029045 -2.83
262261_at  CLE17, putative CLAVATA3/ESR-Rel CLE17 AT1G70895 -1.45 -0.53 -3.89 0.006459 0.029083 -2.84
259119_at  transport protein SEC13, putative sim --- AT3G01340 -1.30 -0.38 -3.89 0.00646 0.029083 -2.84
249770_at unknown protein ;supported by full-lengWRKY30 AT5G24110 5.89 2.56 3.89 0.006459 0.029083 -2.84
246233_at putative protein --- AT4G36550 2.29 1.19 3.89 0.006464 0.029086 -2.84
247120_at amino acid transporter protein-like --- AT5G65990 1.36 0.44 3.89 0.006464 0.029086 -2.84
245264_at Expressed protein ; supported by cDNA--- AT4G17245 -2.58 -1.37 -3.89 0.006466 0.029091 -2.84
259579_at  P-glycoprotein, putative similar to P-glPGP14 AT1G28010 -3.01 -1.59 -3.89 0.006468 0.029093 -2.84
263730_at  beta-glucosidase, putative similar to b BGLU4 AT1G60090 -1.32 -0.40 -3.89 0.006472 0.029102 -2.84
251787_at  2-oxoglutarate dehydrogenase, E1 su --- AT3G55410 1.44 0.53 3.89 0.006472 0.029102 -2.84



245065_at unknown protein  ; supported by cDNA--- AT2G39750 -1.29 -0.37 -3.89 0.006476 0.029112 -2.84
260603_at  membrane related protein CP5, putati --- AT1G55960 1.62 0.69 3.89 0.006481 0.029123 -2.84
265288_at putative glutaredoxin  ;supported by fu --- AT2G20270 -1.51 -0.59 -3.89 0.00648 0.029123 -2.84
250996_at  putative protein BcDNA.LD24793, Dro--- AT5G02530 -1.33 -0.41 -3.89 0.006486 0.029139 -2.84
256624_at hypothetical protein predicted by gene --- AT3G19990 1.33 0.41 3.89 0.006488 0.029143 -2.84
259406_at hypothetical protein predicted by gene --- AT1G17690 1.31 0.39 3.88 0.006505 0.029214 -2.84
252477_at  glucosyltransferase-like protein UDP-g--- AT3G46680 1.52 0.61 3.88 0.006511 0.029234 -2.85
263556_at hypothetical protein predicted by gensc--- AT2G16365 1.43 0.51 3.88 0.006514 0.029245 -2.85
245373_s_ Expressed protein ; supported by full-leATARD2 AT4G14710 / 1.37 0.45 3.88 0.006519 0.029258 -2.85
245040_at hypothetical protein predicted by genef--- AT2G26520 -1.40 -0.49 -3.88 0.00652 0.029258 -2.85
263778_at putative cytochrome oxidase biogenes OXA1L AT2G46470 -1.41 -0.49 -3.88 0.006523 0.029265 -2.85
249424_s_ hypothetical protein  ; supported by ful --- AT5G39800 / -1.42 -0.51 -3.88 0.006524 0.029266 -2.85
253798_at  predicted protein CUC2 (involved in o ANAC073 AT4G28500 -1.40 -0.48 -3.88 0.006527 0.029273 -2.85
250056_at  putative protein predicted proteins, Sy--- AT5G17660 -1.98 -0.98 -3.88 0.006547 0.02935 -2.85
261567_at Expressed protein ; supported by cDNA--- AT1G33055 -2.38 -1.25 -3.88 0.006546 0.02935 -2.85
253638_at  cinnamoyl-CoA reductase - like protei --- AT4G30470 -2.37 -1.25 -3.88 0.006553 0.029369 -2.85
266472_at unknown protein --- AT2G31150 -1.28 -0.36 -3.88 0.006554 0.029369 -2.85
249356_at  putative protein predicted proteins, Ara--- AT5G40520 1.69 0.76 3.88 0.006566 0.029419 -2.85
247060_at succinate dehydrogenase flavoprotein SDH1-1 AT5G66760 2.58 1.37 3.88 0.006573 0.029444 -2.86
263807_at putative indole-3-glycerol phosphate sy--- AT2G04400 4.06 2.02 3.88 0.006576 0.029451 -2.86
253691_at  putative protein predicted proteins, AraEMB2752 AT4G29660 1.28 0.36 3.87 0.006586 0.029489 -2.86
252951_at  disease resistance response like prote--- AT4G38700 -1.66 -0.73 -3.87 0.006589 0.029497 -2.86
252516_at histidyl-tRNA synthetase  ; supported bATHRS1 AT3G46100 -1.41 -0.50 -3.87 0.006591 0.0295 -2.86
262499_at unknown protein EST gb|T41993 come--- AT1G21770 1.53 0.61 3.87 0.006605 0.029554 -2.86
263700_at unknown protein EST gb|Z33866 come--- AT1G31150 -1.53 -0.61 -3.87 0.006605 0.029554 -2.86
267466_at putative GDSL-motif lipase/hydrolase s--- AT2G19010 -1.32 -0.40 -3.87 0.006613 0.029583 -2.86
253374_at hypothetical protein  ; supported by cD--- AT4G33140 1.31 0.39 3.87 0.006619 0.029603 -2.86
265359_at putative MYB family transcription facto MYB7 AT2G16720 2.33 1.22 3.87 0.006625 0.029626 -2.86
265776_at hypothetical protein predicted by genef--- AT2G07340 -1.31 -0.39 -3.87 0.006627 0.029627 -2.86
250897_at putative protein  ; supported by cDNA: --- AT5G03430 1.35 0.44 3.87 0.006638 0.029671 -2.87
245865_at hypothetical protein contains similarity --- AT1G58025 1.34 0.42 3.87 0.006641 0.02968 -2.87
246509_at valine--tRNA ligase-like protein severa EMB2247 AT5G16715 -1.67 -0.74 -3.87 0.006655 0.029735 -2.87
260089_at putative ATPase contains Pfam profile --- AT1G73170 1.29 0.37 3.86 0.00666 0.029746 -2.87
247498_at  peroxisomal Ca-dependent solute car --- AT5G61810 -1.49 -0.58 -3.86 0.006661 0.029746 -2.87
260728_at  Pto kinase interactor 1, putative simila--- AT1G48210 1.86 0.89 3.87 0.006659 0.029746 -2.87



264957_at  F-box protein family, AtFBL5 contains SKP2B AT1G77000 1.73 0.79 3.86 0.006669 0.029775 -2.87
260415_at putative protein kinase similar to protei --- AT1G69790 1.74 0.80 3.86 0.006676 0.029802 -2.87
248916_at receptor protein kinase-like protein pre--- AT5G45840 -2.11 -1.08 -3.86 0.006687 0.029836 -2.87
246234_at putative protein --- AT4G37280 -1.42 -0.51 -3.86 0.006686 0.029836 -2.87
267553_s_ hypothetical protein predicted by genef--- AT2G32180 / -1.60 -0.68 -3.86 0.006688 0.029838 -2.87
250702_at peroxidase  ;supported by full-length c --- AT5G06730 5.32 2.41 3.86 0.006694 0.029858 -2.88
249140_at  F-box protein family, AtFBX6 contains --- AT5G43190 -1.54 -0.62 -3.86 0.006705 0.029902 -2.88
248271_at putative protein similar to unknown pro--- AT5G53420 2.08 1.06 3.86 0.006709 0.029906 -2.88
252821_at putative protein  ;supported by full-leng--- AT4G39860 -2.12 -1.09 -3.86 0.006708 0.029906 -2.88
248633_at arginine methyltransferase-like protein PRMT4A AT5G49020 -1.39 -0.48 -3.86 0.006715 0.029926 -2.88
246211_at G-box-binding factor 1 ; supported by cGBF1 AT4G36730 -1.81 -0.86 -3.86 0.006733 0.029995 -2.88
246325_at hypothetical protein contains similarity ABA3 AT1G16540 2.11 1.08 3.86 0.006734 0.029995 -2.88
261828_at unknown protein ; supported by cDNA:--- AT1G11360 -1.34 -0.42 -3.86 0.006733 0.029995 -2.88
267628_at unknown protein similar to GP|226214 --- AT2G42280 1.40 0.48 3.86 0.006738 0.030008 -2.88
257351_at putative mitochondrial carrier protein MBAC1 AT2G33820 -1.47 -0.56 -3.86 0.006743 0.030023 -2.88
266125_at putative GATA-type zinc finger transcr --- AT2G45050 -1.47 -0.55 -3.85 0.006746 0.030029 -2.88
252281_at putative protein various predicted prote--- AT3G49320 1.53 0.61 3.85 0.006749 0.030038 -2.88
261136_at  ribokinase, putative similar to GB:AAD--- AT1G19600 1.32 0.40 3.85 0.006758 0.030069 -2.89
245397_at auxin-responsive protein IAA1 ;suppor IAA1 AT4G14560 -2.39 -1.26 -3.85 0.00676 0.030069 -2.89
248002_at Expressed protein ; supported by full-leATARP8 AT5G56180 1.54 0.62 3.85 0.006759 0.030069 -2.89
254209_at Expressed protein ; supported by cDNA--- AT4G23490 -1.65 -0.72 -3.85 0.006761 0.03007 -2.89
245851_at  putative protein HERC2 - Homo sapie KEG AT5G13530 1.36 0.44 3.85 0.006786 0.030173 -2.89
254642_at  putative protein hypothetical protein, S--- AT4G18810 -1.73 -0.79 -3.85 0.006788 0.030174 -2.89
255281_at contains similarity to glucan synthases GSL1 AT4G04970 1.27 0.34 3.85 0.006794 0.030191 -2.89
248104_at S-adenosyl-L-methionine:salicylic acid IAMT1 AT5G55250 -2.10 -1.07 -3.85 0.006793 0.030191 -2.89
257325_at hypothetical protein --- AT2G07798 2.09 1.06 3.85 0.006796 0.030192 -2.89
245716_at Expressed protein ; supported by cDNANDC1 AT5G08740 -1.70 -0.77 -3.85 0.006802 0.030213 -2.89
251699_at  cytochrome P450-like protein cytochroCYP94D2 AT3G56630 1.38 0.47 3.85 0.006815 0.030264 -2.89
258185_at hypothetical protein similar to hypothet --- AT3G21580 -1.48 -0.57 -3.85 0.006816 0.030264 -2.89
245004_at hypothetical protein --- --- -1.50 -0.58 -3.85 0.006822 0.030288 -2.90
264597_at unknown protein --- AT1G04620 1.51 0.60 3.85 0.006828 0.030302 -2.90
259219_at hypothetical protein predicted by gensc--- AT3G03560 1.60 0.68 3.85 0.006828 0.030302 -2.90
259334_at unknown protein similar to hect domain--- AT3G03790 1.57 0.65 3.84 0.006834 0.030323 -2.90
248814_at putative protein similar to unknown pro--- AT5G46910 3.92 1.97 3.84 0.006843 0.030355 -2.90
258847_at unknown protein  ; supported by full-le --- AT3G03100 1.30 0.38 3.84 0.006848 0.030364 -2.90



264474_s_  ribulose-bisphosphate carboxylase smRBCS1A AT1G06820 / -1.27 -0.35 -3.84 0.006847 0.030364 -2.90
253270_at cyclin delta-3 CYCD3;1 AT4G34160 -1.59 -0.67 -3.84 0.006858 0.030401 -2.90
255639_at putative protein APRR8 AT4G00760 -1.47 -0.56 -3.84 0.00686 0.030401 -2.90
246027_at  homoserine dehydrogenase-like prote--- AT5G21060 -1.63 -0.70 -3.84 0.006859 0.030401 -2.90
258210_at  Eukaryotic initiation factor 4A, putativeEIF4A1 AT3G13920 -1.34 -0.42 -3.84 0.006867 0.030427 -2.90
258139_at  heat shock transcription factor HSF1, HSFC1 AT3G24520 1.49 0.57 3.84 0.006875 0.030457 -2.90
252974_at putative protein  ; supported by cDNA: MTN1 AT4G38800 1.33 0.41 3.84 0.006881 0.030463 -2.90
248493_at putative protein contains similarity to ir FSD2 AT5G51100 -1.40 -0.49 -3.84 0.00688 0.030463 -2.90
250732_at putative protein contains similarity to u --- AT5G06480 -1.72 -0.78 -3.84 0.006879 0.030463 -2.90
265740_at RING-H2 finger protein RHA2b identicaRHA2B AT2G01150 -2.04 -1.03 -3.84 0.006906 0.030565 -2.91
262943_at  inosine-5'-monophosphate dehydroge --- AT1G79470 1.34 0.42 3.84 0.006906 0.030565 -2.91
249337_at putative protein contains similarity to u --- AT5G41080 3.23 1.69 3.84 0.006916 0.030601 -2.91
260613_at unknown protein --- AT1G53380 -1.39 -0.47 -3.83 0.006919 0.030607 -2.91
266543_at hypothetical protein predicted by gensc--- AT2G35075 -1.26 -0.34 -3.83 0.006925 0.03063 -2.91
258186_s_  protein kinase, putative similar to serin--- AT1G48490 / 1.32 0.40 3.83 0.006937 0.030676 -2.91
265028_at hypothetical protein predicted by genef--- AT1G24530 -2.78 -1.48 -3.83 0.006939 0.030678 -2.91
245950_at  putative protein predicted protein, D. m--- AT5G19570 -1.61 -0.69 -3.83 0.006944 0.030695 -2.91
249303_at putative protein strong similarity to unk--- AT5G41460 -1.62 -0.70 -3.83 0.006947 0.030705 -2.92
260454_at RING-H2 zinc finger protein (ATL3) ideATL3 AT1G72310 -1.90 -0.93 -3.83 0.006961 0.030758 -2.92
254858_at  putative protein other predicted protein--- AT4G12070 1.36 0.44 3.83 0.006963 0.030758 -2.92
264190_at  heme activated protein, putative similaNF-YC3 AT1G54830 -1.28 -0.35 -3.83 0.006963 0.030758 -2.92
251372_at putative protein  ;supported by full-leng--- AT3G60520 -1.48 -0.56 -3.83 0.006967 0.030762 -2.92
265680_at putative hydrolase  ; supported by cDN--- AT2G32150 1.72 0.78 3.83 0.006967 0.030762 -2.92
251990_at  putative protein MICRONUCLEAR LIN--- AT3G53320 -1.58 -0.66 -3.83 0.006969 0.030764 -2.92
252472_at GTP-binding protein Rab11  ; supporteATRABA2C AT3G46830 -1.41 -0.50 -3.83 0.006977 0.030788 -2.92
246915_at  malate dehydrogenase - like protein mATNADP-MEAT5G25880 -1.74 -0.80 -3.83 0.006977 0.030788 -2.92
249815_at 60S ribosomal protein L13  ; supported--- AT5G23900 -1.60 -0.68 -3.83 0.006978 0.030788 -2.92
266110_at putative C2H2-type zinc finger protein AtIDD4 AT2G02080 -1.39 -0.47 -3.83 0.00699 0.030834 -2.92
262565_at hypothetical protein predicted by gensc--- AT1G34320 1.37 0.45 3.83 0.006995 0.03085 -2.92
254694_at putative protein --- AT4G17900 1.54 0.62 3.83 0.006998 0.030859 -2.92
261218_at  ferredoxin--NADP reductase precurso FNR2 AT1G20020 -1.65 -0.72 -3.83 0.007001 0.030864 -2.92
262360_at  receptor protein kinase, putative simila--- AT1G73080 / 3.59 1.84 3.82 0.007004 0.030873 -2.92
266811_at unknown protein --- AT2G44850 -1.33 -0.41 -3.82 0.007006 0.030875 -2.92
257962_at hypothetical protein predicted by gensc--- AT3G19790 -1.66 -0.73 -3.82 0.007008 0.030876 -2.92
246340_s_  AtPP -like protein AtPP protein, Brass --- AT3G44860 / 1.94 0.95 3.82 0.007012 0.030887 -2.93



253739_at putative protein predicted protein. Arab--- AT4G28760 -1.47 -0.55 -3.82 0.007014 0.03089 -2.93
249480_s_  protein kinase - like protein receptor-li --- AT5G38990 / 2.11 1.08 3.82 0.007039 0.030996 -2.93
264098_at hypothetical protein predicted by gene --- AT1G79260 -1.69 -0.75 -3.82 0.007051 0.031042 -2.93
251916_at  transporter-like protein oligopeptide tra--- AT3G53960 1.60 0.68 3.82 0.007052 0.031042 -2.93
245676_at  nodule-specific protein, putative simila--- AT1G56670 -1.38 -0.47 -3.82 0.007058 0.031054 -2.93
248264_at putative protein similar to unknown pro--- AT5G53310 -1.40 -0.49 -3.82 0.007057 0.031054 -2.93
246822_at  putative protein predicted proteins, Ara--- AT5G26960 -1.41 -0.49 -3.82 0.007064 0.031074 -2.93
246515_at  putative protein unusual floral organs --- AT5G15710 -1.27 -0.34 -3.82 0.007069 0.031092 -2.93
254778_at putative protein --- AT4G12750 1.47 0.56 3.82 0.007072 0.031097 -2.93
250698_at putative protein similar to unknown pro--- AT5G06810 1.32 0.40 3.82 0.007083 0.031142 -2.94
258300_at putative casein kinase I similar to caseckl10 AT3G23340 1.57 0.65 3.82 0.007085 0.031146 -2.94
267373_at unknown protein CID7 AT2G26280 1.37 0.45 3.82 0.00709 0.03116 -2.94
245238_at  putative protein similarity to cytochromACYB-2 AT4G25570 -1.46 -0.54 -3.81 0.007098 0.031192 -2.94
260867_at hypothetical protein predicted by gene TED6 AT1G43790 -2.76 -1.46 -3.81 0.007102 0.031199 -2.94
259774_at  plasma membrane associated protein --- AT1G29520 -1.57 -0.65 -3.81 0.007108 0.031211 -2.94
251034_at putative protein  ;supported by full-lengPRA1.A1 AT5G02040 1.38 0.46 3.81 0.007107 0.031211 -2.94
264563_s_ unknown protein --- AT1G55750 / -1.39 -0.48 -3.81 0.007108 0.031211 -2.94
257646_at  methionine aminopeptidase, putative sMAP1B AT3G25740 -1.81 -0.86 -3.81 0.007118 0.031248 -2.94
250529_at RNA helicase-like protein --- AT5G08610 1.54 0.62 3.81 0.00712 0.031249 -2.94
251177_at  cyclophylin -like protein CDC28/cdc2- --- AT3G63400 1.45 0.53 3.81 0.007121 0.031249 -2.94
257758_at  eukaryotic translation elongation facto--- AT3G22980 1.41 0.49 3.81 0.007132 0.031292 -2.94
251910_at  serine/threonine-specific kinase like p --- AT3G53810 3.16 1.66 3.81 0.007134 0.031294 -2.94
256149_at  zinc finger protein, putative similar to zAtIDD7 AT1G55110 1.54 0.62 3.81 0.007138 0.031294 -2.94
258852_at unknown protein similar to C-terminal pAT-P4H-2 AT3G06300 1.56 0.64 3.81 0.007136 0.031294 -2.94
254214_at  putative potassium transport protein (TTRH1 AT4G23640 1.42 0.50 3.81 0.007138 0.031294 -2.94
249347_at putative protein similar to unknown pro--- AT5G40830 -1.82 -0.86 -3.81 0.007145 0.031317 -2.95
254164_at putative protein  ;supported by full-lengTIFY1 AT4G24470 1.36 0.45 3.81 0.007146 0.031318 -2.95
251395_at unknown protein  ;supported by full-lenFLA8 AT2G45470 -8.29 -3.05 -3.81 0.007151 0.031324 -2.95
256711_at unknown protein contains Pfam profile --- AT3G30390 1.65 0.72 3.81 0.00715 0.031324 -2.95
247602_at  S-receptor kinase homolog 2 precursoRLK1 AT5G60900 2.43 1.28 3.81 0.007152 0.031324 -2.95
255490_at  putative protein lysosomal trafficking r --- AT4G02660 -1.35 -0.43 -3.81 0.007157 0.031341 -2.95
253204_at GTP binding protein beta subunit  ; supAGB1 AT4G34460 1.28 0.35 3.81 0.007162 0.031357 -2.95
254153_at  putative protein hypothetical protein RPWD AT4G24450 1.81 0.85 3.81 0.007169 0.03138 -2.95
253573_at  putative protein BEM46 PROTEIN, Sc--- AT4G31020 1.42 0.50 3.81 0.007178 0.031413 -2.95
261403_at unknown protein ;supported by full-lengSYP52 AT1G79590 -1.30 -0.38 -3.80 0.007193 0.031475 -2.95



256673_at unknown protein FLA15 AT3G52370 -3.37 -1.75 -3.80 0.007198 0.031489 -2.95
265274_at putative RNA methyltransferase --- AT2G28450 -1.44 -0.52 -3.80 0.007221 0.031584 -2.96
262056_at Expressed protein ; supported by full-le--- AT1G80245 1.38 0.46 3.80 0.007223 0.031587 -2.96
254839_at  stress-induced protein sti1 -like protein--- AT4G12400 2.14 1.09 3.80 0.007226 0.031593 -2.96
249400_at  putative protein MtN24 gene, Medicag--- AT5G40300 1.47 0.56 3.80 0.007229 0.0316 -2.96
261596_at hypothetical protein predicted by gene --- AT1G33080 -1.38 -0.46 -3.80 0.007237 0.03163 -2.96
252188_at  putative clathrin coat assembly protein--- AT3G50860 1.68 0.75 3.80 0.007239 0.031631 -2.96
266442_at hypothetical protein --- AT2G43260 -1.27 -0.34 -3.80 0.007252 0.031682 -2.96
246259_at  amino acid permease, putative contain--- AT1G31830 1.43 0.51 3.80 0.007265 0.031732 -2.96
254854_at  putative protein hypothetical protein S --- AT4G12130 1.52 0.60 3.79 0.007282 0.031792 -2.97
266035_at enoyl-ACP reductase (enr-A) MOD1 AT2G05990 -1.83 -0.87 -3.79 0.007282 0.031792 -2.97
248332_at heat-shock protein  ; supported by cDNATHSP90.1 AT5G52640 3.60 1.85 3.79 0.007282 0.031792 -2.97
245323_at cysteine proteinase inhibitor like protei --- AT4G16500 -1.47 -0.55 -3.79 0.007287 0.031804 -2.97
253033_at  putative protein aminoacylase I - Sus --- AT4G38220 -1.34 -0.43 -3.79 0.007291 0.031813 -2.97
248852_at unknown protein --- AT5G46560 1.27 0.34 3.79 0.007293 0.031813 -2.97
253546_at hypothetical protein  ;supported by full---- AT4G31030 / -1.45 -0.53 -3.79 0.007293 0.031813 -2.97
267288_at similar to cold acclimation protein WCO--- AT2G23680 2.67 1.41 3.79 0.007297 0.031826 -2.97
263247_at unknown protein --- AT2G31440 -1.29 -0.36 -3.79 0.007304 0.031849 -2.97
264390_at putative DNA-binding protein Contains --- AT1G11950 -1.44 -0.53 -3.79 0.007307 0.031856 -2.97
258609_at unknown protein  ;supported by full-len--- AT3G02910 1.41 0.50 3.79 0.007311 0.031867 -2.97
263776_s_ putative cyclic nucleotide-regulated ionATCNGC3 AT2G46430 / 3.87 1.95 3.79 0.007326 0.031929 -2.97
263732_at hypothetical protein predicted by gene ARL2 AT1G59980 -1.38 -0.47 -3.79 0.007329 0.031935 -2.97
253414_at putative protein EDA39 AT4G33050 4.44 2.15 3.79 0.007333 0.031944 -2.97
247699_at  GTP-binding protein ara-3 GTP-bindin--- AT5G59840 1.70 0.77 3.79 0.007339 0.031966 -2.97
266269_at putative glutathione S-transferase  ; suATGSTU2 AT2G29480 2.38 1.25 3.79 0.007342 0.031971 -2.98
247470_at  putative protein various predicted prot --- AT5G62220 -2.59 -1.37 -3.79 0.007353 0.032012 -2.98
264729_at putative metal-binding protein highly si --- AT1G22990 -1.71 -0.78 -3.79 0.007357 0.032025 -2.98
260939_at hypothetical protein contains similarity --- AT1G45180 -2.17 -1.12 -3.79 0.007361 0.032036 -2.98
262693_at unknown protein --- AT1G62780 -1.89 -0.92 -3.78 0.007374 0.032087 -2.98
264873_at putative indole-3-acetate beta-glucosy UGT74B1 AT1G24100 2.33 1.22 3.78 0.007375 0.032087 -2.98
250249_at putative protein similar to unknown pro--- AT5G13760 1.41 0.50 3.78 0.007378 0.03209 -2.98
265987_at unknown protein --- AT2G24240 1.61 0.69 3.78 0.007382 0.032105 -2.98
265990_at putative prolylcarboxypeptidase --- AT2G24280 1.62 0.70 3.78 0.007386 0.032115 -2.98
260040_at Expressed protein ; supported by full-leIDA AT1G68765 4.10 2.04 3.78 0.007391 0.032131 -2.98
250434_at  histone H3 - like protein histone H3, A--- AT5G10390 -3.75 -1.91 -3.78 0.007393 0.032131 -2.98



246406_at  disease resistance protein RPP1-WsA--- AT1G57650 1.25 0.32 3.78 0.007415 0.032225 -2.99
250163_at  putative protein various predicted prot --- AT5G15270 -1.39 -0.48 -3.78 0.007419 0.032228 -2.99
255704_at putative proline-rich protein  ;supported--- AT4G00170 1.28 0.36 3.78 0.007419 0.032228 -2.99
261887_at  CCR4-associated factor, putative\0CC--- AT1G80780 -1.28 -0.36 -3.78 0.007422 0.032233 -2.99
254845_at hydroxymethylglutaryl-CoA synthase  ;MVA1 AT4G11820 -1.50 -0.58 -3.78 0.007432 0.032272 -2.99
267392_at putative beta-glucosidase PEN2 AT2G44490 1.61 0.69 3.78 0.007437 0.032282 -2.99
255566_s_ hypothetical protein --- AT3G48670 / -1.38 -0.46 -3.78 0.007436 0.032282 -2.99
247442_s_ tubulin beta-2/beta-3 chain (sp|P29512TUB2 AT5G62690 / -1.69 -0.75 -3.78 0.007447 0.03232 -2.99
262382_at  virus resistance protein, putative simila--- AT1G72920 4.56 2.19 3.78 0.007451 0.032326 -2.99
250272_at  callose synthase catalytic subunit -likeATGSL12 AT5G13000 -1.46 -0.54 -3.78 0.00745 0.032326 -2.99
259103_at unknown protein  ; supported by cDNA--- AT3G11690 -2.07 -1.05 -3.78 0.007454 0.03233 -2.99
247793_at putative protein  ; supported by cDNA: PSY1 AT5G58650 1.56 0.65 3.78 0.007459 0.032346 -2.99
251060_at  putative protein serine/threonine proteATSR1 AT5G01820 3.28 1.71 3.78 0.007462 0.032348 -2.99
254419_at  NADH dehydrogenase like protein NANDB3 AT4G21490 1.28 0.36 3.78 0.007461 0.032348 -2.99
254609_at Expressed protein ; supported by full-le--- AT4G18970 -2.20 -1.14 -3.77 0.007468 0.032366 -2.99
253452_at hypothetical protein ; supported by cDN--- AT4G31930 -1.34 -0.42 -3.77 0.00747 0.032369 -2.99
253949_at grpE like protein  ;supported by full-lenAR192 AT4G26780 2.21 1.14 3.77 0.007487 0.032417 -3.00
264511_at putative galactinol synthase similar to GAtGolS3 AT1G09350 -2.70 -1.43 -3.77 0.007486 0.032417 -3.00
256430_at DREB2B transcription factor identical t DREB2B AT3G11020 1.34 0.42 3.77 0.007486 0.032417 -3.00
261519_at unknown protein ; supported by cDNA:--- AT1G71810 -1.55 -0.63 -3.77 0.007486 0.032417 -3.00
259616_at hypothetical protein contains similarity C/VIF1 AT1G47960 1.63 0.71 3.77 0.00749 0.032425 -3.00
245557_at phosphatase like protein PUX5 AT4G15410 -1.26 -0.34 -3.77 0.007495 0.032436 -3.00
251950_at  zinc finger - like protein Zat11 zinc fing--- AT3G53600 5.37 2.42 3.77 0.007495 0.032436 -3.00
246159_at Expressed protein ; supported by full-le--- AT5G20935 -1.76 -0.82 -3.77 0.007504 0.032469 -3.00
256093_at predicted protein ; supported by cDNA --- AT1G20823 2.79 1.48 3.77 0.007508 0.032477 -3.00
262767_at putative oxysterol-binding protein simil ORP1D AT1G13170 -1.90 -0.93 -3.77 0.007512 0.03248 -3.00
257263_at unknown protein  ;supported by full-len--- AT3G22070 -1.71 -0.77 -3.77 0.007513 0.03248 -3.00
248551_at putative protein similar to unknown proWR3 AT5G50200 2.36 1.24 3.77 0.007511 0.03248 -3.00
257475_at hypothetical protein predicted by gensc--- AT1G80880 -1.26 -0.34 -3.77 0.007529 0.032544 -3.00
260379_at putative glucosyltransferase similar to UGT89B1 AT1G73880 / 1.51 0.59 3.77 0.007536 0.032567 -3.00
267509_at MADS-box protein (AGL20)  ; supporteAGL20 AT2G45660 -1.55 -0.64 -3.77 0.007547 0.032611 -3.00
261109_at  cytokinin oxidase, putative similar to GCKX5 AT1G75450 -3.86 -1.95 -3.77 0.007557 0.032646 -3.01
257269_at unknown protein contains Pfam profile NPSN13 AT3G17440 -1.56 -0.64 -3.76 0.007558 0.032646 -3.01
266800_at hypothetical protein predicted by genef--- AT2G22880 8.10 3.02 3.76 0.00756 0.032649 -3.01
263757_at  cysteine proteinase similar to cysteine--- AT2G21430 1.62 0.69 3.76 0.007568 0.032672 -3.01



247467_at  putative protein predicted proteins, D. --- AT5G62130 -1.84 -0.88 -3.76 0.007569 0.032672 -3.01
261470_at  ethylene-responsive element binding fERF11 AT1G28370 4.13 2.05 3.76 0.007571 0.032677 -3.01
264894_at unknown protein Location of EST gb|A --- AT1G23040 1.43 0.52 3.76 0.007576 0.032678 -3.01
248035_at sucrose cleavage protein-like ;supporte--- AT5G55900 -1.33 -0.41 -3.76 0.007575 0.032678 -3.01
254605_at  protein kinase - like protein protein kin--- AT4G18950 2.07 1.05 3.76 0.007576 0.032678 -3.01
252861_at hypothetical protein --- AT4G39820 1.63 0.70 3.76 0.007577 0.032678 -3.01
253503_at  cytochrome P450-like protein cytochroCYP82C3 AT4G31950 1.73 0.79 3.76 0.007585 0.032705 -3.01
251624_at hypothetical protein  ;supported by full---- AT3G57280 1.46 0.55 3.76 0.0076 0.032763 -3.01
261106_at  homeodomain-containing protein HD1KNAT7 AT1G62990 1.31 0.38 3.76 0.007606 0.032779 -3.01
250442_at putative protein hypothetical bacterial pMSL2 AT5G10490 1.34 0.42 3.76 0.007606 0.032779 -3.01
263158_at  CCAAT-binding factor B subunit, puta NF-YA5 AT1G54160 -1.35 -0.43 -3.76 0.007608 0.03278 -3.01
256504_at  cytosolic IMP-GMP specific 5'-nucleot --- AT1G75210 -1.35 -0.43 -3.76 0.007613 0.032797 -3.01
262657_at ribonuclease contains similarity to RNa--- AT1G14210 -2.06 -1.04 -3.76 0.007615 0.032799 -3.01
251902_at uncoupling protein (ucp/PUMP)  ; suppPUMP1 AT3G54110 2.03 1.02 3.76 0.007625 0.032831 -3.02
250210_at putative protein similar to unknown pro--- AT5G13890 -1.40 -0.48 -3.76 0.007626 0.032831 -3.02
260730_at lipoamide dehydrogenase precursor id mtLPD1 AT1G48030 -1.51 -0.59 -3.76 0.007648 0.032914 -3.02
262199_at unknown protein ; supported by cDNA:--- AT1G53800 -1.51 -0.59 -3.76 0.007646 0.032914 -3.02
255838_at unknown protein --- AT2G33490 1.33 0.41 3.76 0.007649 0.032914 -3.02
255267_at  putative protein LpxD gene, Brucella a--- AT4G05210 -1.27 -0.34 -3.76 0.007654 0.032927 -3.02
248934_at serine/threonine protein kinase-like pro--- AT5G46080 3.29 1.72 3.75 0.007656 0.032933 -3.02
255266_at  receptor protein kinase - like protein re--- AT4G05200 -1.35 -0.44 -3.75 0.007661 0.032947 -3.02
264372_at  lactoylglutathione lyase-like protein Si ATGLX1 AT1G11840 -1.58 -0.66 -3.75 0.007665 0.032952 -3.02
264594_at hypothetical protein ; supported by cDNATSERAT3; AT2G17640 1.37 0.45 3.75 0.007665 0.032952 -3.02
250235_s_  ubiquinol--cytochrome-c reductase - li --- AT5G13430 / 1.29 0.37 3.75 0.007671 0.032962 -3.02
261892_at  transcription factor, putative similar to WRKY40 AT1G80840 6.48 2.70 3.75 0.007671 0.032962 -3.02
246485_at  putative protein cell death associated AtCXE17 AT5G16080 3.37 1.75 3.75 0.007672 0.032962 -3.02
266193_at unknown protein --- AT2G39080 -1.41 -0.50 -3.75 0.007674 0.032964 -3.02
252678_s_ nitrilase 2  ;supported by full-length cD NIT2 AT3G44300 / 1.31 0.39 3.75 0.007685 0.033008 -3.02
259775_at hypothetical protein predicted by gene --- AT1G29530 -1.67 -0.74 -3.75 0.007688 0.033011 -3.02
257739_at unknown protein --- AT3G27470 1.51 0.59 3.75 0.007703 0.033071 -3.03
251678_at  putative protein conserved hypotheticaEDA7 AT3G56990 1.31 0.39 3.75 0.007713 0.033101 -3.03
250503_at putative protein similar to unknown pro--- AT5G09820 -1.54 -0.62 -3.75 0.007712 0.033101 -3.03
266012_s_ predicted protein --- AT2G07699 / 1.81 0.86 3.75 0.007715 0.033103 -3.03
247197_at receptor-like protein kinase --- AT5G65240 1.98 0.99 3.75 0.007722 0.033129 -3.03
245702_at calcium lipid binding protein - like GC dSYTC AT5G04220 1.55 0.63 3.75 0.00775 0.03324 -3.03



261402_at  wall-associated kinase 4, putative sim RFO1 AT1G79670 1.70 0.76 3.74 0.007753 0.03325 -3.03
251267_at  putative protein hypothetical protein B --- AT3G62330 -1.42 -0.51 -3.74 0.007756 0.033256 -3.03
263200_at hypothetical protein predicted by gensc--- AT1G05600 1.49 0.58 3.74 0.007764 0.033275 -3.04
262158_at  somatic embryogenesis receptor-like k--- AT1G52540 1.59 0.67 3.74 0.007762 0.033275 -3.04
266116_at unknown protein  ;supported by full-lenTOM3 AT2G02180 -1.49 -0.57 -3.74 0.007773 0.033307 -3.04
257211_at  exonuclease, putative contains Pfam p--- AT3G15080 1.49 0.57 3.74 0.007776 0.033307 -3.04
260570_at stearoyl-ACP desaturase  ; supported SSI2 AT2G43710 -1.56 -0.65 -3.74 0.007777 0.033307 -3.04
250245_at alpha-N-acetylglucosaminidase --- AT5G13690 -1.44 -0.53 -3.74 0.007776 0.033307 -3.04
256388_at unknown protein --- AT3G06180 -1.36 -0.45 -3.74 0.00778 0.033316 -3.04
263403_at hypothetical protein similar to hypothetTX1 AT2G04040 4.78 2.26 3.74 0.007796 0.033375 -3.04
245228_at phytochelatin synthetase-like protein g COBL2 AT3G29810 -2.03 -1.02 -3.74 0.007798 0.033378 -3.04
251729_at  alpha-galactosidase-like protein alpha--- AT3G56310 1.73 0.79 3.74 0.007811 0.033427 -3.04
251439_at  putative protein unknown protein At2g--- AT3G59950 1.39 0.48 3.74 0.007814 0.033432 -3.04
249889_at putative protein strong similarity to unk--- AT5G22540 2.54 1.35 3.74 0.007815 0.033432 -3.04
247578_at  putative protein predicted protein, Ara --- AT5G61300 -1.42 -0.51 -3.74 0.007829 0.033472 -3.04
246441_at putative protein  ;supported by full-leng--- AT5G17560 -1.32 -0.40 -3.74 0.007827 0.033472 -3.04
257748_at hypothetical protein predicted by gene PUB29 AT3G18710 6.85 2.78 3.74 0.007827 0.033472 -3.04
267469_at unknown protein  ; supported by cDNAWRKY21 AT2G30590 -1.39 -0.47 -3.74 0.007833 0.033485 -3.04
258573_at hypothetical protein contains Pfam pro PTAC3 AT3G04260 -1.28 -0.36 -3.74 0.007838 0.033499 -3.05
249858_at myb-related transcription factor-like MYB37 AT5G23000 1.49 0.57 3.74 0.007845 0.033522 -3.05
259320_at putative DNA-binding protein similar toWRKY58 AT3G01080 2.41 1.27 3.74 0.007848 0.033529 -3.05
250525_at putative protein contains similarity to u ILP1 AT5G08550 1.33 0.41 3.73 0.007855 0.033547 -3.05
256096_at unknown protein --- AT1G13650 -1.95 -0.97 -3.73 0.007855 0.033547 -3.05
246778_at mevalonate kinase  supported by full-leMK AT5G27450 -1.40 -0.48 -3.73 0.007861 0.033566 -3.05
245107_at putative heat shock transcription factorAT-HSFB3 AT2G41690 2.21 1.15 3.73 0.007864 0.033574 -3.05
258773_at hypothetical protein predicted by gensc--- AT3G10730 -1.26 -0.33 -3.73 0.007869 0.033581 -3.05
254760_at  putative protein hypothetical protein sl --- AT4G13200 -1.31 -0.39 -3.73 0.00787 0.033581 -3.05
254562_at  cytochrome P450 cytochrome P450, ACYP707A1 AT4G19230 2.03 1.02 3.73 0.007868 0.033581 -3.05
265899_s_  SKP1/ASK1 (At3), putative similar to f ASK4 AT1G20140 / 1.38 0.47 3.73 0.007887 0.033643 -3.05
258501_at hypothetical protein predicted by gene --- AT3G06780 -1.57 -0.65 -3.73 0.007894 0.033664 -3.05
247330_at putative protein contains similarity to a GAMMA CALAT5G63510 -1.28 -0.35 -3.73 0.007894 0.033664 -3.05
247390_at putative protein similar to unknown pro--- AT5G63520 -1.30 -0.38 -3.73 0.007903 0.033695 -3.05
247855_at similar to unknown protein (sp|P23253 --- AT5G58210 1.48 0.57 3.73 0.007914 0.033736 -3.06
263401_at hypothetical protein similar to hypothet --- AT2G04070 1.61 0.69 3.73 0.007918 0.033748 -3.06
265425_at hypothetical protein GCL2 AT2G20770 -1.45 -0.54 -3.73 0.007925 0.033769 -3.06



259180_at unknown protein --- AT3G01680 -2.32 -1.22 -3.73 0.007928 0.033776 -3.06
260680_s_  GATA transcription factor 3, putative s--- AT1G08000 / -1.28 -0.36 -3.73 0.00793 0.033777 -3.06
247348_at beta-galactosidase (emb CAB64746.1 BGAL10 AT5G63810 -1.45 -0.54 -3.73 0.007932 0.033782 -3.06
257495_at unknown protein ATPDIL5-1 AT1G07960 1.40 0.48 3.73 0.00795 0.033851 -3.06
260665_at unknown protein ;supported by full-leng--- AT1G19360 1.38 0.46 3.72 0.007956 0.033857 -3.06
256747_at unknown protein similar to CW14 GB:B--- AT3G29180 1.39 0.47 3.72 0.007955 0.033857 -3.06
266696_at copia-like retroelement pol polyprotein --- AT2G19680 -1.42 -0.51 -3.72 0.007954 0.033857 -3.06
254385_s_  putative protein CGI-131 protein, HomATMSRB7 AT4G21830 / 11.58 3.53 3.72 0.007959 0.033865 -3.06
251991_at  transcription factor NF-Y, CCAAT-bindNF-YB10 AT3G53340 -1.46 -0.55 -3.72 0.007964 0.033881 -3.06
260756_at  hypothetical protein contains similarity--- AT1G48970 1.29 0.37 3.72 0.007977 0.033929 -3.06
253332_at  peroxidase ATP17a -like protein perox--- AT4G33420 2.55 1.35 3.72 0.007996 0.034003 -3.07
249190_at unknown protein  ;supported by full-lenBKI1 AT5G42750 -1.39 -0.48 -3.72 0.008018 0.034089 -3.07
261348_at hypothetical protein contains similarity TED3 AT1G79810 1.30 0.38 3.72 0.008026 0.034116 -3.07
260799_at  UDP-glucose glucosyltransferase, put AtUGT85A4 AT1G78270 -1.42 -0.51 -3.72 0.008043 0.034183 -3.07
255127_at  nodulin-like protein nodulin gene MtN2--- AT4G08300 2.91 1.54 3.72 0.008046 0.03419 -3.07
253492_at  enoyl-CoA hydratase - like protein eno--- AT4G31810 2.08 1.06 3.72 0.008049 0.034194 -3.07
254722_at  putative protein predicted protein, Ara --- AT4G13530 1.72 0.79 3.72 0.008055 0.034216 -3.08
252418_at hypothetical protein --- AT3G47490 -1.46 -0.54 -3.71 0.008059 0.034225 -3.08
264822_at putative ribonucleoprotein --- AT1G03457 -1.74 -0.80 -3.71 0.00806 0.034225 -3.08
266948_at unknown protein --- AT2G18850 -1.67 -0.74 -3.71 0.008066 0.034242 -3.08
266538_at hypothetical protein predicted by gensc--- AT2G35230 -1.34 -0.42 -3.71 0.008069 0.034248 -3.08
266277_at putative tropinone reductase --- AT2G29310 -1.39 -0.47 -3.71 0.008079 0.034278 -3.08
264696_at unknown protein --- AT1G70230 -2.05 -1.04 -3.71 0.008079 0.034278 -3.08
246090_at  putative protein BEM46 bem1/bud5 suWAV2 AT5G20520 1.75 0.81 3.71 0.008087 0.034305 -3.08
246073_at  ribosomal protein L36-like ribosomal p--- AT5G20180 -1.38 -0.47 -3.71 0.008089 0.034309 -3.08
257504_at  dynein light chain, putative similar to dROPGEF11 AT1G52240 -1.81 -0.86 -3.71 0.008104 0.034335 -3.08
254615_at  RNase L inhibitor-like protein RNase LRLI2 AT4G19210 1.32 0.40 3.71 0.008097 0.034335 -3.08
266642_at putative chloroplast RNA binding prote--- AT2G35410 -1.36 -0.44 -3.71 0.0081 0.034335 -3.08
249659_s_ putative protein similar to unknown pro--- AT5G36710 / -1.49 -0.57 -3.71 0.008104 0.034335 -3.08
248957_at 26S proteasome subunit-like protein --- AT5G45620 -1.33 -0.41 -3.71 0.008099 0.034335 -3.08
266617_at unknown protein  ; supported by cDNA--- AT2G29670 -1.96 -0.97 -3.71 0.008102 0.034335 -3.08
263216_s_  putative reticuline oxidase-like protein --- AT1G30720 / 4.84 2.27 3.71 0.008106 0.034336 -3.08
259416_at Expressed protein ; supported by cDNA--- AT1G02305 1.46 0.55 3.71 0.008112 0.034344 -3.08
247878_at unknown protein --- AT5G57760 -12.32 -3.62 -3.71 0.008113 0.034344 -3.08
250340_at  putative protein predicted proteins in S--- AT5G11840 -1.50 -0.58 -3.71 0.008112 0.034344 -3.08



251550_at  putative protein proline-rich protein A4--- AT3G58800 -1.37 -0.45 -3.71 0.00812 0.034359 -3.08
267030_at unknown protein SCAR2 AT2G38440 -1.31 -0.39 -3.71 0.008119 0.034359 -3.08
249275_at polygalacturonase-like protein --- AT5G41870 -1.38 -0.47 -3.71 0.00812 0.034359 -3.08
258911_at  unknown protein similar to hypothetica--- AT3G06470 1.38 0.46 3.71 0.008127 0.034379 -3.08
262408_at  protein phosphatase type 2C, putative--- AT1G34750 2.01 1.01 3.71 0.008129 0.034382 -3.08
263834_at hypothetical protein --- AT2G40316 -1.39 -0.48 -3.71 0.008133 0.034394 -3.09
246744_at  putative protein predicted protein, Ara --- AT5G27760 2.62 1.39 3.71 0.008135 0.034395 -3.09
246803_at tSNARE AtTLG2a  ; supported by cDNSYP41 AT5G26980 -1.32 -0.40 -3.71 0.008139 0.034405 -3.09
260953_at  transcriptional activator RF2a, putative--- AT1G06070 -1.37 -0.46 -3.71 0.008148 0.034438 -3.09
265297_at putative disease resistance protein con--- AT2G14080 1.29 0.37 3.71 0.008156 0.03446 -3.09
262454_at bifunctional nuclease bfn1 almost iden BFN1 AT1G11190 4.37 2.13 3.71 0.008157 0.03446 -3.09
256776_at  multispanning membrane protein, puta--- AT3G13772 1.32 0.40 3.70 0.008164 0.034482 -3.09
257705_at unknown protein  ; supported by cDNA--- AT3G12760 1.25 0.32 3.70 0.008165 0.034482 -3.09
261018_at unknown protein contains similarity to --- AT1G26550 1.25 0.32 3.70 0.008168 0.03449 -3.09
261999_at hypothetical protein predicted by gene --- AT1G33800 -1.43 -0.52 -3.70 0.008199 0.034612 -3.09
264094_at unknown protein ;supported by full-leng--- AT1G79200 1.38 0.47 3.70 0.008202 0.034616 -3.09
263075_at hypothetical protein predicted by genef--- AT2G17570 1.55 0.63 3.70 0.008202 0.034616 -3.09
256894_at  PREG-like protein, putative similar to CYCP2;1 AT3G21870 -1.27 -0.35 -3.70 0.008209 0.034637 -3.10
249965_at  putative protein predicted proteins, Ara--- AT5G19020 1.25 0.32 3.70 0.008212 0.034643 -3.10
261388_at Expressed protein ; supported by cDNA--- AT1G05385 -1.30 -0.38 -3.70 0.008222 0.034679 -3.10
266457_at putative glyoxysomal malate dehydrog PMDH1 AT2G22780 1.33 0.41 3.70 0.008228 0.034693 -3.10
248836_at NBS/LRR disease resistance protein --- AT5G47260 1.46 0.55 3.70 0.008228 0.034693 -3.10
249187_at  cysteine proteinase RD21A similar to --- AT5G43060 2.06 1.04 3.70 0.008244 0.034751 -3.10
254048_at  putative protein various predicted prot --- AT4G25680 -1.63 -0.70 -3.70 0.008247 0.034758 -3.10
263222_at putative protein kinase Strong similarity--- AT1G30640 -1.58 -0.66 -3.69 0.008267 0.034837 -3.10
263250_at putative fructokinase  ; supported by fu--- AT2G31390 1.88 0.91 3.69 0.0083 0.034969 -3.11
264865_at DNAJ-like heatshock protein similar to ARL1 AT1G24120 -1.29 -0.37 -3.69 0.008304 0.03498 -3.11
266615_s_ putative monooxygenase  ;supported bCTF2A AT2G29720 / 2.87 1.52 3.69 0.008309 0.034986 -3.11
259092_at putative zeta-carotene desaturase precZDS AT3G04870 -1.26 -0.33 -3.69 0.008308 0.034986 -3.11
261193_at unknown protein ; supported by cDNA:--- AT1G32920 2.39 1.25 3.69 0.008314 0.035001 -3.11
248580_at chloride channel (emb|CAA70310.1) CLC-C AT5G49890 1.47 0.56 3.69 0.008315 0.035001 -3.11
256304_at Expressed protein ; supported by cDNA--- AT1G69523 -1.69 -0.75 -3.69 0.008324 0.035031 -3.11
262094_at  SAR DNA binding protein, putative simNOP56 AT1G56110 1.90 0.93 3.69 0.008328 0.035043 -3.11
248347_at putative protein contains similarity to p --- AT5G52250 1.28 0.36 3.69 0.008347 0.035116 -3.11
250194_at  putative protein various predicted prot --- AT5G14550 1.34 0.42 3.69 0.008355 0.035129 -3.11



261257_at  tat-binding protein, putative similar to G--- AT1G05910 1.46 0.54 3.69 0.008354 0.035129 -3.11
246190_at hypothetical protein (fragment) ;supporATBPM5 AT5G21010 -1.27 -0.34 -3.69 0.008352 0.035129 -3.11
262197_at  AP2 domain containing protein, putativRAP2.12 AT1G53910 1.67 0.74 3.69 0.008365 0.03515 -3.12
265893_at putative disease resistance protein --- AT2G15040 / 2.18 1.12 3.69 0.008366 0.03515 -3.12
248395_at putative protein contains similarity to u AtPP2-A14 AT5G52120 1.52 0.60 3.69 0.008362 0.03515 -3.12
260771_at  serine/threonine protein kinase, putati WNK7 AT1G49160 1.71 0.78 3.69 0.008364 0.03515 -3.12
244946_at hypothetical protein --- --- 1.28 0.36 3.69 0.008368 0.035152 -3.12
261112_at unknown protein --- AT1G75420 -1.41 -0.49 -3.68 0.008374 0.035171 -3.12
260389_at Expressed protein ; supported by full-le--- AT1G74055 -1.56 -0.64 -3.68 0.008376 0.035171 -3.12
246633_at hypothetical protein ; supported by cDN--- AT1G29720 -2.40 -1.26 -3.68 0.008377 0.035172 -3.12
252632_s_  disease resistance protein -like diseasRPP1 AT3G44480 / 1.37 0.46 3.68 0.008383 0.035187 -3.12
251054_at  receptor like protein kinase receptor li LECRKA4.1 AT5G01540 3.97 1.99 3.68 0.008388 0.035202 -3.12
257756_at  uridylate kinase, putative similar to UM--- AT3G18680 -1.40 -0.48 -3.68 0.00839 0.035204 -3.12
260868_at unknown protein ;supported by full-leng--- AT1G43860 1.46 0.55 3.68 0.008391 0.035204 -3.12
255770_at hypothetical protein predicted by gensc--- AT1G18560 -1.34 -0.42 -3.68 0.008394 0.03521 -3.12
254076_at  putative protein immunophilin FKBP46--- AT4G25340 1.73 0.79 3.68 0.008403 0.035225 -3.12
253714_at  putative protein adaptor protein - Hom--- AT4G29380 1.34 0.42 3.68 0.008404 0.035225 -3.12
259804_at  cytosolic factor, putative similar to GI:8--- AT1G72160 -1.72 -0.78 -3.68 0.0084 0.035225 -3.12
253785_s_  ABC transporter - like protein ABC tra ATM2 AT4G28620 / -1.34 -0.42 -3.68 0.008404 0.035225 -3.12
252036_at putative protein  ;supported by full-leng--- AT3G52070 -1.46 -0.55 -3.68 0.008409 0.03524 -3.12
245832_at  chorismate synthase, putative similar EMB1144 AT1G48850 2.43 1.28 3.68 0.008418 0.035269 -3.12
264901_at  putative sulphate transporter protein sAST91 AT1G23090 2.54 1.34 3.68 0.008426 0.035292 -3.12
264472_at hypothetical protein predicted by gene SWEETIE AT1G67140 -1.45 -0.54 -3.68 0.008425 0.035292 -3.12
262278_at transcription factor PERIANTHIA ident PAN AT1G68640 -1.43 -0.52 -3.68 0.00844 0.035346 -3.13
252385_at  putative protein Vps29, Schizosaccha MAG1 AT3G47810 1.30 0.38 3.68 0.008467 0.035446 -3.13
258706_at unknown protein similar to putative pro--- AT3G09570 1.34 0.43 3.68 0.008468 0.035446 -3.13
257706_at Expressed protein ; supported by cDNA--- AT3G12685 -1.62 -0.70 -3.68 0.00847 0.035448 -3.13
263972_at unknown protein --- AT2G42760 2.68 1.42 3.68 0.008473 0.035456 -3.13
245318_at Expressed protein ; supported by full-le--- AT4G16980 -5.92 -2.57 -3.68 0.008478 0.035465 -3.13
254248_at  serine/threonine kinase serine/threoni --- AT4G23270 1.72 0.78 3.68 0.008477 0.035465 -3.13
249239_at MAP kinase  ; supported by cDNA: gi_ CPuORF58 AT5G41990 / 1.30 0.38 3.67 0.008484 0.035482 -3.13
245096_at putative cysteine proteinase inhibitor BATCYSA AT2G40880 -1.38 -0.47 -3.67 0.008487 0.035489 -3.13
262636_at DEIH-box RNA/DNA helicase identical NIH AT1G06670 1.41 0.49 3.67 0.008497 0.035517 -3.13
263873_at unknown protein predicted by genscan--- AT2G21860 -1.44 -0.53 -3.67 0.008497 0.035517 -3.13
248405_at putative protein pectinesterase-like; strSKS2 AT5G51480 -4.04 -2.02 -3.67 0.008509 0.035563 -3.13



252328_at Expressed protein ; supported by cDNA--- AT3G48570 -1.33 -0.41 -3.67 0.008517 0.035588 -3.14
259149_at putative phenylalanine ammonia-lyase PAL4 AT3G10340 3.78 1.92 3.67 0.008522 0.035601 -3.14
259597_at  ATP-dependent RNA helicase, putativ--- AT1G27900 1.39 0.48 3.67 0.008526 0.03561 -3.14
245855_at sulfate transporter  ; supported by cDNSULTR4;1 AT5G13550 1.53 0.61 3.67 0.008531 0.03562 -3.14
252120_at  putative protein lin-10 protein - Rattus --- AT3G51130 1.38 0.46 3.67 0.008531 0.03562 -3.14
249971_at  dermal glycoprotein - like dermal glyco--- AT5G19110 -1.65 -0.72 -3.67 0.008539 0.035644 -3.14
250400_at  protein phosphatase 2C -like protein p--- AT5G10740 1.61 0.69 3.67 0.00854 0.035644 -3.14
248308_at putative protein similar to unknown pro--- AT5G52530 1.31 0.39 3.67 0.008548 0.035664 -3.14
245594_at acylaminoacyl-peptidase like protein --- AT4G14570 -1.56 -0.64 -3.67 0.008548 0.035664 -3.14
260046_at Expressed protein ; supported by cDNA--- AT1G73805 3.39 1.76 3.67 0.008555 0.035687 -3.14
260555_at hypothetical protein predicted by genef--- AT2G41780 2.23 1.16 3.67 0.008563 0.035702 -3.14
261791_at unknown protein ; supported by full-len--- AT1G16170 -1.98 -0.98 -3.67 0.008563 0.035702 -3.14
252442_at  dUTP pyrophosphatase-like protein dU--- AT3G46940 -1.75 -0.81 -3.67 0.008562 0.035702 -3.14
254593_s_  putative protein IEF SSP 9502, Homo --- AT4G18900 / 1.42 0.50 3.67 0.008577 0.035752 -3.14
262682_at anter-specific proline-rich -like protein (--- AT1G75900 -2.65 -1.40 -3.67 0.008583 0.035771 -3.14
250837_at  8-amino-7-oxononanoate synthase - liATBIOF AT5G04620 -1.46 -0.55 -3.67 0.008584 0.035771 -3.14
248497_at putative protein strong similarity to unkATEXO70F1AT5G50380 1.57 0.65 3.66 0.008591 0.035793 -3.14
259837_at  aquaporin, putative similar to delta ton--- AT1G52180 -1.59 -0.67 -3.66 0.008599 0.035819 -3.15
262086_at  GTP-binding protein, putative similar t --- AT1G56050 -1.43 -0.51 -3.66 0.008601 0.035819 -3.15
257247_at helix-loop-helix DNA-binding protein coFMA AT3G24140 1.50 0.59 3.66 0.008617 0.035883 -3.15
265315_at hypothetical protein predicted by genefCLASP AT2G20190 -1.33 -0.41 -3.66 0.00862 0.035888 -3.15
254015_at  putative beta-galactosidase beta-galacBGAL12 AT4G26140 -1.57 -0.65 -3.66 0.008623 0.035891 -3.15
257965_at unknown protein  ;supported by full-len--- AT3G19900 1.57 0.65 3.66 0.008636 0.035942 -3.15
247037_at putative protein similar to unknown proRALFL34 AT5G67070 -4.21 -2.07 -3.66 0.008656 0.036013 -3.15
255981_at hypothetical protein ;supported by full- --- AT1G34020 -1.41 -0.50 -3.66 0.008657 0.036013 -3.15
252104_at  putative protein KIAA0851 protein, HoRHD4 AT3G51460 1.43 0.52 3.66 0.008659 0.036015 -3.15
247047_at putative protein contains similarity to u --- AT5G66650 3.67 1.88 3.66 0.008664 0.036029 -3.15
245983_at  5-formyltetrahydrofolate cyclo-ligase-l 5-FCL AT5G13050 1.33 0.41 3.66 0.00867 0.036049 -3.15
249791_at amino acid transporter  ; supported by AAP7 AT5G23810 -1.61 -0.69 -3.66 0.008676 0.036066 -3.16
252553_at putative protein --- AT3G45910 -1.32 -0.40 -3.66 0.008679 0.036072 -3.16
259683_at unknown protein --- AT1G63050 -1.60 -0.68 -3.66 0.008683 0.036081 -3.16
256165_at hypothetical protein predicted by gene --- AT1G48780 -1.46 -0.55 -3.66 0.008694 0.036108 -3.16
266175_at NAM (no apical meristem)-like protein ANAC035 AT2G02450 -1.33 -0.41 -3.66 0.008694 0.036108 -3.16
249078_at phytochelatin synthase (gb|AAD41794 CAD1 AT5G44070 2.34 1.23 3.66 0.008692 0.036108 -3.16
249900_at unknown protein emb1211 AT5G22640 -1.32 -0.40 -3.66 0.008696 0.03611 -3.16



260337_at unknown protein WRKY57 AT1G69310 1.41 0.49 3.66 0.0087 0.03612 -3.16
248101_at chaperone GrpE-like protein  ;supporte--- AT5G55200 2.00 1.00 3.65 0.008719 0.036155 -3.16
266391_at putative strictosidine synthase identica--- AT2G41290 -1.46 -0.54 -3.65 0.008714 0.036155 -3.16
247331_at putative protein contains similarity to AFP3 AT5G63530 1.79 0.84 3.65 0.008719 0.036155 -3.16
264350_at putative seryl-tRNA synthetase similar SRS AT1G11870 -1.56 -0.64 -3.65 0.008715 0.036155 -3.16
254158_at  putative protein dihydrofolate reductas--- AT4G24380 3.46 1.79 3.65 0.008718 0.036155 -3.16
257228_at NADPH:quinone oxidoreductase (NQRNQR AT3G27890 1.30 0.38 3.65 0.008715 0.036155 -3.16
247598_at  UVB-resistance protein UVR8 - like UV--- AT5G60870 -1.35 -0.43 -3.65 0.008713 0.036155 -3.16
261247_at hypothetical protein predicted by gene --- AT1G20070 -3.13 -1.65 -3.65 0.008729 0.036178 -3.16
264592_at  putative prolyl 4-hydroxylase, alpha su--- AT2G17720 2.13 1.09 3.65 0.008728 0.036178 -3.16
267224_at hypothetical protein predicted by gensc--- AT2G43990 -1.42 -0.51 -3.65 0.00873 0.036178 -3.16
259976_at hypothetical protein  ;supported by full-CP12-3 AT1G76560 1.67 0.74 3.65 0.008747 0.036241 -3.16
256130_at unknown protein contains Pfam profile --- AT1G18170 -1.41 -0.49 -3.65 0.008752 0.036259 -3.16
257757_at hypothetical protein predicted by genscPGSIP1 AT3G18660 -1.31 -0.39 -3.65 0.008756 0.036269 -3.17
251585_at  putative protein hypothetical protein F --- AT3G58630 -1.67 -0.74 -3.65 0.008765 0.036299 -3.17
246265_at  phosphoribosyl-ATP pyrophosphohyd AT-IE AT1G31860 -1.87 -0.90 -3.65 0.008779 0.036349 -3.17
249969_at  putative protein glycine-rich protein GR--- AT5G19090 -1.72 -0.78 -3.65 0.008785 0.03636 -3.17
245670_at  mitochondrial protein (AtJ1), putative sATJ1 AT1G28210 1.77 0.82 3.65 0.008783 0.03636 -3.17
260398_at  putative RNA-binding domain containsAPUM23 AT1G72320 1.57 0.65 3.65 0.008787 0.036363 -3.17
259129_at  unknown protein predicted by genscanPTF1 AT3G02150 1.97 0.98 3.65 0.008793 0.036379 -3.17
246919_at  putative protein hypothetical protein - --- AT5G25460 -8.95 -3.16 -3.65 0.008805 0.036409 -3.17
259899_at hypothetical protein predicted by gensc--- AT1G71210 1.48 0.57 3.65 0.008803 0.036409 -3.17
264560_at hypothetical protein predicted by gene --- AT1G55820 1.29 0.37 3.65 0.008803 0.036409 -3.17
259627_at unknown protein ; supported by cDNA:--- AT1G42960 -1.38 -0.47 -3.65 0.008813 0.036439 -3.17
246636_at  acid phosphatase-like protein purple aPAP26 AT5G34850 1.50 0.58 3.64 0.008819 0.036454 -3.17
245087_at hypothetical protein predicted by genscDAR2 AT2G39830 1.55 0.63 3.64 0.008821 0.036458 -3.17
265843_at putative acyl-CoA oxidase possibly a pACX5 AT2G35690 -1.35 -0.43 -3.64 0.008827 0.036474 -3.17
261069_at  small G protein, putative similar to GBATRABA2B AT1G07410 -1.27 -0.34 -3.64 0.008833 0.036495 -3.17
261576_at unknown protein ;supported by full-leng--- AT1G01070 1.96 0.97 3.64 0.008842 0.036503 -3.18
250591_at alpha galactosyltransferase protein --- AT5G07720 -1.42 -0.51 -3.64 0.008838 0.036503 -3.18
245175_at putative protein disulfide-isomerase UNE5 AT2G47470 1.70 0.77 3.64 0.008839 0.036503 -3.18
265033_at  PSI type III chlorophyll a/b-binding proLHCA3 AT1G61520 -1.25 -0.32 -3.64 0.00884 0.036503 -3.18
259440_at hypothetical protein predicted by gene BPS1 AT1G01550 1.31 0.39 3.64 0.008853 0.036545 -3.18
253314_at hypothetical protein --- AT4G33890 1.29 0.36 3.64 0.008858 0.036557 -3.18
246948_at  cytochrome P450-like protein CYTOC CYP71B12 AT5G25130 -1.28 -0.36 -3.64 0.008863 0.03657 -3.18



261839_at unknown protein --- AT1G16040 1.37 0.46 3.64 0.008877 0.036611 -3.18
247810_at 26S proteasome AAA-ATPase subunit RPT3 AT5G58290 1.30 0.38 3.64 0.008877 0.036611 -3.18
260070_at putative helix-loop-helix DNA-binding pBEE3 AT1G73830 -3.71 -1.89 -3.64 0.008877 0.036611 -3.18
253115_at putative protein  ;supported by full-leng--- AT4G35910 -1.31 -0.39 -3.64 0.008885 0.036635 -3.18
250500_at  periaxin - like protein periaxin, Rattus --- AT5G09530 -17.84 -4.16 -3.64 0.008887 0.036636 -3.18
252587_at  putative protein Human (H326) transla--- AT3G45620 1.75 0.81 3.64 0.008889 0.036637 -3.18
251317_at  putative protein polygalacturonase - Z --- AT3G61490 -1.57 -0.65 -3.64 0.0089 0.036675 -3.18
253951_at  putative Proline synthetase associated--- AT4G26860 -1.57 -0.65 -3.64 0.008906 0.036694 -3.18
247595_at  ring finger protein - like ring finger prot--- AT5G60820 -1.46 -0.55 -3.64 0.008915 0.036721 -3.18
251422_at  transport protein subunit - like S61B_A--- AT3G60540 2.03 1.02 3.64 0.008915 0.036721 -3.18
263160_at  oligouridylate binding protein, putativeUBP1A AT1G54080 1.36 0.44 3.64 0.008918 0.036725 -3.18
258687_at unknown protein --- AT3G07860 1.50 0.59 3.64 0.008927 0.036755 -3.19
267556_at putative beta-galactosidase  ; supporteBGAL9 AT2G32810 -1.40 -0.49 -3.63 0.008945 0.036825 -3.19
261471_at hypothetical protein contains similarity --- AT1G14460 -1.62 -0.70 -3.63 0.008949 0.03683 -3.19
247692_s_  histone H4 - like protein histone H4, Z --- AT5G59690 / -1.80 -0.85 -3.63 0.00895 0.03683 -3.19
252604_at  high-affinity nitrate transporter - like prNRT2.6 AT3G45060 -2.58 -1.37 -3.63 0.00896 0.036859 -3.19
258289_at hypothetical protein predicted by gene --- AT3G23450 -1.29 -0.37 -3.63 0.00896 0.036859 -3.19
251068_at putative protein several protein kinasesSTN8 AT5G01920 -1.61 -0.69 -3.63 0.008968 0.036886 -3.19
259029_at putative oxysterol-binding protein simil ORP3B AT3G09300 -1.41 -0.49 -3.63 0.009021 0.037093 -3.20
254606_at  nodulin-26 - like protein major intrinsicNLM1 AT4G19030 1.28 0.36 3.63 0.009023 0.037093 -3.20
252520_at  receptor-like protein kinase homolog l --- AT3G46370 -1.96 -0.97 -3.63 0.009024 0.037093 -3.20
251277_at  dynamin-like protein phragmoplastin 5ADL1B AT3G61760 1.25 0.32 3.63 0.009026 0.037097 -3.20
264654_s_  putative sugar transport protein, ERD6--- AT1G08890 / -1.63 -0.70 -3.63 0.00904 0.037149 -3.20
256671_at unknown protein IQD3 AT3G52290 -1.55 -0.63 -3.62 0.009056 0.037194 -3.20
262804_at  putative RNA-binding protein similar to--- AT1G20880 1.44 0.52 3.62 0.009054 0.037194 -3.20
266928_at putative phosphomannomutase  ;supp PMM AT2G45790 -1.50 -0.59 -3.62 0.009056 0.037194 -3.20
258027_at hypothetical protein predicted by gene --- AT3G19515 -1.34 -0.42 -3.62 0.009058 0.037196 -3.20
250366_at  putative protein predicted proteins in c--- AT5G11420 -6.17 -2.63 -3.62 0.009063 0.037201 -3.20
245390_at putative protein ;supported by full-leng --- AT4G17650 1.78 0.83 3.62 0.009061 0.037201 -3.20
255842_at putative serine carboxypeptidase II scpl46 AT2G33530 -2.04 -1.03 -3.62 0.009081 0.037268 -3.20
259948_at  unknown protein similar to LIGATIN G--- AT1G71350 1.55 0.64 3.62 0.009098 0.037323 -3.21
265464_at putative myosin heavy chain --- AT2G37080 -1.27 -0.34 -3.62 0.009097 0.037323 -3.21
267484_at  E2, ubiquitin-conjugating enzyme 2 (UATUBC2 AT2G02760 1.33 0.41 3.62 0.009105 0.037332 -3.21
256415_at unknown protein ; supported by full-len--- AT3G11210 -2.35 -1.23 -3.62 0.009102 0.037332 -3.21
266050_at putative SNF2/SWI2 family transcriptio--- AT2G40770 -1.28 -0.36 -3.62 0.009104 0.037332 -3.21



255880_at hypothetical protein predicted by gensc--- AT1G67060 1.30 0.38 3.62 0.009107 0.037336 -3.21
261854_at unknown protein --- AT1G50670 -1.26 -0.33 -3.62 0.009114 0.037359 -3.21
249586_at  putative protein predicted proteins, Ara--- AT5G37840 2.06 1.04 3.62 0.009119 0.037372 -3.21
260142_at unknown protein  ; supported by cDNA--- AT1G71900 -1.40 -0.49 -3.62 0.009122 0.037375 -3.21
255991_at unknown protein --- AT1G29820 -1.64 -0.71 -3.62 0.009126 0.037387 -3.21
264007_at putative proline-rich protein ATPRP2 AT2G21140 -5.52 -2.47 -3.62 0.009164 0.03753 -3.21
245432_at putative serine protease-like protein --- AT4G17100 -1.27 -0.35 -3.62 0.009164 0.03753 -3.21
261903_at chromomethylase identical to GB:AAC CMT1 AT1G80740 1.27 0.35 3.61 0.009173 0.037553 -3.22
262797_at  putative sugar transporter protein nea TMT1 AT1G20840 1.67 0.74 3.61 0.009172 0.037553 -3.22
265940_at putative nucleosome assembly protein NAP1;2 AT2G19480 1.33 0.41 3.61 0.009181 0.037574 -3.22
244944_s_ ribosomal protein L16 --- --- 1.52 0.61 3.61 0.009182 0.037574 -3.22
260028_at unknown protein ; supported by cDNA:--- AT1G29980 -3.18 -1.67 -3.61 0.009195 0.037622 -3.22
249839_at Expressed protein ; supported by cDNA--- AT5G23405 1.38 0.46 3.61 0.009204 0.037651 -3.22
250298_at  putative protein NLI-interacting factor --- AT5G11860 1.36 0.45 3.61 0.009216 0.037694 -3.22
255891_at hypothetical protein predicted by genscEGY3 AT1G17870 -1.41 -0.49 -3.61 0.009222 0.037706 -3.22
257169_at Expressed protein ; supported by full-leAtSec20 AT3G24315 -1.39 -0.47 -3.61 0.009222 0.037706 -3.22
250199_at putative protein contains similarity to lipMPL1 AT5G14180 2.72 1.44 3.61 0.009257 0.037834 -3.22
262088_at unknown protein --- AT1G56020 -1.31 -0.39 -3.61 0.009256 0.037834 -3.22
250042_at  putative protein non-consensus GC do--- AT5G18420 1.33 0.41 3.61 0.009261 0.037845 -3.23
251095_at  putative protein hypothetical protein A --- AT5G01510 -1.50 -0.59 -3.61 0.009265 0.037854 -3.23
267538_at putative DNA binding protein ; supporte--- AT2G41870 -1.28 -0.35 -3.61 0.009277 0.037896 -3.23
266555_at G-box binding bZIP transcription factorGBF3 AT2G46270 1.95 0.97 3.60 0.009294 0.037958 -3.23
248032_at myosin heavy chain-like --- AT5G55860 1.45 0.53 3.60 0.009319 0.038051 -3.23
261843_at unknown protein --- AT1G16180 1.30 0.38 3.60 0.009325 0.038073 -3.23
249325_at urophorphyrin III methylase (gb|AAB92UPM1 AT5G40850 1.45 0.54 3.60 0.009332 0.03808 -3.23
261605_at  CDPK-related protein kinase, putative --- AT1G49580 -1.43 -0.52 -3.60 0.009331 0.03808 -3.23
260552_at putative glyoxalase II  ; supported by c GLX2-1 AT2G43430 -1.27 -0.34 -3.60 0.00933 0.03808 -3.23
256877_at unknown protein  ;supported by full-len--- AT3G26470 2.20 1.14 3.60 0.009336 0.038091 -3.23
249767_at acidic endochitinase (dbj|BAA21861.1)--- AT5G24090 2.18 1.12 3.60 0.009341 0.038103 -3.23
266273_at putative zinc transporter MTPB1 AT2G29410 2.93 1.55 3.60 0.009344 0.038108 -3.24
264701_at hypothetical protein similar to hypothet --- AT1G70160 1.36 0.44 3.60 0.009348 0.038112 -3.24
259806_at  mysoin-like protein similar to GI:23512--- AT1G47900 -1.54 -0.62 -3.60 0.009348 0.038112 -3.24
253997_at disease resistance protein RPS2  ; supRPS2 AT4G26090 2.45 1.29 3.60 0.009351 0.038114 -3.24
267383_at unknown protein --- AT2G44360 1.26 0.33 3.60 0.009352 0.038114 -3.24
257092_at unknown protein DDL AT3G20550 1.45 0.54 3.60 0.00936 0.038126 -3.24



259348_at  hypothetical protein may contain C-ter--- AT3G03770 -1.61 -0.69 -3.60 0.00936 0.038126 -3.24
245263_at PSII D1 protein processing enzyme ; s --- AT4G17740 -1.30 -0.38 -3.60 0.009359 0.038126 -3.24
256805_at  unknown protein contains similarity to --- AT3G20930 -1.84 -0.88 -3.60 0.009363 0.038133 -3.24
250318_at dihydropyrimidinase  ; supported by cD--- AT5G12200 1.54 0.62 3.60 0.009368 0.038145 -3.24
259186_at unknown protein similar to possible ap --- AT3G01590 -1.37 -0.46 -3.60 0.00938 0.038186 -3.24
266192_at unknown protein --- AT2G39080 -1.27 -0.35 -3.60 0.009389 0.038216 -3.24
262753_at putative 3-deoxy-D-manno-2-octulosonATKDSA2 AT1G16340 -1.32 -0.40 -3.60 0.009392 0.038221 -3.24
257369_at hypothetical protein predicted by genscBPC7 AT2G35550 1.37 0.45 3.60 0.009399 0.038243 -3.24
254608_at  major intrinsic protein (MIP)- like noduNIP1;2 AT4G18910 1.99 0.99 3.59 0.009422 0.038332 -3.24
262596_at putative phosphatidic acid phosphatas LPP2 AT1G15080 -1.38 -0.47 -3.59 0.009425 0.038335 -3.24
265366_at putative N-acetylglucosaminyltransfera--- AT2G13290 1.35 0.44 3.59 0.009432 0.038357 -3.25
257611_at unknown protein --- AT3G26580 1.47 0.56 3.59 0.009436 0.038365 -3.25
262346_at unknown protein similar to hypothetica --- AT1G63980 -1.47 -0.56 -3.59 0.009438 0.038367 -3.25
251058_at putative protein --- AT5G01790 -2.74 -1.45 -3.59 0.009453 0.038414 -3.25
251695_at putative protein hypothetical proteins - --- AT3G56590 -1.61 -0.69 -3.59 0.009451 0.038414 -3.25
251113_at hypothetical protein --- AT5G01370 -1.42 -0.50 -3.59 0.009455 0.038418 -3.25
246296_at  putative protein hypothetical protein A --- AT3G56750 -1.30 -0.37 -3.59 0.009471 0.038475 -3.25
245913_at predicted protein --- AT5G19860 1.36 0.44 3.59 0.009489 0.038542 -3.25
247708_at  putative protein COP1-interacting prot --- AT5G59550 2.97 1.57 3.59 0.009494 0.038548 -3.25
255995_at  receptor-like serine/threonine kinase, RKF1 AT1G29750 1.44 0.52 3.59 0.009493 0.038548 -3.25
259365_at unknown protein ; supported by cDNA:--- AT1G13300 3.15 1.66 3.59 0.009508 0.038598 -3.25
261300_at hypothetical protein predicted by gene --- AT1G48560 -1.38 -0.47 -3.59 0.00951 0.0386 -3.25
257213_at  mitochondrial NAD-dependent malate --- AT3G15020 1.66 0.73 3.59 0.009517 0.038618 -3.25
257982_at unknown protein similar to TYPE II DNATTOP6B AT3G20780 -1.44 -0.52 -3.59 0.009521 0.038626 -3.26
249831_at putative protein contains similarity to g --- AT5G23340 1.71 0.77 3.59 0.009522 0.038626 -3.26
255017_at hypothetical protein  ;supported by full-CNX7 AT4G10100 1.34 0.42 3.59 0.009525 0.038627 -3.26
261469_at unknown protein AtRLP4 AT1G28340 -1.32 -0.40 -3.59 0.009526 0.038627 -3.26
249862_at PGPD14 protein  ;supported by full-len--- AT5G22920 -1.84 -0.88 -3.58 0.009531 0.038643 -3.26
262329_at hypothetical protein similar to hypothet --- AT1G64090 -1.27 -0.35 -3.58 0.009533 0.038643 -3.26
246135_at  putative protein non-consensus donor --- AT5G20885 -1.75 -0.81 -3.58 0.009542 0.038665 -3.26
245014_at ATPase beta subunit --- --- -1.26 -0.33 -3.58 0.009542 0.038665 -3.26
255150_at putative xylan endohydrolase --- AT4G08160 -1.63 -0.70 -3.58 0.009544 0.038669 -3.26
255497_at  hypothetical protein similar to A. thaliaUNE12 AT4G02590 1.32 0.40 3.58 0.009548 0.038675 -3.26
257902_at  receptor kinase, putative similar to rec--- AT3G28450 1.60 0.68 3.58 0.009549 0.038676 -3.26
262762_at phosphoribosyl diphosphate synthase --- AT1G10700 3.23 1.69 3.58 0.009551 0.038676 -3.26



245074_at putative protein kinase contains a prote--- AT2G23200 2.70 1.43 3.58 0.009574 0.03876 -3.26
250446_at  nucleoid DNA-binding protein cnd41 - --- AT5G10770 1.70 0.77 3.58 0.009578 0.03877 -3.26
249885_at putative protein strong similarity to unkF8H AT5G22940 -1.71 -0.78 -3.58 0.009585 0.038791 -3.26
262507_at  receptor-like protein kinase, putative s--- AT1G11330 1.42 0.51 3.58 0.009587 0.038794 -3.26
263582_at unknown protein similar to hypothetica LYM2 AT2G17120 1.58 0.66 3.58 0.009592 0.038807 -3.26
248921_at GDSL-motif lipase/hydrolase-like prote--- AT5G45950 -2.15 -1.10 -3.58 0.009595 0.038807 -3.26
257829_at unknown protein SNM1 AT3G26680 1.67 0.74 3.58 0.009595 0.038807 -3.26
253013_at  heat shock protein 70 like protein dna mtHsc70-1 AT4G37910 1.74 0.80 3.58 0.009603 0.038817 -3.26
245248_at Expressed protein ; supported by cDNAATB' GAMMAAT4G15415 -1.23 -0.30 -3.58 0.0096 0.038817 -3.26
261048_at  flavonol 3-o-glucosyltransferase, putatUGT72B3 AT1G01420 -1.39 -0.48 -3.58 0.009602 0.038817 -3.26
261897_at hypothetical protein predicted by gene --- AT1G80950 1.36 0.45 3.58 0.009617 0.038866 -3.27
253216_at  cyclophilin - like protein cyclophilin, Ar --- AT4G34960 -1.41 -0.49 -3.58 0.009624 0.038879 -3.27
260172_s_ putative histidinol-phosphate aminotran--- AT1G71920 / -1.47 -0.56 -3.58 0.009622 0.038879 -3.27
266449_at hypothetical protein predicted by genscAT-P4H-1 AT2G43080 1.39 0.47 3.58 0.009635 0.038912 -3.27
258182_at  1-D-deoxyxylulose 5-phosphate synth DXPS1 AT3G21500 2.33 1.22 3.58 0.009633 0.038912 -3.27
262534_at unknown protein contains Pfam profile SHA AT1G17040 1.48 0.56 3.58 0.009651 0.038962 -3.27
249743_at beta-glucosidase BGLU31 AT5G24540 5.12 2.36 3.58 0.009651 0.038962 -3.27
261927_at  RING-H2 zinc finger protein ATL5, put--- AT1G22500 1.93 0.95 3.58 0.009653 0.038962 -3.27
265040_at  G-box binding factor, GBF4 Identical t GBF4 AT1G03970 -1.47 -0.56 -3.57 0.009656 0.038969 -3.27
263909_at hypothetical protein predicted by genscDML1 AT2G36490 -1.61 -0.69 -3.57 0.009666 0.039003 -3.27
245524_at cytochrome c oxidoreductase like prote--- AT4G15920 -2.26 -1.17 -3.57 0.009671 0.039011 -3.27
256616_at hypothetical protein similar to unknown--- AT3G22260 1.56 0.65 3.57 0.00967 0.039011 -3.27
253254_at predicted protein SQS2 AT4G34650 -1.78 -0.84 -3.57 0.009687 0.039066 -3.27
263037_at conserved hypothetical protein --- AT1G23230 1.41 0.49 3.57 0.009706 0.039135 -3.28
245167_s_ putative synaptobrevin  ;supported by fATVAMP723AT2G33110 / 1.27 0.35 3.57 0.009713 0.039156 -3.28
252831_at 2-dehydro-3-deoxyphosphoheptonate DHS1 AT4G39980 2.40 1.26 3.57 0.009718 0.03917 -3.28
264443_at Expressed protein ; supported by full-le--- AT1G27385 -1.48 -0.56 -3.57 0.009727 0.039199 -3.28
260875_at hypothetical protein predicted by gene SKP2A AT1G21410 1.78 0.83 3.57 0.009732 0.039213 -3.28
266122_at putative helicase  ; supported by cDNAETL1 AT2G02090 1.31 0.39 3.57 0.009747 0.039268 -3.28
266042_s_ hypothetical protein --- AT2G07734 1.56 0.64 3.57 0.009749 0.039269 -3.28
247032_at putative protein strong similarity to unkSDN3 AT5G67240 1.31 0.39 3.57 0.009751 0.03927 -3.28
263268_at unknown protein --- --- -1.34 -0.42 -3.57 0.009762 0.039305 -3.28
254982_at putative protein  ; supported by cDNA: --- AT4G10470 -1.41 -0.49 -3.57 0.009772 0.039341 -3.28
247999_at  E2, ubiquitin-conjugating enzyme, put UBC30 AT5G56150 1.34 0.43 3.57 0.009778 0.039357 -3.28
250929_at putative protein  ; supported by cDNA: --- AT5G03290 1.54 0.63 3.56 0.009784 0.039374 -3.28



249050_at cyclin-dependent protein kinase-like pr --- AT5G44290 1.36 0.44 3.56 0.0098 0.03943 -3.29
257072_at  myrosinase-associated protein, putativ--- AT3G14220 -1.74 -0.80 -3.56 0.009809 0.039459 -3.29
267561_at putative protein kinase contains a prote--- AT2G45590 -1.63 -0.71 -3.56 0.009834 0.039555 -3.29
250040_at  putative protein predicted proteins, Ara--- AT5G18390 -1.28 -0.36 -3.56 0.009847 0.039599 -3.29
248041_at unknown protein  ;supported by full-lenemb2731 AT5G55940 -1.26 -0.34 -3.56 0.009849 0.0396 -3.29
262809_at putative glycogen synthase strong sim ATSS3 AT1G11720 -2.05 -1.04 -3.56 0.009856 0.039621 -3.29
260453_s_ unknown protein --- AT1G72510 / 1.46 0.55 3.56 0.00986 0.03963 -3.29
260563_at putative glucosyltransferase UGT74F1 AT2G43840 1.39 0.48 3.56 0.009862 0.03963 -3.29
249211_at putative protein similar to unknown pro--- AT5G42680 -1.85 -0.88 -3.56 0.009864 0.039635 -3.29
261902_at unknown protein ; supported by full-lenPLMT AT1G80860 -1.30 -0.38 -3.56 0.00987 0.039645 -3.29
259975_at putative cinnamoyl-CoA reductase sim--- AT1G76470 2.40 1.26 3.56 0.00987 0.039645 -3.29
260733_at  RNA-binding protein, putative similar t --- AT1G17640 1.41 0.50 3.56 0.009876 0.039662 -3.29
264148_at  NAM (no apical meristem)-like protein ANAC003 AT1G02220 10.70 3.42 3.56 0.009887 0.0397 -3.30
254922_at RING-H2 finger protein RHA1a -like pr RHA1A AT4G11370 5.31 2.41 3.56 0.009892 0.039712 -3.30
260305_at putative ADP-ribosylation factor 1 nearARFA1D AT1G70490 -1.40 -0.48 -3.56 0.009897 0.039723 -3.30
246204_at putative protein ; supported by cDNA: g--- AT4G37020 -1.34 -0.42 -3.56 0.009901 0.039732 -3.30
262710_at unknown protein ESTs gb|T04357 and --- AT1G16210 1.28 0.36 3.56 0.009905 0.039741 -3.30
254975_at  putative Fe(II)/ascorbate oxidase SRG--- AT4G10500 11.97 3.58 3.55 0.009911 0.03976 -3.30
245269_at hypothetical protein ; supported by cDN--- AT4G14500 -1.35 -0.43 -3.55 0.009919 0.039783 -3.30
250898_at putative protein  ; supported by cDNA: ADK2 AT5G03300 -1.43 -0.52 -3.55 0.009926 0.039804 -3.30
256332_at  trihelix DNA-binding protein (GT2) ide GT2 AT1G76890 -1.92 -0.94 -3.55 0.009936 0.039837 -3.30
254977_s_ subtilisin-like serine protease contains --- AT4G10520 / 1.25 0.32 3.55 0.009938 0.039837 -3.30
254372_at  putative protein predicted proteins, Ara--- AT4G21620 -1.76 -0.81 -3.55 0.009939 0.039837 -3.30
262582_at hypothetical protein Is a member of the--- AT1G15410 -2.19 -1.13 -3.55 0.009952 0.03988 -3.30
253470_s_  putative protein dnaK-type molecular cSDH3-2 AT4G32210 / 1.29 0.36 3.55 0.009969 0.039943 -3.30
256007_at  allinase, putative similar to allinase GI SAMC2 AT1G34065 -1.47 -0.56 -3.55 0.009979 0.039976 -3.31
246763_at NHE1 Na+/H+ exchanger  ; supported NHX1 AT5G27150 1.61 0.69 3.55 0.009986 0.039997 -3.31
257311_at  phosphate transporter, putative contaiPHT2;1 AT3G26570 -1.35 -0.43 -3.55 0.009988 0.039998 -3.31
262074_at  glutathione S-transferase, putative simATGSTU15 AT1G59670 1.66 0.73 3.55 0.009992 0.040005 -3.31
247468_at ARF1-binding protein  ; supported by cARF2 AT5G62000 -1.35 -0.44 -3.55 0.010034 0.040166 -3.31
263831_at putative ferritin ATFER4 AT2G40300 1.57 0.65 3.54 0.010046 0.040193 -3.31
246304_at acyl-coA dehydrogenase Mus musculuACX4 AT3G51840 1.49 0.58 3.54 0.010045 0.040193 -3.31
266047_at unknown protein --- AT2G40800 -1.42 -0.50 -3.54 0.010045 0.040193 -3.31
246212_at putative protein ; supported by cDNA: gSPT AT4G36930 2.39 1.25 3.54 0.010048 0.040193 -3.31
264002_at putative DnaJ protein  ;supported by fu--- AT2G22360 1.46 0.55 3.54 0.010049 0.040193 -3.31



265605_at putative cellulose synthase catalytic suCESA10 AT2G25540 -1.24 -0.31 -3.54 0.010062 0.040237 -3.31
252026_at  serine protein kinase - like serine proteSRPK4 AT3G53030 -1.34 -0.42 -3.54 0.010075 0.040281 -3.32
258127_at unknown protein --- AT3G24570 -1.29 -0.36 -3.54 0.010089 0.040315 -3.32
245952_at  putative protein predicted proteins, Ara--- AT5G28500 -1.43 -0.51 -3.54 0.01009 0.040315 -3.32
253972_at  putative protein Uvi31, Schizosacchar CPSUFE AT4G26500 -1.23 -0.30 -3.54 0.010089 0.040315 -3.32
245914_at  putative protein outer membrane proteOEP80 AT5G19620 -1.35 -0.44 -3.54 0.010087 0.040315 -3.32
254668_at  neoxanthin cleavage enzyme - like proNCED2 AT4G18350 1.43 0.51 3.54 0.010097 0.040334 -3.32
257174_at  uracil phosphoribosyltransferase, puta--- AT3G27190 1.45 0.54 3.54 0.010105 0.040358 -3.32
254335_at  putative protein alternative oxidase, MIM AT4G22260 1.29 0.37 3.54 0.010108 0.040365 -3.32
258071_s_ unknown protein --- AT3G26070 / -1.52 -0.61 -3.54 0.010112 0.040373 -3.32
256008_s_  allinase, putative similar to allinase GI --- AT1G34040 / 1.33 0.41 3.54 0.01012 0.040397 -3.32
263699_at putative potassium transporter similar tKUP10 AT1G31120 1.53 0.61 3.54 0.010139 0.040467 -3.32
266037_at putative protein kinase contains a prote--- AT2G05940 2.40 1.26 3.54 0.010144 0.040481 -3.32
246115_at  putative protein chloroplast outer enve--- AT5G20300 1.39 0.47 3.54 0.01015 0.040495 -3.32
264141_at hypothetical protein predicted by gene --- AT1G79090 1.27 0.35 3.54 0.010152 0.040497 -3.32
258015_at unknown protein --- AT3G19340 -1.36 -0.45 -3.54 0.010154 0.040499 -3.32
247146_at unknown protein --- AT5G65610 -1.57 -0.65 -3.54 0.01017 0.040548 -3.33
245828_at  transcription factor, putative similar to VIM1 AT1G57820 -1.39 -0.48 -3.54 0.010169 0.040548 -3.33
261640_at  permease, putative similar to permeas--- AT1G49960 1.38 0.46 3.53 0.010188 0.040614 -3.33
253339_at metal-transporting P-type ATPase  ; suPAA1 AT4G33520 1.55 0.63 3.53 0.010191 0.040617 -3.33
254021_at  putative protein cell death suppressor ACD1-LIKE AT4G25650 -1.40 -0.48 -3.53 0.010193 0.040617 -3.33
258758_at  putative RING zinc finger protein conta--- AT3G10810 -1.54 -0.62 -3.53 0.010212 0.040689 -3.33
263593_at hypothetical protein predicted by genscEMB975 AT2G01860 -1.42 -0.50 -3.53 0.010221 0.040716 -3.33
247529_at monosaccharide transporter STP3 --- AT5G61520 1.33 0.41 3.53 0.010226 0.040729 -3.33
252205_at  hypothetical protein various predicted --- AT3G50350 -1.44 -0.53 -3.53 0.010228 0.040729 -3.33
250187_at  putative protein predicted proteins, Ara--- AT5G14370 -1.66 -0.73 -3.53 0.01023 0.04073 -3.33
258643_at unknown protein  ;supported by full-lenATAB2 AT3G08010 -1.27 -0.34 -3.53 0.010241 0.040766 -3.33
246293_at SigA binding protein  ; supported by cDSIB1 AT3G56710 3.50 1.81 3.53 0.010268 0.040869 -3.34
265718_at putative WRKY DNA-binding protein  ; WRKY3 AT2G03340 1.36 0.44 3.53 0.010276 0.040892 -3.34
263824_at putative WD-40 repeat protein --- AT2G40360 1.65 0.72 3.53 0.010278 0.040893 -3.34
252079_at MAP kinase  ; supported by cDNA: gi_ CPuORF44 AT3G51630 / 1.29 0.37 3.53 0.010293 0.040939 -3.34
261280_at hypothetical protein predicted by gene --- AT1G05860 -1.50 -0.58 -3.53 0.010292 0.040939 -3.34
250478_at  non-phototropic hypocotyl 3-like prote DOT3 AT5G10250 -1.42 -0.50 -3.52 0.010306 0.040982 -3.34
256042_at hypothetical protein predicted by gene --- AT1G07220 1.25 0.33 3.52 0.010311 0.040997 -3.34
266540_at hypothetical protein predicted by gensc--- AT2G35310 -1.29 -0.37 -3.52 0.010332 0.041072 -3.34



264840_at unknown protein similar to leucine-rich --- AT1G03440 -1.30 -0.38 -3.52 0.010336 0.041082 -3.34
259060_at hypothetical protein predicted by gensc--- AT3G07400 -1.45 -0.54 -3.52 0.010338 0.041082 -3.34
266266_at putative enolase (2-phospho-D-glycera--- AT2G29560 -1.40 -0.48 -3.52 0.010343 0.041094 -3.34
260862_at unknown protein SEU AT1G43850 1.31 0.39 3.52 0.010348 0.041107 -3.34
261608_at unknown protein similar to putative est --- AT1G49650 -1.35 -0.44 -3.52 0.010354 0.041124 -3.35
259005_at unknown protein similar to nodule-spec--- AT3G01930 1.46 0.54 3.52 0.010357 0.041129 -3.35
262897_at hypothetical protein predicted by gene CCB4 AT1G59840 -1.99 -0.99 -3.52 0.010359 0.041131 -3.35
262595_at putative ethylene responsive element SSHN1 AT1G15360 -1.33 -0.41 -3.52 0.010371 0.041171 -3.35
255630_at putative phosphoribosylanthranilate tra--- AT4G00700 9.68 3.28 3.52 0.010374 0.041175 -3.35
252285_at  calmodulin-binding heat-shock - like p --- AT3G49050 -1.32 -0.41 -3.52 0.010379 0.041187 -3.35
260062_at hypothetical protein contains Pfam pro --- AT1G73710 1.40 0.48 3.52 0.010383 0.041194 -3.35
262513_at unknown protein ; supported by cDNA:--- AT1G34270 -1.34 -0.42 -3.52 0.010388 0.041209 -3.35
255542_at hypothetical protein --- AT4G01860 1.39 0.48 3.52 0.010392 0.041218 -3.35
262783_at receptor-kinase isolog --- AT1G10850 -1.81 -0.86 -3.52 0.010397 0.04123 -3.35
250028_at putative protein similar to unknown pro--- AT5G18130 1.32 0.40 3.52 0.010409 0.041245 -3.35
254290_at hypothetical protein --- AT4G23000 1.50 0.59 3.52 0.010409 0.041245 -3.35
258797_at auxin-induced protein identical to GB:AIAA16 AT3G04730 -1.50 -0.59 -3.52 0.010405 0.041245 -3.35
246201_at minor allergen ;supported by full-length--- AT4G36750 -1.26 -0.33 -3.52 0.010411 0.041245 -3.35
248176_at putative protein contains similarity to u Fh5 AT5G54650 1.76 0.82 3.52 0.010409 0.041245 -3.35
257422_at hypothetical protein Contains similarity --- AT1G11940 1.29 0.37 3.52 0.01041 0.041245 -3.35
259434_at unknown protein --- AT1G01490 1.30 0.37 3.52 0.01042 0.041271 -3.35
246838_at  flap endonuclease - like protein OsFE --- AT5G26680 1.33 0.42 3.52 0.010424 0.041279 -3.35
252132_at  putative LEA protein Picea glauca late--- AT3G50790 -1.77 -0.82 -3.52 0.01043 0.041296 -3.35
255478_at putative protein  ;supported by full-lengEID1 AT4G02440 -1.35 -0.44 -3.52 0.010434 0.041305 -3.35
262975_at  zinc finger protein, putative similar to zSTH2 AT1G75540 -1.48 -0.57 -3.52 0.010439 0.041316 -3.35
245197_at F12A21.7 hypothetical protein;supporte--- AT1G67800 1.31 0.39 3.51 0.010448 0.041347 -3.36
252282_at  6-phosphogluconolactonase - like prot--- AT3G49360 -1.28 -0.35 -3.51 0.010454 0.041361 -3.36
266458_at unknown protein  ;supported by full-len--- AT2G47710 1.28 0.35 3.51 0.01046 0.04138 -3.36
261100_at  RNA polymerase IIA large subunit, pu NRPD1A AT1G63020 1.33 0.42 3.51 0.010467 0.041391 -3.36
251061_at  putative protein hypothetical protein A --- AT5G01830 2.00 1.00 3.51 0.010465 0.041391 -3.36
251152_at RAN GTPase activating protein 1 proteRANGAP1 AT3G63130 -1.54 -0.62 -3.51 0.010481 0.041442 -3.36
267028_at putative WRKY-type DNA binding proteWRKY33 AT2G38470 4.35 2.12 3.51 0.010487 0.041458 -3.36
264680_at hypothetical protein predicted by gene --- AT1G65510 1.82 0.87 3.51 0.010493 0.041472 -3.36
266009_at putative kinesin heavy chain --- AT2G37420 1.32 0.40 3.51 0.01051 0.041532 -3.36
245183_at  putative protein similarity to predicted --- AT5G12440 -1.45 -0.54 -3.51 0.010514 0.041543 -3.36



246691_at putative protein predicted proteins - Ar --- --- -1.26 -0.33 -3.51 0.010533 0.041602 -3.36
255341_at putative receptor-like protein kinase --- AT4G04500 5.34 2.42 3.51 0.010532 0.041602 -3.36
249456_at unknown protein  ;supported by full-len--- AT5G39410 -1.35 -0.43 -3.51 0.010543 0.041635 -3.36
266204_at hypothetical protein predicted by gensc--- AT2G02410 -1.47 -0.55 -3.51 0.010545 0.041635 -3.36
249580_at  putative protein predicted proteins, Ara--- AT5G37740 1.43 0.52 3.51 0.010554 0.041663 -3.37
247994_at RNA-binding protein-like --- AT5G56140 -1.38 -0.47 -3.51 0.01056 0.041683 -3.37
257832_at  light regulated protein, putative similarCCL AT3G26740 1.30 0.38 3.51 0.01057 0.041715 -3.37
246036_at  alpha-galactosidase - like protein alphAtAGAL2 AT5G08370 -1.81 -0.85 -3.51 0.010577 0.041726 -3.37
248164_at putative protein similar to unknown proPBP1 AT5G54490 5.00 2.32 3.51 0.010576 0.041726 -3.37
267304_at putative Fe(II) transport protein ZIP6 AT2G30080 1.43 0.52 3.50 0.010586 0.041756 -3.37
254180_at  putative protein hin1 protein homolog, --- AT4G23930 -1.60 -0.68 -3.50 0.010595 0.041781 -3.37
266150_s_ hypothetical protein --- AT2G12290 / 2.27 1.18 3.50 0.010601 0.0418 -3.37
245873_at  bHLH transcription factor GBOF-1, pu CIB5 AT1G26260 -1.43 -0.51 -3.50 0.010627 0.041896 -3.37
254141_at  glucose-6-phosphate isomerase glucoPGI1 AT4G24620 -1.31 -0.39 -3.50 0.010639 0.041934 -3.37
250088_at APG5 (autophagy 5)-like protein APG5 AT5G17290 1.32 0.41 3.50 0.010646 0.041955 -3.38
259608_at unknown protein ECT9 AT1G27960 -1.36 -0.44 -3.50 0.010652 0.041971 -3.38
256633_at unknown protein GATL10 AT3G28340 3.87 1.95 3.50 0.010662 0.042002 -3.38
246391_at unknown protein ; supported by cDNA:--- AT1G77350 -1.39 -0.48 -3.50 0.010664 0.042003 -3.38
256077_at hypothetical protein contains similarity --- AT1G18090 -1.41 -0.50 -3.50 0.010677 0.042046 -3.38
250038_at  disease resistance protein -like diseas--- AT5G18360 -1.50 -0.59 -3.50 0.010691 0.042094 -3.38
249002_at putative protein contains similarity to ri --- AT5G44520 -1.42 -0.50 -3.50 0.010699 0.042122 -3.38
251617_at  putative protein hypothetical protein T --- AT3G58000 -1.29 -0.37 -3.50 0.010711 0.042154 -3.38
245023_at PSII I protein --- --- -1.62 -0.70 -3.50 0.010712 0.042154 -3.38
255834_at putative RNA-binding protein --- AT2G33410 1.24 0.31 3.50 0.010713 0.042154 -3.38
264601_at hypothetical protein similar to hypothet --- AT1G04540 -1.33 -0.41 -3.49 0.010724 0.042188 -3.38
259258_at  putative ribulose-1,5-bisphosphate ca --- AT3G07670 -1.63 -0.70 -3.49 0.010743 0.042258 -3.38
250404_at  CCR4-ASSOCIATED FACTOR  -like p--- AT5G10960 1.26 0.33 3.49 0.010757 0.042297 -3.39
262089_s_ hypothetical protein predicted by gene --- AT1G55980 / -1.47 -0.56 -3.49 0.010756 0.042297 -3.39
258439_at lipoamide dehydrogenase precursor id mtLPD2 AT3G17240 1.53 0.62 3.49 0.010759 0.042297 -3.39
248221_at vacuolar sorting protein-like; embryogeVPS26A AT5G53530 -1.26 -0.33 -3.49 0.010777 0.042361 -3.39
250518_at Expressed protein ; supported by cDNA--- AT5G08139 1.27 0.34 3.49 0.010782 0.042367 -3.39
250561_at  glycerophosphodiester phosphodieste--- AT5G08030 -1.41 -0.50 -3.49 0.010782 0.042367 -3.39
252391_at putative protein  ; supported by cDNA: --- AT3G47860 -1.40 -0.49 -3.49 0.010788 0.042384 -3.39
261790_at unknown protein ; supported by full-len--- AT1G16000 -1.55 -0.63 -3.49 0.010793 0.042395 -3.39
254870_at  KI domain interacting kinase 1 -like pr --- AT4G11900 1.74 0.80 3.49 0.010798 0.042408 -3.39



264803_at hypothetical protein predicted by gensc--- AT1G08580 1.49 0.58 3.49 0.010813 0.042457 -3.39
261355_at putative malate oxidoreductase similar ATNADP-MEAT1G79750 1.38 0.47 3.49 0.010824 0.042488 -3.39
249417_at  calcium-binding protein - like cbp1 cal --- AT5G39670 5.04 2.33 3.49 0.010823 0.042488 -3.39
250220_at receptor protein kinase-like protein --- AT5G14210 -1.85 -0.89 -3.49 0.010829 0.042498 -3.39
247313_at  3(2),5-bisphosphate nucleotidase  ; suSAL1 AT5G63980 1.50 0.58 3.49 0.010832 0.042503 -3.39
254208_at Expressed protein ; supported by full-le--- AT4G24175 -1.37 -0.45 -3.49 0.010838 0.04252 -3.39
258001_at AIG2-like protein similar to AIG2 protei --- AT3G28950 1.30 0.38 3.49 0.010845 0.042541 -3.40
258359_s_ putative glycolate oxidase similar to gly--- AT3G14415 / -1.41 -0.50 -3.49 0.010853 0.042566 -3.40
255199_at coded for by A. thaliana cDNA N64969--- AT4G07390 1.29 0.36 3.48 0.010866 0.04261 -3.40
250958_at  laccase precursor - like laccase precu LAC11 AT5G03260 -2.41 -1.27 -3.48 0.010876 0.042631 -3.40
266638_at putative fibrillin  ;supported by full-leng --- AT2G35490 -1.34 -0.42 -3.48 0.010874 0.042631 -3.40
247054_at zinc finger protein --- AT5G66730 1.35 0.43 3.48 0.010882 0.04265 -3.40
265352_at cytosolic cyclophilin (ROC3)  ;supporteROC3 AT2G16600 1.35 0.43 3.48 0.010898 0.042705 -3.40
262048_at  cytochrome c oxidase subunit, putativ --- AT1G80230 1.36 0.44 3.48 0.010909 0.042735 -3.40
249905_at unknown protein --- AT5G22710 -1.32 -0.40 -3.48 0.01091 0.042735 -3.40
250509_at cytochrome P450 CYP78A7 AT5G09970 -1.41 -0.50 -3.48 0.010912 0.042736 -3.40
267569_at putative photosystem II oxygen-evolvinPSBP-2 AT2G30790 -1.63 -0.70 -3.48 0.010931 0.042806 -3.40
256012_at unknown protein similar to dimethylani FMO1 AT1G19250 9.77 3.29 3.48 0.010935 0.042806 -3.40
260569_at  putative signal recognition particle pro--- AT2G43640 -1.36 -0.44 -3.48 0.010937 0.042806 -3.40
261912_s_ unknown protein --- AT1G66000 / -1.38 -0.46 -3.48 0.010934 0.042806 -3.40
254936_at predicted protein of unknown function --- AT4G10790 -1.25 -0.32 -3.48 0.010947 0.042837 -3.41
250679_at putative protein contains similarity to u --- AT5G06550 1.53 0.61 3.48 0.010953 0.042847 -3.41
252213_at  flavonol synthase - like protein SRG1 --- AT3G50210 1.41 0.49 3.48 0.010953 0.042847 -3.41
246031_at  putative protein KIAA0731 - Homo sap--- AT5G21160 -1.37 -0.45 -3.48 0.010959 0.042861 -3.41
255752_at  secretory carrier membrane protein, p --- AT1G32050 -1.44 -0.53 -3.48 0.01098 0.042935 -3.41
250479_at  GTP-binding protein GTP-binding protAtRABH1e AT5G10260 -1.33 -0.41 -3.48 0.010986 0.042945 -3.41
250458_s_ ACTIN 2/7 (sp|P53492)  ; supported byACT7 AT5G09810 -1.25 -0.32 -3.48 0.010984 0.042945 -3.41
249026_at Expressed protein ; supported by full-leOSB3 AT5G44785 -1.43 -0.51 -3.48 0.010994 0.042949 -3.41
263978_at unknown protein ;supported by full-lengMBF1A AT2G42680 1.29 0.36 3.48 0.010992 0.042949 -3.41
246791_at  putative protein predicted proteins, Ara--- AT5G27280 -1.37 -0.46 -3.48 0.010991 0.042949 -3.41
264636_at hypothetical protein predicted by gene --- AT1G65490 1.84 0.88 3.48 0.010994 0.042949 -3.41
259336_at hypothetical protein C-term portion simSDG20 AT3G03750 -1.56 -0.64 -3.48 0.010997 0.04295 -3.41
264841_at  putative protein kinase similar to (Z717--- AT1G03740 1.88 0.91 3.47 0.011005 0.042975 -3.41
254893_at  putative phospholipase D-gamma phoPLDGAMMAAT4G11830 -1.61 -0.69 -3.47 0.011034 0.043082 -3.41
266776_at putative ubiquitin fusion-degradation p --- AT2G29070 1.40 0.48 3.47 0.011037 0.043086 -3.41



247791_at cyclophilin ROC7  ;supported by full-le ROC7 AT5G58710 1.46 0.54 3.47 0.011044 0.043108 -3.41
259920_at putative phenylalanyl-tRNA synthetase--- AT1G72550 -1.32 -0.40 -3.47 0.011048 0.043113 -3.41
254512_at  terpene cyclase like protein vetispirad --- AT4G20230 -1.34 -0.43 -3.47 0.011054 0.04313 -3.42
250463_at transcription factor OBF4 TGA4 AT5G10030 1.38 0.47 3.47 0.011067 0.043175 -3.42
256853_at hypothetical protein predicted by gene --- AT3G18640 1.29 0.37 3.47 0.011074 0.043194 -3.42
251593_at  DNA-directed RNA polymerase I 190KNRPA1 AT3G57660 1.59 0.67 3.47 0.011096 0.043272 -3.42
257164_at  mismatch binding protein, putative simMSH1 AT3G24320 1.33 0.41 3.47 0.011101 0.043283 -3.42
AFFX-Atha Arabidopsis thaliana /REF=U84969 /D --- --- 1.35 0.44 3.47 0.01111 0.043311 -3.42
254202_at  putative protein hydroxymuconic semi --- AT4G24140 -1.58 -0.66 -3.47 0.011119 0.043328 -3.42
262830_at  purple acid phosphatase, putative conPAP3 AT1G14700 -1.57 -0.65 -3.47 0.011116 0.043328 -3.42
258171_at unknown protein --- AT3G21610 1.32 0.40 3.47 0.01112 0.043328 -3.42
254267_at dihydroorotase  ; supported by cDNA: PYR4 AT4G22930 -1.36 -0.44 -3.47 0.011124 0.043336 -3.42
261981_at unknown protein --- AT1G33811 -2.44 -1.29 -3.47 0.011126 0.043336 -3.42
249125_at 1-aminocyclopropane-1-carboxylate ox--- AT5G43450 1.56 0.64 3.47 0.011138 0.04337 -3.42
249945_at 60S ribosomal protein L10A  ; supporte--- AT5G22440 -1.85 -0.88 -3.47 0.011137 0.04337 -3.42
245951_at aspartate aminotransferase Asp2  ; su ASP2 AT5G19550 1.63 0.71 3.47 0.011143 0.043381 -3.42
252901_at  putative protein various predicted prot --- AT4G39550 1.29 0.37 3.47 0.011149 0.043389 -3.42
252990_at putative protein --- AT4G38440 1.77 0.82 3.47 0.011148 0.043389 -3.42
256647_at unknown protein contains similarity to --- AT3G13610 9.86 3.30 3.46 0.011151 0.043389 -3.42
262835_at  Na+ H+ antiporter, putative similar to  ATNHX8 AT1G14660 -1.30 -0.38 -3.46 0.011155 0.043397 -3.43
262937_at  FtsH protease, putative contains similaFTSH12 AT1G79560 -1.27 -0.35 -3.46 0.011165 0.04343 -3.43
258110_at putative cytochrome P450 similar to G CYP72A7 AT3G14610 1.41 0.50 3.46 0.011176 0.043464 -3.43
256743_at Expressed protein ; supported by full-le--- AT3G29370 -2.19 -1.13 -3.46 0.011184 0.043489 -3.43
260438_at putative bifunctional nuclease similar toENDO 2 AT1G68290 2.01 1.01 3.46 0.011186 0.043491 -3.43
258916_at putative ABC transporter ATPase similATNAP7 AT3G10670 -1.30 -0.38 -3.46 0.011228 0.043644 -3.43
262484_at  putative transcriptional regulatory prot ATSWI3C AT1G21700 -1.23 -0.30 -3.46 0.011239 0.04368 -3.43
252271_s_  putative protein CGI-141 protein- Hom--- AT3G49420 / 1.26 0.34 3.46 0.011244 0.043694 -3.43
252344_s_ putative protein --- AT3G44160 / -1.30 -0.38 -3.46 0.011257 0.043737 -3.44
262611_at Expressed protein ; supported by full-le--- AT1G14060 1.59 0.67 3.46 0.011261 0.043737 -3.44
264466_at Expressed protein ; supported by full-le--- AT1G10380 -1.80 -0.85 -3.46 0.011261 0.043737 -3.44
248686_at 33 kDa secretory protein-like  ; support--- AT5G48540 2.63 1.39 3.46 0.011267 0.043753 -3.44
248977_at putative protein strong similarity to unk--- AT5G45020 -1.45 -0.54 -3.46 0.011278 0.043789 -3.44
262073_at unknown protein ;supported by full-lengZCW32 AT1G59640 1.72 0.78 3.46 0.011282 0.043794 -3.44
261772_at hypothetical protein predicted by gene --- AT1G76240 -1.72 -0.79 -3.46 0.01129 0.043811 -3.44
250457_at splicing factor-like protein  ; supported --- AT5G09880 1.34 0.43 3.46 0.011289 0.043811 -3.44



257817_at  putative RNA-binding protein contains--- AT3G25150 -1.31 -0.39 -3.46 0.011294 0.043817 -3.44
259847_at unknown protein --- AT1G72170 -1.38 -0.47 -3.46 0.011295 0.043817 -3.44
260949_at F-box protein family contains similarity SKIP16 AT1G06110 1.32 0.40 3.45 0.011304 0.043843 -3.44
264551_at  unknown protein similar to beta-1,3-gl --- AT1G09460 -1.70 -0.76 -3.45 0.011309 0.043856 -3.44
262414_at  acyl CoA synthetase, putative similar tLACS2 AT1G49430 -2.94 -1.56 -3.45 0.011315 0.04387 -3.44
257151_at  blue copper protein, putative similar to--- AT3G27200 -1.42 -0.50 -3.45 0.01133 0.043923 -3.44
252194_at  putative tyrosine phosphatase phosphATPEN3 AT3G50110 -1.36 -0.45 -3.45 0.01134 0.043953 -3.44
247221_at Expressed protein ; supported by cDNALIP1 AT5G64813 -1.25 -0.32 -3.45 0.011343 0.043957 -3.44
260976_at hypothetical protein CID8 AT1G53650 1.48 0.57 3.45 0.011347 0.043965 -3.44
248815_at putative protein contains similarity to m--- AT5G46920 1.50 0.59 3.45 0.011354 0.043986 -3.44
260719_at unknown protein --- AT1G48090 -1.41 -0.50 -3.45 0.011358 0.043995 -3.44
246030_at  Expressed protein genomic sequence --- AT5G21105 1.32 0.40 3.45 0.011361 0.043997 -3.44
263296_at unknown protein --- AT2G38800 1.78 0.83 3.45 0.011367 0.044012 -3.45
253637_at putative protein  ; supported by full-len --- AT4G30390 1.55 0.64 3.45 0.011381 0.044061 -3.45
247346_at diacylglycerol kinase ATDGK2 AT5G63770 1.51 0.60 3.45 0.011384 0.044066 -3.45
258039_at unknown protein  ;supported by full-len--- AT3G21200 -1.31 -0.39 -3.45 0.011399 0.044115 -3.45
245141_at putative flavonol reductase BEN1 AT2G45400 -1.37 -0.45 -3.45 0.011422 0.044198 -3.45
250111_at acetolactate synthase-like protein --- AT5G16290 -1.51 -0.60 -3.45 0.011439 0.044255 -3.45
247923_at porin-like protein  ;supported by full-lenVDAC4 AT5G57490 1.36 0.45 3.44 0.011466 0.044353 -3.45
247655_at zinc finger protein Zat12  ;supported byRHL41 AT5G59820 2.97 1.57 3.44 0.011469 0.044357 -3.46
251904_at  Machado-Joseph disease MJD1a -like--- AT3G54130 1.45 0.53 3.44 0.01149 0.044428 -3.46
261447_at  transcription factor, putative similar to --- AT1G21160 1.31 0.39 3.44 0.011496 0.044446 -3.46
259054_at putative hypersensitivity-related gene sCHAT AT3G03480 4.50 2.17 3.44 0.011499 0.04445 -3.46
259504_at  inorganic pyrophosphatase, putative sAVP1 AT1G15690 -1.40 -0.48 -3.44 0.011509 0.044478 -3.46
248547_at putative protein contains similarity to saEMB1006 AT5G50280 -1.58 -0.66 -3.44 0.011514 0.044491 -3.46
267247_at hypothetical protein predicted by gensc--- AT2G30170 -1.38 -0.46 -3.44 0.011519 0.044503 -3.46
266774_at hypothetical protein predicted by genefATRBL1 AT2G29050 -1.42 -0.50 -3.44 0.011531 0.044534 -3.46
267388_at putative beta-glucosidase BGLU15 AT2G44450 1.72 0.78 3.44 0.011531 0.044534 -3.46
267106_s_ putative vacuolar sorting receptor iden ATVSR3 AT2G14720 / 1.41 0.50 3.44 0.011551 0.044605 -3.46
261666_at hypothetical protein contains similarity --- AT1G18440 -1.42 -0.50 -3.44 0.011562 0.044641 -3.46
254898_at  serine/threonine kinase-like protein re --- AT4G11480 2.98 1.58 3.44 0.01157 0.044663 -3.46
247836_at putative protein similar to unknown pro--- AT5G57860 1.37 0.45 3.44 0.011594 0.044749 -3.47
267518_at unknown protein --- AT2G30500 2.16 1.11 3.43 0.011602 0.044771 -3.47
263984_at hypothetical protein predicted by gensc--- AT2G42670 -1.32 -0.40 -3.43 0.011608 0.044788 -3.47
258414_at unknown protein  ;supported by full-len--- AT3G17380 -1.33 -0.41 -3.43 0.011624 0.044842 -3.47



266865_at omega-3 fatty acid desaturase identicaFAD3 AT2G29980 -10.13 -3.34 -3.43 0.011628 0.044847 -3.47
258366_at  DNA-binding protein contains AP2 domRAP2.2 AT3G14230 -1.35 -0.43 -3.43 0.011654 0.04494 -3.47
264821_at hypothetical protein predicted by genef--- AT1G03470 1.59 0.67 3.43 0.011664 0.044964 -3.47
255740_at  wall-associated kinase, putative simila--- AT1G25390 2.04 1.03 3.43 0.011662 0.044964 -3.47
250014_at  anthranilate phosphoribosyltransferas TRP1 AT5G17990 2.63 1.39 3.43 0.011674 0.044994 -3.47
250443_at  Pto kinase interactor - like protein Pto RBK1 AT5G10520 3.72 1.89 3.43 0.011681 0.045013 -3.47
262578_at hypothetical protein Similar to gi|22113--- --- 1.32 0.40 3.43 0.011692 0.045048 -3.48
258672_at hypothetical protein --- AT3G08570 -1.36 -0.44 -3.43 0.0117 0.045073 -3.48
255065_s_  putative arginase similar to arginases --- AT4G08870 / -2.62 -1.39 -3.43 0.011721 0.045142 -3.48
249861_at Expressed protein ; supported by full-le--- AT5G22875 -1.36 -0.44 -3.43 0.011722 0.045142 -3.48
251416_at  putative protein various predicted prot --- AT3G60400 -1.29 -0.37 -3.43 0.011728 0.045152 -3.48
249293_at protein kinase-like --- AT5G41260 -1.41 -0.49 -3.43 0.011728 0.045152 -3.48
251474_at  putative protein diphthamide synthesis--- AT3G59630 1.32 0.40 3.43 0.011732 0.045159 -3.48
257910_at hypothetical protein similar to hypothet --- AT3G25580 -1.37 -0.46 -3.43 0.011743 0.045194 -3.48
260745_at  2,4-D inducible glutathione S-transferaATGSTU20 AT1G78370 -2.11 -1.08 -3.43 0.011751 0.045213 -3.48
255899_at  zinc-finger protein (C-terminal), putativ--- AT1G17970 -1.53 -0.61 -3.43 0.011752 0.045213 -3.48
252712_at  glutathione transferase-like protein gluATGSTU27 AT3G43800 -1.63 -0.70 -3.42 0.011757 0.045225 -3.48
258660_at hypothetical protein predicted by gensc--- AT3G09850 1.35 0.44 3.42 0.011766 0.045253 -3.48
261363_at  pectinesterase, putative similar to GB:SKS6 AT1G41830 -5.46 -2.45 -3.42 0.01178 0.045282 -3.48
252769_at  arabinose kinase - like protein putative--- AT3G42850 -1.30 -0.38 -3.42 0.011777 0.045282 -3.48
251634_at  putative protein putative zinc finger pro--- AT3G57480 1.33 0.41 3.42 0.01178 0.045282 -3.48
267009_at unknown protein --- AT2G39260 1.26 0.34 3.42 0.011788 0.045304 -3.48
260543_at putative membrane transporter INT1 AT2G43330 -1.53 -0.61 -3.42 0.011799 0.045334 -3.49
247890_at cyclic nucleotide and calmodulin-regulaATCNGC5 AT5G57940 -1.38 -0.46 -3.42 0.011799 0.045334 -3.49
263065_at MAP kinase (ATMPK7) identical to GBATMPK7 AT2G18170 1.59 0.67 3.42 0.011802 0.045335 -3.49
245165_at unknown protein predicted by genscan--- AT2G33180 -1.85 -0.89 -3.42 0.011811 0.045363 -3.49
248097_at protein phosphatase X isoform 2 (gb|APPX2 AT5G55260 1.38 0.47 3.42 0.011831 0.045431 -3.49
251976_at  disease resistance - like protein disea AtRLP45 AT3G53240 -1.38 -0.46 -3.42 0.011833 0.045432 -3.49
247753_at hexosyltransferase - like protein --- AT5G59070 2.04 1.03 3.42 0.011836 0.045436 -3.49
250570_at putative protein hypothetical bacterial pEMB1873 AT5G08170 1.45 0.54 3.42 0.011849 0.045477 -3.49
259859_at putative protein phosphatase similar to--- AT1G68410 -1.98 -0.98 -3.42 0.011857 0.045493 -3.49
253333_at 2-dehydro-3-deoxyphosphoheptonate DHS2 AT4G33510 1.32 0.40 3.42 0.011857 0.045493 -3.49
260010_at putative trehalose-6-phosphate syntha ATTPS6 AT1G68020 -1.55 -0.63 -3.42 0.011861 0.0455 -3.49
249595_at  putative protein SIAH1 protein, Brassi --- AT5G37930 -1.45 -0.53 -3.42 0.011879 0.045563 -3.49
263703_at unknown protein  ;supported by full-lenSRX AT1G31170 -1.37 -0.46 -3.42 0.011881 0.045563 -3.49



259154_at unknown protein similar to unknown pr --- AT3G10260 -1.31 -0.39 -3.42 0.011883 0.045564 -3.49
264811_at hypothetical protein predicted by gensc--- AT1G08640 1.26 0.33 3.42 0.011895 0.045601 -3.49
261129_at tubulin alpha-2/alpha-4 chain identical TUA4 AT1G04820 -2.04 -1.03 -3.42 0.011902 0.045621 -3.49
253289_at  putative protein F10M10_100, Arabido--- AT4G34320 -1.31 -0.39 -3.42 0.011906 0.045621 -3.50
253364_at  F-box protein family, AtFBX13 cotains --- AT4G33160 1.25 0.32 3.42 0.011905 0.045621 -3.50
261431_at  Myb-related transcription factor mixta, AtMYB47 AT1G18710 2.48 1.31 3.42 0.011911 0.045633 -3.50
248911_at tumor-related protein-like DOG1 AT5G45830 -1.46 -0.54 -3.41 0.011916 0.045642 -3.50
250143_at  ADP-ribosylation factor - like protein AATARFA1B AT5G14670 -1.32 -0.40 -3.41 0.011922 0.045657 -3.50
254259_s_  putative protein rape mRNA, Brassica --- AT4G23420 / -1.52 -0.60 -3.41 0.011932 0.04569 -3.50
264738_at unknown protein contains similarity to --- AT1G62250 -1.40 -0.48 -3.41 0.011936 0.045697 -3.50
254194_at auxin response factor 9 (ARF9)  ; suppARF9 AT4G23980 1.50 0.59 3.41 0.011938 0.045698 -3.50
255609_s_ hypothetical protein --- AT4G01180 / 1.25 0.32 3.41 0.011944 0.045712 -3.50
250168_at  putative protein predicted protein, Ara --- AT5G15320 -1.29 -0.37 -3.41 0.011953 0.045737 -3.50
258648_at putative auxin-independent growth pro --- AT3G07900 -1.58 -0.66 -3.41 0.011955 0.045739 -3.50
258505_at hypothetical protein predicted by gensc--- AT3G06530 2.20 1.14 3.41 0.01197 0.045786 -3.50
248792_at ras-related small GTP-binding protein- ATRAB1A AT5G47200 1.33 0.41 3.41 0.011972 0.045786 -3.50
258933_at  unknown protein similar to unknown p --- AT3G09980 -1.32 -0.40 -3.41 0.011973 0.045786 -3.50
257088_at unknown protein --- AT3G20510 1.92 0.94 3.41 0.011997 0.04587 -3.50
258999_at putative D-ribulose-5-phosphate 3-epim--- AT3G01850 1.31 0.39 3.41 0.012004 0.045881 -3.50
247519_at  NAM, no apical meristem, - like protei ANAC100 AT5G61430 1.40 0.48 3.41 0.012003 0.045881 -3.50
266471_at putative GTP-binding protein --- AT2G31060 1.57 0.65 3.41 0.012009 0.04589 -3.50
245942_at  putative protein transcription regulator --- AT5G19490 1.24 0.31 3.41 0.01202 0.045926 -3.51
256179_at  ubiquitin-specific protease 6 (UBP6), pUBP6 AT1G51710 1.27 0.34 3.41 0.012028 0.045943 -3.51
260380_at hypothetical protein predicted by gensc--- AT1G73870 -1.75 -0.81 -3.41 0.012028 0.045943 -3.51
262536_at  SOUL-like protein Similar to SOUL Pro--- AT1G17100 1.76 0.82 3.41 0.012034 0.045956 -3.51
266949_s_ unknown protein ;supported by full-leng--- AT2G18840 / -1.39 -0.48 -3.41 0.012048 0.045998 -3.51
260722_at  protein phosphatase-2C, putative simi --- AT1G48040 1.58 0.66 3.41 0.012049 0.045998 -3.51
256458_at  integral membrane protein, putative si --- AT1G75220 -1.58 -0.66 -3.41 0.01206 0.046007 -3.51
261266_at expansin 10 identical to GB:AAF61712ATEXPA10 AT1G26770 -1.47 -0.56 -3.41 0.01206 0.046007 -3.51
267101_at putative peroxidase --- AT2G41480 1.46 0.55 3.41 0.012064 0.046007 -3.51
254803_at putative protein several hypothetical pr--- AT4G13100 1.52 0.60 3.41 0.012063 0.046007 -3.51
266548_at unknown protein  ;supported by full-lenRPA AT2G35210 -1.50 -0.59 -3.41 0.012057 0.046007 -3.51
246999_at photoreceptor-interacting protein-like  ;NPY3 AT5G67440 -1.68 -0.74 -3.41 0.012054 0.046007 -3.51
255327_at putative malonyl-CoA decarboxylase --- AT4G04320 1.25 0.32 3.41 0.012069 0.046019 -3.51
265309_at putative myosin heavy chain XIG AT2G20290 -1.50 -0.59 -3.40 0.012074 0.04603 -3.51



251069_at  (1-4)-beta-mannan endohydrolase-like--- AT5G01930 -1.84 -0.88 -3.40 0.012076 0.04603 -3.51
245666_at hypothetical protein predicted by gene --- AT1G28280 1.73 0.79 3.40 0.012083 0.046052 -3.51
266418_at putative annexin  ;supported by full-lenANNAT4 AT2G38750 -2.26 -1.17 -3.40 0.012092 0.046053 -3.51
258436_at putative RING zinc finger protein similaATL2 AT3G16720 2.15 1.10 3.40 0.012087 0.046053 -3.51
260411_at hypothetical protein similar to GB:AAB --- AT1G69890 1.81 0.86 3.40 0.012088 0.046053 -3.51
245690_at phenylalanine ammonia-lyase PAL3 PAL3 AT5G04230 -1.67 -0.74 -3.40 0.012092 0.046053 -3.51
263259_at putative zinc-binding protein similar to PUB18 AT1G10560 -1.66 -0.73 -3.40 0.012119 0.046151 -3.51
255131_at  putative protein hypothetical protein ss--- AT4G08280 -1.30 -0.38 -3.40 0.012123 0.046156 -3.51
266019_at putative calmodulin-binding protein  ; s --- AT2G18750 1.25 0.32 3.40 0.012128 0.04617 -3.51
266189_at unknown protein --- AT2G39020 -1.25 -0.32 -3.40 0.012136 0.04619 -3.52
250921_at Expressed protein ; supported by full-le--- AT5G03460 1.43 0.51 3.40 0.012148 0.046229 -3.52
266365_at ferredoxin-dependent glutamate synthaGLU2 AT2G41220 1.46 0.54 3.40 0.012152 0.046236 -3.52
246070_at  ribosomal protein L7Ae-like NHP2/RS --- AT5G20160 1.52 0.61 3.40 0.012155 0.04624 -3.52
245909_at  putative protein DNA-directed RNA po--- AT5G09380 1.40 0.49 3.40 0.012165 0.046263 -3.52
263590_at putative receptor-like protein kinase --- AT2G01820 -1.28 -0.36 -3.40 0.012165 0.046263 -3.52
266760_at putative RAV-like B3 domain DNA bindNGA1 AT2G46870 -1.42 -0.50 -3.40 0.012177 0.046302 -3.52
251945_at  dTDP-glucose 4-6-dehydratase -like pUXS1 AT3G53520 -1.30 -0.38 -3.40 0.012188 0.046335 -3.52
246261_at unknown protein --- AT1G31810 -1.33 -0.42 -3.40 0.012194 0.046344 -3.52
262378_at  CCAAT-binding factor B subunit homoNF-YA3 AT1G72830 1.46 0.54 3.40 0.012194 0.046344 -3.52
267344_at hypothetical protein predicted by genef--- AT2G44230 -1.85 -0.89 -3.40 0.012203 0.046355 -3.52
252143_at  putative protein centromere protein E --- AT3G51150 -1.30 -0.37 -3.40 0.012203 0.046355 -3.52
253357_at  Dem -like protein Dem (defective emb--- AT4G33400 -1.30 -0.38 -3.40 0.012206 0.046355 -3.52
248666_at cyclin C-like protein  ;supported by full---- AT5G48630 -1.41 -0.50 -3.40 0.012205 0.046355 -3.52
245147_at putative RAD51C-like DNA repair proteATRAD51C AT2G45280 1.69 0.76 3.40 0.012224 0.046416 -3.52
254487_at  calcium-binding protein - like calcium- --- AT4G20780 2.82 1.49 3.40 0.012228 0.046427 -3.52
256627_at unknown protein  ; supported by cDNA--- AT3G19970 3.09 1.63 3.40 0.012232 0.046431 -3.52
263288_at cyclophilin-like protein  ;supported by f --- AT2G36130 -1.39 -0.47 -3.39 0.012251 0.046496 -3.53
267603_at unknown protein  ; supported by cDNAATZW10 AT2G32900 -1.39 -0.47 -3.39 0.012262 0.046532 -3.53
257218_at unknown protein similar to DAG protein--- AT3G15000 1.29 0.36 3.39 0.01227 0.046554 -3.53
255509_at hypothetical protein identical to T10M1--- AT4G02210 -1.53 -0.62 -3.39 0.012278 0.046577 -3.53
245961_at putative protein predicted proteins - Ar --- AT5G19670 -1.37 -0.46 -3.39 0.012308 0.046681 -3.53
248865_at putative protein similar to unknown pro--- AT5G46790 1.44 0.52 3.39 0.012311 0.046685 -3.53
250892_at  putative protein beta-(1-3)-glucosyl traATCSLA09 AT5G03760 -6.33 -2.66 -3.39 0.012327 0.04674 -3.53
262825_at putative chloroplast prephenate dehyd ADT1 AT1G11790 -1.62 -0.69 -3.39 0.012332 0.046751 -3.53
259312_at putative RING-H2 zinc finger protein A ATL6 AT3G05200 2.15 1.11 3.39 0.012337 0.046761 -3.53



249936_at putative protein similar to unknown pro--- AT5G22450 1.37 0.45 3.39 0.012356 0.046824 -3.53
253983_at  putative protein SPF1 protein -IpomoeWRKY20 AT4G26640 -1.37 -0.46 -3.39 0.012358 0.046824 -3.53
257954_at putative UDP-glucose glucosyltransfer --- AT3G21760 1.36 0.44 3.39 0.012364 0.046841 -3.54
266319_s_ putative beta-ketoacyl-CoA synthase KCS13 AT2G46720 / -1.53 -0.62 -3.39 0.012372 0.046863 -3.54
246958_at putative protein similar to unknown pro--- AT5G24690 1.45 0.54 3.39 0.01238 0.046879 -3.54
258926_s_ unknown protein N-terminus similar to anac052 AT3G10480 / 1.43 0.52 3.39 0.01238 0.046879 -3.54
264105_x_ hypothetical protein --- AT2G13760 1.36 0.44 3.39 0.012384 0.046885 -3.54
259318_at unknown protein similar to HYP1 GB:CHYP1 AT3G01100 1.41 0.50 3.39 0.012391 0.046902 -3.54
259130_at putative ribosomal protein L39 similar t--- AT3G02190 1.36 0.44 3.38 0.012416 0.046991 -3.54
258727_at  ethylene-responsive protein, putative s--- AT3G11930 1.37 0.46 3.38 0.012421 0.047001 -3.54
247139_at unknown protein  ;supported by full-len--- AT5G66090 -1.32 -0.40 -3.38 0.012447 0.047091 -3.54
249286_at transcription factor-like protein --- AT5G41580 1.33 0.41 3.38 0.012456 0.047118 -3.54
255455_at mitochondrial elongation factor Tu --- AT4G02930 1.74 0.80 3.38 0.012471 0.047159 -3.54
250091_at unknown protein --- AT5G17340 -1.24 -0.31 -3.38 0.012469 0.047159 -3.54
248809_at GTP-binding protein-like AtRABA5a AT5G47520 -1.36 -0.45 -3.38 0.012476 0.047165 -3.55
250020_at putative protein contains similarity to G--- AT5G18180 1.37 0.46 3.38 0.012477 0.047165 -3.55
245005_at ribosomal protein S14 --- --- -1.57 -0.65 -3.38 0.01249 0.047199 -3.55
248305_at putative protein similar to unknown proATUSP AT5G52560 -1.41 -0.50 -3.38 0.01249 0.047199 -3.55
261920_at  isocitrate dehydrogenase, putative sim--- AT1G65930 1.33 0.41 3.38 0.012516 0.047289 -3.55
246244_at receptor kinase-like protein --- AT4G37250 -1.29 -0.36 -3.38 0.012528 0.047329 -3.55
254170_at  LG27/30-like gene LG27/30 gene - Ar --- AT4G24430 -1.25 -0.32 -3.38 0.01253 0.047329 -3.55
260544_at unknown protein predicted by genscan--- AT2G43540 1.49 0.58 3.38 0.012538 0.047349 -3.55
263921_at putative fructose bisphosphate aldolas --- AT2G36460 1.42 0.50 3.38 0.012545 0.04736 -3.55
261221_at hypothetical protein predicted by gene --- AT1G19960 6.52 2.70 3.38 0.012544 0.04736 -3.55
248790_at membrane channel protein-like; aquapTIP2;3 AT5G47450 -1.49 -0.58 -3.38 0.012548 0.047362 -3.55
253838_at  putative zinc finger protein zinc finger --- AT4G27880 -1.51 -0.60 -3.37 0.01257 0.047438 -3.55
254159_at  putative DNA-binding protein DNA-binWRKY7 AT4G24240 1.75 0.81 3.37 0.012576 0.047454 -3.55
246275_at putative protein ; supported by full-lengBEE2 AT4G36540 -3.97 -1.99 -3.37 0.01258 0.047459 -3.55
246989_at unknown protein --- AT5G67350 2.03 1.02 3.37 0.012582 0.047459 -3.55
263756_at putative ubiquitin fusion-degradation p --- AT2G21270 1.25 0.32 3.37 0.012594 0.047499 -3.56
251445_at  putative protein hypothetical protein F --- AT3G59870 -1.25 -0.32 -3.37 0.012597 0.047501 -3.56
254867_at hypothetical proteins --- AT4G12240 1.47 0.56 3.37 0.012609 0.047531 -3.56
261659_at unknown protein contains similarity to TOR AT1G50030 -1.28 -0.35 -3.37 0.012607 0.047531 -3.56
264510_at putative phytochrome-associated protePIF3 AT1G09530 1.65 0.72 3.37 0.012617 0.047553 -3.56
246555_at  putative protein 68 kDa protein - CicerGAUT14 AT5G15470 -1.51 -0.60 -3.37 0.012634 0.047601 -3.56



255596_at  putative DNA-binding protein similar toWRKY47 AT4G01720 1.91 0.93 3.37 0.012633 0.047601 -3.56
249575_at  low-molecular-weight heat shock prote--- AT5G37670 1.51 0.59 3.37 0.012644 0.047632 -3.56
262714_s_ unknown protein similar to gb|AJ22435--- AT1G07950 / 1.28 0.36 3.37 0.012655 0.047667 -3.56
255364_s_ putative fibrillin  ; supported by full-leng--- AT4G04020 / 1.42 0.50 3.37 0.01266 0.047676 -3.56
252694_at  nodulin -like protein nodulin-21, Glycin--- AT3G43630 -1.31 -0.39 -3.37 0.012672 0.047713 -3.56
245051_at putative WRKY-type DNA-binding prot WRKY15 AT2G23320 1.89 0.91 3.37 0.012675 0.047717 -3.56
248838_at carnitine/acylcarnitine translocase-like BOU AT5G46800 -1.58 -0.66 -3.37 0.012698 0.047797 -3.56
252561_at histone H2B  ;supported by full-length HTB9 AT3G45980 -1.48 -0.57 -3.37 0.0127 0.047797 -3.56
260441_at unknown protein  ;supported by full-len--- AT1G68260 -1.86 -0.90 -3.37 0.012707 0.047813 -3.56
257062_at  zinc finger protein, putative contains PEMB2454 AT3G18290 -1.82 -0.87 -3.37 0.012714 0.047822 -3.57
264339_at  trehalose-6-phosphate synthase, putaTPS8 AT1G70290 -1.53 -0.61 -3.37 0.012713 0.047822 -3.57
251190_at RING-H2 zinc finger protein ATL5  ; suATL5 AT3G62690 -1.68 -0.75 -3.37 0.012716 0.047822 -3.57
249642_at putative protein --- AT5G36960 -1.37 -0.46 -3.37 0.012722 0.047837 -3.57
249926_at  E1, ubiquitin-like activating enzyme ECECR1 AT5G19180 1.38 0.47 3.36 0.012776 0.048032 -3.57
253062_at  putative protein predicted protein, Ara NPY5 AT4G37590 -2.03 -1.02 -3.36 0.012779 0.048035 -3.57
248553_at putative protein strong similarity to unk--- AT5G50170 1.73 0.79 3.36 0.012798 0.048101 -3.57
258362_at unknown protein --- AT3G14280 2.87 1.52 3.36 0.01281 0.048139 -3.57
255263_at  4-coumarate--CoA ligase - like protein--- AT4G05160 1.25 0.33 3.36 0.012817 0.048158 -3.57
248881_at unknown protein  ;supported by full-len--- AT5G46020 -1.25 -0.32 -3.36 0.012819 0.048158 -3.57
264778_at unknown protein similar to C-1 (Homo AIP3 AT1G08780 -1.29 -0.37 -3.36 0.012824 0.048168 -3.57
262400_at unknown protein ; supported by cDNA:RTV1 AT1G49480 -1.24 -0.31 -3.36 0.012832 0.048183 -3.58
266013_s_ hypothetical protein --- AT2G07702 1.28 0.36 3.36 0.012833 0.048183 -3.58
259030_at putative alpha-hemolysin similar to alp --- AT3G09310 -1.23 -0.29 -3.36 0.012835 0.048183 -3.58
260967_at unknown protein contains similarity to t--- AT1G12230 -1.40 -0.49 -3.36 0.012841 0.048199 -3.58
249228_at SKP1/ASK1 (At2) identical to UIP2 GI: ASK2 AT5G42190 -1.44 -0.53 -3.36 0.012855 0.048245 -3.58
262049_at unknown protein ;supported by full-leng--- AT1G80180 1.35 0.43 3.36 0.012869 0.048286 -3.58
265310_at hypothetical protein predicted by genef--- AT2G20280 1.29 0.36 3.36 0.012881 0.048327 -3.58
259805_at  disease resistance protein, putative si AtRLP7 AT1G47890 1.46 0.55 3.36 0.012894 0.048366 -3.58
256143_at  40S ribosomal protein S7 homolog, pu--- AT1G48830 -1.41 -0.50 -3.35 0.01291 0.048417 -3.58
267018_at unknown protein SVR1 AT2G39140 -1.54 -0.63 -3.35 0.012914 0.048425 -3.58
258855_at unknown protein --- AT3G02070 -1.58 -0.66 -3.35 0.012919 0.048429 -3.58
250828_at unknown protein ; supported by cDNA:--- AT5G05250 -4.27 -2.09 -3.35 0.012918 0.048429 -3.58
267070_at putative DnaJ protein --- AT2G41000 1.52 0.60 3.35 0.012946 0.048523 -3.58
261105_at unknown protein ;supported by full-lengNRS/ER AT1G63000 -1.42 -0.50 -3.35 0.012979 0.048638 -3.59
260824_at unknown protein --- AT1G06720 1.70 0.77 3.35 0.012986 0.048654 -3.59



247690_at putative protein MBD7 AT5G59800 -1.64 -0.72 -3.35 0.012988 0.048654 -3.59
252698_at  amine oxidase -like protein amine oxid--- AT3G43670 -1.38 -0.47 -3.35 0.013014 0.048743 -3.59
248900_at putative protein strong similarity to unkPRP39-2 AT5G46400 -1.47 -0.56 -3.35 0.013016 0.048744 -3.59
254045_at  pumilio-like protein abdominal segmenAPUM6 AT4G25880 1.27 0.35 3.35 0.013031 0.048792 -3.59
260352_at Expressed protein ; supported by full-lePDCB4 AT1G69295 1.29 0.37 3.35 0.013067 0.048911 -3.59
261147_at unknown protein ;supported by full-leng--- AT1G19690 -1.59 -0.67 -3.35 0.013067 0.048911 -3.59
264868_at unknown protein --- AT1G24090 1.77 0.82 3.34 0.013076 0.048936 -3.60
254616_at shaggy-like protein kinase etha (EC 2.7BIN2 AT4G18710 -1.28 -0.36 -3.34 0.013093 0.048993 -3.60
246594_at pyrroline-5-carboxylate reductase  ;supP5CR AT5G14800 1.40 0.49 3.34 0.013098 0.049001 -3.60
257019_at unknown protein --- AT3G19640 1.23 0.30 3.34 0.013106 0.049023 -3.60
252445_at  beta-D-glucan exohydrolase - like prot--- AT3G47000 -1.31 -0.39 -3.34 0.013108 0.049024 -3.60
250598_at transcription factor-like protein  ; suppoATMYB29 AT5G07690 -1.52 -0.60 -3.34 0.01312 0.049052 -3.60
246350_at hypothetical protein predicted by gene --- AT1G16650 1.37 0.45 3.34 0.013119 0.049052 -3.60
250186_at  putative protein apospory-associated --- AT5G14500 -1.39 -0.47 -3.34 0.01314 0.049118 -3.60
245076_at unknown protein GH3.3 AT2G23170 4.96 2.31 3.34 0.01315 0.04915 -3.60
253919_at putative protein  ; supported by full-len --- AT4G27350 -1.73 -0.79 -3.34 0.013166 0.049186 -3.60
267236_at GDP dissociation inhibitor identical to GATGDI1 AT2G44100 1.31 0.39 3.34 0.013167 0.049186 -3.60
259117_at  unknown protein similar to hypotheticaSNL1 AT3G01320 1.28 0.35 3.34 0.013166 0.049186 -3.60
250721_at putative protein contains similarity to R--- AT5G06210 1.28 0.35 3.34 0.013174 0.049206 -3.60
260399_at putative lipoxygenase similar to lipoxyg--- AT1G72520 4.69 2.23 3.34 0.013179 0.049216 -3.60
260051_at hypothetical protein --- AT1G78210 1.80 0.85 3.34 0.013184 0.04922 -3.60
244971_at ATP-dependent protease subunit --- --- -1.30 -0.38 -3.34 0.013183 0.04922 -3.60
259056_at hypothetical protein similar to Ku70-bin--- AT3G03420 1.39 0.47 3.34 0.013217 0.049328 -3.61
249138_at putative protein contains similarity to MWPP1 AT5G43070 1.29 0.37 3.34 0.01322 0.049328 -3.61
258100_at unknown protein --- AT3G23550 3.84 1.94 3.34 0.013219 0.049328 -3.61
262075_at hypothetical protein contains similarity ZCF61 AT1G59560 -1.51 -0.60 -3.34 0.013222 0.049328 -3.61
255012_at putative protein  ;supported by full-leng--- AT4G10030 -1.59 -0.67 -3.34 0.013231 0.049354 -3.61
255780_at hypothetical protein contains Pfam pro GAUT11 AT1G18580 -1.38 -0.46 -3.34 0.013234 0.049357 -3.61
264735_s_ hypothetical protein similar to hypothet --- AT1G62000 / -1.41 -0.50 -3.33 0.01328 0.04952 -3.61
261256_at  disease resistance protein RTM1 idenRTM1 AT1G05760 -1.41 -0.49 -3.33 0.013288 0.049544 -3.61
265470_at putative protein with C-terminal RING f--- AT2G37150 1.38 0.46 3.33 0.013307 0.049605 -3.61
245179_at  putative protein similarity to predicted --- AT5G12400 1.31 0.39 3.33 0.013321 0.049649 -3.62
255738_at hypothetical protein predicted by gene --- AT1G25570 -1.27 -0.35 -3.33 0.013351 0.049753 -3.62
255652_at putative protein MEE47 AT4G00950 -2.30 -1.20 -3.33 0.013361 0.049784 -3.62
263105_at putative N-acetylglucosaminyltransfera--- AT2G05320 1.26 0.33 3.33 0.013374 0.049821 -3.62



244969_at ribosomal protein S18 --- --- -1.81 -0.86 -3.33 0.013395 0.049892 -3.62
247792_at Expressed protein ; supported by full-le--- AT5G58787 1.57 0.65 3.32 0.013443 0.050062 -3.62
259051_at  unknown protein similar to CGI-86 pro--- AT3G03330 1.32 0.40 3.32 0.013456 0.050104 -3.63
263841_at putative xyloglucan endo-transglycosy --- AT2G36870 -6.29 -2.65 -3.32 0.013471 0.050152 -3.63
260675_at unknown protein ; supported by cDNA:--- AT1G19430 -1.39 -0.48 -3.32 0.013478 0.050167 -3.63
252250_at  putative protein predicted protein, Ara --- AT3G49790 1.52 0.61 3.32 0.013507 0.050267 -3.63
246650_at  putative protein p76, Homo sapiens, E--- AT5G35160 -1.32 -0.40 -3.32 0.013512 0.05028 -3.63
255861_at putative vacuolar sorting receptor --- AT2G30290 -1.25 -0.33 -3.32 0.013523 0.050313 -3.63
246793_at  putative protein seven transmembrane--- AT5G27210 1.29 0.37 3.32 0.013538 0.05036 -3.63
260201_at F12A21.27 hypothetical protein;suppor--- AT1G67600 1.74 0.80 3.32 0.013549 0.050392 -3.63
246039_at  putative protein serine-arginine-rich sp--- AT5G19480 1.28 0.35 3.32 0.013564 0.050441 -3.63
257149_at  prohibitin, putative similar to prohibitin ATPHB4 AT3G27280 1.74 0.80 3.32 0.013568 0.050447 -3.63
248954_at unknown protein  ; supported by cDNA--- AT5G45420 1.26 0.33 3.32 0.013582 0.050489 -3.64
253170_at  putative protein various predicted prot --- AT4G35130 1.25 0.32 3.32 0.013592 0.050509 -3.64
258364_at unknown protein GLIP4 AT3G14225 1.71 0.77 3.32 0.013592 0.050509 -3.64
256822_at unknown protein contains PF00612 IQ IQD5 AT3G22190 -1.35 -0.43 -3.32 0.013604 0.050546 -3.64
264752_at  unknown protein similar to Bacillus sp LPR1 AT1G23010 1.25 0.32 3.32 0.013607 0.05055 -3.64
265702_at putative purple acid phosphatase contaPAP9 AT2G03450 1.34 0.42 3.31 0.013621 0.050595 -3.64
257764_at  disease resistance protein, putative si AtRLP36 AT3G23010 1.61 0.69 3.31 0.013641 0.05066 -3.64
259672_at  DNA-directed RNA polymerase identic--- AT1G68990 1.95 0.96 3.31 0.013646 0.050661 -3.64
262514_at  NAM(no apical meristem) protein, putaanac017 AT1G34190 1.25 0.32 3.31 0.013644 0.050661 -3.64
251961_at  inorganic pyrophosphatase -like prote AtPPa4 AT3G53620 -1.65 -0.72 -3.31 0.01366 0.05068 -3.64
251987_at CYTOCHROME P450 71B5  ; supporteCYP71B5 AT3G53280 1.36 0.44 3.31 0.013657 0.05068 -3.64
264146_at hypothetical protein contains similarity CER1 AT1G02205 -12.00 -3.58 -3.31 0.013654 0.05068 -3.64
247260_at putative protein contains similarity to u --- AT5G64500 -1.45 -0.54 -3.31 0.01366 0.05068 -3.64
253178_at  putative protein predicted protein, Ara --- AT4G35170 1.36 0.45 3.31 0.013677 0.050735 -3.64
257420_at hypothetical protein predicted by gene --- AT1G77250 -1.37 -0.45 -3.31 0.013683 0.050751 -3.64
253654_at putative protein several hypothetical pr--- AT4G30060 1.78 0.83 3.31 0.013703 0.050814 -3.65
254575_at  putative protein various predicted prot --- AT4G19460 1.95 0.96 3.31 0.013707 0.050823 -3.65
261512_at  actin capping protein beta-2, putative --- AT1G71790 -1.52 -0.60 -3.31 0.013722 0.05087 -3.65
246742_at TOPP8 serine/threonine protein phospTOPP8 AT5G27840 1.23 0.29 3.31 0.013739 0.050926 -3.65
263373_at Expressed protein ; supported by full-le--- AT2G20515 -1.56 -0.64 -3.31 0.013744 0.050935 -3.65
251667_at  putative protein DYSKERIN (NUCLEONAP57 AT3G57150 1.85 0.89 3.31 0.013748 0.050942 -3.65
250557_at  putative protein ankyrin, Rattus norvegCPuORF16 AT5G07840 / -1.27 -0.34 -3.31 0.013754 0.050956 -3.65
249253_at putative protein similar to unknown pro--- AT5G42060 1.34 0.43 3.31 0.013762 0.050976 -3.65



248615_at putative protein contains similarity to p AtPNG1 AT5G49570 1.54 0.62 3.31 0.013769 0.050993 -3.65
259902_at  disease resistance protein, putative si AtRLP13 AT1G74170 1.80 0.85 3.31 0.013778 0.051017 -3.65
259395_at  GTP-binding protein(RAB11D), putativARA-2 AT1G06400 -1.29 -0.36 -3.31 0.013788 0.051049 -3.65
267623_at unknown protein --- AT2G39650 3.00 1.58 3.30 0.013839 0.051227 -3.66
261062_at  transcription factor scarecrow-like 14, SCL14 AT1G07530 1.29 0.37 3.30 0.013849 0.051256 -3.66
245296_at isp4 like protein ; supported by cDNA: ATOPT3 AT4G16370 -1.61 -0.68 -3.30 0.013873 0.051329 -3.66
255142_at stromal ascorbate peroxidase  ; suppo SAPX AT4G08390 2.76 1.46 3.30 0.013873 0.051329 -3.66
262457_at hypothetical protein similar to hypothet --- AT1G11200 1.59 0.67 3.30 0.013884 0.051362 -3.66
254796_at  putative protein protein kinase homolo--- AT4G13000 1.36 0.44 3.30 0.0139 0.051412 -3.66
267194_s_ putative ARP2/3 protein complex subu ARPC1A AT2G30910 / -1.31 -0.39 -3.30 0.01391 0.051442 -3.66
254521_at putative protein similar to unknown pro--- AT5G44820 1.31 0.39 3.30 0.013917 0.051449 -3.66
250586_at putative protein similar to unknown pro--- AT5G07630 -1.37 -0.46 -3.30 0.013914 0.051449 -3.66
259685_at unknown protein AtPP2-A11 AT1G63090 -1.57 -0.65 -3.30 0.013924 0.051461 -3.66
250002_at  proline-richh protein predicted protein AGP25 AT5G18690 -2.22 -1.15 -3.30 0.013922 0.051461 -3.66
252938_at hypothetical protein --- AT4G39190 2.23 1.16 3.30 0.013942 0.051511 -3.66
261552_at  receptor protein kinase, putative conta--- AT1G63430 -1.33 -0.42 -3.30 0.013941 0.051511 -3.66
258095_at dual-specificity protein phosphatase id --- AT3G23610 -1.36 -0.44 -3.30 0.013949 0.051525 -3.66
253280_at  poly(A)-binding protein non-consensusPAB2 AT4G34110 1.26 0.33 3.30 0.013955 0.051537 -3.66
254495_at hypothetical protein EMB1895 AT4G20060 1.49 0.58 3.30 0.013959 0.051537 -3.67
259595_at  CONSTANS family zinc finger protein --- AT1G28050 1.49 0.58 3.30 0.013959 0.051537 -3.67
262277_at  transmembrane protein, putative simil --- AT1G68650 1.80 0.85 3.30 0.013972 0.05157 -3.67
255710_at predicted protein of unknown function  --- AT4G00030 / -1.59 -0.67 -3.30 0.013971 0.05157 -3.67
259770_s_  phosphoribosylanthranilate isomerasePAI3 AT1G07780 / -1.52 -0.60 -3.29 0.013989 0.051626 -3.67
259756_at unknown protein  ; supported by cDNA--- AT1G71080 -1.27 -0.35 -3.29 0.013998 0.05165 -3.67
257600_at hypothetical protein predicted by genscCLE41 AT3G24770 1.38 0.47 3.29 0.014042 0.051802 -3.67
249198_s_ putative protein similar to unknown pro--- AT5G42350 / -1.30 -0.38 -3.29 0.014068 0.05189 -3.67
266530_at bHLH transcription factor AMS AT2G16910 1.23 0.29 3.29 0.01407 0.05189 -3.67
264351_at unknown protein Contains similarity to --- AT1G03370 1.32 0.40 3.29 0.014123 0.052077 -3.68
258857_at putative serine carboxypeptidase II simscpl25 AT3G02110 -2.47 -1.30 -3.29 0.014146 0.052153 -3.68
258314_at putative RAS-related GTP-binding protATRABG3C AT3G16100 -1.33 -0.41 -3.29 0.014153 0.052171 -3.68
254327_at  RCc3- like protein RCc3 protein, Oryz --- AT4G22490 -1.80 -0.85 -3.29 0.014163 0.052192 -3.68
246053_at  putative protein farnesyl cysteine carb--- AT5G08340 -1.41 -0.49 -3.29 0.014162 0.052192 -3.68
262784_at  unknown protein strong similarity to gbSEX1 AT1G10760 -1.51 -0.60 -3.28 0.014169 0.052205 -3.68
254971_at  major intrinsic protein (MIP) - like noduNIP5;1 AT4G10380 1.52 0.60 3.28 0.014172 0.052208 -3.68
262324_at hypothetical protein similar to hypothetATCHX16 AT1G64170 3.82 1.93 3.28 0.014181 0.052232 -3.68



248529_at protein kinase ;supported by full-length--- AT5G50000 -1.47 -0.56 -3.28 0.014185 0.052239 -3.68
255134_at putative protein --- AT4G08330 -1.33 -0.41 -3.28 0.01419 0.052247 -3.68
267347_at hypothetical protein predicted by genef--- AT2G39950 1.27 0.35 3.28 0.014214 0.052325 -3.68
253111_at  putative protein glutamic acid-rich prot--- AT4G35940 1.45 0.53 3.28 0.014216 0.052325 -3.68
250922_at Expressed protein ; supported by full-le--- AT5G03345 -1.30 -0.38 -3.28 0.01422 0.052332 -3.68
247833_at putative protein --- AT5G58575 1.25 0.32 3.28 0.014239 0.052396 -3.69
263430_at unknown protein  ;supported by full-len--- AT2G22270 -1.36 -0.44 -3.28 0.014248 0.05242 -3.69
250971_at  putative protein ABI3-interacting protePRR7 AT5G02810 -1.32 -0.40 -3.28 0.014264 0.05247 -3.69
258700_at putative SF16 protein similar to SF16 pIQD1 AT3G09710 -1.29 -0.37 -3.28 0.014273 0.052476 -3.69
257677_at unknown protein contains Pfam profile ATEHD1 AT3G20290 1.33 0.41 3.28 0.014271 0.052476 -3.69
257205_at  putative glucosyltransferase similar to UGT88A1 AT3G16520 -1.29 -0.36 -3.28 0.01427 0.052476 -3.69
257578_x_ unknown protein similar to hypothetica --- AT3G30160 1.25 0.33 3.28 0.014288 0.052514 -3.69
266789_at unknown protein  ; supported by full-le --- AT2G29020 -1.28 -0.35 -3.28 0.014288 0.052514 -3.69
255406_at  hypothetical protein similar to hypothe--- AT4G03450 2.07 1.05 3.28 0.014296 0.052537 -3.69
253698_at  nucleotide pyrophosphatase - like prot--- AT4G29680 1.28 0.36 3.28 0.014302 0.052548 -3.69
250196_at polynucleotide phosphorylase --- AT5G14580 1.38 0.46 3.28 0.014318 0.052601 -3.69
257332_at hypothetical protein --- --- 1.42 0.50 3.28 0.014325 0.052616 -3.69
248901_at putative protein contains similarity to (p--- AT5G46410 1.37 0.45 3.28 0.014331 0.052625 -3.69
255431_at putative C-type U1 snRNP similar to U --- AT4G03120 -1.23 -0.29 -3.28 0.014332 0.052625 -3.69
256769_at  protein kinase, putative similar to prote--- AT3G13690 -1.62 -0.70 -3.28 0.014336 0.052633 -3.69
262921_at  transfactor, putative similar to transfacAPL AT1G79430 1.30 0.37 3.28 0.014342 0.052647 -3.69
263406_at  subtilisin-like serine protease AIR3 almAIR3 AT2G04160 2.07 1.05 3.27 0.014362 0.052695 -3.70
249404_at ankyrin repeat protein EMB506  ; suppEMB506 AT5G40160 -1.42 -0.51 -3.27 0.014362 0.052695 -3.70
261955_at  proteasome regulatory subunit, putativRPN12a AT1G64520 -1.25 -0.32 -3.27 0.014361 0.052695 -3.70
251643_at  guanylate kinase-like protein guanylat AGK2 AT3G57550 1.88 0.91 3.27 0.014373 0.052726 -3.70
261141_at unknown protein contains Pfam profile --- AT1G19740 -1.34 -0.42 -3.27 0.014412 0.052859 -3.70
249251_at putative protein similar to unknown pro--- AT5G42000 -1.40 -0.48 -3.27 0.014438 0.052946 -3.70
247048_at photoreceptor-interacting protein-like  ;--- AT5G66560 -1.74 -0.80 -3.27 0.014458 0.053012 -3.70
253198_at putative protein various predicted prote--- AT4G35360 -1.31 -0.38 -3.27 0.014483 0.053092 -3.70
248619_at amino acid permease 6 (emb CAA650 AAP6 AT5G49630 -1.43 -0.52 -3.27 0.014485 0.053092 -3.70
259546_at unknown protein --- AT1G35350 -1.93 -0.95 -3.27 0.014488 0.053096 -3.70
261416_at  ribosomal protein S15 identical to GB:RPS15A AT1G07770 -1.69 -0.76 -3.27 0.014508 0.053161 -3.71
252654_at similar to glycyl tRNA synthetase --- AT3G44740 -1.25 -0.32 -3.27 0.014511 0.053164 -3.71
254509_at  terpene cyclase like protein 5-epi-arist--- AT4G20200 -1.27 -0.34 -3.27 0.014518 0.05318 -3.71
254282_at hypothetical protein --- AT4G22860 -1.27 -0.35 -3.27 0.014528 0.053208 -3.71



265417_at unknown protein --- AT2G20920 1.57 0.65 3.27 0.014536 0.053231 -3.71
249867_at 2-isopropylmalate synthase-like proteinIMS2 AT5G23020 -3.62 -1.86 -3.27 0.014551 0.053274 -3.71
260958_at unknown protein identical to unknown --- AT1G06060 -1.34 -0.42 -3.26 0.014562 0.053308 -3.71
245686_at Expressed protein ; supported by cDNAJ2 AT5G22060 1.71 0.78 3.26 0.014569 0.053324 -3.71
252141_at putative protein --- AT3G51100 1.24 0.31 3.26 0.014572 0.053327 -3.71
267423_at putative potassium transporter KUP11 AT2G35060 1.60 0.67 3.26 0.0146 0.05342 -3.71
254490_at  CTP synthase like protein CTP syntha--- AT4G20320 1.52 0.60 3.26 0.014607 0.053439 -3.71
258433_at translationally controlled tumor protein-TCTP AT3G16640 1.36 0.44 3.26 0.014615 0.053458 -3.71
267135_at cyclin-dependent kinase inhibitor prote ICK1 AT2G23430 1.66 0.73 3.26 0.01462 0.053467 -3.71
248474_at  pyruvate dehydrogenase E1 componeMAB1 AT5G50850 1.37 0.45 3.26 0.014628 0.053488 -3.72
251541_at  citrate synthase -like protein citrate sy CSY2 AT3G58750 1.43 0.52 3.26 0.014637 0.053513 -3.72
267113_at hypothetical protein predicted by gensc--- AT2G14850 1.25 0.32 3.26 0.014645 0.053533 -3.72
264450_s_ unknown protein similar to hypothetica SNL6 AT1G10250 / 1.52 0.61 3.26 0.01465 0.053543 -3.72
259912_at hypothetical protein iqd8 AT1G72670 -1.37 -0.45 -3.26 0.014656 0.053559 -3.72
251862_at  putative protein arm repeat containingPUB14 AT3G54850 1.27 0.35 3.26 0.014676 0.053622 -3.72
256245_at heat shock protein 70 identical to heat HSP70 AT3G12580 3.00 1.59 3.26 0.014686 0.053648 -3.72
253991_at  putative nucleic acid binding protein s PEP AT4G26000 -1.29 -0.37 -3.26 0.014701 0.053694 -3.72
245637_at hypothetical protein similar to putative --- AT1G25230 -2.16 -1.11 -3.26 0.014711 0.053724 -3.72
260123_at  AIG1-like protein similar to AIG1 prote--- AT1G33890 -1.28 -0.36 -3.26 0.014716 0.053732 -3.72
261007_at hypothetical protein similar to reticuline--- AT1G26400 1.22 0.28 3.26 0.014742 0.053819 -3.72
249719_at Expressed protein ; supported by full-le--- AT5G35735 2.16 1.11 3.25 0.014771 0.053918 -3.73
263600_at hypothetical protein predicted by genscDRD1 AT2G16390 -1.33 -0.41 -3.25 0.014777 0.053929 -3.73
264356_at putative DNA repair protein Strong simUVH6 AT1G03190 1.29 0.36 3.25 0.014783 0.053945 -3.73
260125_at putative heat shock protein similar to G--- AT1G36390 -1.44 -0.53 -3.25 0.014793 0.05397 -3.73
266746_s_ putative glutathione S-transferase  ;supATGSTF3 AT2G02930 / 3.10 1.63 3.25 0.014805 0.054007 -3.73
247282_at putative protein strong similarity to unkAtMC3 AT5G64240 -1.33 -0.41 -3.25 0.014809 0.054012 -3.73
248148_at putative protein similar to unknown pro--- AT5G54930 1.52 0.60 3.25 0.014817 0.054034 -3.73
264986_at  glutathione transferase, putative similaATGSTU13 AT1G27130 2.80 1.49 3.25 0.014836 0.054093 -3.73
258392_at  anther development protein, ATA20 idATA20 AT3G15400 -1.40 -0.49 -3.25 0.014859 0.05417 -3.73
259146_at putative glycerol-3-phosphate dehydro SDP6 AT3G10370 1.41 0.49 3.25 0.014911 0.054346 -3.74
247105_at putative protein similar to unknown proDAR5 AT5G66630 1.42 0.51 3.25 0.014913 0.054346 -3.74
250816_at coatomer delta subunit (delta-coat prot--- AT5G05010 -1.40 -0.49 -3.25 0.014924 0.05438 -3.74
259082_at unknown protein similar to hypothetica --- AT3G04820 1.55 0.63 3.25 0.014943 0.054422 -3.74
258932_at hypothetical protein predicted by genscPAP16 AT3G10150 1.27 0.35 3.25 0.014943 0.054422 -3.74
252045_at  putative protein arm repeat containingPUB22 AT3G52450 4.61 2.20 3.25 0.014942 0.054422 -3.74



248646_at unknown protein  ;supported by full-len--- AT5G49100 -1.70 -0.76 -3.24 0.014964 0.054491 -3.74
252408_at putative transcription factor MYB94  ; sATMYB94 AT3G47600 -1.24 -0.31 -3.24 0.014987 0.054562 -3.74
254086_at  putative proteasome regulatory subun--- AT4G24820 1.23 0.30 3.24 0.014988 0.054562 -3.74
260257_at putative dolichyl-phosphate mannosylt --- AT1G74340 -1.27 -0.34 -3.24 0.014999 0.054582 -3.74
245875_at hypothetical protein predicted by gene --- AT1G26240 1.37 0.45 3.24 0.015001 0.054582 -3.74
262855_at putative inorganic phosphate transport --- AT1G20860 1.43 0.52 3.24 0.014998 0.054582 -3.74
251666_at CYSTATHIONINE BETA-LYASE PRECCBL AT3G57050 -1.40 -0.49 -3.24 0.015014 0.05462 -3.74
260418_s_ hypothetical protein predicted by genefCOX19-1 AT1G66590 / 1.86 0.90 3.24 0.015026 0.054656 -3.74
267310_at unknown protein AIR9 AT2G34680 -2.02 -1.02 -3.24 0.015035 0.05467 -3.74
254243_at  serine/threonine kinase - like protein sCRK13 AT4G23210 3.31 1.73 3.24 0.015035 0.05467 -3.74
245041_at  AR781, similar to yeast pheromone reAR781 AT2G26530 3.43 1.78 3.24 0.01504 0.054682 -3.74
256982_at unknown protein ECT2 AT3G13460 1.29 0.37 3.24 0.01505 0.054701 -3.75
245458_at kinase like protein --- AT4G16970 -1.30 -0.37 -3.24 0.015051 0.054701 -3.75
249195_s_ disease resistance response protein-lik--- AT5G42500 / 1.49 0.57 3.24 0.015063 0.054738 -3.75
251557_at v-ATPase subunit D (vATPD)  ; suppor--- AT3G58730 -1.29 -0.37 -3.24 0.015094 0.054841 -3.75
252128_at  transcription factor-like protein ArabidoMNP AT3G50870 -1.26 -0.34 -3.24 0.015107 0.05487 -3.75
255512_at Expressed protein ; supported by cDNASYP42 AT4G02195 -1.40 -0.48 -3.24 0.015106 0.05487 -3.75
262888_at  RNA-directed RNA polymerase, putat RDR1 AT1G14790 1.88 0.91 3.24 0.015114 0.054887 -3.75
255803_at  putative protein vesicle-associated me--- AT4G10170 -1.27 -0.34 -3.24 0.015127 0.054926 -3.75
257937_at hypothetical protein predicted by gensc--- AT3G19810 -1.24 -0.31 -3.24 0.015141 0.054967 -3.75
264057_at putative AP2 domain transcription factoRAP2.7 AT2G28550 -1.51 -0.59 -3.24 0.015145 0.054973 -3.75
265377_at  putative beta-1,3-glucanase  --- AT2G05790 -3.67 -1.87 -3.24 0.015156 0.055004 -3.75
252423_at  putative protein putative hydrolyse - A --- AT3G47590 -1.27 -0.35 -3.23 0.01518 0.055083 -3.75
247659_at  DNA-directed RNA polymerase - like pNRPC1 AT5G60040 1.87 0.90 3.23 0.015184 0.055089 -3.75
252268_at kinesin-like protein several kinesin-like --- AT3G49650 -1.43 -0.51 -3.23 0.015187 0.055091 -3.76
265019_at putative myosin heavy chain similar to --- AT1G24560 1.24 0.31 3.23 0.015196 0.055116 -3.76
249640_at  cationic amino acid transporter -like prCAT3 AT5G36940 -1.51 -0.60 -3.23 0.015199 0.055116 -3.76
256266_at unknown protein ; supported by cDNA:--- AT3G12320 -1.67 -0.74 -3.23 0.015202 0.055118 -3.76
253843_at  putative protein MLL protein, Gallus gaSDG16 AT4G27910 -1.24 -0.31 -3.23 0.015214 0.055144 -3.76
256414_at putative nucleic acid binding protein simAL2 AT3G11200 1.29 0.36 3.23 0.015212 0.055144 -3.76
251301_at cytochrome p450 (CYP78A9)  ;supportCYP78A9 AT3G61880 1.34 0.43 3.23 0.015217 0.055149 -3.76
255485_at  predicted protein of unknown function --- AT4G02550 1.28 0.36 3.23 0.015228 0.055178 -3.76
261824_at  DAG protein, putative similar to DAG p--- AT1G11430 -1.25 -0.32 -3.23 0.015239 0.055212 -3.76
245894_at putative protein  ; supported by full-len --- AT5G09310 -1.26 -0.33 -3.23 0.015267 0.055302 -3.76
260764_at unknown protein --- AT1G48950 -1.37 -0.46 -3.23 0.015274 0.055321 -3.76



253388_at putative protein  ; supported by cDNA: --- AT4G32910 1.47 0.55 3.23 0.015279 0.055328 -3.76
265400_at unknown protein  ;supported by full-len--- AT2G10940 -38.13 -5.25 -3.23 0.015291 0.055363 -3.76
262571_at hypothetical protein predicted by gensc--- AT1G15430 1.84 0.88 3.23 0.015295 0.055368 -3.76
266720_s_ hypothetical protein predicted by genefAPRR9 AT2G46670 / -1.66 -0.73 -3.23 0.015309 0.055411 -3.76
262485_at kinesin-like protein Similar to gb|U0669--- AT1G21730 -1.25 -0.32 -3.23 0.015318 0.055436 -3.76
260449_at unknown protein --- AT1G72390 1.23 0.30 3.23 0.015328 0.055461 -3.76
252083_at  putative protein hypothetical protein M--- AT3G51960 1.87 0.90 3.23 0.015331 0.055463 -3.77
264227_at hypothetical protein contains similarity ATREV3 AT1G67500 -1.29 -0.37 -3.23 0.015333 0.055463 -3.77
247629_at putative protein SIZ1 AT5G60410 1.34 0.42 3.22 0.015377 0.055611 -3.77
244973_at PSII T protein --- --- -1.82 -0.86 -3.22 0.015405 0.055707 -3.77
255614_at putative myb-related DNA-binding prot --- AT4G01280 1.27 0.34 3.22 0.015421 0.055753 -3.77
249023_at putative protein strong similarity to unk--- AT5G44850 -1.75 -0.81 -3.22 0.015432 0.055787 -3.77
246937_at  phospholipase D1-like protein phosph PLDALPHA3AT5G25370 -1.27 -0.35 -3.22 0.015437 0.055796 -3.77
256000_at  glycyl tRNA synthetase, putative simila--- AT1G29880 -1.33 -0.41 -3.22 0.015463 0.05588 -3.77
258078_at unknown protein  ;supported by full-len--- AT3G25870 1.72 0.78 3.22 0.015475 0.055912 -3.78
259822_at  myb-related transcription factor, putatiMYB20 AT1G66230 -1.65 -0.72 -3.22 0.015485 0.055943 -3.78
251640_at putative protein  ;supported by full-leng--- AT3G57450 2.67 1.42 3.22 0.015489 0.055948 -3.78
256661_at hypothetical protein similar to putative --- AT3G11964 1.27 0.35 3.22 0.015509 0.056011 -3.78
257324_at hypothetical protein --- --- 2.06 1.04 3.22 0.015519 0.056038 -3.78
251714_at  putative protein leucine-rich receptor-l --- AT3G56370 -1.84 -0.88 -3.22 0.015526 0.056052 -3.78
255643_at hypothetical protein --- AT4G00840 -1.27 -0.35 -3.22 0.015572 0.056209 -3.78
263882_at putative ribonucleoside-diphosphate reRNR1 AT2G21790 -1.84 -0.88 -3.21 0.015575 0.056214 -3.78
249600_s_  oxidoreductase-like protein zeta-crysta--- AT5G37940 / 1.22 0.29 3.21 0.015608 0.056321 -3.78
245993_at  putative protein predicted proteins, Ara--- AT5G20700 1.52 0.60 3.21 0.015618 0.05635 -3.78
265996_at putative leucine aminopeptidase identi --- AT2G24200 1.76 0.81 3.21 0.015622 0.056357 -3.79
264211_at putative gigantea protein strong similarGI AT1G22770 1.24 0.31 3.21 0.015627 0.056364 -3.79
262298_at unknown protein Similar to gb|AF1518 --- AT1G27530 1.24 0.31 3.21 0.015634 0.056379 -3.79
264442_at hypothetical protein similar to lecithin:c--- AT1G27480 -1.51 -0.59 -3.21 0.015636 0.056379 -3.79
254081_at  putative protein various predicted prot --- AT4G25660 -1.36 -0.44 -3.21 0.015642 0.056385 -3.79
266814_at homeodomain transcription factor (ATHATHB4 AT2G44910 -1.22 -0.28 -3.21 0.015641 0.056385 -3.79
251719_at  putative protein PUTATIVE PROTEIN --- AT3G56140 1.36 0.44 3.21 0.015653 0.056405 -3.79
263015_at hypothetical protein similar to hypothet --- AT1G23440 1.33 0.41 3.21 0.015652 0.056405 -3.79
247323_at putative protein similar to unknown pro--- AT5G64170 1.45 0.54 3.21 0.015674 0.056473 -3.79
253247_at  Homeodomain - like protein similaritry BLH6 AT4G34610 -1.57 -0.65 -3.21 0.015678 0.056477 -3.79
255736_at unknown protein contains similarity to --- AT1G25380 1.30 0.38 3.21 0.015684 0.05649 -3.79



264025_at AUX1-like amino acid permease  ; sup --- AT2G21050 -2.41 -1.27 -3.21 0.015693 0.056515 -3.79
261655_at hypothetical protein predicted by gene --- AT1G01940 1.44 0.52 3.21 0.01571 0.056567 -3.79
252570_at isovaleryl-CoA-dehydrogenase precursIVD AT3G45300 1.75 0.81 3.21 0.01572 0.056591 -3.79
248009_at transcription factor-like; similar to CH6 CSN6A AT5G56280 -1.29 -0.37 -3.21 0.015753 0.056694 -3.79
250419_at  RPP1 disease resistance protein - like--- AT5G11250 1.43 0.52 3.21 0.015752 0.056694 -3.79
248679_at unknown protein  ;supported by full-len--- AT5G48830 -1.48 -0.56 -3.21 0.015756 0.056696 -3.79
263104_at unknown protein --- AT2G05120 1.33 0.41 3.20 0.015785 0.056792 -3.80
260143_at sucrose transport protein SUC1 identicSUC1 AT1G71880 1.85 0.89 3.20 0.015799 0.056832 -3.80
250039_at  disease resistance protein -like diseas--- AT5G18370 1.36 0.44 3.20 0.015803 0.056836 -3.80
245817_at hypothetical protein similar to unknown--- AT1G26160 -1.24 -0.31 -3.20 0.015805 0.056836 -3.80
255851_at hypothetical protein predicted by gene --- AT1G67040 -1.36 -0.45 -3.20 0.015836 0.056939 -3.80
245900_at  putative protein predicted proteins, Ara--- AT5G11040 -1.34 -0.43 -3.20 0.01584 0.056942 -3.80
262523_at  ubiquitin-specific protease 15 (UBP15 UBP15 AT1G17110 -1.23 -0.30 -3.20 0.015852 0.056978 -3.80
246493_at putative protein hypothetical proteins - CRS1 AT5G16180 -1.34 -0.42 -3.20 0.015857 0.056987 -3.80
266921_at putative cytochrome P450 CYP86A8 AT2G45970 -2.04 -1.03 -3.20 0.015884 0.057076 -3.80
251740_at peptidylprolyl isomerase ROC2 AT3G56070 1.68 0.75 3.20 0.015896 0.05709 -3.80
267579_at metallothionein-like protein --- AT2G42000 -1.23 -0.30 -3.20 0.015894 0.05709 -3.80
247216_at 4-alpha-glucanotransferase  ; supporteDPE1 AT5G64860 -1.42 -0.50 -3.20 0.015894 0.05709 -3.80
255442_at  predicted NADH dehydrogenase 24 kD--- AT4G02580 -1.26 -0.33 -3.20 0.015906 0.05711 -3.80
248115_at putative protein strong similarity to unk--- AT5G54870 1.59 0.66 3.20 0.015905 0.05711 -3.80
254125_at  putative alliin lyase alliin lyase (EC 4.4TAR2 AT4G24670 -1.70 -0.77 -3.20 0.015913 0.057127 -3.80
249259_at putative protein similar to unknown pro--- AT5G41660 2.59 1.37 3.20 0.015923 0.057152 -3.81
267353_at En/Spm-like transposon protein related--- AT2G40070 -1.38 -0.47 -3.20 0.015926 0.057154 -3.81
264807_at putative presenilin similar to presenilin --- AT1G08700 1.41 0.49 3.20 0.015939 0.057191 -3.81
248313_at putative protein contains similarity to G--- AT5G52580 -1.23 -0.30 -3.20 0.015955 0.057242 -3.81
265712_s_ unknown protein --- AT2G03330 / 1.29 0.37 3.20 0.015967 0.057273 -3.81
260152_at putative IAA6 protein similar to IAA6 prIAA6 AT1G52830 -1.79 -0.84 -3.20 0.015972 0.057284 -3.81
261756_at Expressed protein ; supported by full-le--- AT1G08315 1.73 0.79 3.20 0.015979 0.0573 -3.81
246465_at  quinone oxidoreductase - like protein --- AT5G17000 1.55 0.63 3.20 0.015997 0.057355 -3.81
256279_at  protein phosphatase 2C, putative cont--- AT3G12620 -1.21 -0.28 -3.19 0.016015 0.057395 -3.81
253027_at  putative protein leaf protein (PnC401) --- AT4G38150 1.52 0.61 3.19 0.016018 0.057395 -3.81
252954_at  putative thaumatin-like protein thauma--- AT4G38660 -2.47 -1.30 -3.19 0.016013 0.057395 -3.81
262719_at hypothetical protein predicted by gensc--- --- 1.30 0.38 3.19 0.016016 0.057395 -3.81
253539_at  putative protein RING-finger protein - --- AT4G31450 1.32 0.40 3.19 0.016025 0.057411 -3.81
254641_at  ras-like GTP-binding protein strong hoATRABA1D AT4G18800 1.49 0.58 3.19 0.016029 0.057415 -3.81



250633_at  peptide methionine sulfoxide reductasPMSR2 AT5G07460 2.26 1.18 3.19 0.016042 0.057451 -3.81
261891_at  transcriptional regulator, putative simil --- AT1G80790 1.23 0.30 3.19 0.01606 0.057474 -3.81
260915_at hypothetical protein similar to hypothet --- AT1G02660 -1.83 -0.87 -3.19 0.016059 0.057474 -3.81
257625_at  cytochrome P450, putative contains PCYP71B24 AT3G26230 3.50 1.81 3.19 0.016057 0.057474 -3.81
263179_at unknown protein similar to unknown pr --- AT1G05710 1.62 0.70 3.19 0.016054 0.057474 -3.81
256254_at hypothetical protein predicted by gensc--- AT3G11290 -1.38 -0.47 -3.19 0.01606 0.057474 -3.81
258149_at hypothetical protein contains Pfam pro EMB1270 AT3G18110 -1.36 -0.45 -3.19 0.016076 0.05751 -3.82
257053_at ethylene responsive element binding faERF4 AT3G15210 2.37 1.24 3.19 0.016075 0.05751 -3.82
245114_at transcription factor IIB (TFIIB) identicalTFIIB AT2G41630 -1.55 -0.63 -3.19 0.016082 0.057523 -3.82
247568_at  putative protein predicted proteins, Ara--- AT5G61260 1.67 0.74 3.19 0.016085 0.057524 -3.82
263799_at unknown protein  ; supported by cDNA--- AT2G24550 -1.48 -0.56 -3.19 0.016096 0.057557 -3.82
266915_at hypothetical protein predicted by gensc--- AT2G45870 -1.26 -0.34 -3.19 0.016107 0.057586 -3.82
253552_at  ubiquitin-specific protease 24 (UBP24 UBP24 AT4G30890 1.27 0.34 3.19 0.016123 0.057627 -3.82
245292_at Expressed protein ; supported by cDNA--- AT4G15093 1.38 0.47 3.19 0.016124 0.057627 -3.82
255825_at Expressed protein ; supported by full-le--- AT2G40475 -1.49 -0.57 -3.19 0.016134 0.057639 -3.82
245356_at adenosylhomocysteinase ;supported bMEE58 AT4G13940 1.46 0.54 3.19 0.016131 0.057639 -3.82
251482_s_ receptor lectin kinase 3 --- AT3G59740 / 1.33 0.41 3.19 0.016133 0.057639 -3.82
259583_at hypothetical protein --- AT1G28070 -1.34 -0.42 -3.19 0.016138 0.057644 -3.82
266911_at putative protein kinase contains a prote--- AT2G45910 1.40 0.49 3.19 0.016141 0.057645 -3.82
258861_at putative helicase similar to C-terminal --- AT3G02060 1.43 0.51 3.19 0.01615 0.057667 -3.82
246194_at putative protein ;supported by full-leng ACD2 AT4G37000 -1.41 -0.49 -3.19 0.016161 0.057697 -3.82
259405_at Expressed protein ; supported by cDNA--- AT1G17744 1.46 0.55 3.19 0.016167 0.05771 -3.82
251886_at  putative protein various predicted prot --- AT3G54260 -1.53 -0.61 -3.19 0.016174 0.057726 -3.82
253294_at hypothetical protein --- AT4G33740 1.30 0.38 3.19 0.016187 0.057763 -3.82
265657_at unknown protein  ; supported by cDNA--- AT2G13840 -1.32 -0.40 -3.18 0.016223 0.057884 -3.83
259694_at  uridine diphosphate glucose epimerasUGE3 AT1G63180 2.08 1.06 3.18 0.016241 0.057937 -3.83
249060_at putative protein similar to unknown proVPS2.2 AT5G44560 -1.24 -0.31 -3.18 0.016253 0.057964 -3.83
252057_at putative protein  ;supported by full-leng--- AT3G52480 1.61 0.69 3.18 0.016251 0.057964 -3.83
260789_s_ acyl-CoA oxidase ACX3 identical to acACX3 AT1G06290 / 1.24 0.31 3.18 0.016257 0.05797 -3.83
258566_at putative glutamate receptor (GLR1) ideGLR1.1 AT3G04110 1.56 0.65 3.18 0.01627 0.058005 -3.83
249529_at  putative protein predicted proteins, Ara--- AT5G38730 1.46 0.55 3.18 0.016279 0.058018 -3.83
263941_at unknown protein --- --- -1.36 -0.44 -3.18 0.016276 0.058018 -3.83
265729_at putative glucan synthase ATGSL03 AT2G31960 1.39 0.48 3.18 0.016293 0.058056 -3.83
259071_at unknown protein similar to hin1 GB:CANHL2 AT3G11650 -1.54 -0.62 -3.18 0.016294 0.058056 -3.83
259885_at hypothetical protein contains Pfam pro --- AT1G76380 1.44 0.53 3.18 0.01632 0.058138 -3.83



249869_at acetyl-CoA synthetase-like protein AAE17 AT5G23050 1.46 0.55 3.18 0.016326 0.058147 -3.83
257321_at hypothetical protein --- --- 1.65 0.72 3.18 0.016328 0.058147 -3.83
265993_at putative disease resistance protein --- AT2G24160 3.68 1.88 3.18 0.016343 0.058191 -3.83
248227_at ABA-inducible protein-like  ;supported --- AT5G53820 1.29 0.37 3.18 0.016346 0.058196 -3.83
266889_at hypothetical protein predicted by gensc--- AT2G44640 -1.32 -0.40 -3.18 0.016375 0.05826 -3.84
255966_at  14-3-3 protein GF14epsilon (grf10) ideGRF10 AT1G22300 1.35 0.43 3.18 0.016374 0.05826 -3.84
253859_at Expressed protein ; supported by full-le--- AT4G27657 5.38 2.43 3.18 0.016372 0.05826 -3.84
253937_at  putative NPK1-related protein kinase NMAPKKK16 AT4G26890 -1.56 -0.64 -3.18 0.016371 0.05826 -3.84
267207_at putative dioxygenase --- AT2G30840 1.86 0.89 3.18 0.016389 0.058303 -3.84
248462_at nucleotide-binding protein  ; supported NBP35 AT5G50960 1.34 0.42 3.18 0.016395 0.058316 -3.84
253958_at  putative protein RING zinc finger prote--- AT4G26400 -1.31 -0.39 -3.18 0.016401 0.058317 -3.84
255401_at hypothetical protein  ;supported by full---- AT4G03600 -1.36 -0.45 -3.18 0.016399 0.058317 -3.84
251879_at  putative protein hin1 protein, Nicotiana--- AT3G54200 -1.66 -0.73 -3.18 0.016412 0.058346 -3.84
266313_at putative protein kinase contains a proteCIPK3 AT2G26980 -1.59 -0.67 -3.18 0.016429 0.058399 -3.84
254390_at  calcium-dependent protein kinase - likCPK15 AT4G21940 1.30 0.37 3.18 0.016438 0.058422 -3.84
249208_at allene oxide synthase (emb CAA73184AOS AT5G42650 -2.04 -1.03 -3.17 0.016468 0.058519 -3.84
267379_at unknown protein  ; supported by cDNA--- AT2G26340 -1.49 -0.58 -3.17 0.016478 0.058546 -3.84
266790_at expansin AtEx6 identical to GB U3048 ATEXPA6 AT2G28950 -3.28 -1.71 -3.17 0.016499 0.05861 -3.84
258693_at unknown protein --- AT3G08650 1.24 0.31 3.17 0.016508 0.058633 -3.84
265308_at putative protein kinase contains a proteALE2 AT2G20300 -1.22 -0.29 -3.17 0.016512 0.058639 -3.84
256715_at  hypothetical protein predicted by geneMEE18 AT2G34090 -1.47 -0.56 -3.17 0.016529 0.058692 -3.85
249901_at  histone deacetylase-like protein non-cHD2B AT5G22650 1.44 0.52 3.17 0.016556 0.058759 -3.85
262800_at  putative ATP-dependent RNA helicaseemb1507 AT1G20960 1.30 0.38 3.17 0.016553 0.058759 -3.85
247839_at  eukaryotic initiation factor 4, eIF4-like --- AT5G57870 1.47 0.56 3.17 0.016555 0.058759 -3.85
248081_at putative protein similar to unknown proEDM2 AT5G55390 1.24 0.31 3.17 0.016563 0.058775 -3.85
259913_at putative GTP-binding protein similar to --- AT1G72660 1.22 0.29 3.17 0.016573 0.0588 -3.85
259570_at hypothetical protein COR47 AT1G20440 -1.63 -0.71 -3.17 0.016584 0.058829 -3.85
245770_at hypothetical protein predicted by gene --- AT1G30240 1.54 0.62 3.17 0.016602 0.058876 -3.85
260011_at  hypothetical protein similar to hypothe--- AT1G68110 -1.36 -0.45 -3.17 0.0166 0.058876 -3.85
264175_at  unknown protein Similar to rice chalco--- AT1G02050 1.36 0.45 3.17 0.01661 0.058891 -3.85
248265_at putative protein contains similarity to z SDG29 AT5G53430 1.42 0.50 3.17 0.016611 0.058891 -3.85
245886_at  ribosomal protein S15-like ribosomal p--- AT5G09510 -1.23 -0.30 -3.17 0.01662 0.058913 -3.85
262249_at root hairless 1 (RHL1) similar to root haRHL1 AT1G48380 -1.31 -0.39 -3.17 0.016656 0.059029 -3.85
267616_at unknown protein  ;supported by full-len--- AT2G26680 -1.31 -0.39 -3.16 0.016667 0.059062 -3.85
257828_at unknown protein --- AT3G26670 1.57 0.65 3.16 0.016698 0.059163 -3.86



259873_s_ putative translation initiation factor IF-2--- AT1G76720 / -1.41 -0.49 -3.16 0.016714 0.059208 -3.86
255600_s_  putative protein predicted protein, Ara --- AT4G01020 / 1.24 0.31 3.16 0.016721 0.059226 -3.86
248582_at heat shock protein 70 (gb|AAF27639.1CPHSC70-2 AT5G49910 1.57 0.65 3.16 0.016728 0.059239 -3.86
262984_at hypothetical protein predicted by gene --- AT1G54460 1.60 0.68 3.16 0.016741 0.059277 -3.86
258143_at hypothetical protein --- AT3G18170 -1.49 -0.58 -3.16 0.016761 0.059337 -3.86
266323_at putative calcium-dependent protein kinCRK3 AT2G46700 -1.31 -0.39 -3.16 0.016797 0.059458 -3.86
261196_at unknown protein SCRM2 AT1G12860 -1.66 -0.73 -3.16 0.01681 0.059495 -3.86
266986_at putative dolichyl-phosphate beta-gluco--- AT2G39630 1.24 0.31 3.16 0.016839 0.059585 -3.86
245164_at mitochondrial chaperonin (HSP60) HSP60-2 AT2G33210 1.85 0.89 3.16 0.016859 0.059647 -3.87
265968_at putative protein translocase  ; supporteATTIM17-2 AT2G37410 1.48 0.57 3.16 0.01687 0.059679 -3.87
260400_at putative peptide transporter similar to p--- AT1G69860 -1.23 -0.30 -3.16 0.016883 0.059715 -3.87
255480_at Expressed protein ; supported by full-le--- AT4G02485 -1.25 -0.32 -3.15 0.016903 0.059777 -3.87
253909_at  putative protein LEDI-3 protein, Lithos--- AT4G27270 -1.35 -0.44 -3.15 0.016909 0.05978 -3.87
248451_at putative protein similar to unknown pro--- AT5G51180 -1.22 -0.29 -3.15 0.016907 0.05978 -3.87
265087_at hypothetical protein predicted by genef--- AT1G03760 1.57 0.65 3.15 0.016963 0.059942 -3.87
253300_at  carbonate dehydratase - like protein c BCA5 AT4G33580 -1.49 -0.57 -3.15 0.016963 0.059942 -3.87
249046_at berberine bridge enzyme --- AT5G44400 1.66 0.73 3.15 0.016962 0.059942 -3.87
245681_at  alkaline/neutral invertase, putative sim--- AT1G56560 1.24 0.31 3.15 0.016968 0.059951 -3.87
260697_at unknown protein --- AT1G32530 1.47 0.56 3.15 0.016973 0.059958 -3.87
266395_at  3-isopropylmalate dehydratase, small --- AT2G43100 -1.98 -0.98 -3.15 0.016977 0.059962 -3.87
255963_at unknown protein MBD8 AT1G22310 -1.29 -0.36 -3.15 0.016993 0.059984 -3.87
254533_at  putative protein ARI protein - Drosoph--- AT4G19670 1.45 0.54 3.15 0.016992 0.059984 -3.87
251369_at putative protein  ;supported by full-leng--- AT3G60480 -1.33 -0.41 -3.15 0.016988 0.059984 -3.87
266803_at putative protein kinase contains a proteAPK1B AT2G28930 -1.80 -0.85 -3.15 0.016987 0.059984 -3.87
251116_at  serin carboxypeptidase - like protein cscpl40 AT3G63470 1.36 0.44 3.15 0.017012 0.060041 -3.88
267391_at putative beta-glucosidase BGLU17 AT2G44480 1.46 0.54 3.15 0.017016 0.060047 -3.88
254253_at  serine/threonine kinase - like protein s--- AT4G23320 2.16 1.11 3.15 0.017021 0.060053 -3.88
253448_at  putative protein mRNA for KIAA0079 g--- AT4G32640 1.24 0.30 3.15 0.017053 0.060158 -3.88
245786_at  G-Box binding protein, putative similar--- AT1G32150 -1.22 -0.28 -3.15 0.017056 0.060158 -3.88
261991_at hypothetical protein predicted by gene --- AT1G33700 -1.38 -0.47 -3.15 0.017066 0.060185 -3.88
265412_at putative chloroplast outer membrane pTOC132 AT2G16640 1.23 0.29 3.15 0.017074 0.060204 -3.88
267099_at DNA-(apurinic or apyrimidinic site) lyasARP AT2G41460 1.50 0.58 3.15 0.01708 0.060208 -3.88
259342_at unknown protein  ;supported by full-len--- AT3G03890 1.42 0.51 3.15 0.01708 0.060208 -3.88
253582_at Expressed protein ;supported by cDNA--- AT4G30670 -1.45 -0.53 -3.15 0.0171 0.060268 -3.88
256222_at hypothetical protein predicted by gene --- AT1G56210 -1.48 -0.56 -3.14 0.017131 0.060369 -3.88



258910_at  putative RNA helicase similar to RNA --- AT3G06480 1.26 0.33 3.14 0.017135 0.060374 -3.88
247264_at putative protein contains similarity to NXND1 AT5G64530 1.82 0.87 3.14 0.017145 0.060399 -3.88
247931_at putative protein similar to unknown pro--- AT5G57040 -1.36 -0.45 -3.14 0.017154 0.060421 -3.88
256223_at unknown protein ;supported by full-lengemb1303 AT1G56200 1.33 0.41 3.14 0.017158 0.060422 -3.88
266588_at putative proline-rich protein  ; supporteAGP9 AT2G14890 -3.79 -1.92 -3.14 0.01716 0.060422 -3.89
260469_at BRCA1-associated RING domain proteAGD4 AT1G10870 -1.37 -0.45 -3.14 0.017163 0.060424 -3.89
258006_at  cysteine proteinase non-consensus AT--- AT3G19400 -1.41 -0.50 -3.14 0.01718 0.060474 -3.89
262422_at hypothetical protein similar to hypothet --- AT1G23440 1.35 0.43 3.14 0.017211 0.060574 -3.89
264787_at putative senescence-associated protei ERD7 AT2G17840 -1.56 -0.65 -3.14 0.01722 0.060596 -3.89
256534_at unknown protein --- AT1G33270 1.27 0.35 3.14 0.017248 0.060685 -3.89
262695_at  vacuolor sorting protein 35, putative s VPS35B AT1G75850 1.26 0.33 3.14 0.017265 0.060737 -3.89
251739_at  putative protein protein of unknown fu CAN AT3G56170 1.41 0.50 3.14 0.017282 0.060776 -3.89
266576_at hypothetical protein predicted by gensc--- AT2G23940 -1.28 -0.35 -3.14 0.017282 0.060776 -3.89
248628_at putative protein contains similarity to 5 --- AT5G48960 -1.30 -0.38 -3.14 0.017289 0.060792 -3.89
260484_at putative zinc finger protein similar to zi --- AT1G68360 1.31 0.39 3.14 0.017319 0.06089 -3.89
246603_at  copper amine oxidase, putative simila --- AT1G31690 -1.43 -0.52 -3.14 0.017335 0.060935 -3.90
261365_at  proton pump interactor, putative simila--- AT1G53110 1.95 0.96 3.14 0.017344 0.060958 -3.90
266763_at unknown protein SPL1 AT2G47070 -1.34 -0.42 -3.14 0.017355 0.060986 -3.90
267581_at putative RING zinc finger protein --- AT2G41980 -1.54 -0.62 -3.13 0.01737 0.061029 -3.90
265116_at unknown protein ; supported by full-len--- AT1G62480 3.28 1.72 3.13 0.017381 0.061058 -3.90
261720_at hypothetical protein similar to hypothetHDA08 AT1G08460 1.54 0.62 3.13 0.017409 0.061134 -3.90
248279_at putative protein similar to unknown proATIM AT5G52910 -1.75 -0.81 -3.13 0.01741 0.061134 -3.90
260726_at  signal recognition particle 19 kDa prot --- AT1G48160 -1.41 -0.49 -3.13 0.017406 0.061134 -3.90
267629_at putative DNA polymerase delta small sPOLD2 AT2G42120 -1.41 -0.50 -3.13 0.017423 0.06117 -3.90
AFFX-Atha Arabidopsis thaliana /REF=U37281.1 / --- --- -1.36 -0.44 -3.13 0.017433 0.061194 -3.90
267411_at putative disease resistance protein --- AT2G34930 -3.90 -1.96 -3.13 0.017439 0.061198 -3.90
255947_at hypothetical protein contains Pfam pro --- AT1G22040 1.28 0.35 3.13 0.017439 0.061198 -3.90
245089_at putative transketolase precursor  ; sup --- AT2G45290 3.24 1.70 3.13 0.017444 0.061204 -3.90
258531_at  importin alpha identical to GB:AAC276IMPA-1 AT3G06720 1.24 0.31 3.13 0.017475 0.061297 -3.90
246502_at  stearoyl-acyl carrier protein desaturas --- AT5G16240 -1.43 -0.51 -3.13 0.017475 0.061297 -3.90
260248_at heat shock protein 101 (HSP101) iden ATHSP101 AT1G74310 1.66 0.73 3.13 0.017497 0.061364 -3.91
249906_at unknown protein --- AT5G22730 -1.24 -0.31 -3.13 0.017513 0.06141 -3.91
256183_at MAP kinase kinase 4 (ATMKK4) identi MKK4 AT1G51660 1.94 0.96 3.13 0.01753 0.061459 -3.91
258559_at putative transcriptional regulator similaATCHR12 AT3G06010 1.36 0.45 3.13 0.017549 0.061512 -3.91
261792_at  cinnamoyl CoA reductase, puitative si CCR1 AT1G15950 1.34 0.42 3.13 0.01755 0.061512 -3.91



258369_at putative pectin methylesterase similar ATPME3 AT3G14310 -1.33 -0.41 -3.12 0.017603 0.061689 -3.91
256148_at hypothetical protein similar to putative --- AT1G55090 -1.22 -0.29 -3.12 0.01762 0.061736 -3.91
258460_at unknown protein ECT6 AT3G17330 -1.36 -0.45 -3.12 0.017631 0.061768 -3.91
258868_at putative exportin1 (XPO1) protein simi XPO1B AT3G03110 1.31 0.39 3.12 0.017641 0.061784 -3.91
259649_at  Serine/arginine-rich protein, putative sTAF7 AT1G55300 -1.27 -0.34 -3.12 0.017643 0.061784 -3.91
264498_at Expressed protein ; supported by full-leDIS2 AT1G30825 -1.33 -0.41 -3.12 0.017647 0.061784 -3.91
250670_at polygalacturonase inhibiting protein 1; PGIP1 AT5G06860 2.06 1.04 3.12 0.017646 0.061784 -3.91
251605_at receptor-like protein kinase several rec--- AT3G57830 -1.34 -0.42 -3.12 0.017655 0.061795 -3.92
258146_at  putative WD-repeat protein (WDR1-lik --- AT3G18060 -1.33 -0.41 -3.12 0.017654 0.061795 -3.92
255953_at transcription factor identical to transcripTGA3 AT1G22070 1.40 0.48 3.12 0.017663 0.061813 -3.92
265788_at putative auxin-induced protein IAA32 AT2G01200 -1.23 -0.30 -3.12 0.017675 0.061843 -3.92
264084_at putative kinesin light chain --- AT2G31240 1.29 0.36 3.12 0.017699 0.061918 -3.92
246387_at hypothetical protein predicted by gensc--- AT1G77400 -1.40 -0.48 -3.12 0.017701 0.061918 -3.92
251931_at  putative protein glyoxal oxidase (glx2) --- AT3G53950 -1.51 -0.59 -3.12 0.017708 0.06193 -3.92
245759_at hypothetical protein predicted by gene --- AT1G66900 -1.38 -0.46 -3.12 0.017718 0.061958 -3.92
265317_at unknown protein BRK1 AT2G22640 -1.27 -0.35 -3.12 0.017723 0.061966 -3.92
248098_at unknown protein  ; supported by cDNA--- AT5G55290 -1.28 -0.36 -3.12 0.017728 0.061973 -3.92
267027_at hypothetical protein --- AT2G38330 -1.40 -0.48 -3.12 0.017748 0.062022 -3.92
257124_at  hexokinase, putative similar to hexokinATHXK4 AT3G20040 1.28 0.36 3.12 0.017746 0.062022 -3.92
256672_at  ABC transporter, putative contains Pfa--- AT3G52310 -1.37 -0.46 -3.12 0.017785 0.062135 -3.92
259921_at putative protein kinase similar to protei --- AT1G72540 2.60 1.38 3.12 0.017785 0.062135 -3.92
258904_at  putative ATPase (ISW2-like) similar toCHR11 AT3G06400 1.31 0.39 3.12 0.017833 0.062292 -3.93
265615_at putative dioxygenase  ; supported by c --- AT2G25450 1.34 0.42 3.12 0.017836 0.062292 -3.93
264484_at hypothetical protein similar to ankyrin l --- AT1G77260 -1.26 -0.33 -3.12 0.017841 0.062302 -3.93
250193_at  putative protein proline-rich protein M1--- AT5G14540 -1.29 -0.36 -3.11 0.017858 0.062346 -3.93
253381_at  Tic22 -like protein strong homology to --- AT4G33350 -1.32 -0.40 -3.11 0.017862 0.062346 -3.93
248596_at putative protein contains similarity to mAtMYB111 AT5G49330 -1.80 -0.85 -3.11 0.01786 0.062346 -3.93
262737_at hypothetical protein SRD2 AT1G28560 1.33 0.41 3.11 0.017869 0.062349 -3.93
256102_at unknown protein --- AT1G13680 -1.24 -0.31 -3.11 0.017868 0.062349 -3.93
258984_at  putative DnaJ protein Pfam HMM hit: ATERDJ3A AT3G08970 1.35 0.43 3.11 0.017871 0.062349 -3.93
265510_at putative microtubule-associated proteinATG8D AT2G05630 1.28 0.35 3.11 0.017881 0.062375 -3.93
255718_at unknown protein ;supported by full-lengATNSI AT1G32070 -1.29 -0.37 -3.11 0.017884 0.062375 -3.93
261531_at RB-binding protein -like similar to retino--- AT1G63490 1.44 0.53 3.11 0.017897 0.062401 -3.93
248769_at putative protein strong similarity to unk--- AT5G47730 2.31 1.21 3.11 0.017897 0.062401 -3.93
253389_at hypothetical protein  ;supported by full---- AT4G32680 -1.24 -0.31 -3.11 0.017908 0.062429 -3.93



258731_at unknown protein  ; supported by cDNA--- AT3G11880 1.27 0.35 3.11 0.017927 0.062486 -3.93
249585_at  5-oxoprolinase -like protein 5-oxoproli OXP1 AT5G37830 1.27 0.35 3.11 0.01794 0.062524 -3.93
263431_at unknown protein  ;supported by full-len--- AT2G22170 -4.95 -2.31 -3.11 0.017958 0.062561 -3.93
257671_at hypothetical protein predicted by gensc--- AT3G20450 -1.34 -0.42 -3.11 0.017958 0.062561 -3.93
249462_at  putative protein predicted proteins, AraEMB2744 AT5G39680 1.31 0.39 3.11 0.017959 0.062561 -3.93
245435_at hypothetical protein AT4G17140 --- -1.22 -0.29 -3.11 0.017962 0.062562 -3.93
258776_at  putative T-complex protein 1, ETA sub--- AT3G11830 -1.33 -0.41 -3.11 0.017988 0.062644 -3.94
248388_at putative protein contains similarity to m--- AT5G51980 1.32 0.40 3.11 0.018012 0.062718 -3.94
250192_at  pescadillo - like protein embryonic dev--- AT5G14520 1.48 0.57 3.11 0.018016 0.062721 -3.94
246424_at Exportin1 (XPO1) protein  ; supported XPO1A AT5G17020 1.33 0.41 3.11 0.018024 0.062738 -3.94
257892_at unknown protein similar to ER6 protein--- AT3G17020 1.28 0.36 3.11 0.018036 0.06277 -3.94
244932_at PSI 9KDa protein --- --- -1.33 -0.42 -3.11 0.018044 0.062789 -3.94
246127_s_ putative protein --- --- -1.21 -0.28 -3.11 0.01805 0.062799 -3.94
251347_at  putative protein ferritin 1 precursor - A--- AT3G61010 -1.53 -0.61 -3.11 0.018063 0.062828 -3.94
252976_s_  Phospholipase like protein Arabidopsi --- AT4G38550 1.56 0.65 3.11 0.018063 0.062828 -3.94
257235_at ras-related GTP-binding protein contai AtRABA1g AT3G15060 -2.42 -1.27 -3.11 0.018068 0.06283 -3.94
253119_at Expressed protein ; supported by full-le--- AT4G35980 -1.25 -0.33 -3.11 0.01807 0.06283 -3.94
262162_at unknown protein ;supported by full-leng--- AT1G78020 1.40 0.48 3.11 0.018085 0.062866 -3.94
251649_at  Ca2+-transporting ATPase-like proteinACA11 AT3G57330 1.53 0.61 3.11 0.018085 0.062866 -3.94
247168_at putative protein contains similarity to p --- AT5G65860 -1.36 -0.44 -3.10 0.01809 0.062872 -3.94
256272_at unknown protein --- AT3G12100 -1.27 -0.34 -3.10 0.018102 0.062906 -3.94
246850_at  Lon protease homolog 2 precursor almLON1 AT5G26860 1.72 0.78 3.10 0.018116 0.062944 -3.94
247136_at senescence-associated protein contain--- AT5G66170 2.71 1.44 3.10 0.018123 0.06295 -3.94
265093_at unknown protein similar to NBD-like pr --- AT1G03905 1.38 0.47 3.10 0.018123 0.06295 -3.94
263076_at putative protein kinase/endoribonucleaIRE1A AT2G17520 -1.27 -0.35 -3.10 0.018143 0.062974 -3.94
252911_at  cytochrome P450 -like protein cytochr CYP96A12 AT4G39510 -1.97 -0.98 -3.10 0.018141 0.062974 -3.94
255104_at Expressed protein ; supported by full-leSAH7 AT4G08685 -2.44 -1.29 -3.10 0.018143 0.062974 -3.94
252542_at  nuclear receptor binding factor-like pro--- AT3G45770 -1.23 -0.30 -3.10 0.018144 0.062974 -3.94
250599_at unknown protein  ; supported by cDNA--- AT5G07730 1.40 0.49 3.10 0.018143 0.062974 -3.94
246376_at  auxin regulated protein IAA18, putativ IAA18 AT1G51950 -1.41 -0.49 -3.10 0.018157 0.063009 -3.94
257612_at unknown protein ARO4 AT3G26600 1.85 0.88 3.10 0.018168 0.063038 -3.95
260921_at  amp-binding protein, putative similar to--- AT1G21540 -1.48 -0.56 -3.10 0.0182 0.06314 -3.95
255219_at hypothetical protein --- AT4G07720 1.24 0.32 3.10 0.018226 0.063219 -3.95
262287_at unknown protein ;supported by full-leng--- AT1G68660 -1.31 -0.39 -3.10 0.018236 0.063234 -3.95
245188_at  F12A21.19 unknown protein;  similar t --- AT1G67660 -1.30 -0.38 -3.10 0.018234 0.063234 -3.95



247685_at  serine/threonine-specific protein kinas--- AT5G59680 2.04 1.03 3.10 0.018253 0.063286 -3.95
262272_at unknown protein ; supported by cDNA:--- AT1G42440 1.22 0.29 3.10 0.018257 0.063288 -3.95
258083_at Expressed protein ; supported by full-le--- AT3G25855 -1.32 -0.40 -3.10 0.018271 0.063328 -3.95
264992_at  integral membrane protein, putative si --- AT1G67300 -1.36 -0.45 -3.10 0.018294 0.063399 -3.95
262584_at  hypothetical protein Strong similarity to--- AT1G15440 1.73 0.79 3.10 0.018298 0.063401 -3.95
253227_at  protein kinase - like leucine rich repea--- AT4G35030 -1.32 -0.40 -3.10 0.0183 0.063401 -3.95
247076_at ferripyochelin-binding protein-like  ;supGAMMA CA3AT5G66510 1.26 0.34 3.10 0.01831 0.063423 -3.95
256426_at hypothetical protein predicted by gensc--- AT1G33420 1.90 0.93 3.10 0.018315 0.063432 -3.95
263847_at putative glucosyltransferase  ; supporte--- AT2G36970 2.50 1.32 3.10 0.018325 0.063457 -3.95
257007_at Expressed protein ; supported by cDNA--- AT3G14205 -1.23 -0.30 -3.09 0.018364 0.063582 -3.96
247448_at  putative protein predicted proteins, Ara--- AT5G62770 2.31 1.21 3.09 0.018388 0.063656 -3.96
253533_at  putative protein cellulose synthase, AgATCSLC5 AT4G31590 -2.20 -1.13 -3.09 0.018392 0.063659 -3.96
259533_at hypothetical protein --- AT1G12530 1.22 0.28 3.09 0.018398 0.063664 -3.96
248907_at putative protein contains similarity to u --- AT5G46340 1.27 0.34 3.09 0.018399 0.063664 -3.96
246794_s_  putative protein predicted proteins, Ara--- AT5G06350 / 1.62 0.69 3.09 0.018417 0.063716 -3.96
255540_at putative SecA-type chloroplast protein --- AT4G01800 -1.44 -0.52 -3.09 0.018426 0.06374 -3.96
258499_at putative RAD23 similar to RAD23 proteRAD23-3 AT3G02540 -1.29 -0.37 -3.09 0.018434 0.063757 -3.96
266733_at similar to axi 1 protein from Nicotiana t --- AT2G03280 -1.28 -0.36 -3.09 0.018467 0.063861 -3.96
248331_at putative protein contains similarity to 4 --- AT5G52650 -1.54 -0.62 -3.09 0.018483 0.063906 -3.96
252025_at  putative protein chromosome assemb --- AT3G52900 -1.30 -0.38 -3.09 0.018515 0.063997 -3.97
263754_at putative DnaJ protein  ;supported by fu--- AT2G21510 1.83 0.88 3.09 0.018513 0.063997 -3.97
260550_at putative sterol dehydrogenase  ; suppo--- AT2G43420 1.43 0.51 3.09 0.018525 0.064024 -3.97
245343_at hypothetical protein ;supported by full- --- AT4G15830 -1.23 -0.30 -3.09 0.018528 0.064026 -3.97
247780_at  dehydrodolichyl diphosphate - like pro--- AT5G58770 2.00 1.00 3.09 0.018535 0.064039 -3.97
265083_at hypothetical protein predicted by genef--- AT1G03820 -1.66 -0.73 -3.09 0.018551 0.064086 -3.97
265939_at putative Ta11-like non-LTR retroeleme--- AT2G19650 1.46 0.54 3.09 0.018562 0.064111 -3.97
260423_at unknown protein ATEXO70D1AT1G72470 -1.78 -0.83 -3.08 0.018595 0.064218 -3.97
261581_at  serine/threonine kinase, putative simil CIPK9 AT1G01140 1.41 0.50 3.08 0.018603 0.064225 -3.97
265194_at  1-aminocyclopropane-1-carboxylate o EFE AT1G05010 1.79 0.84 3.08 0.018606 0.064225 -3.97
252981_at  putative protein gene T10 protein - mo--- AT4G38260 1.39 0.48 3.08 0.018606 0.064225 -3.97
252056_at  ubiquitin extension protein (UBQ1) ideUBQ1 AT3G52590 -1.26 -0.34 -3.08 0.01861 0.064229 -3.97
251033_at hypothetical protein  ;supported by full---- AT5G01960 1.21 0.28 3.08 0.018615 0.064236 -3.97
254653_at  polygalacturonase-like protein exopoly--- AT4G18180 -1.20 -0.27 -3.08 0.018689 0.064482 -3.98
253233_at putative protein various predicted prote--- AT4G34290 -1.51 -0.60 -3.08 0.018709 0.064544 -3.98
266398_at hypothetical protein predicted by genef--- AT2G38680 -1.72 -0.79 -3.08 0.018726 0.06459 -3.98



250655_at transcription factor HBP-1b (gb|AAD24OBF5 AT5G06960 1.24 0.31 3.08 0.018735 0.064613 -3.98
246854_at  mitochondrial carrier - like protein mito--- AT5G26200 -1.31 -0.39 -3.08 0.018745 0.064638 -3.98
249013_at receptor-like protein kinase GSO2 AT5G44700 -1.21 -0.28 -3.08 0.018749 0.06464 -3.98
259421_at  disease resistance protein, putative si --- AT1G13910 1.35 0.44 3.08 0.018762 0.064668 -3.98
261502_at hypothetical protein predicted by gene AtHB31 AT1G14440 -1.62 -0.70 -3.08 0.01876 0.064668 -3.98
260855_at  phosphatidylinositol-4-phosphate 5-kin--- AT1G21920 1.44 0.52 3.08 0.018775 0.064702 -3.98
263906_at plastid division protein (FtsZ) identical FTSZ2-1 AT2G36250 -1.32 -0.40 -3.08 0.018789 0.064739 -3.98
254958_at nucleoside diphosphate kinase 3 (ndpkNDPK3 AT4G11010 -1.41 -0.50 -3.08 0.018795 0.064749 -3.98
251071_at putative protein receptor protein kinase--- AT5G01950 1.51 0.60 3.08 0.018806 0.064777 -3.98
254120_at  putative mitochondrial uncoupling protDIC2 AT4G24570 5.54 2.47 3.08 0.018817 0.064807 -3.98
267444_at hypothetical protein predicted by gensc--- AT2G19180 -1.40 -0.49 -3.07 0.018847 0.064902 -3.98
265259_at putative WD-40 repeat protein similar t --- AT2G20330 -1.30 -0.38 -3.07 0.018856 0.064922 -3.99
262058_at Expressed protein ; supported by full-le--- AT1G79990 -1.21 -0.28 -3.07 0.018864 0.064941 -3.99
267311_at hypothetical protein --- AT2G34670 -1.22 -0.29 -3.07 0.018885 0.064993 -3.99
258348_at unknown protein  ;supported by full-len--- AT3G17710 1.29 0.36 3.07 0.018883 0.064993 -3.99
260387_at putative flavonol sulfotransferase similaSOT16 AT1G74100 1.83 0.87 3.07 0.018898 0.065026 -3.99
263986_at putative citrate synthase  ;supported byCSY3 AT2G42790 1.39 0.48 3.07 0.018907 0.065047 -3.99
264727_at putative cytochrome C strong similarityCYTC-1 AT1G22840 1.71 0.77 3.07 0.018917 0.065071 -3.99
256379_at hypothetical protein predicted by gensc--- AT1G66840 1.42 0.51 3.07 0.018944 0.065157 -3.99
256620_at  disease resistance protein, putative si --- AT3G24480 -1.55 -0.63 -3.07 0.018959 0.065186 -3.99
247508_at  auxin response factor - like protein au ARF2 AT5G62000 -1.43 -0.51 -3.07 0.018958 0.065186 -3.99
250407_at chorismate mutase CM2  ; supported bATCM2 AT5G10870 -1.27 -0.35 -3.07 0.018961 0.065186 -3.99
259226_at  unknown protein similar to hypothetica--- AT3G07700 1.37 0.45 3.07 0.018965 0.065187 -3.99
266924_at unknown protein  ;supported by full-len--- AT2G45730 -1.35 -0.43 -3.07 0.018976 0.065215 -3.99
254548_at  putative protein various predicted prot --- AT4G19865 -1.55 -0.63 -3.07 0.018982 0.065229 -3.99
263863_at 3-oxoacyl carrier protein synthase --- AT2G04540 -1.22 -0.28 -3.07 0.019006 0.065285 -3.99
260766_at unknown protein similar to hypothetica --- AT1G48960 -1.29 -0.37 -3.07 0.019007 0.065285 -3.99
253076_at  NAM like protein P.hybrida NAM geneANAC076 AT4G36160 -1.27 -0.34 -3.07 0.019002 0.065285 -3.99
264393_at unknown protein Contains similarity to --- AT1G11880 -1.28 -0.36 -3.07 0.019013 0.065295 -3.99
249551_at  putative protein predicted proteins, Ara--- AT5G38220 1.36 0.44 3.07 0.019026 0.065328 -3.99
264032_at unknown protein GEK1 AT2G03800 1.30 0.38 3.07 0.019032 0.065332 -3.99
246332_at  putative protein phosphatidylcholine--s--- AT3G44830 1.36 0.45 3.07 0.019032 0.065332 -3.99
266547_at similar to eyes absent protein  ;supportATEYA AT2G35320 -1.22 -0.29 -3.07 0.01904 0.065347 -4.00
266076_at  ATP-dependent RNA helicase identica--- AT2G40700 1.57 0.65 3.07 0.019044 0.065351 -4.00
247420_at unknown protein --- AT5G63100 -1.42 -0.50 -3.07 0.019058 0.065389 -4.00



259488_at hypothetical protein preedicted by gene--- AT1G15780 1.37 0.46 3.07 0.019062 0.065394 -4.00
256700_at  pseudouridine synthase, putative simi --- AT3G52260 -1.25 -0.32 -3.07 0.019085 0.065462 -4.00
266542_at unknown protein ARAD1 AT2G35100 -1.24 -0.31 -3.07 0.019103 0.065515 -4.00
257193_at Expressed protein ; supported by full-le--- AT3G13160 1.24 0.31 3.06 0.019117 0.065552 -4.00
260814_at  histidine decarboxylase, putative simil emb1075 AT1G43710 -1.26 -0.33 -3.06 0.019144 0.065635 -4.00
253124_at  putative protein unknown protein ArabARO3 AT4G36030 2.04 1.03 3.06 0.019158 0.065673 -4.00
264218_at unknown protein --- AT1G60200 1.22 0.29 3.06 0.019177 0.06573 -4.00
249433_at  putative protein hypothetical protein - --- AT5G39940 1.41 0.49 3.06 0.019188 0.065757 -4.00
252269_at putative protein  ;supported by full-lengLSU1 AT3G49580 -2.00 -1.00 -3.06 0.019191 0.065757 -4.00
263212_at unknown protein similar to ribonucleas emb2004 AT1G10510 1.28 0.35 3.06 0.019199 0.065776 -4.00
248800_at 40S ribosomal protein S19  ; supportedRPS19 AT5G47320 -1.28 -0.36 -3.06 0.019214 0.065805 -4.00
265229_s_ hypothetical protein --- AT2G07701 1.25 0.32 3.06 0.019213 0.065805 -4.00
253090_at beta-galactosidase like protein ; suppoBGAL3 AT4G36360 -2.83 -1.50 -3.06 0.019233 0.065863 -4.01
255216_s_ putative peptidase --- AT4G07670 / 1.60 0.68 3.06 0.01924 0.06587 -4.01
262981_at unknown protein ;supported by full-leng--- AT1G75590 -1.38 -0.47 -3.06 0.019241 0.06587 -4.01
259824_at  copper homeostasis factor, putative siATX1 AT1G66240 1.25 0.32 3.06 0.019267 0.065947 -4.01
261561_at unknown protein ;supported by full-leng--- AT1G01730 1.43 0.51 3.06 0.01927 0.065947 -4.01
254925_at  beta-adaptin - like protein beta-adaptin--- AT4G11380 -1.32 -0.40 -3.06 0.019275 0.065957 -4.01
249233_at putative protein contains similarity to g --- AT5G42150 1.98 0.98 3.06 0.019281 0.065968 -4.01
260622_at hypothetical protein predicted by gene NF-YC10 AT1G07980 1.25 0.32 3.06 0.019299 0.066017 -4.01
259159_at unknown protein contains Pfam profile ACBP4 AT3G05420 -1.39 -0.48 -3.06 0.019319 0.066062 -4.01
257894_at unknown protein ; supported by cDNA:--- AT3G17100 -1.61 -0.69 -3.06 0.019321 0.066062 -4.01
264547_at unknown protein ; supported by cDNA:CLC-F AT1G55620 -1.44 -0.52 -3.06 0.019319 0.066062 -4.01
247921_at CONSTANS-like B-box zinc finger protCOL5 AT5G57660 -1.42 -0.50 -3.06 0.019339 0.066115 -4.01
260538_at 60S ribosomal protein L38 --- AT2G43460 -1.45 -0.53 -3.06 0.019346 0.06613 -4.01
250532_at putative protein similar to unknown pro--- AT5G08540 -1.33 -0.42 -3.06 0.019356 0.066153 -4.01
265078_at hypothetical protein contains similarity ECT4 AT1G55500 1.59 0.67 3.06 0.019372 0.066187 -4.01
253816_at hypothetical protein  ;supported by full-emb1923 AT4G28210 -1.34 -0.42 -3.06 0.019369 0.066187 -4.01
263003_at  protein phosphatase 2A 72 kDa regula--- AT1G54450 1.22 0.29 3.05 0.019389 0.066238 -4.01
257336_at hypothetical protein --- --- 1.23 0.29 3.05 0.019404 0.066238 -4.02
250288_at  auxin-responsive - like protein Nt-gh3 --- AT5G13350 1.30 0.38 3.05 0.019396 0.066238 -4.01
266444_at putative extensin --- AT2G43150 -1.35 -0.43 -3.05 0.019396 0.066238 -4.01
262183_at unknown protein --- AT1G77890 1.26 0.34 3.05 0.019399 0.066238 -4.02
248581_at putative protein strong similarity to unk--- AT5G49900 1.43 0.51 3.05 0.019403 0.066238 -4.02
255900_at hypothetical protein predicted by gene --- AT1G17830 / 2.00 1.00 3.05 0.019407 0.066239 -4.02



266908_at putative protein kinase contains a protePID AT2G34650 1.81 0.86 3.05 0.019425 0.06629 -4.02
250035_at putative protein contains similarity to tr --- AT5G18230 -1.23 -0.30 -3.05 0.019439 0.066328 -4.02
252921_at  putative protein DNA damage-inducib EDS5 AT4G39030 1.72 0.79 3.05 0.01946 0.066391 -4.02
263943_at putative mitochondrial carrier protein --- AT2G35800 -1.33 -0.41 -3.05 0.019472 0.066419 -4.02
261225_at unknown protein ;supported by full-leng--- AT1G20100 1.25 0.32 3.05 0.01949 0.066471 -4.02
256917_at  unknown protein contains Pfam profile--- AT3G18930 1.24 0.31 3.05 0.019493 0.066472 -4.02
264465_at  SKP1/ASK1 (At18), putative similar to ASK18 AT1G10230 -1.22 -0.29 -3.05 0.019506 0.066506 -4.02
262968_at hypothetical protein predicted by gene --- AT1G75720 -1.27 -0.35 -3.05 0.019528 0.066571 -4.02
250430_at putative protein --- AT5G10460 -1.23 -0.30 -3.05 0.019533 0.066578 -4.02
267092_at unknown protein  ;supported by full-lenAUX1 AT2G38120 -1.76 -0.82 -3.05 0.019546 0.066612 -4.02
248333_at photoassimilate-responsive protein PA--- AT5G52390 3.03 1.60 3.05 0.019549 0.066614 -4.02
258215_at  phosphoprotein phosphatase, putativeatToc64-III AT3G17970 1.43 0.52 3.05 0.019563 0.066653 -4.02
250948_at putative protein --- AT5G03490 1.49 0.58 3.05 0.019577 0.066689 -4.02
261203_at Expressed protein ; supported by full-le--- AT1G12845 -2.58 -1.37 -3.05 0.019584 0.066694 -4.03
262909_at  serine/threonine protein phosphatase PP2A-1 AT1G59830 -1.29 -0.37 -3.05 0.019584 0.066694 -4.03
264802_at putative syntaxin-related protein (U394SYP111 AT1G08560 -1.66 -0.73 -3.05 0.019593 0.066704 -4.03
245200_at F12A21.2 hypothetical protein; support--- AT1G67850 1.61 0.68 3.05 0.019591 0.066704 -4.03
255385_at putative hydrolase --- AT4G03610 -1.37 -0.45 -3.05 0.0196 0.066718 -4.03
256230_at  FKBP-type peptidyl-prolyl cis-trans iso--- AT3G12340 1.36 0.45 3.05 0.019609 0.066739 -4.03
250256_at GTP-binding protein typA (tyrosine pho--- AT5G13650 -1.26 -0.33 -3.05 0.019633 0.066812 -4.03
266467_at Not56-like protein  ; supported by cDNAALG3 AT2G47760 -1.32 -0.40 -3.04 0.019641 0.066819 -4.03
261460_at  MAP kinase, putative similar to GB:CAATMPK13 AT1G07880 -1.21 -0.27 -3.04 0.019641 0.066819 -4.03
248681_at pectate lyase non-consensus AG dono--- AT5G48900 -7.22 -2.85 -3.04 0.019673 0.066917 -4.03
266388_at hypothetical protein predicted by gensc--- AT2G32340 1.33 0.41 3.04 0.019678 0.066922 -4.03
261510_at hypothetical protein predicted by gensc--- AT1G71760 -1.27 -0.34 -3.04 0.019692 0.06696 -4.03
250072_at putative protein similar to unknown pro--- AT5G17210 -1.42 -0.51 -3.04 0.019706 0.066997 -4.03
263161_at  myrosinase-associated protein, putativ--- AT1G54020 9.62 3.27 3.04 0.019709 0.066998 -4.03
252913_at AtRer1A  ; supported by full-length cDNATRER1A AT4G39220 -1.27 -0.34 -3.04 0.019735 0.067077 -4.03
246865_s_  eukaryotic translation initiation factor -TIF3B1 AT5G25780 / 1.21 0.27 3.04 0.019739 0.067077 -4.03
250469_at  pollen allergen -like protein SAH7 prot--- AT5G10130 -1.37 -0.45 -3.04 0.019742 0.067077 -4.03
246257_at splicing factor-like protein ATU2AF65A AT4G36690 -1.27 -0.34 -3.04 0.019744 0.067077 -4.03
263758_s_ putative NADPH dependent mannose --- AT2G21250 / -1.24 -0.31 -3.04 0.019755 0.067106 -4.03
267517_at unknown protein RPT2 AT2G30520 -1.32 -0.40 -3.04 0.019767 0.067135 -4.03
263046_at unknown protein  ; supported by cDNAGRP3S AT2G05380 1.62 0.70 3.04 0.019772 0.067136 -4.04
247686_at  receptor-like protein kinase precursor --- AT5G59700 2.05 1.04 3.04 0.019773 0.067136 -4.04



260966_at  NBS/LRR disease resistance protein, RPS5 AT1G12220 1.28 0.36 3.04 0.019791 0.067187 -4.04
259141_at putative cytoskeleton-associated prote --- AT3G10220 -1.28 -0.35 -3.04 0.019801 0.067202 -4.04
267312_at unknown protein --- AT2G34750 -1.38 -0.46 -3.04 0.019798 0.067202 -4.04
254496_at  hyuC-like protein 5-substituted hydantATAAH AT4G20070 -1.91 -0.94 -3.04 0.019814 0.067235 -4.04
264064_at hypothetical protein predicted by gensc--- AT2G27900 -1.26 -0.33 -3.04 0.019819 0.067243 -4.04
259862_at hypothetical protein  ;supported by full-TRFL6 AT1G72650 1.35 0.43 3.04 0.019825 0.067252 -4.04
264131_at unknown protein --- AT1G79150 1.45 0.53 3.04 0.019843 0.067302 -4.04
258737_at unknown protein similar to unknown pr --- AT3G05940 -1.25 -0.32 -3.04 0.019846 0.067302 -4.04
245665_at unknown protein ;supported by full-leng--- AT1G28250 -1.30 -0.38 -3.04 0.019871 0.067377 -4.04
247148_at auxin-induced protein IAA9 (pir |T0590IAA9 AT5G65670 -1.46 -0.55 -3.04 0.019877 0.06739 -4.04
248673_at putative protein contains similarity to d --- AT5G48780 -1.24 -0.31 -3.04 0.019889 0.067411 -4.04
252060_at putative protein other hypothetical prot PAD4 AT3G52430 2.32 1.21 3.04 0.019889 0.067411 -4.04
263042_at conserved hypothetical protein protein --- AT1G23340 -1.31 -0.39 -3.04 0.019895 0.067411 -4.04
254501_at hypothetical protein PTAC14 AT4G20130 -1.51 -0.60 -3.04 0.019894 0.067411 -4.04
259648_at hypothetical protein predicted by gene --- --- -1.22 -0.29 -3.04 0.019899 0.067412 -4.04
262213_at hypothetical protein predicted by gene --- AT1G74870 1.38 0.47 3.04 0.019906 0.067427 -4.04
255402_at Expressed protein hemf2 AT4G03205 -1.62 -0.70 -3.04 0.019911 0.067436 -4.04
252625_at putative histone deacetylase similar to HDA3 AT3G44750 1.96 0.97 3.03 0.019922 0.067461 -4.04
260429_at unknown protein  ;supported by full-lenJAZ6 AT1G72450 1.81 0.86 3.03 0.019936 0.0675 -4.04
264039_at putative cold-regulated protein  ;suppo --- AT2G03740 -1.25 -0.33 -3.03 0.01994 0.067503 -4.04
256444_at hypothetical protein predicted by gene --- AT3G11060 -1.23 -0.30 -3.03 0.01996 0.067559 -4.05
256889_at  PHD-finger protein, putative contains ING1 AT3G24010 1.22 0.29 3.03 0.019975 0.0676 -4.05
266964_at putative ABC transporter related to muPGP6 AT2G39480 1.20 0.27 3.03 0.019986 0.067629 -4.05
259877_at unknown protein C-terminal portion simSDG26 AT1G76710 -1.35 -0.43 -3.03 0.019998 0.067658 -4.05
263275_at putative methylmalonate semi-aldehydALDH6B2 AT2G14170 1.42 0.50 3.03 0.020024 0.067737 -4.05
257922_at  ethylene receptor, putative (ETR2) simETR2 AT3G23150 1.62 0.69 3.03 0.020047 0.067791 -4.05
250164_at  putative protein various predicted prot --- AT5G15280 -1.37 -0.46 -3.03 0.020052 0.067791 -4.05
258930_at  unknown protein predicted by genscan--- AT3G10040 -1.26 -0.33 -3.03 0.020048 0.067791 -4.05
262196_at  ubiquitin-fusion protein, putative similaMUB5 AT1G77870 -1.64 -0.71 -3.03 0.020052 0.067791 -4.05
253143_at putative protein --- AT4G35530 1.35 0.44 3.03 0.020062 0.067815 -4.05
246703_at  mitogen activated protein kinase - like WNK9 AT5G28080 -2.11 -1.07 -3.03 0.020078 0.06786 -4.05
246567_at  alpha-mannosidase -like protein mannGMII AT5G14950 1.22 0.29 3.03 0.020084 0.067866 -4.05
263949_at  E2, ubiquitin-conjugating enzyme, put MMZ3 AT2G36060 -1.22 -0.29 -3.03 0.020086 0.067866 -4.05
261034_s_ hypothetical protein predicted by gene --- AT1G17450 / 1.38 0.47 3.03 0.020094 0.067883 -4.05
245521_at Expressed protein ;supported by cDNAESD4 AT4G15880 1.25 0.32 3.03 0.020115 0.067943 -4.05



255417_at  F-box protein GRR1-like protein 1, AtFGRH1 AT4G03190 -2.57 -1.36 -3.03 0.020119 0.067948 -4.05
263852_at putative mutT domain protein ATNUDT6 AT2G04450 -3.43 -1.78 -3.03 0.020141 0.068011 -4.05
251352_at  putative protein hypothetical protein A PEX11E AT3G61070 1.37 0.46 3.03 0.020147 0.068023 -4.06
246240_at nucleoporin-like protein --- AT4G37130 -1.21 -0.28 -3.03 0.020169 0.068085 -4.06
253476_at  S-receptor kinase -like protein serine/tSD2-5 AT4G32300 -1.64 -0.71 -3.03 0.020172 0.068087 -4.06
264925_at  hypothetical protein contains similarity--- AT1G60670 1.32 0.40 3.03 0.020175 0.068087 -4.06
252650_at putative protein --- AT3G44690 1.24 0.31 3.02 0.020192 0.068123 -4.06
250925_at putative protein  ; supported by full-len --- AT5G03370 -1.34 -0.42 -3.03 0.020189 0.068123 -4.06
247732_at  putative protein various predicted prot --- AT5G59600 1.22 0.29 3.02 0.020237 0.068265 -4.06
266574_at hypothetical protein predicted by gensc--- AT2G23890 1.65 0.72 3.02 0.02025 0.068296 -4.06
256246_at  betaine aldehyde dehydrogenase, put ALDH22a1 AT3G66658 -1.37 -0.45 -3.02 0.020252 0.068296 -4.06
252013_at putative protein --- AT3G52860 -1.25 -0.32 -3.02 0.020259 0.068298 -4.06
250185_at  putative protein esterase HDE, PetroleAtCXE16 AT5G14310 1.33 0.42 3.02 0.020258 0.068298 -4.06
267072_at unknown protein --- AT2G41170 1.35 0.43 3.02 0.020262 0.068298 -4.06
244919_at cytochrome c biogenesis orf203 Protei --- AT2G07768 / 1.28 0.36 3.02 0.020272 0.068321 -4.06
259977_at unknown protein  ;supported by full-len--- AT1G76590 1.87 0.90 3.02 0.020282 0.068335 -4.06
267229_s_ putative translation initiation factor eIF---- AT2G44070 / 1.64 0.71 3.02 0.020285 0.068335 -4.06
256331_at  GT-like trihelix DNA-binding protein, p --- AT1G76880 -1.26 -0.33 -3.02 0.020285 0.068335 -4.06
257105_at unknown protein --- AT3G15300 1.44 0.53 3.02 0.020289 0.068338 -4.06
249778_at Expressed protein ; supported by full-le--- AT5G24165 1.25 0.33 3.02 0.020296 0.068345 -4.06
260395_at homeobox gene 13 protein identical to ATHB13 AT1G69780 -1.74 -0.80 -3.02 0.020297 0.068345 -4.06
261524_at hypothetical protein predicted by gene --- AT1G14300 1.31 0.39 3.02 0.020306 0.068353 -4.06
245765_at hypothetical protein similar to putative --- AT1G33600 2.17 1.12 3.02 0.020311 0.068353 -4.06
255967_at  protein phosphatase type 2C, putative--- AT1G22280 1.35 0.43 3.02 0.020306 0.068353 -4.06
249343_at  succinate dehydrogenase iron-protein SDH2-2 AT5G40650 1.38 0.46 3.02 0.020311 0.068353 -4.06
245879_at  putative subunit of TOC complex chlo ATTOC64-V AT5G09420 1.89 0.92 3.02 0.020314 0.068354 -4.06
250296_at heat shock protein 17.6-II  ;supported bHSP17.6II AT5G12020 1.74 0.80 3.02 0.020332 0.068403 -4.06
245927_at  sterol glucosyltransferase - like protein--- AT5G24750 -1.20 -0.26 -3.02 0.020336 0.068406 -4.06
245112_at glycerol-3-phosphate dehydrogenase  GPDHC1 AT2G41540 -2.01 -1.01 -3.02 0.020363 0.068472 -4.07
256235_at  cysteine proteinase inhibitor, putative ATCYSB AT3G12490 1.21 0.28 3.02 0.020365 0.068472 -4.07
251145_at  putative protein predicted protein, Ara --- AT3G63500 1.33 0.41 3.02 0.020361 0.068472 -4.07
256286_at unknown protein --- AT3G12180 1.30 0.37 3.02 0.020376 0.0685 -4.07
246808_at  putative protein many predicted protei --- AT5G27110 1.27 0.34 3.02 0.020391 0.068541 -4.07
256797_at  DEAD box helicase protein, putative s --- AT3G18600 1.46 0.55 3.02 0.020406 0.068581 -4.07
251078_at putative protein hypothetical proteins - --- AT5G01990 1.47 0.55 3.02 0.020422 0.068624 -4.07



254670_at  teosinte branched1 - like protein teosi --- AT4G18390 -1.51 -0.60 -3.02 0.020439 0.068662 -4.07
246554_at  HSP100/ClpB, putative similar to HSPCLPB3 AT5G15450 -1.30 -0.38 -3.02 0.020438 0.068662 -4.07
255739_at unknown protein similar to hypothetica ANAC008 AT1G25580 1.40 0.48 3.01 0.020483 0.068794 -4.07
261517_at unknown protein ; supported by full-len--- AT1G71780 1.30 0.38 3.01 0.020487 0.068794 -4.07
246533_at putative protein --- AT5G15880 -1.38 -0.46 -3.01 0.020488 0.068794 -4.07
261328_at unknown protein --- AT1G44835 -1.30 -0.38 -3.01 0.020508 0.068853 -4.07
255038_at  neutral invertase like protein Daucus cCINV2 AT4G09510 -1.73 -0.79 -3.01 0.020532 0.068924 -4.08
253903_at kinesin-related protein katB  ; supporteATK2 AT4G27180 -1.20 -0.26 -3.01 0.02055 0.068953 -4.08
248589_at von Hippel-Lindau binding protein (VH PDF3 AT5G49510 -1.24 -0.31 -3.01 0.020546 0.068953 -4.08
258851_at glutathione S-transferase identical to gATGSTF11 AT3G03190 -1.75 -0.81 -3.01 0.020549 0.068953 -4.08
254262_at  putative protein annexin VII, Dictyoste--- AT4G23470 1.35 0.43 3.01 0.020555 0.068954 -4.08
253037_at putative protein other predicted Arabid GAUT3 AT4G38270 1.26 0.34 3.01 0.020559 0.068954 -4.08
257139_at  disease resistance protein, putative si AtRLP43 AT3G28890 1.43 0.52 3.01 0.020558 0.068954 -4.08
267179_at putative ADP ribosylation factor 1 GTPAGD7 AT2G37550 -1.42 -0.51 -3.01 0.020599 0.069067 -4.08
263181_at unknown protein  ;supported by full-len--- AT1G05720 -1.24 -0.31 -3.01 0.020597 0.069067 -4.08
245092_at putative TGACG-sequence-specific bZBZIP17 AT2G40950 1.33 0.41 3.01 0.02061 0.069094 -4.08
257220_at  MYB family transcription factor (AtmybATMYB21 AT3G27810 1.33 0.41 3.01 0.020622 0.069124 -4.08
255500_at NAD+ ADP-ribosyltransferase APP AT4G02390 -1.36 -0.45 -3.01 0.02063 0.06914 -4.08
252967_at  amidophosphoribosyltransferase - likeATASE3 AT4G38880 -1.28 -0.35 -3.01 0.020646 0.069184 -4.08
247272_at  GTP cyclohydrolase II; 3,4-dihydroxy- --- AT5G14040 / 1.92 0.94 3.01 0.020651 0.069192 -4.08
252851_at  putative protein CLATHRIN COAT AS--- AT4G40080 1.85 0.89 3.01 0.020699 0.069341 -4.08
249168_at putative protein strong similarity to unk--- AT5G42870 1.31 0.39 3.01 0.02071 0.069368 -4.08
246082_at  receptor protein kinase - like protein k EFR AT5G20480 2.00 1.00 3.01 0.020721 0.069393 -4.08
260601_at Expressed protein ; supported by cDNAZIP11 AT1G55910 1.53 0.62 3.01 0.020725 0.069397 -4.08
256761_at hypothetical protein predicted by gensc--- AT3G25670 -1.36 -0.44 -3.01 0.020732 0.06941 -4.09
251299_at  putative protein transcription factor MY--- AT3G61950 -1.30 -0.37 -3.01 0.020741 0.06943 -4.09
259657_at  phospholipase D alpha, putative similaPLDEPSILO AT1G55180 -1.25 -0.32 -3.00 0.020795 0.069579 -4.09
265880_at unknown protein --- AT2G42300 -1.43 -0.51 -3.00 0.020795 0.069579 -4.09
263736_at  nucleic acid-binding protein, putative s--- AT1G60000 -1.41 -0.50 -3.00 0.020797 0.069579 -4.09
265070_at branched-chain alpha-keto acid decarbBCDH BETAAT1G55510 1.77 0.83 3.00 0.020795 0.069579 -4.09
248702_at unknown protein --- AT5G48420 -1.24 -0.31 -3.00 0.02081 0.069611 -4.09
257633_at hypothetical protein CYP86C2 AT3G26125 -1.24 -0.31 -3.00 0.02084 0.069701 -4.09
261211_at  uridine diphosphate glucose epimerasUGE1 AT1G12780 1.53 0.61 3.00 0.020856 0.069744 -4.09
256270_at unknown protein ; supported by cDNA:--- AT3G12300 1.27 0.35 3.00 0.02086 0.069748 -4.09
262929_at hypothetical protein ;supported by full- --- AT1G65720 1.40 0.48 3.00 0.020867 0.06976 -4.09



259302_at unknown protein GID1A AT3G05120 -1.42 -0.50 -3.00 0.020871 0.069764 -4.09
267421_at putative phosphoribosylaminoimidazole--- AT2G35040 -1.36 -0.44 -3.00 0.020897 0.069839 -4.09
260275_at hypothetical protein predicted by grail --- AT1G80610 1.26 0.34 3.00 0.020914 0.069888 -4.09
262870_at  alcohol dehydrogenase, putative simil --- AT1G64710 2.36 1.24 3.00 0.020933 0.069939 -4.10
259673_at putative phorbol ester / diacylglycerol b--- AT1G77800 1.37 0.46 3.00 0.020939 0.06995 -4.10
246538_at  40S RIBOSOMAL PROTEIN S19 - like--- AT5G15520 -1.49 -0.57 -3.00 0.020959 0.069989 -4.10
250768_at signal recognition particle receptor beta--- AT5G05670 -1.39 -0.48 -3.00 0.02096 0.069989 -4.10
253259_at  putative protein ethylene-responsive eRRTF1 AT4G34410 2.10 1.07 3.00 0.020957 0.069989 -4.10
246312_at  G-protein, putative contains Pfam profXLG3 AT1G31930 1.74 0.80 3.00 0.020975 0.070028 -4.10
250326_at putative protein strong similarity to unkMSL10 AT5G12080 1.39 0.48 3.00 0.020986 0.070055 -4.10
262107_at hypothetical protein predicted by gene --- AT1G02750 1.24 0.31 3.00 0.020993 0.070068 -4.10
256363_at unknown protein ; supported by cDNA:--- AT1G66510 -1.58 -0.66 -3.00 0.020997 0.070071 -4.10
259484_at  calcium-dependent protein kinase, putPEPKR1 AT1G12580 -1.35 -0.43 -3.00 0.021 0.070072 -4.10
259992_at  putative heat shock transcription factoHSFA8 AT1G67970 1.50 0.58 3.00 0.021037 0.070184 -4.10
255325_at putative membrane trafficking factor  ;sPUX4 AT4G04210 1.26 0.34 2.99 0.021066 0.07027 -4.10
250578_at  proanthranilate N-benzoyltransferase --- AT5G07850 -1.23 -0.30 -2.99 0.021069 0.07027 -4.10
245350_at nuclear antigen homolog ;supported by--- AT4G16830 -1.31 -0.39 -2.99 0.021086 0.070318 -4.10
264189_s_ hypothetical protein similar to acyl-carrACP3 AT1G54580 / -1.38 -0.47 -2.99 0.021123 0.070432 -4.11
249116_at putative protein similar to unknown pro--- AT5G43820 / -1.35 -0.44 -2.99 0.021129 0.070439 -4.11
265448_at putative DOF zinc finger protein DAG2 AT2G46590 -1.35 -0.43 -2.99 0.021137 0.070446 -4.11
253765_at hypothetical protein  ;supported by full---- AT4G28740 -1.56 -0.64 -2.99 0.021135 0.070446 -4.11
264932_at hypothetical protein similar to hypothet --- AT1G61240 -1.39 -0.47 -2.99 0.021151 0.070484 -4.11
260258_at putative ribosomal protein similar to rib--- AT1G74270 1.39 0.48 2.99 0.021157 0.070492 -4.11
260819_at  b-Zip DNA binding protein, putative simAtbZIP52 AT1G06850 -1.58 -0.66 -2.99 0.021172 0.070526 -4.11
266315_at unknown protein  ; supported by cDNASE AT2G27100 1.22 0.29 2.99 0.021173 0.070526 -4.11
252952_at  putative protein cylicin II - bovine, PIR --- AT4G38710 1.37 0.46 2.99 0.021196 0.070592 -4.11
260235_at  putative SET protein, phospatase 2A iNRP1 AT1G74560 1.22 0.29 2.99 0.021219 0.070628 -4.11
265991_at chloroplast single subunit DNA-dependSCA3 AT2G24120 1.53 0.61 2.99 0.021213 0.070628 -4.11
245268_at hypothetical protein ; supported by cDNPRMT7 AT4G16570 -1.54 -0.62 -2.99 0.021215 0.070628 -4.11
247057_at SCARECROW gene regulator --- AT5G66770 -1.91 -0.93 -2.99 0.021219 0.070628 -4.11
247277_at putative protein similar to unknown pro--- AT5G64420 1.28 0.35 2.99 0.021223 0.070628 -4.11
246461_at  putative protein AAA family protein Bo--- AT5G16930 1.84 0.88 2.99 0.021239 0.070672 -4.11
259734_at unknown protein similar to GB:AAD414--- AT1G77500 1.71 0.77 2.99 0.021248 0.070693 -4.11
259480_at hypothetical protein predicted by gensc--- AT1G19010 1.39 0.48 2.99 0.021265 0.070724 -4.11
247479_at  NAC - like protein OsNAC7, Oryza satANAC101 AT5G62380 -1.23 -0.30 -2.99 0.021267 0.070724 -4.11



251746_at mandelonitrile lyase-like protein ADHE--- AT3G56060 1.35 0.43 2.99 0.021266 0.070724 -4.11
251370_at  putative protein prib5, Ribes nigrum, E--- AT3G60450 1.99 0.99 2.99 0.02127 0.070724 -4.11
256044_at  protein phosphatase 2C, putative simi --- AT1G07160 3.70 1.89 2.99 0.021278 0.070739 -4.11
261844_at hypothetical protein predicted by gene --- AT1G15940 1.51 0.59 2.99 0.021293 0.070781 -4.11
248485_at calcium-binding transporter-like protein--- AT5G51050 1.41 0.50 2.99 0.021303 0.070802 -4.11
250324_at  putative protein nitrilase/Fhit protein, C--- AT5G12040 -1.33 -0.41 -2.99 0.021311 0.070818 -4.11
253172_at putative protein ;supported by full-leng --- AT4G35060 1.94 0.95 2.99 0.021318 0.070832 -4.11
262355_at unknown protein --- AT1G72820 -1.38 -0.47 -2.99 0.021322 0.070834 -4.11
259138_s_ putative DNA gyrase subunit B similar --- AT3G10270 / -1.29 -0.36 -2.99 0.021328 0.070835 -4.12
257864_at hypothetical protein predicted by gene --- AT3G17740 1.40 0.49 2.99 0.021328 0.070835 -4.12
262228_at  protein kinase, putative similar to prote--- AT1G68690 2.32 1.22 2.99 0.021331 0.070835 -4.12
247955_at nucleosome assembly protein NAP1;3 AT5G56950 1.34 0.42 2.98 0.021359 0.070918 -4.12
251051_at  putative zinc finger protein zinc finger --- AT5G02460 -1.29 -0.37 -2.98 0.021363 0.07092 -4.12
264308_at hypothetical protein similar to hypothet --- AT1G61990 1.19 0.25 2.98 0.021367 0.070922 -4.12
253502_at  Cytochrome P450-like protein cytochr CYP82C4 AT4G31940 1.24 0.30 2.98 0.021373 0.070931 -4.12
265907_at unknown protein  ;supported by full-len--- AT2G25650 1.32 0.40 2.98 0.021403 0.071001 -4.12
259823_at  beta-1,3-glucanase precursor, putative--- AT1G66250 1.32 0.40 2.98 0.021398 0.071001 -4.12
266257_at putative chorismate mutase/prephenat PD1 AT2G27820 -1.38 -0.47 -2.98 0.021406 0.071001 -4.12
263162_at hypothetical protein predicted by gene --- AT1G54150 -1.23 -0.29 -2.98 0.021405 0.071001 -4.12
267465_at subtilisin-like serine protease contains SLP3 AT2G19170 -1.79 -0.84 -2.98 0.021422 0.071042 -4.12
253827_at Expressed protein ; supported by cDNA--- AT4G28085 2.04 1.03 2.98 0.021426 0.071046 -4.12
248663_at putative protein strong similarity to unk--- AT5G48590 -1.21 -0.27 -2.98 0.021442 0.071089 -4.12
262573_at hypothetical protein Similar to gi|43774PDF1A AT1G15390 -1.32 -0.40 -2.98 0.021446 0.071094 -4.12
264847_at  clathrin assembly protein AP19, small AP19 AT2G17380 -1.20 -0.27 -2.98 0.021462 0.071133 -4.12
258965_at  hypothetical protein similar to hypothe--- AT3G10530 1.61 0.68 2.98 0.021478 0.071138 -4.12
245145_at putative dihydrodipicolinate synthase  DHDPS2 AT2G45440 1.50 0.59 2.98 0.021473 0.071138 -4.12
248526_at putative protein contains similarity to A--- AT5G50740 -1.42 -0.50 -2.98 0.021482 0.071138 -4.12
245374_at hypothetical protein --- AT4G17620 1.29 0.37 2.98 0.02148 0.071138 -4.12
266634_at putative G-box binding bZIP transcripti --- AT2G35530 1.24 0.31 2.98 0.021479 0.071138 -4.12
247922_at putative protein similar to unknown pro--- AT5G57500 1.83 0.87 2.98 0.021468 0.071138 -4.12
263366_at unknown protein --- AT2G20440 1.29 0.37 2.98 0.021494 0.071168 -4.12
252080_at  putative protein polyphosphoinositide --- AT3G51670 -1.50 -0.58 -2.98 0.021585 0.071459 -4.13
259786_at  lipase/hydrolase, putative contains Pfa--- AT1G29660 -7.75 -2.95 -2.98 0.02159 0.071465 -4.13
248874_at putative protein strong similarity to unk--- AT5G46460 1.44 0.52 2.98 0.021593 0.071465 -4.13
249877_at transcription factor-like protein (gb|AADHUA2 AT5G23150 1.22 0.29 2.98 0.021613 0.071519 -4.13



257949_at putative UDP-glucose glucosyltransfer UGT71B1 AT3G21750 1.42 0.51 2.98 0.021619 0.071532 -4.13
259478_at  germin, putative similar to germin GI:1--- AT1G18980 4.20 2.07 2.98 0.021634 0.071566 -4.13
261622_at hypothetical protein predicted by gene --- AT1G01970 -1.29 -0.36 -2.97 0.021636 0.071566 -4.13
247250_at FAS2 (dbj|BAA77766.1)  ; supported bFAS2 AT5G64630 -1.47 -0.55 -2.97 0.02168 0.0717 -4.13
253490_at  methyltransferase - like protein methy --- AT4G31790 1.61 0.69 2.97 0.02169 0.071723 -4.13
263261_at putative pre-mRNA splicing factor simi --- AT1G10580 1.19 0.26 2.97 0.021698 0.07174 -4.13
255420_at putative frataxin-like protein similar to fFH AT4G03240 -1.22 -0.29 -2.97 0.021705 0.071753 -4.13
249403_at  putative protein intracellular protein M --- AT5G40270 1.36 0.44 2.97 0.02171 0.071758 -4.13
249159_at Nicotiana lesion-inducing like  ; suppor --- AT5G43460 -1.40 -0.48 -2.97 0.021714 0.071761 -4.13
257063_s_ unknown protein  ;supported by full-len--- AT3G18240 / -1.22 -0.29 -2.97 0.02172 0.071772 -4.13
252127_at  putative protein ATP binding protein - PLP3a AT3G50960 -1.38 -0.46 -2.97 0.021728 0.071787 -4.13
245708_at pectate lyase-like protein --- AT5G04310 -1.33 -0.41 -2.97 0.021736 0.071803 -4.14
246514_at DNA-directed RNA polymerase (mitoch--- AT5G15700 1.45 0.54 2.97 0.021746 0.071807 -4.14
258222_at putative zinc finger protein contains Pfa--- AT3G15680 -1.57 -0.65 -2.97 0.021742 0.071807 -4.14
246202_at methionyl aminopeptidase-like protein MAP1D AT4G37040 -1.41 -0.50 -2.97 0.021747 0.071807 -4.14
256533_at unknown protein --- AT1G33250 -1.39 -0.48 -2.97 0.021776 0.071884 -4.14
252099_at  putative protein senescence-associate--- AT3G51250 1.33 0.41 2.97 0.021775 0.071884 -4.14
249317_at glutathione transferase ATGSTT2 AT5G41240 -1.25 -0.33 -2.97 0.021781 0.071888 -4.14
255095_at MEKK1/MAP kinase kinase kinase  ; s MEKK1 AT4G08500 1.43 0.52 2.97 0.021784 0.071888 -4.14
267552_at putative purple acid phosphatase prec PAP13 AT2G32770 -1.23 -0.30 -2.97 0.021819 0.071995 -4.14
246313_at  PPR-repeat protein, putative contains --- AT1G31920 -1.71 -0.77 -2.97 0.021826 0.071996 -4.14
255069_s_  Met2-type cytosine DNA-methyltransfe--- AT4G08990 / -1.46 -0.54 -2.97 0.021826 0.071996 -4.14
247436_at dehydrogenase  ; supported by cDNA: ALDH12A1 AT5G62530 1.38 0.47 2.97 0.021842 0.072027 -4.14
265535_at  hypothetical protein predicted by gens--- AT2G15900 1.24 0.31 2.97 0.02184 0.072027 -4.14
252528_at  E2, ubiquitin-conjugating enzyme 13 ( UBC13 AT3G46460 -1.23 -0.30 -2.97 0.021853 0.072043 -4.14
255549_at predicted protein of unknown function GPAT3 AT4G01950 3.15 1.65 2.97 0.021852 0.072043 -4.14
246614_at serine/threonine protein kinase SOS2 SOS2 AT5G35410 1.25 0.33 2.97 0.021879 0.072108 -4.14
263564_s_  DNA-directed RNA polymerase II, thirdNRPB3 AT2G15400 / -1.27 -0.35 -2.97 0.021882 0.072108 -4.14
265292_s_ hypothetical protein predicted by gensc--- --- -1.21 -0.28 -2.97 0.021881 0.072108 -4.14
261685_at  3-beta-hydroxysteroid dehydrogenaseAT3BETAHSAT1G47290 -1.68 -0.75 -2.97 0.021896 0.072143 -4.14
245724_at hypothetical protein predicted by gene --- AT1G73390 1.49 0.57 2.97 0.021911 0.072182 -4.14
248491_at unknown protein  ;supported by full-len--- AT5G51010 -1.41 -0.49 -2.97 0.021917 0.072187 -4.14
254148_at  hsp 70-like protein heat shock 70 prot cpHsc70-1 AT4G24280 -1.27 -0.34 -2.97 0.021919 0.072187 -4.14
251611_at putative protein several hypothetical pr--- AT3G57940 1.40 0.48 2.96 0.021998 0.072436 -4.15
262118_at  beta-glucosidase, putative similar to b BGLU11 AT1G02850 2.15 1.10 2.96 0.022012 0.072459 -4.15



255895_at  12-oxophytodienoate reductase, putat --- AT1G17990 / -2.32 -1.22 -2.96 0.022009 0.072459 -4.15
246183_at  beta-glucosidase - like protein beta-gl --- AT5G20940 1.31 0.39 2.96 0.022014 0.072459 -4.15
258102_at unknown protein contains Pfam profile --- AT3G23600 1.36 0.44 2.96 0.022057 0.072589 -4.15
267562_at unknown protein similar to hypothetica --- AT2G39670 -1.24 -0.31 -2.96 0.022091 0.072691 -4.15
262466_at hypothetical protein similar to hypothetNTMC2T5.1 AT1G50260 1.36 0.44 2.96 0.022097 0.072699 -4.15
248625_at 3-keto-acyl-CoA thiolase 2 (gb|AAC178PKT2 AT5G48880 -1.62 -0.70 -2.96 0.02212 0.072766 -4.15
259587_at unknown protein ;supported by full-leng--- AT1G28120 -1.28 -0.35 -2.96 0.022154 0.072866 -4.16
261757_at hypothetical protein similar to putative --- AT1G08210 1.44 0.52 2.96 0.022164 0.072888 -4.16
262383_at  disease resistance protein, putative si --- AT1G72940 3.16 1.66 2.96 0.022174 0.072913 -4.16
263172_at hypothetical protein predicted by gene CID3 AT1G54170 1.20 0.26 2.96 0.022182 0.072928 -4.16
253775_at  putative protein T01B08.14 gene, BAC--- AT4G28440 1.22 0.29 2.96 0.022205 0.07298 -4.16
249036_at  nuclear cap-binding protein; CBP20 (gCBP20 AT5G44200 -1.31 -0.39 -2.96 0.022207 0.07298 -4.16
258194_at unknown protein  ; supported by full-le --- AT3G29170 -1.38 -0.46 -2.96 0.022202 0.07298 -4.16
245013_at ATPase epsilon subunit --- --- -1.21 -0.27 -2.96 0.022216 0.072997 -4.16
263032_at unknown protein ;supported by full-leng--- AT1G23850 1.76 0.82 2.96 0.022224 0.073013 -4.16
258766_at  galactokinase-like protein similar to ga--- AT3G10700 -1.24 -0.31 -2.95 0.022247 0.073077 -4.16
266866_at putative ABC transporter PDR3 AT2G29940 1.49 0.57 2.95 0.022259 0.073108 -4.16
265074_at hypothetical protein ; supported by cDNemb1011 AT1G55540 1.30 0.38 2.95 0.022278 0.073158 -4.16
258435_at unknown protein  ;supported by full-len--- AT3G16740 -1.29 -0.37 -2.95 0.022307 0.073244 -4.16
244962_at NADH dehydrogenase ND4 --- --- -1.20 -0.26 -2.95 0.022324 0.073289 -4.16
250787_at meiotic check point regulator-like proteEMB2771 AT5G05560 -1.24 -0.31 -2.95 0.022347 0.073352 -4.16
264849_at putative ribosomal protein S4 contains --- AT2G17360 -1.33 -0.41 -2.95 0.022359 0.073381 -4.17
266362_at unknown protein --- AT2G32430 1.33 0.41 2.95 0.022374 0.073422 -4.17
257291_at  DNA-binding protein, putative similar t --- AT3G15590 1.70 0.77 2.95 0.022393 0.073461 -4.17
253260_at hypothetical protein --- AT4G34420 / -1.28 -0.36 -2.95 0.022391 0.073461 -4.17
247963_at  beta-1,3-glucanase-like protein  --- AT5G56590 -1.25 -0.32 -2.95 0.022401 0.073479 -4.17
266910_at unknown protein --- AT2G45920 1.75 0.81 2.95 0.022419 0.073525 -4.17
264202_at TINY-like transcription factor Contains --- AT1G22810 2.10 1.07 2.95 0.022426 0.07354 -4.17
251333_at  putative protein putative protein F26O --- AT3G61690 1.20 0.26 2.95 0.022444 0.073587 -4.17
254160_at putative protein  ;supported by full-lengSLY1 AT4G24210 -1.35 -0.43 -2.95 0.022479 0.073691 -4.17
249472_at hypothetical protein  ;supported by full-CRR7 AT5G39210 -1.52 -0.60 -2.95 0.022529 0.073835 -4.17
247987_at putative protein similar to unknown pro--- AT5G56900 -1.29 -0.36 -2.95 0.022529 0.073835 -4.17
250664_at  putative protein 10-deacetylbaccatin II--- AT5G07080 -1.70 -0.77 -2.95 0.022552 0.073889 -4.17
260932_s_ hypothetical protein contains similarity PGP12 AT1G02520 / 2.41 1.27 2.95 0.022549 0.073889 -4.17
264949_at unknown protein contains similarity to MAF1 AT1G77080 -1.22 -0.28 -2.94 0.022579 0.073967 -4.18



261644_s_ hypothetical protein contains similarity ATCSA-1 AT1G19750 / -1.29 -0.37 -2.94 0.022617 0.074071 -4.18
254027_at  putative mitochondrial protein Homo s--- AT4G25835 -1.46 -0.54 -2.94 0.022617 0.074071 -4.18
255389_at putative reverse transcriptase --- --- -1.20 -0.26 -2.94 0.022657 0.074189 -4.18
246480_at  TCP-1 chaperonin-like protein t-comp --- AT5G16070 -1.38 -0.46 -2.94 0.022687 0.074277 -4.18
256231_at unknown protein ; supported by full-len--- AT3G12630 1.25 0.32 2.94 0.022716 0.074363 -4.18
257501_at hypothetical protein predicted by gene --- --- -1.19 -0.26 -2.94 0.022729 0.074393 -4.18
260669_at hypothetical protein predicted by gene --- AT1G19340 1.27 0.34 2.94 0.022746 0.074427 -4.18
253528_s_  putative protein bcop gene product - D--- AT4G31480 / -1.22 -0.29 -2.94 0.022744 0.074427 -4.18
262286_at Expressed protein ; supported by full-le--- AT1G68585 -1.63 -0.71 -2.94 0.022751 0.074433 -4.18
262635_at 4-hydroxyphenylpyruvate dioxygenasePDS1 AT1G06570 1.61 0.68 2.94 0.022758 0.074444 -4.18
259524_at hypothetical protein --- AT1G12550 -1.40 -0.49 -2.94 0.022777 0.074497 -4.18
261508_at unknown protein --- AT1G71730 -1.28 -0.36 -2.94 0.022785 0.074512 -4.18
245113_at hypothetical protein predicted by genefMIZ1 AT2G41660 1.39 0.47 2.94 0.022792 0.074524 -4.19
250791_at nucleic acid binding protein-like  ;suppoAL1 AT5G05610 -1.24 -0.31 -2.94 0.022804 0.074554 -4.19
249759_at putative protein contains similarity to inYSL2 AT5G24380 1.42 0.50 2.94 0.022822 0.074602 -4.19
251769_at  receptor kinase - like protein receptor CCR3 AT3G55950 3.47 1.80 2.94 0.022855 0.074699 -4.19
252114_at  mucin -like protein hemomucin, Droso--- AT3G51450 -2.03 -1.02 -2.94 0.022866 0.074725 -4.19
266396_at unknown protein --- AT2G38790 1.41 0.50 2.93 0.022889 0.074778 -4.19
259375_at putative APG protein similar to anter-s --- AT3G16370 -9.09 -3.18 -2.93 0.022887 0.074778 -4.19
266802_at Expressed protein ; supported by cDNA--- AT2G22900 -2.76 -1.47 -2.93 0.0229 0.074804 -4.19
251076_at  putative protein putative protein At2g3--- AT5G01970 -1.45 -0.54 -2.93 0.022907 0.074817 -4.19
245095_at putative protein kinase contains a prote--- AT2G40860 -1.41 -0.49 -2.93 0.022919 0.074843 -4.19
249457_s_  zinc finger -like protein transcription faVIM4 AT1G66040 / 1.38 0.46 2.93 0.022923 0.074847 -4.19
261377_at unknown protein ;supported by full-leng--- AT1G18850 1.64 0.72 2.93 0.022957 0.074932 -4.19
248281_at unknown protein --- AT5G52980 1.22 0.28 2.93 0.022958 0.074932 -4.19
247422_at putative protein PEX14 AT5G62810 -1.25 -0.32 -2.93 0.022959 0.074932 -4.19
255929_at hypothetical protein predicted by gene --- AT1G12650 1.31 0.39 2.93 0.022985 0.074996 -4.19
247745_at copper transport protein COPT1 AT5G59030 -1.21 -0.28 -2.93 0.022986 0.074996 -4.19
253672_at  mRNA cleavage factor subunit - like p CFIM-25 AT4G29820 1.34 0.43 2.93 0.023025 0.075115 -4.20
258379_at  putative decarboxilase similar to 5-oxo--- AT3G16700 -1.41 -0.49 -2.93 0.02308 0.075271 -4.20
252327_at  MTN3-like protein MtN3 gene product --- AT3G48740 1.41 0.50 2.93 0.023079 0.075271 -4.20
265242_at hypothetical protein --- AT2G07705 1.51 0.60 2.93 0.023083 0.075272 -4.20
249277_at GDSL-motif lipase/hydrolase-like prote--- AT5G41890 -1.89 -0.92 -2.93 0.023094 0.075298 -4.20
250188_at  putative protein COP9 complex subunCOP13 AT5G14250 1.26 0.33 2.93 0.023112 0.075331 -4.20
259450_at hypothetical protein predicted by gene DRL1 AT1G13870 -1.30 -0.38 -2.93 0.023115 0.075331 -4.20



258327_at unknown protein contains similarity to PAP85 AT3G22640 1.22 0.29 2.93 0.023109 0.075331 -4.20
256831_at hypothetical protein --- AT3G22870 1.26 0.34 2.93 0.023118 0.075331 -4.20
252534_at  Myb DNA binding protein -like MYB59MYB111 AT3G46130 -1.25 -0.32 -2.93 0.023129 0.075357 -4.20
258101_at unknown protein RFR1 AT3G23590 -1.58 -0.66 -2.93 0.023133 0.075357 -4.20
249304_at folylpolyglutamate synthase-like protei GLA1 AT5G41480 -1.37 -0.45 -2.93 0.023139 0.075367 -4.20
252479_at small zinc finger-like protein TIM9  ;supTIM9 AT3G46560 1.41 0.49 2.93 0.023151 0.075395 -4.20
259476_at  Myb-related transcription activator, pu --- AT1G19000 -1.36 -0.44 -2.93 0.023159 0.07541 -4.20
251646_at putative protein --- AT3G57780 -2.30 -1.20 -2.93 0.023178 0.075462 -4.20
261501_at  wall-associated kinase 1, putative sim --- AT1G28390 1.40 0.49 2.92 0.023194 0.075505 -4.20
263912_at starch branching enzyme II SBE2.1 AT2G36390 1.36 0.44 2.92 0.023202 0.07552 -4.20
267512_at hypothetical protein predicted by genscSSE1 AT2G45690 -1.29 -0.37 -2.92 0.023208 0.075528 -4.20
253905_s_  putative protein retrotransposon Opie---- --- -1.20 -0.27 -2.92 0.023217 0.075542 -4.20
246281_at hypothetical protein NAPRT1 AT4G36940 -1.44 -0.53 -2.92 0.023219 0.075542 -4.20
252125_at  putative protein hypothetical protein T RTH AT3G51040 -1.27 -0.34 -2.92 0.023237 0.075589 -4.21
264690_at hypothetical protein similar to hypothetSNL4 AT1G70060 -1.34 -0.42 -2.92 0.023256 0.075629 -4.21
255284_at 5-adenylylsulfate reductase  ;supported 01-אפר AT4G04610 2.18 1.13 2.92 0.023255 0.075629 -4.21
251797_at  putative protein AT-hook protein 1 (AHAGF2 AT3G55560 1.37 0.45 2.92 0.023261 0.075637 -4.21
261819_at  receptor-like kinase, putative similar to--- AT1G11410 -1.25 -0.32 -2.92 0.023274 0.075667 -4.21
260549_at Expressed protein ; supported by full-le--- AT2G43535 -2.04 -1.03 -2.92 0.023285 0.075692 -4.21
249918_at  putative protein predicted protein, Ara --- AT5G19240 2.09 1.06 2.92 0.023297 0.07572 -4.21
266474_at hypothetical protein predicted by grail --- AT2G31110 2.03 1.02 2.92 0.02331 0.07575 -4.21
250437_at AtAGP4  ; supported by cDNA: gi_139 AGP4 AT5G10430 -2.57 -1.36 -2.92 0.023313 0.075751 -4.21
250865_at  putative protein predicted protein, Syn--- AT5G03900 -1.41 -0.49 -2.92 0.023336 0.075814 -4.21
255397_at putative transposon protein --- --- -1.35 -0.44 -2.92 0.023354 0.075862 -4.21
256686_at  non-LTR reverse transcriptase, putativ--- --- -1.20 -0.27 -2.92 0.023367 0.075892 -4.21
247966_at putative protein contains similarity to u --- AT5G56610 1.27 0.34 2.92 0.023372 0.075899 -4.21
258818_at  putative ethylene receptor (EIN4) simi EIN4 AT3G04580 1.31 0.39 2.92 0.023395 0.075964 -4.21
265212_at putative sugar transporter protein Simi --- AT1G05030 -1.26 -0.33 -2.92 0.023421 0.076038 -4.21
249800_at MtN3-like protein  ; supported by cDNAMTN3 AT5G23660 1.27 0.34 2.92 0.023442 0.076094 -4.21
256425_at  disease resistance protein, putative si ADR1 AT1G33560 1.39 0.48 2.92 0.023465 0.076158 -4.22
253518_at hypothetical protein --- AT4G31400 -1.32 -0.40 -2.92 0.023478 0.076188 -4.22
257966_at unknown protein  ;supported by full-len--- AT3G19800 -1.41 -0.49 -2.92 0.023488 0.07621 -4.22
250825_at putative protein similar to unknown pro--- AT5G05210 1.25 0.32 2.92 0.02351 0.07627 -4.22
259723_at putative iron-regulated transporter sim IRT3 AT1G60960 1.68 0.75 2.91 0.023537 0.076336 -4.22
256276_at  geranylgeranyl transferase type II beta--- AT3G12070 1.28 0.35 2.91 0.023535 0.076336 -4.22



247965_at putative protein similar to unknown proAGP14 AT5G56540 -1.46 -0.54 -2.91 0.023553 0.076379 -4.22
255040_at  putative protein hypothetical protein - A--- AT4G09580 1.28 0.35 2.91 0.023561 0.076393 -4.22
258064_at putative cytochrome P450 similar to G CYP72A14 AT3G14680 1.88 0.91 2.91 0.023581 0.076426 -4.22
255857_at unknown protein ;supported by full-lengABA4 AT1G67080 -1.21 -0.28 -2.91 0.023579 0.076426 -4.22
252724_at  putative protein hypothetical protein sl --- AT3G43540 -1.33 -0.41 -2.91 0.023579 0.076426 -4.22
264114_at hypothetical protein predicted by genscCDT1A AT2G31270 -1.71 -0.77 -2.91 0.023595 0.076462 -4.22
253421_at  putative protein predicted proteins, Ara--- AT4G32340 1.36 0.44 2.91 0.023629 0.076548 -4.22
245898_at  ser/thr specific protein kinase-like prot --- AT5G11020 -1.34 -0.42 -2.91 0.023627 0.076548 -4.22
247469_at Expressed protein ; supported by cDNAAGL42 AT5G62165 -3.10 -1.63 -2.91 0.023635 0.076557 -4.22
267428_at putative coatomer epsilon subunit --- AT2G34840 -1.28 -0.36 -2.91 0.023651 0.076597 -4.22
258054_at  delta tonoplast integral protein (delta-TDELTA-TIP AT3G16240 -4.41 -2.14 -2.91 0.02366 0.076615 -4.22
266473_at unknown protein --- AT2G31110 1.97 0.98 2.91 0.023672 0.076639 -4.23
261080_at proliferating cellular nuclear antigen idePCNA1 AT1G07370 -2.52 -1.33 -2.91 0.023674 0.076639 -4.23
247001_at natural resistance-associated macrophNRAMP4 AT5G67330 1.30 0.38 2.91 0.023686 0.076669 -4.23
254577_at putative protein  ;supported by full-leng--- AT4G19450 1.41 0.50 2.91 0.023692 0.076672 -4.23
264184_at  early nodule-specific protein, putative --- AT1G54790 -1.27 -0.34 -2.91 0.023694 0.076672 -4.23
256707_at hypothetical protein predicted by gene --- --- -1.22 -0.29 -2.91 0.023706 0.076699 -4.23
247980_at putative protein similar to unknown proGNC AT5G56860 -1.91 -0.94 -2.91 0.023729 0.076763 -4.23
246092_at glutaredoxin  ;supported by full-length --- AT5G20500 -1.29 -0.36 -2.91 0.02375 0.076811 -4.23
247500_at  putative protein B2 protein, Daucus ca--- AT5G61910 1.42 0.50 2.91 0.023749 0.076811 -4.23
248768_at 60S acidic ribosomal protein P1-like pr --- AT5G47700 -1.48 -0.57 -2.91 0.023769 0.07686 -4.23
263637_at hypothetical protein predicted by gensc--- AT2G11890 1.23 0.30 2.91 0.023802 0.076948 -4.23
262180_at  phosphoglycerate mutase, putative simPGM AT1G78050 1.24 0.31 2.91 0.023804 0.076948 -4.23
262731_at hypothetical protein similar to gb|AF09 MC8 AT1G16420 5.52 2.46 2.91 0.023806 0.076948 -4.23
252619_at putative protein several hypothetical pr--- AT3G45210 1.55 0.63 2.91 0.023818 0.076976 -4.23
265966_at putative RNA-binding protein  ; suppor --- AT2G37220 -1.35 -0.43 -2.91 0.023831 0.077005 -4.23
262504_at  putative protein disulfide isomerase prATPDIL1-1 AT1G21750 1.44 0.52 2.90 0.023851 0.077059 -4.23
257312_at Expressed protein ; supported by full-leAT3G26590 --- 1.23 0.30 2.90 0.023864 0.07709 -4.23
257663_at hypothetical protein predicted by gensc--- AT3G20260 -1.26 -0.33 -2.90 0.023869 0.077096 -4.23
245935_at hypothetical protein --- AT5G19840 1.23 0.30 2.90 0.023873 0.077099 -4.23
249827_at unknown protein  ;supported by full-len--- AT5G23330 -1.32 -0.40 -2.90 0.023886 0.077129 -4.23
261012_at  CLE9, putative CLAVATA3/ESR-Rela CLE9 AT1G26600 -1.19 -0.26 -2.90 0.023892 0.077139 -4.23
252440_at  aquaporin-like protein aquaporin - VerTIP5;1 AT3G47440 -1.23 -0.30 -2.90 0.023899 0.077139 -4.24
248223_at unknown protein  ; supported by cDNA--- AT5G53620 -1.19 -0.26 -2.90 0.023899 0.077139 -4.24
263193_at  acetyl-CoA carboxylase, putative simi --- AT1G36050 -1.24 -0.32 -2.90 0.023905 0.077145 -4.24



254058_at  putative protein cylicin II - human, PID--- AT4G25210 -1.31 -0.39 -2.90 0.023939 0.077244 -4.24
260652_at  putative MYB family transcription facto--- AT1G32360 -1.23 -0.30 -2.90 0.023948 0.077263 -4.24
256225_at unknown protein ; supported by full-len--- AT1G56220 1.39 0.48 2.90 0.023956 0.07728 -4.24
246417_at  quinone oxidoreductase - like protein --- AT5G16990 -1.41 -0.49 -2.90 0.023971 0.077317 -4.24
250590_at exonuclease-like protein --- AT5G07710 -1.24 -0.31 -2.90 0.023982 0.07734 -4.24
266096_at putative vacuolar protein sorting-assocVCL1 AT2G38020 1.24 0.31 2.90 0.02399 0.077355 -4.24
245700_at carbonate dehydratase - like protein ;s ACA3 AT5G04180 -1.22 -0.29 -2.90 0.024 0.077376 -4.24
267094_at putative diphenol oxidase  ; supported IRX12 AT2G38080 -2.22 -1.15 -2.90 0.024012 0.077404 -4.24
248392_at integral membrane protein-like --- AT5G52050 3.35 1.74 2.90 0.024029 0.077447 -4.24
264702_at hypothetical protein contains similarity --- AT1G70190 -1.29 -0.37 -2.90 0.024049 0.07749 -4.24
253431_at  putative protein predicted protein, Ara --- AT4G32440 1.28 0.35 2.90 0.024048 0.07749 -4.24
260081_at unknown protein --- AT1G78170 -2.90 -1.54 -2.90 0.024089 0.077609 -4.24
259835_at unknown protein TRZ3 AT1G52160 1.25 0.32 2.90 0.024094 0.077613 -4.24
252592_at mitogen-activated protein kinase 3  ; suNAXT1 AT3G45640 / 1.92 0.94 2.90 0.02411 0.077654 -4.24
261239_at  Avr9 elicitor response protein, putative--- AT1G32930 1.23 0.29 2.90 0.024113 0.077654 -4.24
254263_at Expressed protein ; supported by full-le--- AT4G23493 1.24 0.31 2.90 0.02415 0.077762 -4.25
266371_at calmodulin-like protein identical to GB: --- AT2G41410 1.62 0.69 2.90 0.024171 0.077818 -4.25
265903_at putative potassium transporter/channe SPIK AT2G25600 1.23 0.30 2.89 0.024196 0.077881 -4.25
247770_at  putative protein predicted proteins, Ara--- AT5G58930 -1.82 -0.87 -2.89 0.024197 0.077881 -4.25
257973_at unknown protein --- AT3G20720 1.33 0.41 2.89 0.024203 0.077888 -4.25
261475_at  anionic peroxidase, putative similar to --- AT1G14550 1.47 0.56 2.89 0.024225 0.077948 -4.25
251626_at  UDP-GlcNAc:dolichol phosphate N-ac--- AT3G57220 -1.27 -0.34 -2.89 0.024229 0.07795 -4.25
255735_at  transmembrane protein, putative simil --- AT1G25520 1.53 0.62 2.89 0.024241 0.077979 -4.25
261401_at  kinase, putative similar to Ste-20 relat --- AT1G79640 -1.35 -0.44 -2.89 0.024249 0.077992 -4.25
266406_at hypothetical protein predicted by gensc--- AT2G38570 -1.31 -0.39 -2.89 0.024271 0.078051 -4.25
252872_at  putative serine/threonine protein kinasSNRK2.7 AT4G40010 1.22 0.29 2.89 0.024332 0.078236 -4.25
266469_at myb-related protein MYB14 AT2G31180 1.26 0.34 2.89 0.024352 0.078291 -4.25
262025_at  growth regulator, putative similar to ax--- AT1G35510 -1.31 -0.38 -2.89 0.02436 0.078302 -4.26
259639_at unknown protein ;supported by full-leng--- AT1G52380 -1.29 -0.37 -2.89 0.024362 0.078302 -4.26
249069_at unknown protein --- AT5G44010 -1.66 -0.73 -2.89 0.024424 0.078477 -4.26
252229_at  putative protein lea32, Arabidopsis tha--- AT3G49890 1.33 0.42 2.89 0.024423 0.078477 -4.26
253095_at  putative protein ribonuclease III, Bacil --- AT4G37510 -1.27 -0.34 -2.89 0.024472 0.078622 -4.26
264157_at  xyloglucan endotransglycosylase, putaXTH17 AT1G65310 -1.54 -0.62 -2.89 0.024512 0.078715 -4.26
249957_at  putative protein predicted proteins, Ara--- AT5G18900 1.33 0.41 2.89 0.024505 0.078715 -4.26
255005_at putative protein putative proteins Arabi --- AT4G09990 -1.29 -0.37 -2.89 0.024515 0.078715 -4.26



247049_at putative protein similar to unknown pro--- AT5G66440 2.84 1.51 2.89 0.024509 0.078715 -4.26
257310_at  ATP-dependent RNA helicase, putativ--- AT3G26560 1.29 0.37 2.88 0.024541 0.078778 -4.26
249487_at  ABC transporter -like protein TAP-like TAP2 AT5G39040 1.54 0.63 2.88 0.024542 0.078778 -4.26
260407_at putative protein kinase Pfam HMM hit: --- AT1G69910 -1.22 -0.28 -2.88 0.024573 0.078868 -4.26
266164_at putative salt-inducible protein --- AT2G28050 -1.47 -0.55 -2.88 0.024611 0.078978 -4.27
259098_at  putative ribose 5-phosphate isomeras --- AT3G04790 -1.46 -0.54 -2.88 0.024622 0.079004 -4.27
263728_at  gamma-adaptin, putative similar to ga --- AT1G60070 -1.27 -0.34 -2.88 0.02464 0.079048 -4.27
245293_at HSP like protein ; supported by cDNA: --- AT4G16660 2.03 1.02 2.88 0.024672 0.079141 -4.27
258053_at unknown protein similar to CGI-18 prot--- AT3G16230 1.21 0.27 2.88 0.02469 0.079187 -4.27
259487_at hypothetical protein contains similarity TRFL5 AT1G15720 -1.19 -0.26 -2.88 0.024725 0.079288 -4.27
261979_at  nitrate reductase, putative similar to n NIA2 AT1G37130 1.50 0.58 2.88 0.024731 0.079295 -4.27
262341_at  E2, ubiquitin-conjugating enzyme, put UBC28 AT1G64230 1.31 0.39 2.88 0.024736 0.079301 -4.27
259537_at hypothetical protein ; supported by cDNPHR1 AT1G12370 -1.32 -0.40 -2.88 0.024745 0.07932 -4.27
265206_at putative protease belongs to eukaryotic--- AT2G36670 1.31 0.39 2.88 0.024765 0.079373 -4.27
245054_at unknown protein --- AT2G26460 1.31 0.39 2.88 0.024784 0.079421 -4.27
249468_at  putative protein predicted proteins, Ara--- AT5G39650 -1.22 -0.28 -2.88 0.024798 0.079457 -4.27
246050_s_  protein phosphatase 2A regulatory su --- AT5G28850 / -1.20 -0.27 -2.88 0.024826 0.079523 -4.28
261766_at  auxin-induced protein IAA5, putative sIAA5 AT1G15580 -1.96 -0.97 -2.88 0.024826 0.079523 -4.28
248820_at putative protein similar to unknown pro--- AT5G47060 1.37 0.45 2.88 0.024861 0.079611 -4.28
267077_at unknown protein similar to cytoskeleta --- AT2G40970 -1.36 -0.45 -2.88 0.024857 0.079611 -4.28
249739_at Ttg1 protein (emb CAB45372.1) TTG1 AT5G24520 -1.22 -0.29 -2.87 0.024892 0.079699 -4.28
267186_at unknown protein  ; supported by cDNA--- AT2G44090 -1.25 -0.32 -2.87 0.0249 0.079712 -4.28
265423_at unknown protein --- AT2G20790 -1.48 -0.56 -2.87 0.024906 0.079712 -4.28
247521_at  putative protein ATP/GTP nucleotide-b--- AT5G61450 1.28 0.36 2.87 0.024903 0.079712 -4.28
259074_at putative protein kinase contains Pfam RPK2 AT3G02130 -1.42 -0.51 -2.87 0.024937 0.079799 -4.28
264504_at  unknown protein similar to ATP-citrateACLA-3 AT1G09430 1.24 0.31 2.87 0.024952 0.079825 -4.28
262393_at hypothetical protein contains similarity --- AT1G49490 -1.27 -0.34 -2.87 0.024949 0.079825 -4.28
262531_at putative leucine-rich receptor protein k --- AT1G17230 / -1.37 -0.46 -2.87 0.024979 0.079901 -4.28
248110_at wax synthase-like protein --- AT5G55320 -1.20 -0.27 -2.87 0.024997 0.079937 -4.28
260269_at putative disease resistance protein sim--- AT1G63740 1.32 0.40 2.87 0.024996 0.079937 -4.28
246189_at ABI3-interacting protein 2  ;supported b--- AT5G20910 1.38 0.46 2.87 0.02503 0.08003 -4.28
255860_at  putative protein heparanase, Homo saAtGUS3 AT5G34940 5.19 2.38 2.87 0.025038 0.080035 -4.28
248278_at putative protein similar to unknown pro--- AT5G52890 -1.30 -0.38 -2.87 0.025035 0.080035 -4.28
262377_at  rubisco activase, putative similar to ru --- AT1G73110 -1.54 -0.62 -2.87 0.025049 0.080053 -4.28
260821_at unknown protein contains Pfam profile CRTISO AT1G06820 -1.32 -0.40 -2.87 0.025051 0.080053 -4.28



260323_at putative U3 small nucleolar ribonucleo IMP4 AT1G63780 1.57 0.65 2.87 0.025071 0.080104 -4.29
262798_at  putative SPL1-related protein similar t SPL14 AT1G20980 1.27 0.35 2.87 0.025095 0.080169 -4.29
253295_at  putative aspartate--tRNA ligase aspar --- AT4G33760 -1.41 -0.50 -2.87 0.025102 0.080175 -4.29
267644_s_ unknown protein highly similar to T21L--- AT2G32870 / -1.42 -0.50 -2.87 0.025103 0.080175 -4.29
267309_at Expressed protein ; supported by full-le--- AT2G19385 1.40 0.49 2.87 0.025121 0.080221 -4.29
259950_at  hypothetical protein predicted by gene--- AT1G71410 -1.28 -0.36 -2.87 0.025143 0.080278 -4.29
250564_at  putative protein sigma factor F inhibito--- AT5G08060 1.20 0.27 2.87 0.025165 0.080337 -4.29
262993_at hypothetical protein contains similarity --- AT1G54230 -1.22 -0.29 -2.87 0.025181 0.080376 -4.29
265271_at hypothetical protein predicted by gensc--- AT2G28360 -1.29 -0.37 -2.87 0.025185 0.080378 -4.29
246559_at  putative protein YTM1 - Homo sapiens--- AT5G15550 1.45 0.54 2.87 0.0252 0.080403 -4.29
264485_at unknown protein ; supported by cDNA:--- AT1G77220 1.25 0.32 2.87 0.025198 0.080403 -4.29
261026_at hypothetical protein predicted by gene --- AT1G01240 -1.33 -0.41 -2.86 0.025216 0.080446 -4.29
266439_s_ hypothetical protein predicted by grail --- AT2G43200 -1.26 -0.33 -2.86 0.025238 0.080504 -4.29
258471_at  NPK1-related protein kinase 3 identicaANP3 AT3G06030 -1.27 -0.34 -2.86 0.025246 0.080517 -4.29
246058_at  putative protein predicted proteins, Ara--- AT5G08430 1.28 0.35 2.86 0.025277 0.080606 -4.29
265257_at succinyl-CoA ligase beta subunit  ;sup --- AT2G20420 1.55 0.64 2.86 0.025291 0.080638 -4.29
258187_at  HSC70-interacting protein, putative simATTDX AT3G17880 1.25 0.32 2.86 0.025297 0.080647 -4.29
249798_at putative protein contains similarity to p --- AT5G23730 1.23 0.30 2.86 0.025314 0.08069 -4.30
264591_at hypothetical protein contains similarity --- AT2G17670 1.26 0.34 2.86 0.025327 0.08072 -4.30
246481_s_ cold and ABA inducible protein kin1  ;sKIN1 AT5G15960 / -3.42 -1.78 -2.86 0.025359 0.080799 -4.30
247174_at unknown protein  ; supported by cDNA--- AT5G65250 -1.23 -0.30 -2.86 0.025356 0.080799 -4.30
253605_at  putative protein probable membrane p--- AT4G30990 1.37 0.46 2.86 0.025393 0.080883 -4.30
266359_at putative phospholipid cytidylyltransferaCCT1 AT2G32260 1.23 0.30 2.86 0.02539 0.080883 -4.30
247086_at GATA-binding transcription factor-like --- AT5G66320 2.54 1.34 2.86 0.025424 0.080973 -4.30
246922_at serine/threonine protein kinase-like proCIPK25 AT5G25110 -1.44 -0.53 -2.86 0.025435 0.080996 -4.30
251717_at  putative protein EXOENZYMES REGULAF3 AT3G55850 1.35 0.43 2.86 0.025443 0.081009 -4.30
248971_at putative protein contains similarity to d --- AT5G45000 1.44 0.53 2.86 0.025454 0.081035 -4.30
258518_at unknown protein  ; supported by cDNA--- AT3G06570 -1.22 -0.28 -2.86 0.025471 0.081076 -4.30
256145_at  lipid transfer protein, putative similar to--- AT1G48750 -1.74 -0.80 -2.86 0.025482 0.081096 -4.30
262600_at  unknown protein ESTs gb|H37032, gbMBD10 AT1G15340 -1.38 -0.47 -2.86 0.025484 0.081096 -4.30
248348_at putative protein similar to unknown pro--- AT5G52190 -1.25 -0.32 -2.86 0.025521 0.081201 -4.30
256373_at hypothetical protein SGA2 AT1G66740 1.35 0.43 2.86 0.02553 0.081218 -4.30
260295_at putative aminopeptidase similar to ami --- AT1G63770 1.31 0.39 2.86 0.025539 0.081226 -4.31
247904_at putative protein contains similarity to u AIL5 AT5G57390 -1.34 -0.42 -2.86 0.025536 0.081226 -4.30
260833_at  lipase, putative similar to lipase GB:AA--- AT1G06800 1.72 0.78 2.86 0.025555 0.081263 -4.31



251773_at  putative protein HSPC058, Homo sap --- AT3G55960 1.45 0.54 2.86 0.025571 0.081304 -4.31
267495_at myb-like protein isolog ETC2 AT2G30420 -1.59 -0.67 -2.85 0.0256 0.081385 -4.31
259908_at RNA polymerase subunit identical to GATRPAC42 AT1G60850 1.38 0.46 2.85 0.025609 0.081402 -4.31
267095_at putative AMP deaminase  ; supported FAC1 AT2G38280 1.30 0.37 2.85 0.025633 0.081467 -4.31
263655_at hypothetical protein predicted by genef--- AT1G04500 1.25 0.32 2.85 0.025654 0.081511 -4.31
255100_at putative MuDR-like transposon protein --- --- -1.21 -0.28 -2.85 0.025654 0.081511 -4.31
247611_at putative protein predicted proteins --- AT5G60710 -1.22 -0.28 -2.85 0.02567 0.081552 -4.31
245048_at orf within trnK intron orf within trnK intr --- --- -1.38 -0.47 -2.85 0.025681 0.081573 -4.31
250543_at  DR1-like protein TATA-binding proteinNF-YB12 AT5G08190 -1.26 -0.33 -2.85 0.025687 0.081582 -4.31
248502_at putative protein strong similarity to unk--- AT5G50450 -1.36 -0.44 -2.85 0.025698 0.081607 -4.31
259216_at hypothetical protein ; supported by cDN--- AT3G09000 1.61 0.69 2.85 0.025702 0.081607 -4.31
253196_at NAD+ dependent isocitrate dehydroge IDH1 AT4G35260 1.36 0.44 2.85 0.025711 0.081624 -4.31
267342_at putative heme A:farnesyltransferase  ; COX10 AT2G44520 1.42 0.50 2.85 0.025719 0.081637 -4.31
254734_at  methionyl-tRNA synthetase - like prote--- AT4G13780 1.28 0.35 2.85 0.025727 0.081642 -4.31
251269_at  putative protein Pm5 protein - Homo s--- AT3G62360 -1.33 -0.41 -2.85 0.025724 0.081642 -4.31
257081_at  RING zinc finger protein contains Pfam--- AT3G30460 -1.24 -0.31 -2.85 0.025775 0.081781 -4.31
264464_at putative heat-shock protein similar to G--- AT1G10350 -1.29 -0.36 -2.85 0.025779 0.081781 -4.31
257675_at  ethylene responsive element binding fERF7 AT3G20310 -1.32 -0.40 -2.85 0.025782 0.081782 -4.31
256762_at Expressed protein ; supported by full-leIDL1 AT3G25655 3.25 1.70 2.85 0.025815 0.081873 -4.32
250165_at  putative protein many predicted protei --- AT5G15290 -1.25 -0.32 -2.85 0.025848 0.081968 -4.32
246385_at  mitotic cyclin a2-type, putative similar CYCA1;2 AT1G77390 -1.74 -0.80 -2.85 0.025852 0.081969 -4.32
258256_at unknown protein  ; supported by cDNA--- AT3G26890 -1.28 -0.36 -2.85 0.025858 0.081975 -4.32
265045_s_  putative protein kinase, ADK1 dual sp ADK1 AT1G03930 / -1.54 -0.62 -2.85 0.02591 0.082131 -4.32
257598_at  PRT1 identical to GB:CAA11891 from PRT1 AT3G24800 -1.34 -0.42 -2.85 0.025918 0.082144 -4.32
258859_at Expressed protein ; supported by full-le--- AT3G02120 -1.20 -0.26 -2.85 0.025924 0.08215 -4.32
264928_at  auxin-induced protein, putative similarATB2 AT1G60710 -1.26 -0.33 -2.84 0.025963 0.082262 -4.32
258189_at unknown protein  ;supported by full-lenJAZ3 AT3G17860 -1.55 -0.64 -2.84 0.025972 0.082281 -4.32
266846_at unknown protein --- AT2G25970 1.22 0.29 2.84 0.02599 0.082288 -4.32
265123_at hypothetical protein similar to putative --- AT1G55440 -1.22 -0.28 -2.84 0.025978 0.082288 -4.32
249154_at Nicotiana EREBP-3 like --- AT5G43410 2.64 1.40 2.84 0.025992 0.082288 -4.32
260435_at putative transcription factor similar to CMYB62 AT1G68320 1.73 0.79 2.84 0.025991 0.082288 -4.32
246656_at hypothetical protein --- --- 1.28 0.36 2.84 0.025989 0.082288 -4.32
261456_at hypothetical protein predicted by gene --- AT1G21050 -2.98 -1.57 -2.84 0.02602 0.082365 -4.32
264562_at hypothetical protein predicted by gene --- AT1G55760 1.56 0.64 2.84 0.026025 0.082369 -4.32
263400_s_ 40S ribosomal protein; contains C-term--- AT2G31610 / -1.31 -0.39 -2.84 0.026029 0.08237 -4.32



248155_at  putative protein 3 (2'), 5'-bisphosphateAHL AT5G54390 1.31 0.39 2.84 0.026049 0.082409 -4.33
251252_at putative protein several hypothetical pr--- AT3G62230 1.24 0.31 2.84 0.026046 0.082409 -4.33
257723_at hypothetical protein predicted by gene --- AT3G18500 -1.35 -0.43 -2.84 0.026079 0.082495 -4.33
255278_at putative WD-repeat membrane protein --- AT4G04940 1.43 0.52 2.84 0.026089 0.082503 -4.33
260173_at NAM-like protein similar to NAM GB:CAVND7 AT1G71930 -1.29 -0.37 -2.84 0.026089 0.082503 -4.33
252559_at  RNA binding protein -like COLD-INDU--- AT3G46020 -1.21 -0.27 -2.84 0.026128 0.082615 -4.33
257448_s_ putative protein various predicted prote--- AT2G11620 / 1.25 0.32 2.84 0.026174 0.08275 -4.33
262592_at unknown protein ESTs gb|H37295 and--- AT1G15400 1.38 0.46 2.84 0.026186 0.082763 -4.33
254937_at  putative aldolase similar to 2,4-dihydro--- AT4G10750 -1.22 -0.29 -2.84 0.026183 0.082763 -4.33
248753_at acyl carrier protein-like mtACP3 AT5G47630 -1.24 -0.31 -2.84 0.026196 0.082785 -4.33
252357_at  putative protein predicted proteins, Ara--- AT3G48410 1.40 0.49 2.84 0.026205 0.0828 -4.33
256017_at unknown protein ;supported by full-lengJAZ1 AT1G19180 2.06 1.04 2.84 0.026212 0.082812 -4.33
245401_at hypothetical protein ;supported by full- --- AT4G17670 1.82 0.86 2.83 0.026318 0.083134 -4.34
266658_at Expressed protein ; supported by full-le--- AT2G25735 3.20 1.68 2.83 0.026342 0.0832 -4.34
265476_at putative thioredoxin M  ; supported by ATHM3 AT2G15570 -1.21 -0.28 -2.83 0.026352 0.083218 -4.34
245143_at unknown protein  ;supported by full-lenZPR1 AT2G45450 1.62 0.70 2.83 0.026373 0.083272 -4.34
248764_at putative protein contains similarity to CNF-YB2 AT5G47640 -1.33 -0.41 -2.83 0.026387 0.083306 -4.34
257525_at hypothetical protein predicted by gensc--- AT3G04900 1.29 0.37 2.83 0.026416 0.083387 -4.34
253622_at  cyclic nucleotide and calmodulin-regu ATCNGC9 AT4G30560 -1.25 -0.32 -2.83 0.026423 0.083398 -4.34
265413_s_ hypothetical protein predicted by gensc--- AT2G16650 / -1.28 -0.35 -2.83 0.026441 0.083441 -4.34
256264_at unknown protein ; supported by full-len--- AT3G12210 -1.38 -0.46 -2.83 0.026455 0.083474 -4.34
254226_at  putative disease resistance response --- AT4G23690 3.69 1.88 2.83 0.02646 0.083478 -4.34
250969_at putative protein  ;supported by full-leng--- AT5G02740 -1.24 -0.30 -2.83 0.026475 0.083513 -4.34
245149_at putative SWI/SNF family transcription aATSWI3A AT2G47620 1.27 0.34 2.83 0.026479 0.083515 -4.34
259700_at unknown protein --- AT1G68980 1.19 0.25 2.83 0.026489 0.083526 -4.34
246218_at  RUB1-conjugating enzyme RCE1, putRCE1 AT4G36800 -1.40 -0.48 -2.83 0.026487 0.083526 -4.34
258623_at unknown protein  ; supported by cDNA--- AT3G02790 -1.60 -0.68 -2.83 0.026533 0.083652 -4.35
258090_at putative 60S ribosomal protein L18A s --- AT3G14600 -1.37 -0.45 -2.83 0.026556 0.083714 -4.35
249618_at  putative protein predicted proteins, Ara--- AT5G37490 4.17 2.06 2.83 0.026564 0.083727 -4.35
257797_at hypothetical protein contains Pfam pro --- AT3G15940 -1.28 -0.36 -2.83 0.026587 0.083787 -4.35
256075_at  mitogen-activated protein kinase, putaATMPK8 AT1G18150 1.31 0.39 2.83 0.026592 0.083791 -4.35
246066_at  putative protein predicted proteins, HoSMG7 AT5G19400 1.28 0.35 2.83 0.026597 0.083795 -4.35
261144_s_ unknown protein ;supported by full-leng--- AT1G19660 / 1.26 0.34 2.83 0.026651 0.083954 -4.35
248766_at putative protein strong similarity to unk--- AT5G47580 1.61 0.68 2.83 0.026658 0.083963 -4.35
260277_at hypothetical protein predicted by gensc--- AT1G80520 1.60 0.68 2.82 0.026683 0.084031 -4.35



263256_at unknown protein similar to ESTs gb|H3ATCPISCA AT1G10500 1.34 0.43 2.82 0.026704 0.084075 -4.35
267505_at putative cytochrome P450  ;supported CYP76C1 AT2G45560 -1.30 -0.38 -2.82 0.026703 0.084075 -4.35
245717_at Expressed protein ; supported by cDNA--- AT5G33390 1.27 0.34 2.82 0.026715 0.084096 -4.35
246946_at putative protein --- AT5G25070 -1.21 -0.27 -2.82 0.026757 0.084216 -4.35
264621_at putative protein kinase contains a prote--- AT2G17700 1.28 0.36 2.82 0.026764 0.084218 -4.35
247617_at  receptor like protein kinase receptor li --- AT5G60270 1.69 0.76 2.82 0.026762 0.084218 -4.35
248144_at glucose-6-phosphate/phosphate transl GPT1 AT5G54800 1.31 0.39 2.82 0.026771 0.084226 -4.35
252973_s_ peptidylprolyl isomerase ROC1  ;suppoROC1 AT4G38740 1.40 0.48 2.82 0.026777 0.084233 -4.35
249199_at putative protein similar to unknown proBPC6 AT5G42520 -1.25 -0.33 -2.82 0.0268 0.084295 -4.36
247534_at  pyrophosphate-dependent phosphofruPFK4 AT5G61580 1.21 0.28 2.82 0.026804 0.084296 -4.36
257497_at hypothetical protein predicted by gene --- AT1G51430 -1.43 -0.52 -2.82 0.026833 0.084374 -4.36
253237_at  putative aldehyde dehydrogenase aldeALDH3I1 AT4G34240 -1.44 -0.52 -2.82 0.026848 0.084411 -4.36
255624_at MAP kinase 4 (MPK4)  ;supported by f ATMPK4 AT4G01370 1.34 0.42 2.82 0.026865 0.084454 -4.36
246733_at  serine protease-like protein serine pro--- AT5G27660 1.28 0.36 2.82 0.026878 0.084482 -4.36
263918_at putative proline transporter  ;supportedProT3 AT2G36590 -2.29 -1.20 -2.82 0.026889 0.084507 -4.36
259242_at putative actin similar to actin 1 GB:P02ATARP6 AT3G33520 -1.23 -0.30 -2.82 0.0269 0.084527 -4.36
255943_at  UDP-glucose glucosyltransferase, put AtUGT85A5 AT1G22370 2.01 1.01 2.82 0.026908 0.084541 -4.36
262706_at putative ATP-dependent RNA helicase--- AT1G16280 1.35 0.44 2.82 0.026927 0.08459 -4.36
261016_at  beta-glucosidase, putative similar to b BGLU40 AT1G26560 -2.25 -1.17 -2.82 0.026936 0.084606 -4.36
247265_at putative protein strong similarity to unkCPuORF22 AT5G64550 / 1.65 0.72 2.82 0.026951 0.08464 -4.36
266808_at Expressed protein ; supported by full-le--- AT2G29995 -1.34 -0.43 -2.82 0.02696 0.08466 -4.36
251075_at  putative protein leucine-rich receptor-l --- AT5G01890 -1.62 -0.69 -2.82 0.026985 0.084713 -4.36
258440_at putative protein phosphatase similar to--- AT3G17250 1.26 0.33 2.82 0.026984 0.084713 -4.36
263560_s_ unknown protein FUT5 AT2G15350 / -1.28 -0.36 -2.82 0.027017 0.084804 -4.36
252354_at  betaine aldehyde dehydrogenase-like ALDH10A9 AT3G48170 1.22 0.29 2.82 0.027033 0.084842 -4.36
256852_at unknown protein contains Pfam profile ATRANGAP AT3G18610 1.38 0.46 2.81 0.027055 0.084897 -4.37
256988_s_  adenosine triphosphatase, putative sim--- AT3G28710 / -1.20 -0.27 -2.81 0.027083 0.084974 -4.37
263786_at putative auxin-responsive protein  ; supJAR1 AT2G46370 1.18 0.24 2.81 0.027099 0.085014 -4.37
257534_at hypothetical protein predicted by gensc--- AT3G09670 1.23 0.30 2.81 0.027105 0.085021 -4.37
251355_at  putative protein hypothetical protein T --- AT3G61100 -1.34 -0.42 -2.81 0.027116 0.085044 -4.37
264655_at  unknown protein Similar to Glycine SRSRC2 AT1G09070 1.61 0.69 2.81 0.027142 0.085111 -4.37
259936_at putative UDP-glucose:glycoprotein glu EBS1 AT1G71220 1.22 0.29 2.81 0.027148 0.085112 -4.37
257978_at putative serine/threonine protein kinaseATNEK5 AT3G20860 2.08 1.05 2.81 0.027149 0.085112 -4.37
263318_at Expressed protein ; supported by full-leAtGDU4 AT2G24762 -2.69 -1.43 -2.81 0.027189 0.085223 -4.37
246144_at  dynein light chain - like protein dynein --- AT5G20110 -1.45 -0.54 -2.81 0.027199 0.085243 -4.37



254835_s_  flavonoid 3,5-hydroxylase -like proteinCYP706A5 AT4G12310 / -1.55 -0.64 -2.81 0.027221 0.085303 -4.37
251535_at hypothetical protein  ;supported by full---- AT3G58540 1.38 0.47 2.81 0.027246 0.085348 -4.37
249592_at  putative protein SIAH1 protein, Brassi --- AT5G37890 -1.30 -0.38 -2.81 0.027245 0.085348 -4.37
252112_at  putative protein merozoite surface ant --- AT3G51580 1.30 0.38 2.81 0.027247 0.085348 -4.37
245075_at putative cytochrome P450 CYP96A1 AT2G23180 1.26 0.34 2.81 0.02727 0.085383 -4.37
245795_at unknown protein contains similarity to o--- AT1G32160 -1.23 -0.30 -2.81 0.027266 0.085383 -4.37
249809_at unknown protein --- AT5G23910 1.21 0.27 2.81 0.027269 0.085383 -4.37
250776_at monooxygenase  ;supported by full-len--- AT5G05320 1.21 0.28 2.81 0.027286 0.085399 -4.37
265641_at putative RNA-binding glycine rich prote--- AT2G27330 -1.29 -0.37 -2.81 0.02728 0.085399 -4.37
250793_at leucoanthocyanidin dioxygenase-like p--- AT5G05600 1.80 0.85 2.81 0.027283 0.085399 -4.37
252348_at  B12D-like protein B12D protein - Hord--- AT3G48140 1.23 0.30 2.81 0.027294 0.085414 -4.37
260637_at  ACC oxidase, putative similar to ACC ACO2 AT1G62380 1.98 0.98 2.81 0.027325 0.085497 -4.38
254023_at  putative protein hypothetical protein T --- AT4G25770 -1.30 -0.38 -2.81 0.027356 0.08558 -4.38
255066_at  F-box protein family, AtFBW2 contains--- AT4G08980 -1.22 -0.28 -2.81 0.027359 0.08558 -4.38
266280_at putative tropinone reductase --- AT2G29260 -1.20 -0.26 -2.81 0.027369 0.085583 -4.38
264210_at  putative myb-related transcription fact MYB3 AT1G22640 1.40 0.49 2.81 0.027365 0.085583 -4.38
257826_at  RING zinc finger protein, putative cont--- AT3G26730 1.24 0.31 2.81 0.027371 0.085583 -4.38
259492_at hypothetical protein predicted by gene --- AT1G15830 -1.44 -0.53 -2.81 0.027378 0.085594 -4.38
255441_at putative cullin-like 1 protein similar to OATCUL1 AT4G02570 1.24 0.31 2.81 0.027394 0.085631 -4.38
262189_at  GTPase, putative similar to GTPase G--- AT1G78010 1.26 0.33 2.81 0.027406 0.085647 -4.38
247624_at  aspartyl aminopeptidase - like protein --- AT5G60160 1.19 0.26 2.81 0.027406 0.085647 -4.38
258902_at  putative pyruvate dehydrogenase kinaPDK AT3G06483 -1.21 -0.28 -2.80 0.027437 0.085731 -4.38
256140_at hypothetical protein contains similarity --- AT1G48650 1.40 0.48 2.80 0.027468 0.085815 -4.38
253402_at HD-zip transcription factor (athb-8) ATHB-8 AT4G32880 -1.44 -0.53 -2.80 0.027504 0.085918 -4.38
255228_at  F-box protein family, AtFBL21 contain --- AT4G05470 -1.22 -0.29 -2.80 0.027511 0.085927 -4.38
258145_at  integral membrane protein, putative si --- AT3G18200 -1.31 -0.38 -2.80 0.027522 0.085949 -4.38
245283_at Expressed protein ; supported by cDNAAT-HSFA5 AT4G13980 1.27 0.34 2.80 0.027556 0.086044 -4.38
256125_at  pathogenesis-related group 5 protein, ATLP-1 AT1G18250 -1.38 -0.47 -2.80 0.027573 0.086074 -4.39
253704_at  X-Pro dipeptidase - like protein (fragm--- AT4G29490 1.26 0.33 2.80 0.027572 0.086074 -4.39
265699_at putative esterase (contains an esterase--- AT2G03550 -1.26 -0.33 -2.80 0.027592 0.08611 -4.39
257366_s_ unknown protein --- AT2G03040 / 1.26 0.33 2.80 0.02759 0.08611 -4.39
264625_at hypothetical protein Contains similaritySNF4 AT1G09020 -1.25 -0.32 -2.80 0.027606 0.086129 -4.39
250537_at Expressed protein ; supported by full-le--- AT5G08565 1.44 0.53 2.80 0.027605 0.086129 -4.39
252968_at  putative protein unknown mRNA, Hom--- AT4G38890 1.40 0.48 2.80 0.02762 0.086163 -4.39
246829_at  putative protein pyruvate water dikinasATGWD3 AT5G26570 1.22 0.29 2.80 0.027637 0.086202 -4.39



259748_at putative dehydrogenase similar to D-th--- AT1G71180 -1.28 -0.35 -2.80 0.027641 0.086202 -4.39
255252_at contains similarity to Gossypium hirsut --- AT4G04990 -1.23 -0.30 -2.80 0.027662 0.086247 -4.39
251697_at  putative protein hypothetical protein A --- AT3G56600 1.20 0.26 2.80 0.027662 0.086247 -4.39
258238_at unknown protein RST1 AT3G27670 1.20 0.27 2.80 0.027678 0.086274 -4.39
256088_at putative FKBP-type peptidyl-prolyl cis-t--- AT1G20810 -1.40 -0.48 -2.80 0.027679 0.086274 -4.39
254171_at  PsRT17-1 like protein PsRT17-1, Pisu--- AT4G24530 -1.21 -0.28 -2.80 0.027697 0.08632 -4.39
260076_at putative calmodulin similar to calmodu --- AT1G73630 1.43 0.51 2.80 0.027732 0.086417 -4.39
267454_at  putative U5 small nuclear ribonucleop --- AT2G33730 1.24 0.30 2.80 0.027753 0.086469 -4.39
257897_at HAL3A protein identical to GB:AAD516HAL3A AT3G18030 -1.36 -0.44 -2.80 0.027762 0.086487 -4.39
257066_at  lipid transfer protein, putative similar to--- AT3G18280 1.79 0.84 2.80 0.027773 0.086508 -4.39
248903_at 3-oxoacyl-[acyl-carrier-protein] synthasKAS I AT5G46290 -1.50 -0.59 -2.80 0.027779 0.086516 -4.39
245122_at putative dimethyladenosine transferase--- AT2G47420 1.28 0.35 2.80 0.027786 0.086526 -4.39
267376_at  putative receptor-like protein kinase, EER AT2G26330 -2.44 -1.29 -2.79 0.027862 0.086749 -4.40
247635_at  serine/threonine-protein kinase - like pGRIK2 AT5G60548 / 1.21 0.27 2.79 0.027868 0.086757 -4.40
251528_at  putative protein hypothetical protein F --- AT3G58600 -1.31 -0.38 -2.79 0.027877 0.086773 -4.40
252186_at putative protein --- AT3G50810 1.30 0.38 2.79 0.027886 0.08679 -4.40
261179_at unknown protein --- AT1G04985 -1.29 -0.37 -2.79 0.027899 0.086817 -4.40
264406_at  putative phragmoplastin similar to dynADL6 AT1G10290 1.28 0.35 2.79 0.027912 0.086848 -4.40
252064_at  putative protein various predicted prot --- AT3G51520 -1.24 -0.31 -2.79 0.027933 0.0869 -4.40
249067_at putative protein similar to unknown pro--- AT5G43960 -1.25 -0.32 -2.79 0.027945 0.086913 -4.40
260274_at putative glycerol kinase similar to GLY NHO1 AT1G80460 1.33 0.41 2.79 0.027942 0.086913 -4.40
258658_at putative adenosine kinase similar to adADK1 AT3G09820 -1.65 -0.72 -2.79 0.027963 0.086957 -4.40
262990_at  E2, ubiquitin-conjugating enzyme, put MMZ1 AT1G23260 -1.22 -0.29 -2.79 0.027994 0.08703 -4.40
254387_at  putative protein CGI-131 protein, HomATMSRB9 AT4G21850 4.25 2.09 2.79 0.027993 0.08703 -4.40
260889_at hypothetical protein predicted by gene --- AT1G29120 1.22 0.29 2.79 0.028009 0.087066 -4.40
267156_at hypothetical protein predicted by gensc--- AT2G37610 -1.26 -0.34 -2.79 0.028018 0.08708 -4.40
247464_at  putative protein various predicted prot IQD23 AT5G62070 -1.46 -0.55 -2.79 0.028036 0.087114 -4.40
260681_at hypothetical protein predicted by gene AT1G08030 --- 1.22 0.29 2.79 0.028034 0.087114 -4.40
249278_at putative protein strong similarity to unk--- AT5G41900 -4.44 -2.15 -2.79 0.028051 0.087131 -4.40
258508_at  protein kinase, putative similar to SER--- AT3G06640 -1.19 -0.25 -2.79 0.028046 0.087131 -4.40
245083_at putative integral membrane protein  ;suATRER1C1 AT2G23310 -1.26 -0.33 -2.79 0.028053 0.087131 -4.40
261634_at ATP-dependent Clp protease proteolytCLPR1 AT1G49970 1.34 0.42 2.79 0.028065 0.087156 -4.40
252041_at DNA-directed RNA polymerase II 13.6 NRPB11 AT3G52090 -1.25 -0.33 -2.79 0.028069 0.087156 -4.40
245777_at unknown protein contains similarity to datnudt21 AT1G73540 2.71 1.44 2.79 0.028078 0.087172 -4.40
263594_at putative purple acid phosphatase contaPAP7 AT2G01880 1.66 0.74 2.79 0.028116 0.087278 -4.41



249355_at hypothetical protein --- AT5G40500 -1.23 -0.30 -2.79 0.02812 0.087279 -4.41
261558_at unknown protein --- AT1G01770 1.44 0.53 2.78 0.028252 0.087678 -4.41
264584_at unknown protein Similar to Synechocy --- AT1G05140 -1.28 -0.36 -2.78 0.028282 0.08776 -4.41
254421_at  VP1 like protein transcription activatorVAL3 AT4G21550 1.38 0.46 2.78 0.028306 0.087821 -4.41
260486_at F-box protein ZEITLUPE/FKF/LKP/ADA--- AT1G51550 1.26 0.33 2.78 0.028329 0.08788 -4.41
253734_at  putative serine/threonine-specific rece--- AT4G29180 -1.26 -0.33 -2.78 0.028339 0.087892 -4.41
245098_at ethylene response sensor (ERS) ident ERS1 AT2G40940 -1.64 -0.71 -2.78 0.02834 0.087892 -4.41
249886_at unknown protein  ; supported by cDNA--- AT5G22320 1.41 0.49 2.78 0.028362 0.087943 -4.41
253395_at protein kinase AME3  ; supported by c AME3 AT4G32660 -1.20 -0.27 -2.78 0.028364 0.087943 -4.41
249113_at putative protein similar to unknown pro--- AT5G43790 1.36 0.44 2.78 0.028395 0.088025 -4.42
246755_at F-box protein family contains similarity --- AT5G27920 -1.64 -0.71 -2.78 0.028408 0.088053 -4.42
249379_at  putative protein predicted protein, Ara --- AT5G40460 1.67 0.74 2.78 0.028456 0.08819 -4.42
256294_at unknown protein --- AT1G69450 1.30 0.38 2.78 0.028464 0.088204 -4.42
264152_at  Mago Nashi-like protein similar to MagMAGO AT1G02140 1.26 0.33 2.78 0.028475 0.088225 -4.42
258974_at  unknown protein similar to brahma ass--- AT3G01890 1.27 0.35 2.78 0.028494 0.088273 -4.42
262826_at  putative cytochrome P450 monooxygeCYP71B2 AT1G13080 1.63 0.71 2.78 0.028534 0.088371 -4.42
262630_at unknown protein ;supported by full-lengGPAT1 AT1G06520 2.24 1.17 2.78 0.02853 0.088371 -4.42
254481_at hypothetical protein  ; supported by cD--- AT4G20480 1.41 0.49 2.78 0.028582 0.088509 -4.42
247885_at putative protein similar to unknown pro--- AT5G57830 -1.44 -0.52 -2.78 0.02859 0.088521 -4.42
259000_at hypothetical protein predicted by gensc--- AT3G01860 -1.61 -0.69 -2.78 0.028594 0.088523 -4.42
265442_at hypothetical protein predicted by genef--- AT2G20940 1.54 0.62 2.77 0.028616 0.088566 -4.42
267124_at putative acetone-cyanohydrin lyase MES19 AT2G23570 -1.28 -0.36 -2.77 0.028615 0.088566 -4.42
250530_at unknown protein --- AT5G08630 1.26 0.34 2.77 0.028634 0.088609 -4.42
246566_at  oligopeptide transporter -like protein o --- AT5G14940 1.52 0.60 2.77 0.02866 0.088678 -4.43
251953_at  putative protein predicted protein, Ara CPuORF51 AT3G53668 / -1.30 -0.37 -2.77 0.028686 0.088747 -4.43
256038_at hypothetical protein similar to polygala --- AT1G19170 -1.30 -0.38 -2.77 0.0287 0.088777 -4.43
263112_at unknown protein Strong similarity to gi --- AT1G03080 1.28 0.35 2.77 0.028717 0.088818 -4.43
267180_at unknown protein  ; supported by cDNASLT1 AT2G37570 1.25 0.32 2.77 0.028738 0.088871 -4.43
249613_at  putative protein mDj10, Mus musculus--- AT5G37380 1.32 0.40 2.77 0.028766 0.088941 -4.43
258212_at unknown protein contains Pfam profile --- AT3G17920 -1.19 -0.25 -2.77 0.028768 0.088941 -4.43
266701_at profilin 1  ; supported by cDNA: gi_135PRF1 AT2G19760 -1.20 -0.26 -2.77 0.028789 0.088994 -4.43
251619_at  putative protein hypothetical protein A --- AT3G58050 -1.19 -0.25 -2.77 0.028801 0.089019 -4.43
254924_at  MAP kinase (ATMPK5) possible internATMPK5 AT4G11330 1.44 0.53 2.77 0.028831 0.089097 -4.43
261233_at hypothetical protein similar to hypothet --- AT1G32810 1.28 0.35 2.77 0.028852 0.089153 -4.43
260776_at  zinc finger protein, putative similar to z--- AT1G14580 -1.70 -0.77 -2.77 0.028861 0.089154 -4.43



266452_at hypothetical protein predicted by gensc--- AT2G43320 1.41 0.49 2.77 0.028859 0.089154 -4.43
263802_at unknown protein  ;supported by full-len--- AT2G40430 1.48 0.57 2.77 0.028867 0.08916 -4.43
260207_at putative phosphoglucomutase similar t --- AT1G70730 -1.36 -0.44 -2.77 0.028878 0.089182 -4.43
262617_at unknown protein POR C AT1G03630 / -1.23 -0.30 -2.77 0.028933 0.089339 -4.44
247254_at  CLE21, putative CLAVATA3/ESR-Rel CLE21 AT5G64800 1.52 0.60 2.77 0.028974 0.089457 -4.44
247854_at contains similarity to phosphoesterase --- AT5G58200 1.27 0.35 2.77 0.028981 0.089466 -4.44
262946_at hypothetical protein predicted by gensc--- AT1G79390 1.25 0.32 2.77 0.029013 0.089553 -4.44
259422_at unknown protein --- AT1G13810 1.39 0.47 2.76 0.029028 0.089562 -4.44
255734_at hypothetical protein similar to putative --- AT1G25550 1.37 0.46 2.76 0.029024 0.089562 -4.44
266871_at unknown protein --- AT2G44710 1.18 0.24 2.76 0.029033 0.089562 -4.44
248031_at unknown protein  ; supported by cDNA--- AT5G55640 1.19 0.25 2.76 0.029044 0.089562 -4.44
263644_at hypothetical protein predicted by gensc--- AT2G04730 1.25 0.32 2.76 0.02903 0.089562 -4.44
263688_at  unknown protein Location of EST 228A--- AT1G26920 -2.07 -1.05 -2.76 0.029043 0.089562 -4.44
253038_at homeobox protein HAT22  ;supported HAT22 AT4G37790 1.48 0.57 2.76 0.029041 0.089562 -4.44
255737_at unknown protein ;supported by full-leng--- AT1G25420 -1.27 -0.34 -2.76 0.029053 0.089567 -4.44
261491_at hypothetical protein contains similarity FLP AT1G14350 1.83 0.87 2.76 0.029052 0.089567 -4.44
250992_at  expansin precursor - like protein expa ATEXPA9 AT5G02260 1.74 0.80 2.76 0.029061 0.089578 -4.44
259310_s_ Expressed protein ; supported by cDNA--- AT3G05160 / 1.32 0.40 2.76 0.029071 0.089598 -4.44
245628_at  anthocyanin2, putative similar to anthoPAP1 AT1G56650 1.42 0.50 2.76 0.029084 0.089626 -4.44
265999_at unknown protein  ; supported by cDNA--- AT2G24100 1.35 0.43 2.76 0.02909 0.089631 -4.44
260709_at hypothetical protein predicted by gene ATNAP6 AT1G32500 -1.28 -0.35 -2.76 0.029115 0.089687 -4.44
247153_at receptor protein kinase-like protein BAM1 AT5G65700 -1.58 -0.66 -2.76 0.029116 0.089687 -4.44
250719_at putative protein contains similarity to R--- AT5G06250 1.30 0.37 2.76 0.029139 0.089747 -4.44
263630_at Expressed protein ; supported by full-le--- AT2G04845 -1.22 -0.28 -2.76 0.02915 0.089767 -4.44
245459_at hypothetical protein --- --- -1.40 -0.48 -2.76 0.029164 0.089798 -4.44
253777_at SOF1 protein-like protein SOF1 (involv--- AT4G28450 1.74 0.80 2.76 0.029172 0.08981 -4.44
253709_at  pyrophosphate-dependent phosphofruPFK1 AT4G29220 1.35 0.43 2.76 0.029182 0.089818 -4.44
252419_at putative protein --- AT3G47510 -1.63 -0.71 -2.76 0.029179 0.089818 -4.44
249342_at  putative protein ATP12 protein precurs--- AT5G40660 -1.28 -0.35 -2.76 0.029194 0.089844 -4.45
267367_at unknown protein  ;supported by full-len--- AT2G44210 -1.38 -0.47 -2.76 0.029202 0.089855 -4.45
256232_at unknown protein ; supported by full-lenFYD AT3G12570 1.18 0.24 2.76 0.029234 0.08994 -4.45
254966_at  COP1 like protein photomorphogenes SPA2 AT4G11110 1.19 0.25 2.76 0.029255 0.089995 -4.45
251631_at putative protein several hypothetical pr--- AT3G57430 1.28 0.36 2.76 0.029274 0.090039 -4.45
260392_at putative enolase similar to ENOLASE (--- AT1G74030 3.21 1.68 2.76 0.029312 0.090144 -4.45
264081_at putative RING zinc finger transcription --- AT2G28540 1.30 0.37 2.76 0.029319 0.090155 -4.45



262818_at hypothetical protein predicted by gensc--- AT1G11755 / 1.24 0.31 2.76 0.029371 0.090264 -4.45
257667_at  1,4-alpha-glucan branching enzyme, pEMB2729 AT3G20440 1.42 0.50 2.76 0.029362 0.090264 -4.45
263429_at putative aspartate aminotransferase  ;sAAT AT2G22250 2.12 1.08 2.76 0.029366 0.090264 -4.45
261467_at unknown protein VOZ1 AT1G28520 1.39 0.48 2.76 0.029368 0.090264 -4.45
248173_at putative protein contains similarity to R--- AT5G54580 -1.23 -0.30 -2.76 0.029394 0.090324 -4.45
257799_at  protein kinase, putative similar to som --- AT3G15890 1.26 0.33 2.76 0.029405 0.090335 -4.45
245843_at unknown protein --- AT1G26180 -1.28 -0.35 -2.76 0.029406 0.090335 -4.45
258181_at nitrate transporter identical to nitrate tra--- AT3G21670 -1.40 -0.48 -2.75 0.029441 0.090431 -4.45
257112_at  cytochrome P450, putative contains PCYP705A21 AT3G20120 1.26 0.33 2.75 0.029446 0.090435 -4.45
259021_at hypothetical protein predicted by genef--- AT3G07540 -1.52 -0.60 -2.75 0.029464 0.090479 -4.45
259227_at putative 3  exoribonuclease contains P--- AT3G07750 1.80 0.85 2.75 0.029496 0.090564 -4.46
259111_at alpha subunit of F-actin capping protei --- AT3G05520 -1.33 -0.41 -2.75 0.029509 0.090591 -4.46
246891_at  putative protein various predicted prot --- AT5G25490 -1.20 -0.26 -2.75 0.02957 0.090768 -4.46
262448_at  En/Spm-like transposon protein, putat --- AT1G49450 1.25 0.32 2.75 0.029579 0.090784 -4.46
250734_at putative protein similar to unknown pro--- AT5G06270 -1.75 -0.81 -2.75 0.029609 0.090861 -4.46
258635_at unknown protein --- AT3G08020 1.20 0.26 2.75 0.029633 0.090911 -4.46
266828_at putative flavonol 3-O-glucosyltransfera--- AT2G22930 -1.20 -0.27 -2.75 0.029632 0.090911 -4.46
256191_at unknown protein similar to hypothetica --- AT1G30130 1.27 0.35 2.75 0.02965 0.090952 -4.46
254351_at  putative protein probable membrane pSOBER1 AT4G22300 -1.30 -0.37 -2.75 0.029658 0.090965 -4.46
246925_at  cytochrome P450 71B1 - like protein cCYP71B14 AT5G25180 1.23 0.30 2.75 0.029724 0.091115 -4.46
257715_at  putative zinc transporter identical to puZIP1 AT3G12750 1.53 0.62 2.75 0.029727 0.091115 -4.46
248801_at homeobox-leucine zipper protein-like  HAT2 AT5G47370 -1.94 -0.96 -2.75 0.029716 0.091115 -4.46
254409_at  serine/threonine protein kinase - like p--- AT4G21400 2.08 1.06 2.75 0.029725 0.091115 -4.46
248358_at cytochrome P-450-like protein CYP715A1 AT5G52400 1.67 0.74 2.75 0.029718 0.091115 -4.46
265661_at putative protein kinase contains a prote--- AT2G24360 1.29 0.37 2.75 0.029743 0.091152 -4.46
248511_at Expressed protein ; supported by cDNACPI1 AT5G50375 -1.47 -0.55 -2.75 0.029751 0.091163 -4.46
245081_at  unknown protein overlap with T20D16--- --- -1.41 -0.50 -2.75 0.029762 0.091185 -4.47
257955_at unknown protein  ; supported by cDNA--- AT3G21810 1.57 0.65 2.75 0.029777 0.091218 -4.47
246427_at  ADP/ATP translocase-like protein adpER-ANT1 AT5G17400 -1.29 -0.37 -2.75 0.029823 0.091348 -4.47
264743_at  receptor-like protein kinase, putative s--- AT1G62090 1.21 0.27 2.75 0.02983 0.091356 -4.47
255033_at  putative protein phosphonopyruvate d --- AT4G09520 -1.31 -0.39 -2.74 0.029859 0.091432 -4.47
266732_at unknown protein --- AT2G03240 -1.39 -0.47 -2.74 0.029946 0.091673 -4.47
251340_at  actin - like protein actin 3, Drosophila ATARP7 AT3G60830 -1.24 -0.31 -2.74 0.029943 0.091673 -4.47
246884_at  putative protein cation transport protei --- AT5G26220 -1.57 -0.65 -2.74 0.029953 0.091683 -4.47
255635_at Shaggy related protein kinase tetha  ; sATSK32 AT4G00720 1.27 0.35 2.74 0.02996 0.091694 -4.47



259094_at putative cysteine synthase similar to cyCYSD1 AT3G04940 -1.39 -0.48 -2.74 0.02997 0.09171 -4.47
253758_at Expressed protein ;supported by cDNAemb2726 AT4G29060 -1.30 -0.38 -2.74 0.029974 0.09171 -4.47
252204_at  putative protein predicted protein, Ara --- AT3G50340 -1.87 -0.91 -2.74 0.029993 0.091756 -4.47
266571_at unknown protein --- AT2G23830 1.57 0.65 2.74 0.030004 0.091777 -4.47
263090_at hypothetical protein predicted by gensc--- AT2G16190 -1.22 -0.28 -2.74 0.030034 0.091858 -4.47
259034_at putative pectinacetylesterase similar to--- AT3G09410 1.41 0.50 2.74 0.030052 0.091863 -4.48
252822_at Expressed protein ; supported by full-le--- AT4G39955 1.29 0.37 2.74 0.030049 0.091863 -4.48
264056_at putative DOF zinc finger protein  ;supp--- AT2G28510 1.36 0.44 2.74 0.030048 0.091863 -4.48
259171_at hypothetical protein predicted by genef--- AT3G03590 -1.26 -0.33 -2.74 0.030044 0.091863 -4.48
265705_at unknown protein related to MO25 (mou--- AT2G03410 1.81 0.86 2.74 0.030065 0.091892 -4.48
264396_at  fumarylacetoacetate hydrolase-like pro--- AT1G12050 1.21 0.28 2.74 0.030085 0.091929 -4.48
262426_s_  cytochrome P450, putative similar to c--- AT1G47625 / -1.33 -0.42 -2.74 0.030085 0.091929 -4.48
259411_at hypothetical protein contains Pfam pro --- AT1G13410 1.24 0.31 2.74 0.030101 0.091965 -4.48
262768_at  putative beta-1,4-N-acetylglucosaminy--- AT1G12990 -1.65 -0.73 -2.74 0.030111 0.091974 -4.48
245964_at  putative protein C-terminus of glutami --- AT5G19720 -1.29 -0.37 -2.74 0.030112 0.091974 -4.48
266382_at hypothetical protein predicted by gensc--- --- -1.20 -0.26 -2.74 0.030151 0.092073 -4.48
250933_at  arabinogalactan protein - like arabinogFLA11 AT5G03170 -1.65 -0.72 -2.74 0.030153 0.092073 -4.48
259329_at  putative two-component phosphorelayAHP4 AT3G16360 -1.74 -0.80 -2.74 0.03016 0.092082 -4.48
246225_at putative protein ;supported by full-leng LEJ2 AT4G36910 -1.32 -0.40 -2.74 0.030196 0.092167 -4.48
263005_at hypothetical protein predicted by gene --- AT1G54540 -1.45 -0.54 -2.74 0.030194 0.092167 -4.48
247193_at putative protein strong similarity to unk--- AT5G65380 1.35 0.44 2.74 0.030241 0.092293 -4.48
250937_at  putative protein various predicted prot --- AT5G03230 -1.46 -0.55 -2.74 0.030251 0.092311 -4.48
253746_at  putative protein hypothetical protein - A--- AT4G29100 1.57 0.65 2.74 0.030257 0.092317 -4.48
259090_at putative ribosomal protein s19 or s24 s--- AT3G04920 -1.46 -0.55 -2.74 0.030268 0.092337 -4.48
262493_at  auxilin-like protein similar to GB:CAB4--- AT1G21660 -1.23 -0.30 -2.74 0.030272 0.092338 -4.48
252649_at  putative protein histone deacetylase 1HDA9 AT3G44680 1.20 0.26 2.73 0.030278 0.092343 -4.48
267177_at Expressed protein ; supported by full-le--- AT2G37580 1.44 0.53 2.73 0.030288 0.092362 -4.48
261574_at  cytochrome P450, putative similar to cCYP78A8 AT1G01190 -1.58 -0.66 -2.73 0.030308 0.092402 -4.48
259415_at hypothetical protein contains similarity --- AT1G02330 -1.33 -0.41 -2.73 0.030309 0.092402 -4.48
255474_at  coded for by A. thaliana cDNA T75804--- AT4G02480 1.24 0.32 2.73 0.030328 0.092443 -4.48
267075_at putative bZIP transcription factor contaEEL AT2G41070 1.21 0.27 2.73 0.030331 0.092443 -4.49
264172_at unknown protein VAD1 AT1G02120 1.38 0.47 2.73 0.030335 0.092443 -4.49
252267_at  putative protein NITROGEN REGULA--- AT3G49640 -1.37 -0.46 -2.73 0.030342 0.092452 -4.49
255955_at hypothetical protein predicted by gensc--- AT1G22030 -1.49 -0.57 -2.73 0.030369 0.092524 -4.49
263951_at putative harpin-induced protein  ;suppoNHL12 AT2G35960 -2.10 -1.07 -2.73 0.030384 0.092557 -4.49



245348_at trehalose-6-phosphate synthase like p ATTPS5 AT4G17770 -1.36 -0.45 -2.73 0.030397 0.092582 -4.49
256789_at seven in absentia-like protein similar to--- AT3G13672 1.59 0.67 2.73 0.030427 0.092664 -4.49
249147_at cytosolic malate dehydrogenase ;supp --- AT5G43330 1.33 0.41 2.73 0.03047 0.092781 -4.49
251490_at putative protein --- AT3G59490 -1.32 -0.40 -2.73 0.030527 0.092943 -4.49
253578_at  putative protein diacylglycerol kinase iATDGK7 AT4G30340 -1.39 -0.47 -2.73 0.030563 0.093039 -4.49
256959_at  methyltransferase, putative   --- AT3G13440 -1.20 -0.26 -2.73 0.030574 0.09306 -4.49
263252_at putative CONSTANS-like B-box zinc fi STH AT2G31380 -1.44 -0.53 -2.73 0.030581 0.093068 -4.49
246173_s_  putative protein hypothetical protein F --- AT3G61520 / 1.36 0.45 2.73 0.030634 0.093167 -4.50
246409_at  CRK1 protein, putative similar to CRK --- AT1G57700 -1.36 -0.44 -2.73 0.03063 0.093167 -4.50
264376_at putative protein phosphatase 2C  ;supp--- AT2G25070 -1.35 -0.43 -2.73 0.030625 0.093167 -4.50
267168_at putative alcohol dehydrogenase --- AT2G37770 3.78 1.92 2.73 0.030632 0.093167 -4.50
259637_at  protein disulfide isomerase precursor, ATPDIL1-5 AT1G52260 -1.34 -0.43 -2.73 0.030619 0.093167 -4.49
258108_at unknown protein contains Pfam profile --- AT3G23570 1.88 0.91 2.73 0.030659 0.093232 -4.50
AFFX-Atha Arabidopsis thaliana /REF=U84969 /D --- --- 1.27 0.34 2.73 0.030699 0.093341 -4.50
252417_at putative calcium-binding protein calciu --- AT3G47480 2.98 1.57 2.72 0.030719 0.09336 -4.50
253729_at  beta-1,3-glucanase-like protein beta-1--- AT4G29360 -1.30 -0.38 -2.72 0.030714 0.09336 -4.50
261414_at Expressed protein ; supported by full-le--- AT1G07795 1.38 0.47 2.72 0.030722 0.09336 -4.50
254752_at  putative protein IFA-binding protein - A--- AT4G13160 -1.25 -0.33 -2.72 0.030715 0.09336 -4.50
255294_at putative sugar transporter --- AT4G04750 -1.25 -0.32 -2.72 0.030763 0.093472 -4.50
258987_at  putative SCO1 protein similar to SCO1--- AT3G08950 1.56 0.64 2.72 0.030776 0.093501 -4.50
261313_at hypothetical protein predicted by gensc--- AT1G52970 -1.20 -0.26 -2.72 0.030788 0.093512 -4.50
261859_at  E2, ubiquitin-conjugating enzyme, put UBC20 AT1G50490 -1.32 -0.40 -2.72 0.030787 0.093512 -4.50
258219_at  thioredoxin, putative similar to THIOR ATTDX AT3G17880 1.23 0.30 2.72 0.030803 0.093544 -4.50
266897_at  remorin identical to GB:M25268, a non--- AT2G45820 -1.45 -0.53 -2.72 0.030819 0.093582 -4.50
258485_at putative stearoyl-acyl carrier protein de--- AT3G02630 1.18 0.24 2.72 0.03084 0.093633 -4.50
261013_at fatty acid elongase 3-ketoacyl-CoA synATUPS5 AT1G26440 1.36 0.45 2.72 0.030846 0.093639 -4.50
259883_at putative ribophorin I (dolichyl-diphosph--- AT1G76400 -1.31 -0.38 -2.72 0.030906 0.093808 -4.50
248258_at putative protein contains similarity to n --- AT5G53400 1.54 0.62 2.72 0.030914 0.09382 -4.50
254851_at  putative disease resistance protein (T --- AT4G12010 1.49 0.57 2.72 0.030939 0.093882 -4.51
260459_at hypothetical protein predicted by gensc--- AT1G68240 -1.25 -0.33 -2.72 0.030943 0.093882 -4.51
255454_at hypothetical protein --- AT4G02910 -1.21 -0.27 -2.72 0.030948 0.093885 -4.51
261445_at unknown protein ; supported by cDNA:NSL1 AT1G28380 1.68 0.75 2.72 0.030979 0.093968 -4.51
262865_at  cytochrome p450, putative similar to cCYP89A7 AT1G64930 1.26 0.33 2.72 0.031003 0.094026 -4.51
253067_at myb transcription factor - like protein MYB87 AT4G37780 1.23 0.30 2.72 0.031017 0.094057 -4.51
259721_at putative phosphatidylinositol-4-phosph --- AT1G60890 1.38 0.46 2.72 0.031021 0.094057 -4.51



251597_at  protein kinase - like protein wall-assoc--- AT3G57750 1.62 0.69 2.72 0.03103 0.094073 -4.51
265237_s_ hypothetical protein --- AT2G07706 1.26 0.34 2.72 0.031041 0.094092 -4.51
261895_at metal ion transporter identical to GB:AANRAMP1 AT1G80830 1.69 0.76 2.72 0.031049 0.094105 -4.51
254530_at  small GTP-binding protein - like GTP- ARA7 AT4G19640 1.21 0.28 2.72 0.031089 0.094212 -4.51
250565_at  putative protein various predicted prot E13L3 AT5G08000 -1.32 -0.40 -2.72 0.03114 0.094355 -4.51
246967_at FPF1 protein FPF1 AT5G24860 1.44 0.52 2.71 0.031158 0.094396 -4.51
255767_at  ribosomal protein L20, putative similar--- AT1G16740 1.24 0.31 2.71 0.031178 0.094433 -4.51
247870_at calmodulin-binding protein  ; supported--- AT5G57580 1.22 0.28 2.71 0.031175 0.094433 -4.51
252040_at  putative protein hypothetical protein F --- AT3G52060 1.63 0.71 2.71 0.031189 0.094452 -4.51
245627_at  water stress-induced protein, putative AtGolS2 AT1G56600 1.60 0.68 2.71 0.031206 0.094491 -4.51
253705_at hexokinase  ; supported by cDNA: gi_8HXK1 AT4G29130 1.39 0.48 2.71 0.031229 0.094548 -4.52
262620_at hypothetical protein predicted by gensc--- AT1G06540 1.21 0.27 2.71 0.03125 0.094599 -4.52
264854_at putative RING zinc finger protein ; sup RHA3A AT2G17450 -1.28 -0.35 -2.71 0.031271 0.094651 -4.52
262572_at unknown protein Contains a PF|00175 --- AT1G15140 -1.31 -0.39 -2.71 0.031299 0.094723 -4.52
260322_at unknown protein --- AT1G63900 -1.25 -0.32 -2.71 0.03131 0.094745 -4.52
261383_at hypothetical protein predicted by gene --- AT1G05380 1.27 0.34 2.71 0.031331 0.094795 -4.52
266486_at hypothetical protein predicted by gensc--- AT2G47950 2.82 1.49 2.71 0.031339 0.094808 -4.52
245151_at putative pectinesterase  ;supported by --- AT2G47550 3.73 1.90 2.71 0.031362 0.094863 -4.52
261893_at unknown protein ;supported by full-leng--- AT1G80690 -1.24 -0.31 -2.71 0.031393 0.094946 -4.52
247279_at arabinogalactan-protein (gb|AAC77823AGP1 AT5G64310 2.39 1.26 2.71 0.031398 0.094946 -4.52
264903_at  putative phosphoglucomutase similar --- AT1G23190 1.28 0.35 2.71 0.031402 0.094946 -4.52
261621_at hypothetical protein similar to guanine EDA10 AT1G01960 -1.22 -0.29 -2.71 0.031413 0.094966 -4.52
260655_at  pathogenesis-related protein 5 precurs--- AT1G19320 -1.57 -0.66 -2.71 0.031436 0.095008 -4.52
248743_at unknown protein --- AT5G48240 1.42 0.51 2.71 0.031439 0.095008 -4.52
258378_at hypothetical protein contains similarity --- AT3G17490 1.21 0.28 2.71 0.031435 0.095008 -4.52
267302_at  putative unknown protein, leucine-rich--- AT2G30100 -1.19 -0.25 -2.71 0.031464 0.095072 -4.52
245361_at hypothetical protein ;supported by full- --- AT4G17790 1.52 0.60 2.71 0.031475 0.095092 -4.52
265104_at unknown protein 3'-end of protein cont ATO2 AT1G31020 -1.24 -0.32 -2.71 0.031508 0.095179 -4.52
261751_at  chloroplast drought-induced stress proCDSP32 AT1G76080 1.18 0.24 2.71 0.031514 0.095185 -4.52
250693_at  ubiquitin-specific protease 12 (UBP12 UBP12 AT5G06600 1.21 0.28 2.71 0.031524 0.095203 -4.53
262270_x_  polyprotein, putative similar to polypro--- --- 1.19 0.25 2.71 0.031531 0.09521 -4.53
258048_at  FtsH protease, putative contains similaEMB2083 AT3G16290 -1.25 -0.32 -2.71 0.031537 0.095217 -4.53
249464_at  putative protein crp1, Zea mays, PIR:TEMB2745 AT5G39710 1.70 0.77 2.71 0.031552 0.095236 -4.53
248380_at phosphoglucomutase (emb|CAB64725PGM AT5G51820 -1.54 -0.62 -2.71 0.031548 0.095236 -4.53
250967_at  putative protein In2, Zea mays, EMBL --- AT5G02790 1.35 0.44 2.70 0.031639 0.095485 -4.53



249446_at  receptor protein kinase -like protein pr --- AT5G39390 1.22 0.29 2.70 0.031657 0.095528 -4.53
259502_at unknown protein ; supported by cDNA:--- AT1G15670 1.58 0.66 2.70 0.031662 0.09553 -4.53
260792_at unknown protein ;supported by full-leng--- AT1G06270 1.26 0.33 2.70 0.031697 0.095611 -4.53
262492_at unknown protein Contains similarity to --- AT1G21630 -1.25 -0.32 -2.70 0.031697 0.095611 -4.53
249068_at putative protein similar to unknown proPDLP1 AT5G43980 1.22 0.28 2.70 0.031704 0.095618 -4.53
255459_at  polyubiquitin (UBQ14) identical to GI:1UBQ14 AT4G02890 1.23 0.29 2.70 0.031709 0.095622 -4.53
247524_at thioredoxin-like 3  ; supported by cDNAACHT5 AT5G61440 -1.96 -0.97 -2.70 0.031742 0.095707 -4.53
250239_at ABC transporter-like protein --- AT5G13580 -1.35 -0.43 -2.70 0.031759 0.095748 -4.53
262207_at hypothetical protein predicted by genscPTAC2 AT1G74850 1.32 0.40 2.70 0.031786 0.095816 -4.53
258946_at hypothetical protein predicted by gensc--- AT3G10650 1.30 0.37 2.70 0.031808 0.095859 -4.53
258765_at putative pectinesterase contains simila--- AT3G10710 -1.24 -0.31 -2.70 0.031809 0.095859 -4.53
246468_at  UDP glucose:flavonoid 3-o-glucosyltraUGT78D2 AT5G17050 1.48 0.56 2.70 0.031833 0.09592 -4.54
246886_at CLC-d chloride channel protein CLC-D AT5G26240 1.25 0.33 2.70 0.031844 0.09594 -4.54
267084_at unknown protein  ; supported by cDNA--- AT2G41180 2.27 1.18 2.70 0.031853 0.095954 -4.54
256043_at hypothetical protein contains Pfam pro --- AT1G07210 -1.38 -0.46 -2.70 0.031886 0.096017 -4.54
267090_at unknown protein  ; supported by full-le CXIP2 AT2G38270 -1.19 -0.26 -2.70 0.031882 0.096017 -4.54
263838_at putative s-adenosylmethionine synthet MAT3 AT2G36880 1.72 0.78 2.70 0.031885 0.096017 -4.54
251710_at putative protein several hypothetical pr--- AT3G56930 -1.52 -0.61 -2.70 0.031906 0.09605 -4.54
266314_at Argonaute (AGO1)-like protein  ; suppoAGO4 AT2G27040 -1.34 -0.42 -2.70 0.031906 0.09605 -4.54
265269_at hypothetical protein predicted by gensc--- AT2G42950 1.28 0.36 2.70 0.031946 0.096158 -4.54
255807_at  probable wound-induced protein woun--- AT4G10270 -1.18 -0.24 -2.70 0.031971 0.096221 -4.54
261881_at nodulin-like protein similar to nodulin GNIP6;1 AT1G80760 -1.44 -0.53 -2.70 0.031981 0.096222 -4.54
259326_at putative mitochondrial processing  pepMPPalpha AT3G16480 -1.21 -0.28 -2.70 0.031984 0.096222 -4.54
252446_at  beta-D-glucan exohydrolase - like prot--- AT3G47010 -1.20 -0.27 -2.70 0.031981 0.096222 -4.54
261301_at hypothetical protein predicted by gene --- AT1G48570 1.67 0.74 2.70 0.032024 0.096287 -4.54
264852_at similar to Mlo proteins from H. vulgare MLO8 AT2G17480 -1.70 -0.77 -2.70 0.032011 0.096287 -4.54
256438_s_ ribosomal protein L41 identical to ribos--- AT2G40205 / -1.60 -0.68 -2.70 0.032031 0.096287 -4.54
263505_s_ hypothetical protein --- AT2G07678 1.53 0.61 2.70 0.032016 0.096287 -4.54
264725_at Expressed protein ; supported by full-le--- AT1G22885 1.55 0.63 2.70 0.032018 0.096287 -4.54
260796_at  glutathione transferase, putative similaATGSTU21 AT1G78360 1.32 0.40 2.70 0.032029 0.096287 -4.54
258089_at hypothetical protein predicted by gensc--- AT3G14740 -1.53 -0.61 -2.69 0.032076 0.096411 -4.54
261008_at hypothetical protein contains similarity --- AT1G26370 1.31 0.39 2.69 0.03211 0.0965 -4.54
245446_at enoyl-CoA hydratase --- AT4G16800 -1.25 -0.32 -2.69 0.032158 0.096629 -4.55
256177_at  protein kinase, putative contains Pfam--- AT1G51620 1.90 0.93 2.69 0.032197 0.096736 -4.55
258964_at putative 3-phosphoinositide-dependen --- AT3G10540 -1.25 -0.32 -2.69 0.032203 0.096737 -4.55



252509_at  putative protein serine/threonine-spec --- AT3G46240 1.18 0.24 2.69 0.032206 0.096737 -4.55
262205_at hypothetical protein predicted by genef--- AT2G01080 1.25 0.32 2.69 0.032226 0.096786 -4.55
251124_s_  laccase -like protein lac110 laccase, PLAC8 AT5G01040 / -2.81 -1.49 -2.69 0.032236 0.096801 -4.55
247445_at putative protein similar to unknown pro--- AT5G62640 1.25 0.32 2.69 0.032259 0.096846 -4.55
259903_at unknown protein --- AT1G74160 -1.43 -0.51 -2.69 0.032257 0.096846 -4.55
251536_at ketol-acid reductoisomerase  ; support --- AT3G58610 -1.26 -0.33 -2.69 0.032284 0.096875 -4.55
258405_at  unknown protein almost identical to SNBSH AT3G17590 -1.37 -0.45 -2.69 0.03229 0.096875 -4.55
247255_at putative protein similar to unknown pro--- AT5G64780 1.51 0.59 2.69 0.032273 0.096875 -4.55
253225_at Rho1Ps homolog  Rac-like protein ; suARAC3 AT4G35020 -1.28 -0.35 -2.69 0.032285 0.096875 -4.55
250153_at  putative protein TMV response-relatedWRKY72 AT5G15130 1.70 0.77 2.69 0.032286 0.096875 -4.55
263265_at hypothetical protein predicted by gensc--- AT2G38820 1.42 0.51 2.69 0.032316 0.096941 -4.55
251464_at farnesyltransferase subunit A (FTA)  ; sFTA AT3G59380 -1.29 -0.37 -2.69 0.032362 0.097065 -4.55
265633_at  F-box protein family, AtFBL6 contains EBF1 AT2G25490 1.29 0.37 2.69 0.032378 0.0971 -4.55
251525_at putative protein several hypothetical pr--- AT3G59000 -1.28 -0.35 -2.69 0.032405 0.097158 -4.55
265036_at  unknown protein Contains similarity toPRP39 AT1G04080 -1.21 -0.28 -2.69 0.03241 0.097158 -4.55
261344_at hypothetical protein similar to hypothet --- AT1G79710 1.23 0.30 2.69 0.032409 0.097158 -4.55
247533_at  putative protein kinase-like transmemb--- AT5G61570 -1.68 -0.75 -2.69 0.032452 0.097271 -4.56
252012_at  ubiquinol--cytochrome-c reductase-like--- AT3G52730 1.23 0.29 2.69 0.032479 0.097338 -4.56
258104_at hypothetical protein predicted by gene --- AT3G23620 1.42 0.51 2.68 0.032513 0.097428 -4.56
264651_at  putative histone H2A Strong similarity H2AXA AT1G08880 -1.45 -0.54 -2.68 0.032525 0.097452 -4.56
252199_at  anthranilate N-hydroxycinnamoyl/benz--- AT3G50270 -1.28 -0.36 -2.68 0.032546 0.097502 -4.56
248196_at putative protein similar to unknown pro--- AT5G54150 -1.21 -0.28 -2.68 0.032564 0.097529 -4.56
249405_at beta subunit of protein farnesyl transfe ERA1 AT5G40280 -1.22 -0.29 -2.68 0.032564 0.097529 -4.56
252916_at  kinesin like protein kinesin-related pro --- AT4G38950 -1.24 -0.31 -2.68 0.032569 0.097532 -4.56
248067_at unknown protein --- AT5G55600 1.29 0.37 2.68 0.032645 0.09773 -4.56
261882_at  GTP-binding protein, putative similar t PDE318 AT1G80770 -1.24 -0.31 -2.68 0.032647 0.09773 -4.56
253625_at  signal recognition particle receptor-like--- AT4G30600 1.21 0.27 2.68 0.032648 0.09773 -4.56
256989_at hypothetical protein predicted by gene --- AT3G28580 3.49 1.80 2.68 0.032671 0.097785 -4.56
249341_at salt-inducible protein-like --- AT5G41170 1.46 0.55 2.68 0.032687 0.097822 -4.56
265678_at putative RAD50 DNA repair protein  ; sRAD50 AT2G31970 1.41 0.50 2.68 0.032697 0.097839 -4.56
258165_at unknown protein  ; supported by cDNA--- AT3G17900 -1.25 -0.32 -2.68 0.03275 0.097984 -4.56
249398_at  RING finger -like protein RING-H2 zin --- AT5G40250 1.27 0.34 2.68 0.032762 0.097992 -4.57
256025_at  xylan endohydrolase, putative similar RXF12 AT1G58370 -1.42 -0.51 -2.68 0.032765 0.097992 -4.57
245355_at 60S ribosomal protein L15 homolog ;su--- AT4G17390 -1.61 -0.69 -2.68 0.032766 0.097992 -4.57
258486_at putative 40S ribosomal protein similar --- AT3G02560 -1.68 -0.75 -2.68 0.032775 0.098007 -4.57



255535_at  putative RNaseP-associated protein s --- AT4G01790 1.37 0.45 2.68 0.032797 0.098061 -4.57
263086_at putative non-LTR retrolelement reverse--- AT2G16110 -1.23 -0.30 -2.68 0.032813 0.098096 -4.57
245645_at  F5A9.19 unknown protein; similar to EATMAP70-2 AT1G24764 -1.37 -0.46 -2.68 0.032856 0.09821 -4.57
262076_at hypothetical protein identical to GB:Q3ATMPK2 AT1G59580 -1.31 -0.39 -2.68 0.032872 0.098244 -4.57
257852_at unknown protein --- AT3G12950 1.30 0.38 2.68 0.032885 0.098271 -4.57
248787_at putative protein similar to unknown pro--- AT5G47420 -1.38 -0.46 -2.68 0.032898 0.098273 -4.57
250183_at  putative protein various predicted prot --- AT5G14510 -1.38 -0.47 -2.68 0.032894 0.098273 -4.57
262349_at unknown protein  ;supported by full-len--- AT2G48130 -1.36 -0.44 -2.68 0.032902 0.098273 -4.57
253737_at Expressed protein ; supported by full-le--- AT4G28703 1.85 0.89 2.68 0.032903 0.098273 -4.57
257909_at Expressed protein ; supported by full-le--- AT3G25480 -1.31 -0.39 -2.68 0.03291 0.098281 -4.57
264335_s_ hypothetical protein contains similarity UPL1 AT1G55860 / 1.19 0.25 2.68 0.032926 0.098303 -4.57
251531_at  putative protein hypothetical protein F --- AT3G58550 1.27 0.34 2.68 0.032924 0.098303 -4.57
252759_at putative protein hypothetical proteins - --- AT3G42630 -1.18 -0.24 -2.68 0.03296 0.098392 -4.57
254861_at  putative protein zinc finger protein ZN --- AT4G12040 1.34 0.42 2.67 0.032996 0.098477 -4.57
245696_at phytochrome kinase substrate 1 - like pPKS4 AT5G04190 -1.91 -0.93 -2.67 0.032997 0.098477 -4.57
256009_at  AP2 domain transcription factor, putat --- AT1G19210 2.18 1.12 2.67 0.033003 0.098482 -4.57
248498_at selenium-binding protein-like --- AT5G50390 -1.23 -0.30 -2.67 0.033013 0.0985 -4.57
261259_at unknown protein --- AT1G26660 1.25 0.32 2.67 0.03303 0.098537 -4.57
266541_at unknown protein GRL AT2G35110 -1.29 -0.37 -2.67 0.033057 0.098604 -4.57
250547_at asparaginase  ; supported by cDNA: g --- AT5G08100 -1.25 -0.32 -2.67 0.033073 0.098639 -4.58
262654_at  putative mandelonitrile lyase similar to--- AT1G14180 -1.32 -0.41 -2.67 0.03309 0.098679 -4.58
253832_at Expressed protein ; supported by full-le--- AT4G27654 1.86 0.90 2.67 0.03312 0.098749 -4.58
253618_at  nodulin-like protein MtN21 gene produ--- AT4G30420 -1.18 -0.24 -2.67 0.033123 0.098749 -4.58
263904_at putative ABC transporter related to muPDR6 AT2G36380 1.88 0.91 2.67 0.033151 0.098821 -4.58
248239_at ribosomal protein L11 methyltransferas--- AT5G53920 1.38 0.47 2.67 0.03319 0.098925 -4.58
247170_at putative protein contains similarity to le--- AT5G65530 1.19 0.26 2.67 0.033209 0.098966 -4.58
262181_at  xylosidase, putative similar to xylosida--- AT1G78060 -1.73 -0.79 -2.67 0.033219 0.098972 -4.58
255974_at hypothetical protein --- --- 1.28 0.35 2.67 0.033216 0.098972 -4.58
246262_at hypothetical protein --- AT1G31790 1.36 0.44 2.67 0.033245 0.099036 -4.58
258377_at hypothetical protein contains similarity CNGC19 AT3G17690 1.26 0.33 2.67 0.033258 0.099062 -4.58
260336_at putative protease IV similar to proteaseSPPA AT1G73990 -1.29 -0.37 -2.67 0.033274 0.099096 -4.58
251220_at  cytochrome c oxidase subunit 5c-like --- AT3G62400 1.35 0.43 2.67 0.033297 0.099153 -4.58
263668_at putative 1-aminocyclopropane-1-carbo--- AT1G04350 1.27 0.35 2.67 0.033317 0.099182 -4.58
250127_at putative protein similar to unknown pro--- AT5G16380 -1.30 -0.38 -2.67 0.033316 0.099182 -4.58
263378_at protein phosphatase 2C (AthPP2C5) ATHPP2C5 AT2G40180 1.39 0.47 2.67 0.03332 0.099182 -4.58



245302_at Expressed protein ; supported by cDNAKAN3 AT4G17695 1.43 0.52 2.67 0.033344 0.09924 -4.58
263798_at putative ubiquitin carboxyl terminal hydUBP19 AT2G24640 1.20 0.26 2.67 0.033369 0.099303 -4.58
259569_at hypothetical protein --- AT1G20480 1.27 0.35 2.67 0.03342 0.099426 -4.59
252501_at hypothetical protein --- AT3G46880 1.23 0.29 2.67 0.033419 0.099426 -4.59
246056_at  katanin p80 subunit - like protein katan--- AT5G08390 -1.29 -0.37 -2.66 0.033471 0.099555 -4.59
256821_at  hypothetical protein predicted by gene--- AT3G22180 1.38 0.47 2.66 0.033472 0.099555 -4.59
246286_at unknown protein --- AT1G31910 1.21 0.28 2.66 0.033487 0.099588 -4.59
254204_at  putative protein CGI-58 protein - Hom --- AT4G24160 1.59 0.67 2.66 0.033499 0.099612 -4.59
250935_at polyubiquitin (UBQ3) identical to GI:92 UBQ3 AT5G03240 1.43 0.52 2.66 0.033511 0.099634 -4.59
261874_at ethylene responsive element binding faERF3 AT1G50640 1.29 0.37 2.66 0.033523 0.099656 -4.59
262941_at hypothetical protein predicted by gene EMB2217 AT1G79490 1.37 0.46 2.66 0.033598 0.099862 -4.59
249254_at unknown protein --- AT5G42110 -1.25 -0.32 -2.66 0.033601 0.099862 -4.59
265261_at putative APG isolog protein --- AT2G42990 -1.98 -0.99 -2.66 0.033613 0.099885 -4.59
267583_at unknown protein --- AT2G41960 -1.19 -0.25 -2.66 0.03363 0.099915 -4.59
247235_at putative protein contains similarity to F --- AT5G64580 -1.46 -0.55 -2.66 0.033632 0.099915 -4.59
255492_at  hypothetical protein similar to A. thaliaEOL1 AT4G02680 -1.25 -0.32 -2.66 0.033639 0.099923 -4.59
259590_at hypothetical protein contains similarity --- AT1G28160 -1.25 -0.33 -2.66 0.033645 0.099926 -4.59
264200_at putative invertase Similar to LIM17 gen--- AT1G22650 -1.42 -0.50 -2.66 0.033664 0.099958 -4.59
262667_at  amine oxidase, putative similar to ami --- AT1G62810 -1.39 -0.48 -2.66 0.033661 0.099958 -4.59
254706_at  putative protein DNA-binding protein P--- AT4G17950 -1.34 -0.42 -2.66 0.033727 0.100132 -4.60
253057_at  putative protein amino-acid N-acetyltra--- AT4G37670 1.81 0.86 2.66 0.033739 0.100155 -4.60
267365_at putative phosphoribosyl pyrophosphate--- AT2G44530 -1.18 -0.24 -2.66 0.033749 0.100172 -4.60
258229_at unknown protein contains Pfam profile --- AT3G27700 1.21 0.28 2.66 0.033755 0.100177 -4.60
246981_at unknown protein --- AT5G04840 -1.34 -0.42 -2.66 0.033772 0.100214 -4.60
264703_at serine threonine protein phosphatase (PP2A AT1G69960 1.20 0.26 2.66 0.033788 0.100244 -4.60
258301_at hypothetical protein predicted by gene --- --- 1.18 0.24 2.66 0.033791 0.100244 -4.60
264384_at  putative chromodomain-helicase-DNAPKL AT2G25170 -1.19 -0.25 -2.66 0.033801 0.100261 -4.60
266278_at putative tropinone reductase --- AT2G29300 -1.75 -0.81 -2.66 0.033817 0.100296 -4.60
253520_at hypothetical protein ;supported by full- --- AT4G31410 1.20 0.26 2.66 0.033824 0.100303 -4.60
254940_at  putative protein predicted proteins, Ara--- AT4G10820 -1.22 -0.29 -2.66 0.033857 0.100374 -4.60
245224_at gene_id:K17E7.8~unknown protein --- AT3G29796 -1.20 -0.26 -2.66 0.033853 0.100374 -4.60
246180_at  putative protein predicted proteins, Ara--- AT5G20840 -1.22 -0.29 -2.66 0.033894 0.10047 -4.60
246122_at  putative protein brain specific Na+-depPHT4;5 AT5G20380 1.27 0.35 2.65 0.033921 0.100524 -4.60
255939_at hypothetical protein predicted by gene --- AT1G12730 -1.36 -0.45 -2.65 0.033918 0.100524 -4.60
266490_at unknown protein --- AT2G07000 1.29 0.37 2.65 0.033971 0.10064 -4.60



253603_at  putative protein SP8 binding protein, CWRKY32 AT4G30935 1.20 0.26 2.65 0.033973 0.10064 -4.60
256450_at  NADPH oxidoreductase, putative simi --- AT1G75290 1.21 0.28 2.65 0.033968 0.10064 -4.60
257515_at  zinc finger protein, putative similar to zDOT5 AT1G13290 -1.21 -0.28 -2.65 0.034003 0.100688 -4.60
245747_at hypothetical protein predicted by gene --- AT1G51100 -1.35 -0.43 -2.65 0.034 0.100688 -4.60
252639_at  acyl CoA reductase -like protein acyl CFAR5 AT3G44550 -1.19 -0.25 -2.65 0.033994 0.100688 -4.60
246738_at  replication factor C - like replication fa EMB2775 AT5G27740 -1.23 -0.30 -2.65 0.034015 0.100713 -4.60
253085_s_  putative protein hypothetical protein, A--- AT4G36270 / -1.42 -0.50 -2.65 0.034035 0.100758 -4.60
248472_at cyclin-dependent protein kinase-like --- AT5G50860 1.26 0.34 2.65 0.03406 0.100817 -4.61
245980_at putative protein  ;supported by full-leng--- AT5G13140 -4.21 -2.07 -2.65 0.034081 0.100853 -4.61
253168_at  putative protein various predicted prot --- AT4G35070 1.55 0.64 2.65 0.03408 0.100853 -4.61
249486_at  receptor protein kinase - like protein re--- AT5G39030 1.28 0.36 2.65 0.034091 0.10087 -4.61
261984_at TINY-like protein similar to TINY GB: C--- AT1G33760 -1.32 -0.40 -2.65 0.034102 0.100891 -4.61
257583_at hypothetical protein PMI2 AT1G66480 2.32 1.22 2.65 0.034123 0.100939 -4.61
258445_at putative lipoxygenase similar to lipoxygLOX5 AT3G22400 -1.44 -0.53 -2.65 0.034133 0.100957 -4.61
259588_at unknown protein ;supported by full-leng--- AT1G27930 1.18 0.24 2.65 0.034155 0.101004 -4.61
257893_at  E2, ubiquitin-conjugating enzyme, put UBC32 AT3G17000 1.42 0.51 2.65 0.034158 0.101004 -4.61
262637_at  oxidoreductase, putative contains Pfa --- AT1G06640 -2.69 -1.43 -2.65 0.03418 0.101043 -4.61
263209_at Expressed protein ; supported by full-le--- AT1G10522 -1.52 -0.61 -2.65 0.034177 0.101043 -4.61
262913_at  NADPH-dependent codeinone reducta--- AT1G59960 1.80 0.85 2.65 0.034195 0.101073 -4.61
246828_at  putative protein hypothetical protein, P--- --- -1.23 -0.30 -2.65 0.034208 0.1011 -4.61
263885_at unknown protein --- AT2G36940 -1.22 -0.29 -2.65 0.034234 0.101162 -4.61
245895_at  SIR2-family protein sirtuin type 4 (SIR SRT2 AT5G09230 -1.25 -0.32 -2.65 0.034241 0.101171 -4.61
252193_at R2R3-MYB transcription factor  ; suppoMYB77 AT3G50060 -1.78 -0.84 -2.65 0.034311 0.101354 -4.61
246590_at  cyclic nucleotide and calmodulin-regu CNGC18 AT5G14870 -1.19 -0.25 -2.65 0.034312 0.101354 -4.61
262250_at Expressed protein predicted by gensca--- AT1G48280 -2.03 -1.02 -2.65 0.034331 0.101397 -4.61
260155_at unknown protein --- AT1G52870 -1.61 -0.69 -2.65 0.034337 0.101402 -4.61
264649_at hypothetical protein Similar to Vicia sat--- AT1G09060 -1.29 -0.36 -2.65 0.034369 0.101471 -4.62
245068_at putative glucosyltransferase UGT84B1 AT2G23260 1.24 0.31 2.65 0.034366 0.101471 -4.62
262716_at  multicatalytic endopeptidase identical PAB1 AT1G16470 1.32 0.40 2.65 0.034378 0.101482 -4.62
259047_at unknown protein DegP7 AT3G03380 1.19 0.25 2.65 0.034389 0.101503 -4.62
250792_at unknown protein  ;supported by full-len--- AT5G05520 1.24 0.31 2.64 0.034398 0.101503 -4.62
259972_at  unknown protein N-term similar to N-teCUC3 AT1G76420 -1.40 -0.48 -2.65 0.034395 0.101503 -4.62
261405_at unknown protein ;supported by full-leng--- AT1G18740 1.54 0.62 2.64 0.03441 0.101526 -4.62
254013_at  putative leucine-rich-repeat protein leu--- AT4G26050 1.37 0.46 2.64 0.034417 0.101533 -4.62
264031_at unknown protein --- AT2G03780 -1.29 -0.37 -2.64 0.034438 0.101581 -4.62



260321_at  putative RING zinc finger protein Pfam--- AT1G63900 -1.23 -0.30 -2.64 0.034442 0.101581 -4.62
245344_at  F-box protein family, AtFBL4 contains --- AT4G15475 -1.29 -0.37 -2.64 0.034474 0.101648 -4.62
254657_s_  putative protein W15DMY32F, W25DM--- AT4G18210 / 1.53 0.61 2.64 0.034472 0.101648 -4.62
251798_at  putative RNA binding protein Serine/a SCL30 AT3G55460 -1.22 -0.29 -2.64 0.034481 0.101656 -4.62
252422_at  putative protein PIT1 - Arabidopsis tha--- AT3G47550 1.37 0.46 2.64 0.034517 0.101748 -4.62
249810_at unknown protein --- AT5G23920 1.40 0.48 2.64 0.034539 0.101788 -4.62
260293_at  unknown protein predicted by genscan--- AT1G63670 -1.29 -0.37 -2.64 0.034537 0.101788 -4.62
246146_at  receptor-like protein kinase - like prote--- AT5G20050 1.33 0.41 2.64 0.034546 0.101796 -4.62
249176_at thioredoxin (clone GIF1) (pir||S58118) ATTRX3 AT5G42980 1.20 0.26 2.64 0.034606 0.101939 -4.62
245764_s_ hypothetical protein contains similarity ATCSA-1 AT1G19750 / -1.21 -0.27 -2.64 0.034601 0.101939 -4.62
262461_at  myosin, putative similar to myosin GB VIIIA AT1G50360 1.47 0.55 2.64 0.034608 0.101939 -4.62
250375_at  putative protein L-gulono-gamma-lacto--- AT5G11540 -1.23 -0.30 -2.64 0.034655 0.102062 -4.62
260530_at putative peptidyl-prolyl cis-trans isome --- AT2G47320 -1.20 -0.26 -2.64 0.034678 0.102118 -4.62
249059_at subtilisin-like serine protease contains --- AT5G44530 -1.40 -0.49 -2.64 0.034717 0.10222 -4.63
257237_at  DNA nick sensor, putative contains Pf --- AT3G14890 -1.74 -0.80 -2.64 0.034733 0.102253 -4.63
249917_at putative protein strong similarity to unk--- AT5G22460 -2.84 -1.50 -2.64 0.034801 0.10244 -4.63
254868_at  copper amine oxidase like protein (fra --- AT4G12270 1.30 0.38 2.64 0.034831 0.102517 -4.63
253615_at  cyclic nucleotide and calmodulin-regu CNGC17 AT4G30360 1.35 0.44 2.64 0.034867 0.102607 -4.63
262044_s_ hypothetical protein predicted by gensc--- AT1G80210 / 1.23 0.30 2.63 0.034906 0.10271 -4.63
254758_at  putative protein dimethylaniline monooYUC2 AT4G13260 -1.52 -0.61 -2.63 0.034928 0.102762 -4.63
261530_at unknown protein contains Pfam profile --- AT1G63460 1.32 0.40 2.63 0.034944 0.102795 -4.63
247606_at RNA helicase --- AT5G61000 -1.82 -0.86 -2.63 0.034949 0.102797 -4.63
262641_at unknown protein ;supported by full-leng--- AT1G62730 1.17 0.22 2.63 0.034956 0.102803 -4.63
258040_at unknown protein  ;supported by full-len--- AT3G21190 -3.07 -1.62 -2.63 0.035017 0.102965 -4.63
267145_at putative acetyltransferase ATMAK3 AT2G38130 -1.25 -0.32 -2.63 0.035024 0.102965 -4.63
257402_at hypothetical protein similar to putative --- AT1G23570 1.23 0.30 2.63 0.03502 0.102965 -4.63
265494_at putative calmodulin-like protein --- AT2G15680 -1.32 -0.40 -2.63 0.035033 0.102976 -4.63
257610_at  zinc finger protein, putative similar to fAtIDD11 AT3G13810 1.64 0.71 2.63 0.035062 0.10305 -4.64
253989_at uncharacterized protein  ;supported by--- AT4G26130 1.40 0.48 2.63 0.035137 0.103256 -4.64
253344_at  putative protein predicted protein, Ara --- AT4G33550 -1.51 -0.60 -2.63 0.035176 0.103358 -4.64
258743_s_  shaggy related protein kinase, ASK-G ATSK12 AT3G05840 / 1.27 0.34 2.63 0.035201 0.103416 -4.64
247230_at putative protein similar to unknown pro--- AT5G65170 1.20 0.27 2.63 0.035215 0.103445 -4.64
265289_at unknown protein predicted by genscan--- AT2G22690 1.18 0.24 2.63 0.03522 0.103448 -4.64
252329_at putative protein several hypothetical pr--- AT3G48760 1.20 0.27 2.63 0.035233 0.103473 -4.64
249011_at putative protein strong similarity to unk--- AT5G44670 -1.63 -0.71 -2.63 0.035273 0.103577 -4.64



250077_at putative protein --- AT5G16680 1.20 0.27 2.63 0.03528 0.103584 -4.64
256343_at unknown protein ; supported by cDNA:--- AT1G72090 -1.28 -0.35 -2.63 0.035307 0.103648 -4.64
263024_at hypothetical protein predicted by gene --- AT1G23980 -1.30 -0.38 -2.63 0.035311 0.103648 -4.64
262807_at unknown protein strong similarity to gi| --- AT1G11740 -1.32 -0.40 -2.63 0.03532 0.103659 -4.64
256626_at  hypothetical protein, 5' partial   --- AT3G20015 -1.68 -0.75 -2.63 0.035334 0.103687 -4.64
250321_at  zinc finger transcription factor -like pro--- AT5G12850 -1.25 -0.32 -2.63 0.035342 0.103699 -4.64
260899_at hypothetical protein predicted by gene --- AT1G21370 1.29 0.37 2.63 0.03536 0.103725 -4.64
255513_at PROLIFERA similar to S. cerevisiae MPRL AT4G02060 -2.38 -1.25 -2.63 0.035358 0.103725 -4.64
256873_at  cytochrome P450, putative contains PCYP71B34 AT3G26300 / -1.25 -0.33 -2.63 0.035374 0.103752 -4.65
253557_at  putative protein wall-associated kinase--- AT4G31110 / 1.19 0.25 2.63 0.035381 0.103752 -4.65
261945_at unknown protein --- AT1G64530 -1.46 -0.55 -2.63 0.035383 0.103752 -4.65
261853_at unknown protein --- AT1G50660 -1.32 -0.40 -2.62 0.035392 0.103764 -4.65
267372_at putative protein kinase contains a proteARSK1 AT2G26290 2.14 1.10 2.62 0.035402 0.103769 -4.65
261330_at  transcription factor, putative similar to MCM2 AT1G44900 -2.12 -1.08 -2.62 0.035403 0.103769 -4.65
253817_at hypothetical protein  ;supported by full---- AT4G28310 -1.78 -0.83 -2.62 0.035423 0.103812 -4.65
245423_at putative protein --- AT4G17483 1.28 0.35 2.62 0.035426 0.103812 -4.65
258584_at hypothetical protein predicted by genscSIP1A AT3G04090 -1.17 -0.23 -2.62 0.035433 0.103819 -4.65
261228_at  C-8,7 sterol isomerase identical to GBHYD1 AT1G20050 -1.29 -0.37 -2.62 0.035443 0.103833 -4.65
262062_s_ hypothetical protein emb1427 AT1G20570 / -1.24 -0.31 -2.62 0.035471 0.10389 -4.65
258251_at unknown protein  ; supported by full-le --- AT3G15810 1.24 0.31 2.62 0.035467 0.10389 -4.65
266512_at unknown protein --- AT2G47690 -1.19 -0.25 -2.62 0.035487 0.103922 -4.65
262367_at hypothetical protein contains similarity VPS46.2 AT1G73030 -1.29 -0.37 -2.62 0.035494 0.103931 -4.65
266384_at hypothetical protein predicted by gensc--- AT2G14660 -1.26 -0.34 -2.62 0.035504 0.10394 -4.65
251315_at  putative protein protein kinase homolo--- AT3G61410 1.27 0.35 2.62 0.035506 0.10394 -4.65
247951_at oxysterol-binding protein-like ORP4C AT5G57240 -1.22 -0.29 -2.62 0.03553 0.103996 -4.65
258552_at putative pectate lyase similar to pectat --- AT3G07010 -3.40 -1.77 -2.62 0.035564 0.104081 -4.65
263251_at unknown protein  ; supported by cDNA--- AT2G31410 1.52 0.61 2.62 0.035571 0.10409 -4.65
265709_at hypothetical protein predicted by gensc--- --- 1.78 0.83 2.62 0.035612 0.104197 -4.65
252459_s_  1-phosphatidylinositol-4,5-bisphosphaPLC9 AT3G47220 / 1.20 0.26 2.62 0.03564 0.104265 -4.65
246404_at hypothetical protein contains similarity --- AT1G57600 -1.21 -0.27 -2.62 0.035647 0.104272 -4.65
265867_at unknown protein  ;supported by full-lenMEE11 AT2G01620 -1.28 -0.36 -2.62 0.035708 0.104436 -4.65
266411_at putative peptidyl-prolyl cis-trans isome --- AT2G38730 -1.31 -0.39 -2.62 0.03573 0.104487 -4.66
255663_at hypothetical protein --- AT4G00420 -1.24 -0.31 -2.62 0.03579 0.104649 -4.66
258799_at putative 40S ribosomal protein identicaRPSAb AT3G04770 1.33 0.42 2.62 0.03582 0.104696 -4.66
248501_at golgi SNARE protein MEMB12 AT5G50440 -1.29 -0.36 -2.62 0.035824 0.104696 -4.66



260510_at hypothetical protein predicted by gene --- AT1G51580 -1.43 -0.52 -2.62 0.035824 0.104696 -4.66
252988_at  putative cold-regulated protein cold-re --- AT4G38410 -1.50 -0.59 -2.62 0.035822 0.104696 -4.66
267524_at unknown protein --- AT2G30600 -1.37 -0.45 -2.62 0.035831 0.104701 -4.66
261541_at unknown protein contains Pfam profile --- AT1G63600 -1.24 -0.31 -2.62 0.035846 0.104719 -4.66
264902_at unknown protein Location of EST gb|T --- AT1G23060 1.55 0.63 2.62 0.035842 0.104719 -4.66
246576_at hypothetical protein predicted by gene ROPGEF14 AT1G31650 -1.19 -0.25 -2.62 0.035858 0.104742 -4.66
261535_at Expressed protein ; supported by full-le--- AT1G01725 1.29 0.37 2.62 0.035885 0.104792 -4.66
248236_at putative protein contains similarity to p --- AT5G53870 2.60 1.38 2.62 0.035884 0.104792 -4.66
260175_at  neutral invertase, putative similar to ne--- AT1G72000 -1.20 -0.26 -2.61 0.035916 0.104856 -4.66
249392_at peroxidase ATP26a --- AT5G40150 -1.27 -0.35 -2.61 0.035912 0.104856 -4.66
248294_at RNA-binding protein-like --- AT5G53060 1.26 0.34 2.61 0.035926 0.104873 -4.66
262664_at hypothetical protein predicted by gene --- AT1G13970 1.23 0.30 2.61 0.035946 0.104903 -4.66
265807_at unknown protein --- AT2G17990 1.24 0.32 2.61 0.035944 0.104903 -4.66
250795_at RING zinc finger protein-like CPuORF64 AT5G05280 / 1.26 0.34 2.61 0.035962 0.104933 -4.66
245328_at Expressed protein ; supported by full-le--- AT4G14465 1.22 0.29 2.61 0.035965 0.104933 -4.66
267192_at hypothetical protein predicted by grail --- AT2G30890 -1.29 -0.37 -2.61 0.035976 0.104951 -4.66
249276_at DNA polymerase alpha subunit IV (primPOLA3 AT5G41880 -2.64 -1.40 -2.61 0.036024 0.105077 -4.66
261823_at hypothetical protein predicted by gene PYM AT1G11400 -1.23 -0.30 -2.61 0.036055 0.105104 -4.66
245975_at  putative protein CGI-107 protein - Hom--- AT5G13070 1.28 0.36 2.61 0.036056 0.105104 -4.66
251443_at  putative protein unknown protein At2g--- AT3G59940 -1.49 -0.58 -2.61 0.036054 0.105104 -4.66
252310_at  GTPase activating -like protein GTPas--- AT3G49350 1.50 0.59 2.61 0.036061 0.105104 -4.66
264080_at putative vacuolar proton-ATPase subu VHA-A1 AT2G28520 -1.19 -0.25 -2.61 0.036048 0.105104 -4.66
256182_at Expressed protein ; supported by full-leSYP81 AT1G51740 -1.31 -0.39 -2.61 0.036059 0.105104 -4.66
252103_at  putative protein various predicted prot --- AT3G51410 -1.20 -0.26 -2.61 0.036083 0.105155 -4.67
267397_at hypothetical protein predicted by gensc--- AT1G76170 -1.46 -0.54 -2.61 0.036151 0.105342 -4.67
263832_at putative polygalacturonase --- AT2G40310 1.18 0.23 2.61 0.036164 0.105364 -4.67
245226_at gene_id:K17E7.15~unknown protein --- AT3G29970 2.65 1.41 2.61 0.036182 0.105376 -4.67
267630_at unknown protein predicted by genefind--- AT2G42130 -1.30 -0.38 -2.61 0.036179 0.105376 -4.67
245722_at unknown protein --- AT1G73430 -1.33 -0.41 -2.61 0.036182 0.105376 -4.67
253377_at  putative protein NBS/LRR disease resADR1-L1 AT4G33300 1.26 0.33 2.61 0.036201 0.10542 -4.67
255958_at  high affinity sulphate transporter, puta SULTR1;3 AT1G22150 -1.28 -0.36 -2.61 0.036219 0.105458 -4.67
251542_at  putative protein protein-tyrosine kinase--- AT3G58760 -1.30 -0.38 -2.61 0.036243 0.105513 -4.67
264133_at hypothetical protein predicted by gene --- AT1G79080 -1.24 -0.31 -2.61 0.036305 0.105669 -4.67
262961_at  exonuclease, putative similar to 5'-3' eXRN4 AT1G54490 1.23 0.30 2.61 0.036303 0.105669 -4.67
250290_at putative protein  ;supported by full-leng--- AT5G13310 -1.20 -0.27 -2.61 0.036328 0.105721 -4.67



266718_at putative zinc transporter  ;supported byZAT AT2G46800 -1.24 -0.31 -2.61 0.036362 0.105808 -4.67
261311_at  disease resistance protein RTM1, puta--- AT1G05770 -1.35 -0.44 -2.61 0.036367 0.105809 -4.67
267410_at hypothetical protein predicted by genscEDA18 AT2G34920 -1.46 -0.54 -2.61 0.036385 0.105845 -4.67
253045_at Expressed protein ; supported by full-le--- AT4G37445 -1.40 -0.49 -2.60 0.036414 0.105917 -4.68
261745_at unknown protein identical to unknown --- AT1G08500 -1.70 -0.77 -2.60 0.03642 0.105921 -4.68
252343_at  putative protein hypothetical protein F --- AT3G48610 -1.95 -0.97 -2.60 0.036454 0.106006 -4.68
251194_at putative protein --- AT3G62920 1.40 0.49 2.60 0.036472 0.106045 -4.68
250544_at  syntaxin-like protein syntaxin-related pSYP132 AT5G08080 -1.29 -0.37 -2.60 0.036485 0.106069 -4.68
257524_at hypothetical protein similar to putative DEL3 AT3G01330 -1.26 -0.33 -2.60 0.03649 0.106072 -4.68
248503_at putative protein contains similarity to tr NF-YC7 AT5G50470 1.41 0.50 2.60 0.03651 0.106115 -4.68
245100_at  ubiquitin-specific protease 5 (UBP5), pUBP5 AT2G40930 1.22 0.29 2.60 0.036561 0.106246 -4.68
259408_at  protein phosphatase 2A 65 kDa regulaPP2AA2 AT3G25800 1.19 0.25 2.60 0.036566 0.106246 -4.68
249163_at  glucose-6-phosphate isomerase, cytos--- AT5G42740 1.32 0.40 2.60 0.036569 0.106246 -4.68
265333_at hypothetical protein predicted by genscAtHB24 AT2G18350 1.31 0.39 2.60 0.036574 0.106247 -4.68
262963_at  dihydrolipoamide S-acetyltransferase, --- AT1G54220 -1.20 -0.27 -2.60 0.036579 0.106249 -4.68
258462_at unknown protein --- AT3G17350 -1.61 -0.69 -2.60 0.036619 0.106337 -4.68
259252_at  hypothetical protein similar to hypothe IBM1 AT3G07610 1.21 0.27 2.60 0.036615 0.106337 -4.68
262579_at hypothetical protein predicted by gensc--- AT1G15320 -1.20 -0.27 -2.60 0.036714 0.106599 -4.68
264809_at superoxidase dismutase identical to G CSD1 AT1G08830 1.98 0.99 2.60 0.036726 0.106622 -4.68
265988_at hypothetical protein predicted by genef--- AT2G24255 -1.21 -0.28 -2.60 0.036765 0.106708 -4.69
258511_at unknown protein  ;supported by full-len--- AT3G06590 -1.28 -0.35 -2.60 0.036764 0.106708 -4.68
262281_at  peptide transporter, putative similar to --- AT1G68570 -1.73 -0.79 -2.60 0.03678 0.106738 -4.69
262699_at unknown protein --- AT1G75980 -1.24 -0.31 -2.60 0.036795 0.106767 -4.69
251832_at  putative protein tomato leucine zipper-ATEXO70H1AT3G55150 1.77 0.83 2.60 0.036822 0.106831 -4.69
266170_at unknown protein  ;supported by full-len--- AT2G39050 1.47 0.55 2.60 0.036846 0.106889 -4.69
257733_at unknown protein  ; supported by cDNA--- AT3G18350 -1.26 -0.33 -2.60 0.036904 0.107042 -4.69
250667_at 40S ribosomal protein S4  ;supported b--- AT5G07090 -1.54 -0.63 -2.60 0.036921 0.107076 -4.69
247665_at  putative protein various predicted prot --- AT5G60130 -1.19 -0.25 -2.60 0.036925 0.107076 -4.69
256785_at unknown protein  ;supported by full-lenPRA8 AT3G13720 -1.34 -0.42 -2.60 0.036932 0.107083 -4.69
253451_at  putative myb-protein transforming protPC-MYB1 AT4G32730 1.22 0.28 2.59 0.036965 0.107157 -4.69
267440_at putative anthranilate N-hydroxycinnamSHT AT2G19070 -1.23 -0.30 -2.59 0.036967 0.107157 -4.69
249998_at  putative protein unnamed ORF, Mus mFASS AT5G18580 -1.21 -0.28 -2.59 0.036996 0.107227 -4.69
266958_at putative trans-prenyltransferase GPS1 AT2G34630 1.34 0.43 2.59 0.037045 0.107357 -4.69
250358_at  putative protein gibberellin-responsiveAGP15 AT5G11740 -1.31 -0.39 -2.59 0.037054 0.107368 -4.69
266217_at unknown protein AT2G28830 --- 1.20 0.27 2.59 0.037068 0.107396 -4.69



264380_at unknown protein predicted by genscan--- AT2G25190 -1.17 -0.23 -2.59 0.037076 0.107405 -4.69
253386_at sulfolipid biosynthesis protein SQD1  ; SQD1 AT4G33030 1.34 0.42 2.59 0.037106 0.10747 -4.69
262111_at hypothetical protein predicted by gene --- AT1G02960 -1.22 -0.28 -2.59 0.037108 0.10747 -4.69
266700_at 60S ribosomal protein L31  ; supported--- AT2G19740 -1.33 -0.42 -2.59 0.037137 0.107533 -4.70
250317_at tubulin beta-6 chain (sp|P29514)  ; supTUB6 AT5G12250 -1.84 -0.88 -2.59 0.037142 0.107533 -4.70
249543_at Expressed protein ; supported by full-le--- --- -1.26 -0.33 -2.59 0.037144 0.107533 -4.70
244954_s_ hypothetical protein --- AT2G07732 1.54 0.63 2.59 0.037156 0.107553 -4.70
247159_at 1-aminocyclopropane-1-carboxylate syACS5 AT5G65800 -1.19 -0.25 -2.59 0.037206 0.107685 -4.70
264921_at  RNA binding protein, putative similar t --- AT1G60650 1.25 0.32 2.59 0.037237 0.10773 -4.70
254660_at  receptor serine/threonine kinase-like p--- AT4G18250 1.42 0.51 2.59 0.037237 0.10773 -4.70
255961_at  UDP-glucose glucosyltransferase, put AtUGT85A7 AT1G22340 1.44 0.52 2.59 0.03724 0.10773 -4.70
252601_s_  40S ribsomomal protein 40S ribsomom--- AT3G45030 / -1.47 -0.56 -2.59 0.037228 0.10773 -4.70
259821_at subtilisin-like serine protease contains --- AT1G66220 -1.31 -0.39 -2.59 0.037245 0.107731 -4.70
258866_at unknown protein --- AT3G03180 -1.20 -0.26 -2.59 0.037275 0.107777 -4.70
254340_at  putative protein hypothetical protein H--- AT4G22120 1.61 0.68 2.59 0.037271 0.107777 -4.70
266399_at putative phospholipid cytidylyltransferaPECT1 AT2G38670 -1.28 -0.36 -2.59 0.037275 0.107777 -4.70
258664_at  E2, ubiquitin-conjugating enzyme, put UBC12 AT3G08700 1.25 0.32 2.59 0.037302 0.107827 -4.70
256034_at unknown protein ; supported by cDNA:--- AT1G07080 -1.20 -0.27 -2.59 0.037302 0.107827 -4.70
261277_at hypothetical protein predicted by gensc--- AT1G20230 1.28 0.35 2.59 0.037331 0.107896 -4.70
248057_at putative protein strong similarity to unk--- AT5G55520 -1.19 -0.26 -2.59 0.037361 0.107971 -4.70
252219_at putative protein some putative proteins--- AT3G50160 -1.27 -0.34 -2.59 0.037367 0.107975 -4.70
263954_at unknown protein  ; supported by cDNA--- AT2G35840 -1.30 -0.37 -2.59 0.037401 0.108044 -4.70
261515_at  cleavage stimulation factor, putative s --- AT1G71800 1.20 0.27 2.59 0.037397 0.108044 -4.70
246856_at  nucleic acid binding protein - like nucleAL4 AT5G26210 1.19 0.25 2.59 0.037409 0.108055 -4.70
262231_at  putative receptor protein similar to vira--- AT1G68740 1.64 0.71 2.59 0.037425 0.108087 -4.70
250342_at  putative protein predicted protein, Ara --- AT5G11870 1.33 0.41 2.59 0.037455 0.108159 -4.70
255023_at hypothetical protein --- AT4G09850 1.24 0.31 2.58 0.037492 0.108251 -4.71
258894_at putative disease resistance protein simAtRLP32 AT3G05650 -1.61 -0.69 -2.58 0.037538 0.108358 -4.71
256487_at  disease resistance gene, putative sim --- AT1G31540 1.33 0.41 2.58 0.037534 0.108358 -4.71
256493_at hypothetical protein predicted by gene --- AT1G31600 -1.27 -0.35 -2.58 0.037619 0.108579 -4.71
253885_at  putative protein essential for embryog VPS26B AT4G27690 -1.29 -0.37 -2.58 0.037635 0.108611 -4.71
248342_at unknown protein MBD13 AT5G52230 1.19 0.25 2.58 0.037653 0.108649 -4.71
264438_at putative 60S ribosomal protein L17 sim--- AT1G27400 -1.43 -0.52 -2.58 0.03766 0.108656 -4.71
260623_at high-affinity nitrate transporter NRT2 idATNRT2:1 AT1G08090 -1.27 -0.34 -2.58 0.037686 0.108691 -4.71
248371_at gibberellin 20-oxidase (emb|CAA58294GA20OX2 AT5G51810 -1.69 -0.75 -2.58 0.037683 0.108691 -4.71



245936_at putative protein predicted proteins - dif --- AT5G19850 1.30 0.38 2.58 0.037687 0.108691 -4.71
266230_at hypothetical protein predicted by gensc--- AT2G28830 1.50 0.58 2.58 0.037728 0.108751 -4.71
253135_at cytoplasmatic aconitate hydratase (citr --- AT4G35830 1.35 0.43 2.58 0.037715 0.108751 -4.71
259470_at unknown protein --- AT1G19110 -1.18 -0.24 -2.58 0.037725 0.108751 -4.71
265267_at hypothetical protein predicted by gensc--- AT2G42920 -1.29 -0.37 -2.58 0.037732 0.108751 -4.71
261140_at unknown protein --- AT1G19680 1.25 0.33 2.58 0.037718 0.108751 -4.71
247689_at  putative protein protein tyrosine phosp--- AT5G59770 -1.33 -0.41 -2.58 0.037743 0.108771 -4.71
266751_at putative peptide chain release factor --- AT2G47020 -1.22 -0.28 -2.58 0.037778 0.108858 -4.71
260488_at  flowering protein CONSTANS, putativ TIFY2A AT1G51600 -1.29 -0.37 -2.58 0.037789 0.108875 -4.71
267048_at hypothetical protein predicted by genef--- AT2G34200 -1.32 -0.41 -2.58 0.037817 0.108941 -4.71
254862_at  putative transport protein Na(+) depen--- AT4G12030 -1.45 -0.54 -2.58 0.037849 0.109022 -4.72
261765_at  cyclin, putative similar to cyclin GI:562CYCA2;3 AT1G15570 -1.25 -0.32 -2.58 0.037863 0.109043 -4.72
253019_at  putative protein crp1-hcf111 allele,enc--- AT4G38010 1.22 0.29 2.58 0.037866 0.109043 -4.72
246617_at GSH-dependent dehydroascorbate red--- AT5G36270 -1.24 -0.31 -2.58 0.037886 0.109086 -4.72
251774_at  nematode resistance protein-like prote--- AT3G55840 2.17 1.12 2.58 0.037894 0.109096 -4.72
260750_at  light repressible receptor protein kinas--- AT1G49100 -1.22 -0.29 -2.58 0.037901 0.109101 -4.72
265845_at unknown protein --- AT2G35610 1.16 0.22 2.58 0.03793 0.109173 -4.72
259764_at  transcription factor inhibitor I kappa B,NPR1 AT1G64280 1.38 0.46 2.58 0.037937 0.109177 -4.72
266031_at hypothetical protein predicted by genef--- --- 1.21 0.27 2.58 0.037989 0.109312 -4.72
256961_at transcription initiation factor TFIID-1 (TTBP1 AT3G13445 1.24 0.31 2.57 0.038013 0.109369 -4.72
253072_at putative protein  ;supported by full-leng--- AT4G37830 1.19 0.25 2.57 0.03803 0.109403 -4.72
258195_at myb protein(myb26) contains myb DNAATMYB26 AT3G13890 -1.24 -0.31 -2.57 0.038045 0.109434 -4.72
259097_at unknown protein similar to GB:AAD491--- AT3G04830 -1.20 -0.26 -2.57 0.038094 0.109561 -4.72
256288_at  arginine N-methyltransferase 3, putati PRMT3 AT3G12270 1.59 0.67 2.57 0.038131 0.109639 -4.72
258694_at putative non-phototropic hypocotyl sim--- AT3G08660 -1.48 -0.57 -2.57 0.038129 0.109639 -4.72
257584_at hypothetical protein similar to putative --- --- -1.37 -0.45 -2.57 0.038143 0.109659 -4.72
264555_at hypothetical protein predicted by gensc--- AT1G09360 -1.22 -0.29 -2.57 0.038157 0.109686 -4.72
264675_at  putative phosphoribosylglycinamide sy--- AT1G09830 1.21 0.28 2.57 0.038185 0.109753 -4.72
263708_at unknown protein --- AT1G09320 1.22 0.29 2.57 0.038206 0.109801 -4.72
259296_at putative aminopeptidase similar to X-p --- AT3G05350 -1.28 -0.35 -2.57 0.038259 0.109939 -4.73
248703_at  dermal glycoprotein precursor, extrace--- AT5G48430 4.63 2.21 2.57 0.038291 0.110015 -4.73
257443_at hypothetical protein predicted by gensc--- AT2G22050 -1.21 -0.27 -2.57 0.038304 0.11004 -4.73
257011_at predicted protein CAX9 AT3G14070 1.55 0.63 2.57 0.038321 0.110074 -4.73
247691_at heat shock protein 18  ;supported by fuHSP18.2 AT5G59720 -1.24 -0.31 -2.57 0.038334 0.110085 -4.73
246125_at Expressed protein ; supported by full-le--- AT5G19875 1.93 0.95 2.57 0.03833 0.110085 -4.73



267545_at unknown protein GRP23 AT2G32690 -1.34 -0.42 -2.57 0.038407 0.11028 -4.73
251486_at  60S RIBOSOMAL PROTEIN L38-like --- AT3G59540 -1.39 -0.48 -2.57 0.038478 0.110456 -4.73
265878_at putative SUPERMAN-like C2H2 zinc fi ZFP11 AT2G42410 -1.19 -0.25 -2.57 0.038478 0.110456 -4.73
262013_s_ mudrA-like protein similar to Mu transp--- --- -1.30 -0.37 -2.57 0.038486 0.110464 -4.73
263028_at  protein kinase, putative similar to PRO--- AT1G24030 -1.32 -0.40 -2.56 0.03856 0.110662 -4.73
264535_at  Phosphatidylinositol Transfer Protein, --- AT1G55690 -1.70 -0.77 -2.56 0.038596 0.110754 -4.74
255833_at unknown protein --- AT2G33390 1.26 0.33 2.56 0.038617 0.110798 -4.74
249774_at squalene monooxygenase SQP1 AT5G24150 -1.44 -0.53 -2.56 0.038629 0.110819 -4.74
246623_at  nuM1 protein, putative similar to nuM1ATNUC-L1 AT1G48920 1.32 0.40 2.56 0.038665 0.11087 -4.74
260572_at putative molybdopterin synthase large --- AT2G43760 -1.20 -0.27 -2.56 0.038656 0.11087 -4.74
266487_at hypothetical protein predicted by gensc--- AT2G47660 1.17 0.23 2.56 0.038658 0.11087 -4.74
255822_at putative expansin  ;supported by full-leATEXPA8 AT2G40610 -5.11 -2.35 -2.56 0.038671 0.11087 -4.74
256188_at unknown protein similar to hypothetica --- AT1G30160 1.49 0.57 2.56 0.038666 0.11087 -4.74
265153_at  unusual floral organ (UFO), AtFBX1 a UFO AT1G30950 -1.25 -0.32 -2.56 0.038679 0.11088 -4.74
261202_at  flower pigmentation protein ATAN11 idATAN11 AT1G12910 -1.24 -0.31 -2.56 0.038782 0.111161 -4.74
254897_at  serine/threonine kinase-like protein re --- AT4G11470 1.84 0.88 2.56 0.038817 0.111241 -4.74
247583_at  putative protein predicted protein, Syn--- AT5G60750 1.22 0.28 2.56 0.038825 0.111241 -4.74
245956_s_ luminal binding protein  ; supported by BIP2 AT5G28540 / 1.90 0.93 2.56 0.03882 0.111241 -4.74
258335_at unknown protein --- AT3G16020 -1.19 -0.25 -2.56 0.038836 0.111259 -4.74
260562_at putative protein kinase contains a prote--- AT2G43850 -1.33 -0.41 -2.56 0.038854 0.111296 -4.74
265148_at unknown protein --- AT1G51160 -1.23 -0.30 -2.56 0.038873 0.111337 -4.74
245881_at putative protein --- AT5G09460 / 1.37 0.46 2.56 0.038913 0.111438 -4.74
258874_at hypothetical protein similar to unknown--- AT3G03230 -1.29 -0.37 -2.56 0.038932 0.111478 -4.74
266221_at putative nucleotide-sugar dehydratase UXS6 AT2G28760 2.55 1.35 2.56 0.038938 0.111483 -4.74
250907_at  putative protein predicted proteins, Ara--- AT5G03670 1.20 0.27 2.56 0.038968 0.111554 -4.75
266127_s_ putative mitochondrial translation elong--- AT1G45332 / 1.33 0.42 2.56 0.038987 0.11158 -4.75
262741_at hypothetical protein --- AT1G28760 1.20 0.26 2.56 0.039002 0.11158 -4.75
259462_at hypothetical protein contains similarity --- AT1G18940 -1.33 -0.41 -2.56 0.038984 0.11158 -4.75
251757_at  Ca-dependent solute carrier - like prot --- AT3G55640 1.36 0.45 2.56 0.038999 0.11158 -4.75
245530_at splicing factor like protein --- --- 1.26 0.33 2.56 0.039002 0.11158 -4.75
266324_at putative rac GTPase activating protein --- AT2G46710 -2.07 -1.05 -2.56 0.039007 0.11158 -4.75
246176_at  putative protein DYNAMIN-LIKE PRO --- AT5G28410 1.19 0.25 2.56 0.03902 0.111604 -4.75
248037_at sexual differentiation process protein ISOPT1 AT5G55930 1.63 0.71 2.56 0.039069 0.111728 -4.75
247337_at putative protein similar to unknown proPDF2.5 AT5G63660 -1.18 -0.24 -2.56 0.039073 0.111728 -4.75
253548_at Expressed protein ; supported by full-le--- AT4G30993 -1.33 -0.41 -2.55 0.039124 0.111859 -4.75



266562_at unknown protein --- AT2G23970 1.34 0.43 2.55 0.039152 0.111926 -4.75
250361_at  putative protein various predicted prot --- AT5G11370 -1.19 -0.25 -2.55 0.03921 0.112079 -4.75
259160_at unknown protein --- AT3G05410 -1.25 -0.32 -2.55 0.039218 0.112085 -4.75
266089_at hypothetical protein predicted by gensc--- AT2G38010 -1.50 -0.59 -2.55 0.039241 0.112124 -4.75
263111_s_ hypothetical protein contains similarity --- AT1G65190 / 1.34 0.42 2.55 0.03924 0.112124 -4.75
263729_at hypothetical protein predicted by gene --- AT1G60080 1.18 0.23 2.55 0.039259 0.112149 -4.75
260738_at hypothetical protein predicted by gene --- AT1G14990 1.21 0.27 2.55 0.039264 0.112149 -4.75
250696_at putative protein similar to unknown pro--- AT5G06790 -1.16 -0.22 -2.55 0.039261 0.112149 -4.75
247106_at WD repeat protein-like ;supported by fu--- AT5G66240 1.25 0.32 2.55 0.039275 0.112166 -4.75
254061_at putative protein several hypothetical pr--- AT4G25360 -1.23 -0.30 -2.55 0.03935 0.112295 -4.76
266460_at unknown protein ; supported by cDNA:AGP26 AT2G47930 -4.01 -2.00 -2.55 0.039328 0.112295 -4.75
260017_at hypothetical protein predicted by gene --- --- 1.39 0.48 2.55 0.039348 0.112295 -4.76
260118_s_ hypothetical protein predicted by gensc--- AT1G33940 / -1.31 -0.38 -2.55 0.039337 0.112295 -4.75
259400_at  receptor-like protein kinase, putative s--- AT1G17750 2.48 1.31 2.55 0.039345 0.112295 -4.76
248788_at DNA-binding protein-like --- AT5G47430 1.19 0.25 2.55 0.039344 0.112295 -4.76
260024_at  beta-1,3-glucanase precursor, putative--- AT1G30080 -1.17 -0.23 -2.55 0.039379 0.112349 -4.76
261444_at hypothetical protein predicted by gene SYP61 AT1G28490 -1.22 -0.28 -2.55 0.039375 0.112349 -4.76
261068_at  tropinone reductase-I, putative similar --- AT1G07450 -1.23 -0.30 -2.55 0.039403 0.112405 -4.76
256714_at cysteine proteinase contains similarity --- AT2G34080 1.26 0.33 2.55 0.039416 0.112427 -4.76
251868_at  RNA polymerase 24kDa subunit -like RPB5E AT3G54490 1.24 0.31 2.55 0.039432 0.112458 -4.76
249753_at putative protein similar to unknown pro--- AT5G24610 -1.18 -0.23 -2.55 0.039542 0.112759 -4.76
252017_at  cytochrome P450 - like protein cytoch CYP76G1 AT3G52970 1.24 0.31 2.55 0.039555 0.112766 -4.76
247362_at putative protein strong similarity to unkATPAP29 AT5G63140 -1.44 -0.53 -2.55 0.039552 0.112766 -4.76
266945_at hypothetical protein predicted by genefVEL2 AT2G18880 1.20 0.26 2.55 0.039562 0.112773 -4.76
256111_at unknown protein --- AT1G16820 -1.27 -0.35 -2.55 0.03957 0.112783 -4.76
253892_at hypothetical protein  ;supported by full---- AT4G27620 -1.21 -0.28 -2.55 0.03961 0.11288 -4.76
250238_at unknown protein DCP2 AT5G13570 -1.21 -0.28 -2.55 0.039617 0.112889 -4.76
253783_at  putative protein predicted protein, Ara NPGR2 AT4G28600 1.24 0.31 2.55 0.039637 0.112931 -4.76
266253_at unknown protein contains non-consensHDT4 AT2G27840 1.50 0.58 2.54 0.039673 0.113019 -4.76
247087_at putative protein contains similarity to e --- AT5G66330 -1.45 -0.54 -2.54 0.039689 0.113049 -4.76
255264_at  putative protein ethylene responsive E--- AT4G05170 -1.25 -0.32 -2.54 0.039735 0.113148 -4.77
250800_at ubiquinol-cytochrome C reductase comHPR AT1G68010 / 1.58 0.66 2.54 0.039738 0.113148 -4.77
262289_at unknown protein identical to unknown --- AT1G70770 1.20 0.26 2.54 0.039731 0.113148 -4.77
259278_at hypothetical protein predicted by gensc--- AT3G01160 1.26 0.33 2.54 0.039745 0.113152 -4.77
259785_at unknown protein ;supported by full-leng--- AT1G29490 -1.27 -0.35 -2.54 0.039774 0.113222 -4.77



253427_at  putative protein phosphate/phosphoen--- AT4G32390 -1.21 -0.28 -2.54 0.039855 0.113437 -4.77
262391_at  geranyl geranyl pyrophosphate synthaGGPS6 AT1G49530 -1.24 -0.31 -2.54 0.039872 0.113471 -4.77
257121_at hypothetical protein similar to auxin-ind--- AT3G20220 -1.23 -0.30 -2.54 0.039879 0.113479 -4.77
258931_at  hypothetical protein similar to hypotheDML2 AT3G10010 1.41 0.50 2.54 0.039887 0.113485 -4.77
267289_at putative protein kinase contains a prote--- AT2G23770 1.19 0.25 2.54 0.039891 0.113485 -4.77
249582_at calmodulin 1 (CAM1)  ; supported by c CAM1 AT5G37780 1.28 0.36 2.54 0.039932 0.113587 -4.77
263210_at Expressed protein ; supported by cDNA--- AT1G10585 6.03 2.59 2.54 0.039983 0.113717 -4.77
266643_s_ putative flavonol 3-O-glucosyltransfera--- AT2G29710 / -1.31 -0.39 -2.54 0.039999 0.113735 -4.77
251311_at FUSCA PROTEIN FUS6  ; supported bFUS6 AT3G61140 1.21 0.28 2.54 0.039997 0.113735 -4.77
255277_at putative homeotic protein  ; supported PDF2 AT4G04890 -1.32 -0.40 -2.54 0.040015 0.113766 -4.77
255258_at contains similarity to Arabidopsis thalia--- AT4G05060 -1.25 -0.32 -2.54 0.040037 0.113801 -4.77
265416_at unknown protein  ; supported by full-le --- AT2G37120 -1.61 -0.69 -2.54 0.040034 0.113801 -4.77
251958_at  putative protein predicted proteins, Ara--- AT3G53560 -1.47 -0.55 -2.54 0.040046 0.11381 -4.77
265601_at hypothetical protein predicted by gensc--- AT2G14390 1.23 0.30 2.54 0.040057 0.113829 -4.77
264775_at  putative endo-1,4-beta-D-glucanase s CEL5 AT1G22880 -1.28 -0.36 -2.54 0.040084 0.113892 -4.77
256876_at hypothetical protein predicted by gene --- AT3G26360 -1.16 -0.22 -2.54 0.040096 0.113912 -4.77
251675_at  helicase-like protein DNA helicase YGINO80 AT3G57300 1.19 0.25 2.54 0.040143 0.11403 -4.78
258784_at unknown protein --- AT3G11770 -1.41 -0.50 -2.54 0.040177 0.114098 -4.78
259933_at Expressed protein ; supported by full-le--- AT1G34350 -1.30 -0.38 -2.54 0.040174 0.114098 -4.78
255452_at  hypothetical protein similar to A. thalia--- AT4G02880 1.20 0.26 2.54 0.040225 0.114214 -4.78
252606_at  carboxypeptidase precursor-like prote scpl48 AT3G45010 1.70 0.76 2.54 0.040228 0.114214 -4.78
256696_at unknown protein --- AT3G20650 1.21 0.27 2.53 0.040296 0.114387 -4.78
266788_at putative receptor-like protein kinase --- AT2G29000 -1.17 -0.23 -2.53 0.040299 0.114387 -4.78
260540_at hypothetical protein predicted by genef--- AT2G43500 1.19 0.25 2.53 0.040342 0.114495 -4.78
246457_at  WD40-repeat protein transducin homoTOZ AT5G16750 1.24 0.31 2.53 0.040355 0.114518 -4.78
247204_at GTP binding protein-like AtRABH1a AT5G64990 1.24 0.32 2.53 0.040395 0.114613 -4.78
253643_at hypothetical protein  ;supported by full---- AT4G29780 2.07 1.05 2.53 0.040398 0.114613 -4.78
255604_at hypothetical protein --- AT4G01080 -1.37 -0.45 -2.53 0.040435 0.114692 -4.78
264374_at  putative two-component response reg ARR12 AT2G25180 -1.23 -0.30 -2.53 0.040436 0.114692 -4.78
247044_at MAP protein kinase  ; supported by cDMAPKKK5 AT5G66850 1.31 0.39 2.53 0.040503 0.114865 -4.79
265543_at unknown protein --- AT2G28270 -1.17 -0.22 -2.53 0.040543 0.114966 -4.79
255304_at  putative potassium transporter similar KEA3 AT4G04850 -1.41 -0.49 -2.53 0.040556 0.114981 -4.79
247544_at putative protein  ;supported by full-leng--- AT5G61670 1.33 0.41 2.53 0.040558 0.114981 -4.79
252076_at  LS1-like protein AT-LS1 product - Ara --- AT3G51660 1.73 0.79 2.53 0.040579 0.115026 -4.79
266869_at putative glucosyltransferase --- AT2G44660 -1.37 -0.46 -2.53 0.04059 0.115042 -4.79



259273_s_  serine/threonine specific protein kinas --- AT3G01300 / 1.22 0.29 2.53 0.040602 0.115048 -4.79
260465_at membrane-associated salt-inducible pr--- AT1G10910 -1.17 -0.22 -2.53 0.040601 0.115048 -4.79
257271_at Expressed protein ; supported by full-le--- AT3G28007 -1.90 -0.93 -2.53 0.040636 0.115129 -4.79
261424_at unknown protein --- AT1G18700 -1.17 -0.23 -2.53 0.040643 0.115135 -4.79
250085_at unknown protein --- AT5G17250 -1.30 -0.38 -2.53 0.040653 0.11515 -4.79
265482_at hypothetical protein contains a domain--- AT2G15780 4.75 2.25 2.53 0.040697 0.115259 -4.79
267173_at origin recognition complex protein idenORC2 AT2G37560 -1.41 -0.50 -2.53 0.040795 0.115511 -4.79
258948_at putative sulfite oxidase similar to sulfiteSOX AT3G01910 1.19 0.26 2.53 0.040796 0.115511 -4.79
266326_at putative cytochrome b5  ;supported by CB5-C AT2G46650 2.08 1.05 2.53 0.040805 0.115523 -4.79
261031_at hypothetical protein predicted by gene --- AT1G17360 -1.49 -0.57 -2.53 0.040821 0.115553 -4.79
252355_at  putative protein various predicted prot --- AT3G48250 1.22 0.28 2.52 0.040858 0.115608 -4.79
263766_at hypothetical protein predicted by gensc--- AT2G21440 1.31 0.39 2.52 0.040861 0.115608 -4.79
259714_at putative gibberellin 20-oxidase similar ATGA20OX4AT1G60980 1.24 0.31 2.52 0.040849 0.115608 -4.79
250184_at  putative protein various predicted prot --- AT5G14240 -1.20 -0.27 -2.52 0.04086 0.115608 -4.79
267486_at putative protein kinase contains a proteAPK2B AT2G02800 1.36 0.45 2.52 0.040873 0.11563 -4.79
254277_at  myb-like protein myb-related transcrip MYB85 AT4G22680 1.92 0.94 2.52 0.040905 0.115706 -4.80
265850_at putative DnaJ protein --- AT2G35720 1.32 0.40 2.52 0.040932 0.115739 -4.80
245407_at GTP-binding RAB2A like protein RABB1C AT4G17170 -1.22 -0.28 -2.52 0.040925 0.115739 -4.80
263166_at putative protein destination factor Simi --- AT1G03050 1.18 0.24 2.52 0.040929 0.115739 -4.80
255381_at RMA1 RING zinc finger protein identicaRMA1 AT4G03510 -1.48 -0.56 -2.52 0.040946 0.115764 -4.80
261614_at  poly(A)-binding protein, putative similaPAB8 AT1G49760 -1.32 -0.41 -2.52 0.04098 0.115845 -4.80
248229_at caffeic acid 3-O-methyltransferase-like --- AT5G53810 -1.28 -0.36 -2.52 0.040985 0.115846 -4.80
267516_at unknown protein RPT2 AT2G30520 -1.27 -0.34 -2.52 0.041027 0.115951 -4.80
251817_at  small GTP-binding protein - like (fragmARA6 AT3G54840 1.20 0.26 2.52 0.041039 0.115968 -4.80
250508_at selenium-binding protein-like --- AT5G09950 1.22 0.29 2.52 0.041051 0.115988 -4.80
246960_at unknown protein --- AT5G24710 -1.20 -0.27 -2.52 0.041072 0.116032 -4.80
246410_at hypothetical protein predicted by gene --- AT1G57760 -1.19 -0.25 -2.52 0.041091 0.116073 -4.80
258991_at unknown protein contains Pfam profile --- AT3G08820 1.23 0.30 2.52 0.041102 0.11609 -4.80
248684_at Expressed protein ; supported by full-leDIR1 AT5G48485 1.80 0.85 2.52 0.041116 0.116101 -4.80
251939_at  putative protein MICRONUCLEAR LIN--- AT3G53440 -1.35 -0.44 -2.52 0.041111 0.116101 -4.80
266812_at putative protein kinase contains a prote--- AT2G44830 -1.31 -0.39 -2.52 0.041133 0.116111 -4.80
263833_at hypothetical protein --- AT2G40316 -1.19 -0.25 -2.52 0.041138 0.116111 -4.80
247111_at unknown protein --- AT5G65880 -1.38 -0.47 -2.52 0.04113 0.116111 -4.80
267010_at putative AP2 domain transcription factoSNZ AT2G39250 -1.29 -0.36 -2.52 0.04114 0.116111 -4.80
257035_at  cytochrome P450, putative similar to cCYP707A4 AT3G19270 1.25 0.33 2.52 0.041187 0.116227 -4.80



256334_at  oligopeptide transporter, putative simi --- AT1G72120 / 1.34 0.42 2.52 0.041227 0.116326 -4.80
258959_at putative amino acid transporter similar CAT7 AT3G10600 -1.22 -0.28 -2.52 0.041274 0.116438 -4.80
257651_at  polygalacturonase, putative similar to --- AT3G16850 -1.50 -0.58 -2.52 0.041277 0.116438 -4.80
247370_at putative protein similar to unknown pro--- AT5G63320 1.47 0.55 2.52 0.041283 0.116443 -4.80
259496_at hypothetical protein predicted by gensc--- AT1G15900 -1.22 -0.29 -2.52 0.041334 0.116572 -4.81
247858_at similar to unknown protein (pir||T34863TTL AT5G58220 -1.25 -0.32 -2.52 0.041374 0.116669 -4.81
258893_at putative disease resistance protein simAtRLP33 AT3G05660 -2.04 -1.03 -2.52 0.041395 0.116714 -4.81
248049_at putative protein contains similarity to cyCOX15 AT5G56090 1.56 0.64 2.52 0.04141 0.116744 -4.81
257201_at unknown protein --- AT3G23740 -1.26 -0.33 -2.51 0.041418 0.116749 -4.81
246094_at  putative protein predicted proteins, H. --- AT5G19300 1.39 0.47 2.51 0.041443 0.116796 -4.81
258869_at hypothetical protein similar to xylose tr AtVGT1 AT3G03090 -1.27 -0.34 -2.51 0.041444 0.116796 -4.81
266572_at unknown protein --- AT2G23840 1.35 0.43 2.51 0.041458 0.116817 -4.81
265447_at putative laccase (diphenol oxidase) LAC6 AT2G46570 -1.28 -0.36 -2.51 0.041462 0.116817 -4.81
251160_at  inositol-1,4,5-trisphosphate 5-Phospha--- AT3G63240 -1.24 -0.31 -2.51 0.041481 0.116857 -4.81
267558_at unknown protein  ; supported by cDNALUH AT2G32700 -1.20 -0.26 -2.51 0.041546 0.117024 -4.81
255225_at  U3 snoRNP-associated -like protein U--- AT4G05410 1.58 0.66 2.51 0.041562 0.117056 -4.81
257208_at hypothetical protein predicted by gensc--- AT3G14910 -1.33 -0.41 -2.51 0.04157 0.117064 -4.81
254852_at  putative disease resistance protein DNWRKY19 AT4G12020 -1.17 -0.23 -2.51 0.041586 0.117078 -4.81
257411_s_ hypothetical protein predicted by gene --- AT1G61320 / 1.17 0.23 2.51 0.041584 0.117078 -4.81
251506_at putative protein  ; supported by cDNA: --- AT3G59090 -1.18 -0.23 -2.51 0.041609 0.117129 -4.81
258376_at hypothetical protein similar to GB:AAD --- AT3G17680 -1.19 -0.25 -2.51 0.041616 0.117135 -4.81
258216_at unknown protein contains Pfam profile --- AT3G17980 1.29 0.37 2.51 0.041625 0.117145 -4.81
249973_at  GPAA1 - like protein glycosylphospha --- AT5G19130 -1.25 -0.32 -2.51 0.041662 0.117235 -4.81
263122_at  prenyltransferase, putative similar to pSPS1 AT1G78510 1.27 0.35 2.51 0.041687 0.117281 -4.81
252635_at  putative protein predicted proteins, Ara--- AT3G44510 1.26 0.33 2.51 0.041689 0.117281 -4.81
246295_at calmodulin-binding protein  ; supportedCIP111 AT3G56690 1.30 0.38 2.51 0.041741 0.117401 -4.82
262251_at hypothetical protein predicted by gene --- AT1G53760 1.43 0.52 2.51 0.041742 0.117401 -4.82
252877_at hypothetical protein supported by full-le--- AT4G39630 -1.24 -0.32 -2.51 0.041752 0.117403 -4.82
250910_at  heat shock transcription factor -like proHSFA3 AT5G03720 -1.82 -0.87 -2.51 0.041752 0.117403 -4.82
264444_at putative squamosa-promoter binding p--- AT1G27360 1.21 0.28 2.51 0.041758 0.117404 -4.82
252806_at putative protein --- AT3G42390 1.22 0.28 2.51 0.041787 0.117458 -4.82
251574_at  putative protein GLUCAN ENDO-1,3-BPDCB5 AT3G58100 -1.26 -0.33 -2.51 0.041785 0.117458 -4.82
248618_at myb-related transcription factor AtMYB78 AT5G49620 1.26 0.33 2.51 0.041804 0.11749 -4.82
263512_at hypothetical protein predicted by genef--- --- -1.20 -0.26 -2.51 0.041818 0.117514 -4.82
247268_at putative protein contains similarity to n --- AT5G64080 -1.29 -0.37 -2.51 0.041865 0.117633 -4.82



250312_at unknown protein --- AT5G12260 -1.25 -0.33 -2.51 0.041872 0.117636 -4.82
267500_s_ putative cytochrome P450 CYP704A1 AT2G44890 / 1.39 0.47 2.51 0.041884 0.117657 -4.82
253032_at  guanine nucleotide-exchange protein --- AT4G38200 -1.20 -0.26 -2.51 0.041893 0.117667 -4.82
264069_at putative rubisco subunit binding-proteinCPN60A AT2G28000 -1.37 -0.45 -2.51 0.0419 0.117673 -4.82
266609_at unknown protein  ; supported by cDNASRO1 AT2G35510 1.32 0.40 2.51 0.041911 0.117688 -4.82
251616_at putative protein --- AT3G57990 -1.19 -0.25 -2.51 0.041963 0.117821 -4.82
259997_at unknown protein similar to N-acetylgluc--- AT1G67880 1.55 0.63 2.50 0.042022 0.117971 -4.82
251723_at  putative protein speckle-type protein, S--- AT3G56230 -1.27 -0.34 -2.50 0.042033 0.117988 -4.82
253321_at  putative protein prolyl 4-hydroxylase a--- AT4G33910 1.20 0.27 2.50 0.042062 0.118035 -4.82
253220_s_  putative protein phospholipase C, List --- AT4G34920 / 1.32 0.40 2.50 0.042066 0.118035 -4.82
251404_at putative protein --- AT3G60310 -1.24 -0.31 -2.50 0.04207 0.118035 -4.82
254446_at tubulin beta-9 chain  ;supported by full-TUB9 AT4G20890 -1.19 -0.25 -2.50 0.042061 0.118035 -4.82
263033_s_ unknown protein ; supported by full-len--- AT1G23950 / -1.37 -0.46 -2.50 0.042082 0.118054 -4.82
252261_at RNA-directed RNA polymerase RNA-dRDR6 AT3G49500 -1.25 -0.32 -2.50 0.042116 0.118133 -4.83
264349_at putative Proline synthetase associated--- AT1G11930 1.16 0.22 2.50 0.042124 0.118143 -4.83
246139_at  putative protein predicted protein, Dro --- AT5G19900 1.26 0.34 2.50 0.042139 0.118168 -4.83
246311_at high mobility group protein 2-like  ; supHMGB1 AT3G51880 1.25 0.32 2.50 0.042159 0.118196 -4.83
267063_at hypothetical protein predicted by genef--- AT2G41120 1.31 0.39 2.50 0.042154 0.118196 -4.83
263119_at  hypothetical protein predicted by gene--- AT1G03110 -1.33 -0.41 -2.50 0.042179 0.118238 -4.83
261591_at  protein kinase, putative similar to prote--- AT1G01740 1.31 0.39 2.50 0.042193 0.118262 -4.83
253186_at  putative protein predicted proteins, Ara--- AT4G35270 1.33 0.41 2.50 0.042203 0.118276 -4.83
266213_s_ Mutator-like transposase similar to  MU--- --- 1.22 0.29 2.50 0.042258 0.118417 -4.83
247924_at Expressed protein --- AT5G57655 1.53 0.62 2.50 0.042273 0.118445 -4.83
259250_at unknown protein --- AT3G07580 1.37 0.45 2.50 0.042287 0.118468 -4.83
249979_s_ putative protein --- AT5G18860 / -1.62 -0.70 -2.50 0.04233 0.118568 -4.83
256817_at  F-box protein family, AtFBW1 contains--- AT3G21410 -1.26 -0.33 -2.50 0.042333 0.118568 -4.83
254997_s_  putative protein various predicted prot --- AT4G09920 / -1.20 -0.26 -2.50 0.042357 0.11862 -4.83
246347_at putative protein probable chloroplast a --- AT3G56830 -1.22 -0.29 -2.50 0.042379 0.118668 -4.83
249994_at  putative protein cell polarity protein tea--- AT5G18590 -1.23 -0.30 -2.50 0.042402 0.118717 -4.83
264126_at hypothetical protein predicted by gene NUA AT1G79280 1.18 0.24 2.50 0.042435 0.118796 -4.83
266711_at unknown protein --- AT2G46740 1.20 0.26 2.50 0.042446 0.11881 -4.83
266818_at unknown protein HUB1 AT2G44950 1.27 0.34 2.50 0.042471 0.118851 -4.83
265061_at hypothetical protein contains similarity --- AT1G61640 1.60 0.68 2.50 0.04247 0.118851 -4.83
261124_at hypothetical protein predicted by gene --- AT1G04900 1.22 0.28 2.50 0.042496 0.118864 -4.83
255487_at  tryptophan synthase alpha 1-like prote--- AT4G02610 -1.25 -0.32 -2.50 0.042492 0.118864 -4.83



252212_at  protein kinase -like protein NTPK1 proMAPKKK20 AT3G50310 1.63 0.71 2.50 0.042493 0.118864 -4.83
261681_at hypothetical protein similar to hypothet --- AT1G47340 -1.38 -0.46 -2.50 0.042501 0.118864 -4.83
256596_at hypothetical protein predicted by gene --- AT3G28540 1.46 0.54 2.50 0.042501 0.118864 -4.83
255118_at  nitrilase 1 like protein nitrilase 1 - Mus --- AT4G08790 -1.27 -0.34 -2.50 0.042509 0.11887 -4.83
258345_at unknown protein --- AT3G22845 1.21 0.27 2.50 0.042554 0.118983 -4.84
247328_at unknown protein  ;supported by full-len--- AT5G64130 -1.37 -0.45 -2.50 0.042567 0.119005 -4.84
254080_at fibrillarin 2 (AtFib2) identical to fibrillari FIB2 AT4G25630 1.77 0.82 2.50 0.042597 0.119058 -4.84
265580_at putative protein phosphatase 2C --- AT2G20050 -1.28 -0.35 -2.50 0.042592 0.119058 -4.84
265139_at unknown protein --- AT1G51310 1.27 0.34 2.50 0.042616 0.119098 -4.84
248767_at putative protein contains similarity to G--- AT5G47710 1.25 0.33 2.49 0.042627 0.119115 -4.84
264044_at putative pyrophosphate--fructose-6-ph PFK5 AT2G22480 1.22 0.28 2.49 0.042638 0.119119 -4.84
253863_at  putative protein D.melanogaster P ele --- AT4G27420 1.26 0.33 2.49 0.042639 0.119119 -4.84
260654_at hypothetical protein predicted by gene --- AT1G19290 1.30 0.37 2.49 0.042655 0.119142 -4.84
249792_at putative protein contains similarity to DPHS1 AT5G23720 -1.20 -0.26 -2.49 0.042658 0.119142 -4.84
247851_at  outer membrane lipoprotein - like outeTIL AT5G58070 -1.52 -0.60 -2.49 0.042678 0.119184 -4.84
266957_at unknown protein PTAC12 AT2G34640 -1.27 -0.34 -2.49 0.042685 0.119188 -4.84
254574_at expressed protein  supported by cDNA--- AT4G19430 2.24 1.17 2.49 0.042702 0.119221 -4.84
253624_at  putative protein 2-acylglycerophosphoATS2 AT4G30580 -1.29 -0.37 -2.49 0.042866 0.119649 -4.84
AFFX-r2-BsB. subtilis /GEN=pheA /DB_XREF=gb: --- --- -1.68 -0.75 -2.49 0.042861 0.119649 -4.84
255052_at  rab7 -like protein rab7 protein -Vigna aATRABG3A AT4G09720 -1.25 -0.32 -2.49 0.042893 0.11971 -4.84
265826_at hypothetical protein predicted by genef--- AT2G35795 1.19 0.25 2.49 0.042974 0.119921 -4.85
257789_at unknown protein  ;supported by full-lenYSL6 AT3G27020 1.38 0.46 2.49 0.043037 0.120068 -4.85
245573_at hypothetical protein --- AT4G14730 -1.18 -0.23 -2.49 0.043034 0.120068 -4.85
253156_at  putative protein mRNA for KIAA0174 g--- AT4G35730 -1.25 -0.32 -2.49 0.043048 0.120071 -4.85
254860_at  putative C-4 sterol methyl oxidase C-4SMO1-1 AT4G12110 -1.26 -0.33 -2.49 0.043049 0.120071 -4.85
260053_at hypothetical protein similar to unknown--- AT1G78120 -1.28 -0.36 -2.49 0.043085 0.120158 -4.85
265772_at putative protein kinase contains a proteRKF3 AT2G48010 1.30 0.37 2.49 0.043136 0.120286 -4.85
263877_at hypothetical protein predicted by genef--- AT2G21780 1.16 0.21 2.49 0.043142 0.120286 -4.85
265097_at unknown protein BARD1 AT1G04020 -1.36 -0.45 -2.49 0.043167 0.120343 -4.85
264945_at  MADS-box protein (MADS2), putative MAF1 AT1G77080 -1.50 -0.59 -2.49 0.043193 0.120401 -4.85
248352_at low-temperature-induced 65 kD proteinLTI65 AT5G52300 -1.99 -0.99 -2.48 0.043236 0.12049 -4.85
251565_at putative protein several hypothetical prLBD29 AT3G58190 -1.19 -0.25 -2.49 0.043231 0.12049 -4.85
261578_at  acidic ribosomal protein, putative simi --- AT1G01100 -1.30 -0.38 -2.48 0.043253 0.120523 -4.85
258030_at hypothetical protein predicted by gene --- AT3G27590 -1.26 -0.33 -2.48 0.043291 0.120614 -4.85
259331_at putative auxin-induced protein similar t --- AT3G03840 -1.31 -0.39 -2.48 0.043334 0.120718 -4.85



254826_at  putative protein predicted protein, Ara --- AT4G12640 -1.27 -0.34 -2.48 0.0434 0.12089 -4.86
263064_at putative bZIP transcription factor contaCPuORF1 AT2G18160 / 1.32 0.41 2.48 0.043451 0.120962 -4.86
246436_at  putative protein cisplatin resistance-as--- AT5G17440 1.18 0.24 2.48 0.043453 0.120962 -4.86
253600_at  SERINE CARBOXYPEPTIDASE II - li scpl29 AT4G30810 -1.21 -0.28 -2.48 0.043449 0.120962 -4.86
250114_s_ AMP-binding protein AAE5 AT5G16340 / 1.38 0.46 2.48 0.04345 0.120962 -4.86
251889_at  putative protein probable lectin 2 prec --- AT3G54080 -1.50 -0.59 -2.48 0.043441 0.120962 -4.86
258184_at  two-component phosphorelay mediatoAHP1 AT3G21510 -1.32 -0.40 -2.48 0.043491 0.121038 -4.86
258481_at putative phosphatidate phosphohydrolaLPP3 AT3G02600 -1.31 -0.39 -2.48 0.043487 0.121038 -4.86
258355_at hypothetical protein predicted by gensc--- AT3G14330 -1.33 -0.42 -2.48 0.043501 0.121051 -4.86
267125_at putative acetone-cyanohydrin lyase MES4 AT2G23580 -1.18 -0.24 -2.48 0.043509 0.121058 -4.86
249652_at putative protein hypothetical proteins - --- AT5G37070 1.29 0.36 2.48 0.043533 0.121112 -4.86
254428_at  putative protein Human mRNA for KIAZAC AT4G21160 1.21 0.28 2.48 0.043562 0.121176 -4.86
263470_at putative unconventional myosin XIF AT2G31900 -1.20 -0.26 -2.48 0.043587 0.121231 -4.86
259745_at unknown protein SAG18 AT1G71190 1.24 0.31 2.48 0.043595 0.121238 -4.86
258587_at hypothetical protein predicted by gensc--- AT3G04310 1.45 0.54 2.48 0.043616 0.121283 -4.86
264593_at putative GTP-binding protein  ; supportARAC1 AT2G17800 -1.22 -0.29 -2.48 0.043635 0.121307 -4.86
254069_at  putative protein similarity to antisense ATNUDT10 AT4G25434 1.32 0.40 2.48 0.043631 0.121307 -4.86
250755_at DnaJ-like protein  ; supported by cDNA--- AT5G05750 -1.27 -0.35 -2.48 0.043656 0.121349 -4.86
257734_at unknown protein contains Pfam profile ATSYTF AT3G18370 1.18 0.23 2.48 0.043691 0.121433 -4.86
261650_at envelope Ca2+-ATPase identical to enACA1 AT1G27770 1.43 0.52 2.48 0.043699 0.121439 -4.86
245941_at  putative protein karyopherin beta 3 - Hemb2734 AT5G19820 -1.25 -0.32 -2.48 0.043719 0.12148 -4.86
245305_at Expressed protein ; supported by full-le--- AT4G17215 2.05 1.03 2.48 0.043732 0.121501 -4.86
AFFX-LysXB. subtilis /GEN=lys /DB_XREF=gb:X1--- --- -1.37 -0.46 -2.48 0.043751 0.12154 -4.86
246583_at  protein kinase -like protein Ste-20 rela--- AT5G14720 -1.27 -0.35 -2.48 0.043757 0.121541 -4.86
255629_at stress-induced protein OZI1 precursor ATOZI1 AT4G00860 1.36 0.44 2.48 0.043821 0.121705 -4.87
248556_at unknown protein --- AT5G50350 1.28 0.35 2.48 0.043827 0.121706 -4.87
253663_at putative villin VLN4 AT4G30160 1.23 0.30 2.48 0.043834 0.12171 -4.87
249038_at putative protein contains similarity to u RING1A AT5G44280 1.24 0.31 2.48 0.043853 0.121749 -4.87
260489_at hypothetical protein ; supported by cDN--- AT1G51610 -1.21 -0.27 -2.47 0.043864 0.121763 -4.87
251767_at  putative protein U4/U6 small nuclear r --- AT3G55930 1.17 0.23 2.47 0.043915 0.121892 -4.87
250076_at putative protein; similar to unknown pro--- AT5G16660 -1.25 -0.32 -2.47 0.043935 0.121932 -4.87
254425_at  putative membrane associated protein--- AT4G21450 1.18 0.24 2.47 0.043978 0.122037 -4.87
267358_at proline transporter 1  ;supported by ful PROT1 AT2G39890 1.27 0.35 2.47 0.04403 0.122167 -4.87
251736_at  putative protein acetyl-CoA carboxylas--- AT3G56130 -1.42 -0.51 -2.47 0.044049 0.122188 -4.87
261054_at hypothetical protein predicted by gene --- AT1G01320 1.46 0.55 2.47 0.044047 0.122188 -4.87



259969_at putative pyrophosphate-dependent pho--- AT1G76550 1.55 0.63 2.47 0.044071 0.122236 -4.87
265672_at putative cysteine proteinase inhibitor B--- AT2G31980 -2.15 -1.11 -2.47 0.044078 0.122239 -4.87
248505_at putative protein similar to unknown pro--- AT5G50360 1.27 0.34 2.47 0.044114 0.122325 -4.87
247704_at Expressed protein ; supported by full-leRTFL5 AT5G59510 1.71 0.78 2.47 0.044173 0.122474 -4.87
260630_at subtilisin-like serine protease contains ALE1 AT1G62340 -1.30 -0.38 -2.47 0.04422 0.122574 -4.88
260446_at unknown protein --- AT1G72420 -1.24 -0.31 -2.47 0.044218 0.122574 -4.88
265389_at putative riboflavin synthase alpha chai --- AT2G20690 1.25 0.33 2.47 0.044239 0.122612 -4.88
256459_at  acetyl-CoA carboxylase, putative simi ACC2 AT1G36180 -1.28 -0.36 -2.47 0.044272 0.122687 -4.88
260847_s_  alanine aminotransferase, putative simAlaAT1 AT1G17290 / 1.21 0.28 2.47 0.044288 0.122718 -4.88
252358_at  putative protein cfxY protein, Alcaligen--- AT3G48425 -1.20 -0.26 -2.47 0.044308 0.122759 -4.88
261986_s_  cytochrome P450, putative similar to CCYP76C5 AT1G33720 / -1.72 -0.78 -2.47 0.044328 0.122799 -4.88
251867_at SKP1 interacting partner 5 (SKIP5) SKIP5 AT3G54480 1.19 0.25 2.47 0.04436 0.122871 -4.88
246901_at  putative protein Leaf protein, Pharbitis--- AT5G25630 -1.21 -0.27 -2.47 0.04439 0.122924 -4.88
263762_at putative kinesin heavy chain  ; support --- AT2G21380 -1.37 -0.46 -2.47 0.044386 0.122924 -4.88
267420_at hypothetical protein predicted by grail --- AT2G35030 1.50 0.58 2.47 0.0444 0.122937 -4.88
256682_at putative protein dihydrolipoamide S-ac LTA3 AT3G52200 1.18 0.24 2.47 0.044408 0.122945 -4.88
255874_at hypothetical protein predicted by genscETG1 AT2G40550 -1.86 -0.89 -2.47 0.044416 0.122954 -4.88
267400_at unknown protein --- AT2G26240 1.29 0.37 2.47 0.044452 0.123022 -4.88
256868_at  eukaryotic translation initiation factor 4EIF4B1 AT3G26400 1.41 0.50 2.47 0.044452 0.123022 -4.88
267157_at putative MYB family transcription facto AS1 AT2G37630 1.37 0.45 2.47 0.044463 0.123023 -4.88
261064_at unknown protein ftsh10 AT1G07510 1.27 0.35 2.47 0.044459 0.123023 -4.88
257240_at  monooxygenase, putatve contains Pfa--- AT3G24200 1.20 0.27 2.47 0.044481 0.123058 -4.88
266592_at putative fatty acid desaturase/cytochro--- AT2G46210 -1.21 -0.27 -2.47 0.044492 0.123075 -4.88
252829_at homeodomain - like protein  ; supporteATHB16 AT4G40060 -1.28 -0.35 -2.46 0.044507 0.123101 -4.88
266707_at hypothetical protein predicted by gensc--- AT2G03310 -1.20 -0.27 -2.46 0.044514 0.123105 -4.88
260687_at  inner mitochondrial membrane proteinATTIM23-1 AT1G17530 1.35 0.43 2.46 0.044549 0.123186 -4.88
260428_at putative translation initiation factor EIF --- AT1G72340 -1.31 -0.39 -2.46 0.044555 0.123187 -4.88
250448_at  putative protein lignostilbene-alpha,be--- AT5G10820 1.41 0.49 2.46 0.044563 0.123195 -4.88
267004_at hypothetical protein predicted by genef--- AT2G34260 1.83 0.87 2.46 0.044664 0.123459 -4.89
246954_at unknown protein  ; supported by cDNA--- AT5G04830 1.18 0.24 2.46 0.044672 0.123466 -4.89
263113_at unknown protein Belongs to PF|00583 --- AT1G03150 -1.18 -0.23 -2.46 0.044722 0.12359 -4.89
248349_at progesterone-binding protein-like  ; supMSBP1 AT5G52240 1.31 0.39 2.46 0.044734 0.123592 -4.89
256289_s_  serine carboxypeptidase, putative conscpl14 AT3G12230 / 1.63 0.71 2.46 0.044733 0.123592 -4.89
258927_at putative folylpolyglutamate synthetase DFC AT3G10160 -1.21 -0.27 -2.46 0.044766 0.123655 -4.89
260482_at endomembrane protein EMP70 precus--- AT1G10950 -1.21 -0.28 -2.46 0.044767 0.123655 -4.89



250073_at unknown protein  ; supported by cDNAENH1 AT5G17170 1.51 0.59 2.46 0.0448 0.123729 -4.89
245641_at Expressed protein ; supported by full-le--- AT1G25370 2.21 1.15 2.46 0.044895 0.123979 -4.89
256452_at hypothetical protein predicted by gene AtHB33 AT1G75240 -2.00 -1.00 -2.46 0.044904 0.123988 -4.89
250074_at UDP-glucose pyrophosphorylase  ; sup--- AT5G17310 -1.32 -0.40 -2.46 0.044938 0.124068 -4.89
252734_at  putative protein merozoite surface proMEE38 AT3G43160 1.22 0.29 2.46 0.044966 0.1241 -4.89
248518_at putative protein similar to unknown pro--- AT5G50560 / 1.35 0.44 2.46 0.044965 0.1241 -4.89
263496_at unknown protein  ; supported by full-le --- AT2G42570 -1.30 -0.38 -2.46 0.044957 0.1241 -4.89
251008_at putative protein ;supported by full-leng --- AT5G02710 -1.26 -0.34 -2.46 0.044995 0.124164 -4.89
264644_at hypothetical protein Similar to CaenorhCAX11 AT1G08960 -1.25 -0.33 -2.46 0.04503 0.124244 -4.89
253755_at  26S proteasome subunit 4-like proteinRPT2a AT4G29040 1.22 0.29 2.46 0.045041 0.12426 -4.89
251581_at  putative protein CARBON CATABOLIT--- AT3G58560 1.26 0.33 2.46 0.045057 0.12429 -4.89
255836_at putative splicing factor U2AF large cha--- AT2G33440 1.31 0.39 2.46 0.045103 0.1244 -4.90
264045_at putative GTP cyclohydrolase --- AT2G22450 -1.20 -0.26 -2.46 0.045117 0.12442 -4.90
265481_at unknown protein  ; supported by cDNA--- AT2G15960 1.23 0.30 2.46 0.045121 0.12442 -4.90
252009_at  zinc finger - like protein zinc finger pro--- AT3G52800 1.34 0.42 2.46 0.045134 0.124441 -4.90
262751_at hypothetical protein predicted by gensc--- AT1G16310 1.19 0.25 2.45 0.045173 0.124534 -4.90
250626_at  putative protein p100 co-activator - Mu--- AT5G07350 1.22 0.28 2.45 0.04521 0.124622 -4.90
250236_at delta subunit of mitochondrial F1-ATPa--- AT5G13450 1.25 0.32 2.45 0.045222 0.124639 -4.90
260135_at  calmodulin-related protein similar to G--- AT1G66400 1.89 0.92 2.45 0.045245 0.124688 -4.90
254255_at  serine/threonine kinase - like protein s--- AT4G23220 1.71 0.77 2.45 0.045268 0.124736 -4.90
260433_at MtN21-like protein similar to MtN21 GB--- AT1G68170 -1.24 -0.31 -2.45 0.045275 0.12474 -4.90
255687_at hypothetical protein KEA2 AT4G00630 1.48 0.56 2.45 0.045286 0.124756 -4.90
245581_at hypothetical protein --- AT4G14840 -1.26 -0.33 -2.45 0.045329 0.124858 -4.90
249816_at cleavage and polyadenylation specifici CPSF100 AT5G23880 -1.30 -0.38 -2.45 0.045349 0.1249 -4.90
248228_at unknown protein  ;supported by full-len--- AT5G53800 1.30 0.38 2.45 0.04539 0.124998 -4.90
259340_at hypothetical protein predicted using gePYK10 AT3G03870 / 1.25 0.32 2.45 0.04541 0.125036 -4.90
257952_at putative peroxidase almost identical to --- AT3G21770 -1.34 -0.42 -2.45 0.04543 0.125076 -4.90
252171_at hypothetical protein  ; supported by cD--- AT3G50590 -1.21 -0.27 -2.45 0.04544 0.125089 -4.90
262247_at unknown protein contains similarity to D-CDES AT1G48420 -1.21 -0.27 -2.45 0.045455 0.125114 -4.90
266246_at putative cytochrome P450 CYP94C1 AT2G27690 -1.83 -0.87 -2.45 0.045497 0.125185 -4.90
264710_at putative phytochelatin synthetase similCOBL6 AT1G09790 -1.21 -0.27 -2.45 0.045496 0.125185 -4.90
259353_at putative branched-chain amino acid am--- AT3G05190 -1.18 -0.24 -2.45 0.045488 0.125185 -4.90
264671_at unknown protein  ; supported by full-le --- AT1G09920 1.25 0.32 2.45 0.045519 0.12523 -4.91
251807_at methionyl-tRNA synthetase (AtcpMetROVA1 AT3G55400 -1.28 -0.35 -2.45 0.045524 0.125231 -4.91
246046_at  putative protein predicted proteins, Ara--- --- -1.23 -0.30 -2.45 0.045532 0.125236 -4.91



248005_at unknown protein --- AT5G56240 1.28 0.35 2.45 0.04556 0.1253 -4.91
266819_at unknown protein  ;supported by full-len--- AT2G44870 -1.29 -0.37 -2.45 0.045591 0.125368 -4.91
255670_at Expressed protein ; supported by full-leRHB1A AT4G00335 1.18 0.24 2.45 0.045603 0.125387 -4.91
256599_at hypothetical protein predicted by gensc--- AT3G14760 -1.20 -0.26 -2.45 0.045618 0.125402 -4.91
263052_at unknown protein --- AT2G13430 -1.19 -0.26 -2.45 0.04562 0.125402 -4.91
252006_at  purple acid phosphatase-like protein pPAP22 AT3G52820 2.47 1.30 2.45 0.045664 0.125509 -4.91
257251_at  type 1 membrane protein, putative idePMP AT3G24160 -1.22 -0.29 -2.45 0.045672 0.125516 -4.91
245321_at Expressed protein ; supported by full-le--- AT4G15545 -1.18 -0.24 -2.45 0.045678 0.125517 -4.91
245015_at  large subunit of riblose-1,5-bisphosph --- --- -1.38 -0.47 -2.45 0.045697 0.125547 -4.91
252956_at farnesylated protein (ATFP6)  ; suppor ATFP6 AT4G38580 -1.63 -0.71 -2.45 0.0457 0.125547 -4.91
267488_at putative cadmium-transporting ATPaseHMA4 AT2G19110 1.33 0.41 2.45 0.045725 0.125577 -4.91
254459_at  gibberellin 20-oxidase - like protein gibGA2OX8 AT4G21200 -1.18 -0.23 -2.45 0.045727 0.125577 -4.91
260063_at  unknown protein contains Pfam profile--- AT1G73720 -1.23 -0.30 -2.45 0.045716 0.125577 -4.91
254410_at serine/threonine kinase - like protein --- AT4G21410 1.69 0.76 2.45 0.045749 0.12562 -4.91
256336_at unknown protein --- AT1G72030 -1.29 -0.37 -2.45 0.045792 0.125702 -4.91
260137_at unknown protein ;supported by full-leng--- AT1G66330 -1.34 -0.42 -2.44 0.045799 0.125702 -4.91
249310_at putative protein contains similarity to 4 --- AT5G41520 -1.24 -0.31 -2.44 0.0458 0.125702 -4.91
250334_at NADH dehydrogenase (ubiquinone)  ;s--- AT5G11770 1.22 0.28 2.45 0.045788 0.125702 -4.91
250319_at putative protein strong similarity to unk--- AT5G12120 -1.17 -0.22 -2.44 0.045809 0.125709 -4.91
254074_at transcriptional activator CBF1  CRT CRCBF1 AT4G25490 1.55 0.63 2.44 0.045819 0.125721 -4.91
253219_at  MYB-like protein myb-related protein YAtMYB32 AT4G34990 1.43 0.51 2.44 0.045836 0.125729 -4.91
254871_at  Srw1 -like protein WD repeat protein SCCS52A2 AT4G11920 -1.16 -0.22 -2.44 0.045838 0.125729 -4.91
252345_at hypothetical protein --- AT3G48640 1.35 0.43 2.44 0.04583 0.125729 -4.91
257377_at unknown protein PLL4 AT2G28890 1.52 0.60 2.44 0.045847 0.125738 -4.91
266342_at hypothetical protein predicted by grail --- AT2G01540 1.32 0.40 2.44 0.045905 0.125882 -4.91
252629_at  cytochrome P450 - like protein cytoch --- AT3G44970 -1.18 -0.24 -2.44 0.045916 0.125883 -4.91
253432_at putative protein various predicted prote--- AT4G32450 -1.18 -0.24 -2.44 0.045915 0.125883 -4.91
262498_at 8-oxoguanine DNA glycosylase-like proOGG1 AT1G21710 -1.23 -0.30 -2.44 0.045983 0.126052 -4.92
266553_at unknown protein  ; supported by cDNA--- AT2G46170 1.26 0.33 2.44 0.046 0.126084 -4.92
251242_at ARGININE/SERINE-RICH SPLICING FRSP31 AT3G61860 1.19 0.25 2.44 0.046011 0.126098 -4.92
256547_at  receptor-like serine/threonine kinase, --- AT3G14840 1.50 0.58 2.44 0.046032 0.12614 -4.92
249797_at putative protein contains similarity to re--- AT5G23750 -1.29 -0.37 -2.44 0.046069 0.126226 -4.92
260095_at  putative transcription factor BTF3 (RN--- AT1G73230 -1.34 -0.42 -2.44 0.046092 0.126275 -4.92
255306_at putative calcium dependent protein kinCPK23 AT4G04740 1.33 0.42 2.44 0.046102 0.126286 -4.92
252999_at putative protein other Arabidopsis hypo--- AT4G38500 -1.22 -0.29 -2.44 0.046136 0.126348 -4.92



256872_at  non-phototropic hypocotyl, putative sim--- AT3G26490 -1.21 -0.27 -2.44 0.046132 0.126348 -4.92
257413_at  putative RNA-binding protein contains--- AT1G22910 -1.35 -0.43 -2.44 0.046178 0.126449 -4.92
251869_at putative protein --- AT3G54500 -1.40 -0.48 -2.44 0.046216 0.126538 -4.92
248722_at pyrophosphate-fructose-6-phosphate 1PFK2 AT5G47810 1.16 0.22 2.44 0.046275 0.126669 -4.92
261845_at  metal ion transporter, putative similar NRAMP6 AT1G15960 -1.33 -0.41 -2.44 0.046275 0.126669 -4.92
255727_at hypothetical protein similar to unknown--- AT1G25510 -1.23 -0.30 -2.44 0.046301 0.126719 -4.92
261836_at hypothetical protein contains similarity WAKL7 AT1G16090 2.11 1.07 2.44 0.046305 0.126719 -4.92
258265_at  putative beta-1,3-glucanase precursor--- AT3G15800 -1.23 -0.30 -2.44 0.046324 0.126758 -4.92
252603_at putative protein --- AT3G45050 -1.29 -0.36 -2.44 0.046335 0.126771 -4.92
247460_at AtOXA1  ;supported by full-length cDNOXA1 AT5G62050 1.16 0.21 2.43 0.046465 0.127081 -4.93
247190_at D-type cyclin (emb|CAB41347.1)  ;sup CYCD4;1 AT5G65420 -1.23 -0.30 -2.43 0.046464 0.127081 -4.93
263865_at putative ABC transporter related to muABCB1 AT2G36910 -1.33 -0.41 -2.44 0.046456 0.127081 -4.93
252101_at rac-like GTP binding protein Arac11  ; ROP1 AT3G51300 -1.22 -0.28 -2.43 0.046725 0.127778 -4.93
263960_at putative kinesin-related cytokinesis pro--- AT2G36200 -1.22 -0.29 -2.43 0.046757 0.127834 -4.93
267381_at unknown protein  ; supported by cDNA--- AT2G26190 2.47 1.31 2.43 0.046752 0.127834 -4.93
248964_at cytochrome P450 CYP707A3 AT5G45340 1.75 0.81 2.43 0.046765 0.127841 -4.93
258275_at unknown protein  ;supported by full-len--- AT3G15760 1.41 0.49 2.43 0.046802 0.127927 -4.93
262465_at hypothetical protein similar to hypothet --- AT1G50270 -1.18 -0.24 -2.43 0.046815 0.127947 -4.93
264377_at similar to early nodulins --- AT2G25060 -1.18 -0.24 -2.43 0.046825 0.127957 -4.93
249590_at  putative protein SIAH1, Brassica napu--- AT5G37870 -1.18 -0.24 -2.43 0.04683 0.127957 -4.93
257884_at hypothetical protein predicted by gene --- AT3G16960 -1.22 -0.28 -2.43 0.046849 0.127994 -4.93
254163_s_  putative protein storage protein - Popu--- AT4G24340 / 2.25 1.17 2.43 0.046863 0.128017 -4.94
255578_at  predicted protein of unknown function --- AT4G01450 1.54 0.62 2.43 0.046869 0.128019 -4.94
260472_at hypothetical protein predicted by genef--- AT1G10990 3.08 1.63 2.43 0.046889 0.128058 -4.94
251115_at  putative protein symplekin - Homo sapESP4 AT5G01400 1.22 0.28 2.43 0.046896 0.128061 -4.94
261258_at unknown protein --- AT1G26640 -1.27 -0.35 -2.43 0.046948 0.128188 -4.94
261176_at hypothetical protein predicted by gene --- AT1G04780 1.18 0.24 2.43 0.046955 0.128192 -4.94
267069_at unknown protein ATCAMBP25AT2G41010 1.90 0.92 2.43 0.046979 0.128242 -4.94
251455_at  citrate synthase-like protein citrate synCSY5 AT3G60100 1.18 0.23 2.43 0.046993 0.128251 -4.94
258319_at hypothetical protein similar to hypothet --- AT3G22700 1.19 0.25 2.43 0.046994 0.128251 -4.94
255029_x_ hypothetical protein --- AT4G09470 1.17 0.22 2.43 0.047064 0.128427 -4.94
249427_at  40S ribosomal protein S9-like 40S ribo--- AT5G39850 1.68 0.75 2.43 0.047086 0.128468 -4.94
267152_at hypothetical protein predicted by grail; --- AT2G31040 -1.32 -0.40 -2.43 0.04709 0.128468 -4.94
264652_at  putative sugar transport protein, ERD6--- AT1G08920 1.64 0.71 2.43 0.047125 0.128549 -4.94
247771_at  Ran binding protein 1 homolog - like RRANBP1 AT5G58590 1.24 0.31 2.42 0.047145 0.128588 -4.94



263903_at putative touch-induced calmodulin --- AT2G36180 -1.18 -0.24 -2.42 0.047182 0.128672 -4.94
263471_at hypothetical protein predicted by genscRAP AT2G31890 -1.24 -0.31 -2.42 0.047204 0.128719 -4.94
264914_at  clathrin adaptor medium chain protein HAP13 AT1G60780 -1.23 -0.30 -2.42 0.047288 0.128931 -4.94
266256_at 60S acidic ribosomal protein P2  ;supp--- AT2G27710 -1.42 -0.51 -2.42 0.047324 0.129014 -4.95
245282_at hypothetical protein ; supported by cDN--- AT4G14990 1.29 0.37 2.42 0.047336 0.129031 -4.95
246564_at  putative protein hypothetical protein F --- AT5G15610 -1.17 -0.23 -2.42 0.047354 0.129042 -4.95
248506_at adenylate kinase  ;supported by full-len--- AT5G50370 1.66 0.73 2.42 0.047357 0.129042 -4.95
253185_at  putative protein bZIP protein - Arabido--- AT4G35240 -1.26 -0.34 -2.42 0.047357 0.129042 -4.95
261928_at  uclacyanin II, putative similar to uclacy--- AT1G22480 1.33 0.41 2.42 0.047412 0.129177 -4.95
250536_at Expressed protein ; supported by full-le--- AT5G08535 -1.24 -0.31 -2.42 0.047421 0.129185 -4.95
258070_at hypothetical protein predicted by gene --- AT3G26040 -1.28 -0.35 -2.42 0.047474 0.129315 -4.95
254923_at protein phosphatase type 1 PP1BG  ;s TOPP7 AT4G11240 1.28 0.35 2.42 0.047504 0.129382 -4.95
251090_at  putative protein ACR1-protein - Sacch--- AT5G01340 1.77 0.82 2.42 0.047528 0.12943 -4.95
262427_s_  thioglucosidase, putative similar to thioBGLU34 AT1G47600 / -1.18 -0.24 -2.42 0.047533 0.12943 -4.95
249821_at putative protein contains similarity to p --- AT5G23690 1.40 0.48 2.42 0.047567 0.129461 -4.95
260001_at putative S-adenosyl-L-methionine:transTSM1 AT1G67990 1.27 0.34 2.42 0.047563 0.129461 -4.95
257861_at putative transporter similar to SV2 rela --- AT3G13050 1.26 0.33 2.42 0.047565 0.129461 -4.95
257918_at  ethylene responsive element binding p--- AT3G23230 4.79 2.26 2.42 0.047564 0.129461 -4.95
253457_at  putative protein C56A3.6,Caenorhabd--- AT4G32060 -1.24 -0.32 -2.42 0.047575 0.129466 -4.95
264539_at hypothetical protein predicted by gene --- AT1G55590 -1.23 -0.30 -2.42 0.047588 0.129487 -4.95
249587_at  putative protein copper homeostasis fa--- AT5G37860 -1.17 -0.22 -2.42 0.04765 0.129639 -4.95
256902_s_  HAPp48,5 protein identical to HAPp48--- AT3G23910 / -1.35 -0.43 -2.42 0.047655 0.129639 -4.95
266072_at putative trehalose-6-phosphate syntha ATTPS11 AT2G18700 -1.40 -0.48 -2.42 0.047676 0.129679 -4.95
249956_at  putative protein CGI-66 protein, Homo--- AT5G18940 1.20 0.27 2.42 0.047692 0.129704 -4.95
261152_at hypothetical protein predicted by gene --- AT1G04930 -1.34 -0.43 -2.42 0.047697 0.129704 -4.95
259052_at unknown protein PEX19-1 AT3G03490 1.20 0.27 2.42 0.047713 0.129732 -4.95
260353_at putative nitrilase-associated protein simSP1L2 AT1G69230 1.25 0.33 2.42 0.047728 0.129758 -4.95
267371_at Expressed protein ; supported by cDNA--- AT2G44510 1.36 0.44 2.42 0.047773 0.129781 -4.95
267462_at Expressed protein ; supported by full-le--- AT2G33735 -1.42 -0.51 -2.42 0.04777 0.129781 -4.95
266755_at putative alcohol dehydrogenase --- AT2G47150 -1.24 -0.31 -2.42 0.047783 0.129781 -4.95
245315_at proteasome chain protein ; supported bPBD2 AT4G14800 -1.19 -0.25 -2.42 0.047782 0.129781 -4.95
251351_s_ CaLB protein NTMC2T4 AT3G60950 / -1.22 -0.29 -2.42 0.047743 0.129781 -4.95
251708_at Expressed protein ; supported by cDNA--- AT3G56580 -1.28 -0.35 -2.42 0.047788 0.129781 -4.96
260708_at expressed protein ; supported by full-le--- AT1G32310 -1.24 -0.31 -2.42 0.047761 0.129781 -4.95
251430_at  putative protein hypothetical protein A --- AT3G60110 1.23 0.30 2.42 0.04775 0.129781 -4.95



265642_at putative nitrilase  ;supported by full-lenNLP1 AT2G27450 1.29 0.37 2.42 0.047758 0.129781 -4.95
263569_at putative chromosome associated proteTTN7 AT2G27170 1.35 0.43 2.42 0.047804 0.129811 -4.96
265199_s_ putative glucosyl transferase --- AT2G36770 / 1.37 0.46 2.41 0.04782 0.129838 -4.96
254375_at  putative protein (fragment) ATP(GTP) QQT2 AT4G21800 1.21 0.27 2.41 0.047837 0.12987 -4.96
256649_at  serine/arginine-rich protein, putative s SCL30A AT3G13570 -1.28 -0.36 -2.41 0.047853 0.129881 -4.96
253574_at putative protein --- AT4G31030 -1.32 -0.40 -2.41 0.047848 0.129881 -4.96
259062_at unknown protein est hits to genscan m--- AT3G07440 -1.32 -0.40 -2.41 0.047878 0.129933 -4.96
257020_at  mitotic checkpoint protein, putative sim--- AT3G19590 -1.24 -0.31 -2.41 0.047908 0.130001 -4.96
249692_s_ putative protein strong similarity to unk--- AT5G36670 / 1.25 0.32 2.41 0.047946 0.130087 -4.96
266094_at Expressed protein ; supported by full-le--- AT2G37975 -1.23 -0.30 -2.41 0.047975 0.130151 -4.96
250370_at  putative protein putative transcription e--- AT5G11430 1.17 0.22 2.41 0.048004 0.130214 -4.96
252717_at  putative protein predicted proteins, Ara--- AT3G43930 1.43 0.52 2.41 0.048026 0.130258 -4.96
258823_at  putative RING zinc finger protein conta--- AT3G07200 -1.29 -0.37 -2.41 0.048065 0.130349 -4.96
248558_at permease --- AT5G49990 -1.37 -0.45 -2.41 0.048133 0.130517 -4.96
266028_at hypothetical protein predicted by gensc--- AT2G06000 1.31 0.39 2.41 0.048192 0.130661 -4.96
255916_at putative protein --- AT5G28550 -1.25 -0.33 -2.41 0.048203 0.130675 -4.96
249611_at  putative protein unnamed ORF, HomoATSRL1 AT5G37370 1.26 0.33 2.41 0.048243 0.130769 -4.96
258449_s_ putative RNA helicase similar to RNA hPMH1 AT3G22310 / 1.33 0.41 2.41 0.048304 0.130897 -4.97
248346_at GTP-binding protein-like  ;supported byATGB1 AT5G52210 -1.39 -0.48 -2.41 0.0483 0.130897 -4.97
254783_at  hydrolase-like protein 2-hydroxy-6-oxo--- AT4G12830 -1.55 -0.64 -2.41 0.048307 0.130897 -4.97
267625_at putative RNA-binding protein --- AT2G42240 -1.21 -0.28 -2.41 0.048314 0.1309 -4.97
247142_at putative protein strong similarity to unk--- AT5G65570 1.22 0.29 2.41 0.048339 0.130952 -4.97
245479_at extensin like protein --- AT4G16140 -1.22 -0.29 -2.41 0.048351 0.130954 -4.97
255791_at plastid protein identical to GB:Z86094; DAL1 AT2G33430 -1.30 -0.38 -2.41 0.048346 0.130954 -4.97
259361_at  glyceraldehyde-3-phosphate dehydrogGAPC2 AT1G13440 1.24 0.31 2.41 0.048366 0.130978 -4.97
255539_at  putative actin polymerization factor simCRK AT4G01710 -1.22 -0.29 -2.41 0.048386 0.131017 -4.97
265299_at putative retroelement pol polyprotein c --- --- 1.32 0.41 2.41 0.048429 0.131101 -4.97
260045_at putative MAP kinase similar to mitogenATMPK15 AT1G73670 1.16 0.22 2.41 0.048426 0.131101 -4.97
250801_at pectinesterase --- AT5G04960 -1.19 -0.25 -2.41 0.048464 0.13118 -4.97
249167_at putative protein similar to unknown pro--- AT5G42860 -1.63 -0.70 -2.40 0.048515 0.131303 -4.97
263375_s_ putative prohibitin  ;supported by full-leATPHB6 AT2G20530 / 1.25 0.32 2.40 0.048537 0.131333 -4.97
254213_at  tyrosine transaminase like protein tyro--- AT4G23590 -1.20 -0.26 -2.40 0.048539 0.131333 -4.97
265256_at hypothetical protein predicted by gensc--- AT2G28390 -1.16 -0.21 -2.40 0.048545 0.131333 -4.97
252187_at  putative protein UV inducible protein U--- AT3G50850 1.25 0.32 2.40 0.048549 0.131333 -4.97
263532_s_  putative protein RIO1 protein, Saccha --- AT2G24990 / 1.31 0.38 2.40 0.048595 0.131443 -4.97



264076_at unknown protein --- AT2G28540 1.17 0.22 2.40 0.048672 0.131635 -4.97
247404_at  permease 1 - like protein permease 1,--- AT5G62890 -1.50 -0.59 -2.40 0.048683 0.13165 -4.97
256860_at hypothetical protein similar to acetyl-Co--- AT3G23840 -1.22 -0.28 -2.40 0.048723 0.131741 -4.97
265336_at hypothetical protein predicted by genscAPC10 AT2G18290 -1.19 -0.25 -2.40 0.04874 0.131772 -4.98
248080_at wax synthase-like protein --- AT5G55380 -1.28 -0.35 -2.40 0.048759 0.131806 -4.98
261295_at unknown protein --- AT1G48450 -1.18 -0.24 -2.40 0.048764 0.131806 -4.98
247765_at cytochrome P450 CYP86A1 CYP86A1 AT5G58860 -1.45 -0.53 -2.40 0.048788 0.131855 -4.98
246344_at putative protein predicted proteins - Ar --- AT3G56730 -1.44 -0.53 -2.40 0.048795 0.131857 -4.98
259099_at unknown protein similar to GB:AAB610--- AT3G05010 -1.22 -0.28 -2.40 0.048801 0.131858 -4.98
266287_at putative tropinone reductase --- AT2G29150 1.26 0.33 2.40 0.048836 0.131937 -4.98
266881_at putative casein kinase II beta subunit  CKB4 AT2G44680 -1.21 -0.28 -2.40 0.048852 0.131964 -4.98
248540_at FRO1 and FRO2-like protein FRO8 AT5G50160 1.17 0.22 2.40 0.048891 0.132055 -4.98
259506_at  protein phosphatase type 2C, putative--- AT1G43900 1.20 0.27 2.40 0.048907 0.132066 -4.98
249425_at  putative protein 5'-AMP-ACTIVATED P--- AT5G39790 -1.48 -0.56 -2.40 0.048903 0.132066 -4.98
266135_at putative transcription factor IIIB 70 KD --- AT2G45100 -1.38 -0.47 -2.40 0.04895 0.132167 -4.98
245623_s_ hypothetical protein --- AT4G14096 / -1.20 -0.26 -2.40 0.04897 0.132206 -4.98
259739_at unknown protein supported by cDNA: CSEH1H AT1G64350 1.22 0.28 2.40 0.049012 0.132299 -4.98
266056_at hypothetical protein predicted by genscATATG18C AT2G40810 -1.18 -0.24 -2.40 0.049016 0.132299 -4.98
258017_at unknown protein --- AT3G19370 -1.45 -0.54 -2.40 0.049055 0.132381 -4.98
250452_at  putative protein KIAA1038 protein, Ho--- AT5G10630 -1.24 -0.31 -2.40 0.049058 0.132381 -4.98
248154_at putative protein strong similarity to unk--- AT5G54400 2.06 1.04 2.40 0.049072 0.132404 -4.98
262567_at hypothetical protein contains similarity --- AT1G34300 1.36 0.44 2.40 0.049098 0.132457 -4.98
263928_at hypothetical protein predicted by gensc--- AT2G36330 1.32 0.41 2.40 0.049117 0.13249 -4.98
259221_s_  putative phospholipase similar to unknNPC5 AT3G03530 / 2.92 1.55 2.40 0.049122 0.13249 -4.98
264884_at unknown protein ;supported by full-leng--- AT1G61170 -1.49 -0.57 -2.40 0.049152 0.132557 -4.98
260534_at hypothetical protein predicted by grail --- --- -1.19 -0.25 -2.40 0.049198 0.132664 -4.98
259803_at  cytosolic factor, putative similar to GI:8PATL1 AT1G72150 -1.20 -0.26 -2.40 0.049215 0.132695 -4.99
259407_at  protein phosphatase 2A regulatory su PP2AA3 AT1G13320 -1.17 -0.23 -2.39 0.049226 0.132707 -4.99
263477_at putative glucosyltransferase  ; supporte--- AT2G31790 -1.33 -0.42 -2.39 0.049241 0.132733 -4.99
248623_at putative protein similar to unknown pro--- AT5G49170 -1.89 -0.92 -2.39 0.049259 0.132767 -4.99
247869_at CCHH finger protein 2-like protein (pir| ZFP2 AT5G57520 1.15 0.20 2.39 0.049305 0.132874 -4.99
246676_at putative protein --- --- -1.17 -0.22 -2.39 0.049356 0.132997 -4.99
264050_at putative non-LTR retroelement reverse--- --- -1.29 -0.37 -2.39 0.049389 0.133068 -4.99
245932_at  3'(2'),5'-bisphosphate nucleotidase-like--- AT5G09290 1.54 0.62 2.39 0.049529 0.133393 -4.99
262815_at putative cytochrome P450 strong similaCYP71A18 AT1G11610 1.45 0.54 2.39 0.049533 0.133393 -4.99



267151_at aspartate aminotransferase (AAT1) ideASP1 AT2G30970 1.30 0.38 2.39 0.049528 0.133393 -4.99
250548_at myosin heavy chain-like protein  ; suppMBP2C AT5G08120 -1.22 -0.29 -2.39 0.049522 0.133393 -4.99
259037_at hypothetical protein predicted by gensc--- AT3G09350 1.93 0.95 2.39 0.049566 0.133468 -4.99
253383_at putative protein  ;supported by full-leng--- AT4G32900 1.33 0.41 2.39 0.049573 0.133469 -4.99
245934_at  putative protein NAC1 - Medicago trunanac082 AT5G09330 1.28 0.35 2.39 0.049584 0.133474 -4.99
265285_at hypothetical protein predicted by gensc--- AT2G20410 1.25 0.32 2.39 0.049586 0.133474 -4.99
247240_at putative protein strong similarity to unkCMPG2 AT5G64660 2.71 1.44 2.39 0.049599 0.133478 -4.99
252928_at  putative protein more than 30 predicte--- AT4G38940 1.47 0.56 2.39 0.049595 0.133478 -4.99
261657_at  pathogenesis-related protein 1b precu--- AT1G50050 -1.22 -0.29 -2.39 0.049615 0.133504 -4.99
260298_at putative oxidoreductase contains Pfam--- AT1G80320 1.18 0.24 2.39 0.049626 0.133519 -4.99
265432_at hypothetical protein predicted by grail --- AT2G20650 1.25 0.32 2.39 0.049652 0.133572 -4.99
253647_at  putative protein KIAA0210 gene, Hom--- AT4G29950 1.25 0.33 2.39 0.04968 0.133633 -4.99
252622_at  cysteine proteinase AALP, putative sim--- AT3G45310 1.23 0.30 2.39 0.049706 0.133685 -5.00
260560_at putative endochitinase --- AT2G43590 1.37 0.45 2.39 0.049733 0.133711 -5.00
259752_at spore coat protein-like protein similar toLPR2 AT1G71040 1.31 0.39 2.39 0.049732 0.133711 -5.00
259765_at unknown protein ;supported by full-leng--- AT1G64370 1.32 0.40 2.39 0.049732 0.133711 -5.00
260100_at Expressed protein ; supported by full-leBNS AT1G73177 -1.18 -0.23 -2.39 0.04978 0.133775 -5.00
249248_at unknown protein --- AT5G42320 -1.25 -0.32 -2.39 0.049774 0.133775 -5.00
245869_at hypothetical protein predicted by gene --- AT1G26330 -1.19 -0.25 -2.39 0.049768 0.133775 -5.00
247527_at  leucine-rich receptor-like protein kinas--- AT5G61480 -1.34 -0.42 -2.39 0.049773 0.133775 -5.00
250527_at serine/threonine-protein kinase SNRK2.1 AT5G08590 -1.18 -0.24 -2.39 0.049791 0.133787 -5.00
259448_at hypothetical protein similar to transcrip --- AT1G13790 -1.24 -0.31 -2.39 0.049805 0.13381 -5.00
260151_at unknown protein  ;supported by full-len--- AT1G52910 -1.93 -0.95 -2.39 0.04982 0.133836 -5.00
256062_at unknown protein ;supported by full-lengLSH6 AT1G07090 -1.18 -0.24 -2.39 0.049828 0.133842 -5.00
254850_at putative protein predicted proteins Ara --- AT4G12000 -1.31 -0.40 -2.39 0.049884 0.133975 -5.00
265707_at unknown protein --- AT2G03390 -1.25 -0.32 -2.39 0.049896 0.133992 -5.00
253365_at  putative protein various predicted prot --- AT4G33170 1.21 0.27 2.38 0.049934 0.134063 -5.00
254618_at  cellulose synthase - like protein celluloIRX1 AT4G18780 -1.40 -0.48 -2.39 0.04993 0.134063 -5.00
266447_at putative calcium binding protein ;suppoMSS3 AT2G43290 1.66 0.73 2.38 0.049976 0.134159 -5.00
248430_at putative protein similar to unknown pro--- AT5G51800 -1.22 -0.29 -2.38 0.049987 0.134173 -5.00
261604_at unknown protein contains similarity to f--- AT1G49590 -1.24 -0.31 -2.38 0.049997 0.134183 -5.00
245604_at hypothetical protein --- AT4G14290 -1.23 -0.30 -2.38 0.050113 0.134479 -5.00
253284_at  putative protein hydroxyproline-rich gly--- AT4G34150 1.50 0.58 2.38 0.050168 0.134597 -5.00
248145_at unknown protein  ;supported by full-len--- AT5G54880 -1.23 -0.30 -2.38 0.050165 0.134597 -5.00
255627_at Expressed protein ; supported by full-le--- AT4G00955 1.18 0.24 2.38 0.050199 0.134663 -5.01



255777_at  glycine-rich RNA-binding protein, putaGR-RBP6 AT1G18630 1.28 0.36 2.38 0.050302 0.134875 -5.01
254993_at putative protein kinase --- AT4G10730 1.19 0.25 2.38 0.050311 0.134875 -5.01
246035_at succinyl-CoA-ligase alpha subunit  ;su --- AT5G08300 1.59 0.67 2.38 0.050312 0.134875 -5.01
257331_at hypothetical protein --- --- -1.25 -0.32 -2.38 0.050309 0.134875 -5.01
251373_at GATA transcription factor 4  ; supporte --- AT3G60530 -1.90 -0.93 -2.38 0.050314 0.134875 -5.01
251000_at putative protein --- AT5G02650 -1.22 -0.29 -2.38 0.050298 0.134875 -5.01
253131_at homeodomain - like protein several ho WOX13 AT4G35550 -1.26 -0.33 -2.38 0.050357 0.134943 -5.01
254314_at  extensin - like protein hybrid proline-ric--- AT4G22470 3.72 1.89 2.38 0.050357 0.134943 -5.01
251457_s_  multi resistance protein homolog multiATMRP9 AT3G60160 / 1.21 0.27 2.38 0.050351 0.134943 -5.01
254957_at putative protein  ; supported by full-len --- AT4G10970 1.24 0.30 2.38 0.050364 0.134946 -5.01
259617_at hypothetical protein predicted by gene --- AT1G47970 1.25 0.32 2.38 0.050376 0.13496 -5.01
264240_at  protein kinase, putative Simisimilar to --- AT1G54820 -2.16 -1.11 -2.38 0.050381 0.13496 -5.01
246318_at  putative protein predicted protein BAA--- AT3G56740 1.25 0.33 2.38 0.050404 0.135008 -5.01
263934_at hypothetical protein predicted by genefEDA12 AT2G35950 1.16 0.22 2.38 0.050421 0.135037 -5.01
257148_at  cytochrome c, putative similar to cytoc--- AT3G27240 1.37 0.45 2.38 0.050453 0.135079 -5.01
244991_s_ NADH dehydrogenase ND2 --- --- -1.20 -0.26 -2.38 0.050461 0.135079 -5.01
251122_at  protein kinase -like protein serine/thre --- AT5G01020 -1.31 -0.39 -2.38 0.050459 0.135079 -5.01
257095_at unknown protein  ; supported by cDNAATPDIL5-3 AT3G20560 -1.27 -0.35 -2.38 0.050451 0.135079 -5.01
247141_at putative protein strong similarity to unk--- AT5G65560 1.33 0.41 2.38 0.050493 0.135116 -5.01
253673_at  putative protein putative phosphatase --- AT4G29530 -1.23 -0.30 -2.38 0.050504 0.135116 -5.01
256100_at unknown protein --- AT1G13750 1.80 0.85 2.38 0.050484 0.135116 -5.01
261724_at Expressed protein ; supported by full-le--- AT1G76185 -1.20 -0.26 -2.38 0.050487 0.135116 -5.01
254950_at putative protein  ;supported by full-leng--- AT4G10810 -1.17 -0.22 -2.38 0.0505 0.135116 -5.01
248397_at unknown protein --- AT5G52140 -1.21 -0.27 -2.38 0.050521 0.135144 -5.01
255344_s_ putative receptor-like protein kinase --- AT4G04540 / -1.69 -0.76 -2.38 0.050547 0.135199 -5.01
258347_at unknown protein identical to LEA-like p--- AT3G17520 -1.22 -0.29 -2.38 0.050597 0.135318 -5.01
255505_at SAR1/GTP-binding secretory factor  ;s ATSAR2 AT4G02080 1.21 0.27 2.38 0.05061 0.135335 -5.01
247324_at putative protein strong similarity to unk--- AT5G64190 2.05 1.03 2.38 0.050635 0.135387 -5.01
251025_at  putative protein CND41, chloroplast n PCS1 AT5G02190 -1.28 -0.35 -2.37 0.050665 0.135419 -5.01
252636_at  putative protein triacylglycerol lipase, --- AT3G44510 1.22 0.29 2.37 0.050662 0.135419 -5.01
262813_at unknown protein strong similarity to gi| --- AT1G11670 1.74 0.80 2.38 0.050653 0.135419 -5.01
252361_at hypothetical protein --- AT3G48490 -1.48 -0.57 -2.37 0.050676 0.135432 -5.02
255802_s_  putative protein RING-H2 finger protei --- AT4G10150 / -1.18 -0.24 -2.37 0.050731 0.135564 -5.02
260671_at unknown protein ;supported by full-leng--- AT1G19310 -1.25 -0.33 -2.37 0.05074 0.135572 -5.02
248933_at putative protein contains similarity to g --- AT5G46070 1.20 0.26 2.37 0.050784 0.135673 -5.02



245249_at acyl-CoA oxidase like protein ; supportACX1 AT4G16760 1.31 0.39 2.37 0.05082 0.135755 -5.02
246258_at  PPR-repeat protein, putative contains --- AT1G31840 1.19 0.25 2.37 0.050836 0.135781 -5.02
265387_at unknown protein  ;supported by full-len--- AT2G20670 -1.67 -0.74 -2.37 0.050889 0.135906 -5.02
258038_at unknown protein  ;supported by full-len--- AT3G21260 1.40 0.48 2.37 0.050913 0.135954 -5.02
264418_at  nuclear ribonucleoprotein, putative sim--- AT1G43190 -1.31 -0.39 -2.37 0.050942 0.136017 -5.02
255608_at hypothetical protein --- AT4G01140 -1.28 -0.36 -2.37 0.050957 0.13604 -5.02
264637_at  allyl alcohol dehydrogenase, putative --- AT1G65560 1.33 0.42 2.37 0.050983 0.136094 -5.02
255580_at putative water channel protein TIP1;3 AT4G01470 -1.26 -0.34 -2.37 0.051006 0.136138 -5.02
266325_at putative extensin --- AT2G46630 -1.88 -0.91 -2.37 0.05108 0.13632 -5.02
260223_at putative exonuclease contains Pfam pr--- AT1G74390 -1.20 -0.27 -2.37 0.051119 0.136409 -5.02
266691_at hypothetical protein predicted by gensc--- AT2G19890 -1.24 -0.31 -2.37 0.051157 0.136493 -5.02
245517_at hypothetical protein --- AT4G15840 1.15 0.20 2.37 0.051184 0.136551 -5.03
254584_at  putative protein probable membrane pVPS54 AT4G19490 -1.18 -0.24 -2.37 0.051201 0.136581 -5.03
266111_at unknown protein --- AT2G02060 / -1.21 -0.28 -2.37 0.051218 0.136608 -5.03
255026_at hypothetical protein MES12 AT4G09900 -1.44 -0.53 -2.37 0.05126 0.136705 -5.03
260425_at  hypothetical protein similar to CCAAT-EDA25 AT1G72440 1.57 0.65 2.37 0.051297 0.136787 -5.03
250332_at  putative protein predicted proteins, Ara--- AT5G11680 -1.25 -0.32 -2.37 0.051353 0.136921 -5.03
256779_at  beta-fructofuranosidase, putative simi AtcwINV5 AT3G13784 1.16 0.21 2.37 0.051373 0.136954 -5.03
251512_at putative protein several hypothetical pr--- AT3G59190 -1.20 -0.26 -2.37 0.051377 0.136954 -5.03
265258_at hypothetical protein predicted by genef--- AT2G20390 1.17 0.23 2.36 0.0514 0.136966 -5.03
260096_at hypothetical protein predicted by genef--- AT1G73240 1.26 0.33 2.36 0.0514 0.136966 -5.03
249339_at putative protein similar to unknown pro--- AT5G41100 1.83 0.87 2.36 0.051393 0.136966 -5.03
251662_at  putative protein DNA-DIRECTED RNANRPE5 AT3G57080 -1.27 -0.34 -2.36 0.051429 0.137027 -5.03
261905_at hypothetical protein contains similarity --- AT1G65070 1.20 0.27 2.36 0.051441 0.137044 -5.03
258718_at unknown protein  ; supported by cDNA--- AT3G09760 1.21 0.28 2.36 0.05146 0.137077 -5.03
247643_at auxin response factor 4  ; supported byARF4 AT5G60450 -1.35 -0.43 -2.36 0.051483 0.137124 -5.03
264527_at  putative reticuline oxidase-like protein --- AT1G30760 1.53 0.61 2.36 0.051525 0.137187 -5.03
266241_s_ hypothetical protein predicted by gensc--- AT2G27800 / -1.23 -0.30 -2.36 0.05152 0.137187 -5.03
245564_at hypothetical protein emb2739 AT4G14590 1.23 0.30 2.36 0.051513 0.137187 -5.03
265213_at clathrin protein  family Similar to clathr --- AT1G05020 -1.31 -0.39 -2.36 0.051537 0.137202 -5.03
249711_at putative protein contains similarity to tr --- AT5G35680 1.26 0.34 2.36 0.051545 0.137208 -5.03
260651_at hypothetical protein predicted by gene --- AT1G32460 1.20 0.26 2.36 0.051575 0.137263 -5.03
252936_at  putative protein transcription initiation --- AT4G39160 1.34 0.42 2.36 0.051577 0.137263 -5.03
263152_at hypothetical protein predicted by gene ASIL1 AT1G54060 -1.32 -0.40 -2.36 0.051591 0.137266 -5.03
262549_at hypothetical protein similar to hypothet --- AT1G31290 1.19 0.25 2.36 0.051589 0.137266 -5.03



252151_at putative protein several hypothetical pr--- AT3G51320 1.17 0.23 2.36 0.051606 0.137281 -5.03
266147_at putative C-1-tetrahydrofolate synthase --- AT2G12230 1.15 0.20 2.36 0.051608 0.137281 -5.03
256157_at  longevity assurance protein, putative sLAG13 AT1G13580 -1.29 -0.36 -2.36 0.051754 0.137651 -5.04
250109_at GASA4  ; supported by cDNA: gi_9500GASA4 AT5G15230 -3.01 -1.59 -2.36 0.051787 0.137726 -5.04
264027_at putative AAA-type ATPase similar to CCDC48B AT2G03670 1.29 0.37 2.36 0.05181 0.13777 -5.04
261682_at unknown protein similar to hypothetica --- AT1G47330 1.25 0.32 2.36 0.051826 0.137783 -5.04
264667_s_ hypothetical protein identical to hypoth ZW18 AT1G09980 / -1.19 -0.25 -2.36 0.051827 0.137783 -5.04
246955_at calcium-dependent protein kinase  ; suCPK1 AT5G04870 -1.58 -0.66 -2.36 0.051841 0.137803 -5.04
264779_at  putative thioredoxin similar to ESTs gbACHT4 AT1G08570 -1.53 -0.62 -2.36 0.051864 0.137848 -5.04
255499_at  putative WD-repeat protein similar to C--- AT4G02730 1.18 0.24 2.36 0.051884 0.137866 -5.04
261521_at  protein kinase, putative similar to receSERK1 AT1G71830 1.60 0.68 2.36 0.051888 0.137866 -5.04
254292_at putative protein --- AT4G23030 1.78 0.83 2.36 0.051889 0.137866 -5.04
264507_at Expressed protein ; supported by cDNANIMIN-3 AT1G09415 -1.28 -0.36 -2.36 0.0519 0.137881 -5.04
252110_at  disease resistance-like protein TMV re--- AT3G51560 -1.18 -0.24 -2.36 0.051916 0.137906 -5.04
252351_at putative protein  ;supported by full-leng--- AT3G48210 1.27 0.34 2.36 0.051922 0.137906 -5.04
267044_at nodulin-like protein --- AT2G34357 1.39 0.48 2.36 0.051961 0.137931 -5.04
245962_at putative protein predicted proteins - Ar --- AT5G19700 -1.22 -0.29 -2.36 0.05194 0.137931 -5.04
253888_at hypothetical protein ISI1 AT4G27750 -1.18 -0.24 -2.36 0.051954 0.137931 -5.04
246140_at  SOH1 - like protein SOH1, Saccharom--- AT5G19910 -1.16 -0.21 -2.36 0.051967 0.137931 -5.04
249114_at putative protein similar to unknown pro--- --- -1.27 -0.34 -2.36 0.051962 0.137931 -5.04
263153_s_  myrosinase-associated protein, putativ--- AT1G54000 / 1.55 0.63 2.36 0.051967 0.137931 -5.04
252991_at  protein kinase like protein protein kina--- AT4G38470 1.85 0.89 2.36 0.051999 0.137999 -5.04
245654_at  disease resistance protein, putative si --- AT1G56540 1.21 0.28 2.36 0.052005 0.137999 -5.04
247676_at  putative protein RNaseP protein p30, --- AT5G59980 1.39 0.48 2.36 0.052045 0.138088 -5.04
253963_at  putative protein probable calcium-dep --- AT4G26470 1.42 0.51 2.36 0.052069 0.138137 -5.04
256795_at  20S proteasome subunit PAC1 identicPAC1 AT3G22110 -1.17 -0.23 -2.36 0.052087 0.138168 -5.04
247130_at putative protein contains similarity to n --- AT5G66180 1.44 0.53 2.36 0.052108 0.138188 -5.04
252473_s_ hypothetical protein several hypothetic --- AT3G46610 / 1.33 0.41 2.36 0.052113 0.138188 -5.04
262819_at putative cytochrome P450 strong similaCYP77B1 AT1G11600 -1.18 -0.24 -2.36 0.052104 0.138188 -5.04
255527_at putative protein --- AT4G02360 -2.05 -1.04 -2.35 0.052147 0.138264 -5.04
255233_at  putative protein ADRENODOXIN PREMFDX1 AT4G05450 1.22 0.29 2.35 0.052167 0.138296 -5.04
260419_at putative protein kinase contains Pfam --- AT1G69730 1.63 0.70 2.35 0.052173 0.138296 -5.04
251111_at putative protein different hypothetical p--- AT5G01310 1.23 0.30 2.35 0.052178 0.138296 -5.04
245272_at hypothetical protein ; supported by cDN--- AT4G17250 1.47 0.55 2.35 0.052198 0.138332 -5.05
256263_at  5,10-methylenetetrahydrofolate dehyd--- AT3G12290 -1.22 -0.29 -2.35 0.052216 0.138357 -5.05



251182_at  putative protein HIRA interacting proteATERDJ3B AT3G62600 1.84 0.88 2.35 0.052223 0.138357 -5.05
253694_at Expressed protein ; supported by full-le--- AT4G29735 -1.23 -0.30 -2.35 0.052225 0.138357 -5.05
251813_at Expressed protein ; supported by full-leTON1A AT3G55000 -1.27 -0.34 -2.35 0.052231 0.138357 -5.05
249763_at receptor-protein kinase-like protein --- AT5G24010 -1.37 -0.45 -2.35 0.052268 0.138438 -5.05
261043_at hypothetical protein similar to unknown--- AT1G01220 -1.26 -0.33 -2.35 0.052285 0.138459 -5.05
260409_at Expressed protein ; supported by full-leSHW1 AT1G69935 -1.38 -0.47 -2.35 0.052288 0.138459 -5.05
254239_at  water channel - like protein plasma mePIP1;5 AT4G23400 -1.39 -0.47 -2.35 0.052305 0.138487 -5.05
257476_at unknown protein --- AT1G80960 1.17 0.22 2.35 0.052368 0.13864 -5.05
264973_at  nitrate transporter, putative nitrate tran--- AT1G27040 -1.26 -0.33 -2.35 0.05242 0.13876 -5.05
260931_at hypothetical protein predicted by gene --- AT1G02550 1.26 0.33 2.35 0.052427 0.138762 -5.05
260548_at biotin synthase (Bio B)  ;supported by fBIO2 AT2G43360 -1.35 -0.43 -2.35 0.052451 0.138811 -5.05
254972_at putative protein more than 10 putative --- AT4G10440 1.22 0.29 2.35 0.052479 0.138868 -5.05
258493_at Expressed protein ; supported by full-le--- AT3G02555 -1.22 -0.29 -2.35 0.052492 0.138887 -5.05
267587_at unknown protein --- AT2G42080 -1.30 -0.38 -2.35 0.052552 0.139029 -5.05
253970_at  putative uracil phosphoribosyl transfer--- AT4G26510 -1.21 -0.28 -2.35 0.052569 0.139058 -5.05
264118_at unknown protein --- AT1G79150 1.54 0.62 2.35 0.052591 0.139099 -5.05
257969_at hypothetical protein predicted by gene --- AT3G27520 -1.39 -0.47 -2.35 0.052654 0.139252 -5.05
258713_at Expressed protein ; supported by full-le--- AT3G09735 -1.19 -0.25 -2.35 0.052663 0.139258 -5.05
253693_at Thioredoxin - like protein thioredoxin;L ACHT2 AT4G29670 1.37 0.45 2.35 0.052709 0.139365 -5.06
265599_at unknown protein AT2G14255 --- -1.20 -0.26 -2.35 0.052761 0.139485 -5.06
260364_at putative alliinase similar to aliinase preTAA1 AT1G70560 1.31 0.39 2.35 0.05279 0.139547 -5.06
254339_at  glucosidase like protein furostanol glycBGLU3 AT4G22100 -1.20 -0.26 -2.35 0.052815 0.139596 -5.06
253728_at  putative protein unknown protein chro --- AT4G29410 -1.35 -0.44 -2.35 0.052829 0.139617 -5.06
266756_at putative cytochrome P450 CYP709B2 AT2G46950 2.55 1.35 2.35 0.052849 0.139653 -5.06
247815_at  ribosomal protein S4 - like ribosomal p--- AT5G58420 -1.33 -0.41 -2.35 0.052869 0.139674 -5.06
267341_at hypothetical protein predicted by gensc--- AT2G44200 1.29 0.37 2.35 0.052866 0.139674 -5.06
253304_at putative protein  ;supported by full-leng--- AT4G33640 -1.23 -0.29 -2.35 0.052896 0.139729 -5.06
245416_at putative protein --- AT4G17350 -1.25 -0.32 -2.34 0.053057 0.140137 -5.06
257541_at hypothetical protein predicted by gene --- AT3G25950 1.55 0.64 2.34 0.053082 0.140189 -5.06
253880_at Expressed protein ;supported by cDNA--- AT4G27590 -1.25 -0.33 -2.34 0.053115 0.140257 -5.06
266852_at hypothetical protein predicted by gensc--- AT2G26810 -1.20 -0.26 -2.34 0.053135 0.140296 -5.06
254692_at  putative protein predicted protein, Ara --- AT4G17860 -1.20 -0.27 -2.34 0.053142 0.140296 -5.06
256969_at unknown protein --- AT3G21080 1.92 0.94 2.34 0.053156 0.140318 -5.06
256763_at unknown protein COBL8 AT3G16860 1.82 0.86 2.34 0.053169 0.14032 -5.06
254206_at  thaumatin-like protein thaumatin-like p--- AT4G24180 -1.24 -0.31 -2.34 0.053168 0.14032 -5.06



259935_at putative GDSL-motif lipase/acylhydrola--- AT1G71250 1.24 0.31 2.34 0.0532 0.140371 -5.06
265378_at putative GATA-type zinc finger transcr --- AT2G18380 -1.20 -0.26 -2.34 0.053197 0.140371 -5.06
252150_at  vacuolar sorting protein 35 homolog v VPS35C AT3G51310 1.18 0.24 2.34 0.053231 0.140436 -5.07
250990_at serine/threonine-specific protein kinaseNAK AT5G02290 1.43 0.51 2.34 0.05324 0.140438 -5.07
257535_at hypothetical protein predicted by gensc--- AT3G09490 1.49 0.57 2.34 0.053244 0.140438 -5.07
251647_at  protein kinase - like protein wall-assoc--- AT3G57770 1.25 0.32 2.34 0.053271 0.140475 -5.07
266666_at hypothetical protein predicted by gensc--- AT2G29780 -1.20 -0.26 -2.34 0.053271 0.140475 -5.07
249219_at putative protein contains similarity to SSDG25 AT5G42400 1.25 0.33 2.34 0.05332 0.140589 -5.07
263156_at  myrosinase-associated protein, putativ--- AT1G54030 1.46 0.54 2.34 0.05336 0.140652 -5.07
248014_at putative protein similar to unknown pro--- AT5G56340 -1.28 -0.35 -2.34 0.053369 0.140652 -5.07
249870_at unknown protein TGH AT5G23080 1.56 0.64 2.34 0.053365 0.140652 -5.07
248108_at molybdopterin synthase sulphurylase (CNX5 AT5G55130 1.23 0.30 2.34 0.053361 0.140652 -5.07
252593_at  putative protein tRNA intron endonucleATSEN1 AT3G45590 1.26 0.33 2.34 0.053477 0.14092 -5.07
247191_at homeobox-leucine zipper protein ATHBATHB5 AT5G65310 -1.38 -0.47 -2.34 0.053548 0.141091 -5.07
250504_at putative protein similar to unknown pro--- AT5G09840 1.26 0.33 2.34 0.05357 0.141134 -5.07
252043_at  putative protein mttC protein, Escheric--- AT3G52390 -1.23 -0.30 -2.34 0.05365 0.141313 -5.07
246735_at  histone H2A-like protein histone H2A -HTA7 AT5G27670 -1.23 -0.30 -2.34 0.05365 0.141313 -5.07
265048_at  jasmonate inducible protein,  putative --- AT1G52050 1.25 0.32 2.33 0.05367 0.141349 -5.07
247377_at pectate lyase  ; supported by cDNA: gi --- AT5G63180 -4.16 -2.05 -2.33 0.053681 0.141359 -5.07
262385_at  root hair defective, putative similar to r--- AT1G72960 -1.16 -0.22 -2.33 0.053772 0.141585 -5.08
267416_at putative phosphatidylinositol-glycan sy SETH1 AT2G34980 -1.19 -0.25 -2.33 0.05379 0.141615 -5.08
262756_at putative transport protein may be a me 06-אוק AT1G16370 -1.94 -0.95 -2.33 0.053832 0.141692 -5.08
267588_at unknown protein --- AT2G42060 1.17 0.23 2.33 0.053831 0.141692 -5.08
248647_at sucrose synthase SUS2 AT5G49190 -1.18 -0.23 -2.33 0.053863 0.141758 -5.08
251289_at  auxin response factor-like protein aux ARF18 AT3G61830 -1.27 -0.35 -2.33 0.053877 0.141769 -5.08
260684_at  transcription factor, putative similar to NF-YA8 AT1G17590 1.30 0.37 2.33 0.053896 0.141769 -5.08
264599_at putative myosin heavy chain similar to XIA AT1G04600 -1.19 -0.25 -2.33 0.05388 0.141769 -5.08
262623_at  integral membrane protein, putative co--- AT1G06470 -1.25 -0.32 -2.33 0.053891 0.141769 -5.08
262748_at  lipase, putative contains Pfam profile: --- AT1G28610 1.40 0.48 2.33 0.053898 0.141769 -5.08
266795_at unknown protein --- AT2G03070 -1.24 -0.31 -2.33 0.053916 0.141798 -5.08
247007_at porin-like protein  ;supported by full-lenVDAC2 AT5G67500 1.26 0.33 2.33 0.053959 0.141893 -5.08
253839_at  putative protein prolactin-induced T ce--- AT4G27890 1.23 0.30 2.33 0.053969 0.141893 -5.08
267142_at putative ammonium transporter ATAMT2 AT2G38290 1.43 0.51 2.33 0.05397 0.141893 -5.08
257886_at  pectinesterase, putative similar to pec --- AT3G17060 -1.21 -0.27 -2.33 0.053986 0.141919 -5.08
263402_at hypothetical protein similar to hypothet --- AT2G04050 2.07 1.05 2.33 0.054011 0.141967 -5.08



251782_at beta-N-acetylhexosaminidase -like pro HEXO1 AT3G55260 -1.31 -0.39 -2.33 0.054076 0.142123 -5.08
255175_at putative glucosyltransferase  ;supporteATCSLC12 AT4G07960 -1.21 -0.27 -2.33 0.054101 0.14217 -5.08
249949_at  SAE1-S9-protein - like SAE1-S9-prote--- AT5G18880 -1.20 -0.26 -2.33 0.054178 0.142358 -5.08
253459_at hypothetical protein --- AT4G32080 -1.16 -0.22 -2.33 0.054185 0.142358 -5.08
256991_at unknown protein --- AT3G28600 -1.17 -0.23 -2.33 0.054238 0.142481 -5.08
250510_at 15.9 kDa subunit of RNA polymerase I NRPB4 AT5G09920 1.19 0.25 2.33 0.054248 0.14249 -5.08
257145_at  esterase, putative similar to esterase H--- AT3G27320 -1.28 -0.35 -2.33 0.054258 0.142501 -5.08
262078_at hypothetical protein predicted by genscCW7 AT1G59520 -1.17 -0.22 -2.33 0.054304 0.142605 -5.09
246255_at transcription initiation factor like proteinATPBRP AT4G36650 1.22 0.29 2.33 0.054336 0.14266 -5.09
252124_at hypothetical protein  ;supported by full---- AT3G51010 -1.26 -0.34 -2.33 0.054337 0.14266 -5.09
259515_at hypothetical protein ; supported by cDN--- AT1G20430 1.17 0.23 2.33 0.054349 0.142675 -5.09
257768_at  RING zinc finger protein, putative cont--- AT3G23060 1.27 0.34 2.33 0.054364 0.142697 -5.09
251345_at putative protein hypothetical proteins - --- AT3G60940 -1.20 -0.27 -2.33 0.054384 0.142718 -5.09
255616_at hypothetical protein --- AT4G01290 1.33 0.41 2.33 0.054381 0.142718 -5.09
261584_at CAF protein identical to RNA helicase/ DCL1 AT1G01040 1.31 0.39 2.33 0.054401 0.142745 -5.09
262685_at unknown protein ; supported by cDNA:--- AT1G76010 1.32 0.40 2.33 0.054438 0.142812 -5.09
259001_at hypothetical protein predicted by gensc--- AT3G01960 -1.66 -0.73 -2.33 0.054439 0.142812 -5.09
261408_s_  histone H4 identical to GB:M36659 fro--- AT1G07660 / -1.29 -0.37 -2.32 0.054454 0.142836 -5.09
254000_at  galactinol synthase WSI76 protein ind AtGolS6 AT4G26250 -1.15 -0.21 -2.32 0.054466 0.14285 -5.09
255289_at  score=11/3, E=0.23, N=1 contains F-b--- AT4G04690 -1.21 -0.27 -2.32 0.054524 0.142987 -5.09
267468_at unknown protein  ; supported by cDNA--- AT2G30530 1.24 0.31 2.32 0.054537 0.143003 -5.09
262079_at unknown protein ; supported by cDNA:ZCW7 AT1G59600 -1.31 -0.39 -2.32 0.054557 0.14304 -5.09
246316_at putative protein predicted proteins - Ar --- AT3G56890 1.16 0.21 2.32 0.054574 0.143052 -5.09
257613_at  polygalacturonase, putative similar to --- AT3G26610 -1.18 -0.24 -2.32 0.054573 0.143052 -5.09
246830_at  chaperonin gamma chain - like protein--- AT5G26360 1.41 0.50 2.32 0.054652 0.143226 -5.09
254691_at hypothetical protein  ; supported by ful --- AT4G17840 1.36 0.44 2.32 0.054653 0.143226 -5.09
253717_at  putative protein putative suppressor p --- AT4G29440 -1.20 -0.26 -2.32 0.054668 0.143235 -5.09
258686_at  putative polygalacturonase similar to p--- AT3G07840 -1.17 -0.23 -2.32 0.054669 0.143235 -5.09
250726_at putative protein similar to unknown pro--- AT5G06410 1.26 0.33 2.32 0.054678 0.143242 -5.09
248135_at putative protein similar to unknown pro--- AT5G54890 -1.28 -0.35 -2.32 0.054686 0.143247 -5.09
265856_at hypothetical protein predicted by genefLBD16 AT2G42430 -1.30 -0.38 -2.32 0.054695 0.143253 -5.09
257067_at unknown protein contains Pfam profile CYP77A5P AT3G18270 1.23 0.30 2.32 0.054725 0.143315 -5.09
246317_at  putative protein unnamed ORF - Hom --- AT3G56900 -1.32 -0.40 -2.32 0.054734 0.143323 -5.09
255133_at  putative protein (fragment) glutamine- --- AT4G08320 1.24 0.31 2.32 0.054774 0.143377 -5.09
250104_at unknown protein --- AT5G16610 1.30 0.38 2.32 0.05478 0.143377 -5.09



246219_at aminopeptidase-like protein ; supporte APP1 AT4G36760 1.30 0.38 2.32 0.054764 0.143377 -5.09
264885_s_  NBS/LRR disease resistance protein, --- AT1G61180 / -1.24 -0.31 -2.32 0.054777 0.143377 -5.09
256069_at hypothetical protein predicted by genscAFP2 AT1G13740 1.41 0.50 2.32 0.054806 0.14343 -5.09
257806_at hypothetical protein predicted by gensc--- AT3G18670 -1.20 -0.26 -2.32 0.054837 0.143492 -5.10
266560_at putative LRR receptor protein kinase --- AT2G23950 -1.25 -0.33 -2.32 0.054843 0.143492 -5.10
255508_at putative zinc finger protein identical to --- AT4G02220 1.24 0.31 2.32 0.054887 0.14359 -5.10
259170_at hypothetical protein similar to putative --- AT3G03510 -1.18 -0.24 -2.32 0.054902 0.143615 -5.10
260192_at putative DNA polymerase alpha subunPOLA2 AT1G67630 -1.71 -0.77 -2.32 0.054918 0.143639 -5.10
258478_at unknown protein --- AT3G02710 1.20 0.27 2.32 0.054958 0.143728 -5.10
264150_at  unknown protein similar to FUS5 proteFUS5 AT1G02090 1.17 0.23 2.32 0.054979 0.143767 -5.10
247853_at non phototropic hypocotyl 1-like  ; suppPHOT2 AT5G58140 -1.23 -0.29 -2.32 0.054999 0.143802 -5.10
264754_at  receptor kinase, putative similar to rec--- AT1G61400 1.23 0.30 2.32 0.055064 0.143955 -5.10
265964_at putative RNA-binding protein  ; suppor --- AT2G37510 -1.21 -0.28 -2.32 0.055094 0.144017 -5.10
260290_at  hypothetical protein predicted by gens--- AT1G80510 -1.21 -0.28 -2.32 0.055135 0.14409 -5.10
252372_at  aldehyde dehydrogenase (NAD+)-like ALDH2B4 AT3G48000 1.30 0.38 2.32 0.055131 0.14409 -5.10
258949_at unknown protein ATCFM2 AT3G01370 -1.28 -0.36 -2.32 0.055189 0.1442 -5.10
246780_at seryl-tRNA synthetase  ; supported by --- AT5G27470 -1.21 -0.28 -2.32 0.055189 0.1442 -5.10
252467_at  putative protein predicted proteins, Ara--- AT3G47080 1.28 0.35 2.31 0.055271 0.144397 -5.10
249958_at  plasma membrane associated protein --- AT5G18970 -1.29 -0.37 -2.31 0.055298 0.144452 -5.10
261624_at  nucleotide sugar epimerase, putative sGAE2 AT1G02000 -1.40 -0.48 -2.31 0.055312 0.144454 -5.10
267489_s_ putative DNA2-NAM7 helicase family p--- AT2G19120 / 1.33 0.41 2.31 0.055307 0.144454 -5.10
265640_at putative cysteine proteinase --- AT2G27395 -1.16 -0.21 -2.31 0.055319 0.144456 -5.10
250539_at WD-repeat protein-like  ; supported by --- AT5G08560 1.26 0.33 2.31 0.055337 0.144487 -5.10
253000_at putative protein other predicted protein--- AT4G38360 1.25 0.32 2.31 0.055371 0.144558 -5.11
259134_at hypothetical protein predicted by gensc--- AT3G05390 1.78 0.83 2.31 0.055396 0.14459 -5.11
264762_at  receptor kinase, putative similar to rec--- AT1G61460 1.24 0.31 2.31 0.055396 0.14459 -5.11
246849_at  putative protein various predicted prot --- AT5G26850 -1.52 -0.61 -2.31 0.055435 0.144676 -5.11
255756_at  endo-beta-1,4-D-glucanase, putative sAtGH9B5 AT1G19940 -1.21 -0.28 -2.31 0.055503 0.144838 -5.11
262872_at hypothetical protein predicted by gene --- AT1G64690 -1.31 -0.39 -2.31 0.055526 0.144882 -5.11
263696_at putative aspartate kinase-homoserine AK-HSDH I AT1G31230 -1.35 -0.43 -2.31 0.055566 0.144969 -5.11
262165_at putative acyl-CoA:1-acylglycerol-3-phoLPAT4 AT1G75020 1.37 0.45 2.31 0.055579 0.144986 -5.11
249609_at  putative protein predicted proteins, Ara--- --- -1.18 -0.24 -2.31 0.055603 0.145033 -5.11
250573_at putative protein --- AT5G08220 / 1.24 0.31 2.31 0.055634 0.145096 -5.11
259474_at unknown protein ;supported by full-leng--- AT1G19130 1.56 0.64 2.31 0.055657 0.145124 -5.11
259325_at unknown protein --- AT3G05320 -3.08 -1.62 -2.31 0.055656 0.145124 -5.11



248084_at sodium proton exchanger NHX3 AT5G55470 -1.29 -0.36 -2.31 0.055682 0.145171 -5.11
263735_s_ hypothetical protein predicted by gene AGL50 AT1G59810 / 1.17 0.23 2.31 0.055798 0.145457 -5.11
249220_at putative protein strong similarity to unk--- AT5G42420 -1.23 -0.30 -2.31 0.055815 0.145485 -5.11
267182_at unknown protein --- AT2G23360 -1.25 -0.32 -2.31 0.055825 0.145491 -5.11
257643_at  AP2 domain transcription factor conta --- AT3G25730 1.62 0.70 2.31 0.055836 0.145491 -5.11
259298_at putative disease resistance protein simAtRLP31 AT3G05370 2.16 1.11 2.31 0.055832 0.145491 -5.11
265837_at unknown protein LURP1 AT2G14560 3.95 1.98 2.31 0.055844 0.145494 -5.11
253778_at  heat-shock protein heat-shock protein --- AT4G28480 -1.25 -0.32 -2.31 0.055862 0.145522 -5.11
265713_at putative integral membrane protein UPS2 AT2G03530 1.72 0.78 2.31 0.055868 0.145522 -5.11
247964_at profilin-like protein ; supported by full-lePRF3 AT5G56600 -1.32 -0.40 -2.31 0.055931 0.14567 -5.12
257510_at unknown protein --- AT1G55360 -1.65 -0.72 -2.31 0.055945 0.14569 -5.12
261923_at  UDP-glucose glucosyltransferase, put AtUGT85A3 AT1G22380 1.23 0.30 2.31 0.055954 0.145697 -5.12
262198_at  pectin methylesterase (PMEU1), putatATPME2 AT1G53830 -1.80 -0.85 -2.31 0.055979 0.145746 -5.12
264173_at unknown protein --- AT1G02160 -1.19 -0.25 -2.31 0.055998 0.145778 -5.12
261041_at hypothetical protein contains similarity EER4 AT1G17440 1.20 0.27 2.31 0.056024 0.145829 -5.12
261871_at similar to serine/threonine protein kinas--- AT1G11440 -1.24 -0.31 -2.31 0.056045 0.145869 -5.12
253810_at  putative NADH dehydrogenase NADHNDB1 AT4G28220 -1.60 -0.68 -2.30 0.056132 0.146078 -5.12
252373_at disease resistance protein EDS1  ; supEDS1 AT3G48090 1.78 0.83 2.30 0.056149 0.146105 -5.12
267150_at putative anthranilate N-hydroxycinnamSDT AT2G23510 -1.16 -0.21 -2.30 0.056168 0.146137 -5.12
256697_at hypothetical protein contains similarity AtOCT4 AT3G20660 1.49 0.57 2.30 0.056216 0.146247 -5.12
256248_at hypothetical protein --- AT3G66652 1.31 0.39 2.30 0.056224 0.146251 -5.12
262223_at hypothetical protein predicted by gene --- AT1G74680 1.35 0.44 2.30 0.056257 0.14629 -5.12
245748_at unknown protein contains similarity to --- AT1G51140 1.43 0.52 2.30 0.056259 0.14629 -5.12
250749_at 26S proteasome regulatory subunit S1RPN8A AT5G05780 -1.17 -0.22 -2.30 0.056249 0.14629 -5.12
267268_at hypothetical protein predicted by gensc--- AT2G02570 1.21 0.27 2.30 0.05629 0.146349 -5.12
264238_at hypothetical protein predicted by gensc--- AT1G54740 -1.52 -0.61 -2.30 0.056294 0.146349 -5.12
257851_at unknown protein --- AT3G12940 -1.21 -0.27 -2.30 0.056335 0.146439 -5.12
247814_at polyneuridine aldehyde esterase-like; aMES18 AT5G58310 -2.20 -1.14 -2.30 0.056398 0.146587 -5.12
259206_at hypothetical protein similar to putative --- AT3G09040 1.24 0.31 2.30 0.056424 0.14662 -5.12
254111_at  putative protein acid phosphatase (ECPAP24 AT4G24890 1.33 0.41 2.30 0.056421 0.14662 -5.12
259136_at unknown protein --- AT3G05470 -1.30 -0.37 -2.30 0.056465 0.146709 -5.13
253504_at hypothetical protein --- AT4G31960 1.14 0.19 2.30 0.056498 0.146779 -5.13
261320_at unknown protein ; supported by cDNA:--- AT1G53120 -1.17 -0.23 -2.30 0.056516 0.14678 -5.13
266423_at putative DNA-directed RNA polymerasRPB5D AT2G41340 -1.26 -0.34 -2.30 0.056507 0.14678 -5.13
264629_at hypothetical protein similar to hypothet --- AT1G65540 1.25 0.32 2.30 0.056518 0.14678 -5.13



258010_at unknown protein similar to receptor-like--- AT3G19300 -1.18 -0.24 -2.30 0.056535 0.146809 -5.13
251412_at RING-H2 zinc finger protein ATL4  ; suATL4 AT3G60220 -1.53 -0.61 -2.30 0.056604 0.146972 -5.13
256227_at unknown protein ; supported by cDNA:--- AT1G56290 1.17 0.23 2.30 0.056623 0.147002 -5.13
260252_at putative mitochondrial carrier protein s --- AT1G74240 1.29 0.37 2.30 0.056629 0.147002 -5.13
259343_s_ putative methionine synthase similar toATMS2 AT3G03780 / -1.33 -0.42 -2.30 0.056659 0.147063 -5.13
258536_at  Rab escort protein, putative similar to --- AT3G06540 1.23 0.30 2.30 0.056665 0.147063 -5.13
250198_at  expressed protein contains similarity t NAP14 AT5G14100 -1.33 -0.41 -2.30 0.056691 0.147112 -5.13
245574_at hypothetical protein IQD19 AT4G14750 -1.30 -0.38 -2.30 0.056711 0.147132 -5.13
260481_at ferredoxin precusor isolog  ;supported ATFD1 AT1G10960 -1.39 -0.47 -2.30 0.056708 0.147132 -5.13
251465_at  transporter-like protein UDP-galactoseUTR6 AT3G59360 -1.16 -0.22 -2.30 0.056722 0.147143 -5.13
257399_at putative OBP32pep protein --- AT1G23690 -1.15 -0.20 -2.30 0.056775 0.147257 -5.13
251887_at FKBP12 interacting protein (FIP37)  ; sATFIP37 AT3G54170 -1.32 -0.40 -2.30 0.056779 0.147257 -5.13
254507_at  Glu-rich protein mature-parasite-infect--- AT4G20160 -1.18 -0.24 -2.30 0.056796 0.147284 -5.13
254276_at  predicted protein PVPR3 protein, Pha --- AT4G22820 1.46 0.55 2.30 0.056815 0.147302 -5.13
264673_at Expressed protein ; supported by full-leATATP-PRT AT1G09795 -1.20 -0.27 -2.30 0.056812 0.147302 -5.13
248193_at  homogentisate 1,2-dioxygenase  ;sup HGO AT5G54080 1.42 0.50 2.30 0.05684 0.14735 -5.13
253501_at predicted protein predicted protein on BHSL1 AT4G32010 1.20 0.27 2.30 0.056854 0.147369 -5.13
263469_at putative Na+/H+ antiporter ATCHX21 AT2G31910 1.19 0.25 2.29 0.056899 0.147467 -5.13
260300_at gibberellin 3 beta-hydroxylase identica GA3OX2 AT1G80340 -1.37 -0.46 -2.29 0.056921 0.147509 -5.13
265015_at putative Ta11-1 reverse transcriptase s--- --- -1.15 -0.21 -2.29 0.05693 0.147515 -5.13
251162_at putative protein hypothetical proteins - --- AT3G63300 -1.19 -0.25 -2.29 0.057029 0.147722 -5.14
249891_at unknown protein --- AT5G22590 -1.14 -0.19 -2.29 0.057019 0.147722 -5.14
261014_at unknown protein ;supported by full-leng--- AT1G26460 -1.20 -0.26 -2.29 0.057028 0.147722 -5.14
257309_at hypothetical protein predicted by gene --- AT3G28150 -1.15 -0.20 -2.29 0.057037 0.147726 -5.14
245592_at CCAAT-binding transcription factor subNF-YB3 AT4G14540 -1.29 -0.37 -2.29 0.05709 0.147846 -5.14
247253_at  beta-1,3-glucanase  --- AT5G64790 1.72 0.78 2.29 0.057104 0.147865 -5.14
264295_at hypothetical protein predicted by gene --- AT1G78740 -1.16 -0.21 -2.29 0.057149 0.147965 -5.14
246990_at subtilisin-like serine protease ARA12 aARA12 AT5G67360 -1.36 -0.45 -2.29 0.057156 0.147966 -5.14
253498_at putative protein various predicted prote--- AT4G31890 -1.49 -0.57 -2.29 0.057186 0.148027 -5.14
251356_at putative protein hypothetical proteins - AtPP2-A13 AT3G61060 1.25 0.32 2.29 0.057218 0.148092 -5.14
263230_at putative indole-3-acetate beta-glucosy --- AT1G05670 1.41 0.50 2.29 0.057265 0.148197 -5.14
255882_x_ hypothetical protein contains similarity --- AT1G20280 1.22 0.29 2.29 0.057365 0.14844 -5.14
262601_at hypothetical protein similar to GB:P499ATHSRP54AAT1G15310 1.29 0.36 2.29 0.057379 0.148458 -5.14
260823_at hypothetical  protein predicted by geneDRIP1 AT1G06770 1.19 0.25 2.29 0.057392 0.148477 -5.14
259566_at hypothetical protein --- AT1G20520 1.17 0.22 2.29 0.057445 0.148596 -5.14



249196_at unknown protein  supported by full-leng--- AT5G42560 1.20 0.26 2.29 0.057453 0.148601 -5.14
267399_at hypothetical protein predicted by gensc--- AT2G44195 -1.16 -0.21 -2.29 0.057562 0.148845 -5.14
252741_at  putative protein predicted protein, Ara --- AT3G43280 -1.18 -0.24 -2.29 0.057569 0.148845 -5.14
247119_at ATP-dependent RNA helicase-like  ; su--- AT5G65900 -1.15 -0.20 -2.29 0.057569 0.148845 -5.14
266435_s_ hypothetical protein predicted by gensc--- AT2G07130 / -1.20 -0.26 -2.29 0.057574 0.148845 -5.14
246716_s_ putative protein --- AT5G28910 / -1.16 -0.21 -2.29 0.057582 0.148849 -5.14
250055_at NADH-cytochrome b5 reductase  ;suppATCBR AT5G17770 1.55 0.63 2.29 0.057623 0.148939 -5.15
265969_at En/Spm-like transposon protein related--- --- 1.20 0.26 2.29 0.057652 0.14897 -5.15
263897_at putative shikimate kinase precursor --- AT2G21940 1.36 0.44 2.29 0.057646 0.14897 -5.15
250487_at  putative protein MRS2 protein, Saccha--- AT5G09690 -1.26 -0.33 -2.29 0.057655 0.14897 -5.15
244920_s_ NADH dehydrogenase subunit 3 Prote --- AT2G07751 1.23 0.29 2.29 0.057674 0.149002 -5.15
252148_at MS5-like protein --- AT3G51280 -1.22 -0.29 -2.28 0.057703 0.149061 -5.15
254695_at  putative protein predicted protein, SacATL4H AT4G17905 / -1.23 -0.30 -2.28 0.057735 0.149126 -5.15
267250_at similar to hookless1 (HLS1) --- AT2G23060 -1.17 -0.23 -2.28 0.057768 0.149194 -5.15
265888_at putative cleavage and polyadenylation RIE1 AT2G01735 -1.17 -0.22 -2.28 0.057781 0.149212 -5.15
265124_at hypothetical protein similar to putative --- AT1G55430 -1.23 -0.30 -2.28 0.057794 0.149212 -5.15
247570_at  putative protein heparanase, Homo saAtGUS1 AT5G61250 1.58 0.66 2.28 0.057794 0.149212 -5.15
266330_at unknown protein  ; supported by cDNAMLP329 AT2G01530 1.33 0.41 2.28 0.057811 0.149238 -5.15
253199_at clathrin assembly protein AP19 homolo--- AT4G35410 -1.47 -0.55 -2.28 0.057819 0.149243 -5.15
251156_at  putative protein ZCF61, Arabidopsis thEDL3 AT3G63060 1.26 0.33 2.28 0.057849 0.149302 -5.15
251235_at  putative protein lysophospholipase ho --- AT3G62860 -1.38 -0.46 -2.28 0.057873 0.149348 -5.15
257652_at unknown protein contains Pfam profile APUM24 AT3G16810 1.42 0.50 2.28 0.0579 0.149401 -5.15
249267_at putative protein contains similarity to 2 BTI3 AT5G41600 -1.35 -0.43 -2.28 0.057956 0.149527 -5.15
252971_at  extensin - like protein proline-rich prot PRP4 AT4G38770 -3.24 -1.69 -2.28 0.058161 0.15004 -5.16
248938_at receptor-like protein kinase --- AT5G45780 1.17 0.23 2.28 0.05819 0.150099 -5.16
267315_at putative CCAAT-binding transcription f NF-YA4 AT2G34720 1.33 0.41 2.28 0.05821 0.150108 -5.16
246852_at putative protein various predicted bacte--- AT5G26880 1.18 0.24 2.28 0.058214 0.150108 -5.16
247744_at  putative protein various predicted prot --- AT5G59020 -1.27 -0.35 -2.28 0.058213 0.150108 -5.16
261684_at hypothetical protein predicted by gene --- AT1G47400 -1.89 -0.92 -2.28 0.058279 0.150191 -5.16
259255_at putative glycerol-3-phosphate dehydro --- AT3G07690 1.40 0.49 2.28 0.058267 0.150191 -5.16
264528_at hypothetical protein similar to Human X--- AT1G30810 1.16 0.21 2.28 0.058276 0.150191 -5.16
247318_at  3(2),5-bisphosphate nucleotidase  ;su --- AT5G63990 1.61 0.68 2.28 0.058275 0.150191 -5.16
264850_at unknown protein similar to F5J6.8 and --- AT2G17340 -1.19 -0.25 -2.28 0.058274 0.150191 -5.16
260228_at putative cytochrome P450 similar to cyCYP98A8 AT1G74540 1.20 0.27 2.28 0.058286 0.150192 -5.16
253532_at  putative protein centromere protein E, --- AT4G31570 -1.19 -0.25 -2.28 0.058304 0.150223 -5.16



255070_at  isoamylase-like protein probable isoamISA3 AT4G09020 -1.18 -0.24 -2.28 0.05836 0.150349 -5.16
257016_at  protein kinase, putative similar to PRO--- AT3G28690 1.23 0.29 2.28 0.05839 0.150409 -5.16
250931_at  putative protein various predicted prot --- AT5G03200 1.65 0.72 2.28 0.058418 0.150464 -5.16
265778_at unknown protein --- AT2G07360 -1.17 -0.23 -2.28 0.058439 0.150501 -5.16
260837_at  fructose 1,6-bisphosphatase, putative --- AT1G43670 -1.40 -0.49 -2.28 0.058468 0.150558 -5.16
251737_at 40S ribosomal protein S26 homolog se--- AT3G56340 -1.50 -0.59 -2.28 0.058475 0.150562 -5.16
250552_at  putative protein microtubule binding p --- AT5G07890 1.18 0.24 2.27 0.058581 0.150818 -5.16
261052_at hypothetical protein similar to hypothet --- AT1G01440 1.26 0.33 2.27 0.058616 0.150891 -5.16
244947_at hypothetical protein --- --- 1.25 0.33 2.27 0.058669 0.151008 -5.16
257199_at  Tic22, putative similar to Tic22 GB:AA--- AT3G23710 -1.23 -0.30 -2.27 0.058679 0.151017 -5.16
254579_at hypothetical protein  ;supported by full---- AT4G19400 -1.25 -0.32 -2.27 0.058691 0.151032 -5.16
258888_at putative pectinesterase similar to pecti --- AT3G05620 -1.37 -0.45 -2.27 0.058719 0.151086 -5.16
250946_at putative protein --- AT5G03420 1.18 0.24 2.27 0.058785 0.15124 -5.17
265222_at putative endosomal protein  ; supporte --- AT2G01970 -1.16 -0.21 -2.27 0.058813 0.151295 -5.17
248499_at putative protein contains similarity to u PAP27 AT5G50400 1.16 0.22 2.27 0.05883 0.151321 -5.17
250007_at  beta-amylase-like proten beta-amylas BMY3 AT5G18670 -2.07 -1.05 -2.27 0.058861 0.151384 -5.17
265396_at predicted protein --- AT2G21040 -1.31 -0.39 -2.27 0.058895 0.151436 -5.17
255644_at coded for by A. thaliana cDNA T43872--- AT4G00870 -1.18 -0.24 -2.27 0.058894 0.151436 -5.17
254042_at  xyloglucan endo-1,4-beta-D-glucanaseXTR6 AT4G25810 -2.36 -1.24 -2.27 0.058905 0.151445 -5.17
261058_at  histone, putative similar to histone H3 HTR12 AT1G01370 -1.17 -0.22 -2.27 0.058917 0.151459 -5.17
265354_at actin depolymerizing factor 5  ;supporteADF5 AT2G16700 1.51 0.60 2.27 0.058947 0.151518 -5.17
246550_at  putative protein predicted protein, Ara --- AT5G14920 -2.05 -1.04 -2.27 0.058954 0.15152 -5.17
262821_at unknown protein EST gb|F14156 come--- AT1G11800 -1.14 -0.19 -2.27 0.058962 0.151524 -5.17
247006_at unknown protein  ;supported by full-len--- AT5G67490 1.14 0.19 2.27 0.059057 0.151752 -5.17
262854_at unknown protein --- AT1G20870 -1.20 -0.26 -2.27 0.059124 0.151891 -5.17
246007_at Expressed protein ; supported by full-leFTRA2 AT5G08410 -1.24 -0.31 -2.27 0.059125 0.151891 -5.17
253444_at  putative protein ring finger protein, Ho --- AT4G32600 1.17 0.23 2.27 0.059163 0.151971 -5.17
254944_at  putative protein proliferation potential --- AT4G10930 1.14 0.19 2.27 0.059194 0.152033 -5.17
266138_at unknown protein  ; supported by full-le --- AT2G28060 -1.21 -0.28 -2.27 0.059213 0.152065 -5.17
260057_at putative protein phosphatase 2C simila--- AT1G78200 1.17 0.23 2.27 0.059289 0.152243 -5.17
260097_at putative transporter similar to organic cAtOCT1 AT1G73220 2.88 1.52 2.27 0.059313 0.152272 -5.17
246966_at  DNA photolyase - like protein DNA ph CRY3 AT5G24850 1.30 0.38 2.27 0.059313 0.152272 -5.17
247779_at  putative protein damage-specific DNADDB2 AT5G58760 1.25 0.32 2.27 0.059322 0.152278 -5.18
247738_at  putative protein myosin heavy chain, D--- AT5G59210 -1.22 -0.29 -2.27 0.05935 0.152333 -5.18
248510_at Expressed protein ; supported by full-le--- --- 1.16 0.21 2.27 0.059372 0.152338 -5.18



249088_at selenium-binding protein-like --- AT5G44230 1.29 0.37 2.27 0.059368 0.152338 -5.18
247494_at  calnexin - like protein calnexin homoloCNX1 AT5G61790 1.74 0.80 2.27 0.059372 0.152338 -5.18
258214_at  amidase, putative similar to amidase GatToc64-III AT3G17970 1.39 0.48 2.27 0.059387 0.152358 -5.18
246367_at  light repressible receptor protein kinas--- AT1G51880 -1.19 -0.25 -2.26 0.059405 0.152387 -5.18
260707_s_ Expressed protein ; supported by full-le--- AT1G32410 -1.26 -0.33 -2.26 0.059528 0.152686 -5.18
256242_at actin-like protein contains Pfam profile ATARP5 AT3G12380 1.26 0.34 2.26 0.059567 0.152767 -5.18
261019_at unknown protein ; supported by cDNA:--- AT1G26470 1.21 0.28 2.26 0.059592 0.152815 -5.18
250301_at  putative protein predicted proteins, Ara--- AT5G11970 1.29 0.37 2.26 0.059647 0.152929 -5.18
246996_at putative protein similar to unknown proLBD37 AT5G67420 -1.35 -0.44 -2.26 0.05965 0.152929 -5.18
246153_s_ RAN1 small Ras-like GTP-binding nuc RAN-1 AT5G20010 / 1.36 0.44 2.26 0.05969 0.152981 -5.18
262067_at hypothetical protein predicted by gensc--- AT1G80060 -1.24 -0.32 -2.26 0.059688 0.152981 -5.18
246397_at hypothetical protein contains similarity AtRLP9 AT1G58190 1.17 0.23 2.26 0.059679 0.152981 -5.18
247454_at unknown protein --- AT5G62440 1.42 0.50 2.26 0.059712 0.153019 -5.18
247720_at  dTDP-glucose 4-6-dehydratase - like pUXS3 AT5G59290 -1.23 -0.30 -2.26 0.059768 0.15313 -5.18
264663_at  unknown protein Similar to A. thalianaLRR XI-23 AT1G09970 1.71 0.77 2.26 0.059764 0.15313 -5.18
AFFX-r2-At  Arabidopsis thaliana /REF=U37281 /D--- --- -1.17 -0.23 -2.26 0.059784 0.153153 -5.18
260343_at  fructokinase (Frk1), putative similar to --- AT1G69200 -1.29 -0.37 -2.26 0.059953 0.15355 -5.19
249380_at  glutaredoxin -like protein glutaredoxin --- AT5G40370 1.17 0.23 2.26 0.059947 0.15355 -5.19
249029_at disease resistance protein-like --- AT5G44870 1.20 0.26 2.26 0.060029 0.153728 -5.19
259295_at hypothetical protein predicted by gensc--- AT3G05340 1.26 0.33 2.26 0.060079 0.153805 -5.19
260955_at unknown protein contains similarity to --- AT1G06000 1.50 0.59 2.26 0.060077 0.153805 -5.19
257839_at hypothetical protein --- AT3G25080 -1.17 -0.22 -2.26 0.060079 0.153805 -5.19
262881_at unknown protein ; supported by cDNA:--- AT1G64890 -1.39 -0.48 -2.26 0.060126 0.153909 -5.19
253342_at Expressed protein ; supported by cDNAPAA1 AT4G33520 -1.52 -0.61 -2.26 0.060144 0.153936 -5.19
252566_at  cytoplasmic ribosomal protein S15a -l RPS15AD AT3G46040 -1.27 -0.34 -2.26 0.060177 0.154004 -5.19
263535_at hypothetical protein predicted by gensc--- AT2G24970 -1.24 -0.31 -2.26 0.060198 0.154041 -5.19
258438_at hypothetical protein predicted by gensc--- AT3G17230 -1.15 -0.21 -2.26 0.060217 0.154073 -5.19
250277_at  putative protein DRT100 protein precu--- AT5G12940 -2.58 -1.37 -2.26 0.060246 0.154128 -5.19
257319_at hypothetical protein --- --- 1.29 0.37 2.25 0.060268 0.154168 -5.19
265402_at hypothetical protein predicted by gensc--- AT2G10950 -1.19 -0.25 -2.25 0.060279 0.154178 -5.19
247334_at cdc2-like protein kinase-like protein su CDKE;1 AT5G63610 -1.15 -0.20 -2.25 0.060294 0.154192 -5.19
259003_at  hypothetical protein similar to hypothe--- AT3G02010 1.31 0.39 2.25 0.060298 0.154192 -5.19
245577_at kinase like protein --- AT4G14780 -1.23 -0.30 -2.25 0.060419 0.154485 -5.19
249484_at  cytochrome P450 - like protein cytoch BR6OX1 AT5G38970 -1.18 -0.24 -2.25 0.060442 0.154527 -5.19
249788_at putative protein contains similarity to u ATXR6 AT5G24330 -1.31 -0.39 -2.25 0.060462 0.154559 -5.19



264941_at  auxin-induced protein, putative similar --- AT1G60680 1.37 0.46 2.25 0.060507 0.154658 -5.20
252870_at adenosine-5-phosphosulfate-kinase AKN2 AT4G39940 1.93 0.95 2.25 0.060516 0.154663 -5.20
266778_at putative cytochrome P450 CYP707A2 AT2G29090 -1.24 -0.31 -2.25 0.060544 0.154718 -5.20
266034_at Expressed protein ; supported by full-leFIP1 AT2G06005 -1.17 -0.22 -2.25 0.060564 0.154751 -5.20
265311_at hypothetical protein predicted by gensc--- AT2G20250 -1.35 -0.43 -2.25 0.06059 0.154784 -5.20
247171_at unknown protein --- AT5G65540 -1.17 -0.23 -2.25 0.060587 0.154784 -5.20
248368_at mandelonitrile lyase-like protein  ; supp--- AT5G51950 -1.18 -0.24 -2.25 0.060598 0.154786 -5.20
258005_at  cysteine proteinase contains similarity --- AT3G19390 2.04 1.03 2.25 0.060621 0.154827 -5.20
262438_at hypothetical protein identical to hypoth --- AT1G47410 -1.41 -0.49 -2.25 0.06063 0.154832 -5.20
264751_at  putative superoxide-generating NADPFRO3 AT1G23020 -1.80 -0.85 -2.25 0.060656 0.154865 -5.20
261656_at unknown protein similar to kinesin-like ARK2 AT1G01950 -1.60 -0.68 -2.25 0.060652 0.154865 -5.20
258209_at expressed protein supported by cDNA GAPC1 AT3G04120 / 1.54 0.62 2.25 0.060726 0.155026 -5.20
267103_at putative UDP-N-acetylglucosamine--doGPT AT2G41490 1.20 0.26 2.25 0.060754 0.155081 -5.20
257487_at hypothetical protein predicted by gene --- AT1G71850 1.41 0.49 2.25 0.060783 0.155138 -5.20
252608_at  putative protein 2-phosphoglycerate k --- AT3G45090 1.22 0.29 2.25 0.06083 0.155239 -5.20
258597_x_ hypothetical protein predicted by gene --- AT3G04390 1.16 0.22 2.25 0.060868 0.155319 -5.20
261155_at unknown protein ;supported by full-leng--- AT1G04960 1.23 0.30 2.25 0.060883 0.155341 -5.20
261827_at unknown protein contains similarity to e--- AT1G11480 1.18 0.24 2.25 0.060891 0.155343 -5.20
266346_at putative homeodomain transcription fa ATHB17 AT2G01430 -1.25 -0.33 -2.25 0.060942 0.155455 -5.20
250302_at  fructosidase - like protein fructosidaseAtcwINV6 AT5G11920 2.44 1.29 2.25 0.061122 0.155897 -5.21
263380_at hypothetical protein --- AT2G40200 1.19 0.25 2.25 0.061138 0.15592 -5.21
260349_at  mitotic checkpoint protein, putative sim--- AT1G69400 -1.22 -0.28 -2.24 0.061201 0.156019 -5.21
257930_at hypothetical protein --- AT3G17010 -1.27 -0.35 -2.24 0.06119 0.156019 -5.21
254863_at  putative protein predicted protein W02ATNUDX14 AT4G11980 -1.23 -0.30 -2.24 0.061211 0.156019 -5.21
247956_at cytokinin oxidase  ; supported by cDNACKX3 AT5G56970 -1.19 -0.26 -2.24 0.061207 0.156019 -5.21
261797_at  cation-chloride co-transporter, putative--- AT1G30455 -1.21 -0.27 -2.24 0.061203 0.156019 -5.21
244903_at hypothetical protein --- --- 1.61 0.69 2.24 0.061219 0.156023 -5.21
257300_at unknown protein  ; supported by full-le --- AT3G28080 1.39 0.47 2.24 0.061243 0.156031 -5.21
266510_at unknown protein SWA1 AT2G47990 1.45 0.54 2.24 0.061237 0.156031 -5.21
260002_at  putative ABC transporter similar to ABATNAP3 AT1G67940 1.34 0.42 2.24 0.061233 0.156031 -5.21
265569_at unknown protein  ;supported by full-lenPGR5 AT2G05620 -1.20 -0.26 -2.24 0.061269 0.156059 -5.21
256667_at hypothetical protein predicted by gene --- AT3G32180 1.15 0.20 2.24 0.061273 0.156059 -5.21
247336_at putative protein similar to unknown pro--- AT5G63640 -1.25 -0.33 -2.24 0.061274 0.156059 -5.21
264955_at  F-box protein family, AtFBX3 contains --- AT1G76920 -1.26 -0.33 -2.24 0.06136 0.156261 -5.21
263009_at hypothetical protein contains similarity NHX5 AT1G54370 1.18 0.24 2.24 0.061418 0.156355 -5.21



245194_at F12A21.5 similar to protein phosphatas--- AT1G67820 1.38 0.47 2.24 0.061413 0.156355 -5.21
247671_at  putative protein slow myosin heavy ch--- AT5G60210 -1.16 -0.21 -2.24 0.061416 0.156355 -5.21
246609_at  putative receptor-like protein kinase re--- AT5G35390 -1.16 -0.22 -2.24 0.061445 0.156406 -5.21
261392_at hypothetical protein predicted by gene --- AT1G79780 -1.17 -0.23 -2.24 0.061482 0.156474 -5.21
264179_at hypothetical protein predicted by gene --- AT1G02180 -1.33 -0.41 -2.24 0.061485 0.156474 -5.21
257393_at unknown protein --- AT2G20080 1.15 0.20 2.24 0.061523 0.156552 -5.21
258455_at unknown protein  ;supported by full-len--- AT3G22440 1.30 0.38 2.24 0.061545 0.15659 -5.21
262006_at hypothetical protein predicted by gensc--- AT1G64570 1.19 0.25 2.24 0.061561 0.156613 -5.21
252312_at  hypothetical protein SF16 protein, Hel iqd15 AT3G49380 -1.24 -0.30 -2.24 0.061579 0.156643 -5.21
254096_at  acid phosphatase - like protein acid ph--- AT4G25150 -1.22 -0.28 -2.24 0.061587 0.156646 -5.21
250369_at cyclin 3b  ; supported by cDNA: gi_600CYC3B AT5G11300 1.25 0.33 2.24 0.061602 0.156667 -5.21
262175_at unknown protein ; supported by cDNA:NDH-O AT1G74880 -1.27 -0.35 -2.24 0.061706 0.156913 -5.21
244928_s_ hypothetical protein --- AT2G07716 1.19 0.25 2.24 0.061746 0.156997 -5.22
265170_at putative carbonic anhydrase BCA3 AT1G23730 2.76 1.47 2.24 0.061783 0.157074 -5.22
247886_at branched-chain amino acid aminotrans--- AT5G57850 1.29 0.37 2.24 0.061794 0.157084 -5.22
260358_at unknown protein ; supported by cDNA:--- AT1G69340 -1.17 -0.23 -2.24 0.061803 0.15709 -5.22
247061_at putative protein similar to unknown pro--- AT5G66780 1.32 0.40 2.24 0.061821 0.15712 -5.22
255613_at putative RING zinc finger protein --- AT4G01270 -1.23 -0.30 -2.24 0.061841 0.157153 -5.22
261397_at  hexose transporter, putative similar to SGB1 AT1G79820 -1.37 -0.46 -2.24 0.061861 0.157185 -5.22
259543_at hypothetical protein ; supported by full---- AT1G20580 -1.23 -0.29 -2.24 0.061891 0.157245 -5.22
260315_at  hypothetical protein similar to C-termin--- AT1G63820 -1.18 -0.24 -2.24 0.061919 0.157297 -5.22
246934_at putative protein several hypothetical pr--- AT5G25290 -1.24 -0.31 -2.24 0.061936 0.157324 -5.22
248664_at peptidyl-prolyl cis-trans isomerase-like FKBP15-2 AT5G48580 -1.30 -0.38 -2.24 0.061969 0.157389 -5.22
264843_at  putative 1-aminocyclopropane-1-carbo--- AT1G03400 -1.36 -0.44 -2.24 0.061986 0.157405 -5.22
261609_at unknown protein similar to MAP3K-like--- AT1G49740 1.34 0.42 2.24 0.061992 0.157405 -5.22
258630_at  putative CCHC-type zinc finger protein--- AT3G02820 -1.31 -0.39 -2.24 0.061996 0.157405 -5.22
248637_at DNAJ-like protein --- AT5G49060 1.18 0.24 2.24 0.062018 0.157408 -5.22
249859_at serine protein kinase-like protein  ;supp--- AT5G22840 / 1.39 0.48 2.24 0.062012 0.157408 -5.22
264572_at  unknown protein ESTs gb|AA042402, --- AT1G05320 -1.21 -0.28 -2.24 0.062014 0.157408 -5.22
250714_at sorting nexin-like protein SNX1 AT5G06140 1.22 0.29 2.23 0.062075 0.157535 -5.22
255117_s_ putative protein various hypothetical prATPUP13 AT4G08700 / -1.15 -0.21 -2.23 0.06213 0.157644 -5.22
248030_at transcription regulator Sir2-like protein SRT1 AT5G55760 -1.28 -0.36 -2.23 0.062132 0.157644 -5.22
264628_at hypothetical protein contains similarity --- AT1G65540 1.15 0.20 2.23 0.062141 0.157649 -5.22
250742_at putative protein similar to unknown pro--- AT5G05800 -1.21 -0.28 -2.23 0.062172 0.157711 -5.22
247369_at unknown protein --- AT5G63340 -1.23 -0.30 -2.23 0.062341 0.158124 -5.23



257790_at  gda-1, putative similar to gda-1 GB:CA--- AT3G27090 1.26 0.33 2.23 0.062379 0.158184 -5.23
247919_at putative protein similar to unknown pro--- AT5G57650 1.22 0.29 2.23 0.062375 0.158184 -5.23
253239_at  putative serine/threonine protein kinas--- AT4G34500 -1.32 -0.41 -2.23 0.062476 0.158341 -5.23
259760_at hypothetical protein similar to GB:AAD --- AT1G77580 -1.15 -0.20 -2.23 0.062461 0.158341 -5.23
256968_at unknown protein NADK1 AT3G21070 2.37 1.24 2.23 0.062474 0.158341 -5.23
255311_at putative protein --- --- -1.17 -0.23 -2.23 0.062449 0.158341 -5.23
257375_at unknown protein --- AT2G38640 1.69 0.76 2.23 0.062462 0.158341 -5.23
263328_at hypothetical protein similar to hypothet --- AT2G15280 -1.25 -0.33 -2.23 0.062581 0.158591 -5.23
267110_at hypothetical protein predicted by gensc--- AT2G14800 -1.25 -0.32 -2.23 0.062589 0.158593 -5.23
259200_at unknown protein similar to hypothetica --- AT3G09070 1.19 0.25 2.23 0.062601 0.158606 -5.23
249063_at NBD-like protein (gb|AAD20643.1)  ;suPOP1 AT5G44110 -1.28 -0.36 -2.23 0.062657 0.158713 -5.23
256216_at calreticulin (crt1) identical to calreticulinCRT1 AT1G56340 / 1.44 0.52 2.23 0.062652 0.158713 -5.23
248716_at unknown protein  ;supported by full-len--- AT5G48210 -1.25 -0.32 -2.23 0.062717 0.158846 -5.23
254422_at  putative protein hypothetical protein Y VPS28-1 AT4G21560 -1.40 -0.49 -2.23 0.062757 0.15893 -5.23
261635_at  tubulin alpha-6 chain, putative identica--- AT1G50020 1.26 0.33 2.23 0.062773 0.158941 -5.23
259542_at Expressed protein ; supported by full-le--- AT1G20575 -1.19 -0.26 -2.23 0.062775 0.158941 -5.23
247605_at  DNA binding protein - like putative basTCP5 AT5G60970 -1.24 -0.31 -2.23 0.062807 0.159005 -5.23
248257_at putative protein similar to unknown pro--- AT5G53410 -1.27 -0.34 -2.23 0.062826 0.159035 -5.23
248984_at DNA-directed RNA polymerase subuniNRPC2 AT5G45140 1.25 0.32 2.23 0.062849 0.159058 -5.23
254779_at hypothetical protein --- AT4G12760 1.17 0.23 2.23 0.062849 0.159058 -5.23
255706_at putative ribosomal protein S13 similar ATRPS13A AT4G00100 -1.31 -0.39 -2.23 0.062859 0.159065 -5.23
255285_at  putative protein A. thaliana hypothetic --- AT4G04630 -1.75 -0.81 -2.23 0.062883 0.159109 -5.23
246112_at putative protein predicted proteins - Ar --- AT5G20200 1.23 0.30 2.23 0.062925 0.15918 -5.23
251219_at putative protein several hypothetical pr--- AT3G62390 -1.42 -0.50 -2.23 0.062922 0.15918 -5.23
266011_at unknown protein --- AT2G37440 1.20 0.26 2.22 0.062959 0.159248 -5.24
260769_at Expressed protein ; supported by full-le--- AT1G49010 -1.37 -0.46 -2.22 0.062973 0.159266 -5.24
261175_at unknown protein --- AT1G04800 -1.20 -0.27 -2.22 0.06302 0.15936 -5.24
246109_at hypothetical protein (fragment?) --- AT5G20120 -1.23 -0.30 -2.22 0.063048 0.15936 -5.24
257759_at hypothetical protein --- AT3G23070 -1.31 -0.39 -2.22 0.063027 0.15936 -5.24
264965_at hypothetical protein predicted by gene --- AT1G60560 -1.24 -0.32 -2.22 0.063052 0.15936 -5.24
265091_s_ hypothetical protein similar to Anthocya--- AT1G03495 / 1.26 0.33 2.22 0.063038 0.15936 -5.24
248891_at MCM3 homolog (emb|CAA03887.1) MCM3 AT5G46280 -2.01 -1.01 -2.22 0.063046 0.15936 -5.24
257714_at  histone H3, putative similar to histone --- AT3G27360 -1.23 -0.30 -2.22 0.06308 0.159413 -5.24
248988_at putative protein contains similarity to cy--- AT5G45190 1.21 0.27 2.22 0.063128 0.159444 -5.24
246301_at calcium-dependent protein kinase CPK13 AT3G51850 -1.18 -0.24 -2.22 0.063108 0.159444 -5.24



255985_at putative protein contains similarity to p --- AT1G34150 1.16 0.22 2.22 0.063127 0.159444 -5.24
258073_at  putative auxin-resistance protein, AXR--- AT3G25880 -1.18 -0.24 -2.22 0.063124 0.159444 -5.24
259839_at  peptide transporter, putative similar to --- AT1G52190 -2.66 -1.41 -2.22 0.063109 0.159444 -5.24
250824_at putative protein contains similarity to u --- AT5G05200 -1.27 -0.34 -2.22 0.063145 0.15947 -5.24
257780_at hypothetical protein predicted by gene --- AT3G27100 1.24 0.30 2.22 0.063195 0.15958 -5.24
252425_at  putative protein auxin-induced basic hAtTCP14 AT3G47620 -1.32 -0.40 -2.22 0.063225 0.159619 -5.24
262666_at  xyloglucan fucosyltransferase, putativeFUT6 AT1G14080 1.43 0.51 2.22 0.063222 0.159619 -5.24
251858_at  aquaporin MIP - like protein aquaporinPIP2;5 AT3G54820 -1.34 -0.43 -2.22 0.063241 0.159641 -5.24
266108_at putative peptide/amino acid transporte --- AT2G37900 -1.24 -0.31 -2.22 0.063263 0.159681 -5.24
257775_at  short-chain alcohol dehydrogenase, p --- AT3G29260 -1.21 -0.27 -2.22 0.063376 0.159913 -5.24
266238_at  phosphoprotein phosphatase, type 1 cTOPP1 AT2G29400 1.33 0.41 2.22 0.063362 0.159913 -5.24
250022_at Brn1-like protein --- AT5G18210 -1.38 -0.46 -2.22 0.063371 0.159913 -5.24
250616_at  receptor-like protein kinase-like protei EMS1 AT5G07280 1.23 0.30 2.22 0.063389 0.159927 -5.24
258329_at putative protein disulfide isomerase simATPDIL1-6 AT3G16110 -1.19 -0.25 -2.22 0.063425 0.15996 -5.24
251055_at  putative protein putative protein F4P12--- AT5G01710 / -1.18 -0.23 -2.22 0.063413 0.15996 -5.24
267501_at unknown protein --- AT2G45540 -1.25 -0.33 -2.22 0.063427 0.15996 -5.24
265064_at hypothetical protein contains similarity ENT7 AT1G61630 1.32 0.40 2.22 0.06343 0.15996 -5.24
256854_at hypothetical protein predicted by gene --- AT3G15180 1.18 0.24 2.22 0.063548 0.16024 -5.24
248357_at putative protein similar to unknown pro--- AT5G52380 1.42 0.51 2.22 0.063558 0.160247 -5.24
263473_at putative glucosyltransferase  ; supporteUGT74D1 AT2G31750 -1.63 -0.70 -2.22 0.063578 0.16028 -5.25
265243_at hypothetical protein predicted by genscNPG1 AT2G43040 -1.20 -0.27 -2.22 0.063607 0.160336 -5.25
245687_at unknown protein DEG15 AT1G28320 1.15 0.20 2.22 0.063644 0.16034 -5.25
246300_at  putative transmembrane protein G5p ySAC8 AT3G51830 1.18 0.23 2.22 0.06363 0.16034 -5.25
257484_at unknown protein --- AT1G01650 -1.17 -0.23 -2.22 0.063625 0.16034 -5.25
245787_at unknown protein --- AT1G32130 1.21 0.27 2.22 0.063623 0.16034 -5.25
254008_at  hypothetical protein various predicted --- AT4G26380 1.20 0.26 2.22 0.063639 0.16034 -5.25
245451_at disease resistance RPP5 like protein SNC1 AT4G16890 -1.16 -0.22 -2.22 0.063687 0.160431 -5.25
265859_at hypothetical protein predicted by gensc--- --- -1.19 -0.25 -2.22 0.063707 0.160463 -5.25
246847_at  putative protein ferroportin1, Mus musATIREG3 AT5G26820 -1.36 -0.45 -2.22 0.063835 0.160768 -5.25
257866_at  dihydroxyacetone kinase, putative sim--- AT3G17770 1.52 0.60 2.21 0.063868 0.160834 -5.25
255339_at  hypothetical protein similar to A. thalia--- AT4G04480 1.41 0.49 2.21 0.063879 0.160844 -5.25
263414_at putative bZIP transcription factor conta--- AT2G21230 1.18 0.24 2.21 0.06389 0.160854 -5.25
263626_at transcription factor ZAP1 identical to GZAP1 AT2G04880 1.16 0.21 2.21 0.063909 0.160884 -5.25
252565_at actin depolymerizing factor 2 (ADF2)  ;ADF2 AT3G46000 1.16 0.21 2.21 0.063969 0.161 -5.25
265157_at putative reverse transcriptase similar to--- --- -1.20 -0.26 -2.21 0.063964 0.161 -5.25



248821_at protein serine threonine kinase-like --- AT5G47070 1.49 0.57 2.21 0.063983 0.161017 -5.25
259292_at unknown protein --- AT3G11560 1.20 0.27 2.21 0.063992 0.161021 -5.25
259669_at  short chain alcohol dehydrogenase, p ABA2 AT1G52340 -1.24 -0.31 -2.21 0.064052 0.161154 -5.25
265604_s_ hypothetical protein predicted by gensc--- --- -1.20 -0.26 -2.21 0.064061 0.161159 -5.25
245493_at hypothetical protein --- --- -1.17 -0.22 -2.21 0.064097 0.161233 -5.25
260963_at hypothetical protein predicted by gene --- AT1G44990 1.19 0.25 2.21 0.064136 0.161312 -5.25
255691_at hypothetical protein ANTR2 AT4G00370 -1.22 -0.29 -2.21 0.064151 0.161333 -5.25
255129_at  nodulin-like protein nodulin gene MtN2--- AT4G08290 1.55 0.63 2.21 0.064165 0.161349 -5.25
262322_at hypothetical protein similar to hypothet --- AT1G27590 1.24 0.31 2.21 0.064254 0.161557 -5.26
265909_at unknown protein  ;supported by full-len--- AT2G25720 1.21 0.28 2.21 0.064273 0.161586 -5.26
250484_at asparagine synthetase ASN3  ; supporASN3 AT5G10240 -1.19 -0.25 -2.21 0.064304 0.161645 -5.26
250172_at putative protein --- AT5G14330 -1.27 -0.35 -2.21 0.06439 0.161843 -5.26
252785_at  putative protein AND-1 protein - Homo--- AT3G42660 -1.39 -0.47 -2.21 0.064426 0.161895 -5.26
263623_at hypothetical protein predicted by gensc--- AT2G04860 -1.15 -0.21 -2.21 0.064438 0.161895 -5.26
263387_at unknown protein  ; supported by cDNA--- AT2G40160 -1.21 -0.28 -2.21 0.064438 0.161895 -5.26
252326_at  putative protein ferripyochelin binding GAMMA CALAT3G48680 -1.21 -0.27 -2.21 0.064429 0.161895 -5.26
261835_at hypothetical protein contains similarity --- AT1G16040 1.21 0.27 2.21 0.064463 0.161938 -5.26
258545_at putative GTPase contains Pfam profile --- AT3G07050 1.35 0.43 2.21 0.064474 0.161947 -5.26
257571_at  hypothetical protein predicted by gene--- AT3G16870 1.40 0.48 2.21 0.064503 0.162002 -5.26
250895_at  RIBOSOMAL PROTEIN S28- like ribo --- AT5G03850 -1.32 -0.41 -2.21 0.06454 0.162079 -5.26
248560_at putative protein contains similarity to p ATPPOX AT5G49970 -1.25 -0.32 -2.21 0.064574 0.162146 -5.26
245673_at hypothetical protein similar to putative --- AT1G56690 1.22 0.29 2.21 0.064635 0.162281 -5.26
245949_at elongation factor 1B alpha-subunit  ;su--- AT5G19510 -1.26 -0.33 -2.21 0.064654 0.162311 -5.26
253384_at Expressed protein ; supported by full-le--- AT4G32915 -1.23 -0.30 -2.21 0.064728 0.162478 -5.26
266453_at putative protein kinase contains a prote--- AT2G43230 -1.16 -0.21 -2.21 0.06474 0.16249 -5.26
264049_at putative GTP-binding protein --- AT2G22390 -1.29 -0.37 -2.21 0.064768 0.162543 -5.26
251487_at cysteine synthase OASC AT3G59760 -1.42 -0.51 -2.20 0.06492 0.1629 -5.27
248973_at disease resistance protein-like TTR1 AT5G45050 1.15 0.20 2.20 0.064924 0.1629 -5.27
258646_at  MATE efflux family protein, putative coFRD3 AT3G08040 1.17 0.23 2.20 0.064977 0.162996 -5.27
251856_at  Peptidase - like protein ileal peptidaseAMP1 AT3G54720 -1.34 -0.43 -2.20 0.064973 0.162996 -5.27
246540_at  nitrilase associated protein-like nitrilasSP1L4 AT5G15600 -1.29 -0.36 -2.20 0.065013 0.163069 -5.27
263894_at putative cytochrome P450 CYP96A5 AT2G21910 -1.20 -0.27 -2.20 0.065025 0.163081 -5.27
258654_at unknown protein --- AT3G09860 -1.32 -0.40 -2.20 0.065046 0.163116 -5.27
264760_at  syntaxin-related protein Nt-syr1, putat SYP124 AT1G61290 1.27 0.35 2.20 0.065075 0.16317 -5.27
266725_at  SKP1/ASK1 (At14), putative similar to ASK14 AT2G03170 1.18 0.24 2.20 0.065083 0.163172 -5.27



264378_at hypothetical protein predicted by gensc--- AT2G25220 -1.62 -0.70 -2.20 0.065093 0.163179 -5.27
264253_at putative kinesin similar to GB:AAB6106--- AT1G09170 -1.31 -0.39 -2.20 0.065135 0.16325 -5.27
250810_at putative protein contains similarity to u --- AT5G05090 -1.35 -0.43 -2.20 0.065134 0.16325 -5.27
251134_at  hypothetical protein RNA polymerase AtQSOX2 AT2G01270 / 1.20 0.26 2.20 0.065143 0.163251 -5.27
252299_at  putative protein various predicted prot --- AT3G49150 1.23 0.29 2.20 0.065157 0.163267 -5.27
259084_at putative inner mitochondrial membraneATTIM23-3 AT3G04800 1.19 0.25 2.20 0.065205 0.16337 -5.27
253338_at  somatic embryogenesis receptor-like kBAK1 AT4G33430 1.20 0.26 2.20 0.065268 0.163493 -5.27
266505_at unknown protein --- AT2G47830 1.18 0.24 2.20 0.065268 0.163493 -5.27
258980_at putative reversibly glycosylatable polypRGP3 AT3G08900 -1.18 -0.24 -2.20 0.065311 0.163581 -5.27
258075_at homocysteine S-methyltransferase AtHHMT-1 AT3G25900 2.30 1.20 2.20 0.065347 0.163654 -5.27
255410_at  putative rac GTPase activating protein--- AT4G03100 -1.19 -0.26 -2.20 0.065367 0.163688 -5.27
250899_at putative protein  ; supported by cDNA: --- AT5G03340 1.29 0.36 2.20 0.065384 0.163711 -5.27
248408_at ripening-related protein-like --- AT5G51520 -1.16 -0.22 -2.20 0.065406 0.163749 -5.27
247303_at histidinol dehydrogenase  ;supported bATHDH AT5G63890 -1.28 -0.35 -2.20 0.065423 0.163774 -5.27
265130_at unknown protein similar to ESTs gb|T7--- AT1G30890 -1.14 -0.19 -2.20 0.065442 0.163802 -5.27
251745_at  putative protein zinc finger transcriptioSZF1 AT3G55980 2.62 1.39 2.20 0.065467 0.163848 -5.27
251534_at  ATP-dependent RNA helicase-like pro--- AT3G58510 1.35 0.43 2.20 0.065503 0.16392 -5.28
251660_at Expressed protein ; supported by full-le--- AT3G57160 -1.28 -0.36 -2.20 0.065518 0.163923 -5.28
265942_at putative casein kinase I  ;supported by ckl5 AT2G19470 1.19 0.25 2.20 0.065519 0.163923 -5.28
246074_at hypothetical protein  ; supported by ful --- AT5G20130 -1.17 -0.23 -2.20 0.065582 0.164046 -5.28
267265_at putative serine carboxypeptidase I  ; suSCPL13 AT2G22980 -1.30 -0.38 -2.20 0.065577 0.164046 -5.28
260729_at  regulatory protein, putative contains PKU80 AT1G48050 1.16 0.21 2.20 0.065592 0.164053 -5.28
259679_at  putative protein kinase Pfam HMM hit --- AT1G77720 -1.15 -0.21 -2.20 0.065652 0.164185 -5.28
250666_at  SPF1-like protein SPF1 protein - IpomWRKY26 AT5G07100 1.49 0.58 2.20 0.065712 0.164308 -5.28
255679_at putative acetyl CoA thioesterase --- AT4G00520 -1.27 -0.35 -2.20 0.065716 0.164308 -5.28
252027_at Spot 3 protein and vacuolar sorting recVSR1 AT3G52850 1.16 0.22 2.20 0.065725 0.164312 -5.28
257000_at hypothetical protein predicted by gene --- AT3G14120 1.32 0.40 2.19 0.065751 0.16436 -5.28
259678_at  putative 30S ribosomal protein S13 sim--- AT1G77750 -1.30 -0.38 -2.19 0.065906 0.16473 -5.28
249108_at steroid sulfotransferase-like --- AT5G43690 -1.14 -0.19 -2.19 0.065932 0.164775 -5.28
264767_at hypothetical protein similar to putative SD1-29 AT1G61380 1.59 0.67 2.19 0.065961 0.164831 -5.28
263539_at putative tyrosine aminotransferase  ;suTAT3 AT2G24850 3.08 1.62 2.19 0.065974 0.164845 -5.28
263219_at putative serine proteinase Strong simil --- AT1G30600 -1.28 -0.36 -2.19 0.066007 0.16491 -5.28
266360_at Mutator-like transposase similar to  MUFRS2 AT2G32250 1.45 0.53 2.19 0.066045 0.164987 -5.28
248494_at putative protein contains similarity to o AtHSD6 AT5G50770 -1.20 -0.26 -2.19 0.0661 0.165105 -5.28
261208_at unknown protein ; supported by cDNA:--- AT1G12930 1.26 0.34 2.19 0.066144 0.165197 -5.28



255494_at  predicted protein of unknown function --- AT4G02710 1.17 0.23 2.19 0.066157 0.165211 -5.29
250836_at  putative protein various predicted prot DME AT5G04560 -1.15 -0.21 -2.19 0.066164 0.165212 -5.29
250465_at putative protein various predicted prote--- AT5G10070 -1.15 -0.20 -2.19 0.06624 0.165381 -5.29
265697_at hypothetical protein predicted by gensc--- AT2G32170 -1.18 -0.23 -2.19 0.066266 0.16543 -5.29
257708_at hypothetical protein predicted by gensc--- AT3G13330 1.19 0.25 2.19 0.066276 0.165437 -5.29
256280_at unknown protein --- AT3G12590 -1.22 -0.28 -2.19 0.066313 0.165493 -5.29
246702_at  putative cytidine deaminase - like puta--- AT5G28050 1.63 0.70 2.19 0.066308 0.165493 -5.29
264491_at hypothetical protein predicted by gensc--- AT1G27410 1.18 0.24 2.19 0.066365 0.165605 -5.29
267604_at hypothetical protein predicted by genefZFN2 AT2G32930 -1.43 -0.51 -2.19 0.066422 0.165709 -5.29
246883_at  putative protein many predicted protei --- AT5G26190 -1.16 -0.21 -2.19 0.066428 0.165709 -5.29
255250_at  MYB - like protein cM4 myb transcript AtMYB74 AT4G05100 1.95 0.96 2.19 0.066429 0.165709 -5.29
245616_at kinase like protein --- AT4G14480 -1.39 -0.48 -2.19 0.066494 0.165836 -5.29
250911_at SERINE/THREONINE-PROTEIN KINACTR1 AT5G03730 1.26 0.33 2.19 0.066494 0.165836 -5.29
247555_at putative protein various predicted proteECT3 AT5G61020 1.35 0.43 2.19 0.066546 0.165936 -5.29
249094_at dimethylaniline monooxygenase-like YUC5 AT5G43890 -1.24 -0.31 -2.19 0.066556 0.165936 -5.29
253943_at  putative protein gene F19K23.12 of BA--- AT4G27030 -1.64 -0.71 -2.19 0.066554 0.165936 -5.29
245447_at triacylglycerol lipase like protein --- AT4G16820 1.74 0.80 2.19 0.066648 0.166148 -5.29
264021_at putative auxin-regulated protein  ;supp --- AT2G21200 -1.50 -0.59 -2.19 0.06667 0.166184 -5.29
247636_at putative protein predicted proteins from--- AT5G60570 -1.19 -0.25 -2.18 0.066752 0.166335 -5.29
266722_at unknown protein FUT2 AT2G03210 -1.20 -0.27 -2.18 0.06676 0.166335 -5.29
247033_at SKP1 interacting partner 2 (SKIP2) ideSKIP2 AT5G67250 1.22 0.28 2.18 0.06676 0.166335 -5.29
251907_at  putative protein 85p protein - Medicag--- AT3G53760 -1.36 -0.45 -2.18 0.066752 0.166335 -5.29
260460_at unknown protein --- AT1G68230 -1.19 -0.26 -2.18 0.066792 0.166397 -5.29
256367_at  C-x8-C-x5-C-x3-H type Zinc finger pro--- AT1G66810 -1.20 -0.27 -2.18 0.066842 0.166502 -5.30
259270_at putative porin similar to outer mitochonVDAC1 AT3G01280 1.22 0.29 2.18 0.066875 0.166567 -5.30
245187_s_ F12A21.17 similar to signal recognition--- AT1G67650 / 1.18 0.24 2.18 0.066999 0.166859 -5.30
250018_at putative protein similar to unknown pro--- AT5G18150 1.72 0.78 2.18 0.067022 0.166898 -5.30
247167_at unknown protein --- AT5G65850 -1.24 -0.31 -2.18 0.067073 0.167004 -5.30
262380_at  threonine synthase, putative similar to --- AT1G72810 -1.22 -0.28 -2.18 0.067103 0.167062 -5.30
260890_at cysteine proteinase contains similarity --- AT1G29090 1.29 0.36 2.18 0.067147 0.167154 -5.30
245600_at hypothetical protein --- AT4G14230 -1.25 -0.32 -2.18 0.067247 0.167351 -5.30
260476_at unknown protein --- AT1G11060 1.24 0.32 2.18 0.067249 0.167351 -5.30
252847_at  putative transposase hypothetical prot--- AT3G42170 -1.21 -0.28 -2.18 0.067247 0.167351 -5.30
250246_at polyamine oxidase ATPAO1 AT5G13700 -1.15 -0.21 -2.18 0.06726 0.167362 -5.30
259999_at hypothetical protein predicted by genef--- AT1G68080 -1.29 -0.37 -2.18 0.067325 0.167504 -5.30



250650_at anthranilate phosphoribosyltransferase--- AT5G06850 1.32 0.40 2.18 0.067358 0.167567 -5.30
264554_at  putative cinnamyl alcohol dehydrogen --- AT1G09510 1.25 0.33 2.18 0.067382 0.167611 -5.30
266951_at putative salt-inducible protein  ; suppor--- AT2G18940 1.16 0.21 2.18 0.067419 0.167669 -5.30
264978_at unknown protein contains Pfam profile --- AT1G27120 -1.40 -0.49 -2.18 0.06742 0.167669 -5.30
254431_at  reticuline oxidase - like protein reticuli --- AT4G20840 -1.34 -0.42 -2.18 0.067437 0.167692 -5.30
251467_at putative protein putative proteins - Ara --- AT3G59470 -1.24 -0.31 -2.18 0.067517 0.167872 -5.31
252340_at myb-like protein AtMYB45 AT3G48920 1.31 0.39 2.18 0.067557 0.167955 -5.31
251067_at hypothetical protein --- AT5G01910 -1.29 -0.37 -2.18 0.067575 0.167979 -5.31
267017_at unknown protein SVR1 AT2G39140 -1.47 -0.55 -2.18 0.067582 0.16798 -5.31
263482_at putative GDSL-motif lipase/hydrolase s--- AT2G03980 -2.26 -1.18 -2.18 0.067604 0.168015 -5.31
263438_at unknown protein --- AT2G28660 1.25 0.32 2.18 0.067659 0.168133 -5.31
258994_at unknown protein similar to putative guaRAPTOR1 AT3G08850 1.17 0.22 2.17 0.067727 0.168285 -5.31
262303_at  homeobox protein, putative similar to ATHB18 AT1G70920 1.33 0.42 2.17 0.067771 0.168376 -5.31
244927_at hypothetical protein --- AT2G07776 1.25 0.32 2.17 0.067835 0.168517 -5.31
245465_at cellulose synthase like protein ATCSLA01 AT4G16590 -1.98 -0.98 -2.17 0.067863 0.168568 -5.31
259582_at hypothetical protein --- AT1G28060 1.23 0.30 2.17 0.067892 0.16862 -5.31
256466_at  plastid protein, putative similar to GI:2 --- AT1G32580 -1.15 -0.21 -2.17 0.067911 0.168649 -5.31
255816_at unknown protein  ;supported by full-lenGLTP1 AT2G33470 1.16 0.21 2.17 0.067931 0.168681 -5.31
261989_at  disease resistance protein, putative si --- AT1G33670 1.20 0.27 2.17 0.067943 0.168692 -5.31
253456_at  putative protein norbin, Rattus norveg --- AT4G32050 1.25 0.32 2.17 0.06797 0.168742 -5.31
253369_at  F-box protein family, AtFBL15 contain --- AT4G33210 -1.14 -0.19 -2.17 0.068014 0.168832 -5.31
255675_at MYC1 transcription factor ATMYC1 AT4G00480 -1.20 -0.26 -2.17 0.068054 0.168912 -5.31
251233_at  putative protein hypothetical protein A DRB4 AT3G62800 1.19 0.25 2.17 0.068066 0.168925 -5.31
263038_at conserved hypothetical protein protein --- AT1G23270 -1.18 -0.23 -2.17 0.068098 0.168967 -5.31
248268_at importin beta --- AT5G53480 -1.23 -0.30 -2.17 0.068098 0.168967 -5.31
252539_at putative protein --- AT3G45730 -1.25 -0.33 -2.17 0.068144 0.169064 -5.31
251849_at Expressed protein ; supported by cDNAHAG1 AT3G54610 -1.21 -0.28 -2.17 0.06817 0.16909 -5.32
246841_at  nectarin - like protein nectarin I precur --- AT5G26700 1.38 0.46 2.17 0.068166 0.16909 -5.32
267001_at putative urease accessory protein ; supUREG AT2G34470 -1.27 -0.34 -2.17 0.0682 0.169148 -5.32
249842_at putative protein contains similarity to u --- AT5G23550 -1.17 -0.22 -2.17 0.068227 0.169196 -5.32
263711_at putative protein phosphatase 2C  ;supp--- AT2G20630 -1.19 -0.25 -2.17 0.06827 0.169266 -5.32
245419_at putative protein MSH4 AT4G17380 -1.16 -0.21 -2.17 0.068267 0.169266 -5.32
249032_at putative protein contains similarity to d --- AT5G44910 2.07 1.05 2.17 0.068292 0.169301 -5.32
256748_x_  En/Spm transposon protein, putative s--- --- -1.20 -0.26 -2.17 0.068345 0.169395 -5.32
252209_at  putative protein RXF26, Arabidopsis th--- AT3G50400 -1.38 -0.46 -2.17 0.068343 0.169395 -5.32



248367_at actin depolymerizing factor-like  ;suppoADF10 AT5G52360 -1.23 -0.30 -2.17 0.068358 0.169409 -5.32
248396_at unknown protein --- AT5G52130 -1.22 -0.28 -2.17 0.068412 0.169526 -5.32
260208_s_ unknown protein similar to Ca+2-bindin--- AT1G70670 / -1.41 -0.49 -2.17 0.068516 0.169764 -5.32
250809_at putative protein contains similarity to u --- AT5G05140 1.46 0.54 2.17 0.068575 0.169893 -5.32
250497_at  putative protein predicted proteins, Ara--- AT5G09630 1.25 0.32 2.17 0.068592 0.169915 -5.32
257348_at hypothetical protein predicted by genef--- AT2G42140 1.36 0.45 2.17 0.068637 0.17001 -5.32
252248_at  putative protein resistance gene Hcr2-AtRLP44 AT3G49750 -1.36 -0.44 -2.16 0.06868 0.170097 -5.32
258811_at unknown protein similar to putative pro--- AT3G03990 -1.31 -0.39 -2.16 0.068698 0.170122 -5.32
254787_at putative protein hypothetical proteins A--- AT4G12690 -1.34 -0.42 -2.16 0.068717 0.170151 -5.32
257875_at hypothetical protein --- AT3G17120 -1.20 -0.26 -2.16 0.06877 0.170168 -5.32
253367_at hypothetical protein --- AT4G33180 -1.33 -0.41 -2.16 0.068755 0.170168 -5.32
265587_at putative pathogenesis-related protein --- AT2G19980 -1.19 -0.25 -2.16 0.06875 0.170168 -5.32
262894_at  disease resistance protein, putative si --- AT1G59780 -1.21 -0.27 -2.16 0.068732 0.170168 -5.32
258745_at unknown protein ; supported by full-len--- AT3G05920 -1.20 -0.26 -2.16 0.068791 0.170168 -5.32
249003_at putative protein contains similarity to s --- AT5G44500 -1.21 -0.27 -2.16 0.06879 0.170168 -5.32
259199_at putative signal peptidase similar to MIT--- AT3G08980 -1.16 -0.22 -2.16 0.068774 0.170168 -5.32
258833_at unknown protein --- --- -1.22 -0.28 -2.16 0.068791 0.170168 -5.32
265424_at putative sugar transporter --- AT2G20780 1.21 0.28 2.16 0.068786 0.170168 -5.32
264108_at hypothetical protein predicted by genscCALS5 AT2G13680 -1.17 -0.22 -2.16 0.068818 0.170217 -5.32
260679_at unknown protein --- AT1G07990 1.17 0.22 2.16 0.068877 0.170345 -5.33
249707_at putative protein similar to unknown pro--- AT5G35640 -1.29 -0.36 -2.16 0.068893 0.170364 -5.33
265586_at pathogenesis-related protein (PR-1) coPR-1-LIKE AT2G19990 -1.24 -0.31 -2.16 0.068911 0.170391 -5.33
264589_at hypothetical protein --- AT2G17650 -1.25 -0.32 -2.16 0.06895 0.170469 -5.33
264138_at  beta-Amyrin Synthase, putative simila --- AT1G78950 -1.21 -0.27 -2.16 0.068996 0.170564 -5.33
252746_at  sucrose synthase -like protein SUCROSUS4 AT3G43190 -1.19 -0.25 -2.16 0.069044 0.170665 -5.33
257904_at  myb transcription factor, putative simil TDF1 AT3G28470 -1.15 -0.20 -2.16 0.069059 0.170684 -5.33
258043_at unknown protein  ; supported by cDNA--- AT3G21290 1.15 0.20 2.16 0.069177 0.170957 -5.33
250753_at glucuronosyl transferase-like protein  ; UGT76C2 AT5G05860 -1.25 -0.32 -2.16 0.069221 0.171045 -5.33
260608_at putative polygalacturonase --- AT2G43870 4.03 2.01 2.16 0.069234 0.171059 -5.33
245119_at unknown protein  ; supported by cDNA--- AT2G41640 2.21 1.14 2.16 0.069291 0.171182 -5.33
258900_at putative 60S ribosomal protein L18 simRPL18 AT3G05590 -1.36 -0.45 -2.16 0.06933 0.17126 -5.33
247127_at putative protein similar to unknown pro--- AT5G66100 -1.18 -0.23 -2.16 0.069354 0.1713 -5.33
260535_at hypothetical protein predicted by gensc--- AT2G43390 1.15 0.21 2.16 0.069366 0.171312 -5.33
267566_at unknown protein predicted by genscan--- AT2G30760 -1.14 -0.19 -2.16 0.069378 0.171322 -5.33
255784_at hypothetical protein predicted by gensc--- AT1G19860 1.18 0.24 2.16 0.069435 0.171394 -5.33



265609_at hypothetical protein predicted by gensc--- AT2G25420 -1.32 -0.40 -2.16 0.069433 0.171394 -5.33
263780_at hypothetical protein predicted by genefSPA1 AT2G46340 1.36 0.45 2.16 0.069431 0.171394 -5.33
262822_at putative membrane-associated salt-ind--- AT1G11630 -1.19 -0.25 -2.16 0.069437 0.171394 -5.33
262317_at unknown protein  ;supported by full-lenEDA4 AT2G48140 -1.40 -0.48 -2.16 0.069539 0.171628 -5.34
260806_at RNA recognition motif-containing prote--- AT1G78260 1.15 0.20 2.16 0.069562 0.171667 -5.34
267492_at histone H1 ;supported by full-length cD--- AT2G30620 1.26 0.33 2.16 0.069589 0.171696 -5.34
258709_at putative 60S ribosomal protein L35 sim--- AT3G09500 -1.41 -0.50 -2.16 0.069582 0.171696 -5.34
256538_x_ hypothetical protein predicted by gene --- --- -1.17 -0.22 -2.16 0.069612 0.171733 -5.34
246621_at putative protein strong similarity to unk--- AT5G36230 -1.14 -0.19 -2.16 0.069622 0.171739 -5.34
257999_at hypothetical protein similar to hypothet --- AT3G27540 1.39 0.47 2.16 0.069637 0.171739 -5.34
256166_at hypothetical protein --- AT1G36920 -1.15 -0.20 -2.16 0.069633 0.171739 -5.34
254388_at Expressed protein ; supported by full-leMSRB2 AT4G21860 -1.19 -0.25 -2.15 0.069721 0.171929 -5.34
257152_at Expressed protein ; supported by full-lePUX1 AT3G27310 -1.16 -0.21 -2.15 0.069781 0.172057 -5.34
259717_at putative cleavage and polyadenylation CPSF73-I AT1G61010 -1.22 -0.29 -2.15 0.069818 0.17213 -5.34
247693_at  putative protein leucine zipper-containATEXO70H7AT5G59730 1.71 0.77 2.15 0.069828 0.172132 -5.34
249149_at casein kinase I ; supported by cDNA: gckl8 AT5G43320 1.15 0.20 2.15 0.069834 0.172132 -5.34
262901_at hypothetical protein predicted by gene --- AT1G59910 1.52 0.61 2.15 0.069929 0.172347 -5.34
260094_at  GDP-4-keto-6-deoxy-D-mannose-3,5- GER1 AT1G73250 -1.25 -0.32 -2.15 0.069953 0.172388 -5.34
266244_at unknown protein --- AT2G27740 -1.59 -0.67 -2.15 0.070003 0.172492 -5.34
265343_at unknown protein ; supported by full-lenNIC1 AT2G22570 1.37 0.45 2.15 0.070023 0.172523 -5.34
265831_at unknown protein --- AT2G14460 1.47 0.56 2.15 0.070039 0.172546 -5.34
264797_at unknown protein similar to ESTs gb|T2--- AT1G08710 1.20 0.27 2.15 0.070087 0.172638 -5.34
248706_at unknown protein --- AT5G48530 -1.21 -0.28 -2.15 0.070092 0.172638 -5.34
254168_at  Mlo-like protein Mlo protein - HordeumMLO13 AT4G24250 -1.21 -0.28 -2.15 0.07017 0.172811 -5.34
257433_at hypothetical protein predicted by genef--- AT2G21990 -1.16 -0.22 -2.15 0.070188 0.172836 -5.34
255147_at hypothetical protein --- AT4G08460 -1.20 -0.26 -2.15 0.070246 0.172961 -5.35
260760_at hypothetical protein predicted by gene --- AT1G49170 1.24 0.31 2.15 0.070265 0.172988 -5.35
264672_at hypothetical protein predicted by gensc--- AT1G09750 -4.26 -2.09 -2.15 0.070345 0.173148 -5.35
255921_at hypothetical protein contains Pfam pro APUM8 AT1G22240 1.19 0.25 2.15 0.070342 0.173148 -5.35
251765_at putative protein --- --- 1.19 0.25 2.15 0.070373 0.173198 -5.35
260830_at  histone H1, putative similar to histone --- AT1G06760 1.35 0.44 2.15 0.070435 0.173314 -5.35
254082_at  glutamine cyclotransferase precursor QC AT4G25720 1.43 0.52 2.15 0.070433 0.173314 -5.35
247113_at unknown protein ;supported by full-leng--- AT5G65960 -1.19 -0.25 -2.15 0.070474 0.173392 -5.35
255020_at  isoleucine-tRNA ligase - like protein is --- AT4G10320 1.14 0.19 2.15 0.070554 0.17357 -5.35
251750_at  glucuronosyl transferase - like protein --- AT3G55710 -1.27 -0.34 -2.15 0.070563 0.173572 -5.35



258403_at hypothetical protein predicted by gensc--- AT3G15380 -1.18 -0.24 -2.15 0.070654 0.173759 -5.35
266912_at hypothetical protein predicted by genef--- AT2G45900 -1.86 -0.90 -2.15 0.070651 0.173759 -5.35
264276_at hypothetical protein contains similarity --- AT1G60380 1.16 0.21 2.15 0.070665 0.173767 -5.35
251673_at  beta-1,3-glucanase   BG3 AT3G57240 -5.17 -2.37 -2.14 0.070715 0.173871 -5.35
253413_at  putative protein Fe(II) transport proteinZIP9 AT4G33020 1.13 0.18 2.14 0.070743 0.173921 -5.35
256794_at  ribosomal protein L27, putative similar--- AT3G22230 -1.48 -0.56 -2.14 0.070777 0.173988 -5.35
252062_at  hypothetical protein KIAA0253 protein --- AT3G52640 -1.26 -0.33 -2.14 0.070879 0.174219 -5.35
261970_at  glutamate decarboxylase (gad), putati GAD2 AT1G65960 -1.27 -0.34 -2.14 0.070898 0.174246 -5.35
256337_at unknown protein --- AT1G72060 1.65 0.73 2.14 0.070936 0.174322 -5.36
261872_s_ hypthetical protein contains similarity to--- AT1G11520 / 1.20 0.26 2.14 0.070958 0.174343 -5.36
250962_at  putative protein various predicted prot --- AT5G02990 -1.19 -0.25 -2.14 0.070962 0.174343 -5.36
252290_at  putative protein various predicted prot --- AT3G49140 -1.22 -0.29 -2.14 0.070975 0.174343 -5.36
247523_at ribulose-5-phosphate-3-epimerase  ; s RPE AT5G61410 -1.22 -0.29 -2.14 0.070975 0.174343 -5.36
256229_at unknown protein MSL3 AT1G58200 -1.26 -0.33 -2.14 0.071013 0.174417 -5.36
262092_at unknown protein --- AT1G56150 -1.69 -0.76 -2.14 0.071025 0.174428 -5.36
265219_at unknown protein  ; supported by full-le --- AT2G02050 1.23 0.30 2.14 0.071039 0.174444 -5.36
259984_at  putative RNA-binding protein contains--- AT1G76460 -1.21 -0.28 -2.14 0.071078 0.174506 -5.36
254183_at  putative protein predicted protein, Ara --- AT4G23960 1.20 0.27 2.14 0.07108 0.174506 -5.36
259191_at unknown protein --- AT3G01720 1.24 0.31 2.14 0.071094 0.174521 -5.36
248209_at flavonol 3-O-glucosyltransferase-like p --- AT5G53990 1.26 0.33 2.14 0.071166 0.174681 -5.36
256326_at  RING zinc-finger protein, putative con --- AT3G02340 -1.24 -0.31 -2.14 0.071201 0.174746 -5.36
246767_at  putative protein CG6949 - Drosophila --- AT5G27395 1.55 0.64 2.14 0.071267 0.174871 -5.36
254939_at  putative protein predicted proteins, Ara--- AT4G10800 -1.30 -0.38 -2.14 0.071267 0.174871 -5.36
263765_at putative phosphatidylinositol phophatidSFH3 AT2G21540 -1.74 -0.80 -2.14 0.071276 0.174875 -5.36
245409_at putative protein --- AT4G17200 1.14 0.19 2.14 0.071359 0.175058 -5.36
246321_at unknown protein --- AT1G16640 1.20 0.26 2.14 0.071377 0.175084 -5.36
262770_at hypothetical protein predicted by gensc--- AT1G13190 -1.31 -0.39 -2.14 0.071393 0.175105 -5.36
247345_at putative protein contains similarity to A--- AT5G63760 1.22 0.29 2.14 0.071454 0.175217 -5.36
256172_at hypothetical protein --- AT1G51745 1.16 0.22 2.14 0.071453 0.175217 -5.36
245124_at small nuclear ribonucleoprotein U1A idU1A AT2G47580 -1.19 -0.26 -2.14 0.071469 0.175233 -5.36
266920_at hypothetical protein predicted by gensc--- AT2G45750 -1.21 -0.28 -2.14 0.071476 0.175234 -5.36
263108_at hypothetical protein similar to putative --- AT1G65240 -1.75 -0.81 -2.14 0.071519 0.175301 -5.36
247576_at  putative protein predicted protein, Ara --- AT5G61280 -1.14 -0.19 -2.14 0.071513 0.175301 -5.36
246722_at  putative protein various predicted prot --- --- 1.23 0.30 2.14 0.07154 0.175333 -5.36
246902_at putative protein --- AT5G25640 -1.16 -0.21 -2.14 0.071555 0.175351 -5.36



263134_at  dTDP-glucose 4,6-dehydratase, putat RHM1 AT1G78570 1.28 0.35 2.14 0.071577 0.175372 -5.36
247492_at  putative protein AP2 domain containin--- AT5G61890 1.61 0.69 2.14 0.071579 0.175372 -5.36
249528_at  putative protein predicted protein, Dro --- AT5G38720 1.32 0.40 2.14 0.071708 0.175669 -5.37
251618_at  putative protein unknown protein At2g--- AT3G58020 -1.30 -0.38 -2.13 0.071795 0.175864 -5.37
267214_at unknown protein  ; supported by cDNA--- AT2G43970 1.26 0.33 2.13 0.071848 0.175956 -5.37
264354_s_ unknown protein similar to Lambda-PR--- AT1G03200 / 1.19 0.26 2.13 0.071845 0.175956 -5.37
252943_at cinnamyl-alcohol dehydrogenase CAD CAD9 AT4G39330 -3.30 -1.72 -2.13 0.071865 0.175978 -5.37
266976_at putative phospholipase --- AT2G39410 1.30 0.38 2.13 0.071898 0.176042 -5.37
252591_at  putative protein senescence-associateTET3 AT3G45600 -1.35 -0.44 -2.13 0.071921 0.176077 -5.37
249984_at  putative protein rsc43, Dictyostelium d--- AT5G18400 1.40 0.49 2.13 0.071933 0.176089 -5.37
263115_at Expressed protein ; supported by cDNA--- AT1G03055 -1.37 -0.46 -2.13 0.071946 0.176101 -5.37
256258_at unknown protein NF-YC11 AT3G12480 1.15 0.20 2.13 0.071956 0.176108 -5.37
259469_at hypothetical protein predicted by gensc--- AT1G19100 1.17 0.23 2.13 0.071968 0.176117 -5.37
250473_at  annexin -like protein annexin (AnnAt2 ANN6 AT5G10220 -1.15 -0.20 -2.13 0.071977 0.17612 -5.37
AFFX-DapXB. subtilis /GEN=jojG /DB_XREF=gb:L--- --- -1.23 -0.30 -2.13 0.072026 0.176222 -5.37
260483_at Barley Mlo protein isolog  ; supported bMLO4 AT1G11000 -1.27 -0.35 -2.13 0.072054 0.176271 -5.37
264201_at unknown protein ;supported by full-leng--- AT1G22630 -1.30 -0.38 -2.13 0.072102 0.176369 -5.37
250924_at putative protein  ;supported by full-leng--- AT5G03440 -1.19 -0.25 -2.13 0.07211 0.176369 -5.37
255993_at hypothetical protein contains similarity --- AT1G29770 1.16 0.21 2.13 0.072129 0.176397 -5.37
259367_at hypothetical protein predicted by gene --- AT1G69070 1.31 0.39 2.13 0.072207 0.17657 -5.37
245514_at OEP8 like protein --- AT4G15810 -1.30 -0.38 -2.13 0.072238 0.176619 -5.37
266133_at putative C2H2-type zinc finger protein --- AT2G45120 1.17 0.23 2.13 0.072249 0.176619 -5.37
247308_at receptor-like protein kinase --- AT5G63930 1.19 0.25 2.13 0.07225 0.176619 -5.37
266364_at unknown protein --- AT2G41230 2.09 1.06 2.13 0.072339 0.176817 -5.37
264692_at  DNA binding protein MybSt1, putative --- AT1G70000 1.23 0.30 2.13 0.072367 0.176866 -5.37
255236_at  score=11.7, E=0.66,N=1   ATEHD2 AT4G05520 -1.33 -0.41 -2.13 0.072376 0.17687 -5.38
266130_at putative transcription activator --- AT2G44980 1.31 0.39 2.13 0.072393 0.176885 -5.38
261593_at unknown protein --- AT1G33170 -2.68 -1.42 -2.13 0.072405 0.176885 -5.38
252893_at hypothetical protein --- AT4G39420 1.14 0.19 2.13 0.072413 0.176885 -5.38
266779_at putative ligand-gated ion channel proteATGLR2.9 AT2G29100 1.21 0.28 2.13 0.072411 0.176885 -5.38
253674_at  UDP-N-acetylglucosamine O-acyltrans--- AT4G29540 -1.18 -0.24 -2.13 0.072441 0.176934 -5.38
266584_s_ putative steroid sulfotransferase ST4C AT1G13430 / -1.14 -0.19 -2.13 0.072465 0.176972 -5.38
247577_at  putative protein flavin-containing mono--- AT5G61290 -1.20 -0.26 -2.13 0.072485 0.177003 -5.38
253998_at  putative peroxidase peroxidase ATP13--- AT4G26010 1.15 0.20 2.13 0.072506 0.177036 -5.38
257606_at  root hair defective 3 (RHD3) identical RHD3 AT3G13870 -1.23 -0.30 -2.13 0.072559 0.177146 -5.38



254644_at  CLE2, putative CLAVATA3/ESR-Rela CLE2 AT4G18510 -1.21 -0.27 -2.13 0.072621 0.177279 -5.38
248839_at putative protein contains similarity to b bHLH071 AT5G46690 -1.57 -0.65 -2.13 0.072663 0.177351 -5.38
252126_at putative disease resistance protein --- AT3G50950 1.27 0.35 2.13 0.072666 0.177351 -5.38
260829_s_  chloroplast thylakoidal processing pep--- AT1G06870 / 1.28 0.35 2.13 0.072677 0.177358 -5.38
247299_at putative protein contains similarity to P--- AT5G63900 -1.16 -0.21 -2.13 0.07271 0.177407 -5.38
266826_at putative amino acid acetyltransferase --- AT2G22910 -1.43 -0.52 -2.13 0.072713 0.177407 -5.38
255781_at unknown protein --- AT1G19880 -1.17 -0.22 -2.13 0.072728 0.177425 -5.38
246827_at  copper binding - like protein mavicyan--- AT5G26330 -1.21 -0.28 -2.13 0.072746 0.177451 -5.38
248533_at putative protein contains similarity to u --- AT5G50020 -1.27 -0.35 -2.12 0.072785 0.177527 -5.38
259202_at  putative mRNA capping enzyme, RNA--- AT3G09100 1.20 0.26 2.12 0.072846 0.177657 -5.38
248508_at histone acetyltransferase  ;supported bELO3 AT5G50320 1.25 0.33 2.12 0.072936 0.177855 -5.38
245159_at putative cellulose synthase ATCSLD1 AT2G33100 -1.22 -0.29 -2.12 0.072943 0.177855 -5.38
266284_at putative pumilio/Mpt5 family RNA-bind APUM2 AT2G29190 1.20 0.27 2.12 0.072961 0.177879 -5.38
250589_at transcription factor (gb|AAD53097.1)  ;MYB76 AT5G07700 -1.60 -0.68 -2.12 0.072995 0.177924 -5.38
245630_at hypothetical protein similar to putative --- AT1G25360 1.18 0.24 2.12 0.072988 0.177924 -5.38
265498_at putative C2H2-type zinc finger protein --- AT2G15740 -1.15 -0.21 -2.12 0.073026 0.177981 -5.38
258667_at hypothetical protein --- AT3G08750 -1.17 -0.23 -2.12 0.073092 0.178122 -5.38
262361_at unknown protein contains similarity to fGTE3 AT1G73150 1.18 0.24 2.12 0.07317 0.178265 -5.39
251188_at  putative protein DESSICATION-RELA--- AT3G62730 -1.19 -0.25 -2.12 0.073172 0.178265 -5.39
267453_at putative homeodomain transcription fa HB-3 AT2G33880 -1.27 -0.35 -2.12 0.073174 0.178265 -5.39
260975_at  receptor-like serine/threonine kinase, --- AT1G53430 1.56 0.64 2.12 0.073265 0.178469 -5.39
253542_at  putative protein deubiquitinating enzymUBP18 AT4G31670 1.18 0.23 2.12 0.073301 0.178525 -5.39
244960_at ribosomal protein L32 --- --- -1.47 -0.55 -2.12 0.073304 0.178525 -5.39
260832_at unknown protein ; supported by cDNA:GAUT6 AT1G06780 1.21 0.27 2.12 0.073341 0.178596 -5.39
251149_at  putative protein CGI-77 protein, Homo--- AT3G62940 -1.14 -0.19 -2.12 0.073379 0.17865 -5.39
248256_at developmental protein SINA (seven in --- AT5G53360 1.20 0.26 2.12 0.073378 0.17865 -5.39
250788_at putative protein similar to unknown pro--- AT5G05570 -1.25 -0.32 -2.12 0.073431 0.178757 -5.39
251205_at  glutathione peroxidase -like protein phATGPX5 AT3G63080 -1.24 -0.31 -2.12 0.073503 0.178865 -5.39
262415_at  40S ribosomal protein S17, putative s emb1129 AT1G49400 -1.24 -0.31 -2.12 0.073507 0.178865 -5.39
264970_at  glyoxalase I, putative similar to glyoxa--- AT1G67280 -1.17 -0.23 -2.12 0.073504 0.178865 -5.39
257364_at hypothetical protein predicted by gensc--- AT2G45940 -1.14 -0.19 -2.12 0.073498 0.178865 -5.39
251683_at  putative protein several hypothetical p --- AT3G57120 -1.44 -0.53 -2.12 0.073566 0.178984 -5.39
253908_at  GH3 like protein GH3 protein, Glycine WES1 AT4G27260 2.11 1.08 2.12 0.073571 0.178984 -5.39
250556_at diacylglycerol kinase (ATDGK1) ; suppDGK1 AT5G07920 1.43 0.52 2.12 0.073593 0.179019 -5.39
266886_at Expressed protein ; supported by full-le--- AT2G44745 1.22 0.29 2.12 0.073618 0.179061 -5.39



265458_at unknown protein  ;supported by full-len--- AT2G46580 -1.21 -0.28 -2.12 0.073642 0.179099 -5.39
249335_at putative protein contains similarity to mNRPB12 AT5G41010 1.18 0.24 2.12 0.073672 0.179153 -5.39
249473_at His-Asp Phosphotransfer Signal Trans AHP3 AT5G39340 -1.20 -0.26 -2.12 0.073705 0.179215 -5.39
254201_at putative protein predicted proteins --- AT4G24130 -1.26 -0.33 -2.12 0.073722 0.179224 -5.39
265736_at putative ribosomal protein L7  ;support --- AT2G01250 -1.40 -0.49 -2.12 0.073725 0.179224 -5.39
251756_at putative protein --- AT3G55820 -1.16 -0.22 -2.12 0.073762 0.179294 -5.39
247011_at putative protein contains similarity to NFRO1 AT5G67590 1.33 0.41 2.12 0.073769 0.179294 -5.39
255472_at 82.09 and 30.80) similar to alternative --- AT4G02430 -1.18 -0.24 -2.12 0.073784 0.179311 -5.39
261125_at  zinc finger protein 2, putative similar to--- AT1G04990 1.38 0.46 2.12 0.0738 0.179331 -5.39
263413_at unknown protein  ;supported by full-lenBPC4 AT2G21240 -1.21 -0.28 -2.12 0.073821 0.179362 -5.39
249578_at  putative protein predicted protein, Ara --- AT5G37730 -1.14 -0.19 -2.11 0.073859 0.179437 -5.40
256530_at unknown protein --- AT1G33290 -1.18 -0.24 -2.11 0.073909 0.179538 -5.40
263022_s_  gamma-adaptin, putative similar to ga --- AT1G23900 / 1.26 0.33 2.11 0.073919 0.179543 -5.40
245771_at hypothetical protein predicted by gene --- AT1G30250 -2.44 -1.29 -2.11 0.073977 0.179665 -5.40
256613_at hypothetical protein predicted by gene emb2076 AT3G29290 -1.24 -0.31 -2.11 0.073986 0.179669 -5.40
266504_at hypothetical protein predicted by gensc--- AT2G47820 1.22 0.29 2.11 0.07407 0.179854 -5.40
265961_at unknown protein  ;supported by full-len--- AT2G37400 1.30 0.38 2.11 0.074143 0.18001 -5.40
252256_at  PRE-MRNA SPLICING FACTOR SF2SRp34a AT3G49430 1.24 0.31 2.11 0.074162 0.180018 -5.40
265806_at putative auxin-regulated protein --- AT2G18010 -1.68 -0.75 -2.11 0.074162 0.180018 -5.40
254813_at  putative transcription factor myb-relateMYB42 AT4G12350 1.15 0.20 2.11 0.074227 0.180156 -5.40
252376_at  L-galactono-1,4-lactone dehydrogenasATGLDH AT3G47930 -1.27 -0.34 -2.11 0.074288 0.180285 -5.40
261867_at unknown protein ; supported by cDNA:--- AT1G50575 -1.21 -0.27 -2.11 0.074381 0.180479 -5.40
252311_at  calcium dependent protein kinase - lik --- AT3G49370 1.49 0.57 2.11 0.07439 0.180479 -5.40
254622_at hypothetical protein contains similarity --- AT4G18375 -1.32 -0.40 -2.11 0.074396 0.180479 -5.40
264217_at hypothetical protein predicted by gene --- AT1G60190 2.16 1.11 2.11 0.074406 0.180479 -5.40
263455_at hypothetical protein predicted by genef--- AT2G22320 1.32 0.40 2.11 0.074407 0.180479 -5.40
264697_at  cyclin, putative similar to cyclin D GI:3CYCD1;1 AT1G70210 -2.12 -1.08 -2.11 0.074555 0.18082 -5.40
251806_at zinc finger protein OBP3  ; supported bOBP3 AT3G55370 1.16 0.22 2.11 0.074564 0.180821 -5.40
264558_at putative protein kinase Similar to cdc2 --- AT1G09600 1.16 0.21 2.11 0.074653 0.181017 -5.41
261037_at lipoxygenase identical to GB:CAB5669LOX3 AT1G17420 2.21 1.14 2.11 0.074689 0.181086 -5.41
251562_at  putative protein hypothetical protein T --- AT3G57890 -1.17 -0.23 -2.11 0.074699 0.18109 -5.41
255568_at putative DNA-binding protein  ; suppor WRKY22 AT4G01250 -1.81 -0.85 -2.11 0.074731 0.18115 -5.41
262444_at hypothetical protein similar to putative --- AT1G47480 1.37 0.45 2.11 0.074743 0.18116 -5.41
251828_at  putative protein unnamed sequence, H--- AT3G55070 -1.20 -0.26 -2.11 0.074795 0.181266 -5.41
251944_at  ABC transporter -like protein breast ca--- AT3G53510 -1.26 -0.33 -2.11 0.074815 0.181295 -5.41



248967_at unknown protein ;supported by full-leng--- AT5G45350 1.24 0.31 2.11 0.074843 0.181344 -5.41
254037_at  hypothetical protein hypothetical proteATGDU2 AT4G25760 -1.17 -0.23 -2.11 0.074873 0.181398 -5.41
254832_at  pEARLI 1-like protein Arabidopsis tha --- AT4G12490 2.73 1.45 2.11 0.074916 0.18146 -5.41
262876_at unknown protein ;supported by full-lengATDSS1(I) AT1G64750 1.24 0.31 2.10 0.074917 0.18146 -5.41
258242_at hypothetical protein predicted by gene --- AT3G27640 -1.17 -0.23 -2.10 0.074923 0.18146 -5.41
263085_at hypothetical protein predicted by genscARI12 AT2G16090 -1.25 -0.32 -2.10 0.075003 0.181634 -5.41
250481_at putative protein --- AT5G10310 1.18 0.24 2.10 0.07503 0.181682 -5.41
260927_at hypothetical protein predicted by gene CAT9 AT1G05940 1.23 0.29 2.10 0.075068 0.181717 -5.41
251288_at exonuclease RRP41  ; supported by cDRRP41 AT3G61620 -1.26 -0.34 -2.10 0.075069 0.181717 -5.41
247993_at putative protein similar to unknown pro--- AT5G56130 -1.23 -0.30 -2.10 0.075055 0.181717 -5.41
250053_at  potassium-dependent sodium-calcium--- AT5G17850 1.22 0.28 2.10 0.075077 0.181717 -5.41
259511_at unknown protein contains similarity to cATCCS AT1G12520 1.68 0.75 2.10 0.075105 0.181766 -5.41
246565_at  biotin carboxyl carrier protein precursoBCCP2 AT5G15530 -1.19 -0.25 -2.10 0.07521 0.182001 -5.41
265327_at unknown protein --- AT2G18210 2.37 1.25 2.10 0.075218 0.182001 -5.41
259713_at  unknown protein similar to phosphate --- AT1G77610 1.28 0.35 2.10 0.075231 0.182013 -5.41
255919_at putative protein --- --- -1.18 -0.24 -2.10 0.075277 0.182086 -5.41
245491_at hypothetical protein LDL3 --- 1.22 0.29 2.10 0.07527 0.182086 -5.41
261088_at  DNA-binding protein, putative similar t --- AT1G07590 1.22 0.29 2.10 0.075299 0.18212 -5.41
249573_at  ubiquitin-like protein (UBQ9), putative UBQ9 AT5G37640 1.16 0.22 2.10 0.075318 0.182146 -5.41
246089_at  ring-box protein - like ring-box protein-RBX1 AT5G20570 -1.14 -0.19 -2.10 0.07536 0.182229 -5.42
253602_s_  leucyl aminopeptidase - like protein le --- AT4G30910 / -1.16 -0.22 -2.10 0.075372 0.182239 -5.42
245647_at F5A9.22 hypothetical protein --- AT1G24706 -1.14 -0.19 -2.10 0.075381 0.18224 -5.42
260597_at hypothetical protein predicted by gene --- AT1G55915 1.29 0.36 2.10 0.075399 0.182253 -5.42
248741_at putative protein similar to unknown proSLY2 AT5G48170 1.29 0.37 2.10 0.075402 0.182253 -5.42
253155_at  putative protein predicted protein, Ara --- AT4G35720 -1.20 -0.26 -2.10 0.075416 0.182267 -5.42
261494_at  homeobox  transcription factor Hox7, HB-1 AT1G28420 1.21 0.27 2.10 0.075487 0.18242 -5.42
263551_at hypothetical protein contains NLS (PS5--- AT2G17110 1.42 0.51 2.10 0.075515 0.182469 -5.42
245047_at PSII 32 KDa protein --- --- -1.17 -0.23 -2.10 0.075526 0.182475 -5.42
251527_at  putative protein hypothetical protein A --- AT3G58650 -1.17 -0.23 -2.10 0.075679 0.182825 -5.42
250130_at amylogenin; reversibly glycosylatable p--- AT5G16510 1.26 0.33 2.10 0.075691 0.182835 -5.42
265825_at  ubiquitin-like (UBQ7), putative similar UBQ7 AT2G35635 1.19 0.26 2.10 0.075722 0.182891 -5.42
246447_at  putative protein SART-1 protein - HomDOT2 AT5G16780 1.20 0.27 2.10 0.075842 0.183161 -5.42
251959_at  putative protein KIAA0544 protein, Ho--- AT3G53410 -1.17 -0.23 -2.10 0.075853 0.183168 -5.42
262917_at hypothetical protein contains similarity --- AT1G64800 -1.23 -0.29 -2.10 0.075868 0.183184 -5.42
261113_at hypothetical protein predicted by gene --- AT1G75400 1.25 0.32 2.10 0.075895 0.18323 -5.42



259486_at  embryo abundance protein (EMB20), --- AT1G15710 -1.21 -0.27 -2.10 0.075957 0.183343 -5.42
251924_at histone H4-like protein several histone --- AT3G53730 -1.27 -0.35 -2.10 0.075952 0.183343 -5.42
247507_at  putative protein predicted protein, Ara APO3 AT5G61930 -1.39 -0.48 -2.09 0.0761 0.183668 -5.43
256150_at beta-fructofuranosidase identical to be ATFRUCT5 AT1G55120 1.45 0.53 2.09 0.076163 0.183801 -5.43
259600_at hypothetical protein predicted by gensc--- AT1G35220 1.24 0.31 2.09 0.076238 0.183962 -5.43
256816_at unknown protein --- AT3G21400 -1.20 -0.26 -2.09 0.07626 0.183995 -5.43
266853_at putative salt-inducible protein --- AT2G26790 1.16 0.22 2.09 0.076297 0.184064 -5.43
260073_at putative protein kinase contains Pfam --- AT1G73660 1.24 0.32 2.09 0.076343 0.184156 -5.43
258163_at  aldose 1-epimerase, putative similar to--- AT3G17940 -1.17 -0.23 -2.09 0.076352 0.184159 -5.43
252220_at  putative protein hypothetical protein - ALBD38 AT3G49940 -1.32 -0.40 -2.09 0.07647 0.184424 -5.43
249838_at unknown protein  ;supported by full-len--- AT5G23460 1.25 0.33 2.09 0.076484 0.184438 -5.43
254054_at  putative protein DNA-binding protein P--- AT4G25320 1.27 0.35 2.09 0.076516 0.184497 -5.43
261597_at hypothetical protein predicted by gene PUB26 AT1G49780 -1.85 -0.89 -2.09 0.076539 0.184532 -5.43
259498_at unknown protein similar to putative cis-GOS11 AT1G15880 -1.17 -0.23 -2.09 0.076574 0.184596 -5.43
248289_at unknown protein  ; supported by cDNA--- AT5G52880 1.17 0.22 2.09 0.076616 0.184679 -5.43
267413_at putative amino acid transporter CAT5 AT2G34960 1.32 0.40 2.09 0.076625 0.18468 -5.43
265800_at similar to ch-TOG protein from Homo sMOR1 AT2G35630 -1.20 -0.26 -2.09 0.076634 0.184683 -5.43
254233_at  98b like protein 98b - Daucus carota ( --- AT4G23800 -1.32 -0.40 -2.09 0.076671 0.184751 -5.43
253580_at  putative protein RING-H2 finger protei --- AT4G30400 -1.46 -0.54 -2.09 0.076705 0.184814 -5.43
259687_at unknown protein --- AT1G63110 -1.24 -0.31 -2.09 0.076767 0.184945 -5.43
263264_at histone H2A  ; supported by full-length HTA8 AT2G38810 -1.34 -0.42 -2.09 0.076795 0.184994 -5.43
256290_at  serine carboxypeptidase, putative conscpl17 AT3G12203 -1.17 -0.22 -2.09 0.076824 0.185042 -5.43
262114_at unknown protein contains similarity to NLA AT1G02860 1.35 0.44 2.09 0.076865 0.185121 -5.44
263205_at  Ca2+-dependent lipid-binding protein, NTMC2T2.1 AT1G05500 -1.17 -0.22 -2.09 0.077013 0.18546 -5.44
252164_at  hypothetical protein nodH - Rhizobium--- AT3G50620 -1.44 -0.52 -2.09 0.077042 0.185488 -5.44
263663_at putative malate dehydrogenase similar--- AT1G04410 1.18 0.23 2.09 0.07705 0.185488 -5.44
254211_at phosphatase like protein phosphoproteSGT1A AT4G23570 -1.31 -0.39 -2.09 0.077048 0.185488 -5.44
267605_at putative protein disulfide isomerase  ; sATPDIL2-3 AT2G32920 1.25 0.32 2.09 0.077072 0.185524 -5.44
254063_at  receptor kinase-like protein receptor-li --- AT4G25390 1.43 0.52 2.08 0.077139 0.185663 -5.44
261538_at unknown protein ; supported by cDNA:--- AT1G01830 1.42 0.50 2.08 0.077275 0.185972 -5.44
255582_at putative DNA-binding protein similar toNGA4 AT4G01500 -1.16 -0.21 -2.08 0.077379 0.186202 -5.44
257374_at hypothetical protein predicted by gensc--- AT2G43280 -1.26 -0.34 -2.08 0.077413 0.186258 -5.44
267463_at Expressed protein ; supported by full-le--- AT2G33845 1.37 0.45 2.08 0.077427 0.186258 -5.44
252370_at putative protein --- AT3G48600 -1.34 -0.42 -2.08 0.077425 0.186258 -5.44
256825_at unknown protein similar to cell wall-plaCWLP AT3G22120 -3.74 -1.90 -2.08 0.077482 0.186373 -5.44



245184_at F12A21.8 hypothetical protein --- AT1G67790 -1.20 -0.26 -2.08 0.077503 0.186383 -5.44
262873_at hypothetical protein predicted by gene --- AT1G64700 -1.18 -0.24 -2.08 0.077496 0.186383 -5.44
249854_at putative protein contains similarity to se--- AT5G22960 -1.21 -0.28 -2.08 0.077531 0.186431 -5.44
251218_at  CP12 protein precursor-like protein CPCP12-2 AT3G62410 1.24 0.32 2.08 0.07756 0.18648 -5.44
263504_s_ hypothetical protein --- AT2G07677 1.16 0.22 2.08 0.077613 0.186588 -5.44
257560_at  galactosyltransferase, putative contain--- AT3G14960 1.15 0.20 2.08 0.077636 0.186624 -5.45
259706_at unknown protein similar to GB:AAD414--- AT1G77540 1.21 0.27 2.08 0.07767 0.186687 -5.45
262150_at hypothetical protein contains similarity FRS6 AT1G52520 -1.21 -0.27 -2.08 0.077704 0.186748 -5.45
257222_at  DegP protease almost identical to DegDEGP1 AT3G27925 -1.23 -0.30 -2.08 0.077725 0.18678 -5.45
248870_at putative protein similar to unknown pro--- AT5G46710 -1.75 -0.81 -2.08 0.077747 0.186812 -5.45
249266_at 6-phosphogluconate dehydrogenase  ; --- AT5G41670 1.26 0.33 2.08 0.077779 0.18685 -5.45
267591_at Expressed protein ; supported by full-leRTFL8 AT2G39705 -1.60 -0.68 -2.08 0.077775 0.18685 -5.45
247812_at peroxidase ;supported by full-length cD--- AT5G58390 1.66 0.73 2.08 0.077804 0.18688 -5.45
248407_at pectinesterase --- AT5G51500 -1.16 -0.22 -2.08 0.077808 0.18688 -5.45
261281_at hypothetical protein predicted by gene --- AT1G35740 -1.15 -0.20 -2.08 0.077828 0.186904 -5.45
250030_at putative protein contains similarity to p ATAPRL7 AT5G18120 -1.17 -0.22 -2.08 0.077834 0.186904 -5.45
262593_at putative ubiquinol--cytochrome-c reduc--- AT1G15120 1.31 0.38 2.08 0.077872 0.186976 -5.45
254461_at  receptor kinase - like protein SRK3 rec--- AT4G21230 1.27 0.34 2.08 0.077891 0.187 -5.45
255041_at  putative protein hypothetical protein F --- AT4G09620 -1.22 -0.29 -2.08 0.077956 0.187136 -5.45
249997_at  chromatin remodelling complex ATPasCHR17 AT5G18620 1.20 0.27 2.08 0.07803 0.187291 -5.45
253223_at L-ascorbate peroxidase ;supported by APX3 AT4G35000 -1.16 -0.22 -2.08 0.078036 0.187291 -5.45
246267_at  Acyl CoA binding protein, putative conACBP6 AT1G31812 -1.15 -0.20 -2.08 0.078066 0.187342 -5.45
262462_at hypothetical protein predicted by gene --- AT1G50350 1.16 0.21 2.08 0.078082 0.18736 -5.45
252406_at  putative protein pectinesterase - Arab --- AT3G47670 -1.14 -0.19 -2.08 0.078133 0.187443 -5.45
263579_at hypothetical protein similar to hypothet --- AT2G17030 1.25 0.32 2.08 0.078129 0.187443 -5.45
261114_at  bZIP transcription factor ATB2, putativAtbZIP44 AT1G75388 / 2.58 1.37 2.08 0.078163 0.187496 -5.45
246377_at  low-temperature-specific protein, puta --- AT1G57550 -1.30 -0.38 -2.08 0.078179 0.187515 -5.45
264794_at hypothetical protein predicted by gensc--- AT1G08670 1.16 0.21 2.08 0.078196 0.187536 -5.45
265757_x_ putative PttA2-like transposon protein --- --- -1.24 -0.31 -2.07 0.078314 0.187798 -5.45
248640_at selenium-binding protein-like  ; support--- AT5G48910 -1.21 -0.27 -2.07 0.078369 0.18791 -5.45
250705_at  diadenosine 5,5-P1,P4-tetraphosphateATNUDX27 AT5G06340 -1.22 -0.29 -2.07 0.078381 0.187912 -5.45
266420_at putative RNA-binding protein  ; suppor --- AT2G38610 -1.14 -0.19 -2.07 0.078386 0.187912 -5.45
252895_at hypothetical protein --- AT4G39450 1.16 0.22 2.07 0.078456 0.188061 -5.46
250098_at putative protein  ;supported by full-leng--- AT5G17350 2.75 1.46 2.07 0.078469 0.188071 -5.46
249111_at unknown protein --- AT5G43770 -1.14 -0.19 -2.07 0.078559 0.188268 -5.46



250588_at SMC-like protein --- AT5G07660 -1.17 -0.22 -2.07 0.078578 0.188293 -5.46
252596_at  receptor-like protein kinase receptor li --- AT3G45330 1.15 0.20 2.07 0.07864 0.188422 -5.46
250872_at  putative protein SF16 protein, commo IQD12 AT5G03960 -1.17 -0.23 -2.07 0.07865 0.188427 -5.46
252055_at  putative ribosomal protein S14 ribosom--- AT3G52580 -1.23 -0.30 -2.07 0.078727 0.188553 -5.46
266864_at putative hydroxymethylglutaryl-CoA lya--- AT2G26800 -1.24 -0.31 -2.07 0.078715 0.188553 -5.46
253209_at  putative protein membrane-associated--- AT4G34830 1.24 0.31 2.07 0.078728 0.188553 -5.46
AFFX-Atha Arabidopsis thaliana /REF=U37281 /D ACT7 --- -1.16 -0.22 -2.07 0.078744 0.188571 -5.46
264818_at hypothetical protein similar to hypothetNAF1 AT1G03530 1.44 0.52 2.07 0.07876 0.188591 -5.46
246499_at  putative protein Tat-SF1 - Homo sapie--- AT5G16260 1.23 0.30 2.07 0.078897 0.188898 -5.46
247832_at  putative protein predicted proteins, AraEOL2 AT5G58550 -1.20 -0.26 -2.07 0.07891 0.188911 -5.46
250159_at  40S ribosomal protein - like 40S riboso--- AT5G15200 -1.29 -0.36 -2.07 0.07894 0.188962 -5.46
262684_s_ vacuolar ATP synthase subunit B ident--- AT1G20260 / -1.21 -0.28 -2.07 0.078961 0.188992 -5.46
246973_at  putative protein UBIQUINONE BIOSY--- AT5G24970 -1.29 -0.37 -2.07 0.07897 0.188995 -5.46
265312_at unknown protein --- AT2G20240 -1.41 -0.49 -2.07 0.078988 0.189005 -5.46
250124_at putative protein contains similarity to ty--- AT5G16480 -1.20 -0.26 -2.07 0.078991 0.189005 -5.46
252443_at  putative helicase helicase SKI2W - hu--- AT3G46960 -1.20 -0.27 -2.07 0.079016 0.189044 -5.46
245428_at putative protein --- AT4G17570 1.18 0.24 2.07 0.079026 0.189048 -5.46
246580_at  ABC transporter, putative contains Pfa--- AT1G31770 1.23 0.30 2.07 0.079035 0.18905 -5.46
251003_at putative protein --- AT5G02690 1.19 0.25 2.07 0.079057 0.189083 -5.46
261606_at  peroxidase, putative similar to peroxid --- AT1G49570 -1.23 -0.30 -2.07 0.079077 0.1891 -5.46
262054_s_  putative heat-shock protein contains P--- AT1G79920 / 1.25 0.32 2.07 0.07908 0.1891 -5.46
262405_at hypothetical protein contains similarity HDG10 AT1G34650 -1.20 -0.26 -2.07 0.07909 0.189102 -5.46
248231_at putative protein contains similarity to to--- AT5G53770 -1.20 -0.26 -2.07 0.079137 0.189196 -5.46
249911_at glucosyltransferase-like protein  ; suppCSLA02 AT5G22740 -1.84 -0.88 -2.07 0.079154 0.189207 -5.46
257179_at  topoisomerase VIA (SPO11 gene 1), p--- AT3G13160 / 1.15 0.20 2.07 0.079158 0.189207 -5.46
247807_at similar to unknown protein (gb|AAB630OFP3 AT5G58360 -1.20 -0.27 -2.07 0.079172 0.189221 -5.46
252586_at dof6 zinc finger protein --- AT3G45610 -1.19 -0.25 -2.07 0.0792 0.189247 -5.46
259122_at  unknown protein similar to putative phCOBL1 AT3G02210 1.22 0.28 2.07 0.079192 0.189247 -5.46
258197_at hypothetical protein predicted by gene ATBRXL2 AT3G14000 -1.21 -0.28 -2.07 0.079209 0.189249 -5.46
247841_at  putative protein predicted proteins, Dr ATFIP1[V] AT5G58040 1.19 0.26 2.07 0.079229 0.189277 -5.47
259551_at hypothetical protein --- AT1G21190 1.17 0.23 2.07 0.079277 0.18935 -5.47
251935_at  fructokinase - like protein fructokinase--- AT3G54090 -1.27 -0.35 -2.07 0.079287 0.18935 -5.47
258446_at hypothetical protein predicted by genm--- AT3G22430 1.17 0.22 2.07 0.079293 0.18935 -5.47
267471_at putative ferrochelatase precusor  ; sup FC2 AT2G30390 -1.33 -0.41 -2.07 0.079269 0.18935 -5.47
256237_at  leucine rich repeat protein, putative coDRT100 AT3G12610 -5.37 -2.42 -2.07 0.079303 0.189354 -5.47



249787_at putative protein contains similarity to u --- AT5G24320 1.15 0.21 2.07 0.079313 0.189357 -5.47
246473_at  putative protein cathepsin L-like cyste --- AT5G17140 -1.19 -0.25 -2.07 0.079363 0.189458 -5.47
261855_at unknown protein --- AT1G50510 -1.23 -0.30 -2.07 0.079379 0.189477 -5.47
260138_at  calmodulin-4 identical to GB:Q03510 fCAM4 AT1G66410 1.22 0.28 2.07 0.079388 0.189479 -5.47
256905_at  mitochondrial chaperonin hsp60 ident HSP60 AT3G23990 1.48 0.56 2.06 0.079418 0.18953 -5.47
247896_at  26S proteasome regulatory subunit p2--- AT5G57950 1.15 0.20 2.06 0.079435 0.189551 -5.47
255323_at putative transposon protein --- --- -1.15 -0.20 -2.06 0.079451 0.189568 -5.47
262544_at hypothetical protein predicted by gensc--- AT1G15420 1.21 0.28 2.06 0.079515 0.189642 -5.47
259140_at lycopene beta cyclase identical to lyco LYC AT3G10230 -1.16 -0.21 -2.06 0.079511 0.189642 -5.47
251532_at  putative protein F-box protein Fbl2 - H--- AT3G58530 -1.17 -0.23 -2.06 0.07951 0.189642 -5.47
266173_at unknown protein --- AT2G02410 -1.16 -0.21 -2.06 0.079515 0.189642 -5.47
258712_s_ putative 40S ribosomal protein S23  sim--- AT3G09680 / -1.23 -0.30 -2.06 0.079531 0.189661 -5.47
263016_at  ubiquitin extension protein, putative si --- AT1G23410 -1.20 -0.26 -2.06 0.079571 0.189737 -5.47
262018_at hypothetical protein predicted by gensc--- AT1G35617 -1.21 -0.27 -2.06 0.079615 0.18982 -5.47
263640_at hypothetical protein predicted by gensc--- AT2G25270 -1.17 -0.23 -2.06 0.079664 0.189918 -5.47
259606_at hypothetical protein predicted by gene MAP65-8 AT1G27920 -1.15 -0.20 -2.06 0.079807 0.190238 -5.47
254251_at  serine/threonine kinase - like protein K--- AT4G23300 -1.22 -0.29 -2.06 0.079822 0.190254 -5.47
265986_at putative receptor-like protein kinase --- AT2G24230 -1.27 -0.35 -2.06 0.079892 0.190402 -5.47
247978_at 60S ribosomal protein L31  ;supported --- AT5G56710 -1.49 -0.57 -2.06 0.080013 0.190669 -5.48
262052_at hypothetical protein identical to hypoth --- --- 1.19 0.25 2.06 0.080139 0.190951 -5.48
260008_at  putative RING zinc finger protein conta--- AT1G68070 -1.16 -0.21 -2.06 0.080175 0.191017 -5.48
251758_at transcription factor L2  ;supported by fu--- AT3G55770 1.19 0.25 2.06 0.080199 0.191054 -5.48
264940_at  galactinol synthase, putative similar toAtGolS4 AT1G60470 1.69 0.76 2.06 0.080246 0.191145 -5.48
265100_at hypothetical protein predicted by genscOSB4 AT1G31010 1.27 0.34 2.06 0.08032 0.191303 -5.48
261709_at  RNA-binding protein, putative similar tCID11 AT1G32790 1.17 0.22 2.06 0.080382 0.19143 -5.48
261873_at  serine/threonine kinase, putative simil SD1-13 AT1G11350 -1.32 -0.40 -2.06 0.08041 0.191475 -5.48
252081_at  putative heat shock transcription factoHSFA7A AT3G51910 1.45 0.54 2.06 0.080453 0.191539 -5.48
261992_at unknown protein --- AT1G33680 -1.18 -0.24 -2.06 0.080447 0.191539 -5.48
267286_at putative seed maturation protein --- AT2G23640 1.15 0.20 2.06 0.08047 0.191559 -5.48
253058_at  ribosomal - like protein ribosomal prot --- AT4G37660 -1.28 -0.35 -2.06 0.08049 0.191587 -5.48
251837_s_  spliceosomal - like protein spliceosom--- AT3G55200 / 1.22 0.28 2.06 0.080516 0.191613 -5.48
255444_at LUMINIDEPENDENS protein  ; supporLD AT4G02560 1.17 0.23 2.06 0.080518 0.191613 -5.48
258228_at unknown protein similar to unknown pr --- AT3G27610 1.15 0.20 2.06 0.080533 0.191629 -5.48
251227_at  ABC transporter-like protein glutathionATMRP10 AT3G62700 -1.34 -0.42 -2.06 0.080549 0.191646 -5.48
249999_at  triacylglycerol lipase-like protein triacy --- AT5G18640 1.36 0.45 2.05 0.080609 0.191771 -5.48



246815_at  putative protein integrin analogue, Sac--- AT5G27220 1.15 0.20 2.05 0.080625 0.191787 -5.48
253613_at  PR-1-like protein gene PR-1 protein - --- AT4G30320 -1.21 -0.27 -2.05 0.080672 0.191881 -5.48
255941_at  mitochondrial inner membrane transloATTIM17-1 AT1G20350 -1.30 -0.38 -2.05 0.080703 0.191933 -5.48
253577_at putative protein --- AT4G31080 1.32 0.40 2.05 0.080739 0.191959 -5.48
266749_at putative protein kinase contains a prote--- AT2G47060 -1.41 -0.50 -2.05 0.080733 0.191959 -5.48
245442_at hypothetical protein --- AT4G16710 -1.15 -0.20 -2.05 0.080724 0.191959 -5.48
259643_at  putative menaquinone biosynthesis pr --- AT1G68890 -1.15 -0.21 -2.05 0.080771 0.192016 -5.48
248130_at unknown protein --- AT5G54790 -1.16 -0.22 -2.05 0.080795 0.192052 -5.48
255523_at pectinesterase - like protein similar to b--- AT4G02320 -1.17 -0.23 -2.05 0.080884 0.192243 -5.49
265082_at hypothetical protein predicted by genef--- AT1G03830 -1.17 -0.23 -2.05 0.080923 0.192316 -5.49
254099_at protein-methionine-S-oxide reductase  --- AT4G25130 -1.28 -0.35 -2.05 0.080942 0.192342 -5.49
259539_at  axi 1 protein, putative similar to axi 1 p--- AT1G20550 -1.20 -0.26 -2.05 0.08099 0.192436 -5.49
249084_at unknown protein --- AT5G44150 -1.19 -0.25 -2.05 0.081 0.192439 -5.49
266922_s_  SKP1/ASK1-related, putative similar toASK20 AT2G45950 / 1.33 0.41 2.05 0.081033 0.192497 -5.49
254352_at hypothetical protein --- AT4G22320 1.15 0.20 2.05 0.081073 0.192574 -5.49
260006_at phosphatidylinositol synthase (PIS1) idATPIS1 AT1G68000 -1.14 -0.19 -2.05 0.081159 0.192757 -5.49
261612_at  fucosyltransferase c3 protein, putativeFUT12 AT1G49710 1.16 0.22 2.05 0.08119 0.192792 -5.49
263503_s_ hypothetical protein --- AT2G07676 1.16 0.21 2.05 0.081191 0.192792 -5.49
252058_at  putative protein hin1 protein -Nicotiana--- AT3G52470 1.31 0.39 2.05 0.081243 0.192895 -5.49
260410_at putative peptide transporter similar to p--- AT1G69870 1.39 0.47 2.05 0.081258 0.192911 -5.49
257391_at hypothetical protein predicted by gensc--- AT2G32050 1.14 0.19 2.05 0.08127 0.192919 -5.49
246494_at  putative protein putative cellulose syntCSLA11 AT5G16190 1.20 0.27 2.05 0.081286 0.192938 -5.49
263415_at hypothetical protein similar to GB:AAB EMB2762 AT2G17250 1.26 0.33 2.05 0.081353 0.193074 -5.49
259750_at  hypothetical protein predicted by gens--- AT1G71130 1.29 0.36 2.05 0.08136 0.193074 -5.49
264856_at  3-hydroxy-3-methylglutaryl-coenzyme HMG2 AT2G17370 -1.25 -0.32 -2.05 0.081378 0.193097 -5.49
247638_at  arabinogalactan protein - like arabinogFLA12 AT5G60490 -1.43 -0.52 -2.05 0.081388 0.193099 -5.49
245555_at HSR201 like protein --- AT4G15390 -1.17 -0.23 -2.05 0.081415 0.193143 -5.49
263820_at hypothetical protein predicted by gensc--- --- -1.28 -0.36 -2.05 0.081431 0.193162 -5.49
252207_at  putative protein mRNA of unknown fun--- AT3G50370 1.18 0.24 2.05 0.081448 0.193182 -5.49
259725_at Expressed protein ; supported by full-le--- AT1G61065 1.30 0.38 2.05 0.081512 0.193314 -5.49
249630_s_  sen1-like protein SEN1 - Saccharomy --- AT5G37150 / 1.14 0.19 2.05 0.081553 0.19339 -5.49
257946_at hypothetical protein predicted by gene --- AT3G21710 1.17 0.23 2.05 0.081601 0.193463 -5.49
253893_at  putative protein hypothetical protein, S--- AT4G27390 -1.25 -0.33 -2.05 0.081593 0.193463 -5.49
266494_at putative receptor-like protein kinase PRK2A AT2G07040 -1.16 -0.22 -2.05 0.08165 0.19356 -5.50
260616_at hypothetical protein contains Pfam pro --- AT1G53280 1.25 0.32 2.05 0.08169 0.193634 -5.50



253474_at hypothetical protein --- AT4G32270 1.21 0.28 2.04 0.081745 0.193724 -5.50
247867_at SNF1 related protein kinase-like protei CIPK21 AT5G57630 1.32 0.40 2.04 0.081743 0.193724 -5.50
256790_at  ARR1 protein, putative similar to ARR ARR1 AT3G16857 -1.18 -0.24 -2.04 0.081774 0.193773 -5.50
253833_at  putative calcium binding protein taipox--- AT4G27790 -1.30 -0.38 -2.04 0.081812 0.193845 -5.50
260377_at unknown protein --- AT1G73930 -1.14 -0.19 -2.04 0.081889 0.194007 -5.50
253218_at  subtilisin-like serine protease similar toSLP2 AT4G34980 -1.38 -0.47 -2.04 0.081993 0.194211 -5.50
263349_at putative chromodomain-helicase-DNA-CHR5 AT2G13370 1.24 0.31 2.04 0.081988 0.194211 -5.50
252322_at  putative protein putative zinc-finger pr --- AT3G48550 -1.42 -0.51 -2.04 0.082065 0.194322 -5.50
258829_at putative Sec24-like COPII protein simil --- AT3G07100 1.14 0.18 2.04 0.082058 0.194322 -5.50
263883_at hypothetical protein predicted by gensc--- AT2G21830 -1.19 -0.25 -2.04 0.082064 0.194322 -5.50
258657_at hypothetical protein predicted by gensc--- AT3G09890 1.27 0.35 2.04 0.082094 0.194351 -5.50
245792_at  pinoresinol-lariciresinol reductase, putPRR1 AT1G32100 -1.66 -0.73 -2.04 0.082092 0.194351 -5.50
255775_at hypothetical protein predicted by genscRBL12 AT1G18600 -1.17 -0.23 -2.04 0.082164 0.194495 -5.50
260013_at putative annexin similar to annexin p33ANN5 AT1G68090 1.15 0.20 2.04 0.082291 0.194775 -5.50
260647_at hypothetical protein predicted by gene --- AT1G08030 1.21 0.28 2.04 0.082319 0.194822 -5.50
253897_at putative protein --- AT4G27120 1.16 0.22 2.04 0.082373 0.19491 -5.50
260253_at  disease resistance protein, putative si AtRLP15 AT1G74190 1.15 0.20 2.04 0.082369 0.19491 -5.50
250155_at  putative protein predicted proteins, Ara--- AT5G15160 -1.51 -0.60 -2.04 0.082458 0.19507 -5.50
264302_at  ATPase 70 kDa subunit, putative simi VHA-A AT1G78900 -1.20 -0.26 -2.04 0.08245 0.19507 -5.50
256311_at  auxin response factor 6 (ARF6) identicARF6 AT1G30330 -1.33 -0.41 -2.04 0.082476 0.195092 -5.51
245789_at hypothetical protein similar to hypothet --- AT1G32090 1.40 0.48 2.04 0.082486 0.195097 -5.51
261437_at hypothetical protein predicted by genscRAD51D AT1G07745 -1.19 -0.25 -2.04 0.082517 0.19515 -5.51
252253_at Expressed protein ; supported by full-le--- AT3G49300 -1.14 -0.18 -2.04 0.082586 0.195292 -5.51
253882_at pelota (PEL1) PEL1 AT4G27650 -1.22 -0.28 -2.04 0.082617 0.195345 -5.51
259444_at hypothetical protein predicted by gensc--- AT1G02370 1.45 0.54 2.04 0.082682 0.195437 -5.51
253995_at Col-0 casein kinase I-like protein  ; supCK1 AT4G26100 -1.24 -0.31 -2.04 0.082684 0.195437 -5.51
246403_at  pectinacetylesterase precursor, putativ--- AT1G57590 1.29 0.36 2.04 0.082679 0.195437 -5.51
245258_at lupeol synthase like protein ; supportedATPEN1 AT4G15340 1.19 0.25 2.04 0.08269 0.195437 -5.51
247926_at protein carboxyl methylase-like --- AT5G57280 1.41 0.50 2.04 0.082741 0.195512 -5.51
248185_at flavonol 3-O-glucosyltransferase-like UF3GT AT5G54060 -1.17 -0.23 -2.04 0.082748 0.195512 -5.51
254172_at  clathrin coat assembly like protein clat--- AT4G24550 -1.16 -0.21 -2.04 0.082742 0.195512 -5.51
244961_at hypothetical protein --- --- -1.15 -0.20 -2.04 0.082769 0.195543 -5.51
251777_s_  pyruvate kinase - like protein pyruvate--- AT3G55650 / -1.20 -0.26 -2.04 0.082791 0.195575 -5.51
250278_at  2-oxoglutarate/malate translocator preDiT1 AT5G12860 -1.33 -0.41 -2.04 0.082856 0.195686 -5.51
262663_at hypothetical protein identical to hypoth --- AT1G13940 -1.19 -0.26 -2.04 0.082852 0.195686 -5.51



245387_at nuclear RNA binding protein A-like pro --- AT4G17520 -1.24 -0.31 -2.04 0.082885 0.195734 -5.51
261668_at  2-isopropylmalate synthase, putative sMAML-4 AT1G18500 -1.21 -0.28 -2.04 0.08291 0.195774 -5.51
263599_at putative histidine kinase  ; supported b WOL AT2G01830 -1.29 -0.37 -2.04 0.082926 0.195792 -5.51
248841_at ubiquitin-specific protease 21 (UBP21)UBP21 AT5G46740 1.28 0.36 2.03 0.082961 0.195853 -5.51
250117_at isopentenyl pyrophosphate:dimethyllal IPP1 AT5G16440 -1.29 -0.37 -2.03 0.083017 0.195966 -5.51
249229_at putative protein similar to unknown pro--- AT5G42090 1.18 0.24 2.03 0.083066 0.195982 -5.51
267213_at 60S ribosomal protein L7  ;supported b--- AT2G44120 -1.37 -0.46 -2.03 0.083043 0.195982 -5.51
254219_at putative protein --- AT4G23760 -1.18 -0.23 -2.03 0.083034 0.195982 -5.51
265841_at putative glycogenin --- AT2G35710 2.15 1.10 2.03 0.083067 0.195982 -5.51
266624_s_ phosphoribosyl pyrophosphate synthet--- AT1G32380 / 1.45 0.53 2.03 0.083053 0.195982 -5.51
250216_at unknown protein --- AT5G14090 -1.23 -0.30 -2.03 0.083089 0.196013 -5.51
249224_at mitochondrial carrier protein-like --- AT5G42130 -1.14 -0.19 -2.03 0.083151 0.19612 -5.51
252190_at  putative protein various predicted gen --- AT3G50170 -1.16 -0.21 -2.03 0.083144 0.19612 -5.51
248306_at unknown protein  ; supported by cDNAWRKY27 AT5G52830 1.30 0.38 2.03 0.083181 0.196171 -5.51
264639_at unknown protein similar to ubiquitin C- UCH2 AT1G65650 -1.21 -0.28 -2.03 0.083198 0.196186 -5.51
252966_at  putative protein various predicted prot --- AT4G38870 -1.19 -0.25 -2.03 0.083205 0.196186 -5.51
254517_at  putative protein conserved hypothetica--- AT4G20310 -1.17 -0.23 -2.03 0.083239 0.196246 -5.51
259053_at unknown protein similar to hypothetica --- AT3G03320 1.19 0.25 2.03 0.083254 0.196262 -5.51
253692_at  putative protein Cs protein, DrosophilaATPAO5 AT4G29720 -1.14 -0.19 -2.03 0.083263 0.196263 -5.51
265696_at putative molybdopterin biosynthesis CNCNX2 AT2G31955 1.34 0.43 2.03 0.083272 0.196263 -5.51
262552_at hypothetical protein similar to hypothet --- AT1G31350 1.31 0.39 2.03 0.083307 0.196325 -5.51
262978_at  tubulin beta-1 chain identical to GB:P1TUB1 AT1G75780 -2.79 -1.48 -2.03 0.083322 0.19634 -5.52
261947_at  ubiquitin, putative similar to poly-ubiqu--- AT1G64470 1.22 0.29 2.03 0.083331 0.196342 -5.52
264328_at putative IAA1 protein Match to IAA10 pIAA10 AT1G04100 1.27 0.34 2.03 0.083359 0.196387 -5.52
255481_at T14P8.6  ; supported by cDNA: gi_156PMS1 AT4G02460 1.24 0.31 2.03 0.083372 0.196398 -5.52
265896_at unknown protein emb2410 AT2G25660 1.18 0.24 2.03 0.0834 0.196423 -5.52
251966_at  receptor lectin kinase -like protein rece--- AT3G53380 -1.25 -0.32 -2.03 0.083396 0.196423 -5.52
AFFX-r2-BsB. subtilis /GEN=pheB /DB_XREF=gb: --- --- -1.32 -0.40 -2.03 0.083434 0.196482 -5.52
252508_at  putative protein tRNA nucleotidyltrans --- AT3G46210 1.30 0.38 2.03 0.08353 0.196676 -5.52
266959_at  putative DNA replication licensing factMCM5 AT2G07690 -1.66 -0.73 -2.03 0.083533 0.196676 -5.52
255469_at predicted OR23 protein of unknown fun--- AT4G03030 1.19 0.25 2.03 0.08356 0.196718 -5.52
258274_at putative cytochrome c oxidase subunit --- AT3G15640 1.21 0.28 2.03 0.083571 0.196724 -5.52
256486_at  chloroplast nucleoid DNA binding prot --- AT1G31450 -1.18 -0.24 -2.03 0.083595 0.196761 -5.52
253652_at  putative protein nucleoid DNA-binding--- AT4G30040 1.14 0.18 2.03 0.08364 0.196845 -5.52
245844_at hypothetical protein predicted by gene --- AT1G26170 1.18 0.24 2.03 0.083665 0.196884 -5.52



250662_at steroid sulfotransferase-like protein  ;s ST2A AT5G07010 -1.45 -0.54 -2.03 0.0837 0.196946 -5.52
266297_at  putative proliferating cell nuclear antigPCNA2 AT2G29570 -1.76 -0.82 -2.03 0.083729 0.196953 -5.52
258279_at  putative self-incompatibility protein sim--- AT3G26870 -1.13 -0.17 -2.03 0.083727 0.196953 -5.52
246160_at  putative protein predicted protein, Ory FBX2 AT5G21040 -1.16 -0.21 -2.03 0.083711 0.196953 -5.52
266783_at putative laccase (diphenol oxidase) LAC2 AT2G29130 -1.27 -0.34 -2.03 0.083787 0.19706 -5.52
261045_at  pathogenesis related protein, putative --- AT1G01310 -1.14 -0.19 -2.03 0.0838 0.19706 -5.52
247430_at putative protein contains similarity to D--- AT5G62610 -1.21 -0.27 -2.03 0.0838 0.19706 -5.52
260231_at  putative RING zinc finger protein conta--- AT1G74410 1.23 0.30 2.03 0.083836 0.197125 -5.52
267128_at putative acetone-cyanohydrin lyase MES1 AT2G23620 -1.22 -0.28 -2.03 0.083879 0.197164 -5.52
246136_at  peptide transporter - like protein peptid--- AT5G28470 -1.19 -0.25 -2.03 0.083886 0.197164 -5.52
259983_at  3-hydroxy-3-methylglutaryl CoA reducHMG1 AT1G76490 -1.19 -0.25 -2.03 0.083888 0.197164 -5.52
259601_s_  CACTA-element transposase, putative--- --- -1.16 -0.21 -2.03 0.083883 0.197164 -5.52
249591_at  putative protein predicted protein, Ara --- --- 1.15 0.20 2.03 0.083903 0.197181 -5.52
252161_at proline-rich protein --- AT3G50580 -1.13 -0.18 -2.03 0.083959 0.197274 -5.52
254062_at  putative protein zinc finger protein ZN --- AT4G25380 1.76 0.82 2.03 0.08396 0.197274 -5.52
251322_at cysteine synthase AtcysC1  ;supportedCYSC1 AT3G61440 1.49 0.58 2.03 0.083975 0.197288 -5.52
263796_at unknown protein  ;supported by full-lenAFR AT2G24540 -1.32 -0.40 -2.03 0.084048 0.19744 -5.52
246444_at  putative protein predicted protein T21P--- AT5G17570 -1.28 -0.36 -2.02 0.084188 0.197748 -5.53
261898_at hypothetical protein predicted by gene --- AT1G80720 1.40 0.48 2.02 0.084302 0.197994 -5.53
261701_at hypothetical protein similar to hypothetHAF01 AT1G32750 1.13 0.18 2.02 0.084379 0.198135 -5.53
267293_at hypothetical protein TET8 AT2G23810 1.33 0.42 2.02 0.084374 0.198135 -5.53
253601_at hypothetical protein --- AT4G30900 -1.14 -0.19 -2.02 0.084433 0.198242 -5.53
263434_at putative homeodomain transcription fa PRS AT2G28610 -1.14 -0.19 -2.02 0.08445 0.198261 -5.53
249028_at DNA-damage-inducible protein P  ; supPOLH AT5G44740 1.23 0.30 2.02 0.084528 0.198424 -5.53
254573_at  putative pectinacetylesterase pectinac--- AT4G19420 1.40 0.48 2.02 0.084551 0.198458 -5.53
246282_at ATPase-like protein --- AT4G36580 1.31 0.39 2.02 0.084656 0.198664 -5.53
267617_at heme oxygenase 1 (HO1) identical to GTED4 AT2G26670 1.30 0.38 2.02 0.08465 0.198664 -5.53
248674_at non-phototropic hypocotyl-like protein --- AT5G48800 1.36 0.45 2.02 0.084729 0.1988 -5.53
257421_at hypothetical protein predicted by genef--- AT1G12030 -1.33 -0.41 -2.02 0.084732 0.1988 -5.53
259197_at putative peroxidase similar to peroxida--- AT3G03670 1.82 0.87 2.02 0.084778 0.198888 -5.53
260088_at  tonoplast intrinsic protein, alpha (alphaTIP3;1 AT1G73190 -1.21 -0.27 -2.02 0.084813 0.198949 -5.53
257183_at ABC transporter contains Pfam profile: --- AT3G13220 -1.17 -0.23 -2.02 0.084826 0.198949 -5.53
266251_s_ unknown protein --- AT2G18320 / -1.14 -0.19 -2.02 0.08483 0.198949 -5.53
249072_at putative protein similar to unknown pro--- AT5G44060 1.69 0.75 2.02 0.084933 0.19917 -5.53
250780_at expansin At-EXP2 (gb|AAB38073.1)  ; ATEXPA2 AT5G05290 -1.25 -0.33 -2.02 0.084952 0.199194 -5.53



259718_at unknown protein VIP5 AT1G61040 1.14 0.19 2.02 0.085005 0.199298 -5.53
263293_x_ hypothetical protein similar to hypothet --- --- -1.15 -0.20 -2.02 0.085043 0.199366 -5.54
262045_at hypothetical protein predicted by gene --- AT1G80240 / -1.29 -0.37 -2.02 0.085174 0.199652 -5.54
246452_at putative protein predicted proteins - Ar BPA1 AT5G16840 -1.17 -0.22 -2.02 0.085186 0.19966 -5.54
259724_at putative serine/threonine-protein kinas SNRK2.10 AT1G60940 1.24 0.31 2.02 0.085195 0.199662 -5.54
254216_at V-ATPase subunit G (vag2 gene) VAG2 AT4G23710 1.37 0.45 2.02 0.085281 0.199827 -5.54
247799_at subtilisin-like serine protease contains --- AT5G58840 1.25 0.33 2.02 0.085283 0.199827 -5.54
254104_at  putative protein predicted protein, Ara --- AT4G25040 1.21 0.27 2.02 0.085349 0.19996 -5.54
261602_at  hydrogenase protein, putative similar tATPREP2 AT1G49630 1.15 0.20 2.02 0.085363 0.199973 -5.54
246835_at  putative protein putative APC11 anaph--- AT5G26640 -1.21 -0.28 -2.01 0.085413 0.20005 -5.54
264688_at hypothetical protein similar to LG27/30--- AT1G09890 -1.26 -0.33 -2.01 0.085414 0.20005 -5.54
252077_at putative protein several putative myosi --- AT3G51720 1.21 0.28 2.01 0.085425 0.200055 -5.54
246002_at  ripening-related protein - like grip28 rip--- AT5G20740 -1.42 -0.50 -2.01 0.085477 0.200158 -5.54
251131_at  laccase - like protein laccase precursoLAC10 AT5G01190 -1.14 -0.18 -2.01 0.085489 0.200165 -5.54
249348_at unknown protein --- AT5G40860 1.21 0.28 2.01 0.085498 0.200166 -5.54
267216_at hypothetical protein --- AT2G02620 -1.17 -0.23 -2.01 0.085512 0.200177 -5.54
248534_at putative protein contains similarity to p --- AT5G50030 -1.16 -0.22 -2.01 0.085544 0.200211 -5.54
252260_at putative protein several hypothetical pr--- AT3G49480 -1.25 -0.32 -2.01 0.085539 0.200211 -5.54
260822_at  RNA polymerase, putative similar to  D--- AT1G06790 -1.17 -0.22 -2.01 0.085567 0.200221 -5.54
257146_at unknown protein contains Pfam profile GTE8 AT3G27260 1.14 0.18 2.01 0.085563 0.200221 -5.54
249099_at putative protein similar to unknown pro--- AT5G43550 -1.13 -0.18 -2.01 0.085575 0.200221 -5.54
253706_at  putative protein D-threonine dehydrog--- AT4G29120 -1.17 -0.22 -2.01 0.085695 0.200421 -5.54
246209_at BEL1-like homeobox 2 protein (BLH2) BLH2 AT4G36870 -1.31 -0.39 -2.01 0.085691 0.200421 -5.54
254039_at  putative protein Human GS1 (protein oGPP1 AT4G25840 -1.23 -0.30 -2.01 0.085678 0.200421 -5.54
264288_at Expressed protein ; supported by full-le--- AT1G62045 -1.17 -0.23 -2.01 0.085676 0.200421 -5.54
260757_at  phytocyanin, putative similar to phytoc--- AT1G48940 1.15 0.20 2.01 0.085761 0.200555 -5.54
253114_at GTP-binding protein GB2  ;supported bATGB2 AT4G35860 1.20 0.27 2.01 0.085794 0.20061 -5.54
252429_at H-protein promoter binding factor-2a  ; CDF3 AT3G47500 -1.28 -0.36 -2.01 0.085817 0.200645 -5.54
259151_at kinesin-like protein similar to carboxy-t --- AT3G10310 -1.23 -0.30 -2.01 0.085859 0.200722 -5.54
264232_at putative protein kinase Pfam HMM hit: --- AT1G67470 1.73 0.79 2.01 0.085959 0.200936 -5.55
261994_at hypothetical protein contains similarity --- AT1G33640 -1.16 -0.21 -2.01 0.085969 0.200939 -5.55
250704_at Expressed protein ; supported by full-le--- AT5G06265 1.22 0.29 2.01 0.085985 0.200955 -5.55
247865_at Expressed protein ; supported by full-le--- AT5G57815 1.16 0.22 2.01 0.086034 0.201048 -5.55
261404_at  alpha galactosyltransferase, putative s--- AT1G18690 1.32 0.40 2.01 0.086059 0.201086 -5.55
260209_at putative AP2 domain transcription factoCPuORF53 AT1G68550 / -1.20 -0.26 -2.01 0.086123 0.201216 -5.55



254913_at  putative protein beta-transducin repea--- AT4G11270 1.16 0.22 2.01 0.086149 0.201254 -5.55
248284_at Expressed protein ; supported by full-le--- AT5G52975 -1.22 -0.28 -2.01 0.086328 0.201652 -5.55
258878_at hypothetical protein predicted by gensc--- AT3G03170 1.15 0.21 2.01 0.086452 0.201922 -5.55
247274_at putative protein similar to unknown pro--- AT5G64360 -1.22 -0.28 -2.01 0.086476 0.201958 -5.55
245863_s_ hypothetical protein contains similarity --- AT1G58050 / -1.20 -0.26 -2.01 0.086487 0.201963 -5.55
253555_at  putative protein predicted proetein, Ar --- AT4G31080 1.26 0.34 2.01 0.086515 0.202006 -5.55
262362_at  disease resistance protein, putative si --- AT1G72840 1.16 0.22 2.01 0.086582 0.202105 -5.55
266054_at hypothetical protein predicted by genef--- AT2G40640 -1.23 -0.29 -2.01 0.086583 0.202105 -5.55
256869_at  nodulin, putative similar to nodulin GB--- AT3G26420 / 1.26 0.34 2.01 0.086593 0.202105 -5.55
248695_at putative protein similar to unknown pro--- AT5G48350 1.26 0.33 2.01 0.086588 0.202105 -5.55
265617_at putative phosphate/phosphoenolpyruva--- AT2G25520 1.36 0.44 2.01 0.086611 0.202127 -5.55
246348_at putative protein putative glycerol-3-pho--- AT3G56840 -1.12 -0.17 -2.00 0.086657 0.202215 -5.55
257224_at  P-type ATPase, putative similar to AT --- AT3G27870 -1.20 -0.26 -2.00 0.08669 0.202272 -5.55
261773_at hypothetical protein predicted by gensc--- AT1G76250 1.24 0.31 2.00 0.08672 0.20232 -5.55
266259_at unknown protein  ;supported by full-len--- AT2G27830 1.17 0.23 2.00 0.086749 0.202367 -5.55
249115_at PINHEAD (gb|AAD40098.1); translatio ZLL AT5G43810 -1.14 -0.19 -2.00 0.086781 0.202421 -5.56
247941_at putative protein strong similarity to unk--- AT5G57200 -1.15 -0.20 -2.00 0.086805 0.202456 -5.56
248894_at unknown protein --- AT5G46320 1.18 0.24 2.00 0.086839 0.202515 -5.56
265340_at putative AAA-type ATPase similar to 2 --- AT2G18330 1.34 0.43 2.00 0.086864 0.202539 -5.56
248614_at putative protein similar to unknown pro--- AT5G49560 -1.17 -0.22 -2.00 0.086867 0.202539 -5.56
248796_at VAMP (vesicle-associated membrane --- AT5G47180 -1.30 -0.38 -2.00 0.086969 0.202755 -5.56
251270_at putative protein --- AT3G62370 -1.27 -0.35 -2.00 0.086994 0.202792 -5.56
263025_at  reverse transcriptase, putative similar --- --- -1.18 -0.23 -2.00 0.087031 0.20286 -5.56
251065_at  lipid-transfer protein-like lipid-transfer --- AT5G01870 1.21 0.28 2.00 0.087058 0.202902 -5.56
248361_at putative protein similar to unknown proEDA41 AT5G52460 -1.19 -0.25 -2.00 0.087069 0.202906 -5.56
262144_at hypothetical protein predicted by gene --- AT1G52620 1.16 0.21 2.00 0.087091 0.202938 -5.56
259473_at hypothetical protein predicted by gensc--- AT1G19025 -1.22 -0.28 -2.00 0.087158 0.20305 -5.56
262747_at hypothetical protein predicted by gene --- AT1G28540 -1.15 -0.20 -2.00 0.087154 0.20305 -5.56
264279_s_  glycoprotein(EP1), putative similar to g--- AT1G78820 / 1.25 0.32 2.00 0.087262 0.203272 -5.56
255559_at  putative NAK-like ser/thr protein kinas --- AT4G02010 -1.22 -0.29 -2.00 0.087271 0.203273 -5.56
267190_at putative N-myristoyltransferase  ; suppNMT2 AT2G44170 -1.17 -0.23 -2.00 0.087298 0.203314 -5.56
251125_at  putative protein - kinase protein kinase--- AT5G01060 -1.14 -0.19 -2.00 0.087307 0.203314 -5.56
245320_at Expressed protein ; supported by full-le--- AT4G16444 1.16 0.21 2.00 0.087394 0.203497 -5.56
249173_at unknown protein --- AT5G43000 -1.22 -0.29 -2.00 0.087431 0.203563 -5.56
256422_at unknown protein MOS2 AT1G33520 -1.17 -0.23 -2.00 0.08755 0.20382 -5.56



251062_at putative protein putative proteins - Ara OFP1 AT5G01840 -1.18 -0.24 -2.00 0.087576 0.203858 -5.56
251728_at cysteine-tRNA ligase-like protein sever--- AT3G56300 -1.17 -0.23 -2.00 0.087591 0.203872 -5.56
250207_at chalcone synthase (naringenin-chalconTT4 AT5G13930 -1.61 -0.68 -2.00 0.087662 0.204003 -5.57
AFFX-r2-BsB. subtilis /GEN=dapB /DB_XREF=gb: --- --- -1.39 -0.47 -2.00 0.087665 0.204003 -5.57
251576_at putative protein several hypothetical pr--- AT3G58200 -1.16 -0.21 -2.00 0.087676 0.204008 -5.57
252723_at hypothetical protein  ; supported by ful --- AT3G43520 1.14 0.19 2.00 0.087696 0.204027 -5.57
253323_at  putative protein protein phosphatase W--- AT4G33920 1.53 0.61 2.00 0.087702 0.204027 -5.57
266021_at unknown protein --- AT2G05910 1.28 0.36 2.00 0.087731 0.204074 -5.57
248453_at unknown protein --- AT5G51340 1.17 0.22 2.00 0.087766 0.204123 -5.57
253064_at  bZIP transcription factor - like protein AtbZIP7 AT4G37730 1.18 0.24 2.00 0.08777 0.204123 -5.57
261199_at unknown protein --- AT1G12950 -1.14 -0.19 -2.00 0.0878 0.20415 -5.57
257542_at hypothetical protein predicted by gene --- AT3G26050 -1.14 -0.19 -2.00 0.087795 0.20415 -5.57
248804_at nodulin-like protein --- AT5G47470 1.18 0.24 2.00 0.087842 0.204227 -5.57
264323_at putative dimethylaniline monooxygena --- AT1G04180 -1.77 -0.82 -1.99 0.087926 0.204394 -5.57
261677_at unknown protein ;supported by full-leng--- AT1G18470 1.28 0.36 1.99 0.087932 0.204394 -5.57
255427_at hypothetical protein --- AT4G03380 -1.13 -0.18 -1.99 0.087956 0.204429 -5.57
253153_at hypothetical protein --- AT4G35700 -1.16 -0.22 -1.99 0.087972 0.204447 -5.57
245309_at putative protein ; supported by cDNA: g--- AT4G15140 1.31 0.39 1.99 0.088056 0.204622 -5.57
254572_at  putative protein predicted protein MTC--- AT4G19380 -1.17 -0.22 -1.99 0.088078 0.204651 -5.57
254009_at  pyruvate kinase like protein pyruvate k--- AT4G26390 -1.29 -0.37 -1.99 0.08814 0.204773 -5.57
245595_at hypothetical protein --- AT4G14170 -1.15 -0.20 -1.99 0.0882 0.204894 -5.57
263195_at  non-specific lipid transfer protein, puta--- AT1G36150 -1.25 -0.32 -1.99 0.08821 0.204895 -5.57
264791_at predicted protein --- AT2G17845 -1.14 -0.18 -1.99 0.088292 0.205064 -5.57
260402_at  putative gamma-glutamyltransferase (GGT3 AT1G69820 -1.23 -0.30 -1.99 0.088318 0.205087 -5.57
254748_at unknown protein --- --- -1.16 -0.22 -1.99 0.088319 0.205087 -5.57
247356_at beta-galactosidase (emb|CAB64742.1)MUM2 AT5G63800 1.37 0.46 1.99 0.08835 0.205138 -5.57
248875_at disease resistance protein-like --- AT5G46470 1.31 0.39 1.99 0.0884 0.205232 -5.57
247621_at  putative protein predicted proteins from--- AT5G60340 1.16 0.21 1.99 0.088418 0.205253 -5.57
247764_at subtilisin-like serine protease contains --- AT5G59190 -1.18 -0.23 -1.99 0.088445 0.205294 -5.57
255824_at hypothetical protein predicted by genef--- AT2G40530 -1.60 -0.68 -1.99 0.088462 0.205312 -5.57
261029_at unknown protein --- AT1G17330 1.23 0.30 1.99 0.088484 0.205343 -5.57
261339_at  protein kinase, putative similar to man--- AT1G35710 1.33 0.42 1.99 0.088494 0.205346 -5.57
264911_at  auxin-induced protein, putative similar --- AT1G60690 -1.24 -0.31 -1.99 0.088527 0.205402 -5.57
252845_at  vacuolar H(+)-ATPase subunit-like pro--- AT3G42050 -1.15 -0.20 -1.99 0.088537 0.205404 -5.58
247681_at  serine/threonine-specific protein kinas--- --- 1.23 0.30 1.99 0.088549 0.20541 -5.58



251636_at  calcium-dependent protein kinase calcCPK32 AT3G57530 1.68 0.75 1.99 0.088583 0.205469 -5.58
246373_at  receptor-like protein kinase, putative s--- AT1G51860 1.28 0.35 1.99 0.088612 0.205515 -5.58
250674_at  laccase-like protein laccase - Populus LAC13 AT5G07130 -1.29 -0.37 -1.99 0.088629 0.205533 -5.58
248626_at receptor protein kinase-like protein --- AT5G48940 -1.17 -0.22 -1.99 0.088681 0.205633 -5.58
254810_at  putative protein pectinesterase - CitrusPME1 AT4G12390 -1.45 -0.53 -1.99 0.088725 0.205712 -5.58
266210_at 60S ribosomal protein L10A  ; supportePGY1 AT2G27530 -1.33 -0.41 -1.99 0.088736 0.205712 -5.58
263308_at hypothetical protein predicted by gensc--- --- 1.15 0.20 1.99 0.088742 0.205712 -5.58
256480_at unknown protein SAR1 AT1G33410 1.21 0.28 1.99 0.088764 0.20572 -5.58
256362_at hypothetical protein --- AT1G66450 1.18 0.23 1.99 0.088764 0.20572 -5.58
258673_at unknown protein --- AT3G08620 1.26 0.33 1.99 0.088908 0.206021 -5.58
260404_at unknown protein similar to activator-lik --- --- -1.30 -0.38 -1.99 0.088914 0.206021 -5.58
261780_at  cyclin, putative similar to B-like cyclin CYCB2;4 AT1G76310 -1.18 -0.24 -1.99 0.08892 0.206021 -5.58
255716_at coded for by A. thaliana cDNA R30513CRCK2 AT4G00330 -1.13 -0.17 -1.99 0.088939 0.20604 -5.58
267083_at calmodulin-like protein identical to GB: TCH3 AT2G41100 1.40 0.49 1.99 0.088954 0.20604 -5.58
261290_at hypothetical protein predicted by gene --- AT1G36990 1.26 0.34 1.99 0.088956 0.20604 -5.58
246067_at  membrane transporter - like protein w --- AT5G19410 -1.15 -0.20 -1.99 0.088976 0.206065 -5.58
248802_at Expressed protein ; supported by cDNA--- AT5G47435 1.18 0.24 1.99 0.088999 0.206078 -5.58
245791_at  defender against cell death protein, puATDAD1 AT1G32210 -1.19 -0.25 -1.99 0.088997 0.206078 -5.58
257382_at hypothetical protein predicted by genscWRKY54 AT2G40750 2.97 1.57 1.99 0.089041 0.206153 -5.58
262299_at  unknown protein Similar to gb|U04299--- AT1G27520 1.17 0.22 1.99 0.089097 0.206228 -5.58
257293_at unknown protein similar to symbiosis-r APG8H AT3G15580 1.26 0.33 1.99 0.0891 0.206228 -5.58
250001_at  tub family-like protein tubby-like proteiAtTLP11 AT5G18680 -1.29 -0.36 -1.99 0.089091 0.206228 -5.58
250859_at  cytochrom P450 - like protein cytochroCYP77A4 AT5G04660 -1.13 -0.17 -1.99 0.089139 0.206297 -5.58
251521_at  putative protein receptor kinase homo ACR4 AT3G59420 -1.22 -0.29 -1.99 0.08918 0.206371 -5.58
260455_at hypothetical protein predicted by gensc--- AT1G72500 -1.49 -0.58 -1.98 0.089362 0.206772 -5.58
250023_at  beta-1,3-glucanase-like protein   --- AT5G18220 -1.20 -0.27 -1.98 0.089424 0.206872 -5.58
264434_at hypothetical protein predicted by gensc--- AT1G10340 1.71 0.78 1.98 0.08942 0.206872 -5.58
248425_at ACC synthase; 1-aminocyclopropane-1ACS12 AT5G51690 1.22 0.29 1.98 0.089443 0.206895 -5.59
260160_at  putative RNA-binding protein contains--- AT1G79880 1.16 0.21 1.98 0.089484 0.206906 -5.59
259068_at unknown protein PEX13 AT3G07560 1.18 0.24 1.98 0.089474 0.206906 -5.59
251316_s_  putative protein putative protein BcDN--- AT3G61480 / 1.18 0.23 1.98 0.089476 0.206906 -5.59
249846_at cation-transporting ATPase --- AT5G23630 1.14 0.19 1.98 0.089472 0.206906 -5.59
259436_at hypothetical protein predicted by gene --- AT1G01500 1.17 0.22 1.98 0.089621 0.207181 -5.59
256085_at hypothetical protein predicted by gensc--- AT1G20760 -1.14 -0.19 -1.98 0.08962 0.207181 -5.59
251829_at  putative protein KIAA0882 protein, Ho--- AT3G55020 -1.42 -0.50 -1.98 0.089644 0.207214 -5.59



266741_s_ putative disease resistance protein --- AT2G03030 / 1.14 0.19 1.98 0.089663 0.207237 -5.59
249271_at myosin heavy chain-like protein CIP1 AT5G41790 -1.28 -0.36 -1.98 0.089752 0.20742 -5.59
266600_at putative mitogen-activated protein kinaMPK12 AT2G46070 1.30 0.38 1.98 0.089807 0.207527 -5.59
258567_at apyrase (Atapy1) identical to apyrase (ATAPY1 AT3G04080 -1.22 -0.29 -1.98 0.089837 0.207575 -5.59
265802_at predicted protein --- AT2G35733 1.21 0.27 1.98 0.089864 0.207617 -5.59
257249_at unknown protein --- AT3G24180 1.26 0.33 1.98 0.089879 0.20763 -5.59
AFFX-r2-BsB. subtilis /GEN=pheA /DB_XREF=gb: --- --- -1.41 -0.50 -1.98 0.089954 0.207782 -5.59
256016_at hypothetical protein predicted by gensc--- AT1G19240 1.20 0.27 1.98 0.089971 0.207801 -5.59
255534_at CHP-rich hypothetical protein similar to--- AT4G02190 1.16 0.21 1.98 0.090029 0.207914 -5.59
252332_at putative protein --- AT3G48810 -1.24 -0.31 -1.98 0.090053 0.207949 -5.59
249075_at putative protein similar to unknown pro--- AT5G44000 -1.23 -0.30 -1.98 0.090075 0.207977 -5.59
259379_at putative MYB family transcription facto --- AT3G16350 -1.43 -0.51 -1.98 0.090144 0.208115 -5.59
254765_at hypothetical protein --- AT4G13270 1.19 0.25 1.98 0.090211 0.208248 -5.59
247098_at GTP-binding protein-like --- AT5G66470 -1.29 -0.37 -1.98 0.090264 0.20835 -5.59
257025_at hypothetical protein predicted by gene ATG2 AT3G19190 1.25 0.32 1.98 0.090294 0.208398 -5.59
266345_at hypothetical protein predicted by genef--- AT2G01410 -1.16 -0.21 -1.98 0.090342 0.208488 -5.59
255544_at predicted protein of unknown function --- AT4G01880 1.22 0.29 1.98 0.09045 0.208717 -5.60
250421_at putative protein OCP3 AT5G11270 1.22 0.29 1.98 0.090479 0.208742 -5.60
257956_at unknown protein --- AT3G25400 1.23 0.30 1.98 0.090473 0.208742 -5.60
262609_at unknown protein ;supported by full-leng--- AT1G13930 1.20 0.26 1.97 0.090514 0.208801 -5.60
246266_at  30S ribosomal protein S11, putative coNFD3 AT1G31817 -1.25 -0.32 -1.97 0.090558 0.208882 -5.60
263186_at  lectin receptor kinase, putative similar --- --- -1.25 -0.32 -1.97 0.090576 0.208902 -5.60
265472_at putative RING-H2 zinc finger protein  ;s--- AT2G15580 1.21 0.28 1.97 0.090602 0.208907 -5.60
262997_at  disease resistance protein, putative si RPP27 AT1G54470 -1.14 -0.19 -1.97 0.090606 0.208907 -5.60
247950_at unknown protein --- AT5G57230 1.16 0.22 1.97 0.09059 0.208907 -5.60
259022_at  putative asparaginyl-tRNA synthetase NS2 AT3G07420 -1.28 -0.36 -1.97 0.09068 0.209058 -5.60
251792_at  probable serine/threonine-specific pro --- AT3G55550 -1.17 -0.23 -1.97 0.090795 0.209301 -5.60
254992_at putative transcriptional regulator SPT16 AT4G10710 1.24 0.31 1.97 0.090843 0.20939 -5.60
250345_at subtilisin-like serine protease contains --- AT5G11940 1.18 0.24 1.97 0.090877 0.209447 -5.60
262395_at hypothetical protein similar to hypothet --- AT1G49540 1.36 0.44 1.97 0.090888 0.209451 -5.60
258705_at hypothetical protein predicted by genef--- AT3G09470 1.18 0.23 1.97 0.090916 0.209484 -5.60
254056_at  putative protein Group I Pectinesteras--- AT4G25250 -1.18 -0.24 -1.97 0.09092 0.209484 -5.60
249358_at  sucrose cleavage protein -like sucrose--- AT5G40510 1.19 0.25 1.97 0.090947 0.209525 -5.60
256622_at unknown protein AtHB34 AT3G28920 1.14 0.19 1.97 0.091013 0.209647 -5.60
265799_at unknown protein  ; supported by cDNA--- AT2G35680 1.19 0.25 1.97 0.091019 0.209647 -5.60



251592_at  zinc finger - like protein finger protein NTT AT3G57670 1.15 0.20 1.97 0.091053 0.209706 -5.60
260636_at hypothetical protein contains similarity ATCDS1 AT1G62430 -1.34 -0.42 -1.97 0.091071 0.209724 -5.60
266060_at unknown protein unusual splice site at --- AT2G18630 -1.24 -0.31 -1.97 0.091114 0.209783 -5.60
246126_at  putative protein predicted protein, Ory ATNUDX19 AT5G20070 -1.38 -0.47 -1.97 0.091111 0.209783 -5.60
250966_at  putative protein various predicted prot --- AT5G02910 -1.21 -0.27 -1.97 0.091175 0.2099 -5.60
258995_at putative ribosomal protein L13 similar t--- AT3G01790 -1.26 -0.33 -1.97 0.091208 0.209955 -5.60
261672_at unknown protein contains similarity to aATARP4 AT1G18450 -1.24 -0.31 -1.97 0.09127 0.210068 -5.60
264243_at hypothetical protein predicted by gene --- AT1G54650 -1.25 -0.32 -1.97 0.091275 0.210068 -5.61
255247_at hypothetical protein --- --- -1.13 -0.17 -1.97 0.091286 0.210072 -5.61
245933_at  putative protein KIAA1521 - Homo sapVPS9B AT5G09320 -1.15 -0.20 -1.97 0.09131 0.210084 -5.61
260226_at hypothetical protein predicted by genefMIF1 AT1G74660 -1.21 -0.28 -1.97 0.091309 0.210084 -5.61
264229_at unknown protein --- AT1G67480 1.29 0.36 1.97 0.091392 0.210251 -5.61
249365_at  putative protein predicted protein, Ara --- AT5G40600 -1.17 -0.22 -1.97 0.091414 0.210282 -5.61
256755_at  calmodulin, putative similar to GB:P07--- AT3G25600 1.36 0.45 1.97 0.091569 0.210565 -5.61
261736_at hypothetical protein simlar to hypotheti --- AT1G47810 1.16 0.21 1.97 0.091571 0.210565 -5.61
248751_at putative protein similar to unknown pro--- AT5G47540 -1.19 -0.25 -1.97 0.091574 0.210565 -5.61
264758_at  late embryogenesis abundant protein, --- AT1G61340 2.16 1.11 1.97 0.091569 0.210565 -5.61
267437_at hypothetical protein predicted by genef--- AT2G19200 -1.16 -0.22 -1.97 0.091688 0.210806 -5.61
246364_at hypothetical protein --- --- 1.15 0.20 1.97 0.091746 0.210918 -5.61
251518_at  putative protein protein CG15643 - Dr --- AT3G59390 -1.18 -0.24 -1.97 0.091804 0.211031 -5.61
250600_at dimethylaniline monooxygenase-like p --- AT5G07800 -1.16 -0.21 -1.96 0.091876 0.211173 -5.61
259249_at hypothetical protein predicted by genef--- AT3G07790 -1.26 -0.33 -1.96 0.091919 0.21123 -5.61
245173_at putative AP2 domain transcription facto--- AT2G47520 1.48 0.57 1.96 0.091918 0.21123 -5.61
247041_at floral homeotic protein apetala2-like  ;sTOE3 AT5G67180 -1.19 -0.25 -1.96 0.091933 0.211242 -5.61
251918_at  photoassimilate-responsive protein PA--- AT3G54040 -1.16 -0.21 -1.96 0.091943 0.211244 -5.61
245723_at hypothetical protein predicted by gene --- AT1G73400 1.22 0.29 1.96 0.09197 0.211284 -5.61
260375_at unknown protein --- AT1G73950 1.18 0.23 1.96 0.091979 0.211284 -5.61
252393_at  putative protein predicted proteins, Ara--- AT3G47910 1.19 0.25 1.96 0.092033 0.211386 -5.61
256901_at hypothetical protein contains similarity --- --- 1.12 0.17 1.96 0.092045 0.211393 -5.61
248675_at putative protein similar to unknown proICK6 AT5G48820 1.30 0.37 1.96 0.092065 0.211417 -5.61
249966_at  putative protein COLD-INDUCIBLE RN--- AT5G19030 -1.35 -0.43 -1.96 0.092114 0.211508 -5.61
260916_at predicted protein ; supported by cDNA --- AT1G02475 1.18 0.24 1.96 0.092157 0.211574 -5.61
263612_at putative CDC21 protein MCM4 AT2G16440 -1.68 -0.75 -1.96 0.092161 0.211574 -5.61
246264_at hypothetical protein FRL2 AT1G31814 1.17 0.23 1.96 0.092181 0.211598 -5.61
252003_at  hypothetical protein emm32, StreptocoZPR3 AT3G52770 1.16 0.22 1.96 0.092204 0.21163 -5.61



251274_at  putative protein hypothetical protein A --- AT3G61700 -1.31 -0.39 -1.96 0.09222 0.211644 -5.62
253701_at  choline monooxygenase - like protein --- AT4G29890 -1.23 -0.29 -1.96 0.092252 0.211676 -5.62
252896_at  cytochrome P450 - like protein cytoch CYP96A9 AT4G39480 1.15 0.20 1.96 0.092252 0.211676 -5.62
261075_at unknown protein --- AT1G07280 -1.19 -0.25 -1.96 0.092277 0.211713 -5.62
249531_at  putative protein predicted protein, Ara AtGDU7 AT5G38770 -1.16 -0.21 -1.96 0.09229 0.211719 -5.62
265362_at putative retroelement pol polyprotein --- --- -1.15 -0.21 -1.96 0.092304 0.21173 -5.62
258854_at  putative UDP-glucosyl transferase sim--- AT3G02100 -1.18 -0.24 -1.96 0.092327 0.211741 -5.62
257097_at hypothetical protein predicted by gene --- --- 1.15 0.20 1.96 0.092318 0.211741 -5.62
249896_at unknown protein  ; supported by cDNA--- AT5G22530 1.21 0.28 1.96 0.092367 0.211811 -5.62
262351_at  beta-galactosidase (BGAL), putative sBGAL17 AT1G72990 1.14 0.19 1.96 0.092394 0.211853 -5.62
257905_at unknown protein --- --- -1.19 -0.25 -1.96 0.092419 0.211888 -5.62
256996_at unknown protein similar to unknown pr --- AT3G25850 1.14 0.18 1.96 0.092435 0.211905 -5.62
258698_at unknown protein --- AT3G09690 -1.19 -0.25 -1.96 0.092491 0.212012 -5.62
266007_at unknown protein --- AT2G37380 -1.21 -0.27 -1.96 0.09257 0.212171 -5.62
253125_at  DnaJ-like protein DnaJ-like protein, Ph--- AT4G36040 1.22 0.29 1.96 0.092584 0.212182 -5.62
254191_at hypothetical protein  ;supported by full---- AT4G23900 -1.21 -0.28 -1.96 0.092658 0.212329 -5.62
257474_at  DNA-3-methyladenine glycosidase, pu--- AT1G80850 -1.19 -0.25 -1.96 0.092709 0.212425 -5.62
245196_at  F12A21.12 similar to pectate lyase like--- AT1G67750 -1.44 -0.53 -1.96 0.092766 0.212535 -5.62
247874_at 101 kDa heat shock protein; HSP101-l --- AT5G57710 -1.27 -0.35 -1.96 0.092794 0.212576 -5.62
252805_at putative protein --- AT3G42380 -1.14 -0.19 -1.96 0.092803 0.212576 -5.62
260281_at unknown protein --- AT1G80500 -1.19 -0.25 -1.96 0.092814 0.21258 -5.62
246128_at  putative protein predicted proteins, Ara--- --- -1.18 -0.24 -1.96 0.09283 0.212596 -5.62
250282_at  putative protein predicted protein, Ara --- AT5G13260 -1.24 -0.32 -1.96 0.092905 0.212747 -5.62
251186_at  putative protein unknown protein At2g--- AT3G62790 -1.13 -0.18 -1.96 0.09293 0.212782 -5.62
245565_at hypothetical protein --- AT4G14605 -1.18 -0.24 -1.96 0.092949 0.212803 -5.62
248424_at unknown protein --- AT5G51680 1.64 0.71 1.96 0.093073 0.213066 -5.62
247556_at  putative protein predicted protein, Ara --- AT5G61040 1.22 0.28 1.95 0.093159 0.213228 -5.63
251629_at villin 3 fragment  ; supported by cDNA:VLN3 AT3G57410 1.22 0.29 1.95 0.093162 0.213228 -5.63
254353_s_  putative protein probable membrane p--- AT4G22285 / 1.24 0.32 1.95 0.093206 0.213285 -5.63
249982_at  putative protein predicted proteins, Ara--- AT5G18520 -1.17 -0.22 -1.95 0.093197 0.213285 -5.63
262668_at flavin-containing amine oxidase contai LDL1 AT1G62830 -1.17 -0.23 -1.95 0.09323 0.21331 -5.63
250496_at  inorganic pyrophosphatase - like proteAtPPa6 AT5G09650 -1.52 -0.60 -1.95 0.093235 0.21331 -5.63
264764_at  receptor kinase, putative similar to rec--- AT1G61440 1.14 0.19 1.95 0.093249 0.21332 -5.63
257570_at  dirigent protein, putative similar to dirig--- AT3G13662 -1.16 -0.21 -1.95 0.093259 0.213322 -5.63
252985_at  putative protein Niemann-Pick C disea--- AT4G38350 -1.16 -0.22 -1.95 0.093314 0.213426 -5.63



245454_at disease resistance RPP5 like protein --- AT4G16920 1.14 0.19 1.95 0.093388 0.213574 -5.63
248746_at NADH dehydrogenase 10.5K chain-like--- AT5G47890 1.29 0.37 1.95 0.093437 0.213635 -5.63
257761_at unknown protein --- AT3G23090 -1.34 -0.43 -1.95 0.093438 0.213635 -5.63
261732_at hypothetical protein predicted by gene --- AT1G47770 1.17 0.22 1.95 0.093453 0.213635 -5.63
264477_at  amp-binding protein, putative similar to--- AT1G77240 1.24 0.32 1.95 0.09345 0.213635 -5.63
252617_at  n-acetylglucosaminyl-phosphatidylinosSETH2 AT3G45100 -1.15 -0.20 -1.95 0.093489 0.213698 -5.63
262344_at  cytochrome b245 beta chain homolog ATRBOH F AT1G64060 1.55 0.64 1.95 0.093606 0.213943 -5.63
258122_at hypothetical protein contains similarity ATGSL04 AT3G14570 -1.31 -0.39 -1.95 0.093652 0.214027 -5.63
258011_at  putative homeobox protein, HAT3.1 si HAT3.1 AT3G19510 1.23 0.29 1.95 0.093668 0.214043 -5.63
249360_at  putative protein KIAA0409 protein, Ho--- AT5G40530 1.16 0.22 1.95 0.0937 0.214071 -5.63
253262_at putative serine threonine protein kinase--- AT4G34440 -1.16 -0.21 -1.95 0.093692 0.214071 -5.63
249238_at GAMM1 protein-like  ; supported by cD--- AT5G41970 1.17 0.22 1.95 0.093737 0.214135 -5.63
248469_at putative protein similar to unknown proanac097 AT5G50820 -1.22 -0.29 -1.95 0.093876 0.214418 -5.63
251436_at  putative protein hypothetical protein A ARGOS AT3G59900 -2.11 -1.07 -1.95 0.093879 0.214418 -5.63
257370_at hypothetical protein predicted by gensc--- AT2G35080 1.17 0.23 1.95 0.093894 0.21443 -5.63
245798_at hypothetical protein predicted by gene --- AT1G45545 -1.13 -0.18 -1.95 0.093913 0.214452 -5.63
258429_at putative GTP-binding protein similar to TOC120 AT3G16620 1.17 0.23 1.95 0.093927 0.214461 -5.63
247273_at unknown protein CPuORF40 AT5G64340 / -1.29 -0.36 -1.95 0.093964 0.214524 -5.63
267618_at putative cyclin  ; supported by cDNA: gCYCB1;4 AT2G26760 -1.19 -0.26 -1.95 0.09401 0.214608 -5.63
262160_at hypothetical protein predicted by gene --- AT1G52590 -1.34 -0.42 -1.95 0.094024 0.214619 -5.63
255292_s_ putative calcium dependent protein kinCPK22 AT4G04710 / 1.22 0.29 1.95 0.094051 0.214641 -5.63
249074_at putative protein contains similarity to G--- AT5G44080 -1.17 -0.22 -1.95 0.094053 0.214641 -5.63
255569_at putative CAAX prenyl protease  ; supp ATSTE24 AT4G01320 -1.15 -0.20 -1.95 0.094119 0.214771 -5.64
261387_at hypothetical protein predicted by gene --- AT1G05410 -1.31 -0.39 -1.95 0.09426 0.215072 -5.64
260714_at chaperonin CPN10 identical to SP:P34CPN10 AT1G14980 1.34 0.43 1.95 0.094314 0.215151 -5.64
261276_at  v-SNARE protein AtVTI1b, putative simVTI1B AT1G26670 1.25 0.32 1.95 0.094323 0.215151 -5.64
257467_at hypothetical protein similar to hypothetLBD4 AT1G31320 -1.31 -0.39 -1.95 0.094312 0.215151 -5.64
246608_at  putative protein various predicted prot --- AT5G35380 -1.20 -0.26 -1.95 0.094341 0.215169 -5.64
252656_at hypothetical protein --- AT3G44770 1.23 0.30 1.95 0.09435 0.215169 -5.64
257212_at  zinc-binding dehydrogenase, putative --- AT3G15090 1.23 0.30 1.95 0.094379 0.215214 -5.64
263549_at unknown protein MEE3 AT2G21650 -1.93 -0.95 -1.95 0.094389 0.215215 -5.64
255795_at putative calcium-binding EF-hand proteRD20 AT2G33380 -1.47 -0.55 -1.95 0.094405 0.215229 -5.64
265717_at unknown protein  ;supported by full-len--- AT2G03510 1.22 0.29 1.94 0.094523 0.215446 -5.64
251022_at  putative protein Hsp70 binding protein--- AT5G02150 -1.19 -0.25 -1.94 0.094518 0.215446 -5.64
247217_s_ MADS box transcription factors-like proMAF3 AT5G65050 / 1.13 0.18 1.94 0.094528 0.215446 -5.64



256900_at  pectate lyase, putative similar to pecta--- AT3G24670 -1.20 -0.26 -1.94 0.094573 0.215491 -5.64
263080_at hypothetical protein predicted by gensc--- --- -1.19 -0.25 -1.94 0.094588 0.215491 -5.64
256349_at  late embryogenesis protein, putative s--- AT1G54890 3.88 1.96 1.94 0.09458 0.215491 -5.64
256381_at  lipid transfer protein, putative contains--- AT1G66850 -1.19 -0.25 -1.94 0.094582 0.215491 -5.64
257862_s_ unknown protein similar to N-terminal p--- AT3G17720 / 1.14 0.18 1.94 0.094595 0.215491 -5.64
254012_at  putative ribosomal protein ribosomal p--- AT4G26230 -1.36 -0.44 -1.94 0.094622 0.215532 -5.64
250634_at  putative protein 2-oxoglutarate-depend--- AT5G07480 1.15 0.20 1.94 0.094679 0.215596 -5.64
260506_at  Cyclin, putative similar to GB:CAB772CYCA3;2 AT1G47210 -1.36 -0.45 -1.94 0.094672 0.215596 -5.64
262374_s_  flax rust resistance protein, putative si TIR AT1G72910 / 1.75 0.81 1.94 0.094661 0.215596 -5.64
249054_at unknown protein --- AT5G02870 / 1.20 0.26 1.94 0.094729 0.215689 -5.64
250206_at mitochondrial phosphate translocator --- AT5G14040 1.33 0.42 1.94 0.094893 0.216041 -5.64
256644_at unknown protein similar to hypothetica --- --- 1.16 0.21 1.94 0.094928 0.216095 -5.64
254626_at hypothetical protein  ; supported by ful --- AT4G18400 -1.19 -0.25 -1.94 0.094936 0.216095 -5.64
255467_at  putative leucine-rich repeat protein sim--- AT4G03010 -1.17 -0.22 -1.94 0.094946 0.216097 -5.64
261673_at  lipid transfer protein, putative similar to--- AT1G18280 1.86 0.89 1.94 0.095009 0.216217 -5.64
265161_at putative vacuolar sorting receptor simil --- AT1G30900 1.86 0.90 1.94 0.095042 0.216272 -5.64
255477_at coded for by A. thaliana cDNA R64991--- AT4G02370 1.22 0.29 1.94 0.095056 0.216281 -5.64
254773_at  putative protein Cyclic beta-1-3-glucanATCSLA15 AT4G13410 -1.50 -0.58 -1.94 0.095103 0.216334 -5.65
253010_at ovule development protein aintegumenANT AT4G37750 -1.18 -0.24 -1.94 0.095107 0.216334 -5.65
258056_at hypothetical protein similar to GB:AAD --- AT3G29010 -1.23 -0.30 -1.94 0.095095 0.216334 -5.65
245180_at putative protein similarity to proteins of --- AT5G12410 1.26 0.34 1.94 0.095201 0.216526 -5.65
259481_at  germin, putative similar to germin GI:1GLP4 AT1G18970 1.39 0.47 1.94 0.095214 0.216534 -5.65
264019_at cyclophilin (CYP2) Same as GB: AF02--- AT2G21130 1.21 0.28 1.94 0.095239 0.216568 -5.65
253858_at  carbohydrate kinase - like protein pho --- AT4G27600 -1.15 -0.20 -1.94 0.095256 0.216586 -5.65
251929_at sigma factor SigC  ; supported by cDN SIGC AT3G53920 -1.16 -0.22 -1.94 0.095284 0.216628 -5.65
249699_at putative protein similar to unknown pro--- AT5G35540 1.13 0.17 1.94 0.095302 0.216647 -5.65
254053_s_  SRG1-like protein strong homology to --- AT4G25300 / 1.33 0.42 1.94 0.095322 0.216649 -5.65
253938_at  putative homeodomain protein homeo--- AT4G26920 -1.18 -0.24 -1.94 0.095313 0.216649 -5.65
264432_at hypothetical protein similar to hypothet --- AT1G61710 -1.16 -0.21 -1.94 0.095333 0.216652 -5.65
258972_at hypothetical protein predicted by gensc--- AT3G01920 -1.28 -0.36 -1.94 0.09535 0.21667 -5.65
265693_at putative poly(A) binding protein --- AT2G24350 -1.18 -0.24 -1.94 0.095445 0.216864 -5.65
259943_at unknown protein --- AT1G71480 -1.28 -0.36 -1.94 0.095476 0.216913 -5.65
258611_at unknown protein  ;supported by full-len--- AT3G02860 1.17 0.23 1.94 0.095512 0.216963 -5.65
261376_at hypothetical protein contains similarity --- AT1G18660 -1.18 -0.24 -1.94 0.095517 0.216963 -5.65
262495_at  unknown protein Contains similarity to--- AT1G21780 1.25 0.32 1.94 0.095559 0.217015 -5.65



248622_at xylosidase --- AT5G01980 / 1.46 0.54 1.94 0.095559 0.217015 -5.65
248314_at putative protein similar to unknown pro--- AT5G52620 -1.14 -0.18 -1.94 0.095582 0.217046 -5.65
266955_at mitochondrial ribosomal protein S14 RPS14 AT2G34520 -1.20 -0.26 -1.94 0.095611 0.21709 -5.65
262857_at major latex homologue type2 identical --- AT1G14930 -1.15 -0.20 -1.94 0.095648 0.217153 -5.65
252192_at  CASEIN KINASE II, ALPHA CHAIN 2 CKA2 AT3G50000 -1.14 -0.19 -1.94 0.095658 0.217154 -5.65
254178_at hypothetical protein --- AT4G23880 1.90 0.92 1.94 0.095745 0.217312 -5.65
251146_at neoxanthin cleavage enzyme nc1 CCD1 AT3G63520 -1.24 -0.31 -1.94 0.095747 0.217312 -5.65
249096_at putative protein similar to unknown pro--- AT5G43910 1.34 0.42 1.94 0.095767 0.217335 -5.65
256133_at hypothetical protein predicted by gene --- AT1G13570 -1.31 -0.39 -1.94 0.095801 0.217391 -5.65
248372_at putative protein similar to unknown pro--- AT5G51850 -1.14 -0.19 -1.94 0.095851 0.217483 -5.65
254493_at  DAG-like protein DAG precursor, Antir--- AT4G20020 1.32 0.40 1.94 0.095867 0.217494 -5.65
262124_at nucleoporin 98-like protein similar to nu--- AT1G59660 1.14 0.19 1.94 0.095874 0.217494 -5.65
251463_at hypothetical protein --- AT3G59800 -1.18 -0.23 -1.93 0.095906 0.217542 -5.65
258417_at Expressed protein ; supported by cDNA--- AT3G17365 1.22 0.29 1.93 0.095928 0.217571 -5.65
255055_at hypothetical protein --- AT4G09810 -1.22 -0.29 -1.93 0.09594 0.217572 -5.65
257698_at  regulatory protein of P-starvation accli --- AT3G12730 -1.17 -0.23 -1.93 0.095947 0.217572 -5.65
266977_at putative phospholipase --- AT2G39420 -1.47 -0.56 -1.93 0.09599 0.217624 -5.65
245989_s_ polyubiquitin (UBQ4) identical to GI:17 UBQ4 AT5G20620 1.18 0.24 1.93 0.095999 0.217624 -5.65
255942_at UDP-glucose glucosyltransferase iden AtUGT85A2 AT1G22360 1.69 0.76 1.93 0.095998 0.217624 -5.65
255226_at  UV-damaged DNA binding factor - likeDDB1A AT4G05420 1.15 0.20 1.93 0.096103 0.217838 -5.66
259220_at  expressed protein predicted by genefi --- AT3G03550 -1.20 -0.27 -1.93 0.096176 0.21796 -5.66
256200_at hypothetical protein predicted by gene EMB1674 AT1G58210 -1.17 -0.23 -1.93 0.096171 0.21796 -5.66
262618_at unknown protein --- AT1G06560 1.14 0.18 1.93 0.096187 0.217964 -5.66
258207_at putative GTP pyrophosphokinase similRSH2 AT3G14050 1.38 0.47 1.93 0.096284 0.218161 -5.66
257988_at unknown protein  ; supported by cDNA--- AT3G20870 1.17 0.22 1.93 0.096347 0.218283 -5.66
249538_at  kanadaptin - like protein unnamed OR--- AT5G38840 1.16 0.21 1.93 0.096474 0.218549 -5.66
267118_at hypothetical protein --- AT2G32590 -1.19 -0.25 -1.93 0.096488 0.218559 -5.66
253392_at  potassium channel protein AtKC potasATKC1 AT4G32650 1.64 0.72 1.93 0.09653 0.218633 -5.66
255574_at  putative calcium-regulated protein phoCBL5 AT4G01420 1.17 0.23 1.93 0.096554 0.218665 -5.66
250237_at putative protein strong similarity to unk--- AT5G13560 -1.21 -0.27 -1.93 0.096575 0.218691 -5.66
251776_at  eukaryotic translation initiation factor 6emb1624 AT3G55620 1.23 0.30 1.93 0.096585 0.218693 -5.66
263661_at unknown protein EST gb|T45093 come--- AT1G04290 -1.30 -0.38 -1.93 0.096603 0.21871 -5.66
253720_at  acid phosphatase-like protein  acid ph--- AT4G29270 -1.15 -0.20 -1.93 0.096612 0.21871 -5.66
255498_at  putative vacuolar ATPase similar to va--- AT4G02620 -1.12 -0.16 -1.93 0.096726 0.218941 -5.66
254272_at  predicted protein hypothetical protein, --- AT4G22850 1.13 0.18 1.93 0.096733 0.218941 -5.66



248237_at receptor protein kinase-like protein --- AT5G53890 1.21 0.28 1.93 0.096805 0.219083 -5.66
259872_at putative translation initiation factor IF-2--- AT1G76810 1.15 0.20 1.93 0.096817 0.219088 -5.66
255003_at  AIG1-like protein AIG1 - Arabidopsis t --- AT4G09950 -1.15 -0.20 -1.93 0.096852 0.219144 -5.66
265974_at unknown protein --- --- -1.30 -0.38 -1.93 0.09691 0.219253 -5.66
255371_at putative RPP1-like disease resistance --- AT4G04110 1.15 0.20 1.93 0.096934 0.219287 -5.66
259107_at hypothetical protein predicted by gene --- AT3G05460 1.14 0.18 1.93 0.096955 0.219313 -5.66
256210_at hypothetical protein --- AT1G50950 1.57 0.65 1.93 0.096969 0.219323 -5.66
258431_at hypothetical protein predicted by genef--- AT3G16580 -1.15 -0.20 -1.93 0.096997 0.219364 -5.66
245057_at En/Spm-like transposon protein related--- AT2G26490 1.12 0.17 1.93 0.097029 0.219414 -5.66
256046_at unknown protein --- AT1G07135 1.85 0.88 1.93 0.097063 0.21947 -5.67
266166_at putative glucosyltransferase  ; supporte--- AT2G28080 -1.26 -0.33 -1.93 0.097132 0.219604 -5.67
248324_at putative protein similar to unknown pro--- AT5G52790 -1.19 -0.25 -1.93 0.097145 0.219612 -5.67
264355_at  unknown protein similar to PHZF, cata--- AT1G03210 -1.27 -0.34 -1.93 0.097216 0.219727 -5.67
263099_at putative non-LTR retroelement reverse--- --- 1.22 0.29 1.93 0.097211 0.219727 -5.67
262370_at hypothetical protein predicted by gene --- AT1G73090 -1.23 -0.30 -1.93 0.097253 0.21979 -5.67
245244_at  IAA-amino acid hydrolase, putative simILL6 AT1G44350 -1.27 -0.35 -1.93 0.097271 0.219808 -5.67
254145_at hypothetical protein --- AT4G24700 1.39 0.48 1.93 0.097286 0.219821 -5.67
248866_s_ putative protein contains similarity to ca--- AT5G46810 / -1.14 -0.19 -1.92 0.097308 0.219849 -5.67
264395_at putative GDP-dissociation inhibitor Con--- AT1G12070 -1.22 -0.29 -1.92 0.097324 0.219864 -5.67
247984_s_ IAA-amino acid hydrolase homolog 1 pILL1 AT5G56650 / -1.25 -0.32 -1.92 0.097371 0.219948 -5.67
266837_x_ unknown protein --- AT2G25990 -1.14 -0.20 -1.92 0.097454 0.220113 -5.67
247053_at protein kinase ATN1-like protein --- AT5G66710 -1.13 -0.18 -1.92 0.097496 0.220187 -5.67
255317_at putative vesicle transfer ATPase --- AT4G04180 1.32 0.40 1.92 0.097531 0.220231 -5.67
266593_at hypothetical protein predicted by gensc--- AT2G46200 -1.17 -0.23 -1.92 0.097535 0.220231 -5.67
254427_at  putative protein predicted protein, Ara emb1417 AT4G21190 1.31 0.38 1.92 0.097592 0.22028 -5.67
264895_at putative 10kd chaperonin strongly simi --- AT1G23100 1.46 0.54 1.92 0.097605 0.22028 -5.67
257039_at  tRNA isopentenyl transferase, putativeATIPT8 AT3G19160 -1.18 -0.24 -1.92 0.097602 0.22028 -5.67
252850_at putative protein  ;supported by full-leng--- AT4G39880 -1.22 -0.29 -1.92 0.097604 0.22028 -5.67
245872_at hypothetical protein contains similarity --- AT1G26300 -1.17 -0.23 -1.92 0.097596 0.22028 -5.67
251253_at  putative zinc-finger protein zinc-finger --- AT3G62240 1.28 0.36 1.92 0.097648 0.220355 -5.67
244929_at NADH dehydrogenase subunit 4 --- --- 1.27 0.35 1.92 0.097681 0.220387 -5.67
249437_at putative protein predicted proteins - Ar --- AT5G39990 1.20 0.27 1.92 0.097675 0.220387 -5.67
262446_at hypothetical protein predicted by gensc--- AT1G49310 -1.48 -0.57 -1.92 0.0977 0.220407 -5.67
247688_at  putative protein predicted proteins, Ara--- AT5G59760 1.15 0.20 1.92 0.097726 0.220445 -5.67
260507_at unknown protein contains similarity to WPP2 AT1G47200 -1.23 -0.30 -1.92 0.097747 0.220469 -5.67



254743_at  potassium transporter - like protein poHAK5 AT4G13420 2.93 1.55 1.92 0.097759 0.220474 -5.67
260755_at hypothetical protein predicted by gene --- AT1G48980 -1.16 -0.21 -1.92 0.097777 0.220494 -5.67
265818_at putative peptidyl-prolyl cis-trans isome PIN1AT AT2G18040 1.15 0.21 1.92 0.097842 0.220574 -5.67
255473_at putative protein similar to several prote--- AT4G02450 1.14 0.19 1.92 0.097834 0.220574 -5.67
259630_at  peptide chain release factor 2, putative--- AT1G56350 -1.27 -0.34 -1.92 0.097826 0.220574 -5.67
248771_at unknown protein --- AT5G47790 -1.20 -0.26 -1.92 0.097878 0.220633 -5.67
265922_at putative sugar transporter --- AT2G18480 -1.15 -0.21 -1.92 0.097912 0.220672 -5.67
258613_at putative myo-inositol monophosphatasVTC4 AT3G02870 -1.33 -0.41 -1.92 0.097914 0.220672 -5.67
246675_at putative protein --- AT5G30420 -1.18 -0.23 -1.92 0.097998 0.220793 -5.67
262212_at  response regulator 7, putative similar ARR15 AT1G74890 -1.23 -0.30 -1.92 0.098006 0.220793 -5.67
250890_at  3-oxoacyl-[acyl-carrier-protein] syntha --- AT5G04520 1.15 0.20 1.92 0.097995 0.220793 -5.67
262896_at  chromaffin granule ATPase II homologALA3 AT1G59820 1.19 0.26 1.92 0.097993 0.220793 -5.67
258382_at hypothetical protein UBC25 AT3G15355 1.22 0.29 1.92 0.098026 0.220815 -5.67
250495_at  ribsomal protein - like chloroplast ribos--- AT5G09770 1.21 0.28 1.92 0.098049 0.220845 -5.68
245022_at PSII L protein --- --- -1.25 -0.32 -1.92 0.098154 0.221059 -5.68
266878_at putative RING zinc finger protein --- AT2G44580 1.17 0.22 1.92 0.098172 0.221079 -5.68
257073_at hypothetical protein predicted by gensc--- AT3G19650 1.21 0.28 1.92 0.098249 0.221231 -5.68
261210_at  vacuolar ATP synthase subunit C, put DET3 AT1G12840 -1.13 -0.18 -1.92 0.098322 0.221373 -5.68
257927_at ethylene response factor 1 (ERF1) ide ERF1 AT3G23240 3.24 1.70 1.92 0.098333 0.221376 -5.68
250325_s_ putative protein contains similarity to S--- AT5G12060 / -1.14 -0.18 -1.92 0.098352 0.221396 -5.68
249948_at  eIF-4AII - like protein EUKARYOTIC I --- AT5G19210 -1.22 -0.29 -1.92 0.09842 0.221505 -5.68
249757_at Expressed protein ; supported by full-le--- AT5G24316 1.19 0.25 1.92 0.09841 0.221505 -5.68
253320_at  putative protein ThiJ protein, Escheric --- AT4G34020 1.16 0.22 1.92 0.098453 0.221558 -5.68
245621_at AMP-binding protein AAE15 AT4G14070 -1.25 -0.32 -1.92 0.09847 0.221574 -5.68
256404_at unknown protein similar to far-red impaFRS7 AT3G06250 1.23 0.30 1.92 0.09853 0.221688 -5.68
252891_at  putative WRKY DNA-binding protein DWRKY13 AT4G39410 -1.24 -0.31 -1.92 0.09855 0.221711 -5.68
267299_at putative glucosyltransferase --- AT2G30150 1.22 0.28 1.92 0.09864 0.221861 -5.68
267160_at putative WD-40 repeat protein --- AT2G37670 -1.14 -0.19 -1.92 0.098646 0.221861 -5.68
251529_at  ATP-dependent RNA helicase-like pro--- AT3G58570 1.15 0.21 1.92 0.098635 0.221861 -5.68
254333_at  predicted protein predicted protein ERSMO1-3 AT4G22753 -1.59 -0.67 -1.92 0.098711 0.221964 -5.68
262587_at unknown protein Contains PF|00561 a --- AT1G15490 -1.31 -0.39 -1.92 0.098707 0.221964 -5.68
255951_at unknown protein contains similarity to MUB6 AT1G22050 -1.20 -0.27 -1.91 0.098724 0.221971 -5.68
257959_at  somatic embryogenesis receptor-like kNIK2 AT3G25560 -1.36 -0.45 -1.91 0.098765 0.222042 -5.68
247234_at putative protein similar to unknown pro--- AT5G64980 -1.15 -0.20 -1.91 0.098797 0.222091 -5.68
257006_at hypothetical protein predicted by gene --- AT3G14075 1.15 0.21 1.91 0.098839 0.222163 -5.68



250089_at homeobox protein HDG9 AT5G17320 1.20 0.26 1.91 0.098862 0.222193 -5.68
262697_at  beta-glucosidase, putative similar to b ATA27 AT1G75940 -1.15 -0.20 -1.91 0.09888 0.222212 -5.68
261489_at hypothetical protein contains similarity --- AT1G14450 -1.12 -0.17 -1.91 0.098935 0.222313 -5.68
250122_at unknown protein --- AT5G16520 -1.18 -0.23 -1.91 0.098996 0.222429 -5.68
251204_at  putative protein HMW prekininogen, MAT3G63095 --- 1.18 0.23 1.91 0.099039 0.222503 -5.68
249903_at disease resistance protein-like --- AT5G22690 1.62 0.69 1.91 0.099137 0.222702 -5.69
249204_at unknown protein  ;supported by full-len--- AT5G42570 -1.16 -0.21 -1.91 0.099207 0.222837 -5.69
251210_at hypothetical protein  ;supported by full---- AT3G62810 1.20 0.26 1.91 0.09922 0.222844 -5.69
259809_at hypothetical protein predicted by gene --- AT1G49800 1.25 0.32 1.91 0.099252 0.222895 -5.69
265430_at hypothetical protein predicted by genef--- AT2G20700 -1.30 -0.38 -1.91 0.099291 0.222961 -5.69
248320_at putative protein similar to unknown pro--- AT5G52720 1.18 0.24 1.91 0.099333 0.223013 -5.69
256582_at unknown protein --- AT3G28840 1.16 0.21 1.91 0.099334 0.223013 -5.69
251153_at  putative protein predicted protein, Ara NPL41 AT3G63000 1.19 0.26 1.91 0.099367 0.223055 -5.69
AFFX-r2-BsB. subtilis /GEN=dapB, jojF /DB_XREF--- --- -1.32 -0.40 -1.91 0.099373 0.223055 -5.69
267277_at putative protein transport protein SEC1--- AT2G30050 -1.16 -0.22 -1.91 0.099405 0.223106 -5.69
247789_at  putative protein various predicted prot --- AT5G58680 1.19 0.25 1.91 0.099441 0.223166 -5.69
262906_at unknown protein contains similarity to --- AT1G59760 -1.22 -0.28 -1.91 0.099469 0.223206 -5.69
260934_at hypothetical protein predicted by gene --- AT1G45100 -1.13 -0.18 -1.91 0.099495 0.223243 -5.69
245996_at putative protein predicted non-LTR rev--- --- -1.15 -0.20 -1.91 0.09951 0.223254 -5.69
255138_at  extensin-like protein extensin class 1 p--- AT4G08380 1.14 0.19 1.91 0.099544 0.223308 -5.69
255952_at  MADS-box protein (ZAP1), putative si AGL104 AT1G22130 1.13 0.18 1.91 0.099666 0.223537 -5.69
258459_at  hypothetical protein predicted by genm--- --- 1.17 0.23 1.91 0.099661 0.223537 -5.69
249160_at putative protein similar to unknown pro--- AT5G42660 -1.15 -0.20 -1.91 0.09969 0.223571 -5.69
266264_at Expressed protein ; supported by full-le--- AT2G27775 1.15 0.20 1.91 0.099719 0.223591 -5.69
249638_at acetyl-CoA synthetase  ; supported by --- AT5G36880 1.47 0.56 1.91 0.099715 0.223591 -5.69
253073_at  cytochrome P450 monooxygenase - li CYP81F4 AT4G37410 1.19 0.25 1.91 0.099858 0.223881 -5.69
259116_at putative peptide transporter similar to p--- AT3G01350 -1.31 -0.39 -1.91 0.099879 0.223906 -5.69
261741_at  transcription factor, putative similar to ATE2F2 AT1G47870 1.17 0.22 1.91 0.099925 0.223986 -5.69
249721_at Expressed protein ; supported by full-leLSU4 AT5G24655 1.13 0.18 1.91 0.099968 0.22404 -5.69
259222_at  putative phosphoribosylanthranilate tra--- AT3G03680 1.21 0.27 1.91 0.099968 0.22404 -5.69
265216_at putative NPK1-related MAP kinase simMAPKKK18 AT1G05100 1.30 0.38 1.91 0.1 0.22409 -5.69
254185_at  cellulose synthase catalytic subunit - l CSLG3 AT4G23990 1.28 0.35 1.91 0.100029 0.224109 -5.69
265171_at hypothetical protein --- AT1G23790 -1.12 -0.16 -1.91 0.100027 0.224109 -5.69
261694_at  60S ribosomal protein L10A, putative --- AT1G08360 -1.24 -0.31 -1.91 0.100075 0.224191 -5.70
254142_at  putative protein other predicted or hyp--- AT4G24630 -1.17 -0.23 -1.90 0.100205 0.22446 -5.70



251454_at  putative protein COP1-interacting prot --- AT3G60080 1.22 0.28 1.90 0.100248 0.22452 -5.70
258342_at hypothetical protein similar to extensin --- AT3G22800 1.34 0.42 1.90 0.100251 0.22452 -5.70
250397_at  histon H3 protein HISTONE H3.2, MIN--- AT5G10980 1.12 0.16 1.90 0.100276 0.224553 -5.70
250585_at putative protein contains similarity to re--- AT5G07620 -1.40 -0.48 -1.90 0.100307 0.224601 -5.70
252699_at  hypothetical protein predicted proteins--- --- -1.30 -0.37 -1.90 0.100338 0.224647 -5.70
252286_at putative protein --- AT3G49070 -1.12 -0.16 -1.90 0.100349 0.224649 -5.70
252011_at carbonic anhydrase (CAH1)  ; supporteACA1 AT3G52720 -1.25 -0.32 -1.90 0.100387 0.224713 -5.70
262787_at putative clathrin-coat assembly protein --- AT1G10730 1.28 0.35 1.90 0.100412 0.224747 -5.70
261092_at unknown protein --- AT1G62870 -1.13 -0.17 -1.90 0.100444 0.224797 -5.70
260621_at  carbonic anhydrase, putative  ACA5 AT1G08065 -1.17 -0.23 -1.90 0.100525 0.224933 -5.70
255486_at AtMlo-h1-like protein MLO1 AT4G02600 -1.17 -0.23 -1.90 0.100518 0.224933 -5.70
262064_at  elongation factor, putative similar to E LOS1 AT1G56070 1.19 0.25 1.90 0.100549 0.224944 -5.70
263743_at coatomer alpha subunit --- AT2G21390 -1.14 -0.19 -1.90 0.100541 0.224944 -5.70
245417_at phosphoribosylglycinamide formyltrans--- AT4G17360 -1.28 -0.35 -1.90 0.100581 0.224993 -5.70
266033_at putative translation initiation factor eIF---- AT2G05830 -1.21 -0.28 -1.90 0.100707 0.225253 -5.70
251982_at  pectate lyase -like protein pectate lyas--- AT3G53190 -1.25 -0.32 -1.90 0.100762 0.225354 -5.70
250174_at agp6 AGP6 AT5G14380 1.14 0.19 1.90 0.100787 0.225386 -5.70
253764_s_  protein kinase - like protein ADK1 protckl4 AT4G28860 / -1.20 -0.26 -1.90 0.100806 0.225386 -5.70
262948_at DNA-binding protein similar to cellular --- AT1G75560 -1.17 -0.22 -1.90 0.100799 0.225386 -5.70
245896_at putative transcriptional co-activator (KI KIWI AT5G09250 -1.21 -0.28 -1.90 0.100864 0.225493 -5.70
259904_at hypothetical protein predicted by gene --- AT1G74150 -1.19 -0.25 -1.90 0.100912 0.225578 -5.70
250568_at putative protein several putative ATP-d--- AT5G08110 1.17 0.22 1.90 0.100955 0.225654 -5.70
260171_at hypothetical protein predicted by gensc--- AT1G71910 1.46 0.54 1.90 0.100984 0.225694 -5.70
253648_at pathogenesis related homeodomain prPRHA AT4G29940 1.14 0.18 1.90 0.101012 0.225736 -5.70
253869_at hypothetical protein --- AT4G27510 -1.21 -0.27 -1.90 0.101028 0.225749 -5.70
248783_at putative protein contains similarity to sa--- AT5G47360 -1.29 -0.37 -1.90 0.101125 0.225945 -5.71
244942_at hypothetical protein --- --- -1.15 -0.20 -1.90 0.101154 0.225965 -5.71
257960_at  S-adenosylmethionine decarboxylase --- AT3G25570 / 1.14 0.19 1.90 0.101152 0.225965 -5.71
247752_at putative protein --- AT5G59060 -1.13 -0.17 -1.90 0.101214 0.226076 -5.71
256543_at unknown protein supported by full-leng--- AT1G42480 1.19 0.25 1.90 0.101296 0.226238 -5.71
265041_at unknown protein Contains similarity to TOM22-I AT1G04070 1.28 0.35 1.90 0.101327 0.226284 -5.71
253544_at hypothetical protein --- AT4G31280 1.14 0.19 1.90 0.101338 0.226286 -5.71
260817_at unknown protein --- AT1G06900 -1.17 -0.23 -1.90 0.101462 0.226541 -5.71
258166_at  WD-repeat protein, putative contains P--- AT3G21540 1.36 0.44 1.90 0.101497 0.226597 -5.71
267274_at putative mitochondrial carrier protein  ; --- AT2G30160 -1.24 -0.31 -1.90 0.101525 0.22662 -5.71



249042_at ethylene-regulated nuclear protein ERT--- AT5G44350 1.40 0.49 1.90 0.101527 0.22662 -5.71
267158_at putative expansin EXP3 AT2G37640 -2.19 -1.13 -1.90 0.101559 0.22667 -5.71
260474_at lysophospholipase isolog --- AT1G11090 -1.19 -0.25 -1.90 0.10157 0.226673 -5.71
257002_at  oligouridylate binding protein, putative--- AT3G14100 1.21 0.28 1.90 0.101584 0.226681 -5.71
251730_at  N2,N2-dimethylguanosine tRNA meth --- AT3G56330 1.21 0.27 1.90 0.101618 0.226735 -5.71
263709_at  unknown protein ESTs gb|T20589, gb --- AT1G09310 -2.24 -1.16 -1.89 0.101653 0.226754 -5.71
262320_at hypothetical protein predicted by gensc--- AT1G27550 -1.16 -0.21 -1.89 0.101657 0.226754 -5.71
258774_at putative alpha-L-arabinofuranosidase cASD1 AT3G10740 1.57 0.65 1.89 0.101648 0.226754 -5.71
258339_at putative dynein light chain protein simi --- AT3G16120 -1.13 -0.18 -1.89 0.101743 0.226925 -5.71
266567_at  putative eukaryotic initiation factor 4, e--- AT2G24050 -1.25 -0.32 -1.89 0.101753 0.226925 -5.71
265754_x_ En/Spm transposon protein (mosaic-lik--- --- -1.14 -0.19 -1.89 0.101783 0.226968 -5.71
250273_at  pre-mRNA splicing factor ATP-dependEMB3011 AT5G13010 1.14 0.19 1.89 0.101801 0.226987 -5.71
267051_at hypothetical protein predicted by genef--- AT2G38500 -1.24 -0.31 -1.89 0.101825 0.227018 -5.71
252230_at  putative protein various predicted prot --- AT3G49810 1.65 0.72 1.89 0.101874 0.227107 -5.71
251771_at  putative protein cellulose synthase (ceCSLA14 AT3G56000 -1.18 -0.24 -1.89 0.101922 0.227191 -5.71
262456_at glucose transporter almost identical to STP1 AT1G11260 -1.34 -0.42 -1.89 0.101962 0.227214 -5.71
254956_at  putative protein various predicted prot --- AT4G10850 -1.14 -0.19 -1.89 0.101956 0.227214 -5.71
258498_at unknown protein similar to pollen coat --- AT3G02480 -1.41 -0.50 -1.89 0.101956 0.227214 -5.71
255672_at hypothetical protein  ; supported by cDEDA8 AT4G00310 -1.18 -0.24 -1.89 0.102008 0.227292 -5.71
264571_at hypothetical protein predicted by genef--- AT1G05330 1.13 0.18 1.89 0.102042 0.227303 -5.71
254143_at  putative protein histidine-rich calcium- --- AT4G24680 1.13 0.17 1.89 0.102042 0.227303 -5.71
253325_at Expressed protein ; supported by full-le--- AT4G33925 1.35 0.43 1.89 0.102024 0.227303 -5.71
253865_at  putative RING zinc finger protein Arab--- AT4G27470 -1.26 -0.34 -1.89 0.102078 0.227346 -5.71
261347_at unknown protein ELF7 AT1G79730 1.18 0.24 1.89 0.102082 0.227346 -5.71
247208_at nodulin-like  ;supported by full-length c --- AT5G64870 1.18 0.24 1.89 0.102094 0.227351 -5.71
259172_at O-acetylserine (thiol) lyase identical to CS26 AT3G03630 -1.35 -0.43 -1.89 0.102126 0.2274 -5.71
260702_at  calmodulin, putative similar to calmod --- AT1G32250 -1.15 -0.21 -1.89 0.102209 0.227563 -5.72
264784_s_  unknown protein similar to Arabidopsis--- AT2G17830 / -1.17 -0.23 -1.89 0.102233 0.227594 -5.72
261207_at peroxisomal targeting signal type 2 rec--- AT1G12830 1.26 0.34 1.89 0.102317 0.22776 -5.72
248521_s_ nodulin-like protein ; supported by cDN--- AT5G50520 / 1.16 0.22 1.89 0.102345 0.227786 -5.72
259275_at unknown protin  ;supported by full-leng--- AT3G01060 -1.31 -0.39 -1.89 0.102349 0.227786 -5.72
252109_at  putative protein mucin 5AC, Homo sap--- AT3G51540 1.40 0.49 1.89 0.102377 0.227826 -5.72
249273_at unknown protein --- AT5G41850 1.20 0.26 1.89 0.102413 0.227885 -5.72
259224_at putative thymidine kinase similar to thy--- AT3G07800 -1.23 -0.30 -1.89 0.102425 0.22789 -5.72
248994_at disease resistance protein-like RPS4 AT5G45250 1.21 0.28 1.89 0.10248 0.227988 -5.72



249532_at  AtPP - like protein AtPP protein, Brass--- AT5G38780 1.41 0.50 1.89 0.102505 0.228023 -5.72
257128_at  cytochrome P450, putative contains PCYP705A15 AT3G20080 1.21 0.28 1.89 0.10254 0.228072 -5.72
246464_at  quinone oxidoreductase -like protein p--- AT5G16980 1.16 0.21 1.89 0.102548 0.228072 -5.72
247942_at putative protein similar to unknown pro--- AT5G57120 1.24 0.32 1.89 0.10263 0.228228 -5.72
264385_at unknown protein --- AT1G12020 -1.26 -0.34 -1.89 0.102637 0.228228 -5.72
246060_at  rev interacting protein mis3 - like rev in--- AT5G08420 -1.13 -0.18 -1.89 0.102699 0.228341 -5.72
256431_s_ putative disease resistance protein simAtRLP34 AT3G11010 / 1.35 0.43 1.89 0.102746 0.228425 -5.72
249702_at axi 1 (auxin-independent growth promo--- AT5G35570 -1.46 -0.55 -1.89 0.102756 0.228425 -5.72
266649_at putative aquaporin (tonoplast intrinsic pTIP4;1 AT2G25810 -1.14 -0.19 -1.89 0.102834 0.228576 -5.72
258051_at hypothetical protein predicted by gene TRZ4 AT3G16260 -1.22 -0.29 -1.89 0.10287 0.228634 -5.72
248871_at putative protein strong similarity to unk--- AT5G46680 1.18 0.24 1.89 0.102907 0.22869 -5.72
262628_at  glucan synthase, putative similar to gl ATGSL07 AT1G06490 -1.21 -0.28 -1.89 0.102916 0.22869 -5.72
245431_at hypothetical protein --- AT4G17080 -1.16 -0.21 -1.89 0.102926 0.22869 -5.72
249938_at Ruv DNA-helicase-like protein  ;suppo RIN1 AT5G22330 1.15 0.20 1.89 0.103025 0.228889 -5.72
262639_at  calmodulin, putative similar to calmod --- AT1G62820 -1.26 -0.33 -1.89 0.103076 0.228969 -5.72
248001_at calcineurin B-like protein 2 (gb|AAC260CBL2 AT5G55990 -1.22 -0.28 -1.89 0.103081 0.228969 -5.72
245889_at PEE-rich protein  ;supported by full-len--- AT5G09480 -1.37 -0.45 -1.89 0.103101 0.22899 -5.72
255261_s_  putative protein equilibrative nucleosidFUR1 AT4G05110 / -1.53 -0.61 -1.88 0.103197 0.229183 -5.72
250805_at unknown protein --- AT5G05050 -1.14 -0.19 -1.88 0.103349 0.229475 -5.73
248200_at O-methyltransferase  ;supported by ful ATOMT1 AT5G54160 1.52 0.60 1.88 0.103347 0.229475 -5.73
249483_at Expressed protein ; supported by cDNA--- AT5G38895 1.20 0.26 1.88 0.103361 0.229478 -5.73
260479_at hypothetical protein predicted by genef--- AT1G11020 1.14 0.18 1.88 0.103371 0.229479 -5.73
262739_at  lipase, putative contains Pfam profile: --- AT1G28650 1.31 0.39 1.88 0.103411 0.229513 -5.73
252500_at proteinase inhibitor-like protein endope--- AT3G46860 1.14 0.19 1.88 0.103417 0.229513 -5.73
246983_at receptor protein kinase-like protein  ; s --- AT5G67200 -1.24 -0.31 -1.88 0.103412 0.229513 -5.73
253703_at  putative protein origin recognition comORC5 AT4G29910 -1.18 -0.23 -1.88 0.103475 0.229619 -5.73
266737_at putative alcohol dehydrogenase  ; supp--- AT2G47140 1.18 0.24 1.88 0.103655 0.229997 -5.73
254762_at Expressed protein ; supported by full-le--- AT4G13230 -1.17 -0.22 -1.88 0.103684 0.23004 -5.73
248452_at putative protein contains similarity to tr --- AT5G51300 -1.13 -0.17 -1.88 0.103761 0.230188 -5.73
254337_at  putative protein hypothetical protein d --- AT4G22060 1.17 0.22 1.88 0.103777 0.230201 -5.73
256113_at unknown protein ;supported by full-leng--- AT1G16810 1.18 0.24 1.88 0.103803 0.230237 -5.73
254162_at transcription factor IIA small subunit  ;s--- AT4G24440 1.23 0.30 1.88 0.103871 0.230343 -5.73
259549_at unknown protein ;supported by full-leng--- AT1G35290 -1.16 -0.21 -1.88 0.103872 0.230343 -5.73
260532_at putative ATP-dependent RNA helicase--- AT2G47330 -1.13 -0.18 -1.88 0.103909 0.230404 -5.73
251303_at  NAM-like protein no apical meristem ( ANAC066 AT3G61910 -1.14 -0.18 -1.88 0.103961 0.230451 -5.73



254065_at gibberellin 20-oxidase - Arabidopsis th GA20OX1 AT4G25420 -1.47 -0.55 -1.88 0.103953 0.230451 -5.73
258155_at  protein kinase C-receptor/G-protein, pRACK1C_ATAT3G18130 -1.59 -0.67 -1.88 0.10396 0.230451 -5.73
248226_at putative protein strong similarity to unk--- AT5G53750 1.60 0.67 1.88 0.103977 0.230466 -5.73
267472_at putative basic blue protein (plantacyanARPN AT2G02850 -1.18 -0.23 -1.88 0.103995 0.230482 -5.73
256302_at Expressed protein ; supported by full-le--- AT1G69526 -1.20 -0.26 -1.88 0.10402 0.230505 -5.73
247998_at unknown protein --- AT5G56200 1.30 0.37 1.88 0.104025 0.230505 -5.73
245891_at amino acid transport protein AAP2  ;suAAP2 AT5G09220 -1.50 -0.58 -1.88 0.104062 0.230564 -5.73
246512_at  putative phytochelatin synthetase putaIRX6 AT5G15630 -1.21 -0.27 -1.88 0.104096 0.230617 -5.73
257841_at  nitrate transporter, putative similar to n--- AT3G25260 -1.14 -0.19 -1.88 0.104108 0.23062 -5.73
262777_at hypothetical protein predicted by gensc--- AT1G13030 1.27 0.34 1.88 0.104138 0.230666 -5.73
246908_at dehydration-induced protein RD22  ; suRD22 AT5G25610 -1.94 -0.96 -1.88 0.104258 0.230908 -5.73
251598_at  AP2 transcription factor - like protein v--- AT3G57600 -1.14 -0.19 -1.88 0.104311 0.230957 -5.74
247002_at putative protein strong similarity to unkHOS15 AT5G67320 1.19 0.25 1.88 0.104331 0.230957 -5.74
261983_at  protein kinase, putative similar to cdc2--- AT1G33770 -1.28 -0.36 -1.88 0.104303 0.230957 -5.74
267280_at diacylglycerol O-acyltransferase ; suppTAG1 AT2G19450 -1.23 -0.30 -1.88 0.104296 0.230957 -5.74
255032_at  putative protein anthocyanin rhamnos --- AT4G09500 1.22 0.29 1.88 0.104341 0.230957 -5.74
263460_at putative acetolactate synthase --- AT2G31810 -1.22 -0.29 -1.88 0.10433 0.230957 -5.74
260880_at hypothetical protein similar to unknown--- AT1G21380 -1.17 -0.22 -1.88 0.104408 0.231015 -5.74
249122_at putative protein similar to unknown proARD4 AT5G43850 -1.25 -0.32 -1.88 0.104402 0.231015 -5.74
260935_at hypothetical protein predicted by gene --- AT1G45110 -1.21 -0.27 -1.88 0.104391 0.231015 -5.74
266861_at putative choline kinase  ;supported by emb1187 AT2G26830 -1.19 -0.25 -1.88 0.104391 0.231015 -5.74
250422_at  putative protein KIAA0255 gene, Hom--- AT5G10840 -1.28 -0.35 -1.88 0.104457 0.231102 -5.74
246689_at putative protein predicted proteins - Ar --- --- -1.12 -0.17 -1.88 0.104518 0.231214 -5.74
246235_at putative protein --- AT4G36830 -1.20 -0.26 -1.88 0.104594 0.231358 -5.74
247397_at  Dof zinc finger protein - like Dof zinc fi --- AT5G62940 -1.29 -0.36 -1.88 0.104603 0.231358 -5.74
267115_s_ putative cellulose synthase ATCSLB04 AT2G32530 / 1.42 0.50 1.87 0.104657 0.231456 -5.74
255636_at homeodomain protein AHDP  ; supportANL2 AT4G00730 -1.19 -0.26 -1.87 0.104675 0.231473 -5.74
265326_at unknown protein predicted by genscan--- AT2G18220 1.23 0.30 1.87 0.104735 0.231566 -5.74
AFFX-DapXB. subtilis /GEN=dapB, jojF /DB_XREF--- --- -1.28 -0.36 -1.87 0.104738 0.231566 -5.74
248890_at disease resistance protein-like --- AT5G46270 1.15 0.20 1.87 0.10477 0.231615 -5.74
250087_at putative protein contains similarity to u --- AT5G17270 1.30 0.38 1.87 0.104791 0.23163 -5.74
257589_at hypothetical protein predicted by gensc--- AT1G55050 -1.21 -0.28 -1.87 0.104797 0.23163 -5.74
255797_at putative steroid dehydrogenase  ; supp--- AT2G33630 1.25 0.32 1.87 0.104907 0.231828 -5.74
264447_at hypothetical protein predicted by gensc--- AT1G27300 1.38 0.46 1.87 0.104905 0.231828 -5.74
265426_at hypothetical protein predicted by genef--- AT2G20740 -1.18 -0.24 -1.87 0.10492 0.231835 -5.74



256021_at unknown protein contains Pfam profile ZW9 AT1G58270 -1.26 -0.33 -1.87 0.104936 0.231848 -5.74
250214_at endoxyloglucan transferase (dbj|BAA8 EXGT-A4 AT5G13870 -1.19 -0.26 -1.87 0.104995 0.231937 -5.74
252791_at  transposase - like protein putative tran--- --- 1.14 0.19 1.87 0.104997 0.231937 -5.74
261173_at hypothetical protein predicted by gene --- AT1G04830 -1.16 -0.22 -1.87 0.105023 0.231973 -5.74
255765_at  protein kinase, putative contains Pfam--- AT1G16760 -1.12 -0.16 -1.87 0.105052 0.232012 -5.74
254349_at hypothetical protein --- AT4G22250 1.18 0.24 1.87 0.105062 0.232014 -5.74
249311_at disease resistance protein-like --- AT5G41540 1.19 0.25 1.87 0.105116 0.232106 -5.74
249281_at GTPase activator protein of Rab-like s --- AT2G36460 / 1.17 0.22 1.87 0.105125 0.232106 -5.74
253756_at Cdk-activating kinase CAK1At ; suppo CAK1AT AT4G28980 -1.13 -0.18 -1.87 0.105176 0.232198 -5.74
253545_at  AIG2-like protein AIG2 protein, Arabid --- AT4G31310 -1.22 -0.29 -1.87 0.105233 0.2323 -5.74
256221_at  DnaJ protein, putative contains Pfam --- AT1G56300 1.15 0.20 1.87 0.105309 0.232447 -5.74
262109_at hypothetical protein similar to celluloseATCSLD5 AT1G02730 -1.33 -0.41 -1.87 0.105453 0.232737 -5.75
260698_at unknown protein contains similarity to --- AT1G32300 -1.13 -0.18 -1.87 0.105461 0.232737 -5.75
263650_at hypothetical protein predicted by gensc--- AT1G04360 1.16 0.22 1.87 0.105494 0.232787 -5.75
265854_at hypothetical protein predicted by gensc--- AT2G42370 -1.14 -0.19 -1.87 0.105509 0.232797 -5.75
257690_at unknown protein contains similarity to a--- AT3G12830 1.49 0.57 1.87 0.105571 0.232911 -5.75
260318_at hypothetical protein predicted by genef--- AT1G63960 -1.20 -0.26 -1.87 0.1056 0.232954 -5.75
264043_at putative cyclin D CYCD2;1 AT2G22490 -1.14 -0.19 -1.87 0.105677 0.2331 -5.75
247589_at REVOLUTA or interfascicular fiberless REV AT5G60690 -1.18 -0.24 -1.87 0.105694 0.233115 -5.75
264331_at hypothetical protein contains non-cons--- AT1G04130 -1.16 -0.22 -1.87 0.105737 0.233187 -5.75
254471_s_  putative protein parts of other proteins--- --- 1.14 0.20 1.87 0.105761 0.233196 -5.75
267257_at putative casein kinase II catalytic (alph--- AT2G23080 -1.12 -0.16 -1.87 0.105758 0.233196 -5.75
259274_at  putative homeobox-leucine zipper pro ATHB20 AT3G01220 1.15 0.20 1.87 0.105801 0.233239 -5.75
246964_at  putative protein crp1 protein - Zea ma --- AT5G24830 -1.19 -0.25 -1.87 0.105799 0.233239 -5.75
260217_at hypothetical protein contains Pfam pro --- AT1G74600 1.13 0.18 1.87 0.105891 0.233391 -5.75
263170_at putative peroxisome assembly factor-2PEX6 AT1G03000 -1.12 -0.17 -1.87 0.105885 0.233391 -5.75
254603_at  putative protein hypothetical protein Y --- AT4G19045 / -1.18 -0.24 -1.87 0.105955 0.233511 -5.75
251783_at ribosomal L23a - like protein various ri RPL23AB AT3G55280 -1.38 -0.46 -1.87 0.106003 0.233548 -5.75
261004_at  hypothetical protein similar to putative --- AT1G26450 -1.27 -0.34 -1.87 0.105999 0.233548 -5.75
262677_at unknown protein --- AT1G75860 -1.31 -0.39 -1.87 0.105998 0.233548 -5.75
245191_at F12A21.10 similar to terminal ear1 gb|ATEL2 AT1G67770 -1.27 -0.34 -1.87 0.106018 0.23356 -5.75
262746_at Expressed protein ; supported by full-leATNUDX15 AT1G28960 1.13 0.17 1.86 0.106185 0.233903 -5.75
263538_at hypothetical protein predicted by genef--- AT2G25010 1.23 0.30 1.86 0.106354 0.234209 -5.75
251328_at  putative protein putative protein At2g4ATPOB1 AT3G61600 -1.14 -0.18 -1.86 0.106353 0.234209 -5.75
254156_at  Rab geranylgeranyl transferase like pr--- AT4G24490 -1.23 -0.30 -1.86 0.106342 0.234209 -5.75



248811_at putative protein contains similarity to E--- AT5G47310 -1.18 -0.23 -1.86 0.106453 0.234405 -5.76
254547_at putative protein --- AT4G19860 1.26 0.33 1.86 0.106513 0.234513 -5.76
260903_at  polygalacturonase PG1, putative simil --- AT1G02460 1.88 0.91 1.86 0.10659 0.234661 -5.76
263510_s_ hypothetical protein --- AT2G07681 / 1.13 0.18 1.86 0.106611 0.234685 -5.76
252278_at  NAC2-like protein NAC2 - Arabidopsisanac062 AT3G49530 1.46 0.55 1.86 0.106686 0.234828 -5.76
254819_at  pEARLI 1-like protein Arabidopsis tha --- AT4G12500 2.70 1.43 1.86 0.106711 0.234858 -5.76
255814_at unknown protein --- AT1G19900 -1.14 -0.19 -1.86 0.106735 0.234879 -5.76
260761_at hypothetical protein predicted by gene --- AT1G49150 1.27 0.35 1.86 0.106741 0.234879 -5.76
249316_s_ glutathione transferase-like ;supported ATGSTT2 AT5G41220 / -1.16 -0.22 -1.86 0.106881 0.235166 -5.76
253946_at  putative APG protein proline-rich prote--- AT4G26790 -1.26 -0.34 -1.86 0.10691 0.235206 -5.76
261094_at hypothetical protein predicted by gene --- AT1G62920 -1.24 -0.32 -1.86 0.10693 0.235228 -5.76
245372_at ribosomal protein ;supported by full-len--- AT4G15000 -1.34 -0.42 -1.86 0.106968 0.235289 -5.76
248062_at unknown protein  ;supported by full-len--- AT5G55450 -3.53 -1.82 -1.86 0.107047 0.235439 -5.76
261686_at unknown protein ;supported by full-leng--- AT1G47310 -1.16 -0.21 -1.86 0.107071 0.235469 -5.76
266601_at hypothetical protein predicted by gensc--- AT2G46060 1.29 0.37 1.86 0.107118 0.235483 -5.76
261212_at hypothetical protein predicted by gene atnudt12 AT1G12880 1.26 0.33 1.86 0.107092 0.235483 -5.76
248924_at GDSL-motif lipase/hydrolase-like prote--- AT5G45960 -1.14 -0.19 -1.86 0.107115 0.235483 -5.76
252917_at  putative zinc finger protein zinc finger --- AT4G38960 1.22 0.29 1.86 0.107114 0.235483 -5.76
255665_at hypothetical protein CRP AT4G00450 1.14 0.19 1.86 0.107155 0.23554 -5.76
264337_at hypothetical protein predicted by gensc--- AT1G70350 -1.16 -0.21 -1.86 0.107203 0.235624 -5.76
259973_at hypothetical protein contains Pfam pro --- AT1G76630 -1.28 -0.35 -1.86 0.107239 0.23568 -5.76
259055_at unknown protein  ;supported by full-lenUNE6 AT3G03340 1.15 0.21 1.86 0.107381 0.235952 -5.76
267544_at putative cytochrome b5 CB5-B AT2G32720 1.46 0.55 1.86 0.107394 0.235952 -5.76
266162_at putative bHLH transcription factor FRU AT2G28160 1.16 0.22 1.86 0.107386 0.235952 -5.76
255717_at coded for by A. thaliana cDNA H76622--- AT4G00350 -1.15 -0.20 -1.86 0.107434 0.236018 -5.76
261804_at  UDP glucose:flavonoid 3-o-glucosyltraUGT78D1 AT1G30530 1.26 0.33 1.86 0.107468 0.23607 -5.76
267064_at calmodulin (cam2) CAM2 AT2G41110 -1.35 -0.43 -1.86 0.107504 0.236126 -5.76
248442_at DEAD-box protein abstrakt --- AT5G51280 1.19 0.26 1.86 0.10758 0.23627 -5.77
266335_at putative cytochrome P450  ; supportedKAO2 AT2G32440 -1.29 -0.37 -1.86 0.107643 0.236386 -5.77
258067_at  putative mitotic checkpoint protein sim--- AT3G25980 -1.15 -0.21 -1.85 0.107871 0.236796 -5.77
248461_s_ fumarate hydratase  ; supported by cD FUM1 AT2G47510 / -1.19 -0.25 -1.85 0.107867 0.236796 -5.77
258154_at unknown protein  ; supported by cDNA--- AT3G18210 -1.20 -0.26 -1.85 0.107854 0.236796 -5.77
250211_at unknown protein  ; supported by cDNA--- AT5G13880 -1.16 -0.21 -1.85 0.107843 0.236796 -5.77
255379_at  putative M-type thioredoxin similar to AATHM2 AT4G03520 -1.13 -0.17 -1.85 0.107889 0.236813 -5.77
249010_at unknown protein  ; supported by cDNA--- AT5G44580 1.29 0.37 1.85 0.107933 0.236863 -5.77



244956_s_ hypothetical protein --- --- 1.17 0.23 1.85 0.107932 0.236863 -5.77
258647_at unknown protein  ; supported by cDNA--- AT3G07870 1.17 0.23 1.85 0.108007 0.237002 -5.77
250289_at putative protein  ;supported by full-leng--- AT5G13190 1.42 0.51 1.85 0.108059 0.23707 -5.77
266784_at putative receptor-like protein kinase --- AT2G28960 1.12 0.17 1.85 0.108051 0.23707 -5.77
262154_at unknown protein contains similarity to --- AT1G52700 -1.26 -0.34 -1.85 0.108124 0.237191 -5.77
265474_at Expressed protein ; supported by cDNA--- AT2G15690 1.29 0.36 1.85 0.108181 0.237205 -5.77
261110_at  E2, ubiquitin-conjugating enzyme 16 ( UBC16 AT1G75440 -1.23 -0.29 -1.85 0.108193 0.237205 -5.77
261841_at  BTG1 binding factor 1, putative simila --- AT1G15920 -1.15 -0.21 -1.85 0.108192 0.237205 -5.77
249442_at putative protein  ; supported by cDNA: --- AT5G39590 1.41 0.50 1.85 0.108177 0.237205 -5.77
247438_at unknown protein  ; supported by cDNA--- AT5G62460 1.30 0.38 1.85 0.108172 0.237205 -5.77
264608_at putative acetyl-CoA acyltransferase St PKT4 AT1G04710 1.16 0.21 1.85 0.108169 0.237205 -5.77
255412_at auxin-binding protein 1 precursor  ;supABP1 AT4G02980 1.16 0.21 1.85 0.108215 0.23723 -5.77
258885_at  putative uridylate kinase similar to urid--- AT3G10030 -1.14 -0.19 -1.85 0.108258 0.237302 -5.77
265376_at hypothetical protein predicted by genef--- AT2G05810 -1.17 -0.23 -1.85 0.108304 0.23738 -5.77
250066_at unknown protein --- AT5G17930 1.28 0.35 1.85 0.108474 0.237684 -5.77
248649_at putative protein contains similarity to twAPRR4 AT5G49240 1.18 0.24 1.85 0.108472 0.237684 -5.77
248806_at putative protein contains similarity to u --- AT5G47490 -1.14 -0.20 -1.85 0.108457 0.237684 -5.77
262545_at  prolin rich protein, putative similar to p--- AT1G31250 -1.16 -0.21 -1.85 0.108537 0.2378 -5.77
256447_at  nitrate transporter NTL1, putative simi --- AT1G33440 -1.20 -0.26 -1.85 0.108552 0.23781 -5.77
260632_at  homeobox protein, putative similar to STM AT1G62360 -1.17 -0.22 -1.85 0.108565 0.237816 -5.77
246009_at Expressed protein ; supported by cDNAATSTE14B AT5G08335 1.22 0.29 1.85 0.108628 0.237929 -5.77
266552_at unknown protein ; supported by cDNA:AGP16 AT2G46330 -1.24 -0.32 -1.85 0.108667 0.237994 -5.78
256409_at hypothetical protein --- AT1G66620 -1.18 -0.24 -1.85 0.108689 0.238019 -5.78
264042_at putative steroid sulfotransferase  ; sup ST AT2G03760 1.97 0.98 1.85 0.108752 0.238134 -5.78
246635_at hypothetical protein predicted by gene --- AT1G31720 -1.24 -0.31 -1.85 0.10887 0.238368 -5.78
256720_at putative DOF zinc finger protein --- AT2G34140 1.35 0.44 1.85 0.108901 0.238413 -5.78
257972_at  putative protein kinase, ATN1 almost ATN1 AT3G27560 1.17 0.23 1.85 0.108951 0.238501 -5.78
267199_at hypothetical protein predicted by genef--- AT2G30990 -1.61 -0.68 -1.85 0.108968 0.238514 -5.78
257771_at SNF1 related protein kinase (ATSRPK CIPK7 AT3G23000 1.59 0.66 1.85 0.109006 0.238568 -5.78
249639_at  disease resistance like protein TMV re--- AT5G36930 -1.14 -0.19 -1.85 0.109013 0.238568 -5.78
264204_at  putative sucrose transport protein, SUSUC2 AT1G22710 -1.24 -0.31 -1.85 0.109045 0.238614 -5.78
248986_at putative protein similar to unknown pro--- AT5G45170 -1.20 -0.27 -1.85 0.109074 0.238654 -5.78
265706_at unknown protein --- AT2G03390 -1.22 -0.29 -1.85 0.109089 0.238664 -5.78
260020_at  hydrophilic protein, putative similar to PDF6 AT1G29990 1.13 0.18 1.85 0.109173 0.238826 -5.78
262702_at putative protein phosphatase 2C simila--- AT1G16220 1.17 0.23 1.85 0.109199 0.238859 -5.78



261448_at  tonoplast intrinsic protein, alpha (alpha--- AT1G21140 1.27 0.34 1.85 0.109242 0.238908 -5.78
252497_at putative protein several putative protei --- AT3G46800 -1.13 -0.18 -1.85 0.109234 0.238908 -5.78
246455_at  putative protein predicted protein F13E--- AT5G16790 -1.17 -0.23 -1.84 0.10927 0.238946 -5.78
262776_at unknown protein EST gb|T22808 come--- AT1G13020 1.20 0.26 1.84 0.109373 0.239148 -5.78
246913_at  GATA transcription factor - like GATA --- AT5G25830 -1.22 -0.28 -1.84 0.10942 0.239206 -5.78
250771_at NBS/LRR disease resistance protein --- AT5G05400 -1.15 -0.21 -1.84 0.109414 0.239206 -5.78
248290_at Ca2+-transporting ATPase-like protein --- AT5G53010 1.18 0.24 1.84 0.109471 0.239294 -5.78
247957_at protein phosphatase 2C ABI2 (PP2C) ABI2 AT5G57050 1.32 0.40 1.84 0.109548 0.23944 -5.78
255788_at auxin regulated protein (IAA13) GB:S5IAA13 AT2G33310 -1.22 -0.29 -1.84 0.109614 0.239492 -5.78
254001_at  putative protein PRE87 mRNA, Pinus MIOX4 AT4G26260 1.57 0.65 1.84 0.109609 0.239492 -5.78
246873_at putative protein --- AT5G26100 -1.16 -0.21 -1.84 0.109608 0.239492 -5.78
266038_at putative ABC transporter ATMRP11 AT2G07680 -1.31 -0.39 -1.84 0.109587 0.239492 -5.78
246196_at hypothetical protein ;supported by full- --- AT4G37090 1.24 0.31 1.84 0.109655 0.239559 -5.78
258950_at unknown protein contains Pfam profile MBD9 AT3G01460 -1.12 -0.16 -1.84 0.109704 0.239643 -5.78
266220_at putative dTDP-glucose 4-6-dehydratas--- AT2G28755 1.20 0.27 1.84 0.109748 0.239717 -5.78
248288_at unknown protein  ; supported by cDNA--- AT5G52840 -1.20 -0.27 -1.84 0.109782 0.239768 -5.78
267513_at unknown protein  ; supported by cDNA--- AT2G45620 -1.16 -0.22 -1.84 0.109843 0.239877 -5.79
266830_at 1-aminocyclopropane-1-carboxylate syACS4 AT2G22810 -1.77 -0.82 -1.84 0.109891 0.23996 -5.79
252457_at  zinc-finger protein-like protein DNA bin--- AT3G47180 -1.14 -0.19 -1.84 0.109919 0.239976 -5.79
250492_at  putative protein Requiem protein, XenATXR5 AT5G09790 1.17 0.22 1.84 0.10992 0.239976 -5.79
253261_at  putative protein mRNA, partial cds, ScCHB3 AT4G34430 -1.17 -0.23 -1.84 0.109982 0.240089 -5.79
256491_at hypothetical protein contains similarity --- AT1G31500 -1.17 -0.23 -1.84 0.110095 0.240312 -5.79
258312_at putative long-chain acyl-CoA synthetas--- AT3G16170 1.24 0.30 1.84 0.11012 0.24032 -5.79
261675_at hypothetical protein predicted by gene --- AT1G18290 1.16 0.21 1.84 0.11011 0.24032 -5.79
254463_at  putative protein transcription initiation TAF11 AT4G20280 -1.19 -0.25 -1.84 0.110144 0.24035 -5.79
265810_at unknown protein --- AT2G18090 1.27 0.34 1.84 0.110156 0.240354 -5.79
263229_s_ putative polygalacturonase similar to G--- AT1G05650 / -1.13 -0.18 -1.84 0.11019 0.240397 -5.79
262950_at  transcription initiation factor, putative s--- AT1G75510 1.13 0.18 1.84 0.110197 0.240397 -5.79
249758_at putative protein similar to unknown pro--- AT5G24350 1.21 0.28 1.84 0.110231 0.240425 -5.79
253074_at  putative disease resistance protein TM--- AT4G36140 -1.13 -0.17 -1.84 0.11023 0.240425 -5.79
245234_at  myb-like protein similarity to ATMYB4 AtMYB18 AT4G25560 -1.18 -0.24 -1.84 0.110265 0.240477 -5.79
245612_at carnitine racemase like protein HCD1 AT4G14440 -1.60 -0.68 -1.84 0.110319 0.240572 -5.79
255922_at  trehalose-6-phosphate phosphatase, p--- AT1G22210 1.14 0.19 1.84 0.110353 0.240621 -5.79
261496_at  ethylene responsive element binding fERF12 AT1G28360 1.18 0.24 1.84 0.110379 0.240633 -5.79
251307_at putative protein  ;supported by full-leng--- AT3G61200 1.18 0.24 1.84 0.110373 0.240633 -5.79



261063_at  transcription factor scarecrow-like 14, --- AT1G07520 1.70 0.77 1.84 0.110422 0.240704 -5.79
253982_at calcineurin B-like protein 3  ;supported ATCBL3 AT4G26570 -1.25 -0.32 -1.84 0.110453 0.240749 -5.79
264360_at  putative isoamylase Similar to gi|1652 DBE1 AT1G03310 -1.20 -0.26 -1.84 0.110523 0.240855 -5.79
260241_at putative cytochrome P450 similar to cyCYP86A7 AT1G63710 -1.23 -0.30 -1.84 0.110517 0.240855 -5.79
263355_at putative RNA-binding protein  ;support --- AT2G22100 1.20 0.26 1.84 0.110557 0.240905 -5.79
266972_at 40S ribosomal protein S15A --- AT2G39590 -1.14 -0.19 -1.84 0.110596 0.240968 -5.79
255275_at putative protein various ubiquitin-like p --- AT4G05310 -1.12 -0.16 -1.84 0.110619 0.240996 -5.79
253750_at  putative transcription factor leghemog --- AT4G29000 1.22 0.29 1.84 0.110764 0.241288 -5.79
250812_at putative protein similar to unknown pro--- AT5G04900 1.14 0.19 1.84 0.110775 0.241289 -5.79
259311_at putative SAR DNA-binding protein-1 si --- AT3G05060 1.33 0.41 1.84 0.110811 0.241331 -5.79
265688_at putative calmodulin-binding protein --- AT2G24300 -1.12 -0.16 -1.84 0.110816 0.241331 -5.79
265356_at putative TRAP protein --- AT2G16595 1.21 0.28 1.83 0.110885 0.241444 -5.79
260944_at  beta-galactosidase, putative similar to BGAL5 AT1G45130 -2.44 -1.29 -1.83 0.110888 0.241444 -5.79
264405_at  putative mitogen-activated protein kinaATMPK1 AT1G10210 1.34 0.43 1.83 0.111021 0.24171 -5.80
253359_at  putative protein kinase protein kinase, --- AT4G33080 1.20 0.26 1.83 0.111034 0.241716 -5.80
253626_at  F-box protein family, AtFBL19 contain --- AT4G30640 1.28 0.36 1.83 0.11109 0.241813 -5.80
266470_at putative non-LTR retroelement reverse--- --- -1.30 -0.37 -1.83 0.111111 0.241836 -5.80
266809_at unknown protein  ; supported by cDNA--- AT2G29970 1.32 0.40 1.83 0.111125 0.241844 -5.80
266109_at putative mitochondrial carrier protein --- AT2G37890 1.33 0.41 1.83 0.111185 0.241948 -5.80
266236_at putative glutathione S-transferase ATGSTZ2 AT2G02380 -1.15 -0.20 -1.83 0.111201 0.241948 -5.80
253716_at hypothetical protein --- AT4G29420 -1.18 -0.24 -1.83 0.111205 0.241948 -5.80
264977_at unknown protein --- AT1G27090 -1.28 -0.35 -1.83 0.111277 0.242081 -5.80
246693_at putative protein --- AT5G29070 -1.15 -0.20 -1.83 0.111301 0.242088 -5.80
261889_at unknown protein --- AT1G80810 -1.18 -0.23 -1.83 0.111296 0.242088 -5.80
247012_at putative protein contains similarity to MTRB2 AT5G67580 1.16 0.22 1.83 0.111316 0.242097 -5.80
255039_at calmodulin-domain protein kinase CDPCPK4 AT4G09570 1.18 0.24 1.83 0.111356 0.242162 -5.80
250150_at putative protein ;supported by full-leng --- AT5G14710 1.24 0.31 1.83 0.111381 0.242182 -5.80
262239_at unknown protein similar to putative pho--- AT1G48230 -1.25 -0.32 -1.83 0.111387 0.242182 -5.80
249833_at putative protein contains similarity to u --- AT5G23430 -1.20 -0.26 -1.83 0.111429 0.242252 -5.80
252401_at  putative protein predicted proteins, Ara--- AT3G48030 -1.19 -0.25 -1.83 0.111446 0.242255 -5.80
245619_at hypothetical protein --- AT4G13990 -1.24 -0.31 -1.83 0.111452 0.242255 -5.80
245658_at hypothetical protein predicted by gene RALFL4 AT1G28270 -1.14 -0.19 -1.83 0.111467 0.242263 -5.80
246998_at putative protein similar to unknown pro--- AT5G67370 1.32 0.41 1.83 0.11149 0.242291 -5.80
245111_at putative Ta11-like non-LTR retroeleme--- --- -1.16 -0.22 -1.83 0.111531 0.242356 -5.80
252154_at  putative DNA-3-methyladenine glycos --- AT3G50880 -1.23 -0.29 -1.83 0.111549 0.242372 -5.80



262832_s_ unknown protein --- AT1G14870 / 3.62 1.86 1.83 0.111608 0.242478 -5.80
263383_at putative protein kinase contains a prote--- AT2G40120 1.18 0.24 1.83 0.111645 0.242536 -5.80
258533_at hypothetical protein --- AT3G06670 1.17 0.23 1.83 0.111687 0.242582 -5.80
267547_at putative synaptobrevin ATVAMP725AT2G32670 1.21 0.27 1.83 0.111688 0.242582 -5.80
246714_at  putative protein predicted proteins, Ara--- AT5G28220 1.13 0.18 1.83 0.111767 0.242731 -5.80
245247_at scarecrow-like 13 (SCL13) ; supportedSCL13 AT4G17230 1.50 0.58 1.83 0.111852 0.242893 -5.80
252946_at Expressed protein ; supported by full-le--- AT4G39235 1.27 0.34 1.83 0.111872 0.242911 -5.80
247443_at  putative protein predicted proteins, Ara--- AT5G62720 -1.25 -0.33 -1.83 0.111882 0.242911 -5.80
254115_at  putative protein binding protein HPV16--- AT4G24710 -1.14 -0.20 -1.83 0.11193 0.242993 -5.80
251472_at  putative protein nodule inception prote--- AT3G59580 1.15 0.20 1.83 0.111949 0.242996 -5.80
249873_at  ATP-dependent Clp protease proteolyNCLPP7 AT5G23140 -1.17 -0.23 -1.83 0.111953 0.242996 -5.80
253784_at  putative protein WREBP-1, Nicotiana PHR1 AT4G28610 1.17 0.23 1.83 0.112054 0.243193 -5.80
255541_s_ P-glycoprotein-like protein pgp3 simila PGP5 AT4G01820 / -1.13 -0.18 -1.83 0.112075 0.243215 -5.80
252790_at putative protein various predicted trans--- --- 1.14 0.19 1.83 0.112153 0.243361 -5.81
264641_at  ATP-dependent Clp protease proteoly --- AT1G09130 1.18 0.24 1.83 0.112165 0.243364 -5.81
264203_at  putative 40S ribosomal protein S18 M PFL AT1G22780 -1.37 -0.46 -1.83 0.112197 0.243411 -5.81
256862_at  dihydroxyacid dehydratase, putative s --- AT3G23940 1.42 0.50 1.83 0.112215 0.243427 -5.81
246562_at  putative protein unknown protein F14PLNG1 AT5G15580 -2.28 -1.19 -1.83 0.112258 0.243497 -5.81
256749_at hypothetical protein similar to putative --- --- -1.14 -0.19 -1.83 0.112302 0.243569 -5.81
258380_at PP1/PP2A phosphatases pleiotropic re--- AT3G16650 1.17 0.22 1.83 0.112358 0.243598 -5.81
265960_at putative histone H2B  ;supported by fu --- AT2G37470 -1.32 -0.40 -1.83 0.112331 0.243598 -5.81
253967_at  putative protein probable membrane p--- AT4G26550 -1.24 -0.31 -1.83 0.112369 0.243598 -5.81
251732_at  putative protein prenylated Rab accepPRA1.B1 AT3G56110 1.14 0.19 1.83 0.112361 0.243598 -5.81
254154_at hypothetical protein --- AT4G24460 -1.21 -0.28 -1.83 0.11234 0.243598 -5.81
255683_at putative malate oxidoreductase --- AT4G00570 -1.18 -0.24 -1.83 0.112414 0.243671 -5.81
256104_at  trehalose-6-phosphate synthase, putaATTPS2 AT1G16980 -1.14 -0.19 -1.83 0.112428 0.24368 -5.81
245847_at  MYB DNA-binding - like protein myb-r MYB64 AT5G11050 -1.19 -0.25 -1.82 0.112466 0.243738 -5.81
262624_at  CCR4-associated factor, putative simi --- AT1G06450 1.17 0.23 1.82 0.112513 0.243784 -5.81
267369_at unknown protein  ;supported by full-len--- AT2G44420 1.18 0.24 1.82 0.112506 0.243784 -5.81
250926_at Expressed protein ; supported by full-le--- AT5G03555 -1.39 -0.47 -1.82 0.112519 0.243784 -5.81
255563_at  putative CHP-rich zinc finger protein s --- AT4G01740 -1.14 -0.19 -1.82 0.112562 0.243853 -5.81
247359_at acyltransferase-like protein ;supported --- AT5G63560 1.20 0.26 1.82 0.112586 0.243882 -5.81
263077_at putative mitotic control protein dis3  ; s EMB2763 AT2G17510 -1.13 -0.17 -1.82 0.112618 0.243929 -5.81
260981_at hypothetical protein predicted by gensc--- AT1G53460 -1.19 -0.26 -1.82 0.112719 0.244044 -5.81
251785_at  ABC transporter - like protein breast c ATWBC19 AT3G55130 1.37 0.46 1.82 0.112725 0.244044 -5.81



259792_at unknown protein ; supported by cDNA:CAD1 AT1G29690 1.52 0.61 1.82 0.112707 0.244044 -5.81
262538_at Expressed protein ; supported by full-le--- AT1G17140 -1.32 -0.40 -1.82 0.112697 0.244044 -5.81
256090_at predicted protein --- AT1G20816 -1.19 -0.26 -1.82 0.112683 0.244044 -5.81
255538_at putative transcription factor  ; supporte MYB55 AT4G01680 -1.48 -0.56 -1.82 0.112774 0.244105 -5.81
255700_at putative transcription factor similar to A--- AT4G00200 1.30 0.38 1.82 0.112768 0.244105 -5.81
259814_at  zinc finger protein ATZF1, putative sim--- AT1G49900 1.27 0.35 1.82 0.112832 0.244207 -5.81
262375_at unknown protein ; supported by cDNA:SUVH3 AT1G73100 1.19 0.25 1.82 0.112945 0.244406 -5.81
252589_s_ putative protein different transporter pr NAXT1 AT3G45650 / 1.47 0.55 1.82 0.112942 0.244406 -5.81
249015_at Dreg-2 like protein --- AT5G44730 -1.16 -0.21 -1.82 0.112998 0.244497 -5.81
250972_at  putative protein various Myb related p LCL1 AT5G02840 1.27 0.34 1.82 0.113037 0.244508 -5.81
253666_at  xyloglucan endo-1,4-beta-D-glucanaseMERI5B AT4G30270 1.14 0.19 1.82 0.113036 0.244508 -5.81
250576_at cytochrome P450-like protein several c--- AT5G08250 1.16 0.22 1.82 0.113045 0.244508 -5.81
250203_at alpha-mannosidase --- AT5G13980 -1.26 -0.34 -1.82 0.113046 0.244508 -5.81
265829_at unknown protein --- AT2G14490 -1.13 -0.18 -1.82 0.113061 0.244516 -5.81
259198_at hypothetical protein similar to F1N21.1--- AT3G03610 1.16 0.22 1.82 0.11309 0.244556 -5.81
264342_at unknown protein ; supported by full-len--- AT1G12080 -1.91 -0.94 -1.82 0.113135 0.24463 -5.81
248322_at putative protein similar to unknown pro--- AT5G52760 3.09 1.63 1.82 0.113178 0.244701 -5.81
264382_at  unknown protein similarity to stromal cSDF2 AT2G25110 1.28 0.36 1.82 0.113208 0.244742 -5.81
264264_at  unknown protein ESTs gb|T04610, gb --- AT1G09250 -1.38 -0.46 -1.82 0.113362 0.24502 -5.82
250853_s_  putative protein prtedicted prteins, Ara--- AT5G04680 / -1.13 -0.17 -1.82 0.113369 0.24502 -5.82
249458_at  putative protein predicted proteins, Ara--- AT5G39560 1.14 0.19 1.82 0.113367 0.24502 -5.82
254003_at hypothetical protein --- AT4G26290 1.17 0.22 1.82 0.113396 0.245056 -5.82
257120_at  protein kinase, putative contains Pfam--- AT3G20200 -1.16 -0.21 -1.82 0.113472 0.245198 -5.82
258396_at unknown protein similar to unknown pr --- AT3G15460 1.33 0.41 1.82 0.113501 0.245236 -5.82
246895_at  putative protein predicted protein, Ara CID6 AT5G25540 1.15 0.20 1.82 0.11353 0.245251 -5.82
250064_at  disease resistance protein - like down DAR4 AT5G17890 -1.21 -0.28 -1.82 0.113526 0.245251 -5.82
248003_at putative protein contains similarity to u --- AT5G56220 -1.65 -0.73 -1.82 0.113584 0.245345 -5.82
249124_at disease resistance protein  ; supported--- AT5G43740 1.15 0.20 1.82 0.113627 0.245415 -5.82
246537_at  putative protein protochlorophyllide re --- AT5G15940 -1.17 -0.23 -1.82 0.113746 0.24565 -5.82
260807_at hypothetical protein predicted by gene --- AT1G78310 1.12 0.16 1.82 0.113773 0.245684 -5.82
253769_at  putative protein (fragment) protein kinaRIC7 AT4G28560 -1.20 -0.26 -1.82 0.113801 0.245722 -5.82
246887_at  hexose transporter - like protein hexos--- AT5G26250 -1.16 -0.21 -1.82 0.11386 0.245826 -5.82
248403_at arginine-aspartate-rich RNA binding pr --- AT5G51410 -1.16 -0.21 -1.82 0.113914 0.245919 -5.82
265590_at  SKP1/ASK1 (At17), putative similar to MEO AT2G20160 -1.15 -0.20 -1.82 0.11397 0.245992 -5.82
260905_at hypothetical protein predicted by gene --- AT1G02710 -1.12 -0.16 -1.82 0.113967 0.245992 -5.82



265032_at ribosomal protein identical to ribosomaRPL3B AT1G61580 1.38 0.47 1.82 0.114075 0.246197 -5.82
259438_at unknown protein similar to putative dehAN AT1G01510 -1.24 -0.31 -1.81 0.114272 0.246598 -5.82
253952_at  ubiquitin-like protein ubiquitin-like prot SUMO1 AT4G26840 1.15 0.20 1.81 0.114332 0.246693 -5.82
250222_at putative protein similar to unknown pro--- AT5G14050 1.27 0.35 1.81 0.114338 0.246693 -5.82
246893_at  PHD finger protein - like PHD finger p --- AT5G25520 -1.12 -0.16 -1.81 0.114422 0.246851 -5.82
252233_at AtMYB84  ;supported by full-length cD MYB84 AT3G49690 -1.17 -0.23 -1.81 0.114566 0.247139 -5.83
263149_at unknown protein --- AT1G53970 1.15 0.20 1.81 0.114658 0.247314 -5.83
253161_at senescence-associated protein sen1 idSEN1 AT4G35770 1.47 0.56 1.81 0.114806 0.24761 -5.83
246585_at myb transcription factor werewolf (WERATMYB66 AT5G14750 -1.14 -0.18 -1.81 0.114858 0.247687 -5.83
260668_at unknown protein ;supported by full-leng--- AT1G19530 1.90 0.93 1.81 0.114863 0.247687 -5.83
261829_at  P-glycoprotein, putative similar to P-glPGP10 AT1G10680 -1.19 -0.26 -1.81 0.114933 0.247814 -5.83
251089_at  heat shock protein 40-like heat shock --- AT5G01390 -1.15 -0.20 -1.81 0.114994 0.247922 -5.83
263811_at putative acyl-CoA synthetase ; support--- AT2G04350 1.17 0.22 1.81 0.115045 0.248009 -5.83
262844_at unknown protein similar to pectinestera--- AT1G14890 1.48 0.57 1.81 0.115174 0.248263 -5.83
253094_at  putative protein DnaJ-like protein, Pha--- AT4G37480 -1.12 -0.17 -1.81 0.115284 0.248453 -5.83
261990_at unknown protein --- AT1G33660 1.15 0.21 1.81 0.115276 0.248453 -5.83
257896_at  basic chitinase, putative similar to bas--- AT3G16920 -1.68 -0.75 -1.81 0.115304 0.248473 -5.83
263621_at putative DNA-directed RNA polymerasNRPB6B AT2G04630 -1.16 -0.22 -1.81 0.11535 0.248548 -5.83
255668_s_ predicted protein ; supported by full-len--- AT4G00238 / 1.20 0.26 1.81 0.115375 0.248578 -5.83
256194_at unknown protein --- --- -1.21 -0.28 -1.81 0.115443 0.248702 -5.83
250974_at  meiosis specific - like protein Spo11, MRHL2 AT5G02820 -1.37 -0.45 -1.81 0.115543 0.248893 -5.83
248483_at putative protein contains similarity to se--- AT5G50990 -1.22 -0.29 -1.81 0.115643 0.249085 -5.84
248283_at pyruvate kinase  ;supported by full-lengPKP-BETA1 AT5G52920 -1.29 -0.37 -1.81 0.115674 0.249109 -5.84
264687_at cysteine protease XBCP3 identical to pXBCP3 AT1G09850 -1.13 -0.18 -1.81 0.115676 0.249109 -5.84
AFFX-r2-At  Arabidopsis thaliana /REF=U37281 /D--- --- -1.13 -0.17 -1.81 0.11569 0.249116 -5.84
253182_at  putative protein ctf, Mycobacterium lep--- AT4G35190 1.29 0.36 1.80 0.1158 0.249329 -5.84
256065_at  ribosomal protein, putative similar to r --- AT1G07070 -1.34 -0.42 -1.80 0.11584 0.24937 -5.84
258208_at putative acetyltransferase similar to dih--- AT3G13930 1.25 0.32 1.80 0.11584 0.24937 -5.84
258161_at hypothetical protein predicted by gene --- AT3G17930 1.17 0.23 1.80 0.115892 0.249386 -5.84
261910_at zinc finger protein identical to GB:AAA ZFP1 AT1G80730 -1.13 -0.18 -1.80 0.115865 0.249386 -5.84
248161_at unknown protein --- AT5G54480 1.16 0.22 1.80 0.115885 0.249386 -5.84
252670_at dnaJ protein homolog atj3  ;supported ATJ3 AT3G44110 1.19 0.25 1.80 0.115872 0.249386 -5.84
254222_at hypothetical protein --- AT4G23840 -1.17 -0.23 -1.80 0.115956 0.249501 -5.84
245811_at hypothetical protein similar to putative --- --- 1.16 0.21 1.80 0.115983 0.249536 -5.84
250083_at glutathione S-transferase-like protein  ATGSTF12 AT5G17220 -1.18 -0.24 -1.80 0.116089 0.24974 -5.84



265492_at hypothetical protein AGL95 AT2G15660 1.15 0.20 1.80 0.11619 0.249926 -5.84
258490_at hypothetical protein predicted by genef--- AT3G02670 1.15 0.20 1.80 0.116198 0.249926 -5.84
259148_at  putative ATPase similar to ATPase GB--- AT3G10350 -1.19 -0.25 -1.80 0.116214 0.249938 -5.84
258675_at putative nonspecific lipid-transfer proteLTP6 AT3G08770 1.16 0.21 1.80 0.116241 0.249966 -5.84
251822_at  centromere protein - like centromere p--- AT3G55060 1.14 0.19 1.80 0.116249 0.249966 -5.84
247939_at putative protein contains similarity to DATLIG4 AT5G57160 -1.15 -0.20 -1.80 0.116307 0.250066 -5.84
255983_at  polyneuridine aldehyde esterase, putaMES14 AT1G33990 -1.16 -0.21 -1.80 0.11635 0.250135 -5.84
253690_at  putative protein various predicted prot --- AT4G29550 -1.23 -0.30 -1.80 0.116368 0.250151 -5.84
260593_at  poly(A)-specific ribonuclease, putativeAHG2 AT1G55870 1.21 0.27 1.80 0.116381 0.250155 -5.84
265822_at putative SEC1 family transport protein ATSLY1 AT2G17980 -1.15 -0.20 -1.80 0.116411 0.250196 -5.84
248579_at mitotic checkpoint protein-like --- AT5G49880 1.23 0.30 1.80 0.116429 0.250211 -5.84
252663_at putative protein several hypothetical pr--- AT3G44070 -1.12 -0.17 -1.80 0.116462 0.250236 -5.84
259559_at hypothetical protein WAK3 AT1G21240 1.25 0.32 1.80 0.116456 0.250236 -5.84
250160_at  putative protein various predicted prot ATHB30 AT5G15210 1.41 0.49 1.80 0.116505 0.250305 -5.84
267485_at putative MYB family transcription facto MYB88 AT2G02820 1.20 0.26 1.80 0.116559 0.250397 -5.84
245266_at hypothetical protein ; supported by cDN--- AT4G17070 1.28 0.36 1.80 0.116632 0.25053 -5.84
257125_at t-complex polypeptide 1 homologue ideATTCP-1 AT3G20050 1.19 0.25 1.80 0.116765 0.250772 -5.84
257144_at  glucose-6-phosphate 1-dehydrogenasG6PD5 AT3G27300 1.14 0.19 1.80 0.116799 0.250772 -5.84
256664_at DNA-3-methlyadenine glycosylase (MA--- AT3G12040 1.21 0.27 1.80 0.116793 0.250772 -5.84
265293_at hypothetical protein predicted by gensc--- --- 1.16 0.22 1.80 0.1168 0.250772 -5.84
261988_at  single-strand nucleic acid-binding prot --- AT1G33680 -1.22 -0.29 -1.80 0.116793 0.250772 -5.84
246450_at Heat Shock Factor 3 HSF3 AT5G16820 -1.14 -0.19 -1.80 0.116879 0.250919 -5.85
247423_at  putative protein predicted proteins, Ara--- AT5G62830 -1.13 -0.18 -1.80 0.116896 0.250932 -5.85
251680_at  putative protein 13S condensin XCAP --- AT3G57060 -1.14 -0.19 -1.80 0.116985 0.251099 -5.85
248981_at regulatory protein NPR1-like; transcrip NPR3 AT5G45110 1.16 0.21 1.80 0.117117 0.251359 -5.85
260809_at hypothetical protein predicted by gene --- AT1G43730 -1.13 -0.17 -1.80 0.117197 0.251506 -5.85
259179_at hypothetical protein similar to putative --- AT3G01660 1.21 0.27 1.80 0.117259 0.251615 -5.85
246671_at putative protein --- --- -1.13 -0.17 -1.80 0.117272 0.25162 -5.85
265948_at 1-aminocyclopropane-1-carboxylate oxACO1 AT2G19590 1.17 0.22 1.80 0.11732 0.251695 -5.85
266762_at putative alcohol dehydrogenase --- AT2G47120 -1.13 -0.18 -1.80 0.117329 0.251695 -5.85
266623_at unknown protein --- AT2G35390 1.21 0.28 1.80 0.117347 0.25171 -5.85
247152_at oligopeptidase A  ; supported by cDNA--- AT5G65620 -1.13 -0.18 -1.80 0.117382 0.251761 -5.85
258625_at hypothetical protein predicted by gene PDLP4 AT3G04370 1.15 0.20 1.80 0.117396 0.251767 -5.85
250367_s_ DEAD BOX RNA helicase RH15  ; sup--- AT5G11170 / -1.16 -0.21 -1.79 0.117473 0.251909 -5.85
245885_at  putative protein phi-1 - Nicotiana tabacEXL4 AT5G09440 1.31 0.39 1.79 0.11759 0.252136 -5.85



264559_at unknown protein similar to hypothetica --- AT1G09610 -1.12 -0.16 -1.79 0.117618 0.252173 -5.85
259554_at hypothetical protein --- --- 1.21 0.27 1.79 0.117672 0.252242 -5.85
265107_s_ similar to glucose 1-dehydrogenase (A--- AT1G62610 / 1.15 0.20 1.79 0.117664 0.252242 -5.85
251449_at Rab GDP dissociation inhibitor  ; suppoATGDI2 AT3G59920 1.20 0.26 1.79 0.117696 0.25227 -5.85
256807_at unknown protein contains Pfam profile NFU4 AT3G20970 1.15 0.21 1.79 0.117716 0.252288 -5.85
247206_at putative protein similar to unknown pro--- AT5G64950 1.11 0.15 1.79 0.117735 0.252306 -5.85
246220_at putative protein ; supported by cDNA: g--- AT4G37210 1.14 0.18 1.79 0.11784 0.252506 -5.85
259463_at hypothetical protein predicted by gene --- AT1G18950 1.28 0.36 1.79 0.117856 0.252518 -5.85
266369_at hypothetical protein predicted by genscBOP2 AT2G41370 1.23 0.30 1.79 0.117898 0.252584 -5.85
264566_at hypothetical protein predicted by genef--- AT1G05270 1.17 0.23 1.79 0.11797 0.252714 -5.85
245988_at  putative protein predicted protein, Plas--- AT5G20610 1.21 0.28 1.79 0.118045 0.252851 -5.85
249019_at unknown protein --- AT5G44780 1.41 0.50 1.79 0.11808 0.252903 -5.86
255693_s_ putative BRCA2 homolog BRCA2(IV) AT4G00020 / -1.16 -0.22 -1.79 0.118135 0.252995 -5.86
264988_at  glutathione transferase, putative similaATGSTU14 AT1G27140 1.22 0.29 1.79 0.118169 0.253044 -5.86
258235_at alternative oxidase 1c precursor identicAOX1C AT3G27620 1.17 0.23 1.79 0.118236 0.253165 -5.86
249514_at  14-3-3 protein GF14psi (grf3/RCI1) ideGRF3 AT5G38480 -1.17 -0.23 -1.79 0.118269 0.253211 -5.86
250271_at  putative protein predicted protein, Ara CLE40 AT5G12990 -1.14 -0.19 -1.79 0.118294 0.253241 -5.86
253596_s_ hypothetical protein  ; supported by cD--- AT4G30730 / -1.24 -0.31 -1.79 0.118315 0.253262 -5.86
248939_at tyrosine-specific protein phosphatase-l --- AT5G45790 1.16 0.21 1.79 0.118364 0.253323 -5.86
262215_at hypothetical protein contains similarity --- AT1G74790 -1.39 -0.47 -1.79 0.118376 0.253323 -5.86
264627_at hypothetical protein similar to carnitine ECI1 AT1G65520 1.17 0.23 1.79 0.118384 0.253323 -5.86
258527_at  branched chain alpha-keto acid dehydBCE2 AT3G06850 1.61 0.68 1.79 0.118388 0.253323 -5.86
257361_at putative Ta11-like non-LTR retroeleme--- --- -1.19 -0.25 -1.79 0.1184 0.253325 -5.86
258288_at unknown protein LSH4 --- 1.34 0.43 1.79 0.118416 0.253336 -5.86
260870_at  GTP-binding protein(RAB1Y), putativeATRAB18 AT1G43890 -1.18 -0.24 -1.79 0.118484 0.253457 -5.86
248632_at unknown protein SLD5 AT5G49010 -1.35 -0.44 -1.79 0.118526 0.253525 -5.86
246888_at putative protein --- AT5G26270 1.13 0.17 1.79 0.118551 0.253554 -5.86
251872_at putative protein predicted protein Arab --- AT3G54570 -1.14 -0.18 -1.79 0.118575 0.253556 -5.86
259656_at  protein kinase, putative contains Pfam--- AT1G55200 -1.14 -0.19 -1.79 0.118586 0.253556 -5.86
256058_at  UDP-glucose glucosyltransferase, put UGT71C5 AT1G07240 1.21 0.27 1.79 0.118579 0.253556 -5.86
260961_at unknown protein similar to hypothetica --- AT1G05960 -1.12 -0.17 -1.79 0.118631 0.253629 -5.86
246331_at  non-phototropic hypocotyl 3-like prote --- AT3G44820 -1.18 -0.24 -1.79 0.11882 0.254009 -5.86
253025_at hypothetical protein --- AT4G38120 1.24 0.31 1.79 0.118842 0.254033 -5.86
248463_at putative protein contains similarity to u --- AT5G51130 1.40 0.49 1.79 0.118884 0.254051 -5.86
246170_at  putative protein various predicted prot --- AT5G32450 -1.18 -0.23 -1.79 0.118884 0.254051 -5.86



253242_at  isoflavone reductase - like protein isof CIB1 AT4G34530 / -1.29 -0.37 -1.79 0.118874 0.254051 -5.86
256420_at unknown protein --- AT1G33475 / -1.20 -0.26 -1.79 0.118948 0.254163 -5.86
259269_at putative pectate lyase similar to pectat --- AT3G01270 -1.16 -0.21 -1.79 0.118964 0.254175 -5.86
261770_at  prolyl endopeptidase, putative similar --- AT1G76140 1.12 0.17 1.79 0.118978 0.25418 -5.86
250722_at unknown protein  ;supported by full-len--- AT5G06190 -1.26 -0.34 -1.79 0.119013 0.254232 -5.86
262703_at putative auxin-induced protein similar t --- AT1G16510 1.24 0.31 1.79 0.119108 0.254363 -5.86
249231_at putative protein similar to unknown proABIL4 AT5G42030 -1.17 -0.22 -1.79 0.119108 0.254363 -5.86
264871_at pyruvate dehydrogenase E1 alpha subIAR4 AT1G24180 1.29 0.36 1.79 0.119101 0.254363 -5.86
248774_at unknown protein --- AT5G47830 -1.14 -0.19 -1.79 0.119141 0.254389 -5.86
258302_at hypothetical protein predicted by gene --- --- 1.13 0.18 1.78 0.119148 0.254389 -5.86
265250_at putative receptor protein kinase similarBRL2 AT2G01950 -1.24 -0.31 -1.78 0.119153 0.254389 -5.86
248669_at putative protein contains similarity to sa--- AT5G48730 1.24 0.31 1.78 0.119183 0.254429 -5.86
266016_at putative RING zinc finger protein  ; sup--- AT2G18670 / 1.16 0.22 1.78 0.119217 0.254478 -5.86
245402_at putative protein --- AT4G17585 -1.17 -0.22 -1.78 0.119288 0.254605 -5.86
247702_at putative protein  ;supported by full-leng--- AT5G59500 -1.16 -0.22 -1.78 0.119385 0.254788 -5.87
252550_at  putative protein MtN21, Medicago trun--- AT3G45870 -1.18 -0.24 -1.78 0.119452 0.254858 -5.87
261267_at unknown protein ;supported by full-leng--- AT1G26750 -1.17 -0.22 -1.78 0.119436 0.254858 -5.87
260439_at hypothetical protein predicted by gensc--- AT1G68340 1.32 0.40 1.78 0.119451 0.254858 -5.87
258317_at hypothetical protein predicted by gene --- AT3G22670 -1.14 -0.19 -1.78 0.11948 0.254866 -5.87
266713_at unknown protein --- AT2G46760 -1.15 -0.20 -1.78 0.119489 0.254866 -5.87
259558_at hypothetical protein WAK5 AT1G21230 -1.16 -0.22 -1.78 0.11948 0.254866 -5.87
263995_at putative MADS-box protein SVP AT2G22540 1.19 0.25 1.78 0.1195 0.254866 -5.87
245688_at  prolin-rich protein, putative similar to pAGP31 AT1G28290 -2.14 -1.10 -1.78 0.119518 0.25488 -5.87
250182_at  putative protein predicted proteins, Ara--- AT5G14470 1.51 0.59 1.78 0.119549 0.254924 -5.87
248824_at putative protein contains similarity to in--- AT5G46940 5.02 2.33 1.78 0.119715 0.255253 -5.87
247569_at  Cf-5 disease resistance protein - like H--- AT5G61240 -1.23 -0.30 -1.78 0.119761 0.255303 -5.87
250632_at  putative protein cyclin 2 - TrypanosomCYCP4;3 AT5G07450 -1.18 -0.24 -1.78 0.119754 0.255303 -5.87
245660_at unknown protein --- AT1G28240 -1.27 -0.34 -1.78 0.11979 0.255342 -5.87
263826_at hypothetical protein predicted by gensc--- AT2G40410 -1.21 -0.28 -1.78 0.119822 0.255385 -5.87
264709_at  putative DNA-binding protein, Myb IdeATCDC5 AT1G09770 1.26 0.33 1.78 0.119891 0.2555 -5.87
255139_s_  extensin-like protein hydroxyproline-ric--- AT4G08400 / 1.12 0.17 1.78 0.119909 0.2555 -5.87
260743_at unknown protein --- AT1G15030 1.32 0.40 1.78 0.119903 0.2555 -5.87
255370_at putative protein --- --- -1.13 -0.17 -1.78 0.119929 0.255518 -5.87
252833_at Expressed protein ; supported by cDNAAGP3 AT4G40090 -1.14 -0.19 -1.78 0.11996 0.255537 -5.87
264260_at  putative calcium-binding protein, calre --- AT1G09210 1.43 0.51 1.78 0.119952 0.255537 -5.87



255932_at  mutator-like transposase, putative sim--- --- 1.15 0.20 1.78 0.119979 0.255554 -5.87
249225_at TMV resistance protein-like --- AT5G42140 1.25 0.32 1.78 0.120016 0.255608 -5.87
247465_at RNA helicase ; supported by cDNA: gi_PRH75 AT5G62190 1.27 0.35 1.78 0.120102 0.255744 -5.87
AFFX-PheXB. subtilis /GEN=pheA /DB_XREF=gb: --- --- -1.31 -0.39 -1.78 0.120111 0.255744 -5.87
255555_at putative protein transport factor  ; supp--- AT4G01810 1.17 0.23 1.78 0.120113 0.255744 -5.87
249594_at  putative protein SIAH1 protein, Brassi --- AT5G37910 1.14 0.19 1.78 0.120142 0.255782 -5.87
260206_at putative protein kinase contains Pfam --- AT1G70740 1.39 0.48 1.78 0.120221 0.255926 -5.87
248780_at 4-nitrophenylphosphatase-like protein  ATPGLP2 AT5G47760 1.15 0.21 1.78 0.120315 0.256101 -5.87
266046_at hypothetical protein --- AT2G07728 1.20 0.27 1.78 0.120419 0.256298 -5.87
253443_at  putative protein beta transducin-like p LUG AT4G32551 1.11 0.15 1.78 0.120438 0.256315 -5.87
251199_at  transport inhibitor response 1 (TIR1), ATIR1 AT3G62980 -1.28 -0.35 -1.78 0.120517 0.25644 -5.87
258326_at unknown protein similar to putative DNSOL1 AT3G22760 -1.22 -0.28 -1.78 0.120519 0.25644 -5.87
264712_at unknown protein ECT11 AT1G09810 1.21 0.28 1.78 0.120533 0.256447 -5.87
253619_at  glycine-rich protein glycine-rich cell wa--- AT4G30460 -1.23 -0.30 -1.78 0.120579 0.25652 -5.88
265144_at putative serine/threonine protein kinase--- AT1G51170 -1.21 -0.28 -1.78 0.120638 0.256622 -5.88
260263_at hypothetical protein predicted by genefJAG AT1G68480 -1.12 -0.17 -1.78 0.12069 0.256674 -5.88
250100_at Expressed protein ; supported by cDNAGLN1;4 AT5G16570 1.48 0.56 1.78 0.120676 0.256674 -5.88
248729_at cycloartenol synthase THAS1 AT5G48010 1.12 0.17 1.78 0.120697 0.256674 -5.88
265895_at unknown protein  ;supported by full-len--- AT2G15000 1.17 0.23 1.78 0.120779 0.256826 -5.88
262084_at hypothetical protein predicted by gene --- AT1G56080 1.17 0.23 1.78 0.120835 0.25692 -5.88
259354_at unknown protein --- AT3G05220 1.26 0.33 1.77 0.120911 0.257058 -5.88
265081_at  hypothetical protein contains Zinc fing MGP AT1G03840 1.16 0.21 1.77 0.120941 0.257099 -5.88
260035_at peroxidase ATP23a identical to peroxid--- AT1G68850 -1.29 -0.36 -1.77 0.120953 0.2571 -5.88
256204_at  DNA polymerase A family protein, put POLGAMMAAT1G50840 1.20 0.26 1.77 0.120999 0.257171 -5.88
251648_at  protein kinase - like protein S-receptor--- AT3G57720 -1.20 -0.27 -1.77 0.121009 0.257171 -5.88
267238_at unknown protein  ;supported by full-len--- AT2G44130 1.81 0.86 1.77 0.12105 0.257234 -5.88
251992_at  putative protein myosin heavy chain, E--- AT3G53350 1.22 0.28 1.77 0.121075 0.257264 -5.88
250956_at putative protein --- AT5G03210 1.24 0.31 1.77 0.12114 0.257377 -5.88
247497_at  Peter Pan - like protein Peter Pan, DroPPAN AT5G61770 1.24 0.31 1.77 0.121193 0.257462 -5.88
262602_at  unknown protein ESTs gb|AA650895, --- AT1G15270 1.13 0.17 1.77 0.121205 0.257462 -5.88
250854_at  aspartyl aminopeptidase -like protein a--- AT5G04710 -1.19 -0.25 -1.77 0.121214 0.257462 -5.88
264862_at hypothetical protein predicted by gensc--- AT1G24330 1.24 0.31 1.77 0.121304 0.257631 -5.88
256190_at  9-cis-epoxycarotenoid dioxygenase, pNCED5 AT1G30100 -1.15 -0.20 -1.77 0.121327 0.257639 -5.88
261921_at hypothetical protein predicted by gene --- AT1G65900 -1.30 -0.38 -1.77 0.121331 0.257639 -5.88
251137_at putative protein several hypothetical pr--- AT5G01300 -1.22 -0.29 -1.77 0.121411 0.257785 -5.88



264956_at unknown protein similar to putative uridACR3 AT1G76990 -1.48 -0.56 -1.77 0.121486 0.25792 -5.88
263254_x_ hypothetical protein similar to hypothet --- --- -1.22 -0.28 -1.77 0.121556 0.258045 -5.88
247972_at histone acetyltransferase HAT B HAG2 AT5G56740 1.22 0.29 1.77 0.121601 0.258117 -5.88
256399_at hypothetical protein predicted by genef--- AT3G06240 -1.15 -0.20 -1.77 0.121641 0.258178 -5.88
245733_at hypothetical protein predicted by gene --- AT1G73380 -1.24 -0.31 -1.77 0.121824 0.258541 -5.89
265291_at unknown protein predicted by genscan--- AT2G22720 -1.16 -0.21 -1.77 0.121908 0.258672 -5.89
244990_s_ hypothetical protein --- --- -1.38 -0.46 -1.77 0.121904 0.258672 -5.89
261374_at hypothetical protein contains thioredox--- AT1G52990 -1.13 -0.17 -1.77 0.121931 0.258697 -5.89
253780_at  protein phosphatase 2C-like protein p --- AT4G28400 -1.38 -0.47 -1.77 0.122028 0.258878 -5.89
246178_s_ putative protein predicted proteins - Ar --- --- 1.19 0.25 1.77 0.122081 0.258944 -5.89
264366_at unknown protein EST gb|N96383 come--- AT1G03250 1.20 0.26 1.77 0.122074 0.258944 -5.89
249915_at putative protein similar to unknown pro--- AT5G22870 -1.14 -0.18 -1.77 0.122124 0.259009 -5.89
259926_at putative DNA-3-methyladenine glycosy--- AT1G75090 -1.12 -0.16 -1.77 0.122137 0.259012 -5.89
251447_at  U6 snRNA-associated Sm-like protein --- AT3G59810 -1.12 -0.17 -1.77 0.122199 0.259096 -5.89
259879_at putative calmodulin similar to calmodu CML38 AT1G76650 1.89 0.92 1.77 0.122187 0.259096 -5.89
252239_at  putative protein putative protein - Dros--- AT3G49990 -1.27 -0.34 -1.77 0.122345 0.259316 -5.89
257744_at hypothetical protein contains Pfam pro --- AT3G29230 -1.19 -0.25 -1.77 0.122334 0.259316 -5.89
258677_at  putative ribosomal-protein S6 kinase (PK1 AT3G08730 1.17 0.23 1.77 0.122348 0.259316 -5.89
246113_at putative protein predicted proteins - Ar --- --- 1.13 0.18 1.77 0.122324 0.259316 -5.89
250344_at  glutaredoxin - like protein glutaredoxin--- AT5G11930 1.31 0.39 1.77 0.122405 0.259413 -5.89
266796_at predicted by genscan --- AT2G02880 -1.15 -0.20 -1.77 0.122483 0.259457 -5.89
249202_at cytochrome P450 CYP705A12 AT5G42580 -1.14 -0.18 -1.77 0.122456 0.259457 -5.89
254278_at Expressed protein ; supported by full-le--- AT4G22740 -1.16 -0.22 -1.77 0.122482 0.259457 -5.89
260251_at putative heat shock protein similar to G--- AT1G74250 1.22 0.29 1.77 0.122477 0.259457 -5.89
251687_at  quinone reductase-like protein zeta-cr --- AT3G56460 -1.14 -0.18 -1.77 0.12246 0.259457 -5.89
266374_at putative retroelement pol polyprotein --- --- 1.20 0.26 1.77 0.122542 0.259559 -5.89
246142_at putative protein --- AT5G19970 1.13 0.18 1.77 0.122559 0.259569 -5.89
246730_at  40S ribosomal protein S19 - like 40S r--- AT5G28060 -1.29 -0.37 -1.77 0.122597 0.259578 -5.89
252008_at hypothetical protein ; supported by cDN--- AT3G52610 -1.16 -0.21 -1.77 0.122593 0.259578 -5.89
263241_at arginine decarboxylase identical to GPADC1 AT2G16500 1.56 0.65 1.77 0.122585 0.259578 -5.89
263740_at hypothetical protein predicted by genscRALFL14 AT2G20660 -1.19 -0.25 -1.77 0.122619 0.259602 -5.89
262185_at  MADS box transcription factor, putativAGL67 AT1G77950 -1.12 -0.16 -1.76 0.122672 0.25969 -5.89
267409_at hypothetical protein predicted by genef--- AT2G34910 -1.12 -0.16 -1.76 0.122758 0.259822 -5.89
256359_at  protein kinase, putative contains Pfam--- AT1G66460 1.13 0.17 1.76 0.122752 0.259822 -5.89
266105_at putative transport protein SEC61 beta-SEC61 BETAAT2G45070 1.22 0.28 1.76 0.122786 0.259859 -5.89



262928_at hypothetical protein --- AT1G65760 1.17 0.23 1.76 0.122892 0.260058 -5.89
254083_at  PROTEIN TRANSPORT PROTEIN SE--- AT4G24920 1.23 0.30 1.76 0.122911 0.260075 -5.89
267550_at putative protein kinase contains a proteAP4.3A AT2G32800 -1.40 -0.49 -1.76 0.122929 0.260087 -5.89
256866_at unknown protein similar to alpha galac --- AT3G26380 1.20 0.27 1.76 0.123053 0.260325 -5.89
266421_at putative nonspecific lipid-transfer proteLP1 AT2G38540 -1.62 -0.69 -1.76 0.123093 0.260387 -5.89
245304_at hypothetical protein ; supported by full---- AT4G15630 -1.51 -0.60 -1.76 0.123185 0.260558 -5.90
259614_at  dioxygenase, putative similar to dioxygATGA2OX4 AT1G47990 -1.16 -0.21 -1.76 0.123224 0.260591 -5.90
247782_at  putative protein predicted RNA binding--- AT5G58790 -1.13 -0.17 -1.76 0.123215 0.260591 -5.90
253291_at Expressed protein ; supported by full-le--- AT4G33865 -1.22 -0.28 -1.76 0.123278 0.260681 -5.90
249378_at  putative protein microtubule-associate--- AT5G40450 -1.23 -0.30 -1.76 0.123314 0.260734 -5.90
256932_at unknown protein --- AT3G22520 -1.14 -0.19 -1.76 0.123411 0.260915 -5.90
249968_at  putative protein predicted proteins, Ara--- AT5G19070 -1.36 -0.44 -1.76 0.123427 0.260915 -5.90
253670_at putative protein  ; supported by full-len --- AT4G30010 1.16 0.21 1.76 0.123434 0.260915 -5.90
264015_at putative XAP-5 protein [Homo sapiens XCT AT2G21150 1.14 0.19 1.76 0.123448 0.260919 -5.90
254132_at  putative protein hypothetical protein T ATHB22 AT4G24660 1.25 0.32 1.76 0.12352 0.261048 -5.90
256980_at hypothetical protein contains Pfam pro DRB3 AT3G26932 -1.21 -0.27 -1.76 0.123608 0.261209 -5.90
245910_at  putative protein ER66 - Lycopersicon EICBP.B AT5G09410 -1.15 -0.20 -1.76 0.123621 0.261214 -5.90
246837_at  pectin acetylesterase precursor - like p--- AT5G26670 -1.28 -0.35 -1.76 0.123735 0.261349 -5.90
258320_at hypothetical protein predicted by gene --- AT3G22710 -1.13 -0.18 -1.76 0.123743 0.261349 -5.90
258144_at hypothetical protein --- AT3G18180 -1.13 -0.17 -1.76 0.123724 0.261349 -5.90
256833_at  calmodulin-stimulated calcium-ATPas --- AT3G22910 1.74 0.80 1.76 0.123718 0.261349 -5.90
248600_at putative protein contains similarity to u --- AT5G49390 -1.17 -0.23 -1.76 0.123726 0.261349 -5.90
257214_at hypothetical protein  ;supported by full---- AT3G15040 -1.18 -0.24 -1.76 0.123803 0.261405 -5.90
250140_at putative protein DRM2 AT5G14620 1.20 0.26 1.76 0.123794 0.261405 -5.90
249588_at  protein kinase - like protein Pto kinase--- AT5G37790 -1.21 -0.28 -1.76 0.123792 0.261405 -5.90
AFFX-r2-BsB. subtilis /GEN=thrC /DB_XREF=gb:X--- --- -1.37 -0.45 -1.76 0.123834 0.261446 -5.90
263337_at hypothetical protein predicted by gensc--- --- -1.11 -0.15 -1.76 0.123881 0.261506 -5.90
252336_at  putative protein N7 protein - Medicago--- AT3G48880 1.14 0.18 1.76 0.123886 0.261506 -5.90
256740_at hypothetical protein predicted by gene --- AT3G29330 -1.13 -0.17 -1.76 0.123913 0.261539 -5.90
266223_at putative thaumatin  ;supported by full-le--- AT2G28790 -1.67 -0.74 -1.76 0.123982 0.261637 -5.90
261209_at unknown protein ; supported by cDNA:--- AT1G12810 1.21 0.27 1.76 0.123976 0.261637 -5.90
258487_at unknown protein  ;supported by full-lenLBD41 AT3G02550 1.79 0.84 1.76 0.124077 0.261812 -5.90
264130_at hypothetical protein predicted by gene --- AT1G79160 1.19 0.25 1.76 0.124263 0.262109 -5.90
247844_at  ARR2 - like protein ARR2 protein, AraARR18 AT5G58080 1.13 0.18 1.76 0.124237 0.262109 -5.90
256358_at unknown protein --- AT1G66470 -1.18 -0.23 -1.76 0.124263 0.262109 -5.90



253341_at putative protein  ; supported by cDNA: --- AT4G33410 -1.16 -0.22 -1.76 0.124251 0.262109 -5.90
250429_at  putative protein TH65 protein, Arabido--- AT5G10470 -1.15 -0.21 -1.76 0.124335 0.262225 -5.90
267473_at hypothetical protein predicted by genef--- AT2G02750 1.15 0.20 1.76 0.124341 0.262225 -5.90
245714_at RNA-binding protein-like --- AT5G04280 1.15 0.20 1.75 0.124413 0.262353 -5.91
263197_at  polyubiquitin, putative similar to polyub--- AT1G53930 -1.17 -0.23 -1.75 0.124427 0.262358 -5.91
256834_at  cyclophilin, putative similar to cycloph --- AT3G22920 1.13 0.18 1.75 0.124577 0.262649 -5.91
260554_at putative zinc protease member of insu --- AT2G41790 1.12 0.17 1.75 0.124592 0.262656 -5.91
251965_at  putative protein variety of predicted pr --- AT3G53360 1.15 0.21 1.75 0.124618 0.262686 -5.91
248609_at unknown protein  ; supported by cDNA--- AT5G49440 1.17 0.22 1.75 0.124651 0.262733 -5.91
264898_at Unknown protein ; supported by full-len--- AT1G23205 -1.25 -0.32 -1.75 0.124691 0.262792 -5.91
251042_at eceriferum3 (CER3) PRT6 AT5G02310 1.14 0.19 1.75 0.124722 0.262833 -5.91
246963_at  putative protein nucleoid DNA-binding--- AT5G24820 -1.18 -0.24 -1.75 0.124818 0.263012 -5.91
250934_at  DNAJ protein - like DNAJ domain-con --- AT5G03030 -1.25 -0.33 -1.75 0.124837 0.263027 -5.91
262687_at PPR-repeat protein contains multiple P--- AT1G62670 -1.12 -0.17 -1.75 0.12496 0.263262 -5.91
257086_at hypothetical protein predicted by gene --- AT3G20490 1.23 0.30 1.75 0.125044 0.263389 -5.91
265785_at hypothetical protein predicted by gensc--- AT2G07290 -1.12 -0.16 -1.75 0.125035 0.263389 -5.91
250712_at human RAN binding protein 16-like --- AT5G06120 1.17 0.22 1.75 0.125068 0.263417 -5.91
259736_at  endo-beta-1,4-glucanase, putative simAtGH9C2 AT1G64390 -2.07 -1.05 -1.75 0.125085 0.263428 -5.91
246971_at  Protein phosphatase 2C-like protein p --- AT5G24940 -1.14 -0.18 -1.75 0.125105 0.263434 -5.91
259066_at hypothetical protein predicted by genef--- AT3G07530 -1.21 -0.28 -1.75 0.125111 0.263434 -5.91
253766_at putative protein  ;supported by full-leng--- AT4G28770 -1.14 -0.20 -1.75 0.125217 0.263634 -5.91
252935_at  dnaJ-like protein CAJ1 protein, Sacch --- AT4G39150 -1.14 -0.19 -1.75 0.125244 0.263665 -5.91
266535_s_ 50S ribosomal protein L27  ;supported --- AT2G16930 / -1.20 -0.26 -1.75 0.125321 0.263787 -5.91
249752_at putative protein similar to unknown proLSU2 AT5G24660 1.19 0.25 1.75 0.125325 0.263787 -5.91
266807_at hypothetical protein --- AT2G29920 -1.18 -0.24 -1.75 0.125405 0.263932 -5.91
264476_at hypothetical protein contains similarity PGSIP2 AT1G77130 1.17 0.23 1.75 0.125565 0.264243 -5.91
256835_at  ATP sulfurylase, putative similar to ATAPS1 AT3G22890 1.32 0.41 1.75 0.125685 0.264473 -5.91
267043_at unknown protein --- AT2G34330 -1.17 -0.22 -1.75 0.125746 0.264576 -5.92
246740_at putative protein --- AT5G27810 -1.12 -0.17 -1.75 0.125808 0.264683 -5.92
245379_at heat shock transcription factor HSF1 HSF1 AT4G17750 -1.18 -0.24 -1.75 0.125843 0.26473 -5.92
254776_at  3-hydroxyisobutyryl-coenzyme A hydr --- AT4G13360 1.12 0.16 1.75 0.125878 0.26478 -5.92
251114_at transcription factor GT-3a --- AT5G01380 1.65 0.72 1.75 0.125902 0.264791 -5.92
250251_at putative protein contains similarity to M--- AT5G13670 -1.15 -0.20 -1.75 0.125906 0.264791 -5.92
245174_at putative kinesin heavy chain --- AT2G47500 -1.30 -0.38 -1.75 0.125933 0.264798 -5.92
265278_at hypothetical protein predicted by gensc--- AT2G28330 -1.20 -0.26 -1.75 0.12593 0.264798 -5.92



250451_at  cdc2-like protein kinase cdc2-like prot CDKC;1 AT5G10270 1.18 0.23 1.75 0.125996 0.264907 -5.92
262953_at hypothetical protein predicted by gene --- AT1G75670 1.28 0.35 1.75 0.126026 0.264945 -5.92
264622_at putative vacuolar sorting protein 35 VPS35A AT2G17790 1.17 0.22 1.75 0.126043 0.264956 -5.92
255586_at hypothetical protein  ;supported by full-MEE49 AT4G01560 1.27 0.35 1.75 0.126064 0.264971 -5.92
252451_at hypothetical protein --- AT3G47100 -1.13 -0.18 -1.75 0.126085 0.264971 -5.92
264275_at hypothetical protein predicted by genscanac024 AT1G60350 -1.11 -0.16 -1.75 0.126074 0.264971 -5.92
245719_at DNA gyrase subunit B - like protein --- AT5G04110 1.14 0.19 1.74 0.126226 0.265242 -5.92
258196_at hypothetical protein predicted by gene --- AT3G13980 -1.53 -0.61 -1.74 0.126323 0.265422 -5.92
259702_at  putative endo-1,3-beta-glucanase sim --- AT1G77780 -1.14 -0.18 -1.74 0.126346 0.265422 -5.92
248015_at putative protein similar to unknown pro--- AT5G56370 1.15 0.20 1.74 0.126341 0.265422 -5.92
249959_at  NADH:ubiquinone oxidoreductase - lik--- AT5G18800 1.19 0.26 1.74 0.126521 0.265734 -5.92
259238_at putative eukaryotic translation initiationEIF3G1 AT3G11400 -1.15 -0.20 -1.74 0.126529 0.265734 -5.92
265443_at beta-expansin  ;supported by full-lengt ATEXPB1 AT2G20750 -1.21 -0.27 -1.74 0.126507 0.265734 -5.92
263511_at En/Spm-like transposon protein related--- --- 1.14 0.19 1.74 0.126561 0.265775 -5.92
253531_at  putative protein tomato leucine zipper-ATEXO70G1AT4G31540 1.14 0.19 1.74 0.126613 0.26586 -5.92
253941_at putative protein --- AT4G26980 -1.13 -0.18 -1.74 0.126637 0.265887 -5.92
260897_at ER lumen protein retaining receptor ideERD2 AT1G29330 1.15 0.20 1.74 0.126701 0.265995 -5.92
266836_at hypothetical protein predicted by grail --- AT2G26000 1.21 0.27 1.74 0.12685 0.266284 -5.92
258971_at  unknown protein similar to uridylyl tranACR6 AT3G01990 1.41 0.50 1.74 0.126909 0.266383 -5.92
251623_at  MADS transcription factor-like protein AGL18 AT3G57390 1.12 0.17 1.74 0.126936 0.266416 -5.92
245279_at putative protein ; supported by cDNA: g--- AT4G17270 -1.14 -0.19 -1.74 0.127033 0.266574 -5.92
252482_at  glucosyltransferase-like protein UDP-gUGT76E11 AT3G46670 1.62 0.70 1.74 0.127034 0.266574 -5.93
258985_at  hypothetical protein similar to hypothe--- AT3G08960 1.13 0.18 1.74 0.127174 0.266843 -5.93
264054_at unknown protein SVP AT2G22540 1.17 0.23 1.74 0.127218 0.266893 -5.93
245799_at  disease resistance protein, putative si AtRLP6 AT1G45616 -1.14 -0.19 -1.74 0.127222 0.266893 -5.93
259214_at Expressed protein ; supported by full-le--- AT3G09085 1.15 0.20 1.74 0.127259 0.266946 -5.93
266932_s_ putative RNA helicase --- AT1G63250 / 1.25 0.32 1.74 0.127284 0.266975 -5.93
258838_at unknown protein  ; supported by cDNA--- AT3G07140 -1.13 -0.18 -1.74 0.127348 0.267084 -5.93
254987_s_ hypothetical protein --- AT4G10660 / 1.11 0.16 1.74 0.127399 0.267094 -5.93
254703_at putative protein  ; supported by full-len --- AT4G17960 -1.22 -0.28 -1.74 0.127382 0.267094 -5.93
262233_at hypothetical protein contains similarity CHR18 AT1G48310 -1.14 -0.19 -1.74 0.127391 0.267094 -5.93
263116_s_ unknown protein Similar to gb|U51990 --- AT1G03140 / -1.17 -0.23 -1.74 0.127381 0.267094 -5.93
253455_at putative protein --- AT4G32020 1.28 0.36 1.74 0.127418 0.267108 -5.93
254828_at putative cell wall-plasma membrane di AIR1 AT4G12550 1.14 0.18 1.74 0.127461 0.267173 -5.93
260600_at hypothetical protein predicted by gene --- AT1G55950 1.16 0.21 1.74 0.127496 0.267222 -5.93



261917_at hypothetical protein similar to TMV res --- AT1G65920 -1.35 -0.43 -1.74 0.127523 0.267254 -5.93
257614_at putative non-LTR retroelement reverse--- --- -1.17 -0.23 -1.74 0.127559 0.267306 -5.93
246916_at  disease resistance protein - like disea AtRLP52 AT5G25910 1.12 0.17 1.74 0.127645 0.26746 -5.93
246486_at putative protein  ;supported by full-leng--- AT5G15910 -1.15 -0.20 -1.74 0.12768 0.267509 -5.93
251713_at putative protein several hypothetical pr--- AT3G56080 1.20 0.26 1.74 0.127759 0.267626 -5.93
261477_at unknown protein --- AT1G14310 -1.19 -0.26 -1.74 0.12775 0.267626 -5.93
248859_at putative protein contains similarity to C--- AT5G46660 -1.17 -0.22 -1.74 0.127805 0.267698 -5.93
261386_at unknown protein ;supported by full-leng--- AT1G05430 -1.17 -0.23 -1.74 0.127822 0.267708 -5.93
259234_at unknown protein similar to unknown pr --- AT3G11620 -1.16 -0.21 -1.74 0.127835 0.267711 -5.93
261856_at hypothetical protein --- AT1G50530 -1.17 -0.23 -1.74 0.127874 0.267769 -5.93
264835_at unknown protein similar to unknown pr --- AT1G03550 1.11 0.15 1.74 0.127912 0.267824 -5.93
248286_at putative protein similar to unknown pro--- AT5G52870 1.38 0.46 1.74 0.12797 0.267921 -5.93
259517_at hypothetical protein ; supported by cDNCAT1 AT1G20630 1.24 0.31 1.74 0.12804 0.268034 -5.93
266499_at hypothetical protein predicted by gensc--- --- 1.21 0.27 1.73 0.128048 0.268034 -5.93
256513_at unknown protein similar to phospholipaSGR2 AT1G31480 1.14 0.19 1.73 0.128121 0.268121 -5.93
250231_at AP2/EREBP-like transcription factor LELEP AT5G13910 -1.13 -0.18 -1.73 0.12812 0.268121 -5.93
253568_at  putative protein receptor-like kinase, P--- AT4G31230 1.15 0.20 1.73 0.128124 0.268121 -5.93
264750_at hypothetical protein predicted by gensc--- AT1G22870 1.13 0.17 1.73 0.128188 0.268229 -5.93
267357_at putative nematode-resistance protein  HSPRO2 AT2G40000 1.42 0.51 1.73 0.128281 0.268399 -5.93
256269_at transcription factor HBP-1B-like nearly TGA6 AT3G12250 1.13 0.18 1.73 0.128303 0.26842 -5.93
265392_at lipoic acid synthase (LIP1)  ; supportedLIP1 AT2G20860 -1.13 -0.18 -1.73 0.128365 0.268526 -5.93
266637_at hypothetical protein  ;supported by full-BRXL1 AT2G35600 -1.25 -0.32 -1.73 0.128562 0.268913 -5.94
257620_at hypothetical protein predicted by gene --- AT3G24850 -1.17 -0.22 -1.73 0.12859 0.268946 -5.94
249418_at  putative protein predicted protein, Ara --- AT5G39785 1.12 0.17 1.73 0.128605 0.268954 -5.94
250846_at sulphite reductase  ; supported by cDNSIR AT5G04590 1.30 0.38 1.73 0.128664 0.269052 -5.94
266695_at putative CCCH-type zinc finger protein --- AT2G19810 -1.39 -0.48 -1.73 0.128676 0.269053 -5.94
258772_at putative ubiquinol-cytochrome C reduc--- AT3G10860 1.18 0.24 1.73 0.128704 0.269087 -5.94
266121_at unknown protein  ; supported by cDNA--- AT2G02160 1.20 0.26 1.73 0.12877 0.269199 -5.94
266528_at putative disease resistance protein --- AT2G16870 1.12 0.16 1.73 0.128811 0.269261 -5.94
267011_at unknown protein --- AT2G39230 1.20 0.27 1.73 0.128838 0.269293 -5.94
257599_at  60S ribosomal protein, putative simila --- AT3G24830 -1.35 -0.44 -1.73 0.12893 0.269447 -5.94
263945_at hypothetical protein predicted by genef--- AT2G36030 1.20 0.26 1.73 0.128935 0.269447 -5.94
256402_at hypothetical protein  ; supported by cD--- AT3G06130 -1.34 -0.42 -1.73 0.129026 0.269611 -5.94
261305_at  glutamine synthetase, putative similar GLN1;5 AT1G48470 -1.12 -0.16 -1.73 0.129037 0.269611 -5.94
251469_at  putative protein strictosidine synthase --- AT3G59530 -1.13 -0.18 -1.73 0.129061 0.269611 -5.94



249764_at septum site-determining MinD (dbj|BAAMIND AT5G24020 -1.19 -0.25 -1.73 0.129061 0.269611 -5.94
253887_at  putative protein isp4 protein, SchizosaOPT6 AT4G27730 -1.39 -0.48 -1.73 0.12914 0.269752 -5.94
245476_at hypothetical protein --- AT4G16090 1.15 0.21 1.73 0.129172 0.269792 -5.94
253445_at  putative protein pAFD103 mRNA, Mal --- AT4G32605 / 1.17 0.22 1.73 0.129205 0.269837 -5.94
253494_at putative protein --- AT4G31830 -1.15 -0.20 -1.73 0.129239 0.269883 -5.94
245596_at hypothetical protein AtPRD1 AT4G14180 -1.15 -0.20 -1.73 0.129305 0.269996 -5.94
260656_at hypothetical protein predicted by gene --- AT1G19380 -1.69 -0.76 -1.73 0.129322 0.270007 -5.94
264665_at  unknown protein ESTs gb|H37208,gb --- AT1G09660 -1.18 -0.24 -1.73 0.129383 0.27011 -5.94
264001_at putative peroxidase  ;supported by full---- AT2G22420 -1.31 -0.39 -1.73 0.12944 0.270204 -5.94
267328_at putative receptor-like protein kinase --- AT2G19230 -1.17 -0.23 -1.73 0.129481 0.270265 -5.94
AFFX-r2-BsB. subtilis /GEN=lys /DB_XREF=gb:X1--- --- -1.41 -0.50 -1.73 0.129611 0.270511 -5.94
262625_at hypothetical protein predicted by gene --- AT1G06440 1.12 0.17 1.73 0.129647 0.270563 -5.94
263633_at putative SCARECROW gene regulatorSCL21 AT2G04890 -1.18 -0.24 -1.73 0.12966 0.270565 -5.94
260818_at unknown protein --- AT1G06890 -1.11 -0.16 -1.73 0.129704 0.270632 -5.94
262508_at  serine/threonine kinase, putative simil --- AT1G11300 -1.38 -0.47 -1.73 0.129742 0.270687 -5.95
256333_at Sm-like protein contains Pfam profile: P--- AT1G76860 1.25 0.32 1.73 0.129783 0.270708 -5.95
246918_at  putative protein hypothetical protein F --- AT5G25340 -1.19 -0.25 -1.73 0.1298 0.270708 -5.95
246287_at unknown protein --- AT1G31870 1.15 0.20 1.73 0.129795 0.270708 -5.95
267323_at unknown protein --- AT2G19340 -1.15 -0.20 -1.73 0.129766 0.270708 -5.95
262563_at  somatic embryogenesis receptor-like kSERK2 AT1G34210 1.19 0.25 1.73 0.129821 0.270728 -5.95
260458_at unknown protein --- AT1G68250 -1.14 -0.19 -1.73 0.129855 0.270774 -5.95
259313_at hypothetical protein predicted by gensc--- AT3G05090 1.17 0.23 1.73 0.129883 0.270791 -5.95
252175_at  zinc finger protein zinc finger protein I AtIDD2 AT3G50700 -1.12 -0.16 -1.73 0.129891 0.270791 -5.95
267417_at putative RING zinc finger protein --- AT2G34990 1.13 0.17 1.73 0.129899 0.270791 -5.95
258832_at putative protein kinase similar to APK1--- AT3G07070 -1.16 -0.21 -1.72 0.12999 0.270931 -5.95
266212_at putative retroelement pol polyprotein --- --- -1.19 -0.25 -1.72 0.129989 0.270931 -5.95
261904_at unknown protein contains similarity to a--- AT1G65040 1.12 0.16 1.72 0.130014 0.270931 -5.95
263837_at unknown protein --- AT2G04500 -1.11 -0.15 -1.72 0.130013 0.270931 -5.95
246860_at  putative protein various predicted prot --- AT5G25840 -1.45 -0.54 -1.72 0.130114 0.271116 -5.95
251319_at  putative protein POSSIBLE APOSPOR--- AT3G61610 -1.22 -0.28 -1.72 0.130136 0.271137 -5.95
267476_at putative pectate lyase --- AT2G02720 1.14 0.19 1.72 0.13018 0.271203 -5.95
259341_at unknown protein similar to hypothetica ATBPM4 AT3G03740 1.13 0.18 1.72 0.130194 0.271207 -5.95
260907_at hypothetical protein predicted by gensc--- AT1G02570 -1.13 -0.18 -1.72 0.130207 0.271211 -5.95
258786_at putative syntaxin contains Pfam profileSYP121 AT3G11820 1.36 0.45 1.72 0.130235 0.271219 -5.95
259049_at unknown protein --- AT3G03370 -1.19 -0.25 -1.72 0.13023 0.271219 -5.95



253400_at  putative protein unknown protein T02O--- AT4G32860 1.13 0.17 1.72 0.130271 0.271269 -5.95
248937_at putative protein contains similarity to u AtRLP55 AT5G45770 1.22 0.29 1.72 0.130338 0.271384 -5.95
248147_at putative protein contains similarity to p ATRBP45A AT5G54900 1.15 0.20 1.72 0.130441 0.271548 -5.95
257406_at  hypothetical protein predicted by gene--- AT1G27060 -1.19 -0.25 -1.72 0.130431 0.271548 -5.95
254661_at  unknown protein multidrug resistance --- AT4G18260 -1.16 -0.21 -1.72 0.130464 0.271571 -5.95
246372_at hypothetical protein predicted by gene --- AT1G51900 1.14 0.19 1.72 0.130496 0.271613 -5.95
253676_at  cytidine deaminase - like protein cytid --- AT4G29570 -1.18 -0.24 -1.72 0.130556 0.271713 -5.95
256994_s_  limonene cyclase, putative similar to li ATTPS-CIN AT3G25820 / -1.14 -0.19 -1.72 0.13059 0.27176 -5.95
247457_at  putative protein various predicted prot --- AT5G62170 1.13 0.18 1.72 0.13063 0.271819 -5.95
261490_at  tumor suppressor, putative similar to t SAC52 AT1G14320 1.21 0.27 1.72 0.130657 0.271829 -5.95
249243_s_ beta-glucosidase BGLU13 AT5G42260 / -1.13 -0.17 -1.72 0.130659 0.271829 -5.95
248863_at zinc finger protein Glo3-like AGD9 AT5G46750 -1.13 -0.17 -1.72 0.13068 0.271848 -5.95
258510_at hypothetical protein predicted by gene --- AT3G06600 -1.16 -0.22 -1.72 0.13072 0.271904 -5.95
250783_at cytochrome P450  ; supported by cDNACYP79A2 AT5G05260 1.17 0.22 1.72 0.130731 0.271904 -5.95
260363_at unknown protein similar to hypothetica --- AT1G70550 -1.19 -0.25 -1.72 0.130771 0.271962 -5.95
258538_at putative tRNA pseudouridine synthase --- AT3G06950 -1.14 -0.18 -1.72 0.130935 0.272264 -5.95
255471_at  putative oxidoreductase similar to A. t AOP3 AT4G03050 -1.15 -0.20 -1.72 0.130952 0.272264 -5.95
264182_at  MADS-box protein, putative similar to AGL23 AT1G65360 -1.13 -0.18 -1.72 0.130945 0.272264 -5.95
259321_at unknown protein GAUT13 AT3G01040 -1.20 -0.27 -1.72 0.13107 0.272471 -5.95
247220_at cdc2-like protein kinase  ; supported byCDKC2 AT5G64960 1.15 0.20 1.72 0.131075 0.272471 -5.95
254088_at  putative protein snurportin1 m3G-cap---- AT4G24880 1.21 0.28 1.72 0.131105 0.272501 -5.95
262253_s_ unknown protein contains similarity to t--- AT1G53880 / 1.16 0.22 1.72 0.131113 0.272501 -5.96
250152_at  putative protein predicted proteins, Ara--- AT5G15120 -1.13 -0.18 -1.72 0.131133 0.272516 -5.96
257059_at unknown protein  ; supported by cDNA--- AT3G15280 -1.13 -0.18 -1.72 0.13116 0.272548 -5.96
250968_at putative protein  ;supported by full-leng--- AT5G02890 -1.38 -0.46 -1.72 0.131207 0.272622 -5.96
257115_at kinesin-like protein contains Pfam prof --- AT3G20150 -1.15 -0.20 -1.72 0.131233 0.272641 -5.96
262217_at hypothetical protein predicted by gene --- AT1G74770 -1.11 -0.15 -1.72 0.13124 0.272641 -5.96
249318_at uridine kinase-like protein AtUK/UPRT1AT5G40870 -1.15 -0.20 -1.72 0.131287 0.272712 -5.96
251185_at  60S RIBOSOMAL PROTEIN L7A prot --- AT3G62870 -1.20 -0.26 -1.72 0.131328 0.272773 -5.96
266015_at putative carbonyl reductase --- AT2G24190 -1.17 -0.22 -1.72 0.131408 0.272915 -5.96
250685_at kinesin heavy chain-like protein --- AT5G06670 -1.11 -0.15 -1.72 0.131483 0.273046 -5.96
265508_at hypothetical protein predicted by gensc--- AT2G15930 1.12 0.16 1.72 0.131508 0.273072 -5.96
251564_at myosin heavy chain MYA3 XIJ AT3G58160 -1.16 -0.21 -1.72 0.131532 0.273096 -5.96
259985_at unknown protein  ; supported by cDNA--- AT1G76620 -1.14 -0.19 -1.72 0.131554 0.273117 -5.96
259468_at unknown protein TTN10 AT1G19080 / 1.17 0.23 1.72 0.131588 0.273163 -5.96



259949_at hypothetical protein predicted by gensc--- AT1G71420 1.16 0.21 1.72 0.131627 0.273195 -5.96
254324_at  putative protein various predicted prot --- AT4G22640 -1.19 -0.25 -1.72 0.131621 0.273195 -5.96
266265_at putative tropinone reductase  ; support --- AT2G29340 1.25 0.32 1.72 0.131661 0.273241 -5.96
247366_at putative protein contains similarity to z --- AT5G63260 -1.18 -0.24 -1.72 0.131708 0.273311 -5.96
264888_at hypothetical protein --- AT1G23070 -1.15 -0.20 -1.72 0.131731 0.273311 -5.96
248572_at unknown protein --- AT5G49800 -1.15 -0.20 -1.72 0.131723 0.273311 -5.96
245507_at hypothetical protein --- AT4G15710 -1.20 -0.26 -1.71 0.131783 0.273395 -5.96
248514_s_ unknown protein --- AT5G50510 / -1.13 -0.17 -1.71 0.131817 0.273423 -5.96
257957_at  wall-associated serine/threonine kinas--- AT3G25490 1.22 0.28 1.71 0.131821 0.273423 -5.96
251332_at  putative protein putative protein At2g4--- AT3G61670 1.22 0.29 1.71 0.131841 0.273441 -5.96
251331_s_ tubulin gamma-1 chain TUBG1 AT3G61650 / -1.41 -0.50 -1.71 0.131877 0.273489 -5.96
245618_at hypothetical protein --- AT4G14510 1.18 0.23 1.71 0.131948 0.273609 -5.96
264552_at hypothetical protein predicted by gensc--- AT1G09470 -1.24 -0.31 -1.71 0.131959 0.273609 -5.96
262755_at unknown protein --- AT1G16360 -1.15 -0.20 -1.71 0.131983 0.273634 -5.96
247016_at putative protein contains similarity to s --- AT5G66970 1.16 0.21 1.71 0.132011 0.273668 -5.96
260525_at putative pre-mRNA splicing factor RNA--- AT2G47250 -1.13 -0.18 -1.71 0.132026 0.273674 -5.96
256036_at  fructose-2,6-bisphosphatase, putative F2KP AT1G07110 -1.15 -0.20 -1.71 0.132086 0.273775 -5.96
258883_at  unknown protein predicted by genscan--- AT3G09970 1.16 0.22 1.71 0.132171 0.273926 -5.96
250299_at  putative esterase - like protein cinI pro--- AT5G11910 1.15 0.20 1.71 0.132263 0.274091 -5.96
245938_at  putative protein protein phosphatase-1--- AT5G19680 1.20 0.27 1.71 0.132301 0.274142 -5.96
251897_at  RING finger - like protein DNA-binding--- AT3G54360 1.18 0.24 1.71 0.132312 0.274142 -5.96
257681_at hypothetical protein predicted by gene --- AT3G13370 -1.11 -0.16 -1.71 0.132405 0.27431 -5.96
253104_at  thaumatin-like protein thaumatin-like p--- AT4G36010 1.61 0.69 1.71 0.132424 0.274325 -5.96
247089_at dimethyladenosine transferase-like pro--- AT5G66360 1.17 0.22 1.71 0.132447 0.274347 -5.96
267422_at putative protein kinase contains a prote--- AT2G35050 -1.12 -0.17 -1.71 0.132477 0.274385 -5.96
251724_at putative protein --- AT3G56250 -1.15 -0.20 -1.71 0.132537 0.274484 -5.97
250381_at  putative protein various predicted prot --- AT5G11610 1.29 0.37 1.71 0.132606 0.274603 -5.97
248816_at prematurely terminated mRNA decay f LBA1 AT5G47010 1.13 0.18 1.71 0.132664 0.274673 -5.97
264765_at  receptor kinase, putative similar to rec--- AT1G61430 1.16 0.22 1.71 0.132658 0.274673 -5.97
250887_at putative protein --- --- -1.16 -0.21 -1.71 0.13271 0.274742 -5.97
253477_at L-ascorbate peroxidase - like protein v APX6 AT4G32320 1.29 0.36 1.71 0.132783 0.274845 -5.97
260240_at putative tRNA isopentenyl transferase ATIPT1 AT1G68460 -1.13 -0.17 -1.71 0.132781 0.274845 -5.97
265639_at putative reverse transcriptase --- --- 1.14 0.19 1.71 0.132804 0.274862 -5.97
246382_at hypothetical protein --- --- -1.17 -0.23 -1.71 0.132854 0.27494 -5.97
256045_at  MAP3K gamma protein kinase, putativMAPKKK13 AT1G07150 1.16 0.22 1.71 0.132884 0.274953 -5.97



255053_at  putative protein RNA helicase -Mus m--- AT4G09730 -1.41 -0.49 -1.71 0.13288 0.274953 -5.97
248464_at putative protein similar to unknown pro--- AT5G51160 1.21 0.27 1.71 0.132977 0.27512 -5.97
246021_at  ascorbate oxidase-like protein ascorba--- AT5G21100 1.25 0.32 1.71 0.13301 0.275125 -5.97
246038_s_  putative protein thiamin pyrophosphokatnudt20 AT5G19460 / -1.20 -0.27 -1.71 0.133027 0.275125 -5.97
250874_at putative protein --- AT5G04010 -1.16 -0.22 -1.71 0.133028 0.275125 -5.97
259335_s_ unknown protein similar to unknown pr --- AT3G03930 / -1.19 -0.25 -1.71 0.133013 0.275125 -5.97
264345_at Expressed protein ; supported by cDNA--- AT1G11915 1.19 0.25 1.71 0.133142 0.275338 -5.97
246529_at serine/threonine-specific protein kinase--- AT5G15730 1.36 0.45 1.71 0.133179 0.275388 -5.97
265951_at hypothetical protein predicted by genefOFP7 AT2G18500 -1.25 -0.33 -1.71 0.133228 0.275465 -5.97
255377_at hypothetical protein --- AT4G03500 1.17 0.22 1.71 0.133312 0.275614 -5.97
257221_at  MYB family transcription factor (GL1) ATMYB0 AT3G27920 -1.19 -0.26 -1.71 0.133333 0.275618 -5.97
265994_at putative multispanning membrane prot --- AT2G24170 -1.34 -0.43 -1.71 0.133338 0.275618 -5.97
260164_at putative D-isomer specific 2-hydroxyac--- AT1G79870 -1.14 -0.19 -1.71 0.133393 0.275706 -5.97
265322_at hypothetical protein predicted by gensc--- AT2G18270 -1.12 -0.16 -1.71 0.133456 0.275812 -5.97
262292_at hypothetical protein similar to hypothet --- AT1G27595 1.16 0.21 1.71 0.133504 0.275886 -5.97
254123_at  Bnm1 like protein pollen-specific proteAPPB1 AT4G24640 -1.15 -0.20 -1.71 0.133561 0.275978 -5.97
249368_at  putative protein predicted proteins, Ara--- AT5G40640 1.20 0.26 1.71 0.133604 0.276042 -5.97
254326_at  putative protein AIR1, Arabidopsis tha--- AT4G22610 -1.15 -0.21 -1.71 0.13364 0.276067 -5.97
258454_at putative 40S ribosomal protein S10 simRPS10 AT3G22300 -1.21 -0.28 -1.71 0.133639 0.276067 -5.97
265811_at unknown protein possibly related to thyEDA2 AT2G18080 1.14 0.19 1.70 0.133695 0.276156 -5.97
247680_s_  glycine-rich protein - like glycine-rich p--- AT1G61210 / -1.15 -0.20 -1.70 0.13373 0.276203 -5.97
251106_at  putative protein peroxisomal Ca-depe --- AT5G01500 1.61 0.69 1.70 0.133764 0.276249 -5.97
250418_at  putative protein predicted proteins, Ho--- AT5G11240 1.31 0.39 1.70 0.133821 0.276341 -5.97
252709_at  putative protein predicted proteins, Ara--- AT3G43840 -1.11 -0.15 -1.70 0.133879 0.27641 -5.97
256213_at  protein kinase, putative contains Pfam--- AT1G50990 1.16 0.21 1.70 0.133869 0.27641 -5.97
249482_at putative protein  ;supported by full-leng--- AT5G38980 1.38 0.47 1.70 0.133924 0.276478 -5.98
255345_at putative aspartic protease  ; supported --- AT4G04460 1.64 0.71 1.70 0.13395 0.276506 -5.98
249924_at kinase associated protein phosphataseKAPP AT5G19280 1.18 0.24 1.70 0.134011 0.276588 -5.98
264038_at putative ubiquinone biosynthesis prote --- AT2G03690 -1.19 -0.25 -1.70 0.134014 0.276588 -5.98
254933_at  putative RNA-directed RNA polymerasRDR2 AT4G11130 -1.18 -0.24 -1.70 0.134133 0.276778 -5.98
246168_at  meristem protein - like reproductive m --- AT5G32460 1.23 0.30 1.70 0.134142 0.276778 -5.98
245969_at  putative protein nuclear gene for chlor --- AT5G19830 -1.28 -0.35 -1.70 0.134139 0.276778 -5.98
264576_at unknown protein Similar to Arabidopsis--- AT1G05360 1.14 0.19 1.70 0.134229 0.276932 -5.98
246169_at  putative protein predicted protein, Hae--- AT5G32470 -1.16 -0.21 -1.70 0.134267 0.276935 -5.98
256364_at  wrky-type DNA binding protein, putativWRKY67 AT1G66550 1.16 0.22 1.70 0.134256 0.276935 -5.98



249557_at receptor serine/threonine kinase PR5KPR5K AT5G38280 1.28 0.36 1.70 0.134246 0.276935 -5.98
256063_at Expressed protein ; supported by full-leSTN1 AT1G07130 1.16 0.21 1.70 0.134298 0.276974 -5.98
251583_at putative protein several hypothetical pr--- AT3G58590 1.22 0.29 1.70 0.134455 0.277188 -5.98
246632_at hypothetical protein similar to putative --- AT1G29710 1.15 0.21 1.70 0.134435 0.277188 -5.98
260463_at DNA helicase isolog RECQ4A AT1G10930 -1.12 -0.16 -1.70 0.13444 0.277188 -5.98
260937_at hypothetical protein contains similarity --- AT1G45160 1.12 0.16 1.70 0.134462 0.277188 -5.98
261831_at  ADP-ribosylation factor, putative similaATARFA1F AT1G10630 -1.22 -0.28 -1.70 0.134462 0.277188 -5.98
250681_at unknown protein --- AT5G06590 -1.12 -0.17 -1.70 0.134489 0.277217 -5.98
245508_at hypothetical protein --- AT4G15720 -1.12 -0.16 -1.70 0.134506 0.277228 -5.98
256987_at hypothetical protein predicted by gene --- AT3G28560 -1.13 -0.18 -1.70 0.134537 0.277266 -5.98
255515_at  putative pistil-specific protein similar to--- AT4G02250 -1.13 -0.17 -1.70 0.134561 0.277292 -5.98
256054_at unknown protein --- AT1G07120 -1.11 -0.15 -1.70 0.134576 0.277296 -5.98
257528_at hypothetical protein predicted by genef--- AT3G02125 -1.13 -0.18 -1.70 0.134618 0.277358 -5.98
253419_at  putative protein predicted proteins, Ara--- AT4G32780 -1.17 -0.22 -1.70 0.134637 0.277372 -5.98
253566_at DNA topoisomerase like- protein Bacill --- AT4G31210 1.46 0.54 1.70 0.134662 0.277398 -5.98
262115_at Expressed protein ; supported by full-le--- AT1G02813 -1.14 -0.20 -1.70 0.134912 0.277864 -5.98
251591_at  carboxyl terminal protease - like prote --- AT3G57680 1.28 0.36 1.70 0.134909 0.277864 -5.98
256681_at unknown protein ; supported by cDNA:SPP2 AT3G52340 -1.51 -0.59 -1.70 0.134943 0.277902 -5.98
256783_at  casein kinase, putative similar to case--- AT3G13670 1.12 0.16 1.70 0.134965 0.277913 -5.98
260475_at Serine carboxypeptidase isolog scpl31 AT1G11080 1.33 0.42 1.70 0.134973 0.277913 -5.98
267396_at hypothetical protein predicted by grail a--- AT2G44270 1.18 0.24 1.70 0.134995 0.277934 -5.98
253005_at hypothetical protein  ;supported by full---- AT4G38100 1.24 0.31 1.70 0.135046 0.277989 -5.98
262136_at  auxin response factor, putative similarARF17 AT1G77850 -1.13 -0.18 -1.70 0.135044 0.277989 -5.98
262464_at hypothetical protein contains similarity --- AT1G50280 -1.28 -0.35 -1.70 0.135101 0.278077 -5.98
257843_at  hypothetical protein predicted by gene--- --- -1.12 -0.17 -1.70 0.13512 0.278091 -5.98
259125_at unknown protein Pfam HMM hit: Regu --- AT3G02300 -1.12 -0.17 -1.70 0.135187 0.278203 -5.98
254824_s_  origin recognition complex subunit 1 -lORC1B AT4G12620 / -1.21 -0.27 -1.70 0.135407 0.278632 -5.99
267557_at unknown protein  ; supported by cDNAKRP4 AT2G32710 1.19 0.25 1.70 0.135441 0.278677 -5.99
254147_at  putative protein similarity Human mRN--- AT4G24270 1.25 0.32 1.70 0.135495 0.278763 -5.99
246010_at  putative protein predicted proteins, Ara--- AT5G08440 1.12 0.16 1.70 0.135558 0.278867 -5.99
263712_at Expressed protein ; supported by full-leNFD6 AT2G20585 1.22 0.29 1.70 0.135572 0.278871 -5.99
265619_at hypothetical protein --- AT2G27320 1.19 0.25 1.69 0.135775 0.279263 -5.99
255925_at unknown protein ;supported by full-leng--- AT1G22200 1.19 0.25 1.69 0.135793 0.279275 -5.99
246243_at trichohyalin like protein --- AT4G36520 1.12 0.16 1.69 0.135869 0.279382 -5.99
257738_at  40S ribosomal subunit protein S21, pu--- AT3G27450 -1.12 -0.16 -1.69 0.135858 0.279382 -5.99



247891_at GTP binding protein-like --- AT5G57960 -1.14 -0.19 -1.69 0.135884 0.279387 -5.99
250000_at  putative protein PGPD14 - Petunia x h--- AT5G18650 -1.20 -0.27 -1.69 0.135905 0.279404 -5.99
264890_at unknown protein --- AT1G23180 -1.21 -0.27 -1.69 0.135953 0.279478 -5.99
258761_at unknown protein --- AT3G10760 -1.23 -0.30 -1.69 0.136007 0.279563 -5.99
257641_s_ hypothetical protein AOC1 AT3G25760 / -1.30 -0.38 -1.69 0.136023 0.279571 -5.99
245697_at latex-abundant protein - like ;supportedAtMC9 AT5G04200 1.85 0.89 1.69 0.136059 0.279621 -5.99
254946_at  putative protein proline-rich protein, B --- AT4G10950 -1.14 -0.19 -1.69 0.136108 0.279684 -5.99
245829_at hypothetical protein predicted by gene --- AT1G57780 -1.15 -0.20 -1.69 0.136114 0.279684 -5.99
246727_at  major latex protein homolog - like majo--- AT5G28010 -1.20 -0.26 -1.69 0.136206 0.279802 -5.99
254423_at  Lsd1 like protein zinc-finger protein LsLOL2 AT4G21610 1.19 0.26 1.69 0.136209 0.279802 -5.99
255905_at  tonoplast intrinsic protein, putative simBETA-TIP AT1G17810 -1.27 -0.34 -1.69 0.136205 0.279802 -5.99
262715_at putative myb-related transcription factoMYB58 AT1G16490 -1.11 -0.15 -1.69 0.136256 0.279851 -5.99
262502_at unknown protein similar to hypothetica PTAC6 AT1G21600 -1.14 -0.19 -1.69 0.136257 0.279851 -5.99
266389_s_ unknown protein --- AT2G31580 / 1.13 0.17 1.69 0.136272 0.279856 -5.99
251378_at putative protein --- AT3G60660 -1.14 -0.19 -1.69 0.136355 0.280002 -5.99
267627_at putative ATP-dependent RNA helicase--- AT2G42270 1.29 0.37 1.69 0.136421 0.280112 -5.99
254407_at  receptor kinase - like protein receptor---- AT4G21370 1.15 0.20 1.69 0.136474 0.280196 -5.99
252218_at putative protein some putative proteins--- AT3G50150 1.14 0.18 1.69 0.136595 0.280419 -5.99
260291_at putative protein kinase similar to MAP3YDA AT1G63700 -1.11 -0.15 -1.69 0.136831 0.280878 -6.00
246119_at  ankyrin-repeat protein patsas protein -TIP1 AT5G20350 1.17 0.23 1.69 0.136966 0.28113 -6.00
249967_at putative protein --- AT5G19050 1.15 0.20 1.69 0.136994 0.281136 -6.00
253907_at  putative protein dihydrokaempferol 4-r--- AT4G27250 1.20 0.26 1.69 0.136985 0.281136 -6.00
251509_at  pectinesterase precursor-like protein p--- AT3G59010 -1.46 -0.54 -1.69 0.137034 0.281192 -6.00
262282_at hypothetical protein predicted by gensc--- AT1G68610 1.17 0.22 1.69 0.137061 0.281224 -6.00
250676_at harpin-induced protein-like  ; supportedNHL3 AT5G06320 1.26 0.33 1.69 0.137168 0.281417 -6.00
246195_at  E2, ubiquitin-conjugating enzyme 17 ( UBC17 AT4G36410 -1.73 -0.79 -1.69 0.137224 0.281507 -6.00
252091_at  putative protein NADH dehydrogenase--- AT3G51390 -1.12 -0.17 -1.69 0.137301 0.28164 -6.00
247975_at putative protein similar to unknown pro--- AT5G56800 -1.12 -0.16 -1.69 0.137321 0.281655 -6.00
262919_at unknown protein ; supported by cDNA:--- AT1G79380 1.20 0.27 1.69 0.137381 0.28174 -6.00
263919_at unknown protein  ;supported by full-len--- AT2G36470 -1.55 -0.64 -1.69 0.137387 0.28174 -6.00
245625_at transport protein --- AT4G14160 1.14 0.19 1.69 0.137523 0.281994 -6.00
247477_at  putative protein 21K protein precursor --- AT5G62340 -1.21 -0.27 -1.69 0.137577 0.28208 -6.00
259347_at putative GAR1 protein similar to GB:P2--- AT3G03920 -1.14 -0.18 -1.68 0.137683 0.282247 -6.00
258807_at transfactor-like similar to transfactor G --- AT3G04030 1.26 0.33 1.68 0.137683 0.282247 -6.00
264005_at unknown protein  ; supported by cDNAAGP2 AT2G22470 2.11 1.07 1.68 0.137716 0.282288 -6.00



260126_at putative hydroxymethyltransferase simSHM7 AT1G36370 -1.24 -0.31 -1.68 0.137777 0.282388 -6.00
259036_at putative laccase similar to laccase GB:LAC7 AT3G09220 1.12 0.17 1.68 0.137804 0.282418 -6.00
247653_at  transcriptional coactivator - like protein--- AT5G59950 1.13 0.17 1.68 0.137823 0.282432 -6.00
258052_at putative hydrolase predicted by genem--- AT3G16190 1.16 0.22 1.68 0.137863 0.282488 -6.00
258591_at hypothetical protein  ; supported by ful --- AT3G04360 1.13 0.18 1.68 0.13792 0.282579 -6.00
252813_at putative protein several hypothetical pr--- --- 1.13 0.18 1.68 0.137943 0.282586 -6.00
252814_at putative protein several hypothetical pr--- --- 1.15 0.20 1.68 0.137948 0.282586 -6.00
246907_at  AtBgamma - like protein B' regulatory --- AT5G25510 -1.18 -0.23 -1.68 0.137974 0.282615 -6.00
254888_at  putative protein predicted protein, Ara --- AT4G11780 -1.14 -0.19 -1.68 0.138009 0.282646 -6.00
263474_at hypothetical protein predicted by gensc--- AT2G31725 -1.19 -0.25 -1.68 0.138014 0.282646 -6.00
266985_at putative geranylgeranyl transferase typPGGT-I AT2G39550 1.17 0.23 1.68 0.138032 0.282656 -6.00
260873_at hypothetical protein predicted by gensc--- AT1G21580 1.12 0.16 1.68 0.138055 0.282677 -6.00
252789_s_ hypothetical protein  ; supported by ful --- AT1G21930 / -1.12 -0.17 -1.68 0.138082 0.282709 -6.00
263276_at putative cytochrome P450 CYP705A13 AT2G14100 1.14 0.19 1.68 0.138097 0.282714 -6.00
267580_at unknown protein --- AT2G41990 -1.17 -0.23 -1.68 0.138153 0.282803 -6.00
250202_at putative protein similar to unknown pro--- AT5G13970 -1.16 -0.22 -1.68 0.138187 0.282848 -6.00
252533_at  putative protein predicted proteins, Ara--- AT3G46110 1.47 0.55 1.68 0.138308 0.283069 -6.01
248784_at putative protein similar to unknown pro--- AT5G47380 -1.23 -0.29 -1.68 0.138419 0.283221 -6.01
264303_s_  E2, ubiquitin-conjugating enzyme, put UBC35 AT1G16890 / 1.14 0.19 1.68 0.138397 0.283221 -6.01
264683_at unknown protein similar to putative ino FRA3 AT1G65580 1.12 0.16 1.68 0.138413 0.283221 -6.01
265838_at putative spliceosome associated prote --- AT2G14550 -1.13 -0.17 -1.68 0.138488 0.283336 -6.01
246652_at  extensin -like protein extensin, soybea--- AT5G35190 -1.13 -0.18 -1.68 0.13852 0.283376 -6.01
265023_at unknown protein weak similarity to C3H--- AT1G24440 1.20 0.26 1.68 0.138599 0.283511 -6.01
248731_at phosphoribosylanthranilate transferase--- AT5G48060 -1.16 -0.22 -1.68 0.138685 0.283663 -6.01
245490_at hypothetical protein LDL3 AT4G16310 1.16 0.22 1.68 0.138734 0.283736 -6.01
251437_at  putative protein hypothetical protein A --- AT3G59910 1.12 0.17 1.68 0.138856 0.283962 -6.01
263384_at hypothetical protein predicted by gensc--- AT2G40130 -1.16 -0.22 -1.68 0.138908 0.284035 -6.01
266336_at putative Fe(II)  transporter identical to GZIP3 AT2G32270 -1.18 -0.24 -1.68 0.138942 0.284035 -6.01
260988_at  MAP3K alpha protein kinase, putative MAP3KA AT1G53570 -1.23 -0.30 -1.68 0.138935 0.284035 -6.01
245104_at hypothetical protein predicted by genef--- AT2G41600 -1.13 -0.18 -1.68 0.138926 0.284035 -6.01
261336_at unknown protein ;supported by full-leng--- AT1G44790 -1.23 -0.30 -1.68 0.138968 0.284037 -6.01
262100_s_ hypothetical protein similar to hypothet --- AT1G59550 / 1.19 0.26 1.68 0.138963 0.284037 -6.01
245140_at unknown protein predicted by genefindLBD18 AT2G45420 -1.12 -0.17 -1.68 0.139007 0.284066 -6.01
264934_at hypothetical protein predicted by gensc--- AT1G61090 -1.14 -0.18 -1.68 0.138998 0.284066 -6.01
258150_at hypothetical protein  ;supported by full---- AT3G18160 -1.31 -0.39 -1.68 0.139056 0.28413 -6.01



267154_at glutathione S-transferase identical to GGSTF10 AT2G30870 1.51 0.60 1.68 0.139063 0.28413 -6.01
248038_at unknown protein --- AT5G55980 -1.13 -0.18 -1.68 0.139091 0.284162 -6.01
258892_at unknown protein --- AT3G05670 -1.13 -0.18 -1.68 0.13916 0.284251 -6.01
249021_at putative protein similar to unknown pro--- AT5G44820 1.25 0.32 1.68 0.13915 0.284251 -6.01
254559_at  putative protein glycine/proline-rich pro--- AT4G19200 -1.22 -0.29 -1.68 0.139193 0.284294 -6.01
262965_at hypothetical protein predicted by gene --- AT1G54310 -1.20 -0.27 -1.68 0.139249 0.284383 -6.01
248334_s_ unknown protein  ; supported by cDNA--- AT5G52370 / -1.27 -0.34 -1.68 0.139266 0.284392 -6.01
248665_at Expressed protein ; supported by full-le--- AT5G48655 1.12 0.16 1.68 0.139343 0.284523 -6.01
257882_at hypothetical protein predicted by gene --- AT3G16930 -1.15 -0.21 -1.68 0.139376 0.284566 -6.01
255987_s_  putative protein predicted proteins, Ara--- AT5G35050 -1.12 -0.16 -1.68 0.139416 0.284622 -6.01
257427_at hypothetical protein predicted by gene --- AT1G79060 -1.25 -0.32 -1.68 0.139523 0.284814 -6.01
265836_at Mutator-like transposase similar to  MU--- --- -1.14 -0.19 -1.68 0.139565 0.284875 -6.01
250620_at embryo-specific protein 3 (ATS3)  ; supATS3 AT5G07190 1.13 0.18 1.67 0.139616 0.284954 -6.01
260401_at unknown protein similar to hypothetica --- AT1G69840 -1.18 -0.23 -1.67 0.139635 0.284963 -6.01
267037_at hypothetical protein  ; supported by cD--- AT2G38320 -1.15 -0.21 -1.67 0.139646 0.284963 -6.01
249501_s_  expansin-like protein expansin - PrunuATEXP26 AT5G39270 / -1.11 -0.15 -1.67 0.139733 0.285116 -6.02
264311_at hypothetical protein similar to hypothet --- AT1G70400 1.12 0.16 1.67 0.139827 0.285281 -6.02
263202_at  putative inositol 1,4,5-trisphosphate 5-5PTASE13 AT1G05630 -1.39 -0.47 -1.67 0.139858 0.285293 -6.02
257426_at hypothetical protein contains similarity --- AT1G54850 1.19 0.25 1.67 0.139851 0.285293 -6.02
248867_at bHLH transcription factor --- AT5G46830 -1.13 -0.18 -1.67 0.140154 0.285859 -6.02
245497_at hypothetical protein --- AT4G16460 1.16 0.21 1.67 0.14016 0.285859 -6.02
249353_at oleosin  ; supported by cDNA: gi_7252OLEO2 AT5G40420 -1.18 -0.24 -1.67 0.140182 0.285878 -6.02
263965_at putative retroelement pol polyprotein --- --- -1.14 -0.20 -1.67 0.140229 0.285949 -6.02
250176_at  putative protein cytochrome P450 CYPCYP724A1 AT5G14400 -1.20 -0.26 -1.67 0.140276 0.286019 -6.02
261232_at unknown protein ; supported by cDNA:--- AT1G20220 -1.14 -0.18 -1.67 0.140408 0.286214 -6.02
250882_at putative protein  ;supported by full-leng--- AT5G04000 -1.13 -0.18 -1.67 0.140409 0.286214 -6.02
254348_at  putative protein p47 - Homo sapiens,PPUX3 AT4G22150 -1.12 -0.17 -1.67 0.140388 0.286214 -6.02
251002_at  putative protein predicted proteins, Ara--- AT5G02680 1.12 0.16 1.67 0.140437 0.286245 -6.02
260316_at hypothetical protein similar to hypothet --- AT1G63810 1.18 0.24 1.67 0.140559 0.286468 -6.02
249822_at unknown protein --- AT5G23710 1.15 0.20 1.67 0.140654 0.286636 -6.02
263875_at unknown protein  ;supported by full-len 02-ספט AT2G21970 1.23 0.30 1.67 0.140776 0.286833 -6.02
250831_at unknown protein --- AT5G04920 1.13 0.18 1.67 0.140772 0.286833 -6.02
246546_at voltage-dependent anion-selective chaVDAC3 AT5G15090 1.21 0.28 1.67 0.140845 0.286948 -6.02
258457_at Expressed protein ; supported by full-leIGPD AT3G22425 -1.19 -0.25 -1.67 0.140928 0.287093 -6.02
255924_at unknown protein contains similarity to --- AT1G22170 -1.17 -0.23 -1.67 0.141007 0.287227 -6.02



263223_at  coatomer-like protein, epsilon subunit --- AT1G30630 -1.16 -0.21 -1.67 0.14118 0.287529 -6.02
248122_at unknown protein --- AT5G54700 -1.13 -0.18 -1.67 0.141176 0.287529 -6.02
263154_at Expressed protein ; supported by full-le--- AT1G54110 -1.17 -0.23 -1.67 0.141264 0.287674 -6.03
251841_at  putative protein CRP1, Zea mays, PIR--- AT3G54980 1.25 0.32 1.67 0.141331 0.287708 -6.03
245340_at elicitor like protein ; supported by full-le--- AT4G14420 1.22 0.29 1.67 0.141305 0.287708 -6.03
252846_at putative protein several pectin methyle --- AT3G42160 -1.11 -0.16 -1.67 0.141319 0.287708 -6.03
246013_at  vacuolar calcium binding protein - like --- AT5G10660 1.13 0.17 1.67 0.141327 0.287708 -6.03
265721_at putative ABC1 protein  identical to EGAATATH9 AT2G40090 1.21 0.27 1.67 0.141359 0.287738 -6.03
259239_at putative 40S ribosomal protein s14 sim--- AT3G11510 -1.42 -0.50 -1.67 0.141453 0.287824 -6.03
266061_at putative translation initiation factor eIF---- AT2G18720 1.15 0.20 1.67 0.141436 0.287824 -6.03
248959_at putative protein similar to unknown pro--- AT5G45630 1.42 0.51 1.67 0.141468 0.287824 -6.03
254420_at hypothetical protein --- AT4G21500 -1.19 -0.25 -1.67 0.141489 0.287824 -6.03
252749_at putative protein several hypothetical pr--- --- 1.14 0.19 1.67 0.141451 0.287824 -6.03
259907_at  GCN4-complementing protein, putativ AGD2 AT1G60860 -1.27 -0.34 -1.67 0.141482 0.287824 -6.03
248995_at disease resistance protein-like RRS1 AT5G45260 1.13 0.18 1.67 0.141478 0.287824 -6.03
248076_at unknown protein --- AT5G55750 -1.12 -0.16 -1.67 0.141552 0.287927 -6.03
261166_s_ Expressed protein ; supported by full-le--- AT1G34570 / 1.20 0.26 1.66 0.141586 0.28797 -6.03
258540_at hypothetical protein predicted by gensc--- AT3G06990 -1.14 -0.18 -1.66 0.141627 0.288002 -6.03
257702_at  CTP-synthetase, putative similar to CTemb2742 AT3G12670 -1.17 -0.22 -1.66 0.141619 0.288002 -6.03
264823_at putative serine/threonine protein phospBSU1 AT1G03445 -1.20 -0.27 -1.66 0.141674 0.288045 -6.03
256940_at unknown protein QQS AT3G30720 -1.17 -0.23 -1.66 0.141673 0.288045 -6.03
245943_at  putative protein permease family prote--- AT5G19500 -1.19 -0.25 -1.66 0.141713 0.2881 -6.03
263891_at putative glucan synthase GSL8 AT2G36850 -1.13 -0.18 -1.66 0.141726 0.2881 -6.03
259695_at hypothetical protein predicted by gene --- AT1G63170 -1.17 -0.22 -1.66 0.141873 0.288373 -6.03
266149_x_ En/Spm-like transposon protein related--- --- 1.14 0.19 1.66 0.141905 0.288409 -6.03
258411_at hypothetical protein predicted by genm--- AT3G17280 1.13 0.18 1.66 0.141916 0.288409 -6.03
260641_at hypothetical protein predicted by gensc--- AT1G53200 1.29 0.36 1.66 0.141945 0.288417 -6.03
261652_at  dimethyladenosine transferase, putativPFC1 AT1G01860 -1.16 -0.21 -1.66 0.141943 0.288417 -6.03
254389_s_ putative protein various predicted prote--- AT4G21903 / -1.39 -0.47 -1.66 0.141989 0.288454 -6.03
258341_at unknown protein similar to centromere --- AT3G22790 -1.53 -0.61 -1.66 0.14198 0.288454 -6.03
262520_at  putative polygalacturonase After first 2--- AT1G17150 1.17 0.23 1.66 0.142086 0.288627 -6.03
266243_at hypothetical protein predicted by gensc--- AT2G27750 1.12 0.17 1.66 0.1422 0.288831 -6.03
261009_at hypothetical protein similar to putative MES13 AT1G26360 1.16 0.22 1.66 0.142281 0.28897 -6.03
264437_at unknown protein EST gb|N65787 come--- AT1G27510 -1.15 -0.20 -1.66 0.142334 0.289026 -6.03
267067_at unknown protein --- AT2G41020 -1.20 -0.26 -1.66 0.142321 0.289026 -6.03



258825_at unknown protein --- AT3G07180 -1.12 -0.17 -1.66 0.142487 0.289311 -6.03
257077_at  PR-1 protein, putative similar to PR-1a--- AT3G19690 -1.21 -0.27 -1.66 0.142535 0.289383 -6.03
252797_at putative protein --- --- 1.20 0.27 1.66 0.142582 0.289453 -6.03
247023_at putative protein similar to unknown proHEC1 AT5G67060 -1.20 -0.26 -1.66 0.142638 0.289542 -6.03
252764_at  nucleic acid binding protein-like nucleiAL3 AT3G42790 1.14 0.19 1.66 0.142775 0.289794 -6.04
256553_at hypothetical protein contains similarity --- --- 1.14 0.19 1.66 0.142806 0.28983 -6.04
265911_at unknown protein  ;supported by full-len--- AT2G25670 1.12 0.16 1.66 0.142854 0.289902 -6.04
245728_at  steroid 22-alpha-hydroxylase, putative--- AT1G73340 -1.17 -0.23 -1.66 0.142884 0.289938 -6.04
253385_at  putative protein predicted protein, Cae--- AT4G32930 1.13 0.17 1.66 0.142911 0.289965 -6.04
252525_at putative protein hypothetical proteins --- AT3G46450 -1.14 -0.20 -1.66 0.142933 0.289984 -6.04
251245_at  putative protein phytochrome-associatPIL2 AT3G62090 -1.49 -0.58 -1.66 0.142968 0.290005 -6.04
251606_at hypothetical protein --- AT3G57840 1.18 0.24 1.66 0.14296 0.290005 -6.04
246334_at  putative protein serine kinase SRPK2,--- AT3G44850 1.22 0.29 1.66 0.143037 0.290118 -6.04
266431_at Mutator-like transposase similar to  MU--- --- -1.14 -0.19 -1.66 0.143059 0.290137 -6.04
250567_at hypothetical protein --- AT5G08090 -1.15 -0.21 -1.66 0.143077 0.290149 -6.04
250870_at hypothetical protein --- AT5G03920 -1.14 -0.19 -1.66 0.14317 0.290312 -6.04
267348_at unknown protein --- AT2G39960 -1.13 -0.17 -1.66 0.143342 0.290633 -6.04
256520_at hypothetical protein CYP96A14P AT1G66030 1.13 0.18 1.66 0.143359 0.290642 -6.04
252906_at  putative gamma-glutamyltransferase gGGT1 AT4G39640 1.28 0.35 1.66 0.143405 0.290685 -6.04
260468_at transcription factor RUSH-1alpha isolo --- AT1G11100 1.20 0.27 1.66 0.143405 0.290685 -6.04
250348_at putative protein --- AT5G11990 -1.17 -0.23 -1.66 0.143461 0.290773 -6.04
253511_at  putative protein Sly1 protein, rat, PIR2--- AT4G31740 1.13 0.18 1.66 0.143531 0.290861 -6.04
246844_at transcription factor ATMYB4  ; support ATMYB86 AT5G26660 1.17 0.22 1.66 0.143526 0.290861 -6.04
246951_at unknown protein --- AT5G04880 1.32 0.40 1.65 0.143641 0.291048 -6.04
264912_at  auxin-induced protein, putative similar --- AT1G60750 1.14 0.19 1.65 0.143648 0.291048 -6.04
256939_at  multicatalytic endopeptidase complex,PBD1 AT3G22630 1.21 0.27 1.65 0.143701 0.29113 -6.04
261282_at hypothetical protein predicted by genscAPUM10 AT1G35750 -1.19 -0.25 -1.65 0.143725 0.291151 -6.04
267336_at putative small heat shock protein  ;sup --- AT2G19310 1.21 0.27 1.65 0.143801 0.291253 -6.04
250328_at putative protein --- AT5G11780 -1.16 -0.22 -1.65 0.143791 0.291253 -6.04
258739_s_ unknown protein similar to hypothetica --- AT1G54300 / 1.12 0.17 1.65 0.14387 0.291368 -6.04
261975_at unknown protein --- AT1G64640 -1.49 -0.57 -1.65 0.143906 0.291415 -6.04
252297_at cytosolic ribosomal protein S11  ;suppoEMB1080 AT3G48930 -1.29 -0.37 -1.65 0.14396 0.291499 -6.04
249923_at  conglutin gamma - like protein conglut--- AT5G19120 -1.29 -0.37 -1.65 0.143982 0.291504 -6.04
246664_at putative protein predicted proteins - Ar --- --- -1.14 -0.18 -1.65 0.143988 0.291504 -6.04
262350_at putative glutathione peroxidase  ;suppoATGPX4 AT2G48150 1.13 0.18 1.65 0.144049 0.291576 -6.04



254494_at putative protein C65DMY30S QRT3 AT4G20050 1.12 0.17 1.65 0.144044 0.291576 -6.04
246433_at  glutamine-rich protein predicted protei --- AT5G17510 1.21 0.28 1.65 0.144091 0.291633 -6.04
248861_at senescence-associated protein 5-like pTRN2 AT5G46700 -1.54 -0.62 -1.65 0.144147 0.291722 -6.04
248163_at auxin-responsive-like protein  ; supportDFL1 AT5G54510 1.87 0.91 1.65 0.144214 0.291806 -6.04
252631_s_  putative protein predicted proteins, Ara--- --- -1.11 -0.15 -1.65 0.144214 0.291806 -6.04
264540_at hypothetical protein predicted by gene --- AT1G55630 1.15 0.20 1.65 0.144227 0.291807 -6.05
267061_at unknown protein  ;supported by full-len--- AT2G32480 -1.14 -0.19 -1.65 0.144256 0.291839 -6.05
266511_at putative ATP-dependent RNA helicase--- AT2G47680 1.17 0.23 1.65 0.144314 0.291849 -6.05
257881_at putative serine carboxypeptidase II simscpl33 AT3G17180 -1.18 -0.24 -1.65 0.144415 0.291849 -6.05
254631_at  putative protein predicted proteins, AraLSH9 AT4G18610 -1.34 -0.43 -1.65 0.144379 0.291849 -6.05
251048_at  putative protein potassium channel reg--- AT5G02410 1.16 0.21 1.65 0.144355 0.291849 -6.05
258775_at  hydroxyacylglutathione hydrolase cytoGLY2 AT3G10850 -1.14 -0.19 -1.65 0.144392 0.291849 -6.05
256864_at  topoisomerase II identical to topoisomTOPII AT3G23890 -1.19 -0.25 -1.65 0.144367 0.291849 -6.05
254604_at cadmium-induced protein --- AT4G19070 -1.16 -0.21 -1.65 0.144365 0.291849 -6.05
255358_at hypothetical protein --- AT4G03940 -1.12 -0.17 -1.65 0.144359 0.291849 -6.05
252979_at Expressed protein ; supported by full-le--- AT4G38225 -1.24 -0.31 -1.65 0.144401 0.291849 -6.05
265466_at putative CCAAT-box binding trancriptioNF-YB8 AT2G37060 1.19 0.25 1.65 0.144328 0.291849 -6.05
259360_at hypothetical protein predicted by gene --- AT1G13310 1.13 0.17 1.65 0.14441 0.291849 -6.05
266459_at unknown protein supported by full-leng--- AT2G47970 1.14 0.19 1.65 0.14431 0.291849 -6.05
264293_at  cell division cycle protein, putative simAPC6 AT1G78770 -1.12 -0.16 -1.65 0.144488 0.291972 -6.05
253034_at  calcium-dependent protein kinase -likeCPK26 AT4G38230 -1.15 -0.20 -1.65 0.144743 0.29246 -6.05
264851_at  putative calmodulin-domain protein kinCPK6 AT2G17290 1.28 0.35 1.65 0.144777 0.292504 -6.05
259866_at putative calmodulin similar to calmodu --- AT1G76640 1.48 0.56 1.65 0.144824 0.292572 -6.05
252173_at scarecrow-like 7 (SCL7) --- AT3G50650 1.28 0.35 1.65 0.144989 0.292833 -6.05
247094_at  GDP-D-mannose 4,6-dehydratase; GMGMD1 AT5G66280 1.14 0.19 1.65 0.145015 0.292833 -6.05
265550_at hypothetical protein predicted by gensc--- --- -1.14 -0.19 -1.65 0.14503 0.292833 -6.05
260022_at unknown protein --- AT1G30020 -1.14 -0.19 -1.65 0.145027 0.292833 -6.05
254188_at  UDPglucose 4-epimerase - like proteinUGE2 AT4G23920 1.33 0.42 1.65 0.144993 0.292833 -6.05
262169_at hypothetical protein predicted by gene --- AT1G74860 -1.16 -0.22 -1.65 0.144978 0.292833 -6.05
256324_at  MATE efflux family protein, putative co--- AT1G66760 -1.72 -0.78 -1.65 0.145081 0.29291 -6.05
266347_at putative ATP-dependent DNA helicase--- AT2G01440 1.19 0.25 1.65 0.145097 0.292916 -6.05
261127_at unknown protein ; supported by cDNA:--- AT1G04790 -1.19 -0.25 -1.65 0.145151 0.293 -6.05
252206_at centrin ATCEN2 AT3G50360 -1.14 -0.20 -1.65 0.145275 0.293223 -6.05
256956_at expressed protein  supported by cDNA--- AT3G13410 -1.12 -0.17 -1.65 0.145328 0.293305 -6.05
250551_at  SNAP25 - like protein SNAP25A proteSNAP29 AT5G07880 -1.15 -0.20 -1.65 0.145342 0.293307 -6.05



258898_at putative DNA helicase RECQI1 AT3G05740 -1.26 -0.33 -1.65 0.145379 0.293355 -6.05
266456_at putative bHLH transcription factor NAI1 AT2G22770 -1.15 -0.21 -1.65 0.14549 0.293527 -6.05
264115_at hypothetical protein --- AT2G31290 -1.17 -0.23 -1.65 0.145479 0.293527 -6.05
264782_at putative transcription factor similar to GMYB60 AT1G08810 -1.19 -0.25 -1.65 0.145517 0.293556 -6.05
245232_at  actin depolymerizing factor-like proteinADF7 AT4G25590 -1.15 -0.20 -1.65 0.145548 0.293593 -6.05
260545_at putative glutathione peroxidase  ;suppoATGPX3 AT2G43350 1.15 0.20 1.65 0.145581 0.293635 -6.05
257659_at Expressed protein ; supported by full-le--- AT3G13226 -1.12 -0.16 -1.65 0.145611 0.293668 -6.05
267401_at unknown protein --- AT2G26210 1.14 0.19 1.64 0.14569 0.293777 -6.05
247433_at  E2, ubiquitin-conjugating enzyme 3 (UUBC3 AT5G62540 -1.23 -0.29 -1.65 0.145678 0.293777 -6.05
267111_s_ hypothetical protein predicted by gensc--- --- -1.18 -0.23 -1.64 0.145801 0.293922 -6.06
256277_at  omega-6 fatty acid desaturase, endopFAD2 AT3G12120 -1.26 -0.33 -1.64 0.145796 0.293922 -6.06
261067_at  lectin, putative contains Pfam profile: P--- AT1G07460 -1.14 -0.19 -1.64 0.145791 0.293922 -6.06
248520_at 11-beta-hydroxysteroid dehydrogenaseAtHSD1 AT5G50600 / -1.22 -0.29 -1.64 0.145872 0.294039 -6.06
244921_s_ hypothetical protein --- AT2G07674 / 1.22 0.29 1.64 0.146111 0.294423 -6.06
253797_at  putative protein 55.11 protein homologRPN1B AT4G28470 -1.11 -0.15 -1.64 0.146114 0.294423 -6.06
254128_at  ubiquitin-specific protease 16 (UBP16 UBP16 AT4G24560 1.11 0.15 1.64 0.14611 0.294423 -6.06
252700_at  hypothetical protein envelope-like, Gly--- --- 1.15 0.21 1.64 0.146107 0.294423 -6.06
249256_at putative protein strong similarity to unk--- AT5G41620 -1.20 -0.26 -1.64 0.146178 0.294526 -6.06
253361_at putative protein various predicted prote--- AT4G33100 1.26 0.33 1.64 0.146288 0.294722 -6.06
265244_at putative amine oxidase ATPAO2 AT2G43018 / -1.29 -0.37 -1.64 0.146406 0.294921 -6.06
262972_at unknown protein --- AT1G75620 -1.15 -0.20 -1.64 0.146413 0.294921 -6.06
248436_at putative protein contains similarity to u --- AT5G51220 1.13 0.18 1.64 0.146449 0.294942 -6.06
245045_at unknown protein similar to glycoprotein--- AT2G26590 1.12 0.16 1.64 0.146439 0.294942 -6.06
252222_at  putative protein various predicted prot --- AT3G49840 / 1.32 0.40 1.64 0.146537 0.295093 -6.06
263004_at hypothetical protein contains similarity ATNEK1 AT1G54510 1.16 0.21 1.64 0.146651 0.295297 -6.06
249351_at MAP kinase kinase 3 (ATMKK3) 10.01ATMKK3 AT5G40440 -1.15 -0.20 -1.64 0.146671 0.29531 -6.06
264028_at putative nitrilase-associated protein AltSPR1 AT2G03680 -1.26 -0.33 -1.64 0.14675 0.295444 -6.06
260467_at unknown protein --- AT1G10890 1.11 0.15 1.64 0.146907 0.295733 -6.06
249191_at putative protein similar to unknown pro--- AT5G42760 -1.19 -0.25 -1.64 0.14694 0.295773 -6.06
261560_at  acyl CoA thioesterase, putative simila --- AT1G01710 -1.11 -0.16 -1.64 0.146978 0.295818 -6.06
252498_at putative protein several hypothetical pr--- AT3G46810 -1.11 -0.16 -1.64 0.146988 0.295818 -6.06
255888_at hypothetical protein contains similarity --- AT1G20300 1.43 0.52 1.64 0.147074 0.295964 -6.06
257305_at hypothetical protein predicted by gene --- --- -1.17 -0.22 -1.64 0.147092 0.295974 -6.06
252832_at ubiquitin-specific protease 3 (UBP3) id ATUBP3 AT4G39910 1.11 0.15 1.64 0.147107 0.295979 -6.06
265456_at Expressed protein ; supported by full-leSDH4 AT2G46505 1.13 0.17 1.64 0.14713 0.295998 -6.06



253437_at  putative protein mRNAs from Ricinus --- AT4G32460 -1.44 -0.52 -1.64 0.147144 0.296002 -6.06
265172_at putative spermidine synthase SPDS1 AT1G23820 1.12 0.16 1.64 0.147215 0.2961 -6.06
263615_at putative MYB family transcription facto MYB100 AT2G25230 -1.11 -0.15 -1.64 0.147219 0.2961 -6.06
264399_at  postsynaptic protein CRIPT, putative s--- AT1G61780 1.10 0.14 1.64 0.147276 0.296188 -6.06
246994_at putative protein similar to unknown pro--- AT5G67460 -1.38 -0.47 -1.64 0.147373 0.296331 -6.07
263125_at hypothetical protein predicted by gene --- AT1G78470 1.13 0.18 1.64 0.147368 0.296331 -6.07
257666_at  bactericidal permeability-increasing pr --- AT3G20270 1.25 0.32 1.64 0.147419 0.296395 -6.07
267231_at putative inositol polyphosphate 5'-phos--- AT2G43900 -1.14 -0.19 -1.64 0.147431 0.296395 -6.07
245463_at allergen like protein ATEXLB1 AT4G17030 -1.33 -0.42 -1.64 0.14746 0.296427 -6.07
256844_s_  En/Spm transposon protein, putative s--- --- 1.13 0.18 1.64 0.147481 0.296443 -6.07
265169_x_ unknown protein --- AT1G23720 1.14 0.19 1.64 0.147548 0.296551 -6.07
263677_at unknown protein PDLP2 AT1G04520 -1.15 -0.20 -1.64 0.147565 0.29656 -6.07
255400_at hypothetical protein --- --- -1.15 -0.21 -1.64 0.147646 0.296696 -6.07
266914_at putative beta-amylase BAM7 AT2G45880 -1.28 -0.36 -1.64 0.147673 0.296725 -6.07
245535_at cell wall protein like --- AT4G15160 -1.16 -0.21 -1.64 0.147703 0.296759 -6.07
252643_at  acidic ribosomal protein P2 -like acidic--- AT3G44590 1.37 0.46 1.64 0.147774 0.296876 -6.07
251278_at  putative protein hypothetical protein - Aemb1703 AT3G61780 1.16 0.22 1.63 0.147798 0.296881 -6.07
255823_at unknown protein  ;supported by full-lenLBD15 AT2G40470 1.45 0.54 1.63 0.147803 0.296881 -6.07
263049_at unknown protein  ;supported by full-len--- AT2G05260 1.14 0.19 1.63 0.147828 0.296905 -6.07
248998_at unknown protein --- AT5G45320 -1.12 -0.17 -1.63 0.147981 0.297186 -6.07
262302_at hypothetical protein predicted by gene --- AT1G70910 -1.15 -0.20 -1.63 0.148047 0.297293 -6.07
263925_at putative glycine-rich RNA binding prote--- AT2G21690 -1.11 -0.15 -1.63 0.148093 0.297358 -6.07
262443_at Expressed protein ; supported by full-le--- AT1G47655 -1.20 -0.26 -1.63 0.148147 0.297441 -6.07
247981_at putative protein similar to unknown proMIOX5 AT5G56640 -1.12 -0.17 -1.63 0.148176 0.297473 -6.07
254284_at  putative fizzy-related protein fizzy-relaFZR2 AT4G22910 -1.21 -0.28 -1.63 0.148196 0.297488 -6.07
247644_s_ translation elongation factor eEF-1 alp --- AT1G07920 / 1.14 0.18 1.63 0.148229 0.2975 -6.07
257991_at unknown protein --- AT3G19870 -1.18 -0.24 -1.63 0.148216 0.2975 -6.07
250720_at putative protein similar to unknown pro--- AT5G06180 1.21 0.27 1.63 0.148379 0.297777 -6.07
263422_s_ putative ubiquitin-like protein  ; support--- AT2G17190 / 1.12 0.16 1.63 0.148403 0.297798 -6.07
250033_at eukaryotic cap-binding protein (gb|AACNCBP AT5G18110 1.13 0.17 1.63 0.14842 0.297806 -6.07
253240_at  putative ketoacyl-CoA synthase fatty aKCS17 AT4G34510 -1.12 -0.16 -1.63 0.148515 0.297868 -6.07
266780_at putative ligand-gated ion channel proteATGLR2.8 AT2G29110 1.23 0.30 1.63 0.148479 0.297868 -6.07
261557_at kinesin-like protein C-terminal region is--- AT1G63640 1.20 0.26 1.63 0.148499 0.297868 -6.07
260166_at homeobox protein (GLABRA2) identicaGL2 AT1G79840 -1.12 -0.16 -1.63 0.148516 0.297868 -6.07
261331_at hypothetical protein predicted by gene --- --- -1.16 -0.21 -1.63 0.148471 0.297868 -6.07



262874_at hypothetical protein predicted by gene --- AT1G65020 -1.17 -0.23 -1.63 0.148543 0.297895 -6.07
245418_at putative protein --- AT4G17370 -1.19 -0.25 -1.63 0.148575 0.297933 -6.07
251450_at squamosa promoter binding protein-lik SPL12 AT3G60030 -1.16 -0.22 -1.63 0.148702 0.298162 -6.07
251393_at  putative protein symbiosis-related protATG8G AT3G60640 1.21 0.28 1.63 0.148718 0.298168 -6.07
255279_at putative thioredoxin  ; supported by cD--- AT4G04950 1.23 0.30 1.63 0.148837 0.29828 -6.07
263759_at hypothetical protein predicted by genef--- AT2G21290 1.15 0.20 1.63 0.148839 0.29828 -6.07
252180_at  putative protein cyclin-dependent kinaKRP2 AT3G50630 -1.22 -0.29 -1.63 0.148814 0.29828 -6.07
258858_at putative 40S ribosomal protein S19 sim--- AT3G02080 -1.27 -0.35 -1.63 0.148807 0.29828 -6.07
251952_at  histone H2B - like protein histone H2B--- AT3G53650 -1.11 -0.15 -1.63 0.148822 0.29828 -6.07
252683_at  putative protein predicted proteins, Ara--- AT3G44380 -1.18 -0.24 -1.63 0.14906 0.298697 -6.08
258199_at unknown protein --- AT3G14030 1.13 0.18 1.63 0.149142 0.298834 -6.08
265871_at unknown protein  ;supported by full-len--- AT2G01680 1.19 0.25 1.63 0.149301 0.299127 -6.08
250517_at  serine-type carboxypeptidase II-like prscpl35 AT5G08260 -1.43 -0.52 -1.63 0.149368 0.299231 -6.08
261318_at Expressed protein ; supported by full-le--- AT1G53035 -1.74 -0.80 -1.63 0.14938 0.299231 -6.08
254119_at  putative pectate lyase pectate lyase, M--- AT4G24780 -1.68 -0.75 -1.63 0.149466 0.299377 -6.08
257653_at hypothetical protein --- AT3G13225 -1.17 -0.22 -1.63 0.149572 0.299564 -6.08
267415_at putative translation initiation factor eIF---- AT2G34970 -1.12 -0.16 -1.63 0.149674 0.299743 -6.08
263392_at putative PttA-like transposon protein re--- --- -1.12 -0.16 -1.63 0.149691 0.299749 -6.08
267393_at similar to axi 1 protein from Nicotiana t --- AT2G44500 1.27 0.34 1.63 0.149741 0.299823 -6.08
257540_at hypothetical protein --- AT3G21520 1.15 0.21 1.63 0.149833 0.299948 -6.08
254807_at putative protein --- AT4G12700 -1.20 -0.26 -1.63 0.149823 0.299948 -6.08
264170_at hypothetical protein --- AT1G02260 1.14 0.19 1.63 0.149842 0.299948 -6.08
249110_at disease resistance protein --- AT5G43730 1.11 0.15 1.62 0.149911 0.300044 -6.08
261236_at  importin alpha, putative similar to impo--- AT1G32880 1.13 0.17 1.62 0.14993 0.300044 -6.08
256370_at  MATE efflux family protein, putative co--- AT1G66780 1.13 0.18 1.62 0.149927 0.300044 -6.08
262763_at hypothetical protein --- AT1G28690 -1.19 -0.25 -1.62 0.149953 0.300063 -6.08
265929_s_ putative flavonol 3-O-glucosyltransfera--- AT2G18560 / -1.26 -0.34 -1.62 0.150108 0.300347 -6.08
248477_at putative protein similar to unknown pro--- AT5G50900 -1.18 -0.23 -1.62 0.150147 0.300399 -6.08
248137_at putative protein contains similarity to cy--- AT5G54950 -1.14 -0.19 -1.62 0.150173 0.300424 -6.08
262922_at hypothetical protein predicted by gene --- AT1G79420 -1.19 -0.25 -1.62 0.150223 0.300446 -6.08
250292_at  putative protein predicted proteins, AraJAZ10 AT5G13220 1.81 0.86 1.62 0.150212 0.300446 -6.08
261353_at hypothetical protein contains similarity --- AT1G79600 1.21 0.28 1.62 0.150223 0.300446 -6.08
254468_at  UDP-glucose 4-epimerase - like prote --- AT4G20460 1.14 0.19 1.62 0.150246 0.300466 -6.08
263576_at hypothetical protein similar to hypothet --- AT2G17080 1.11 0.15 1.62 0.150266 0.300479 -6.08
265862_at putative S-locus glycoprotein --- AT2G01780 -1.15 -0.20 -1.62 0.150316 0.300552 -6.08



253824_at  putative protein protein kinase LePK7 MTM1 AT4G27940 1.54 0.62 1.62 0.150369 0.300632 -6.08
262754_at putative inosine-5-monophosphate deh--- AT1G16350 1.16 0.22 1.62 0.150505 0.300878 -6.08
252444_at  putative protein Na+-dependent inorgaPHT4;3 AT3G46980 -1.11 -0.15 -1.62 0.15059 0.301022 -6.09
250984_at  protein kinase - like protein kinase AP --- AT5G02800 1.11 0.16 1.62 0.15065 0.301115 -6.09
251329_at  putative protein hypothetical protein F SYP73 AT3G61450 1.19 0.25 1.62 0.150664 0.301117 -6.09
261262_at hypothetical protein predicted by gene SDG35 AT1G26760 -1.12 -0.16 -1.62 0.15071 0.301127 -6.09
247471_at  putative protein receptor-like protein k ERL1 AT5G62230 -1.15 -0.20 -1.62 0.150712 0.301127 -6.09
253408_at  putative protein phosphoprotein phosp--- AT4G32950 -1.11 -0.15 -1.62 0.15072 0.301127 -6.09
249308_at unknown protein  ; supported by cDNA--- AT5G41350 1.12 0.16 1.62 0.150722 0.301127 -6.09
249374_at 20S proteasome beta subunit PBB2  ;sPBB2 AT5G40580 -1.15 -0.20 -1.62 0.150752 0.301162 -6.09
258024_at hypothetical protein predicted by gene --- AT3G19360 -1.28 -0.36 -1.62 0.150834 0.301298 -6.09
261111_at  homeodomain protein BELL1, putativeBLH11 AT1G75430 -1.11 -0.16 -1.62 0.150959 0.301521 -6.09
256874_at  cytochrome P450, putative contains PCYP71B36 AT3G26320 -1.16 -0.21 -1.62 0.150991 0.301558 -6.09
256694_at hypothetical protein predicted genscan--- --- -1.14 -0.19 -1.62 0.151013 0.301576 -6.09
248512_at protein translocation complex Sec61 g SIG2 AT1G08540 / 1.30 0.38 1.62 0.151048 0.301619 -6.09
247805_at ATGP1-like protein ATYKT62 AT5G58180 1.22 0.28 1.62 0.151072 0.301641 -6.09
264468_at unknown protein similar to daunorubici --- AT1G10310 1.18 0.23 1.62 0.151118 0.30168 -6.09
249388_at  putative protein downy mildew resista --- AT5G40090 -1.15 -0.20 -1.62 0.151107 0.30168 -6.09
264316_at unknown protein ; supported by cDNA:ENT1,AT AT1G70330 -1.17 -0.23 -1.62 0.151137 0.301693 -6.09
264522_at  putative xylan endohydrolase similar t --- AT1G10050 1.17 0.22 1.62 0.151171 0.301707 -6.09
245499_at membrane transporter like protein INT4 AT4G16480 -1.13 -0.17 -1.62 0.151159 0.301707 -6.09
257290_at hypothetical protein predicted by gensc--- AT3G15550 -1.12 -0.17 -1.62 0.151313 0.301965 -6.09
265382_at putative gluconokinase  ;supported by --- AT2G16790 1.26 0.34 1.62 0.151434 0.302179 -6.09
265118_at beta-fructosidase nearly identical to be--- AT1G62660 1.24 0.32 1.62 0.151504 0.302293 -6.09
247398_at  putative protein predicted protein, Ara --- AT5G62950 1.16 0.22 1.62 0.151518 0.302294 -6.09
256122_at hypothetical protein predicted by gensc--- AT1G18180 -1.15 -0.20 -1.62 0.151698 0.30262 -6.09
267143_at putative peptide/amino acid transporte --- AT2G38100 -1.14 -0.19 -1.62 0.151708 0.30262 -6.09
251986_at  putative protein various predicted prot --- AT3G53310 -1.32 -0.41 -1.62 0.151727 0.302631 -6.09
260598_at unknown protein --- AT1G55930 -1.21 -0.27 -1.62 0.151832 0.302802 -6.09
252147_at putative protein several hypothetical pr--- AT3G51270 -1.22 -0.28 -1.62 0.151839 0.302802 -6.09
257980_at hypothetical protein predicted by gene --- AT3G20760 -1.14 -0.19 -1.62 0.151875 0.302848 -6.09
252745_at  putative protein Sh3yl1 mRNA, Mus m--- AT3G43230 1.15 0.20 1.62 0.151915 0.3029 -6.09
266515_at putative tubby protein AtTLP3 AT2G47900 -1.20 -0.26 -1.61 0.152076 0.303194 -6.09
265695_at putative replication protein A1  ;supporRPA2 AT2G24490 -1.43 -0.51 -1.61 0.152135 0.303268 -6.09
AFFX-PheXB. subtilis /GEN=pheB /DB_XREF=gb: --- --- -1.22 -0.29 -1.61 0.152139 0.303268 -6.09



255366_x_ putative transposon protein --- --- -1.14 -0.19 -1.61 0.152157 0.303277 -6.10
253176_at  putative protein Human (H326) mRNA--- AT4G35140 1.22 0.29 1.61 0.152257 0.303451 -6.10
256195_at hypothetical protein predicted by gene --- --- -1.11 -0.15 -1.61 0.152357 0.303622 -6.10
259471_at hypothetical protein contains similarity --- AT1G19040 -1.11 -0.15 -1.61 0.152455 0.303737 -6.10
264661_at hypothetical protein Similar to Nicotian --- AT1G09950 -1.26 -0.33 -1.61 0.152451 0.303737 -6.10
260617_at Expressed protein ; supported by full-le--- AT1G53345 -1.16 -0.22 -1.61 0.152453 0.303737 -6.10
246156_at putative protein predicted proteins from--- AT5G20090 1.15 0.21 1.61 0.152468 0.303737 -6.10
256509_at  NADPH oxidoreductase, putative simi --- AT1G75300 1.27 0.34 1.61 0.152494 0.303762 -6.10
263267_at putative vacuolar proton-ATPase 16 kD--- AT2G16510 1.14 0.19 1.61 0.152565 0.303878 -6.10
259945_at unknown protein --- AT1G71460 -1.16 -0.21 -1.61 0.152738 0.304168 -6.10
249135_at putative protein similar to unknown pro--- AT5G43160 -1.29 -0.36 -1.61 0.152726 0.304168 -6.10
252671_at putative protein dehydrogenases of ba --- AT3G44190 1.18 0.24 1.61 0.152855 0.304372 -6.10
256128_at  laccase, putative similar to high-pI laccLAC1 AT1G18140 -1.15 -0.20 -1.61 0.152867 0.304372 -6.10
264747_at unknown protein --- AT1G70150 -1.18 -0.24 -1.61 0.152912 0.304435 -6.10
256443_at hypothetical protein similar to hypothet --- AT3G10960 1.27 0.35 1.61 0.15308 0.304744 -6.10
266674_at hypothetical protein predicted by gensc--- AT2G29620 1.12 0.16 1.61 0.15314 0.304836 -6.10
252496_at putative protein several hypothetical prCRR2 AT3G46790 1.22 0.29 1.61 0.153249 0.30501 -6.10
251476_at  putative protein hypothetical protein F --- AT3G59670 1.24 0.31 1.61 0.153254 0.30501 -6.10
260952_at hypothetical protein predicted by gene --- AT1G06140 1.20 0.26 1.61 0.153368 0.30521 -6.10
261156_s_ hypothetical protein predicted by gene --- AT1G34490 / -1.13 -0.17 -1.61 0.153397 0.305242 -6.10
266849_at putative vacuolar processing enzyme i ALPHA-VPE AT2G25940 1.13 0.18 1.61 0.153432 0.305284 -6.10
244948_at hypothetical protein --- --- 1.12 0.17 1.61 0.153492 0.30534 -6.10
264971_at Expressed protein ; supported by full-le--- AT1G67210 -1.11 -0.15 -1.61 0.1535 0.30534 -6.10
263135_at  flavanone 3-hydroxylase, putative sim --- AT1G78550 -1.18 -0.24 -1.61 0.153484 0.30534 -6.10
248569_at receptor protein kinase-like --- AT5G49770 -1.16 -0.21 -1.61 0.153548 0.305409 -6.10
262163_at  ribosomal protein L30, putative similar--- AT1G77940 -1.34 -0.42 -1.61 0.153663 0.305611 -6.10
265227_s_ hypothetical protein --- AT2G07695 1.17 0.22 1.61 0.153705 0.305619 -6.10
249709_at putative protein similar to unknown proiqd33 AT5G35670 -1.17 -0.22 -1.61 0.153706 0.305619 -6.10
AFFX-DapXB. subtilis /GEN=dapB /DB_XREF=gb: --- --- -1.31 -0.39 -1.61 0.153707 0.305619 -6.10
250562_at putative protein TOM5 AT5G08040 -1.17 -0.22 -1.61 0.153776 0.305729 -6.10
255300_at putative phosphatidylglycerotransferasCLS AT4G04870 -1.20 -0.26 -1.61 0.153866 0.305881 -6.11
248862_at unknown protein --- AT5G46730 -1.21 -0.28 -1.61 0.15392 0.305963 -6.11
251800_at putative protein various predicted proteRBL AT3G55510 1.30 0.38 1.61 0.154046 0.306182 -6.11
248983_at ras-related GTP-binding protein RHA1 RHA1 AT5G45130 1.12 0.17 1.61 0.154058 0.306182 -6.11
266883_at putative triacylglycerol lipase DAD1 AT2G44810 1.13 0.18 1.61 0.154095 0.306188 -6.11



249490_s_  germin -like protein germin -like protei --- AT5G39110 / 1.45 0.53 1.61 0.154101 0.306188 -6.11
263234_at hypothetical protein predicted by genef--- AT1G10417 -1.12 -0.16 -1.61 0.154097 0.306188 -6.11
258978_at unknown protein  ; supported by cDNA--- AT3G09320 1.12 0.16 1.61 0.154151 0.30626 -6.11
253279_at  putative protein B subunit of propionyl MCCB AT4G34030 1.28 0.36 1.60 0.154402 0.306733 -6.11
259850_at hypothetical protein predicted by gene --- AT1G72240 -1.20 -0.26 -1.60 0.154419 0.30674 -6.11
260037_at putative DNA-binding protein (RAV2-likRAV2 AT1G68840 -1.65 -0.72 -1.60 0.154459 0.306766 -6.11
249352_at putative transcription factor MYB22  ; sMYB22 AT5G40430 -1.11 -0.15 -1.60 0.154451 0.306766 -6.11
265248_at unknown protein  ; supported by cDNAPIF4 AT2G43010 -1.25 -0.32 -1.60 0.154543 0.306907 -6.11
261556_s_ unknown protein --- AT1G62600 / 1.18 0.24 1.60 0.154579 0.306951 -6.11
245967_at proline-rich protein extensins --- AT5G19800 -1.13 -0.17 -1.60 0.15473 0.307225 -6.11
247134_at putative protein similar to unknown pro--- AT5G66230 -1.13 -0.18 -1.60 0.154781 0.307299 -6.11
249305_at putative protein strong similarity to unk--- AT5G41490 1.16 0.21 1.60 0.154849 0.307407 -6.11
257565_at hypothetical protein predicted by gene --- AT3G28620 1.12 0.16 1.60 0.154866 0.307413 -6.11
247509_at heat shock factor 6 HSFB2A AT5G62020 1.16 0.22 1.60 0.154895 0.307418 -6.11
262316_at pale cress protein identical to GB:CAA PAC AT2G48120 -1.21 -0.27 -1.60 0.154886 0.307418 -6.11
247181_at putative protein similar to unknown pro--- AT5G65370 -1.13 -0.17 -1.60 0.154956 0.307512 -6.11
252402_s_  putative protein predicted proteins, Ara--- AT3G48050 / 1.12 0.16 1.60 0.15499 0.307553 -6.11
247249_at putative protein similar to unknown pro--- AT5G64670 1.20 0.26 1.60 0.155057 0.307659 -6.11
253442_at  H+-transporting ATPase - like protein --- AT4G32530 1.12 0.17 1.60 0.155074 0.307667 -6.11
266282_at putative protein kinase contains a prote--- AT2G29220 1.11 0.15 1.60 0.155125 0.30774 -6.11
260249_s_ unknown protein similar to unknown pr --- AT1G74280 / 1.17 0.23 1.60 0.155206 0.307874 -6.11
248486_at respiratory burst oxidase protein RHD2 AT5G51060 1.11 0.15 1.60 0.155269 0.307973 -6.11
247741_at  putative protein predicted proteins, AraGIL1 AT5G58960 -1.28 -0.35 -1.60 0.155307 0.308007 -6.11
250583_at zinc finger transcription factor  ; suppo PEI1 AT5G07500 -1.13 -0.17 -1.60 0.155327 0.308007 -6.11
265923_at putative protein kinase contains a prote--- AT2G18470 -1.11 -0.15 -1.60 0.155327 0.308007 -6.11
264252_at  putative GTP-binding protein, SAR1B ATSARA1A AT1G09180 1.13 0.18 1.60 0.155355 0.308037 -6.11
252156_at  BCS1 protein-like protein BCS1 protei --- AT3G50940 1.17 0.23 1.60 0.155438 0.308134 -6.11
256317_at hypothetical protein predicted by gene --- AT1G35900 -1.22 -0.29 -1.60 0.155445 0.308134 -6.12
266681_at copia-like retroelement pol polyprotein --- --- 1.10 0.14 1.60 0.155443 0.308134 -6.11
257111_x_ hypothetical protein --- --- 1.12 0.16 1.60 0.155478 0.308173 -6.12
259007_at putative MYB family transcription facto MYB3R-3 AT3G09370 -1.18 -0.24 -1.60 0.155594 0.308376 -6.12
263334_at putative nonsense-mediated mRNA de--- AT2G03820 1.14 0.18 1.60 0.15567 0.3085 -6.12
245073_at putative glucosyltransferase --- AT2G23210 1.14 0.19 1.60 0.155714 0.30856 -6.12
254617_s_  ribosomal protein L11, cytosolic  ;suppRPL16B AT4G18730 / -1.22 -0.29 -1.60 0.155738 0.30858 -6.12
249030_at putative protein similar to unknown pro--- --- -1.12 -0.16 -1.60 0.155782 0.308614 -6.12



256544_at Mlo-like protein similar to Mlo [HordeumMLO9 AT1G42560 -1.16 -0.21 -1.60 0.155795 0.308614 -6.12
256731_at hypothetical protein contains Pfam pro --- AT3G30340 -1.13 -0.17 -1.60 0.155781 0.308614 -6.12
255796_at similar to mammalian MHC III region p SUVH2 AT2G33290 1.14 0.19 1.60 0.15582 0.308636 -6.12
255876_at hypothetical protein --- AT2G40480 -1.32 -0.40 -1.60 0.155845 0.308658 -6.12
247790_at putative PRL1 associated protein  ;sup--- AT5G58720 -1.15 -0.20 -1.60 0.155879 0.3087 -6.12
265675_at 70kD heat shock protein  ;supported byHSP70T-2 AT2G32120 1.19 0.25 1.60 0.155929 0.308744 -6.12
259711_at  putative DNA-binding protein similarity--- AT1G77570 1.34 0.43 1.60 0.155924 0.308744 -6.12
263002_at hypothetical protein predicted by gene --- AT1G54200 -1.35 -0.43 -1.60 0.156014 0.308886 -6.12
260759_at hypothetical protein contains similarity --- AT1G49180 -1.26 -0.33 -1.60 0.156028 0.308888 -6.12
247520_at  cytochrome c oxidase subunit - like cy--- AT5G61310 1.26 0.33 1.60 0.156056 0.308915 -6.12
254135_at  putative protein MSP1 protein, Saccha--- AT4G24860 1.14 0.19 1.60 0.156079 0.308934 -6.12
263684_at hypothetical protein predicted by gensc--- AT1G26900 1.15 0.20 1.60 0.156145 0.309012 -6.12
250541_at  putative proline-rich protein surface pr --- AT5G09520 -1.26 -0.33 -1.60 0.156145 0.309012 -6.12
261863_at unknown protein ; supported by cDNA:--- AT1G50630 -1.18 -0.24 -1.60 0.156169 0.309033 -6.12
245039_at  putative beta-1,3-glucanase  ;supporte--- AT2G26600 1.14 0.19 1.60 0.156242 0.309122 -6.12
256915_at unknown protein --- AT3G23900 1.16 0.21 1.60 0.156237 0.309122 -6.12
250266_at  histone H3 -like protein histone H3, wh--- AT5G12910 1.15 0.20 1.60 0.156311 0.309225 -6.12
249681_s_ putative protein strong similarity to unk--- --- 1.18 0.24 1.60 0.156321 0.309225 -6.12
261516_at  hypoxanthine ribosyl transferase, puta--- AT1G71750 -1.12 -0.17 -1.59 0.156484 0.309522 -6.12
248537_at putative protein similar to unknown pro--- AT5G50100 -1.18 -0.24 -1.59 0.156538 0.309601 -6.12
253902_at NWMU4 - 2S albumin 4 precursor  ; su--- AT4G27170 1.12 0.16 1.59 0.156605 0.309707 -6.12
252177_at  protein kinase ATN1 - like protein prot --- AT3G50730 -1.16 -0.22 -1.59 0.156639 0.30974 -6.12
252910_at  putative protein various predicted prot --- AT4G39590 -1.11 -0.15 -1.59 0.156649 0.30974 -6.12
251556_at  putative protein predicted proteins, Me--- AT3G58840 -1.19 -0.25 -1.59 0.156703 0.30982 -6.12
260774_at  serine-threonine protein kinase, putati --- AT1G78290 1.42 0.50 1.59 0.15672 0.309826 -6.12
256241_at  nascent polypeptide associated comp --- AT3G12390 -1.26 -0.34 -1.59 0.156774 0.309891 -6.12
263768_x_ putative Athila retroelement ORF1 prot--- --- 1.10 0.14 1.59 0.15678 0.309891 -6.12
258466_at  hypothetical protein contains similarity--- AT3G06040 -1.16 -0.21 -1.59 0.156811 0.309926 -6.12
265246_at putative pectinesterase ATPMEPCR AT2G43050 -1.16 -0.22 -1.59 0.156827 0.309931 -6.12
259483_at hypothetical protein predicted by gene --- AT1G43980 1.13 0.17 1.59 0.156871 0.309987 -6.12
262816_at alkylation repair-like protein --- AT1G11780 -1.20 -0.26 -1.59 0.156882 0.309987 -6.12
248310_at putative protein similar to unknown proCPuORF14 AT5G52550 / 1.13 0.17 1.59 0.156898 0.30999 -6.12
254731_at hypothetical protein --- AT4G13750 -1.15 -0.21 -1.59 0.15695 0.310066 -6.12
253222_at  chalcone synthase - like protein chalco--- AT4G34850 -1.11 -0.15 -1.59 0.157 0.310139 -6.12
256962_at  glucan endo-1,3-beta-glucosidase pre--- AT3G13560 -1.41 -0.49 -1.59 0.157055 0.310166 -6.12



261707_at unknown protein --- AT1G32650 -1.12 -0.17 -1.59 0.157045 0.310166 -6.12
256851_at hypothetical protein predicted by gene --- AT3G27930 1.11 0.16 1.59 0.157033 0.310166 -6.12
257743_at unknown protein --- AT3G27390 1.20 0.26 1.59 0.157079 0.310171 -6.12
263029_at unknown protein --- AT1G24050 -1.10 -0.14 -1.59 0.157085 0.310171 -6.12
262506_at unknown protein Similar to gb|X84260 NADK2 AT1G21640 -1.20 -0.26 -1.59 0.157116 0.310207 -6.12
252416_at  chromosome assembly protein homoloATSMC2 AT3G47460 -1.10 -0.14 -1.59 0.157137 0.310221 -6.13
260128_at hypothetical protein similar to Yml014w--- AT1G36310 -1.15 -0.20 -1.59 0.157206 0.310331 -6.13
257231_at DegP protease contains similarity to D DEGP12 AT3G16550 1.11 0.16 1.59 0.157299 0.310486 -6.13
266106_at putative microtubule-associated proteinATATG8E AT2G45170 -1.23 -0.29 -1.59 0.157391 0.310643 -6.13
261794_at hypothetical protein contains similarity --- AT1G16060 -1.17 -0.22 -1.59 0.157433 0.310698 -6.13
262556_at hypothetical protein --- AT1G31370 -1.12 -0.16 -1.59 0.157472 0.310747 -6.13
253267_at  putative protein TEB4 protein, Homo s--- AT4G34100 -1.16 -0.21 -1.59 0.157485 0.310747 -6.13
260335_at putative strictosidine synthase similar tSS3 AT1G74000 1.37 0.46 1.59 0.157596 0.310938 -6.13
260451_at putative AP2 domain transcription facto--- AT1G72360 -1.58 -0.66 -1.59 0.157674 0.311066 -6.13
264016_at putative auxin-regulated protein --- AT2G21220 -1.14 -0.19 -1.59 0.157925 0.311534 -6.13
249806_at putative protein contains similarity to u --- AT5G23850 -1.31 -0.39 -1.59 0.158034 0.311695 -6.13
260711_at  myosin, putative similar to myosin GI:4MYA1 AT1G17580 -1.16 -0.21 -1.59 0.158034 0.311695 -6.13
247861_at strong similarity to unknown protein (gb--- AT5G58160 -1.17 -0.22 -1.59 0.158086 0.31177 -6.13
245310_at hypothetical protein ;supported by full- RALFL31 AT4G13950 -1.36 -0.44 -1.59 0.158161 0.311865 -6.13
266008_at hypothetical protein predicted by gensc--- AT2G37390 -1.16 -0.22 -1.59 0.15815 0.311865 -6.13
260839_at unknown protein --- AT1G43690 1.11 0.15 1.59 0.158283 0.312079 -6.13
252465_x_ putative protein several hypothetical pr--- --- 1.13 0.18 1.59 0.158339 0.312162 -6.13
248655_at 60S ribosomal protein L13a  ;supporte --- AT5G48760 -1.19 -0.25 -1.59 0.158603 0.312656 -6.13
262916_at  glutathione S-transferase, putative simATGSTU16 AT1G59700 1.24 0.31 1.58 0.158829 0.313075 -6.14
245288_at transcriptional adaptor like protein ; su ADA2B AT4G16420 1.13 0.18 1.58 0.158926 0.313237 -6.14
250849_at  putative protein NAC2, Arabidopsis th NAC2 AT5G04410 1.13 0.18 1.58 0.158969 0.313295 -6.14
263704_at  unknown protein similar to unknown p --- AT1G31130 1.16 0.22 1.58 0.158997 0.313324 -6.14
257046_at  ATPase, putative similar to spastin pro--- AT3G19740 1.19 0.25 1.58 0.159031 0.313337 -6.14
264519_at putative reverse transcriptase similar to--- AT1G10000 -1.16 -0.22 -1.58 0.159026 0.313337 -6.14
246315_at hypothetical protein --- AT3G56870 -1.23 -0.30 -1.58 0.159056 0.313359 -6.14
265298_s_ putative retroelement pol polyprotein c --- --- -1.12 -0.16 -1.58 0.159155 0.313526 -6.14
260366_at putative protein kinase similar to C-term--- AT1G70460 -1.13 -0.17 -1.58 0.159299 0.313782 -6.14
253684_at nucleotide pyrophosphatase - like prote--- AT4G29690 1.15 0.20 1.58 0.159361 0.313879 -6.14
265208_at putative giberellin beta-hydroxylase co --- AT2G36690 1.42 0.51 1.58 0.159478 0.314081 -6.14
265435_s_ putative major intrinsic (channel) prote --- AT1G31885 / 1.17 0.23 1.58 0.159498 0.314093 -6.14



255870_at hypothetical protein predicted by gensc--- AT2G30280 1.13 0.17 1.58 0.159543 0.314156 -6.14
249796_at  26S proteasome, non-ATPase regulat --- AT5G23540 1.13 0.18 1.58 0.15982 0.314674 -6.14
246711_at putative protein --- AT5G28190 -1.12 -0.16 -1.58 0.159906 0.314788 -6.14
261253_at unknown protein ;supported by full-leng--- AT1G05840 -1.20 -0.26 -1.58 0.159899 0.314788 -6.14
253610_at putative protein  ; supported by cDNA: VEL1 AT4G30200 1.16 0.21 1.58 0.15999 0.314873 -6.14
251960_at GTPase AtRAB8  ;supported by full-lenHEMB1 AT1G69740 / -1.13 -0.18 -1.58 0.159978 0.314873 -6.14
254274_at  putative DNA binding protein DNA-bin --- AT4G22770 1.20 0.26 1.58 0.159963 0.314873 -6.14
246052_at  putative protein predicted proteins, Ara--- AT5G08310 1.17 0.23 1.58 0.160015 0.314894 -6.14
258021_at hypothetical protein predicted genema PUB25 AT3G19380 1.47 0.56 1.58 0.160033 0.314902 -6.14
259505_at hypothetical protein contains similarity --- AT1G15810 1.18 0.24 1.58 0.16006 0.314928 -6.14
264436_at  putative glutathione S-transferase TSIERD9 AT1G10370 -1.61 -0.68 -1.58 0.160133 0.315045 -6.14
263812_at putative replication protein A1 --- --- -1.11 -0.15 -1.58 0.160161 0.315072 -6.14
264587_at putative ligand-gated ion channel proteATGLR3.4 AT1G05200 1.53 0.61 1.58 0.160176 0.315076 -6.14
254024_at  putative pathogenesis-related protein --- AT4G25780 -1.23 -0.30 -1.58 0.160338 0.315367 -6.14
254025_at  putative pathogenesis-related protein --- AT4G25790 1.10 0.14 1.58 0.160362 0.315386 -6.14
249141_at putative protein similar to unknown pro--- AT5G43200 -1.12 -0.16 -1.58 0.160391 0.315417 -6.14
262083_at hypothetical protein predicted by gene --- AT1G56100 -1.14 -0.19 -1.58 0.160425 0.315456 -6.14
256572_at  40S RIBOSOMAL PROTEIN S25, put --- AT3G30740 -1.13 -0.17 -1.58 0.160452 0.315483 -6.14
254177_at  putative protein gene T22C1.1, Caeno--- AT4G23860 1.19 0.26 1.58 0.160494 0.31551 -6.14
261393_at  NAM (no apical meristem)-like protein SMB AT1G79580 1.12 0.16 1.58 0.160491 0.31551 -6.14
254725_at  putative protein various predicted prot --- AT4G13650 1.16 0.21 1.58 0.160633 0.315757 -6.15
254817_at  putative SWH1 protein SWH1 protein ORP2B AT4G12460 1.14 0.19 1.58 0.160724 0.315787 -6.15
257769_at  indoleacetic acid (IAA)-inducible gene IAA7 AT3G23050 -2.23 -1.16 -1.58 0.160718 0.315787 -6.15
256202_s_ hypothetical protein --- AT1G48150 / -1.12 -0.16 -1.58 0.160726 0.315787 -6.15
263557_at putative homeodomain transcription fa BLH7 AT2G16400 -1.17 -0.23 -1.58 0.160692 0.315787 -6.15
256564_at  alpha/beta hydrolase, putative containMES11 AT3G29770 1.37 0.45 1.58 0.160694 0.315787 -6.15
260994_at hypothetical protein contains similarity --- AT1G12130 -1.15 -0.20 -1.58 0.160732 0.315787 -6.15
263868_at hypothetical protein predicted by genef--- AT2G36840 -1.15 -0.20 -1.58 0.160801 0.315897 -6.15
254671_at  MuDR transposable element - like pro --- --- -1.13 -0.17 -1.58 0.160855 0.315976 -6.15
265797_at Expressed protein ; supported by full-le--- AT2G35710 1.68 0.75 1.58 0.160894 0.316025 -6.15
253167_at calmodulin-domain protein kinase CDPCPK5 AT4G35310 -1.17 -0.22 -1.58 0.160938 0.316084 -6.15
260200_at unknown protein  ; supported by full-le --- AT1G67620 -1.14 -0.19 -1.58 0.160956 0.316091 -6.15
247396_at  putative protein predicted proteins, Or --- AT5G62930 -1.12 -0.16 -1.57 0.16099 0.316131 -6.15
261327_at  transcription factor, putative contains A--- AT1G44830 -2.04 -1.03 -1.57 0.161217 0.316551 -6.15
256383_at hypothetical protein ; supported by full---- AT1G66820 -1.16 -0.21 -1.57 0.161264 0.316589 -6.15



250731_at putative protein contains similarity to MAGL96 AT5G06500 1.11 0.16 1.57 0.161256 0.316589 -6.15
256820_at  far-red impaired response protein, put FHY3 AT3G22170 1.11 0.16 1.57 0.161336 0.316703 -6.15
247532_at  putative protein disease resistance pro--- AT5G61560 1.45 0.53 1.57 0.161359 0.31672 -6.15
263286_at 40S ribosomal protein S14  ;supported--- AT2G36160 -1.21 -0.28 -1.57 0.161386 0.31674 -6.15
254801_at  endoxyloglucan transferase-like prote --- AT4G13080 -1.10 -0.14 -1.57 0.161397 0.31674 -6.15
256247_at SRF-type transcription factor contains AGL91 AT3G66656 1.12 0.16 1.57 0.161532 0.316951 -6.15
258600_at putative protein kinase contains Pfam --- AT3G02810 -1.13 -0.18 -1.57 0.16152 0.316951 -6.15
248445_at unknown protein  ;supported by full-len--- AT5G51170 1.17 0.23 1.57 0.161562 0.316981 -6.15
253558_at  kinase binding protein - like Skb1 prot SKB1 AT4G31120 1.15 0.20 1.57 0.161583 0.316996 -6.15
266252_at hypothetical protein predicted by gensc--- AT2G27520 1.14 0.18 1.57 0.161664 0.317127 -6.15
262934_s_ hypothetical protein contains similarity --- AT1G16270 / 1.18 0.24 1.57 0.161787 0.317342 -6.15
260331_at hypothetical protein contains Pfam pro --- AT1G80270 1.71 0.78 1.57 0.161906 0.317546 -6.15
259674_at thaumatin-like protein similar to thauma--- AT1G77700 -1.15 -0.20 -1.57 0.161997 0.317698 -6.15
262334_at hypothetical protein similar to putative --- AT1G64010 -1.14 -0.19 -1.57 0.162026 0.317728 -6.15
256217_at hypothetical protein predicted by gene --- AT1G56320 -1.28 -0.35 -1.57 0.162041 0.31773 -6.15
254659_at  starch synthase-like protein bacterial aSS4 AT4G18240 -1.23 -0.29 -1.57 0.1621 0.317819 -6.15
253024_at putative protein --- AT4G38080 -1.76 -0.81 -1.57 0.162114 0.317819 -6.15
250957_at  photoreceptor-interacting protein - like--- AT5G03250 -1.11 -0.15 -1.57 0.16218 0.31792 -6.15
262694_at unknown protein --- AT1G62790 1.31 0.39 1.57 0.162224 0.31798 -6.15
266062_at putative diacylglycerol kinase --- AT2G18730 -1.10 -0.14 -1.57 0.162268 0.318038 -6.15
265732_at predicted by genscan and genefinder  --- AT2G01300 -2.05 -1.03 -1.57 0.162289 0.318053 -6.15
267059_at putative carboxymethylenebutenolidas --- AT2G32520 1.13 0.18 1.57 0.162323 0.318091 -6.16
246871_at  extensin - like protein pAP8 protein, N--- AT5G26070 -1.11 -0.15 -1.57 0.162403 0.318222 -6.16
266198_at unknown protein predicted by genscan--- AT2G38890 1.13 0.18 1.57 0.16242 0.318228 -6.16
261664_s_ hypothetical protein contains similarity --- AT1G18320 / 1.20 0.26 1.57 0.162505 0.31831 -6.16
252426_at  putative protein proline transport helpe--- AT3G47630 1.16 0.21 1.57 0.162484 0.31831 -6.16
254904_at  putative translation initiation factor IF-2--- AT4G11160 1.19 0.26 1.57 0.162508 0.31831 -6.16
257997_at hypothetical protein similar to hypothet --- AT3G27500 -1.11 -0.15 -1.57 0.162518 0.31831 -6.16
252136_at  calmodulin-like protein flagellar calmo --- AT3G50770 1.98 0.98 1.57 0.162639 0.318493 -6.16
259290_at putative cyclin similar to cyclin cyc1b GCYCB1;3 AT3G11520 1.19 0.26 1.57 0.162633 0.318493 -6.16
255414_at hypothetical protein --- AT4G03156 -1.11 -0.15 -1.57 0.162719 0.318621 -6.16
257987_at fertilization-independent endosperm prFIE AT3G20740 -1.13 -0.17 -1.57 0.162812 0.318748 -6.16
246187_at putative protein AT5G21020 --- 1.18 0.24 1.57 0.162811 0.318748 -6.16
265691_at unknown protein predicted by genscan--- AT2G24330 -1.21 -0.28 -1.57 0.162832 0.318761 -6.16
266817_at hypothetical protein similar to hypothetHUB1 AT2G44950 1.18 0.24 1.57 0.162846 0.318761 -6.16



264010_at putative disease resistance response p--- AT2G21100 -1.22 -0.29 -1.57 0.162866 0.318772 -6.16
252431_at putative protein MAG2 AT3G47700 1.22 0.28 1.57 0.162946 0.318902 -6.16
262957_s_  RNA polymerase II subunit, putative s NRPB8A AT1G54250 / 1.10 0.14 1.57 0.16298 0.31894 -6.16
249804_at galactinol synthase AtGolS5 AT5G23790 -1.12 -0.16 -1.57 0.163053 0.319003 -6.16
263772_at Expressed protein ; supported by full-leELF4-L3 AT2G06255 -1.26 -0.33 -1.57 0.163041 0.319003 -6.16
259525_at hypothetical protein ATEXPA7 AT1G12560 -1.12 -0.17 -1.57 0.163054 0.319003 -6.16
247125_at putative protein contains similarity to u --- AT5G66070 1.40 0.48 1.57 0.163073 0.319013 -6.16
250949_at putative protein --- AT5G03510 -1.12 -0.16 -1.57 0.163204 0.319222 -6.16
253661_at  putative protein bZIP protein - Arabido--- AT4G30130 1.14 0.19 1.57 0.163208 0.319222 -6.16
265013_at unknown protein similar to EST gb|T76--- AT1G24460 1.13 0.17 1.56 0.163289 0.319354 -6.16
261808_at  DNA damage repair protein, putative sDRT111 AT1G30480 -1.12 -0.16 -1.56 0.163484 0.319707 -6.16
255783_at hypothetical protein contains Pfam pro iqd32 AT1G19870 -1.20 -0.27 -1.56 0.163509 0.319729 -6.16
260599_at  cytochrome P450, putative similar to SCYP708A1 AT1G55940 -1.11 -0.15 -1.56 0.163544 0.31977 -6.16
258456_at putative protein kinase similar to mitog WNK2 AT3G22420 -1.41 -0.49 -1.56 0.163604 0.319846 -6.16
257001_at  Sm protein, putative similar to GB:AAB--- AT3G14080 1.14 0.19 1.56 0.163611 0.319846 -6.16
261181_at  monosaccharide transporter, putative --- AT1G34580 -1.17 -0.22 -1.56 0.163632 0.31986 -6.16
247499_at predicted protein --- AT5G61865 -1.13 -0.18 -1.56 0.163676 0.319919 -6.16
247787_at putative protein various predicted prote--- AT5G58640 1.11 0.16 1.56 0.163694 0.319925 -6.16
249647_at putative protein hypothetical proteins - --- AT5G37040 -1.17 -0.23 -1.56 0.163769 0.320045 -6.16
265328_at unknown protein --- AT2G18200 1.10 0.14 1.56 0.163825 0.320128 -6.16
260815_at  chloroplast inner envelope protein, pu TIC110 AT1G06950 1.23 0.30 1.56 0.163889 0.320192 -6.16
257682_at hypothetical protein predicted by gene --- AT3G13240 -1.11 -0.15 -1.56 0.1639 0.320192 -6.16
260763_at  RING-H2 finger protein RHA3a, putati --- AT1G49220 -1.10 -0.14 -1.56 0.163889 0.320192 -6.16
246393_at  phosphoglycerate kinase, putative sim--- AT1G58150 -1.14 -0.19 -1.56 0.16396 0.320281 -6.16
253649_at  putative protein predicted protein, Ara --- AT4G29790 1.27 0.34 1.56 0.163992 0.320317 -6.16
248025_at  NOI protein, nitrate-induced  NOI AT5G55850 -1.16 -0.21 -1.56 0.164063 0.320429 -6.16
258576_at putative 40S ribosomal protein S16 sim--- AT3G04230 1.19 0.25 1.56 0.164111 0.320494 -6.17
261569_at  DNA-binding protein, putative similar tLHY AT1G01060 -1.15 -0.21 -1.56 0.16416 0.320562 -6.17
262690_at PPR-repeat protein contains multiple P--- AT1G62720 1.12 0.17 1.56 0.164288 0.320786 -6.17
266839_at unknown protein ELF3 AT2G25930 1.12 0.16 1.56 0.164325 0.320798 -6.17
248107_at small Ras-like GTP-binding protein (gbRAN3 AT5G55190 -1.11 -0.15 -1.56 0.164337 0.320798 -6.17
257804_at  protein kinase, putative similar to som --- AT3G18810 -1.12 -0.16 -1.56 0.164323 0.320798 -6.17
252246_at putative protein various predicted prote--- AT3G49725 / 1.14 0.19 1.56 0.164375 0.320844 -6.17
263030_at hypothetical protein predicted by gensc--- AT1G24060 -1.10 -0.14 -1.56 0.164399 0.320865 -6.17
260385_at putative flavonol sulfotransferase similaSOT18 AT1G74090 1.17 0.22 1.56 0.164529 0.32109 -6.17



248570_at receptor protein kinase-like --- AT5G49780 1.12 0.16 1.56 0.164625 0.32125 -6.17
247381_at auxin-independent growth promoter-lik --- AT5G63390 1.14 0.19 1.56 0.164659 0.32129 -6.17
261485_at unknown protein ;supported by full-lengUTR3 AT1G14360 1.39 0.48 1.56 0.164696 0.321334 -6.17
264602_at putative Ser/Thr protein kinase similar --- AT1G04700 -1.13 -0.18 -1.56 0.164716 0.321346 -6.17
255357_at putative pectinesterase --- AT4G03930 -1.12 -0.16 -1.56 0.164827 0.321534 -6.17
258794_at  ankyrin-like protein similar to ankyrin p--- AT3G04710 1.32 0.40 1.56 0.164845 0.321542 -6.17
263281_at putative glycine-rich RNA-binding prote--- AT2G14160 1.13 0.18 1.56 0.164935 0.32169 -6.17
263886_at hypothetical protein predicted by genscTKI1 AT2G36960 -1.11 -0.15 -1.56 0.165007 0.321776 -6.17
257492_at hypothetical protein contains similarity ARR19 AT1G49190 -1.10 -0.14 -1.56 0.164997 0.321776 -6.17
262227_s_  26S proteasome ATPase subunit, puta--- AT1G53750 / 1.11 0.16 1.56 0.165061 0.321799 -6.17
248991_at putative protein contains similarity to d --- AT5G45220 1.21 0.28 1.56 0.165053 0.321799 -6.17
258007_at putative tyrosine phosphatase similar t ATPEN2 AT3G19420 -1.20 -0.26 -1.56 0.165052 0.321799 -6.17
266614_at unknown protein --- AT2G14910 1.15 0.20 1.56 0.165223 0.322087 -6.17
267141_at putative MYB family transcription facto --- AT2G38090 1.18 0.24 1.56 0.165484 0.322569 -6.17
256584_at unknown protein --- AT3G28750 1.12 0.17 1.56 0.165504 0.322579 -6.17
254696_at hypothetical protein --- AT4G17930 1.11 0.15 1.55 0.165618 0.322774 -6.17
257478_at hypothetical protein similar to putative WAKL2 AT1G16130 1.33 0.41 1.55 0.165656 0.32282 -6.17
262354_at  H+-transporting ATPase protein, putatVHA-E3 AT1G64200 -1.33 -0.41 -1.55 0.166102 0.323549 -6.18
250144_at  putative protein various predicted prot --- AT5G14680 1.24 0.31 1.55 0.166108 0.323549 -6.18
264004_at Expressed protein ; supported by full-le--- AT2G22425 -1.16 -0.21 -1.55 0.166087 0.323549 -6.18
250106_at putative protein strong similarity to unk--- AT5G16640 -1.12 -0.17 -1.55 0.16612 0.323549 -6.18
251567_at putative protein several hypothetical pr--- AT3G58230 1.14 0.19 1.55 0.166129 0.323549 -6.18
255460_at hypothetical protein similar to A. thalian--- AT4G02800 -1.12 -0.16 -1.55 0.166129 0.323549 -6.18
257722_at  putative chloroplast nucleoid DNA-bin --- AT3G18490 -1.25 -0.32 -1.55 0.16606 0.323549 -6.18
266187_at putative retroelement pol polyprotein --- AT2G38970 -1.23 -0.30 -1.55 0.166155 0.323572 -6.18
265121_at  similar to flavin-containing monooxygeFMO GS-OXAT1G62560 -1.26 -0.33 -1.55 0.166177 0.323586 -6.18
249205_at cycloartenol synthase MRN1 AT5G42600 -1.24 -0.31 -1.55 0.166252 0.323677 -6.18
249655_at  putative helicase PIF1 protein - Caeno--- --- -1.12 -0.17 -1.55 0.166248 0.323677 -6.18
259177_at hypothetical protein similar to putative --- AT3G01630 -1.12 -0.16 -1.55 0.166279 0.323702 -6.18
259446_at hypothetical protein contains similarity --- AT1G02410 1.17 0.23 1.55 0.166315 0.323745 -6.18
260520_at  mannosyl-oligosaccharide alpha-1,2-m--- AT1G51590 -1.14 -0.19 -1.55 0.166433 0.323948 -6.18
267536_at phospholipase D  ; supported by cDNAPLDBETA1 AT2G42010 1.15 0.20 1.55 0.166602 0.324248 -6.18
261449_at putative ATPase similar to GB:AAF283--- AT1G21120 1.24 0.31 1.55 0.166644 0.324282 -6.18
247035_at putative protein similar to unknown proALC AT5G67110 -1.12 -0.16 -1.55 0.166648 0.324282 -6.18
256354_at  dormancy related protein, putative sim--- AT1G54870 -1.17 -0.23 -1.55 0.166697 0.324349 -6.18



257135_at hypothetical protein similar to oxidored--- AT3G12900 -1.16 -0.22 -1.55 0.166752 0.32443 -6.18
249288_at unknown protein  ;supported by full-len--- AT5G41050 -1.46 -0.54 -1.55 0.166787 0.324471 -6.18
258401_at unknown protein  ; supported by cDNA--- AT3G15430 -1.16 -0.21 -1.55 0.166808 0.324483 -6.18
263094_at hypothetical protein predicted by gensc--- AT2G16020 -1.14 -0.19 -1.55 0.166888 0.324611 -6.18
264096_at Expressed protein ; supported by full-le--- AT1G78995 -1.29 -0.37 -1.55 0.166903 0.324613 -6.18
246760_at  putative protein predicted proteins, Ca--- AT5G27970 -1.12 -0.16 -1.55 0.166958 0.324691 -6.18
258200_at putative ATPase similar to ATPase II G--- AT3G13900 -1.16 -0.21 -1.55 0.167003 0.324724 -6.18
254676_at putative protein Hypothetical protein Y --- AT4G18460 -1.16 -0.22 -1.55 0.167002 0.324724 -6.18
245110_at hypothetical protein predicted by genef--- AT2G41550 -1.11 -0.15 -1.55 0.167038 0.324764 -6.18
265484_at unknown protein  ; supported by cDNAOTP51 AT2G15820 1.14 0.19 1.55 0.167091 0.324818 -6.18
257981_at ethylene-insensitive 3 (EIN3) identical EIN3 AT3G20770 -1.13 -0.17 -1.55 0.167094 0.324818 -6.18
256526_at  disease resistance protein, putative si --- AT1G66090 -1.14 -0.18 -1.55 0.167131 0.324863 -6.18
250881_at putative protein --- AT5G04080 -1.20 -0.26 -1.55 0.167186 0.324941 -6.18
263787_at unknown protein  ; supported by cDNA--- AT2G46420 1.20 0.27 1.55 0.167209 0.324959 -6.18
261620_s_  ribosomal protein L9, putative similar tPGY2 AT1G33120 / -1.18 -0.24 -1.55 0.167348 0.325097 -6.18
246561_at  putative protein hypothetical protein F --- AT5G15570 1.13 0.18 1.55 0.167323 0.325097 -6.18
265255_at unknown protein  ; supported by cDNA--- AT2G28420 1.24 0.31 1.55 0.167351 0.325097 -6.18
263019_at  trehalose 6-phosphate synthase, puta ATTPS9 AT1G23870 1.44 0.52 1.55 0.167348 0.325097 -6.18
254369_at putative protein --- AT4G21720 -1.19 -0.25 -1.55 0.167339 0.325097 -6.18
250414_at  putative protein Glr5, Arabidopsis thal GLR2.6 AT5G11180 -1.11 -0.16 -1.55 0.167448 0.325258 -6.18
248737_at unknown protein --- AT5G48120 1.20 0.26 1.55 0.167516 0.325358 -6.18
258176_at  B regulatory subunit of PP2A, putative--- AT3G21650 1.26 0.34 1.55 0.167543 0.325358 -6.18
260546_at putative trypsin inhibitor  ;supported byATTI2 AT2G43520 1.63 0.71 1.55 0.167534 0.325358 -6.18
248201_at putative protein similar to unknown proPTAC15 AT5G54180 -1.30 -0.38 -1.55 0.16762 0.32548 -6.18
254095_at  oleosin, 18.5K   OLEO1 AT4G25140 1.13 0.18 1.55 0.167887 0.32597 -6.19
248976_at putative protein strong similarity to unkARAD2 AT5G44930 1.17 0.22 1.55 0.167963 0.326091 -6.19
254411_at hypothetical protein --- --- 1.15 0.20 1.54 0.167994 0.326123 -6.19
252352_at Expressed protein ; supported by full-le--- AT3G48185 1.17 0.23 1.54 0.16807 0.326243 -6.19
253668_at  snRNP Sm protein F - like  Sm proteinRUXF AT4G30220 -1.15 -0.21 -1.54 0.168118 0.326308 -6.19
260692_at hypothetical protein predicted by gene --- AT1G32430 -1.12 -0.17 -1.54 0.168142 0.326327 -6.19
246215_at putative cytoskeletal protein ; supporte --- AT4G37180 1.35 0.44 1.54 0.168176 0.326365 -6.19
256887_at hypothetical protein predicted by gene --- AT3G15150 1.15 0.20 1.54 0.168238 0.32643 -6.19
245834_at  transposon protein, putative similar to --- --- -1.11 -0.15 -1.54 0.168228 0.32643 -6.19
249215_at dihydroflavonol 4-reductase DFR AT5G42800 -1.21 -0.28 -1.54 0.168291 0.326505 -6.19
254739_at  putative disease resistance protein HcAtRLP48 AT4G13880 1.12 0.17 1.54 0.168338 0.326569 -6.19



259737_at  acyl-CoA synthetase, putative similar --- AT1G64400 1.48 0.56 1.54 0.168403 0.326666 -6.19
264853_at putative ligand-gated ion channel proteGLR2 AT2G17260 / -1.16 -0.21 -1.54 0.168464 0.326702 -6.19
246848_at putative protein --- AT5G26840 -1.14 -0.19 -1.54 0.168451 0.326702 -6.19
261571_at  hypothetical protein predicted by gene--- AT1G01150 1.12 0.16 1.54 0.168462 0.326702 -6.19
267137_at hypothetical protein predicted by genscACPT AT2G23410 -1.11 -0.15 -1.54 0.168518 0.326752 -6.19
255308_at  putative component of vesicle-mediateNSF AT4G04910 -1.15 -0.21 -1.54 0.168508 0.326752 -6.19
255178_at may be a pseudogene --- --- -1.11 -0.15 -1.54 0.168587 0.326858 -6.19
254960_at predicted protein --- AT4G10845 -1.14 -0.19 -1.54 0.168654 0.326956 -6.19
264176_at  bZIP-like protein similar to bZIP (leuci --- AT1G02110 -1.23 -0.30 -1.54 0.168667 0.326956 -6.19
250157_at  prx10 peroxidase - like protein prx10 p--- AT5G15180 -1.13 -0.18 -1.54 0.1687 0.326983 -6.19
264874_at unknown protein Location of EST gb|Z --- AT1G24240 -1.12 -0.16 -1.54 0.16871 0.326983 -6.19
252092_at  mucin-like protein hemomucin, DrosopSSL4 AT3G51420 -1.24 -0.31 -1.54 0.168747 0.327028 -6.19
249327_at anion channel protein (gb|AAC05742.1ATCLC-A AT5G40890 -1.29 -0.37 -1.54 0.168905 0.327196 -6.19
265886_at putative protein phosphatase 2C  ; sup--- AT2G25610 / 1.28 0.36 1.54 0.168894 0.327196 -6.19
259978_at putative cell division control protein cdcCDKB2;1 AT1G76540 -1.21 -0.28 -1.54 0.168864 0.327196 -6.19
248225_at unknown protein --- AT5G53740 1.12 0.17 1.54 0.168896 0.327196 -6.19
250029_at galactose-1-phosphate uridyl transfera--- AT5G18200 -1.16 -0.21 -1.54 0.168873 0.327196 -6.19
266944_at unknown protein predicted by genefind--- AT2G18870 / -1.14 -0.19 -1.54 0.168979 0.327311 -6.19
266337_at putative ligand-gated ion channel subuATGLR3.5 AT2G32390 1.12 0.16 1.54 0.169163 0.32764 -6.19
252448_at  beta-D-glucan exohydrolase - like prot--- AT3G47050 -1.14 -0.19 -1.54 0.169185 0.327655 -6.19
255877_at putative PTR2 family peptide transport --- AT2G40460 1.40 0.48 1.54 0.169237 0.327727 -6.19
251821_at  protein phosphatase 2C - like protein --- AT3G55050 -1.29 -0.36 -1.54 0.1694 0.328014 -6.19
248249_at protein phosphatase 2C-like  ; supporte--- AT5G53140 -1.13 -0.17 -1.54 0.169438 0.328061 -6.19
245257_at calmodulin ; supported by cDNA: gi_58CAM8 AT4G14640 1.13 0.18 1.54 0.169616 0.328374 -6.20
255517_at  putative endo-1,4-beta glucanase sim AtGH9B13 AT4G02290 -1.17 -0.22 -1.54 0.169643 0.328374 -6.20
254150_at  putative protein storage protein - Popu--- AT4G24350 1.90 0.92 1.54 0.169633 0.328374 -6.20
264006_at homeodomain transcription factor (ATHATHB6 AT2G22430 -1.20 -0.26 -1.54 0.169659 0.328377 -6.20
262512_at Expressed protein ; supported by full-le--- AT1G17145 1.32 0.40 1.54 0.169703 0.328435 -6.20
256540_at  polyprotein, putative similar to polypro--- --- -1.11 -0.15 -1.54 0.169728 0.328454 -6.20
258532_at  ribosomal protein L29, putative similar--- AT3G06700 1.37 0.45 1.54 0.169765 0.328499 -6.20
263800_at hypothetical protein predicted by gensc--- AT2G24600 2.10 1.07 1.54 0.1698 0.328539 -6.20
265370_s_ unknown protein related to GB:AAD15 --- AT3G30415 1.11 0.16 1.54 0.169829 0.328567 -6.20
255510_at  polycomb group - like protein similar toSWN AT4G02020 1.18 0.24 1.54 0.169904 0.32858 -6.20
261595_at hypothetical protein predicted by gensc--- AT1G33070 -1.10 -0.14 -1.54 0.169866 0.32858 -6.20
253460_at hypothetical protein --- AT4G32130 1.16 0.21 1.54 0.169908 0.32858 -6.20



258019_at hypothetical protein predicted by gene --- AT3G19470 -1.12 -0.17 -1.54 0.169883 0.32858 -6.20
258792_at hypothetical protein predicted by genef--- AT3G04640 1.51 0.59 1.54 0.169897 0.32858 -6.20
246134_at protein kinase tousled  ; supported by cTSL AT5G20930 1.16 0.22 1.54 0.169968 0.32864 -6.20
245516_at hypothetical protein --- AT4G15820 1.16 0.22 1.54 0.16996 0.32864 -6.20
259345_s_ hypothetical protein predicted by genef--- AT3G03700 / 1.32 0.40 1.54 0.169992 0.328659 -6.20
266699_at putative ribosomal protein L28  ; suppo--- AT2G19730 -1.22 -0.29 -1.54 0.17007 0.328729 -6.20
266546_at putative AT-hook DNA-binding protein --- AT2G35270 -1.11 -0.15 -1.54 0.170074 0.328729 -6.20
266859_at putative MADS-box protein AGL41 AT2G26880 -1.15 -0.20 -1.54 0.170087 0.328729 -6.20
254700_at hypothetical protein --- AT4G18000 1.14 0.19 1.54 0.17006 0.328729 -6.20
264451_s_ putative lectin receptor kinase very sim--- --- 1.13 0.18 1.54 0.1701 0.328729 -6.20
257266_at  RNA-binding protein contains Pfam pr --- AT3G15010 1.11 0.16 1.54 0.170137 0.328772 -6.20
253440_at putative protein ;supported by full-leng TIFY8 AT4G32570 -1.10 -0.14 -1.54 0.170203 0.328845 -6.20
263769_at 5S ribosomal RNA --- --- -1.15 -0.20 -1.54 0.170199 0.328845 -6.20
255867_at hypothetical protein predicted by gensc--- AT2G30370 1.12 0.16 1.54 0.170234 0.328876 -6.20
249192_at brain and reproductive organ-expresse--- AT5G42470 -1.10 -0.14 -1.54 0.170297 0.32897 -6.20
249740_at unknown protein --- AT5G24500 -1.20 -0.26 -1.54 0.170348 0.32904 -6.20
248136_at RNA helicase-like protein --- AT5G54910 1.25 0.32 1.53 0.170372 0.32906 -6.20
253102_at Expressed protein ; supported by full-le--- AT4G36105 -1.19 -0.25 -1.53 0.170507 0.329292 -6.20
260777_at  mitochondrial carrier protein, putative --- AT1G14560 -1.13 -0.18 -1.53 0.170583 0.32941 -6.20
255821_at putative initiator tRNA phosphoribosyl- --- AT2G40570 1.13 0.18 1.53 0.170629 0.329471 -6.20
255730_at  dihydroflavonol 4-reductase, putative s--- AT1G25460 1.12 0.17 1.53 0.170655 0.329495 -6.20
248454_at receptor protein kinase-like --- AT5G51350 -1.21 -0.27 -1.53 0.170722 0.329596 -6.20
260585_at unknown protein EMB2777 AT2G43650 1.29 0.37 1.53 0.170765 0.329632 -6.20
255099_at hypothetical protein --- --- 1.12 0.16 1.53 0.17077 0.329632 -6.20
252070_at  short-chain alcohol dehydrogenase-lik--- AT3G51680 1.16 0.22 1.53 0.170809 0.32968 -6.20
255977_at  ribosomal protein S18, putative simila --- AT1G34030 -1.18 -0.24 -1.53 0.170958 0.329938 -6.20
257090_at  protein kinase, putative contains Pfam--- AT3G20530 -1.14 -0.19 -1.53 0.171041 0.330072 -6.20
266734_at hypothetical protein predicted by genef--- AT2G46900 -1.15 -0.21 -1.53 0.171057 0.330075 -6.20
249161_at 20S proteasome subunit PAF1 (gb|AA PAF1 AT5G42790 1.10 0.14 1.53 0.171101 0.330128 -6.20
247196_at putative protein similar to unknown proAIL7 AT5G65510 -1.11 -0.15 -1.53 0.171114 0.330128 -6.20
257891_at hypothetical protein predicted by gene RFC3 AT3G17170 -1.21 -0.28 -1.53 0.17119 0.330219 -6.20
248376_at unknown protein ; supported by full-len--- AT5G51880 -1.13 -0.17 -1.53 0.17119 0.330219 -6.20
261362_s_ ribosomal protein identical to GB:CAB8--- AT1G41880 / -1.24 -0.31 -1.53 0.171355 0.330481 -6.21
262907_at hypothetical protein predicted by gene CRR28 AT1G59720 -1.14 -0.19 -1.53 0.171343 0.330481 -6.20
264077_at putative RAD51B-like DNA repair proteRAD51B AT2G28560 -1.13 -0.17 -1.53 0.171489 0.330684 -6.21



245536_at hypothetical protein SDG2 AT4G15180 1.12 0.17 1.53 0.171477 0.330684 -6.21
255570_at putative carrier protein similar to mitoc ADNT1 AT4G01100 1.14 0.19 1.53 0.171515 0.330698 -6.21
245691_at zinc finger protein - like ELF6 AT5G04240 1.20 0.26 1.53 0.171525 0.330698 -6.21
263284_at unknown protein --- AT2G36100 1.13 0.17 1.53 0.171563 0.330742 -6.21
AFFX-r2-At  Arabidopsis thaliana /REF=U37281 /D--- --- -1.13 -0.17 -1.53 0.171712 0.331002 -6.21
253842_at putative protein putative proteins from --- AT4G27860 1.43 0.51 1.53 0.171945 0.331403 -6.21
254437_s_ putative protein --- AT3G06433 -1.22 -0.29 -1.53 0.171949 0.331403 -6.21
264776_at unknown protein location of EST gb|T4--- AT1G22860 -1.13 -0.17 -1.53 0.172011 0.331495 -6.21
264530_at hypothetical protein --- AT1G30780 -1.16 -0.21 -1.53 0.172034 0.331511 -6.21
257140_at  MYB family transcription factor (hsr1), MYB30 AT3G28910 -1.31 -0.39 -1.53 0.172053 0.33152 -6.21
267130_at hypothetical protein predicted by gensc--- AT2G23390 1.19 0.25 1.53 0.172146 0.331638 -6.21
263899_at hypothetical protein predicted by genscEMB2219 AT2G21710 -1.16 -0.22 -1.53 0.172158 0.331638 -6.21
259692_at unknown protein --- AT1G63080 -1.13 -0.17 -1.53 0.172133 0.331638 -6.21
264459_at putative reverse transcriptase similar to--- --- -1.21 -0.28 -1.53 0.172174 0.331642 -6.21
261529_at hypothetical protein contains similarity --- AT1G14430 -1.12 -0.16 -1.53 0.172422 0.33209 -6.21
256432_at hypothetical protein similar to hypothet --- AT3G10990 1.11 0.15 1.53 0.172456 0.332101 -6.21
245462_at transcription factor like protein --- AT4G17020 1.14 0.19 1.53 0.172447 0.332101 -6.21
266764_at putative pectinesterase  ;supported by --- AT2G47050 1.14 0.19 1.53 0.172485 0.332127 -6.21
256325_at hypothetical protein --- AT3G02330 1.15 0.21 1.53 0.172535 0.332195 -6.21
257781_at  spastin protein, putative similar to spa --- AT3G27120 1.11 0.15 1.53 0.17257 0.332234 -6.21
258645_s_  exopolygalacturonase identical to exo --- AT3G07850 / 1.13 0.18 1.53 0.172625 0.332313 -6.21
256184_at epsilon subunit of mitochondrial F1-AT--- AT1G51650 1.19 0.25 1.53 0.172663 0.332358 -6.21
246472_at  putative protein predicted protein, Ara --- AT5G17130 1.10 0.14 1.53 0.172721 0.332441 -6.21
254684_at  glycine-rich RNA-binding protein AtGRGR-RBP2 AT4G13850 1.20 0.26 1.52 0.172814 0.332593 -6.21
261847_at hypothetical protein predicted by gene --- AT1G11560 -1.16 -0.22 -1.52 0.172875 0.332682 -6.21
262042_at  polygalacturonase, putative similar to --- AT1G80140 -1.13 -0.18 -1.52 0.172918 0.332736 -6.21
246769_at hypothetical protein --- AT5G27440 1.12 0.17 1.52 0.172933 0.332737 -6.21
255666_at putative protein  ;supported by full-leng--- AT4G00390 -1.15 -0.20 -1.52 0.172957 0.332755 -6.21
260666_at unknown protein ;supported by full-lengPARVUS AT1G19300 -1.36 -0.44 -1.52 0.173023 0.332826 -6.21
257210_at hypothetical protein TTL2 AT3G14950 -1.10 -0.14 -1.52 0.173016 0.332826 -6.21
248575_at  ATP-dependent Clp protease ATP-bin--- AT5G49840 1.11 0.15 1.52 0.173108 0.332961 -6.21
245358_at PRL1 protein ;supported by full-length PRL1 AT4G15900 -1.15 -0.20 -1.52 0.173141 0.332969 -6.21
251173_at  putative protein hypothetical protein A --- AT3G63270 -1.11 -0.15 -1.52 0.173132 0.332969 -6.21
251346_at  putative protein hypothetical protein F --- AT3G60980 -1.13 -0.17 -1.52 0.173243 0.333136 -6.22
253252_at amidophosphoribosyltransferase 2 pre ATASE2 AT4G34740 -1.21 -0.27 -1.52 0.173257 0.333136 -6.22



252044_at  outer envelope membrane protein-likeOEP7 AT3G52420 1.11 0.15 1.52 0.173358 0.33327 -6.22
264250_at  gamma glutamyl hydrolase, putative sATGGH2 AT1G78680 1.15 0.20 1.52 0.173363 0.33327 -6.22
245420_at hypothetical protein --- AT4G17410 1.14 0.19 1.52 0.17337 0.33327 -6.22
249832_at disease resistance protein-like --- AT5G23400 -1.16 -0.22 -1.52 0.173392 0.333283 -6.22
262224_at hypothetical protein contains Pfam pro OTP43 AT1G74900 1.11 0.15 1.52 0.173418 0.333301 -6.22
264455_at hypothetical protein predicted by gensc--- AT1G10330 -1.15 -0.21 -1.52 0.17343 0.333301 -6.22
252397_at hypothetical protein --- AT3G47980 1.20 0.26 1.52 0.173592 0.333583 -6.22
266607_at hypothetical protein predicted by genef--- AT2G46300 -1.14 -0.20 -1.52 0.173663 0.333692 -6.22
255715_s_ hypothetical protein --- AT4G00320 / 1.11 0.15 1.52 0.17369 0.333715 -6.22
256591_at hypothetical protein --- AT3G31910 1.10 0.13 1.52 0.173725 0.333744 -6.22
261143_at unknown protein ATPUP14 AT1G19770 1.25 0.32 1.52 0.173734 0.333744 -6.22
256638_at  RNA-binding protein, putative similar t --- AT3G19090 -1.19 -0.25 -1.52 0.173798 0.333783 -6.22
252662_at  putative protein Sec24A protein, HomoCEF AT3G44340 -1.14 -0.18 -1.52 0.173797 0.333783 -6.22
262241_at hypothetical protein predicted by gene --- AT1G48390 -1.10 -0.14 -1.52 0.173785 0.333783 -6.22
251888_at  putative protein GTP-binding regulato --- AT3G54190 1.11 0.15 1.52 0.173867 0.333887 -6.22
263385_at ABA-regulated gene (ATEM6)  ; suppoGEA6 AT2G40170 -1.16 -0.21 -1.52 0.173917 0.333956 -6.22
256568_at hypothetical protein  ;supported by full---- AT3G19520 1.12 0.16 1.52 0.173994 0.334047 -6.22
250912_at  histone deacetylase -like protein histo HD2C AT5G03740 1.27 0.35 1.52 0.173988 0.334047 -6.22
253549_at Expressed protein ; supported by full-leNFD1 AT4G30930 1.22 0.29 1.52 0.174048 0.334121 -6.22
262530_at putative receptor protein kinase ApproxAtRLP2 AT1G17240 -1.16 -0.21 -1.52 0.174117 0.334226 -6.22
264715_at hypothetical protein contains similarity --- AT1G70180 1.13 0.18 1.52 0.174229 0.334414 -6.22
259629_at disease resistance protein contains do WRR4 AT1G56510 -1.18 -0.24 -1.52 0.174406 0.334724 -6.22
255465_at  hypothetical protein similar to A. thalia--- AT4G02990 1.16 0.21 1.52 0.174454 0.334789 -6.22
264245_at  galactinol synthase, putative similar toAtGolS7 AT1G60450 -1.12 -0.16 -1.52 0.174586 0.335013 -6.22
260452_at putative SRF-type transcription factor c--- AT1G72350 1.21 0.27 1.52 0.174637 0.335084 -6.22
261545_at unknown protein --- AT1G63530 1.13 0.18 1.52 0.174656 0.335091 -6.22
251760_at Expressed protein ; supported by full-le--- AT3G55605 1.25 0.32 1.52 0.174792 0.335321 -6.22
260355_at transcription factor CRC identical to traCRC AT1G69180 1.17 0.23 1.52 0.174817 0.335321 -6.22
262537_s_ putative ubiquitin-conjugating enzyme UBC34 AT1G17280 / -1.20 -0.27 -1.52 0.17482 0.335321 -6.22
263861_at hypothetical protein --- AT2G04560 -1.20 -0.26 -1.52 0.174845 0.335341 -6.22
245437_at RNA helicase like protein --- AT4G16630 1.20 0.26 1.52 0.174911 0.33544 -6.22
255152_at  Rab-like protein Rab11 protein - Arabi --- AT4G08190 -1.10 -0.14 -1.52 0.175096 0.335738 -6.22
258777_at hypothetical protein predicted by gensc--- AT3G11850 1.17 0.23 1.52 0.175094 0.335738 -6.22
265439_at senescence-associated protein contain--- AT2G21045 1.62 0.70 1.52 0.175151 0.33578 -6.23
245489_at FCA gamma protein FCA AT4G16280 1.12 0.17 1.52 0.175162 0.33578 -6.23



247263_at putative protein similar to unknown pro--- AT5G64470 -1.18 -0.24 -1.52 0.175152 0.33578 -6.23
252403_at hypothetical protein --- AT3G48080 1.10 0.14 1.52 0.175232 0.335887 -6.23
246167_at putative protein --- --- -1.15 -0.21 -1.51 0.175248 0.335889 -6.23
266792_at putative sucrose/H+ symporter SUT2 AT2G02860 -1.33 -0.41 -1.51 0.175276 0.335914 -6.23
253808_at  predicted proline-rich protein hydroxyp--- AT4G28300 -1.17 -0.22 -1.51 0.175342 0.335961 -6.23
264106_at unknown protein SERK4 AT2G13790 1.12 0.16 1.51 0.175345 0.335961 -6.23
260470_at hypothetical protein predicted by genef--- AT1G11120 -1.16 -0.21 -1.51 0.175324 0.335961 -6.23
248336_at unknown protein  ; supported by cDNA--- AT5G52420 1.22 0.29 1.51 0.175577 0.336377 -6.23
252630_at putative protein --- AT3G44980 -1.12 -0.16 -1.51 0.175661 0.33651 -6.23
255956_at Expressed protein ; supported by full-leDD46 AT1G22015 1.14 0.19 1.51 0.175734 0.336621 -6.23
251978_at  CYTOCHROME P450 - like protein CYCYP71B30P AT3G53290 1.16 0.21 1.51 0.175798 0.336716 -6.23
260286_at putative acetylornithine transaminase sWIN1 AT1G80600 -1.16 -0.22 -1.51 0.175856 0.336799 -6.23
250217_at nodulin-like protein --- AT5G14120 -1.18 -0.24 -1.51 0.175983 0.337014 -6.23
249175_at COP8 (constitutive photomorphogenic COP8 AT5G42970 1.12 0.16 1.51 0.176049 0.337112 -6.23
258631_at putative polygalacturonase similar to p QRT2 AT3G07970 1.46 0.55 1.51 0.176073 0.337129 -6.23
246839_at putative protein --- AT5G26720 1.13 0.18 1.51 0.176183 0.337311 -6.23
248172_at unknown protein  ;supported by full-len--- AT5G54660 1.25 0.32 1.51 0.176261 0.337433 -6.23
253048_at  formamidase - like protein formamidas--- AT4G37560 -1.39 -0.48 -1.51 0.176284 0.337449 -6.23
264889_at unknown protein --- AT1G23050 -1.15 -0.20 -1.51 0.176329 0.337506 -6.23
263681_at hypothetical protein predicted by genscORC6 AT1G26840 -1.19 -0.25 -1.51 0.17637 0.337532 -6.23
250036_at  putative protein predicted proteins, Ara--- AT5G18340 -1.17 -0.23 -1.51 0.176374 0.337532 -6.23
265624_at CLAVATA3 CLE family of proteins; ligaCLV3 AT2G27250 -1.14 -0.19 -1.51 0.176387 0.337532 -6.23
247580_at  putative protein traube, Mus musculus--- AT5G61330 1.15 0.20 1.51 0.176425 0.337577 -6.23
253507_at  serine threonine protein kinase like pro--- AT4G32000 -1.20 -0.26 -1.51 0.176465 0.337626 -6.23
256238_at unknown protein ; supported by full-lenELC AT3G12400 -1.17 -0.23 -1.51 0.176548 0.337745 -6.23
248048_at nicotianamine synthase NAS2 AT5G56080 -1.13 -0.18 -1.51 0.176559 0.337745 -6.23
246349_at Expressed protein ; supported by full-le--- AT1G51915 1.39 0.47 1.51 0.176572 0.337745 -6.23
248926_at Ole e I (main olive allergen)-like protein--- AT5G45880 -1.25 -0.32 -1.51 0.176766 0.338088 -6.23
258147_at  beta-glucosidase, putative similar to b BGLU43 AT3G18070 -1.13 -0.18 -1.51 0.176807 0.338137 -6.23
266525_at putative tetracycline transporter proteinMEE15 AT2G16970 -1.15 -0.20 -1.51 0.176842 0.338147 -6.23
257934_at  serine carboxypeptidase, putative sim scpl21 AT3G25420 1.19 0.25 1.51 0.176838 0.338147 -6.23
248133_at unknown protein --- AT5G54850 -1.19 -0.25 -1.51 0.176861 0.338156 -6.23
265502_at putative poly(A) binding protein --- AT2G15500 -1.16 -0.21 -1.51 0.176942 0.338283 -6.23
254590_at hypothetical protein --- AT4G18860 -1.12 -0.16 -1.51 0.176962 0.338293 -6.23
248274_at isp4 protein ATOPT9 AT5G53510 -1.12 -0.16 -1.51 0.177029 0.338318 -6.23



256823_at hypothetical protein predicted by gensc--- AT3G22220 -1.15 -0.20 -1.51 0.177035 0.338318 -6.23
246508_at  sugar transporter-like protein putative PGLCT AT5G16150 -1.16 -0.21 -1.51 0.177017 0.338318 -6.23
261798_at hypothetical protein similar to hypothetCPSF30 AT1G30460 -1.14 -0.19 -1.51 0.177009 0.338318 -6.23
250604_at  putative protein heparanase precursorPIP1B AT2G45960 / 1.20 0.27 1.51 0.177103 0.33842 -6.24
245643_at  myb-related transcription factor (cpm7MYB116 AT1G25340 -1.12 -0.17 -1.51 0.177119 0.338422 -6.24
262860_at unknown protein APO1 AT1G64810 -1.17 -0.22 -1.51 0.177182 0.338486 -6.24
250294_at  auxin reponsive - like protein Nt-gh3 d--- AT5G13380 1.12 0.17 1.51 0.177182 0.338486 -6.24
258716_at unknown protein similar to a region of --- AT3G09700 1.21 0.28 1.51 0.177223 0.338535 -6.24
263352_at En/Spm-like transposon protein related--- AT2G22080 -1.20 -0.26 -1.51 0.177267 0.338592 -6.24
264883_s_ secretory carrier membrane protein ide--- AT1G11180 / 1.12 0.17 1.51 0.177288 0.338602 -6.24
257079_at unknown protein --- AT3G15240 1.11 0.15 1.51 0.177439 0.338863 -6.24
246840_at putative protein  ;supported by full-leng--- AT5G26610 -1.10 -0.14 -1.51 0.177489 0.33893 -6.24
253175_at WD-40 repeat protein (MSI3)  ; suppor MSI3 AT4G35050 1.23 0.30 1.51 0.177651 0.33921 -6.24
257126_at  E2, ubiquitin-conjugating enzyme, put UBC19 AT3G20060 1.17 0.22 1.51 0.177672 0.339222 -6.24
265941_s_  recA, putative similar to GB:CAA3909 --- AT2G19490 / 1.22 0.28 1.51 0.177733 0.339284 -6.24
258938_at germin-like protein similar to germin ty --- AT3G10080 -1.71 -0.77 -1.51 0.177734 0.339284 -6.24
252752_s_  putative protein hypothetical protein A --- AT3G43470 / 1.11 0.15 1.50 0.177805 0.339391 -6.24
256792_at hypothetical protein predicted by gene --- AT3G22150 1.31 0.38 1.50 0.17783 0.339412 -6.24
246900_at  putative protein flavin-containing monoYUC6 AT5G25620 -1.18 -0.23 -1.50 0.177889 0.339496 -6.24
259889_at predicted protein ; supported by cDNA --- AT1G76405 -1.19 -0.25 -1.50 0.177965 0.339611 -6.24
247882_at Expressed protein ; supported by full-le--- AT5G57785 -1.50 -0.59 -1.50 0.17798 0.339611 -6.24
258928_at unknown protein similar to hypothetica TAF12 AT3G10070 1.17 0.23 1.50 0.178098 0.339808 -6.24
247707_at  scarecrow-like 11 - like scarecrow-like--- AT5G59450 1.66 0.73 1.50 0.178137 0.339854 -6.24
253945_at  putative protein gene F23F1.15 Arabid--- AT4G27050 -1.10 -0.14 -1.50 0.178237 0.340018 -6.24
265612_at hypothetical protein predicted by gensc--- AT2G25390 / -1.12 -0.16 -1.50 0.178273 0.340057 -6.24
251174_at  putative protein latex protein allergen PLP9 AT3G63200 -1.28 -0.36 -1.50 0.178293 0.340068 -6.24
261689_at hypothetical protein contains similarity --- AT1G50140 1.18 0.23 1.50 0.178418 0.340276 -6.24
253513_at  peroxidase - like protein peroxidase, S--- AT4G31760 -1.11 -0.15 -1.50 0.178498 0.340402 -6.24
253329_at hypothetical protein --- AT4G33480 -1.11 -0.15 -1.50 0.178551 0.340473 -6.24
256078_at hypothetical protein predicted by gene --- AT1G20670 -1.13 -0.18 -1.50 0.178631 0.340578 -6.24
257947_at putative isocitrate lyase similar to GB:PICL AT3G21720 -1.17 -0.22 -1.50 0.178636 0.340578 -6.24
266797_at unknown protein AtGRF1 AT2G22840 -1.31 -0.39 -1.50 0.178763 0.340793 -6.24
257637_at terpene synthase-related protein conta--- AT3G25810 1.10 0.14 1.50 0.178793 0.340821 -6.24
246104_at  DNA-binding protein - like DNA-bindinWRKY74 AT5G28650 1.11 0.15 1.50 0.17882 0.340844 -6.24
257143_at  cytochrome P450, putative contains PCYP705A20 AT3G20110 1.15 0.20 1.50 0.178932 0.340986 -6.24



266925_at unknown protein  ;supported by full-lenPEX11D AT2G45740 1.11 0.16 1.50 0.17893 0.340986 -6.24
255812_at  potassium uptake transporter - like proHKT1 AT4G10310 -1.24 -0.31 -1.50 0.178939 0.340986 -6.24
251928_at  putative protein hypothetical protein A --- AT3G53980 -1.46 -0.55 -1.50 0.178967 0.34101 -6.24
258500_at S-adenosylmethionine decarboxylase CPuORF9 AT3G02468 / 1.13 0.18 1.50 0.179053 0.341145 -6.25
255260_at  score=63.7, E=3.9e-15, N=8  ; suppor --- AT4G05040 -1.16 -0.22 -1.50 0.179221 0.341437 -6.25
261619_x_ hypothetical protein --- --- -1.12 -0.16 -1.50 0.179258 0.34148 -6.25
257270_at unknown protein  ; supported by full-le --- AT3G28140 -1.11 -0.14 -1.50 0.179383 0.341688 -6.25
264100_at lupeol synthase identical to lupeol syntLUP1 AT1G78970 -1.47 -0.56 -1.50 0.179428 0.341747 -6.25
249627_at  NADH dehydrogenase (ubiquinone) (EEMB1467 AT5G37510 1.16 0.21 1.50 0.179462 0.341783 -6.25
252392_s_  putative protein various predicted prot --- AT3G47890 / 1.17 0.23 1.50 0.179602 0.342021 -6.25
259846_at  peptide transporter PTR2-B, putative s--- AT1G72140 -1.14 -0.19 -1.50 0.179667 0.342087 -6.25
247902_at plasma membrane ATPase 3 (proton pAHA3 AT5G57350 -1.15 -0.20 -1.50 0.179662 0.342087 -6.25
249943_at putative protein similar to unknown pro--- AT5G22280 1.27 0.35 1.50 0.179733 0.342098 -6.25
250844_at putative protein  ;supported by full-lengSIM AT5G04470 -1.29 -0.37 -1.50 0.179702 0.342098 -6.25
245974_at putative protein --- --- 1.21 0.27 1.50 0.179705 0.342098 -6.25
249097_at putative protein strong similarity to unk--- AT5G43520 -1.14 -0.19 -1.50 0.179731 0.342098 -6.25
253130_at putative protein  ;supported by full-leng--- AT4G35510 -1.22 -0.29 -1.50 0.179772 0.342145 -6.25
264816_at hypothetical protein similar to membra --- AT1G03560 -1.34 -0.42 -1.50 0.179819 0.342205 -6.25
253906_at  putative protein disease resistance pro--- AT4G27220 -1.18 -0.24 -1.50 0.179965 0.342454 -6.25
266823_at hypothetical protein predicted by gensc--- AT2G44930 -1.13 -0.17 -1.50 0.180008 0.34248 -6.25
252485_at  disease resistance protein RPP13-likeRPP13 AT3G46530 1.13 0.17 1.50 0.179996 0.34248 -6.25
254812_at  nucleotide sugar epimerase -like proteGAE5 AT4G12250 1.33 0.41 1.50 0.180201 0.342817 -6.25
265627_at Expressed protein ; supported by full-le--- AT2G27285 1.14 0.19 1.50 0.180222 0.342828 -6.25
258283_at hypothetical protein predicted by gene --- AT3G26750 -1.13 -0.18 -1.49 0.180339 0.343018 -6.25
258896_at  putative syntaxin protein, AtSNAP33 sSYP43 AT3G05710 1.14 0.19 1.49 0.180422 0.343018 -6.25
253418_at  putative protein tom-1B protein, Gallus--- AT4G32760 -1.11 -0.15 -1.49 0.180408 0.343018 -6.25
249409_at  putative protein KED, Nicotiana tabac --- AT5G40340 -1.44 -0.52 -1.49 0.180391 0.343018 -6.25
257414_at hypothetical protein similar to hypothet --- AT1G62110 1.12 0.17 1.49 0.180407 0.343018 -6.25
258252_at putative polygalacturonase similar to p --- AT3G15720 1.27 0.35 1.49 0.180426 0.343018 -6.25
249186_at CHP-rich zinc finger protein-like --- AT5G43040 1.12 0.16 1.49 0.18037 0.343018 -6.25
249329_at putative protein similar to unknown pro--- AT5G40960 1.17 0.23 1.49 0.180517 0.343161 -6.25
266134_s_ putative beta-expansin --- AT1G65680 / -1.13 -0.17 -1.49 0.180535 0.343167 -6.25
248761_at Expressed protein ; supported by full-le--- AT5G47635 1.23 0.29 1.49 0.180559 0.343184 -6.25
264456_at  unknown protein similar to T cell recep--- AT1G10390 1.13 0.17 1.49 0.180824 0.343478 -6.25
251998_at  putative protein KIAA0010 protein, HoUPL7 AT3G53090 1.13 0.17 1.49 0.180777 0.343478 -6.25



265086_at  hypothetical protein contains Zinc fing RING1B AT1G03770 1.18 0.24 1.49 0.180853 0.343478 -6.25
251477_at putative protein --- AT3G59680 -1.10 -0.14 -1.49 0.180815 0.343478 -6.25
249043_at berberine bridge enzyme --- AT5G44360 -1.09 -0.13 -1.49 0.180793 0.343478 -6.25
246788_at  putative protein hypothetical proteins -AGL89 AT5G27580 1.11 0.15 1.49 0.180822 0.343478 -6.25
248293_at unknown protein --- AT5G53050 1.22 0.28 1.49 0.180856 0.343478 -6.25
255854_at unknown protein ;supported by full-leng--- AT1G67050 -1.37 -0.46 -1.49 0.180865 0.343478 -6.25
260694_at  NAD+ dependent isocitrate dehydroge--- AT1G32480 -1.10 -0.14 -1.49 0.180849 0.343478 -6.25
257242_at  9-cis-epoxycarotenoid dioxygenase, pNCED6 AT3G24220 -1.12 -0.17 -1.49 0.180842 0.343478 -6.25
247248_at putative protein contains similarity to u --- AT5G64560 -1.24 -0.31 -1.49 0.180928 0.34357 -6.25
263084_at hypothetical protein predicted by gensc--- AT2G27180 1.13 0.17 1.49 0.181093 0.343855 -6.26
247517_at  100 kDa coactivator - like protein 100 --- AT5G61780 -1.16 -0.21 -1.49 0.181146 0.343873 -6.26
261352_at  DNA repair protein RAD23, putative s RAD23 AT1G79650 -1.13 -0.18 -1.49 0.181148 0.343873 -6.26
245549_at cellulose synthase like protein ATCSLB06 AT4G15320 -1.12 -0.17 -1.49 0.181124 0.343873 -6.26
267267_at putative cytochrome P450 CYP71B9 AT2G02580 1.13 0.17 1.49 0.181193 0.343907 -6.26
263998_at unknown protein --- AT2G22510 -1.29 -0.37 -1.49 0.181195 0.343907 -6.26
264834_at unknown protein similar to ESTs gb|AA--- AT1G03730 1.27 0.35 1.49 0.181228 0.343939 -6.26
265596_at hypothetical protein predicted by genscCAF1 AT2G20020 1.28 0.36 1.49 0.181248 0.343949 -6.26
259905_s_ hypothetical protein predicted by gene --- AT1G74130 / -1.09 -0.13 -1.49 0.181313 0.344044 -6.26
258177_at  ubiquitin-regulatory protein, putative c --- AT3G21660 -1.11 -0.16 -1.49 0.181342 0.34407 -6.26
254666_at  translation initiation factor eIF-2 gamm--- AT4G18330 1.10 0.13 1.49 0.181413 0.344176 -6.26
246782_at  putative protein PrMC3 - Pinus radiataGID1C AT5G27320 1.27 0.34 1.49 0.181595 0.344463 -6.26
249980_at putative protein --- AT5G18870 -1.14 -0.19 -1.49 0.181591 0.344463 -6.26
266372_at  putative two-component response reg ATRR3 AT2G41310 1.14 0.19 1.49 0.181614 0.344472 -6.26
266882_at unknown protein  ;supported by full-len--- AT2G44670 -1.36 -0.44 -1.49 0.181665 0.344539 -6.26
265115_at  rho GDP-dissociation inhibitor, putativ --- AT1G62450 -1.12 -0.17 -1.49 0.18168 0.34454 -6.26
252427_at hypothetical protein --- AT3G47640 1.28 0.36 1.49 0.181697 0.344544 -6.26
258292_at hypothetical protein predicted by gene --- AT3G23330 -1.15 -0.20 -1.49 0.18173 0.344577 -6.26
251419_at  putative protein various predicted prot --- AT3G60470 -1.12 -0.16 -1.49 0.181866 0.344806 -6.26
253854_at  putative protein zinc-finger protein S12--- AT4G27900 -1.38 -0.47 -1.49 0.181924 0.344886 -6.26
253957_at putative protein  ; supported by cDNA: AGP13 AT4G26320 -1.20 -0.26 -1.49 0.18196 0.344886 -6.26
262806_at putative pyrophosphate-dependent pho--- AT1G20950 -1.21 -0.27 -1.49 0.181948 0.344886 -6.26
261172_at hypothetical protein predicted by gene --- AT1G04840 -1.14 -0.19 -1.49 0.181969 0.344886 -6.26
261442_at Expressed protein ; supported by full-le--- AT1G28375 1.13 0.17 1.49 0.182034 0.344982 -6.26
256723_at unknown protein  ;supported by full-len--- AT2G34160 1.10 0.14 1.49 0.182055 0.344986 -6.26
245012_at NADH dehydrogenase D3 --- --- -1.17 -0.22 -1.49 0.182067 0.344986 -6.26



266057_at putative methionyl-tRNA synthetase  ; --- AT2G40660 1.11 0.15 1.49 0.182114 0.345046 -6.26
248297_at protochlorophyllide reductase; oxidored--- AT5G53100 -1.10 -0.14 -1.49 0.18217 0.345117 -6.26
255744_at hypothetical protein predicted by gene --- --- -1.10 -0.13 -1.49 0.182182 0.345117 -6.26
245948_at putative protein  ;supported by full-leng--- AT5G19540 1.19 0.25 1.49 0.182211 0.345117 -6.26
257482_x_ hypothetical protein contains similarity --- AT1G27820 1.19 0.25 1.49 0.182207 0.345117 -6.26
258383_at hypothetical protein predicted by gensc--- AT3G15440 1.30 0.38 1.49 0.182263 0.345186 -6.26
256949_at hypothetical protein predicted by gene --- AT3G19070 -1.10 -0.14 -1.49 0.182429 0.345472 -6.26
259957_at putative protein kinase C-terminal regio--- AT1G67890 -1.25 -0.32 -1.49 0.182705 0.345966 -6.26
256573_at hypothetical protein predicted by gene --- AT3G14860 -1.12 -0.17 -1.48 0.182847 0.346199 -6.26
253098_at cytochrome P450-like protein CYP81D3 AT4G37340 -1.14 -0.19 -1.48 0.182859 0.346199 -6.26
266770_at putative expansin Experimental evidenATEXPA15 AT2G03090 -1.21 -0.28 -1.48 0.182894 0.346238 -6.26
248083_at unknown protein --- AT5G55420 1.48 0.57 1.48 0.182926 0.346268 -6.26
AFFX-ThrX B. subtilis /GEN=thrC /DB_XREF=gb:X--- --- -1.26 -0.34 -1.48 0.183078 0.346527 -6.27
267114_at Expressed protein ; supported by full-le--- AT2G14835 -1.12 -0.17 -1.48 0.183104 0.346548 -6.27
257863_at hypothetical protein similar to GRAB1 anac057 AT3G17730 1.10 0.14 1.48 0.183156 0.346618 -6.27
266611_at putative auxin-regulated protein GH3.1 AT2G14960 -1.12 -0.17 -1.48 0.18322 0.346711 -6.27
264897_at  dynein light subunit lc6, flagellar outer --- AT1G23220 -1.14 -0.19 -1.48 0.183304 0.346841 -6.27
246004_at germin-like protein  ; supported by cDNGER3 AT5G20630 -3.01 -1.59 -1.48 0.183335 0.34687 -6.27
253231_at  Nonclathrin coat protein gamma - like --- AT4G34450 -1.13 -0.18 -1.48 0.183367 0.346902 -6.27
248880_at putative protein contains similarity to ca--- AT5G46200 1.11 0.16 1.48 0.183438 0.346991 -6.27
255771_at hypothetical protein contains similarity --- AT1G18550 -1.13 -0.17 -1.48 0.183444 0.346991 -6.27
259019_at hypothetical protein similar to serologicCHIP AT3G07370 1.13 0.18 1.48 0.183473 0.347017 -6.27
246846_at putative protein --- AT5G26760 1.11 0.15 1.48 0.183557 0.347147 -6.27
267593_at similar to disease resistance protein (CAtRLP25 AT2G33030 1.11 0.15 1.48 0.183624 0.347245 -6.27
266629_at putative serpin --- AT2G35590 1.12 0.17 1.48 0.183681 0.347324 -6.27
258316_at unknown protein --- AT3G22660 1.20 0.27 1.48 0.183724 0.347376 -6.27
246836_s_  putative protein MADS box protein AG--- AT5G26650 / -1.10 -0.14 -1.48 0.183818 0.347506 -6.27
257383_at hypothetical protein predicted by gensc--- AT2G19630 -1.12 -0.16 -1.48 0.183823 0.347506 -6.27
249904_at unknown protein --- AT5G22700 -1.12 -0.16 -1.48 0.183856 0.347538 -6.27
261056_at hypothetical protein similar to hypothet --- AT1G01360 -1.18 -0.24 -1.48 0.183874 0.347545 -6.27
266647_at hypothetical protein predicted by grail --- AT2G25870 -1.17 -0.23 -1.48 0.183914 0.347565 -6.27
247352_at serine/threonine-protein kinase  ;suppoSNRK2.5 AT5G63650 1.36 0.44 1.48 0.183915 0.347565 -6.27
245773_at hypothetical protein predicted by gensc--- AT1G30290 1.13 0.17 1.48 0.183971 0.347584 -6.27
249625_at hypothetical protein  ;supported by full---- AT5G37480 1.12 0.16 1.48 0.183951 0.347584 -6.27
248742_at unknown protein --- AT5G48200 -1.14 -0.19 -1.48 0.183961 0.347584 -6.27



253479_at  ferredoxin-NADP+ reductase - like pro--- AT4G32360 1.11 0.15 1.48 0.184017 0.347613 -6.27
254442_at  putative protein predicted protein T7N --- AT4G21060 1.12 0.16 1.48 0.184001 0.347613 -6.27
265203_at unknown protein --- AT2G36630 -1.15 -0.20 -1.48 0.18404 0.347628 -6.27
255653_at Similar to receptor kinase --- AT4G00960 -1.10 -0.14 -1.48 0.184183 0.347869 -6.27
265270_at putative ribose phosphate pyrophosph --- AT2G42910 1.12 0.16 1.48 0.184279 0.348013 -6.27
245400_at  ATP-dependent Clp protease proteoly --- AT4G17040 -1.16 -0.21 -1.48 0.18429 0.348013 -6.27
249268_at Expressed protein ; supported by cDNA--- AT5G41685 -1.11 -0.15 -1.48 0.18434 0.34808 -6.27
265737_at putative phosphatidic acid phosphatas ATPAP1 AT2G01180 1.60 0.68 1.48 0.184383 0.348103 -6.27
262318_at putative hypersensitivity-related protein--- AT1G27620 -1.13 -0.18 -1.48 0.18438 0.348103 -6.27
251265_at  ATP-dependent RNA helicase-like pro--- AT3G62310 1.17 0.22 1.48 0.184424 0.348128 -6.27
249136_at putative protein similar to unknown pro--- AT5G43180 1.24 0.31 1.48 0.184427 0.348128 -6.27
265526_x_ putative Athila retroelement ORF1 prot--- --- -1.10 -0.13 -1.48 0.184498 0.348234 -6.27
246024_at  putative protein predicted protein - Ara--- AT5G21130 1.15 0.20 1.48 0.184558 0.348298 -6.27
264497_at hypothetical protein predicted by genscATPUP4 AT1G30840 1.19 0.25 1.48 0.184563 0.348298 -6.27
265453_at putative cellular apoptosis susceptibilit --- AT2G46520 -1.15 -0.21 -1.48 0.184597 0.348334 -6.27
258733_at unknown protein --- --- 1.11 0.15 1.48 0.184672 0.348447 -6.27
255101_at  putative lipid transfer protein similar to--- AT4G08670 -1.16 -0.22 -1.48 0.184736 0.348537 -6.27
250353_at  putative protein predicted proteins, Ara--- AT5G11630 -1.14 -0.19 -1.48 0.184757 0.34855 -6.27
247481_at  putative protein predicted protein, Ara --- AT5G62400 -1.11 -0.15 -1.48 0.184778 0.348559 -6.27
263988_at floral homeodomain transcription facto SHP2 AT2G42830 -1.12 -0.16 -1.48 0.184814 0.348599 -6.27
259602_at  disease resistance protein, putative si --- AT1G56520 -1.11 -0.15 -1.48 0.184925 0.348751 -6.27
256460_at  60S ribosomal protein L30, putative si --- AT1G36240 -1.14 -0.19 -1.48 0.184925 0.348751 -6.27
250942_at putative protein --- AT5G03350 -2.77 -1.47 -1.48 0.184999 0.348789 -6.27
267002_s_ putative photosystem II type I chlorophLHB1B1 AT2G34420 / -1.09 -0.13 -1.48 0.184965 0.348789 -6.27
246629_at unknown protein similar to hypothetica --- AT1G50750 -1.16 -0.22 -1.48 0.185006 0.348789 -6.27
262691_at TPR-repeat protein contains multiple T--- AT1G62740 1.17 0.23 1.48 0.185006 0.348789 -6.27
247386_at putative protein similar to unknown proemb2746 AT5G63420 1.12 0.16 1.48 0.185045 0.34879 -6.28
263923_at Expressed protein ; supported by cDNA--- AT2G36485 1.18 0.24 1.48 0.185034 0.34879 -6.28
250048_s_  BCS1 - like protein h-bcs1, Homo sap --- AT5G17740 / 1.12 0.16 1.48 0.185053 0.34879 -6.28
256960_at unknown protein  ;supported by full-len--- AT3G13510 -1.17 -0.23 -1.48 0.185151 0.348945 -6.28
250394_at  putative protein yllC, Enterococcus fae--- AT5G10910 -1.15 -0.21 -1.48 0.185191 0.348993 -6.28
263133_at hypothetical protein predicted by gene --- AT1G78450 1.59 0.67 1.48 0.185213 0.349006 -6.28
257296_at hypothetical protein predicted by gene --- AT3G28020 -1.13 -0.17 -1.48 0.185232 0.349012 -6.28
263120_at  cytochrome P450, putative similar to cCYP708A3 AT1G78490 -1.93 -0.95 -1.48 0.185258 0.349033 -6.28
250748_at AtPH1-like protein  ;supported by full-le--- AT5G05710 1.15 0.20 1.48 0.185386 0.349244 -6.28



249212_at putative protein strong similarity to unk--- AT5G42690 -1.13 -0.18 -1.47 0.185405 0.349252 -6.28
245494_at salt-inducible protein homolog --- AT4G16390 -1.14 -0.19 -1.47 0.185524 0.349447 -6.28
255525_at coded for by A. thaliana cDNA T04215--- AT4G02340 -1.14 -0.19 -1.47 0.185557 0.349481 -6.28
250008_at  triacylglycerol lipase-like protein triacy --- AT5G18630 1.27 0.34 1.47 0.18561 0.349493 -6.28
261965_at  athila ORF 1, putative similar to athila --- --- 1.10 0.13 1.47 0.18559 0.349493 -6.28
253499_at  putative protein zinc-finger helicase, H--- AT4G31900 1.12 0.16 1.47 0.185601 0.349493 -6.28
255125_at  putative protein SCARECROW - Arab --- AT4G08250 -1.14 -0.19 -1.47 0.18565 0.349541 -6.28
245871_at hypothetical protein predicted by gene --- AT1G26290 -1.16 -0.22 -1.47 0.185734 0.349669 -6.28
264343_at unknown protein  ; supported by full-le --- AT1G11850 -1.21 -0.27 -1.47 0.186202 0.350522 -6.28
250123_at putative protein contains similarity to a PIN5 AT5G16530 1.15 0.20 1.47 0.186283 0.350645 -6.28
254511_at hypothetical protein --- AT4G20220 1.12 0.16 1.47 0.186309 0.350665 -6.28
250758_at eukaryotic translation initiation factor 3 EIF3G2 AT5G06000 -1.18 -0.24 -1.47 0.186346 0.350706 -6.28
251586_at zinc finger-like protein several zinc fingGIS AT3G58070 -1.17 -0.22 -1.47 0.186416 0.350779 -6.28
244955_at hypothetical protein --- --- 1.19 0.25 1.47 0.186409 0.350779 -6.28
256777_at hypothetical protein predicted by gene --- AT3G13780 1.12 0.16 1.47 0.186536 0.350848 -6.28
247267_at 40S ribosomal protein S28 (sp|P34789RPS28 AT5G64140 -1.28 -0.36 -1.47 0.186545 0.350848 -6.28
265210_at 60S ribosomal protein L24  ;supported RPL24A AT2G36620 -1.45 -0.54 -1.47 0.186477 0.350848 -6.28
256307_at  pectate lyase, putative contains Pfam --- AT1G30350 -1.10 -0.14 -1.47 0.186524 0.350848 -6.28
246639_x_  adenylate kinase -like protein predicte --- --- 1.13 0.17 1.47 0.186526 0.350848 -6.28
248166_at putative protein contains similarity to p --- AT5G54520 -1.11 -0.15 -1.47 0.186522 0.350848 -6.28
262548_at unknown protein contains similarity to aAGO2 AT1G31280 -1.15 -0.20 -1.47 0.186562 0.350851 -6.28
263178_at hypothetical protein predicted by gene --- AT1G05550 -1.14 -0.19 -1.47 0.186581 0.350858 -6.28
265677_at putative purine-rich single-stranded DNPUR ALPHAAT2G32080 -1.11 -0.15 -1.47 0.186699 0.35102 -6.28
257327_at hypothetical protein --- --- 1.23 0.30 1.47 0.186729 0.35102 -6.28
249664_at  putative protein histone stem-loop bind--- AT5G36722 / -1.12 -0.16 -1.47 0.186722 0.35102 -6.28
255694_at putative transcriptional regulator UNE10 AT4G00050 -1.16 -0.22 -1.47 0.186696 0.35102 -6.28
260434_at hypothetical protein predicted by gensc--- AT1G68330 1.21 0.28 1.47 0.186807 0.351109 -6.28
250917_at  fructose-bisphosphate aldolase -like p--- AT5G03690 1.15 0.21 1.47 0.186794 0.351109 -6.28
245214_at F12A21.1 hypothetical protein --- AT1G67855 -1.11 -0.15 -1.47 0.186914 0.351282 -6.28
245995_at  putative protein various predicted prot --- --- 1.18 0.24 1.47 0.186962 0.351313 -6.28
262035_at  polyprotein, putative similar to polypro--- --- 1.11 0.15 1.47 0.186965 0.351313 -6.28
259369_s_ hypothetical protein similar to putative --- AT1G69150 / 1.12 0.17 1.47 0.186977 0.351313 -6.28
256298_at DNA-binding protein contains Pfam proAGL94 AT1G69540 1.12 0.17 1.47 0.18704 0.351388 -6.28
254257_s_  putative protein predicted proteins, Ara--- AT4G23350 / -1.12 -0.16 -1.47 0.187048 0.351388 -6.28
259832_at  transfactor, putative similar to GI:4519--- AT1G69580 -1.35 -0.43 -1.47 0.187112 0.351481 -6.29



265114_at hypothetical protein contains similarity LRX2 AT1G62440 -1.26 -0.33 -1.47 0.187316 0.351835 -6.29
246586_at  putative protein predicted protein, Ara --- AT5G14770 1.17 0.23 1.47 0.187338 0.351846 -6.29
266026_at putative non-LTR retroelement reverse--- --- -1.14 -0.18 -1.47 0.187368 0.351874 -6.29
252902_at  putative protein various predicted prot --- AT4G39560 -1.12 -0.17 -1.47 0.187395 0.351877 -6.29
247824_at  putative protein Na+/H+-exchanging pCHX25 AT5G58460 -1.14 -0.19 -1.47 0.1874 0.351877 -6.29
254068_at  putative protein similarity to multidrug NAP8 AT4G25450 1.13 0.18 1.47 0.187484 0.352005 -6.29
248190_at unknown protein --- AT5G54130 1.13 0.17 1.47 0.187573 0.352144 -6.29
253576_at  putative protein various predicted prot --- AT4G31070 -1.10 -0.14 -1.47 0.187724 0.352398 -6.29
261231_at unknown protein ; supported by cDNA:--- AT1G20110 1.10 0.14 1.47 0.187777 0.352448 -6.29
250067_at unknown protein --- AT5G17950 1.10 0.13 1.47 0.187781 0.352448 -6.29
258747_at unknown protein  ; supported by full-le --- AT3G05810 -1.17 -0.23 -1.47 0.187886 0.352614 -6.29
255998_at hypothetical protein contains similarity --- AT1G29780 -1.11 -0.15 -1.47 0.187992 0.352786 -6.29
247039_at putative protein contains similarity to AATEB1C AT5G67270 -1.17 -0.23 -1.46 0.188043 0.352852 -6.29
248602_s_ MADS-box protein-like --- AT5G38620 / 1.10 0.14 1.46 0.188224 0.353161 -6.29
264771_at  phosphomethylpyrimidine kinase probTH1 AT1G22940 -1.10 -0.14 -1.46 0.188434 0.353527 -6.29
259028_at  putative C2H2-type zinc finger protein TAC1 AT3G09290 1.14 0.19 1.46 0.188487 0.353597 -6.29
266539_at similar to mammalian MHC III region p SUVH5 AT2G35160 1.14 0.19 1.46 0.188649 0.353872 -6.29
254720_at  DNA (cytosine-5-)-methyltransferase -MEE57 AT4G13610 1.13 0.18 1.46 0.188771 0.354073 -6.29
249678_at protein kinase-like --- AT5G35980 1.10 0.13 1.46 0.188857 0.354205 -6.29
247202_at GTP-binding protein  ; supported by fu AtRABA4a AT5G65270 -1.15 -0.20 -1.46 0.188912 0.354277 -6.29
254903_at  H+-transporting ATPase chain E, vacuTUF AT4G11150 1.14 0.19 1.46 0.189029 0.354468 -6.29
253187_at  putative zinc-finger protein PEThy;ZPT--- AT4G35280 -1.10 -0.14 -1.46 0.18916 0.354685 -6.30
263371_at unknown protein  ;supported by full-lenNOP10 AT2G20490 1.16 0.21 1.46 0.189225 0.354777 -6.30
248476_at putative protein similar to unknown pro--- AT5G50890 1.29 0.36 1.46 0.189301 0.354891 -6.30
254708_at  ubiquitin-specific protease 20 (UBP20 UBP20 AT4G17895 -1.12 -0.16 -1.46 0.189432 0.355107 -6.30
253723_at extensin-like protein  ;supported by full --- AT4G29240 -1.13 -0.18 -1.46 0.189546 0.355292 -6.30
260271_at unknown protein similar to unknown pr --- AT1G63690 -1.12 -0.16 -1.46 0.18957 0.355307 -6.30
245558_at hypothetical protein --- AT4G15430 -1.10 -0.14 -1.46 0.189593 0.355321 -6.30
249536_at  pollen coat -like protein pollen coat pro--- AT5G38760 1.10 0.14 1.46 0.189766 0.355617 -6.30
254266_at protein kinase - like protein serine thre CRK5 AT4G23130 1.44 0.53 1.46 0.189784 0.355621 -6.30
264368_at  hypothetical protein Contains similarity--- AT1G03280 1.12 0.16 1.46 0.189827 0.355672 -6.30
255975_at hypothetical protein --- --- 1.15 0.20 1.46 0.189866 0.355687 -6.30
252730_at putative protein --- AT3G43110 1.18 0.23 1.46 0.189863 0.355687 -6.30
255865_at unknown protein --- AT2G30330 1.10 0.14 1.46 0.189971 0.355825 -6.30
265098_at unknown protein --- AT1G04010 -1.27 -0.35 -1.46 0.189967 0.355825 -6.30



257459_at unknown protein --- AT1G24040 1.12 0.17 1.46 0.190017 0.355872 -6.30
256550_at  En/Spm-like transposon protein, putat --- --- 1.10 0.14 1.46 0.190027 0.355872 -6.30
264969_at hypothetical protein contains similarity --- AT1G67320 -1.31 -0.39 -1.46 0.190051 0.355886 -6.30
258451_at alternative oxidase 1b precursor identicAOX1B AT3G22360 1.15 0.20 1.46 0.190069 0.355892 -6.30
267542_at hypothetical protein predicted by genef--- AT2G32740 1.11 0.15 1.46 0.190192 0.356093 -6.30
250374_at putative protein EMF1 AT5G11530 1.24 0.31 1.46 0.190278 0.356226 -6.30
AFFX-r2-BsB. subtilis /GEN=jojG /DB_XREF=gb:L--- --- -1.21 -0.28 -1.46 0.190351 0.356332 -6.30
261938_at hypothetical protein predicted by gensc--- AT1G22510 -1.26 -0.34 -1.46 0.190429 0.356449 -6.30
248077_at putative protein contains similarity to C--- AT5G55770 -1.11 -0.15 -1.46 0.190636 0.356806 -6.30
259349_at unknown protein  ; supported by cDNAATAPRL5 AT3G03860 -1.11 -0.15 -1.45 0.190678 0.356827 -6.30
255372_at putative reverse transcriptase --- --- 1.20 0.26 1.45 0.190678 0.356827 -6.30
259254_at  putative P-protein: chorismate mutaseADT2 AT3G07630 1.14 0.19 1.45 0.190694 0.356828 -6.30
253653_at hypothetical protein --- AT4G30050 -1.13 -0.17 -1.45 0.190835 0.357062 -6.30
252864_at  putative protein regulatory protein prrC--- AT4G39740 1.24 0.31 1.45 0.190904 0.357162 -6.30
246246_at putative protein --- AT4G37170 -1.16 -0.21 -1.45 0.190992 0.357297 -6.30
267529_at putative protein kinase contains a proteAtAUR3 AT2G45490 -1.16 -0.21 -1.45 0.191023 0.357326 -6.30
246959_at unknown protein --- AT5G24690 1.27 0.34 1.45 0.191206 0.357633 -6.30
248233_at  F-box protein family, AtFBL13 contain --- AT5G53840 -1.13 -0.17 -1.45 0.191219 0.357633 -6.30
266446_at hypothetical protein predicted by gensc--- AT2G43310 -1.11 -0.15 -1.45 0.191327 0.357807 -6.31
267621_at unknown protein --- --- -1.15 -0.20 -1.45 0.191354 0.357815 -6.31
260576_at putative FCA-related protein --- AT2G47310 -1.17 -0.22 -1.45 0.191363 0.357815 -6.31
249265_at  E2, ubiquitin-conjugating enzyme 8 (U--- AT5G41080 / -1.10 -0.13 -1.45 0.191396 0.357835 -6.31
261226_at  expansin S2 precursor, putative similaATEXPA11 AT1G20190 -2.14 -1.10 -1.45 0.191405 0.357835 -6.31
261010_at hypothetical protein predicted by gene --- AT1G26350 -1.12 -0.16 -1.45 0.191482 0.357949 -6.31
250084_at unknown protein SDG40 AT5G17240 -1.19 -0.25 -1.45 0.191518 0.357987 -6.31
262497_at  putative 20S proteasome beta subunitPBC1 AT1G21720 -1.13 -0.17 -1.45 0.191535 0.35799 -6.31
265846_at putative serine carboxypeptidase II scpl28 AT2G35770 -1.13 -0.18 -1.45 0.19161 0.358102 -6.31
262680_at anter-specific proline-rich -like protein (--- AT1G75880 1.21 0.28 1.45 0.191702 0.358196 -6.31
256189_at hypothetical protein predicted by gene --- AT1G30140 -1.11 -0.15 -1.45 0.191699 0.358196 -6.31
252033_at putative protein  ;supported by full-leng--- AT3G51950 -1.23 -0.30 -1.45 0.191708 0.358196 -6.31
260344_at  polyneuridine aldehyde esterase, putaMES15 AT1G69240 -1.13 -0.17 -1.45 0.191801 0.358338 -6.31
247909_at unknown protein  ; supported by full-le --- AT5G57370 -1.14 -0.19 -1.45 0.191815 0.358338 -6.31
246079_at  putative protein unconventional myosi --- AT5G20450 -1.15 -0.21 -1.45 0.191838 0.358351 -6.31
258790_at putative RNA-binding protein similar puFLK AT3G04610 -1.10 -0.13 -1.45 0.191878 0.358397 -6.31
251417_at  putative protein prib5, Ribes nigrum, EAT3G60420 --- -1.10 -0.14 -1.45 0.192014 0.358612 -6.31



247417_at putative protein similar to unknown pro--- AT5G63040 -1.11 -0.16 -1.45 0.192025 0.358612 -6.31
255729_at hypothetical protein similar to putative --- AT1G25470 / 1.12 0.17 1.45 0.192075 0.358677 -6.31
255723_at hypothetical protein AFP3 AT3G29575 -1.33 -0.41 -1.45 0.192103 0.3587 -6.31
252815_at hypothetical protein --- --- -1.15 -0.20 -1.45 0.192316 0.359068 -6.31
257486_at unknown protein --- AT1G63590 1.11 0.14 1.45 0.192368 0.359136 -6.31
254452_at  UV-damaged DNA-binding protein- lik DDB1B AT4G21100 1.16 0.21 1.45 0.192388 0.359143 -6.31
255027_at  hypothetical protein F21E10.5 Arabido--- AT4G09880 1.13 0.17 1.45 0.192526 0.359342 -6.31
261497_x_ hypothetical protein contains similarity AGL59 AT1G28460 -1.13 -0.18 -1.45 0.192516 0.359342 -6.31
260313_at putative disease resistance protein sim--- AT1G63870 -1.16 -0.21 -1.45 0.192577 0.359407 -6.31
262670_s_ transposase [Escherichia coli] must be--- --- -1.12 -0.16 -1.45 0.192609 0.359439 -6.31
252038_at gamma response I protein  ; supported--- AT3G52120 -1.17 -0.23 -1.45 0.192641 0.359467 -6.31
265567_at unknown protein predicted by genefind--- AT2G05580 -1.15 -0.20 -1.45 0.192741 0.359517 -6.31
257718_at  organ separation protein, putative sim anac058 AT3G18400 -1.13 -0.18 -1.45 0.19274 0.359517 -6.31
254203_at  putative protein various predicted prot AtGRF8 AT4G24150 -1.11 -0.15 -1.45 0.192685 0.359517 -6.31
258441_at hypothetical protein predicted by genmAT3G17265 --- 1.11 0.15 1.45 0.192762 0.359517 -6.31
257520_at hypothetical protein --- AT3G07710 1.14 0.19 1.45 0.192751 0.359517 -6.31
254254_at hypothetical protein --- AT4G23330 -1.14 -0.19 -1.45 0.192711 0.359517 -6.31
256010_at  auxin response factor, putative similarARF19 AT1G19220 1.14 0.19 1.45 0.192799 0.359558 -6.31
253782_at hypothetical protein --- AT4G28590 -1.10 -0.14 -1.45 0.192869 0.359618 -6.31
249376_at Expressed protein ; supported by full-le--- AT5G40645 1.09 0.13 1.45 0.192879 0.359618 -6.31
263409_at predicted protein --- AT2G04063 -1.12 -0.16 -1.45 0.192865 0.359618 -6.31
245471_at probable ribosomal protein --- AT4G16030 -1.11 -0.15 -1.45 0.192903 0.359633 -6.31
257975_at unknown protein similar to GB:AAD306--- AT3G20830 1.19 0.25 1.45 0.193007 0.359798 -6.31
247548_at  putative protein various predicted prot --- AT5G61400 1.17 0.22 1.45 0.193151 0.360038 -6.31
248398_at sorbitol dehydrogenase-like protein  ;s --- AT5G51970 1.14 0.19 1.45 0.193198 0.360075 -6.31
245846_at  P-type transporting ATPase, putative s--- AT1G26130 1.16 0.22 1.45 0.193225 0.360075 -6.31
248296_at protochlorophyllide reductase; oxidored--- AT5G53090 -1.16 -0.22 -1.45 0.193235 0.360075 -6.31
256651_at hypothetical protein predicted by gene --- AT3G18840 1.15 0.20 1.45 0.19321 0.360075 -6.31
245578_at RNA helicase like protein ATSUV3 AT4G14790 1.15 0.20 1.45 0.19336 0.36028 -6.31
257519_at unknown protein --- AT3G01210 -1.14 -0.19 -1.44 0.193387 0.3603 -6.31
255072_at  outer envelope membrane protein OE TOC75-IV AT4G09080 -1.14 -0.19 -1.44 0.193404 0.360303 -6.32
256567_at  amino acid permease, putative contain--- AT3G19553 -1.13 -0.18 -1.44 0.193566 0.360575 -6.32
246116_at putative protein predicted proteins - Ar --- AT5G20310 -1.14 -0.18 -1.44 0.193594 0.36059 -6.32
257586_at hypothetical protein predicted by gene --- AT1G50760 -1.10 -0.14 -1.44 0.193606 0.36059 -6.32
256726_at unknown protein --- AT3G52210 1.17 0.23 1.44 0.193642 0.360628 -6.32



251079_at hypothetical protein --- AT5G02000 -1.11 -0.15 -1.44 0.193667 0.360645 -6.32
259305_at unknown protein  ;supported by full-len--- AT3G05070 1.12 0.17 1.44 0.193754 0.360778 -6.32
264220_at unknown protein similar to putative act ARPC3 AT1G60430 1.11 0.15 1.44 0.193786 0.360808 -6.32
247714_at  wuschel protein - like wuschel protein,WOX2 AT5G59340 1.22 0.29 1.44 0.193886 0.360965 -6.32
260140_at  Myb-related transcription factor, putatiMYB90 AT1G66390 1.14 0.19 1.44 0.193903 0.360967 -6.32
253804_at putative protein --- AT4G28230 1.14 0.19 1.44 0.194008 0.361132 -6.32
250268_s_  putative protein putative secreted prot --- AT5G12950 / -1.17 -0.23 -1.44 0.194141 0.361351 -6.32
262478_at hypothetical protein similar to hypothet --- AT1G11170 1.13 0.18 1.44 0.194203 0.361437 -6.32
252681_at  NAC domain -like protein Tobacco elicanac061 AT3G44350 1.14 0.19 1.44 0.194297 0.361582 -6.32
264391_at pectate lyase-like protein Similar to sty --- AT1G11920 1.12 0.17 1.44 0.194397 0.36174 -6.32
261065_at hypothetical protein predicted by gene --- AT1G07500 -1.17 -0.22 -1.44 0.194477 0.361859 -6.32
259894_at hypothetical protein predicted by gensc--- AT1G71430 -1.14 -0.19 -1.44 0.19451 0.36189 -6.32
260813_at VirE2-interacting protein VIP1 identica VIP1 AT1G43700 1.18 0.24 1.44 0.194535 0.361897 -6.32
258262_at hypothetical protein --- AT3G15770 -1.15 -0.20 -1.44 0.194545 0.361897 -6.32
263129_at unknown protein ;supported by full-leng--- AT1G78620 -1.12 -0.16 -1.44 0.194648 0.362058 -6.32
255625_at  GBF2, G-box binding factor  ;supporteGBF2 AT4G01120 -1.21 -0.27 -1.44 0.194768 0.362253 -6.32
247713_at  putative protein nonspecific lipid-trans --- AT5G59330 -1.12 -0.16 -1.44 0.194823 0.362326 -6.32
248913_at unknown protein  ;supported by full-len--- AT5G45760 -1.12 -0.16 -1.44 0.194843 0.362332 -6.32
257803_at unknown protein --- AT3G18790 -1.11 -0.15 -1.44 0.194961 0.362514 -6.32
263987_at putative lipase  ; supported by cDNA: g--- AT2G42690 -1.17 -0.23 -1.44 0.194973 0.362514 -6.32
246341_x_  putative protein predicted proteins, Ara--- AT3G43150 -1.16 -0.21 -1.44 0.19507 0.362667 -6.32
247097_at  mannan endo-1,4-beta-mannosidase  --- AT5G66460 1.18 0.24 1.44 0.195119 0.362674 -6.32
253202_at Expressed protein ; supported by full-le--- AT4G34555 -1.27 -0.34 -1.44 0.195122 0.362674 -6.32
266630_at putative serpin --- AT2G35580 -1.11 -0.15 -1.44 0.195111 0.362674 -6.32
260170_at putative sucrose transport protein simi SUC5 AT1G71890 -1.18 -0.24 -1.44 0.195141 0.36268 -6.32
252086_at hypothetical protein --- AT3G52030 1.12 0.17 1.44 0.195176 0.362688 -6.32
245375_at NAK like protein kinase --- AT4G17660 1.13 0.18 1.44 0.195177 0.362688 -6.32
260595_at unknown protein --- AT1G55890 1.14 0.19 1.44 0.195283 0.362855 -6.32
264828_at hypothetical protein predicted by genscATATG18G AT1G03380 1.17 0.23 1.44 0.195347 0.362914 -6.32
265348_at putative RNA-binding protein --- AT2G22600 -1.13 -0.18 -1.44 0.195349 0.362914 -6.32
263619_at putative GDP-mannose  pyrophosphor --- AT2G04650 -1.12 -0.17 -1.44 0.195362 0.362914 -6.32
266757_at unknown protein --- AT2G46940 1.23 0.30 1.44 0.195459 0.363064 -6.32
265119_at  flavin-containing monooxygenase, putFMO GS-OXAT1G62570 1.28 0.36 1.44 0.195525 0.363157 -6.32
255042_at  putative protein hypothetical protein T --- AT4G09630 -1.12 -0.16 -1.44 0.195557 0.363186 -6.33
257390_x_ hypothetical protein predicted by gensc--- --- -1.17 -0.23 -1.44 0.195577 0.363194 -6.33



254252_at  serine/threonine kinase - like protein K--- AT4G23310 1.18 0.23 1.44 0.195647 0.363295 -6.33
255203_at hypothetical protein --- --- -1.16 -0.22 -1.44 0.195701 0.363365 -6.33
262773_at putative nuclear matrix constituent protLINC2 AT1G13220 -1.14 -0.18 -1.44 0.195763 0.363422 -6.33
263203_at hypothetical protein predicted by gene chr31 AT1G05490 1.09 0.13 1.44 0.195763 0.363422 -6.33
249830_at dihydroorotate dehydrogenase precursPYRD AT5G23300 1.25 0.32 1.44 0.195874 0.363568 -6.33
259390_at hypothetical protein predicted by gene --- AT1G06340 1.12 0.17 1.44 0.195864 0.363568 -6.33
246351_at  unknown protein contains similarity to --- AT1G16570 1.11 0.15 1.44 0.195899 0.363584 -6.33
258653_at  hypothetical protein similar to auxin-in --- AT3G09870 -1.15 -0.20 -1.44 0.195957 0.363634 -6.33
258129_at hypothetical protein predicted by gene ROPGEF8 AT3G24620 -1.13 -0.17 -1.44 0.195945 0.363634 -6.33
248312_at unknown protein --- AT5G52580 -1.13 -0.18 -1.44 0.196017 0.363686 -6.33
257967_at hypothetical protein predicted by gene --- AT3G19910 1.11 0.15 1.44 0.196003 0.363686 -6.33
253636_at  putative protein predicted protein, Ara --- AT4G30500 1.63 0.70 1.44 0.196037 0.363692 -6.33
250834_at  putative protein various predicted prot DME AT5G04560 -1.17 -0.22 -1.44 0.196058 0.363702 -6.33
259190_at  unknown protein est hit, predicted by gTPLATE AT3G01780 -1.17 -0.23 -1.43 0.196095 0.363741 -6.33
262701_at hypothetical protein predicted by gensc--- AT1G16480 1.14 0.19 1.43 0.196204 0.363914 -6.33
261654_at  hypothetical protein contains similarity--- AT1G01920 1.17 0.22 1.43 0.196226 0.363925 -6.33
258385_at putative jasmonic acid regulatory proteATNAC2 AT3G15510 1.18 0.24 1.43 0.196255 0.36395 -6.33
264917_at unknown protein contains Pfam profile --- AT1G60500 1.10 0.13 1.43 0.196339 0.364017 -6.33
265003_at  protein kinase, putative similar to prote--- AT1G26970 1.09 0.13 1.43 0.196333 0.364017 -6.33
253230_at putative protein  ; supported by full-len --- AT4G34700 -1.12 -0.17 -1.43 0.196337 0.364017 -6.33
255185_at hypothetical protein --- AT4G07740 -1.12 -0.17 -1.43 0.196454 0.364181 -6.33
266854_at putative C2H2-type zinc finger protein --- AT2G26940 -1.16 -0.22 -1.43 0.19646 0.364181 -6.33
265038_at  putative protein kinase highly similar to--- AT1G03920 -1.12 -0.17 -1.43 0.196488 0.364203 -6.33
256788_at  cytochrome P450, putative similar to cCYP90D1 AT3G13730 -1.59 -0.67 -1.43 0.196511 0.364216 -6.33
259373_at hypothetical protein predicted by gene --- AT1G69160 -1.33 -0.41 -1.43 0.196546 0.364222 -6.33
259076_at hypothetical protein predicted by genscTMAC2 AT3G02140 1.62 0.69 1.43 0.196534 0.364222 -6.33
266260_at putative ATPase skd1 family; supporteSKD1 AT2G27600 -1.10 -0.14 -1.43 0.196669 0.36442 -6.33
266822_at 60S ribosomal protein L30  ;supported --- AT2G44860 1.18 0.24 1.43 0.196743 0.364528 -6.33
253753_at  glycine-rich protein like glycine-rich pr --- AT4G29030 -1.13 -0.17 -1.43 0.196813 0.364628 -6.33
264723_at putative salt-inducible protein similar to--- AT1G22960 1.11 0.15 1.43 0.196859 0.364654 -6.33
264830_at hypothetical protein predicted by genef--- AT1G03710 1.14 0.19 1.43 0.19685 0.364654 -6.33
261660_at  kinesin heavy chain isolog, putative si HIK AT1G18370 1.10 0.14 1.43 0.196968 0.364797 -6.33
245849_at  leukotriene-A4 hydrolase-like protein l --- AT5G13520 -1.28 -0.35 -1.43 0.196963 0.364797 -6.33
245120_at hypothetical protein predicted by genscHOS1 AT2G39810 1.15 0.20 1.43 0.197127 0.365004 -6.33
253664_at NADPH-ferrihemoprotein reductase (AATR2 AT4G30210 1.42 0.50 1.43 0.197128 0.365004 -6.33



247727_at putative ripening-related protein - like p--- AT5G59490 1.16 0.22 1.43 0.197098 0.365004 -6.33
256890_at  glycine-rich RNA binding protein, putaGRP4 AT3G23830 1.29 0.36 1.43 0.197161 0.365037 -6.33
263782_at hypothetical protein predicted by genef--- AT2G46380 1.13 0.18 1.43 0.197211 0.365099 -6.33
258863_at unknown protein similar to RNA helicasDCL2 AT3G03300 -1.21 -0.28 -1.43 0.197258 0.365156 -6.33
264526_at  putative calcium ATPase very similar tECA3 AT1G10130 1.14 0.19 1.43 0.197293 0.365161 -6.33
264058_at  F-box protein family, AtFBX7 contains --- AT2G03560 -1.11 -0.15 -1.43 0.197286 0.365161 -6.33
253447_at hypothetical protein --- AT4G32630 -1.10 -0.13 -1.43 0.197316 0.365174 -6.33
248779_at acetoacyl-CoA-thiolase  ;supported by --- AT5G47720 1.22 0.29 1.43 0.197334 0.365178 -6.33
249579_at  ADP-ribosylation factor - like protein AATARLA1A AT5G37680 -1.12 -0.16 -1.43 0.197385 0.365243 -6.33
258065_at  putative pyruvate kinase similar to PY --- AT3G25960 1.14 0.19 1.43 0.197449 0.365332 -6.33
255155_at hypothetical protein --- AT4G08230 1.14 0.19 1.43 0.197536 0.365464 -6.33
264718_at  receptor-like kinase, putative similar to--- AT1G70130 1.10 0.14 1.43 0.197559 0.365476 -6.33
265726_at putative inositol polyphosphate 5'-phos--- AT2G32010 -1.18 -0.23 -1.43 0.197728 0.365681 -6.33
256704_at  deacetylvindoline 4-O-acetyltransferas--- AT3G30280 -1.11 -0.15 -1.43 0.19771 0.365681 -6.33
252879_at  putative protein predicted proteins, AraNST-K1 AT4G39390 -1.34 -0.42 -1.43 0.197691 0.365681 -6.33
245527_at putative epoxide hydrolase --- AT4G15955 1.16 0.21 1.43 0.197734 0.365681 -6.33
256199_at unknown protein SAB AT1G58250 -1.16 -0.21 -1.43 0.197752 0.365685 -6.34
AFFX-Atha Arabidopsis thaliana /REF=X52320 /DE--- --- -1.17 -0.23 -1.43 0.197909 0.365946 -6.34
249913_at GDSL-motif lipase/hydrolase-like prote--- AT5G22810 -1.13 -0.18 -1.43 0.19795 0.365992 -6.34
267622_at hypothetical protein predicted by gensc--- AT2G39690 1.12 0.16 1.43 0.197974 0.366007 -6.34
257618_at  protein kinase, putative similar to TYR--- AT3G24715 -1.09 -0.13 -1.43 0.198035 0.366027 -6.34
251789_at  serine/threonine-specific protein kinas--- AT3G55450 1.16 0.21 1.43 0.198014 0.366027 -6.34
261783_at  vacuolar assembly protein vps41, puta--- AT1G08190 -1.14 -0.19 -1.43 0.19805 0.366027 -6.34
255073_at  beta-1,3-glucanase-like protein probab--- AT4G09090 -1.10 -0.14 -1.43 0.198019 0.366027 -6.34
266104_at putative phosphatidate cytidylyltransfe --- AT2G45150 1.13 0.18 1.43 0.198115 0.366119 -6.34
267424_at hypothetical protein predicted by gensc--- AT2G34800 1.09 0.12 1.43 0.198212 0.366268 -6.34
253628_at  xyloglucan endo-1,4-beta-D-glucanaseXTH18 AT4G30280 -2.25 -1.17 -1.43 0.198258 0.366324 -6.34
248854_at putative protein contains similarity to sa--- AT5G46580 -1.14 -0.19 -1.43 0.198357 0.366474 -6.34
246383_at hypothetical protein predicted by gene --- AT1G77360 1.22 0.29 1.43 0.198371 0.366474 -6.34
246096_at  beta-1,3-glucanase bg4  ;supported byBETAG4 AT5G20330 -1.13 -0.18 -1.43 0.198437 0.366566 -6.34
250640_at  putative protein protein kinase Xa21 - --- AT5G07150 1.24 0.31 1.43 0.198587 0.366813 -6.34
267189_at putative methionine aminopeptidase  ; MAP2A AT2G44180 1.29 0.36 1.43 0.198659 0.366917 -6.34
248987_at dimethylaniline monooxygenase (N-ox --- AT5G45180 -1.11 -0.15 -1.43 0.198733 0.367023 -6.34
259560_at hypothetical protein WAK2 AT1G21270 -1.43 -0.52 -1.42 0.198896 0.367235 -6.34
247243_at nodulin-like protein --- AT5G64700 1.21 0.27 1.42 0.198887 0.367235 -6.34



266476_at unknown protein  ;supported by full-len--- AT2G31090 1.17 0.22 1.42 0.198864 0.367235 -6.34
263285_at unknown protein DOT1 AT2G36120 1.24 0.31 1.42 0.198923 0.367255 -6.34
258191_at putative vesicle transport protein similaVTI13 AT3G29100 -1.10 -0.14 -1.42 0.198984 0.367337 -6.34
252464_at RNA-binding protein-like protein variou--- AT3G47160 1.16 0.22 1.42 0.199023 0.36738 -6.34
253138_at ribosomal protein L11 homolog severa MRPL11 AT4G35490 -1.11 -0.14 -1.42 0.199064 0.367392 -6.34
260198_at F12A21.23 hypothetical protein --- AT1G67635 -1.10 -0.14 -1.42 0.199078 0.367392 -6.34
247739_at  40S ribosomal protein S8 - like 40S rib--- AT5G59240 1.16 0.22 1.42 0.199055 0.367392 -6.34
255890_at rhodanese-like family protein predicted--- AT1G17850 -1.22 -0.28 -1.42 0.199106 0.367414 -6.34
252388_at putative protein  ;supported by full-leng--- AT3G47850 -1.13 -0.17 -1.42 0.199149 0.367464 -6.34
251300_at hypothetical protein  ;supported by full---- AT3G61980 -1.17 -0.23 -1.42 0.199274 0.367666 -6.34
264089_at actin depolymerizing factor 6  ;supporteADF6 AT2G31200 1.17 0.23 1.42 0.199348 0.367764 -6.34
264632_at DegP protease contains similarity to D DegP4 AT1G65640 -1.10 -0.14 -1.42 0.19936 0.367764 -6.34
263039_at  mak16-like protein-related similar to M--- AT1G23280 1.18 0.24 1.42 0.199412 0.36783 -6.34
251260_at  putative protein ISOPENICILLIN N EP--- AT3G62130 1.21 0.27 1.42 0.199507 0.367946 -6.34
250951_at putative protein --- AT5G03550 1.33 0.41 1.42 0.1995 0.367946 -6.34
246684_at  putative protein nucleoid DNA-bindingCDR1 AT5G33340 1.16 0.21 1.42 0.199569 0.368011 -6.34
263176_at  UDP-glucose:indole-3-acetate beta-D-UGT75B2 AT1G05530 1.11 0.15 1.42 0.199575 0.368011 -6.34
265496_at copia-like retroelement pol polyprotein --- --- -1.09 -0.13 -1.42 0.199659 0.368137 -6.34
AFFX-LysXB. subtilis /GEN=lys /DB_XREF=gb:X1--- --- -1.21 -0.27 -1.42 0.199789 0.368347 -6.34
247952_at salt-inducible protein-like CYP71B10 AT5G57250 / -1.13 -0.17 -1.42 0.199815 0.368364 -6.34
253001_at Expressed protein ; supported by cDNA--- AT4G38490 -1.09 -0.13 -1.42 0.199956 0.36856 -6.34
245818_at  cytochrome b561, putative similar to c --- AT1G26100 -1.24 -0.31 -1.42 0.199969 0.36856 -6.35
263781_at hypothetical protein predicted by genef--- AT2G46360 -1.09 -0.13 -1.42 0.199965 0.36856 -6.35
263690_at  putative DNA-binding protein Similar t AtHB23 AT1G26960 -1.23 -0.29 -1.42 0.200041 0.368632 -6.35
256341_at  deoxyguanosine kinase, putative simil --- AT1G72040 -1.24 -0.31 -1.42 0.200035 0.368632 -6.35
265694_at hypothetical protein predicted by gensc--- AT2G24440 -1.13 -0.18 -1.42 0.200088 0.368689 -6.35
264825_at hypothetical protein predicted by gensc--- AT1G03720 -1.13 -0.18 -1.42 0.200146 0.368737 -6.35
247382_at adenylate kinase ;supported by full-lenADK1 AT5G63400 -1.16 -0.21 -1.42 0.200142 0.368737 -6.35
245598_at hypothetical protein --- AT4G14200 1.17 0.22 1.42 0.200242 0.368883 -6.35
250224_at putative protein similar to unknown pro--- AT5G14150 1.16 0.22 1.42 0.200328 0.369012 -6.35
246503_at  40S ribosomal protein S7-like 40S ribo--- AT5G16130 -1.25 -0.32 -1.42 0.200439 0.369157 -6.35
255988_at putative protein --- --- 1.12 0.16 1.42 0.200429 0.369157 -6.35
254469_at hypothetical protein --- AT4G20470 1.11 0.15 1.42 0.200502 0.369243 -6.35
248535_at putative protein contains similarity to G--- AT5G50120 -1.15 -0.20 -1.42 0.20054 0.369283 -6.35
249066_at WD-repeat protein-like --- AT5G43920 1.10 0.13 1.42 0.200736 0.369572 -6.35



265012_at  putative b-keto acyl reductase similar KCR2 AT1G24470 -1.12 -0.17 -1.42 0.200745 0.369572 -6.35
251515_at putative protein several hypothetical pr--- AT3G59270 -1.09 -0.12 -1.42 0.200735 0.369572 -6.35
262325_at  dirigent protein, putative similar to dirig--- AT1G64160 1.28 0.35 1.42 0.200771 0.369589 -6.35
253353_at  pathogenesis-related protein - like pat --- AT4G33730 -1.10 -0.14 -1.42 0.200836 0.36968 -6.35
254018_at  putative mitochondrial carrier protein G--- AT4G26180 -1.13 -0.18 -1.42 0.20089 0.369749 -6.35
255871_at putative small nuclear ribonucleoproteiU2B'' AT2G30260 -1.13 -0.18 -1.42 0.20094 0.369795 -6.35
247022_at unknown protein --- AT5G67050 -1.11 -0.15 -1.42 0.200947 0.369795 -6.35
263045_at hypothetical protein predicted by gensc--- AT2G05370 -1.12 -0.16 -1.42 0.201011 0.369853 -6.35
264961_at unknown protein contains similarity to gPRAF1 AT1G76950 -1.26 -0.34 -1.42 0.201001 0.369853 -6.35
264103_at unknown protein --- AT2G13660 1.13 0.18 1.42 0.201079 0.369947 -6.35
260947_at  fructokinase, putative similar to fructok--- AT1G06020 1.09 0.13 1.42 0.201128 0.370009 -6.35
257004_s_  glycolate oxidase, putative similar to G--- AT3G14130 / -1.10 -0.14 -1.42 0.201171 0.370058 -6.35
257472_at hypothetical protein predicted by gene --- AT1G56040 -1.10 -0.14 -1.42 0.201226 0.370129 -6.35
255697_at hypothetical protein --- AT4G00130 -1.16 -0.22 -1.42 0.201313 0.370258 -6.35
265321_at putative Tub family protein AtTLP2 AT2G18280 -1.10 -0.14 -1.42 0.20133 0.37026 -6.35
267498_at unknown protein --- AT2G45720 1.17 0.22 1.42 0.201428 0.370411 -6.35
252283_at  60S ribosomal protein L13 (BBC1) - lik--- AT3G48960 -1.12 -0.16 -1.42 0.201545 0.370597 -6.35
247095_at dehydrin RAB18-like protein (sp P3018RAB18 AT5G66400 1.32 0.40 1.41 0.201668 0.370793 -6.35
260843_at unknown protein similar to hypothetica --- AT1G29060 -1.09 -0.13 -1.41 0.201702 0.370825 -6.35
248189_at DNA mismatch repair protein MutS2-lik--- AT5G54090 1.15 0.20 1.41 0.201752 0.370886 -6.35
249734_at putative protein strong similarity to unk IRE1-1 AT5G24360 -1.09 -0.13 -1.41 0.20179 0.37092 -6.35
259011_s_ unknown protein similar to putative pro--- AT3G07380 / -1.12 -0.16 -1.41 0.201803 0.37092 -6.35
262024_at  protein disulfide isomerase, putative s ATPDIL5-2 AT1G35620 -1.15 -0.20 -1.41 0.201861 0.370998 -6.35
255424_at  putative glycosylation enzyme similar --- AT4G03340 -1.12 -0.16 -1.41 0.201951 0.371103 -6.35
256523_at unknown protein ;supported by full-leng--- AT1G66070 1.13 0.18 1.41 0.201946 0.371103 -6.35
266208_at putative tRNA isopentenylpyrophosphaATIPT2 AT2G27760 -1.21 -0.27 -1.41 0.201968 0.371105 -6.35
265905_at putative transcription elongation factor --- AT2G25640 -1.10 -0.14 -1.41 0.201991 0.371107 -6.35
251348_at  putative protein hypothetical protein F --- AT3G61010 -1.18 -0.24 -1.41 0.202002 0.371107 -6.35
250694_at putative protein contains similarity to h HAT14 AT5G06710 -1.16 -0.21 -1.41 0.202021 0.371112 -6.35
262849_at unknown protein ; supported by cDNA:--- AT1G14710 -1.33 -0.41 -1.41 0.202104 0.371235 -6.35
263292_at putative Ta11-like non-LTR retroeleme--- --- 1.12 0.16 1.41 0.202231 0.371438 -6.36
267426_at hypothetical protein predicted by gensc--- AT2G34820 -1.11 -0.15 -1.41 0.202322 0.371575 -6.36
256322_at unknown protein ; supported by cDNA:AXR4 AT1G54990 1.26 0.33 1.41 0.202434 0.371751 -6.36
252960_at hypothetical protein --- AT4G38750 1.22 0.29 1.41 0.202465 0.371778 -6.36
261297_at hypothetical protein predicted by gene JAZ4 AT1G48500 -1.10 -0.14 -1.41 0.202566 0.371934 -6.36



249623_at  putative protein Ariadne-2 protein (AR--- AT5G37560 1.09 0.12 1.41 0.202584 0.371937 -6.36
266931_at putative non-LTR retroelement reverse--- --- -1.12 -0.16 -1.41 0.202673 0.372071 -6.36
245444_at limonene cyclase like protein ATTPS03 AT4G16740 -1.16 -0.21 -1.41 0.202732 0.372149 -6.36
254379_at  putative protein calmodulin-binding pro--- AT4G21820 -1.09 -0.13 -1.41 0.202797 0.372207 -6.36
258427_at  putative DNA-binding protein similar to--- AT3G16600 -1.10 -0.13 -1.41 0.202785 0.372207 -6.36
AFFX-BioB E. coli /GEN=bioB /DB_XREF=gb:J044--- --- 1.21 0.28 1.41 0.202943 0.372447 -6.36
253214_at  putative protein karyopherin alpha 1, DARO1 AT4G34940 -1.11 -0.15 -1.41 0.202987 0.372497 -6.36
263616_at unknown protein --- AT2G04680 1.13 0.18 1.41 0.203021 0.372499 -6.36
246324_at  arginine/serine-rich protein, putative s SR45 AT1G16610 1.11 0.15 1.41 0.20302 0.372499 -6.36
254197_at  trehalase - like protein trehalase 1 GMTRE1 AT4G24040 1.19 0.25 1.41 0.203118 0.372647 -6.36
254093_at  putative protein extensin, CatharanthuAtMC2 AT4G25110 1.36 0.44 1.41 0.203191 0.372751 -6.36
259650_at  leucoanthocyanidin dioxygenase 2, pu--- AT1G55290 1.12 0.16 1.41 0.203236 0.372797 -6.36
248817_at putative protein strong similarity to unk--- AT5G47020 -1.14 -0.19 -1.41 0.203249 0.372797 -6.36
260860_at hypothetical protein predicted by gene --- AT1G43810 -1.12 -0.16 -1.41 0.203287 0.37282 -6.36
265592_at hypothetical protein predicted by genef--- AT2G20110 -1.13 -0.17 -1.41 0.203294 0.37282 -6.36
264241_at hypothetical protein contains similarity --- AT1G54840 -1.09 -0.13 -1.41 0.203379 0.372947 -6.36
262802_at  putative cell division control protein, cdCDKB2;2 AT1G20930 1.10 0.13 1.41 0.203402 0.372958 -6.36
261486_at  nucleic acid binding protein (alfin-1), pAL7 AT1G14510 -1.12 -0.17 -1.41 0.203459 0.373033 -6.36
264153_at  disease resistance protein RPS4, putaATPP2-A5 AT1G65390 1.30 0.38 1.41 0.203544 0.373158 -6.36
247451_at MYB99  ; supported by cDNA: gi_1537ATMYB99 AT5G62320 -1.13 -0.18 -1.41 0.20359 0.373213 -6.36
256371_at hypothetical protein --- AT1G66770 -1.11 -0.15 -1.41 0.203625 0.373242 -6.36
250333_at  membrane translocase - like protein inTIM17-3 AT5G11690 -1.24 -0.31 -1.41 0.203638 0.373242 -6.36
259009_at thioglucosidase 3D precursor identical PYK10 AT3G09260 1.21 0.27 1.41 0.203755 0.373425 -6.36
263484_at putative presenilin --- AT2G29900 -1.10 -0.14 -1.41 0.203788 0.373455 -6.36
255231_at  F-box protein family, AtFBL20 contain --- AT4G05460 1.11 0.15 1.41 0.203874 0.373584 -6.36
260853_at hypothetical protein predicted by gene --- AT1G21950 -1.18 -0.24 -1.41 0.203907 0.373584 -6.36
256464_at  late-embryogenesis abundant protein, --- AT1G32560 1.36 0.44 1.41 0.203899 0.373584 -6.36
260514_at hypothetical protein predicted by gene --- AT1G51480 1.11 0.16 1.41 0.203928 0.373592 -6.36
263217_at  putative reticuline oxidase-like protein --- AT1G30740 1.11 0.15 1.41 0.203944 0.373592 -6.36
254581_at  putative protein membrane-associated--- AT4G19440 1.17 0.23 1.41 0.204046 0.373749 -6.36
253126_at  putative protein probable membrane p--- AT4G36050 1.22 0.29 1.41 0.204125 0.373863 -6.36
250661_at nucleoid DNA-binding-like protein  ;sup--- AT5G07030 -1.97 -0.98 -1.41 0.20416 0.373897 -6.36
267482_s_ unknown protein --- AT2G02770 / -1.33 -0.41 -1.41 0.204198 0.373937 -6.36
249258_at putative protein similar to unknown pro--- AT5G41650 -1.10 -0.14 -1.41 0.204289 0.374073 -6.36
251110_at putative protein various alpha amylase--- AT5G01260 1.21 0.27 1.41 0.204333 0.374123 -6.36



258517_at  galactose kinase identical to GB:AAB9GALK AT3G06580 -1.12 -0.17 -1.41 0.204374 0.374169 -6.36
255244_at putative protein various hypothetical pr--- AT4G05620 -1.12 -0.16 -1.41 0.204412 0.374182 -6.36
261690_at  branched-chain amino acid aminotran --- AT1G50090 1.11 0.15 1.41 0.204414 0.374182 -6.36
266274_at putative protein phosphatase 2C --- AT2G29380 1.12 0.16 1.40 0.20452 0.374263 -6.37
253205_at  putative cyclase associated protein CAATCAP1 AT4G34490 -1.23 -0.30 -1.40 0.204485 0.374263 -6.36
254161_at hypothetical protein  ;supported by full---- AT4G24370 -1.12 -0.16 -1.40 0.20454 0.374263 -6.37
264812_at putative thaumatin-like pathogenesis-re--- AT2G17860 1.11 0.14 1.40 0.204524 0.374263 -6.37
262987_at conserved hypothetical protein protein --- AT1G23240 1.19 0.25 1.40 0.204497 0.374263 -6.37
253959_at putative protein --- AT4G26410 -1.10 -0.14 -1.40 0.204649 0.374432 -6.37
254881_at hypothetical protein --- AT4G11700 -1.10 -0.14 -1.40 0.204687 0.374471 -6.37
262425_at hypothetical protein predicted by gensc--- AT1G47660 1.11 0.15 1.40 0.20486 0.374758 -6.37
249892_at unknown protein --- AT5G22600 -1.10 -0.14 -1.40 0.204906 0.374811 -6.37
259988_at  Athila ORF 1, putative simlar to GI:806--- --- -1.10 -0.13 -1.40 0.205045 0.375035 -6.37
254362_at Expressed protein ; supported by full-le--- AT4G22160 -1.17 -0.23 -1.40 0.205096 0.375039 -6.37
263961_at  F-box protein family, AtFBL11 contain --- AT2G36370 1.15 0.20 1.40 0.205081 0.375039 -6.37
252119_at thioredoxin h  ;supported by full-length ATTRX1 AT3G51030 -1.23 -0.30 -1.40 0.205079 0.375039 -6.37
262662_at hypothetical protein similar to hypothet --- AT1G13920 -1.14 -0.19 -1.40 0.205124 0.37506 -6.37
258387_at hypothetical protein predicted by gensc--- AT3G15550 -1.13 -0.18 -1.40 0.205188 0.375147 -6.37
264213_at hypothetical protein contains similarity ATPP2-A5 AT1G65390 1.78 0.83 1.40 0.205345 0.375404 -6.37
255576_at  predicted protein of unknown function --- AT4G01440 -1.21 -0.28 -1.40 0.205375 0.375429 -6.37
247995_at putative protein contains similarity to p --- AT5G56160 -1.16 -0.22 -1.40 0.205442 0.375522 -6.37
253801_at hypothetical protein --- AT4G28170 1.12 0.16 1.40 0.205471 0.375543 -6.37
266377_at Mutator-like transposase similar to  MU--- --- 1.09 0.12 1.40 0.205535 0.375631 -6.37
249995_at  protein kinase -like protein protein kina--- AT5G18610 -1.10 -0.14 -1.40 0.205574 0.375672 -6.37
256904_at unknown protein --- AT3G23980 -1.10 -0.13 -1.40 0.20559 0.375672 -6.37
266102_at unknown protein --- AT2G40720 -1.12 -0.17 -1.40 0.20568 0.375806 -6.37
252697_at  nodulin - like protein nodulin-21, Glyci --- AT3G43660 -1.13 -0.18 -1.40 0.205783 0.375963 -6.37
247137_at calcium-dependent protein kinase  ;supCPK28 AT5G66210 1.30 0.38 1.40 0.20588 0.376112 -6.37
254697_at  putative protein predicted protein, Ara --- AT4G17970 1.10 0.14 1.40 0.205931 0.376175 -6.37
261909_at hypothetical protein predicted by gene SAR3 AT1G80680 1.15 0.20 1.40 0.206126 0.376391 -6.37
266199_at putative calcium-dependent protein kinCPK20 AT2G38910 -1.11 -0.15 -1.40 0.206131 0.376391 -6.37
259187_at putative transcription factor similar to mAtMYB57 AT3G01530 -1.15 -0.21 -1.40 0.206112 0.376391 -6.37
254685_at  SAUR-AC - like protein (small auxin u --- AT4G13790 1.33 0.41 1.40 0.206086 0.376391 -6.37
256780_at  RNase L inhibitor, putative similar to RATRLI1 AT3G13640 -1.12 -0.16 -1.40 0.206132 0.376391 -6.37
262696_at hypothetical protein --- AT1G75870 -1.12 -0.16 -1.40 0.206157 0.376396 -6.37



254220_at putative protein Arabidopsis hypothetic--- AT4G23780 1.11 0.15 1.40 0.206168 0.376396 -6.37
251632_at hypothetical protein --- AT3G57440 -1.15 -0.20 -1.40 0.206211 0.376415 -6.37
263523_at hypothetical protein predicted by gensc--- --- -1.10 -0.14 -1.40 0.206208 0.376415 -6.37
251558_at  putative protein  ;supported by full-len --- AT3G57810 -1.23 -0.30 -1.40 0.206264 0.376481 -6.37
267346_at  coronatine-insensitive 1 (COI1), AtFBLCOI1 AT2G39940 1.16 0.21 1.40 0.206432 0.376697 -6.37
265478_at unknown protein  ;supported by full-lenMEE14 AT2G15890 -1.11 -0.15 -1.40 0.206416 0.376697 -6.37
252957_at glycine-rich protein 2 (GRP2)  ; supporGRP2 AT4G38680 1.24 0.31 1.40 0.206425 0.376697 -6.37
264187_at unknown protein ;supported by full-leng--- AT1G54860 1.09 0.13 1.40 0.20649 0.376761 -6.37
257579_at hypothetical protein predicted by genef--- AT3G11000 1.13 0.17 1.40 0.2065 0.376761 -6.37
267343_at hypothetical protein predicted by grail; --- AT2G44260 1.75 0.81 1.40 0.206545 0.376814 -6.37
257609_at Expressed protein ; supported by full-le--- AT3G13845 -1.14 -0.18 -1.40 0.20668 0.377028 -6.37
256139_at  Nt-gh3 deduced protein, putative simil --- AT1G48660 -1.14 -0.18 -1.40 0.206842 0.377295 -6.38
267639_at putative squamosa-promoter binding pSPL9 AT2G42200 1.10 0.14 1.40 0.206981 0.377518 -6.38
256068_at hypothetical protein contains similarity ATE1 AT1G13690 1.11 0.15 1.40 0.20704 0.377595 -6.38
264036_at hypothetical protein similar to hypothet --- AT2G03810 -1.17 -0.23 -1.40 0.20706 0.377602 -6.38
258903_at  hypothetical protein similar to zinc fing--- AT3G06410 -1.18 -0.24 -1.40 0.207081 0.37761 -6.38
254838_at hypothetical protein --- AT4G12380 -1.16 -0.21 -1.40 0.207114 0.37764 -6.38
261453_at  O-methyltransferase, putative similar t--- AT1G21130 1.30 0.38 1.40 0.207153 0.37768 -6.38
267166_at unknown protein --- AT2G37720 -1.09 -0.12 -1.40 0.20717 0.377681 -6.38
255810_at hypothetical protein ; supported by full---- AT4G10140 -1.12 -0.16 -1.39 0.207479 0.378214 -6.38
264826_at  putative 1-aminocyclopropane-1-carbo2A6 AT1G03410 1.16 0.21 1.39 0.207498 0.378218 -6.38
249615_x_ contains similarity to unknown protein AGL105 AT5G37420 -1.12 -0.17 -1.39 0.207692 0.378542 -6.38
257778_at hypothetical protein predicted by gensc--- --- 1.13 0.18 1.39 0.207709 0.378543 -6.38
251705_at  DNA-binding protein-like DNA-bindingWRKY70 AT3G56400 2.23 1.16 1.39 0.207757 0.378601 -6.38
263325_at putative RING zinc finger protein  ; supXERICO AT2G04240 -1.25 -0.33 -1.39 0.207895 0.378822 -6.38
265529_at hypothetical protein predicted by gensc--- --- 1.10 0.14 1.39 0.207997 0.378977 -6.38
259493_at unknown protein --- AT1G15840 -1.12 -0.16 -1.39 0.208257 0.37942 -6.38
253707_at hypothetical protein --- AT4G29200 -1.10 -0.14 -1.39 0.208408 0.379635 -6.38
258788_at unknown protein  ;supported by full-len--- AT3G11780 -1.12 -0.17 -1.39 0.208407 0.379635 -6.38
257041_at unknown protein --- AT3G28550 1.16 0.22 1.39 0.208572 0.379872 -6.38
264091_at hypothetical protein predicted by gensc--- AT1G79110 -1.30 -0.38 -1.39 0.208566 0.379872 -6.38
267176_at putative zinc finger protein --- AT2G37730 -1.12 -0.17 -1.39 0.208786 0.380233 -6.38
266748_at putative squamosa-promoter binding pSPL1 AT2G47070 -1.20 -0.26 -1.39 0.208893 0.380398 -6.38
247281_at immunophilin (gb|AAB57847.1)  ;suppoFKBP12 AT5G64350 1.10 0.14 1.39 0.208938 0.380448 -6.38
251167_at  putative protein proteinase inhibitor - O--- AT3G63360 -1.10 -0.14 -1.39 0.208978 0.380491 -6.38



248074_at putative protein similar to unknown proFLA1 AT5G55730 -1.37 -0.45 -1.39 0.209216 0.380893 -6.39
246379_s_  60S ribosomal protein L21, putative si --- AT1G57660 / -1.19 -0.25 -1.39 0.20929 0.380999 -6.39
266994_at MADS-box protein (AGL29) AGL29 AT2G34440 -1.13 -0.18 -1.39 0.209312 0.381007 -6.39
259633_at hypothetical protein --- AT1G56500 -1.15 -0.20 -1.39 0.209343 0.381033 -6.39
251280_at  putative protein beta-1,3-glucanase pr--- AT3G61810 -1.11 -0.15 -1.39 0.209495 0.38128 -6.39
246600_at  putative protein disease resistance proSAG101 AT5G14930 -1.24 -0.31 -1.39 0.209546 0.381342 -6.39
264731_at hypothetical protein predicted by gene --- AT1G62150 1.12 0.17 1.39 0.209571 0.381357 -6.39
264972_at  meiotic asynaptic mutant asy1, putativASY1 AT1G67370 1.18 0.24 1.39 0.209587 0.381357 -6.39
258617_at putative calmodulin similar to calmodu --- AT3G03000 -1.10 -0.13 -1.39 0.209675 0.381485 -6.39
249344_at prohibitin (gb AAC49691.1) ;supportedATPHB3 AT5G40770 1.22 0.28 1.39 0.209693 0.381488 -6.39
261000_at hypothetical protein predicted by gene --- AT1G26540 -1.10 -0.14 -1.39 0.209815 0.38168 -6.39
252024_at  monodehydroascorbate reductase (NAATMDAR1 AT3G52880 -1.15 -0.20 -1.39 0.209835 0.381686 -6.39
253416_at pyruvate decarboxylase-1 (Pdc1) --- AT4G33070 1.16 0.22 1.39 0.209857 0.381694 -6.39
248259_at proline-rich cell wall protein-like  ;suppo--- AT5G53330 1.12 0.16 1.39 0.210026 0.381972 -6.39
257576_at hypothetical protein predicted by gene --- AT3G28280 1.12 0.16 1.39 0.210063 0.38201 -6.39
261800_at HD-Zip protein identical to HD-Zip prot PHV AT1G30490 -1.14 -0.19 -1.39 0.210099 0.382043 -6.39
246626_at hypothetical protein contains similarity --- AT1G48870 -1.17 -0.23 -1.39 0.210128 0.382066 -6.39
252707_at  transporter-like protein multidrug-effluxZIFL2 AT3G43790 -1.15 -0.20 -1.39 0.210197 0.382162 -6.39
249781_at unknown protein --- AT5G24250 1.14 0.19 1.38 0.210279 0.382279 -6.39
245569_at RNA polymerase II fifth largest subunitNRPE7 AT4G14660 -1.09 -0.13 -1.38 0.210361 0.382399 -6.39
252882_at Expressed protein ; supported by full-le--- AT4G39675 1.09 0.12 1.38 0.210442 0.382516 -6.39
263603_at hypothetical protein --- AT2G16340 1.15 0.20 1.38 0.21054 0.382662 -6.39
245062_at hypothetical protein predicted by genscBPM3 AT2G39760 1.10 0.14 1.38 0.21058 0.382706 -6.39
256340_at  DnaJ protein, putative contains Pfam --- AT1G72070 1.13 0.18 1.38 0.210669 0.382805 -6.39
261423_at  homeodomain transcription factor, putAGL65 AT1G18750 1.15 0.20 1.38 0.210657 0.382805 -6.39
256207_at  GTP-binding protein, putative similar t --- AT1G50920 1.15 0.21 1.38 0.210719 0.382807 -6.39
260677_at  translation elongation factor EF-1 alphRNL AT1G07910 -1.21 -0.28 -1.38 0.21069 0.382807 -6.39
246834_at  putative protein homeotic protein boi1A--- AT5G26630 -1.12 -0.17 -1.38 0.21072 0.382807 -6.39
255081_at MLH1 protein  ; supported by cDNA: g MLH1 AT4G09140 1.22 0.28 1.38 0.210789 0.382902 -6.39
245341_at Expressed protein ; supported by full-le--- AT4G16447 -1.35 -0.43 -1.38 0.210919 0.383083 -6.39
245887_at  putative protein CD2 cytoplasmic dom--- AT5G09390 -1.09 -0.12 -1.38 0.210922 0.383083 -6.39
266152_s_ hypothetical protein predicted by gensc--- AT2G12050 / 1.10 0.14 1.38 0.210965 0.383129 -6.39
249747_at putative protein similar to unknown pro--- AT5G24600 1.14 0.19 1.38 0.21099 0.383138 -6.39
252428_at  putative protein rjs - Mus musculus, E --- AT3G47660 1.13 0.18 1.38 0.211003 0.383138 -6.39
262991_at hypothetical protein predicted by genscBRX-LIKE3 AT1G54180 1.09 0.13 1.38 0.211082 0.3832 -6.39



250943_at putative protein --- AT5G03360 -1.10 -0.14 -1.38 0.211093 0.3832 -6.39
259126_at putative NADPH-ferrihemoprotein redu--- AT3G02280 -1.10 -0.14 -1.38 0.211099 0.3832 -6.39
254279_at Expressed protein ; supported by full-le--- AT4G22750 -1.12 -0.16 -1.38 0.211104 0.3832 -6.39
250852_at  putative protein BRL protein, Homo sa--- AT5G04670 1.10 0.13 1.38 0.211122 0.383201 -6.39
260957_at delta 9 desaturase identical to delta 9 dADS1 AT1G06080 -1.21 -0.27 -1.38 0.211178 0.383273 -6.39
253495_at  putative protein crp1 protein, Zea mayPGR3 AT4G31850 -1.18 -0.24 -1.38 0.211242 0.383358 -6.39
266703_at unknown protein predicted by genscan--- AT2G19880 1.18 0.24 1.38 0.211393 0.383602 -6.39
262069_at hypothetical protein similar to SNF4-kin--- AT1G80090 -1.13 -0.18 -1.38 0.211437 0.38365 -6.39
255746_at  heat shock transcription factor, putativ--- AT1G32020 -1.10 -0.13 -1.38 0.211501 0.383736 -6.39
263238_at putative auxin-induced protein --- AT2G16580 -1.10 -0.13 -1.38 0.211568 0.383828 -6.40
254022_at  putative membrane transporter Bactro--- AT4G25750 -1.13 -0.17 -1.38 0.21166 0.383965 -6.40
261174_at  26S proteasome regulatory subunit, p --- AT1G04810 1.14 0.19 1.38 0.211827 0.384084 -6.40
250263_at putative protein --- AT5G13470 1.14 0.19 1.38 0.211812 0.384084 -6.40
250380_at putative protein --- AT5G11600 -1.11 -0.16 -1.38 0.211805 0.384084 -6.40
257483_at hypothetical protein contains similarity ICK5 AT1G49620 1.12 0.16 1.38 0.211775 0.384084 -6.40
245099_at unknown protein  ; supported by cDNARHC1A AT2G40830 1.19 0.25 1.38 0.211745 0.384084 -6.40
259953_at putative anion exchanger contains Pfa BOR5 AT1G74810 -1.17 -0.23 -1.38 0.211803 0.384084 -6.40
265449_at putative arginine/serine-rich splicing fa --- AT2G46610 1.18 0.24 1.38 0.2119 0.384185 -6.40
245593_at IAA7 like protein IAA14 AT4G14550 -1.33 -0.41 -1.38 0.211963 0.384269 -6.40
259853_at  leucine-rich receptor-like protein kinas--- AT1G72300 1.17 0.22 1.38 0.211985 0.384278 -6.40
246102_at  putative protein various predicted prot --- AT5G32590 -1.10 -0.14 -1.38 0.21217 0.384583 -6.40
259612_at  60S ribosomal protein L37, putative si --- AT1G52300 -1.26 -0.33 -1.38 0.212217 0.384637 -6.40
258349_at Expressed protein ; supported by full-leHYH AT3G17609 1.30 0.38 1.38 0.212277 0.384687 -6.40
253471_at hypothetical protein --- --- 1.12 0.17 1.38 0.212277 0.384687 -6.40
257207_at hypothetical protein predicted by gene --- AT3G14900 1.14 0.19 1.38 0.212323 0.384739 -6.40
265995_at hypothetical protein predicted by gensc--- AT2G24140 1.11 0.15 1.38 0.212428 0.384869 -6.40
252719_at  putative protein predicted protein, Ara --- AT3G43950 1.12 0.16 1.38 0.212429 0.384869 -6.40
259063_at putative 5B-anther specific protein sim --- AT3G07450 -1.09 -0.13 -1.38 0.212524 0.38501 -6.40
259158_at  hypothetical protein predicted by gens--- AT3G05430 -1.09 -0.13 -1.38 0.212541 0.385012 -6.40
265998_at putative NADP-dependent glyceraldeh ALDH11A3 AT2G24270 -1.12 -0.17 -1.38 0.212562 0.385019 -6.40
251520_at  protein kinase like GCN2 - Saccharom--- AT3G59410 1.10 0.14 1.38 0.212588 0.385035 -6.40
265205_at putative poly(A) binding protein PAB7 AT2G36660 -1.11 -0.15 -1.38 0.212634 0.385077 -6.40
259710_at  putative aminotransferase similar to ky--- AT1G77670 -1.34 -0.42 -1.38 0.212645 0.385077 -6.40
263248_at putative endonuclease  ;supported by fATNTH1 AT2G31450 -1.11 -0.15 -1.38 0.212695 0.385137 -6.40
266603_at hypothetical protein predicted by gensc--- AT2G46040 -1.11 -0.15 -1.38 0.212928 0.385529 -6.40



255028_at  putative protein Arabidopsis thaliana cPMP AT3G24160 / -1.26 -0.33 -1.38 0.21308 0.385772 -6.40
260150_at putative oxidoreductase similar to gibb --- AT1G52820 1.13 0.17 1.37 0.213251 0.386052 -6.40
265682_at similar to avrRpt2-induced protein 2 --- AT2G24390 1.16 0.22 1.37 0.213313 0.386082 -6.40
251721_s_ alpha-soluble NSF attachment protein ALPHA-SNAAT3G56190 / 1.13 0.18 1.37 0.213318 0.386082 -6.40
257273_at hypothetical protein contains Pfam pro UVH3 AT3G28030 1.14 0.19 1.37 0.213295 0.386082 -6.40
264140_at  proteasome alpha subunit, putative sim--- AT1G79210 -1.10 -0.14 -1.37 0.213509 0.386396 -6.40
261543_at unknown protein contains Pfam profile --- AT1G63550 -1.14 -0.19 -1.37 0.21355 0.38644 -6.40
249826_at iron superoxide dismutase 3 (gb|AAC2FSD3 AT5G23310 1.17 0.22 1.37 0.213581 0.386466 -6.40
250930_at  putative protein P58 protein, Bos prim ATP58IPK AT5G03160 1.28 0.35 1.37 0.213726 0.386698 -6.40
244909_at hypothetical protein --- --- -1.12 -0.16 -1.37 0.213793 0.386788 -6.40
264283_at hypothetical protein contains similarity --- AT1G61850 -1.12 -0.16 -1.37 0.21385 0.38683 -6.40
265281_at unknown protein  ; supported by full-le --- AT2G28370 -1.14 -0.19 -1.37 0.213836 0.38683 -6.40
262841_at  aspartate-semialdehyde dehydrogena--- AT1G14810 -1.18 -0.24 -1.37 0.213947 0.386974 -6.41
245097_at Expressed protein ; supported by full-le--- AT2G40935 1.09 0.13 1.37 0.214003 0.386991 -6.41
250643_at putative protein similar to unknown pro--- AT5G06780 -1.10 -0.14 -1.37 0.214007 0.386991 -6.41
246158_at Expressed protein ; supported by full-le--- AT5G19855 1.19 0.25 1.37 0.214001 0.386991 -6.41
257255_at hypothetical protein contains Pfam pro --- AT3G21960 -1.12 -0.16 -1.37 0.214189 0.387289 -6.41
266405_at hypothetical protein predicted by gensc--- AT2G38580 -1.22 -0.28 -1.37 0.214249 0.387367 -6.41
255036_at  putative protein similarity RING zinc fi --- AT4G09560 -1.21 -0.28 -1.37 0.214296 0.387421 -6.41
248925_at GDSL-motif lipase/hydrolase-like prote--- AT5G45910 1.15 0.20 1.37 0.214326 0.387445 -6.41
261343_s_ putative protein hypothetical proteins - --- --- -1.10 -0.14 -1.37 0.214376 0.387504 -6.41
256724_at unknown protein  ;supported by full-len--- AT2G34040 1.13 0.17 1.37 0.21441 0.387535 -6.41
251240_at putative protein --- AT3G62450 -1.10 -0.14 -1.37 0.214512 0.387689 -6.41
267294_at hypothetical protein predicted by genscYCF37 AT2G23670 -1.17 -0.22 -1.37 0.214672 0.387947 -6.41
249014_at putative protein similar to unknown pro--- AT5G44710 -1.15 -0.20 -1.37 0.214878 0.388289 -6.41
245878_at hypothetical protein contains similarity --- AT1G26190 -1.13 -0.18 -1.37 0.214938 0.388366 -6.41
266891_at putative GTP-binding protein  ; supportARAC9 AT2G44690 -1.13 -0.18 -1.37 0.214982 0.388415 -6.41
258574_at hypothetical protein --- AT3G04250 1.11 0.16 1.37 0.215114 0.388622 -6.41
245256_at Expressed protein ; supported by cDNAFAR1 AT4G15090 -1.13 -0.18 -1.37 0.21518 0.388683 -6.41
246535_at putative protein several hypothetical pr--- AT5G15900 -1.16 -0.22 -1.37 0.215182 0.388683 -6.41
244916_at hypothetical protein ORF187 ATMG00880 -1.10 -0.14 -1.37 0.215236 0.38872 -6.41
259167_at putative oleosin similar to oleosin GB:A--- AT3G01570 -1.10 -0.14 -1.37 0.215228 0.38872 -6.41
249227_at peroxidase (emb|CAA66960.1) --- AT5G42180 1.11 0.15 1.37 0.215265 0.388742 -6.41
246057_at  putative protein predicted proteins, Ara--- AT5G08400 1.11 0.14 1.37 0.21536 0.388883 -6.41
254038_at  nitrogen fixation like protein nitrogen f NFU3 AT4G25910 1.10 0.14 1.37 0.215455 0.388991 -6.41



260529_at putative chloroplast protein CP12  ; su CP12-1 AT2G47400 1.09 0.13 1.37 0.215453 0.388991 -6.41
257189_at hypothetical protein GIP1 AT3G13222 1.10 0.14 1.37 0.215612 0.389246 -6.41
264352_at unknown protein Strong similarity to gi --- AT1G03270 -1.19 -0.25 -1.37 0.215708 0.389356 -6.41
257094_at hypothetical protein similar to tetraacyl --- AT3G20480 -1.18 -0.24 -1.37 0.215706 0.389356 -6.41
266558_at putative polygalacturonase --- AT2G23900 -1.10 -0.14 -1.37 0.215749 0.389398 -6.41
255450_at putative protein similar to T5J8.18 --- AT4G02850 -1.11 -0.15 -1.37 0.215765 0.389398 -6.41
247866_at endoxyloglucan transferase (gb|AAD45XTR3 AT5G57550 -1.43 -0.51 -1.37 0.215788 0.389408 -6.41
245835_at hypothetical protein similar to putative --- AT1G42190 1.11 0.14 1.37 0.215856 0.389501 -6.41
252607_at xyloglucan endo-transglycosylase  ; suXTR8 AT3G44990 1.23 0.30 1.37 0.215937 0.389616 -6.41
256691_at hypothetical protein predicted by gene --- --- -1.09 -0.13 -1.37 0.215964 0.389634 -6.41
246521_at  N2,N2-dimethylguanine tRNA methylt --- AT5G15810 1.15 0.20 1.37 0.216008 0.389683 -6.41
264605_at  putative auxin-induced protein, IAA12 IAA12 AT1G04550 1.12 0.16 1.37 0.2161 0.389796 -6.41
260461_at membrane protein PTM1 precursor iso--- AT1G10980 -1.12 -0.17 -1.37 0.216105 0.389796 -6.41
263734_at  permease, putative similar to permeasNAT7 AT1G60030 1.16 0.22 1.36 0.216249 0.390025 -6.41
266084_at hypothetical protein predicted by gensc--- AT2G37810 1.15 0.20 1.36 0.216308 0.390041 -6.41
265921_at putative C2H2-type zinc finger protein --- AT2G18490 -1.10 -0.14 -1.36 0.216293 0.390041 -6.41
267046_at hypothetical protein --- AT2G34360 1.17 0.22 1.36 0.216309 0.390041 -6.41
261665_at  beta-glucan-elicitor receptor, putative --- AT1G18310 -1.11 -0.14 -1.36 0.216528 0.390403 -6.42
260689_at hypothetical protein predicted by gene --- AT1G32290 1.15 0.20 1.36 0.21657 0.390449 -6.42
264246_at  trehalose-6-phosphate synthase, putaATTPS10 AT1G60140 -1.38 -0.46 -1.36 0.216619 0.390506 -6.42
260325_at putative monodehydroascorbate reducMDAR6 AT1G63940 1.16 0.21 1.36 0.216678 0.390574 -6.42
265113_at hypothetical protein --- --- -1.11 -0.15 -1.36 0.21669 0.390574 -6.42
245827_at  disease resistance protein RPS4, puta--- AT1G57830 -1.13 -0.18 -1.36 0.216759 0.390667 -6.42
247515_at  ABC family transporter - like protein A ATH14 AT5G61740 -1.09 -0.12 -1.36 0.216976 0.390965 -6.42
264407_at unknown protein similar to EST gb|N96--- AT1G10180 -1.14 -0.19 -1.36 0.216972 0.390965 -6.42
255811_at heat shock protein 22.0 ; supported by ATHSP22.0 AT4G10250 1.14 0.19 1.36 0.216975 0.390965 -6.42
249559_at putative protein --- AT5G38320 1.17 0.22 1.36 0.2172 0.391244 -6.42
245715_s_ Expressed protein ; supported by cDNA--- AT5G08670 / 1.13 0.17 1.36 0.217187 0.391244 -6.42
262019_s_ hypothetical protein predicted by gensc--- --- -1.11 -0.15 -1.36 0.217197 0.391244 -6.42
262430_s_ unknown protein --- AT1G47550 / -1.12 -0.16 -1.36 0.21715 0.391244 -6.42
250571_at hypothetical protein --- AT5G08200 -1.17 -0.22 -1.36 0.217231 0.39127 -6.42
257604_s_ hypothetical protein predicted by gene --- AT1G11810 / -1.11 -0.15 -1.36 0.217389 0.391524 -6.42
250533_at flavonol synthase (FLS) (sp|Q96330)  FLS AT5G08640 -1.10 -0.14 -1.36 0.217429 0.391565 -6.42
265751_at putative retroelement pol polyprotein --- --- 1.10 0.14 1.36 0.217498 0.391658 -6.42
266522_at putative ubiquitin-conjugating enzyme UBC23 AT2G16920 1.13 0.17 1.36 0.217536 0.391695 -6.42



257102_at  endoxyloglucan transferase, putative sXTH3 AT3G25050 -1.09 -0.13 -1.36 0.217565 0.391712 -6.42
249326_at unknown protein  ; supported by cDNASYN2 AT5G40840 1.12 0.16 1.36 0.217597 0.391712 -6.42
251085_at  putative protein insulinase - Homo sap--- AT5G01440 1.12 0.16 1.36 0.217585 0.391712 -6.42
248350_at putative protein similar to unknown pro--- AT5G52160 1.11 0.15 1.36 0.217614 0.391712 -6.42
261697_at hypothetical protein identical to hypoth --- AT1G32610 -1.20 -0.27 -1.36 0.217636 0.391722 -6.42
264815_at hypothetical protein similar to hypothet --- AT1G03620 -1.25 -0.33 -1.36 0.217733 0.391864 -6.42
265323_at putative syntaxin SYP112 AT2G18260 -1.15 -0.20 -1.36 0.217767 0.391894 -6.42
266263_at putative flavonol sulfotransferase --- AT2G27570 -1.11 -0.15 -1.36 0.217828 0.391973 -6.42
258939_at  unknown protein predicted by genefind--- AT3G10020 -1.25 -0.32 -1.36 0.217973 0.392142 -6.42
252692_at  cysteine proteinase contains similarity --- AT3G43960 -1.30 -0.38 -1.36 0.217969 0.392142 -6.42
262331_at unknown protein --- AT1G64050 1.09 0.12 1.36 0.217964 0.392142 -6.42
254043_at putative protein ; supported by cDNA: gCIL AT4G25990 -1.40 -0.48 -1.36 0.218114 0.392271 -6.42
255869_at unknown protein --- AT2G30270 -1.13 -0.17 -1.36 0.218084 0.392271 -6.42
248183_at CHP-rich zinc finger protein-like --- AT5G54040 1.09 0.13 1.36 0.218129 0.392271 -6.42
258680_at adenylate translocator identical to adenAAC1 AT3G08580 1.20 0.26 1.36 0.218131 0.392271 -6.42
258293_at unknown protein PHO1 AT3G23430 1.51 0.60 1.36 0.218104 0.392271 -6.42
258944_at hypothetical protein similar to hypothetFLD AT3G10390 1.14 0.19 1.36 0.21822 0.3924 -6.42
259939_s_  ARE1-like protein similar to ARE1 GB --- AT1G71270 / -1.14 -0.19 -1.36 0.218246 0.392417 -6.42
248523_s_ ubiquitin activating enzyme  ;supportedSAE1B AT5G50580 / 1.14 0.19 1.36 0.218366 0.392601 -6.42
259332_at putative auxin-induced protein similar t --- AT3G03830 -1.12 -0.16 -1.36 0.218426 0.392679 -6.42
246076_at  sucrose-phosphate synthase-like proteATSPS1F AT5G20280 1.12 0.16 1.36 0.218489 0.392761 -6.42
250459_at unknown protein  ; supported by cDNA--- AT5G09860 -1.12 -0.16 -1.36 0.218626 0.392975 -6.42
261378_at  calcium-dependent protein kinase, putATCDPK1 AT1G18890 1.19 0.25 1.36 0.21871 0.393096 -6.42
261864_s_ 10-formyltetrahydrofolate synthetase idTHFS AT1G50480 / 1.12 0.17 1.36 0.218817 0.393131 -6.43
250154_at  putative aldose 1-epimerase - like pro --- AT5G15140 -1.09 -0.13 -1.36 0.218803 0.393131 -6.42
251380_at putative protein --- AT3G60700 -1.10 -0.14 -1.36 0.218829 0.393131 -6.43
266322_at putative auxin-regulated protein --- AT2G46690 -1.24 -0.31 -1.36 0.218768 0.393131 -6.42
256927_at unknown protein --- AT3G22550 1.10 0.14 1.36 0.218833 0.393131 -6.43
248475_at unknown protein --- AT5G50880 -1.09 -0.13 -1.36 0.218754 0.393131 -6.42
248778_at unknown protein --- AT5G47940 -1.12 -0.17 -1.36 0.218968 0.393343 -6.43
250395_at  putative protein cylicin II, bovine, PIR: --- AT5G10950 1.18 0.24 1.36 0.218989 0.39335 -6.43
249577_at  calmodulin-binding heat-shock protein--- AT5G37710 -1.18 -0.24 -1.36 0.219078 0.393447 -6.43
260019_at  polyprotein, putative simlar to GI:4680--- --- -1.10 -0.14 -1.36 0.219073 0.393447 -6.43
258860_at putative potassium transporter similar tKUP3 AT3G02050 1.20 0.27 1.36 0.21911 0.393465 -6.43
255964_at hypothetical protein predicted by gene ZYP1b AT1G22275 -1.11 -0.15 -1.36 0.219123 0.393465 -6.43



260605_at hypothetical protein predicted by genef--- AT2G43780 1.11 0.15 1.35 0.219315 0.393483 -6.43
264254_at unknown protein --- AT1G09150 -1.09 -0.13 -1.35 0.219254 0.393483 -6.43
251451_s_ putative protein several hypothetical pr--- AT3G60040 / -1.12 -0.16 -1.35 0.219304 0.393483 -6.43
260701_at  heat shock transcription factor HSF8, ATHSFA1D AT1G32330 1.14 0.19 1.35 0.219339 0.393483 -6.43
252217_at putative protein some putative proteins--- AT3G50140 1.17 0.23 1.35 0.219221 0.393483 -6.43
250710_at MYB family transcription factor-like MYB33 AT5G06100 1.11 0.15 1.35 0.219181 0.393483 -6.43
266455_at putative bHLH transcription factor --- AT2G22760 1.29 0.36 1.35 0.219194 0.393483 -6.43
265420_s_ hypothetical protein predicted by genscBRX AT1G31880 / -1.16 -0.21 -1.35 0.219333 0.393483 -6.43
258044_at Dof zinc finger protein identical to GB:BADOF2 AT3G21270 -1.26 -0.34 -1.35 0.21921 0.393483 -6.43
246216_at cytochrome P450 like protein ; supportROT3 AT4G36380 -1.17 -0.23 -1.35 0.219291 0.393483 -6.43
264062_at unknown protein --- AT2G27950 1.12 0.16 1.35 0.219296 0.393483 -6.43
254046_at hypothetical protein --- AT4G26020 1.10 0.14 1.35 0.219308 0.393483 -6.43
256778_at  nucleosome assembly protein, putativ NAP1;4 AT3G13782 1.10 0.14 1.35 0.219393 0.393549 -6.43
264085_at putative glutamyl tRNA reductase HEMA3 AT2G31250 -1.10 -0.14 -1.35 0.219513 0.393722 -6.43
253327_at putative transcription factor MYB69 AT4G33450 -1.15 -0.20 -1.35 0.219525 0.393722 -6.43
262409_at hypothetical protein predicted by gene --- --- -1.14 -0.19 -1.35 0.219571 0.393775 -6.43
267055_at unknown protein PRA1.B4 AT2G38360 -1.33 -0.42 -1.35 0.219708 0.393983 -6.43
249236_at putative protein similar to unknown pro--- AT5G41950 -1.10 -0.13 -1.35 0.219727 0.393983 -6.43
255648_at coded for by A. thaliana cDNA T20730--- AT4G00910 -1.10 -0.13 -1.35 0.219739 0.393983 -6.43
264713_at hypothetical protein Similar to N. tabac--- AT1G09820 -1.12 -0.17 -1.35 0.219819 0.394094 -6.43
265539_at unknown protein --- AT2G15830 1.32 0.40 1.35 0.219893 0.394197 -6.43
248650_at putative protein similar to unknown pro--- AT5G49250 -1.15 -0.21 -1.35 0.219977 0.394286 -6.43
256463_s_ unknown protein --- --- 1.11 0.15 1.35 0.219977 0.394286 -6.43
251066_at  putative protein RING-H2 finger protei --- AT5G01880 -1.20 -0.26 -1.35 0.220064 0.394355 -6.43
257226_at hypothetical protein predicted by gene --- AT3G27880 1.33 0.41 1.35 0.220085 0.394355 -6.43
252776_at  putative protein predicted proteins, Ara--- AT3G42940 -1.13 -0.18 -1.35 0.220069 0.394355 -6.43
261520_at unknown protein ; supported by cDNA:SEC6 AT1G71820 -1.10 -0.14 -1.35 0.220036 0.394355 -6.43
263451_at putative triacylglycerol lipase --- AT2G31690 1.09 0.12 1.35 0.220116 0.394379 -6.43
259398_at hypothetical protein predicted by gene PRA1.F1 AT1G17700 -1.38 -0.46 -1.35 0.220226 0.394546 -6.43
267541_at hypothetical protein predicted by genef--- AT2G32750 -1.14 -0.19 -1.35 0.220405 0.394825 -6.43
250989_at  cytochrome P450 - like protein cytoch CYP96A13 AT5G02900 1.09 0.12 1.35 0.220416 0.394825 -6.43
266276_at putative tropinone reductase TRI AT2G29330 -1.09 -0.13 -1.35 0.22052 0.394979 -6.43
266587_at unknown protein  ; supported by full-le --- AT2G14880 -1.13 -0.18 -1.35 0.220553 0.395008 -6.43
262039_at adenine phosphoribosyltransferase almAPT2 AT1G80050 1.16 0.21 1.35 0.220575 0.395016 -6.43
257052_at putative 3-hydroxybutyryl-CoA dehydro--- AT3G15290 -1.10 -0.14 -1.35 0.220614 0.395024 -6.43



259006_at putative 60S acidic ribosomal protein P--- AT3G09200 -1.20 -0.26 -1.35 0.220602 0.395024 -6.43
266437_at unknown protein --- AT2G43160 1.13 0.18 1.35 0.220643 0.395044 -6.43
255337_at  putative DNA-binding protein similar toWRKY42 AT4G04450 1.15 0.20 1.35 0.220783 0.395264 -6.43
248406_at pectinesterase --- AT5G51490 -1.17 -0.22 -1.35 0.220858 0.395367 -6.43
252306_at hypothetical protein --- AT3G49270 -1.09 -0.12 -1.35 0.220876 0.395368 -6.43
261466_at hypothetical protein predicted by gene --- AT1G07690 -1.16 -0.21 -1.35 0.221075 0.395694 -6.43
263043_at conserved hypothetical protein predicte--- AT1G23350 -1.13 -0.18 -1.35 0.221217 0.395885 -6.43
263658_at unknown protein EST gb|T21788 come--- AT1G04490 1.11 0.14 1.35 0.221212 0.395885 -6.43
245035_at unknown protein similar to GP|224482 ATARD3 AT2G26400 1.30 0.38 1.35 0.221272 0.395891 -6.43
246022_at  putative protein predicted protein - Ara--- AT5G21110 -1.11 -0.15 -1.35 0.221243 0.395891 -6.43
257974_at unknown protein similar to NA-DAMAG--- AT3G20820 1.41 0.49 1.35 0.221258 0.395891 -6.43
258443_at unknown protein --- AT3G22290 1.13 0.18 1.35 0.221345 0.39599 -6.44
253733_at hypothetical protein ATMND1 AT4G29170 1.13 0.18 1.35 0.221375 0.396013 -6.44
251674_at hypothetical protein --- AT3G57250 1.11 0.15 1.35 0.221421 0.396064 -6.44
263638_at unknown protein --- AT2G25310 -1.09 -0.13 -1.35 0.221451 0.396087 -6.44
248972_at putative protein similar to unknown proATDSS1(V) AT5G45010 1.19 0.26 1.35 0.221521 0.396181 -6.44
258168_at hypothetical protein predicted by gene --- AT3G21570 1.09 0.13 1.35 0.221563 0.396224 -6.44
245997_at  putative protein saur1 protein, Zea ma--- AT5G20810 1.18 0.24 1.35 0.221629 0.396312 -6.44
245610_at hypothetical protein --- AT4G14380 1.12 0.16 1.35 0.221673 0.396359 -6.44
263271_s_ hypothetical protein predicted by gensc--- --- -1.09 -0.12 -1.35 0.221796 0.396548 -6.44
267445_at  hypothetical protein predicted by gens--- AT2G33680 1.12 0.17 1.35 0.221817 0.396556 -6.44
255084_s_ putative protein same aa sequence as --- AT4G09220 / -1.10 -0.14 -1.35 0.22184 0.396565 -6.44
263283_at hypothetical protein predicted by gensc--- AT2G36090 1.11 0.15 1.35 0.221905 0.396638 -6.44
256278_at unknown protein ; supported by full-len--- AT3G12130 -1.10 -0.14 -1.35 0.221916 0.396638 -6.44
250382_at  putative protein rjs protein, Mus musc --- AT5G11580 1.09 0.12 1.35 0.222133 0.396968 -6.44
265438_at hypothetical protein --- AT2G20970 -1.09 -0.13 -1.34 0.222222 0.396968 -6.44
253008_at  expansin -like protein expansin (GhEXATEXPA20 AT4G38210 -1.17 -0.23 -1.34 0.222219 0.396968 -6.44
248365_at putative protein strong similarity to unk--- AT5G52500 1.12 0.16 1.34 0.222202 0.396968 -6.44
247976_at unknown protein --- --- 1.13 0.18 1.34 0.222206 0.396968 -6.44
260139_at  Myb-related transcription factor, putatiMYB114 AT1G66380 1.10 0.14 1.34 0.222194 0.396968 -6.44
AFFX-Atha Arabidopsis thaliana /REF=U37281.1 / --- --- -1.10 -0.14 -1.34 0.222208 0.396968 -6.44
261615_at unknown protein --- AT1G33050 1.12 0.17 1.34 0.222273 0.397027 -6.44
262974_at hypothetical protein predicted by gene --- AT1G75550 -1.11 -0.15 -1.34 0.222433 0.397283 -6.44
263753_at putative dehydrin  ;supported by full-le LEA AT2G21490 -1.09 -0.12 -1.34 0.222572 0.3975 -6.44
245255_at COP9 protein ; supported by cDNA: gi_COP9 AT4G14110 -1.12 -0.16 -1.34 0.2226 0.397519 -6.44



247118_at uridylyl transferases-like  ; supported bACR1 AT5G65890 -1.19 -0.26 -1.34 0.222704 0.397666 -6.44
244989_s_ hypothetical protein --- --- -1.16 -0.21 -1.34 0.222728 0.397666 -6.44
249771_at receptor-like protein kinase  ; supporte --- AT5G24080 -1.19 -0.25 -1.34 0.222736 0.397666 -6.44
260539_at putative peroxidase --- AT2G43480 1.09 0.13 1.34 0.222752 0.397666 -6.44
247160_at putative protein contains similarity to sa--- AT5G65820 -1.10 -0.14 -1.34 0.222817 0.397751 -6.44
245571_at light induced protein like --- AT4G14695 -1.15 -0.20 -1.34 0.223023 0.398087 -6.44
248195_at membrane associated protein  ; suppo ATMAMI AT5G54110 -1.14 -0.19 -1.34 0.223065 0.398106 -6.44
252371_at  putative protein finger protein SIG1, S --- AT3G48070 1.13 0.17 1.34 0.223068 0.398106 -6.44
264998_at unknown protein similar to hypothetica --- AT1G67330 1.46 0.54 1.34 0.223129 0.398182 -6.44
249292_at repair endonuclease (gb|AAF01274.1) UVH1 AT5G41150 -1.10 -0.14 -1.34 0.223282 0.398425 -6.44
248169_at ankyrin-repeat-containing protein-like ANK AT5G54610 1.99 0.99 1.34 0.223503 0.398787 -6.44
252914_at  putative protein dehydrin, Glycine max--- AT4G39130 -1.15 -0.20 -1.34 0.223542 0.398826 -6.44
263189_at hypothetical protein similar to hypothet --- AT1G36100 -1.10 -0.14 -1.34 0.223593 0.398886 -6.44
249729_at 6-phosphogluconolactonase-like prote --- AT5G24410 1.12 0.16 1.34 0.223634 0.398897 -6.44
253100_at  cytochrome P450 monooxygenase -likCYP81F3 AT4G37400 1.40 0.49 1.34 0.223633 0.398897 -6.44
260136_at hypothetical protein predicted by gene --- AT1G66360 -1.11 -0.15 -1.34 0.223674 0.398937 -6.44
260790_at hypothetical protein predicted by gensc--- AT1G06240 -1.19 -0.25 -1.34 0.223708 0.398967 -6.44
248759_at putative protein similar to unknown pro--- AT5G47610 -1.28 -0.36 -1.34 0.223784 0.39904 -6.44
246539_at  putative protein geranylgeranylated prMUB2 AT5G15460 -1.09 -0.12 -1.34 0.223768 0.39904 -6.44
252259_at  putative protein acidic ribosomal prote--- AT3G49460 -1.17 -0.23 -1.34 0.22385 0.399127 -6.45
256843_at hypothetical protein predicted by gene --- --- 1.11 0.15 1.34 0.223873 0.399135 -6.45
253151_at  putative polygalacturonase polygalact --- AT4G35670 -1.10 -0.13 -1.34 0.223972 0.399252 -6.45
265138_at hypothetical protein predicted by gensc--- AT1G51300 -1.16 -0.21 -1.34 0.223973 0.399252 -6.45
248522_at predicted protein --- AT5G50565 / -1.10 -0.14 -1.34 0.223996 0.399261 -6.45
255637_at hypothetical protein --- AT4G00750 1.17 0.23 1.34 0.224024 0.39928 -6.45
263562_at hypothetical protein predicted by gensc--- AT2G15420 -1.09 -0.13 -1.34 0.224211 0.399582 -6.45
252660_at putative protein --- AT3G44440 -1.10 -0.13 -1.34 0.22423 0.399585 -6.45
256040_at hypothetical protein similar to putative --- AT1G07270 -1.10 -0.14 -1.34 0.224284 0.399649 -6.45
261958_at  peptide transporter, putative predicted--- AT1G64500 1.24 0.31 1.34 0.224348 0.399683 -6.45
252524_at  putative protein mitochondrial ATP SY--- AT3G46430 1.13 0.17 1.34 0.224355 0.399683 -6.45
251540_at  citrate synthase -like protein citrate sy CSY1 AT3G58740 1.09 0.12 1.34 0.224333 0.399683 -6.45
262859_at hypothetical protein predicted by gene --- AT1G64790 -1.12 -0.16 -1.34 0.224419 0.399738 -6.45
254426_at  putative protein predicted protein, Ara --- AT4G21240 1.11 0.15 1.34 0.224421 0.399738 -6.45
258022_at hypothetical protein predicted by gene --- AT3G19460 -1.09 -0.12 -1.34 0.224467 0.399788 -6.45
258954_at unknown protein contains Pfam profile --- AT3G01400 -1.09 -0.12 -1.34 0.224507 0.399829 -6.45



265616_at hypothetical protein predicted by genef--- AT2G25500 1.09 0.12 1.34 0.224538 0.399853 -6.45
253699_at  putative protein patatin-like protein, SoPLP8 AT4G29800 -1.11 -0.15 -1.34 0.224564 0.399868 -6.45
267345_at unknown protein  ; supported by cDNA--- AT2G44240 1.39 0.47 1.34 0.224615 0.399927 -6.45
260378_at putative actin similar to actin GB:CAB5ATARP4A AT1G73910 -1.09 -0.13 -1.34 0.224645 0.39995 -6.45
265090_at  putative protein phosphatase 2A High --- AT1G03960 -1.11 -0.16 -1.34 0.224683 0.399954 -6.45
258091_at hypothetical protein predicted by genm--- AT3G14560 1.40 0.48 1.34 0.224668 0.399954 -6.45
248118_at GDSL-motif lipase/hydrolase-like prote--- AT5G55050 1.69 0.76 1.34 0.22472 0.399988 -6.45
256722_at hypothetical protein predicted by genef--- AT2G34050 -1.23 -0.29 -1.34 0.224737 0.399988 -6.45
264270_at  beta-glucosidase, putative similar to b --- --- 1.10 0.13 1.34 0.224829 0.40009 -6.45
259096_at putative 40S ribosomal protein S3A (S --- AT3G04840 -1.27 -0.35 -1.34 0.224828 0.40009 -6.45
264066_at Argonaute (AGO1)-like protein AGO5 AT2G27880 -1.12 -0.16 -1.34 0.224851 0.400098 -6.45
266640_at Expressed protein ; supported by full-le--- AT2G35585 -1.14 -0.19 -1.34 0.224934 0.400214 -6.45
262904_at  chaperone, putative similar to chapero--- AT1G59725 -1.14 -0.19 -1.34 0.224996 0.400262 -6.45
257429_at putative RING zinc finger protein --- AT2G27940 -1.17 -0.23 -1.34 0.22499 0.400262 -6.45
250439_at 14-3-3 protein GF14lambda (grf6/AFT1GRF6 AT5G10450 1.12 0.16 1.34 0.22507 0.400363 -6.45
258603_at putative heat shock transcription factorATHSFA1E AT3G02990 -1.16 -0.21 -1.34 0.225196 0.400556 -6.45
260973_at hypothetical protein predicted by gene --- AT1G53490 1.10 0.14 1.34 0.225259 0.400637 -6.45
259759_at  hypothetical protein similar to GB:CAB--- AT1G77550 1.11 0.15 1.33 0.225405 0.400864 -6.45
256973_at unknown protein similar to putative retr--- AT3G20980 1.11 0.15 1.33 0.225641 0.401253 -6.45
262820_at  putative obtusifoliol 14-alpha demethyCYP51G1 AT1G11680 -1.11 -0.15 -1.33 0.225763 0.401438 -6.45
255660_at Expressed protein ; supported by full-le--- AT4G00755 -1.13 -0.17 -1.33 0.225853 0.401568 -6.45
245870_at hypothetical protein similar to hypothet --- AT1G26300 -1.10 -0.14 -1.33 0.225875 0.401574 -6.45
257404_at hypothetical protein predicted by genscSUVR1 AT1G04050 -1.11 -0.16 -1.33 0.225979 0.401729 -6.45
258562_at unknown protein  ;supported by full-len--- AT3G05980 -1.10 -0.13 -1.33 0.225998 0.401732 -6.45
249025_at putative protein contains similarity to u --- AT5G44720 -1.22 -0.29 -1.33 0.22602 0.40174 -6.45
261761_at hypothetical protein predicted by gene CENP-C AT1G15660 -1.11 -0.15 -1.33 0.226195 0.402008 -6.45
253848_at  putative protein regulator protein, Pse --- AT4G28020 1.16 0.21 1.33 0.226206 0.402008 -6.45
249287_at putative protein strong similarity to unk--- AT5G41250 -1.13 -0.17 -1.33 0.226265 0.402081 -6.45
267107_at hypothetical protein predicted by gensc--- --- 1.11 0.16 1.33 0.226344 0.402158 -6.45
266765_at putative inorganic pyrophosphatase AtPPa3 AT2G46860 -1.10 -0.13 -1.33 0.226335 0.402158 -6.45
245278_at syntaxin ; supported by cDNA: gi_2149SYP23 AT4G17730 1.17 0.22 1.33 0.226493 0.402391 -6.46
260737_at  receptor-like serine threonine kinase, --- AT1G17540 -1.13 -0.18 -1.33 0.22652 0.402409 -6.46
263726_at putative ABC transporter  ;supported b--- AT2G13610 -1.60 -0.68 -1.33 0.226613 0.402542 -6.46
264120_at  latex-abundant protein, putative similaAtMC4 AT1G79340 -1.09 -0.13 -1.33 0.226637 0.402554 -6.46
267204_at putative blue copper-binding protein --- AT2G31050 -1.12 -0.16 -1.33 0.22667 0.402581 -6.46



251670_at  putative protein translation releasing fa--- AT3G57190 1.14 0.19 1.33 0.226748 0.402622 -6.46
251485_at  putative protein rad21 mitotic cohesin SYN3 AT3G59550 1.09 0.13 1.33 0.226773 0.402622 -6.46
252346_at hypothetical protein --- AT3G48650 1.09 0.13 1.33 0.226741 0.402622 -6.46
260670_at Expressed protein ; supported by full-leNFD5 AT1G19520 -1.18 -0.24 -1.33 0.226781 0.402622 -6.46
250778_at unknown protein ;supported by full-leng--- AT5G05500 1.11 0.15 1.33 0.22677 0.402622 -6.46
252216_at putative protein several hypothetical pr--- AT3G50420 1.14 0.19 1.33 0.226855 0.40272 -6.46
255089_at nucleoside-diphosphate kinase  ;suppoNDPK1 AT4G09320 1.17 0.22 1.33 0.226962 0.40288 -6.46
244922_s_ hypothetical protein --- AT2G07674 1.14 0.19 1.33 0.227 0.402916 -6.46
262284_at hypothetical protein predicted by gene --- AT1G68670 1.18 0.23 1.33 0.227065 0.40296 -6.46
251718_at putative protein hypothetical proteins - MRLK AT3G56100 -1.15 -0.20 -1.33 0.227088 0.40296 -6.46
253807_at  putative GPI-anchored protein GPI-an--- AT4G28280 -1.15 -0.20 -1.33 0.227094 0.40296 -6.46
263595_at putative purple acid phosphatase contaPAP8 AT2G01890 2.75 1.46 1.33 0.227095 0.40296 -6.46
256282_at unknown protein --- AT3G12550 -1.13 -0.18 -1.33 0.227116 0.402965 -6.46
267514_at putative glycerate dehydrogenase  ; su--- AT2G45630 1.33 0.42 1.33 0.22724 0.403154 -6.46
245668_at  dormancy-associated protein, putativeDYL1 AT1G28330 1.15 0.20 1.33 0.227274 0.403182 -6.46
266820_at putative AP2 domain transcription facto--- AT2G44940 -1.33 -0.41 -1.33 0.227296 0.40319 -6.46
259897_at putative beta-glucanase similar to betaATCEL3 AT1G71380 -1.11 -0.15 -1.33 0.227361 0.403266 -6.46
256882_at  RNA-binding protein, putative similar t --- AT3G26420 / -1.15 -0.20 -1.33 0.227374 0.403266 -6.46
267506_at unknown protein  ;supported by full-len--- AT2G45520 1.10 0.14 1.33 0.227416 0.403281 -6.46
246645_at putative protein  ;supported by full-leng--- AT5G35080 -1.14 -0.18 -1.33 0.227418 0.403281 -6.46
250692_at putative protein strong similarity to unk--- AT5G06560 1.12 0.16 1.33 0.227503 0.403385 -6.46
261943_at  plasma membrane ATPase, putative sAHA9 AT1G80660 1.11 0.16 1.33 0.227512 0.403385 -6.46
249751_at putative protein similar to unknown pro--- AT5G24650 -1.14 -0.19 -1.33 0.227607 0.403427 -6.46
262510_at hypothetical protein similar to hypothet --- AT1G11270 -1.13 -0.17 -1.33 0.227584 0.403427 -6.46
266160_at hypothetical protein ATCHX8 AT2G28180 1.14 0.19 1.33 0.227603 0.403427 -6.46
245271_at transcription factor like protein ; suppo --- AT4G16430 -1.09 -0.13 -1.33 0.227592 0.403427 -6.46
263424_at putative RING zinc finger protein --- AT2G31510 1.11 0.15 1.33 0.227697 0.403556 -6.46
252073_at hypothetical protein --- AT3G51750 -1.51 -0.60 -1.33 0.227736 0.403593 -6.46
266806_at unknown protein  ;supported by full-len--- AT2G30000 1.14 0.19 1.33 0.227817 0.403696 -6.46
253409_at putative protein --- AT4G32960 1.09 0.13 1.33 0.227829 0.403696 -6.46
261789_at  40S ribosomal protein S12, putative s --- AT1G15930 -1.26 -0.33 -1.33 0.227945 0.40387 -6.46
253822_at hypothetical protein --- AT4G28410 -1.10 -0.14 -1.33 0.227989 0.403902 -6.46
249499_at hypothetical protein --- AT5G39250 1.10 0.14 1.33 0.227998 0.403902 -6.46
248860_at putative protein contains similarity to C--- AT5G46670 -1.11 -0.15 -1.33 0.228077 0.404011 -6.46
245562_at OBP33pep like protein contains non_c --- AT4G15520 -1.14 -0.20 -1.33 0.228124 0.404024 -6.46



264154_at unknown protein --- AT1G65430 1.11 0.15 1.33 0.228132 0.404024 -6.46
246029_at leucine-rich repeat protein  ; supported--- AT5G21090 1.11 0.15 1.33 0.228156 0.404024 -6.46
246466_at  sugar transporter - like protein D-XYLO--- AT5G17010 1.17 0.22 1.33 0.228155 0.404024 -6.46
247914_at xyloglucan endotransglycosylase --- AT5G57540 -1.12 -0.17 -1.33 0.228183 0.404041 -6.46
251418_at  putative protein prib5, Ribes nigrum, E--- AT3G60440 -1.20 -0.27 -1.33 0.228201 0.404042 -6.46
264065_at hypothetical protein predicted by gensc--- AT2G27900 -1.12 -0.16 -1.32 0.228401 0.404363 -6.46
258106_at ribonucleoside-diphosphate reductase RNR2A AT3G23580 1.14 0.19 1.32 0.228573 0.404638 -6.46
266298_at unknown protein  ;supported by full-len--- AT2G29590 1.13 0.18 1.32 0.228638 0.40472 -6.46
262614_at putative pattern formation protein EMBGN AT1G13980 -1.19 -0.25 -1.32 0.228658 0.40472 -6.46
259196_at putative ribosomal protein S2 similar toRPS2 AT3G03600 -1.16 -0.21 -1.32 0.228673 0.40472 -6.46
260727_at  polygalacturonase PG1, putative simil --- AT1G48100 -1.15 -0.20 -1.32 0.228692 0.404721 -6.46
251707_at  protein kinase C inhibitor-like protein p--- AT3G56490 1.12 0.16 1.32 0.228796 0.404876 -6.46
254133_at putative protein various predicted ABC--- AT4G24810 -1.09 -0.13 -1.32 0.228885 0.405001 -6.46
249540_at  4-coumarate--CoA ligase -like protein --- AT5G38120 -1.25 -0.32 -1.32 0.228958 0.405064 -6.46
258520_at hypothetical protein predicted by gene --- AT3G06710 -1.16 -0.21 -1.32 0.22894 0.405064 -6.46
252159_at hypothetical protein --- AT3G50540 1.10 0.14 1.32 0.228974 0.405064 -6.46
265808_at hypothetical protein predicted by gensc--- AT2G17960 -1.10 -0.14 -1.32 0.229015 0.405102 -6.47
252240_at putative protein several hypothetical pr--- AT3G50010 -1.13 -0.17 -1.32 0.229031 0.405102 -6.47
246892_at  putative protein predicted protein, Ory --- AT5G25500 1.12 0.16 1.32 0.229273 0.405373 -6.47
267132_at unknown protein NAPRT2 AT2G23420 1.22 0.28 1.32 0.229246 0.405373 -6.47
259356_at unknown protein --- AT3G05250 -1.10 -0.14 -1.32 0.229242 0.405373 -6.47
262469_s_ hypothetical protein identical to hypoth --- AT1G50190 / -1.10 -0.14 -1.32 0.229212 0.405373 -6.47
245566_at disease resistance RPS2 like protein --- AT4G14610 1.12 0.16 1.32 0.229256 0.405373 -6.47
255426_at putative protein --- AT4G03370 1.11 0.15 1.32 0.229371 0.40545 -6.47
258255_at hypothetical protein predicted by gene --- AT3G26800 1.10 0.14 1.32 0.229384 0.40545 -6.47
260835_at  protein kinase interactor, putative simi --- AT1G06700 -1.11 -0.15 -1.32 0.229349 0.40545 -6.47
263836_at unknown protein  ;supported by full-len--- AT2G40330 -1.43 -0.51 -1.32 0.229388 0.40545 -6.47
250615_at putative protein ankyrins - different spe--- AT5G07270 -1.14 -0.18 -1.32 0.229455 0.405538 -6.47
256839_at  calmodulin, putative similar to calmod --- AT3G22930 1.13 0.17 1.32 0.22948 0.40555 -6.47
265847_at unknown protein --- AT2G35750 -1.10 -0.14 -1.32 0.229585 0.405705 -6.47
255183_at hypothetical protein --- AT4G08140 1.13 0.18 1.32 0.229718 0.405908 -6.47
264092_at  photosystem II polypeptide, putative s PSBR AT1G79040 / -1.10 -0.13 -1.32 0.229794 0.40601 -6.47
258619_at isopentenyl diphosphate:dimethylallyl dIPP2 AT3G02780 -1.14 -0.19 -1.32 0.229866 0.406107 -6.47
257055_at Expressed protein ; supported by full-le--- AT3G15351 -1.11 -0.15 -1.32 0.229987 0.406262 -6.47
247868_at Myb-related transcription factor-like proMYB36 AT5G57620 -1.11 -0.15 -1.32 0.22999 0.406262 -6.47



248175_at histone H2A (gb|AAF64418.1)  ; suppoRAT5 AT5G54640 1.12 0.16 1.32 0.230245 0.406682 -6.47
248654_at importin alpha IMPA-5 AT5G49310 -1.11 -0.15 -1.32 0.230281 0.406714 -6.47
262218_at hypothetical protein contains similarity --- AT1G74770 -1.17 -0.23 -1.32 0.230366 0.406832 -6.47
263541_at unknown protein  ; supported by full-le --- AT2G24860 -1.11 -0.15 -1.32 0.230445 0.406908 -6.47
AFFX-Atha Arabidopsis thaliana /REF=M65137 /D --- --- -1.10 -0.14 -1.32 0.23044 0.406908 -6.47
260642_at  plastid protein, putative similar to plas --- AT1G53260 1.17 0.22 1.32 0.230486 0.406919 -6.47
266113_x_ hypothetical protein predicted by gensc--- --- 1.13 0.18 1.32 0.230485 0.406919 -6.47
267320_at hypothetical protein predicted by gensc--- AT2G19300 1.11 0.16 1.32 0.230542 0.406986 -6.47
251070_at  translation initiation factor eIF-2 beta c--- AT5G01940 1.20 0.26 1.32 0.230599 0.407024 -6.47
267326_at putative RNA-binding protein --- AT2G19380 1.12 0.17 1.32 0.230597 0.407024 -6.47
264134_at unknown protein contains similarity to a--- AT1G79070 -1.09 -0.12 -1.32 0.230903 0.407528 -6.47
249616_s_ contains similarity to DnaJ protein --- AT5G37440 / -1.10 -0.14 -1.32 0.23093 0.407543 -6.47
252074_at  putative protein DNA helicase homolo --- AT3G51700 -1.11 -0.15 -1.32 0.230947 0.407543 -6.47
262509_at hypothetical protein similar to hypothetCRR22 AT1G11290 1.12 0.17 1.32 0.23104 0.407675 -6.47
257302_at hypothetical protein predicted by gene --- AT3G30220 -1.09 -0.13 -1.32 0.231068 0.407694 -6.47
254781_at  putative protein putative protein F28j1 --- AT4G12840 1.10 0.14 1.32 0.231097 0.407713 -6.47
250359_at  putative protein predicted proteins, Ara--- AT5G11350 -1.10 -0.14 -1.32 0.231541 0.408401 -6.47
261787_at hypothetical protein predicted by gene --- AT1G16020 -1.11 -0.15 -1.32 0.23154 0.408401 -6.47
266479_at unknown protein  ; supported by cDNALSH3 AT2G31160 1.44 0.52 1.32 0.231508 0.408401 -6.47
267439_at putative GDSL-motif lipase/hydrolase s--- AT2G19060 -1.12 -0.17 -1.31 0.231612 0.408493 -6.47
251655_at hypothetical protein AT3G57157 --- -1.15 -0.20 -1.31 0.23163 0.408493 -6.47
245633_at unknown protein similar to putative TubAtTLP10 AT1G25280 1.08 0.12 1.31 0.231647 0.408493 -6.47
246129_at  putative protein predicted protein, Ara --- --- -1.09 -0.12 -1.31 0.231707 0.408569 -6.48
261610_at hypothetical protein predicted by gene --- AT1G49560 1.19 0.25 1.31 0.231826 0.408683 -6.48
261097_at  protein kinase, putative contains prote--- AT1G62950 -1.17 -0.23 -1.31 0.231804 0.408683 -6.48
253454_at Expressed protein ; supported by cDNA--- AT4G31875 1.20 0.26 1.31 0.231821 0.408683 -6.48
264600_at hypothetical protein predicted by gensc--- AT1G04730 -1.18 -0.23 -1.31 0.231931 0.408836 -6.48
246624_at  flavin-containing monooxygenase, putYUC10 AT1G48910 -1.12 -0.16 -1.31 0.232051 0.409017 -6.48
252595_at  putative transporter protein peptide tra--- AT3G45690 -1.12 -0.16 -1.31 0.232115 0.409099 -6.48
247821_at WD-40 repeat protein MSI1 (sp|O2246MSI1 AT5G58230 -1.12 -0.17 -1.31 0.232178 0.409178 -6.48
258671_at putative vacuolar ATP synthase subunVHA-E2 AT3G08560 1.14 0.19 1.31 0.232295 0.409352 -6.48
258296_at putative ribosomal protein similar to rib--- AT3G23390 -1.26 -0.34 -1.31 0.232439 0.409556 -6.48
252028_at hypothetical protein --- AT3G52640 -1.19 -0.25 -1.31 0.2325 0.409556 -6.48
265339_at putative inorganic pyrophosphatase  ;sAtPPa2 AT2G18230 -1.20 -0.26 -1.31 0.232479 0.409556 -6.48
255312_at putative transposon protein --- --- -1.10 -0.14 -1.31 0.232501 0.409556 -6.48



251343_at  phosphatidate cytidylyltransferase - lik--- AT3G60620 -1.21 -0.28 -1.31 0.2325 0.409556 -6.48
265198_at putative glucosyl transferase UGT73C2 AT2G36760 -1.09 -0.13 -1.31 0.232558 0.409626 -6.48
262875_at gamma-tocopherol methyltransferase aG-TMT AT1G64970 1.13 0.17 1.31 0.232621 0.409674 -6.48
262958_at  water stress-induced protein, putative --- AT1G54410 -1.13 -0.17 -1.31 0.232619 0.409674 -6.48
248343_at putative protein contains similarity to mAtMYB19 AT5G52260 -1.09 -0.12 -1.31 0.232647 0.409686 -6.48
265191_at hypothetical protein Similar to Sacchar --- AT1G05120 1.11 0.15 1.31 0.232671 0.409698 -6.48
251344_at putative protein beige-like protein (CDC--- AT3G60920 -1.11 -0.15 -1.31 0.232714 0.409741 -6.48
250660_at RNA-binding protein-like --- AT5G07060 1.09 0.12 1.31 0.232765 0.409801 -6.48
250244_at putative protein similar to unknown proABO1 AT5G13680 1.19 0.26 1.31 0.232928 0.409992 -6.48
250116_at putative protein similar to unknown pro--- AT5G16430 -1.14 -0.20 -1.31 0.232902 0.409992 -6.48
254874_at  putative protein beta-phosphoglucomu--- AT4G11570 -1.15 -0.20 -1.31 0.232918 0.409992 -6.48
248300_at PP2A regulatory subunit  ;supported byTAP46 AT5G53000 -1.15 -0.20 -1.31 0.232957 0.410011 -6.48
255659_at Expressed protein ; supported by full-le--- AT4G00895 1.24 0.31 1.31 0.233049 0.410142 -6.48
264481_at  transcription factor TINY, putative sim --- AT1G77200 1.13 0.17 1.31 0.233078 0.41016 -6.48
250455_at unknown protein  ; supported by full-le PROPEP4 AT5G09980 -1.16 -0.22 -1.31 0.2331 0.410168 -6.48
259644_at unknown protein --- AT1G68910 -1.13 -0.18 -1.31 0.233141 0.410209 -6.48
245911_at  oligosaccharyl transferase STT3-like pSTT3A AT5G19690 1.09 0.13 1.31 0.233273 0.41041 -6.48
247238_at histone acetyltransferase HAM1 AT5G64610 -1.09 -0.13 -1.31 0.233319 0.410459 -6.48
264753_at  receptor kinase, putative similar to rec--- AT1G61490 -1.09 -0.12 -1.31 0.233345 0.410473 -6.48
261139_at  homeodomain protein, putative similarBEL10 AT1G19700 1.10 0.13 1.31 0.233365 0.410477 -6.48
264878_at unknown protein --- AT2G17410 1.09 0.13 1.31 0.23339 0.410488 -6.48
257286_s_  transposase, putative similar to transp--- AT1G19260 / -1.12 -0.17 -1.31 0.233561 0.410747 -6.48
249503_at  expansin-like protein expansin - PrunuATEXPA24 AT5G39310 -1.11 -0.15 -1.31 0.233573 0.410747 -6.48
255193_at  score=10.1, E=1.2, N=1 contains simi VFB3 AT4G07400 1.12 0.16 1.31 0.233653 0.410856 -6.48
266450_s_ hypothetical protein predicted by gensc--- AT2G43190 -1.16 -0.21 -1.31 0.233688 0.410887 -6.48
263240_s_ unknown protein  ; supported by cDNA--- AT1G72590 / 1.17 0.23 1.31 0.233803 0.411025 -6.48
254366_s_  LTR retrotransposon like protein retrov--- --- -1.09 -0.13 -1.31 0.23379 0.411025 -6.48
255621_at hypothetical protein --- AT4G01390 -1.57 -0.65 -1.31 0.233998 0.411305 -6.48
254875_at  putative protein various predicted prot --- AT4G11590 1.11 0.15 1.31 0.233984 0.411305 -6.48
266973_at hypothetical protein predicted by grail --- AT2G39620 -1.12 -0.16 -1.31 0.234034 0.411334 -6.48
254288_at  putative protein Human mRNA for KIAAESP AT4G22970 1.09 0.12 1.31 0.234051 0.411334 -6.48
248690_at acetyl-CoA C-acetyltransferase  ; suppACAT2 AT5G48230 1.09 0.13 1.31 0.234173 0.411517 -6.48
250409_at  putative protein 110K5.11, unknown p--- AT5G10860 1.11 0.15 1.31 0.234311 0.411633 -6.48
260664_at  myb-related protein, putative similar toATRL5 AT1G19510 1.25 0.32 1.31 0.23431 0.411633 -6.48
261369_at  protein kinase, putative similar to man--- AT1G53060 1.15 0.20 1.31 0.234293 0.411633 -6.48



249689_at putative protein similar to unknown pro--- AT5G36190 -1.09 -0.12 -1.31 0.234263 0.411633 -6.48
260787_at  Ring3-like bromodomain protein similaGTE4 AT1G06230 1.12 0.16 1.31 0.234409 0.411773 -6.49
258164_at surfeit 1 identical to GB:AAF19609 fromSURF1 AT3G17910 1.18 0.24 1.31 0.234522 0.411939 -6.49
251861_at  putative protein GATA transcription fa BME3 AT3G54810 -1.39 -0.48 -1.31 0.234623 0.412031 -6.49
254345_at hypothetical protein  ;supported by full---- AT4G22000 -1.18 -0.24 -1.31 0.234645 0.412031 -6.49
247252_at unknown protein --- AT5G64770 1.51 0.59 1.31 0.234646 0.412031 -6.49
250501_at  carboxypeptidase - like protein GC do SCPL19 AT5G09640 -1.10 -0.14 -1.31 0.234633 0.412031 -6.49
265730_at 60S ribosomal protein L27 --- AT2G32220 1.40 0.49 1.30 0.234783 0.412239 -6.49
244924_at hypothetical protein --- --- 1.12 0.16 1.30 0.23481 0.412241 -6.49
260515_at  ATP-dependent transmembrane trans--- AT1G51460 -1.12 -0.17 -1.30 0.23482 0.412241 -6.49
262669_at hypothetical protein --- AT1G62850 -1.11 -0.15 -1.30 0.234907 0.412362 -6.49
262890_at  nucleoporin, putative similar to nuclea NUP155 AT1G14850 1.17 0.23 1.30 0.234966 0.412433 -6.49
257012_at  RNA-binding protein, putative similar tTEL1 AT3G26120 -1.10 -0.13 -1.30 0.234996 0.412455 -6.49
253910_at  putative receptor like kinase receptor- --- AT4G27290 1.10 0.13 1.30 0.23505 0.412517 -6.49
251232_at  shock protein SRC2-like shock protein--- AT3G62780 1.39 0.48 1.30 0.235144 0.412652 -6.49
254611_at Expressed protein ; supported by full-le--- AT4G19095 -1.10 -0.14 -1.30 0.235175 0.412673 -6.49
253537_at putative protein  ; supported by full-len HCF153 AT4G31560 -1.12 -0.16 -1.30 0.235416 0.412962 -6.49
265445_at 60S ribosomal protein L12  ;supported --- AT2G37190 -1.32 -0.40 -1.30 0.23543 0.412962 -6.49
252755_at putative protein hypothetical proteins - --- --- 1.11 0.15 1.30 0.235415 0.412962 -6.49
267340_at unknown protein ACD11 AT2G34690 -1.10 -0.14 -1.30 0.23542 0.412962 -6.49
254780_s_  auxilin-like protein auxilin - bovine, Pir --- AT4G12770 1.18 0.24 1.30 0.235366 0.412962 -6.49
257898_s_ hypothetical protein predicted by gensc--- --- -1.08 -0.12 -1.30 0.235524 0.413095 -6.49
265372_at Ac-like transposase related to Ac/Ds tr --- AT2G06500 1.12 0.17 1.30 0.235548 0.413105 -6.49
255221_at putative protein various predicted prote--- AT4G05150 1.12 0.17 1.30 0.235627 0.413181 -6.49
266355_at hypothetical protein predicted by gensc--- AT2G01400 1.22 0.29 1.30 0.235626 0.413181 -6.49
253307_at  putative protein auxin-induced protein --- AT4G33670 1.13 0.17 1.30 0.23572 0.41331 -6.49
252369_at  putative protein deoxycytidylate deam --- AT3G48540 -1.10 -0.14 -1.30 0.235737 0.41331 -6.49
248400_at putative protein contains similarity to A--- AT5G52020 -1.14 -0.19 -1.30 0.235775 0.413345 -6.49
250581_at  copine-like protein copine VII protein -BON2 AT5G07300 1.10 0.14 1.30 0.235904 0.413538 -6.49
251168_at putative protein several hypothetical pr--- AT3G63370 -1.13 -0.17 -1.30 0.236013 0.413671 -6.49
248414_at 50S ribosomal protein L11-like --- AT5G51610 -1.12 -0.16 -1.30 0.236015 0.413671 -6.49
247024_at Expressed protein ; supported by full-le--- AT5G66985 1.13 0.18 1.30 0.236121 0.413767 -6.49
251247_at hypothetical protein --- AT3G62140 1.14 0.18 1.30 0.236117 0.413767 -6.49
263211_at germin-like oxalate oxidase similar to EGLP7 AT1G10460 -1.14 -0.19 -1.30 0.236125 0.413767 -6.49
262576_at  unknown protein ESTs gb|R90323, gb--- AT1G15280 1.09 0.13 1.30 0.236296 0.414035 -6.49



264258_at hypothetical protein predicted by genef--- AT1G09220 1.12 0.16 1.30 0.236344 0.414056 -6.49
253446_at  putative protein predicted protein T10M--- AT4G32620 1.11 0.16 1.30 0.236336 0.414056 -6.49
262310_at unknown protein contains similarity to MLP31 AT1G70840 -1.11 -0.15 -1.30 0.236446 0.414075 -6.49
247209_at putative protein contains similarity to u --- AT5G64830 1.10 0.14 1.30 0.236377 0.414075 -6.49
255516_at  hypothetical protein similar to extensin--- AT4G02270 -1.16 -0.22 -1.30 0.236431 0.414075 -6.49
265016_at  unknown protein similar to deacetylvin--- AT1G24420 1.09 0.12 1.30 0.236422 0.414075 -6.49
255079_s_  14-3-3 protein GF14chi (grf1) identica GF14 PHI AT1G35160 / 1.09 0.13 1.30 0.236407 0.414075 -6.49
252183_at  UTP-glucose glucosyltransferase - likeUGT72E1 AT3G50740 1.14 0.19 1.30 0.236674 0.414443 -6.49
253686_at  putative protein predicted proteins, Ara--- AT4G29750 -1.13 -0.17 -1.30 0.236741 0.414529 -6.49
247367_at oxygen-independent coproporphyrinog--- AT5G63290 1.19 0.25 1.30 0.236785 0.414573 -6.49
245429_at Bax inhibitor-1-like protein --- AT4G17580 -1.09 -0.12 -1.30 0.236816 0.414596 -6.49
262923_at Dhp1-like protein similar to Dhp1 proteXRN3 AT1G75660 1.11 0.15 1.30 0.236859 0.41464 -6.49
264265_at unknown protein  ; supported by cDNA--- AT1G09280 -1.14 -0.19 -1.30 0.236903 0.414684 -6.49
251424_at putative protein 04.05.01.01 --- AT3G60560 1.09 0.12 1.30 0.237269 0.415261 -6.50
245615_at reverse transcriptase like protein --- --- 1.10 0.14 1.30 0.237255 0.415261 -6.50
264502_at  putative 12-oxophytodienoate reducta --- AT1G09400 1.14 0.18 1.30 0.237326 0.41533 -6.50
260074_at putative ras-related GTP-binding prote AtRABA6a AT1G73640 -1.10 -0.14 -1.30 0.237352 0.415343 -6.50
259123_at unknown protein --- AT3G02200 -1.10 -0.14 -1.30 0.237551 0.41566 -6.50
261806_at  ferrodoxin NADP oxidoreductase, putaATRFNR2 AT1G30510 1.22 0.29 1.30 0.237588 0.415692 -6.50
252224_at putative protein various ADP-RIBOSYLATARLA1B AT3G49860 -1.13 -0.17 -1.30 0.237734 0.415916 -6.50
252933_at  putative receptor-like protein kinase re--- AT4G39110 -1.13 -0.17 -1.30 0.237766 0.415941 -6.50
250718_at unknown protein emb2735 AT5G06240 -1.11 -0.15 -1.30 0.237841 0.41604 -6.50
251431_at  protein synthesis initiation factor - like EIF4G AT3G60240 1.09 0.12 1.30 0.237892 0.416096 -6.50
256539_at hypothetical protein predicted by gene --- --- 1.10 0.13 1.30 0.237929 0.416097 -6.50
262030_s_  mutator-like transposase, putative sim--- --- 1.12 0.16 1.30 0.237916 0.416097 -6.50
247682_at  serine/threonine-specific protein kinas--- AT5G59650 -1.12 -0.16 -1.29 0.237991 0.416174 -6.50
259267_at unknown protein  ;supported by full-len--- AT3G01130 -1.10 -0.14 -1.29 0.23805 0.416245 -6.50
260367_at unknown protein  ;supported by full-len--- AT1G69760 1.34 0.42 1.29 0.238107 0.416282 -6.50
265701_at unknown protein related to uncharacte --- AT2G03460 1.10 0.14 1.29 0.238106 0.416282 -6.50
255087_at putative protein proteins of this bac --- AT4G09340 1.10 0.13 1.29 0.238246 0.416379 -6.50
253524_at predicted protein  ; supported by cDNA--- AT4G31430 1.12 0.16 1.29 0.238254 0.416379 -6.50
252766_at putative protein hypothetical proteins - --- --- -1.15 -0.20 -1.29 0.238226 0.416379 -6.50
252149_at  putative protein hypothetical protein T --- AT3G51290 -1.09 -0.12 -1.29 0.238194 0.416379 -6.50
261966_x_ hypothetical protein similar to putative --- --- -1.10 -0.14 -1.29 0.238214 0.416379 -6.50
246935_at leucine-rich repeats containing protein EBF2 AT5G25350 -1.19 -0.26 -1.29 0.238321 0.416464 -6.50



250762_at putative protein similar to unknown pro--- AT5G05990 1.25 0.33 1.29 0.238419 0.416571 -6.50
265158_at hypothetical protein predicted by genef--- AT1G31040 1.09 0.12 1.29 0.238412 0.416571 -6.50
267263_at similar to late embryogenesis abundan--- AT2G23110 1.64 0.71 1.29 0.238525 0.416725 -6.50
262487_at unknown protein ESTs gb|T42839 and --- AT1G21610 1.08 0.11 1.29 0.238771 0.416828 -6.50
260785_at hypothetical protein predicted by gensc--- AT1G06200 1.11 0.14 1.29 0.238761 0.416828 -6.50
251453_at  putative protein hypothetical protein A --- AT3G60070 -1.11 -0.15 -1.29 0.238693 0.416828 -6.50
248831_at putative protein contains similarity to S--- AT5G47160 1.12 0.16 1.29 0.238785 0.416828 -6.50
263398_at putative RAS superfamily GTP-bindingAtRABA5d AT2G31680 -1.11 -0.16 -1.29 0.238763 0.416828 -6.50
266739_at unknown protein predicted by genscan--- AT2G46730 -1.11 -0.15 -1.29 0.238731 0.416828 -6.50
252744_at  putative protein hypothetical protein A --- AT3G43310 -1.11 -0.14 -1.29 0.238705 0.416828 -6.50
246698_at putative protein --- --- 1.10 0.13 1.29 0.238633 0.416828 -6.50
267459_at unknown protein  ;supported by full-len--- AT2G33850 -1.09 -0.13 -1.29 0.238687 0.416828 -6.50
248902_at unknown protein --- AT5G46440 1.11 0.15 1.29 0.238678 0.416828 -6.50
261244_at subtilisin-like serine protease similar to--- AT1G20150 1.08 0.11 1.29 0.238712 0.416828 -6.50
247778_at  wounding stress induced protein - like --- AT5G58750 -1.09 -0.12 -1.29 0.238947 0.417078 -6.50
265947_at putative WD-40 repeat protein  ; suppo--- AT2G19540 1.19 0.25 1.29 0.238996 0.417132 -6.50
263959_at hypothetical protein predicted by gensc--- AT2G36210 1.10 0.14 1.29 0.239199 0.417454 -6.50
249164_at  U2 snRNP auxiliary factor, small subuU2AF35B AT5G42820 1.13 0.17 1.29 0.239246 0.417489 -6.50
264408_at hypothetical protein predicted by genefFRS11 AT1G10240 -1.10 -0.14 -1.29 0.239255 0.417489 -6.50
260888_at hypothetical protein similar to allergen --- AT1G29140 -1.10 -0.14 -1.29 0.239354 0.417629 -6.50
252324_at  protein translocation complex sec61 g--- AT3G48570 -1.12 -0.16 -1.29 0.239373 0.417631 -6.50
263720_at putative Na/H antiporter ATCHX15 AT2G13620 1.09 0.13 1.29 0.239598 0.417991 -6.50
245725_at  sucrose synthase, putative similar to sSUS6 AT1G73370 -1.25 -0.32 -1.29 0.239714 0.418098 -6.50
AFFX-r2-P1Bacteriophage P1 /GEN=cre /DB_XRE--- --- 1.19 0.25 1.29 0.239683 0.418098 -6.50
246876_at  putative protein various predicted lysin--- AT5G26140 -1.10 -0.14 -1.29 0.239709 0.418098 -6.50
249313_at unknown protein --- AT5G41560 1.09 0.13 1.29 0.239751 0.418129 -6.50
253305_at Expressed protein ; supported by full-le--- AT4G33666 -1.31 -0.39 -1.29 0.239775 0.418139 -6.50
265669_at unknown protein  ;supported by full-len--- AT2G32040 -1.19 -0.25 -1.29 0.239833 0.418208 -6.51
256675_at  putative protein DNA-binding protein P--- AT3G52170 1.22 0.29 1.29 0.239854 0.418214 -6.51
250291_at aspartate kinase  ;supported by full-lenAK-LYS1 AT5G13280 1.17 0.23 1.29 0.239948 0.418313 -6.51
257569_at hypothetical protein --- AT3G26350 -1.15 -0.21 -1.29 0.239943 0.418313 -6.51
254334_at predicted protein --- AT4G22760 1.13 0.17 1.29 0.240118 0.418578 -6.51
253466_at homeodomain containing protein 1  ; s KNAT5 AT4G32040 -1.13 -0.18 -1.29 0.24017 0.418637 -6.51
248544_at putative protein contains similarity to L PIMT2 AT5G50240 1.21 0.28 1.29 0.240441 0.419077 -6.51
247317_at putative protein contains similarity to Nanac103 AT5G64060 -1.12 -0.16 -1.29 0.240487 0.419125 -6.51



248050_at unknown protein --- AT5G56100 1.23 0.29 1.29 0.240584 0.419262 -6.51
259944_at hypothetical protein predicted by gensc--- AT1G71470 -1.10 -0.14 -1.29 0.240667 0.419359 -6.51
263446_at putative SET-domain transcriptional re ATX1 AT2G31650 -1.12 -0.17 -1.29 0.240676 0.419359 -6.51
257101_at  disease resistance protein, putative si AtRLP42 AT3G25020 1.11 0.15 1.29 0.240848 0.4196 -6.51
261153_at unknown protein ;supported by full-leng--- AT1G04850 1.11 0.15 1.29 0.240852 0.4196 -6.51
254503_at hypothetical protein  ;supported by full-PTAC9 AT4G20010 -1.12 -0.16 -1.29 0.240911 0.419671 -6.51
266627_at putative pre-mRNA splicing factor RNAMEE29 AT2G35340 1.12 0.16 1.29 0.240946 0.4197 -6.51
260360_at  chorismate mutase, putative contains CM3 AT1G69370 -1.15 -0.21 -1.29 0.240974 0.419717 -6.51
249871_at putative protein similar to unknown pro--- AT5G23110 -1.16 -0.21 -1.29 0.240996 0.419723 -6.51
251658_at putative protein strictosidine synthase --- AT3G57020 -1.28 -0.36 -1.29 0.241021 0.419735 -6.51
251775_s_ delta-1-pyrroline-5-carboxylate synthetP5CS1 AT2G39800 / 1.25 0.33 1.29 0.24105 0.419754 -6.51
245243_at hypothetical protein predicted by gene --- AT1G44414 -1.10 -0.13 -1.29 0.241208 0.419996 -6.51
253403_at  putative serine/threonine protein kinasAtAUR1 AT4G32830 -1.13 -0.17 -1.28 0.241438 0.420364 -6.51
248946_at putative protein similar to unknown pro--- AT5G45530 -1.09 -0.13 -1.28 0.241715 0.420814 -6.51
264919_at hypothetical protein contains similarity --- AT1G60540 1.11 0.15 1.28 0.241733 0.420815 -6.51
AFFX-r2-P1Bacteriophage P1 /GEN=cre /DB_XRE--- --- 1.19 0.25 1.28 0.241783 0.42087 -6.51
263777_at putative cyclic nucleotide-regulated ionATCNGC12 AT2G46450 1.50 0.59 1.28 0.241888 0.421019 -6.51
256022_at amino acid permease I identical to amiAAP1 AT1G58360 1.31 0.39 1.28 0.241997 0.421177 -6.51
256648_at  ribosomal protein, putative similar to 6--- AT3G13580 -1.16 -0.21 -1.28 0.242121 0.421347 -6.51
266308_at putative cytochrome P450 CYP705A9 AT2G27010 1.12 0.17 1.28 0.24215 0.421347 -6.51
253157_at  putative protein DNA helicase TPS1, SRecQl3 AT4G35740 -1.13 -0.17 -1.28 0.242138 0.421347 -6.51
249426_at  putative RNA helicase putative ATP-d --- AT5G39840 1.27 0.34 1.28 0.242257 0.421453 -6.51
258397_at Expressed protein ; supported by full-le--- AT3G15357 1.10 0.14 1.28 0.242266 0.421453 -6.51
258261_at  putative RING zinc finger protein conta--- AT3G15740 1.20 0.26 1.28 0.242233 0.421453 -6.51
261003_at hypothetical protein predicted by gene --- AT1G26500 -1.13 -0.18 -1.28 0.242321 0.421517 -6.51
253538_at  putative protein ribosomal protein YmL--- AT4G31460 1.09 0.13 1.28 0.242366 0.421562 -6.51
258725_at  putative RNA helicase  similar to RNA--- AT3G09620 1.09 0.13 1.28 0.242389 0.421568 -6.51
247412_at unknown protein --- AT5G63010 -1.12 -0.16 -1.28 0.242406 0.421568 -6.51
250506_at  ABC transporter, ATP-binding protein-GCN2 AT5G09930 -1.12 -0.16 -1.28 0.242452 0.421615 -6.51
258548_at hypothetical protein ULP1A AT3G06910 1.14 0.19 1.28 0.242529 0.421717 -6.51
253682_at cytidine deaminase 5 (CDA5) --- AT4G29640 1.14 0.18 1.28 0.242711 0.42197 -6.52
258922_at putative 40S ribosomal protein S17 sim--- AT3G10610 -1.30 -0.38 -1.28 0.24271 0.42197 -6.52
246086_at  beta-1,3-glucanase - like protein beta---- AT5G20560 1.09 0.13 1.28 0.242776 0.422018 -6.52
246163_at  putative protein predicted proteins, Ara--- --- -1.13 -0.18 -1.28 0.242762 0.422018 -6.52
255194_at  score=37.6, E=2.9e-07, N=3   --- AT4G07410 1.17 0.22 1.28 0.242857 0.422062 -6.52



258681_at unknown protein  ; supported by full-le --- AT3G08610 -1.11 -0.16 -1.28 0.242836 0.422062 -6.52
252800_at putative protein --- --- -1.10 -0.14 -1.28 0.24285 0.422062 -6.52
260148_at putative oxidoreductase similar to gibb --- AT1G52800 1.17 0.23 1.28 0.242918 0.422072 -6.52
254865_s_  putative protein, fragment other predic--- AT4G05350 / 1.09 0.13 1.28 0.242903 0.422072 -6.52
261440_at hypothetical protein predicted by gene --- AT1G28510 -1.10 -0.14 -1.28 0.242907 0.422072 -6.52
263887_at hypothetical protein predicted by gensc--- AT2G36980 1.14 0.19 1.28 0.242939 0.422076 -6.52
267613_at putative second messenger-dependen PID2 AT2G26700 -1.11 -0.15 -1.28 0.243028 0.422199 -6.52
252108_at  putative protein various predicted prot --- AT3G51530 1.10 0.14 1.28 0.243121 0.422296 -6.52
246345_at  calcium-dependent protein kinase-like--- AT3G56760 -1.14 -0.19 -1.28 0.243117 0.422296 -6.52
259441_at  cathepsin B-like cysteine protease, pu--- AT1G02300 1.14 0.18 1.28 0.243143 0.422302 -6.52
259114_at 26S proteasome AAA-ATPase subunit RPT5A AT3G05530 -1.10 -0.14 -1.28 0.243191 0.422321 -6.52
267349_at 60S acidic ribosomal protein P0 --- AT2G40010 -1.09 -0.13 -1.28 0.243177 0.422321 -6.52
246236_at hypothetical protein --- AT4G36470 -1.13 -0.17 -1.28 0.243251 0.422393 -6.52
259027_at hypothetical protein predicted by gensc--- AT3G09280 1.08 0.12 1.28 0.243285 0.42242 -6.52
257435_at putative RSZp22 splicing factor --- AT2G24590 1.15 0.20 1.28 0.243307 0.422426 -6.52
249937_at putative protein seed maturation protei --- AT5G22470 1.15 0.20 1.28 0.243352 0.422472 -6.52
253211_at  amidase - like protein amidase, Bacillu--- AT4G34880 1.10 0.13 1.28 0.243601 0.422872 -6.52
259720_at hypothetical protein predicted by genef--- AT1G61080 1.12 0.16 1.28 0.243649 0.422923 -6.52
250947_at putative protein --- AT5G03450 1.14 0.19 1.28 0.243678 0.422941 -6.52
259192_at unknown protein  ;supported by full-len--- AT3G01740 1.13 0.18 1.28 0.243717 0.422976 -6.52
245944_at  putative protein various predicted prot MSL9 AT5G19520 -1.10 -0.14 -1.28 0.243835 0.42315 -6.52
249730_at calcium dependent protein kinase-like --- AT5G24430 1.24 0.31 1.28 0.243958 0.42333 -6.52
254733_at  putative polygalacturonase polygalact --- AT4G13760 1.09 0.13 1.28 0.244041 0.423443 -6.52
256261_at ras-related GTP-binding protein contai RABA4D AT3G12160 -1.10 -0.14 -1.28 0.244159 0.423588 -6.52
255800_at  putative protein transposase, Ipomoea--- AT4G10200 1.09 0.13 1.28 0.244162 0.423588 -6.52
252243_at putative protein some putative proteins--- AT3G50120 -1.25 -0.32 -1.28 0.244239 0.423657 -6.52
253235_at  putative protein hypothetical protein, SHDR AT4G34350 1.22 0.29 1.28 0.244231 0.423657 -6.52
255976_at hypothetical protein predicted by gene --- AT1G22010 1.10 0.13 1.28 0.24433 0.423782 -6.52
263165_at  putataive transport protein Similar to g--- AT1G03060 1.09 0.12 1.28 0.244388 0.423851 -6.52
247413_at NBS/LRR disease resistance protein --- AT5G63020 -1.13 -0.18 -1.28 0.244423 0.423879 -6.52
264668_at  putative 2,3-bisphosphoglycerate-inde--- AT1G09780 1.14 0.19 1.27 0.244567 0.423948 -6.52
257155_at hypothetical protein predicted by gensc--- AT3G27290 -1.13 -0.18 -1.28 0.244527 0.423948 -6.52
253491_at  RNA lariat debranching enzyme - like --- AT4G31770 -1.19 -0.26 -1.28 0.244518 0.423948 -6.52
266151_x_ En/Spm transposon protein (mosaic-lik--- --- -1.11 -0.15 -1.27 0.244583 0.423948 -6.52
247968_at 40S ribosomal protein S30 homolog (e --- AT5G56670 -1.26 -0.33 -1.28 0.244526 0.423948 -6.52



264347_at putative extensin strong similarity to exLRX1 AT1G12040 1.08 0.11 1.27 0.244593 0.423948 -6.52
246412_at  phosphoglucomutase-like protein phos--- AT5G17530 -1.19 -0.25 -1.28 0.244545 0.423948 -6.52
254628_at Expressed protein ; supported by full-le--- AT4G18593 -1.08 -0.12 -1.27 0.244674 0.424057 -6.52
259917_at hypothetical protein predicted by gensc--- AT1G72580 -1.10 -0.14 -1.27 0.244714 0.424094 -6.52
252236_at  zinc-finger-like protein Cys2/His2-type--- AT3G49930 -1.11 -0.15 -1.27 0.244863 0.42432 -6.52
261120_at  homeodomain protein BELL1, putativeBLH3 AT1G75410 1.17 0.22 1.27 0.244917 0.424349 -6.52
267322_at putative leucine-rich-repeat protein --- AT2G19330 1.09 0.13 1.27 0.244903 0.424349 -6.52
257658_at unknown protein  ; supported by full-le --- AT3G13230 1.28 0.36 1.27 0.245064 0.424571 -6.52
265860_at hypothetical protein predicted by gensc--- AT2G01810 1.09 0.13 1.27 0.245084 0.424574 -6.52
254821_at hypothetical protein --- AT4G12540 1.10 0.13 1.27 0.245166 0.424619 -6.52
253079_s_  putative protein F56F10.1, Caenorhab--- AT4G36190 / 1.15 0.20 1.27 0.245158 0.424619 -6.52
252576_s_  clpC-like protein AtClpC - Arabidopsis --- AT3G45450 / 1.19 0.25 1.27 0.245137 0.424619 -6.52
263888_at unknown protein --- AT2G37000 -1.14 -0.19 -1.27 0.245228 0.424694 -6.52
255772_at  calmodulin, putative similar to calmod --- AT1G18530 -1.12 -0.16 -1.27 0.245379 0.424925 -6.52
264909_at unknown protein --- AT2G17300 -1.11 -0.15 -1.27 0.245589 0.425255 -6.53
249012_at  flavonoid 3,5-hydroxylase-like; cytoch CYP706A3 AT5G44620 1.11 0.15 1.27 0.245655 0.425337 -6.53
257488_s_ putative RING-finger protein --- AT1G36950 / 1.08 0.11 1.27 0.245686 0.425358 -6.53
257378_s_ hypothetical protein predicted by gensc--- AT2G02290 / -1.12 -0.16 -1.27 0.245861 0.425596 -6.53
249051_at berberine bridge enzyme-like protein  ; --- AT5G44390 1.13 0.18 1.27 0.245844 0.425596 -6.53
251005_at  putative protein various predicted prot --- AT5G02590 -1.32 -0.40 -1.27 0.245967 0.425747 -6.53
250406_at enhancer of rudimentary  ; supported bER AT5G10810 -1.16 -0.21 -1.27 0.246071 0.425895 -6.53
260117_at  AIG1-like protein similar to AIG1 prote--- AT1G33950 1.08 0.11 1.27 0.246184 0.42604 -6.53
253086_at hypothetical protein --- AT4G36370 1.09 0.12 1.27 0.246191 0.42604 -6.53
246785_at  glutathione synthetase gsh2 non-consGSH2 AT5G27380 1.22 0.29 1.27 0.246238 0.426072 -6.53
264178_at  latex-abundant protein, putative similaAMC1 AT1G02170 1.12 0.16 1.27 0.246248 0.426072 -6.53
247526_at  putative protein C2H2 zinc-finger prote--- AT5G61470 1.10 0.14 1.27 0.246267 0.426074 -6.53
245063_at Expressed protein ; supported by full-le--- AT2G39795 1.27 0.35 1.27 0.246319 0.426098 -6.53
264244_at  pantothenate kinase, putative similar tATPANK1 AT1G60440 1.11 0.15 1.27 0.246309 0.426098 -6.53
259077_s_ reversibly glycosylated polypeptide-1 idRGP1 AT3G02230 / -1.22 -0.28 -1.27 0.246446 0.42625 -6.53
263486_at AP2 domain transcription factor --- AT2G22200 -1.10 -0.13 -1.27 0.246481 0.42625 -6.53
263144_at unknown protein similar to putative aux--- AT1G54070 1.13 0.17 1.27 0.246477 0.42625 -6.53
248381_at fructokinase 1  ; supported by cDNA: g--- AT5G51830 1.23 0.30 1.27 0.246437 0.42625 -6.53
248999_at putative protein contains similarity to h --- AT5G44970 -1.09 -0.13 -1.27 0.246514 0.426275 -6.53
257452_at hypothetical protein predicted by gensc--- AT1G05740 -1.09 -0.13 -1.27 0.246545 0.426295 -6.53
258241_at hypothetical protein similar to hypothetLBD25 AT3G27650 1.15 0.20 1.27 0.246663 0.426467 -6.53



254891_at  putative protein Fly Fas-associated facSAY1 AT4G11740 1.09 0.13 1.27 0.246714 0.426516 -6.53
264353_at hypothetical protein predicted by gensc--- AT1G03260 -1.10 -0.14 -1.27 0.246728 0.426516 -6.53
254962_at  putative glucanase endo-beta-1,4-D-gAtGH9C3 AT4G11050 -1.11 -0.15 -1.27 0.246918 0.426811 -6.53
251459_at  putative protein hypothetical proteins A--- AT3G60200 -1.33 -0.41 -1.27 0.246991 0.426906 -6.53
246323_at hypothetical protein predicted by gene --- AT1G16690 -1.13 -0.17 -1.27 0.247022 0.426926 -6.53
264188_at  histone H2A, putative similar to histon GAMMA-H2AAT1G54690 -1.24 -0.30 -1.27 0.247043 0.42693 -6.53
260825_at hypothetical protein predicted by gene --- AT1G06810 -1.10 -0.14 -1.27 0.247126 0.42701 -6.53
246164_at  putative protein predicted proteins, Ara--- --- -1.10 -0.14 -1.27 0.247124 0.42701 -6.53
256031_at  choline kinase (GmCK2p), putative sim--- AT1G34100 -1.10 -0.14 -1.27 0.247283 0.427248 -6.53
267461_at putative auxin-regulated protein  ;supp --- AT2G33830 1.13 0.18 1.27 0.247332 0.4273 -6.53
261504_at  MADS-box protein identical to GB:AACAGL12 AT1G71692 -1.14 -0.19 -1.27 0.247354 0.427306 -6.53
259514_at hypothetical protein ; supported by cDNOZS1 AT1G12480 -1.11 -0.15 -1.27 0.247431 0.427362 -6.53
266526_at putative tetracycline transporter protein--- AT2G16980 -1.12 -0.16 -1.27 0.247461 0.427362 -6.53
267352_at hypothetical protein predicted by gensc--- AT2G40050 -1.09 -0.13 -1.27 0.247451 0.427362 -6.53
262470_at  disease resistance protein, putative si --- AT1G50180 1.11 0.15 1.27 0.247461 0.427362 -6.53
263932_at unknown protein --- AT2G35990 1.09 0.13 1.27 0.247513 0.427418 -6.53
256729_at hypothetical protein predicted by gene --- AT3G25680 -1.11 -0.15 -1.27 0.247541 0.427434 -6.53
261361_at hypothetical protein predicted by gensc--- --- -1.12 -0.16 -1.27 0.247567 0.427447 -6.53
248898_at outward rectifying potassium channel KKCO2 AT5G46370 -1.12 -0.17 -1.27 0.247596 0.427463 -6.53
259900_at c-Jun coactivator-like protein (AJH2) idCSN5B AT1G71230 -1.09 -0.12 -1.27 0.247614 0.427463 -6.53
264588_at unknown protein contains similarity to C--- AT2G17730 1.24 0.31 1.27 0.247695 0.42757 -6.53
265690_at hypothetical protein predicted by gensc--- AT2G24320 1.13 0.18 1.27 0.247766 0.427661 -6.53
259815_at hypothetical protein predicted by gene --- AT1G49870 -1.10 -0.14 -1.26 0.24796 0.427964 -6.53
260376_at putative cytochrome P-450 similar to c CYP78A10 AT1G74110 -1.10 -0.14 -1.26 0.24813 0.428224 -6.53
250654_at receptor protein kinase-like protein --- AT5G06940 -1.12 -0.16 -1.26 0.248234 0.428371 -6.53
249728_at GTPase activator-like protein of Rab-li --- AT5G24390 1.12 0.16 1.26 0.248279 0.428385 -6.53
246610_at putative protein --- AT5G35400 -1.11 -0.14 -1.26 0.248276 0.428385 -6.53
255701_at predicted protein of unknown function JLO AT4G00220 1.09 0.13 1.26 0.248318 0.428419 -6.54
247066_at DNA binding protein-like --- AT5G66940 -1.09 -0.12 -1.26 0.248394 0.428518 -6.54
257695_at hypothetical protein contains Pfam pro HUA1 AT3G12680 -1.11 -0.16 -1.26 0.248425 0.428538 -6.54
262555_at hypothetical protein --- AT1G31400 1.09 0.12 1.26 0.248498 0.428633 -6.54
251563_at  anthranilate phosphoribosyltransferas --- AT3G57880 -1.20 -0.27 -1.26 0.24857 0.428725 -6.54
247408_at  ZAP - like protein nuclear protein ZAP--- AT5G62760 -1.09 -0.12 -1.26 0.248675 0.428845 -6.54
249920_at putative protein various predicted prote--- AT5G19260 -1.30 -0.38 -1.26 0.248677 0.428845 -6.54
250322_at putative transcription factor (MYB46) MYB46 AT5G12870 -1.09 -0.12 -1.26 0.24879 0.429007 -6.54



267455_at  hypothetical protein predicted by gens--- AT2G33760 1.14 0.19 1.26 0.248863 0.4291 -6.54
264446_at  putative nuclear transport factor similaNTF2A AT1G27310 1.11 0.15 1.26 0.248888 0.429111 -6.54
251396_at  transketolase - like protein transketola--- AT3G60750 -1.10 -0.13 -1.26 0.249025 0.429288 -6.54
245884_at  branched-chain alpha keto-acid dehyd--- AT5G09300 1.16 0.21 1.26 0.249029 0.429288 -6.54
256476_at TNP2-like transposon protein similar to--- --- 1.10 0.13 1.26 0.249204 0.429558 -6.54
264239_at hypothetical protein predicted by gene --- AT1G54770 -1.09 -0.13 -1.26 0.249267 0.429603 -6.54
263109_at hypothetical protein similar to putative --- AT1G65180 -1.13 -0.17 -1.26 0.24925 0.429603 -6.54
263840_at Expressed protein ; supported by full-le--- AT2G36885 -1.16 -0.21 -1.26 0.249295 0.429617 -6.54
261969_at hypothetical protein contains similarity --- AT1G65950 1.09 0.13 1.26 0.249376 0.429692 -6.54
258620_at putative MYB family transcription facto MYB107 AT3G02940 -1.08 -0.11 -1.26 0.249373 0.429692 -6.54
260301_at hypothetical protein  ;supported by full---- AT1G80290 1.12 0.17 1.26 0.249402 0.429698 -6.54
266833_at hypothetical protein predicted by gensc--- --- -1.08 -0.11 -1.26 0.249417 0.429698 -6.54
264475_s_ hypothetical protein predicted by gene --- AT1G77150 / -1.14 -0.19 -1.26 0.249509 0.429727 -6.54
265373_at putative replication protein A1 RPA1A AT2G06510 1.21 0.27 1.26 0.249496 0.429727 -6.54
255592_s_ hypothetical protein --- AT2G34280 / -1.12 -0.17 -1.26 0.249485 0.429727 -6.54
252387_at  aldose 1-epimerase - like protein aldo --- AT3G47800 1.15 0.21 1.26 0.249462 0.429727 -6.54
262526_at  putative prenyl transferase (prephytoeSPS2 AT1G17050 -1.31 -0.39 -1.26 0.24953 0.429731 -6.54
245496_at LET1 like protein --- AT4G16440 1.10 0.14 1.26 0.249562 0.429754 -6.54
253169_at  putative protein various predicted prot --- AT4G35120 -1.12 -0.16 -1.26 0.249585 0.429761 -6.54
267515_at putative PCF2-like DNA binding protein--- AT2G45680 -1.13 -0.18 -1.26 0.249778 0.429995 -6.54
264640_at  pollen allergen, putative similar to poll ATEXPB2 AT1G65680 -1.17 -0.22 -1.26 0.249747 0.429995 -6.54
263879_at hypothetical protein predicted by genef--- AT2G22030 -1.09 -0.13 -1.26 0.249769 0.429995 -6.54
266318_at Mutator-like transposase similar to  MUFRS3 AT2G27110 -1.08 -0.11 -1.26 0.249893 0.43016 -6.54
266981_at 60S ribosomal protein L23A identical toRPL23AA AT2G39460 -1.23 -0.30 -1.26 0.249928 0.430189 -6.54
247684_at  serine/threonine-specific protein kinas--- AT5G59670 -1.84 -0.88 -1.26 0.250051 0.430367 -6.54
262863_at  rhamnosyltransferase, putative similar--- AT1G64910 -1.11 -0.15 -1.26 0.250157 0.430485 -6.54
256719_at En/Spm-like transposon protein related--- --- 1.10 0.14 1.26 0.250145 0.430485 -6.54
264370_at  hybrid proline-rich protein, putative sim--- AT1G12100 -1.11 -0.15 -1.26 0.250279 0.43063 -6.54
254600_at  4-coumarate-CoA ligase - like 4-coum--- AT4G19010 1.19 0.25 1.26 0.250279 0.43063 -6.54
245371_at hypothetical protein ;supported by full- --- AT4G15750 -1.12 -0.16 -1.26 0.250351 0.430721 -6.54
257661_at  unknown protein contains Pfam profile--- AT3G13340 1.08 0.11 1.26 0.250462 0.430881 -6.54
264509_at unknown protein Location of EST gb|Z --- AT1G09520 -1.11 -0.15 -1.26 0.250522 0.430918 -6.54
250904_at subtilisin-like serine protease contains --- AT5G03620 1.09 0.13 1.26 0.250503 0.430918 -6.54
254205_at  putative protein kinesin heavy chain -S--- AT4G24170 -1.12 -0.17 -1.26 0.250557 0.430945 -6.54
247877_at putative protein contains similarity to a XBAT32 AT5G57740 1.18 0.24 1.26 0.25059 0.430971 -6.54



249849_at putative protein similar to unknown proNIC2 AT5G23230 1.13 0.18 1.26 0.250697 0.431109 -6.54
264744_at hypothetical protein predicted by gene --- AT1G62050 1.20 0.26 1.26 0.250709 0.431109 -6.54
256772_at  galactosidase, putative similar to BETABGAL1 AT3G13750 -1.41 -0.50 -1.26 0.250973 0.431531 -6.54
245466_at glucosyltransferase like protein --- AT4G16600 -1.13 -0.18 -1.26 0.25102 0.431576 -6.54
259851_at  kinesin, putative  --- AT1G72250 -1.09 -0.12 -1.26 0.251037 0.431576 -6.54
267525_at putative glycine-rich protein --- AT2G30560 1.08 0.11 1.26 0.251235 0.431787 -6.55
264112_at  putative 1,3-beta-D-glucan synthase  CALS5 AT2G13680 -1.12 -0.16 -1.26 0.251232 0.431787 -6.55
257703_at unknown protein ; supported by full-len--- AT3G12640 1.09 0.12 1.26 0.251195 0.431787 -6.54
262831_at  cytochrome B561, putative similar to c--- AT1G14730 1.19 0.25 1.26 0.251214 0.431787 -6.55
261083_at unknown protein ; supported by cDNA:--- AT1G07310 -1.12 -0.17 -1.26 0.251293 0.431854 -6.55
258175_at  FKBP-type peptidyl-prolyl cis-trans isoTWD1 AT3G21640 -1.10 -0.14 -1.25 0.251552 0.432168 -6.55
251468_at  epsin-like protein Af10-protein - Avena--- AT3G59290 1.11 0.15 1.25 0.251514 0.432168 -6.55
266376_at putative endoxyloglucan glycosyltransf --- AT2G14620 -1.14 -0.18 -1.25 0.251519 0.432168 -6.55
246531_at MADS box protein AGL2  ; supported b 01-ספט AT5G15800 -1.13 -0.17 -1.25 0.251546 0.432168 -6.55
257928_at hypothetical protein contains Pfam pro PPR40 AT3G16890 1.08 0.11 1.25 0.251647 0.43229 -6.55
248519_at 11-beta-hydroxysteroid dehydrogenaseAtHSD7 AT5G50590 / -1.11 -0.15 -1.25 0.25166 0.43229 -6.55
257935_at unknown protein --- AT3G25440 -1.10 -0.14 -1.25 0.251698 0.432321 -6.55
250242_at putative protein similar to unknown pro--- AT5G13620 -1.10 -0.13 -1.25 0.251717 0.432321 -6.55
245955_at hypothetical protein BGLU24 AT5G28510 1.10 0.13 1.25 0.25191 0.43262 -6.55
250092_at putative protein --- AT5G17360 -1.08 -0.11 -1.25 0.251983 0.432714 -6.55
251752_at proline transporter 2 PROT2 AT3G55740 1.17 0.23 1.25 0.252101 0.43285 -6.55
245652_at  F-box protein family, putative  --- AT4G13960 1.12 0.16 1.25 0.252087 0.43285 -6.55
249766_at peroxidase-like protein --- AT5G24070 -1.11 -0.15 -1.25 0.252218 0.432961 -6.55
265585_at CDC27/NUC2-like protein TPR-repeat HBT AT2G20000 1.13 0.18 1.25 0.252222 0.432961 -6.55
265982_at putative retroelement pol polyprotein --- --- 1.09 0.12 1.25 0.252205 0.432961 -6.55
253915_at  putative protein centrin, Marsilea vesti --- AT4G27280 1.59 0.67 1.25 0.252259 0.432967 -6.55
265936_at putative potassium/proton antiporter ATKEA4 AT2G19600 1.13 0.17 1.25 0.252263 0.432967 -6.55
250638_at glycine-rich protein atGRP-6 GRP16 AT5G07540 -1.13 -0.18 -1.25 0.252315 0.433023 -6.55
255553_at predicted protein of unknown function  --- AT4G01960 1.15 0.20 1.25 0.252384 0.433109 -6.55
249263_at putative protein contains similarity to u --- AT5G41730 1.09 0.13 1.25 0.252417 0.433132 -6.55
252799_at  putative protein various predicted Heli --- --- -1.08 -0.11 -1.25 0.252482 0.433212 -6.55
245033_at putative disease resistance protein --- AT2G26380 1.10 0.14 1.25 0.252524 0.433251 -6.55
248413_at putative protein strong similarity to unkPLE AT5G51600 -1.11 -0.15 -1.25 0.252588 0.433328 -6.55
263647_at unknown protein --- AT2G04690 1.14 0.19 1.25 0.252659 0.433418 -6.55
262323_at  6-phosphogluconate dehydrogenase, --- AT1G64190 1.09 0.12 1.25 0.252731 0.433486 -6.55



252867_at  putative protein hypothetical protein, S--- AT4G39870 1.12 0.17 1.25 0.252737 0.433486 -6.55
252843_at glycine-rich protein other glycine-rich p--- AT3G42130 1.14 0.18 1.25 0.252941 0.433803 -6.55
250412_at  putative protein synaptobrevin-like proATVAMP713AT5G11150 -1.14 -0.19 -1.25 0.252972 0.433825 -6.55
256645_at hypothetical protein predicted by gene --- AT3G24250 1.09 0.12 1.25 0.253291 0.434338 -6.55
250134_at Expressed protein ; supported by cDNA--- --- 1.12 0.17 1.25 0.253459 0.434594 -6.55
250760_at unknown protein --- AT5G06040 -1.10 -0.14 -1.25 0.253525 0.434674 -6.55
259638_at  coatomer complex subunit, putative si --- AT1G52360 -1.12 -0.17 -1.25 0.25371 0.434959 -6.55
248010_at peroxisomal targeting signal type 1 recPEX5 AT5G56290 1.09 0.12 1.25 0.25375 0.434962 -6.55
255395_at hypothetical protein --- --- -1.09 -0.13 -1.25 0.253745 0.434962 -6.55
257627_at  cytochrome P450, putative contains PCYP71B25 AT3G26270 1.11 0.15 1.25 0.253798 0.435011 -6.55
267148_at hypothetical protein predicted by gensc--- AT2G23470 1.13 0.18 1.25 0.253853 0.435073 -6.55
247933_at  putative protein non-consensus CG do--- AT5G56980 1.30 0.38 1.25 0.254024 0.435333 -6.55
259002_at putative glutaredoxin similar to glutaredROXY1 AT3G02000 -1.15 -0.21 -1.25 0.254067 0.435375 -6.55
256782_at  dirigent protein, putative similar to dirig--- AT3G13660 1.08 0.12 1.25 0.254087 0.435376 -6.55
252828_at  DnaJ - like protein DnaJ-like protein, P--- AT4G39960 1.12 0.16 1.25 0.254156 0.435419 -6.55
267504_at unknown protein  ;supported by full-len--- AT2G45530 -1.13 -0.18 -1.25 0.25417 0.435419 -6.56
263577_at putative protein kinase identical to hyp SSP AT2G17090 -1.13 -0.17 -1.25 0.254145 0.435419 -6.55
252989_at  putative pectinesterase pectinesterasesks9 AT4G38420 -1.50 -0.58 -1.25 0.254265 0.43555 -6.56
264769_at hypothetical protein predicted by gene --- AT1G61350 1.24 0.31 1.25 0.254285 0.435552 -6.56
254979_at subtilisin-like serine protease contains --- AT4G10550 1.10 0.14 1.25 0.254351 0.435632 -6.56
265666_at putative rac GTPase activating protein --- AT2G27440 -1.08 -0.11 -1.25 0.254438 0.435748 -6.56
258759_at putative bZIP transcription factor contaBZIP28 AT3G10800 1.09 0.13 1.25 0.254463 0.435757 -6.56
259890_at inner mitochondrial membrane protein ATTIM23-2 AT1G72750 1.19 0.25 1.25 0.254514 0.435813 -6.56
252106_at  putative glutamate receptor putative g ATGLR3.6 AT3G51480 -1.14 -0.19 -1.25 0.254558 0.435822 -6.56
246749_at putative protein  ; supported by cDNA: --- AT5G27830 1.15 0.21 1.25 0.254541 0.435822 -6.56
246182_at  beta-1,3-glucanase - like protein proba--- AT5G20870 -1.13 -0.18 -1.25 0.254578 0.435824 -6.56
256708_at hypothetical protein predicted by gene --- AT3G30320 1.09 0.13 1.25 0.254651 0.435917 -6.56
246522_at  bZIP DNA-binding protein-like putativeAtbZIP3 AT5G15830 -1.30 -0.38 -1.25 0.254711 0.435987 -6.56
254955_at  putative protein RNA polymerase II traKELP AT4G10920 1.10 0.13 1.24 0.254772 0.436035 -6.56
AFFX-r2-EcE. coli /GEN=bioB /DB_XREF=gb:J044--- --- 1.28 0.35 1.24 0.254778 0.436035 -6.56
248017_at protein kinase-like protein --- AT5G56460 1.18 0.24 1.24 0.254883 0.436182 -6.56
263589_at hypothetical protein predicted by gensc--- AT2G25280 1.09 0.12 1.24 0.254935 0.436207 -6.56
247293_at putative protein similar to unknown pro--- AT5G64510 1.40 0.48 1.24 0.254924 0.436207 -6.56
245800_at  heat shock transcription factor, putativHSFB4 AT1G46264 -1.10 -0.14 -1.24 0.254956 0.436209 -6.56
252881_at  putative protein predicted proteins, Ara--- AT4G39610 1.15 0.20 1.24 0.254992 0.436239 -6.56



256936_at prefoldin-like protein similar to  prefold PDF2 AT3G22480 -1.10 -0.14 -1.24 0.255018 0.436251 -6.56
264075_at envelope-like protein identical to GB:AA--- --- -1.14 -0.19 -1.24 0.255091 0.436334 -6.56
256701_at  transcription initiation factor IIF, beta s--- AT3G52270 -1.11 -0.15 -1.24 0.255105 0.436334 -6.56
257165_at  beta-1,3-glucanase, putative similar to--- AT3G24330 -1.15 -0.21 -1.24 0.255135 0.436351 -6.56
247194_at putative protein similar to unknown pro--- AT5G65480 -1.16 -0.21 -1.24 0.255159 0.43636 -6.56
256730_at  floral homeotic protein AGL8, putative AGL79 AT3G30260 -1.08 -0.11 -1.24 0.255194 0.436388 -6.56
245561_at indole-3-acetate beta-glucosyltransferaUGT84A4 AT4G15500 1.13 0.18 1.24 0.255305 0.436544 -6.56
249203_at cytochrome P450 CYP71A16 AT5G42590 1.11 0.15 1.24 0.255566 0.436957 -6.56
246226_at thiol-disulfide interchange like protein HCF164 AT4G37200 1.15 0.20 1.24 0.255592 0.436969 -6.56
260447_at hypothetical protein similar to N-term o--- AT1G72410 -1.09 -0.12 -1.24 0.255744 0.437196 -6.56
246413_at unknown protein --- AT1G77310 1.11 0.15 1.24 0.255862 0.437366 -6.56
249429_at putative protein --- AT5G39880 -1.08 -0.11 -1.24 0.255933 0.437442 -6.56
255006_at  putative protein kinase M.sativa mRNA--- AT4G10010 -1.09 -0.13 -1.24 0.255945 0.437442 -6.56
254998_at  choline kinase GmCK2p -like protein c--- AT4G09760 -1.20 -0.27 -1.24 0.255987 0.437481 -6.56
260886_at hypothetical protein contains similarity --- AT1G29200 -1.09 -0.12 -1.24 0.256134 0.43757 -6.56
260619_at  glyoxalase I, putative similar to GB:Y1--- AT1G08110 1.14 0.18 1.24 0.256135 0.43757 -6.56
266655_at putative protein kinase contains a proteAtAUR2 AT2G25880 -1.14 -0.19 -1.24 0.25608 0.43757 -6.56
254587_at  resistance protein RPP5 - like downy --- AT4G19520 1.12 0.16 1.24 0.256118 0.43757 -6.56
257246_at  pectinesterase, putative contains Pfam--- AT3G24130 1.10 0.13 1.24 0.25606 0.43757 -6.56
249972_at  tRNA isopentenyltransferase -like protIPT5 AT5G19040 -1.10 -0.14 -1.24 0.256256 0.437712 -6.56
266352_at unknown protein --- AT2G01610 1.34 0.43 1.24 0.25624 0.437712 -6.56
249790_at putative protein similar to unknown pro--- AT5G24290 1.50 0.58 1.24 0.256357 0.437819 -6.56
251938_at  60S RIBOSOMAL PROTEIN L12 -like --- AT3G53430 -1.14 -0.19 -1.24 0.256346 0.437819 -6.56
258479_at hypothetical protein predicted by gensc--- AT3G02440 1.11 0.15 1.24 0.256497 0.438016 -6.56
246750_at  putative protein predicted proteins, Dr AT5G27860 --- 1.18 0.24 1.24 0.256529 0.438016 -6.56
252153_at putative protein several hypothetical pr--- AT3G51360 1.14 0.18 1.24 0.25653 0.438016 -6.56
259013_at unknown protein similar to putative proemb1990 AT3G07430 -1.10 -0.14 -1.24 0.256586 0.438079 -6.56
262471_at hypothetical protein similar to hypothet --- AT1G50140 1.12 0.17 1.24 0.256627 0.438116 -6.56
256030_at hypothetical protein contains similarity --- AT1G34110 -1.11 -0.15 -1.24 0.256704 0.438215 -6.56
256454_at  NADPH oxidoreductase, putative simi --- AT1G75280 -1.31 -0.39 -1.24 0.256905 0.438525 -6.56
246877_at  putative protein various predicted prot --- AT5G26150 -1.08 -0.11 -1.24 0.256926 0.438528 -6.56
259628_at hypothetical protein contains Pfam pro --- AT1G56440 1.15 0.21 1.24 0.257 0.438621 -6.56
261852_at unknown protein ;supported by full-leng--- AT1G50440 1.09 0.12 1.24 0.257061 0.43866 -6.56
266605_at putative SNF2 subfamily transcriptionaBRM AT2G46020 1.10 0.13 1.24 0.257044 0.43866 -6.56
257588_x_  En/Spm-like transposon protein, putat --- --- 1.15 0.20 1.24 0.257171 0.438814 -6.57



266773_at hypothetical protein predicted by gensc--- AT2G29040 -1.10 -0.14 -1.24 0.257217 0.438827 -6.57
262927_at hypothetical protein shares similarity to--- AT1G65810 -1.10 -0.14 -1.24 0.257205 0.438827 -6.57
251842_at  extensin precursor -like protein extens--- AT3G54580 1.28 0.35 1.24 0.257308 0.438949 -6.57
252899_at  putative protein leaf protein, Ipomoea --- AT4G39530 1.11 0.15 1.24 0.257394 0.439063 -6.57
262450_at hypothetical protein identical to hypoth --- AT1G11320 -1.12 -0.17 -1.24 0.257433 0.439097 -6.57
247637_at  putative protein gcpE protein, Chlamy HDS AT5G60600 1.14 0.19 1.24 0.257496 0.439171 -6.57
248947_at putative protein similar to unknown pro--- AT5G45540 -1.14 -0.19 -1.24 0.257573 0.43927 -6.57
249436_at  putative protein crp1 protein - Zea ma --- AT5G39980 -1.17 -0.22 -1.24 0.257592 0.43927 -6.57
256609_at hypothetical protein predicted by gene --- --- 1.09 0.12 1.24 0.257679 0.439385 -6.57
255415_at hypothetical protein --- AT4G03160 1.08 0.11 1.24 0.257768 0.439504 -6.57
251627_at  glucan endo-1,3-beta-D-glucosidase-l BG1 AT3G57270 1.11 0.15 1.24 0.257831 0.439578 -6.57
264249_at vacuolar-type H+-translocating inorganAVP2 AT1G78920 1.11 0.16 1.24 0.257884 0.439636 -6.57
258817_at  hypothetical protein similar to hypothe--- AT3G04750 1.09 0.12 1.24 0.257966 0.439645 -6.57
249955_at  sugar transporter - like protein probab --- AT5G18840 -1.28 -0.36 -1.24 0.257937 0.439645 -6.57
256548_at hypothetical protein contains similarity --- AT3G14770 1.69 0.76 1.24 0.257949 0.439645 -6.57
250315_at putative protein contains similarity to tr PDE149 AT5G12130 -1.20 -0.26 -1.24 0.257943 0.439645 -6.57
258193_at putative pectinesterase similar to pecti PME31 AT3G29090 1.09 0.12 1.24 0.258015 0.439689 -6.57
265398_at unknown protein ATMAK10 AT2G11000 1.10 0.14 1.24 0.25803 0.439689 -6.57
261699_at hypothetical protein identical to hypoth --- AT1G32660 -1.11 -0.15 -1.24 0.258112 0.439761 -6.57
265949_at putative vicilin storage protein (globulin--- AT2G18540 -1.08 -0.11 -1.24 0.258101 0.439761 -6.57
253932_at putative protein other Arabidopsis puta--- AT4G26800 1.09 0.12 1.24 0.258159 0.439781 -6.57
248830_at putative protein contains similarity to S--- AT5G47150 1.11 0.15 1.24 0.258162 0.439781 -6.57
265545_at putative protein kinase contains a proteNCRK AT2G28250 -1.12 -0.16 -1.23 0.258219 0.439845 -6.57
253687_at putative protein  ;supported by full-leng--- AT4G29520 1.57 0.65 1.23 0.25826 0.439882 -6.57
259916_at hypothetical protein predicted by genef--- AT1G72600 -1.08 -0.11 -1.23 0.258348 0.439999 -6.57
253334_at  putative protein dihydrokaempferol 4-r--- AT4G33360 1.17 0.22 1.23 0.258462 0.440161 -6.57
244976_at cytochrome B6 --- --- 1.09 0.13 1.23 0.258524 0.440234 -6.57
252279_at  1-aminocyclopropane-1-carboxylate s ACS9 AT3G49700 -1.12 -0.16 -1.23 0.258551 0.440247 -6.57
267243_at hypothetical protein predicted by gensc--- AT2G02660 -1.08 -0.11 -1.23 0.258588 0.440277 -6.57
258899_at Expressed protein ; supported by full-le--- AT3G05675 -1.13 -0.17 -1.23 0.25862 0.440293 -6.57
263694_at putative reverse transcriptase strong s --- --- 1.08 0.12 1.23 0.258645 0.440293 -6.57
249562_at disease resistance protein-like --- AT5G38350 -1.10 -0.14 -1.23 0.258655 0.440293 -6.57
262204_at unknown protein  ; supported by full-le --- AT2G01100 1.10 0.14 1.23 0.258808 0.44052 -6.57
267596_s_ putative leucine-rich repeat disease resAtRLP26 AT2G33050 / 1.29 0.37 1.23 0.258827 0.44052 -6.57
257685_at unknown protein --- AT3G12770 1.12 0.17 1.23 0.258898 0.44059 -6.57



256766_at Expressed protein ; supported by cDNAPCC1 AT3G22231 -2.67 -1.42 -1.23 0.258937 0.44059 -6.57
252701_at  hypothetical protein SPOP protein, HoATBPM6 AT3G43700 -1.13 -0.18 -1.23 0.258931 0.44059 -6.57
251608_at  putative protein hypothetical protein  AUVI4-LIKE AT3G57860 -1.12 -0.17 -1.23 0.258946 0.44059 -6.57
254948_at  putative protein various predicted prot --- AT4G11000 1.11 0.16 1.23 0.259071 0.44077 -6.57
256004_at  retroelement pol polyprotein, putative --- --- -1.09 -0.12 -1.23 0.259091 0.440771 -6.57
260036_at putative protein kinase Pfam HMM hit: STN7 AT1G68830 -1.13 -0.17 -1.23 0.259146 0.440832 -6.57
262365_at  disease resistance protein, putative si --- AT1G72870 1.12 0.17 1.23 0.259209 0.440906 -6.57
264426_at hypothetical protein similar to hypothet --- AT1G61760 -1.12 -0.16 -1.23 0.259325 0.44107 -6.57
264679_s_  putative 60S ribosomal protein L21 Si --- AT1G09590 / -1.18 -0.24 -1.23 0.259553 0.441395 -6.57
253918_at putative protein  ; supported by full-len PHOS34 AT4G27320 1.11 0.15 1.23 0.259594 0.441395 -6.57
265245_at unknown protein --- AT2G43060 -1.20 -0.27 -1.23 0.259555 0.441395 -6.57
265224_at putative pectinesterase --- AT2G36710 -1.10 -0.14 -1.23 0.259612 0.441395 -6.57
250592_at putative protein contains similarity to u --- AT5G07740 1.12 0.17 1.23 0.259611 0.441395 -6.57
258521_at  ribosomal protein L29, putative similar--- AT3G06680 -1.28 -0.35 -1.23 0.259645 0.441418 -6.57
253645_at  putative protein G protein beta subuni VIP3 AT4G29830 -1.10 -0.13 -1.23 0.259698 0.441474 -6.57
246357_x_ hypothetical protein --- --- -1.11 -0.15 -1.23 0.25974 0.441513 -6.57
255827_at unknown protein  ; supported by cDNA--- AT2G40600 1.12 0.16 1.23 0.259792 0.441568 -6.57
255707_at predicted protein MEE50 AT4G00231 -1.09 -0.12 -1.23 0.259818 0.44158 -6.57
262419_at hypothetical protein identical to hypoth --- AT1G50380 1.14 0.19 1.23 0.259867 0.44163 -6.57
246388_at hypothetical protein predicted by gensc--- AT1G77405 1.14 0.19 1.23 0.25999 0.441807 -6.57
249975_s_  ribosomal protein L33 - like ribosomal --- AT3G06320 / -1.19 -0.25 -1.23 0.260048 0.441823 -6.57
249676_at serine/threonine protein kinase-like --- AT5G35960 1.12 0.16 1.23 0.260058 0.441823 -6.57
249260_at Pto kinase interactor 1-like protein --- AT5G41680 1.11 0.15 1.23 0.260044 0.441823 -6.57
250156_at  putative protein predicted proteins, Ho--- AT5G15170 -1.09 -0.12 -1.23 0.260085 0.441837 -6.57
254751_at hypothetical protein --- AT4G13150 1.09 0.13 1.23 0.260357 0.442266 -6.58
261081_at  transformer-SR ribonucleoprotein, put --- AT1G07350 -1.17 -0.23 -1.23 0.260477 0.442437 -6.58
259654_at hypothetical protein predicted by gene --- AT1G55220 1.11 0.15 1.23 0.260538 0.442508 -6.58
248295_at putative protein contains similarity to ri --- AT5G53070 -1.11 -0.15 -1.23 0.26061 0.442564 -6.58
266080_at hypothetical protein predicted by gensc--- AT2G37840 -1.08 -0.11 -1.23 0.260606 0.442564 -6.58
253749_at phytochrome-associated protein PAP2PAP2 AT4G29080 -1.64 -0.71 -1.23 0.260689 0.442665 -6.58
264707_at unknown protein --- AT1G09730 1.10 0.13 1.23 0.260754 0.442709 -6.58
267333_at putative WD-40 repeat protein contains--- AT2G19430 -1.09 -0.13 -1.23 0.260738 0.442709 -6.58
258701_at  putative RNA helicase similar to RNA --- AT3G09720 1.18 0.24 1.23 0.260924 0.442921 -6.58
262892_at  succinic semialdehyde dehydrogenaseALDH5F1 AT1G79440 -1.09 -0.13 -1.23 0.260937 0.442921 -6.58
258644_at  putative RNA-binding protein contains--- AT3G07810 -1.08 -0.11 -1.23 0.260933 0.442921 -6.58



255272_at putative protein (ubiquitin like) to variou--- AT4G05270 -1.08 -0.11 -1.23 0.260999 0.442993 -6.58
267582_at putative protein kinase contains a prote--- AT2G41970 -1.10 -0.13 -1.23 0.261093 0.44312 -6.58
263964_at putative CCHC-type zinc finger protein --- AT2G12880 -1.12 -0.16 -1.23 0.261184 0.443242 -6.58
255482_at  putative chloroplast outer envelope 86TOC159 AT4G02510 1.10 0.13 1.23 0.261344 0.443381 -6.58
263416_at hypothetical protein contains protein ki --- AT2G17170 1.10 0.14 1.23 0.261326 0.443381 -6.58
260663_at hypothetical protein predicted by genscNFD5 AT1G19520 -1.18 -0.23 -1.23 0.261359 0.443381 -6.58
248805_at putative protein similar to unknown pro--- AT5G47480 1.09 0.13 1.23 0.261363 0.443381 -6.58
254735_at  putative disease resistance protein Cf AtRLP47 AT4G13810 1.12 0.16 1.23 0.261306 0.443381 -6.58
262010_at hypothetical protein predicted by gene --- --- 1.11 0.15 1.23 0.261487 0.443557 -6.58
266728_at similar to late embryogenesis abundan--- AT2G03140 1.10 0.14 1.23 0.261521 0.443583 -6.58
262867_at hypothetical protein predicted by gensc--- AT1G64960 1.11 0.15 1.23 0.261609 0.443699 -6.58
251808_at  AP3-complex beta-3A adaptin subunit --- AT3G55480 -1.11 -0.15 -1.23 0.261634 0.443708 -6.58
256840_x_ unknown protein similar to putative Ath--- --- -1.08 -0.11 -1.23 0.261671 0.443738 -6.58
251553_at  DNA-binding WRKY - like protein AR4WRKY69 AT3G58710 1.13 0.18 1.22 0.261728 0.443801 -6.58
263214_at hypothetical protein predicted by gensc--- AT1G30660 1.12 0.16 1.22 0.261852 0.443978 -6.58
251312_at MADS-box protein AGL13  ; supportedAGL13 AT3G61120 -1.10 -0.13 -1.22 0.261895 0.443986 -6.58
258310_at unknown protein ICE1 AT3G26744 -1.11 -0.15 -1.22 0.261882 0.443986 -6.58
254840_at hypothetical protein --- AT4G11930 -1.15 -0.20 -1.22 0.261952 0.444031 -6.58
247257_at proteasome regulatory subunit-like  ; s RPN5B AT5G64760 -1.23 -0.30 -1.22 0.261961 0.444031 -6.58
245342_at ribosomal protein ;supported by full-len--- AT4G16720 -1.15 -0.21 -1.22 0.262002 0.444056 -6.58
254223_at  putative protein Pennisetum ciliare po --- AT4G23730 1.08 0.12 1.22 0.262014 0.444056 -6.58
247431_at putative protein similar to unknown proSRO5 AT5G62520 1.25 0.32 1.22 0.262056 0.444094 -6.58
257749_at  actin 2 identical to GB:AAB37098 fromACT2 AT3G18780 -1.09 -0.13 -1.22 0.262217 0.444333 -6.58
250669_at polygalacturonase inhibiting protein  ;s PGIP2 AT5G06870 -1.34 -0.42 -1.22 0.262418 0.444542 -6.58
245034_at putative serpin --- AT2G26390 1.13 0.18 1.22 0.262413 0.444542 -6.58
249545_at  putative transmembrane protein putat --- AT5G38030 -1.09 -0.12 -1.22 0.262376 0.444542 -6.58
248546_at putative protein similar to unknown pro--- AT5G50270 -1.08 -0.11 -1.22 0.262392 0.444542 -6.58
248426_at putative protein contains similarity to p --- AT5G51740 1.09 0.12 1.22 0.262506 0.444625 -6.58
258476_at hypothetical protein predicted by genef--- AT3G02400 -1.14 -0.19 -1.22 0.262486 0.444625 -6.58
266196_at putative protein kinase contains a prote--- AT2G39110 -1.10 -0.14 -1.22 0.262584 0.444724 -6.58
255044_at putative protein --- AT4G09680 -1.11 -0.15 -1.22 0.262821 0.445091 -6.58
258240_at oleosin isoform identical to oleosin isofOLEO4 AT3G27660 -1.11 -0.15 -1.22 0.262874 0.445148 -6.58
260533_at putative U1 small nuclear ribonucleopr --- AT2G43370 1.09 0.13 1.22 0.262898 0.445157 -6.58
262999_at  NAM protein, putative similar to NAM ANAC020 AT1G54330 -1.14 -0.20 -1.22 0.263043 0.445342 -6.58
252051_at  putative protein similarity hypothetical --- AT3G52570 -1.09 -0.13 -1.22 0.263047 0.445342 -6.58



267620_at  putative beta-1,3-glucanase   --- AT2G39640 -1.09 -0.13 -1.22 0.263101 0.445402 -6.58
248603_at WD-40 repeat protein-like --- AT5G49430 1.09 0.12 1.22 0.263261 0.445625 -6.58
256410_at hypothetical protein --- AT1G66630 1.08 0.10 1.22 0.263273 0.445625 -6.58
256198_at  Myb-family transcription factor, putativ--- AT1G58220 -1.15 -0.20 -1.22 0.263301 0.44564 -6.59
259527_at hypothetical protein --- AT1G12600 1.08 0.11 1.22 0.263346 0.445684 -6.59
257318_at hypothetical protein --- AT2G07777 -1.10 -0.13 -1.22 0.263404 0.445748 -6.59
254192_at  acyl-CoA synthetase - like protein acy --- AT4G23850 -1.10 -0.14 -1.22 0.263475 0.445785 -6.59
252360_at  putative protein predicted protein, Ara --- AT3G48480 1.13 0.17 1.22 0.263478 0.445785 -6.59
248922_at putative protein contains similarity to h WOX8 AT5G45980 1.09 0.12 1.22 0.263503 0.445785 -6.59
263185_at  transport protein, putative similar to tra--- AT1G05520 1.08 0.12 1.22 0.263504 0.445785 -6.59
257322_at hypothetical protein AT2G07667 --- -1.11 -0.16 -1.22 0.263527 0.445792 -6.59
263420_at unknown protein  ; supported by full-le --- AT2G17240 -1.09 -0.13 -1.22 0.263611 0.4459 -6.59
266987_at unknown protein --- AT2G39280 -1.08 -0.11 -1.22 0.263681 0.445986 -6.59
253725_at profilin 3  ;supported by full-length cDNPRF4 AT4G29340 1.10 0.14 1.22 0.263898 0.44632 -6.59
258463_at putative protein kinase similar to Pto ki --- AT3G17410 1.12 0.17 1.22 0.263948 0.446371 -6.59
251702_at  transcription factor-like protein motif inBZIP49 AT3G56660 1.14 0.19 1.22 0.26405 0.44651 -6.59
249422_at  putative protein predicted proteins, AraAtHB23 AT5G39760 -1.12 -0.17 -1.22 0.264222 0.446768 -6.59
264051_at hypothetical protein predicted by gensc--- AT2G22340 -1.10 -0.13 -1.22 0.264245 0.446773 -6.59
266501_at unknown protein  ; supported by cDNAHEN2 AT2G06990 1.12 0.16 1.22 0.264356 0.446929 -6.59
260788_at  cysteine proteinase contains similarity --- AT1G06260 1.09 0.13 1.22 0.264616 0.447335 -6.59
246273_at globulin-like protein --- AT4G36700 -1.09 -0.12 -1.22 0.264708 0.447457 -6.59
257407_at unknown protein --- AT1G27100 1.10 0.14 1.22 0.264849 0.447563 -6.59
254007_s_  putative protein RNA-directed DNA po--- AT1G60720 -1.09 -0.13 -1.22 0.264803 0.447563 -6.59
248341_at unknown protein --- AT5G52220 -1.14 -0.18 -1.22 0.264847 0.447563 -6.59
261503_at  hypothetical protein predicted by gene--- AT1G71691 -1.11 -0.15 -1.22 0.264814 0.447563 -6.59
263636_at unknown protein  ; supported by full-le --- AT2G11910 -1.11 -0.15 -1.22 0.2649 0.447615 -6.59
257301_at hypothetical protein predicted by gene --- --- -1.09 -0.12 -1.22 0.264928 0.447631 -6.59
252198_x_  putative protein predicted protein, Ara --- AT3G50250 1.16 0.21 1.22 0.26497 0.447668 -6.59
264306_at unknown protein predicted by genema --- AT1G78890 1.12 0.16 1.22 0.26502 0.447699 -6.59
250901_at putative protein  ; supported by cDNA: RABC2A AT5G03530 -1.38 -0.47 -1.22 0.265028 0.447699 -6.59
263236_at  putative response regulator 3 similar t ARR4 AT1G10470 -1.18 -0.24 -1.22 0.265098 0.447785 -6.59
262519_at  putative ribokinase Except for first 69 --- AT1G17160 1.17 0.22 1.22 0.265174 0.44788 -6.59
253487_at  ribosomal protein S6 - like ribosomal pRPS6 AT4G31700 -1.29 -0.36 -1.22 0.265223 0.447929 -6.59
244964_at PSII cytochrome b559 --- --- -1.07 -0.10 -1.22 0.265246 0.447936 -6.59
253594_at Expressed protein ; supported by full-le--- AT4G30820 -1.12 -0.16 -1.21 0.265445 0.448229 -6.59



262388_at unknown protein --- AT1G49320 -1.11 -0.15 -1.21 0.265459 0.448229 -6.59
245650_at F5A9.20 similar to S-adenosyl-L-methi --- AT1G24735 -1.11 -0.16 -1.21 0.265576 0.448302 -6.59
263643_at unknown protein predicted by genefind--- AT2G04740 1.16 0.21 1.21 0.265581 0.448302 -6.59
264631_at DegP protease contains similarity to D DegP3 AT1G65630 -1.11 -0.14 -1.21 0.265558 0.448302 -6.59
246185_at  5-methyltetrahydropteroyltriglutamate-ATMS3 AT5G20980 -1.08 -0.11 -1.21 0.265541 0.448302 -6.59
248709_at unknown protein  ;supported by full-len--- AT5G48470 -1.18 -0.24 -1.21 0.265705 0.448442 -6.59
259169_at unknown protein similar to unknown pr --- AT3G03520 1.35 0.44 1.21 0.265723 0.448442 -6.59
266219_at  putative para-aminobenzoate synthas emb1997 AT2G28880 -1.10 -0.14 -1.21 0.265716 0.448442 -6.59
249165_at putative protein similar to unknown proATIPK1 AT5G42810 -1.15 -0.21 -1.21 0.266001 0.448844 -6.59
263508_s_ hypothetical protein --- --- -1.13 -0.18 -1.21 0.26599 0.448844 -6.59
248728_at cytochrome P450-like protein CYP708A2 AT5G48000 1.11 0.15 1.21 0.266083 0.448949 -6.59
264330_at multi-drug resistance protein Strong simATMRP5 AT1G04120 1.10 0.13 1.21 0.266146 0.449023 -6.59
250341_at MAP3K delta-1 protein kinase --- AT5G11850 1.09 0.12 1.21 0.266269 0.449198 -6.59
248440_at acid phosphatase --- AT5G51260 1.12 0.16 1.21 0.266323 0.449254 -6.59
263437_at putative disease resistance response p--- AT2G28670 1.12 0.16 1.21 0.266381 0.44932 -6.59
253850_at  pectinesterase like protein pectinestersks10 AT4G28090 -1.13 -0.18 -1.21 0.266435 0.449378 -6.60
246137_at  putative protein predicted proteins, AraLSH1 AT5G28490 1.29 0.36 1.21 0.266506 0.449463 -6.60
254002_at  steroid sulfotransferase - like protein s--- AT4G26280 -1.08 -0.11 -1.21 0.266582 0.449559 -6.60
251117_at  putative protein predicted protein, Cae--- AT3G63390 1.13 0.17 1.21 0.266632 0.449576 -6.60
246504_at hypothetical protein  ;supported by full---- AT5G16160 -1.08 -0.11 -1.21 0.266613 0.449576 -6.60
245739_at  mitotic cyclin a2-type, putative similar CYCA1;1 AT1G44110 -1.09 -0.12 -1.21 0.266664 0.449597 -6.60
254849_at  putative protein RNA splicing-related p--- AT4G11970 -1.08 -0.11 -1.21 0.266746 0.449702 -6.60
259352_at unknown protein --- AT3G05170 -1.19 -0.25 -1.21 0.266802 0.449731 -6.60
254412_at  putative protein chloroplast DNA-bindiB160 AT4G21430 -1.17 -0.23 -1.21 0.2668 0.449731 -6.60
250303_at putative protein similar to unknown pro--- AT5G12100 1.20 0.26 1.21 0.266849 0.449737 -6.60
255792_at AT-hook DNA-binding protein (AHP1) a--- AT2G33620 1.13 0.17 1.21 0.266865 0.449737 -6.60
251514_at  pirin-like protein pirin - Lycopersicon e--- AT3G59260 1.11 0.15 1.21 0.266833 0.449737 -6.60
258696_at hypothetical protein predicted by genscHCF152 AT3G09650 1.17 0.23 1.21 0.26697 0.449848 -6.60
266083_at hypothetical protein predicted by gensc--- AT2G37820 1.08 0.11 1.21 0.266954 0.449848 -6.60
251389_at putative protein --- AT3G60850 1.09 0.13 1.21 0.267047 0.449944 -6.60
267434_at 3-beta-hydroxysteroid dehydrogenase AT3BETAHSAT2G26260 -1.12 -0.16 -1.21 0.267106 0.450005 -6.60
256374_at  DNA ligase I, putative similar to DNA l --- AT1G66730 -1.12 -0.16 -1.21 0.267122 0.450005 -6.60
249018_at CHP-rich zinc finger protein-like --- AT5G44770 -1.16 -0.21 -1.21 0.267204 0.450076 -6.60
AFFX-PheXB. subtilis /GEN=pheA /DB_XREF=gb: --- --- -1.24 -0.31 -1.21 0.26719 0.450076 -6.60
265727_at putative DNA topoisomerase III beta --- AT2G32000 -1.10 -0.14 -1.21 0.267228 0.450082 -6.60



256267_at unknown protein ; supported by cDNA:--- AT3G12260 -1.10 -0.13 -1.21 0.267329 0.45022 -6.60
265779_at unknown protein --- AT2G07360 -1.16 -0.22 -1.21 0.26745 0.45039 -6.60
265689_at hypothetical protein predicted by gensc--- AT2G24310 -1.08 -0.12 -1.21 0.267533 0.450464 -6.60
262895_at hypothetical protein predicted by gene --- AT1G59800 1.13 0.17 1.21 0.26752 0.450464 -6.60
267478_at hypothetical protein predicted by gensc--- AT2G02700 1.08 0.12 1.21 0.267629 0.450592 -6.60
259924_at putative DNA-binding protein similar to --- AT1G72740 -1.11 -0.16 -1.21 0.267795 0.450775 -6.60
265664_at unknown protein predicted by genscan--- AT2G24420 -1.12 -0.16 -1.21 0.267797 0.450775 -6.60
254886_at  putative protein bp4A protein, BrassicaLCR17 AT4G11760 -1.11 -0.15 -1.21 0.267771 0.450775 -6.60
259826_at  arm repeat-containing protein, putativePUB17 AT1G29340 1.17 0.23 1.21 0.26792 0.450882 -6.60
247840_at  putative protein protein x 0001, Homo --- AT5G58020 1.08 0.12 1.21 0.267919 0.450882 -6.60
263313_at  14-3-3 protein (grf15), putative contain--- AT2G10450 1.10 0.14 1.21 0.267915 0.450882 -6.60
266461_at  glutathione S-transferase (GST6) idenATGSTF8 AT2G47730 -1.19 -0.25 -1.21 0.268062 0.451045 -6.60
264440_at  unknown protein similar to fim protein;--- AT1G27340 1.09 0.12 1.21 0.268087 0.451045 -6.60
259233_at hypothetical protein --- AT3G11380 1.08 0.11 1.21 0.268096 0.451045 -6.60
260232_at unknown protein contains Pfam profile --- AT1G74640 1.19 0.25 1.21 0.268089 0.451045 -6.60
256512_at Expressed protein ; supported by full-le--- AT1G33265 -1.12 -0.17 -1.21 0.268237 0.451246 -6.60
264732_at  serpin, putative similar to serpin GI:11--- AT1G62160 1.08 0.11 1.21 0.268274 0.451246 -6.60
247203_at unknown protein  ; supported by cDNA--- AT5G65180 -1.09 -0.13 -1.21 0.268256 0.451246 -6.60
250447_at  putative protein KIAA0332 gene, Hom--- AT5G10800 -1.09 -0.12 -1.21 0.268306 0.451266 -6.60
252633_x_  putative protein HISTONE DEACETYLhda17 AT3G44490 / 1.08 0.11 1.21 0.268412 0.45141 -6.60
247109_at putative protein similar to unknown proATPSK5 AT5G65870 1.23 0.30 1.21 0.268515 0.45155 -6.60
254741_s_  putative disease resistance protein HcAtRLP49 AT4G13900 / -1.08 -0.12 -1.21 0.268552 0.45158 -6.60
253152_at  putative protein predicted proteins, Ara--- AT4G35690 -1.12 -0.16 -1.21 0.268582 0.451596 -6.60
263585_at 60S ribosomal protein L39 --- AT2G25210 -1.24 -0.30 -1.21 0.268698 0.451743 -6.60
264445_at  unknown protein similar to ESTs gb|T4--- AT1G27290 -1.18 -0.24 -1.21 0.268729 0.451743 -6.60
261243_at hypothetical protein predicted by gene --- AT1G20180 1.31 0.39 1.21 0.268711 0.451743 -6.60
265197_at putative glucosyl transferase UGT73C1 AT2G36750 1.08 0.11 1.20 0.269036 0.452126 -6.60
267540_at hypothetical protein predicted by gensc--- AT2G32760 -1.09 -0.12 -1.20 0.269027 0.452126 -6.60
249508_at unknown protein --- AT5G38380 -1.10 -0.13 -1.20 0.269013 0.452126 -6.60
250218_at putative protein contains similarity to u CHC1 AT5G14170 -1.14 -0.18 -1.20 0.268982 0.452126 -6.60
256653_at hypothetical protein predicted by gene --- AT3G18870 1.10 0.14 1.20 0.269076 0.45216 -6.60
261817_at hypothetical protein predicted by gene --- AT1G08180 1.23 0.30 1.20 0.26912 0.452201 -6.60
265511_at putative glycine-rich protein  ; supporte--- AT2G05540 1.15 0.21 1.20 0.269197 0.452253 -6.60
267429_at putative UDP-galactose-4-epimerase MEE25 AT2G34850 -1.15 -0.21 -1.20 0.269219 0.452253 -6.60
252894_at hypothetical protein --- AT4G39440 -1.12 -0.16 -1.20 0.26923 0.452253 -6.60



263245_at hypothetical protein predicted by gensc--- AT2G31470 -1.08 -0.11 -1.20 0.26923 0.452253 -6.60
262353_at hypothetical protein similar to hypothet --- AT1G64210 -1.08 -0.11 -1.20 0.269325 0.452286 -6.60
249447_at  PTEN -like protein PTEN/MMAC1, RaPTEN1 AT5G39400 -1.15 -0.21 -1.20 0.26933 0.452286 -6.60
257815_at unknown protein --- AT3G25130 -1.10 -0.14 -1.20 0.269328 0.452286 -6.60
244977_at cytochrome b/f --- --- -1.21 -0.27 -1.20 0.269317 0.452286 -6.60
259475_at unknown protein ;supported by full-leng--- AT1G19140 1.18 0.23 1.20 0.269351 0.452289 -6.60
261586_at  hypothetical protein predicted by gene--- AT1G01640 1.23 0.30 1.20 0.26942 0.452372 -6.60
266468_at unknown protein ; supported by cDNA:--- AT2G47960 -1.12 -0.16 -1.20 0.269445 0.452381 -6.60
254456_at  putative protein ribophorin II precursorHAP6 AT4G21150 1.12 0.17 1.20 0.269514 0.452462 -6.60
259967_at putative DNA-binding protein contains --- AT1G76510 1.09 0.12 1.20 0.269605 0.452526 -6.61
256521_at  AMP-binding enzyme, putative contain--- AT1G66120 1.10 0.14 1.20 0.269598 0.452526 -6.61
267098_at hypothetical protein predicted by gensc--- AT2G41451 1.12 0.17 1.20 0.269611 0.452526 -6.61
260416_at putative cullin similar to cullin 3 GB:450CUL3B AT1G69670 1.10 0.13 1.20 0.269867 0.452872 -6.61
253525_at predicted protein  ; supported by cDNA--- AT4G31330 -1.11 -0.15 -1.20 0.269877 0.452872 -6.61
248732_at  xyloglucan endo-1,4-beta-D-glucanaseXTH20 AT5G48070 -1.13 -0.17 -1.20 0.269839 0.452872 -6.61
261359_at hypothetical protein predicted by gensc--- --- -1.10 -0.14 -1.20 0.26997 0.452994 -6.61
252942_at putative protein  ;supported by full-leng--- AT4G39300 1.12 0.16 1.20 0.270057 0.453108 -6.61
245680_at hypothetical protein contains similarity --- AT1G56570 -1.10 -0.13 -1.20 0.270184 0.453288 -6.61
247565_at  putative protein Atu, Drosophila melanVIP4 AT5G61150 1.10 0.13 1.20 0.270323 0.453487 -6.61
245239_at  putative homeodomain-protein similar FWA AT4G25530 -1.11 -0.14 -1.20 0.270448 0.453664 -6.61
262486_at  putative bzip-like transcription factor s --- AT1G21740 -1.15 -0.20 -1.20 0.27053 0.453769 -6.61
266933_at putative Ta11-like non-LTR retroeleme--- AT2G07760 -1.13 -0.17 -1.20 0.270561 0.453786 -6.61
258313_at unknown protein contains RanBP1 dom--- AT3G15970 -1.09 -0.12 -1.20 0.270588 0.453798 -6.61
245473_at hypothetical protein --- AT4G16050 -1.08 -0.12 -1.20 0.270647 0.453863 -6.61
252742_at  putative protein glyceraldehyde-3-pho --- AT3G43290 -1.13 -0.17 -1.20 0.270669 0.453867 -6.61
265106_s_ putative membrane-associated salt-ind--- AT1G62590 / 1.08 0.11 1.20 0.270733 0.453941 -6.61
255971_at transposon related protein similar to re --- --- 1.08 0.11 1.20 0.270754 0.453944 -6.61
247703_at  putative protein predicted proteins, HoSRR1 AT5G59560 -1.11 -0.15 -1.20 0.270781 0.453956 -6.61
254055_at hypothetical protein --- AT4G25330 1.09 0.13 1.20 0.270883 0.454092 -6.61
263359_at putative lysosomal acid lipase ATLIP1 AT2G15230 -1.12 -0.16 -1.20 0.27096 0.454121 -6.61
266020_at hypothetical protein SDG11 AT2G05900 1.13 0.17 1.20 0.270937 0.454121 -6.61
245653_at heat shock transcription factor like protFBD1 AT4G13985 -1.10 -0.14 -1.20 0.270948 0.454121 -6.61
256203_at hypothetical protein --- AT1G50800 -1.10 -0.14 -1.20 0.271093 0.454311 -6.61
249512_at DNA repair protein RAD23 homolog ;s --- AT5G38470 1.08 0.11 1.20 0.271317 0.454653 -6.61
245707_at NAC2-like protein anac077 AT5G04400 -1.11 -0.15 -1.20 0.271433 0.454781 -6.61



262627_at hypothetical protein --- AT1G06580 -1.11 -0.15 -1.20 0.271426 0.454781 -6.61
258137_at Expressed protein ; supported by cDNAUBC37 AT3G24515 -1.09 -0.12 -1.20 0.271709 0.45521 -6.61
264975_at hypothetical protein predicted by gene --- AT1G27070 -1.10 -0.14 -1.20 0.271838 0.455392 -6.61
246497_at putative protein hypothetical proteins - --- AT5G16220 -1.20 -0.26 -1.20 0.271869 0.455411 -6.61
248882_at cullin ;supported by full-length cDNA: CCUL4 AT5G46210 -1.08 -0.12 -1.20 0.271942 0.455499 -6.61
266916_at hypothetical protein predicted by gensc--- AT2G45860 -1.16 -0.22 -1.20 0.271976 0.455523 -6.61
248699_at putative protein similar to unknown proATZIP4 AT5G48390 1.14 0.19 1.20 0.272005 0.455539 -6.61
263958_at putative salt-inducible protein --- AT2G36240 -1.08 -0.11 -1.20 0.272234 0.455757 -6.61
264548_at unknown protein ; supported by cDNA:--- AT1G55680 1.10 0.14 1.20 0.272251 0.455757 -6.61
246581_at hypothetical protein predicted by gene --- AT1G31760 -1.10 -0.14 -1.20 0.272255 0.455757 -6.61
256492_at hypothetical protein contains similarity --- AT1G31490 -1.12 -0.16 -1.20 0.272159 0.455757 -6.61
251279_at hypothetical protein --- AT3G61800 1.17 0.23 1.20 0.27224 0.455757 -6.61
263869_at unknown protein PROPEP6 AT2G22000 -1.08 -0.11 -1.20 0.272244 0.455757 -6.61
250593_at putative protein similar to unknown pro--- AT5G07740 1.09 0.12 1.20 0.272289 0.455759 -6.61
257979_at unknown protein --- AT3G20730 1.10 0.14 1.20 0.272308 0.455759 -6.61
262429_at  polyprotein, putative similar to polypro--- --- 1.12 0.16 1.20 0.272316 0.455759 -6.61
265217_s_ unknown protein ESTs gb|H76594 and--- AT1G05090 / -1.15 -0.20 -1.20 0.272343 0.45577 -6.61
249033_at putative protein contains similarity to d --- AT5G44920 1.10 0.14 1.20 0.272383 0.455804 -6.61
265459_at unknown protein  ; supported by full-le --- AT2G46540 -1.09 -0.12 -1.20 0.272404 0.455805 -6.61
262810_at putative salt-inducible protein similar to--- AT1G11710 1.16 0.21 1.19 0.27262 0.456133 -6.61
256171_s_ hypothetical protein similar to reverse t--- --- -1.11 -0.15 -1.19 0.272761 0.456335 -6.61
250126_at ubiquitin C-terminal hydrolase-like protUCH1 AT5G16310 -1.12 -0.16 -1.19 0.272897 0.456529 -6.62
266332_at hypothetical protein predicted by gensc--- AT2G32415 -1.10 -0.14 -1.19 0.27295 0.456552 -6.62
254391_at  putative bifunctional nuclease bifunctioENDO3 AT4G21590 -1.09 -0.12 -1.19 0.272933 0.456552 -6.62
267563_at putative protein kinase contains a prote--- AT2G30730 -1.10 -0.13 -1.19 0.273046 0.456645 -6.62
252398_at  putative protein RING-H2 finger protei --- AT3G47990 -1.10 -0.14 -1.19 0.273044 0.456645 -6.62
257871_at hypothetical protein predicted by gensc--- AT3G28350 1.09 0.12 1.19 0.273079 0.456666 -6.62
254492_at endomembrane-associated protein  ; sPCAP1 AT4G20260 1.11 0.15 1.19 0.273137 0.456671 -6.62
264617_at unknown protein --- AT2G17660 1.20 0.27 1.19 0.273115 0.456671 -6.62
246557_at  putative protein hypothetical protein T --- AT5G15510 -1.09 -0.13 -1.19 0.273141 0.456671 -6.62
258016_at hypothetical protein similar to poly(A)-bMPC AT3G19350 1.09 0.13 1.19 0.273164 0.456675 -6.62
249086_at putative protein strong similarity to unk--- AT5G44180 1.10 0.14 1.19 0.273211 0.45672 -6.62
245382_at hypothetical protein --- AT4G17800 1.10 0.13 1.19 0.273491 0.457154 -6.62
264939_at  receptor kinase, putative similar to rec--- AT1G60630 -1.10 -0.14 -1.19 0.273543 0.457208 -6.62
259735_at Expressed protein ; supported by full-le--- AT1G64405 1.18 0.23 1.19 0.273663 0.457374 -6.62



249745_at phloem-specific lectin-like protein AtPP2-B12 AT5G24560 1.12 0.16 1.19 0.273736 0.457463 -6.62
259585_at hypothetical protein contains similarity --- AT1G28090 1.09 0.13 1.19 0.273797 0.457531 -6.62
259715_at  hypothetical protein predicted by gens--- AT1G60990 1.12 0.17 1.19 0.273865 0.457578 -6.62
265069_at awaiting functional assignment similar --- AT1G55545 -1.10 -0.13 -1.19 0.273848 0.457578 -6.62
253762_at  putative protein conserved hypothetica--- AT4G28830 -1.10 -0.14 -1.19 0.273899 0.457602 -6.62
246638_at  putative protein predicted proteins, Ara--- --- -1.10 -0.14 -1.19 0.274028 0.457783 -6.62
264994_at hypothetical protein contains similarity --- AT1G67270 -1.09 -0.12 -1.19 0.274078 0.457834 -6.62
253721_at hypothetical protein  ;supported by full---- AT4G29250 -1.13 -0.18 -1.19 0.274212 0.457848 -6.62
252129_at  putative protein hypothetical protein T AtHB28 AT3G50890 1.11 0.15 1.19 0.274227 0.457848 -6.62
247046_at unknown protein  ; supported by cDNA--- AT5G66540 1.10 0.14 1.19 0.274207 0.457848 -6.62
267225_at hypothetical protein predicted by gensc--- AT2G44000 1.10 0.14 1.19 0.274171 0.457848 -6.62
267252_at hypothetical protein predicted by gensc--- AT2G23100 -1.10 -0.14 -1.19 0.274225 0.457848 -6.62
248763_at putative protein similar to unknown pro--- AT5G47550 -1.98 -0.99 -1.19 0.274201 0.457848 -6.62
247557_at putative protein --- AT5G61050 1.08 0.11 1.19 0.274132 0.457848 -6.62
263844_at unknown protein  ; supported by cDNA--- AT2G36930 1.24 0.31 1.19 0.27439 0.458086 -6.62
250070_at phosphoribosylanthranilate transferase--- AT5G17980 -1.18 -0.24 -1.19 0.274421 0.458105 -6.62
263810_at putative translation initiation factor eIF---- AT2G04520 1.08 0.11 1.19 0.274461 0.458137 -6.62
247140_at putative protein similar to unknown pro--- AT5G66250 1.09 0.13 1.19 0.274496 0.458163 -6.62
264682_at  polygalacturonase, putative similar to --- AT1G65570 -1.08 -0.12 -1.19 0.274568 0.45821 -6.62
253148_at cyclin 2b protein CYCB2;2 AT4G35620 1.12 0.16 1.19 0.274584 0.45821 -6.62
264595_at  putative vesicle-associated membraneVAMP721 AT1G04750 -1.14 -0.19 -1.19 0.274575 0.45821 -6.62
264009_at putative disease resistance response p--- AT2G21110 -1.09 -0.13 -1.19 0.27462 0.458236 -6.62
264274_at  disease resistance protein RPS4, puta--- AT1G60320 1.10 0.14 1.19 0.274673 0.458291 -6.62
249082_at legumin-like protein CRA1 AT5G44120 -1.09 -0.13 -1.19 0.274718 0.458333 -6.62
251314_at putative protein several hypothetical pr--- AT3G61180 -1.07 -0.10 -1.19 0.274909 0.458617 -6.62
253379_at  putative protein glycogenin glucosyltraPGSIP3 AT4G33330 -1.09 -0.13 -1.19 0.275081 0.458871 -6.62
252305_at  putative protein CRP1 protein, Zea maemb1796 AT3G49240 1.15 0.20 1.19 0.27531 0.459065 -6.62
264798_at  putative myosin MYA1, class V (Z2838XIC AT1G08730 -1.09 -0.13 -1.19 0.27532 0.459065 -6.62
267284_at unknown protein predicted by genscan--- AT2G23700 1.13 0.18 1.19 0.275343 0.459065 -6.62
252407_at chloroplast NAD-dependent malate de MDH AT3G47520 1.13 0.18 1.19 0.275266 0.459065 -6.62
262140_at hypothetical protein predicted by gene --- AT1G52470 1.09 0.12 1.19 0.275358 0.459065 -6.62
255030_at putative protein retrovirus-related polyp--- --- -1.10 -0.13 -1.19 0.275283 0.459065 -6.62
256738_at  geranylgeranyl pyrophosphate syntha --- AT3G29430 -1.11 -0.14 -1.19 0.275312 0.459065 -6.62
256167_at hypothetical protein similar to putative --- --- -1.09 -0.13 -1.19 0.275303 0.459065 -6.62
267041_at unknown protein --- AT2G34315 -1.08 -0.11 -1.19 0.275421 0.459102 -6.62



260122_at  AIG1-like protein similar to AIG1 prote--- AT1G33900 -1.11 -0.16 -1.19 0.275408 0.459102 -6.62
266053_at unknown protein --- AT2G40730 -1.11 -0.15 -1.19 0.27555 0.459149 -6.62
254646_at putative protein --- AT4G18530 1.13 0.18 1.19 0.275526 0.459149 -6.62
255056_at  putative protein helix-loop-helix proteinTT8 AT4G09820 -1.08 -0.11 -1.19 0.275471 0.459149 -6.62
245850_at ankyrin-repeat containing protein anky KEG AT5G13530 1.14 0.19 1.19 0.275521 0.459149 -6.62
254906_at  putative disease resistance response --- AT4G11180 1.09 0.13 1.19 0.275538 0.459149 -6.62
266240_at putative RNA-binding protein  ; suppor --- AT2G29580 -1.08 -0.11 -1.19 0.275681 0.459335 -6.62
260610_at putative SF16 protein {Helianthus annuIQD14 AT2G43680 1.17 0.22 1.19 0.275814 0.45935 -6.62
254525_at  putative protein predicted protein, Ara --- AT4G19580 -1.11 -0.15 -1.19 0.275798 0.45935 -6.62
259857_at hypothetical protein predicted by genef--- AT1G68430 -1.10 -0.14 -1.19 0.275832 0.45935 -6.62
261703_at  OsNAC7 protein, putative similar to O ANAC012 AT1G32770 1.09 0.12 1.19 0.275744 0.45935 -6.62
248438_at putative protein contains similarity to feEMF2 AT5G51230 -1.15 -0.20 -1.19 0.275803 0.45935 -6.62
246381_at hypothetical protein --- --- 1.17 0.23 1.19 0.27576 0.45935 -6.62
246328_at  putative protein hexamer-binding prote--- AT3G43590 -1.10 -0.14 -1.19 0.275812 0.45935 -6.62
245028_at unknown protein --- AT2G26570 1.15 0.20 1.19 0.275939 0.459496 -6.62
254690_at  N-acetylornithine deacetylase-like pro --- AT4G17830 1.08 0.10 1.19 0.276088 0.459709 -6.63
263789_at putative GDSL-motif lipase/hydrolase s--- AT2G24560 -1.15 -0.20 -1.19 0.276124 0.459736 -6.63
265277_at unknown protein  ;supported by full-len--- AT2G28410 -1.31 -0.39 -1.18 0.276193 0.459818 -6.63
266383_at putative pathogenesis related-1 (PR1) ATPRB1 AT2G14580 -1.15 -0.20 -1.18 0.27625 0.459879 -6.63
245121_at 60S ribosomal protein L7A  ;supported--- AT2G47610 -1.20 -0.27 -1.18 0.276281 0.459897 -6.63
258170_at unknown protein similar to senescence--- AT3G21600 1.26 0.33 1.18 0.276376 0.460021 -6.63
258890_at putative transcription factor similar to GNF-YA2 AT3G05690 -1.18 -0.24 -1.18 0.276413 0.460049 -6.63
254625_at Expressed protein ; supported by full-leSNI1 AT4G18470 1.11 0.15 1.18 0.276521 0.460195 -6.63
257313_at gamma tonoplast intrinsic protein near TIP2 AT3G26520 -1.13 -0.17 -1.18 0.276587 0.460259 -6.63
261364_at dynamin-like protein similar to GB:U25--- AT1G53140 -1.11 -0.15 -1.18 0.27661 0.460259 -6.63
257939_at  monosaccharide transport protein, ST STP4 AT3G19930 1.18 0.24 1.18 0.276619 0.460259 -6.63
246062_at  putative protein VAC8 protein, Saccha--- AT5G19330 1.09 0.12 1.18 0.276724 0.460399 -6.63
249495_at  germin - like protein GLP6 exon 2 inteGLP6 AT5G39100 1.11 0.15 1.18 0.276793 0.46048 -6.63
245080_at putative receptor-like protein kinase --- AT2G23300 -1.14 -0.19 -1.18 0.277058 0.460888 -6.63
263263_at putative guanylate binding protein --- AT2G38840 1.13 0.17 1.18 0.277098 0.460921 -6.63
262428_at hypothetical protein predicted by gene --- AT1G47570 1.10 0.13 1.18 0.277136 0.46095 -6.63
250205_at unknown protein --- AT5G14020 -1.09 -0.13 -1.18 0.277158 0.460953 -6.63
255007_at  putative oxidoreductase 11beta-hydro AtHSD5 AT4G10020 -1.09 -0.12 -1.18 0.277206 0.460979 -6.63
246940_at  expressed protein glucose-6-phospha --- AT5G25400 -1.11 -0.15 -1.18 0.277214 0.460979 -6.63
246184_at  beta-D-glucan exohydrolase - like prot--- AT5G20950 1.16 0.22 1.18 0.277295 0.46108 -6.63



260960_at  calcium-binding protein, putative simila--- AT1G05990 -1.11 -0.15 -1.18 0.277555 0.461478 -6.63
249990_at hypothetical protein --- AT5G18540 1.09 0.13 1.18 0.277591 0.461505 -6.63
255130_at hypothetical protein  ; supported by ful --- AT4G08240 -1.11 -0.15 -1.18 0.277641 0.461555 -6.63
247295_at putative protein similar to unknown pro--- AT5G64180 1.10 0.14 1.18 0.277693 0.461607 -6.63
262516_at putative glutathione transferase One o ATGSTU26 AT1G17190 -1.10 -0.14 -1.18 0.277727 0.461631 -6.63
255156_at putative athila transposon protein --- --- 1.07 0.10 1.18 0.277846 0.461794 -6.63
244949_at hypothetical protein --- --- 1.11 0.14 1.18 0.277994 0.462007 -6.63
246705_x_  putative protein predicted resistance p--- --- 1.10 0.14 1.18 0.278135 0.462208 -6.63
267235_at unknown protein --- AT2G43945 -1.07 -0.10 -1.18 0.278164 0.462222 -6.63
266312_at 20S proteasome subunit C8 (PAG1/PRPAG1 AT2G27020 1.11 0.15 1.18 0.278203 0.462253 -6.63
260508_at Unknown protein ; supported by cDNA GAMMA CA2AT1G47260 -1.09 -0.12 -1.18 0.278305 0.462389 -6.63
265855_at unknown protein  ;supported by full-len--- AT2G42390 -1.09 -0.12 -1.18 0.278352 0.462433 -6.63
247906_at putative protein similar to unknown proIAA33 AT5G57420 -1.13 -0.18 -1.18 0.278477 0.462608 -6.63
262829_at  auxin-independent growth promoter, p--- AT1G14970 -1.19 -0.25 -1.18 0.278509 0.462627 -6.63
253831_at Expressed protein ; supported by full-le--- AT4G27580 1.10 0.14 1.18 0.278647 0.462756 -6.63
258121_s_ putative geranylgeranyl pyrophosphateGGPS3 AT3G14530 / 1.12 0.16 1.18 0.278641 0.462756 -6.63
247200_at unknown protein  ;supported by full-len--- AT5G65120 1.12 0.17 1.18 0.27862 0.462756 -6.63
247496_at  putative protein predicted proteins, AraGUT1 AT5G61840 -1.09 -0.12 -1.18 0.278668 0.462756 -6.63
245544_at UTP-glucose glucosyltransferase like p--- AT4G15270 1.11 0.15 1.18 0.278796 0.462935 -6.63
265984_at putative limonene cyclase TPS10 AT2G24210 -1.09 -0.13 -1.18 0.278958 0.463096 -6.63
249776_at unknown protein --- AT5G24170 -1.13 -0.18 -1.18 0.278939 0.463096 -6.63
255862_at hypothetical protein predicted by genef--- AT2G30300 1.10 0.14 1.18 0.278959 0.463096 -6.63
254401_at  putative protein various predicted prot --- AT4G21300 -1.10 -0.13 -1.18 0.278974 0.463096 -6.63
258638_at unknown protein  ;supported by full-len--- AT3G07950 -1.09 -0.13 -1.18 0.279094 0.463261 -6.63
258714_at  putative RING zinc finger protein conta--- AT3G09770 1.15 0.20 1.18 0.279236 0.463379 -6.63
258889_at putative pectinesterase similar to pecti --- AT3G05610 -1.14 -0.19 -1.18 0.279206 0.463379 -6.63
262406_at  myb-related protein, putative similar toAtMYB93 AT1G34670 -1.12 -0.16 -1.18 0.279215 0.463379 -6.63
251481_at  receptor lectin kinase-like protein (frag--- AT3G59730 1.08 0.11 1.18 0.279246 0.463379 -6.63
263311_at hypothetical protein predicted by genef--- AT2G10340 -1.11 -0.15 -1.18 0.279287 0.463379 -6.63
252751_at  putative protein RING-H2 zinc finger p--- AT3G43430 1.22 0.29 1.18 0.279276 0.463379 -6.63
252680_at  putative protein predicted protein, C.e --- AT3G44330 -1.08 -0.11 -1.18 0.279462 0.463596 -6.64
257545_at hypothetical protein predicted by gensc--- AT3G23200 1.15 0.20 1.18 0.279479 0.463596 -6.64
251547_at  putative protein predicted proteins, Ara--- AT3G58860 -1.10 -0.14 -1.18 0.279459 0.463596 -6.64
266491_at putative retroelement pol polyprotein --- --- -1.09 -0.12 -1.18 0.279522 0.463601 -6.64
250377_at  putative protein predicted proteins, Ho--- AT5G11560 1.13 0.18 1.18 0.279508 0.463601 -6.64



246207_at RNA-binding like protein non-consensu--- AT4G36960 -1.09 -0.13 -1.18 0.279652 0.463783 -6.64
247173_at poly(A)-binding protein II-like  ; support--- AT5G65260 1.12 0.16 1.18 0.279762 0.463926 -6.64
252098_at putative protein several hypothetical pr--- AT3G51330 1.38 0.47 1.18 0.279793 0.463926 -6.64
258951_at putative phosphatidylinositolglycan cla --- AT3G01380 -1.10 -0.14 -1.18 0.279799 0.463926 -6.64
250806_at putative protein similar to unknown pro--- AT5G05070 -1.09 -0.13 -1.17 0.279927 0.464103 -6.64
266186_at unknown protein AERO2 AT2G38960 1.08 0.11 1.17 0.279952 0.464112 -6.64
249505_at putative protein --- --- -1.21 -0.28 -1.17 0.27999 0.464114 -6.64
248677_at unknown protein --- AT5G48860 1.10 0.14 1.17 0.279994 0.464114 -6.64
267354_at putative MYB family transcription facto MYB25 AT2G39880 -1.16 -0.21 -1.17 0.280085 0.464231 -6.64
257755_at unknown protein  ; supported by full-le --- AT3G18760 1.18 0.24 1.17 0.280122 0.464244 -6.64
252249_at  putative protein heat shock protein 10 --- AT3G49770 -1.12 -0.16 -1.17 0.280134 0.464244 -6.64
247143_at unknown protein --- AT5G65580 -1.17 -0.23 -1.17 0.280212 0.46434 -6.64
257827_at unknown protein contains Pfam profile --- AT3G26630 -1.17 -0.23 -1.17 0.280282 0.464389 -6.64
266766_at hypothetical protein predicted by genscPAP14 AT2G46880 1.19 0.26 1.17 0.280278 0.464389 -6.64
246741_at  glycine rich protein - like glycine rich pemb1644 AT5G27720 1.12 0.16 1.17 0.280306 0.464394 -6.64
250026_at putative protein similar to unknown pro--- AT5G18090 -1.11 -0.15 -1.17 0.280419 0.464522 -6.64
260348_at  PPR-repeat protein, putative contains --- AT1G69350 1.14 0.19 1.17 0.280424 0.464522 -6.64
262433_s_  DNA binding protein, putative similar t ATRBP47C' AT1G47490 / 1.09 0.12 1.17 0.280484 0.464588 -6.64
255839_at putative CONSTANS-like B-box zinc fi --- AT2G33500 -1.09 -0.12 -1.17 0.280515 0.464605 -6.64
266549_at Expressed protein ; supported by full-leEXL1 AT2G35150 -1.11 -0.14 -1.17 0.280538 0.464609 -6.64
255000_at S18.A ribosomal protein  ;supported byRPS18C AT4G09800 -1.15 -0.20 -1.17 0.280604 0.464685 -6.64
252082_at putative protein --- AT3G51940 -1.08 -0.11 -1.17 0.280648 0.464721 -6.64
258808_at  putative pyruvate kinase similar to pyr --- AT3G04050 -1.09 -0.13 -1.17 0.280666 0.464721 -6.64
256155_at  MYB-family transcription factor, putativMYB83 AT3G08500 -1.08 -0.12 -1.17 0.280772 0.464857 -6.64
255768_at Expressed protein ; supported by full-le--- AT1G16705 -1.09 -0.13 -1.17 0.280789 0.464857 -6.64
267285_at unknown protein --- AT2G23690 -1.18 -0.24 -1.17 0.280849 0.464881 -6.64
259203_at hypothetical protein predicted by genef--- AT3G09130 -1.10 -0.14 -1.17 0.280865 0.464881 -6.64
263815_at hypothetical protein predicted by gensc--- AT2G10020 1.15 0.21 1.17 0.280856 0.464881 -6.64
249593_at  putative protein SIAH1 protein, Brassi --- AT5G37900 1.09 0.13 1.17 0.280904 0.464912 -6.64
250876_at hypothetical protein --- AT5G04030 -1.09 -0.12 -1.17 0.281017 0.465032 -6.64
260146_at putative non-phototropic hypocotyl sim--- AT1G52770 -1.29 -0.37 -1.17 0.280999 0.465032 -6.64
256565_at hypothetical protein AT3G19515 --- -1.10 -0.13 -1.17 0.281064 0.465076 -6.64
255291_at putative calcium dependent protein kinCPK27 AT4G04700 1.11 0.15 1.17 0.281194 0.465123 -6.64
248142_at putative protein similar to unknown pro--- AT5G55040 -1.09 -0.12 -1.17 0.281131 0.465123 -6.64
255848_at hypothetical protein predicted by gensc--- AT2G33640 1.11 0.15 1.17 0.281178 0.465123 -6.64



246006_at  putative protein DIM1 protein, Homo sYLS8 AT5G08290 -1.09 -0.13 -1.17 0.281172 0.465123 -6.64
249419_s_  putative protein MADS-box protein 2, AGL98 AT5G39750 / -1.08 -0.11 -1.17 0.281185 0.465123 -6.64
262533_at hypothetical protein Pfam --- AT1G17090 1.11 0.14 1.17 0.281376 0.465389 -6.64
263174_at  jasmonate inducible protein, putative sESP AT1G54040 -1.29 -0.36 -1.17 0.281404 0.465403 -6.64
260077_at thaumatin-like protein contains Pfam p --- AT1G73620 -1.12 -0.17 -1.17 0.281444 0.465434 -6.64
248848_at disease resistance protein-like --- AT5G46520 1.07 0.10 1.17 0.281464 0.465434 -6.64
266885_at putative small GTP-binding protein conRAB6A AT2G44610 -1.11 -0.15 -1.17 0.281493 0.465448 -6.64
256919_at hypothetical protein predicted by gene --- AT3G18970 1.11 0.15 1.17 0.281555 0.465467 -6.64
251024_at putative protein hypothetical proteins - --- AT5G02180 -1.12 -0.16 -1.17 0.281586 0.465467 -6.64
252947_at  putative protein ubiquitin fusion degradKAK AT4G38600 1.08 0.11 1.17 0.281575 0.465467 -6.64
255533_at putative CHP-rich zinc finger protein si --- AT4G02180 1.09 0.12 1.17 0.281559 0.465467 -6.64
255887_at hypothetical protein contains Pfam pro --- AT1G20370 -1.08 -0.12 -1.17 0.281632 0.46547 -6.64
256386_at  cytochrome P450, putative contains P--- AT1G66540 -1.08 -0.11 -1.17 0.28167 0.46547 -6.64
AFFX-r2-BsB. subtilis /GEN=lys /DB_XREF=gb:X1--- --- -1.18 -0.24 -1.17 0.281641 0.46547 -6.64
265393_at unknown protein  ; supported by cDNA--- AT2G20830 -1.18 -0.24 -1.17 0.281665 0.46547 -6.64
246277_at hypothetical protein --- AT4G36460 -1.11 -0.15 -1.17 0.281752 0.465573 -6.64
257838_at hypothetical protein contains Pfam pro --- AT3G25210 -1.09 -0.12 -1.17 0.281877 0.465746 -6.64
263950_at hypothetical protein predicted by genefHVA22J AT2G36020 -1.07 -0.10 -1.17 0.281937 0.46581 -6.64
264859_at  glucose-6-phosphate 1-dehydrogenasG6PD3 AT1G24280 1.34 0.42 1.17 0.282135 0.466104 -6.64
265621_at NAM (no apical meristem)-like protein NTL8 AT2G27300 -1.09 -0.13 -1.17 0.282232 0.466231 -6.64
247777_at  putative protein MNUDC protein, Hom--- AT5G58740 -1.08 -0.12 -1.17 0.282333 0.466363 -6.64
253851_at putative transcription factor MYB41 AtMYB41 AT4G28110 -1.11 -0.16 -1.17 0.282408 0.466454 -6.64
257684_s_  unknown protein contains Pfam profileVCS AT3G13290 / 1.11 0.16 1.17 0.282484 0.466546 -6.64
267432_at putative UDP-N-acetylglucosamine pyr--- AT2G35020 -1.17 -0.22 -1.17 0.282529 0.466585 -6.64
244987_s_ ribosomal protein L2 --- --- -1.08 -0.11 -1.17 0.282602 0.466673 -6.64
250756_at putative protein strong similarity to unkROPGEF5 AT5G05940 -1.10 -0.14 -1.17 0.282628 0.466682 -6.64
264755_at  receptor kinase, putative similar to rec--- AT1G61390 -1.10 -0.13 -1.17 0.282732 0.466819 -6.64
257853_at  hypothetical protein predicted by gene--- AT3G12960 -1.10 -0.14 -1.17 0.282757 0.466827 -6.64
253650_at EST GB:N37377 spans last intron and --- AT4G30020 -1.69 -0.76 -1.17 0.282899 0.466858 -6.65
254767_s_  cytochrome p450 - like protein cytochrCYP71A19 AT4G13290 / -1.08 -0.11 -1.17 0.28287 0.466858 -6.65
253370_at  pectinesterase - like protein pectin me--- AT4G33230 -1.13 -0.17 -1.17 0.282869 0.466858 -6.65
262481_at  unknown protein Location of ests 147K--- AT1G17080 1.10 0.14 1.17 0.282894 0.466858 -6.65
258307_x_  hypothetical protein predicted by gene--- --- 1.10 0.14 1.17 0.282893 0.466858 -6.65
252494_at  receptor-like protein kinase receptor li --- AT3G46760 1.10 0.14 1.17 0.282878 0.466858 -6.65
258810_at hypothetical protein similar to hypothet --- AT3G03970 -1.11 -0.15 -1.17 0.282998 0.466888 -6.65



265126_s_ hypothetical protein similar to hypothet --- AT1G55380 / -1.10 -0.14 -1.17 0.282983 0.466888 -6.65
251489_at putative protein putative proteins - Ara --- AT3G59460 -1.11 -0.15 -1.17 0.28294 0.466888 -6.65
247564_at  RNA helicase - like protein RNA helica--- AT5G61140 1.10 0.14 1.17 0.282963 0.466888 -6.65
251295_at putative protein several O-methyltransf--- AT3G62000 -1.13 -0.18 -1.17 0.283146 0.467098 -6.65
267100_at unknown protein --- AT2G41470 -1.09 -0.12 -1.17 0.283211 0.467171 -6.65
255841_at putative tyrosine-specific transport prot--- AT2G33260 1.14 0.19 1.17 0.283286 0.467262 -6.65
258496_at putative plant adhesion molecule simila--- AT3G02460 -1.14 -0.20 -1.17 0.283398 0.467405 -6.65
245077_at hypothetical protein predicted by gensc--- AT2G23160 1.14 0.19 1.17 0.283414 0.467405 -6.65
253944_at  SNF8 like protein SNF8 protein - yeasVPS22 AT4G27040 -1.10 -0.14 -1.17 0.28347 0.467463 -6.65
257741_at hypothetical protein predicted by gene --- AT3G27340 1.14 0.19 1.17 0.283534 0.467516 -6.65
265858_at putative ribophorin I --- AT2G01720 1.12 0.16 1.17 0.283543 0.467516 -6.65
244952_at hypothetical protein --- --- 1.11 0.15 1.16 0.283679 0.467707 -6.65
258581_at hypothetical protein predicted by gensc--- AT3G04160 -1.09 -0.12 -1.16 0.283723 0.467717 -6.65
248250_at cyclic nucleotide-regulated ion channe CNGC1 AT5G53130 -1.21 -0.28 -1.16 0.283726 0.467717 -6.65
259277_at putative glycogen synthase similar to gAtSS2 AT3G01180 -1.15 -0.21 -1.16 0.283792 0.467791 -6.65
259069_at lysyl-tRNA synthetase identical to lysylATKRS-1 AT3G11710 -1.12 -0.17 -1.16 0.283853 0.467858 -6.65
251400_at  putative protein prib5, Ribes nigrum, E--- AT3G60420 1.47 0.56 1.16 0.283879 0.467868 -6.65
264268_at hypothetical protein predicted by gene ULP1D AT1G60220 -1.09 -0.12 -1.16 0.284014 0.468056 -6.65
248717_at Expressed protein ; supported by full-le--- AT5G48175 -1.08 -0.11 -1.16 0.284114 0.468187 -6.65
266926_at unknown protein predicted by genscan--- AT2G46000 1.13 0.18 1.16 0.284238 0.468357 -6.65
257371_at putative CCAAT-box binding trancriptioNF-YB5 AT2G47810 -1.12 -0.16 -1.16 0.28427 0.468368 -6.65
259413_at hypothetical protein contains similarity --- AT1G02320 -1.09 -0.13 -1.16 0.284286 0.468368 -6.65
252961_at  putative protein KIAA0169 gene, Hom--- AT4G38760 -1.11 -0.15 -1.16 0.284325 0.468399 -6.65
248869_at putative protein contains similarity to R--- AT5G46840 1.18 0.23 1.16 0.284374 0.468445 -6.65
257998_at hypothetical protein similar to hypothet --- AT3G27510 1.08 0.11 1.16 0.284586 0.468761 -6.65
266930_at hypothetical protein predicted by gensc--- AT2G45930 1.12 0.16 1.16 0.28463 0.4688 -6.65
246713_at  mRNA capping enzyme - like capping --- AT5G28210 1.12 0.16 1.16 0.284682 0.468852 -6.65
255468_at  putative WD-repeat protein similar to L--- AT4G03020 1.09 0.13 1.16 0.284766 0.468956 -6.65
244912_at cytochrome c biogenesis orf382 Protei --- AT2G07783 1.14 0.19 1.16 0.28484 0.469045 -6.65
267211_at Expressed protein ; supported by full-le--- AT2G44065 1.08 0.11 1.16 0.284914 0.469098 -6.65
252706_at  putative protein predicted proteins, Ara--- --- 1.07 0.10 1.16 0.284905 0.469098 -6.65
267240_at hypothetical protein predicted by gensc--- AT2G02680 -1.11 -0.15 -1.16 0.284962 0.469143 -6.65
249314_at receptor kinase-like protein --- AT5G41180 -1.12 -0.16 -1.16 0.285022 0.469208 -6.65
259966_at unknown protein SOB3 AT1G76500 1.10 0.14 1.16 0.285083 0.469274 -6.65
245314_at Expressed protein ; supported by full-le--- AT4G16745 -1.10 -0.14 -1.16 0.285323 0.469533 -6.65



260700_at hypothetical protein identical to hypoth --- AT1G32260 1.11 0.15 1.16 0.285313 0.469533 -6.65
252909_at putative protein --- AT4G39680 1.09 0.12 1.16 0.285263 0.469533 -6.65
260116_at  AIG1 identical to AIG1 (exhibits RPS2AIG1 AT1G33960 -1.09 -0.12 -1.16 0.285322 0.469533 -6.65
260396_at putative heme oxygenase similar to heho3 AT1G69720 1.17 0.23 1.16 0.285345 0.469533 -6.65
265892_at hypothetical protein predicted by gensc--- AT2G15020 1.19 0.25 1.16 0.285363 0.469533 -6.65
245729_at unknown protein --- AT1G73490 1.12 0.16 1.16 0.285469 0.469639 -6.65
255048_at gibberellin-regulated protein GASA3 prGASA3 AT4G09600 -1.08 -0.11 -1.16 0.285452 0.469639 -6.65
260992_at hypothetical protein predicted by gene --- AT1G12150 -1.08 -0.11 -1.16 0.285535 0.469714 -6.65
253792_at  ammonium transporter - like protein a AMT1;4 AT4G28700 -1.12 -0.16 -1.16 0.285605 0.469768 -6.65
267303_at hookless1-like protein --- AT2G30090 -1.07 -0.10 -1.16 0.285609 0.469768 -6.65
261810_at  ligase I, putative similar to ligase I GI:1ATLIG1 AT1G08130 -1.20 -0.26 -1.16 0.285639 0.469783 -6.65
246148_at  glycine-rich RNA-binding protein - like --- AT5G19960 1.11 0.15 1.16 0.285733 0.469904 -6.65
248170_at ankyrin-repeat-containing protein-like --- AT5G54620 1.13 0.18 1.16 0.285786 0.469928 -6.65
254092_at  respiratory burst oxidase - like protein --- AT4G25090 1.07 0.10 1.16 0.285789 0.469928 -6.65
255429_at hypothetical protein --- AT4G03410 1.13 0.18 1.16 0.286122 0.470358 -6.65
251908_at  putative protein late embryogenis abu --- AT3G53770 -1.10 -0.14 -1.16 0.286119 0.470358 -6.65
261643_at hypothetical protein similar to hypothetTAF4B AT1G27720 1.14 0.18 1.16 0.286111 0.470358 -6.65
257469_at hypothetical protein predicted by gene --- AT1G49290 -1.07 -0.10 -1.16 0.286133 0.470358 -6.65
255334_at putative transposon protein --- --- 1.07 0.10 1.16 0.286178 0.470399 -6.65
266333_at putative ubiquitin activating enzyme AXL AT2G32410 1.11 0.16 1.16 0.286232 0.470454 -6.66
246088_at putative protein --- AT5G20600 1.14 0.19 1.16 0.28632 0.470564 -6.66
252664_at putative protein several hypothetical pr--- AT3G44080 -1.08 -0.11 -1.16 0.286357 0.470591 -6.66
260278_at  hypothetical protein predicted by gensWRKY66 AT1G80590 1.16 0.22 1.16 0.286402 0.47063 -6.66
266698_at copia-like retroelement pol polyprotein SNF7.2 AT2G19830 -1.10 -0.14 -1.16 0.286449 0.470674 -6.66
259465_at hypothetical protein similar to putative --- AT1G19025 -1.11 -0.15 -1.16 0.286513 0.470716 -6.66
263300_at Mutator-like transposase similar to  MU--- --- 1.08 0.11 1.16 0.286516 0.470716 -6.66
245572_at hypothetical protein PPD2 AT4G14720 1.18 0.23 1.16 0.286575 0.470779 -6.66
262436_at  En/Spm-like transposon protein, putat --- AT1G47610 -1.20 -0.26 -1.16 0.286659 0.470883 -6.66
249977_at  chaperonin 60 alpha chain - like prote EMB3007 AT5G18820 1.13 0.18 1.16 0.286695 0.470901 -6.66
256105_at hypothetical protein predicted by gene LSH8 AT1G16910 -1.11 -0.15 -1.16 0.286711 0.470901 -6.66
255355_at hypothetical protein --- --- -1.10 -0.14 -1.16 0.286746 0.470924 -6.66
261148_at unknown protein ; supported by full-lenGAMMA CA AT1G19580 -1.08 -0.12 -1.16 0.286972 0.47123 -6.66
246726_at  putative protein predicted protein, Ara --- AT5G29050 -1.09 -0.12 -1.16 0.286973 0.47123 -6.66
247406_at response regulator 6 (ARR6)  ; suppor ARR6 AT5G62920 -1.27 -0.34 -1.16 0.287 0.471232 -6.66
256732_at hypothetical protein predicted by gene --- --- -1.08 -0.12 -1.16 0.287016 0.471232 -6.66



256888_at hypothetical protein predicted by gene --- AT3G15160 -1.09 -0.12 -1.16 0.287084 0.47131 -6.66
259392_at hypothetical protein similar to hypothet --- AT1G06380 1.09 0.12 1.16 0.287105 0.471311 -6.66
262477_at hypothetical protein contains similarity --- AT1G11220 1.15 0.20 1.16 0.287166 0.471372 -6.66
256086_at hypothetical protein predicted by gene --- AT1G20770 -1.10 -0.14 -1.16 0.287184 0.471372 -6.66
265225_at putative PHD-type zinc finger protein --- AT2G36720 -1.09 -0.13 -1.16 0.287238 0.471393 -6.66
265769_at unknown protein weak similarity to pro --- AT2G48090 1.11 0.15 1.16 0.287218 0.471393 -6.66
253644_at  putative protein predicted protein, Ara --- AT4G29870 -1.14 -0.18 -1.16 0.287328 0.471508 -6.66
253194_s_ hypothetical protein --- --- 1.10 0.13 1.15 0.287494 0.471745 -6.66
258958_at vacuolar membrane ATPase subunit GVMA10 AT3G01390 -1.14 -0.19 -1.15 0.287536 0.471781 -6.66
256683_at unknown protein ; supported by cDNA:--- AT3G52220 -1.08 -0.11 -1.15 0.28758 0.471819 -6.66
251471_at  putative protein GTPASE-ACTIVATIN --- AT3G59570 -1.10 -0.14 -1.15 0.287708 0.471873 -6.66
265554_at hypothetical protein predicted by gensc--- AT2G07505 1.08 0.11 1.15 0.287698 0.471873 -6.66
263427_at hypothetical protein predicted by gensc--- AT2G22260 -1.08 -0.12 -1.15 0.287716 0.471873 -6.66
252580_at putative protein putative proteins - Ara --- AT3G45490 1.09 0.12 1.15 0.287685 0.471873 -6.66
258096_at hypothetical protein similar to putative --- AT3G23650 -1.10 -0.14 -1.15 0.287664 0.471873 -6.66
251266_at  putative protein hypothetical protein A --- AT3G62320 -1.12 -0.16 -1.15 0.287776 0.471904 -6.66
251363_at putative transcription factor (MYB17) AtMYB17 AT3G61250 1.17 0.22 1.15 0.287761 0.471904 -6.66
257878_at hypothetical protein predicted by gene --- AT3G17150 -1.10 -0.13 -1.15 0.287814 0.471931 -6.66
265635_at hypothetical protein predicted by gensc--- AT2G25360 -1.08 -0.11 -1.15 0.28799 0.472186 -6.66
247700_at  RNA-binding protein - like cold-inducib--- AT5G59860 -1.07 -0.10 -1.15 0.288052 0.472253 -6.66
250850_at putative protein  ; supported by cDNA: --- AT5G04550 -1.12 -0.16 -1.15 0.288144 0.472371 -6.66
257889_at  S1 self-incompatibility protein, putative--- AT3G17080 -1.12 -0.16 -1.15 0.288253 0.472516 -6.66
246654_s_ putative protein predicted protein from EGY1 AT5G35210 / 1.07 0.10 1.15 0.2885 0.472886 -6.66
259910_at putative P-type transporting ATPase si --- AT1G72700 1.20 0.26 1.15 0.288585 0.472936 -6.66
247151_at unknown protein  ;supported by full-lenbHLH093 AT5G65640 -1.17 -0.22 -1.15 0.288593 0.472936 -6.66
261704_at hypothetical protein identical to hypoth --- AT1G32600 -1.08 -0.11 -1.15 0.288592 0.472936 -6.66
249981_at  putative protein predicted proteins, Ara--- AT5G18510 1.12 0.17 1.15 0.288707 0.47309 -6.66
266941_at peroxidase (ATP22a) identical to GB:Y--- AT2G18980 1.12 0.17 1.15 0.288754 0.473099 -6.66
267325_at unknown protein predicted by genscan--- AT2G19360 1.10 0.14 1.15 0.288741 0.473099 -6.66
256101_at hypothetical protein predicted by gensc--- AT1G13760 1.09 0.13 1.15 0.28889 0.473288 -6.66
257585_at hypothetical protein predicted by gene --- AT3G12420 1.10 0.14 1.15 0.289098 0.473594 -6.66
262106_at hypothetical protein similar to Wee1-likWEE1 AT1G02970 -1.12 -0.16 -1.15 0.289135 0.47362 -6.66
248593_at pectin methylesterase  ;supported by f --- AT5G49180 -1.13 -0.18 -1.15 0.289311 0.473875 -6.66
256944_at unknown protein similar to unknown prVRN1 AT3G18990 1.14 0.19 1.15 0.289471 0.474103 -6.66
262736_at  lipase, putative contains Pfam profile: --- AT1G28570 -1.09 -0.12 -1.15 0.289549 0.474197 -6.66



245734_at  lysophospholipase homolog, putative --- AT1G73480 1.18 0.23 1.15 0.289584 0.47422 -6.66
256469_at  zinc-finger protein, putative similar to GLOL1 AT1G32540 1.17 0.22 1.15 0.289768 0.474488 -6.67
260487_at  RNA-binding protein, putative similar tY14 AT1G51510 -1.09 -0.13 -1.15 0.28996 0.474733 -6.67
249053_at berberine bridge enzyme-like protein --- AT5G44440 -1.11 -0.15 -1.15 0.289956 0.474733 -6.67
264420_at hypothetical protein predicted by gene --- AT1G43320 -1.08 -0.11 -1.15 0.290013 0.474787 -6.67
248309_at putative protein contains similarity to u --- AT5G52540 -1.30 -0.37 -1.15 0.290101 0.474897 -6.67
255303_at predicted protein of unknown function  DER2.2 AT4G04860 1.10 0.13 1.15 0.290189 0.474985 -6.67
258353_s_ unknown protein similar to GB:AAD497YSL5 AT3G17650 / -1.13 -0.18 -1.15 0.290197 0.474985 -6.67
245389_at putative protein ;supported by full-leng --- AT4G17480 1.12 0.16 1.15 0.290292 0.475069 -6.67
251763_at  MYB transcription factor - like protein MYB109 AT3G55730 -1.11 -0.15 -1.15 0.290332 0.475069 -6.67
250700_at CDK5 activator-binding protein-like --- AT5G06830 -1.10 -0.14 -1.15 0.290303 0.475069 -6.67
248218_at unknown protein ;supported by full-leng--- AT5G53710 -1.13 -0.18 -1.15 0.290319 0.475069 -6.67
256841_x_ hypothetical protein predicted by gene --- --- -1.15 -0.21 -1.15 0.290479 0.475277 -6.67
248056_at unknown protein  ; supported by cDNAXYLT AT5G55500 1.07 0.10 1.15 0.290504 0.475283 -6.67
252880_at putative protein ;supported by full-leng --- AT4G39730 1.17 0.22 1.15 0.290581 0.475375 -6.67
256580_s_ hypothetical protein --- AT3G28810 / 1.08 0.12 1.15 0.290619 0.4754 -6.67
254506_at  leucine rich repeat-like protein Cf-2.2, GSO1 AT4G20140 -1.13 -0.18 -1.15 0.290638 0.4754 -6.67
260912_at ATP-dependent Clp protease proteolytCLPP5 AT1G02560 1.09 0.12 1.15 0.290717 0.475495 -6.67
248302_at putative protein similar to unknown pro--- AT5G53160 -1.14 -0.18 -1.15 0.290761 0.475525 -6.67
258614_at putative S-adenosylmethionine:2-deme--- AT3G02770 -1.17 -0.23 -1.15 0.290777 0.475525 -6.67
256485_at unknown protein --- AT1G31440 1.09 0.13 1.15 0.291049 0.475922 -6.67
256435_at putative leucoanthocyanidin dioxygena--- AT3G11180 1.10 0.14 1.15 0.291073 0.475922 -6.67
253145_at hypothetical protein --- AT4G35560 -1.19 -0.25 -1.15 0.291083 0.475922 -6.67
247561_at putative protein --- AT5G61110 1.09 0.12 1.15 0.291168 0.476027 -6.67
262311_at  homeodomain leucine zipper protein, ATHB18 AT1G70920 1.10 0.14 1.14 0.291317 0.476203 -6.67
246665_s_ putative protein predicted proteins - Ar --- --- 1.10 0.14 1.14 0.291311 0.476203 -6.67
265129_at  putative zinc finger protein similar to z SUF4 AT1G30970 1.10 0.14 1.14 0.291352 0.476218 -6.67
264737_at unknown protein --- AT1G62210 -1.13 -0.18 -1.14 0.291368 0.476218 -6.67
259662_at Expressed protein ; supported by full-leHUB2 AT1G55250 1.13 0.18 1.14 0.291394 0.476227 -6.67
259682_at  transcription factor DREB1A, putative --- AT1G63040 -1.14 -0.19 -1.14 0.291467 0.476311 -6.67
266119_at  protease inhibitor II identical to GB:X6LCR69 AT2G02100 1.39 0.48 1.14 0.291625 0.476354 -6.67
249533_at  putative protein predicted protein, Ara --- AT5G38790 -1.10 -0.14 -1.14 0.29154 0.476354 -6.67
265638_at similar to PIG-L --- AT2G27340 -1.09 -0.12 -1.14 0.291559 0.476354 -6.67
251698_at putative protein --- AT3G56610 1.08 0.11 1.14 0.29166 0.476354 -6.67
249874_at putative protein contains similarity to th--- AT5G23070 -1.18 -0.24 -1.14 0.291607 0.476354 -6.67



261245_at anter-specific proline-rich protein APG --- AT1G20130 / -1.08 -0.11 -1.14 0.291595 0.476354 -6.67
250772_at putative protein contains similarity to p --- AT5G05420 -1.15 -0.21 -1.14 0.291644 0.476354 -6.67
252381_s_  ABC-type transport protein-like proteinABCA4 AT3G47750 / 1.11 0.15 1.14 0.291608 0.476354 -6.67
254808_at  adenine DNA glycosylase like protein --- AT4G12740 1.08 0.11 1.14 0.291938 0.476775 -6.67
247157_at nuclear matrix constituent protein 1 (N LINC4 AT5G65770 1.10 0.13 1.14 0.292034 0.476897 -6.67
250390_at  separation anxiety protein - like separa--- AT5G11340 1.07 0.10 1.14 0.292185 0.477109 -6.67
247187_at putative protein similar to unknown pro--- AT5G65490 1.09 0.13 1.14 0.292236 0.477158 -6.67
248375_at potassium/proton antiporter-like proteinKEA5 AT5G51710 -1.08 -0.12 -1.14 0.292282 0.4772 -6.67
248590_at receptor protein kinase --- AT5G49660 1.09 0.12 1.14 0.29231 0.477211 -6.67
267021_at hypothetical protein predicted by genef--- AT2G39300 1.08 0.11 1.14 0.292337 0.47722 -6.67
250425_at  lectin-like protein kinase - like lectin-lik--- AT5G10530 -1.08 -0.11 -1.14 0.292371 0.477242 -6.67
263439_at hypothetical protein predicted by genscATEXO70H8AT2G28650 -1.11 -0.14 -1.14 0.292525 0.477459 -6.67
251495_at  putative protein RanBP7/importin 7 - H--- AT3G59020 -1.13 -0.18 -1.14 0.292591 0.477533 -6.67
249567_at  SAMT-like protein S-adenosyl-L-meth --- AT5G38020 1.08 0.11 1.14 0.292702 0.47768 -6.67
256314_at hypothetical protein TOC75-I AT1G35860 -1.10 -0.14 -1.14 0.292764 0.477747 -6.67
264470_at  cytochrome P450, putative similar to cCYP735A2 AT1G67110 -1.13 -0.17 -1.14 0.29283 0.47782 -6.67
249602_at  porin -like protein porin, Prunus armen--- AT5G37610 -1.09 -0.13 -1.14 0.292906 0.477911 -6.67
252072_at  putative protein protein kinase PK1, re--- AT3G51710 1.09 0.13 1.14 0.293161 0.478293 -6.67
252323_at  putative protein probable transcription KING1 AT3G48530 -1.15 -0.20 -1.14 0.293223 0.478308 -6.68
258081_at Expressed protein ; supported by full-le--- AT3G26085 -1.10 -0.13 -1.14 0.293233 0.478308 -6.68
257170_at  beta-1,3-glucanase, putative similar to--- AT3G23770 -1.14 -0.18 -1.14 0.293212 0.478308 -6.68
262918_at hypothetical protein predicted by gene --- AT1G65000 1.11 0.14 1.14 0.293305 0.47839 -6.68
262570_at unknown protein EST gb|H77143 come--- AT1G15200 -1.10 -0.13 -1.14 0.293343 0.478419 -6.68
251350_at  cytochrome P450 monooxygenase-lik CYP76C7 AT3G61040 -1.16 -0.21 -1.14 0.293397 0.478472 -6.68
262976_at unknown protein SRS5 AT1G75520 -1.12 -0.16 -1.14 0.293444 0.478515 -6.68
257349_at unknown protein --- AT2G30630 1.09 0.12 1.14 0.293465 0.478515 -6.68
245584_at amine oxidase like protein ATAO1 AT4G14940 -1.08 -0.11 -1.14 0.293554 0.478625 -6.68
261812_at hypothetical protein contains similarity --- AT1G08270 -1.08 -0.11 -1.14 0.293684 0.478802 -6.68
253029_at hypothetical protein FRS9 AT4G38170 1.21 0.28 1.14 0.293736 0.478853 -6.68
260715_at hypothetical protein predicted by gene --- AT1G48200 1.19 0.25 1.14 0.293759 0.478856 -6.68
262041_at  HPt phosphotransmitter, putative simi AHP6 AT1G80100 -1.11 -0.16 -1.14 0.293842 0.478958 -6.68
255711_at putative WD repeat membrane protein --- AT4G00090 1.11 0.15 1.14 0.294003 0.47912 -6.68
246706_at  putative protein predicted proteins, Ara--- --- 1.16 0.21 1.14 0.293982 0.47912 -6.68
255423_at putative calmodulin --- AT4G03290 1.09 0.12 1.14 0.294004 0.47912 -6.68
263985_at unknown protein  ;supported by full-len--- AT2G42750 1.16 0.22 1.14 0.294043 0.479149 -6.68



261051_at  cytochrome P450, putative similar to cCYP703A2 AT1G01280 -1.09 -0.12 -1.14 0.294229 0.479417 -6.68
254523_at  putative protein hypothetical protein, AFRS1 AT4G19990 -1.14 -0.19 -1.14 0.294257 0.479429 -6.68
264711_at hypothetical protein predicted by gensc--- AT1G09800 1.09 0.13 1.14 0.294518 0.47982 -6.68
247823_at  putative protein predicted proteins from--- AT5G58450 1.07 0.10 1.14 0.294622 0.479955 -6.68
255299_at putative adenosine deaminase similar --- AT4G04880 1.10 0.14 1.14 0.294741 0.480081 -6.68
262053_at  putative DnaJ protein contains Pfam pATERDJ2A AT1G79940 1.11 0.15 1.14 0.294741 0.480081 -6.68
266847_at hypothetical protein predicted by grail;semb1345 AT2G26060 -1.12 -0.16 -1.14 0.294884 0.480279 -6.68
265485_at putative Ta11-like non-LTR retroeleme--- --- -1.14 -0.20 -1.14 0.294928 0.480317 -6.68
247092_at putative protein contains similarity to p ATFOLT1 AT5G66380 -1.12 -0.16 -1.14 0.295084 0.480536 -6.68
252854_at  ubiquitin-specific protease 27 (UBP27 UBP27 AT4G39370 -1.08 -0.11 -1.14 0.295127 0.480572 -6.68
266678_at hypothetical protein predicted by grail --- AT2G25870 -1.09 -0.12 -1.14 0.295158 0.480587 -6.68
262061_at hypothetical protein contains similarity ATPP2-B11 AT1G80110 1.10 0.14 1.13 0.295331 0.480835 -6.68
246718_at  putative protein various predicted prot --- --- -1.10 -0.14 -1.13 0.295499 0.481074 -6.68
266232_at putative phloem-specific lectin AtPP2-B6 AT2G02310 1.08 0.11 1.13 0.29563 0.481253 -6.68
250310_at unknown protein --- AT5G12230 1.13 0.17 1.13 0.29567 0.481284 -6.68
257728_at hypothetical protein predicted by gene --- AT3G18295 1.12 0.16 1.13 0.295828 0.481508 -6.68
246612_at putative protein  ;supported by full-leng--- AT5G35320 1.11 0.16 1.13 0.295854 0.481515 -6.68
263148_at  ubiquitin, putative similar to ubiquitin G--- AT1G53950 1.10 0.14 1.13 0.296089 0.481807 -6.68
255920_at putative protein --- AT5G28590 1.12 0.16 1.13 0.296077 0.481807 -6.68
247394_at  putative protein predicted proteins, Ara--- AT5G62860 1.21 0.27 1.13 0.296097 0.481807 -6.68
253171_at putative protein  ;supported by full-leng--- AT4G35040 -1.11 -0.15 -1.13 0.296214 0.481908 -6.68
256335_at hypothetical protein predicted by gene --- AT1G72110 -1.11 -0.15 -1.13 0.296183 0.481908 -6.68
253990_at  putative thioredoxin thioredoxin - LiliumACHT1 AT4G26160 -1.17 -0.23 -1.13 0.296222 0.481908 -6.68
254073_at  splicing factor At-SRp40 contains ESTRSP35 AT4G25500 1.10 0.14 1.13 0.296253 0.481924 -6.68
267053_s_ peroxidase --- AT2G38380 / -1.21 -0.28 -1.13 0.296388 0.482109 -6.68
260157_at unknown protein  ; supported by cDNA--- AT1G52930 1.22 0.29 1.13 0.296532 0.482308 -6.68
254047_at hypothetical protein --- AT4G26040 -1.12 -0.17 -1.13 0.2966 0.48235 -6.68
252888_at glucose-1-phosphate adenylyltransferaAPL3 AT4G39210 -1.25 -0.32 -1.13 0.296581 0.48235 -6.68
249622_at putative protein --- AT5G37550 -1.14 -0.18 -1.13 0.296764 0.482583 -6.68
248776_at unknown protein --- AT5G47900 -1.09 -0.13 -1.13 0.296824 0.482646 -6.69
251513_at  pirin-like protein pirin - Lycopersicon ePRN AT3G59220 1.39 0.47 1.13 0.296903 0.48274 -6.69
252704_at  putative protein KIAA0161 gene, Hom--- AT3G43750 1.09 0.13 1.13 0.296929 0.482748 -6.69
267251_at putative casein kinase II catalytic (alph--- AT2G23070 -1.08 -0.11 -1.13 0.296969 0.482778 -6.69
258514_at unknown protein  ; supported by full-le --- AT3G06610 -1.08 -0.12 -1.13 0.297152 0.482973 -6.69
258669_at hypothetical protein predicted by gensc--- AT3G08800 1.08 0.12 1.13 0.297139 0.482973 -6.69



263159_at RSH3 (RelA/SpoT homolog) identical tRSH3 AT1G54130 -1.13 -0.17 -1.13 0.297147 0.482973 -6.69
261915_at  amp-binding protein, putative similar toBZO1 AT1G65880 1.07 0.10 1.13 0.297188 0.482996 -6.69
249006_at putative protein similar to unknown pro--- AT5G44650 / 1.14 0.19 1.13 0.297316 0.48317 -6.69
246179_at  putative protein hypothetical protein F --- AT5G28440 -1.13 -0.17 -1.13 0.297447 0.483349 -6.69
264256_at putative importin alpha similar to GB:A IMPA-4 AT1G09270 -1.08 -0.11 -1.13 0.29762 0.483555 -6.69
255949_at hypothetical protein predicted by gene --- AT1G22080 -1.07 -0.10 -1.13 0.297638 0.483555 -6.69
253515_at  auxin induced like-protein auxin-induc --- AT4G31320 -1.12 -0.17 -1.13 0.297618 0.483555 -6.69
262080_at unknown protein ; supported by cDNA:CW14 AT1G59650 1.13 0.17 1.13 0.29771 0.483638 -6.69
249214_at  beta-1,3-glucanase-like protein   --- AT5G42720 -1.19 -0.26 -1.13 0.297873 0.483868 -6.69
254983_at putative protein other hypothetical prot MEE53 AT4G10560 -1.08 -0.11 -1.13 0.297996 0.484034 -6.69
251143_at  putative protein SqdX protein, SynechSQD2 AT5G01220 1.19 0.26 1.13 0.298091 0.484138 -6.69
259956_at unknown protein  ;supported by full-lenRRA2 AT1G75110 -1.09 -0.12 -1.13 0.298102 0.484138 -6.69
250769_at putative protein similar to unknown pro--- AT5G05680 1.18 0.23 1.13 0.298124 0.484139 -6.69
246161_at  putative protein predicted proteins, AraJAZ12 AT5G20900 -1.14 -0.18 -1.13 0.298208 0.48424 -6.69
266174_at hypothetical protein predicted by gensc--- AT2G02440 1.07 0.10 1.13 0.298312 0.484374 -6.69
266357_at putative beta-amylase BAM6 AT2G32290 1.30 0.38 1.13 0.298351 0.484403 -6.69
255804_at  putative protein IB1C3-1 protein, Arab--- AT4G10220 -1.11 -0.15 -1.13 0.298374 0.484406 -6.69
255875_s_ putative protein kinase contains a prote--- AT2G40500 / -1.10 -0.14 -1.13 0.298395 0.484406 -6.69
246431_at  calcium-binding protein calcium bindinAPC1 AT5G17480 -1.07 -0.10 -1.13 0.29842 0.484412 -6.69
247967_at putative protein similar to unknown proanac099 AT5G56620 1.07 0.10 1.13 0.298481 0.484442 -6.69
264110_at unknown protein --- --- -1.07 -0.10 -1.13 0.298477 0.484442 -6.69
262938_at hypothetical protein predicted by gene --- AT1G79540 1.10 0.14 1.13 0.298595 0.484566 -6.69
247733_at  putative protein heat shock protein 40 --- AT5G59610 -1.15 -0.20 -1.13 0.298642 0.484566 -6.69
256734_at unknown protein RIK AT3G29390 1.09 0.12 1.13 0.298625 0.484566 -6.69
254772_at  extensin-like protein extensin class 1 p--- AT4G13390 -1.07 -0.09 -1.13 0.298638 0.484566 -6.69
266872_at unknown protein --- AT2G44730 -1.11 -0.14 -1.13 0.298673 0.484582 -6.69
257451_at hypothetical protein predicted by genefBT3 AT1G05690 1.10 0.13 1.13 0.298759 0.484686 -6.69
246362_at hypothetical protein --- --- -1.07 -0.10 -1.13 0.298812 0.484739 -6.69
257899_at  P-glycoprotein, putative similar to P-gl --- AT3G28345 -1.08 -0.11 -1.13 0.298838 0.484746 -6.69
248621_at putative protein similar to unknown pro--- AT5G49350 -1.09 -0.13 -1.13 0.298915 0.484837 -6.69
247892_at putative protein contains similarity to D--- AT5G57970 -1.16 -0.22 -1.12 0.299119 0.485133 -6.69
251754_at  beta-1,3-glucanase - like protein beta---- AT3G55780 -1.11 -0.15 -1.12 0.299141 0.485134 -6.69
266736_at putative cytochrome P450  ; supportedCYP709B1 AT2G46960 -1.08 -0.11 -1.12 0.299241 0.485261 -6.69
261126_at  TATA binding protein-associated factoTAF6 AT1G04950 -1.08 -0.12 -1.12 0.299291 0.48529 -6.69
245718_at putative protein --- AT5G04110 1.12 0.16 1.12 0.299301 0.48529 -6.69



263669_at putative cryptochrome 2 apoprotein MaCRY2 AT1G04400 -1.08 -0.12 -1.12 0.299395 0.485408 -6.69
247502_at  putative protein predicted proteins, Ara--- AT5G61940 -1.09 -0.12 -1.12 0.29949 0.485493 -6.69
260690_at  RING finger protein, putative similar toNHL8 AT1G32340 -1.07 -0.10 -1.12 0.299476 0.485493 -6.69
246352_at hypothetical protein --- --- 1.07 0.10 1.12 0.299588 0.485582 -6.69
262764_at putative cytochrome P450 monooxyge CYP86C3 AT1G13140 1.09 0.12 1.12 0.299568 0.485582 -6.69
253192_at  putative protein nuclear phosphoprote--- AT4G35370 1.08 0.12 1.12 0.29963 0.485616 -6.69
AFFX-r2-BsB. subtilis /GEN=thrB /DB_XREF=gb:X--- --- -1.16 -0.21 -1.12 0.299711 0.485713 -6.69
249307_s_ DNA excision repair cross-complemen XPB1 AT5G41360 / 1.09 0.13 1.12 0.299844 0.485845 -6.69
263320_at putative galactinol synthase  ;supporte AtGolS1 AT2G47180 1.34 0.42 1.12 0.299899 0.485845 -6.69
257423_at hypothetical protein predicted by gene --- AT1G62010 1.11 0.15 1.12 0.29989 0.485845 -6.69
246205_at hypothetical protein ; supported by cDN--- AT4G36970 -1.19 -0.25 -1.12 0.299823 0.485845 -6.69
246833_at putative protein --- AT5G26620 -1.07 -0.10 -1.12 0.299865 0.485845 -6.69
249732_at 6-phosphogluconolactonase-like prote --- AT5G24420 -1.98 -0.98 -1.12 0.300226 0.486306 -6.69
256180_at  light repressible receptor protein kinas--- AT1G51810 1.07 0.10 1.12 0.300226 0.486306 -6.69
249247_at maize crp1 protein-like --- AT5G42310 -1.12 -0.17 -1.12 0.300285 0.486366 -6.69
262300_at  ripening-induced protein, putative sim --- AT1G70870 1.07 0.10 1.12 0.300407 0.48653 -6.69
262403_s_  mutator-like transposase, putative sim--- --- 1.08 0.11 1.12 0.300521 0.486648 -6.70
261587_at hypothetical protein predicted by gene --- AT1G01660 1.09 0.12 1.12 0.300523 0.486648 -6.70
258843_at putative protein kinase similar to hypot --- AT3G04690 -1.09 -0.12 -1.12 0.300785 0.487037 -6.70
254374_at hypothetical protein  ;supported by full---- AT4G21780 1.08 0.11 1.12 0.300839 0.487091 -6.70
263405_s_ hypothetical protein similar to hypothet --- AT2G04066 / 1.08 0.11 1.12 0.300934 0.48721 -6.70
253017_at  cinnamyl alcohol dehydrogenase -like CAD6 AT4G37970 -1.08 -0.11 -1.12 0.300973 0.487239 -6.70
247809_at unknown protein --- AT5G58280 -1.10 -0.14 -1.12 0.301037 0.487307 -6.70
245608_at protein kinase --- AT4G14350 -1.14 -0.19 -1.12 0.301185 0.48749 -6.70
255293_at putative zinc finger protein --- AT4G04730 -1.10 -0.13 -1.12 0.301193 0.48749 -6.70
259315_at unknown protein AtRP2 AT3G01200 1.08 0.11 1.12 0.30134 0.487694 -6.70
257075_at unknown protein contains Pfam profile --- AT3G19670 1.13 0.17 1.12 0.301361 0.487694 -6.70
250368_at putative protein  ; supported by cDNA: --- AT5G11280 -1.11 -0.15 -1.12 0.301521 0.487919 -6.70
257009_at unknown protein  ; supported by cDNA--- AT3G14160 1.08 0.11 1.12 0.301575 0.487936 -6.70
258578_at germin-like protein contains Pfam profi --- AT3G04200 -1.15 -0.21 -1.12 0.301571 0.487936 -6.70
248242_at aldo/keto reductase-like protein --- AT5G53580 -1.12 -0.17 -1.12 0.301623 0.487965 -6.70
248532_at Expressed protein ; supported by cDNANFU2 AT5G49940 -1.11 -0.15 -1.12 0.301635 0.487965 -6.70
263347_at putative U4/U6 small nuclear ribonucle--- AT2G05720 -1.12 -0.17 -1.12 0.301814 0.488188 -6.70
254749_at  putative protein various predicted prot --- AT4G13130 -1.07 -0.10 -1.12 0.301816 0.488188 -6.70
251870_at  putative protein Various predicted prot--- AT3G54510 1.09 0.12 1.12 0.301909 0.488297 -6.70



263175_at hypothetical protein similar to unknown--- AT1G05510 1.08 0.11 1.12 0.301926 0.488297 -6.70
254405_at  putative protein arm repeat containingPUB8 AT4G21350 1.15 0.20 1.12 0.302045 0.488454 -6.70
256003_at  Ta11 non-LTR retroelement protein, p --- AT3G31430 -1.10 -0.14 -1.12 0.302135 0.488549 -6.70
245410_at putative protein ATMAP70-5 AT4G17220 1.08 0.12 1.12 0.302146 0.488549 -6.70
249390_at  60S RIBOSOMAL PROTEIN L5 -like 6--- AT5G40130 -1.08 -0.11 -1.12 0.302263 0.488702 -6.70
262742_at  GTP-binding protein, putative similar t AtRABA1i AT1G28550 -1.09 -0.12 -1.12 0.302291 0.488713 -6.70
247590_at  putative protein predicted proteins, Ara--- AT5G60720 1.11 0.14 1.12 0.302312 0.488713 -6.70
262348_at unknown protein similar to transcription--- AT2G48160 -1.08 -0.11 -1.12 0.302477 0.488945 -6.70
259108_at putative translationally controlled tumo --- AT3G05540 1.08 0.12 1.12 0.302552 0.489031 -6.70
256384_at hypothetical protein --- AT1G66660 -1.11 -0.14 -1.12 0.302698 0.489233 -6.70
261341_s_ putative purple acid phosphatase simil PAP5 AT1G52940 / 1.07 0.10 1.12 0.302769 0.489272 -6.70
250782_at SYN1 splice variant 1 (gb AAF08981.1SYN1 AT5G05490 -1.10 -0.13 -1.12 0.302786 0.489272 -6.70
263208_at  zinc finger protein 5, ZFP5 possible traZFP5 AT1G10480 -1.12 -0.16 -1.12 0.302754 0.489272 -6.70
250449_at  embryonic abundant protein -like emb --- AT5G10830 1.22 0.28 1.12 0.302971 0.489536 -6.70
249601_at  quinone oxidoreductase -like protein p--- AT5G37980 -1.12 -0.17 -1.12 0.303011 0.489565 -6.70
260417_at putative chromomethylase similar to chCMT3 AT1G69770 -1.20 -0.26 -1.11 0.303117 0.489702 -6.70
247905_at unknown protein --- AT5G57400 -1.07 -0.10 -1.11 0.303159 0.48971 -6.70
260492_at putative polygalacturonase PGAZAT AT2G41850 1.14 0.18 1.11 0.303165 0.48971 -6.70
253679_at cytidine deaminase 6 (CDA6) --- AT4G29610 -1.24 -0.31 -1.11 0.303356 0.489949 -6.70
261865_at sterol delta7 reductase identical to GB DWF5 AT1G50430 -1.16 -0.21 -1.11 0.303341 0.489949 -6.70
258267_at putative delta 9 desaturase similar to d--- AT3G15870 -1.08 -0.11 -1.11 0.303412 0.490004 -6.70
251833_at putative protein various predicted prote--- AT3G55160 -1.09 -0.12 -1.11 0.303489 0.490095 -6.70
250181_at  tRNA synthase - like protein tRNA pse--- AT5G14460 -1.10 -0.13 -1.11 0.30361 0.490255 -6.70
265441_at unknown protein  ;supported by full-len--- AT2G20870 1.13 0.17 1.11 0.303657 0.490262 -6.70
255518_at putative pectinesterase similar to seve --- AT4G02300 1.10 0.14 1.11 0.303638 0.490262 -6.70
252165_at hypothetical protein  ;supported by full---- AT3G50550 1.11 0.15 1.11 0.303689 0.490278 -6.70
245480_at transcription factor like protein --- AT4G16150 1.07 0.10 1.11 0.303802 0.490426 -6.70
260998_at CAF protein similar to C2H2 zinc finge --- AT1G26590 -1.09 -0.13 -1.11 0.303916 0.490553 -6.70
264500_at hypothetical protein predicted by genef--- AT1G09370 1.07 0.10 1.11 0.303923 0.490553 -6.70
261324_at unknown protein --- AT1G44770 1.13 0.18 1.11 0.304043 0.490711 -6.70
260846_at unknown protein --- AT1G17300 1.10 0.13 1.11 0.304233 0.490983 -6.71
260762_at  I-box binding factor, putative similar to--- AT1G49015 -1.09 -0.12 -1.11 0.304263 0.490996 -6.71
246213_at serine C-palmitoyltransferase like proteATLCB1 AT4G36480 1.12 0.16 1.11 0.304298 0.491019 -6.71
260156_at NAM-like protein similar to NAM (no apNAM AT1G52880 1.17 0.22 1.11 0.304407 0.49116 -6.71
258594_at hypothetical protein predicted by gensc--- AT3G04490 -1.09 -0.13 -1.11 0.304516 0.491301 -6.71



263751_at putative kinesin heavy chain --- AT2G21300 -1.17 -0.22 -1.11 0.304572 0.491356 -6.71
247962_at protein kinase MEK1 homolog MKK6 AT5G56580 -1.09 -0.12 -1.11 0.304689 0.491475 -6.71
256974_at unknown protein similar to putative retr--- --- -1.08 -0.11 -1.11 0.304688 0.491475 -6.71
245931_at  major pollen allergen-like protein polle--- AT5G09280 -1.12 -0.17 -1.11 0.304804 0.491591 -6.71
263458_at putative GTP-binding protein ATRABH1D AT2G22290 -1.10 -0.14 -1.11 0.304793 0.491591 -6.71
250862_s_  40S ribosomal protein S17 -like 40S ri --- AT2G04390 / -1.16 -0.22 -1.11 0.304901 0.491714 -6.71
262575_at putative ABC transporter Similar to gb| PDR7 AT1G15210 -1.10 -0.13 -1.11 0.304965 0.491781 -6.71
259247_at  unknown protein predicted by genefind--- AT3G07570 1.12 0.16 1.11 0.305074 0.491923 -6.71
266579_at putative small nuclear ribonucleoproteiSNRNP-G AT2G23930 1.12 0.16 1.11 0.305128 0.491941 -6.71
259646_at  n-calpain-1 large subunit, putative simDEK1 AT1G55350 -1.09 -0.12 -1.11 0.305122 0.491941 -6.71
247603_at  microtubule-associated motor - like m --- AT5G60930 -1.12 -0.17 -1.11 0.30515 0.491941 -6.71
246577_at  MADS box transcription factor, putativAGL92 AT1G31640 -1.09 -0.12 -1.11 0.305259 0.492082 -6.71
256412_at hypothetical protein predicted by gene ELO1 AT3G11220 1.10 0.14 1.11 0.30535 0.492194 -6.71
248291_at putative protein similar to unknown pro--- AT5G53020 1.10 0.13 1.11 0.305503 0.492406 -6.71
252889_at hypothetical protein --- AT4G39380 -1.11 -0.15 -1.11 0.305564 0.492468 -6.71
261042_at  GTP-binding protein, putative similar t ATRABA3 AT1G01200 -1.11 -0.15 -1.11 0.305844 0.492861 -6.71
254139_at hypothetical protein --- AT4G24600 1.11 0.15 1.11 0.30585 0.492861 -6.71
249925_at  putative protein predicted proteins, Ho--- AT5G19150 -1.13 -0.18 -1.11 0.306046 0.492958 -6.71
248638_at fatty acid elongase; beta-ketoacyl-CoAKCS21 AT5G49070 -1.07 -0.10 -1.11 0.306002 0.492958 -6.71
255990_at  glycyl tRNA synthetase, putative simila--- AT1G29870 1.10 0.13 1.11 0.306053 0.492958 -6.71
251127_at  putative protein predicted protein, Ara --- AT5G01080 -1.10 -0.14 -1.11 0.306026 0.492958 -6.71
251874_at  putative protein (fragment) esterase, P--- AT3G54240 1.12 0.17 1.11 0.305953 0.492958 -6.71
263088_at putative replication protein A1 --- --- -1.08 -0.12 -1.11 0.30606 0.492958 -6.71
257688_at  Snf2-related CBP activator protein, puPIE1 AT3G12810 1.07 0.10 1.11 0.306062 0.492958 -6.71
251923_at  reductase-like protein abscisic acid ac--- AT3G53880 -1.21 -0.28 -1.11 0.306162 0.493085 -6.71
251669_at  putative protein hypothetical protein - A--- AT3G57180 -1.20 -0.26 -1.11 0.306388 0.493275 -6.71
265044_at  hypothetical protein Similar to human VPS2.3 AT1G03950 1.12 0.16 1.11 0.306357 0.493275 -6.71
267638_at unknown protein  ; supported by full-le OEP16-3 AT2G42210 -1.07 -0.10 -1.11 0.306324 0.493275 -6.71
256687_x_ hypothetical protein predicted by gene --- AT3G32120 1.08 0.12 1.11 0.306373 0.493275 -6.71
259317_at hypothetical protein identical to hypoth HYP1 AT3G01100 1.10 0.14 1.11 0.30635 0.493275 -6.71
246232_at hypothetical protein EMB2754 AT4G36630 1.09 0.12 1.11 0.306565 0.493455 -6.71
260244_at putative choline kinase similar to GB:A--- AT1G74320 -1.09 -0.13 -1.11 0.30655 0.493455 -6.71
251901_at  putative protein axi1 protein, Nicotiana--- AT3G54100 1.12 0.16 1.11 0.306544 0.493455 -6.71
AFFX-CreXBacteriophage P1 /GEN=cre /DB_XRE--- --- 1.20 0.27 1.11 0.306614 0.493499 -6.71
267290_at putative SET-domain transcriptional re --- AT2G23740 -1.11 -0.15 -1.11 0.30664 0.493506 -6.71



253921_at glutamine amidotransferase/cyclase  ; AT-HF AT4G26900 -1.10 -0.14 -1.11 0.306691 0.493554 -6.71
266074_at putative small nuclear ribonucleoprotei --- AT2G18740 -1.16 -0.21 -1.11 0.306759 0.493627 -6.71
251851_at  structural maintenance of chromosom TTN8 AT3G54670 1.10 0.13 1.11 0.306866 0.493764 -6.71
265762_at hypothetical protein --- AT2G01240 -1.13 -0.18 -1.11 0.307032 0.493962 -6.71
246414_at hypothetical protein similar to hypothet --- AT1G77340 -1.08 -0.12 -1.11 0.307031 0.493962 -6.71
257931_at hypothetical protein predicted by gene --- AT3G17030 -1.09 -0.12 -1.11 0.307072 0.493993 -6.71
264388_at hypothetical protein contains similarity --- AT1G11970 1.11 0.15 1.10 0.30711 0.494019 -6.71
262413_at hypothetical protein contains similarity ATAPRL4 AT1G34780 -1.12 -0.16 -1.10 0.307359 0.494384 -6.71
247701_at  putative protein many predicted protei --- AT5G59900 -1.08 -0.12 -1.10 0.30749 0.494543 -6.71
261885_at unknown protein --- AT1G80930 -1.11 -0.15 -1.10 0.307501 0.494543 -6.71
254654_at translation initiation factor eIF4E  ;suppEIF4E AT4G18040 1.10 0.13 1.10 0.307581 0.494636 -6.71
264875_at putative glucanase AKR2B AT2G17390 1.07 0.10 1.10 0.307801 0.494886 -6.71
258119_at putative MAP kinase similar to GB:AADMPK19 AT3G14720 1.10 0.14 1.10 0.307772 0.494886 -6.71
245548_at cytochrome P450 like protein CYP702A3 AT4G15310 1.07 0.10 1.10 0.307801 0.494886 -6.71
250909_at  S-receptor kinase - like protein S-rece--- AT5G03700 1.37 0.45 1.10 0.307846 0.494923 -6.71
265058_s_  myrosinase-binding protein homolog, MBP2 AT1G52030 / 1.63 0.70 1.10 0.307993 0.495124 -6.72
254383_at hypothetical protein --- AT4G21950 -1.09 -0.12 -1.10 0.308093 0.495212 -6.72
266667_at hypothetical protein predicted by gensc--- AT2G29770 1.08 0.11 1.10 0.308077 0.495212 -6.72
260504_at Cyclin similar to GB:CAB77269 from [PCYCA3;3 AT1G47220 1.10 0.14 1.10 0.308113 0.495212 -6.72
246453_at syntaxin homologue  ;supported by fullSYP21 AT5G16830 -1.10 -0.14 -1.10 0.308552 0.495884 -6.72
261417_at Expressed protein ; supported by cDNA--- AT1G07700 1.09 0.12 1.10 0.308579 0.495891 -6.72
247099_at putative protein contains similarity to se--- AT5G66500 1.11 0.14 1.10 0.308747 0.496099 -6.72
251268_at putative protein hypothetical proteins - --- AT3G62350 -1.10 -0.14 -1.10 0.308751 0.496099 -6.72
264664_at putative elongation factor similar to GB--- AT1G09660 -1.14 -0.19 -1.10 0.308796 0.49613 -6.72
265574_at putative replication protein A1 --- --- -1.08 -0.12 -1.10 0.308814 0.49613 -6.72
265665_at cysteine proteinase contains similarity --- AT2G27420 -1.08 -0.12 -1.10 0.308917 0.496259 -6.72
251700_at  putative protein exocyst complex prote--- AT3G56640 -1.16 -0.21 -1.10 0.309029 0.496406 -6.72
261781_at  far-red impaired response protein, put FRS4 AT1G76320 -1.11 -0.15 -1.10 0.30907 0.496436 -6.72
261185_at  cytochrome p450, putative similar to GCYP94D1 AT1G34540 -1.08 -0.12 -1.10 0.309136 0.496448 -6.72
263822_at hypothetical protein predicted by gensc--- AT2G40240 -1.12 -0.16 -1.10 0.309132 0.496448 -6.72
265562_at hypothetical protein predicted by gensc--- AT2G05500 1.07 0.09 1.10 0.309143 0.496448 -6.72
245055_at hypothetical protein predicted by gensc--- AT2G26470 -1.11 -0.15 -1.10 0.309187 0.496484 -6.72
262440_at  serpin, putative similar to serpin GB:X --- AT1G47710 -1.14 -0.19 -1.10 0.309217 0.496498 -6.72
245467_at hypothetical protein --- AT4G16610 -1.15 -0.20 -1.10 0.309254 0.496522 -6.72
253092_at  putative protein various predicted prot --- AT4G37380 1.17 0.22 1.10 0.309339 0.496562 -6.72



247385_at putative protein similar to unknown proemb2746 AT5G63420 1.13 0.18 1.10 0.309331 0.496562 -6.72
259719_at unknown protein contains gamma-thio LCR66 AT1G61070 1.08 0.11 1.10 0.309344 0.496562 -6.72
256368_at  cinnamyl alcohol dehydrogenase, puta--- AT1G66800 -1.08 -0.12 -1.10 0.309418 0.49661 -6.72
263892_at putative MYB family transcription facto RAX2 AT2G36890 1.07 0.10 1.10 0.309398 0.49661 -6.72
246936_at  putative protein hypothetical protein S --- AT5G25360 1.09 0.12 1.10 0.309538 0.496767 -6.72
259210_at hypothetical protein nearly identical to HY2 AT3G09150 1.12 0.17 1.10 0.30975 0.497013 -6.72
251228_at  beta-D-glucan exohydrolase-like prote--- AT3G62710 1.09 0.12 1.10 0.309748 0.497013 -6.72
250608_at  pectin methyl-esterase-like protein pec--- AT5G07420 -1.08 -0.11 -1.10 0.309778 0.497013 -6.72
265536_at unknown protein contains a domain re --- AT2G15880 -1.22 -0.29 -1.10 0.309758 0.497013 -6.72
263040_at conserved hypothetical protein predicte--- AT1G23300 -1.09 -0.12 -1.10 0.309825 0.497053 -6.72
251099_at  putative protein KIAA0132 - Homo sap--- AT5G01660 -1.09 -0.12 -1.10 0.309847 0.497054 -6.72
255085_at putative protein several hypothetical pr--- --- -1.09 -0.13 -1.10 0.309872 0.497058 -6.72
265265_at unknown protein --- AT2G42900 -1.14 -0.19 -1.10 0.309983 0.497198 -6.72
245369_at Expressed protein ; supported by full-le--- AT4G15975 1.18 0.24 1.10 0.310002 0.497198 -6.72
252887_at  putative protein various predicted prot --- AT4G39240 1.07 0.10 1.10 0.310093 0.497271 -6.72
258915_at unknown protein similar to hypothetica VPS60.1 AT3G10640 1.11 0.16 1.10 0.310113 0.497271 -6.72
261633_at hypothetical protein predicted by gene --- AT1G49930 -1.08 -0.12 -1.10 0.310079 0.497271 -6.72
252071_at  putative protein DNA helicase homolo --- AT3G51690 1.07 0.10 1.10 0.310164 0.497318 -6.72
248694_at unknown protein --- AT5G48340 1.09 0.12 1.10 0.310377 0.497589 -6.72
265249_at putative C2H2-type zinc finger protein SGR5 AT2G01940 1.25 0.32 1.10 0.310366 0.497589 -6.72
265060_at  HD-Zip protein, putative similar to HD-ATHB-15 AT1G52150 1.22 0.29 1.10 0.310439 0.497653 -6.72
265926_at  RUB1-conjugating enzyme, putative s --- AT2G18600 1.14 0.19 1.10 0.310554 0.497803 -6.72
245134_s_ unknown protein --- AT2G45250 / -1.09 -0.13 -1.10 0.310597 0.497837 -6.72
265637_at unknown protein ATCOAE AT2G27490 1.09 0.13 1.10 0.310685 0.497898 -6.72
249665_at unknown protein --- AT5G35830 -1.10 -0.14 -1.10 0.310701 0.497898 -6.72
252347_at  ribosomal protein L13 homolog riboso --- AT3G48130 1.10 0.14 1.10 0.310687 0.497898 -6.72
262491_at putative SecA-type chloroplast protein --- AT1G21650 1.10 0.14 1.10 0.31084 0.498016 -6.72
246917_at serine-rich protein  ;supported by full-le--- AT5G25280 -1.19 -0.25 -1.10 0.310801 0.498016 -6.72
248304_at polypyrimidine tract-binding RNA transPTB2 AT5G53180 -1.07 -0.10 -1.10 0.310832 0.498016 -6.72
261220_at ER lumen protein-retaining receptor sim--- AT1G19970 -1.22 -0.29 -1.10 0.310904 0.498084 -6.72
248850_at putative protein contains similarity to k --- AT5G46550 -1.10 -0.13 -1.10 0.310996 0.498197 -6.72
258914_at hypothetical protein predicted by genefAGP27 AT3G06360 -1.08 -0.11 -1.10 0.311138 0.498389 -6.72
260390_at unknown protein  ; supported by full-le --- AT1G73940 -1.10 -0.14 -1.09 0.311243 0.498523 -6.72
267121_at putative GDSL-motif lipase/hydrolase s--- AT2G23540 -1.18 -0.24 -1.09 0.311644 0.499129 -6.72
253667_at peroxidase ATP8a  ;supported by full-l --- AT4G30170 -1.09 -0.12 -1.09 0.311678 0.499148 -6.72



262752_at putative mitotic cyclin similar to gb|D89CYCB3;1 AT1G16330 -1.11 -0.15 -1.09 0.31192 0.499502 -6.73
251523_at putative protein several hypothetical pr--- AT3G58975 -1.09 -0.13 -1.09 0.31195 0.499514 -6.73
251522_at hypothetical protein --- AT3G59430 1.10 0.14 1.09 0.312069 0.49967 -6.73
252669_at  putative protein hypothetical protein F --- AT3G44100 1.09 0.12 1.09 0.312295 0.499997 -6.73
260029_at  endoplasmic reticulum alpha-mannosi --- AT1G30000 -1.08 -0.11 -1.09 0.312375 0.500081 -6.73
255018_at hypothetical protein  ; supported by ful --- AT4G10090 -1.12 -0.16 -1.09 0.312392 0.500081 -6.73
266532_at putative glucosyltransferase  ;supporte--- AT2G16890 1.56 0.64 1.09 0.312501 0.500185 -6.73
264844_at putative glycosylation enzyme  ; suppo--- AT1G03520 -1.12 -0.17 -1.09 0.312498 0.500185 -6.73
259930_at hypothetical protein predicted by gene --- AT1G34355 -1.10 -0.13 -1.09 0.312668 0.500418 -6.73
259538_at putative serine/threonine kinase ; supp--- AT1G12310 -1.11 -0.15 -1.09 0.312707 0.500426 -6.73
250162_at  FtsH protease, putative similar to FtsHFTSH6 AT5G15250 -1.08 -0.11 -1.09 0.312717 0.500426 -6.73
251371_at  putative protein CGI-94 protein, HomoEDA14 AT3G60360 -1.16 -0.22 -1.09 0.312743 0.500433 -6.73
260969_at beta-fructosidase identical to beta-fruc ATBETAFRUAT1G12240 1.22 0.29 1.09 0.312959 0.500716 -6.73
256233_at ankyrin-like protein contains Pfam prof ITN1 AT3G12360 1.08 0.11 1.09 0.312964 0.500716 -6.73
254121_at  putative protein putative protein F6I18--- AT4G24760 -1.17 -0.23 -1.09 0.313016 0.50073 -6.73
262423_at hypothetical protein predicted by gensc--- AT1G23450 1.08 0.12 1.09 0.313013 0.50073 -6.73
258057_at unknown protein AAR3 AT3G28970 1.08 0.11 1.09 0.313186 0.500966 -6.73
255749_at  p68 RNA helicase, putative similar to STRS1 AT1G31970 1.09 0.12 1.09 0.313293 0.50106 -6.73
252434_s_  putative protein mudrA protein - maize--- --- -1.10 -0.13 -1.09 0.31329 0.50106 -6.73
254920_at  putative protein 24 kDa seed maturatioBTI2 AT4G11220 1.11 0.15 1.09 0.313311 0.50106 -6.73
266239_at unknown protein  ; supported by cDNA--- AT2G29530 1.21 0.27 1.09 0.313373 0.50107 -6.73
249898_at alkaline/neutral invertase  ; supported --- AT5G22510 -1.13 -0.18 -1.09 0.313378 0.50107 -6.73
257657_at Expressed protein ; supported by full-le--- AT3G13235 1.08 0.11 1.09 0.313383 0.50107 -6.73
267640_at photomorphogenesis repressor (COP1COP1 AT2G32950 -1.12 -0.16 -1.09 0.313427 0.501105 -6.73
263622_at hypothetical protein predicted by gensc--- AT2G04870 -1.09 -0.12 -1.09 0.313514 0.501209 -6.73
253752_at putative protein  ;supported by full-leng--- AT4G28910 -1.12 -0.16 -1.09 0.31363 0.50136 -6.73
264055_at putative protein kinase contains a prote--- AT2G28590 -1.11 -0.14 -1.09 0.313688 0.501418 -6.73
263390_at hypothetical protein similar to Ta1-1 re --- --- 1.08 0.11 1.09 0.31375 0.501448 -6.73
246470_at  putative protein predicted proteins, fro --- AT5G17080 1.09 0.12 1.09 0.313751 0.501448 -6.73
266064_at expressed protein --- AT2G18780 1.12 0.16 1.09 0.313858 0.501464 -6.73
261122_at ornithine carbamoyltransferase precursOTC AT1G75330 -1.13 -0.17 -1.09 0.313852 0.501464 -6.73
266801_at putative nucleotide-binding protein  ;suEMB2001 AT2G22870 -1.19 -0.26 -1.09 0.313871 0.501464 -6.73
267331_at putative salt-inducible protein --- AT2G19280 -1.11 -0.15 -1.09 0.313841 0.501464 -6.73
249614_at  putative protein predicted proteins, AraWSD1 AT5G37300 1.07 0.10 1.09 0.313854 0.501464 -6.73
260926_at unknown protein GLTP2 AT1G21360 1.09 0.13 1.09 0.313923 0.501511 -6.73



258098_at hypothetical protein similar to kinesin liKINESIN-12BAT3G23670 -1.14 -0.19 -1.09 0.313994 0.50159 -6.73
247028_at DNA polymerase alpha 1 ICU2 AT5G67100 -1.22 -0.28 -1.09 0.314126 0.501766 -6.73
252308_at  putative protein sugar transporter 2, D--- AT3G49310 -1.09 -0.12 -1.09 0.314159 0.501784 -6.73
264650_at putative transcription factor Similar to SNF-YC9 AT1G08970 -1.09 -0.13 -1.09 0.31419 0.501797 -6.73
251802_at  E2, ubiquitin-conjugating enzyme 14 ( UBC14 AT3G55380 1.08 0.11 1.09 0.314219 0.501809 -6.73
267203_at hypothetical protein predicted by genef--- AT2G31035 1.07 0.10 1.09 0.314277 0.501832 -6.73
265241_at hypothetical protein --- --- 1.11 0.15 1.09 0.314265 0.501832 -6.73
259075_at  putative N2,N2-dimethylguanosine tRN--- AT3G02320 1.10 0.14 1.09 0.31431 0.501849 -6.73
250227_at FtsJ (dbj|BAA83750.1) --- AT5G13830 1.10 0.14 1.09 0.31447 0.502068 -6.73
255550_at  putative raffinose synthase or seed imAtSTS AT4G01970 1.08 0.11 1.09 0.314516 0.502108 -6.73
255211_at may be a pseudogene --- --- 1.08 0.10 1.09 0.314549 0.502125 -6.73
266088_at hypothetical protein predicted by gensc--- AT2G37780 -1.12 -0.16 -1.09 0.314683 0.502268 -6.73
249297_at unknown protein --- AT5G41320 -1.08 -0.11 -1.09 0.314667 0.502268 -6.73
260421_at  acid phosphatase, putative similar to GSBH1 AT1G69640 -1.09 -0.13 -1.09 0.314739 0.502322 -6.73
265018_s_ hypothetical protein predicted by gensc--- AT2G13770 -1.08 -0.12 -1.09 0.314822 0.502421 -6.73
261670_at hypothetical protein contains similarity TET11 AT1G18520 1.07 0.10 1.09 0.314868 0.502423 -6.73
245972_at  putative protein predicted proteins, Ara--- AT5G20680 1.12 0.16 1.09 0.314848 0.502423 -6.73
252578_at  putative protein Ariadne protein (ARI) --- AT3G45480 1.08 0.11 1.09 0.314893 0.502427 -6.73
250346_at  lysine decarboxylase - like protein lysi --- AT5G11950 1.27 0.34 1.09 0.314961 0.502467 -6.73
250241_at photoreceptor-interacting protein-like; n--- AT5G13600 -1.12 -0.16 -1.09 0.314949 0.502467 -6.73
262817_at putative reticuline oxidase strong simila--- AT1G11770 1.10 0.14 1.09 0.315081 0.502623 -6.73
251672_at  MADS-box transcription factor-like proAGL16 AT3G57230 -1.08 -0.12 -1.09 0.315131 0.502667 -6.73
266653_at hypothetical protein predicted by gensc--- AT2G25740 1.10 0.14 1.09 0.315177 0.502706 -6.73
246151_at putative protein predicted proteins from--- AT5G19950 1.10 0.14 1.09 0.315227 0.50275 -6.73
257558_s_ hypothetical protein contains Pfam pro --- AT3G22000 / -1.08 -0.12 -1.08 0.315332 0.502883 -6.73
246800_at  glycine hydroxymethyltransferase - lik SHM2 AT5G26780 -1.11 -0.16 -1.08 0.315568 0.503223 -6.73
258909_at  putative DnaJ protein Pfam HMM hit: --- AT3G06340 1.07 0.10 1.08 0.315638 0.5033 -6.74
256119_at  guanine nucleotide regulatory protein, --- AT1G18070 1.09 0.13 1.08 0.316046 0.503915 -6.74
261939_at  cytochrome c oxidase subunit, putativ COX6B AT1G22450 -1.12 -0.17 -1.08 0.316126 0.504007 -6.74
257801_at  mitogen activated protein kinase kinasWNK6 AT3G18750 -1.10 -0.13 -1.08 0.31638 0.504378 -6.74
266409_at hypothetical protein predicted by grail --- AT2G38510 -1.11 -0.14 -1.08 0.316464 0.504476 -6.74
257396_at predicted protein EPF1 AT2G20875 -1.12 -0.16 -1.08 0.316615 0.504611 -6.74
263522_at hypothetical protein --- AT2G24950 -1.07 -0.10 -1.08 0.316602 0.504611 -6.74
265196_at hypothetical protein predicted by genscSWC2 AT2G36740 1.12 0.16 1.08 0.316587 0.504611 -6.74
246023_at ethylene-insensitive3-like2 (EIL2) EIL2 AT5G21120 -1.09 -0.12 -1.08 0.316637 0.504611 -6.74



246776_at  kinesin-like protein kinesin-like heavy --- AT5G27550 -1.13 -0.18 -1.08 0.316692 0.504663 -6.74
257340_at  pseudogene, retroelement pol polypro--- --- -1.10 -0.14 -1.08 0.316728 0.504685 -6.74
254793_at hypothetical protein --- AT4G12930 1.09 0.13 1.08 0.316758 0.504697 -6.74
263315_at Expressed protein ; supported by full-le--- AT2G05755 -1.08 -0.11 -1.08 0.316856 0.504819 -6.74
250559_at  putative protein condensin subunit SM--- AT5G08010 1.10 0.14 1.08 0.316943 0.504921 -6.74
263034_at pollen allergen-like protein similar to mMLP423 AT1G24020 1.19 0.25 1.08 0.317024 0.504981 -6.74
258111_at putative cytochrome P450 similar to G CYP72A9 AT3G14630 -1.12 -0.16 -1.08 0.317046 0.504981 -6.74
256059_at hypothetical protein contains similarity --- AT1G06990 -1.11 -0.15 -1.08 0.317009 0.504981 -6.74
246661_at  putative protein various predicted prot --- --- -1.08 -0.11 -1.08 0.317085 0.505008 -6.74
266306_at hypothetical protein predicted by grail --- AT2G26970 1.10 0.14 1.08 0.317164 0.505062 -6.74
247020_at putative protein strong similarity to unk--- AT5G67020 1.13 0.17 1.08 0.317164 0.505062 -6.74
253091_at  cytochrome p450 - like protein cytochrCYP81D2 AT4G37360 1.09 0.12 1.08 0.317186 0.505062 -6.74
247014_at RuvB DNA helicase-like protein  ; supp--- AT5G67630 1.19 0.25 1.08 0.317296 0.505167 -6.74
251620_at  putative protein hypothetical protein F --- AT3G58060 1.11 0.15 1.08 0.317295 0.505167 -6.74
257499_at hypothetical protein similar to hypothet --- AT1G63850 -1.18 -0.24 -1.08 0.317346 0.505211 -6.74
256108_at hypothetical protein predicted by gene --- AT1G16940 -1.13 -0.17 -1.08 0.31744 0.505325 -6.74
251383_at  beta-tubulin cofactor - like protein betaTTN1 AT3G60740 -1.15 -0.20 -1.08 0.317507 0.505396 -6.74
261857_at hypothetical protein predicted by gensc--- AT1G50620 1.22 0.28 1.08 0.317577 0.505474 -6.74
255507_at  AtKAP alpha similar to AtKAP, GenBaMOS6 AT4G02150 -1.07 -0.10 -1.08 0.317614 0.505496 -6.74
261575_at hypothetical protein contains similarity --- AT1G01130 -1.15 -0.20 -1.08 0.317693 0.505587 -6.74
248822_at peroxidase  ;supported by full-length c --- AT5G47000 -1.08 -0.11 -1.08 0.317734 0.505617 -6.74
253522_at  predicted protein cation transport prote--- AT4G31290 -1.28 -0.35 -1.08 0.317782 0.505657 -6.74
253002_at phosphoinositide-specific phospholipasATPLC1 AT4G38530 -1.10 -0.14 -1.08 0.317913 0.505831 -6.74
251615_at  putative protein hypothetical protein T --- AT3G57980 -1.14 -0.19 -1.08 0.317936 0.505833 -6.74
256826_at hypothetical protein predicted by gene --- AT3G18540 -1.07 -0.10 -1.08 0.318012 0.505883 -6.74
261627_at  arsA homolog (hASNA-I), putative sim--- AT1G01910 -1.08 -0.11 -1.08 0.317997 0.505883 -6.74
249106_at protein transport protein SEC23 ; supp--- AT5G43670 -1.14 -0.19 -1.08 0.318045 0.5059 -6.74
252069_s_ putative protein putative protein T18N1--- AT3G51640 / 1.08 0.11 1.08 0.318326 0.506312 -6.74
254806_at  putative trehalose-6-phosphate phosp--- AT4G12430 / 1.09 0.13 1.08 0.318369 0.506345 -6.74
255776_at  60S ribosomal protein L6, putative sim--- AT1G18540 -1.22 -0.28 -1.08 0.318432 0.50641 -6.74
255346_at hypothetical protein --- --- -1.07 -0.09 -1.08 0.318571 0.506561 -6.74
254836_at  flavonoid 3,5-hydroxylase like protein CYP706A7 AT4G12330 1.07 0.10 1.08 0.318565 0.506561 -6.74
266730_at putative RNA-binding protein --- AT2G03110 -1.09 -0.13 -1.08 0.318641 0.50661 -6.74
257992_at hypothetical protein similar to hypothet --- AT3G19880 -1.12 -0.16 -1.08 0.318647 0.50661 -6.74
250338_at putative protein  ; supported by cDNA: --- AT5G11760 -1.08 -0.11 -1.08 0.318671 0.506614 -6.74



247085_at kinesin heavy chain DNA binding prote--- AT5G66310 -1.09 -0.13 -1.08 0.318782 0.506755 -6.74
264109_at unknown protein --- AT2G13720 -1.08 -0.11 -1.08 0.318816 0.506773 -6.74
260442_at unknown protein  ; supported by full-le --- AT1G68220 -1.12 -0.16 -1.08 0.318882 0.506842 -6.74
267023_at putative protein transport protein SEC6--- AT2G34250 1.11 0.15 1.08 0.318911 0.506853 -6.74
256398_at putative major intrinsic protein containsNIP7;1 AT3G06100 -1.07 -0.10 -1.08 0.318999 0.506932 -6.74
251161_at  putative protein hypothetical protein S --- AT3G63290 -1.10 -0.13 -1.08 0.319005 0.506932 -6.74
254907_at  putative disease resistance response --- AT4G11190 1.09 0.12 1.08 0.319136 0.507092 -6.74
252725_at  putative protein mudrA transposase, Z--- --- 1.08 0.12 1.08 0.319172 0.507092 -6.74
258428_at unknown protein --- AT3G16610 1.09 0.13 1.08 0.319163 0.507092 -6.74
246422_at  ADP-ribosylation factor -like protein A ATARFB1B AT5G17060 1.20 0.26 1.08 0.319306 0.507269 -6.74
246672_at putative protein --- --- -1.07 -0.10 -1.08 0.319344 0.507294 -6.74
255519_at hypothetical protein --- AT4G02310 1.07 0.10 1.08 0.319392 0.507335 -6.74
245163_at putative flavin-containing monooxygen --- AT2G33230 1.11 0.15 1.07 0.319574 0.507589 -6.75
263054_at putative cation transport protein --- AT2G04620 1.09 0.12 1.07 0.319678 0.507719 -6.75
247696_at  MYB27 protein - like MYB27 protein, AMYB59 AT5G59780 1.22 0.29 1.07 0.319813 0.507863 -6.75
257043_at  receptor-like protein kinase, putative sIKU2 AT3G19700 1.09 0.12 1.07 0.319796 0.507863 -6.75
258626_at  transfactor, putative similar to transfac--- AT3G04450 1.10 0.14 1.07 0.319971 0.508077 -6.75
261261_at putative aldehyde oxidase --- AT1G26730 -1.37 -0.46 -1.07 0.320167 0.508319 -6.75
264180_at hypothetical protein contains similarity --- AT1G02190 1.08 0.12 1.07 0.320161 0.508319 -6.75
262515_at unknown protein ; supported by cDNA:--- AT1G34200 1.14 0.19 1.07 0.32019 0.50832 -6.75
262220_at  calcium-dependent protein kinase, putCPK30 AT1G74740 -1.08 -0.11 -1.07 0.320417 0.508645 -6.75
258135_at Expressed protein ; supported by full-le--- AT3G24506 -1.09 -0.13 -1.07 0.320551 0.508822 -6.75
252145_at putative protein several putative protei --- AT3G51200 -1.08 -0.11 -1.07 0.320722 0.509057 -6.75
245108_at putative cytokinin oxidase CKX1 AT2G41510 1.08 0.12 1.07 0.320787 0.509111 -6.75
255014_at MADS-box protein AGL11  ; supportedSTK AT4G09960 -1.08 -0.11 -1.07 0.3208 0.509111 -6.75
252602_at  putative protein KIAA1094 protein, Ho--- AT3G45040 -1.10 -0.14 -1.07 0.320982 0.509285 -6.75
266403_at putative acid phosphatase contains me--- AT2G38600 -1.10 -0.14 -1.07 0.320996 0.509285 -6.75
262265_at hypothetical protein predicted by gensc--- --- 1.13 0.17 1.07 0.32099 0.509285 -6.75
262103_at  glutathione S-transferase, putative simGSTF5 AT1G02940 1.15 0.20 1.07 0.320999 0.509285 -6.75
252456_at hypersensitivity-related protein-like pro--- AT3G47170 1.09 0.13 1.07 0.321035 0.509306 -6.75
253748_at  putative protein RNA-binding protein E--- AT4G28990 -1.11 -0.16 -1.07 0.321111 0.509392 -6.75
266067_s_ hypothetical protein predicted by gensc--- AT2G18810 / -1.07 -0.10 -1.07 0.321208 0.50951 -6.75
264541_at hypothetical protein predicted by gene --- AT1G55660 -1.11 -0.15 -1.07 0.321257 0.509517 -6.75
252825_at  small GTP-binding protein - like SR1 NAtRABH1c AT4G39890 1.22 0.29 1.07 0.321247 0.509517 -6.75
253793_at  myosin heavy chain - like protein (fragXIH AT4G28710 1.08 0.10 1.07 0.321465 0.50975 -6.75



254275_at  HSP associated protein like p48, HomAtHip1 AT4G22670 -1.11 -0.15 -1.07 0.321454 0.50975 -6.75
256187_at 55 kDa B regulatory subunit of phosph ATB ALPHA AT1G51690 1.11 0.14 1.07 0.321488 0.50975 -6.75
253007_at  putative protein hypothetical protein H--- AT4G38090 -1.11 -0.15 -1.07 0.321494 0.50975 -6.75
252716_at  putative protein CAF protein, ArabidopDCL3 AT3G43920 -1.11 -0.15 -1.07 0.321534 0.50978 -6.75
249430_at  GTP-binding protein-like GTP-binding --- AT5G39900 1.14 0.19 1.07 0.321577 0.509812 -6.75
247546_at Expressed protein ; supported by full-le--- AT5G61605 1.09 0.13 1.07 0.32162 0.509845 -6.75
247042_at putative protein similar to unknown pro--- AT5G67220 -1.08 -0.11 -1.07 0.321667 0.509883 -6.75
263746_at putative retroelement pol polyprotein --- --- -1.08 -0.11 -1.07 0.321723 0.509937 -6.75
265026_at  putative 3-oxoacyl [acyl-carrier protein--- AT1G24360 -1.14 -0.18 -1.07 0.321835 0.510079 -6.75
250535_at putative protein similar to unknown pro--- AT5G08480 1.09 0.13 1.07 0.321908 0.51016 -6.75
255650_s_ hypothetical protein CIP4.1 AT4G00930 / 1.11 0.15 1.07 0.322104 0.510435 -6.75
255813_at  hypothetical protein contains Pfam pro--- AT1G19930 -1.09 -0.13 -1.07 0.322127 0.510436 -6.75
246541_at  ubiquitin-fusion degradation protein-lik--- AT5G15400 1.08 0.12 1.07 0.322201 0.510518 -6.75
255944_at putative protein --- --- -1.10 -0.13 -1.07 0.322404 0.510803 -6.75
267105_at hypothetical protein predicted by gensc--- AT2G14760 1.12 0.16 1.07 0.322581 0.511049 -6.75
265975_at putative citrate synthetase --- AT2G11270 1.11 0.16 1.07 0.322625 0.511082 -6.75
250689_at putative protein similar to unknown pro--- AT5G06610 -1.24 -0.32 -1.07 0.322837 0.511382 -6.75
259793_at AP2-containing DNA-binding protein co--- AT1G64380 1.27 0.35 1.07 0.32286 0.511383 -6.75
260190_at putative lipoxygenase similar to 13-lipo--- AT1G67560 -1.16 -0.21 -1.07 0.322976 0.511485 -6.75
254991_at  putative protein conserved hypothetica--- AT4G10620 1.11 0.15 1.07 0.322991 0.511485 -6.75
256832_at  meiotic recombination protein (AtDMCDMC1 AT3G22880 -1.15 -0.20 -1.07 0.322991 0.511485 -6.75
246851_at  putative protein various predicted prot AGL26 AT5G26870 1.07 0.10 1.07 0.323038 0.511524 -6.75
251093_at putative protein several hypothetical pr--- AT5G01360 -1.15 -0.20 -1.07 0.323075 0.511546 -6.75
259291_at unknown protein similar to unknown pr --- AT3G11550 -1.11 -0.15 -1.07 0.323152 0.511598 -6.75
264348_at putative NPK1-related protein kinase 2NRT1.1 AT1G12110 -1.63 -0.71 -1.07 0.323134 0.511598 -6.75
249741_at putative protein contains similarity to twAPRR5 AT5G24470 1.07 0.09 1.07 0.323287 0.511754 -6.75
252238_at peroxidase ATP21a --- AT3G49960 -1.09 -0.13 -1.07 0.323295 0.511754 -6.75
257005_at hypothetical protein predicted by gensc--- AT3G14190 -1.11 -0.14 -1.07 0.32335 0.511805 -6.75
263829_at unknown protein --- AT2G40435 -1.28 -0.35 -1.07 0.32343 0.511859 -6.75
254031_at putative protein other hypothetical prot --- AT4G25920 -1.08 -0.11 -1.07 0.323429 0.511859 -6.75
267185_at unknown protein  ; supported by cDNAOEP37 AT2G43950 -1.10 -0.13 -1.07 0.323536 0.511993 -6.75
247612_at  ATPase - like protein ATPase, Solanu--- AT5G60730 1.10 0.13 1.06 0.323663 0.512158 -6.76
252855_at  putative protein alpha-amino-epsilon-cAGT2 AT4G39660 -1.11 -0.15 -1.06 0.323688 0.512161 -6.76
251420_at  transcription factor - like protein transc--- AT3G60490 -1.12 -0.17 -1.06 0.323777 0.512267 -6.76
265747_s_ hypothetical protein predicted by genef--- AT2G06570 / -1.09 -0.13 -1.06 0.323852 0.51235 -6.76



265403_at putative Ta11-like non-LTR retroeleme--- --- 1.10 0.14 1.06 0.324027 0.512592 -6.76
265465_at hypothetical protein predicted by genef--- AT2G37070 1.23 0.29 1.06 0.32414 0.512735 -6.76
267584_at putative protein kinase contains a prote--- AT2G41930 1.09 0.12 1.06 0.324307 0.512964 -6.76
263587_at putative synaptobrevin ATVAMP712AT2G25340 1.09 0.13 1.06 0.324429 0.51312 -6.76
264609_at unknown protein  ;supported by full-len--- AT1G04530 -1.17 -0.23 -1.06 0.324483 0.513171 -6.76
249222_at putative protein similar to unknown pro--- AT5G42450 -1.07 -0.10 -1.06 0.324538 0.513186 -6.76
266998_at hypothetical protein predicted by gensc--- AT2G34400 -1.09 -0.13 -1.06 0.324538 0.513186 -6.76
257362_at hypothetical protein predicted by genef--- AT2G45840 -1.07 -0.10 -1.06 0.324568 0.513199 -6.76
262799_at hypothetical protein predicted by gensc--- AT1G20970 -1.15 -0.20 -1.06 0.324661 0.513215 -6.76
246395_at  dirigent protein, putative similar to dirig--- AT1G58170 -1.09 -0.12 -1.06 0.324659 0.513215 -6.76
245753_at hypothetical protein similar to putative --- --- 1.07 0.10 1.06 0.324669 0.513215 -6.76
258702_at hypothetical protein predicted by genef--- AT3G09730 -1.12 -0.17 -1.06 0.324665 0.513215 -6.76
259195_at hypothetical protein predicted by gensc--- AT3G01730 1.10 0.13 1.06 0.324717 0.513255 -6.76
265204_at hypothetical protein predicted by gensc--- AT2G36650 1.07 0.10 1.06 0.324746 0.513266 -6.76
265805_s_ 60S ribosomal protein L2 EMB2296 AT2G18020 / -1.13 -0.17 -1.06 0.324818 0.513344 -6.76
258827_at hypothetical protein predicted by genef--- AT3G07150 1.13 0.17 1.06 0.324886 0.513414 -6.76
252462_at  putative protein various predicted gen --- AT3G47250 -1.08 -0.11 -1.06 0.324907 0.513414 -6.76
249131_at putative protein contains similarity to RAPUM14 AT5G43110 -1.07 -0.10 -1.06 0.325038 0.513585 -6.76
251043_s_  putative protein various predicted prot --- AT5G02330 / -1.09 -0.12 -1.06 0.325082 0.513619 -6.76
257163_at  DNA-binding protein, putative similar tMYB305 AT3G24310 1.09 0.12 1.06 0.325128 0.513627 -6.76
257737_at  uridine kinase/uracil phosphoribosyl tr --- AT3G27440 1.09 0.12 1.06 0.325132 0.513627 -6.76
266497_at putative retroelement pol polyprotein --- --- 1.10 0.13 1.06 0.325257 0.513788 -6.76
260342_at hypothetical protein predicted by gene --- AT1G69280 -1.10 -0.14 -1.06 0.325328 0.513865 -6.76
246634_at  epsilon-adaptin, putative similar to eps--- AT1G31730 -1.08 -0.11 -1.06 0.325359 0.513867 -6.76
251818_at  vacuolar protein sorting protein 33a-likATVPS33 AT3G54860 -1.09 -0.12 -1.06 0.325374 0.513867 -6.76
253799_at  putative DNA-binding protein AP2 dom--- AT4G28140 -1.65 -0.72 -1.06 0.325463 0.513972 -6.76
263890_at putative auxin-induced protein --- AT2G37030 -1.13 -0.17 -1.06 0.325567 0.514101 -6.76
263724_at putative Ta11-like non-LTR retroeleme--- AT2G13510 1.08 0.11 1.06 0.325804 0.514439 -6.76
249668_at putative protein similar to unknown pro--- AT5G35870 -1.11 -0.15 -1.06 0.325856 0.514485 -6.76
250595_at unknown protein --- AT5G07770 1.14 0.19 1.06 0.326003 0.514681 -6.76
249953_at  FAR1 - like protein far-red impaired reFRS12 AT5G18960 1.10 0.14 1.06 0.326053 0.514725 -6.76
248542_at putative protein similar to unknown proAT5G50190 --- -1.08 -0.11 -1.06 0.326134 0.514817 -6.76
249897_at putative protein strong similarity to unk--- AT5G22550 1.09 0.12 1.06 0.326255 0.514939 -6.76
263331_at unknown protein  ; supported by cDNA--- AT2G15270 -1.08 -0.12 -1.06 0.326256 0.514939 -6.76
247971_at zinc protease PQQL-like protein --- AT5G56730 -1.08 -0.12 -1.06 0.326463 0.515194 -6.76



248246_at putative protein contains similarity to MTRY AT5G53200 -1.09 -0.13 -1.06 0.32646 0.515194 -6.76
259259_at spindly (gibberellin signal transduction SPY AT3G11540 1.09 0.12 1.06 0.326533 0.51527 -6.76
247776_at  phosphoinositide-specific phospholipaPLC4 AT5G58700 -1.11 -0.15 -1.06 0.326561 0.515278 -6.76
251001_at putative protein --- AT5G02670 1.12 0.16 1.06 0.326742 0.515493 -6.76
264139_at hypothetical protein contains similarity --- AT1G78940 -1.08 -0.12 -1.06 0.326729 0.515493 -6.76
252720_at  putative protein predicted protein, Ara --- AT3G43970 -1.10 -0.14 -1.06 0.326795 0.51554 -6.76
259831_at hypothetical protein predicted by gene ZFHD1 AT1G69600 1.08 0.11 1.06 0.327043 0.515896 -6.76
249607_at  putative protein RING-H2 finger protei --- AT5G37280 1.08 0.11 1.06 0.327071 0.515904 -6.76
264267_at hypothetical protein contains similarity --- AT1G60200 -1.10 -0.13 -1.06 0.327135 0.515969 -6.76
256292_at unknown protein --- AT1G69430 -1.10 -0.14 -1.06 0.327211 0.516018 -6.76
259262_at unknown protein similar to nifU-like proISU2 AT3G01020 -1.08 -0.11 -1.06 0.327203 0.516018 -6.76
246734_at  putative protein WRN (Werner syndro RECQSIM AT5G27680 -1.08 -0.11 -1.06 0.327348 0.516198 -6.76
261774_at unknown protein --- AT1G76260 -1.16 -0.22 -1.06 0.327464 0.516346 -6.76
245824_at hypothetical protein predicted by gene ATPUP17 AT1G57943 -1.14 -0.19 -1.06 0.327519 0.516381 -6.76
261623_at hypothetical protein similar to reticulineATSEC1A AT1G01980 1.09 0.12 1.06 0.327532 0.516381 -6.76
260781_at decoy identical to GB:AAB51588 GI:19DECOY AT1G14620 1.28 0.36 1.06 0.327571 0.516394 -6.76
249077_at alcohol dehydrogenase (EC 1.1.1.1) cl HOT5 AT5G43940 1.10 0.13 1.06 0.327653 0.516394 -6.77
251466_at  putative protein hypothetical protein S --- AT3G59340 -1.11 -0.14 -1.06 0.327648 0.516394 -6.77
249476_at  germin - like protein probable germin t--- AT5G38910 -1.11 -0.15 -1.06 0.327645 0.516394 -6.77
261598_at unknown protein contains similarity to e--- AT1G49750 -1.46 -0.54 -1.06 0.327649 0.516394 -6.77
250049_at  putative protein predicted proteins, Ara--- AT5G17780 -1.09 -0.13 -1.06 0.327784 0.516529 -6.77
247661_at  protein kinase - like protein kinase 1, P--- AT5G60080 1.08 0.11 1.06 0.327779 0.516529 -6.77
247058_at dolichyl-di-phosphooligosaccharide-proDGL1 AT5G66680 1.10 0.14 1.05 0.327955 0.516763 -6.77
251139_at  cell division - like protein JM23 protein--- AT5G01230 -1.11 -0.15 -1.05 0.328112 0.516938 -6.77
267387_at hypothetical protein predicted by gensc--- AT2G44440 -1.07 -0.10 -1.05 0.328104 0.516938 -6.77
250431_at  cyclin protein - like cyclin D2.1 protein CYCD4;2 AT5G10440 -1.08 -0.12 -1.05 0.328167 0.51699 -6.77
259576_at  RING zinc finger protein, putative cont--- AT1G35330 1.12 0.17 1.05 0.328194 0.516996 -6.77
260055_at unknown protein similar to putative pro--- AT1G78150 -1.08 -0.11 -1.05 0.328476 0.517327 -6.77
265286_at putative NADH-ubiquinone oxireductas--- AT2G20360 -1.09 -0.12 -1.05 0.328436 0.517327 -6.77
263683_at  putative NAM protein similar to GB:AAFEZ AT1G26870 1.09 0.12 1.05 0.328495 0.517327 -6.77
260887_at  ascorbate oxidase promoter-binding p--- AT1G29160 1.32 0.40 1.05 0.328486 0.517327 -6.77
247379_at unknown protein --- --- -1.12 -0.16 -1.05 0.32858 0.517426 -6.77
254990_at RNA-binding protein  ;supported by ful CID12 AT4G10610 1.07 0.10 1.05 0.328691 0.517523 -6.77
249637_at hypothetical protein --- AT5G36900 -1.08 -0.11 -1.05 0.32871 0.517523 -6.77
248089_at salt stress inducible small GTP bindingAtRAN4 AT5G55080 1.10 0.13 1.05 0.328684 0.517523 -6.77



247658_at  actin depolymerizing factor 3 - like proADF3 AT5G59880 1.07 0.10 1.05 0.328768 0.517579 -6.77
264796_at unknown protein similar to ESTs gb|T2ZIGA4 AT1G08680 1.09 0.12 1.05 0.328818 0.517603 -6.77
254067_at hypothetical protein NAP8 AT4G25450 1.08 0.11 1.05 0.328829 0.517603 -6.77
249535_at  transporter -like protein N system ami --- AT5G38820 -1.11 -0.15 -1.05 0.328876 0.517641 -6.77
255745_at hypothetical protein predicted by gene --- AT1G32030 -1.07 -0.09 -1.05 0.328942 0.51771 -6.77
257289_at hypothetical protein --- AT3G29690 -1.08 -0.11 -1.05 0.329267 0.51815 -6.77
248960_at subtilisin-like protease --- AT5G45640 -1.13 -0.17 -1.05 0.329264 0.51815 -6.77
246961_at unknown protein --- AT5G24710 -1.16 -0.22 -1.05 0.329381 0.51828 -6.77
261399_at  receptor protein kinase, putative simila--- AT1G79620 -1.10 -0.14 -1.05 0.329395 0.51828 -6.77
245979_at  putative protein leucine zipper-containATEXO70C1AT5G13150 -1.07 -0.10 -1.05 0.329486 0.518387 -6.77
248000_at WD-repeat protein-like  ;supported by f--- AT5G56190 1.10 0.14 1.05 0.329562 0.518471 -6.77
261074_at hypothetical protein predicted by gene --- AT1G07290 -1.08 -0.12 -1.05 0.329693 0.51857 -6.77
252675_at putative protein hypothetical proteins - --- --- 1.08 0.11 1.05 0.329693 0.51857 -6.77
258268_at  putative WD-repeat protein contains PWSIP2 AT3G15880 1.14 0.19 1.05 0.329655 0.51857 -6.77
264964_at hypothetical protein predicted by gene --- AT1G60460 -1.11 -0.15 -1.05 0.329721 0.518578 -6.77
245324_at lactate dehydrogenase (LDH1) ;suppo --- AT4G17260 -1.22 -0.29 -1.05 0.329803 0.518635 -6.77
257631_at  cytochrome P450, putative similar to cCYP71B17 AT3G26160 1.13 0.18 1.05 0.329794 0.518635 -6.77
267007_at 60S ribosomal protein L18A ; supporte --- AT2G34480 -1.15 -0.20 -1.05 0.329902 0.518647 -6.77
251788_at putative protein --- AT3G55420 -1.22 -0.29 -1.05 0.329872 0.518647 -6.77
257879_at unknown protein --- AT3G17160 -1.15 -0.20 -1.05 0.329876 0.518647 -6.77
249132_at putative protein contains similarity to u --- AT5G43120 -1.09 -0.13 -1.05 0.329887 0.518647 -6.77
247879_at unknown protein --- AT5G57770 -1.07 -0.10 -1.05 0.329933 0.518661 -6.77
254309_s_  putative protein predicted protein, Ara --- AT4G22390 / -1.11 -0.14 -1.05 0.329974 0.518689 -6.77
253244_at  putative protein SEC14 protein, SacchCOW1 AT4G34580 -1.12 -0.16 -1.05 0.330053 0.518779 -6.77
246192_at  translation initiation factor eIF-2 beta cEIF2 BETA AT5G20920 1.08 0.11 1.05 0.330094 0.518807 -6.77
258035_at putative Ca2+-transporting ATPase simACA9 AT3G21180 1.10 0.13 1.05 0.330206 0.518948 -6.77
257395_at putative salt-inducible protein --- AT2G15630 1.12 0.16 1.05 0.330286 0.519038 -6.77
251276_at  putative protein hypothetical protein T SDG14 AT3G61740 1.08 0.11 1.05 0.330313 0.519043 -6.77
259581_at  RING zinc finger protein, putative cont--- AT1G28040 1.10 0.13 1.05 0.330412 0.519163 -6.77
250622_at putative transcription factor AP2 doma --- AT5G07310 -1.08 -0.11 -1.05 0.330541 0.519187 -6.77
253183_at  putative protein predicted protein, Ara --- AT4G35220 1.07 0.10 1.05 0.330534 0.519187 -6.77
247542_at  autophagocytosis protein - like autophATG3 AT5G61500 1.10 0.14 1.05 0.330469 0.519187 -6.77
262038_at  invertase, putative similar to neutral inCINV1 AT1G35580 1.15 0.20 1.05 0.330512 0.519187 -6.77
255565_at  putative CHP-rich zinc finger protein s --- AT4G01760 -1.08 -0.10 -1.05 0.330494 0.519187 -6.77
248782_at palmitoyl-protein thioesterase precurso--- AT5G47340 -1.09 -0.12 -1.05 0.330655 0.519331 -6.77



257232_at phytochrome-associated protein 1 (PA PAP1 AT3G16500 -1.11 -0.15 -1.05 0.330687 0.519345 -6.77
248415_at unknown protein --- AT5G51620 -1.08 -0.11 -1.05 0.330716 0.519355 -6.77
249384_at  putative protein hypothetical protein F --- AT5G39890 1.07 0.10 1.05 0.33088 0.519577 -6.77
261115_at hypothetical protein predicted by gene --- AT1G75360 -1.07 -0.10 -1.05 0.330918 0.51959 -6.77
257037_at  nuclear acid binding protein, putative sATRBP47B AT3G19130 -1.18 -0.24 -1.05 0.330934 0.51959 -6.77
247414_at unknown protein EMB2759 AT5G63050 -1.11 -0.15 -1.05 0.331193 0.519949 -6.77
247736_at actin 4  ;supported by full-length cDNAACT4 AT5G59370 -1.08 -0.11 -1.05 0.331209 0.519949 -6.77
261995_at unknown protein similar to N-terminal h--- AT1G33850 / -1.07 -0.09 -1.05 0.331251 0.519981 -6.77
258224_at LEA76 homologue type2 identical to LE--- AT3G15670 -1.08 -0.11 -1.05 0.331378 0.520144 -6.77
262445_at Expressed protein ; supported by full-le--- AT1G47485 -1.08 -0.12 -1.05 0.331445 0.520213 -6.77
264982_at hypothetical protein predicted by gensc--- AT1G27220 1.10 0.13 1.05 0.331476 0.520226 -6.77
248725_at acetyl-CoA:benzylalcohol acetyltranfer --- AT5G47980 -1.09 -0.12 -1.05 0.331545 0.520227 -6.77
251677_at  putative protein hypothetical protein A BHLH039 AT3G56980 -1.31 -0.39 -1.05 0.331515 0.520227 -6.77
259547_at  gypsy/Ty3 element polyprotein, putativ--- --- 1.09 0.12 1.05 0.331539 0.520227 -6.77
245445_at apetala2 domain TINY like protein --- AT4G16750 -1.24 -0.31 -1.05 0.331596 0.520271 -6.77
249882_at putative protein contains similarity to C--- AT5G22890 -1.07 -0.10 -1.05 0.331692 0.520382 -6.77
265452_at putative bHLH transcription factor ATAIB AT2G46510 1.31 0.39 1.05 0.331712 0.520382 -6.77
258793_at hypothetical protein supported by full-le--- AT3G04780 1.08 0.12 1.05 0.331982 0.52077 -6.78
265006_at unknown protein similar to small zinc fiTIM13 AT1G61570 1.21 0.28 1.05 0.332028 0.520806 -6.78
247562_at putative protein --- AT5G61120 -1.07 -0.10 -1.04 0.332148 0.520929 -6.78
250773_at putative protein similar to unknown pro--- AT5G05430 -1.15 -0.20 -1.04 0.332152 0.520929 -6.78
254429_at Expressed protein ; supported by full-le--- AT4G21105 1.09 0.12 1.04 0.332233 0.520987 -6.78
264612_at unknown protein similar to GB:AAC374--- AT1G04560 -1.12 -0.16 -1.04 0.332235 0.520987 -6.78
267408_at putative CTP synthase --- AT2G34890 -1.08 -0.11 -1.04 0.332315 0.521078 -6.78
253120_at  putative protein phospholipase D, Ara PLDDELTA AT4G35790 -1.12 -0.16 -1.04 0.332423 0.52121 -6.78
260620_at unknown protein --- AT1G08070 1.09 0.12 1.04 0.332569 0.521404 -6.78
264946_at hypothetical protein predicted by gene --- AT1G77010 1.11 0.15 1.04 0.33262 0.521448 -6.78
249844_at putative protein similar to unknown pro--- AT5G23590 -1.10 -0.14 -1.04 0.33267 0.521452 -6.78
259697_at  putative DNA-binding protein similar to--- AT1G68920 1.08 0.11 1.04 0.332691 0.521452 -6.78
255790_at hypothetical protein predicted by genef--- AT2G33560 1.09 0.12 1.04 0.332648 0.521452 -6.78
251234_s_ putative dTDP-glucose 4-6-dehydratasUXS4 AT2G47650 / -1.13 -0.18 -1.04 0.332743 0.521498 -6.78
261134_at  cytochrome P450, putative similar to GCYP722A1 AT1G19630 1.08 0.11 1.04 0.332778 0.521516 -6.78
264995_at  mutator-like transposase, putative sim--- --- 1.12 0.16 1.04 0.332923 0.521707 -6.78
245240_at  polyprotein, putative similar to polypro--- --- -1.10 -0.14 -1.04 0.333055 0.521878 -6.78
266693_at unknown protein predicted by genscanMIOX2 AT2G19800 -1.56 -0.64 -1.04 0.33308 0.521882 -6.78



265932_at hypothetical protein predicted by grail LBD8 AT2G19510 -1.07 -0.09 -1.04 0.333183 0.521936 -6.78
260850_at  glucose 6 phosphate/phosphate trans --- AT1G21870 -1.10 -0.14 -1.04 0.333141 0.521936 -6.78
260571_at MAP kinase (ATMPK6) identical to GBATMPK6 AT2G43790 -1.08 -0.11 -1.04 0.333164 0.521936 -6.78
247271_at nuclear protein-like --- AT5G64270 1.10 0.14 1.04 0.333211 0.521943 -6.78
260559_at putative polygalacturonase --- AT2G43860 -1.10 -0.14 -1.04 0.333281 0.522018 -6.78
258034_at hypothetical protein predicted by gene --- AT3G21300 -1.22 -0.29 -1.04 0.333322 0.522047 -6.78
255488_at putative serine/threonine protein kinase--- AT4G02630 -1.12 -0.16 -1.04 0.333484 0.522227 -6.78
252695_s_  hypothetical protein predicted proteins--- --- -1.06 -0.09 -1.04 0.333461 0.522227 -6.78
246745_at  60S ribosomal protein L22 - like riboso--- AT5G27770 -1.16 -0.21 -1.04 0.33363 0.52242 -6.78
256049_at unknown protein --- AT1G07010 1.11 0.16 1.04 0.333653 0.52242 -6.78
264505_at  putative nodulin protein, N21 Similar to--- AT1G09380 1.13 0.18 1.04 0.333725 0.522498 -6.78
264023_at Expressed protein ; supported by full-le--- AT2G21195 -1.15 -0.21 -1.04 0.333778 0.522509 -6.78
251638_at  40S ribosomal protein S2 homolog 40 --- AT3G57490 1.18 0.24 1.04 0.333761 0.522509 -6.78
266128_at hypothetical protein predicted by genscEMB2766 --- -1.09 -0.12 -1.04 0.333869 0.522604 -6.78
255057_at hypothetical protein --- AT4G09840 -1.07 -0.10 -1.04 0.333885 0.522604 -6.78
266079_at unknown protein LCD1 AT2G37860 -1.11 -0.15 -1.04 0.333928 0.522636 -6.78
255318_at hypothetical protein --- AT4G04190 -1.10 -0.14 -1.04 0.334231 0.523075 -6.78
257498_at hypothetical protein predicted by gene --- AT1G69660 1.08 0.12 1.04 0.334329 0.523192 -6.78
260596_at unknown protein TIM50 AT1G55900 1.15 0.20 1.04 0.334417 0.523234 -6.78
262442_at unknown protein identical to hypothetic--- AT1G47420 1.08 0.11 1.04 0.33444 0.523234 -6.78
267291_at putative C2H2-type zinc finger protein --- AT2G23740 1.16 0.21 1.04 0.33443 0.523234 -6.78
248745_at unknown protein --- AT5G48250 1.11 0.15 1.04 0.334447 0.523234 -6.78
249440_at  protein kinase -like protein probable p --- AT5G40030 1.08 0.11 1.04 0.334503 0.523285 -6.78
252510_at  putative protein serine/threonine-spec --- AT3G46270 1.08 0.12 1.04 0.334553 0.523296 -6.78
266753_at auxin-induced protein (IAA20) identica IAA20 AT2G46990 -1.08 -0.11 -1.04 0.334556 0.523296 -6.78
250108_at homeobox-leucine zipper protein HAT7ATHB-3 AT5G15150 1.11 0.15 1.04 0.334755 0.523536 -6.78
260909_at hypothetical protein predicted by gene --- AT1G02670 -1.10 -0.13 -1.04 0.334755 0.523536 -6.78
250105_at putative protein contains similarity to DRAD4 AT5G16630 1.17 0.22 1.04 0.334831 0.523618 -6.78
260779_at  splicing factor, putative similar to hum --- AT1G14650 -1.09 -0.12 -1.04 0.334857 0.523623 -6.78
250625_at calnexin homolog --- AT5G07340 -1.13 -0.17 -1.04 0.334942 0.52372 -6.78
245597_at salt-inducible protein homolog --- AT4G14190 1.08 0.12 1.04 0.335049 0.523846 -6.78
266544_at similar to late embryogenesis abundan--- AT2G35300 1.07 0.10 1.04 0.335069 0.523846 -6.78
265933_at putative esterase contains esterase/lip --- AT2G19550 -1.10 -0.13 -1.04 0.335182 0.523987 -6.78
265626_at unknown protein  ;supported by full-len--- AT2G27260 -1.09 -0.13 -1.04 0.335224 0.523994 -6.78
256774_at hypothetical protein predicted by gene --- AT3G13760 -1.07 -0.10 -1.04 0.335232 0.523994 -6.78



246933_at ZFP3 zinc finger protein  ; supported b ZFP3 AT5G25160 1.06 0.09 1.04 0.335375 0.524169 -6.78
263447_s_ putative PHD-type zinc finger protein ATX2 AT1G05830 / 1.19 0.25 1.04 0.33539 0.524169 -6.78
249496_s_ putative protein predicted proteins - Ar --- AT5G39140 / 1.08 0.11 1.04 0.33547 0.524259 -6.78
267278_at unknown protein  ; supported by full-le --- AT2G19350 1.06 0.09 1.04 0.335495 0.524262 -6.78
263983_at unknown protein  ;supported by full-len--- AT2G42780 1.07 0.10 1.04 0.335566 0.524337 -6.78
264565_at hypothetical protein Similar to hypothe --- AT1G05280 1.11 0.15 1.04 0.335596 0.524347 -6.78
263979_at En/Spm-like transposon protein relatedPDF1 AT2G42840 1.13 0.17 1.04 0.335689 0.524443 -6.78
262789_at putative auxin-induced protein strong s--- AT1G10810 1.08 0.11 1.04 0.335703 0.524443 -6.78
259282_at unknown protein similar to unknown prGPAT5 AT3G11430 -1.12 -0.16 -1.04 0.335726 0.524443 -6.78
262988_at putative alanine             aminotransferaGGT1 AT1G23310 -1.08 -0.11 -1.04 0.335797 0.524518 -6.78
259045_at  calmodulin-like protein similar to calmo--- AT3G03410 1.08 0.11 1.04 0.335853 0.52457 -6.78
261180_at hypothetical protein predicted by gene --- --- 1.08 0.11 1.04 0.335913 0.524627 -6.78
246637_at  putative protein polymorphic membran--- AT5G34870 1.09 0.13 1.04 0.336097 0.524878 -6.79
249294_at unknown protein --- AT5G41270 -1.14 -0.19 -1.04 0.336194 0.524957 -6.79
267313_at putative protein phosphatase 2C --- AT2G34740 -1.11 -0.15 -1.04 0.336192 0.524957 -6.79
249843_at putative protein similar to unknown proSGS3 AT5G23570 1.13 0.18 1.04 0.336247 0.525005 -6.79
263058_at putative non-LTR retrolelement reverse--- --- -1.09 -0.12 -1.04 0.336374 0.525166 -6.79
247315_at unknown protein --- AT5G64010 1.09 0.12 1.03 0.336597 0.52545 -6.79
248652_at putative protein contains similarity to p SHV2 AT5G49270 -1.14 -0.19 -1.03 0.336601 0.52545 -6.79
264582_at putative ovule-specific homeotic protei HDG2 AT1G05230 1.09 0.12 1.03 0.336675 0.525529 -6.79
249674_at unknown protein --- AT5G35930 1.07 0.10 1.03 0.336823 0.525724 -6.79
256971_at unknown protein contains Pfam profile --- AT3G21100 1.12 0.16 1.03 0.336894 0.525799 -6.79
258940_at putative lipase acylhydrolase contains --- AT3G09930 -1.07 -0.09 -1.03 0.337062 0.526017 -6.79
258756_at hypothetical protein similar to hypothet --- AT3G11960 1.09 0.13 1.03 0.33708 0.526017 -6.79
258724_at unknown protein --- AT3G09600 -1.07 -0.10 -1.03 0.337103 0.526018 -6.79
253306_at dynamin-like protein ADL2 DRP3A AT4G33650 1.08 0.11 1.03 0.337276 0.526251 -6.79
255271_at putative protein (ubiquitin like) to variou--- AT4G05260 -1.09 -0.13 -1.03 0.33744 0.526472 -6.79
250391_at  putative protein predicted proteins, Ara--- --- -1.09 -0.13 -1.03 0.337482 0.5265 -6.79
245206_at  putative protein similarity to NCA2 proDGS1 AT5G12290 1.10 0.13 1.03 0.33758 0.526617 -6.79
253567_at  protein kinase-like protein serine/threo--- AT4G31230 1.12 0.16 1.03 0.337784 0.526864 -6.79
256976_at unknown protein similar to putative retr--- --- 1.13 0.18 1.03 0.337763 0.526864 -6.79
257968_at hypothetical protein predicted by gene --- AT3G27550 1.13 0.18 1.03 0.337829 0.526878 -6.79
257849_at unknown protein ECT5 AT3G13060 -1.12 -0.16 -1.03 0.337839 0.526878 -6.79
262102_at hypothetical protein contains similarity CUL2 AT1G02980 1.07 0.10 1.03 0.337897 0.526931 -6.79
260189_at putative urease similar to urease GB:2 URE AT1G67550 -1.10 -0.14 -1.03 0.337967 0.527005 -6.79



246519_at proline-rich protein other proline-rich p --- AT3G23750 / -1.57 -0.65 -1.03 0.338012 0.52704 -6.79
246532_at  putative protein beta-glucan-elicitor re --- AT5G15870 1.39 0.48 1.03 0.338062 0.527081 -6.79
247992_at unknown protein --- AT5G56520 -1.08 -0.12 -1.03 0.338312 0.527435 -6.79
254586_at  TMV resistance protein N-like TMV re --- AT4G19510 -1.10 -0.13 -1.03 0.338352 0.52746 -6.79
246506_at  putative protein hypothetical protein T --- AT5G16110 1.11 0.15 1.03 0.338411 0.527518 -6.79
267093_at  high affinity Ca2+ antiporter identical t CAX1 AT2G38170 -1.15 -0.20 -1.03 0.33844 0.52752 -6.79
248262_at Avr9 elicitor response protein-like  ; su --- AT5G53340 -1.12 -0.16 -1.03 0.338459 0.52752 -6.79
258260_at unknown protein  ; supported by cDNA--- AT3G26850 1.08 0.11 1.03 0.338562 0.527608 -6.79
256174_at  NADP-specific glutatamate dehydroge--- AT1G51720 1.09 0.12 1.03 0.338555 0.527608 -6.79
264070_at putative cyclin-dependent kinase regul CKS1 AT2G27960 -1.13 -0.17 -1.03 0.33866 0.527629 -6.79
265977_at putative retroelement pol polyprotein --- --- -1.07 -0.10 -1.03 0.338626 0.527629 -6.79
267248_at hypothetical protein predicted by genef--- AT2G30120 -1.11 -0.15 -1.03 0.338602 0.527629 -6.79
258967_at  hypothetical protein predicted by gens--- AT3G10470 -1.09 -0.13 -1.03 0.338668 0.527629 -6.79
264953_at alcohol dehydrogenase identical to alc ADH1 AT1G77120 -1.12 -0.16 -1.03 0.338739 0.527698 -6.79
261710_at hypothetical protein identical to hypoth --- AT1G32730 1.10 0.14 1.03 0.338758 0.527698 -6.79
258330_at unknown protein ROPGEF13 AT3G16130 -1.09 -0.12 -1.03 0.338907 0.527893 -6.79
253108_at  putative bZIP transcription factor Dc3 FD AT4G35900 -1.17 -0.22 -1.03 0.33897 0.527955 -6.79
254568_x_ hypothtetical protein --- --- -1.10 -0.14 -1.03 0.339019 0.527959 -6.79
245299_at ras-related small GTP-binding protein ATRAB1C AT4G17530 1.12 0.16 1.03 0.339013 0.527959 -6.79
267359_at hypothetical protein predicted by genef--- AT2G40020 -1.12 -0.16 -1.03 0.339057 0.527962 -6.79
263312_at putative replication protein A1 --- --- -1.08 -0.11 -1.03 0.339067 0.527962 -6.79
262257_at hypothetical protein predicted by gene --- AT1G53860 -1.09 -0.13 -1.03 0.339148 0.528052 -6.79
255234_at contains similarity to Medicago truncat --- AT4G05500 1.09 0.12 1.03 0.339174 0.528057 -6.79
254655_s_  ribosomal protein L32 -like protein ribo--- AT4G18100 / 1.15 0.20 1.03 0.339198 0.528058 -6.79
257874_at hypothetical protein --- AT3G17110 1.09 0.13 1.03 0.339392 0.528288 -6.79
253844_at hypothetical protein --- AT4G27930 1.10 0.13 1.03 0.339383 0.528288 -6.79
259631_at  heat shock protein, putative similar to ERD2 AT1G56410 -1.07 -0.10 -1.03 0.339437 0.528296 -6.79
246889_at  putative protein various predicted prot --- AT5G25470 -1.10 -0.14 -1.03 0.339456 0.528296 -6.79
266030_x_ hypothetical protein predicted by gensc--- --- 1.10 0.14 1.03 0.339467 0.528296 -6.79
266433_at unknown protein --- AT2G07110 1.07 0.10 1.03 0.339639 0.528528 -6.79
247530_at  glycosylasparaginase - like protein gly--- AT5G61540 -1.12 -0.17 -1.03 0.339815 0.528735 -6.79
261866_at  scarecrow-like 3 identical to GB:AAD2SCL3 AT1G50420 -1.39 -0.47 -1.03 0.339818 0.528735 -6.79
265816_s_ putative  elongation factor beta-1  ;sup --- AT1G30230 / 1.12 0.16 1.03 0.340004 0.528952 -6.79
264848_at unknown protein  ;supported by full-len--- AT2G17350 1.07 0.10 1.03 0.339985 0.528952 -6.79
249479_at  germin - like protein probable germin t--- AT5G38960 -1.11 -0.15 -1.03 0.340157 0.529106 -6.79



247811_at  leucine zipper-containing protein leuci ATEXO70B1AT5G58430 1.22 0.28 1.03 0.340173 0.529106 -6.79
259387_at  histone H3 protein, putative similar to --- AT1G13370 -1.08 -0.11 -1.03 0.340169 0.529106 -6.79
257376_at hypothetical protein predicted by gensc--- AT2G32350 -1.09 -0.12 -1.03 0.340282 0.529168 -6.80
250840_at  putative protein predicted protein, Ara --- --- -1.12 -0.16 -1.03 0.340238 0.529168 -6.79
259634_at hypothetical protein --- AT1G56380 1.07 0.10 1.03 0.34026 0.529168 -6.79
260169_at  hypothetical protein predicted  by geneFUT13 AT1G71990 -1.16 -0.22 -1.03 0.340321 0.529193 -6.80
263999_at hypothetical protein predicted by genef--- AT2G22370 -1.09 -0.13 -1.03 0.340534 0.529487 -6.80
255143_at putative protein several hypothetical pr--- AT4G08430 1.06 0.09 1.03 0.340648 0.529629 -6.80
262613_at putative DNA-binding protein similar toWRKY4 AT1G13960 1.08 0.12 1.03 0.340685 0.52965 -6.80
250678_at selenium-binding protein-like --- AT5G06540 1.07 0.10 1.02 0.340804 0.529748 -6.80
257820_at  immunophilin (FKBP15-1) identical to FKBP15-1 AT3G25220 1.10 0.14 1.02 0.340867 0.529748 -6.80
263167_at  unknown protein Belongs to PF|01121--- AT1G03030 1.10 0.14 1.02 0.340853 0.529748 -6.80
245170_at  60S ribosomal protein L18, 5'partial N --- AT2G47570 -1.09 -0.12 -1.02 0.340911 0.529748 -6.80
247639_s_  undecaprenyl diphosphate synthase u--- AT5G60500 / 1.06 0.09 1.02 0.340905 0.529748 -6.80
261811_at  DNA polymerase epsilon catalytic subTIL1 AT1G08260 -1.13 -0.18 -1.02 0.340863 0.529748 -6.80
257709_at unknown protein similar to negative reg--- AT3G27325 1.13 0.17 1.02 0.340872 0.529748 -6.80
261693_at hypothetical protein similar to hypothetDCP1 AT1G08370 -1.07 -0.10 -1.02 0.341037 0.529908 -6.80
257607_at hypothetical protein predicted by gensc--- AT3G13880 1.07 0.09 1.02 0.341131 0.530018 -6.80
260980_at hypothetical protein predicted by gene --- AT1G53600 -1.12 -0.16 -1.02 0.341234 0.530142 -6.80
257288_at  anthocyanin 5-aromatic acyltransferas--- AT3G29670 -1.08 -0.11 -1.02 0.341301 0.530173 -6.80
254261_at  beta adaptin - like protein beta-adaptin--- AT4G23460 1.08 0.11 1.02 0.3413 0.530173 -6.80
265128_at hypothetical protein predicted by gensc--- AT1G30860 -1.11 -0.15 -1.02 0.341376 0.530218 -6.80
262194_at hypothetical protein similar to putative --- AT1G77930 1.14 0.18 1.02 0.341365 0.530218 -6.80
264046_at putative non-LTR retroelement reverse--- AT2G22440 -1.09 -0.12 -1.02 0.341423 0.530219 -6.80
248536_at ankyrin-like protein --- AT5G50140 -1.08 -0.12 -1.02 0.341415 0.530219 -6.80
255520_at putative ribosomal protein L19 similar t--- AT4G02230 1.15 0.20 1.02 0.3417 0.530511 -6.80
246527_at ribosomal protein-like 40S RIBOSOMA--- AT5G15750 1.21 0.28 1.02 0.341712 0.530511 -6.80
249624_at  putative protein predicted proteins, Ara--- AT5G37570 1.11 0.16 1.02 0.341728 0.530511 -6.80
254149_at  putative protein hypothetical protein  - --- AT4G24300 -1.12 -0.17 -1.02 0.341721 0.530511 -6.80
263910_at hypothetical protein predicted by gensc--- AT2G36550 -1.08 -0.11 -1.02 0.341716 0.530511 -6.80
255667_at  phospholipase D, putative  PLDBETA2 AT4G00240 -1.08 -0.11 -1.02 0.341954 0.530791 -6.80
267522_at hypothetical protein predicted by gensc--- AT2G30430 1.09 0.13 1.02 0.341936 0.530791 -6.80
246582_at hypothetical protein predicted by gene --- AT1G31750 1.21 0.27 1.02 0.342012 0.530808 -6.80
264958_at unknown protein ; supported by cDNA:--- AT1G76960 1.14 0.19 1.02 0.342035 0.530808 -6.80
265970_at Mutator-like transposase similar to  MU--- --- 1.07 0.10 1.02 0.342018 0.530808 -6.80



260265_at hypothetical protein similar to hypothetLBD42 AT1G68510 -1.10 -0.14 -1.02 0.342146 0.530944 -6.80
263742_at predicted protein --- AT2G20625 -1.08 -0.11 -1.02 0.342182 0.530963 -6.80
245046_at putative membrane transporter  ; supp PDE135 AT2G26510 1.09 0.13 1.02 0.342204 0.530963 -6.80
266758_at unknown protein POL AT2G46920 -1.09 -0.13 -1.02 0.342285 0.531052 -6.80
264689_at hypothetical protein predicted by gensc--- AT1G09900 1.13 0.17 1.02 0.34254 0.53141 -6.80
246054_at  putative protein predicted proteins, Ara--- AT5G08360 -1.08 -0.11 -1.02 0.34261 0.531484 -6.80
262994_at hypothetical protein predicted by gensc--- AT1G54420 -1.07 -0.10 -1.02 0.342642 0.531497 -6.80
253011_at  putative protein retrotransposon -like pEDA40 AT4G37890 1.18 0.24 1.02 0.342787 0.531686 -6.80
261820_at hypothetical protein predicted by gene --- AT1G11420 1.12 0.17 1.02 0.34291 0.53184 -6.80
254564_at  neoxanthin cleavage enzyme-like protNCED4 AT4G19170 -1.15 -0.20 -1.02 0.343046 0.532015 -6.80
261582_at unknown protein ; supported by cDNA:GIF2 AT1G01160 -1.08 -0.11 -1.02 0.343118 0.532091 -6.80
264967_at unknown protein ;supported by full-leng--- AT1G67250 -1.07 -0.10 -1.02 0.343273 0.532295 -6.80
247737_at  putative protein various predicted prot --- AT5G59200 -1.06 -0.09 -1.02 0.343332 0.532349 -6.80
255054_s_  cellulase-like protein cellulase (EC 3.2AtGH9B15 AT4G09740 / -1.09 -0.12 -1.02 0.343355 0.532349 -6.80
257274_at  geranylgeranyl pyrophosphate synthe --- AT3G14510 1.09 0.13 1.02 0.343458 0.532473 -6.80
254294_at  putative membrane protein membraneATRBL7 AT4G23070 -1.16 -0.22 -1.02 0.343531 0.532514 -6.80
264896_at  Hypothetical protein similar to endo-1,AtGH9B6 AT1G23210 -1.08 -0.11 -1.02 0.343523 0.532514 -6.80
249435_at  putative protein tail-specific thyroid ho --- AT5G39970 -1.07 -0.09 -1.02 0.343645 0.532654 -6.80
263660_at  unknown protein ESTs gb|N65789,gb MPI7 AT1G04260 -1.08 -0.11 -1.02 0.343729 0.532749 -6.80
245836_at hypothetical protein similar to hypothet --- --- -1.08 -0.11 -1.02 0.343837 0.53288 -6.80
249048_at auxin-repressed protein-like  ;supporte --- AT5G44300 1.09 0.12 1.02 0.343903 0.532945 -6.80
250789_at putative protein contains similarity to ca--- AT5G05630 -1.09 -0.12 -1.02 0.343997 0.533046 -6.80
262458_at  serine/threonine kinase, putative simil --- AT1G11280 -1.09 -0.12 -1.02 0.344014 0.533046 -6.80
255759_at hypothetical protein predicted by gene --- AT1G16790 1.09 0.12 1.02 0.34409 0.533126 -6.80
248431_at auxin-responsive GH3-like protein --- AT5G51470 -1.09 -0.12 -1.02 0.344224 0.533298 -6.80
245694_at EF - hand Calcium binding protein - lik --- AT5G04170 1.08 0.11 1.02 0.344291 0.533365 -6.80
255757_at putative protein ROPGEF3 AT4G00460 -1.07 -0.10 -1.02 0.344385 0.533476 -6.80
255422_at putative D-type cyclin CYCD6;1 AT4G03270 -1.09 -0.12 -1.02 0.34446 0.533555 -6.80
250770_at laccase (diphenol oxidase) LAC12 AT5G05390 -1.12 -0.16 -1.02 0.344545 0.533651 -6.80
246970_at  cytochrome P450-like protein fatty aci CYP714A2 AT5G24900 -1.14 -0.19 -1.02 0.344819 0.534038 -6.81
257509_at unknown protein --- AT1G63190 1.09 0.13 1.02 0.344899 0.534112 -6.81
249683_x_ putative protein similar to unknown pro--- --- -1.10 -0.13 -1.02 0.344913 0.534112 -6.81
263716_at 26S proteasome regulatory subunit S2RPN1A AT2G20580 -1.07 -0.10 -1.02 0.344942 0.53412 -6.81
265901_at putative selenium-binding protein --- AT2G25580 1.10 0.14 1.02 0.344978 0.53414 -6.81
256983_at  chaperonin 60 beta, putative very sim --- AT3G13470 1.22 0.29 1.02 0.345011 0.534154 -6.81



266301_at putative MYB family transcription facto AtMYB81 AT2G26960 -1.12 -0.17 -1.02 0.345082 0.534229 -6.81
254116_at hypothetical protein --- AT4G24730 -1.08 -0.11 -1.02 0.345167 0.53426 -6.81
257078_at putative MAP kinase very similar to Bn--- AT3G15220 -1.08 -0.11 -1.02 0.345173 0.53426 -6.81
257230_at DegP protease contains similarity to D DegP11 AT3G16540 -1.07 -0.10 -1.02 0.345159 0.53426 -6.81
248216_at unknown protein --- AT5G53690 -1.08 -0.11 -1.01 0.345218 0.534294 -6.81
253633_at  putative protein tetratricopeptide repea--- AT4G30480 -1.10 -0.14 -1.01 0.345324 0.534422 -6.81
261461_at hypothetical protein predicted by gene --- AT1G07860 -1.10 -0.13 -1.01 0.345386 0.534438 -6.81
254044_at  putative xyloglucan endo-1,4-beta-D-gXTR9 AT4G25820 -1.08 -0.11 -1.01 0.345405 0.534438 -6.81
253899_at  putative protein protein disulfide-isomeATPDIL5-4 AT4G27080 1.09 0.13 1.01 0.345404 0.534438 -6.81
245838_at  disease resistance protein, putative si --- AT1G58410 1.09 0.12 1.01 0.345499 0.534547 -6.81
264745_at  5'-adenylylphosphosulfate reductase, 02-אפר AT1G62180 1.15 0.20 1.01 0.345539 0.534558 -6.81
253450_at  putative protein MUS308 gene, Droso --- AT4G32700 -1.07 -0.10 -1.01 0.345553 0.534558 -6.81
259040_at putative glutathione transferase similarATGSTU8 AT3G09270 1.48 0.56 1.01 0.345621 0.534627 -6.81
257707_at hypothetical protein predicted by gene --- AT3G12650 -1.08 -0.11 -1.01 0.345647 0.534631 -6.81
262332_at hypothetical protein similar to putative --- AT1G64030 -1.08 -0.11 -1.01 0.345751 0.534755 -6.81
247623_at  receptor-like protein kinase receptor-li --- AT5G60320 1.08 0.11 1.01 0.345823 0.53483 -6.81
264135_at  S-locus protein, putative similar to S-lo--- AT1G79030 -1.08 -0.11 -1.01 0.345959 0.535004 -6.81
265303_at hypothetical protein --- --- 1.08 0.11 1.01 0.345993 0.535021 -6.81
256212_at hypothetical protein --- AT1G50970 1.10 0.13 1.01 0.34611 0.535167 -6.81
254136_at  putative protein various predicted prot --- AT4G24860 1.08 0.11 1.01 0.346144 0.535183 -6.81
255588_at hypothetical protein --- AT4G01570 -1.13 -0.17 -1.01 0.346238 0.535291 -6.81
258026_at abscisic acid responsive elements-bindABF4 AT3G19290 1.11 0.16 1.01 0.346333 0.535402 -6.81
247898_at  F-box protein ZTL/LFK1/ADO1, AtFBXZTL AT5G57360 1.09 0.12 1.01 0.346433 0.535507 -6.81
263673_at unknown protein --- AT2G04800 -1.13 -0.18 -1.01 0.346448 0.535507 -6.81
256141_at  lysine and histidine specific transporte--- AT1G48640 -1.07 -0.09 -1.01 0.346505 0.535559 -6.81
250101_at putative protein contains similarity to b BGLU2 AT5G16580 -1.16 -0.22 -1.01 0.34655 0.53556 -6.81
245735_at  myb-like transcription factor, putative sMYB54 AT1G73410 -1.06 -0.09 -1.01 0.346552 0.53556 -6.81
264041_at MADS-box protein (AGL3)  ; supported 04-ספט AT2G03710 -1.19 -0.25 -1.01 0.346601 0.535563 -6.81
254152_at hypothetical protein --- AT4G24410 1.08 0.10 1.01 0.34659 0.535563 -6.81
257141_at  60S ribosomal protein L34, putative si --- AT3G28900 -1.16 -0.22 -1.01 0.346685 0.535579 -6.81
250730_at C3HC4-type RING zinc finger protein-l --- AT5G06490 -1.09 -0.12 -1.01 0.346706 0.535579 -6.81
259230_at unknown protein  ; supported by cDNAOBE1 AT3G07780 1.11 0.15 1.01 0.346683 0.535579 -6.81
260557_at putative endochitinase --- AT2G43610 1.07 0.09 1.01 0.346642 0.535579 -6.81
252029_s_  putative RNA binding protein heteroge--- AT3G52660 / -1.07 -0.10 -1.01 0.346756 0.535621 -6.81
256301_at unknown protein ;supported by full-leng--- AT1G69510 1.08 0.11 1.01 0.346837 0.535673 -6.81



257906_at  ribosomal protein, putative similar to 6ATL5 AT3G25520 -1.22 -0.29 -1.01 0.346834 0.535673 -6.81
248629_at mitochondrial carrier protein-like --- AT5G48970 1.12 0.16 1.01 0.346875 0.535695 -6.81
257089_at hypothetical protein SVL3 AT3G20520 -1.09 -0.12 -1.01 0.346933 0.535749 -6.81
250908_at  GT2 -like protein GT2, Arabidopsis thaPTL AT5G03680 1.08 0.11 1.01 0.347083 0.535944 -6.81
246343_at putative protein --- AT3G56720 1.06 0.09 1.01 0.347365 0.536053 -6.81
251258_at  PECTINESTERASE-like protein PECTVGDH2 AT3G62170 1.10 0.14 1.01 0.347252 0.536053 -6.81
251448_at  allyl alcohol dehydrogenase-like prote --- AT3G59845 1.08 0.11 1.01 0.347353 0.536053 -6.81
267634_at putative actin --- AT2G42100 -1.07 -0.10 -1.01 0.347275 0.536053 -6.81
265540_at Mutator-like transposase similar to  MU--- --- -1.07 -0.10 -1.01 0.347292 0.536053 -6.81
264880_at hypothetical protein contains similarity --- AT1G61210 1.10 0.14 1.01 0.347349 0.536053 -6.81
257581_s_  RAV-like DNA-binding protein, putativ --- AT1G50680 / -1.07 -0.09 -1.01 0.347184 0.536053 -6.81
265789_at putative receptor-like protein kinase --- AT2G01210 -1.08 -0.12 -1.01 0.347357 0.536053 -6.81
262138_at  NBS/LRR disease resistance protein, --- AT1G52660 1.10 0.13 1.01 0.347297 0.536053 -6.81
253560_at  putative protein KIAA0800 protein, HoDCAF1 AT4G31160 1.09 0.12 1.01 0.347499 0.536193 -6.81
248490_at putative protein similar to unknown pro--- AT5G50940 -1.23 -0.30 -1.01 0.347503 0.536193 -6.81
253527_at  pathogenesis-related protein homolog--- AT4G31470 -1.09 -0.12 -1.01 0.3476 0.536233 -6.81
262730_at putative transport protein may be a meATOCT3 AT1G16390 -1.09 -0.13 -1.01 0.347582 0.536233 -6.81
259959_at hypothetical protein predicted by genscCYP59 AT1G53720 1.10 0.14 1.01 0.347565 0.536233 -6.81
252458_at  putative protein various predicted prot --- AT3G47210 1.08 0.11 1.01 0.347738 0.536374 -6.81
254030_at  putative acidic ribosomal protein acidic--- AT4G25890 -1.23 -0.29 -1.01 0.347728 0.536374 -6.81
257782_at hypothetical protein predicted by gene --- AT3G27120 / -1.09 -0.12 -1.01 0.347881 0.536522 -6.81
249439_at  thaumatin-like protein thaumatin-like p--- AT5G40020 -1.17 -0.23 -1.01 0.347863 0.536522 -6.81
266328_at unknown protein  ; supported by full-le --- AT2G01600 1.07 0.09 1.01 0.347932 0.536565 -6.81
261721_at unknown protein ; supported by cDNA:--- AT1G08480 1.08 0.11 1.01 0.348002 0.536636 -6.81
263051_s_ En/Spm-like transposon protein related--- --- 1.08 0.11 1.01 0.348131 0.536767 -6.81
261880_at unknown protein HIT1 AT1G50500 -1.09 -0.13 -1.01 0.348134 0.536767 -6.81
257860_at Expressed protein ; supported by cDNA--- AT3G13062 1.13 0.18 1.01 0.34822 0.536864 -6.81
255980_at hypothetical protein ;supported by full- --- AT1G33970 1.09 0.13 1.01 0.348362 0.537046 -6.81
246758_at  60S ribosomal protein - like 60S riboso--- AT5G27850 -1.16 -0.21 -1.01 0.34858 0.537064 -6.81
262903_at  NADPH-dependent codeinone reducta--- AT1G59950 1.40 0.49 1.01 0.348569 0.537064 -6.81
260237_at putative MYB family transcription facto MYB95 AT1G74430 1.22 0.29 1.01 0.348456 0.537064 -6.81
251569_at putative protein several hypothetical pr--- AT3G58290 -1.10 -0.14 -1.01 0.348609 0.537064 -6.81
260710_at  protein phosphatase 2C, putative simi --- AT1G17545 -1.07 -0.10 -1.01 0.348606 0.537064 -6.81
248562_at putative protein strong similarity to unk--- AT5G49680 -1.20 -0.27 -1.01 0.34849 0.537064 -6.81
263653_at putative ethylene receptor (ERS2) ESTERS2 AT1G04310 1.11 0.15 1.01 0.34856 0.537064 -6.81



250363_at  putative protein predicted proteins, Or --- AT5G11390 -1.15 -0.21 -1.01 0.348467 0.537064 -6.81
253461_at  cytochrome p450 - like protein cytochrCYP96A2 AT4G32170 1.07 0.10 1.01 0.34847 0.537064 -6.81
259726_at Expressed protein ; supported by full-leSCRL6 AT1G60985 -1.07 -0.10 -1.01 0.348571 0.537064 -6.81
252362_at hypothetical protein PDE312 AT3G48500 1.15 0.20 1.01 0.348931 0.537452 -6.81
254228_at putative protein  ; supported by full-len --- AT4G23620 -1.08 -0.11 -1.01 0.348891 0.537452 -6.81
249684_s_ cytochrome P450-like --- AT5G36110 / -1.07 -0.10 -1.01 0.348927 0.537452 -6.81
250553_at  putative protein PTD008, Homo sapie --- AT5G07960 -1.10 -0.14 -1.01 0.349024 0.537559 -6.81
248620_at putative protein similar to unknown pro--- AT5G49320 -1.08 -0.11 -1.01 0.349177 0.537613 -6.82
252959_at  putative protein NADH dehydrogenase--- AT4G38640 1.08 0.12 1.01 0.34909 0.537613 -6.82
256291_at  protein kinase, putative contains PfamAtNek7 AT3G12200 -1.10 -0.13 -1.01 0.349177 0.537613 -6.82
255906_at hypothetical protein similar to RING3-li --- AT1G17790 -1.08 -0.11 -1.01 0.349156 0.537613 -6.82
246696_at  putative protein predicted protein, Ara --- --- 1.08 0.11 1.01 0.349137 0.537613 -6.82
255265_at  kinesin - like protein kinesin like proteiATK5 AT4G05190 -1.11 -0.15 -1.01 0.349217 0.537638 -6.82
256733_at hypothetical protein predicted by gene --- AT3G30370 1.08 0.11 1.01 0.349263 0.537672 -6.82
256957_at hypothetical protein predicted by gensc--- AT3G13420 1.08 0.12 1.01 0.349312 0.537711 -6.82
255384_at hypothetical protein --- AT4G03580 1.07 0.09 1.01 0.349347 0.537729 -6.82
249296_at kinesin-like protein --- AT5G41310 -1.09 -0.13 -1.01 0.349392 0.537762 -6.82
267564_at putative protein kinase contains a prote--- AT2G30740 -1.09 -0.13 -1.01 0.349441 0.537802 -6.82
253380_at  hypothetical protein hypothetical protePGSIP3 AT4G33330 -1.09 -0.12 -1.01 0.349502 0.537859 -6.82
249744_at beta-glucosidase BGLU32 AT5G24550 1.11 0.15 1.01 0.349532 0.537869 -6.82
246152_at  IPP transferase - like protein tRNA de IPT9 AT5G20040 1.08 0.11 1.00 0.349681 0.538025 -6.82
264326_at unknown protein --- AT1G04230 -1.10 -0.14 -1.00 0.349677 0.538025 -6.82
246700_at  cysteine synthase - like cysteine synth--- AT5G28030 -1.18 -0.24 -1.00 0.349705 0.538026 -6.82
259955_s_ unknown protein  ;supported by full-lenBZR1 AT1G19350 / 1.09 0.13 1.00 0.350033 0.538209 -6.82
261900_at unknown protein ;supported by full-leng--- AT1G80940 1.08 0.11 1.00 0.349982 0.538209 -6.82
250542_at hypothetical protein (fragment at BAC --- AT5G08270 1.17 0.22 1.00 0.350037 0.538209 -6.82
261760_at hypothetical protein similar to putative --- AT1G15600 -1.12 -0.16 -1.00 0.349916 0.538209 -6.82
254166_at  HSP90-like protein HSP90 homolog - SHD AT4G24190 1.27 0.35 1.00 0.350035 0.538209 -6.82
249887_at putative protein similar to unknown pro--- AT5G22310 -1.28 -0.36 -1.00 0.34992 0.538209 -6.82
257328_s_ hypothetical protein --- --- 1.11 0.16 1.00 0.349973 0.538209 -6.82
246679_at  putative protein replication protein A1 --- --- -1.07 -0.10 -1.00 0.349877 0.538209 -6.82
245655_at hypothetical protein predicted by gene --- AT1G56530 1.07 0.09 1.00 0.349854 0.538209 -6.82
265830_at putative helicase --- --- 1.10 0.14 1.00 0.350273 0.538537 -6.82
246942_at  anion exchanger-like protein chloride- --- AT5G25430 -1.09 -0.12 -1.00 0.35041 0.538711 -6.82
250347_at putative protein --- AT5G11960 -1.08 -0.11 -1.00 0.350451 0.538738 -6.82



257445_x_ hypothetical protein predicted by gensc--- --- -1.07 -0.10 -1.00 0.35049 0.53876 -6.82
267642_at unknown protein --- AT2G32905 / -1.07 -0.10 -1.00 0.35052 0.538772 -6.82
257050_at putative protein phosphatase type 2C s--- AT3G15260 1.11 0.15 1.00 0.350571 0.5388 -6.82
247669_at  putative protein transcriptional repress--- AT5G60170 1.11 0.15 1.00 0.350586 0.5388 -6.82
266520_at cyclic nucleotide and calmodulin-regulaATCNGC6 AT2G23980 1.10 0.13 1.00 0.350722 0.53883 -6.82
252930_at  putative endo-1,4-beta-glucanase endAtGH9B18 AT4G39010 -1.10 -0.14 -1.00 0.350718 0.53883 -6.82
263520_at putative protein kinase contains a prote--- AT2G42640 -1.08 -0.11 -1.00 0.35063 0.53883 -6.82
263399_at unknown protein ; supported by full-len--- AT2G31490 -1.08 -0.11 -1.00 0.350707 0.53883 -6.82
256522_at unknown protein ;supported by full-lengCMPG1 AT1G66160 1.51 0.60 1.00 0.350724 0.53883 -6.82
265531_at hypothetical protein predicted by genscAtGRF6 AT2G06200 -1.08 -0.12 -1.00 0.350757 0.538844 -6.82
262337_at hypothetical protein similar to hypothet --- AT1G64260 -1.10 -0.13 -1.00 0.350997 0.539177 -6.82
259613_at hypothetical protein predicted by gene --- AT1G48010 1.07 0.10 1.00 0.351047 0.539218 -6.82
262384_at  disease resistance protein, putative si --- AT1G72950 -1.11 -0.15 -1.00 0.351082 0.539236 -6.82
260246_at hypothetical protein similar to GB:AAD --- AT1G74220 -1.08 -0.11 -1.00 0.351123 0.539246 -6.82
267131_at hypothetical protein predicted by gensc--- AT2G23400 -1.07 -0.10 -1.00 0.351136 0.539246 -6.82
254146_at  endo-1,4-beta-glucanase like protein eATGH9A3 AT4G24260 -1.10 -0.14 -1.00 0.351218 0.539336 -6.82
264931_at  polygalacturonase, putative similar to --- AT1G60590 -1.09 -0.12 -1.00 0.351255 0.539355 -6.82
266622_at hypothetical protein predicted by gensc--- AT2G35430 1.10 0.14 1.00 0.351326 0.539428 -6.82
259712_at putative 20S proteasome beta subunit PBC2 AT1G77440 -1.07 -0.10 -1.00 0.351372 0.539462 -6.82
264985_at unknown protein ;supported by full-leng--- AT1G27150 -1.15 -0.21 -1.00 0.351406 0.539478 -6.82
256506_at unknown protein --- AT1G75160 -1.10 -0.13 -1.00 0.351458 0.539486 -6.82
251948_at  diaminopimelate epimerase - like prote--- AT3G53580 -1.10 -0.13 -1.00 0.351447 0.539486 -6.82
266589_at hypothetical protein predicted by gensc--- AT2G46250 1.12 0.16 1.00 0.35163 0.539685 -6.82
256369_at hypothetical protein predicted by gene --- AT1G66790 / -1.06 -0.09 -1.00 0.351635 0.539685 -6.82
255819_s_ 40S ribosomal protein S26 --- AT2G40510 / -1.08 -0.11 -1.00 0.351682 0.539718 -6.82
256074_at unknown protein ; supported by cDNA:--- AT1G18260 1.09 0.13 1.00 0.351704 0.539718 -6.82
247887_at unknown protein --- AT5G57880 1.08 0.11 1.00 0.351829 0.539873 -6.82
246717_at putative protein --- AT5G28920 -1.07 -0.10 -1.00 0.351864 0.539891 -6.82
266729_at 50S ribosomal protein L7/L12 --- AT2G03130 1.08 0.11 1.00 0.352134 0.540269 -6.82
256880_at  major latex protein, putative similar to --- AT3G26450 1.15 0.20 1.00 0.352221 0.540367 -6.82
249450_at  serine/threonine-specific protein kinasSnRK1.3 AT5G39440 -1.08 -0.11 -1.00 0.352314 0.540435 -6.82
255105_at putative sulfate transporter  ; supportedSULTR1;1 AT4G08620 -1.09 -0.12 -1.00 0.352291 0.540435 -6.82
249170_at abscisic acid responsive elements-bind--- AT5G42910 1.07 0.10 1.00 0.352371 0.540487 -6.82
266652_at unknown protein --- AT2G25760 -1.07 -0.10 -1.00 0.352409 0.540503 -6.82
249651_at auxin response factor 8 (ARF8)  ; suppARF8 AT5G37020 1.16 0.21 1.00 0.352429 0.540503 -6.82



248585_at unknown protein --- AT5G49640 -1.08 -0.11 -1.00 0.352489 0.540515 -6.82
252685_at  disease resistence - like protein RPP1--- AT3G44410 -1.15 -0.21 -1.00 0.35246 0.540515 -6.82
267307_at putative laccase LAC3 AT2G30210 -1.11 -0.15 -1.00 0.352516 0.540515 -6.82
247719_at Expressed protein ; supported by full-le--- AT5G59305 1.09 0.12 1.00 0.352531 0.540515 -6.82
250476_at MADS box protein FLOWERING LOCUFLC AT5G10140 -1.08 -0.11 -1.00 0.352612 0.540602 -6.82
259228_at unknown protein similar to hypothetica --- AT3G07720 -1.10 -0.14 -1.00 0.352852 0.540934 -6.82
252535_at hypothetical protein --- AT3G46150 -1.16 -0.21 -1.00 0.352887 0.540951 -6.82
257292_s_ hypothetical protein contains Pfam pro --- --- 1.07 0.09 1.00 0.352976 0.541052 -6.82
255646_at hypothetical protein --- AT4G00890 -1.09 -0.12 -1.00 0.353039 0.541111 -6.82
247284_at Isp4-like protein  ; supported by full-lenOPT4 AT5G64410 -1.20 -0.26 -1.00 0.353124 0.541152 -6.82
249184_at receptor kinase-like protein --- AT5G43020 -1.14 -0.18 -1.00 0.353102 0.541152 -6.82
264620_at putative bZIP transcription factor ATBZIP27 AT2G17770 1.10 0.14 1.00 0.353136 0.541152 -6.82
256028_at  poly(A)-binding protein, putative similaPAB1 AT1G34140 -1.11 -0.15 -1.00 0.353209 0.541226 -6.82
256665_at hypothetical protein predicted by gene --- AT3G20700 -1.11 -0.15 -1.00 0.353374 0.541443 -6.82
254035_at  putative phosphatidylserine decarboxyPSD3 AT4G25970 / 1.08 0.11 1.00 0.35362 0.541734 -6.83
250103_at transcription factor (gb|AAD53095.1)  ;MYB43 AT5G16600 -1.08 -0.11 -1.00 0.353591 0.541734 -6.83
250331_at  putative protein self-incompatibility pro--- AT5G11820 1.09 0.12 1.00 0.353636 0.541734 -6.83
264040_at putative uridylyl transferase  ; supporteACR5 AT2G03730 1.06 0.09 1.00 0.353843 0.542016 -6.83
259112_at putative 60S ribosomal protein  L22 sim--- AT3G05560 -1.18 -0.23 -1.00 0.35387 0.542021 -6.83
267295_at  pregeranylgeranyl pyrophosphate syn GGPS2 AT2G23800 1.08 0.11 1.00 0.354032 0.542233 -6.83
252160_at proline-rich protein --- AT3G50570 -1.11 -0.15 -0.99 0.35441 0.542776 -6.83
252588_at  putative protein potential transcriptiona--- AT3G45630 -1.07 -0.10 -0.99 0.354509 0.542891 -6.83
260158_at unknown protein --- AT1G79910 1.09 0.12 0.99 0.354814 0.543313 -6.83
261850_at hypothetical protein predicted by gene --- AT1G50470 -1.11 -0.16 -0.99 0.354832 0.543313 -6.83
245171_at hypothetical protein predicted by gensc--- AT2G47560 -1.09 -0.12 -0.99 0.354861 0.54332 -6.83
263843_at translin-like protein  ; supported by cDN--- AT2G37020 1.08 0.11 0.99 0.354903 0.543348 -6.83
265647_at hypothetical protein predicted by genef--- AT2G27410 -1.08 -0.11 -0.99 0.354971 0.54339 -6.83
256097_at unknown protein --- AT1G13670 -1.07 -0.09 -0.99 0.354978 0.54339 -6.83
254344_at  alcohol dehydrogenase like protein pro--- AT4G22110 -1.13 -0.18 -0.99 0.355014 0.543406 -6.83
255484_at  putative protein similar to A. thaliana h--- AT4G02540 -1.10 -0.13 -0.99 0.355036 0.543406 -6.83
249931_at putative protein similar to unknown proQQT1 AT5G22370 -1.12 -0.16 -0.99 0.355083 0.543441 -6.83
265555_at putative Mutator-like transposase relat --- --- -1.06 -0.08 -0.99 0.355183 0.543557 -6.83
266943_at putative reverse transcriptase --- --- -1.12 -0.17 -0.99 0.35526 0.543638 -6.83
258668_at hypothetical protein predicted by gensc--- AT3G08780 -1.08 -0.11 -0.99 0.355437 0.543873 -6.83
245663_at  steroid sulfotransferase, putative simil --- AT1G28170 1.08 0.11 0.99 0.35559 0.544034 -6.83



256838_at  ADP-ribosylation factor, putative similaATARFC1 AT3G22950 1.10 0.13 0.99 0.355568 0.544034 -6.83
248245_at MtN3 protein-like --- AT5G53190 -1.10 -0.13 -0.99 0.355664 0.544111 -6.83
254763_at  ribosomal protein L13a like protein rib --- AT4G13170 1.11 0.15 0.99 0.355827 0.544324 -6.83
261837_s_  transcriptional regulator, putative simil --- AT1G15910 / 1.11 0.15 0.99 0.356138 0.544727 -6.83
255170_at hypothetical protein similar to A. thalian--- --- 1.08 0.11 0.99 0.356138 0.544727 -6.83
253331_at  nucellin -like protein nucellin - Hordeu --- AT4G33490 -1.12 -0.17 -0.99 0.356171 0.54474 -6.83
255593_at hypothetical protein --- AT4G01650 1.08 0.11 0.99 0.356221 0.544741 -6.83
267269_at unknown protein CAND1 AT2G02560 1.09 0.12 0.99 0.356243 0.544741 -6.83
256662_at male sterility protein 2 (MS2) nearly ideMS2 AT3G11980 -1.07 -0.10 -0.99 0.356219 0.544741 -6.83
262112_at unknown protein ;supported by full-leng--- AT1G02870 -1.11 -0.15 -0.99 0.3563 0.544791 -6.83
256403_at unknown protein similar to SPOP (noveBPM2 AT3G06190 -1.07 -0.10 -0.99 0.356542 0.545126 -6.83
255082_at  putative protein polyphosphoinositide --- AT4G09160 -1.08 -0.11 -0.99 0.356597 0.545173 -6.83
262908_at  pyruvate dehydrogenase e1 alpha subAT-E1 ALPHAT1G59900 -1.08 -0.11 -0.99 0.356654 0.545223 -6.83
252483_at  scarecrow-like protein scarecrow-like --- AT3G46600 1.21 0.27 0.99 0.356958 0.545652 -6.83
264417_at hypothetical protein contains similarity --- --- -1.13 -0.17 -0.99 0.35703 0.545724 -6.83
249695_at putative protein similar to unknown pro--- --- 1.08 0.11 0.99 0.357171 0.545903 -6.83
267071_at unknown protein --- AT2G40980 1.08 0.11 0.99 0.357203 0.545916 -6.83
254636_at putative protein kinase  ; supported by CIPK12 AT4G18700 1.07 0.10 0.99 0.357385 0.546109 -6.83
257550_at hypothetical protein similar to GB:AAD --- AT3G18460 -1.10 -0.14 -0.99 0.357425 0.546109 -6.83
264858_at hypothetical protein SNL3 AT1G24190 1.09 0.12 0.99 0.357424 0.546109 -6.83
246365_at hypothetical protein --- --- 1.09 0.12 0.99 0.357409 0.546109 -6.83
261628_at hypothetical protein predicted by gene --- AT1G50000 1.07 0.10 0.99 0.357537 0.546243 -6.83
257258_at hypothetical protein contains Pfam pro --- AT3G22040 -1.12 -0.17 -0.99 0.357735 0.54651 -6.83
251091_at pyridoxine biosynthesis protein - like pyRSR4 AT5G01410 1.20 0.26 0.99 0.358 0.546842 -6.83
267272_at hypothetical protein predicted by gensc--- --- -1.07 -0.10 -0.99 0.357997 0.546842 -6.83
253105_at  putative protein zinc finger protein, Ara--- AT4G35840 1.12 0.17 0.99 0.358137 0.546986 -6.83
244994_at NADH dehydrogenase ND5 --- --- -1.10 -0.14 -0.99 0.358143 0.546986 -6.83
254789_at  blue copper-binding protein, 15K (lam --- AT4G12880 -1.59 -0.67 -0.99 0.358268 0.54714 -6.84
263741_at hypothetical protein predicted by gensc--- AT2G20620 1.11 0.15 0.99 0.358428 0.54733 -6.84
251165_at putative protein different MAP kinases --- AT3G63330 1.11 0.14 0.99 0.35844 0.54733 -6.84
251262_at hypothetical protein  ; supported by cD--- AT3G62080 1.13 0.18 0.99 0.358508 0.547397 -6.84
249079_at putative protein contains similarity to u --- AT5G43930 1.12 0.16 0.99 0.35859 0.547486 -6.84
252651_at putative protein several hypothetical pr--- AT3G44700 1.09 0.13 0.99 0.358617 0.547491 -6.84
247372_at unknown protein  ;supported by full-len--- AT5G63280 -1.13 -0.17 -0.98 0.358777 0.547661 -6.84
248432_at putative protein similar to unknown pro--- AT5G51390 -1.20 -0.26 -0.98 0.358758 0.547661 -6.84



255352_at putative transposon protein similar to a--- --- -1.08 -0.11 -0.98 0.358894 0.547803 -6.84
249940_at NAC-domain protein-like  ;supported b anac090 AT5G22380 1.09 0.12 0.98 0.359006 0.547938 -6.84
245986_at  protein kinase-like protein kinase 1 PnPBS1 AT5G13160 -1.07 -0.10 -0.98 0.359076 0.548007 -6.84
250178_at  putative protein various unknown or p --- AT5G14430 1.07 0.10 0.98 0.359202 0.548163 -6.84
265516_at putative Athila retroelement ORF1 prot--- --- -1.08 -0.11 -0.98 0.35933 0.548322 -6.84
264768_at hypothetical protein similar to putative --- AT1G61410 -1.08 -0.11 -0.98 0.359371 0.548348 -6.84
258526_at  DAG protein, putative similar to DAG P--- AT3G06790 -1.08 -0.12 -0.98 0.359412 0.54836 -6.84
252368_at  cytochrome P450-like protein cytochroCYP94B3 AT3G48520 -1.21 -0.27 -0.98 0.359475 0.54836 -6.84
263110_at unknown protein ;supported by full-leng--- AT1G65220 -1.11 -0.15 -0.98 0.359461 0.54836 -6.84
266690_at malate oxidoreductase (malic enzyme)ATNADP-MEAT2G19900 -1.08 -0.11 -0.98 0.359436 0.54836 -6.84
253947_at  putative protein hypothetical protein, AMAP65-2 AT4G26760 -1.09 -0.13 -0.98 0.359538 0.548411 -6.84
255989_at putative protein --- AT5G35069 1.10 0.14 0.98 0.359581 0.548411 -6.84
250635_at  glycine-rich protein glycine-rich proteinGRP14 AT5G07510 -1.09 -0.13 -0.98 0.359562 0.548411 -6.84
252727_s_  putative protein predicted proteins, Ara--- --- 1.07 0.09 0.98 0.359734 0.548608 -6.84
258651_at putative phosphatidylinositol-4-phosph PIP5K9 AT3G09920 -1.10 -0.13 -0.98 0.359843 0.548737 -6.84
246591_at  putative cation transport protein putati --- AT5G14880 1.10 0.14 0.98 0.360152 0.549172 -6.84
253847_at  putative protein CRP1, Zea mays, AF0--- AT4G28010 1.08 0.11 0.98 0.360246 0.549279 -6.84
256110_at  Ser Thr protein kinase, putative simila --- AT1G16900 1.12 0.16 0.98 0.360311 0.549341 -6.84
256249_at  26S proteasome regulatory subunit S1MEE34 AT3G11270 -1.08 -0.12 -0.98 0.360367 0.549389 -6.84
263068_at putative poly(A) polymerase --- AT2G17580 1.10 0.14 0.98 0.360441 0.549466 -6.84
249604_x_  putative protein RING-H2 finger protei --- AT5G37230 1.09 0.12 0.98 0.360508 0.549532 -6.84
247592_at  high affinity nitrate transporter protein NRT2.3 AT5G60780 1.07 0.10 0.98 0.36063 0.549681 -6.84
255721_at unknown protein ;supported by full-leng--- AT1G31940 -1.07 -0.10 -0.98 0.360741 0.549813 -6.84
265215_at hypothetical protein predicted by gensc--- AT1G05040 -1.07 -0.09 -0.98 0.360861 0.549884 -6.84
250785_at unknown protein --- AT5G05510 -1.11 -0.15 -0.98 0.360881 0.549884 -6.84
252835_at putative protein several hypothetical pr--- AT3G42060 -1.09 -0.13 -0.98 0.360814 0.549884 -6.84
245353_at hypothetical protein ;supported by full- --- AT4G16000 -1.16 -0.22 -0.98 0.360884 0.549884 -6.84
252211_at  putative protein predicted proteins, Ara--- AT3G50220 -1.08 -0.11 -0.98 0.361057 0.550111 -6.84
261430_at hypothetical protein predicted by gene --- AT1G18830 -1.11 -0.15 -0.98 0.361092 0.550128 -6.84
263435_at putative ATP-dependent RNA helicase--- AT2G28600 1.15 0.21 0.98 0.361234 0.550274 -6.84
249415_at  promoter-binding protein like ascorbatCDF2 AT5G39660 -1.15 -0.20 -0.98 0.361236 0.550274 -6.84
260883_at hypothetical protein predicted by gene --- AT1G29270 -1.06 -0.09 -0.98 0.361269 0.550287 -6.84
267062_at putative spliceosome associated prote --- AT2G32600 1.10 0.14 0.98 0.361309 0.550312 -6.84
251511_at putative protein several hypothetical pr--- AT3G59180 1.07 0.10 0.98 0.361368 0.550364 -6.84
255610_at  putative phosphatidylinositol kinase si ATPIPK10 AT4G01190 1.08 0.11 0.98 0.361439 0.550378 -6.84



259906_at unknown protein --- AT1G74120 -1.07 -0.10 -0.98 0.36145 0.550378 -6.84
266974_at unknown protein --- AT2G39370 1.07 0.09 0.98 0.361427 0.550378 -6.84
262347_at unknown protein similar to hypothetica --- AT1G64110 1.09 0.13 0.98 0.361599 0.550568 -6.84
265506_at putative non-LTR retroelement reverse--- --- -1.10 -0.14 -0.98 0.361668 0.550596 -6.84
254107_at  putative protein putative glycerol-3-ph --- AT4G25220 -1.10 -0.14 -0.98 0.361675 0.550596 -6.84
252185_at putative protein --- AT3G50780 1.11 0.15 0.98 0.361689 0.550596 -6.84
265477_at hypothetical protein predicted by genscGAUT2 AT2G46480 1.09 0.12 0.98 0.36173 0.550621 -6.84
263915_at hypothetical protein predicted by gensc--- AT2G36430 1.26 0.33 0.98 0.362035 0.551049 -6.84
263779_at putative photomorphogenesis repressoSPA1 AT2G46340 1.09 0.13 0.98 0.362104 0.551117 -6.84
266590_at hypothetical protein predicted by genscBAG6 AT2G46240 1.14 0.19 0.98 0.362168 0.551178 -6.84
257507_at  zinc finger protein, putative similar to G--- AT1G29600 -1.06 -0.09 -0.98 0.362277 0.551303 -6.84
245212_at hypothetical protein predicted by genscAT1G44224 --- -1.12 -0.16 -0.98 0.362299 0.551303 -6.84
251133_at LAX1 / AUX1 -like permease --- AT5G01240 1.12 0.17 0.98 0.362392 0.551409 -6.84
244910_s_ hypothetical protein --- --- -1.08 -0.11 -0.98 0.362423 0.551418 -6.84
257976_at  putative transcription factor contains APLT1 AT3G20840 1.08 0.12 0.98 0.362541 0.551562 -6.84
247300_at unknown protein FCLY AT5G63910 1.09 0.12 0.98 0.362747 0.551837 -6.84
262014_at unknown protein --- AT1G35660 1.16 0.21 0.98 0.362772 0.551839 -6.84
251853_at putative protein various Arabidopsis th --- AT3G54790 -1.07 -0.10 -0.98 0.362804 0.551851 -6.84
256798_at  uracil-DNA glycosylase, putative simila--- AT3G18630 -1.11 -0.15 -0.98 0.362984 0.552088 -6.85
247064_at putative protein contains similarity to d --- AT5G66890 1.15 0.20 0.98 0.363019 0.552104 -6.85
258458_at Expressed protein ; supported by cDNA--- AT3G22435 1.12 0.17 0.98 0.363074 0.55212 -6.85
248827_at  calcium sensor protein, calcineurin-likeCBL9 AT5G47100 1.13 0.17 0.98 0.363102 0.55212 -6.85
246914_at  putative protein various predicted prot --- AT5G25860 -1.11 -0.15 -0.98 0.363101 0.55212 -6.85
263625_at  F-box protein family, AtFBX9 contains --- AT2G04920 1.07 0.10 0.98 0.363178 0.5522 -6.85
266466_at hypothetical protein The first 3 exons is--- AT2G47790 1.08 0.11 0.98 0.363231 0.552242 -6.85
246423_at  putative protein ribosomal protein L18 --- AT5G16950 1.11 0.15 0.97 0.363498 0.552575 -6.85
261093_at  non-LTR reverse transcriptase, putativAT1G62880 --- -1.10 -0.14 -0.97 0.363477 0.552575 -6.85
250027_at putative protein similar to unknown pro--- AT5G18250 1.10 0.14 0.97 0.363688 0.552827 -6.85
266982_at unknown protein  ; supported by cDNA--- AT2G39500 1.10 0.14 0.97 0.363719 0.552837 -6.85
258360_at hypothetical protein predicted by gene --- AT3G14250 1.08 0.11 0.97 0.363775 0.552886 -6.85
261428_at  isochorismate synthase, putative simil ICS2 AT1G18870 1.14 0.18 0.97 0.364001 0.553193 -6.85
250258_at floral homeotic protein AGL15 (sp|Q38AGL15 AT5G13790 1.09 0.12 0.97 0.364034 0.553206 -6.85
249047_at berberine bridge enzyme-like protein --- AT5G44410 -1.09 -0.12 -0.97 0.36425 0.553479 -6.85
257287_at hypothetical protein predicted by gene --- --- 1.07 0.09 0.97 0.364311 0.553479 -6.85
266123_at unknown protein identical to GB:AAB8 --- AT2G45180 -1.06 -0.09 -0.97 0.364301 0.553479 -6.85



266177_at putative phloem-specific lectin ATPP2-B3 AT2G02270 1.11 0.15 0.97 0.364278 0.553479 -6.85
258778_s_ hypothetical protein predicted by genef--- AT3G11860 / -1.09 -0.13 -0.97 0.364401 0.553537 -6.85
260233_at putative cytochrome P450 similar to cyCYP98A9 AT1G74550 1.14 0.18 0.97 0.364422 0.553537 -6.85
257996_at unknown protein --- AT3G19950 1.07 0.09 0.97 0.364418 0.553537 -6.85
248467_at MtN3-like protein ;supported by full-len--- AT5G50800 1.24 0.31 0.97 0.364567 0.553721 -6.85
250735_at putative protein similar to unknown pro--- AT5G06280 -1.08 -0.11 -0.97 0.364661 0.553722 -6.85
246306_at  putative protein hypothetical proteins -ATBAG4 AT3G51780 1.06 0.09 0.97 0.364665 0.553722 -6.85
257555_at hypothetical protein predicted by gensc--- AT3G24780 1.11 0.15 0.97 0.364663 0.553722 -6.85
257342_at  pseudogene, putative polyprotein simi --- --- 1.13 0.18 0.97 0.364665 0.553722 -6.85
252359_at  putative protein predicted proteins, Ara--- AT3G48440 -1.11 -0.15 -0.97 0.364695 0.55373 -6.85
249332_at putative protein similar to unknown pro--- AT5G40980 1.10 0.13 0.97 0.364777 0.553818 -6.85
260752_at unknown protein contains similarity to f--- AT1G49030 -1.10 -0.14 -0.97 0.364941 0.554031 -6.85
254059_at Arabidopsis mitochondrion-localized smATHSP23.6- AT4G25200 1.10 0.14 0.97 0.365051 0.55416 -6.85
248642_at putative protein similar to unknown pro--- AT5G49120 -1.08 -0.11 -0.97 0.365294 0.554455 -6.85
265912_at hypothetical protein predicted by gensc--- AT2G25565 / -1.08 -0.11 -0.97 0.365291 0.554455 -6.85
246147_s_  26S proteasome AAA-ATPase subuni RPT6A AT5G19990 / 1.09 0.12 0.97 0.36536 0.554518 -6.85
245335_at pore protein homolog ;supported by fu ATOEP16-2 AT4G16160 -1.10 -0.14 -0.97 0.36541 0.554557 -6.85
251985_at  thioredoxin -like protein cop c2,  Copri --- AT3G53220 -1.10 -0.14 -0.97 0.365527 0.554698 -6.85
262866_at  cytochrome p450, putative similar to cCYP89A6 AT1G64940 1.07 0.09 0.97 0.365573 0.554731 -6.85
257735_at  pectate lyase, putative similar to pecta--- AT3G27400 -1.15 -0.20 -0.97 0.365606 0.554745 -6.85
254424_at hypothetical protein  ;supported by full---- AT4G21510 -1.14 -0.20 -0.97 0.365733 0.5549 -6.85
257192_at unknown protein  ;supported by full-lenEMB2769 AT3G13200 -1.09 -0.12 -0.97 0.365779 0.554934 -6.85
247410_at putative protein similar to unknown proemb1692 AT5G62990 1.16 0.21 0.97 0.366018 0.555259 -6.85
256595_x_ hypothetical protein --- AT3G28530 -1.09 -0.13 -0.97 0.366068 0.555298 -6.85
263089_at putative retroelement pol polyprotein --- --- -1.10 -0.14 -0.97 0.366109 0.555323 -6.85
248029_at beta-amylase  ; supported by cDNA: g BAM4 AT5G55700 1.09 0.12 0.97 0.366215 0.555447 -6.85
264569_at unknown protein EST gb|ATTS1136 co--- --- -1.07 -0.10 -0.97 0.366249 0.555461 -6.85
247325_at putative protein contains similarity to s SC35 AT5G64200 1.07 0.10 0.97 0.36636 0.555556 -6.85
247985_at putative protein contains similarity to p --- AT5G56790 -1.09 -0.13 -0.97 0.36636 0.555556 -6.85
258553_at hypothetical protein  ; supported by cDPDE320 AT3G06960 1.07 0.10 0.97 0.366456 0.555564 -6.85
249330_at putative protein similar to unknown pro--- AT5G40970 -1.08 -0.11 -0.97 0.366476 0.555564 -6.85
259467_at hypothetical protein predicted by gene --- AT1G19060 -1.06 -0.08 -0.97 0.366392 0.555564 -6.85
265381_at putative non-LTR retroelement reverse--- --- -1.11 -0.15 -0.97 0.366487 0.555564 -6.85
257554_at  synaptobrevin, putative similar to SYNVAMP728 AT3G24890 -1.08 -0.11 -0.97 0.366429 0.555564 -6.85
247245_at putative protein similar to unknown pro--- AT5G64720 -1.07 -0.10 -0.97 0.366548 0.55562 -6.85



265563_s_ hypothetical protein predicted by gensc--- --- 1.06 0.08 0.97 0.366672 0.555685 -6.85
250684_at zinc finger-like protein GIS2 AT5G06650 -1.08 -0.11 -0.97 0.366707 0.555685 -6.85
248668_at putative protein similar to unknown proXRI1 AT5G48720 -1.14 -0.19 -0.97 0.366713 0.555685 -6.85
250099_at unknown protein  ; supported by cDNA--- AT5G17300 1.10 0.14 0.97 0.366636 0.555685 -6.85
246931_at  putative protein apoptosis-related prot --- AT5G25170 1.27 0.34 0.97 0.366651 0.555685 -6.85
251779_at  putative protein various predicted prot --- --- 1.08 0.11 0.97 0.366766 0.555728 -6.85
256674_at unknown protein ;supported by full-leng--- AT3G52360 -1.13 -0.17 -0.97 0.366876 0.555859 -6.85
254932_at  putative translation elongation factor ts--- AT4G11120 -1.13 -0.17 -0.97 0.367256 0.556351 -6.85
266626_at hypothetical protein predicted by gensc--- AT2G35360 -1.11 -0.16 -0.97 0.367275 0.556351 -6.85
255476_at  hypothetical protein similar to reverse --- --- 1.09 0.12 0.97 0.367228 0.556351 -6.85
247706_at putative ripening-related protein - like p--- AT5G59480 -1.20 -0.26 -0.97 0.367344 0.55642 -6.85
259366_at  allene oxide cyclase, putative similar t AOC4 AT1G13280 -1.12 -0.17 -0.97 0.367422 0.5565 -6.85
259147_at putative RNA binding protein similar to APUM4 AT3G10360 -1.14 -0.19 -0.97 0.367632 0.55667 -6.86
251248_at  P-glycoprotein-like proetin P-glycoprotPGP21 AT3G62150 1.40 0.49 0.97 0.367596 0.55667 -6.86
262363_at  disease resistance protein, putative si --- AT1G72850 -1.08 -0.11 -0.97 0.367615 0.55667 -6.86
245414_at hypothetical protein --- AT4G17310 -1.10 -0.14 -0.97 0.367626 0.55667 -6.86
253724_at Expressed protein ; supported by full-leLCR24 AT4G29285 1.07 0.10 0.97 0.367863 0.556983 -6.86
251020_at  ABC transporter -like protein NBD-likeNAP9 AT5G02270 1.22 0.29 0.96 0.367979 0.557085 -6.86
251101_at putative transporter protein Na+/H+ anCHX26 AT5G01680 1.06 0.09 0.96 0.367956 0.557085 -6.86
256392_at putative glycosyl transferase contains GATL4 AT3G06260 -1.09 -0.12 -0.96 0.368006 0.557089 -6.86
254784_at  growth factor like protein antisense baNUDT7 AT4G12720 -1.20 -0.27 -0.96 0.36814 0.557164 -6.86
256250_at  integral membrane protein, putative co--- AT3G11320 1.11 0.15 0.96 0.368142 0.557164 -6.86
257029_at  dem-like protein similar to dem  GB:CA--- AT3G19240 1.08 0.11 0.96 0.368148 0.557164 -6.86
AFFX-ThrX B. subtilis /GEN=thrC, thrB /DB_XREF --- --- -1.19 -0.25 -0.96 0.368153 0.557164 -6.86
249334_at putative protein strong similarity to unkYSL4 AT5G41000 1.12 0.16 0.96 0.368184 0.557173 -6.86
262021_at unknown protein AT1G35545 --- -1.09 -0.12 -0.96 0.368343 0.557341 -6.86
246203_at putative protein ; supported by full-leng--- AT4G36610 -1.16 -0.21 -0.96 0.368319 0.557341 -6.86
251460_at hypothetical protein SAC9 AT3G59770 1.07 0.10 0.96 0.36839 0.557375 -6.86
262827_at putative cytochrome P450 monooxyge CYP71B29 AT1G13100 1.17 0.22 0.96 0.368423 0.557388 -6.86
259456_s_ unknown protein similar to putative non--- --- -1.08 -0.12 -0.96 0.368728 0.557811 -6.86
267456_at  E2, ubiquitin-conjugating enzyme, put PHO2 AT2G33770 1.19 0.25 0.96 0.368785 0.557861 -6.86
265284_at unknown protein  ;supported by full-len--- AT2G20230 1.09 0.12 0.96 0.36893 0.558003 -6.86
266909_at hypothetical protein predicted by genscBRM AT2G46020 1.10 0.13 0.96 0.368936 0.558003 -6.86
248188_at putative protein contains similarity to h HSFA9 AT5G54070 -1.06 -0.09 -0.96 0.368952 0.558003 -6.86
267431_at unknown protein  ;supported by full-lenMEE26 AT2G34870 -1.09 -0.12 -0.96 0.369067 0.55814 -6.86



265930_at putative spliceosome associated prote emb2444 AT2G18510 -1.09 -0.12 -0.96 0.369115 0.558175 -6.86
265096_at  unknown protein Location of ESTs 40C--- AT1G04030 -1.09 -0.13 -0.96 0.369147 0.558186 -6.86
263907_at abscisic acid insensitive 5 (ABI5) contaABI5 AT2G36270 1.10 0.14 0.96 0.369196 0.558223 -6.86
260929_at  transcription factor TFIID, putative simTAF13 AT1G02680 -1.12 -0.16 -0.96 0.369257 0.558278 -6.86
250223_at glutaredoxin-like protein  ;supported byROXY2 AT5G14070 -1.07 -0.10 -0.96 0.369284 0.558283 -6.86
257795_at hypothetical protein predicted by gensc--- AT3G15910 1.10 0.14 0.96 0.369445 0.558453 -6.86
247579_at  cytochrome P450 - like protein cytoch CYP89A3 AT5G61320 -1.07 -0.10 -0.96 0.369424 0.558453 -6.86
246924_at  putative protein KIAA0332 - Homo sap--- AT5G25060 1.06 0.09 0.96 0.369583 0.558538 -6.86
248061_at putative protein contains similarity to w--- AT5G55340 1.06 0.09 0.96 0.369592 0.558538 -6.86
264136_at  leucine-rich repeat transmembrane pr SRF5 AT1G78980 -1.12 -0.16 -0.96 0.369556 0.558538 -6.86
259284_at putative cell division related protein sim--- AT3G11450 1.09 0.13 0.96 0.3696 0.558538 -6.86
255310_at Expressed protein ; supported by full-leATALN AT4G04955 -1.21 -0.28 -0.96 0.3697 0.558616 -6.86
251409_at Expressed protein ; supported by full-le--- AT3G60245 -1.21 -0.28 -0.96 0.369685 0.558616 -6.86
259536_s_ putative protein hypothetical proteins - ATCOAB AT1G12350 / -1.06 -0.09 -0.96 0.36984 0.558679 -6.86
253592_at hypothetical protein ;supported by full- --- AT4G30840 1.07 0.10 0.96 0.369788 0.558679 -6.86
254963_at  putative protein single strand DNA-binMTSSB AT4G11060 -1.09 -0.12 -0.96 0.369816 0.558679 -6.86
255912_at  2,3-oxidosqualene-triterpenoid cyclase--- AT1G66960 -1.10 -0.14 -0.96 0.369814 0.558679 -6.86
260426_at putative 40S ribosomal protein SA (lamP40 AT1G72370 -1.15 -0.21 -0.96 0.369882 0.558705 -6.86
254988_at  putative protein Ran GTPase activato GTC2 AT4G10670 1.08 0.11 0.96 0.369936 0.55875 -6.86
263336_x_ hypothetical protein predicted by gensc--- --- -1.07 -0.10 -0.96 0.369998 0.558797 -6.86
260333_at putative polygalacturonase similar to p --- AT1G70500 1.13 0.17 0.96 0.370016 0.558797 -6.86
264017_s_ putative ER lumen protein retaining rec--- AT2G21190 / 1.07 0.10 0.96 0.370043 0.558801 -6.86
253103_at  putative auxin-induced protein high sim--- AT4G36110 -1.45 -0.54 -0.96 0.3703 0.559023 -6.86
256679_at putative protein similar to ATP synthasATPQ AT3G52300 1.08 0.12 0.96 0.370302 0.559023 -6.86
265133_s_ unknown protein similar to hypothetica --- AT1G51240 / -1.07 -0.09 -0.96 0.370225 0.559023 -6.86
260831_at  glutaredoxin, putative similar to glutare--- AT1G06830 -1.52 -0.60 -0.96 0.370337 0.559023 -6.86
263874_at putative ATP synthase  ;supported by f--- AT2G21870 1.11 0.15 0.96 0.370307 0.559023 -6.86
267395_at unknown protein --- AT2G44250 1.07 0.09 0.96 0.370325 0.559023 -6.86
267442_at unknown protein  ;supported by full-len--- AT2G19080 -1.07 -0.10 -0.96 0.370501 0.559151 -6.86
255009_at  putative DNA-directed RNA polymeras--- AT4G10070 1.12 0.16 0.96 0.370456 0.559151 -6.86
250357_at  putative protein various predicted prot --- AT5G11730 1.08 0.12 0.96 0.37052 0.559151 -6.86
263057_at hypothetical protein predicted by genef--- AT2G09840 1.11 0.15 0.96 0.370491 0.559151 -6.86
264724_at  putative JUN kinase activator protein sCSN5A AT1G22920 -1.07 -0.10 -0.96 0.370589 0.559181 -6.86
253656_at  putative protein hypothetical protein - Aemb1353 AT4G30090 -1.07 -0.10 -0.96 0.370586 0.559181 -6.86
246662_at putative protein --- AT5G35290 1.08 0.11 0.96 0.370731 0.559358 -6.86



246302_at Ca2+/H+-exchanging protein-like Arab CAX3 AT3G51860 1.28 0.35 0.96 0.370856 0.559495 -6.86
254242_at  serine /threonine kinase - like protein s--- AT4G23200 -1.29 -0.36 -0.96 0.370871 0.559495 -6.86
250472_at putative protein --- AT5G10210 1.11 0.14 0.96 0.3712 0.559955 -6.86
246526_at  putative protein RXF26 - Arabidopsis tGLIP7 AT5G15720 -1.07 -0.10 -0.96 0.37124 0.559978 -6.86
261565_at  beta-1,3-glucanase, putative similar to--- AT1G33220 -1.06 -0.09 -0.96 0.371281 0.559995 -6.86
265334_at putative lipid transfer protein  ; support --- AT2G18370 -1.18 -0.24 -0.96 0.371311 0.559995 -6.86
249667_at unknown protein --- --- 1.06 0.09 0.96 0.371325 0.559995 -6.86
254106_at geranylgeranylated protein ATGP4  ; s ATGP4 AT4G24990 1.10 0.13 0.96 0.371502 0.560225 -6.86
262333_at hypothetical protein similar to putative --- AT1G64020 -1.08 -0.12 -0.96 0.371721 0.560518 -6.86
260673_at unknown protein ; supported by full-len--- AT1G19330 -1.15 -0.21 -0.96 0.371765 0.560547 -6.86
264104_at En/Spm-like transposon protein related--- --- -1.08 -0.12 -0.96 0.371902 0.560717 -6.86
245030_at putative polygalacturonase --- AT2G26620 1.06 0.08 0.96 0.37197 0.560782 -6.86
262236_at hypothetical protein similar to hypothet --- AT1G48330 -1.17 -0.23 -0.96 0.372128 0.560947 -6.86
255315_at hypothetical protein --- --- -1.07 -0.10 -0.96 0.372121 0.560947 -6.86
247419_at unknown protein --- AT5G63080 -1.10 -0.14 -0.96 0.372189 0.561001 -6.86
256099_at  cytochrome P450, putative similar to cCYP78A5 AT1G13710 -1.12 -0.17 -0.96 0.372298 0.561128 -6.86
248997_at beta-amylase-like BMY2 AT5G45300 -1.12 -0.16 -0.96 0.372351 0.561171 -6.86
248992_at disease resistance protein RPS4 --- AT5G45230 1.08 0.11 0.96 0.3724 0.561208 -6.86
265375_at unknown protein  ;supported by full-lenVPS2.1 AT2G06530 -1.10 -0.14 -0.96 0.372475 0.561253 -6.87
257091_at  DNA polymerase, putative C-term simPOLGAMMAAT3G20540 -1.11 -0.15 -0.96 0.372479 0.561253 -6.87
256494_at hypothetical protein predicted by gene --- AT1G31520 1.07 0.10 0.96 0.372565 0.561345 -6.87
259229_at unknown protein similar to transcriptionADA2A AT3G07740 1.10 0.14 0.95 0.372677 0.561476 -6.87
266953_at hypothetical protein predicted by gensc--- AT2G34540 -1.08 -0.11 -0.95 0.372789 0.561609 -6.87
250893_at putative protein predicted proteins - Ar EMB175 AT5G03795 / 1.07 0.10 0.95 0.372912 0.561649 -6.87
245529_at SEN1 like protein MAA3 AT4G15570 1.14 0.19 0.95 0.37289 0.561649 -6.87
258352_at putative auxin-induced protein similar t IAA31 AT3G17600 -1.10 -0.13 -0.95 0.372853 0.561649 -6.87
254497_at  Phosphoribosylanthranilate transferas--- AT4G20080 -1.13 -0.17 -0.95 0.372914 0.561649 -6.87
250766_at putative protein similar to unknown pro--- AT5G05550 -1.09 -0.13 -0.95 0.373165 0.561953 -6.87
247294_at putative protein similar to unknown proXRCC2 AT5G64520 1.07 0.10 0.95 0.373162 0.561953 -6.87
250606_s_  pectin methyl-esterase-like protein pecPPME1 AT1G69940 / 1.07 0.10 0.95 0.373195 0.561961 -6.87
245842_at  proline-rich protein, putative similar to RXF26 AT1G58430 1.07 0.09 0.95 0.373247 0.562002 -6.87
254360_at  CDP-diacylglycerol synthetase-like pro--- AT4G22340 -1.08 -0.11 -0.95 0.373279 0.562013 -6.87
257563_at hypothetical protein predicted by gene --- AT3G19610 -1.06 -0.09 -0.95 0.373305 0.562015 -6.87
252163_at hypothetical protein --- AT3G50610 1.08 0.11 0.95 0.373388 0.562102 -6.87
248616_at putative protein contains similarity to u --- AT5G49580 1.11 0.15 0.95 0.373523 0.562195 -6.87



251337_at proteasome component C5  ;supportedPBF1 AT3G60820 -1.06 -0.09 -0.95 0.373514 0.562195 -6.87
247228_at trehalose-6-phosphate phosphatase --- AT5G65140 1.28 0.36 0.95 0.373519 0.562195 -6.87
254650_at hypothetical protein --- --- -1.07 -0.09 -0.95 0.373649 0.562311 -6.87
258640_at hypothetical protein predicted by gensc--- AT3G07930 -1.10 -0.14 -0.95 0.373636 0.562311 -6.87
266129_at hypothetical protein predicted by genscCCD7 AT2G44990 1.28 0.35 0.95 0.373831 0.56251 -6.87
258558_at hypothetical protein predicted by genef--- AT3G06000 -1.06 -0.08 -0.95 0.373816 0.56251 -6.87
253378_at hypothetical protein --- AT4G33310 1.07 0.10 0.95 0.373877 0.562542 -6.87
259307_at unknown protein similar to MICROSOM--- AT3G05230 -1.10 -0.14 -0.95 0.374063 0.562722 -6.87
250830_at putative protein similar to unknown pro--- AT5G04910 1.11 0.15 0.95 0.374083 0.562722 -6.87
252262_at putative protein several hypothetical pr--- AT3G49510 1.07 0.09 0.95 0.374095 0.562722 -6.87
247672_at  senescence-associated protein - like sTET4 AT5G60220 -1.06 -0.08 -0.95 0.37408 0.562722 -6.87
250491_at  putative protein predicted proteins, Ara--- AT5G09780 -1.12 -0.16 -0.95 0.374185 0.56282 -6.87
253572_at hypothetical protein --- AT4G31010 -1.08 -0.12 -0.95 0.37421 0.56282 -6.87
252567_at  zinc finger -like protein zinc finger prot--- AT3G46070 -1.07 -0.10 -0.95 0.374387 0.563049 -6.87
256997_at  subtilisin-like serine protease, putative--- AT3G14067 1.13 0.17 0.95 0.374474 0.563142 -6.87
249397_at  putative protein MtN21, Medicago trun--- AT5G40230 1.11 0.15 0.95 0.374501 0.563145 -6.87
248318_at unknown protein --- AT5G52690 -1.07 -0.10 -0.95 0.374525 0.563145 -6.87
252415_at glutamine-dependent asparagine synthASN1 AT3G47340 1.67 0.74 0.95 0.374622 0.563254 -6.87
258084_at putative B regulatory subunit of protein--- AT3G26020 1.13 0.17 0.95 0.37473 0.563379 -6.87
257408_at unknown protein similar to A. thaliana SON1 AT2G17310 -1.09 -0.12 -0.95 0.374819 0.563476 -6.87
248956_at unknown protein --- AT5G45610 1.08 0.11 0.95 0.374855 0.563494 -6.87
265564_s_ hypothetical protein predicted by gensc--- --- -1.08 -0.11 -0.95 0.37489 0.563509 -6.87
257726_at hypothetical protein predicted by gene --- AT3G18360 1.07 0.10 0.95 0.374954 0.563515 -6.87
264684_at unknown protein HEXO3 AT1G65590 -1.16 -0.22 -0.95 0.374967 0.563515 -6.87
257455_s_ hypothetical protein --- AT1G27870 / -1.06 -0.09 -0.95 0.374993 0.563515 -6.87
255418_at predicted protein of unknown function --- AT4G03200 1.10 0.14 0.95 0.37498 0.563515 -6.87
264404_at putative cytochrome P450 CYP82F1 AT2G25160 1.10 0.14 0.95 0.375047 0.563522 -6.87
252837_at putative protein hypothetical proteins - --- --- 1.07 0.09 0.95 0.375027 0.563522 -6.87
260283_at  hypothetical protein predicted by gensPTAC17 AT1G80480 -1.06 -0.09 -0.95 0.37511 0.56358 -6.87
249890_at putative protein contains similarity to DWRKY38 AT5G22570 1.63 0.70 0.95 0.375149 0.563601 -6.87
251505_at putative protein polyamine oxidase (ECCPuORF18 AT3G59050 / -1.13 -0.18 -0.95 0.375251 0.563682 -6.87
254561_at putative protein  ; supported by cDNA: --- AT4G19160 -1.13 -0.18 -0.95 0.375277 0.563682 -6.87
263443_at putative fatty acid elongase  ;supportedKCS12 AT2G28630 -1.34 -0.43 -0.95 0.375267 0.563682 -6.87
257917_at  ethylene responsive element binding p--- AT3G23220 -1.06 -0.09 -0.95 0.375353 0.563759 -6.87
247959_at unknown protein --- AT5G57080 -1.11 -0.15 -0.95 0.375536 0.563993 -6.87



257926_at unknown protein contains Pfam profile --- AT3G23280 -1.06 -0.09 -0.95 0.375583 0.563993 -6.87
261499_at  cytochrome P450 (CYP93A1), putativeCYP705A24 AT1G28430 -1.09 -0.12 -0.95 0.375562 0.563993 -6.87
252552_at putative protein --- AT3G45900 -1.11 -0.15 -0.95 0.37564 0.564004 -6.87
251838_at cysteine proteinase non-consensus AG--- AT3G54940 1.09 0.13 0.95 0.375636 0.564004 -6.87
261803_at  transcription factor, putative similar to NF-YA7 AT1G30500 1.11 0.15 0.95 0.375704 0.564026 -6.87
265351_at putative MADS-box protein AGL17 AGL17 AT2G22630 1.08 0.12 0.95 0.375702 0.564026 -6.87
265002_at  putative lysine/histidine-specific permeLHT2 AT1G24400 1.12 0.16 0.95 0.37575 0.564057 -6.87
248832_at putative protein similar to unknown pro--- AT5G47170 -1.07 -0.09 -0.95 0.375857 0.564182 -6.87
260990_at hypothetical protein predicted by gene --- AT1G12180 -1.10 -0.14 -0.95 0.375885 0.564187 -6.87
266688_at hypothetical protein --- AT2G19660 -1.06 -0.09 -0.95 0.375946 0.564241 -6.87
248509_at Expressed protein ; supported by full-le--- AT5G50335 -2.08 -1.05 -0.95 0.376131 0.564482 -6.87
253593_at  putative protein hypothetical protein F --- AT4G30760 -1.09 -0.12 -0.95 0.376205 0.564555 -6.87
262295_at  putative U2 snRNP auxiliary factor StrATU2AF35A AT1G27650 1.10 0.14 0.95 0.376312 0.564666 -6.87
253043_at  putative protein predicted protein, Ara LBD39 AT4G37540 -1.16 -0.21 -0.95 0.376339 0.564666 -6.87
257834_at  alpha-mannosidase, putative similar to--- AT3G26720 -1.06 -0.09 -0.95 0.376353 0.564666 -6.87
251480_at  putative protein inducible carbonyl red--- AT3G59710 -1.10 -0.14 -0.95 0.376687 0.56513 -6.87
259974_at putative phosphate transporter similar --- AT1G76430 1.10 0.13 0.95 0.376993 0.565551 -6.87
257522_at Yippee-like protein similar to Yippee pu--- AT3G08990 1.07 0.09 0.95 0.377023 0.56556 -6.87
245186_at F12A21.15 hypothetical protein ARR11 AT1G67710 -1.19 -0.25 -0.95 0.377059 0.565576 -6.87
253864_at hypothetical protein --- AT4G27460 -1.10 -0.13 -0.95 0.377205 0.565684 -6.87
259865_at putative casein kinase I similar to caseCKL2 AT1G72710 1.11 0.14 0.95 0.377197 0.565684 -6.87
255122_at putative athila-like protein --- --- -1.11 -0.14 -0.95 0.377201 0.565684 -6.87
255019_at  putative protein IB1C3-1 protein, Arab--- AT4G10210 1.07 0.10 0.95 0.377236 0.565692 -6.87
248548_at transmembrane transport protein-like --- AT5G50300 1.07 0.09 0.94 0.377357 0.565806 -6.87
266613_at similar to gibberellin-regulated proteins--- AT2G14900 2.02 1.01 0.94 0.377361 0.565806 -6.87
248672_at disease resistance protein --- AT5G48770 -1.09 -0.12 -0.94 0.377417 0.565853 -6.88
263739_at putative CONSTANS-like B-box zinc fi --- AT2G21320 1.16 0.21 0.94 0.37746 0.56588 -6.88
258213_at hypothetical protein predicted by gene --- AT3G17950 -1.12 -0.17 -0.94 0.377541 0.565964 -6.88
267174_at 60S ribosomal protein L36  ;supported --- AT2G37600 -1.15 -0.20 -0.94 0.377622 0.566048 -6.88
255136_s_  putative protein chromatin structural p --- AT4G08350 / -1.09 -0.12 -0.94 0.377687 0.566108 -6.88
264336_at hypothetical protein contains similarity --- AT1G70360 -1.09 -0.13 -0.94 0.377741 0.566153 -6.88
263697_at hypothetical protein contains similarity --- AT1G31080 -1.10 -0.13 -0.94 0.377795 0.566197 -6.88
259777_at  zinc finger protein, putative similar to G--- AT1G29570 1.08 0.10 0.94 0.377843 0.56623 -6.88
260132_s_ hypothetical protein --- AT1G66320 / 1.06 0.09 0.94 0.377901 0.56628 -6.88
258604_at putative N-acetlytransferase contains P--- AT3G02980 -1.09 -0.13 -0.94 0.377939 0.566301 -6.88



252382_at  ABC-type transport protein-like proteinATH5 AT3G47770 -1.06 -0.09 -0.94 0.377978 0.566322 -6.88
245893_at hypothetical protein  ;supported by full---- AT5G09270 1.08 0.11 0.94 0.378098 0.566427 -6.88
249520_at putative protein similar to unknown pro--- AT5G38670 1.06 0.09 0.94 0.378087 0.566427 -6.88
251582_at  putative protein CARBON CATABOLIT--- AT3G58580 -1.08 -0.10 -0.94 0.37822 0.566572 -6.88
258012_at unknown protein similar to GB:CAB167--- AT3G19310 1.06 0.09 0.94 0.378283 0.56663 -6.88
255806_at  fructokinase - like protein fructokinase--- AT4G10260 1.06 0.08 0.94 0.378321 0.566649 -6.88
247344_at ARI-like RING zinc finger protein-like --- AT5G63750 -1.09 -0.12 -0.94 0.378351 0.566657 -6.88
245470_at retrotransposon like protein --- --- 1.10 0.13 0.94 0.378493 0.566833 -6.88
261929_at hypothetical protein similar to axi 1-like--- AT1G22460 -1.09 -0.12 -0.94 0.378522 0.566839 -6.88
266412_at hypothetical protein predicted by genscMAP65-5 AT2G38720 1.07 0.10 0.94 0.378617 0.566943 -6.88
262546_at  iron-regulated transporter protein, putaZIP10 AT1G31260 -1.17 -0.23 -0.94 0.378673 0.566991 -6.88
257108_x_ hypothetical protein --- --- 1.07 0.09 0.94 0.378925 0.567299 -6.88
264606_at unknown protein  ;supported by full-len--- AT1G04660 -1.11 -0.15 -0.94 0.378929 0.567299 -6.88
250097_at putative protein similar to unknown pro--- AT5G17280 1.09 0.13 0.94 0.379161 0.5676 -6.88
251764_at  putative protein exostose-related proteEPC1 AT3G55830 1.10 0.13 0.94 0.37918 0.5676 -6.88
246206_at Expressed protein ; supported by cDNAATPBRP --- 1.07 0.10 0.94 0.379336 0.567797 -6.88
261809_at  rac GTPase activating protein, putativ --- AT1G08340 -1.12 -0.16 -0.94 0.379365 0.567802 -6.88
258864_at unknown protein --- AT3G03210 -1.10 -0.14 -0.94 0.379453 0.567898 -6.88
246289_at  putative protein predicted protein At2g--- AT3G56880 1.15 0.20 0.94 0.379649 0.568079 -6.88
245820_at  allyl alcohol dehydrogenase, putative --- AT1G26320 1.07 0.10 0.94 0.37963 0.568079 -6.88
254677_at chloroplast protein cs/ch-42 --- AT4G18490 -1.09 -0.13 -0.94 0.379645 0.568079 -6.88
246752_at  putative protein predicted proteins, Ara--- AT5G27890 1.08 0.11 0.94 0.379698 0.568115 -6.88
252420_at putative protein several hypothetical pr--- AT3G47530 1.12 0.16 0.94 0.379751 0.56812 -6.88
256552_at hypothetical protein predicted by gene --- AT3G31350 1.09 0.12 0.94 0.379733 0.56812 -6.88
257372_at hypothetical protein predicted by gensc--- AT2G43220 -1.07 -0.10 -0.94 0.379831 0.568146 -6.88
245421_at hypothetical protein --- AT4G17430 -1.06 -0.09 -0.94 0.379843 0.568146 -6.88
262179_at hypothetical protein predicted by gene AGL66 AT1G77980 -1.09 -0.13 -0.94 0.379811 0.568146 -6.88
263418_at putative selenium-binding protein --- AT2G17210 1.07 0.10 0.94 0.379876 0.568157 -6.88
259781_at  reverse transcriptase, putative similar --- --- -1.09 -0.12 -0.94 0.379905 0.568164 -6.88
259466_at  response regulator 5, putative similar ARR7 AT1G19050 1.32 0.40 0.94 0.379972 0.5682 -6.88
248645_at unknown protein GEX2 AT5G49150 -1.09 -0.12 -0.94 0.380013 0.5682 -6.88
261755_at  histone H2B, putative similar to GB:AA--- AT1G08170 1.10 0.14 0.94 0.380029 0.5682 -6.88
257048_at hypothetical protein predicted by gene --- AT3G19740 1.07 0.09 0.94 0.380026 0.5682 -6.88
265820_at hypothetical protein predicted by gensc--- AT2G17940 -1.10 -0.14 -0.94 0.380064 0.568215 -6.88
250648_at late embryogenesis abundant protein L--- AT5G06760 -1.08 -0.12 -0.94 0.38035 0.568606 -6.88



262724_s_  PC-MYB2, putative similar to PC-MYB--- AT1G43330 / 1.07 0.09 0.94 0.380409 0.568657 -6.88
254802_at  endoxyloglucan transferase-like prote --- AT4G13090 -1.10 -0.14 -0.94 0.380456 0.568689 -6.88
258230_s_  hypothetical protein similar to hypotheARI13 AT3G27710 / -1.07 -0.09 -0.94 0.380554 0.568761 -6.88
263060_s_ hypothetical protein --- AT2G07679 / 1.11 0.16 0.94 0.380539 0.568761 -6.88
252087_at  putative protein putative Na+/H+-exchchx28 AT3G52080 -1.07 -0.10 -0.94 0.380628 0.56877 -6.88
250520_at putative protein contains similarity to APEX1 AT5G08470 1.06 0.09 0.94 0.380707 0.56877 -6.88
262698_at  AMP-binding protein, putative contains--- AT1G75960 -1.20 -0.26 -0.94 0.380666 0.56877 -6.88
251604_at  putative protein 60S RIBOSOMAL PR--- AT3G57820 1.07 0.09 0.94 0.3807 0.56877 -6.88
255160_at putative pathogenesis-related protein --- AT4G07820 -1.06 -0.09 -0.94 0.380693 0.56877 -6.88
247286_at 2-oxoglutarate/malate translocator  ; suDiT2.2 AT5G64280 1.08 0.11 0.94 0.380709 0.56877 -6.88
262805_at  putative DNA-binding protein similar toESC AT1G20900 1.07 0.10 0.94 0.38082 0.568898 -6.88
253164_at Expressed protein ; supported by full-le--- AT4G35725 1.07 0.10 0.94 0.380883 0.568955 -6.88
255356_x_ putative transposon protein --- --- 1.08 0.11 0.94 0.38106 0.569153 -6.88
264294_at hypothetical protein similar to heat sho--- AT1G78750 -1.08 -0.11 -0.94 0.381139 0.569153 -6.88
263858_at hypothetical protein predicted by gensc--- AT2G04370 1.07 0.10 0.94 0.3811 0.569153 -6.88
267191_at similar to Mlo proteins from H. vulgare MLO15 AT2G44110 -1.12 -0.16 -0.94 0.38114 0.569153 -6.88
257329_at hypothetical protein --- --- 1.13 0.17 0.94 0.381076 0.569153 -6.88
263748_at putative protein kinase contains a prote--- AT2G21480 1.08 0.11 0.94 0.381203 0.56921 -6.88
265071_at transcription initiation factor TFIID-2 ideTBP2 AT1G55520 -1.08 -0.11 -0.94 0.38124 0.569228 -6.88
253312_s_  putative protein (1,4)-beta-xylan endo --- AT4G33850 / 1.07 0.10 0.94 0.381325 0.569314 -6.88
255153_at putative protein several hypothetical pr--- AT4G08210 -1.10 -0.13 -0.94 0.381348 0.569314 -6.88
252235_at  60S RIBOSOMAL PROTEIN - like 60S--- AT3G49910 -1.16 -0.21 -0.94 0.381438 0.569399 -6.88
255868_at putative MYB family transcription facto --- AT2G30380 1.09 0.13 0.94 0.381455 0.569399 -6.88
248982_at chloroplast nucleoid DNA-binding prote--- AT5G45120 -1.08 -0.11 -0.94 0.381573 0.569471 -6.88
253149_at  NAD+ dependent isocitrate dehydroge--- AT4G35650 -1.08 -0.11 -0.94 0.381558 0.569471 -6.88
255004_at putative protein --- AT4G09970 -1.10 -0.14 -0.94 0.381628 0.569471 -6.88
259767_s_ unknown protein --- AT1G29350 / 1.07 0.10 0.94 0.381579 0.569471 -6.88
248471_at unknown protein --- AT5G50840 -1.10 -0.14 -0.94 0.381616 0.569471 -6.88
245199_at Expressed protein ; supported by full-leKCR1 AT1G67730 -1.09 -0.13 -0.94 0.381924 0.569876 -6.88
248220_at 26S proteasome regulatory particle cha--- AT5G53540 1.08 0.11 0.94 0.381983 0.569913 -6.88
265827_at hypothetical protein predicted by genefVOZ2 AT2G42400 1.06 0.08 0.94 0.381999 0.569913 -6.88
253087_at purple acid phosphatase like protein PAP25 AT4G36350 1.08 0.12 0.94 0.382035 0.569929 -6.88
259306_at unknown protein  ;supported by full-lenPNC1 AT3G05290 -1.08 -0.10 -0.94 0.38209 0.569974 -6.88
258172_at unknown protein similar to HYP1 GB:C--- AT3G21620 -1.07 -0.09 -0.93 0.382237 0.570157 -6.88
257440_at unknown protein --- AT2G24880 -1.07 -0.09 -0.93 0.382548 0.570583 -6.89



252780_at alcohol dehydrogenase (ATA1)  ;suppoATA1 AT3G42960 -1.12 -0.17 -0.93 0.382656 0.570614 -6.89
247711_at  receptor-like protein kinase receptor-li --- AT5G59270 -1.08 -0.11 -0.93 0.382691 0.570614 -6.89
245984_at putative protein predicted proteins - Ar --- AT5G13090 -1.08 -0.11 -0.93 0.38267 0.570614 -6.89
256080_at  high mobility group protein (HMG1), p --- AT1G20690 -1.07 -0.09 -0.93 0.382713 0.570614 -6.89
265047_at hypothetical protein similar to unknownIQD27 AT1G51960 -1.08 -0.12 -0.93 0.382656 0.570614 -6.89
257711_at  20S proteasome beta subunit (PBB1) PBB1 AT3G27430 1.08 0.11 0.93 0.382719 0.570614 -6.89
246020_at putative protein  ; supported by cDNA: --- AT5G10710 1.08 0.11 0.93 0.382896 0.570688 -6.89
247259_at  CPR5 protein, putative Constitutive exCPR5 AT5G64930 1.11 0.15 0.93 0.382838 0.570688 -6.89
253896_at  putative protein NBS/LRR disease res--- AT4G27190 -1.08 -0.11 -0.93 0.382847 0.570688 -6.89
262705_at putative wall-associated kinase similar --- AT1G16260 1.31 0.39 0.93 0.382908 0.570688 -6.89
247674_at  putative protein large number of predic--- AT5G59930 1.11 0.15 0.93 0.38284 0.570688 -6.89
245448_at disease resistance RPP5 like protein RPP4 AT4G16860 -1.09 -0.12 -0.93 0.382919 0.570688 -6.89
250399_at  putative protein predicted proteins, Ara--- AT5G10750 -1.10 -0.14 -0.93 0.38295 0.570697 -6.89
258504_at putative sterol-C5-desaturase identical --- AT3G02590 -1.06 -0.09 -0.93 0.383107 0.570894 -6.89
249970_at  dermal glycoprotein precursor -like pro--- AT5G19100 -1.15 -0.20 -0.93 0.383458 0.571224 -6.89
249845_at putative protein similar to unknown pro--- AT5G23610 1.07 0.10 0.93 0.383508 0.571224 -6.89
249510_at putative protein similar to unknown pro--- AT5G38510 -1.08 -0.11 -0.93 0.383504 0.571224 -6.89
248045_at HEAT SHOCK PROTEIN 81-2 (HSP81HSP81-2 AT5G56030 1.21 0.28 0.93 0.383369 0.571224 -6.89
263021_at hypothetical protein predicted by gene --- AT1G23910 -1.06 -0.08 -0.93 0.383529 0.571224 -6.89
249402_at Expressed protein ; supported by full-le--- AT5G40155 1.08 0.11 0.93 0.383409 0.571224 -6.89
251044_at  putative protein various predicted prot --- AT5G02350 -1.07 -0.10 -0.93 0.383507 0.571224 -6.89
259322_at unknown protein --- AT3G05270 1.10 0.14 0.93 0.383519 0.571224 -6.89
251715_at  putative protein putative WRKY-type D--- AT3G56390 -1.07 -0.09 -0.93 0.383582 0.571265 -6.89
254569_s_ hypothetical protein --- --- -1.07 -0.09 -0.93 0.383632 0.571302 -6.89
265652_x_ hypothetical protein predicted by gensc--- --- -1.09 -0.12 -0.93 0.383716 0.571391 -6.89
262542_at hypothetical protein similar to NAM-likeanac016 AT1G34180 1.14 0.18 0.93 0.383782 0.571452 -6.89
258188_at unknown protein  ;supported by full-len--- AT3G17800 -1.10 -0.13 -0.93 0.383824 0.571477 -6.89
250808_at putative protein contains similarity to u ATG18E AT5G05150 -1.09 -0.13 -0.93 0.383933 0.571601 -6.89
256986_at unknown protein --- AT3G28700 -1.11 -0.15 -0.93 0.384003 0.571669 -6.89
254130_at MADS-box protein AGL24  ; supportedAGL24 AT4G24540 1.14 0.19 0.93 0.384163 0.571869 -6.89
250507_at putative protein similar to unknown pro--- AT5G09940 1.07 0.10 0.93 0.384564 0.57243 -6.89
254438_at  translation initiation factor eIF3 - like p--- AT4G20980 -1.10 -0.13 -0.93 0.384694 0.572586 -6.89
265101_at unknown protein similar to ESTs gb|R3--- AT1G30880 1.13 0.18 0.93 0.384797 0.572663 -6.89
256532_at  PPR-repeat protein, putative contains --- AT1G33350 1.12 0.16 0.93 0.384788 0.572663 -6.89
247626_at  receptor like protein kinase receptor li --- AT5G60300 / 1.26 0.33 0.93 0.384895 0.572735 -6.89



250063_at  disease resistance protein - like disea CSA1 AT5G17880 1.10 0.14 0.93 0.38487 0.572735 -6.89
249626_at  putative protein nucleoid DNA-binding--- AT5G37540 1.16 0.21 0.93 0.384929 0.572748 -6.89
264234_at hypothetical protein contains similarity --- AT1G54720 -1.06 -0.09 -0.93 0.3851 0.572965 -6.89
259621_at unknown protein --- AT1G42710 -1.06 -0.09 -0.93 0.385302 0.573191 -6.89
251734_at  putative protein Centrosome- and Gol --- AT3G56270 -1.18 -0.23 -0.93 0.385296 0.573191 -6.89
248755_at putative protein strong similarity to unk--- AT5G47690 1.11 0.16 0.93 0.385333 0.5732 -6.89
252623_at hypothetical protein --- AT3G45320 -1.08 -0.11 -0.93 0.385359 0.573201 -6.89
258404_at ribosomal protein L3 RPL3P AT3G17465 1.09 0.13 0.93 0.385437 0.573279 -6.89
260307_at unknown protein similar to unknown pr --- AT1G70620 1.06 0.08 0.93 0.385501 0.573338 -6.89
246660_at  putative protein predicted protein, Ara --- AT5G35180 1.08 0.11 0.93 0.385664 0.573374 -6.89
255503_at  contains similarity to a protein kinase d--- AT4G02420 1.30 0.38 0.93 0.385677 0.573374 -6.89
259401_at hypothetical protein contains similarity CSTF77 AT1G17760 -1.14 -0.18 -0.93 0.385628 0.573374 -6.89
262709_at  unknown protein ESTs gb|F15498, gbSYP51 AT1G16240 1.09 0.12 0.93 0.385665 0.573374 -6.89
262845_at unknown protein ; supported by cDNA:--- AT1G14740 1.15 0.21 0.93 0.385671 0.573374 -6.89
252551_at  phospholipase - like protein cytosolic p--- AT3G45880 -1.11 -0.14 -0.93 0.385583 0.573374 -6.89
249716_at sterile apetala (emb|CAA11128.1) SAP AT5G35770 -1.08 -0.11 -0.93 0.385705 0.573379 -6.89
257729_at  histone deacetylase, putative containsHDA15 AT3G18520 1.11 0.15 0.93 0.385784 0.57346 -6.89
258437_at unknown protein contains protein phos--- AT3G16560 1.12 0.17 0.93 0.385948 0.573591 -6.89
253481_at  aspartate aminotransferase  ;supporteASP5 AT4G31990 -1.08 -0.11 -0.93 0.385939 0.573591 -6.89
258666_at hypothetical protein KOB1 AT3G08550 -1.07 -0.10 -0.93 0.385913 0.573591 -6.89
262524_at tuftelin-interacting-like protein Similar t --- AT1G17070 -1.06 -0.09 -0.93 0.3862 0.573928 -6.89
257103_at hypothetical protein contains Pfam pro --- AT3G25060 1.09 0.12 0.93 0.386272 0.573998 -6.89
251290_at transcription factor BBFa DAG1 AT3G61850 1.09 0.12 0.93 0.386383 0.574126 -6.89
249041_at male sterility MS5; pollenless3 --- AT5G44330 -1.08 -0.11 -0.93 0.386452 0.574191 -6.89
261869_at hypothetical protein predicted by gene --- AT1G11470 -1.08 -0.12 -0.93 0.386516 0.574248 -6.89
256352_at  proline-rich protein, putative similar to ATPRP1 AT1G54970 -1.10 -0.13 -0.93 0.386553 0.574265 -6.89
263842_at Expressed protein ; supported by full-le--- AT2G36835 1.12 0.16 0.93 0.386605 0.574306 -6.89
259986_at thaumatin-like protein similar to thauma--- AT1G75050 -1.08 -0.12 -0.93 0.386649 0.574334 -6.89
263527_at putative thaumatin-like pathogenesis-re--- AT2G24810 -1.13 -0.18 -0.93 0.386693 0.574361 -6.89
250240_at unknown protein --- AT5G13590 1.12 0.16 0.93 0.386869 0.574586 -6.89
264421_at ribosomal protein identical to ribosomaARP1 AT1G43170 -1.11 -0.16 -0.93 0.386896 0.574587 -6.89
252609_at putative protein --- AT3G45110 -1.08 -0.11 -0.92 0.387007 0.574715 -6.89
260721_at hypothetical protein predicted by gene --- AT1G48060 -1.07 -0.10 -0.92 0.38708 0.574786 -6.89
264483_at unknown protein --- AT1G77230 -1.10 -0.14 -0.92 0.387172 0.574886 -6.89
263164_at putative glutamate/aspartate-binding p --- AT1G03070 -1.08 -0.11 -0.92 0.387422 0.575181 -6.89



264643_at unknown protein PGSIP5 AT1G08990 -1.07 -0.09 -0.92 0.387406 0.575181 -6.89
257731_at  unknown protein similar to CALCINEU--- AT3G18430 1.07 0.10 0.92 0.387519 0.575288 -6.90
262785_at putative carboxyl-terminal peptidase si --- AT1G10750 -1.12 -0.17 -0.92 0.387767 0.575614 -6.90
253877_at Expressed protein ; supported by cDNA--- AT4G27435 -1.17 -0.22 -0.92 0.38779 0.575614 -6.90
267045_at putative protein kinase contains a proteCIPK13 AT2G34180 -1.07 -0.10 -0.92 0.387814 0.575614 -6.90
260854_at  CCAAT-box binding factor HAP3 hom LEC1 AT1G21970 -1.11 -0.15 -0.92 0.387874 0.575666 -6.90
253585_at  putative protein hypothetical protein - --- AT4G30720 1.07 0.10 0.92 0.388009 0.575687 -6.90
247586_at  mipC protein - like (aquaporin) mipC pPIP2;4 AT5G60660 1.08 0.11 0.92 0.388001 0.575687 -6.90
247558_at  histone deacetylase - like histone dea HDA05 AT5G61060 1.08 0.11 0.92 0.388042 0.575687 -6.90
264999_at hypothetical protein contains similarity --- AT1G67310 -1.07 -0.10 -0.92 0.387999 0.575687 -6.90
252978_at  galactosidase like protein ss-1,4-exog BGAL14 AT4G38590 -1.10 -0.14 -0.92 0.38809 0.575687 -6.90
249644_at  putative serine-rich protein hypothetica--- AT5G37010 1.09 0.13 0.92 0.388055 0.575687 -6.90
261452_s_ hypothetical protein predicted by gene --- --- 1.08 0.10 0.92 0.387969 0.575687 -6.90
263450_at putative calcium-dependent protein kinCPK24 AT2G31500 -1.07 -0.09 -0.92 0.388088 0.575687 -6.90
247512_at  putative protein predicted protein, Ara --- AT5G61720 1.07 0.09 0.92 0.388164 0.575722 -6.90
264119_at  myb-related protein, putative similar toMYB63 AT1G79180 1.06 0.09 0.92 0.38816 0.575722 -6.90
252826_at hypothetical protein  ; supported by cD--- AT4G40050 -1.08 -0.11 -0.92 0.388192 0.575726 -6.90
255080_at  arabinogalactan-protein homolog arabAGP10 AT4G09030 1.14 0.19 0.92 0.388241 0.57576 -6.90
257885_at  S1 self-incompatibility protein, putative--- AT3G16970 -1.07 -0.10 -0.92 0.388293 0.575778 -6.90
264093_at hypothetical protein predicted by gene --- AT1G79220 -1.07 -0.10 -0.92 0.388303 0.575778 -6.90
264518_at unknown protein --- AT1G09980 -1.11 -0.15 -0.92 0.388363 0.57583 -6.90
261750_at hypothetical protein contains similarity --- AT1G76120 1.09 0.13 0.92 0.388556 0.576041 -6.90
258734_at putative DNA-binding protein similar to --- AT3G05860 1.07 0.09 0.92 0.388555 0.576041 -6.90
261082_at unknown protein ; supported by cDNA:--- AT1G07360 -1.06 -0.08 -0.92 0.388681 0.576189 -6.90
251007_at  ribosomal protein L35 - like ribosomal --- AT5G02610 1.09 0.13 0.92 0.388914 0.576494 -6.90
262971_at  receptor-like protein kinase, putative r --- AT1G75640 1.11 0.15 0.92 0.388938 0.576494 -6.90
246342_at  putative protein male sterility protein 2FAR6 AT3G56700 1.06 0.09 0.92 0.389037 0.576604 -6.90
250587_at putative protein contains similarity to R--- AT5G07640 1.07 0.10 0.92 0.38937 0.57706 -6.90
262274_at  deaminase, putative similar to cytidineTADA AT1G68720 -1.06 -0.09 -0.92 0.389409 0.57708 -6.90
266036_s_ 20S proteasome subunit (PAA2) identi PAA2 AT2G05840 / 1.07 0.10 0.92 0.389473 0.577137 -6.90
249525_at putative protein similar to unknown pro--- AT5G38650 1.07 0.10 0.92 0.38953 0.577184 -6.90
253730_at  putative protein hypothetical protein T --- AT4G29480 1.14 0.18 0.92 0.389562 0.577194 -6.90
255847_at putative thioredoxin ACHT3 AT2G33270 -1.06 -0.08 -0.92 0.389678 0.577328 -6.90
266484_at putative putative sister-chromatide cohSCC3 AT2G47980 -1.08 -0.11 -0.92 0.389817 0.577469 -6.90
251546_at  putative protein predicted proteins, ye --- AT3G58830 -1.12 -0.17 -0.92 0.389823 0.577469 -6.90



263118_at  putative 3-methylcrotonyl-CoA carbox MCCA AT1G03090 1.20 0.27 0.92 0.389967 0.577645 -6.90
251999_at  hypothetical protein teichoic acid biosy--- AT3G52700 1.07 0.09 0.92 0.390024 0.577692 -6.90
249432_at  putative ATP/GTP-binding protein putaCLPS5 AT5G39930 1.07 0.10 0.92 0.39014 0.577788 -6.90
249723_at putative protein similar to unknown pro--- AT5G35430 1.06 0.09 0.92 0.390122 0.577788 -6.90
254678_at hypothetical protein --- AT4G18500 1.07 0.10 0.92 0.390309 0.578 -6.90
260026_at  60S ribosomal protein L18A, putative RPL18AA AT1G29970 1.08 0.11 0.92 0.390417 0.578124 -6.90
259101_at hypothetical protein predicted by gensc--- AT3G11640 -1.06 -0.09 -0.92 0.390668 0.578395 -6.90
265177_at  OBP32pep protein, putative identical t --- AT1G23640 1.07 0.09 0.92 0.390634 0.578395 -6.90
249209_at major surface glycoprotein-like  ; suppo--- AT5G42620 1.08 0.11 0.92 0.390677 0.578395 -6.90
245812_at hypothetical protein predicted by gene --- --- -1.07 -0.10 -0.92 0.390706 0.578401 -6.90
264422_at unknown protein similar to unknown prLCV2 AT1G43130 -1.08 -0.11 -0.92 0.390768 0.578455 -6.90
247358_at flavonol synthase FLS2 AT5G63580 -1.10 -0.13 -0.92 0.390885 0.578591 -6.90
265883_at unknown protein --- AT2G42310 1.07 0.10 0.92 0.39093 0.57862 -6.90
251335_at  1-aminocyclopropane-1-carboxylate o --- AT3G61400 -1.12 -0.16 -0.92 0.391016 0.578705 -6.90
249978_at putative protein --- AT5G18850 -1.08 -0.11 -0.92 0.391038 0.578705 -6.90
251696_at putative protein --- --- 1.09 0.13 0.92 0.391093 0.578749 -6.90
255893_at  threonyl-tRNA synthetase, putative sim--- AT1G17960 1.14 0.19 0.92 0.39114 0.57878 -6.90
247917_at putative protein similar to unknown proBIO1 AT5G57590 -1.07 -0.10 -0.92 0.391206 0.578803 -6.90
257521_at hypothetical protein predicted by genef--- AT3G09140 1.06 0.09 0.92 0.391182 0.578803 -6.90
245916_at putative protein --- AT5G28720 -1.08 -0.12 -0.92 0.39128 0.578875 -6.90
250269_at  anthranilate phosphoribosyltransferas --- AT5G12970 -1.08 -0.11 -0.92 0.391475 0.579127 -6.90
246694_at putative protein --- --- 1.07 0.10 0.92 0.391564 0.57922 -6.90
253745_at  putative protein the C-terminus of the --- AT4G29090 1.07 0.10 0.92 0.391593 0.579225 -6.90
250052_at  putative protein predicted proteins, Ara--- AT5G17830 -1.09 -0.12 -0.92 0.391706 0.579355 -6.90
260724_at unknown protein ;supported by full-leng--- AT1G48140 1.07 0.10 0.91 0.391865 0.579552 -6.90
248877_at putative protein similar to unknown pro--- AT5G46140 -1.07 -0.10 -0.91 0.391988 0.579607 -6.90
246458_at  putative protein various predicted prot --- AT5G16860 1.09 0.12 0.91 0.391978 0.579607 -6.90
246309_at putative transmembrane protein G1p BATG1 AT3G51790 1.19 0.25 0.91 0.391975 0.579607 -6.90
256109_at hypothetical protein predicted by gene --- AT1G16950 1.14 0.19 0.91 0.392003 0.579607 -6.90
248036_at nucleolar protein-like OLI2 AT5G55920 1.11 0.15 0.91 0.392188 0.579843 -6.90
248567_at putative protein contains similarity to e --- AT5G49750 1.07 0.10 0.91 0.392269 0.579924 -6.90
246174_s_  putative protein hypothetical protein T --- AT5G28340 / -1.06 -0.09 -0.91 0.392385 0.580058 -6.90
256586_at hypothetical protein --- AT3G28770 -1.06 -0.09 -0.91 0.392492 0.58018 -6.90
245235_at  putative protein similarity to predicted --- AT4G25550 -1.08 -0.11 -0.91 0.392581 0.580272 -6.90
260984_at Expressed protein ; supported by full-le--- AT1G53645 1.15 0.20 0.91 0.392643 0.580326 -6.90



262898_at hypothetical protein predicted by gene --- AT1G59850 -1.08 -0.12 -0.91 0.392828 0.580563 -6.91
245515_at hypothetical protein --- AT4G15810 1.14 0.19 0.91 0.392964 0.580726 -6.91
245675_at hypothetical protein similar to putative --- --- -1.11 -0.15 -0.91 0.39302 0.580742 -6.91
262404_at  transposon-like ORF, putative similar --- --- 1.07 0.10 0.91 0.393026 0.580742 -6.91
257279_at unknown protein  ;supported by full-len--- AT3G14430 -1.08 -0.10 -0.91 0.393218 0.58098 -6.91
260892_at cysteine proteinase contains similarity --- AT1G29110 1.08 0.12 0.91 0.393238 0.58098 -6.91
247705_at putative protein  ;supported by full-leng--- AT5G59460 -1.07 -0.10 -0.91 0.393277 0.581 -6.91
251552_at  ribosomal protein L11 -like ribosomal --- AT3G58700 -1.14 -0.19 -0.91 0.393391 0.581127 -6.91
245585_at hypothetical --- AT4G14970 -1.07 -0.10 -0.91 0.393413 0.581127 -6.91
260723_at unknown protein --- AT1G48070 -1.07 -0.09 -0.91 0.393445 0.581136 -6.91
251040_at  ribonuclease II-like protein ribonucleasEMB2730 AT5G02250 -1.13 -0.17 -0.91 0.393537 0.581233 -6.91
252919_at  putative endo-1,4-beta-glucanase endAtGH9B16 AT4G38990 -1.10 -0.14 -0.91 0.393576 0.581255 -6.91
256220_at unknown protein --- AT1G56230 1.10 0.13 0.91 0.393857 0.58153 -6.91
251921_at  40S ribosomal protein S21 homolog ri --- AT3G53890 -1.19 -0.25 -0.91 0.393851 0.58153 -6.91
250560_at  replication factor A - like protein replic RPA70B AT5G08020 -1.15 -0.20 -0.91 0.393859 0.58153 -6.91
262551_at putative heat shock transcription factorRUB1 AT1G31340 -1.10 -0.14 -0.91 0.393865 0.58153 -6.91
246677_at putative protein predicted proteins - Ar --- --- 1.08 0.12 0.91 0.393927 0.581584 -6.91
246471_s_  putative protein predicted proteins, Ara--- AT5G17100 / -1.07 -0.09 -0.91 0.394033 0.581702 -6.91
252546_at  DNA-binding protein  - like DNA-bindin--- AT3G45830 1.07 0.10 0.91 0.394113 0.581775 -6.91
251671_at  putative protein hypothetical protein T --- AT3G57210 1.08 0.11 0.91 0.394133 0.581775 -6.91
254555_at  putative protein curved DNA-binding p--- AT4G19570 -1.07 -0.10 -0.91 0.394242 0.581899 -6.91
260942_s_ hypothetical protein contains similarity --- AT1G45190 / -1.08 -0.11 -0.91 0.394304 0.581953 -6.91
265622_at unknown protein --- AT2G27280 1.06 0.09 0.91 0.394408 0.582069 -6.91
260808_at  polyprotein, putative similar to polypro--- --- -1.06 -0.09 -0.91 0.39448 0.5821 -6.91
251086_at  putative protein hypothetical protein A --- AT5G01450 1.10 0.14 0.91 0.394481 0.5821 -6.91
254927_at  putative protein hypothetical protein - A--- AT4G11400 -1.09 -0.12 -0.91 0.394538 0.582147 -6.91
263303_at unknown protein  ;supported by full-len--- AT2G15240 -1.09 -0.12 -0.91 0.394719 0.582376 -6.91
251963_at protein kinase (AME2/AFC1)  ; supportAFC1 AT3G53570 -1.07 -0.10 -0.91 0.394943 0.582669 -6.91
247432_at microtubule-associated protein EB1-likATEB1B AT5G62500 -1.08 -0.11 -0.91 0.39502 0.582732 -6.91
257511_at hypothetical protein --- AT1G43000 1.08 0.11 0.91 0.395037 0.582732 -6.91
255045_at  putative protein hypothetical protein T --- AT4G09690 1.08 0.11 0.91 0.395076 0.582752 -6.91
263969_at putative VSF-1-like b-ZIP transcription UNE4 AT2G12940 -1.08 -0.11 -0.91 0.395455 0.583273 -6.91
266970_at hypothetical protein predicted by genef--- AT2G39560 -1.08 -0.11 -0.91 0.395574 0.583412 -6.91
262998_at hypothetical protein predicted by gene --- AT1G54280 -1.06 -0.08 -0.91 0.3956 0.583412 -6.91
247280_at phi-1-like protein  ;supported by full-lenEXL2 AT5G64260 -1.17 -0.22 -0.91 0.395854 0.583598 -6.91



256858_at hypothetical protein predicted by gene --- AT3G15140 1.11 0.15 0.91 0.395787 0.583598 -6.91
250764_at putative protein similar to unknown pro--- AT5G05960 -1.73 -0.79 -0.91 0.39584 0.583598 -6.91
266082_at hypothetical protein predicted by gensc--- AT2G37830 -1.11 -0.15 -0.91 0.395801 0.583598 -6.91
248887_at Expressed protein ; supported by full-le--- AT5G46115 1.08 0.11 0.91 0.39583 0.583598 -6.91
249413_at  ras - related GTP binding protein - likeAtRABG1 AT5G39620 1.07 0.09 0.91 0.395897 0.583624 -6.91
262834_at hypothetical protein predicted by genscMAP65-7 AT1G14690 1.07 0.10 0.91 0.395952 0.583644 -6.91
AFFX-CreXBacteriophage P1 /GEN=cre /DB_XRE--- --- 1.17 0.22 0.91 0.395962 0.583644 -6.91
266410_at unknown protein EMB2765 AT2G38770 1.07 0.09 0.91 0.396339 0.584087 -6.91
250135_at putative protein --- AT5G15360 1.08 0.10 0.91 0.396299 0.584087 -6.91
255545_at  putative polygalacturonidase similar to--- AT4G01890 -1.07 -0.10 -0.91 0.396319 0.584087 -6.91
265188_at putative aldehyde dehydrogenase  ; suALDH2B7 AT1G23800 -1.10 -0.14 -0.91 0.3964 0.584111 -6.91
265864_at putative myosin heavy chain-like prote ATMAP70-3 AT2G01750 -1.11 -0.15 -0.91 0.396407 0.584111 -6.91
253129_at  glycine-rich protein glycine-rich proteinCSDP1 AT4G36020 1.11 0.15 0.91 0.39651 0.584225 -6.91
249879_at serine/threonine protein kinase-like pro--- AT5G23170 1.07 0.10 0.91 0.396645 0.584386 -6.91
266907_at Expressed protein ; supported by full-leATGA2OX3 --- 1.09 0.12 0.90 0.396709 0.584443 -6.91
264496_at putative polyprotein similar to GB:AAC --- --- -1.09 -0.12 -0.90 0.396761 0.584444 -6.91
263827_at unknown protein --- AT2G40420 1.13 0.17 0.90 0.396748 0.584444 -6.91
250086_at NAM (no apical meristem)-like protein anac086 AT5G17260 -1.08 -0.11 -0.90 0.396792 0.584452 -6.91
255858_at zinc finger protein (ZFP6) identical to zZFP6 AT1G67030 -1.11 -0.15 -0.90 0.396825 0.584462 -6.91
262532_at hypothetical protein predicted by gensc--- AT1G17210 -1.08 -0.10 -0.90 0.39696 0.584623 -6.91
251577_at putative protein several hypothetical pr--- AT3G58350 -1.09 -0.13 -0.90 0.397034 0.584695 -6.91
261786_at  cyclic nucleotide and calmodulin-regu ATCNGC7 AT1G15990 -1.07 -0.10 -0.90 0.397065 0.584703 -6.91
248985_at GTP-binding protein-like; root hair defe--- AT5G45160 1.07 0.09 0.90 0.397199 0.584863 -6.91
255207_at Expressed protein ; supported by full-le--- AT4G07515 1.06 0.08 0.90 0.397267 0.584925 -6.91
255491_at  putative zinc finger protein similar to pAtIDD12 AT4G02670 1.06 0.08 0.90 0.397418 0.585103 -6.91
252775_s_  putative protein various predicted prot --- --- -1.07 -0.10 -0.90 0.397439 0.585103 -6.91
245554_at cytochrome P450 like protein CYP705A4 AT4G15380 1.06 0.08 0.90 0.397555 0.585236 -6.91
265611_at unknown protein  ;supported by full-len--- AT2G25510 -1.14 -0.19 -0.90 0.397647 0.585334 -6.91
257136_at hypothetical protein predicted by genscASML2 AT3G12890 1.08 0.11 0.90 0.397717 0.585399 -6.91
249399_at  putative protein intracellular protein M --- AT5G40290 1.06 0.08 0.90 0.397815 0.585506 -6.91
264872_at  putative floral homeotic protein, AGL9 03-ספט AT1G24260 -1.11 -0.15 -0.90 0.397949 0.585665 -6.91
245651_s_  F5A9.18 unknown protein; similar to E--- AT1G24793 / 1.10 0.14 0.90 0.398097 0.585845 -6.92
263444_at putative MADS-box protein AGL46 AT2G28700 -1.09 -0.12 -0.90 0.39821 0.585973 -6.92
251504_at  putative protein putative multidrug effl TT12 AT3G59030 -1.08 -0.11 -0.90 0.398296 0.586062 -6.92
250468_at  transcription factor TEIL/ethylene-inse--- AT5G10120 1.06 0.08 0.90 0.398326 0.586068 -6.92



252905_at  putative protein predicted protein, Ara --- AT4G39720 1.10 0.13 0.90 0.398444 0.586204 -6.92
247416_at 40S ribosomal protein S15-like protein --- AT5G63070 -1.08 -0.12 -0.90 0.398522 0.58628 -6.92
257819_at Expressed protein ; supported by full-leRALFL25 AT3G25165 1.07 0.10 0.90 0.398549 0.586283 -6.92
246175_s_  putative protein hypothetical protein F --- AT5G28320 / -1.07 -0.10 -0.90 0.398591 0.586307 -6.92
260288_at nodulin-like protein similar to nodule-sp--- AT1G80530 -1.12 -0.16 -0.90 0.398779 0.586546 -6.92
264022_at Expressed protein ; supported by full-le--- AT2G21185 -1.10 -0.14 -0.90 0.398904 0.586622 -6.92
267297_at putative RING zinc finger protein  ;sup --- AT2G23780 -1.08 -0.11 -0.90 0.398931 0.586622 -6.92
263425_at putative preprotein translocase SECY EMB2289 AT2G31530 -1.09 -0.12 -0.90 0.398981 0.586622 -6.92
249603_at  putative protein predicted proteins, Ara--- AT5G37210 -1.07 -0.10 -0.90 0.39892 0.586622 -6.92
257334_at hypothetical protein --- --- 1.19 0.25 0.90 0.398964 0.586622 -6.92
244958_at hypothetical protein --- --- 1.07 0.09 0.90 0.398985 0.586622 -6.92
260205_at hypothetical protein predicted by genefTIFY7 AT1G70700 1.19 0.25 0.90 0.399025 0.586642 -6.92
251890_at SCARECROW1  ; supported by cDNA SCR AT3G54220 -1.08 -0.10 -0.90 0.399073 0.586675 -6.92
256703_at  MADS-box transcription factor similar AGL79 AT3G30260 1.06 0.08 0.90 0.399155 0.586759 -6.92
256628_at  membrane import protein, putative simTOM40 AT3G20000 1.12 0.17 0.90 0.399231 0.586832 -6.92
250765_at unknown protein  ;supported by full-len--- AT5G05930 -1.11 -0.15 -0.90 0.39942 0.587072 -6.92
246392_at hypothetical protein predicted by gene --- AT1G58120 / 1.06 0.09 0.90 0.399594 0.58729 -6.92
261419_at hypothetical protein predicted by gene --- AT1G07840 -1.06 -0.08 -0.90 0.399718 0.587435 -6.92
246045_at  putative protein predicted proteins, Dr --- AT5G19430 1.10 0.14 0.90 0.399749 0.587442 -6.92
245807_at AP2 domain containing protein RAP2.1RAP2.1 AT1G46768 -1.17 -0.22 -0.90 0.39988 0.587565 -6.92
252489_at  disease resistance protein RPP8-like --- AT3G46710 1.09 0.13 0.90 0.399884 0.587565 -6.92
252611_at  oxidosqualene cyclase - like protein oxLAS1 AT3G45130 1.20 0.26 0.90 0.399971 0.587655 -6.92
245970_at beta-galactosidase  ; supported by cDNBGAL7 AT5G20710 -1.09 -0.13 -0.90 0.400034 0.58771 -6.92
251894_at  putative protein predicted proteins, Ara--- AT3G54380 -1.09 -0.12 -0.90 0.400076 0.587733 -6.92
250995_at dnaK-type molecular chaperone hsc70HSC70-1 AT5G02500 -1.11 -0.15 -0.90 0.400191 0.587864 -6.92
AFFX-r2-EcE. coli /GEN=bioC /DB_XREF=gb:J044--- --- 1.17 0.22 0.90 0.400229 0.587882 -6.92
258828_at putative purple acid phosphatase simil PAP15 AT3G07130 1.08 0.11 0.90 0.400308 0.587961 -6.92
259283_at putative transcription factor similar to GMYB65 AT3G11440 -1.08 -0.11 -0.90 0.400594 0.588342 -6.92
247458_at  putative protein PrMC3, Pinus radiata AtCXE20 AT5G62180 1.14 0.19 0.90 0.400747 0.58853 -6.92
267324_at hypothetical protein predicted by gensc--- AT2G19360 1.06 0.08 0.90 0.400886 0.588658 -6.92
260242_at putative transcription factor similar to bEGL3 AT1G63650 1.07 0.10 0.90 0.400883 0.588658 -6.92
262276_at hypothetical protein predicted by gene --- AT1G68700 1.08 0.11 0.90 0.400934 0.58869 -6.92
248157_at putative protein similar to unknown pro--- AT5G54420 -1.07 -0.10 -0.90 0.400995 0.58873 -6.92
260197_at F12A21.25 hypothetical protein --- AT1G67623 1.07 0.10 0.90 0.401012 0.58873 -6.92
263095_at Ac-like transposase related to Ac/Ds tr --- AT2G16040 -1.07 -0.09 -0.90 0.401139 0.588802 -6.92



259931_at hypothetical protein predicted by gensc--- AT1G34400 1.08 0.11 0.90 0.401135 0.588802 -6.92
249863_at putative protein contains similarity to u VPS24.1 AT5G22950 1.06 0.08 0.90 0.40109 0.588802 -6.92
256517_at  PHD-finger protein, putative contains MMD1 AT1G66170 -1.06 -0.08 -0.90 0.401269 0.588917 -6.92
253179_at  putative protein various predicted prot --- AT4G35200 -1.06 -0.08 -0.90 0.401267 0.588917 -6.92
259843_at hypothetical protein predicted by gene --- AT1G73570 -1.10 -0.14 -0.90 0.40147 0.589175 -6.92
246943_at  putative protein kinase serine/threonin--- AT5G25440 1.12 0.17 0.89 0.401694 0.589465 -6.92
266070_at hypothetical protein predicted by genscEXLB3 AT2G18660 2.16 1.11 0.89 0.401724 0.589471 -6.92
255140_x_  extensin-like protein hydroxyproline-ric--- AT4G08410 1.12 0.16 0.89 0.401778 0.589512 -6.92
259362_s_  serin threonin-kinase, putative similar --- AT1G13350 / -1.08 -0.12 -0.89 0.401886 0.589632 -6.92
261085_at hypothetical protein similar to hypothet IQD7 AT1G17480 1.07 0.09 0.89 0.40199 0.589748 -6.92
247581_at  receptor-like protein kinase precursor --- AT5G61350 -1.07 -0.09 -0.89 0.402025 0.589761 -6.92
248617_at putative protein similar to unknown pro--- AT5G49590 1.07 0.09 0.89 0.402106 0.589841 -6.92
263079_at putative retroelement pol polyprotein --- --- -1.07 -0.09 -0.89 0.402257 0.590026 -6.92
266554_s_ eukaryotic translation initiation factor 3 --- AT2G46280 / -1.09 -0.13 -0.89 0.402373 0.590119 -6.92
250737_at putative protein similar to unknown pro--- AT5G06370 -1.10 -0.14 -0.89 0.402365 0.590119 -6.92
248319_at unknown protein --- AT5G52710 -1.06 -0.09 -0.89 0.402432 0.590131 -6.92
250417_at  putative protein predicted proteins, Ara--- AT5G11230 -1.09 -0.13 -0.89 0.402415 0.590131 -6.92
251229_at beta-glucosidase-like protein several bBGLU7 AT3G62740 -1.06 -0.09 -0.89 0.402481 0.590164 -6.92
264473_at hypothetical protein predicted by gene --- AT1G67180 -1.15 -0.20 -0.89 0.402521 0.590175 -6.92
245190_at F12A21.16 hypothetical protein --- AT1G67690 -1.10 -0.14 -0.89 0.40254 0.590175 -6.92
260739_at  serine carboxypeptidase precursor, puscpl50 AT1G15000 -1.16 -0.21 -0.89 0.402663 0.590318 -6.92
253878_at  trehalose-6-phosphate synthase - like TPS4 AT4G27550 1.07 0.09 0.89 0.402775 0.590406 -6.92
265156_at hypothetical protein predicted by gensc--- AT1G31000 -1.08 -0.11 -0.89 0.402771 0.590406 -6.92
248204_at myosin heavy chain ATM2 AT5G54280 1.10 0.13 0.89 0.40305 0.590771 -6.92
264033_at hypothetical protein predicted by gensc--- AT2G03580 -1.09 -0.12 -0.89 0.403348 0.59117 -6.92
262046_at hypothetical protein predicted by gene OFP14 AT1G79960 1.09 0.13 0.89 0.403426 0.591208 -6.92
260577_at hypothetical protein predicted by genef--- AT2G47340 -1.07 -0.10 -0.89 0.403425 0.591208 -6.92
256685_at hypothetical protein predicted by gene --- AT3G32100 1.08 0.11 0.89 0.403536 0.59133 -6.93
256347_at unknown protein similar to putative dis --- --- 1.08 0.10 0.89 0.403656 0.591468 -6.93
254311_at hypothetical protein --- AT4G22440 1.08 0.11 0.89 0.40371 0.591484 -6.93
265821_at  putative homeodomain transcription faWUS AT2G17950 -1.11 -0.15 -0.89 0.403718 0.591484 -6.93
261896_at  mRNA export protein, putative similar --- AT1G80670 1.09 0.12 0.89 0.403844 0.591527 -6.93
252937_at  SEC14 - like protein phosphatidylinos SEC14 AT4G39180 -1.07 -0.10 -0.89 0.403929 0.591527 -6.93
258354_at putative zinc finger protein similar to R --- AT3G14320 -1.06 -0.09 -0.89 0.403899 0.591527 -6.93
266710_at putative Ser/Thr protein kinase --- AT2G46850 1.07 0.10 0.89 0.403853 0.591527 -6.93



266697_at profilin 4  ; supported by full-length cDNPRF5 AT2G19770 -1.10 -0.13 -0.89 0.403876 0.591527 -6.93
251366_at putative protein several hypothetical pr--- AT3G61340 1.08 0.10 0.89 0.403913 0.591527 -6.93
254373_at hypothetical protein  ;supported by full---- AT4G21730 1.07 0.09 0.89 0.403922 0.591527 -6.93
260678_at hypothetical protein predicted by gene --- AT1G07970 1.06 0.08 0.89 0.403995 0.591585 -6.93
256885_at chaperone-like ATPase contains Pfam --- AT3G15120 1.09 0.12 0.89 0.404211 0.591864 -6.93
256695_at unknown protein --- AT3G32090 1.08 0.11 0.89 0.404266 0.591906 -6.93
260312_at putative disease resistance protein sim--- AT1G63880 -1.10 -0.13 -0.89 0.40433 0.591962 -6.93
251588_at putative protein several putative protei --- AT3G58090 -1.09 -0.12 -0.89 0.404373 0.591986 -6.93
263744_at Mutator-like transposase similar to  MU--- AT2G21420 1.08 0.11 0.89 0.404446 0.592056 -6.93
249362_at  putative protein predicted protein, Ara --- AT5G40550 -1.19 -0.26 -0.89 0.404568 0.592196 -6.93
256896_at hypothetical protein predicted by gene --- AT3G24630 -1.15 -0.20 -0.89 0.404648 0.592275 -6.93
262071_at unknown protein ;supported by full-lengCF9 AT1G59510 1.08 0.12 0.89 0.404724 0.592348 -6.93
259048_at DegP protease contains similarity to deDegP7 AT3G03380 1.07 0.10 0.89 0.404771 0.59238 -6.93
266425_at putative strictosidine synthase --- AT2G41300 -1.08 -0.11 -0.89 0.404891 0.59248 -6.93
265525_at putative Ty3-gypsy-like retroelement p --- --- -1.08 -0.11 -0.89 0.404875 0.59248 -6.93
256560_s_  vetispiradiene synthase, putative, 5' p --- AT3G31415 / -1.07 -0.09 -0.89 0.405085 0.592725 -6.93
255564_s_ hypothetical protein T15B16.8 RGXT2 AT4G01750 / 1.08 0.11 0.89 0.405155 0.592789 -6.93
246894_at  heat-shock protein - like heat-shock p --- AT5G25530 -1.12 -0.16 -0.89 0.405213 0.592836 -6.93
264082_at unknown protein  ;supported by full-len--- AT2G28570 -1.07 -0.10 -0.89 0.405323 0.592959 -6.93
260631_at hypothetical protein predicted by gene --- AT1G62350 -1.08 -0.12 -0.89 0.405406 0.593042 -6.93
245902_at  putative protein Scythe protein, Xenop--- AT5G11080 1.11 0.15 0.89 0.405434 0.593045 -6.93
253319_at  putative protein various predicted prot EMB2758 AT4G33990 1.12 0.16 0.89 0.405627 0.593165 -6.93
249406_at  putative protein MtN21, Medicago trun--- AT5G40210 1.09 0.12 0.89 0.405717 0.593165 -6.93
257513_s_ hypothetical protein --- AT1G12340 / -1.08 -0.11 -0.89 0.405674 0.593165 -6.93
261146_at hypothetical protein predicted by gene --- AT1G19620 -1.10 -0.14 -0.89 0.405724 0.593165 -6.93
258746_at germin-like protein similar to germin pr --- AT3G05950 -1.08 -0.11 -0.89 0.405611 0.593165 -6.93
253210_at  putative protein predicted protein, Ara MTN2 AT4G34840 -1.08 -0.10 -0.89 0.405707 0.593165 -6.93
266619_at similar to harpin-induced protein hin1 f --- AT2G35460 -1.10 -0.13 -0.89 0.405614 0.593165 -6.93
248671_at putative protein strong similarity to unk--- AT5G48750 1.06 0.09 0.89 0.405635 0.593165 -6.93
245161_at putative myrosinase binding protein NSP2 AT2G33070 -1.09 -0.13 -0.89 0.405775 0.593202 -6.93
267406_at unknown protein MEE22 AT2G34780 1.09 0.12 0.89 0.405859 0.593286 -6.93
263602_at 40S ribosomal protein S25 --- AT2G16360 -1.07 -0.10 -0.89 0.405955 0.593389 -6.93
254674_at  EREBP - like protein EREBP-1 (Ethyle--- AT4G18450 -1.06 -0.08 -0.89 0.406117 0.593587 -6.93
245386_at hypothetical protein ;supported by full- RALFL32 AT4G14010 -1.18 -0.24 -0.89 0.406193 0.593602 -6.93
255102_s_ putative MuDR-A-like transposon prote--- --- -1.08 -0.11 -0.89 0.40618 0.593602 -6.93



262480_at  receptor kinase, putative similar to rec--- AT1G11340 -1.14 -0.19 -0.89 0.406205 0.593602 -6.93
258983_at  putative aminotransferase similar to be--- AT3G08860 1.25 0.33 0.89 0.406358 0.593711 -6.93
253933_at hypothetical protein --- AT4G26820 -1.08 -0.12 -0.89 0.406343 0.593711 -6.93
257944_at  SKP1/ASK1 (At9), putative similar to SASK9 AT3G21850 1.07 0.09 0.89 0.406346 0.593711 -6.93
259494_at  mitotic checkpoint protein, putative sim--- AT1G15850 -1.09 -0.12 -0.89 0.406454 0.593813 -6.93
246669_at  galactinol synthase, putative  --- AT5G30500 -1.10 -0.13 -0.89 0.406598 0.593987 -6.93
266585_at putative retroelement pol polyprotein --- --- -1.09 -0.12 -0.88 0.406785 0.594221 -6.93
264386_at  putative pyrophosphate-fructose-6-pho--- AT1G12000 1.16 0.21 0.88 0.406813 0.594224 -6.93
250350_at  putative protein predicted proteins, Ara--- AT5G12010 1.16 0.21 0.88 0.40706 0.594548 -6.93
261555_s_ hypothetical protein predicted by gensc--- AT1G63230 / 1.06 0.08 0.88 0.407389 0.594957 -6.93
246569_at  lysophospholipase -like protein lysoph--- AT5G14980 -1.06 -0.09 -0.88 0.407393 0.594957 -6.93
259162_at unknown protein similar to unknown pr --- AT3G01640 -1.09 -0.12 -0.88 0.407741 0.59541 -6.93
254729_at  putative protein purple acid phosphataPAP23 AT4G13700 1.08 0.11 0.88 0.407755 0.59541 -6.93
267446_s_ putative tyrosyl-tRNA synthetase --- AT1G28350 / -1.06 -0.09 -0.88 0.407854 0.595477 -6.93
264074_at putative retroelement pol polyprotein re--- --- -1.07 -0.10 -0.88 0.407836 0.595477 -6.93
267530_at putative receptor-like protein kinase --- AT2G41890 1.18 0.24 0.88 0.40795 0.595542 -6.93
251693_at putative protein several hypothetical pr--- AT3G56550 1.08 0.11 0.88 0.407924 0.595542 -6.93
260503_at  proteasome, 30 kda subunit (ec 3.4.99PAF2 AT1G47250 -1.07 -0.10 -0.88 0.407988 0.59556 -6.93
263592_at putative non-LTR retroelement reverse--- --- -1.12 -0.16 -0.88 0.408035 0.59559 -6.93
250019_at putative protein similar to unknown pro--- AT5G18160 1.09 0.12 0.88 0.408248 0.595859 -6.93
250888_at  putative protein trichohyalin, Oryctolag--- AT5G04460 1.12 0.16 0.88 0.408272 0.595859 -6.93
253695_at arginine methyltransferase (pam1)  ; suPRMT11 AT4G29510 -1.11 -0.15 -0.88 0.408329 0.595904 -6.93
253508_at  putative protein various predicted prot --- AT4G31680 -1.07 -0.10 -0.88 0.408388 0.595953 -6.93
263659_at unknown protein EST gb|ATTS5672 co--- AT1G04470 -1.07 -0.10 -0.88 0.408483 0.596037 -6.93
249477_s_  germin - like protein probable germin t--- AT5G38930 / 1.06 0.08 0.88 0.408498 0.596037 -6.93
253828_at  putative protein predicted protein, Ara SLAH2 AT4G27970 1.10 0.13 0.88 0.408553 0.596078 -6.93
261283_s_ hypothetical protein predicted by gensc--- --- -1.06 -0.08 -0.88 0.408616 0.596132 -6.93
245286_at cytosolic O-acetylserine(thiol)lyase (ECOASA1 AT4G14880 -1.07 -0.10 -0.88 0.408674 0.596168 -6.93
247594_at  putative protein farnesylated protein G--- AT5G60800 1.10 0.13 0.88 0.408693 0.596168 -6.93
252574_at  receptor like protein kinase receptor li --- AT3G45430 -1.08 -0.11 -0.88 0.408871 0.5962 -6.93
251650_at hypothetical protein --- AT3G57360 1.11 0.14 0.88 0.408799 0.5962 -6.93
249340_at putative protein contains similarity to m--- AT5G41140 -1.09 -0.12 -0.88 0.408868 0.5962 -6.93
252519_at hypothetical protein --- AT3G46360 -1.07 -0.10 -0.88 0.408849 0.5962 -6.93
247163_at Expressed protein ; supported by cDNA--- AT5G65685 -1.09 -0.12 -0.88 0.408777 0.5962 -6.93
256342_at unknown protein ; supported by full-len--- AT1G72020 -1.07 -0.10 -0.88 0.408751 0.5962 -6.93



267631_at hypothetical protein predicted by genef--- AT2G42150 -1.07 -0.09 -0.88 0.408901 0.596205 -6.93
255699_at putative pectinesterase PME38 AT4G00190 1.06 0.09 0.88 0.408946 0.596233 -6.93
252820_at  plasma membrane H+-ATPase-like pr AHA8 AT3G42640 -1.12 -0.17 -0.88 0.409118 0.596445 -6.94
266209_at similar to terminal flower  ; supported bATC AT2G27550 -1.12 -0.17 -0.88 0.409199 0.596526 -6.94
249250_at arm repeat containing protein --- AT5G42340 1.06 0.09 0.88 0.409232 0.596535 -6.94
265454_at putative ARF1 family auxin responsive ARF11 AT2G46530 -1.25 -0.32 -0.88 0.409281 0.596568 -6.94
256018_at  plastid heme oxygenase, putative sim ho4 AT1G58300 -1.12 -0.16 -0.88 0.409359 0.596644 -6.94
261060_at unknown protein --- AT1G17340 1.09 0.12 0.88 0.409489 0.596768 -6.94
259555_at hypothetical protein --- --- 1.07 0.09 0.88 0.409497 0.596768 -6.94
254341_at  serine/threonine protein kinase like proSRF8 AT4G22130 -1.21 -0.27 -0.88 0.409658 0.596965 -6.94
251098_at light-inducible protein ATLS1 --- AT5G01650 1.06 0.08 0.88 0.409785 0.597075 -6.94
248919_at putative protein contains similarity to is--- AT5G45920 -1.08 -0.11 -0.88 0.409779 0.597075 -6.94
253317_at putative protein --- AT4G33960 -1.18 -0.23 -0.88 0.409823 0.597091 -6.94
249000_at putative protein contains similarity to h --- AT5G44980 -1.08 -0.11 -0.88 0.409921 0.597196 -6.94
258691_at unknown protein --- AT3G08630 -1.21 -0.27 -0.88 0.409992 0.597221 -6.94
244905_at hypothetical protein --- --- -1.07 -0.10 -0.88 0.410005 0.597221 -6.94
250411_at putative protein --- AT5G11120 -1.07 -0.09 -0.88 0.410017 0.597221 -6.94
245457_s_ disease resistance RPP5 like protein --- AT4G16940 / 1.07 0.10 0.88 0.410107 0.597315 -6.94
253683_at cytidine deaminase 4 (CDA4) --- AT4G29650 -1.07 -0.10 -0.88 0.410307 0.597462 -6.94
249944_at NAM (no apical meristem)-like protein anac089 AT5G22290 1.19 0.25 0.88 0.410315 0.597462 -6.94
258735_at low temperature and salt responsive p RCI2A AT3G05880 -1.12 -0.17 -0.88 0.410314 0.597462 -6.94
258388_at putative expansin S2 precursor similar ATEXPA12 AT3G15370 -1.06 -0.09 -0.88 0.410345 0.597462 -6.94
245440_at RNA helicase --- AT4G16680 1.06 0.08 0.88 0.410366 0.597462 -6.94
255361_at hypothetical protein --- --- 1.06 0.08 0.88 0.410239 0.597462 -6.94
259640_at  beta-glucosidase, putative identical to BGLU18 AT1G52400 1.17 0.23 0.88 0.410442 0.597536 -6.94
248693_at regulator of chromosome condensation--- AT5G48330 1.11 0.15 0.88 0.410483 0.597557 -6.94
255210_at may be a pseudogene --- --- -1.06 -0.08 -0.88 0.410585 0.597668 -6.94
256954_at  E2, ubiquitin-conjugating enzyme, put FUS9 AT3G13550 -1.08 -0.12 -0.88 0.410653 0.597727 -6.94
263573_at unknown protein similar to A. thaliana --- AT2G17150 1.10 0.14 0.88 0.411024 0.598021 -6.94
250050_at  putative protein predicted protein, Ara VAR3 AT5G17790 1.08 0.11 0.88 0.411038 0.598021 -6.94
260320_at hypothetical protein similar to putative --- AT1G63930 -1.11 -0.14 -0.88 0.410996 0.598021 -6.94
257254_at  salicylic acid carboxyl methyltransfera --- AT3G21950 1.07 0.10 0.88 0.41098 0.598021 -6.94
248206_at unknown protein --- AT5G54350 1.09 0.12 0.88 0.411036 0.598021 -6.94
246663_at putative protein --- AT5G35300 1.07 0.10 0.88 0.411035 0.598021 -6.94
267316_at homeodomain transcription factor (ATHPHB AT2G34710 -1.13 -0.18 -0.88 0.41097 0.598021 -6.94



245897_at potassium transport protein-like severaKUP7 AT5G09400 1.10 0.14 0.88 0.411285 0.598343 -6.94
250522_at cleft lip and palate associated transme --- AT5G08500 1.07 0.09 0.88 0.411539 0.598533 -6.94
249687_at  putative protein oxidosqualene cyclaseATPEN3 AT5G36150 1.07 0.10 0.88 0.411547 0.598533 -6.94
260765_at actin 8 almost identical to actin 8 GI:16ACT8 AT1G49240 1.17 0.22 0.88 0.411518 0.598533 -6.94
245923_at  putative protein predicted proteins, Ara--- AT5G28820 -1.08 -0.11 -0.88 0.411542 0.598533 -6.94
253026_at hypothetical protein --- AT4G38120 1.10 0.14 0.88 0.411477 0.598533 -6.94
256380_at  pheromone receptor, putative (AR401 AR401 AT1G66680 1.09 0.12 0.88 0.411588 0.598554 -6.94
248102_at putative protein contains similarity to 5 --- AT5G55140 1.10 0.14 0.88 0.411646 0.5986 -6.94
256579_at hypothetical protein --- AT3G28720 1.06 0.09 0.87 0.411912 0.598912 -6.94
254225_at  putative major latex protein major late --- AT4G23670 -1.36 -0.45 -0.87 0.411908 0.598912 -6.94
251826_at  ABC transporter - like protein ATP-bin --- AT3G55110 -1.08 -0.11 -0.87 0.412003 0.598967 -6.94
267483_at unknown protein  ;supported by full-lenUTR1 AT2G02810 1.28 0.35 0.87 0.411988 0.598967 -6.94
254943_at  putative protein predicted proteins, Ara--- AT4G10890 -1.07 -0.10 -0.87 0.412034 0.598974 -6.94
264829_at hypothetical protein predicted by genscANAC006 AT1G03490 -1.06 -0.08 -0.87 0.412066 0.598982 -6.94
260188_at Mutator-like transposase similar to mud--- --- 1.06 0.08 0.87 0.412133 0.599042 -6.94
245538_at p140mDia like protein --- AT4G15200 -1.07 -0.10 -0.87 0.412201 0.599102 -6.94
253529_at  putative protein hypothetical protein - A--- AT4G31520 1.06 0.08 0.87 0.412282 0.599181 -6.94
255872_at putative protein kinase contains a proteSIP4 AT2G30360 1.20 0.26 0.87 0.412343 0.599183 -6.94
261953_at  UDP-galactose 4-epimerase, putative RHD1 AT1G64440 1.14 0.19 0.87 0.412362 0.599183 -6.94
261345_at hypothetical protein predicted by genefDTA4 AT1G79760 -1.09 -0.12 -0.87 0.412322 0.599183 -6.94
253814_at putative protein  ;supported by full-leng--- AT4G28290 -1.12 -0.16 -0.87 0.412394 0.599191 -6.94
257432_at unknown protein --- AT2G21850 -1.09 -0.12 -0.87 0.412489 0.599291 -6.94
258234_at hypothetical protein similar to myb-relaMYB118 AT3G27785 -1.07 -0.09 -0.87 0.412537 0.599323 -6.94
251590_at  pollen-specific protein BAN102-like pr AGP23 AT3G57690 1.10 0.14 0.87 0.412608 0.599389 -6.94
254639_at  putative protein various predicted prot DOT4 AT4G18750 -1.08 -0.11 -0.87 0.412654 0.599405 -6.94
248128_at thiazole biosynthetic enzyme precurso THI1 AT5G54770 -1.09 -0.13 -0.87 0.412701 0.599405 -6.94
252600_at  putative protein unknown protein CGI-VPS24.2 AT3G45000 -1.09 -0.12 -0.87 0.412725 0.599405 -6.94
261807_at Expressed protein ; supported by full-le--- AT1G30515 -1.07 -0.09 -0.87 0.412673 0.599405 -6.94
246588_at  putative protein predicted protein, Ara --- AT3G06433 / 1.05 0.08 0.87 0.412755 0.599411 -6.94
249961_at  putative protein predicted proteins, Ara--- AT5G18770 1.08 0.11 0.87 0.412904 0.599589 -6.94
255695_at putative protein UNE11 AT4G00080 1.06 0.09 0.87 0.413035 0.599741 -6.94
253639_at  putative protein component of aniline d--- AT4G30550 1.11 0.15 0.87 0.413101 0.599798 -6.94
244904_at hypothetical protein --- --- 1.12 0.17 0.87 0.413211 0.59992 -6.94
251214_at putative protein hypothetical proteins - --- AT3G62500 -1.07 -0.10 -0.87 0.413266 0.599928 -6.94
262328_at hypothetical protein similar to hypothet --- AT1G64100 -1.05 -0.08 -0.87 0.413269 0.599928 -6.94



247559_at  histone deacetylase - like GR AF-1 spHDA18 AT5G61070 -1.06 -0.09 -0.87 0.413373 0.600041 -6.94
250658_at C3HC4-type RING zinc finger protein-l --- AT5G07040 -1.08 -0.11 -0.87 0.413491 0.600136 -6.94
253256_at  putative protein endothelin converting --- AT4G34360 1.09 0.13 0.87 0.413488 0.600136 -6.94
255698_at scarecrow-like 6 (SCL6) --- AT4G00150 -1.10 -0.13 -0.87 0.413526 0.600147 -6.94
251809_at  putative protein predicted proteins, Ara--- AT3G55600 -1.08 -0.11 -0.87 0.413563 0.600164 -6.94
257597_at  protein kinase, putative similar to prote--- AT3G24790 -1.06 -0.09 -0.87 0.413631 0.600187 -6.94
267414_at putative berberine bridge enzyme MEE23 AT2G34790 1.13 0.18 0.87 0.413609 0.600187 -6.94
247180_at histone H3 --- AT5G65350 / 1.06 0.08 0.87 0.413716 0.600271 -6.94
258340_at hypothetical protein predicted by gensc--- AT3G22770 1.06 0.08 0.87 0.41381 0.600369 -6.94
267167_at putative C2H2-type zinc finger protein ZFP10 AT2G37740 1.07 0.10 0.87 0.414075 0.600716 -6.94
260950_s_  delta 9 desaturase, putative similar to --- AT1G06090 / -1.08 -0.12 -0.87 0.41412 0.600723 -6.94
246810_at  putative protein many predicted protei --- --- 1.06 0.09 0.87 0.414133 0.600723 -6.94
257489_at hypothetical protein predicted by gene --- AT1G07330 -1.07 -0.10 -0.87 0.414213 0.600801 -6.94
258846_at unknown protein  ; supported by full-le --- AT3G03070 1.06 0.09 0.87 0.41448 0.601151 -6.94
248012_at putative protein strong similarity to unk--- AT5G56310 1.09 0.13 0.87 0.414512 0.601158 -6.94
252661_at putative protein --- AT3G44450 -1.24 -0.31 -0.87 0.414538 0.601158 -6.94
258785_at unknown protein --- --- -1.09 -0.12 -0.87 0.414597 0.601205 -6.94
257233_at hypothetical protein similar to SF16 proIQD10 AT3G15050 -1.07 -0.09 -0.87 0.414681 0.601289 -6.95
261580_at unknown protein ;supported by full-lengIQD18 AT1G01110 1.11 0.16 0.87 0.414925 0.601604 -6.95
255022_at  NAM/NAP like protein nap gene, ArabANAC070 AT4G10350 1.06 0.09 0.87 0.414976 0.601639 -6.95
249407_at  putative protein predicted proteins, Ara--- AT5G40320 1.06 0.09 0.87 0.415018 0.601662 -6.95
264983_at hypothetical protein predicted by gensc--- AT1G27240 -1.07 -0.09 -0.87 0.415291 0.601957 -6.95
265861_at hypothetical protein predicted by gensc--- AT2G01790 -1.07 -0.10 -0.87 0.415321 0.601957 -6.95
257929_at  RNA Polymerase II subunit 14.5 kD, pNRPB9A AT3G16980 1.08 0.11 0.87 0.415319 0.601957 -6.95
247678_at putative zinc transporter ZIP2 - like Z25ZIP2 AT5G59520 1.14 0.18 0.87 0.415327 0.601957 -6.95
261195_at  transport inhibitor response 1 (TIR1), AFB3 AT1G12820 -1.07 -0.10 -0.87 0.415448 0.602095 -6.95
262474_at hypothetical protein identical to hypoth FU AT1G50240 -1.08 -0.11 -0.87 0.415483 0.602107 -6.95
245486_x_ glycine-rich protein homolog --- AT4G16240 1.07 0.10 0.87 0.415842 0.602589 -6.95
255453_at  hypothetical protein similar to A. thalia--- AT4G02900 -1.10 -0.13 -0.87 0.415948 0.602705 -6.95
260032_at putative phosphoenolpyruvate carboxyATPPC4 AT1G68750 1.07 0.10 0.87 0.415999 0.60274 -6.95
256176_at hypothetical protein predicted by gene ATEXO70G2AT1G51640 -1.07 -0.09 -0.87 0.416059 0.602789 -6.95
250250_at putative protein similar to unknown pro--- AT5G13610 1.08 0.11 0.87 0.416537 0.603443 -6.95
261478_at unknown protein MIOX1 AT1G14520 -1.11 -0.15 -0.87 0.416605 0.603464 -6.95
251933_at  putative protein mucin MUC3, Homo s--- AT3G54060 -1.09 -0.12 -0.87 0.416605 0.603464 -6.95
246047_at  putative protein predicted proteins, Ara--- --- -1.07 -0.10 -0.87 0.41667 0.603482 -6.95



249653_at  putative protein REPLICATION PROT--- --- -1.06 -0.09 -0.87 0.416644 0.603482 -6.95
245541_at hypothetical protein --- AT4G15240 1.11 0.15 0.87 0.416726 0.603525 -6.95
257080_at unknown protein --- AT3G15240 -1.06 -0.08 -0.86 0.416927 0.603701 -6.95
263130_at hypothetical protein predicted by genscPOLD3 AT1G78650 1.14 0.19 0.86 0.416923 0.603701 -6.95
250566_at  putative helix-loop-helix DNA binding TCP17 AT5G08070 1.10 0.14 0.86 0.416908 0.603701 -6.95
255808_at  putative protein predicted protein, Ara --- AT4G10280 1.08 0.10 0.86 0.416958 0.603707 -6.95
245103_at putative Ta11-like non-LTR retroeleme--- AT2G41590 -1.06 -0.09 -0.86 0.417173 0.603981 -6.95
255114_at putative protein various putative revers--- --- -1.10 -0.14 -0.86 0.417276 0.604054 -6.95
252521_at hypothetical protein --- AT3G46380 -1.11 -0.15 -0.86 0.417273 0.604054 -6.95
261868_s_ hypothetical protein contains similarity --- AT1G11450 / 1.05 0.07 0.86 0.417422 0.604226 -6.95
246551_at  putative protein predicted proteins, Ara--- AT5G15070 -1.08 -0.11 -0.86 0.417493 0.604289 -6.95
250790_at putative protein similar to unknown pro--- AT5G05640 -1.11 -0.15 -0.86 0.417572 0.604289 -6.95
258741_at  Lon protease, putative similar to Lon pLON4 AT3G05790 -1.06 -0.08 -0.86 0.41757 0.604289 -6.95
259385_at hypothetical protein predicted by gensc--- AT1G13470 1.64 0.71 0.86 0.417519 0.604289 -6.95
252839_at  putative protein PIF1 protein - Caenor --- --- 1.10 0.14 0.86 0.417645 0.604357 -6.95
253953_at  putative protein extensin precursor - to--- AT4G26750 -1.12 -0.16 -0.86 0.417784 0.604443 -6.95
250886_at putative protein --- AT5G04440 -1.08 -0.11 -0.86 0.41774 0.604443 -6.95
260574_at hypothetical protein predicted by genef--- AT2G47300 -1.08 -0.11 -0.86 0.417777 0.604443 -6.95
246292_at  putative protein hnRNP A/B related pr UBA2A AT3G56860 -1.08 -0.12 -0.86 0.417993 0.60463 -6.95
257191_at Expressed protein ; supported by full-le--- AT3G13175 -1.08 -0.11 -0.86 0.417952 0.60463 -6.95
259333_at putative auxin-independent growth pro EDA30 AT3G03810 -1.08 -0.11 -0.86 0.417967 0.60463 -6.95
256828_at unknown protein --- AT3G22968 / -1.15 -0.21 -0.86 0.418047 0.60467 -6.95
265828_at hypothetical protein predicted by gensc--- AT2G14520 1.06 0.09 0.86 0.418131 0.604754 -6.95
255353_at putative transposon protein similar to M--- --- -1.06 -0.08 -0.86 0.41823 0.604858 -6.95
257368_at hypothetical protein predicted by gensc--- AT2G29860 -1.06 -0.09 -0.86 0.418276 0.604887 -6.95
255173_at  putative transposon protein similar to A--- --- -1.08 -0.11 -0.86 0.418304 0.604889 -6.95
248184_at CHP-rich zinc finger protein-like --- AT5G54050 -1.06 -0.08 -0.86 0.418381 0.604962 -6.95
264322_at unknown protein Contains similarity to --- AT1G04190 1.08 0.11 0.86 0.418729 0.605426 -6.95
263423_at hypothetical protein predicted by gensc--- AT2G31700 1.07 0.09 0.86 0.418795 0.605445 -6.95
252807_at  putative replication protein various pre--- --- -1.05 -0.07 -0.86 0.418785 0.605445 -6.95
259653_at unknown protein --- AT1G55240 -1.06 -0.08 -0.86 0.418921 0.605512 -6.95
250820_at receptor-like protein kinase --- AT5G05160 -1.08 -0.12 -0.86 0.418892 0.605512 -6.95
252761_at putative protein several hypothetical pr--- AT3G42770 -1.12 -0.16 -0.86 0.418913 0.605512 -6.95
258704_at putative protein kinase similar to Pto kiCCR1 AT3G09780 -1.10 -0.14 -0.86 0.418958 0.605528 -6.95
258937_at putative ribosomal protein S28 similar --- AT3G10090 1.12 0.16 0.86 0.418992 0.605538 -6.95



256611_at unknown protein similar to putative RIN--- AT3G29270 1.08 0.12 0.86 0.419124 0.605653 -6.95
250464_at hypothetical protein --- AT5G10040 1.05 0.08 0.86 0.419101 0.605653 -6.95
245937_at  putative protein 22kDa peroxisomal m--- AT5G19750 -1.13 -0.18 -0.86 0.419156 0.60566 -6.95
261022_at unknown protein similar to NAM like prANAC007 AT1G12260 1.07 0.10 0.86 0.419221 0.605691 -6.95
250675_at putative protein contains similarity to u --- AT5G06260 1.06 0.09 0.86 0.41923 0.605691 -6.95
250623_at  peroxisomal Ca-dependent solute car --- AT5G07320 -1.07 -0.10 -0.86 0.419262 0.605698 -6.95
263304_at hypothetical protein predicted by gensc--- AT2G01920 1.07 0.10 0.86 0.419396 0.605853 -6.95
252203_at hypothetical protein --- AT3G50320 -1.06 -0.09 -0.86 0.419486 0.605907 -6.95
249556_at Expressed protein ; supported by full-le--- AT5G38195 -1.06 -0.09 -0.86 0.419472 0.605907 -6.95
260039_at CLE12 CLAVATA3/ESR-Related 12; s CLE12 AT1G68795 1.09 0.12 0.86 0.419526 0.605926 -6.95
AFFX-TrpnXB. subtilis /GEN=trpD, trpC /DB_XREF--- --- 1.06 0.09 0.86 0.419633 0.606042 -6.95
256615_at hypothetical protein predicted by gene --- AT3G22250 1.09 0.13 0.86 0.419664 0.606048 -6.95
253586_s_  putative protein hypothetical protein T --- AT4G30710 / -1.12 -0.17 -0.86 0.419827 0.606245 -6.95
255255_at coded for by A. thaliana cDNA T44741--- AT4G05070 -1.12 -0.17 -0.86 0.419937 0.606352 -6.95
263970_at putative cytochrome P450 CYP718 AT2G42850 -1.07 -0.10 -0.86 0.419954 0.606352 -6.95
265280_at Expressed protein ; supported by full-leLCR5 AT2G28355 1.07 0.09 0.86 0.419985 0.606359 -6.95
254809_at  putative protein auxin-induced protein --- AT4G12410 -1.11 -0.15 -0.86 0.420195 0.606623 -6.95
252708_at  putative protein amine oxidase, Canav--- AT3G43820 1.09 0.12 0.86 0.420354 0.606814 -6.95
256505_at unknown protein --- AT1G75200 1.10 0.14 0.86 0.420431 0.606849 -6.96
245472_at hypothetical protein --- AT4G16040 1.09 0.12 0.86 0.420409 0.606849 -6.95
263657_at putative casein kinase I similar to GB:CCKL13 AT1G04440 1.14 0.19 0.86 0.420571 0.607013 -6.96
256992_at hypothetical protein predicted by gene --- AT3G28630 -1.07 -0.10 -0.86 0.420629 0.607058 -6.96
246575_at  bystin, putative similar to bystin GI:116--- AT1G31660 1.12 0.16 0.86 0.42066 0.607063 -6.96
245656_at hypothetical protein predicted by gene --- AT1G56620 -1.07 -0.10 -0.86 0.420697 0.60708 -6.96
247374_at topoisomerase-like protein  ;supported --- AT5G63190 1.11 0.15 0.86 0.420852 0.607098 -6.96
259218_at  hypothetical protein similar to putative --- AT3G03580 1.08 0.11 0.86 0.420781 0.607098 -6.96
250175_at  putative protein CGI-67, Homo sapien--- AT5G14390 1.13 0.18 0.86 0.420799 0.607098 -6.96
263642_at putative fimbrin --- AT2G04750 -1.06 -0.09 -0.86 0.42087 0.607098 -6.96
256351_at  NPK1-related protein kinase, putative ANP2 AT1G54960 -1.06 -0.09 -0.86 0.420841 0.607098 -6.96
261813_at  hypothetical protein contains similarity--- AT1G08280 1.10 0.14 0.86 0.420854 0.607098 -6.96
247364_at putative protein similar to unknown pro--- AT5G63200 -1.06 -0.09 -0.86 0.42093 0.607137 -6.96
244930_at hypothetical protein --- AT2G07809 1.06 0.09 0.86 0.42095 0.607137 -6.96
253857_at  putative protein hypothetical chloropla--- AT4G27990 -1.07 -0.10 -0.86 0.421139 0.607332 -6.96
264291_at hypothetical protein contains similarity --- AT1G78800 1.08 0.11 0.86 0.421134 0.607332 -6.96
258180_at unknown protein --- AT3G21480 1.12 0.17 0.86 0.421335 0.607385 -6.96



254019_at  putative protein mature-parasite-infect--- AT4G26190 1.05 0.07 0.86 0.421237 0.607385 -6.96
257753_at  60S ribosomal protein, putative simila --- AT3G18740 -1.11 -0.15 -0.86 0.421297 0.607385 -6.96
251159_at hypothetical protein --- AT3G63230 -1.10 -0.13 -0.86 0.421324 0.607385 -6.96
267480_at putative retroelement pol polyprotein --- --- -1.06 -0.08 -0.86 0.421308 0.607385 -6.96
264577_at putative peroxidase Strong similarity toRCI3 AT1G05260 1.06 0.08 0.86 0.421239 0.607385 -6.96
247849_at  putative protein fibrinogen-binding pro--- AT5G58130 1.09 0.12 0.86 0.421387 0.607421 -6.96
260541_at putative trypsin inhibitor --- AT2G43530 -1.25 -0.32 -0.86 0.421464 0.607495 -6.96
249453_at v-SNARE AtVTI1a SGR4 AT5G39510 1.06 0.08 0.86 0.421755 0.607861 -6.96
264827_at hypothetical protein similar to anthranil --- AT1G03390 -1.06 -0.09 -0.86 0.421772 0.607861 -6.96
248605_at putative protein similar to unknown pro--- AT5G49410 1.12 0.16 0.86 0.421803 0.607867 -6.96
265530_at  12-oxophytodienoate-10,11-reductaseOPR3 AT2G06050 -1.21 -0.27 -0.86 0.421882 0.607943 -6.96
251726_at  protein kinase NPK1-related protein k --- AT3G56280 -1.05 -0.07 -0.86 0.421928 0.607971 -6.96
261924_at  peptide transporter, putative similar to --- AT1G22550 -1.19 -0.25 -0.85 0.421979 0.608006 -6.96
255688_at putative RNA helicase similar to ATP-d--- AT4G00660 1.07 0.10 0.85 0.422064 0.608091 -6.96
264087_at hypothetical protein predicted by genscemb1381 AT2G31340 1.07 0.09 0.85 0.422138 0.608158 -6.96
255696_at putative nucleotide sugar epimerase GAE3 AT4G00110 -1.08 -0.11 -0.85 0.422355 0.608393 -6.96
256637_at unknown protein similar to membrane --- AT3G12030 1.10 0.14 0.85 0.422353 0.608393 -6.96
257566_x_ hypothetical protein predicted by gene --- --- 1.06 0.09 0.85 0.422493 0.608554 -6.96
265495_at unknown protein predicted by genscan--- AT2G15695 1.07 0.10 0.85 0.42255 0.608599 -6.96
259733_at nucellin-like protein similar to nucellin G--- AT1G77480 -1.12 -0.17 -0.85 0.422626 0.608651 -6.96
266988_at putative myrosinase-binding protein  ;sJAL22 AT2G39310 -1.11 -0.16 -0.85 0.42264 0.608651 -6.96
262190_at unknown protein --- AT1G78030 -1.09 -0.13 -0.85 0.422963 0.609078 -6.96
245441_at decarboxylase like protein PSD1 AT4G16700 1.09 0.13 0.85 0.423062 0.609182 -6.96
246710_at  putative protein predicted proteins, Ara--- --- -1.06 -0.08 -0.85 0.423137 0.609251 -6.96
266272_at hypothetical protein predicted by gensc--- AT2G29600 1.07 0.10 0.85 0.423243 0.609273 -6.96
257182_s_ crn-like protein similar to crn GB:CAA4--- AT3G13210 / 1.10 0.13 0.85 0.423259 0.609273 -6.96
248053_at putative protein similar to unknown proAtNMNAT AT5G55810 -1.08 -0.11 -0.85 0.423224 0.609273 -6.96
258969_at  hypothetical protein predicted by gens--- AT3G10680 -1.06 -0.08 -0.85 0.423242 0.609273 -6.96
260183_at hypothetical protein similar to DNA seq--- --- -1.05 -0.08 -0.85 0.423399 0.609398 -6.96
248714_at polygalacturonase  ;supported by full-le--- AT5G48140 -1.06 -0.08 -0.85 0.423393 0.609398 -6.96
264231_at hypothetical protein similar to hypothet --- AT1G67450 1.06 0.08 0.85 0.423437 0.609414 -6.96
252677_at nitrilase 3  ;supported by full-length cD NIT3 AT3G44320 -1.13 -0.17 -0.85 0.423466 0.609417 -6.96
247147_at putative protein contains similarity to RGTE7 AT5G65630 -1.10 -0.14 -0.85 0.423606 0.609478 -6.96
260578_at unknown protein predicted by genscan--- AT2G47350 -1.07 -0.09 -0.85 0.42359 0.609478 -6.96
263395_at putative mitochondrial inner membraneATTIM44-1 AT2G20500 / 1.07 0.09 0.85 0.423615 0.609478 -6.96



262527_at  SRG1-like protein Strong homology to--- AT1G17010 -1.07 -0.10 -0.85 0.423552 0.609478 -6.96
250362_at  1-D-deoxyxylulose 5-phosphate synth DXPS3 AT5G11380 -1.06 -0.09 -0.85 0.423706 0.609569 -6.96
247584_at  60S ribosomal protein L12 - like 60S R--- AT5G60670 -1.18 -0.24 -0.85 0.423797 0.609663 -6.96
267264_at putative serine carboxypeptidase II  ; sSCPL11 AT2G22970 1.21 0.27 0.85 0.42383 0.609672 -6.96
262389_at hypothetical protein contains similarity --- AT1G49270 1.07 0.09 0.85 0.424003 0.609883 -6.96
263635_at hypothetical protein predicted by gensc--- --- 1.05 0.08 0.85 0.424074 0.609946 -6.96
259253_at hypothetical protein predicted by gensc--- AT3G07640 -1.06 -0.08 -0.85 0.424132 0.609952 -6.96
258748_at germin-like protein similar to germin pr GLP8 AT3G05930 1.08 0.11 0.85 0.424121 0.609952 -6.96
257798_at unknown protein NAI2 AT3G15950 -1.10 -0.14 -0.85 0.424256 0.610074 -6.96
246992_at N-acetyltransferase hookless1-like pro --- AT5G67430 -1.07 -0.10 -0.85 0.42427 0.610074 -6.96
248261_at putative protein similar to unknown proPDV1 AT5G53280 -1.07 -0.09 -0.85 0.424339 0.610135 -6.96
245246_at hypothetical protein predicted by gene --- AT1G44224 1.06 0.09 0.85 0.424534 0.610377 -6.96
260849_at  pectinesterase, putative similar to pec sks7 AT1G21860 1.06 0.08 0.85 0.424561 0.610377 -6.96
259708_at  lysophospholipase isolog, putative sim--- AT1G77420 -1.09 -0.13 -0.85 0.424663 0.610484 -6.96
256082_at hypothetical protein predicted by gensc--- AT1G20720 -1.13 -0.17 -0.85 0.424718 0.610525 -6.96
254464_at  putative protein retinoblastoma binding--- AT4G20400 -1.10 -0.14 -0.85 0.42479 0.610555 -6.96
266118_at protease inhibitor II  ; supported by cD LCR68 AT2G02130 -1.19 -0.26 -0.85 0.424792 0.610555 -6.96
252871_at  proliferating-cell nucleolar antigen - lik --- AT4G40000 -1.07 -0.09 -0.85 0.424848 0.610597 -6.96
246224_at putative MADS-box protein ;supported --- AT4G36590 1.10 0.13 0.85 0.424983 0.610752 -6.96
253744_s_  putative protein hypothetical protein F --- --- -1.06 -0.09 -0.85 0.425072 0.610842 -6.96
255945_at putative protein --- AT5G28610 1.09 0.12 0.85 0.425138 0.610898 -6.96
254235_at  putative Ap2 domain protein DNA-bindCRF2 AT4G23750 -1.07 -0.09 -0.85 0.425187 0.610931 -6.96
256344_at  C2H2-type zinc finger protein, putativeTFIIIA AT1G72050 -1.08 -0.11 -0.85 0.425228 0.61095 -6.96
247932_at putative protein similar to unknown pro--- AT5G56920 1.06 0.08 0.85 0.425306 0.610989 -6.96
246855_at  putative protein various predicted prot --- AT5G26280 1.20 0.27 0.85 0.425308 0.610989 -6.96
254774_at hypothetical protein --- AT4G13440 -1.13 -0.17 -0.85 0.425392 0.611071 -6.96
258495_at unknown protein  ;supported by full-len--- AT3G02690 -1.06 -0.09 -0.85 0.42547 0.611105 -6.96
251121_at putative protein  ; supported by cDNA: AGG1 AT3G63420 -1.10 -0.14 -0.85 0.425458 0.611105 -6.96
266299_at glutathione S-transferase identical to GATGSTU5 AT2G29450 1.16 0.21 0.85 0.425552 0.611184 -6.96
251893_at putative protein --- AT3G54380 1.07 0.09 0.85 0.425616 0.611201 -6.96
265904_at putative beta-glucosidase BGLU14 AT2G25630 -1.07 -0.10 -0.85 0.425596 0.611201 -6.96
265557_at unknown protein --- --- -1.08 -0.11 -0.85 0.425828 0.611427 -6.96
265851_at hypothetical protein predicted by gensc--- AT2G42340 -1.07 -0.10 -0.85 0.42582 0.611427 -6.96
253948_at  Avr9 elicitor response like protein Avr9--- AT4G26940 -1.07 -0.10 -0.85 0.426041 0.611514 -6.96
261264_at hypothetical protein predicted by gene --- AT1G26710 1.08 0.12 0.85 0.426005 0.611514 -6.96



255209_at see GB:AF077408 --- --- -1.08 -0.11 -0.85 0.426018 0.611514 -6.96
254246_at  protein kinase - like protein receptor k EMB1290 AT4G23250 -1.06 -0.09 -0.85 0.425952 0.611514 -6.96
259886_at putative protein kinase similar to protei --- AT1G76370 1.06 0.09 0.85 0.426049 0.611514 -6.96
258913_at  unknown protein similar to putative An--- AT3G06450 -1.10 -0.14 -0.85 0.426036 0.611514 -6.96
267193_at hypothetical protein predicted by grail --- AT2G30900 1.07 0.10 0.85 0.426212 0.611709 -6.96
253536_at RSZp22 splicing factor ;supported by f SRZ-22 AT4G31580 1.05 0.08 0.85 0.426288 0.611741 -6.96
256911_at  glutamine:fructose-6-phosphate amido--- AT3G24090 1.27 0.34 0.85 0.426269 0.611741 -6.96
259518_at hypothetical protein ; supported by cDNOPCL1 AT1G20510 1.21 0.27 0.85 0.42637 0.61182 -6.97
263936_at putative ATP-dependent RNA helicase--- AT2G35920 1.09 0.12 0.85 0.426419 0.611852 -6.97
266180_at putative PHD-type zinc finger protein  ;AL6 AT2G02470 1.09 0.13 0.85 0.426475 0.611894 -6.97
245453_at disease resistance RPP5 like protein --- AT4G16900 1.07 0.10 0.85 0.426634 0.612084 -6.97
247321_s_ phosphatidylinositol 4-kinase (emb|CA PI-4KBETA2AT5G09350 / 1.09 0.13 0.85 0.426777 0.612227 -6.97
266462_at unknown protein  ; supported by cDNA--- AT2G47770 -1.22 -0.29 -0.85 0.426796 0.612227 -6.97
258233_at hypothetical protein contains similarity MYB118 AT3G27785 1.07 0.10 0.85 0.426815 0.612227 -6.97
246764_s_  putative protein At2g27780 and At2g1--- AT2G13640 / 1.06 0.08 0.85 0.42686 0.612251 -6.97
266785_at putative receptor-like protein kinase --- AT2G28970 -1.07 -0.10 -0.85 0.426885 0.612251 -6.97
260573_at putative pectinesterase --- AT2G47280 1.08 0.11 0.85 0.426941 0.612293 -6.97
258088_at hypothetical protein predicted by genm--- AT3G14580 1.07 0.09 0.85 0.427064 0.612393 -6.97
248758_at RNA-binding protein-like  ;supported b --- AT5G47620 -1.08 -0.12 -0.85 0.42704 0.612393 -6.97
256173_at unknown protein --- AT1G51730 1.06 0.08 0.84 0.427159 0.612452 -6.97
257470_at hypothetical protein predicted by gene --- AT1G53770 -1.08 -0.12 -0.84 0.427158 0.612452 -6.97
267572_at 3-hydroxyisobutyryl-coenzyme A hydro--- AT2G30660 -1.07 -0.10 -0.84 0.427303 0.612465 -6.97
263317_s_ similar to mammalian MHC III region p SUVH7 AT1G17770 / 1.10 0.14 0.84 0.427299 0.612465 -6.97
248416_at putative protein disease resistance pro--- AT5G51630 -1.08 -0.11 -0.84 0.427272 0.612465 -6.97
255222_at  putative protein Mitochondrial ATPase--- AT4G05340 1.05 0.07 0.84 0.427197 0.612465 -6.97
267066_at hypothetical protein predicted by genef--- AT2G41040 -1.10 -0.14 -0.84 0.427232 0.612465 -6.97
245208_at lateral root primordia (LRP1) LRP1 AT5G12330 -1.09 -0.12 -0.84 0.427534 0.612759 -6.97
252172_at  putative protein predicted proteins, Ara--- AT3G50640 1.07 0.10 0.84 0.427879 0.613214 -6.97
264669_at  putative RAS-related protein, RAB11CATRAB11C AT1G09630 -1.11 -0.15 -0.84 0.427995 0.613343 -6.97
252760_x_ putative protein several hypothetical pr--- --- 1.06 0.09 0.84 0.428065 0.613366 -6.97
258464_at kinesin-like protein similar to KLP2 pro POK1 AT3G17360 -1.05 -0.07 -0.84 0.428046 0.613366 -6.97
247270_at ER66 protein-like --- AT5G64220 1.06 0.09 0.84 0.428336 0.613715 -6.97
258906_at  unknown protein similar to C-terminal ATTLP9 AT3G06380 1.08 0.11 0.84 0.428549 0.613942 -6.97
247231_at transcription factor-like protein AtMYB53 AT5G65230 -1.07 -0.10 -0.84 0.428531 0.613942 -6.97
265954_at putative WRKY-type DNA binding proteTTG2 AT2G37260 -1.06 -0.09 -0.84 0.428575 0.613942 -6.97



263806_at hypothetical protein predicted by genef--- AT2G04305 -1.16 -0.22 -0.84 0.428623 0.613973 -6.97
266874_at unknown protein --- AT2G44760 1.06 0.08 0.84 0.428713 0.614062 -6.97
251603_at  putative protein wall-associated kinase--- AT3G57760 1.19 0.25 0.84 0.428926 0.614328 -6.97
260069_at unknown protein --- AT1G73820 1.07 0.09 0.84 0.428985 0.614349 -6.97
261830_at  protein kinase, putative similar to prote--- AT1G10620 -1.07 -0.10 -0.84 0.428994 0.614349 -6.97
245992_at  receptor protein kinase - like receptor---- AT5G20690 -1.06 -0.08 -0.84 0.429243 0.614666 -6.97
244913_at hypothetical protein --- --- 1.07 0.10 0.84 0.429302 0.614714 -6.97
248711_at putative protein similar to unknown pro--- AT5G48270 1.08 0.11 0.84 0.429605 0.615108 -6.97
251937_at  putative protein predicted protein, Ara CPuORF46 AT3G53400 / -1.24 -0.31 -0.84 0.429731 0.61525 -6.97
256401_at putative guanylate kinase similar to gu --- AT3G06200 -1.05 -0.07 -0.84 0.429786 0.615269 -6.97
260751_at unknown protein SCD1 AT1G49040 1.11 0.15 0.84 0.429811 0.615269 -6.97
250628_at hypothetical protein --- AT5G07380 -1.09 -0.13 -0.84 0.429825 0.615269 -6.97
265050_at  jasmonate inducible protein, putative s--- AT1G52070 -1.06 -0.09 -0.84 0.429954 0.615376 -6.97
247945_at putative protein contains similarity to u --- AT5G57150 1.22 0.29 0.84 0.429948 0.615376 -6.97
259998_at hypothetical protein similar to unknownBPC3 AT1G68120 -1.10 -0.14 -0.84 0.430095 0.61554 -6.97
250819_at putative protein strong similarity to unk--- AT5G05100 1.08 0.11 0.84 0.430187 0.615632 -6.97
261098_at unknown protein --- AT1G62970 -1.07 -0.09 -0.84 0.430425 0.615839 -6.97
245037_at putative phosphatidylinositol-4-phosph PIP5K3 AT2G26420 1.06 0.08 0.84 0.43036 0.615839 -6.97
245126_at putative MYB family transcription facto MYB12 AT2G47460 1.06 0.09 0.84 0.430439 0.615839 -6.97
260098_at  tumor-related protein, putative similar --- AT1G73320 1.13 0.17 0.84 0.430432 0.615839 -6.97
246283_at putative protein --- AT4G36860 -1.08 -0.12 -0.84 0.430743 0.616209 -6.97
248470_at unknown protein --- AT5G50830 1.07 0.10 0.84 0.430752 0.616209 -6.97
261293_at unknown protein ; supported by cDNA:--- AT1G36980 -1.06 -0.08 -0.84 0.430907 0.616391 -6.97
266417_at putative non-green plastid inner envelo--- AT2G38550 -1.08 -0.12 -0.84 0.430934 0.616392 -6.97
254980_at  putative ribosomal protein L9, cytosoli --- AT4G10450 -1.15 -0.20 -0.84 0.431058 0.616453 -6.97
258795_at  hypothetical protein similar to putative --- AT3G04570 -1.08 -0.12 -0.84 0.43105 0.616453 -6.97
245381_at MYB transcription factor like protein MYB39 AT4G17785 1.06 0.09 0.84 0.431031 0.616453 -6.97
259113_at  hypothetical protein predicted by gene--- AT3G05510 -1.08 -0.11 -0.84 0.431136 0.616527 -6.97
265010_at  T-complex chaperonin protein , epsilo --- AT1G24510 -1.11 -0.15 -0.84 0.431184 0.616556 -6.97
266283_at putative proline-rich protein --- AT2G29210 -1.07 -0.10 -0.84 0.431363 0.616774 -6.97
257792_at  TOM20, putative similar to TOM20 GBTOM20-3 AT3G27080 1.08 0.12 0.84 0.431428 0.616827 -6.97
266305_at putative DNA polymerase epsilon cata TIL2 AT2G27120 1.07 0.10 0.84 0.431533 0.616939 -6.97
245326_at Expressed protein ; supported by full-le--- AT4G14100 -1.09 -0.13 -0.84 0.431615 0.617018 -6.97
264927_at  phosphatidylinositol 3-kinase, putativeVPS34 AT1G60490 -1.05 -0.07 -0.84 0.431742 0.61716 -6.97
265001_at hypothetical protein contains similarity --- AT1G67350 1.07 0.09 0.84 0.431808 0.617217 -6.97



261911_at  ribosomal protein L7, putative similar t--- AT1G80750 1.14 0.19 0.84 0.431931 0.617353 -6.97
253469_at  putative protein gene C42D8.3, CaenoATPANK2 AT4G32180 1.07 0.10 0.84 0.432111 0.617529 -6.97
245412_at hypothetical protein --- AT4G17280 -1.11 -0.15 -0.84 0.432104 0.617529 -6.97
252523_at  putative protein light repressible recep--- AT3G46400 -1.08 -0.11 -0.84 0.432135 0.617529 -6.97
257100_at  disease resistance protein, putative si AtRLP41 AT3G25010 1.09 0.12 0.84 0.432215 0.617605 -6.97
245425_at carboxyl-terminal proteinase like prote UCH3 AT4G17510 -1.05 -0.07 -0.83 0.432379 0.617722 -6.98
249855_at unknown protein --- AT5G22970 -1.07 -0.10 -0.84 0.432331 0.617722 -6.98
252301_at  putative protein various predicted prot EMB2261 --- -1.08 -0.12 -0.83 0.432371 0.617722 -6.98
261725_at  small nuclear ribonucleoprotein, putat SmD3 AT1G76300 1.10 0.13 0.83 0.432519 0.617846 -6.98
252564_at actin depolymerizing factor 1 (ADF1)  ;ADF1 AT3G46010 1.07 0.10 0.83 0.432502 0.617846 -6.98
246456_at telomerase reverse transcriptase  ; supATTERT AT5G16850 -1.06 -0.09 -0.83 0.432598 0.617881 -6.98
245683_at  ubiquitin-specific protease 8 (UBP8), pUBP8 AT5G22030 -1.06 -0.08 -0.83 0.432592 0.617881 -6.98
262238_at hypothetical protein predicted by gene --- AT1G48300 -1.12 -0.16 -0.83 0.432646 0.617911 -6.98
255591_at putative expansin ATEXPA17 AT4G01630 -1.07 -0.10 -0.83 0.432722 0.617948 -6.98
254283_s_  anthocyanidin synthase - like protein p--- AT4G22870 / -1.09 -0.12 -0.83 0.432726 0.617948 -6.98
262761_at  unknown protein ESTs gb|AA395702, --- AT1G10720 -1.10 -0.14 -0.83 0.432941 0.618071 -6.98
257398_at hypothetical protein predicted by genef--- AT2G01990 -1.06 -0.08 -0.83 0.432921 0.618071 -6.98
251433_at  putative protein SERINE/THREONINE--- AT3G59830 1.05 0.08 0.83 0.43291 0.618071 -6.98
266245_at putative translation initiation factor IF2 --- AT2G27700 1.07 0.10 0.83 0.432843 0.618071 -6.98
252798_at putative protein --- AT3G42310 -1.06 -0.08 -0.83 0.432948 0.618071 -6.98
266604_at  E2, ubiquitin-conjugating enzyme 6 (UUBC6 AT2G46030 1.13 0.18 0.83 0.433125 0.618247 -6.98
252577_at putative protein putative proteins - Ara --- AT3G45460 -1.05 -0.08 -0.83 0.433104 0.618247 -6.98
248586_at putative protein similar to unknown pro--- AT5G49610 1.07 0.10 0.83 0.43325 0.618382 -6.98
265017_at unknown protein similar to EST emb|Z --- AT1G24390 1.07 0.10 0.83 0.433274 0.618382 -6.98
248351_at unknown protein  ; supported by cDNA--- AT5G52200 1.11 0.16 0.83 0.433307 0.61839 -6.98
251936_at  putative protein crp1 protein, Zea mayMEE40 AT3G53700 -1.09 -0.12 -0.83 0.433502 0.618552 -6.98
256935_at unknown protein  ;supported by full-len--- AT3G22570 1.06 0.08 0.83 0.433458 0.618552 -6.98
247091_at peroxidase (emb CAA66964.1) --- AT5G66390 1.08 0.11 0.83 0.433489 0.618552 -6.98
256955_at  L-ascorbate oxidase precursor, putativsks11 AT3G13390 -1.10 -0.14 -0.83 0.43358 0.618586 -6.98
252195_at  putative protein various predicted prot --- AT3G50190 1.08 0.11 0.83 0.433566 0.618586 -6.98
260361_at unknown protein ; supported by cDNA:--- AT1G69360 -1.10 -0.13 -0.83 0.43385 0.618855 -6.98
246016_at  histidine kinase - like protein sensory tAHK5 AT5G10720 -1.08 -0.11 -0.83 0.433843 0.618855 -6.98
257119_at  receptor kinase protein, putative simila--- AT3G20190 1.06 0.09 0.83 0.433819 0.618855 -6.98
246495_at  putative protein hypothetical protein T --- AT5G16200 -1.26 -0.33 -0.83 0.433948 0.618957 -6.98
251572_at  pelota-like protein pelota PEL1 - Arab --- AT3G58390 -1.06 -0.09 -0.83 0.433988 0.618974 -6.98



262451_at receptor-associated kinase isolog SUB AT1G11130 -1.12 -0.17 -0.83 0.434075 0.61906 -6.98
254873_at  putative protein a 162 kDa componentEIF3A AT4G11420 1.06 0.09 0.83 0.434203 0.619204 -6.98
252182_at U1 snRNP 70K protein  ; supported by U1-70K AT3G50670 -1.07 -0.09 -0.83 0.434281 0.619276 -6.98
246602_at  copper amine oxidase, putative simila --- AT1G31710 -1.14 -0.19 -0.83 0.434386 0.619349 -6.98
264905_at putative Mlo protein MLO7 AT2G17430 1.06 0.09 0.83 0.434377 0.619349 -6.98
249207_at C2H2-type zinc finger protein-like --- AT5G42640 -1.07 -0.09 -0.83 0.434498 0.61947 -6.98
259281_at putative Myb-related transcription factoMYB106 AT3G01140 -1.08 -0.11 -0.83 0.434633 0.619584 -6.98
255531_at  hypothetical protein similar to orf on M--- AT4G02160 1.07 0.10 0.83 0.434616 0.619584 -6.98
262779_at putative cytochrome P450 monooxyge --- AT1G13070 -1.05 -0.08 -0.83 0.435006 0.620078 -6.98
255713_s_ predicted protein --- AT4G00234 / -1.06 -0.08 -0.83 0.435092 0.620162 -6.98
264933_at hypothetical protein predicted by gene --- AT1G61160 1.08 0.10 0.83 0.435447 0.62059 -6.98
249598_at  putative protein AtPP protein, Brassica--- AT5G37970 -1.06 -0.09 -0.83 0.435435 0.62059 -6.98
262007_at hypothetical protein predicted by gensc--- AT1G64580 -1.07 -0.10 -0.83 0.43552 0.620656 -6.98
248194_at Expressed protein ; supported by full-le--- AT5G54095 1.05 0.08 0.83 0.435586 0.620671 -6.98
259181_at unknown protein similar to putative pro--- AT3G01690 -1.10 -0.13 -0.83 0.435576 0.620671 -6.98
250614_at  putative protein homeodomain protein --- AT5G07260 -1.05 -0.07 -0.83 0.435769 0.620894 -6.98
266341_at hypothetical protein predicted by gensc--- AT2G01510 1.07 0.09 0.83 0.435892 0.62103 -6.98
249134_at unknown protein --- AT5G43150 1.12 0.17 0.83 0.435975 0.621082 -6.98
250740_at t-SNARE SED5 (gb|AAC06291.1)  ; suSYP31 AT5G05760 -1.06 -0.08 -0.83 0.435982 0.621082 -6.98
263344_at unknown protein  ;supported by full-len--- AT2G04940 -1.09 -0.12 -0.83 0.436155 0.621289 -6.98
253180_at  putative protein various predicted prot --- AT4G35210 -1.06 -0.08 -0.83 0.436251 0.621386 -6.98
264327_at  putative translation initiation factor eIFEIF2 GAMMAAT1G04170 1.06 0.09 0.83 0.43636 0.621413 -6.98
254406_at  putative transposable element reverse--- --- 1.06 0.08 0.83 0.436379 0.621413 -6.98
249880_at putative protein similar to unknown pro--- AT5G23180 -1.07 -0.09 -0.83 0.436368 0.621413 -6.98
261636_at  branched-chain amino acid aminotran --- AT1G50110 -1.08 -0.11 -0.83 0.43634 0.621413 -6.98
262142_at hypothetical protein predicted by gene --- AT1G52640 1.08 0.11 0.83 0.436461 0.621491 -6.98
260893_at hypothetical protein similar to hypothet --- AT1G29180 1.06 0.09 0.83 0.436534 0.621557 -6.98
259755_at unknown protein similar to glucosamin --- AT1G71070 -1.08 -0.11 -0.83 0.436764 0.621844 -6.98
251403_at  putative protein RING finger protein A --- AT3G60300 1.10 0.13 0.83 0.43679 0.621844 -6.98
256348_at hypothetical protein predicted by gene --- AT1G54880 -1.07 -0.09 -0.83 0.436892 0.621951 -6.98
259073_at  unknown protein contains zinc finger m--- AT3G02290 1.13 0.18 0.83 0.437077 0.622145 -6.98
259425_at  4,5 PIP kinase, putative similar to 4,5 PIPK11 AT1G01460 -1.06 -0.09 -0.83 0.437084 0.622145 -6.98
259798_at hypothetical protein predicted by gene --- AT1G64310 1.09 0.13 0.83 0.437237 0.622325 -6.98
249364_at  putative protein predicted protein, Ara --- AT5G40590 1.06 0.09 0.83 0.437317 0.6224 -6.98
253702_at  Ca2+-transporting ATPase - like proteACA10 AT4G29900 -1.09 -0.13 -0.83 0.437351 0.62241 -6.98



265363_at hypothetical protein predicted by gensc--- --- -1.06 -0.08 -0.83 0.437431 0.622485 -6.98
265914_at En/Spm-like transposon protein related--- --- -1.06 -0.08 -0.83 0.437523 0.622538 -6.98
265803_at hypothetical protein predicted by gensc--- AT2G18115 1.09 0.12 0.83 0.437503 0.622538 -6.98
253415_at  putative protein peptidyl-prolyl cis-tran--- AT4G33060 -1.11 -0.14 -0.83 0.437594 0.6226 -6.98
254728_at hypothetical protein --- AT4G13690 -1.06 -0.09 -0.82 0.437634 0.622606 -6.98
249935_at acyl CoA reductase-like protein FAR7 AT5G22420 1.06 0.08 0.82 0.437653 0.622606 -6.98
261323_at hypothetical protein predicted by gene --- AT1G44760 -1.11 -0.16 -0.82 0.437684 0.622607 -6.98
AFFX-LysXB. subtilis /GEN=lys /DB_XREF=gb:X1--- --- -1.13 -0.18 -0.82 0.437708 0.622607 -6.98
255051_at  RNA-directed DNA polymerase -like p --- --- 1.11 0.15 0.82 0.43779 0.622685 -6.98
247929_at apospory-associated protein C --- AT5G57330 -1.08 -0.12 -0.82 0.437869 0.622758 -6.98
250285_at  putative protein GCN4-complementingSFC AT5G13300 -1.11 -0.15 -0.82 0.437942 0.622822 -6.98
255511_at Expressed protein ; supported by cDNAPIT1 AT4G02075 1.15 0.20 0.82 0.438325 0.623329 -6.98
252018_at  putative protein various predicted prot AtPP2-A15 AT3G53000 -1.10 -0.13 -0.82 0.438458 0.62344 -6.99
247798_at subtilisin-like serine protease contains --- AT5G58830 -1.06 -0.08 -0.82 0.438456 0.62344 -6.99
258762_at hypothetical protein --- AT3G10750 1.09 0.12 0.82 0.438574 0.623566 -6.99
246426_at  ovule development protein aintegume BBM AT5G17430 -1.06 -0.08 -0.82 0.43864 0.623584 -6.99
249185_at CHP-rich zinc finger protein-like --- AT5G43030 1.07 0.10 0.82 0.438641 0.623584 -6.99
264122_at  GTP-binding protein, ara-5 ras homoloARA-5 AT1G02130 1.05 0.07 0.82 0.438985 0.624034 -6.99
247670_at  putative protein predicted proteins, C.e--- AT5G60190 1.09 0.12 0.82 0.439242 0.624361 -6.99
249020_at helicase-like protein CHR4 AT5G44800 -1.08 -0.11 -0.82 0.439338 0.624459 -6.99
253340_s_  WD-repeat protein -like protein WD-reCDC20.2 AT4G33260 / -1.07 -0.09 -0.82 0.439373 0.624468 -6.99
251154_at  tRNA isopentenyl transferase -like proATIPT3 AT3G63110 1.19 0.25 0.82 0.439532 0.624626 -6.99
264369_at  Ste-20 related kinase SPAK, putative --- AT1G70430 1.07 0.10 0.82 0.439539 0.624626 -6.99
260272_at  F-box protein family, AtFBL14 contain --- AT1G80570 -1.10 -0.13 -0.82 0.43964 0.624731 -6.99
245892_at  putative lipid transfer protein lipid trans--- AT5G09370 -1.10 -0.14 -0.82 0.439745 0.624811 -6.99
255106_at putative protein hypothetical proteins o--- --- 1.06 0.08 0.82 0.439751 0.624811 -6.99
246157_at  cytochrome-b5 reductase - like protein--- AT5G20080 -1.09 -0.12 -0.82 0.439904 0.62495 -6.99
262184_at hypothetical protein contains similarity --- AT1G77910 1.05 0.08 0.82 0.439887 0.62495 -6.99
251209_at putative protein several hypothetical pr--- AT3G62890 1.08 0.12 0.82 0.439989 0.625033 -6.99
253245_at bZIP transcription factor ATB2 GBF6 AT4G34588 / -1.19 -0.25 -0.82 0.440044 0.625073 -6.99
253913_at  myosin heavy chain - like protein myo VIIIB AT4G27370 -1.06 -0.09 -0.82 0.44027 0.625354 -6.99
262345_at hypothetical protein similar to hypothet --- AT1G64180 1.07 0.10 0.82 0.440298 0.625355 -6.99
265734_at predicted by genscan and genefinder  --- AT2G01260 1.07 0.09 0.82 0.440388 0.625443 -6.99
263850_at hypothetical protein predicted by genef--- AT2G04480 -1.11 -0.16 -0.82 0.440451 0.625494 -6.99
259509_at  mutator-like transposase, putative sim--- --- 1.06 0.08 0.82 0.440481 0.625497 -6.99



263324_at hypothetical protein predicted by gensc--- AT2G04220 -1.06 -0.09 -0.82 0.440714 0.625788 -6.99
266906_at Expressed protein ; supported by full-le--- AT2G34585 1.10 0.13 0.82 0.44074 0.625788 -6.99
249391_at  putative protein predicted proteins, Ara--- AT5G40140 1.10 0.13 0.82 0.440846 0.625861 -6.99
260633_at  protein kinase, putative similar to proteHT1 AT1G62400 -1.06 -0.09 -0.82 0.440828 0.625861 -6.99
264236_at hypothetical protein predicted by gene --- AT1G54680 1.07 0.10 0.82 0.440961 0.625984 -6.99
248125_at 2S storage protein-like --- AT5G54740 -1.07 -0.10 -0.82 0.441094 0.626 -6.99
255163_at putative polyprotein --- --- 1.06 0.09 0.82 0.441153 0.626 -6.99
250037_at  disease resistance protein -like diseas--- AT5G18350 -1.09 -0.12 -0.82 0.441152 0.626 -6.99
254702_at  putative protein predicted protein, Ara --- AT4G17940 1.07 0.10 0.82 0.441164 0.626 -6.99
247599_at putative protein --- AT5G60880 -1.13 -0.18 -0.82 0.441118 0.626 -6.99
256931_at  LEA protein, putative similar to LEA pr--- AT3G22490 1.06 0.08 0.82 0.441098 0.626 -6.99
249373_at  putative protein vanilloid receptor gene--- AT5G40670 1.07 0.10 0.82 0.441011 0.626 -6.99
250440_at 40S ribsomal protein S6  ; supported bEMB3010 AT5G10360 1.10 0.13 0.82 0.441205 0.626019 -6.99
245587_at putative protein --- AT4G15020 1.12 0.17 0.82 0.441575 0.626446 -6.99
262655_s_  putative mandelonitrile lyase similar to--- AT1G14185 / 1.06 0.08 0.82 0.441588 0.626446 -6.99
246448_at  putative protein putative N-acetlytrans--- AT5G16800 -1.07 -0.10 -0.82 0.441547 0.626446 -6.99
261435_at  GTP-binding protein, putative similar t --- AT1G07615 / -1.12 -0.16 -0.82 0.441646 0.626451 -6.99
260740_at  thioredoxin, putative contains Pfam pr ATQSOX1 AT1G15020 -1.06 -0.08 -0.82 0.44162 0.626451 -6.99
259501_at unknown protein ; supported by cDNA:TPL AT1G15750 1.08 0.11 0.82 0.441704 0.626468 -6.99
247687_at  protein serine /threonine kinase - like --- AT5G59740 -1.07 -0.10 -0.82 0.441721 0.626468 -6.99
250352_at beta-adaptin-like protein A  ; supported--- AT5G11490 -1.06 -0.08 -0.82 0.441741 0.626468 -6.99
253671_at serine threonine-specific receptor prote--- AT4G29990 1.09 0.12 0.82 0.441812 0.626505 -6.99
AFFX-ThrX B. subtilis /GEN=thrB /DB_XREF=gb:X--- --- -1.12 -0.16 -0.82 0.441849 0.626505 -6.99
248455_at unknown protein --- AT5G51360 1.06 0.08 0.82 0.441839 0.626505 -6.99
247773_at putative protein --- AT5G58630 1.07 0.09 0.82 0.442126 0.62682 -6.99
255245_at hypothetical protein --- AT4G05630 -1.06 -0.09 -0.82 0.4421 0.62682 -6.99
251202_at  putative protein predicted protein, C.e --- AT3G63040 1.06 0.08 0.82 0.442226 0.626922 -6.99
259519_at hypothetical protein --- AT1G12270 1.09 0.12 0.82 0.442281 0.626962 -6.99
253336_at  putative protein Caenorhabditis eleganEIF3K AT4G33250 -1.07 -0.10 -0.82 0.442346 0.627007 -6.99
252034_at putative protein  ;supported by full-leng--- AT3G52040 1.14 0.18 0.82 0.442396 0.627007 -6.99
266032_x_ putative replication protein A1 --- --- -1.07 -0.10 -0.82 0.442377 0.627007 -6.99
256625_at  uteroglobin promoter-binding protein, --- AT3G20010 1.12 0.16 0.82 0.442431 0.627018 -6.99
258699_at unknown protein --- AT3G09470 1.08 0.11 0.82 0.442528 0.627116 -6.99
248571_at putative protein similar to unknown pro--- --- 1.06 0.08 0.82 0.442557 0.627119 -6.99
265561_s_ putative glycine-rich protein --- AT1G47480 / 1.10 0.13 0.82 0.442588 0.627123 -6.99



250869_at Terminal flower1 (TFL1) ; supported byTFL1 AT5G03840 1.07 0.09 0.82 0.442643 0.627162 -6.99
253226_at  beta-galactosidase - like protein beta- BGAL11 AT4G35010 -1.06 -0.09 -0.82 0.442704 0.62721 -6.99
246298_at putative protein sequence in GenBank ETO1 AT3G51770 -1.06 -0.08 -0.82 0.442872 0.627409 -6.99
248444_at putative protein similar to unknown pro--- --- 1.06 0.08 0.81 0.443225 0.62787 -6.99
256429_at unknown protein --- AT3G11040 -1.09 -0.12 -0.81 0.443257 0.627877 -6.99
249181_at putative protein contains similarity to u --- AT5G42920 1.07 0.10 0.81 0.443409 0.628014 -6.99
250814_at  E2, ubiquitin-conjugating enzyme, put UBC22 AT5G05080 -1.08 -0.11 -0.81 0.443408 0.628014 -6.99
256929_at unknown protein --- --- -1.08 -0.11 -0.81 0.443605 0.628252 -6.99
258886_at putative importin alpha similar to GB:A IMPA-7 AT3G05720 -1.07 -0.09 -0.81 0.443632 0.628252 -6.99
246805_at  putative protein various predicted tran AGL101 AT5G27050 -1.06 -0.09 -0.81 0.443771 0.628371 -6.99
245918_at  putative protein various predicted prot --- --- -1.05 -0.08 -0.81 0.443772 0.628371 -6.99
258321_at early light-induced protein identical to eELIP1 AT3G22840 1.07 0.10 0.81 0.444033 0.628702 -6.99
254909_at  putative disease resistance response --- AT4G11210 -1.07 -0.10 -0.81 0.444117 0.628783 -6.99
254403_at subtilisin-like serine protease contains --- AT4G21323 1.05 0.07 0.81 0.444162 0.628806 -6.99
248150_at kinesin-like protein ; supported by cDNATK3 AT5G54670 -1.17 -0.22 -0.81 0.444273 0.628925 -6.99
245727_at hypothetical protein contains similarity --- AT1G73350 -1.08 -0.11 -0.81 0.444403 0.62907 -6.99
257085_at  ubiquitin-specific protease 14 (UBP14 UBP14 AT3G20630 -1.11 -0.15 -0.81 0.444619 0.629337 -6.99
259652_at unknown protein HUB2 AT1G55250 1.10 0.13 0.81 0.44478 0.629498 -7.00
258779_at putative protein kinase contains Pfam --- AT3G11870 -1.05 -0.08 -0.81 0.444788 0.629498 -7.00
265839_at putative serpin --- AT2G14540 -1.07 -0.10 -0.81 0.444842 0.629535 -7.00
253351_at  putative protein hemolysin, 38K, Syne--- AT4G33700 1.07 0.10 0.81 0.444964 0.629591 -7.00
259704_at putative 3'-5' exoribonuclease similar to--- AT1G77680 1.08 0.11 0.81 0.444963 0.629591 -7.00
259722_at putative DNA helicase similar to ATP-DATRECQ4B AT1G60930 1.05 0.07 0.81 0.444962 0.629591 -7.00
263102_at unknown protein --- AT2G05270 1.05 0.07 0.81 0.44509 0.62973 -7.00
251703_at putative protein hypothetical proteins - --- AT3G56670 1.09 0.12 0.81 0.445142 0.629764 -7.00
265758_at hypothetical protein similar to myosin-l --- --- 1.05 0.08 0.81 0.445255 0.629885 -7.00
255373_s_ putative protein --- --- -1.07 -0.10 -0.81 0.445373 0.629968 -7.00
263146_at  lipase, putative similar to lipase GI:114GLIP2 AT1G53940 1.08 0.11 0.81 0.44536 0.629968 -7.00
259561_at hypothetical protein ; supported by cDNWAK1 AT1G21250 1.43 0.51 0.81 0.445396 0.629968 -7.00
263695_at  putative phosphoribosylglycinamide fo--- AT1G31220 1.06 0.09 0.81 0.445433 0.62998 -7.00
256445_at hypothetical protein predicted by gene --- AT3G11160 1.07 0.10 0.81 0.445492 0.630025 -7.00
247712_at  E2, ubiquitin-conjugating enzyme 7 (UUBC7 AT5G59300 -1.07 -0.10 -0.81 0.445547 0.630064 -7.00
254637_at  putative protein KIAA0244 gene, Hom--- AT4G18720 -1.07 -0.09 -0.81 0.445841 0.63044 -7.00
265848_at putative sugar transporter INT3 AT2G35740 1.10 0.14 0.81 0.445998 0.630624 -7.00
259982_at  putative RING zinc finger protein contaATL8 AT1G76410 1.20 0.26 0.81 0.446036 0.630638 -7.00



250051_at MYB56 R2R3-MYB factor family membAtMYB56 AT5G17800 -1.09 -0.12 -0.81 0.446139 0.630745 -7.00
255475_at contains a short region of similarity to a--- AT4G02480 1.08 0.11 0.81 0.446201 0.630793 -7.00
266103_at putative VAMP-associated protein  ;su PVA12 AT2G45140 1.07 0.10 0.81 0.446298 0.630852 -7.00
264020_at  putative signal sequence receptor, alp--- AT2G21160 -1.09 -0.12 -0.81 0.446288 0.630852 -7.00
253221_at peptidylprolyl isomerase (cyclophilin)  ;ROC5 AT4G34870 1.09 0.12 0.81 0.446473 0.630982 -7.00
263857_at unknown protein --- AT2G04380 1.05 0.07 0.81 0.446451 0.630982 -7.00
255758_at hypothetical protein predicted by gene --- AT1G16800 1.06 0.09 0.81 0.446472 0.630982 -7.00
264488_s_ unknown protein similar to EST gb|AA6--- AT1G27330 / 1.12 0.16 0.81 0.446507 0.630991 -7.00
265910_at putative vacuolar ATP synthase proteo--- AT2G25610 1.07 0.09 0.81 0.446645 0.631147 -7.00
245966_at AP2 domain containing protein RAP2.1RAP2.11 AT5G19790 1.07 0.10 0.81 0.446763 0.631236 -7.00
267597_at putative leucine-rich repeat disease resAtRLP24 AT2G33020 1.13 0.17 0.81 0.446751 0.631236 -7.00
252264_at  putative protein hypothetical protein - --- AT3G49590 -1.06 -0.09 -0.81 0.446842 0.631281 -7.00
260432_at putative DNA binding protein similar to WRKY9 AT1G68150 1.09 0.12 0.81 0.446851 0.631281 -7.00
262386_at hypothetical protein predicted by gensc--- AT1G49370 -1.09 -0.12 -0.81 0.447011 0.631459 -7.00
261299_at unknown protein --- AT1G48550 -1.09 -0.12 -0.81 0.447032 0.631459 -7.00
255911_at  receptor-like kinase, putative similar to--- AT1G66930 -1.05 -0.08 -0.81 0.447233 0.631704 -7.00
256909_at hypothetical protein predicted by gene --- AT3G24060 1.08 0.11 0.81 0.447535 0.632052 -7.00
262296_at putative cyclin similar to cyclin GB:450 CYCT1;3 AT1G27630 -1.06 -0.09 -0.81 0.447515 0.632052 -7.00
245144_at putative methionine aminopeptidase  ;sMAP1A AT2G45240 1.07 0.10 0.81 0.447672 0.632159 -7.00
253116_at  putative protein CRP1, Zea mays, gb:A--- AT4G35850 1.13 0.17 0.81 0.447657 0.632159 -7.00
247804_at strong similarity to unknown protein (piSVL5 AT5G58170 1.07 0.09 0.81 0.447694 0.632159 -7.00
266610_at Ac-like transposase related to Ac/Ds tr --- --- -1.05 -0.08 -0.81 0.447793 0.63226 -7.00
249396_at DegP protease contains similarity to D DegP9 AT5G40200 -1.06 -0.08 -0.81 0.447843 0.632292 -7.00
250284_at  protein kinase precursor - like recepto CRN AT5G13290 -1.10 -0.14 -0.81 0.447901 0.632321 -7.00
263138_at hypothetical protein predicted by gene --- AT1G65090 1.06 0.08 0.81 0.447919 0.632321 -7.00
249754_at flavanone 3-hydroxylase-like protein  ; DMR6 AT5G24530 1.36 0.44 0.81 0.447971 0.632355 -7.00
267474_at hypothetical protein predicted by genscWHY3 AT2G02740 -1.07 -0.10 -0.81 0.448075 0.632423 -7.00
254662_at  putative protein phospho-N-acetylmur TRANS11 AT4G18270 -1.11 -0.14 -0.81 0.448059 0.632423 -7.00
264123_at unknown protein ; supported by cDNA:--- AT1G02270 1.08 0.11 0.81 0.448162 0.632467 -7.00
245721_s_ hypothetical protein similar to Ser-Thr --- AT1G73450 / 1.09 0.13 0.81 0.448139 0.632467 -7.00
259810_at  Na+/H+ antiporter, putative similar to pATNHD2 AT1G49810 -1.06 -0.08 -0.81 0.448236 0.632532 -7.00
247504_at  putative protein various predicted prot --- AT5G61990 1.10 0.13 0.80 0.448359 0.632667 -7.00
264014_at putative auxin-regulated protein --- AT2G21210 1.23 0.30 0.80 0.448534 0.632752 -7.00
258551_at hypothetical protein predicted by gensc--- AT3G06890 -1.05 -0.07 -0.80 0.448497 0.632752 -7.00
259898_at hypothetical protein predicted by genef--- AT1G71200 -1.06 -0.09 -0.80 0.448447 0.632752 -7.00



257389_at hypothetical protein predicted by gensc--- AT2G17970 -1.06 -0.08 -0.80 0.448558 0.632752 -7.00
263262_at unknown protein --- AT2G38830 1.07 0.09 0.80 0.448517 0.632752 -7.00
266731_at unknown protein --- AT2G03260 -1.06 -0.08 -0.80 0.448637 0.632798 -7.00
263794_at similar to S-locus glycoproteins --- AT2G24620 1.06 0.08 0.80 0.448667 0.632798 -7.00
264974_at unknown protein contains Pfam proifle ATHB54 AT1G27050 -1.07 -0.10 -0.80 0.448674 0.632798 -7.00
266989_at putative myrosinase-binding protein  ;sJAL23 AT2G39330 1.44 0.53 0.80 0.448714 0.632816 -7.00
245804_at hypothetical protein predicted by gene --- AT1G46696 1.06 0.08 0.80 0.448882 0.633013 -7.00
265546_at putative proline/hydroxyproline-rich gly --- AT2G28240 -1.07 -0.10 -0.80 0.448931 0.633043 -7.00
264215_at  cytochrome P450, putative similar to cCYP96A3 AT1G65340 1.06 0.08 0.80 0.449021 0.633132 -7.00
261446_at unknown protein SEC5B AT1G21170 -1.09 -0.12 -0.80 0.449072 0.633164 -7.00
250025_at putative protein similar to unknown proSIP1;2 AT5G18290 1.09 0.13 0.80 0.449166 0.633257 -7.00
265031_at  serine/threonine protein kinase, putati --- AT1G61590 -1.05 -0.08 -0.80 0.449227 0.633304 -7.00
246511_at  UDP-glucose dehydrogenase-like prot--- AT5G15490 -1.16 -0.22 -0.80 0.44928 0.633341 -7.00
250519_at GDSL-motif lipase/acylhydrolase-like p--- AT5G08460 -1.07 -0.10 -0.80 0.449363 0.63338 -7.00
248851_s_ disease resistance protein-like  ; suppo--- AT5G46260 / -1.07 -0.10 -0.80 0.449354 0.63338 -7.00
257680_at  aspartate carbamoyltransferase precu--- AT3G20330 1.09 0.12 0.80 0.449427 0.63343 -7.00
254308_at  putative protein snRNP assembly fact --- AT4G22410 -1.06 -0.09 -0.80 0.449765 0.633867 -7.00
249320_at disease resistance protein-like non-con--- AT5G40910 1.10 0.14 0.80 0.449961 0.634051 -7.00
254880_at  putative protein Crp1, Zea mays, AF07--- AT4G11690 1.08 0.11 0.80 0.449953 0.634051 -7.00
246783_at  sugar transporter-like protein putative SFP2 AT5G27360 1.22 0.29 0.80 0.449979 0.634051 -7.00
264892_at  GH3-like auxin-regulated protein highl --- AT1G23160 -1.06 -0.09 -0.80 0.450049 0.634111 -7.00
266502_at hypothetical protein predicted by gensc--- AT2G47720 / -1.06 -0.09 -0.80 0.450136 0.634155 -7.00
258740_at  Lon protease, putative similar to Lon pLON3 AT3G05780 1.09 0.13 0.80 0.450132 0.634155 -7.00
261894_at unknown protein ;supported by full-lengMGT1 AT1G80900 1.06 0.09 0.80 0.450464 0.634577 -7.00
266136_at unknown protein  ;supported by full-len--- AT2G45060 -1.05 -0.07 -0.80 0.45076 0.634955 -7.00
248096_at embryo-specific protein 1; Ca2+-bindin--- AT5G55240 1.06 0.09 0.80 0.450819 0.634961 -7.00
248131_at unknown protein --- AT5G54830 1.14 0.19 0.80 0.450792 0.634961 -7.00
245904_at  sucrose-phosphate synthase -like protATSPS2F AT5G11110 1.08 0.11 0.80 0.451149 0.635386 -7.01
253541_at  putative protein various predicted prot --- AT4G31630 1.06 0.08 0.80 0.451339 0.635614 -7.01
267361_at hypothetical protein predicted by gensc--- AT2G39920 1.11 0.16 0.80 0.451453 0.635697 -7.01
245876_at  chaperonin precursor, putative similar --- AT1G26230 -1.12 -0.17 -0.80 0.451441 0.635697 -7.01
263672_at putative retroelement pol polyprotein --- --- -1.06 -0.08 -0.80 0.451514 0.635743 -7.01
257356_s_ hypothetical protein predicted by gensc--- AT2G32490 / 1.07 0.10 0.80 0.451581 0.635759 -7.01
257473_at unknown protein --- AT1G33840 1.09 0.12 0.80 0.451577 0.635759 -7.01
258004_at unknown protein similar to putative tranMYB110 AT3G29020 -1.07 -0.09 -0.80 0.45165 0.635816 -7.01



AFFX-BioB E. coli /GEN=bioB /DB_XREF=gb:J044--- --- 1.14 0.19 0.80 0.451735 0.635858 -7.01
261391_at hypothetical protein similar to hypothet --- AT1G35030 1.07 0.10 0.80 0.451717 0.635858 -7.01
245289_at Expressed protein ; supported by cDNA--- AT4G15470 -1.05 -0.07 -0.80 0.451864 0.635961 -7.01
250961_at  putative protein various predicted prot --- AT5G02980 1.07 0.09 0.80 0.451846 0.635961 -7.01
245430_at hypothetical protein FIP2 AT4G17060 -1.05 -0.07 -0.80 0.451925 0.636008 -7.01
254430_at  reticuline oxidase - like protein reticuli --- AT4G20820 1.16 0.22 0.80 0.452028 0.636035 -7.01
254237_at  cysteine proteinase contains similarity --- AT4G23520 1.06 0.08 0.80 0.451992 0.636035 -7.01
249805_at putative protein similar to unknown pro--- AT5G23800 1.06 0.09 0.80 0.452013 0.636035 -7.01
264367_at  unknown protein ESTs gb|T21276, gb --- AT1G03350 -1.06 -0.09 -0.80 0.452238 0.636195 -7.01
249104_at sucrose transporter protein ATSUC6 AT5G43610 1.06 0.09 0.80 0.452207 0.636195 -7.01
256339_at hypothetical protein --- AT1G72080 1.06 0.09 0.80 0.452253 0.636195 -7.01
249156_s_ putative protein similar to unknown pro--- AT5G43490 / 1.05 0.08 0.80 0.452242 0.636195 -7.01
254516_at putative protein --- AT4G20290 -1.07 -0.10 -0.80 0.452289 0.636206 -7.01
261759_at hypothetical protein similar to putative --- AT1G15590 -1.07 -0.09 -0.80 0.452318 0.636207 -7.01
260424_at  putative receptor-like protein kinase co--- AT1G72460 -1.06 -0.09 -0.80 0.452458 0.636365 -7.01
263808_at hypothetical protein predicted by gensc--- AT2G04340 -1.06 -0.09 -0.80 0.452505 0.636391 -7.01
246333_at  proteinkinase AtPP -like protein AtPP --- AT3G44840 1.07 0.09 0.80 0.452552 0.636418 -7.01
246956_at unknown protein  ; supported by cDNARTM2 AT5G04890 1.07 0.09 0.80 0.452588 0.636431 -7.01
256950_at hypothetical protein similar to hypothet --- AT3G19080 -1.14 -0.18 -0.80 0.45265 0.636479 -7.01
252556_at  putative protein step II splicing factor h--- AT3G45950 -1.05 -0.07 -0.80 0.452803 0.636654 -7.01
246238_at sugar transporter like protein --- AT4G36670 1.18 0.23 0.80 0.452896 0.636746 -7.01
261044_at  molybdopterin biosynthesis CNX3 pro CNX3 AT1G01290 -1.07 -0.10 -0.80 0.453276 0.636802 -7.01
250426_at  ovule development protein - like ovuleAIL6 AT5G10510 1.06 0.08 0.80 0.453133 0.636802 -7.01
263237_at hypothetical protein contains similarity --- AT1G10610 1.11 0.16 0.80 0.453088 0.636802 -7.01
255968_at Expressed protein ; supported by full-le--- AT1G22270 1.08 0.11 0.80 0.453229 0.636802 -7.01
258981_at hypothetical protein predicted by gensc--- AT3G08880 -1.05 -0.08 -0.80 0.453257 0.636802 -7.01
246640_x_  putative protein predicted proteins, Ara--- --- -1.07 -0.09 -0.80 0.453102 0.636802 -7.01
250877_at  putative protein predicted protein, Ara SDP1 AT5G04040 -1.09 -0.13 -0.80 0.453318 0.636802 -7.01
248651_at unknown protein --- AT5G49260 1.06 0.08 0.80 0.45326 0.636802 -7.01
254976_at subtilisin-like serine protease contains --- AT4G10510 1.06 0.09 0.80 0.453047 0.636802 -7.01
244941_at hypothetical protein --- --- 1.08 0.11 0.80 0.453186 0.636802 -7.01
249814_at putative protein similar to unknown pro--- AT5G23840 -1.06 -0.08 -0.80 0.453327 0.636802 -7.01
254297_at hypothetical protein --- AT4G23110 -1.05 -0.08 -0.80 0.452987 0.636802 -7.01
245322_at Expressed protein ; supported by full-le--- AT4G14815 1.14 0.18 0.80 0.453065 0.636802 -7.01
252962_at  splicing factor - like protein splicing fac--- AT4G38780 1.07 0.10 0.80 0.453129 0.636802 -7.01



247043_at  protein kinase, 41K (EC 2.7.1.-) (pir||SSNRK2.3 AT5G66880 1.11 0.15 0.80 0.453373 0.636827 -7.01
248042_at putative protein similar to unknown pro--- AT5G55960 -1.08 -0.12 -0.80 0.453447 0.636892 -7.01
247800_at Expressed protein ; supported by full-le--- AT5G58570 1.29 0.37 0.80 0.453599 0.636897 -7.01
258350_at unknown protein similar to serine/threoCIPK1 AT3G17510 1.15 0.20 0.80 0.453618 0.636897 -7.01
250715_at splicing factor 3a  ; supported by cDNAATO AT5G06160 -1.09 -0.13 -0.80 0.453505 0.636897 -7.01
263588_s_ unknown protein --- AT2G25320 / -1.06 -0.09 -0.80 0.453577 0.636897 -7.01
247224_at MADS box transcription factor-like protMAF5 AT5G65080 -1.11 -0.15 -0.80 0.453616 0.636897 -7.01
252627_at putative protein --- AT3G44950 -1.08 -0.11 -0.80 0.453558 0.636897 -7.01
264048_at unknown protein --- AT2G22400 1.10 0.13 0.80 0.453647 0.636898 -7.01
261879_at  cytochrome P450, putative similar to CCYP705A27 AT1G50520 1.06 0.08 0.79 0.453806 0.637082 -7.01
262574_at  unknown protein ESTs gb|R30529, gb--- AT1G15230 1.12 0.16 0.79 0.453925 0.637093 -7.01
246149_at peroxidase ATP N  ;supported by full-le--- AT5G19890 1.40 0.49 0.79 0.453919 0.637093 -7.01
249183_at  E2, ubiquitin-conjugating enzyme 18 ( UBC18 AT5G42990 -1.06 -0.08 -0.79 0.453873 0.637093 -7.01
252696_at  hypothetical protein predicted transpo --- --- 1.05 0.07 0.79 0.453882 0.637093 -7.01
255585_at putative NAM-like protein anac069 AT4G01550 -1.10 -0.14 -0.79 0.454298 0.637459 -7.01
262399_at unknown protein ;supported by full-leng--- AT1G49500 -1.10 -0.14 -0.79 0.454253 0.637459 -7.01
249232_at dynamin-like protein (pir||S59558)  ;supADL1 AT5G42080 1.09 0.13 0.79 0.454226 0.637459 -7.01
252447_at  beta-D-glucan exohydrolase - like prot--- AT3G47040 1.06 0.09 0.79 0.454278 0.637459 -7.01
264952_at  Tub family protein, putative contains PAtTLP1 AT1G76900 -1.06 -0.08 -0.79 0.454386 0.637543 -7.01
255548_at putative CHP-rich zinc finger protein si --- AT4G01930 1.05 0.07 0.79 0.454419 0.637551 -7.01
253680_at cytidine deaminase 2 (CDA2) --- AT4G29620 -1.06 -0.08 -0.79 0.454564 0.637715 -7.01
257592_at  leucine-rich repeat disease resistance--- AT3G24982 1.06 0.09 0.79 0.454735 0.637916 -7.01
255577_at  putative hypoersensitive response pro--- AT4G01410 1.25 0.32 0.79 0.454771 0.637926 -7.01
258391_at hypothetical protein predicted by gensc--- AT3G15420 1.10 0.14 0.79 0.454844 0.637991 -7.01
259568_at hypothetical protein --- AT1G20490 -1.06 -0.08 -0.79 0.45488 0.638002 -7.01
259845_at  auxin transporter splice variant b, putaPIN1 AT1G73590 -1.10 -0.14 -0.79 0.454923 0.638023 -7.01
245954_at  far-red impaired response protein (FA FRS10 AT5G28530 -1.07 -0.10 -0.79 0.455064 0.638181 -7.01
255789_at 60S ribosomal protein L23  ;supported --- AT2G33370 -1.18 -0.23 -0.79 0.455159 0.638202 -7.01
247634_at  late embryonic abundant protein - like --- AT5G60520 1.05 0.07 0.79 0.455107 0.638202 -7.01
249270_at putative protein similar to unknown pro--- AT5G41780 1.05 0.07 0.79 0.455163 0.638202 -7.01
254929_at  putative protein mitochondrial carrier p--- AT4G11440 -1.07 -0.09 -0.79 0.455197 0.638211 -7.01
255200_at hypothetical protein --- --- -1.07 -0.10 -0.79 0.455382 0.638431 -7.01
256666_at  histone H2A, putative similar to histon HTA13 AT3G20670 -1.15 -0.20 -0.79 0.455412 0.638433 -7.01
260119_at  AIG1-like protein similar to AIG1 prote--- AT1G33930 -1.06 -0.09 -0.79 0.455584 0.638545 -7.01
257308_at unknown protein --- AT3G28120 1.05 0.07 0.79 0.455575 0.638545 -7.01



262240_at  Pto kinase interactor 1, putative simila--- AT1G48220 -1.07 -0.09 -0.79 0.4556 0.638545 -7.01
255386_at hypothetical protein --- AT4G03620 -1.06 -0.08 -0.79 0.455604 0.638545 -7.01
247383_at putative protein contains similarity to re--- AT5G63410 1.13 0.17 0.79 0.455876 0.638887 -7.01
245502_at hypothetical protein --- AT4G15640 1.08 0.11 0.79 0.455921 0.638912 -7.01
258018_at hypothetical protein predicted by gensc--- AT3G19500 -1.09 -0.12 -0.79 0.456018 0.639008 -7.01
264607_at  putative K+ channel, beta subunit sim KAB1 AT1G04690 -1.05 -0.07 -0.79 0.456056 0.639022 -7.01
264325_at putative phosphoribosylanthranilate tra--- AT1G04150 -1.08 -0.12 -0.79 0.456122 0.639036 -7.01
249338_at putative protein similar to unknown proanac095 AT5G41090 1.05 0.07 0.79 0.456118 0.639036 -7.01
265236_s_ hypothetical protein --- AT2G07714 1.07 0.09 0.79 0.456172 0.639067 -7.01
255336_at putative transposon protein --- --- -1.05 -0.07 -0.79 0.456255 0.639121 -7.01
248872_at Expressed protein ; supported by full-leMSP2 AT5G46795 1.07 0.10 0.79 0.456267 0.639121 -7.01
254540_s_  putative protein chitinase / lysozyme P--- AT4G19770 / -1.05 -0.08 -0.79 0.456384 0.639246 -7.01
255551_at putative potassium channel  ;supportedKCO5 AT4G01840 1.05 0.08 0.79 0.456511 0.639384 -7.01
248069_at unknown protein --- AT5G55650 1.07 0.10 0.79 0.456878 0.639685 -7.01
255805_at  zinc-finger - like protein zinc-finger pro--- AT4G10240 1.07 0.09 0.79 0.456847 0.639685 -7.01
264659_at unknown protein Similar to S. pombe ISATOPT2 AT1G09930 1.06 0.08 0.79 0.456821 0.639685 -7.01
254472_at  putative protein predicted proteins, Ara--- --- 1.05 0.07 0.79 0.456897 0.639685 -7.01
266726_at  SKP1/ASK1 (At19), putative similar to ASK19 AT2G03160 -1.09 -0.12 -0.79 0.456922 0.639685 -7.01
267479_at hypothetical protein --- AT2G02690 -1.05 -0.07 -0.79 0.456825 0.639685 -7.01
262032_at  biotin holocarboxylase synthetase, pu HCS2 AT1G37150 1.06 0.08 0.79 0.4569 0.639685 -7.01
259827_at hypothetical protein --- AT1G72270 -1.06 -0.08 -0.79 0.456951 0.639686 -7.01
246505_at  putative protein hypothetical protein F --- AT5G16250 -1.12 -0.16 -0.79 0.457032 0.639761 -7.01
251875_at  putative protein various predicted prot --- AT3G54270 1.08 0.11 0.79 0.457092 0.639805 -7.01
254227_at  putative protein chS-Rex-b - Gallus gaBTI1 AT4G23630 -1.10 -0.13 -0.79 0.457173 0.639879 -7.01
246068_at  putative protein ribosomal protein S8 ---- AT5G20290 -1.13 -0.18 -0.79 0.457237 0.63993 -7.01
261514_at hypothetical protein predicted by gene --- AT1G71870 -1.09 -0.13 -0.79 0.457318 0.640004 -7.01
259647_at  acetyl-CoA synthetase, putative simila--- AT1G55325 1.07 0.10 0.79 0.457539 0.640169 -7.01
245294_at casein kinase I ; supported by cDNA: gCKI1 AT4G14340 -1.06 -0.09 -0.79 0.457497 0.640169 -7.01
257523_at  hypothetical protein similar to putative --- AT3G01620 1.06 0.09 0.79 0.457548 0.640169 -7.01
261061_at  DNA-binding protein, putative containsTRFL2 AT1G07540 1.07 0.09 0.79 0.457473 0.640169 -7.01
260861_at hypothetical protein predicted by gene --- --- 1.07 0.09 0.79 0.457588 0.640186 -7.01
247319_at glutamate-tRNA ligase ; supported by cERS AT5G64050 -1.07 -0.09 -0.79 0.457642 0.640221 -7.01
249518_at putative protein similar to unknown pro--- AT5G38610 -1.06 -0.09 -0.79 0.457735 0.640312 -7.02
261599_at hypothetical protein similar to hypothet --- AT1G49700 -1.07 -0.10 -0.79 0.457763 0.640313 -7.02
261607_at unknown protein similar to putative est AtCXE5 AT1G49660 1.18 0.24 0.79 0.457798 0.640322 -7.02



266381_at putative sucrose-proton symporter ATSUC8 AT2G14670 1.06 0.08 0.79 0.457876 0.640391 -7.02
261015_at 14-3-3 protein GF14iota (grf12) identic GRF12 AT1G26480 -1.06 -0.09 -0.79 0.458012 0.640544 -7.02
256115_at unknown protein ; supported by cDNA:--- AT1G16880 1.10 0.14 0.79 0.458043 0.640548 -7.02
250528_at putative protein strong similarity to unk--- AT5G08600 -1.05 -0.07 -0.79 0.458134 0.640616 -7.02
253874_at  putative protein stem-specific protein ---- AT4G27450 -1.17 -0.23 -0.79 0.458149 0.640616 -7.02
265279_at hypothetical protein predicted by gensc--- AT2G28460 -1.10 -0.14 -0.79 0.45818 0.640621 -7.02
267227_at hypothetical protein predicted by gensc--- AT2G44030 1.08 0.12 0.79 0.45826 0.640693 -7.02
266524_at  putative importin, beta subunit   --- AT2G16960 1.07 0.09 0.79 0.458346 0.640774 -7.02
262676_at  SKP1/ASK1 (At1) identical to Skp1a GSKP1 AT1G75950 1.05 0.07 0.79 0.458375 0.640775 -7.02
254028_s_  putative protein N.crassa mRNA for puORP4B AT4G25850 / -1.06 -0.08 -0.79 0.458504 0.640916 -7.02
254614_at  putatative protein various predicted pr --- AT4G19191 1.09 0.12 0.79 0.458547 0.640937 -7.02
250274_at  putative protein predicted protein, Ara --- AT5G13020 1.07 0.10 0.79 0.458652 0.641046 -7.02
256303_at  disease resistance protein, putative si --- AT1G69550 1.08 0.11 0.79 0.458789 0.641157 -7.02
266975_at hypothetical protein predicted by grail ATEXO70H2AT2G39380 1.16 0.21 0.79 0.458766 0.641157 -7.02
245857_at  putative protein various predicted prot --- --- -1.08 -0.12 -0.79 0.45892 0.641301 -7.02
259100_at DNA-damage-repair/toleration protein DRT102 AT3G04880 -1.07 -0.09 -0.79 0.458949 0.641303 -7.02
265547_at hypothetical protein similar to hypothet --- AT2G28305 1.14 0.19 0.79 0.459051 0.641406 -7.02
259987_at thaumatin-like protein (PR-5) similar toATLP-3 AT1G75030 -1.09 -0.12 -0.79 0.459092 0.641424 -7.02
266024_at En/Spm-like transposon protein related--- --- -1.06 -0.08 -0.78 0.459194 0.641527 -7.02
266115_at protease inhibitor II  ;supported by full- LCR72 AT2G02140 -1.11 -0.15 -0.78 0.459241 0.641554 -7.02
266250_at putative reverse transcriptase --- --- 1.06 0.09 0.78 0.459361 0.641658 -7.02
255195_at may be a pseudogene --- --- 1.06 0.08 0.78 0.459372 0.641658 -7.02
263329_at hypothetical protein contains C3HC4 z --- AT2G15260 -1.06 -0.08 -0.78 0.459458 0.641739 -7.02
256284_at unknown protein PSF2 AT3G12530 1.10 0.14 0.78 0.459568 0.641814 -7.02
257326_s_ hypothetical protein --- --- -1.08 -0.11 -0.78 0.45954 0.641814 -7.02
248630_at putative protein strong similarity to unk--- AT5G48990 -1.06 -0.09 -0.78 0.459658 0.6419 -7.02
248504_at transcription factor Hap5a-like NF-YC6 AT5G50480 -1.10 -0.13 -0.78 0.45978 0.642031 -7.02
257229_at putative calmodulin-binding protein conIQD26 AT3G16490 -1.08 -0.12 -0.78 0.459818 0.642045 -7.02
252912_at  ribosomal protein S25 ribosomal prote--- AT4G39200 -1.10 -0.14 -0.78 0.459943 0.64207 -7.02
247378_at ATP-dependent RNA helicase-like prot--- AT5G63120 1.09 0.12 0.78 0.459878 0.64207 -7.02
251731_at  manganese superoxide dismutase-like--- AT3G56350 -1.08 -0.11 -0.78 0.459946 0.64207 -7.02
255182_at hypothetical protein --- --- 1.06 0.08 0.78 0.459966 0.64207 -7.02
254941_s_ putative protein various reverse transc --- --- 1.07 0.10 0.78 0.459976 0.64207 -7.02
267120_at hypothetical protein predicted by genef--- AT2G23530 -1.08 -0.11 -0.78 0.460048 0.64213 -7.02
256041_at unknown protein --- AT1G07230 1.08 0.12 0.78 0.460166 0.642143 -7.02



245758_at unknown protein contains similarity to tKAN2 AT1G32240 1.10 0.14 0.78 0.460161 0.642143 -7.02
263685_at unknown protein similar to cell differen ATCUL3 AT1G26830 1.05 0.07 0.78 0.460198 0.642143 -7.02
266901_at hypothetical protein predicted by genscJAZ7 AT2G34600 -1.21 -0.27 -0.78 0.46018 0.642143 -7.02
259308_at putative nodulin similar to nodulin GB:A--- AT3G05180 -1.12 -0.16 -0.78 0.46016 0.642143 -7.02
255760_at  vacuolar-type H+-translocating inorga --- AT1G16780 -1.07 -0.09 -0.78 0.460338 0.642181 -7.02
266980_at 60S ribosomal protein L35  ;supported --- AT2G39390 1.12 0.17 0.78 0.460314 0.642181 -7.02
250779_at eukaryotic translation initiation factor 2 EIF2 ALPHAAT5G05470 1.10 0.14 0.78 0.460336 0.642181 -7.02
263926_at hypothetical protein predicted by genscATEME1A AT2G21800 1.07 0.10 0.78 0.4603 0.642181 -7.02
265350_at unknown protein predicted by genscan--- AT2G22620 -1.06 -0.09 -0.78 0.460379 0.642199 -7.02
266625_at putative peroxidase --- AT2G35380 1.07 0.09 0.78 0.460475 0.642255 -7.02
258840_at unknown protein similar to unknown pr --- AT3G04620 -1.05 -0.07 -0.78 0.46046 0.642255 -7.02
266086_at putative Na+-dependent inorganic pho PHT4;2 AT2G38060 -1.07 -0.09 -0.78 0.460565 0.642302 -7.02
259532_at hypothetical protein --- AT1G12470 -1.05 -0.07 -0.78 0.460539 0.642302 -7.02
257822_at  rotamase FKBP (ROF1) identical to roROF1 AT3G25230 1.17 0.23 0.78 0.460602 0.642314 -7.02
257278_at hypothetical protein predicted by gene --- AT3G14480 -1.09 -0.12 -0.78 0.460637 0.642323 -7.02
254798_at  oleoyl-[acyl-carrier-protein] hydrolase- --- AT4G13050 -1.12 -0.16 -0.78 0.460678 0.642342 -7.02
246375_at  light repressible receptor protein kinas--- AT1G51830 -1.09 -0.13 -0.78 0.460831 0.642476 -7.02
249571_at  putative protein predicted proteins, Ara--- AT5G37620 -1.06 -0.08 -0.78 0.460803 0.642476 -7.02
254732_at hypothetical protein --- AT4G13750 1.10 0.13 0.78 0.460934 0.64258 -7.02
265588_at putative pathogenesis-related protein --- AT2G19970 1.26 0.34 0.78 0.461058 0.642714 -7.02
255581_at  putative transposon protein similar to A--- --- 1.08 0.11 0.78 0.461193 0.642863 -7.02
250744_at putative protein strong similarity to unk--- AT5G05840 -1.08 -0.11 -0.78 0.461241 0.642875 -7.02
252836_at putative protein predicted polyproteins --- --- 1.06 0.08 0.78 0.461258 0.642875 -7.02
257260_at hypothetical protein predicted by gene --- AT3G22104 -1.09 -0.13 -0.78 0.461379 0.643004 -7.02
259368_at  aspartic protease, putative similar to a--- AT1G69100 -1.06 -0.08 -0.78 0.461508 0.643106 -7.02
259383_at  putative lectin contains Pfam profile: PJR1 AT3G16470 1.34 0.42 0.78 0.461487 0.643106 -7.02
253287_at  putative protein dJ69E11.3, Homo sap--- AT4G34270 -1.05 -0.08 -0.78 0.46169 0.643319 -7.02
245079_at putative retroelement pol polyprotein --- --- -1.05 -0.08 -0.78 0.461893 0.643476 -7.02
250707_at putative protein similar to unknown proMEE60 AT5G05950 -1.09 -0.13 -0.78 0.461905 0.643476 -7.02
246399_at bZIP transcription factor similar to bZIP--- AT1G58110 1.07 0.10 0.78 0.461915 0.643476 -7.02
248670_at receptor protein kinase-like protein --- AT5G48740 -1.08 -0.11 -0.78 0.461856 0.643476 -7.02
258447_at hypothetical protein predicted by gene --- AT3G22450 -1.06 -0.08 -0.78 0.462178 0.643779 -7.02
256011_at  respiratory burst oxidase protein, puta--- AT1G19230 1.06 0.09 0.78 0.462188 0.643779 -7.02
252934_at  Inositol monophosphatase - like prote IMPL2 AT4G39120 -1.09 -0.12 -0.78 0.462341 0.643874 -7.02
262128_at  late embryogenesis-abundant protein, --- AT1G52690 -1.47 -0.56 -0.78 0.462296 0.643874 -7.02



266124_at putative PREG1-like negative regulato cycp3;1 AT2G45080 -1.07 -0.10 -0.78 0.462329 0.643874 -7.02
258715_at putative 60S ribosomal protein L1 stron--- AT3G09630 -1.09 -0.13 -0.78 0.462377 0.643884 -7.02
266675_s_ hypothetical protein predicted by gensc--- AT2G29610 / 1.05 0.07 0.78 0.462584 0.644133 -7.02
247335_at RNA helicase --- AT5G63630 1.07 0.09 0.78 0.463043 0.644732 -7.02
250454_at unknown protein  ; supported by full-le --- AT5G09830 1.05 0.07 0.78 0.463309 0.644954 -7.02
261678_at  disease resistance protein, putative si --- AT1G47370 -1.07 -0.10 -0.78 0.463328 0.644954 -7.02
247656_at  actin depolymerizing factor 4 - like proADF4 AT5G59890 -1.08 -0.11 -0.78 0.463315 0.644954 -7.02
245135_at putative non-LTR retroelement reverse--- --- 1.07 0.10 0.78 0.463343 0.644954 -7.02
255205_at putative transposon protein --- --- -1.05 -0.07 -0.78 0.463236 0.644954 -7.02
259153_at unknown protein  ;supported by full-len--- AT3G10250 1.07 0.10 0.78 0.463443 0.645053 -7.02
258804_at hypothetical protein similar to hypothet --- AT3G04760 1.09 0.12 0.78 0.463596 0.645187 -7.02
263244_at hypothetical protein predicted by gensc--- AT2G31480 1.07 0.09 0.78 0.463575 0.645187 -7.02
253006_at  putative amino acid transport protein a--- AT4G38250 1.07 0.10 0.78 0.463642 0.645213 -7.02
265866_at unknown protein  ;supported by full-len--- AT2G01710 -1.07 -0.10 -0.78 0.463682 0.645228 -7.02
258547_at unknown protein --- AT3G06895 -1.05 -0.07 -0.78 0.463846 0.645378 -7.02
260588_at unknown protein contains similarity to tAtTLP7 AT1G53320 -1.08 -0.11 -0.78 0.463825 0.645378 -7.02
263290_at unknown protein --- AT2G10930 -1.05 -0.07 -0.78 0.46388 0.645386 -7.02
251271_at hypothetical protein ; supported by full---- AT3G62050 -1.09 -0.12 -0.78 0.463975 0.645479 -7.02
262712_at mercaptopyruvate sulfurtransferase (MATRDH2 AT1G16460 1.07 0.10 0.78 0.464204 0.645758 -7.02
264072_at hypothetical protein --- --- 1.06 0.08 0.78 0.464409 0.646003 -7.03
246707_at putative protein --- --- -1.06 -0.09 -0.78 0.464437 0.646003 -7.03
250594_at putative protein contains similarity to u --- AT5G07760 1.07 0.09 0.78 0.464498 0.646048 -7.03
258848_at Expressed protein ; supported by full-leDCL2 AT3G03300 / -1.06 -0.09 -0.78 0.464681 0.646264 -7.03
251844_at  putative protein retinoblastoma-assoc --- AT3G54630 1.07 0.10 0.77 0.464746 0.646315 -7.03
249761_at acetyl-CoA:benzylalcohol acetyltranfer --- AT5G23970 -1.08 -0.11 -0.77 0.464822 0.646381 -7.03
248211_at flavonol 3-O-glucosyltransferase-like p --- AT5G54010 1.05 0.07 0.77 0.465163 0.646815 -7.03
248329_at putative protein similar to unknown pro--- AT5G52780 -1.09 -0.13 -0.77 0.465215 0.646849 -7.03
260134_at  Myb-related transcription factor, putatiMYB113 AT1G66370 -1.08 -0.11 -0.77 0.465258 0.646869 -7.03
263356_at putative RNA-binding protein  ; suppor UBA1A AT2G22090 1.05 0.08 0.77 0.465348 0.646955 -7.03
264251_at hypothetical protein identical to GB:AA--- AT1G09190 -1.09 -0.12 -0.77 0.465409 0.647001 -7.03
248884_at putative protein similar to unknown pro--- AT5G46030 1.05 0.07 0.77 0.465627 0.647223 -7.03
249401_at  putative protein LIM7, Lily, EMBL:LLO--- AT5G40260 1.05 0.08 0.77 0.465711 0.647223 -7.03
255202_at putative polyprotein --- --- -1.06 -0.08 -0.77 0.465673 0.647223 -7.03
248953_at serine/threonine-protein kinase Mak (m--- AT5G45428 / 1.06 0.08 0.77 0.465684 0.647223 -7.03
253712_at  putative protein putative NADH oxidor DER1 AT4G29330 -1.07 -0.09 -0.77 0.465655 0.647223 -7.03



264749_at hypothetical protein Contains similarity --- AT1G22830 1.11 0.15 0.77 0.466015 0.647592 -7.03
266508_at hypothetical protein predicted by genef--- AT2G47920 -1.08 -0.11 -0.77 0.466034 0.647592 -7.03
261974_at  protein kinase, putative similar to mito CPuORF57 AT1G64628 / 1.06 0.09 0.77 0.466161 0.64773 -7.03
250716_at sucrose transporter protein ATSUC9 AT5G06170 1.06 0.08 0.77 0.466343 0.647943 -7.03
250688_at transcription factor-like protein  ;suppo NF-YA10 AT5G06510 -1.06 -0.08 -0.77 0.466427 0.647961 -7.03
263913_at putative receptor-like protein kinase --- AT2G36570 -1.11 -0.15 -0.77 0.466441 0.647961 -7.03
257166_at hypothetical protein similar to putative --- AT3G24710 1.06 0.09 0.77 0.466421 0.647961 -7.03
245802_at hypothetical protein similar to hypothet --- AT1G46840 -1.05 -0.07 -0.77 0.466558 0.648084 -7.03
261091_at  protein kinase, putative contains Pfam--- AT1G07550 -1.06 -0.09 -0.77 0.466614 0.648122 -7.03
263752_at putative retroelement pol polyprotein --- --- -1.08 -0.11 -0.77 0.46669 0.648188 -7.03
248428_at protein phosphatase-2C; PP2C-like proAHG1 AT5G51760 -1.06 -0.08 -0.77 0.466805 0.648269 -7.03
260658_at hypothetical protein predicted by gene --- AT1G19410 1.07 0.10 0.77 0.466804 0.648269 -7.03
251354_at  putative protein hypothetical protein T --- AT3G61090 1.05 0.08 0.77 0.46693 0.648403 -7.03
245590_at hypothetical protein --- AT4G15060 1.06 0.08 0.77 0.466998 0.648419 -7.03
259459_at  En/Spm-like transposon protein, putat --- --- 1.06 0.08 0.77 0.466975 0.648419 -7.03
257350_x_ hypothetical protein predicted by genscRALFL12 AT2G19040 1.06 0.09 0.77 0.467054 0.648458 -7.03
259031_at putative transcription factor similar to g--- AT3G09360 1.09 0.12 0.77 0.467161 0.648527 -7.03
262688_at PPR-repeat protein contains multiple P--- AT1G62680 -1.06 -0.08 -0.77 0.467155 0.648527 -7.03
252157_at hypothetical protein --- AT3G50430 -1.06 -0.09 -0.77 0.467217 0.648564 -7.03
257056_at unknown protein similar to hypothetica --- AT3G15350 -1.07 -0.09 -0.77 0.467296 0.648619 -7.03
255062_at hypothetical protein --- AT4G08940 -1.08 -0.11 -0.77 0.467313 0.648619 -7.03
265700_at putative MYB family transcription facto --- AT2G03470 1.05 0.07 0.77 0.467411 0.648715 -7.03
254896_at MADS-box protein AGL14 AGL14 AT4G11880 -1.06 -0.08 -0.77 0.467485 0.648779 -7.03
248418_at cleavage and polyadenylation specifici CPSF160 AT5G51660 1.07 0.09 0.77 0.467624 0.648856 -7.03
245127_at putative Na+/Ca2+ antiporter  ; suppor ATMHX AT2G47600 1.12 0.16 0.77 0.467627 0.648856 -7.03
253646_at MAP kinase kinase 2  ; supported by c ATMKK2 AT4G29810 1.11 0.15 0.77 0.467654 0.648856 -7.03
256474_at unknown protein --- --- -1.08 -0.11 -0.77 0.467623 0.648856 -7.03
245540_at ABC transporter like protein PDR2 AT4G15230 -1.21 -0.28 -0.77 0.467712 0.648891 -7.03
266902_at hypothetical protein predicted by gensc--- AT2G34580 1.05 0.08 0.77 0.467736 0.648891 -7.03
263101_s_ hypothetical protein predicted by gensc--- AT2G05230 / -1.06 -0.09 -0.77 0.467863 0.648998 -7.03
252628_at putative protein --- AT3G44960 -1.05 -0.07 -0.77 0.46787 0.648998 -7.03
262638_at  oxidoreductase, putative contains Pfa --- AT1G06650 1.06 0.08 0.77 0.467916 0.649021 -7.03
258444_at expressed protein supported by cDNA TIC AT3G22380 1.06 0.09 0.77 0.46798 0.649071 -7.03
252869_at putative protein --- AT4G39930 -1.06 -0.09 -0.77 0.46817 0.649256 -7.03
255986_x_  putative protein predicted proteins, Ara--- --- 1.05 0.07 0.77 0.468145 0.649256 -7.03



254245_at  serine/threonine kinase - like protein s--- AT4G23240 1.06 0.08 0.77 0.46834 0.649451 -7.03
249829_at c-myc binding protein MM-1-like protei PDF5 AT5G23290 -1.06 -0.09 -0.77 0.468459 0.649578 -7.03
246641_s_ Expressed protein ; supported by full-le--- AT5G34883 / 1.06 0.09 0.77 0.468489 0.649579 -7.03
262152_s_ hypothetical protein predicted by gene --- AT1G52430 / 1.06 0.08 0.77 0.468618 0.649718 -7.03
257479_at hypothetical protein contains similarity WAKL4 AT1G16150 1.11 0.14 0.77 0.468645 0.649718 -7.03
245117_at putative Ca2+-ATPase  ; supported by ACA4 AT2G41560 -1.09 -0.13 -0.77 0.468696 0.649726 -7.03
259079_at unknown protein --- AT3G04950 -1.09 -0.12 -0.77 0.46872 0.649726 -7.03
258842_at unknown protein similar to putative AT CLPS3 AT3G04680 1.08 0.12 0.77 0.468776 0.649726 -7.03
248810_at disease resistance protein-like ADR1-L3 AT5G47280 1.05 0.08 0.77 0.468759 0.649726 -7.03
247051_at At14a protein-like --- AT5G66670 -1.07 -0.10 -0.77 0.468794 0.649726 -7.03
245726_at  homeobox protein, putative similar to HDG11 AT1G73360 -1.06 -0.08 -0.77 0.468932 0.649877 -7.03
258325_at putative heat shock protein similar to pHSFA6B AT3G22830 -1.06 -0.09 -0.77 0.468982 0.649907 -7.03
264714_at  receptor-like protein kinase, putative s--- AT1G69990 1.07 0.10 0.77 0.469022 0.649922 -7.03
267441_at putative receptor-like protein kinase --- AT2G19210 1.05 0.08 0.77 0.46905 0.649922 -7.03
250082_at polygalacturonase-like protein --- AT5G17200 1.08 0.11 0.77 0.469157 0.649961 -7.03
249261_at putative protein similar to unknown pro--- --- 1.08 0.12 0.77 0.469163 0.649961 -7.03
265358_at putative HesB-like protein  ; supported --- AT2G16710 -1.09 -0.12 -0.77 0.469131 0.649961 -7.03
262155_at  glycosyl transferase, putative similar to--- AT1G52420 -1.07 -0.10 -0.77 0.469258 0.650014 -7.03
265275_at En/Spm-like transposon protein related--- AT2G28440 -1.11 -0.16 -0.77 0.469258 0.650014 -7.03
252121_at  GDP-D-mannose-4,6-dehydratase (M MUR1 AT3G51160 1.13 0.18 0.77 0.469295 0.650026 -7.03
248480_at ATP-dependent Clp protease ATP-bindCLPC1 AT5G50920 1.06 0.08 0.77 0.469541 0.650327 -7.03
256710_at hypothetical protein predicted by gene --- AT3G30350 -1.11 -0.15 -0.77 0.469678 0.650464 -7.03
257465_at hypothetical protein predicted by gensc--- AT1G13040 -1.05 -0.07 -0.77 0.469697 0.650464 -7.03
251704_at  putative protein unknown protein 110K--- AT3G56360 -1.16 -0.22 -0.77 0.469736 0.650479 -7.03
256315_at hypothetical protein predicted by gene --- AT1G35880 1.06 0.08 0.77 0.469778 0.650496 -7.03
251148_at hypothetical protein TKL AT3G63180 -1.06 -0.09 -0.77 0.470181 0.651016 -7.03
258781_at hypothetical protein predicted by gensc--- AT3G11740 -1.05 -0.07 -0.77 0.470234 0.651049 -7.03
260466_at phosphatidylinositol-4-phosphate 5-kin --- AT1G10900 -1.14 -0.19 -0.76 0.470359 0.651183 -7.03
261901_at J8-like protein similar to DnaJ homologJ8 AT1G80920 1.07 0.09 0.76 0.470504 0.651344 -7.03
263547_at hypothetical protein predicted by genef--- AT2G21680 -1.07 -0.10 -0.76 0.470653 0.65151 -7.03
264647_at putative respiratory burst oxidase proteATRBOHB AT1G09090 -1.07 -0.10 -0.76 0.47075 0.651564 -7.03
261441_at  NAM protein, putative similar to NAM ANAC010 AT1G28470 -1.11 -0.15 -0.76 0.470762 0.651564 -7.03
258058_at unknown protein --- AT3G28980 1.06 0.09 0.76 0.470777 0.651564 -7.03
249255_at Na+/H+ antiporter-like protein CHX18 AT5G41610 1.07 0.10 0.76 0.47081 0.651569 -7.03
254127_at NADPH-ferrihemoprotein reductase ATATR1 AT4G24520 1.08 0.10 0.76 0.470974 0.651757 -7.03



256912_at hypothetical protein predicted by gene --- AT3G23850 -1.06 -0.09 -0.76 0.471045 0.651777 -7.03
254895_at hypothetical protein --- AT4G11870 1.08 0.11 0.76 0.471032 0.651777 -7.03
253488_at  putative protein reproductive meristemREM1 AT4G31610 1.08 0.11 0.76 0.471227 0.651988 -7.03
262644_at beta-VPE nearly identical to beta-VPE BETA-VPE AT1G62710 -1.07 -0.09 -0.76 0.47126 0.651995 -7.04
246118_at  beta-1,3-glucanase bg5   BG5 AT5G20340 -1.07 -0.10 -0.76 0.471338 0.65201 -7.04
251129_at  putative protein predicted protein, Ara --- AT5G01150 1.06 0.09 0.76 0.471385 0.65201 -7.04
263646_at Ac-like transposase related to Ac/Ds tr --- --- -1.05 -0.07 -0.76 0.471327 0.65201 -7.04
263278_at dynamin-like protein DRP3B AT2G14120 1.07 0.10 0.76 0.471362 0.65201 -7.04
257752_at hypothetical protein predicted by gensc--- AT3G18720 -1.07 -0.09 -0.76 0.471425 0.652025 -7.04
265468_at hypothetical protein predicted by genef--- AT2G37210 -1.06 -0.09 -0.76 0.471489 0.652075 -7.04
247384_at protein kinase  ; supported by cDNA: g--- AT5G63370 -1.11 -0.15 -0.76 0.471622 0.652215 -7.04
248412_at putative protein contains similarity to D--- AT5G51590 1.07 0.09 0.76 0.471648 0.652215 -7.04
266918_at putative LIM-domain protein --- AT2G45800 1.05 0.08 0.76 0.471731 0.65229 -7.04
260326_at putative MYB family transcription facto AtMYB103 AT1G63910 1.07 0.10 0.76 0.471765 0.652298 -7.04
250068_at CHP-rich zinc finger protein-like --- AT5G17960 -1.08 -0.11 -0.76 0.471803 0.652311 -7.04
260811_s_ hypothetical protein predicted by gene --- --- -1.05 -0.07 -0.76 0.471865 0.652357 -7.04
251391_at  putative protein weak homology with p--- AT3G60910 1.08 0.10 0.76 0.471939 0.652421 -7.04
265473_at Expressed protein ; supported by full-leLCR10 AT2G15535 -1.06 -0.09 -0.76 0.471987 0.652447 -7.04
263408_at predicted protein --- AT2G04060 -1.06 -0.08 -0.76 0.472091 0.652552 -7.04
253660_at  putative protein proline-rich protein AP--- AT4G30140 -1.06 -0.08 -0.76 0.472165 0.652614 -7.04
252522_at hypothetical protein --- AT1G32337 / 1.06 0.08 0.76 0.472295 0.652753 -7.04
253845_at  putative protein myosin heavy chain c --- AT4G27980 -1.05 -0.07 -0.76 0.472392 0.652785 -7.04
262095_at hypothetical protein predicted by gene --- AT1G56090 -1.09 -0.12 -0.76 0.472404 0.652785 -7.04
258891_at unknown protein EMB2016 AT3G05680 -1.06 -0.08 -0.76 0.472377 0.652785 -7.04
266565_at putative serine carboxypeptidase II scpl23 AT2G24010 -1.07 -0.10 -0.76 0.472599 0.653016 -7.04
251812_at hypothetical protein  ;supported by full---- AT3G54970 -1.09 -0.12 -0.76 0.472637 0.653029 -7.04
256484_at PPR-repeat protein contains multiple P--- AT1G31430 1.07 0.10 0.76 0.472695 0.653045 -7.04
266203_at putative phloem-specific lectin AtPP2-B1 AT2G02230 -1.17 -0.22 -0.76 0.472706 0.653045 -7.04
252581_at hypothetical protein --- AT3G45500 -1.07 -0.10 -0.76 0.472866 0.653226 -7.04
265307_at hypothetical protein predicted by genscRIN13 AT2G20310 1.07 0.10 0.76 0.472972 0.653316 -7.04
263967_at En/Spm-like transposon protein --- --- 1.06 0.08 0.76 0.472988 0.653316 -7.04
257549_at  hypothetical protein predicted by geneagl103 AT3G18650 1.08 0.11 0.76 0.473086 0.653411 -7.04
248055_at serine/threonine-specific kinase like pr --- AT5G55830 -1.06 -0.09 -0.76 0.473141 0.653447 -7.04
247276_at putative protein contains similarity to RHEN4 AT5G64390 1.11 0.15 0.76 0.473216 0.653512 -7.04
252557_at  putative protein cim1 induced allergenATEXLA3 AT3G45960 -1.06 -0.08 -0.76 0.473296 0.653555 -7.04



251012_at putative protein  ;supported by full-leng--- AT5G02580 -1.38 -0.46 -0.76 0.473304 0.653555 -7.04
266344_at hypothetical protein predicted by gensc--- AT2G01580 -1.06 -0.08 -0.76 0.473398 0.653565 -7.04
265874_at hypothetical protein predicted by genef--- AT2G01640 -1.07 -0.10 -0.76 0.473382 0.653565 -7.04
255204_at putative myosin-like protein --- --- 1.08 0.12 0.76 0.473348 0.653565 -7.04
257394_at hypothetical protein predicted by gensc--- --- -1.07 -0.10 -0.76 0.473486 0.653647 -7.04
250166_at  putative protein many predicted protei --- AT5G15300 1.06 0.08 0.76 0.47353 0.653669 -7.04
262431_at  trypsin inhibitor 2, putative similar to tr --- AT1G47540 1.06 0.08 0.76 0.473645 0.653717 -7.04
266687_at putative arginine N-methyltransferase PRMT1A AT2G19670 -1.12 -0.16 -0.76 0.473626 0.653717 -7.04
263818_at putative retroelement pol polyprotein a --- --- -1.05 -0.07 -0.76 0.473651 0.653717 -7.04
264167_at unknown protein Location of EST gb|N--- AT1G02060 1.09 0.12 0.76 0.473691 0.653733 -7.04
252273_at  putative WD-40 repeat - protein beta-t --- AT3G49660 -1.07 -0.09 -0.76 0.473738 0.653758 -7.04
245622_at A6 anther-specific protein MEE48 AT4G14080 -1.07 -0.09 -0.76 0.473816 0.653826 -7.04
246558_at  putative protein IDN3-B - Homo sapie EMB2773 AT5G15540 1.07 0.10 0.76 0.473863 0.653851 -7.04
256632_at hypothetical protein --- AT3G28330 1.07 0.10 0.76 0.473903 0.653867 -7.04
256557_at hypothetical protein similar to hypothet --- --- 1.06 0.08 0.76 0.473971 0.653921 -7.04
263362_at putative selenium-binding protein --- AT2G03880 -1.05 -0.07 -0.76 0.474072 0.65402 -7.04
260127_at  hypothetical protein similar to hypothe--- AT1G36320 -1.09 -0.12 -0.76 0.474118 0.654045 -7.04
247350_at unknown protein --- AT5G63830 1.07 0.09 0.76 0.474168 0.654074 -7.04
249737_at putative protein similar to unknown pro--- AT5G24480 1.07 0.09 0.76 0.474238 0.654131 -7.04
262343_at phosphoprotein phosphatase 1 identicaTOPP3 AT1G64040 1.06 0.08 0.76 0.474374 0.65421 -7.04
258280_at  putative self-incompatibility protein sim--- AT3G26880 1.05 0.07 0.76 0.474367 0.65421 -7.04
252432_at hypothetical protein --- AT3G47675 / 1.05 0.07 0.76 0.474381 0.65421 -7.04
262033_at  terminal ear1, putative similar to termi MCT1 AT1G37140 1.07 0.09 0.76 0.47447 0.654254 -7.04
248892_at unknown protein --- AT5G46300 1.05 0.08 0.76 0.474454 0.654254 -7.04
261462_at hypothetical protein predicted by gensc--- AT1G07850 -1.07 -0.10 -0.76 0.474573 0.654284 -7.04
263580_at hypothetical protein similar to hypothet --- AT2G17140 1.07 0.09 0.76 0.474524 0.654284 -7.04
258422_at hypothetical protein predicted by gensc--- AT3G16710 1.06 0.08 0.76 0.474578 0.654284 -7.04
253993_at mitogen activated protein kinase kinas MEK1 AT4G26070 1.12 0.16 0.76 0.474883 0.654663 -7.04
251635_at endo-polygalacturonase ADPG1 AT3G57510 1.08 0.11 0.76 0.474912 0.654663 -7.04
263346_at En/Spm-like transposon protein related--- --- 1.06 0.08 0.76 0.474939 0.654663 -7.04
245741_at hypothetical protein similar to unknown--- AT1G44120 -1.06 -0.09 -0.76 0.475 0.654707 -7.04
249321_at disease resistance protein-like --- AT5G40920 1.09 0.12 0.76 0.475064 0.654756 -7.04
251508_at  putative protein mitochondrial RNA sp--- AT3G58970 1.08 0.11 0.76 0.475162 0.654811 -7.04
260213_at putative protein kinase similar to protei --- AT1G74490 -1.05 -0.07 -0.76 0.475146 0.654811 -7.04
249934_at peroxidase ATP14a homolog --- AT5G22410 1.05 0.07 0.76 0.475228 0.654863 -7.04



257461_at hypothetical protein predicted by genscATPUP15 AT1G75470 1.05 0.07 0.76 0.475345 0.654985 -7.04
253293_at Expressed protein ; supported by cDNA--- AT4G33905 -1.10 -0.14 -0.76 0.475442 0.655079 -7.04
258190_at hypothetical protein predicted by gene --- AT3G29080 -1.06 -0.08 -0.76 0.475546 0.655183 -7.04
251940_at  putative protein lysine decarboxylase --- AT3G53450 1.06 0.08 0.76 0.475671 0.655277 -7.04
248791_at palmitoyl-protein thioesterase precurso--- AT5G47350 1.05 0.07 0.76 0.475672 0.655277 -7.04
256142_at hypothetical protein predicted by gene --- AT1G48790 -1.07 -0.09 -0.76 0.475792 0.65537 -7.04
262864_at  anthocyanidin-3-glucoside rhamnosylt --- AT1G64920 -1.07 -0.09 -0.76 0.475797 0.65537 -7.04
264457_at puative glucosyl transferase similar to --- AT1G10400 -1.06 -0.09 -0.75 0.475868 0.655428 -7.04
245308_at putative protein ; supported by cDNA: g--- AT4G17486 -1.05 -0.07 -0.75 0.475927 0.65547 -7.04
253836_at  putative protein hypothetical protein F --- AT4G27840 -1.06 -0.09 -0.75 0.475988 0.655515 -7.04
257590_s_ hypothetical protein predicted by gensc--- AT3G24870 / 1.08 0.11 0.75 0.476343 0.655964 -7.04
251357_at ribosomal protein S27  ; supported by cARS27A AT3G61110 -1.12 -0.16 -0.75 0.476545 0.656203 -7.04
246867_at  putative protein various predicted prot --- AT5G25990 -1.05 -0.07 -0.75 0.476831 0.656517 -7.04
262359_at  disease resistance protein, putative si --- AT1G73060 / 1.06 0.09 0.75 0.476827 0.656517 -7.04
255673_at  Similar to receptor-like protein kinase RLK4 AT4G00340 1.06 0.08 0.75 0.476948 0.656599 -7.04
260778_at  splicing factor, putative similar to hum --- AT1G14640 -1.08 -0.11 -0.75 0.476929 0.656599 -7.04
252424_at  putative protein activating signal cointe--- AT3G47610 1.08 0.11 0.75 0.477143 0.656787 -7.04
255369_at putative NifU-like metallocluster assemISU3 AT4G04080 -1.07 -0.09 -0.75 0.477174 0.656787 -7.04
256313_s_  RNA-binding protein, putative containsAPUM17 AT1G35850 / -1.05 -0.07 -0.75 0.477137 0.656787 -7.04
248011_at S-adenosyl-L-methionine:salicylic acid GAMT2 AT5G56300 1.05 0.07 0.75 0.4772 0.656787 -7.04
266563_at nodulin-like protein --- AT2G23990 -1.06 -0.08 -0.75 0.477265 0.656831 -7.04
256721_at  hypothetical protein predicted by geneWAVE1 AT2G34150 -1.07 -0.10 -0.75 0.47729 0.656831 -7.04
262016_at unknown protein --- --- -1.05 -0.07 -0.75 0.477357 0.656884 -7.04
249856_at serine carboxypeptidase scpl47 AT5G22980 1.10 0.13 0.75 0.477452 0.656976 -7.04
267102_at putative small nuclear ribonucleoproteiLIS AT2G41500 -1.07 -0.09 -0.75 0.477512 0.657018 -7.04
261145_at  thioredoxin identical to GB:CAA84610ATTRX4 AT1G19730 -1.06 -0.09 -0.75 0.477648 0.657166 -7.04
263639_at unknown protein --- AT2G25300 -1.07 -0.10 -0.75 0.477778 0.657305 -7.04
256727_at hypothetical protein --- AT3G52240 -1.07 -0.10 -0.75 0.477835 0.657338 -7.04
265294_at Mutator-like transposase similar to  MU--- --- -1.07 -0.10 -0.75 0.47786 0.657338 -7.04
264658_at hypothetical protein similar to LG27/30--- AT1G09910 -1.06 -0.09 -0.75 0.477928 0.657392 -7.04
249509_at strong similarity to unknown protein (gb--- AT5G38390 -1.05 -0.07 -0.75 0.478043 0.657471 -7.04
253741_at putative protein various hypothetical an--- AT4G28890 1.05 0.07 0.75 0.478019 0.657471 -7.04
254478_at  putative protein TRANSCRIPTION INI--- AT4G20330 1.08 0.11 0.75 0.478664 0.658286 -7.05
262586_at hypothetical protein predicted by gensc--- AT1G15480 -1.11 -0.15 -0.75 0.47884 0.658363 -7.05
267230_at unknown protein ARL AT2G44080 1.37 0.45 0.75 0.478864 0.658363 -7.05



255034_at  putative protein Phaseolus vulgaris cD--- --- 1.06 0.08 0.75 0.478834 0.658363 -7.05
246905_at putative protein  ;supported by full-leng--- AT5G25570 1.13 0.18 0.75 0.478813 0.658363 -7.05
265882_at putative copper amine oxidase --- AT2G42490 -1.09 -0.13 -0.75 0.478785 0.658363 -7.05
267595_at putative glucanse AtGH9B8 AT2G32990 -1.50 -0.59 -0.75 0.47893 0.658374 -7.05
264877_at putative obtusifoliol 14-alpha demethyl CYP51G2 AT2G17330 1.05 0.07 0.75 0.478913 0.658374 -7.05
254596_at  putative protein proline-rich protein AP--- AT4G18975 1.06 0.09 0.75 0.479113 0.658586 -7.05
255148_at putative mitogen-activated protein kinaMAPKKK10 AT4G08470 1.16 0.21 0.75 0.479211 0.65868 -7.05
263196_at hypothetical protein predicted by gene --- AT1G36070 -1.10 -0.14 -0.75 0.479247 0.65869 -7.05
263917_at putative AP2 domain transcription factoHRD AT2G36450 -1.09 -0.13 -0.75 0.479295 0.658716 -7.05
256602_at unknown protein --- AT3G28310 1.08 0.12 0.75 0.479388 0.658804 -7.05
266006_at putative ABC transporter --- AT2G37360 -1.08 -0.11 -0.75 0.479418 0.658806 -7.05
252842_at putative protein hypothetical proteins - --- --- -1.07 -0.10 -0.75 0.479654 0.659091 -7.05
267632_at hypothetical protein predicted by gensc--- AT2G42160 -1.09 -0.13 -0.75 0.479899 0.659388 -7.05
248213_at putative protein similar to unknown proAtGRF7 AT5G53660 -1.06 -0.09 -0.75 0.479979 0.659458 -7.05
258757_at  putative RING zinc finger protein conta--- AT3G10910 / 1.11 0.15 0.75 0.48011 0.659599 -7.05
254212_at  putative protein many putative protein --- AT4G23580 -1.06 -0.08 -0.75 0.480238 0.659734 -7.05
263498_at unknown protein  ; supported by cDNALSH10 AT2G42610 1.33 0.41 0.75 0.480272 0.659742 -7.05
257915_at superman protein identical to superma SUP AT3G23130 -1.07 -0.10 -0.75 0.480474 0.659979 -7.05
248266_at putative protein similar to unknown pro--- AT5G53440 1.05 0.07 0.75 0.480665 0.660161 -7.05
262626_at  FtsH protease, putative similar to zinc FTSH8 AT1G06430 -1.08 -0.11 -0.75 0.480637 0.660161 -7.05
247694_at  GTP cyclohydrolase II / 3,4-dihydroxy---- AT5G59750 -1.07 -0.09 -0.75 0.48073 0.660211 -7.05
265346_at hypothetical protein --- --- -1.06 -0.08 -0.75 0.48105 0.660611 -7.05
257134_at hypothetical protein similar to oxidored--- AT3G12870 -1.07 -0.10 -0.75 0.481397 0.661048 -7.05
260185_at hypothetical protein similar to hypothet --- AT1G36030 1.05 0.07 0.75 0.481439 0.661066 -7.05
264346_at putative amino-cyclopropane-carboxyli --- AT1G12010 -1.06 -0.09 -0.74 0.481583 0.661223 -7.05
264197_at unknown protein Similar to hypotheticaATSAC1 AT1G22620 -1.05 -0.07 -0.74 0.481621 0.661236 -7.05
248720_at protein kinase (EC 2.7.1.37) 5 (pir||JN0D6PKL2 AT5G47750 -1.06 -0.08 -0.74 0.482085 0.661754 -7.05
248178_at root cap protein 2-like protein --- AT5G54370 -1.08 -0.11 -0.74 0.482033 0.661754 -7.05
263194_at  AP2 domain transcription factor, putat --- AT1G36060 -1.09 -0.13 -0.74 0.482085 0.661754 -7.05
247428_at unknown protein --- AT5G62600 1.05 0.07 0.74 0.482127 0.661769 -7.05
259813_at  glutathione S-transferase, putative simATGSTF14 AT1G49860 -1.06 -0.09 -0.74 0.482212 0.661769 -7.05
258826_at putative glucan synthase similar to glucATGSL10 AT3G07160 1.05 0.07 0.74 0.482201 0.661769 -7.05
263489_at putative inositol polyphosphate 5'-phos--- AT2G31830 1.07 0.09 0.74 0.482209 0.661769 -7.05
266428_at putative protein kinase contains a prote--- AT2G07180 1.08 0.11 0.74 0.482293 0.661836 -7.05
257161_at hypothetical protein predicted by genscSMAP2 AT3G24280 -1.05 -0.08 -0.74 0.482348 0.661836 -7.05



267643_at hypothetical protein predicted by genefRALFL17 AT2G32890 -1.05 -0.07 -0.74 0.482344 0.661836 -7.05
247591_at  high-affinity nitrate transporter ACH1 -NRT2.4 AT5G60770 -1.06 -0.08 -0.74 0.482399 0.661847 -7.05
260168_at  unknown protein contains zinc finger, --- AT1G71980 -1.08 -0.11 -0.74 0.48249 0.661847 -7.05
253940_at putative protein other Arabidopsis hypo--- AT4G26950 1.07 0.10 0.74 0.482415 0.661847 -7.05
253269_at hypothetical protein --- AT4G34140 1.06 0.08 0.74 0.482457 0.661847 -7.05
246105_at  putative protein predicted helicase pro--- --- 1.05 0.06 0.74 0.482501 0.661847 -7.05
247290_at putative protein similar to unknown pro--- AT5G64450 1.12 0.17 0.74 0.482568 0.661898 -7.05
250276_at  putative protein mRNA, Moritella mari --- AT5G13030 1.06 0.09 0.74 0.482744 0.661947 -7.05
255930_at hypothetical protein predicted by gensc--- AT1G12660 -1.06 -0.08 -0.74 0.482748 0.661947 -7.05
261600_x_ hypothetical protein similar to hypothet --- AT1G49680 / -1.05 -0.07 -0.74 0.482721 0.661947 -7.05
245469_at reverse transcriptase like protein --- --- 1.05 0.07 0.74 0.482748 0.661947 -7.05
264414_s_ putative protein several hypothetical pr--- --- -1.11 -0.15 -0.74 0.48267 0.661947 -7.05
266702_at hexokinase (ATHXK2)  ; supported by HXK2 AT2G19860 1.06 0.08 0.74 0.482833 0.662024 -7.05
259690_at  replication factor, putative similar to G --- AT1G63160 1.10 0.14 0.74 0.482901 0.662077 -7.05
259622_at hypothetical protein predicted by gensc--- AT1G43010 -1.05 -0.08 -0.74 0.483042 0.66223 -7.05
244963_at PSII cytochrome b559 --- --- 1.05 0.07 0.74 0.483263 0.662493 -7.05
246358_x_ hypothetical protein --- AT2G06570 -1.06 -0.09 -0.74 0.48354 0.662834 -7.05
255495_at  predicted protein of unknown function --- AT4G02720 1.06 0.09 0.74 0.483694 0.663005 -7.05
263341_at hypothetical protein predicted by gensc--- --- -1.07 -0.09 -0.74 0.483893 0.663118 -7.05
263361_at putative senescence-associated protei TET13 AT2G03840 -1.06 -0.09 -0.74 0.483877 0.663118 -7.05
258420_at  putative RNA polymerase similar to R --- AT3G16680 -1.05 -0.07 -0.74 0.483872 0.663118 -7.05
257552_at  cellulase, putative contains Pfam profi --- AT3G26130 1.05 0.07 0.74 0.483808 0.663118 -7.05
263035_at  splicing factor, putative similar to RSZ RSZP21 AT1G23860 1.08 0.11 0.74 0.484126 0.663145 -7.05
263013_at  knotted-like homeobox protein, putativKNAT6 AT1G23380 1.07 0.10 0.74 0.484024 0.663145 -7.05
256689_at hypothetical protein predicted by gene --- AT3G32150 -1.05 -0.08 -0.74 0.484175 0.663145 -7.05
253677_at  cytidine deaminase - like protein cytid --- AT4G29580 1.07 0.10 0.74 0.484167 0.663145 -7.05
262057_at unknown protein ;supported by full-leng--- AT1G80040 1.06 0.08 0.74 0.484072 0.663145 -7.05
251748_at  putative protein predicted protein, Ara --- AT3G55680 1.08 0.11 0.74 0.48408 0.663145 -7.05
254747_at serine/threonine-specific protein kinaseMHK AT4G13020 -1.06 -0.09 -0.74 0.484167 0.663145 -7.05
254124_at hypothetical protein  ; supported by cD--- AT4G24500 -1.06 -0.09 -0.74 0.483951 0.663145 -7.05
265683_at putative auxin-regulated protein --- AT2G24400 -1.07 -0.09 -0.74 0.483997 0.663145 -7.05
245085_at putative poly(A) binding protein  ; suppPAB4 AT2G23350 1.08 0.11 0.74 0.484254 0.663215 -7.05
256107_at hypothetical protein predicted by gensc--- AT1G16830 1.05 0.07 0.74 0.484359 0.663217 -7.05
258844_at hypothetical protein predicted by genscSWP AT3G04740 1.05 0.07 0.74 0.484401 0.663217 -7.05
249449_at unknown protein --- AT5G39430 1.05 0.07 0.74 0.4844 0.663217 -7.05



264159_at unknown protein ;supported by full-leng--- AT1G65270 -1.05 -0.07 -0.74 0.484305 0.663217 -7.05
261371_at  ubiquitin-conjugating enzyme, putativeUBC26 AT1G53020 -1.05 -0.07 -0.74 0.484343 0.663217 -7.05
248270_at putative protein similar to unknown proORG1 AT5G53450 -1.14 -0.19 -0.74 0.484436 0.663225 -7.05
248515_at putative protein strong similarity to unk--- AT5G50530 / -1.07 -0.10 -0.74 0.484604 0.663414 -7.05
256019_at  cytochrome P-450, putative similar to --- AT1G58260 / -1.06 -0.08 -0.74 0.484743 0.663566 -7.05
263407_at bZIP protein (AtbZIP48) to be publisheAtbZIP48 AT2G04038 1.06 0.08 0.74 0.484959 0.663783 -7.05
252005_at  purple acid phosphatase-like protein pPAP21 AT3G52810 1.08 0.11 0.74 0.48496 0.663783 -7.05
267146_at hypothetical protein predicted by gensc--- AT2G38160 1.06 0.08 0.74 0.485073 0.663897 -7.05
246818_at  putative protein crp1, Zea mays, PIR:TEMB976 AT5G27270 -1.13 -0.18 -0.74 0.485156 0.663932 -7.05
265973_at putative non-LTR retroelement reverse--- --- -1.05 -0.07 -0.74 0.485133 0.663932 -7.05
255161_at putative reverse transcriptase --- --- -1.06 -0.08 -0.74 0.485325 0.664123 -7.05
262254_at unknown protein similar to GDSL-motifGLIP5 AT1G53920 -1.13 -0.18 -0.74 0.485452 0.664257 -7.05
248734_at putative protein similar to unknown proELP1 AT5G48090 -1.08 -0.12 -0.74 0.485524 0.664315 -7.06
246601_at  copper amine oxidase, putative simila --- AT1G31710 -1.51 -0.59 -0.74 0.485576 0.664347 -7.06
247553_at  MAD box containing protein NAP1-1 - AGL8 AT5G60910 1.12 0.17 0.74 0.485875 0.664715 -7.06
251654_at putative protein several hypothetical prSDP1-LIKE AT3G57140 1.05 0.07 0.74 0.486032 0.664891 -7.06
254883_at  putative protein histidine-rich glycoproHAP2 AT4G11720 -1.08 -0.11 -0.74 0.486117 0.664928 -7.06
249107_at unknown protein --- AT5G43680 -1.06 -0.08 -0.74 0.486104 0.664928 -7.06
246674_at bcnt-like protein ; supported by full-leng--- AT5G30490 1.06 0.08 0.74 0.486223 0.665031 -7.06
266171_at putative CCAAT-binding transcription f NF-YB1 AT2G38880 1.08 0.11 0.74 0.48628 0.665031 -7.06
257106_at unknown protein --- AT3G29060 1.05 0.07 0.74 0.486272 0.665031 -7.06
264997_at hypothetical protein contains similarity HAC2 AT1G67220 -1.07 -0.10 -0.74 0.486322 0.665048 -7.06
267389_at putative beta-glucosidase BGLU28 AT2G44460 1.70 0.76 0.74 0.486547 0.665237 -7.06
245519_at retrotransposon like protein --- --- -1.05 -0.07 -0.74 0.486497 0.665237 -7.06
257354_x_ hypothetical protein predicted by genef--- --- -1.07 -0.09 -0.74 0.486541 0.665237 -7.06
256318_s_ hypothetical protein --- --- 1.05 0.07 0.74 0.486596 0.665263 -7.06
259855_at putative asparaginyl-tRNA synthetase --- AT1G68420 -1.06 -0.08 -0.74 0.486798 0.6655 -7.06
253928_at phosphoprotein phosphatase (PPX-1) PPX1 AT4G26720 1.06 0.08 0.74 0.486946 0.665622 -7.06
263996_at unknown protein --- AT2G22530 -1.07 -0.10 -0.74 0.486936 0.665622 -7.06
254131_at protein kinase (AFC2)  ; supported by cAFC2 AT4G24740 1.07 0.10 0.74 0.487054 0.665723 -7.06
264935_at hypothetical protein predicted by gene --- AT1G61150 1.09 0.13 0.74 0.487078 0.665723 -7.06
245890_at  ribosomal protein S15-like ribosomal p--- AT5G09490 -1.04 -0.06 -0.73 0.487227 0.665886 -7.06
257855_at hypothetical protein predicted by genef--- AT3G13040 -1.06 -0.08 -0.73 0.487451 0.666113 -7.06
266143_at Expressed protein ; supported by cDNA--- AT2G38905 -1.08 -0.11 -0.73 0.487439 0.666113 -7.06
254451_at  adrenodoxin - like protein adrenodoxin--- AT4G21090 1.05 0.07 0.73 0.487525 0.666133 -7.06



254217_at  putative protein other hypothetical pro --- AT4G23720 1.05 0.07 0.73 0.487553 0.666133 -7.06
253805_at putative protein --- AT4G28260 -1.07 -0.10 -0.73 0.4875 0.666133 -7.06
256218_at hypothetical protein predicted by gene --- AT1G56270 1.07 0.10 0.73 0.487778 0.6664 -7.06
266665_at unknown protein --- AT2G29790 1.06 0.09 0.73 0.487901 0.666528 -7.06
263584_at NAM (no apical meristem)-like protein anac036 AT2G17040 1.20 0.27 0.73 0.488253 0.66695 -7.06
256736_at  terpene synthase, putative similar to te--- AT3G29410 -1.06 -0.08 -0.73 0.488268 0.66695 -7.06
246928_at  putative protein Scythe protein - Xeno --- AT5G25270 1.05 0.08 0.73 0.488484 0.667205 -7.06
256621_at unknown protein  ; supported by full-le --- AT3G24450 1.06 0.09 0.73 0.488521 0.667216 -7.06
248979_at putative protein contains similarity to d AtPP2-A6 AT5G45080 -1.06 -0.09 -0.73 0.488619 0.66731 -7.06
255128_at  putative protein glutamic acid-rich prot--- AT4G08310 -1.08 -0.11 -0.73 0.488842 0.667535 -7.06
253599_at  putative protein ash1 protein, DrosophSDG4 AT4G30860 -1.09 -0.13 -0.73 0.488821 0.667535 -7.06
267228_at putative polygalacturonase --- AT2G43890 -1.05 -0.07 -0.73 0.488918 0.667557 -7.06
261367_at  protein kinase, putative similar to man--- AT1G53080 1.37 0.45 0.73 0.488902 0.667557 -7.06
255137_at  extensin-like protein extensin precurso--- AT4G08370 -1.07 -0.09 -0.73 0.489079 0.667738 -7.06
256963_at  lysyl-tRNA synthetase, putative simila OVA5 AT3G13490 -1.09 -0.12 -0.73 0.489224 0.667896 -7.06
261818_at  similar to hypethetical 62.8 KD protein--- AT1G11390 -1.07 -0.09 -0.73 0.489322 0.667989 -7.06
265077_at hypothetical protein similar to RING-H2--- AT1G55530 1.09 0.12 0.73 0.489433 0.668101 -7.06
264733_at  phloem serpin-1, putative similar to ph--- AT1G62170 1.05 0.07 0.73 0.489526 0.668188 -7.06
267636_at hypothetical protein predicted by gensc--- AT2G42110 -1.05 -0.07 -0.73 0.489732 0.668429 -7.06
AFFX-BioC E. coli /GEN=bioC /DB_XREF=gb:J044--- --- 1.15 0.20 0.73 0.489935 0.668667 -7.06
251256_at putative protein hypothetical proteins - --- AT3G62300 -1.08 -0.11 -0.73 0.489969 0.668673 -7.06
255075_at  putative protein RING-H2 zinc finger p--- AT4G09110 -1.04 -0.06 -0.73 0.490135 0.66886 -7.06
260351_at hypothetical protein predicated by gens--- AT1G69380 1.13 0.18 0.73 0.490212 0.668923 -7.06
265625_at hypothetical protein predicted by gensc--- AT2G27240 1.07 0.10 0.73 0.4905 0.669278 -7.06
247164_at NifS-like aminotranfserase  ; supportedNFS1 AT5G65720 1.06 0.09 0.73 0.490591 0.669282 -7.06
259961_at  auxin-induced protein kinase, putativeWAG1 AT1G53700 1.07 0.09 0.73 0.490543 0.669282 -7.06
246795_at putative protein --- AT5G27020 1.06 0.08 0.73 0.490591 0.669282 -7.06
258426_at hypothetical protein predicted by genefPLDP1 AT3G16785 1.06 0.08 0.73 0.490688 0.669334 -7.06
250360_at  putative protein probable serine/threon--- AT5G11360 -1.06 -0.08 -0.73 0.49067 0.669334 -7.06
245370_at Expressed protein ; supported by full-le--- AT4G16840 1.12 0.16 0.73 0.490781 0.66942 -7.06
250713_at putative protein similar to unknown pro--- AT5G06130 1.07 0.09 0.73 0.49092 0.669529 -7.06
264237_at hypothetical protein predicted by gene --- AT1G54700 -1.05 -0.07 -0.73 0.490891 0.669529 -7.06
250148_at  putative protein various predicted prot --- AT5G14530 1.07 0.09 0.73 0.491211 0.669861 -7.06
264480_at hypothetical protein predicted by gene EFS AT1G77300 1.06 0.09 0.73 0.491233 0.669861 -7.06
253821_at  extensin-like protein extensin-like prot --- AT4G28380 1.06 0.09 0.73 0.491251 0.669861 -7.06



258770_at hypothetical protein --- AT3G10830 -1.05 -0.08 -0.73 0.491296 0.669883 -7.06
257449_at hypothetical protein predicted by gensc--- AT2G31420 1.06 0.09 0.73 0.491338 0.6699 -7.06
252645_at  bZIP transcription factor -like protein DDPBF2 AT3G44460 1.06 0.09 0.73 0.49138 0.669917 -7.06
249599_at  putative protein AtPP protein, Brassica--- AT5G37990 -1.07 -0.09 -0.73 0.49154 0.670095 -7.06
257283_at hypothetical protein predicted by gene --- AT3G29750 -1.05 -0.07 -0.73 0.491624 0.670129 -7.06
258867_at hypothetical protein predicted by genef--- AT3G03130 -1.06 -0.08 -0.73 0.491594 0.670129 -7.06
260330_at  putative RING zinc finger protein conta--- AT1G80400 -1.06 -0.08 -0.73 0.491674 0.670158 -7.06
255321_at putative ES43-like protein --- AT4G04260 -1.06 -0.09 -0.73 0.491727 0.67019 -7.06
254070_at hypothetical protein --- AT4G25430 -1.09 -0.12 -0.73 0.491924 0.670377 -7.06
254397_at  gibberellin 3 beta-hydroxylase - like prGA3OX3 AT4G21690 1.11 0.15 0.73 0.491898 0.670377 -7.06
247311_at DNA polymerase III catalytic subunit EMB2780 AT5G63960 1.06 0.09 0.73 0.491962 0.67039 -7.06
267571_at 3-hydroxyisobutyryl-coenzyme A hydro--- AT2G30650 -1.05 -0.07 -0.73 0.492029 0.670441 -7.06
262040_at  receptor protein kinase, putative similaTMM AT1G80080 -1.06 -0.09 -0.73 0.492082 0.670472 -7.06
262164_at unknown protein ; supported by cDNA:--- AT1G78070 1.08 0.11 0.73 0.492161 0.670501 -7.06
250475_at sulfate transporter  ; supported by cDNSULTR2;1 AT5G10180 1.16 0.21 0.73 0.492144 0.670501 -7.06
249516_s_ myrosinase binding protein-like; simila --- AT5G38540 / 1.06 0.09 0.73 0.492423 0.670778 -7.06
261340_at hypothetical protein predicted by gene APUM9 AT1G35730 -1.07 -0.10 -0.73 0.492406 0.670778 -7.06
247657_at Expressed protein ; supported by full-le--- AT5G59845 -1.07 -0.10 -0.73 0.492485 0.670822 -7.06
267528_at MADS-box protein (AGL6)  ; supportedAGL6 AT2G45650 1.06 0.08 0.73 0.492635 0.670987 -7.06
259960_at  cell division control protein, putative si --- AT1G53710 1.08 0.11 0.73 0.492707 0.671005 -7.06
266827_at putative serine carboxypeptidase I SCPL12 AT2G22920 1.05 0.07 0.73 0.492679 0.671005 -7.06
258482_at putative chaperonin similar to chapero --- AT3G02530 -1.07 -0.10 -0.73 0.4928 0.671085 -7.06
246978_at  cytochrome P450-like protein fatty aci CYP714A1 AT5G24910 1.10 0.14 0.73 0.492826 0.671085 -7.06
263940_at putative calcium-dependent protein kinCPK25 AT2G35890 -1.05 -0.07 -0.72 0.492919 0.671132 -7.07
256551_at unknown protein --- --- -1.06 -0.09 -0.72 0.492895 0.671132 -7.07
250526_at pyruvate kinase --- AT5G08570 -1.06 -0.08 -0.72 0.493159 0.671419 -7.07
249836_at unknown protein  ;supported by full-lenHMGB6 AT5G23420 -1.13 -0.18 -0.72 0.493223 0.671466 -7.07
246657_at  putative protein predicted proteins, Ara--- --- 1.05 0.06 0.72 0.493317 0.671538 -7.07
250032_at glutamate dehydrogenase (EC 1.4.1.-) GDH1 AT5G18170 -1.20 -0.26 -0.72 0.493335 0.671538 -7.07
262285_at hypothetical protein predicted by gene --- AT1G68680 -1.06 -0.08 -0.72 0.493497 0.671719 -7.07
263143_at hypothetical protein Contains PF|0063 --- AT1G03100 1.07 0.09 0.72 0.493769 0.672012 -7.07
261458_at unknown protein contains DNA-J doma--- AT1G21080 1.07 0.10 0.72 0.493801 0.672012 -7.07
260147_at putative oxidoreductase similar to  adv --- AT1G52790 -1.06 -0.08 -0.72 0.493785 0.672012 -7.07
252762_at  putative protein hypothetical protein M--- AT3G42780 -1.08 -0.11 -0.72 0.494048 0.672308 -7.07
258771_at unknown protein  ;supported by full-len--- AT3G10770 1.06 0.09 0.72 0.494139 0.672392 -7.07



AFFX-r2-EcE. coli /GEN=bioB /DB_XREF=gb:J044--- --- 1.17 0.22 0.72 0.494233 0.672435 -7.07
265560_at putative glycine-rich protein GRP-3 AT2G05520 1.05 0.08 0.72 0.49423 0.672435 -7.07
249848_at putative protein similar to unknown proNIC3 AT5G23220 -1.06 -0.09 -0.72 0.494259 0.672435 -7.07
254719_at  putative protein beta 1,3-glucanase, T--- AT4G13600 1.06 0.09 0.72 0.494308 0.672462 -7.07
261415_at globulin-like protein similar to GB:7595--- AT1G07750 1.12 0.16 0.72 0.494545 0.672681 -7.07
245639_at unknown protein contains similarity to 6--- AT1G25260 1.11 0.15 0.72 0.494499 0.672681 -7.07
251238_at putative protein several hypothetical pr--- AT3G62430 1.07 0.09 0.72 0.494558 0.672681 -7.07
262017_at  elongation factor, putative similar to E --- AT1G35550 -1.09 -0.12 -0.72 0.494662 0.672743 -7.07
256048_at hypothetical protein contains similarity --- AT1G07025 1.05 0.08 0.72 0.494657 0.672743 -7.07
266804_at  cyclophilin identical to GB:AF020433; CYP5 AT2G29960 1.06 0.09 0.72 0.494745 0.672815 -7.07
257184_at  ABC transporter, putative similar to At ATMRP8 AT3G13090 -1.05 -0.07 -0.72 0.494802 0.672853 -7.07
255632_at putative actin-depolymerizing factor  ;sADF8 AT4G00680 -1.05 -0.07 -0.72 0.494955 0.673021 -7.07
255898_at hypothetical protein similar to hypothet --- AT1G17930 1.06 0.08 0.72 0.495035 0.67309 -7.07
250013_at putative protein similar to unknown pro--- AT5G18040 1.05 0.08 0.72 0.495164 0.673164 -7.07
252295_at  signal recognition particle subunit 9 - l --- AT3G49100 1.08 0.12 0.72 0.495208 0.673164 -7.07
252541_at  putative protein hypothetical protein A --- AT3G45750 -1.06 -0.08 -0.72 0.495139 0.673164 -7.07
247619_at putative protein --- AT5G60290 -1.08 -0.11 -0.72 0.495205 0.673164 -7.07
262468_at  alanine--tRNA ligase, putative similar ALATS AT1G50200 1.08 0.11 0.72 0.495268 0.673205 -7.07
245166_at putative receptor-like protein kinase --- AT2G33170 1.07 0.09 0.72 0.495305 0.673216 -7.07
255747_s_ hypothetical protein predicted by gene --- AT1G32010 / 1.05 0.07 0.72 0.495497 0.673437 -7.07
246571_at putative protein --- AT5G15000 -1.04 -0.06 -0.72 0.495589 0.673521 -7.07
261288_at hypothetical protein predicted by gene --- AT1G37010 -1.06 -0.09 -0.72 0.495678 0.673602 -7.07
247490_at LFY floral meristem identity control proLFY AT5G61850 -1.05 -0.08 -0.72 0.495785 0.673708 -7.07
246489_at 14-3-3 protein GF14upsilon (grf5) iden GRF5 AT5G16050 1.06 0.09 0.72 0.495845 0.673718 -7.07
246987_at  myb-related protein, 33.3K (pir |S7128MYBR1 AT5G67300 1.12 0.16 0.72 0.495911 0.673718 -7.07
249963_at  putative protein SPECKLE-TYPE POZATBPM1 AT5G19000 -1.07 -0.10 -0.72 0.495871 0.673718 -7.07
256120_at hypothetical protein contains similarity --- AT1G18130 1.05 0.07 0.72 0.495889 0.673718 -7.07
253159_at HMG delta protein  ;supported by full-leHMGB5 AT4G35570 1.05 0.07 0.72 0.496313 0.674224 -7.07
250905_at  protein kinase -like protein protein kina--- AT5G03640 -1.05 -0.07 -0.72 0.496585 0.67452 -7.07
254169_at putative protein  ; supported by cDNA: --- AT4G24290 1.08 0.11 0.72 0.49659 0.67452 -7.07
252648_at  disease resistance protein homolog di --- AT3G44630 1.06 0.08 0.72 0.49674 0.674684 -7.07
262912_at  oligopeptide transporter, putative simi --- AT1G59740 -1.23 -0.30 -0.72 0.496776 0.674692 -7.07
249441_at  avirulence induced gene (AIG) - like p --- AT5G39730 1.08 0.11 0.72 0.496863 0.674697 -7.07
257648_at  RNA helicase, putative similar to RNA--- AT3G16840 1.11 0.15 0.72 0.496868 0.674697 -7.07
257577_at hypothetical protein predicted by gene --- --- 1.06 0.09 0.72 0.496843 0.674697 -7.07



246401_at  DNA-binding protein, putative similar tAtMYB50 AT1G57560 -1.10 -0.14 -0.72 0.496948 0.674766 -7.07
258968_at hypothetical protein similar to hypothet --- AT3G10460 -1.06 -0.08 -0.72 0.497135 0.674979 -7.07
260194_at hypothetical protein similar to hypothet --- AT1G67530 -1.11 -0.15 -0.72 0.497434 0.675344 -7.07
253912_at  putative protein met-10+ protein, Neur--- AT4G27340 1.07 0.10 0.72 0.497471 0.675355 -7.07
254357_at  nifU-like protein nifU protein homolog ISU1 AT4G22220 1.04 0.06 0.72 0.497599 0.675488 -7.07
245953_at  myrosinase - binding protein - like pro --- AT5G28520 1.09 0.12 0.72 0.497678 0.675555 -7.07
252504_at  telomere repeat-binding protein homo TRFL1 AT3G46590 -1.06 -0.08 -0.72 0.497725 0.675571 -7.07
246061_at RAN GTPase activating protein 2  ; su RANGAP2 AT5G19320 -1.04 -0.06 -0.72 0.497749 0.675571 -7.07
255612_at hypothetical protein --- AT4G01240 -1.08 -0.11 -0.72 0.497918 0.675738 -7.07
265046_s_  mutator-like transposase, putative sim--- --- -1.06 -0.08 -0.72 0.497931 0.675738 -7.07
246177_at putative protein predicted proteins - Ar --- AT5G28420 -1.05 -0.07 -0.72 0.498052 0.675862 -7.07
257847_at hypothetical protein predicted by genef--- AT3G13020 1.06 0.08 0.72 0.498175 0.675948 -7.07
250078_at putative protein ORC3 AT5G16690 -1.07 -0.09 -0.72 0.498156 0.675948 -7.07
254546_at  lectin like protein lectin 2, phloem-spe PP2-A2 AT4G19850 1.17 0.23 0.72 0.498343 0.675976 -7.07
258402_at unknown protein very similar to unknow--- AT3G15450 -1.15 -0.20 -0.72 0.498264 0.675976 -7.07
261998_at  putative gag-pol polyprotein similar to --- --- 1.06 0.08 0.72 0.498316 0.675976 -7.07
249884_at Na+/H+ antiporter-like protein CHX9 AT5G22910 -1.06 -0.09 -0.72 0.498294 0.675976 -7.07
260612_at hypothetical protein similar to hypothet --- AT1G53360 -1.05 -0.07 -0.72 0.498249 0.675976 -7.07
249629_at  kinesin -like protein Krm protein, L.jap --- AT5G37590 1.08 0.12 0.72 0.498507 0.676158 -7.07
256072_at WD-40 repeat protein identical to WD-4ATARCA AT1G18080 -1.13 -0.17 -0.72 0.498623 0.676234 -7.07
257531_at  putative RNA-binding protein contains--- AT3G07250 -1.05 -0.07 -0.72 0.498605 0.676234 -7.07
253497_at  putative protein microtubule-associate--- AT4G31880 1.07 0.09 0.71 0.498682 0.676275 -7.07
262718_at hypothetical protein similar to putative --- --- 1.06 0.08 0.71 0.498848 0.676459 -7.07
252747_at  putative protein retrotransposon finger--- --- 1.07 0.09 0.71 0.498993 0.676525 -7.07
260061_at cell division protein kinase similar to ceCDKD1;1 AT1G73690 -1.09 -0.12 -0.71 0.498996 0.676525 -7.07
250754_at arginine-tRNA-protein transferase 1 hoATE1 AT5G05700 -1.05 -0.08 -0.71 0.499044 0.676525 -7.07
248641_at unknown protein --- AT5G49110 1.06 0.08 0.71 0.499014 0.676525 -7.07
245523_at drought-induced protein like ATDI21 AT4G15910 1.08 0.12 0.71 0.499025 0.676525 -7.07
260965_s_ hypothetical protein predicted by gene --- --- 1.05 0.07 0.71 0.499169 0.676573 -7.07
247683_at  serine/threonine-specific protein kinas--- AT5G59660 1.07 0.10 0.71 0.49914 0.676573 -7.07
261360_at hypothetical protein predicted by gensc--- --- 1.06 0.09 0.71 0.499163 0.676573 -7.07
254570_s_  puatative protein various predicted pro--- AT4G19250 / -1.06 -0.09 -0.71 0.4993 0.676711 -7.07
257770_at unknown protein  ;supported by full-lenLFR AT3G22990 1.06 0.09 0.71 0.499453 0.67685 -7.07
259680_at  putative AUX1-like permease similar t LAX3 AT1G77690 -1.29 -0.37 -0.71 0.499462 0.67685 -7.07
260946_at hypothetical protein predicted by gene --- AT1G06010 -1.07 -0.09 -0.71 0.499975 0.677424 -7.07



266689_at hypothetical protein predicted by gensc--- AT2G19930 -1.10 -0.14 -0.71 0.499963 0.677424 -7.07
264564_at hypothetical protein predicted by gensc--- AT1G05290 -1.04 -0.06 -0.71 0.499935 0.677424 -7.07
246165_at putative protein --- --- -1.05 -0.07 -0.71 0.500032 0.677461 -7.07
264221_s_ unknown protein contains similarity to semb1220 AT1G60170 / 1.06 0.09 0.71 0.500087 0.677495 -7.07
252838_at hypothetical protein --- --- 1.04 0.06 0.71 0.500142 0.677529 -7.07
254544_at  putative chitinase chitinase (EC 3.2.1. --- AT4G19820 -1.07 -0.10 -0.71 0.500412 0.677855 -7.07
261539_at hypothetical protein predicted by gene --- AT1G01840 -1.07 -0.09 -0.71 0.500527 0.677971 -7.08
263596_at putative inositol polyphosphate-5-phos--- AT2G01900 -1.05 -0.07 -0.71 0.500616 0.678051 -7.08
261326_s_  aminoacylase, putative similar to amin--- AT1G44180 / 1.09 0.13 0.71 0.500781 0.678117 -7.08
249245_at putative protein contains similarity to C--- AT5G42280 -1.08 -0.12 -0.71 0.500784 0.678117 -7.08
265781_at putative Athila retroelement ORF1 prot--- --- 1.05 0.07 0.71 0.500781 0.678117 -7.08
261096_at  4-coumarate:coenzyme A ligase, putaACOS5 AT1G62940 1.06 0.08 0.71 0.500721 0.678117 -7.08
266003_at hypothetical protein predicted by gensc--- AT2G37320 -1.08 -0.11 -0.71 0.500926 0.678268 -7.08
261842_at hypothetical protein contains similarity WAKL5 AT1G16160 1.08 0.11 0.71 0.500972 0.678291 -7.08
247715_at  putative protein predicted protein, Ara --- AT5G59360 -1.09 -0.13 -0.71 0.501157 0.678502 -7.08
256094_at hypothetical protein predicted by gene SAUL1 AT1G20780 1.06 0.08 0.71 0.501399 0.678659 -7.08
263289_at  ubiquitin extension protein (UBQ2) ide--- AT2G36170 -1.11 -0.15 -0.71 0.501326 0.678659 -7.08
255093_s_ putative microfibril-associated protein --- AT4G08580 / -1.05 -0.07 -0.71 0.501412 0.678659 -7.08
246100_at  putative protein predicted protein, Ara --- --- -1.06 -0.08 -0.71 0.501452 0.678659 -7.08
255295_at putative sugar transporter --- AT4G04760 -1.05 -0.08 -0.71 0.501351 0.678659 -7.08
254113_at hypothetical protein --- AT4G24900 1.06 0.08 0.71 0.501441 0.678659 -7.08
248111_at wax synthase-like protein --- AT5G55330 -1.05 -0.07 -0.71 0.501484 0.678662 -7.08
248119_at serine/threonine-specific protein kinase--- AT5G54590 1.08 0.11 0.71 0.501533 0.678688 -7.08
246589_at  glucosyltransferase -like protein gluco --- AT5G14860 -1.06 -0.08 -0.71 0.501619 0.678724 -7.08
266940_at unknown protein --- AT2G18970 -1.06 -0.09 -0.71 0.501613 0.678724 -7.08
265054_x_  mutator-like transposase, putative sim--- --- 1.08 0.10 0.71 0.501662 0.678742 -7.08
250010_at  AP2-domain DNA-binding protein -like--- AT5G18450 -1.08 -0.11 -0.71 0.501759 0.678788 -7.08
251720_at putative protein --- AT3G56160 -1.12 -0.16 -0.71 0.501743 0.678788 -7.08
244908_at hypothetical protein --- --- 1.10 0.13 0.71 0.501786 0.678788 -7.08
256546_at hypothetical protein contains similarity --- AT3G14820 -1.05 -0.08 -0.71 0.501836 0.678817 -7.08
264906_at putative mitochondrial phosphate trans--- AT2G17270 1.08 0.11 0.71 0.501992 0.678955 -7.08
251362_at DEAD box RNA helicase RH12 --- AT3G61240 1.06 0.08 0.71 0.502026 0.678955 -7.08
260083_at putative elicitor-responsive gene simila--- AT1G63220 1.22 0.28 0.71 0.502028 0.678955 -7.08
258979_at heat-shock protein (At-hsc70-3) identic--- AT3G09440 1.12 0.16 0.71 0.502281 0.679118 -7.08
257188_at hypothetical protein contains Pfam pro --- AT3G13150 1.07 0.09 0.71 0.502223 0.679118 -7.08



248171_at putative protein similar to unknown proILR3 AT5G54680 1.05 0.07 0.71 0.502261 0.679118 -7.08
258627_at unknown protein similar to peroxisomaPEX12 AT3G04460 1.07 0.10 0.71 0.502292 0.679118 -7.08
247662_at  protein kinase - like protein kinase 1, P--- AT5G60090 1.08 0.12 0.71 0.502297 0.679118 -7.08
255393_at hypothetical protein --- --- -1.04 -0.06 -0.71 0.502332 0.679125 -7.08
266714_at NAM (no apical meristem)-like protein EMB2301 AT2G46770 -1.06 -0.09 -0.71 0.502375 0.679143 -7.08
258358_at unknown protein similar to unknown pr --- AT3G14380 -1.06 -0.09 -0.71 0.502437 0.679186 -7.08
253110_at hypothetical protein --- AT4G35930 -1.09 -0.12 -0.71 0.502631 0.679409 -7.08
259261_at unknown protein similar to unknown pr --- AT3G11390 1.07 0.10 0.71 0.502731 0.679464 -7.08
260018_at hypothetical protein predicted by gene --- AT1G41820 -1.06 -0.08 -0.71 0.502732 0.679464 -7.08
257638_at terpene synthase-related protein contaATTPS-CIN AT3G25820 / -1.05 -0.08 -0.71 0.502847 0.679532 -7.08
265380_at putative retroelement pol polyprotein --- --- 1.06 0.08 0.71 0.502871 0.679532 -7.08
267052_at unknown protein --- AT2G38410 1.06 0.09 0.71 0.502816 0.679532 -7.08
252380_at  ABC-type transport protein-like proteinATH2 AT3G47740 1.06 0.08 0.71 0.503186 0.679917 -7.08
264996_at  nuclear matrix constituent protein 1, p LINC1 AT1G67230 -1.07 -0.10 -0.71 0.503242 0.679947 -7.08
246659_at putative protein predicted proteins Ara --- --- -1.06 -0.08 -0.71 0.503268 0.679947 -7.08
246299_at embryonic abundant protein AtEm1 EM1 AT3G51810 -1.05 -0.06 -0.71 0.50333 0.67999 -7.08
256970_at  ABC transporter, putative similar to AT--- AT3G21090 -1.06 -0.09 -0.71 0.503396 0.679999 -7.08
254541_at  putative LTR retrotransposon Brassica--- --- 1.05 0.07 0.71 0.50337 0.679999 -7.08
267574_at hypothetical protein predicted by gensc--- AT2G30680 1.08 0.11 0.71 0.503556 0.680135 -7.08
248345_at unknown protein SHOC1 AT5G52290 1.05 0.07 0.71 0.503556 0.680135 -7.08
257057_at hypothetical protein predicted by gensc--- --- -1.04 -0.06 -0.71 0.503587 0.680135 -7.08
262269_at hypothetical protein predicted by gene --- --- 1.05 0.07 0.71 0.503806 0.680361 -7.08
248384_at mandelonitrile lyase-like protein --- AT5G51930 1.05 0.07 0.71 0.503813 0.680361 -7.08
266894_at hypothetical protein predicted by gensc--- AT2G26050 -1.05 -0.06 -0.71 0.503846 0.680365 -7.08
262681_at anter-specific proline-rich -like protein (--- AT1G75890 -1.05 -0.07 -0.71 0.503996 0.680527 -7.08
245468_at pectinesterase like protein --- AT4G15980 -1.05 -0.07 -0.71 0.504062 0.680577 -7.08
258151_at  beta-glucosidase, putative similar to b BGLU44 AT3G18080 1.12 0.16 0.71 0.504128 0.680585 -7.08
254591_at  heat shock transcription factor - like pr--- AT4G18870 1.04 0.06 0.71 0.50411 0.680585 -7.08
264590_at unknown protein  ;supported by full-len--- AT2G17710 1.29 0.37 0.71 0.504268 0.680612 -7.08
258028_at hypothetical protein --- AT3G27473 1.04 0.06 0.71 0.504251 0.680612 -7.08
245603_at hypothetical protein --- AT4G14280 1.07 0.09 0.71 0.50425 0.680612 -7.08
260906_at hypothetical protein predicted by gene --- AT1G02540 -1.05 -0.08 -0.71 0.50418 0.680612 -7.08
246826_at  UTP-glucose glucosyltransferase - likeUGT72E3 AT5G26310 1.06 0.08 0.70 0.504558 0.680862 -7.08
251716_at  anthranilate synthase alpha-1 chain - --- AT3G55870 1.05 0.08 0.70 0.504572 0.680862 -7.08
261976_at hypothetical protein predicted by gene --- --- -1.06 -0.09 -0.70 0.504497 0.680862 -7.08



263481_at predicted protein --- AT2G04025 1.05 0.07 0.70 0.504515 0.680862 -7.08
250953_at putative protein  ;supported by full-lengDPB AT5G03415 -1.09 -0.12 -0.70 0.504795 0.681083 -7.08
248325_at unknown protein --- AT5G52800 -1.05 -0.07 -0.70 0.504774 0.681083 -7.08
247640_at  putative protein various predicted prot --- AT5G60610 1.06 0.08 0.70 0.504919 0.68121 -7.08
262321_at hypothetical protein predicted by gensc--- AT1G27570 1.06 0.08 0.70 0.504957 0.68122 -7.08
258819_at  unknown protein similar to putative DN--- AT3G04590 -1.07 -0.10 -0.70 0.505152 0.681443 -7.08
258801_at  unknown protein predicted by genscan--- AT3G04560 1.05 0.06 0.70 0.505185 0.681446 -7.08
258211_at hypothetical protein predicted by gene --- AT3G17890 -1.08 -0.11 -0.70 0.505244 0.681487 -7.08
251398_at  zinc finger protein - like ZPT3-3, Petun--- AT3G60580 1.07 0.10 0.70 0.505443 0.681715 -7.08
251580_at  putative protein ethylene-responsive p--- AT3G58450 -1.09 -0.12 -0.70 0.505562 0.681835 -7.08
249150_at inorganic phosphate transporter (dbj|B PHT6 AT5G43340 1.05 0.07 0.70 0.505653 0.681918 -7.08
252333_at  putative protein N-terminus: several p --- AT3G48830 1.05 0.07 0.70 0.505697 0.681936 -7.08
252665_at valine-rich protein --- AT3G44140 1.06 0.09 0.70 0.505767 0.68199 -7.08
254310_at  putative protein predicted protein, Ara --- AT4G22430 -1.04 -0.06 -0.70 0.505811 0.682009 -7.08
265600_at hypothetical protein predicted by gensc--- --- -1.05 -0.07 -0.70 0.505876 0.682056 -7.08
265296_at hypothetical protein predicted by genef--- AT2G14060 -1.05 -0.07 -0.70 0.505978 0.682086 -7.08
250558_at  flavonoid 3-hydroxylase - like protein fTT7 AT5G07990 -1.07 -0.09 -0.70 0.506012 0.682086 -7.08
253376_at  hypothetical protein Arabidopsis thalia--- AT4G33290 -1.04 -0.06 -0.70 0.505981 0.682086 -7.08
246979_s_ putative protein hypothetical proteins - --- AT5G24990 / 1.07 0.10 0.70 0.506017 0.682086 -7.08
256699_at hypothetical protein predicted by gene --- AT3G20690 -1.07 -0.09 -0.70 0.506079 0.682088 -7.08
251913_at putative protein several malat dehydro --- AT3G53910 1.05 0.07 0.70 0.506054 0.682088 -7.08
245704_at glycine-rich protein KTF1 AT5G04290 1.05 0.07 0.70 0.506147 0.682137 -7.08
246330_at aldehyde oxidase  ; supported by cDNAAAO2 AT3G43600 -1.14 -0.19 -0.70 0.506175 0.682137 -7.08
256137_at  auxin-regulated protein, putative simila--- AT1G48690 -1.05 -0.07 -0.70 0.506313 0.682282 -7.08
256084_at hypothetical protein predicted by gensc--- AT1G20750 1.07 0.09 0.70 0.506671 0.682725 -7.08
253868_at proton pump interactor non-consensusPPI1 AT4G27500 -1.06 -0.09 -0.70 0.506764 0.682754 -7.08
255896_at  basic blue protein, putative similar to b--- AT1G17800 1.05 0.07 0.70 0.506767 0.682754 -7.08
249883_at Na+/H+ antiporter-like protein CHX3 AT5G22900 -1.05 -0.07 -0.70 0.506812 0.682754 -7.08
251377_at putative protein --- AT3G60650 -1.05 -0.08 -0.70 0.506806 0.682754 -7.08
260920_at  amp-binding protein, putative similar to--- AT1G21530 1.05 0.07 0.70 0.506938 0.682883 -7.08
256234_at  50S ribosomal protein L10, putative si --- AT3G12370 -1.06 -0.08 -0.70 0.50702 0.682925 -7.08
260084_at  chromatin structure regulator, putative--- AT1G63210 1.06 0.09 0.70 0.507029 0.682925 -7.08
247511_at  Fdr1 Cen - like protein Fdr1, Oryza sa--- AT5G62040 1.07 0.09 0.70 0.507181 0.683089 -7.08
263713_at Expressed protein ; supported by full-le--- AT2G20595 -1.07 -0.09 -0.70 0.50728 0.683142 -7.08
247631_at  putative MADS box protein various preAGL62 AT5G60440 -1.04 -0.06 -0.70 0.507265 0.683142 -7.08



250534_at NADH dehydrogenase  ;supported by fCI51 AT5G08530 -1.05 -0.08 -0.70 0.507441 0.683318 -7.08
254527_at  putative protein KIAA0682 protein, Ho--- AT4G19610 1.05 0.06 0.70 0.507471 0.683318 -7.08
253127_at  putative Myc-type transcription factor --- AT4G36060 -1.05 -0.07 -0.70 0.507521 0.683345 -7.08
265088_at hypothetical protein similar to DNA He SWI2 AT1G03750 1.05 0.06 0.70 0.507636 0.68346 -7.08
263257_at putative DNA polymerase Beta similar --- AT1G10520 -1.08 -0.11 -0.70 0.507712 0.683522 -7.08
260695_at  RNA helicase, putative similar to GB:DESP3 AT1G32490 1.04 0.06 0.70 0.507775 0.683567 -7.08
264413_s_ hypothetical protein similar to hypothet --- --- -1.07 -0.10 -0.70 0.507937 0.683744 -7.08
250320_at CCAAT box binding factor/ transcriptio NF-YA1 AT5G12840 -1.06 -0.08 -0.70 0.508079 0.683886 -7.08
261182_at hypothetical protein predicted by gene --- AT1G34575 -1.05 -0.07 -0.70 0.508103 0.683886 -7.08
246592_at  putative protein predicted protein, Ara --- AT5G14890 1.07 0.10 0.70 0.508161 0.683924 -7.08
249878_at TATA-binding protein-associated phos NF-YB13 AT5G23090 -1.07 -0.10 -0.70 0.508198 0.683933 -7.08
262108_at unknown protein similar to unknown pr --- AT1G02740 1.07 0.09 0.70 0.508298 0.684028 -7.09
265314_at hypothetical protein predicted by gensc--- AT2G20210 1.06 0.09 0.70 0.50869 0.684298 -7.09
262156_at hypothetical protein contains similarity --- AT1G52680 -1.06 -0.09 -0.70 0.508679 0.684298 -7.09
265507_s_ Ac-like transposase related to Ac/Ds tr --- --- -1.05 -0.08 -0.70 0.508594 0.684298 -7.09
248829_at putative protein contains similarity to B--- AT5G47130 -1.09 -0.13 -0.70 0.508663 0.684298 -7.09
251571_at putative protein several hypothetical pr--- AT3G58330 1.05 0.07 0.70 0.508642 0.684298 -7.09
258768_at hypothetical protein predicted by gensc--- AT3G10880 -1.05 -0.07 -0.70 0.508679 0.684298 -7.09
248354_at putative protein contains similarity to u --- AT5G52330 -1.05 -0.08 -0.70 0.508708 0.684298 -7.09
261977_at hypothetical protein contains similarity --- --- -1.05 -0.07 -0.70 0.508865 0.684468 -7.09
261533_at hypothetical protein predicted by gene --- AT1G71690 -1.07 -0.10 -0.70 0.508899 0.684473 -7.09
267024_s_ putative aquaporin (plasma membraneNIP2;1 AT2G29870 / -1.07 -0.10 -0.70 0.509072 0.684666 -7.09
265931_at unknown protein  ;supported by full-len--- AT2G18520 1.08 0.10 0.70 0.509105 0.684669 -7.09
265770_at Expressed protein ; supported by full-le--- AT2G48100 1.07 0.10 0.70 0.509166 0.684712 -7.09
253929_s_  putative protein H+-transporting ATP s--- AT2G16030 / -1.06 -0.09 -0.70 0.509284 0.68483 -7.09
254196_at putative protein --- AT4G24030 -1.08 -0.10 -0.70 0.509383 0.684923 -7.09
247920_at putative protein contains similarity to u --- AT5G57670 -1.07 -0.10 -0.70 0.509476 0.685008 -7.09
258315_at Expressed protein ; supported by full-le--- AT3G16175 -1.06 -0.09 -0.70 0.509543 0.685017 -7.09
256079_at hypothetical protein predicted by gensc--- AT1G20680 -1.05 -0.06 -0.70 0.509525 0.685017 -7.09
251018_at  60S ribosomal protein - like 60S riboso--- AT5G02450 -1.08 -0.12 -0.70 0.509639 0.685024 -7.09
251501_at putative protein several hypothetical pr--- AT3G59120 1.06 0.08 0.70 0.509616 0.685024 -7.09
AFFX-r2-EcE. coli /GEN=bioB /DB_XREF=gb:J044--- --- 1.11 0.16 0.70 0.509612 0.685024 -7.09
252765_at putative protein hypothetical proteins - --- AT3G42800 -1.11 -0.15 -0.70 0.509818 0.685148 -7.09
262605_at hypothetical protein Strong similarity to--- AT1G15170 1.20 0.26 0.70 0.509855 0.685148 -7.09
267633_at hypothetical protein predicted by genef--- AT2G42180 1.05 0.07 0.70 0.509881 0.685148 -7.09



263233_at hypothetical protein similar to Na/H ant--- AT1G05577 1.05 0.07 0.70 0.509778 0.685148 -7.09
256287_at hypothetical protein --- AT3G12190 1.05 0.08 0.70 0.509833 0.685148 -7.09
245684_at Expressed protein ; supported by cDNARHF2A AT5G22000 1.05 0.07 0.70 0.510001 0.685269 -7.09
249280_at unknown protein --- AT5G41940 1.07 0.10 0.70 0.510051 0.685295 -7.09
250386_at  MYB like protein MYB like protein, DicMYB3R-4 AT5G11510 -1.07 -0.10 -0.70 0.510193 0.685385 -7.09
251283_at  seven in absentia-like protein SINAH1--- AT3G61790 -1.05 -0.08 -0.70 0.510261 0.685385 -7.09
256259_at hypothetical protein predicted by gene --- AT3G12460 -1.08 -0.11 -0.70 0.510267 0.685385 -7.09
248390_at importin alpha subunit IMPA-8 AT5G52000 1.04 0.06 0.70 0.510209 0.685385 -7.09
245901_at HOMEOBOX PROTEIN KNOTTED-1 LKNAT4 AT5G11060 1.09 0.12 0.70 0.510216 0.685385 -7.09
257800_at unknown protein  ;supported by full-len--- AT3G15900 1.07 0.10 0.69 0.510342 0.685445 -7.09
254151_at  F-box protein family, AtFBX14 similar --- AT4G24390 1.05 0.07 0.69 0.510523 0.685647 -7.09
262327_at hypothetical protein similar to hypothet --- AT1G64130 1.06 0.08 0.69 0.51067 0.685804 -7.09
252634_x_  putative protein predicted proteins, Ara--- --- -1.06 -0.09 -0.69 0.510762 0.685847 -7.09
247857_at peroxidase --- AT5G58400 -1.06 -0.09 -0.69 0.510747 0.685847 -7.09
257696_at  protein kinase, putative similar to proteAGC1.5 AT3G12690 -1.09 -0.12 -0.69 0.510865 0.685945 -7.09
263938_at hypothetical protein predicted by genef--- AT2G35900 -1.06 -0.08 -0.69 0.511173 0.686248 -7.09
248897_at KCO-like protein 3 (emb|CAB40380.1) KCO3 AT5G46360 -1.06 -0.09 -0.69 0.511195 0.686248 -7.09
248457_at putative protein contains similarity to w--- AT5G51420 1.08 0.11 0.69 0.511189 0.686248 -7.09
245366_at Expressed protein ; supported by full-leAtMAPR4 AT4G14965 -1.05 -0.07 -0.69 0.511211 0.686248 -7.09
267370_at unknown protein  ;supported by full-len--- AT2G44525 1.04 0.06 0.69 0.511334 0.686332 -7.09
263627_at Expressed protein ; supported by full-le--- AT2G04675 1.06 0.09 0.69 0.51133 0.686332 -7.09
262758_at hypothetical protein predicted by gene --- AT1G10780 -1.06 -0.08 -0.69 0.511554 0.686587 -7.09
249570_at hypothetical protein --- AT5G38080 1.07 0.09 0.69 0.511619 0.686634 -7.09
258884_at  threonine dehydratase/deaminase (OMOMR1 AT3G10050 1.11 0.15 0.69 0.511889 0.686835 -7.09
264011_at unknown protein --- AT2G21090 1.06 0.09 0.69 0.511851 0.686835 -7.09
265577_at unknown protein --- AT2G20100 -1.05 -0.07 -0.69 0.511862 0.686835 -7.09
265559_at putative glycine-rich protein --- AT2G05530 1.07 0.09 0.69 0.511839 0.686835 -7.09
251088_at putative protein several hypothetical pr--- AT5G01480 -1.09 -0.12 -0.69 0.512218 0.687219 -7.09
254968_at  putative protein various predicted prot --- AT4G10420 1.05 0.07 0.69 0.512236 0.687219 -7.09
254935_at  putative disease resistance protein sim--- AT4G10780 1.07 0.09 0.69 0.512303 0.687269 -7.09
259876_at  putative DnaJ protein similar to dnaJ-l --- AT1G76700 -1.11 -0.15 -0.69 0.512484 0.687472 -7.09
248435_at oleosin-like OLEO3 AT5G51210 1.07 0.09 0.69 0.512617 0.687609 -7.09
262027_at  DNA-binding protein, putative similar tHOS10 AT1G35515 -1.11 -0.15 -0.69 0.512679 0.687652 -7.09
248724_at putative protein strong similarity to unk--- AT5G47970 1.10 0.14 0.69 0.51277 0.687733 -7.09
252438_at  putative protein riboflavin biosynthesis--- AT3G47390 -1.05 -0.07 -0.69 0.512937 0.687836 -7.09



253931_at  putative CDP-diacylglycerol synthetas--- AT4G26770 -1.06 -0.08 -0.69 0.512909 0.687836 -7.09
256604_at hypothetical protein predicted by gene --- --- 1.05 0.07 0.69 0.512917 0.687836 -7.09
249808_at unknown protein --- AT5G23890 1.11 0.15 0.69 0.513001 0.687881 -7.09
252714_x_  putative protein p97 homologous prote--- AT3G43880 1.04 0.06 0.69 0.513033 0.687883 -7.09
256154_at hypothetical protein predicted by gene --- AT3G08490 1.07 0.09 0.69 0.513117 0.687916 -7.09
252061_at  hypothetical protein phosphate actyltra--- AT3G52620 1.05 0.07 0.69 0.513091 0.687916 -7.09
254566_at hypothetical protein --- AT4G19240 -1.07 -0.10 -0.69 0.513193 0.68794 -7.09
247829_at  protein kinase - like protein kinase AT --- AT5G58520 -1.08 -0.11 -0.69 0.513195 0.68794 -7.09
246363_at hypothetical protein --- AT1G40390 -1.06 -0.09 -0.69 0.513282 0.688016 -7.09
257656_at Expressed protein ; supported by full-le--- AT3G13228 1.05 0.07 0.69 0.51333 0.688039 -7.09
253356_at  putative protein myosin II heavy chain --- AT4G33390 1.05 0.08 0.69 0.513561 0.688308 -7.09
257023_at  RNA helicase, putative similar to RNA--- AT3G19760 1.06 0.08 0.69 0.513803 0.68845 -7.09
248657_at peptidylprolyl isomerase ROF2 AT5G48570 -1.43 -0.51 -0.69 0.513731 0.68845 -7.09
256660_at hypothetical protein similar to hypothet --- AT3G12060 -1.06 -0.09 -0.69 0.5137 0.68845 -7.09
251009_at  putative protein predicted proteins, Ara--- AT5G02640 1.12 0.17 0.69 0.513846 0.68845 -7.09
260609_at putative receptor protein kinase --- AT2G43690 1.05 0.08 0.69 0.513848 0.68845 -7.09
264469_at hypothetical protein similar to hypothetLBD40 AT1G67100 -1.05 -0.07 -0.69 0.513777 0.68845 -7.09
245720_at RNA binding protein - like --- AT5G04210 1.05 0.07 0.69 0.513979 0.688586 -7.09
257344_s_  pseudogene,  putative mutator-like tra --- --- 1.08 0.11 0.69 0.514074 0.688632 -7.09
266385_at pathogenesis-related PR-1-like proteinPR1 AT2G14610 -2.12 -1.08 -0.69 0.514074 0.688632 -7.09
247742_at  random slug protein - like random slug--- AT5G58980 1.07 0.09 0.69 0.514137 0.688677 -7.09
261270_at  initiation factor 5A-4, putative similar toFBR12 AT1G26630 -1.05 -0.07 -0.69 0.514234 0.688685 -7.09
257109_s_ hypothetical protein --- --- 1.05 0.07 0.69 0.514184 0.688685 -7.09
250979_at putative protein --- AT5G03090 1.08 0.11 0.69 0.514234 0.688685 -7.09
255320_at putative transposon protein --- --- 1.04 0.06 0.69 0.514363 0.688812 -7.09
261473_at hypothetical protein similar to putative --- AT1G14490 -1.10 -0.14 -0.69 0.51439 0.688812 -7.09
258273_at unknown protein  ;supported by full-lenGRX4 AT3G15660 1.04 0.06 0.69 0.514497 0.688888 -7.09
256537_at unknown protein --- AT1G33340 -1.15 -0.21 -0.69 0.514507 0.688888 -7.09
249666_at phytochrome C (sp|P14714) PHYC AT5G35840 1.07 0.10 0.69 0.514786 0.689222 -7.09
264247_at  potassium transporter, putative similar--- AT1G60160 -1.12 -0.17 -0.69 0.514869 0.689293 -7.09
267576_at putative Mutator-like transposase --- --- 1.07 0.10 0.69 0.515029 0.689466 -7.09
254837_at putative protein --- AT4G12360 1.07 0.09 0.69 0.515232 0.689697 -7.09
256629_at  serine/threonine protein phosphatase,ATFYPP3 AT3G19980 1.05 0.08 0.69 0.515283 0.689725 -7.09
252221_at  RuvB DNA helicase - like protein DNA--- AT3G49830 -1.06 -0.08 -0.69 0.5157 0.690081 -7.09
252860_at  putative protein bZIP protein, Arabidop--- AT4G39790 1.05 0.06 0.69 0.515624 0.690081 -7.09



249909_s_ alpha-adaptin --- AT5G22770 / -1.07 -0.09 -0.69 0.515657 0.690081 -7.09
254317_at hypothetical protein --- AT4G22510 1.05 0.06 0.69 0.515682 0.690081 -7.09
259968_at unknown protein --- AT1G76530 1.06 0.08 0.69 0.515649 0.690081 -7.09
262759_at unknown protein --- AT1G10800 -1.05 -0.07 -0.69 0.515774 0.69014 -7.09
257543_at hypothetical protein predicted by gene --- AT3G28960 -1.06 -0.09 -0.69 0.515917 0.690291 -7.09
258820_at putative tryptophanyl-tRNA synthetase--- AT3G04600 1.05 0.07 0.69 0.515951 0.690295 -7.09
258605_at phi-1-like protein similar to phi-1 (phos EXL6 AT3G02970 -1.06 -0.09 -0.69 0.516032 0.690364 -7.09
258602_at putative protein phosphatase-2C (PP2 --- AT3G02750 1.05 0.06 0.69 0.516195 0.690541 -7.09
266743_at  ribonuclease, RNS1 identical to ribonuRNS1 AT2G02990 / -1.32 -0.40 -0.68 0.516273 0.690605 -7.10
267418_at putative RING zinc finger protein --- AT2G35000 1.07 0.09 0.68 0.516343 0.690657 -7.10
245160_at putative leucine-rich repeat disease resAtRLP28 AT2G33080 -1.05 -0.07 -0.68 0.516426 0.690729 -7.10
249095_at myosin heavy chain MYA2 (pir||S51824MYA2 AT5G43900 1.09 0.13 0.68 0.516612 0.690936 -7.10
264452_at unknown protein similar to salt-inducib GRP23 AT1G10270 1.18 0.23 0.68 0.516679 0.690986 -7.10
245794_at  endoxyloglucan transferase, putative sXTR4 AT1G32170 -1.07 -0.10 -0.68 0.516787 0.691089 -7.10
259567_at hypothetical protein --- AT1G20500 -1.06 -0.09 -0.68 0.51683 0.691107 -7.10
256847_at  early nodule-specific protein, putative --- AT3G27950 -1.06 -0.08 -0.68 0.516977 0.691262 -7.10
254554_at hypothetical protein --- AT4G19550 1.06 0.08 0.68 0.517022 0.691283 -7.10
265462_at putative vetispiradiene synthase --- AT2G37140 1.06 0.08 0.68 0.517167 0.691394 -7.10
260067_at putative lipid transfer protein similar to --- AT1G73780 -1.06 -0.08 -0.68 0.517145 0.691394 -7.10
248421_at unknown protein  ;supported by full-len--- AT5G51510 1.06 0.08 0.68 0.517199 0.691397 -7.10
249092_at putative protein similar to unknown pro--- AT5G43710 -1.06 -0.09 -0.68 0.51744 0.691659 -7.10
266185_at unknown protein --- AT2G38950 -1.05 -0.07 -0.68 0.517455 0.691659 -7.10
253349_at putative protein --- --- -1.05 -0.07 -0.68 0.517916 0.692234 -7.10
251032_at putative homeodomain protein several RPL AT5G02030 1.14 0.19 0.68 0.518042 0.692362 -7.10
245841_s_  ribosomal protein S2, putative similar XW6 AT1G58380 / 1.09 0.13 0.68 0.518155 0.692471 -7.10
266514_at putative zinc-finger protein (B-box zinc --- AT2G47890 1.08 0.11 0.68 0.518186 0.692471 -7.10
261302_at hypothetical protein predicted by gene --- AT1G48580 -1.06 -0.08 -0.68 0.518215 0.692471 -7.10
249240_at putative protein similar to unknown pro--- AT5G42220 1.07 0.09 0.68 0.518331 0.692586 -7.10
257018_at unknown protein --- AT3G19630 -1.06 -0.08 -0.68 0.518441 0.692693 -7.10
264942_at unknown protein ; supported by cDNA:--- AT1G67340 1.08 0.11 0.68 0.518479 0.692703 -7.10
253509_at  putative protein kainate receptor, Ratt GLR2.4 AT4G31710 1.06 0.08 0.68 0.518632 0.692785 -7.10
262765_at putative cytochrome P450 monooxyge CYP86C4 AT1G13150 -1.06 -0.08 -0.68 0.518603 0.692785 -7.10
264198_at  unknown protein ESTs gb|Z34075, gb --- AT1G22800 -1.08 -0.11 -0.68 0.518613 0.692785 -7.10
258134_at  rubisco expression protein, putative si --- AT3G24530 -1.08 -0.11 -0.68 0.518861 0.69305 -7.10
259799_at  drought induced protein, putative simi --- AT1G72290 -1.04 -0.06 -0.68 0.518994 0.693146 -7.10



245222_at contains similarity to En/Spm transpos --- --- -1.05 -0.06 -0.68 0.518965 0.693146 -7.10
249696_at copia-like retrotransposable element --- --- -1.05 -0.07 -0.68 0.519173 0.693345 -7.10
255439_at putative phospho-ser/thr phosphatase BSL1 AT4G03080 -1.05 -0.07 -0.68 0.51923 0.693381 -7.10
256811_at  serine/threonine-specific protein kinas--- AT3G21340 1.05 0.07 0.68 0.519347 0.693497 -7.10
254664_at  initiation factor-2Bepsilon-like protein --- AT4G18300 1.06 0.09 0.68 0.519432 0.693529 -7.10
247310_at putative protein contains similarity to SCHR24 AT5G63950 -1.08 -0.11 -0.68 0.51941 0.693529 -7.10
264312_at  putative protein kinase similar to prote--- AT1G70450 1.05 0.07 0.68 0.519498 0.693576 -7.10
258370_at Expressed protein ; supported by full-le--- AT3G14395 -1.06 -0.09 -0.68 0.519557 0.693614 -7.10
262631_at hypothetical protein predicted by gene --- AT1G06500 -1.05 -0.07 -0.68 0.519636 0.69368 -7.10
245785_at  cellulose synthase catalytic subunit, p ATCSLD6 AT1G32180 1.06 0.08 0.68 0.519682 0.6937 -7.10
245713_at S-adenosyl-L-methionine:salicylic acid NAMT1 AT5G04370 1.08 0.11 0.68 0.519822 0.693765 -7.10
256053_at  UDP-glucose glucosyltransferase, put UGT71C3 AT1G07260 -1.18 -0.24 -0.68 0.519814 0.693765 -7.10
262147_at  phospholipase D1, putative similar to PLDALPHA2AT1G52570 -1.05 -0.07 -0.68 0.519814 0.693765 -7.10
248840_at unknown protein  ; supported by cDNA--- AT5G46770 1.07 0.09 0.68 0.519864 0.69378 -7.10
260027_at unknown protein CPuORF34 AT1G29950 / -1.08 -0.11 -0.68 0.519988 0.693865 -7.10
265955_at putative ABC transporter PDR5 AT2G37280 1.06 0.08 0.68 0.51998 0.693865 -7.10
266286_at putative tropinone reductase --- AT2G29160 / -1.06 -0.08 -0.68 0.52026 0.694177 -7.10
248212_at CHP-rich zinc finger protein-like --- AT5G54020 -1.06 -0.09 -0.68 0.520283 0.694177 -7.10
263465_at hypothetical protein predicted by gensc--- AT2G31940 -1.07 -0.10 -0.68 0.520493 0.694416 -7.10
267065_at hypothetical protein predicted by genef--- AT2G41080 1.06 0.09 0.68 0.520648 0.69457 -7.10
262500_at  unknown protein Contains PF|00646 FFBP7 AT1G21760 1.05 0.07 0.68 0.520668 0.69457 -7.10
252046_at  putative protein extensin -Nicotiana ta --- AT3G52460 -1.06 -0.09 -0.68 0.520751 0.694639 -7.10
265962_at nodulin-like protein  ;supported by full- --- AT2G37460 1.16 0.21 0.68 0.520782 0.694641 -7.10
257526_s_ hypothetical protein similar to putative --- AT3G09330 / -1.05 -0.07 -0.68 0.520887 0.69474 -7.10
247915_at putative protein similar to unknown pro--- AT5G57570 1.05 0.07 0.68 0.521091 0.694971 -7.10
257649_at predicted protein ARR1 AT3G16857 1.05 0.07 0.68 0.521265 0.695162 -7.10
252688_at putative protein --- AT3G44020 -1.06 -0.09 -0.68 0.52151 0.695326 -7.10
261952_at unknown protein --- AT1G64430 1.04 0.06 0.68 0.521474 0.695326 -7.10
250047_at  BCS1 - like protein h-bcs1, Homo sap --- AT5G17730 1.06 0.09 0.68 0.521489 0.695326 -7.10
245752_at hypothetical protein similar to Ac-like tr--- AT1G35150 -1.05 -0.06 -0.68 0.521455 0.695326 -7.10
251298_at hypothetical protein contains non-cons--- AT3G62040 1.12 0.17 0.68 0.521711 0.695554 -7.10
261249_at hypothetical protein predicted by gene --- AT1G05880 -1.06 -0.08 -0.68 0.521809 0.69563 -7.10
245965_at  pectin methylesterase-like protein pec--- AT5G19730 -1.10 -0.14 -0.68 0.521829 0.69563 -7.10
255830_at putative PRP19-like spliceosomal prote--- AT2G33340 1.11 0.15 0.68 0.521872 0.695646 -7.10
264478_at hypothetical protein predicted by gensc--- AT1G77270 -1.05 -0.07 -0.68 0.521981 0.695711 -7.10



249992_at  AP2 domain -like protein AP2/EREBP PUCHI AT5G18560 -1.06 -0.09 -0.68 0.521979 0.695711 -7.10
247349_at putative protein similar to unknown pro--- AT5G63820 -1.05 -0.07 -0.68 0.522025 0.695729 -7.10
248594_at unknown protein  ; supported by full-le --- AT5G49210 1.09 0.12 0.68 0.522113 0.695745 -7.10
266188_at unknown protein --- AT2G39000 -1.06 -0.09 -0.68 0.522129 0.695745 -7.10
259377_at  putative poly(A) binding protein simila PAB6 AT3G16380 1.07 0.10 0.68 0.522087 0.695745 -7.10
254325_at  putative protein various predicted prot --- AT4G22650 -1.08 -0.11 -0.67 0.522256 0.695834 -7.10
248004_at putative protein similar to unknown proPRA1.G2 AT5G56230 1.12 0.16 0.67 0.522236 0.695834 -7.10
264008_at unknown protein --- AT2G21120 -1.07 -0.10 -0.67 0.522378 0.695889 -7.10
266750_s_ putative pectinesterase VGDH1 AT2G47030 / 1.05 0.07 0.67 0.52242 0.695889 -7.10
263187_at  athila ORF 1, putative similar to Athila --- --- -1.04 -0.06 -0.67 0.522368 0.695889 -7.10
250629_at respiratory burst oxidase protein A ATRBOHA AT5G07390 1.06 0.08 0.67 0.522411 0.695889 -7.10
254184_at hypothetical protein --- AT4G23970 1.05 0.08 0.67 0.522529 0.695993 -7.10
260030_at putative bZIP transcription factor similaAtbZIP AT1G68880 -1.05 -0.07 -0.67 0.522628 0.696043 -7.10
249738_at 60s acidic ribosomal protein P1 --- AT5G24510 -1.05 -0.06 -0.67 0.522619 0.696043 -7.10
264165_at hypothetical protein contains similarity ATNAP11 AT1G65410 -1.05 -0.07 -0.67 0.522664 0.696051 -7.10
263342_at putative helicase --- --- -1.04 -0.06 -0.67 0.52272 0.696086 -7.10
246868_at  protein phosphatase - like protein pho --- AT5G26010 1.05 0.07 0.67 0.522765 0.696102 -7.10
252452_at  receptor protein kinase - like protein p --- AT3G47110 1.04 0.06 0.67 0.522793 0.696102 -7.10
251446_at Expressed protein ; supported by full-le--- AT3G59840 -1.05 -0.07 -0.67 0.52323 0.696191 -7.10
255296_at hypothetical protein --- AT4G04790 1.11 0.15 0.67 0.523286 0.696191 -7.10
246921_at  putative protein small unique nuclear r--- AT5G25080 1.08 0.12 0.67 0.5232 0.696191 -7.10
260999_at hypothetical protein similar to putative --- AT1G26580 1.05 0.07 0.67 0.523163 0.696191 -7.10
248253_at putative protein contains similarity to p CRF3 AT5G53290 1.05 0.07 0.67 0.523125 0.696191 -7.10
260297_at unknown protein contains Pfam profile --- AT1G80280 1.06 0.08 0.67 0.523071 0.696191 -7.10
251386_at  putative protein rec, Homo sapiens, E --- AT3G60800 1.04 0.06 0.67 0.523306 0.696191 -7.10
254264_at  putative protein various predicted prot --- AT4G23510 1.05 0.07 0.67 0.52297 0.696191 -7.10
264981_at  valyl- tRNA synthetase, putative simila--- AT1G27160 1.06 0.09 0.67 0.523318 0.696191 -7.10
264263_at Expressed protein ; supported by full-leAtPP2-B15 AT1G09155 -1.05 -0.08 -0.67 0.523306 0.696191 -7.10
249840_at unknown protein  ; supported by cDNAATLCBK1 AT5G23450 -1.04 -0.06 -0.67 0.523084 0.696191 -7.10
261729_s_  hexokinase, putative similar to hexokinHXK3 AT1G47840 1.04 0.06 0.67 0.523287 0.696191 -7.10
264618_at hypothetical protein predicted by genef--- AT2G17680 -1.05 -0.07 -0.67 0.523096 0.696191 -7.10
263855_at putative non-LTR retrolelement reverse--- AT2G04420 1.06 0.08 0.67 0.523125 0.696191 -7.10
259355_at hypothetical protein predicted by genef--- AT3G05240 -1.05 -0.08 -0.67 0.523023 0.696191 -7.10
252743_at  guanine nucleotide-exchange - like proATMIN7 AT3G43300 -1.05 -0.07 -0.67 0.523436 0.696306 -7.10
257034_at hypothetical protein predicted by gensc--- AT3G19184 1.05 0.07 0.67 0.523487 0.696335 -7.10



260048_at unknown protein contains Pfam profile --- AT1G73750 1.21 0.27 0.67 0.523518 0.696335 -7.10
264269_at hypothetical protein predicted by gene --- AT1G60240 1.07 0.09 0.67 0.523675 0.696504 -7.10
256658_at unknown protein --- AT3G12010 / -1.05 -0.07 -0.67 0.523769 0.696588 -7.10
250797_at unknown protein --- AT5G05310 1.06 0.09 0.67 0.523912 0.696737 -7.10
246759_at  putative protein kinesin heavy chain-li --- AT5G27950 1.08 0.11 0.67 0.524154 0.696932 -7.10
255333_at putative polyprotein --- --- 1.05 0.07 0.67 0.524178 0.696932 -7.10
259758_s_ putative caffeic acid 3-O-methyltransfe --- AT1G77520 / -1.05 -0.07 -0.67 0.524091 0.696932 -7.10
250171_at  prohibitin - like protein prohibitin, ArabATPHB5 AT5G14300 -1.05 -0.08 -0.67 0.524181 0.696932 -7.10
254583_at hypothetical protein --- AT4G19480 -1.05 -0.08 -0.67 0.52427 0.69701 -7.10
264439_at  adenine phosphoribosyltransferase 1, APT1 AT1G27450 -1.06 -0.08 -0.67 0.524671 0.697462 -7.11
257241_at hypothetical protein contains Pfam pro --- AT3G24210 -1.07 -0.09 -0.67 0.524669 0.697462 -7.11
249210_at unknown protein --- AT5G42670 -1.05 -0.07 -0.67 0.524756 0.697534 -7.11
266786_at putative non-LTR retroelement reverse--- --- 1.05 0.07 0.67 0.52488 0.697658 -7.11
245090_at putative integral membrane protein nod--- AT2G40900 1.08 0.12 0.67 0.524958 0.697722 -7.11
252841_at  putative protein replication protein A 5--- --- -1.07 -0.09 -0.67 0.525045 0.697796 -7.11
249762_at putative protein contains similarity to u --- AT5G24000 -1.05 -0.07 -0.67 0.52513 0.697869 -7.11
247080_at 20S proteasome subunit PAD2 (gb|AAPAD2 AT5G66140 1.06 0.08 0.67 0.525266 0.697968 -7.11
246525_at CONSTANS  ;supported by full-length CO AT5G15840 1.06 0.08 0.67 0.525237 0.697968 -7.11
252042_at  putative serine/threonine protein kinas--- AT3G51990 1.07 0.09 0.67 0.525367 0.697979 -7.11
257720_at hypothetical protein similar to GB:AAD --- AT3G18450 -1.06 -0.09 -0.67 0.525397 0.697979 -7.11
252170_at hypothetical protein  ; supported by cDHR4 AT3G26560 / 1.07 0.09 0.67 0.525334 0.697979 -7.11
245779_at hypothetical protein predicted by gene --- AT1G73510 -1.05 -0.07 -0.67 0.525372 0.697979 -7.11
265457_at unknown protein  ; supported by full-le --- AT2G46550 -1.07 -0.10 -0.67 0.525497 0.698032 -7.11
251799_at  putative protein P59 PROTEIN (HSP B--- AT3G55520 -1.07 -0.10 -0.67 0.525492 0.698032 -7.11
254640_at  ion transporter - like protein integral mNRAMP5 AT4G18790 -1.05 -0.08 -0.67 0.525796 0.698184 -7.11
251502_at putative protein several hypothetical pr--- AT3G59130 1.05 0.07 0.67 0.525675 0.698184 -7.11
245404_at putative protein --- AT4G17610 -1.07 -0.10 -0.67 0.525654 0.698184 -7.11
254599_at  putative protein hypothetical protein Y --- AT4G19000 1.06 0.08 0.67 0.525774 0.698184 -7.11
249812_at putative protein similar to unknown pro--- AT5G23830 1.07 0.10 0.67 0.525734 0.698184 -7.11
254392_at  endonuclease, putative ; supported byENDO5 AT4G21600 -1.05 -0.08 -0.67 0.525754 0.698184 -7.11
266680_s_ hypothetical protein predicted by genef--- AT2G19850 / -1.04 -0.06 -0.67 0.525967 0.69837 -7.11
263376_at putative surface protein  ; supported byFLA6 AT2G20520 -1.04 -0.06 -0.67 0.526161 0.698575 -7.11
259135_at hypothetical protein predicted by gene RAD9 AT3G05480 1.08 0.11 0.67 0.526182 0.698575 -7.11
259779_s_ hypothetical protein predicted by gene --- AT1G29620 / 1.06 0.08 0.67 0.526288 0.698581 -7.11
260090_at  putative serine carboxypeptidase simi scpl4 AT1G73310 -1.04 -0.06 -0.67 0.52631 0.698581 -7.11



254465_at  tapetum-specific A3 like protein Arabid--- AT4G20420 -1.06 -0.09 -0.67 0.52626 0.698581 -7.11
245526_at putative protein NRPD4 AT4G15950 -1.04 -0.06 -0.67 0.526239 0.698581 -7.11
265355_at hypothetical protein predicted by genef--- AT2G16760 -1.09 -0.13 -0.67 0.526394 0.698653 -7.11
257818_at hypothetical protein predicted by gensc--- AT3G25120 1.06 0.09 0.67 0.52649 0.698682 -7.11
263519_at 40S ribosomal protein S25  ; supported--- AT2G21580 -1.11 -0.15 -0.67 0.526486 0.698682 -7.11
267019_at hypothetical protein predicted by gensc--- AT2G39130 -1.06 -0.09 -0.67 0.526508 0.698682 -7.11
261350_at hypothetical protein predicted by gene --- AT1G79770 -1.09 -0.12 -0.67 0.52655 0.698697 -7.11
253757_at rac GTP binding protein Arac7  ; suppoROP9 AT4G28950 -1.06 -0.09 -0.67 0.526673 0.69882 -7.11
265654_s_ En/Spm-like transposon protein related--- --- 1.05 0.07 0.67 0.526819 0.698972 -7.11
264879_at  cotton fiber expressed protein, putativ --- AT1G61260 -1.13 -0.18 -0.67 0.526871 0.699001 -7.11
263900_at unknown protein  ;supported by full-len--- AT2G36290 1.07 0.10 0.67 0.52696 0.699079 -7.11
255201_at putative transposon protein --- --- 1.04 0.06 0.67 0.527084 0.699203 -7.11
252191_at  putative protein various predicted gen --- AT3G50180 -1.06 -0.09 -0.67 0.527181 0.69929 -7.11
246678_at putative protein predicted replication A --- --- -1.06 -0.08 -0.67 0.527212 0.699292 -7.11
257277_at  disease resistance protein, putative si --- AT3G14470 -1.06 -0.09 -0.67 0.527255 0.699307 -7.11
256597_at  acidic ribosomal protein P2b (rpp2b), --- AT3G28500 -1.14 -0.19 -0.67 0.527501 0.699526 -7.11
257480_at hypothetical protein similar to putative --- AT1G15640 1.11 0.15 0.67 0.527486 0.699526 -7.11
248667_at putative protein contains similarity to s --- AT5G48710 1.04 0.06 0.67 0.527512 0.699526 -7.11
265946_s_  putative WD-40 repeat protein, MSI4 aFVE AT2G19520 / 1.05 0.07 0.67 0.527606 0.699593 -7.11
262862_at hypothetical protein predicted by gene --- AT1G64830 1.08 0.12 0.67 0.527623 0.699593 -7.11
253296_at  putative protein inositol 1,3,4-trisphosp--- AT4G33770 1.05 0.07 0.67 0.527707 0.699601 -7.11
263321_at ADP-ribosylation factor 1  ;supported bARF1A1C AT2G47170 -1.05 -0.07 -0.67 0.527715 0.699601 -7.11
267626_at putative cytochrome P450 CYP712A1 AT2G42250 1.09 0.12 0.67 0.527722 0.699601 -7.11
265469_at unknown protein predicted by genscan--- AT2G37160 1.04 0.06 0.67 0.527793 0.699654 -7.11
260864_at hypothetical protein predicted by gensc--- --- -1.06 -0.08 -0.67 0.527929 0.699794 -7.11
265165_at putative OBP32pep protein --- AT1G23610 -1.05 -0.07 -0.67 0.528024 0.699838 -7.11
261298_at  cytochrome c oxidase assembly prote --- AT1G48510 1.05 0.07 0.67 0.52801 0.699838 -7.11
247108_at ReMembR-H2 protein JR700 (gb|AAF3RMR1 AT5G66160 1.06 0.09 0.66 0.528289 0.700149 -7.11
247233_at mitochondrial carrier protein-like --- AT5G64970 1.06 0.09 0.66 0.528332 0.700153 -7.11
258639_at  polygalacturonase (PGA3) identical to --- AT3G07820 -1.04 -0.06 -0.66 0.528353 0.700153 -7.11
247305_at Expressed protein ; supported by full-le--- AT5G63905 -1.16 -0.21 -0.66 0.528583 0.700383 -7.11
267573_at putative tropinone reductase --- AT2G30670 1.04 0.06 0.66 0.528588 0.700383 -7.11
265491_s_ putative retroelement pol polyprotein --- --- 1.04 0.06 0.66 0.528705 0.700497 -7.11
249301_at putative protein similar to unknown pro--- AT5G41440 1.06 0.09 0.66 0.528779 0.700555 -7.11
246467_at  UDP glucose:flavonoid 3-o-glucosyltra--- AT5G17040 -1.08 -0.11 -0.66 0.528861 0.700622 -7.11



265251_at unknown protein predicted by genscanTET14 AT2G01960 1.05 0.08 0.66 0.528935 0.70068 -7.11
252168_at  putative protein pir7a protein - Oryza sMES10 AT3G50440 1.18 0.24 0.66 0.529065 0.700811 -7.11
247122_at  putative protein non-consensus AT doATSAC1B AT5G66020 1.08 0.11 0.66 0.52915 0.700884 -7.11
265509_at putative retroelement pol polyprotein c --- --- -1.07 -0.10 -0.66 0.529435 0.70122 -7.11
255501_at hypothetical protein --- AT4G02400 1.08 0.12 0.66 0.529548 0.701288 -7.11
261495_at hypothetical protein predicted by gene --- AT1G28410 -1.06 -0.08 -0.66 0.529545 0.701288 -7.11
255654_at Similar to receptor kinase --- AT4G00970 1.18 0.24 0.66 0.529593 0.701307 -7.11
260827_at mudrA-like protein similar to Mu transpAT1G06750 --- -1.08 -0.11 -0.66 0.529653 0.701345 -7.11
249697_at unknown protein --- AT5G35510 -1.05 -0.07 -0.66 0.529702 0.70137 -7.11
250786_at putative protein strong similarity to unkSDN2 AT5G05540 1.08 0.10 0.66 0.529892 0.701449 -7.11
267467_at putative C3HC4 zinc finger protein  ; suDRIP2 AT2G30580 -1.06 -0.08 -0.66 0.529976 0.701449 -7.11
261960_at hypothetical protein similar to putative --- --- 1.04 0.06 0.66 0.529931 0.701449 -7.11
262889_at hypothetical protein --- AT1G14800 -1.08 -0.11 -0.66 0.529886 0.701449 -7.11
254551_at  lectin like protein lectin phloem proteinATPP2-A1 AT4G19840 1.07 0.09 0.66 0.5298 0.701449 -7.11
252111_at  propable disease resistance protein d --- AT3G51570 -1.08 -0.11 -0.66 0.529968 0.701449 -7.11
267217_at hypothetical protein --- AT2G02610 1.04 0.06 0.66 0.529842 0.701449 -7.11
251555_at shatterproof 1 (SHP1)/ agamous -like 1SHP1 AT3G58780 -1.05 -0.07 -0.66 0.530391 0.701956 -7.11
246108_at  putative protein retinal glutamic acid-r --- AT5G28630 1.13 0.18 0.66 0.530519 0.702085 -7.11
257341_at  pseudogene, Mutator-like transposase--- --- -1.05 -0.07 -0.66 0.530617 0.702174 -7.11
261537_at  carbonyl reductase, putative similar to --- AT1G01800 1.04 0.06 0.66 0.530748 0.702306 -7.11
261432_at hypothetical protein predicted by gene --- AT1G07680 1.05 0.07 0.66 0.530778 0.702306 -7.11
250619_at A9  ;supported by full-length cDNA: Ce--- AT5G07230 1.04 0.06 0.66 0.531026 0.702593 -7.11
245606_at hypothetical protein --- AT4G14310 1.06 0.08 0.66 0.531112 0.702666 -7.11
258192_at  putative terpene synthase-related prot--- AT3G29110 1.04 0.06 0.66 0.531219 0.702728 -7.11
259319_at  Snf1-related protein kinase KIN10 (AKAKIN10 AT3G01090 1.04 0.06 0.66 0.53122 0.702728 -7.11
250280_at  putative protein many predicted protei --- AT5G13230 -1.07 -0.09 -0.66 0.53131 0.702805 -7.11
256037_at hypothetical protein predicted by gene --- AT1G19160 -1.06 -0.08 -0.66 0.531377 0.702853 -7.11
253248_at Putative S-phase-specific ribosomal pr --- AT4G34670 1.14 0.19 0.66 0.531571 0.702974 -7.11
252676_at putative protein --- AT3G44280 -1.04 -0.06 -0.66 0.531596 0.702974 -7.11
252258_at putative protein several hypothetical pr--- AT3G49450 -1.07 -0.09 -0.66 0.53162 0.702974 -7.11
250304_at elongation factor 1B alpha-subunit (em--- AT5G12110 -1.18 -0.24 -0.66 0.531622 0.702974 -7.11
246628_at  signal recognition particle 54 kDa prot --- AT1G48900 1.04 0.06 0.66 0.531558 0.702974 -7.11
265863_at putative membrane protein VIT1 AT2G01770 1.07 0.10 0.66 0.531761 0.703082 -7.11
263188_at hypothetical protein predicted by gensc--- AT1G36095 -1.06 -0.08 -0.66 0.531766 0.703082 -7.11
254354_at hypothetical protein --- AT4G22370 -1.04 -0.06 -0.66 0.532006 0.703359 -7.11



263896_at hypothetical protein predicted by gensc--- AT2G21930 -1.06 -0.09 -0.66 0.532037 0.703359 -7.11
257765_at hypothetical protein contains Pfam pro --- AT3G23020 -1.05 -0.07 -0.66 0.532371 0.703456 -7.11
251073_at putative protein hypothetical proteins - --- AT5G01750 -1.04 -0.06 -0.66 0.532388 0.703456 -7.11
246625_at hypothetical protein predicted by gensc--- AT1G48880 1.05 0.08 0.66 0.532277 0.703456 -7.11
258738_at hypothetical protein similar to hypothet --- AT3G05750 -1.07 -0.09 -0.66 0.532349 0.703456 -7.11
264127_at  serine/threonine protein kinase, putati AGC1.7 AT1G79250 1.04 0.06 0.66 0.532309 0.703456 -7.11
258685_at putative polygalacturonase similar to p --- AT3G07830 1.07 0.10 0.66 0.532241 0.703456 -7.11
253436_at  ubiquinol-cytochrome c reductase - lik --- AT4G32470 1.05 0.08 0.66 0.532146 0.703456 -7.11
256515_at  terpene synthase, putative contains P --- AT1G66020 1.05 0.08 0.66 0.532307 0.703456 -7.11
264780_at putative protein kinase similar to MAP3EDR1 AT1G08720 1.07 0.09 0.66 0.532374 0.703456 -7.11
263204_at hypothetical protein contains similarity chr31 AT1G05490 1.04 0.06 0.66 0.532799 0.703958 -7.11
261735_at hypothetical protein similar to hypothet --- AT1G47765 -1.06 -0.08 -0.66 0.53284 0.703972 -7.12
247476_at putative protein --- AT5G62330 -1.05 -0.07 -0.66 0.532983 0.70412 -7.12
257835_at  cytochrome P450 monooxygenase, puCYP82G1 AT3G25180 -1.18 -0.23 -0.66 0.533023 0.704133 -7.12
248020_at putative protein strong similarity to unk--- AT5G56490 1.05 0.06 0.66 0.533204 0.70425 -7.12
266043_at hypothetical protein --- AT2G07724 1.07 0.10 0.66 0.533162 0.70425 -7.12
261260_at hypothetical protein predicted by gene --- AT1G26680 -1.05 -0.07 -0.66 0.533187 0.70425 -7.12
262843_at Expressed protein ; supported by full-leAtHB32 AT1G14687 -1.08 -0.12 -0.66 0.533454 0.704539 -7.12
246479_at hypothetical protein --- AT5G16060 1.05 0.08 0.66 0.533494 0.704551 -7.12
251595_at  putative protein galactose oxidase pre--- AT3G57620 -1.06 -0.08 -0.66 0.533775 0.704841 -7.12
251857_at  RNA binding protein - like SEB4 prote --- AT3G54770 1.05 0.08 0.66 0.533771 0.704841 -7.12
263466_at hypothetical protein predicted by gensc--- AT2G31740 1.05 0.07 0.66 0.533931 0.704979 -7.12
263314_at putative membrane transporter --- AT2G05760 -1.04 -0.06 -0.66 0.533996 0.704979 -7.12
257347_at  pseudogene, gene_id:K17E7.6  --- --- -1.05 -0.06 -0.66 0.534009 0.704979 -7.12
249367_at  putative protein predicted protein, Ara --- AT5G40630 -1.06 -0.08 -0.66 0.534066 0.704979 -7.12
258865_at NAM-like protein (no apical meristem) anac045 AT3G03200 -1.04 -0.06 -0.66 0.534065 0.704979 -7.12
265361_at putative retroelement pol polyprotein --- --- 1.05 0.07 0.66 0.533953 0.704979 -7.12
265486_at unknown protein predicted by genscan--- AT2G15560 1.07 0.09 0.66 0.534184 0.705094 -7.12
266936_at hypothetical protein predicted by genef--- AT2G18920 1.04 0.06 0.65 0.534403 0.705343 -7.12
258410_at putative ribosomal protein similar to rib--- AT3G16780 1.14 0.19 0.65 0.534542 0.705486 -7.12
262313_at unknown protein ;supported by full-leng--- AT1G70900 1.08 0.11 0.65 0.534739 0.705684 -7.12
263468_at hypothetical protein predicted by gensc--- AT2G31930 -1.06 -0.09 -0.65 0.534754 0.705684 -7.12
264003_at Expressed protein ; supported by full-leGEM AT2G22475 -1.07 -0.10 -0.65 0.534907 0.705757 -7.12
262352_at hypothetical protein similar to hypothet --- --- 1.09 0.13 0.65 0.534928 0.705757 -7.12
260003_at unknown protein  ;supported by full-lenIAR1 AT1G68100 1.04 0.06 0.65 0.534895 0.705757 -7.12



258629_at stelar K+ outward rectifying channel (SSKOR AT3G02850 1.04 0.06 0.65 0.534934 0.705757 -7.12
260526_at putative WD-40 repeat protein --- AT2G47410 -1.05 -0.07 -0.65 0.535037 0.705813 -7.12
257901_at hypothetical protein predicted by gensc--- --- 1.05 0.07 0.65 0.5351 0.705813 -7.12
265418_at AP2 domain transcription factor --- AT2G20880 -1.21 -0.28 -0.65 0.535075 0.705813 -7.12
249498_at putative protein motif in transcription in--- AT5G39230 1.05 0.07 0.65 0.535094 0.705813 -7.12
252396_at hypothetical protein --- AT3G47980 1.05 0.07 0.65 0.5352 0.705864 -7.12
262122_at  polygalacturonase, putative similar to PGA4 AT1G02790 1.06 0.08 0.65 0.535173 0.705864 -7.12
266438_at putative carboxyphosphonoenolpyruva--- AT2G43180 1.07 0.09 0.65 0.535305 0.70588 -7.12
256614_at hypothetical protein predicted by gene --- AT3G29300 -1.05 -0.07 -0.65 0.535258 0.70588 -7.12
250636_at glycine-rich protein atGRP GRP18 AT5G07520 1.05 0.08 0.65 0.535282 0.70588 -7.12
259574_at hypothetical protein MLP168 AT1G35310 1.04 0.06 0.65 0.535383 0.705942 -7.12
259435_at hypothetical protein similar to putative --- AT1G01450 1.05 0.06 0.65 0.53547 0.706016 -7.12
263137_at  gamma glutamyl hydrolase, putative sATGGH1 AT1G78660 -1.12 -0.16 -0.65 0.535505 0.706021 -7.12
259445_at  dioxygenase, putative similar to dioxygGA2OX6 AT1G02400 -1.36 -0.44 -0.65 0.535562 0.706055 -7.12
258821_at  putative wound-induced basic protein --- AT3G07230 -1.07 -0.09 -0.65 0.535638 0.7061 -7.12
257284_at TNP1-like protein similar to TNP1 prote--- --- -1.04 -0.06 -0.65 0.535658 0.7061 -7.12
253288_at hypothetical protein --- AT4G34310 1.06 0.08 0.65 0.535768 0.706204 -7.12
266968_at putative protein kinase contains a prote--- AT2G39360 -1.13 -0.18 -0.65 0.535817 0.706229 -7.12
260359_at hypothetical protein predicted by gene --- AT1G69210 1.07 0.10 0.65 0.53611 0.706574 -7.12
265731_at  putative RNA helicase A 3' end of this --- AT2G01130 1.04 0.06 0.65 0.536261 0.706731 -7.12
263552_x_  unknown protein proline, tyrosine, and--- AT2G24980 1.08 0.11 0.65 0.536326 0.706736 -7.12
264536_at hypothetical protein predicted by gene PRA1.G1 AT1G55640 -1.08 -0.12 -0.65 0.536323 0.706736 -7.12
253146_at  putative protein predicted protein, Ara --- AT4G35590 1.05 0.07 0.65 0.536406 0.7068 -7.12
252897_at  cytochrome P450 - like protein cytoch CYP96A9 AT4G39480 / -1.05 -0.07 -0.65 0.536507 0.706892 -7.12
256127_at  small GTP-binding protein (RAB11F), AtRABA6b AT1G18200 -1.06 -0.09 -0.65 0.536579 0.706947 -7.12
265915_at En/Spm-like transposon protein related--- --- 1.05 0.06 0.65 0.536613 0.706951 -7.12
256051_at hypothetical protein similar to putative CHX14 AT1G06970 -1.07 -0.09 -0.65 0.536646 0.706954 -7.12
257697_at hypothetical protein predicted by gene --- AT3G12700 -1.08 -0.12 -0.65 0.536685 0.706955 -7.12
261040_at  oligouridylate binding protein, putativeUBP1B AT1G17370 -1.05 -0.07 -0.65 0.53671 0.706955 -7.12
263225_at  putative DNA-binding protein similar toWRKY14 AT1G30650 1.06 0.08 0.65 0.536992 0.70728 -7.12
255313_at putative transposon protein --- --- -1.06 -0.08 -0.65 0.537018 0.70728 -7.12
265263_at putative DNA binding protein --- AT2G42940 -1.05 -0.07 -0.65 0.53708 0.707321 -7.12
249241_at serine carboxypeptidase-II like scpl41 AT5G42230 1.05 0.07 0.65 0.537201 0.707398 -7.12
266651_at putative casein kinase I --- AT2G25760 -1.06 -0.08 -0.65 0.537195 0.707398 -7.12
246478_at putative protein several hypothetical pr--- AT5G15980 1.05 0.07 0.65 0.537259 0.707405 -7.12



247616_at  putative protein various predicted prot --- AT5G60260 -1.05 -0.07 -0.65 0.537268 0.707405 -7.12
258986_at  putative heat shock protein similar to h--- AT3G08910 -1.06 -0.08 -0.65 0.53737 0.707416 -7.12
263814_at putative TNP2-like transposon protein --- --- -1.05 -0.07 -0.65 0.537319 0.707416 -7.12
260216_at hypothetical protein contains Pfam pro --- AT1G74580 -1.05 -0.07 -0.65 0.537366 0.707416 -7.12
254323_at  putative protein auxin-induced protein --- AT4G22620 -1.13 -0.17 -0.65 0.537447 0.707477 -7.12
261001_at hypothetical protein similar to hypothet --- AT1G26530 -1.06 -0.09 -0.65 0.537578 0.707537 -7.12
266233_at putative phloem-specific lectin AtPP2-B8 AT2G02340 1.04 0.06 0.65 0.53763 0.707537 -7.12
248054_at unknown protein --- AT5G55820 -1.07 -0.10 -0.65 0.537648 0.707537 -7.12
252819_at putative protein several hypothetical pr--- --- 1.04 0.06 0.65 0.537642 0.707537 -7.12
250398_at  putative protein predicted proteins, Ara--- AT5G11000 1.11 0.15 0.65 0.537575 0.707537 -7.12
266507_at  unknown protein EST matches on the --- AT2G47860 1.05 0.07 0.65 0.537685 0.707546 -7.12
248682_at cytochrome b5 (dbj|BAA74840.1)  ; supCB5-D AT5G48810 1.05 0.07 0.65 0.537806 0.707634 -7.12
267282_at unknown protein  ; supported by cDNA--- AT2G19390 1.06 0.08 0.65 0.537814 0.707634 -7.12
253591_at  putative protein hypothetical protein, SMUS81 AT4G30870 1.08 0.11 0.65 0.537856 0.707648 -7.12
255597_at hypothetical protein --- AT4G01730 1.06 0.08 0.65 0.537999 0.707795 -7.12
267283_at Mutator-like transposase similar to MU--- --- -1.04 -0.06 -0.65 0.538051 0.707823 -7.12
258539_at  putative RNA-binding protein contains--- AT3G06970 1.05 0.07 0.65 0.538208 0.707958 -7.12
246857_at putative protein --- AT5G25920 1.06 0.08 0.65 0.538216 0.707958 -7.12
264419_s_ hypothetical protein contains similarity --- AT1G43310 / 1.14 0.19 0.65 0.538248 0.707959 -7.12
266029_at putative serine carboxypeptidase II scpl38 AT2G05850 -1.05 -0.08 -0.65 0.538312 0.707966 -7.12
263506_s_ hypothetical protein --- --- 1.07 0.09 0.65 0.538351 0.707966 -7.12
265140_at  F-box protein family, AtFBX11 contain--- AT1G51320 -1.05 -0.07 -0.65 0.538365 0.707966 -7.12
248662_at unknown protein --- AT5G48690 -1.05 -0.07 -0.65 0.538408 0.707966 -7.12
257745_at unknown protein  ;supported by full-len--- AT3G29240 1.16 0.21 0.65 0.538408 0.707966 -7.12
245044_at unknown protein Alternative splice form--- AT2G26500 1.04 0.06 0.65 0.538471 0.708008 -7.12
252146_at  putative protein steroid sulfotransferas--- AT3G51210 1.04 0.06 0.65 0.53855 0.708071 -7.12
260564_at putative small nuclear ribonucleoprotei --- AT2G43810 -1.06 -0.09 -0.65 0.538639 0.708147 -7.12
257679_at  glycine-rich protein, putative identical GRP5 AT3G20470 -1.18 -0.24 -0.65 0.53898 0.708513 -7.12
246081_s_  myosin-like protein unconventional my--- AT5G20470 / 1.08 0.11 0.65 0.538966 0.708513 -7.12
256836_at  pyruvate kinase, putative similar to py PKP-ALPHA AT3G22960 -1.07 -0.09 -0.65 0.539292 0.708869 -7.12
266408_at putative retroelement pol polyprotein --- --- -1.06 -0.09 -0.65 0.539312 0.708869 -7.12
248065_at putative protein similar to unknown pro--- AT5G55580 1.07 0.10 0.65 0.539517 0.708974 -7.12
246680_at putative protein predicted proteins - Ar --- --- -1.06 -0.08 -0.65 0.539465 0.708974 -7.12
257068_at  non-LTR reverse transcriptase, putativ--- --- 1.04 0.06 0.65 0.539511 0.708974 -7.12
259716_at unknown protein --- AT1G60995 / -1.07 -0.10 -0.65 0.539461 0.708974 -7.12



260802_at  exopolygalacturonase, putative simila --- AT1G78400 -1.04 -0.06 -0.65 0.539697 0.70917 -7.12
265741_at putative membrane transporter  ; supp --- AT2G01320 -1.10 -0.14 -0.65 0.539739 0.709185 -7.12
260521_at putative villin 2 VLN2 AT2G41740 -1.08 -0.12 -0.65 0.540067 0.709493 -7.12
261799_at unknown protein contains similarity to c--- AT1G30473 1.07 0.10 0.65 0.540053 0.709493 -7.12
256907_at  hydoxyethylthiazole kinase, putative s --- AT3G24030 -1.08 -0.11 -0.65 0.540044 0.709493 -7.12
259344_at  putative polynucleotide phosphorylaseRIF10 AT3G03710 1.06 0.09 0.65 0.540151 0.709562 -7.12
263282_at Expressed protein ; supported by full-le--- AT2G14095 -1.05 -0.07 -0.65 0.540259 0.709637 -7.12
252638_at  acyl CoA reductase - protein acyl CoAFAR4 AT3G44540 -1.06 -0.09 -0.65 0.54027 0.709637 -7.12
252093_at  putative protein predicted protein, Ory --- AT3G51500 1.06 0.08 0.64 0.540438 0.709653 -7.12
247144_at DOF zinc finger protein-like --- AT5G65590 1.08 0.11 0.64 0.540397 0.709653 -7.12
256688_at  non-LTR reverse transcriptase, putativ--- AT3G32130 -1.05 -0.06 -0.64 0.540407 0.709653 -7.12
256138_at  Nt-gh3 deduced protein, putative simil --- AT1G48670 1.07 0.10 0.64 0.540405 0.709653 -7.12
246530_at Expressed protein ; supported by full-le--- AT5G15725 1.05 0.07 0.64 0.54043 0.709653 -7.12
248277_at ABC transporter-like protein --- AT5G52860 1.07 0.09 0.64 0.540476 0.709663 -7.12
258618_at Expressed protein ; supported by cDNAGASA5 AT3G02885 -1.07 -0.09 -0.64 0.540523 0.709683 -7.12
249888_s_ zinc finger protein-like  ; supported by f--- AT5G22480 / 1.05 0.08 0.64 0.540596 0.709697 -7.12
263944_at hypothetical protein predicted by genef--- --- 1.04 0.06 0.64 0.540592 0.709697 -7.12
265160_at unknown protein similar to EST gb|AA3--- AT1G31050 -1.07 -0.09 -0.64 0.540801 0.709925 -7.12
262936_at hypothetical protein similar to putative ATCHX2 AT1G79400 1.07 0.10 0.64 0.540904 0.71002 -7.12
254240_at Expressed protein ; supported by full-leSP1L5 AT4G23496 -1.05 -0.07 -0.64 0.540937 0.710023 -7.12
265497_at putative non-LTR retroelement reverse--- --- 1.13 0.17 0.64 0.540973 0.710029 -7.12
263791_at putative plasma membrane proton ATPAHA5 AT2G24520 1.09 0.12 0.64 0.541019 0.710049 -7.12
260660_at hypothetical protein contains Pfam pro --- AT1G19485 1.07 0.09 0.64 0.541235 0.710099 -7.12
261059_at  transcription factor TINY, putative sim --- AT1G01250 1.07 0.10 0.64 0.541123 0.710099 -7.12
251171_at putative protein several hypothetical pr--- AT3G63220 1.04 0.06 0.64 0.541201 0.710099 -7.12
261870_at  nuclear transport factor 2, putative simNTL AT1G11570 -1.06 -0.08 -0.64 0.541244 0.710099 -7.12
259796_at hypothetical protein predicted by gene --- --- -1.06 -0.09 -0.64 0.541194 0.710099 -7.12
245542_at CONSTANS like protein --- AT4G15250 1.05 0.08 0.64 0.541214 0.710099 -7.12
253517_at  predicted protein hypothetical protein --- AT4G31390 1.07 0.10 0.64 0.541497 0.710389 -7.12
262186_at hypothetical protein --- AT1G77960 1.12 0.16 0.64 0.541997 0.711005 -7.13
263975_at hypothetical protein predicted by genef--- AT2G42710 1.06 0.08 0.64 0.542129 0.711022 -7.13
252883_at  GTP-binding - like protein GTP-bindin --- AT4G39520 1.07 0.10 0.64 0.542135 0.711022 -7.13
261542_at unknown protein contains Pfam profile --- AT1G63560 1.06 0.08 0.64 0.542127 0.711022 -7.13
249117_at heat shock transcription factor-like protAT-HSFA6A AT5G43840 -1.05 -0.07 -0.64 0.542087 0.711022 -7.13
249773_at squalene monooxygenase 2 (squaleneSQP2 AT5G24140 -1.05 -0.07 -0.64 0.542179 0.711027 -7.13



263198_at  lipase, putative similar to lipase GI:114GLIP3 AT1G53990 1.07 0.10 0.64 0.542224 0.711027 -7.13
266454_at putative bHLH transcription factor --- AT2G22750 1.05 0.08 0.64 0.542232 0.711027 -7.13
250523_at putative protein strong similarity to unk--- AT5G08510 -1.04 -0.06 -0.64 0.542477 0.711266 -7.13
261314_at putative GTP-binding protein similar to --- AT1G52980 -1.08 -0.11 -0.64 0.542449 0.711266 -7.13
247211_at unknown protein  ; supported by full-le --- AT5G64880 -1.10 -0.14 -0.64 0.542554 0.711327 -7.13
245498_at hypothetical protein --- AT4G16470 -1.05 -0.06 -0.64 0.542595 0.711333 -7.13
260021_at unknown protein --- AT1G30010 1.09 0.13 0.64 0.542621 0.711333 -7.13
250871_at putative protein --- AT5G03930 1.06 0.08 0.64 0.542823 0.711516 -7.13
266966_at hypothetical protein predicted by gensc--- AT2G39520 1.04 0.05 0.64 0.542817 0.711516 -7.13
248260_at putative protein similar to unknown pro--- AT5G53240 1.05 0.07 0.64 0.542881 0.711551 -7.13
265655_at unknown protein contains weak PHD z--- AT2G13920 -1.05 -0.07 -0.64 0.543025 0.711699 -7.13
259993_at unknown protein --- AT1G67960 1.06 0.08 0.64 0.543146 0.711816 -7.13
247463_at  embryo-specific protein - like embryo- --- AT5G62210 -1.06 -0.08 -0.64 0.543302 0.711951 -7.13
257015_at hypothetical protein predicted by gene --- AT3G28680 -1.06 -0.08 -0.64 0.543311 0.711951 -7.13
266586_s_ putative protein --- --- 1.04 0.06 0.64 0.543606 0.712296 -7.13
256462_at hypothetical protein predicted by gene --- AT1G36230 -1.06 -0.08 -0.64 0.543776 0.712479 -7.13
257958_at unknown protein similar to disease res --- AT3G25510 1.06 0.08 0.64 0.54394 0.712652 -7.13
246291_at hypothetical protein  ; supported by ful --- AT3G56820 1.06 0.08 0.64 0.544019 0.712714 -7.13
265493_at unknown protein predicted by genscan--- AT2G15670 -1.05 -0.07 -0.64 0.544053 0.712718 -7.13
259732_at putative replication factor C similar to r --- AT1G77470 1.06 0.08 0.64 0.544145 0.712749 -7.13
250579_at  putative protein terminal ear1, Zea maMCT2 AT5G07930 -1.05 -0.07 -0.64 0.544147 0.712749 -7.13
264030_at putative steroid sulfotransferase --- AT2G03770 1.06 0.09 0.64 0.544194 0.712749 -7.13
267531_at putative calcium-dependent protein kinCPK14 AT2G41860 1.05 0.07 0.64 0.544202 0.712749 -7.13
245512_at hypothetical protein --- AT4G15770 1.08 0.12 0.64 0.544287 0.71282 -7.13
252142_at  putative protein hypothetical protein F --- AT3G51120 1.06 0.09 0.64 0.544384 0.712906 -7.13
266618_at unknown protein --- AT2G35480 -1.13 -0.17 -0.64 0.544452 0.712955 -7.13
250009_at  putative protein nuclear FMRP interac--- AT5G18440 1.11 0.16 0.64 0.544844 0.713304 -7.13
260624_at  high-affinity nitrate transporter ACH2 i NRT2.2 AT1G08100 -1.08 -0.11 -0.64 0.544781 0.713304 -7.13
253584_at putative protein several hypothetical pr--- AT4G30700 -1.05 -0.07 -0.64 0.544809 0.713304 -7.13
250572_at putative protein MIR834A --- 1.07 0.10 0.64 0.544814 0.713304 -7.13
253506_at  putative protein EREBP-4 homolog, A --- AT4G31980 1.09 0.12 0.64 0.544926 0.713337 -7.13
258803_at unknown protein similar to elicitor resp WRKY39 AT3G04670 1.05 0.08 0.64 0.544932 0.713337 -7.13
248826_at casein kinase II beta chain ; supportedCKB1 AT5G47080 1.07 0.09 0.64 0.544993 0.713376 -7.13
248087_at unknown protein --- AT5G55060 -1.04 -0.06 -0.64 0.545109 0.713487 -7.13
252094_at multicatalytic endopeptidase complex  PAD1 AT3G51260 -1.08 -0.11 -0.64 0.54522 0.713555 -7.13



248539_at ribitol dehydrogenase-like  ; supported --- AT5G50130 -1.06 -0.09 -0.64 0.545295 0.713555 -7.13
255049_at gibberellin-regulated protein GASA2 prGASA2 AT4G09610 -1.04 -0.06 -0.64 0.545302 0.713555 -7.13
263463_at putative ARI-like RING zinc finger prote--- AT2G31770 -1.04 -0.06 -0.64 0.545225 0.713555 -7.13
251385_at  putative protein various predicted prot --- AT3G60790 -1.05 -0.08 -0.64 0.545318 0.713555 -7.13
254715_at  putative protein hypothetical protein, S--- AT4G13550 -1.08 -0.11 -0.64 0.545532 0.713785 -7.13
252316_at  putative protein PrMC3 - Pinus radiataATCXE13 AT3G48700 1.05 0.07 0.64 0.545556 0.713785 -7.13
256211_at  gibberellin 20-oxidase, putative simila GA2OX7 AT1G50960 -1.04 -0.06 -0.64 0.54563 0.713841 -7.13
267003_at hypothetical protein predicted by genef--- AT2G34340 -1.05 -0.07 -0.64 0.54584 0.714034 -7.13
249102_at patatin-like protein --- AT5G43590 1.04 0.06 0.64 0.545839 0.714034 -7.13
258041_at Expressed protein ; supported by full-leZML1 AT3G21175 1.05 0.08 0.64 0.546042 0.714249 -7.13
263872_at putative cellulose synthase catalytic suCESA9 AT2G21770 -1.06 -0.08 -0.64 0.546128 0.714249 -7.13
259744_at putative ketoacyl-CoA synthase similarKCS7 AT1G71160 -1.05 -0.07 -0.64 0.54615 0.714249 -7.13
248740_at putative protein contains similarity to b --- AT5G48130 1.07 0.10 0.64 0.546132 0.714249 -7.13
263357_s_ Mutator-like transposase similar to  MU--- --- -1.05 -0.06 -0.64 0.546161 0.714249 -7.13
252035_at  beta-ketoacyl-CoA synthase like proteKCS15 AT3G52160 1.06 0.09 0.64 0.546391 0.714509 -7.13
245378_at GLABRA2 like protein HDG4 AT4G17710 -1.05 -0.06 -0.63 0.546457 0.714554 -7.13
267271_at hypothetical protein predicted by genscATHB21 AT2G02540 -1.05 -0.07 -0.63 0.546639 0.714719 -7.13
247353_at alcohol dehydrogenase-like protein  ;su--- AT5G63620 1.06 0.09 0.63 0.546646 0.714719 -7.13
259263_at putative UDP-glucose 6-dehydrogenas--- AT3G01010 -1.05 -0.07 -0.63 0.54678 0.714813 -7.13
254974_at  putative flavanone 3-beta-hydroxylase--- AT4G10490 -1.05 -0.06 -0.63 0.546769 0.714813 -7.13
262561_at  late embryogenesis abundant protein --- AT1G34340 -1.05 -0.07 -0.63 0.546828 0.714834 -7.13
259580_at  oxidoreductase, putative contains Pfa --- AT1G28030 -1.07 -0.09 -0.63 0.546894 0.71488 -7.13
265099_at  unknown protein Location of EST 248 --- AT1G03990 -1.14 -0.19 -0.63 0.546941 0.7149 -7.13
259842_at  phosphoethanolamine N-methyltransfeCPuORF32 AT1G73600 / 1.45 0.53 0.63 0.547066 0.715022 -7.13
262293_at  heat-shock protein 90, putative identic--- AT1G27640 -1.08 -0.11 -0.63 0.547126 0.71506 -7.13
267329_at hypothetical protein --- AT2G19250 1.05 0.07 0.63 0.547178 0.715088 -7.13
247969_at putative protein similar to unknown pro--- AT5G56700 -1.09 -0.12 -0.63 0.547454 0.715406 -7.13
256764_at hypothetical protein predicted by gensc--- AT3G29310 -1.07 -0.09 -0.63 0.547497 0.715421 -7.13
254386_at peroxidase prxr1  ;supported by full-lenPRXR1 AT4G21960 1.11 0.14 0.63 0.547569 0.715476 -7.13
267091_at Expressed protein ; supported by full-le--- AT2G38185 1.08 0.11 0.63 0.547603 0.715478 -7.13
254855_s_  putative protein other predicted protein--- AT4G12140 / 1.06 0.09 0.63 0.547709 0.715577 -7.13
245946_at  putative protein glyoxal oxidase precu --- AT5G19580 1.07 0.09 0.63 0.547755 0.715595 -7.13
248915_at putative protein strong similarity to unk--- AT5G45690 1.06 0.08 0.63 0.547891 0.715731 -7.13
245091_at unknown protein --- AT2G40910 1.05 0.08 0.63 0.547925 0.715735 -7.13
256467_at  copia-type polyprotein, putative simila --- --- -1.05 -0.07 -0.63 0.548109 0.715926 -7.13



255149_at KNAT1 homeobox-like protein KNAT1 AT4G08150 1.06 0.08 0.63 0.548133 0.715926 -7.13
251830_at phosphoribosylformylglycinamidine cycPUR5 AT3G55010 1.10 0.13 0.63 0.548231 0.715929 -7.13
257787_at  actin related protein, putative similar toARP2 AT3G27000 -1.04 -0.06 -0.63 0.548193 0.715929 -7.13
254648_at  lipase-like protein Pn47p, Ipomoea nil --- AT4G18550 -1.05 -0.07 -0.63 0.548217 0.715929 -7.13
248039_at putative protein similar to unknown pro--- AT5G55950 -1.04 -0.06 -0.63 0.548271 0.715941 -7.13
260586_at unknown protein predicted by genefind--- AT2G43630 -1.06 -0.08 -0.63 0.54836 0.716016 -7.13
265035_at hypothetical protein contains Pfam pro --- AT1G61620 1.06 0.08 0.63 0.548631 0.716329 -7.13
252817_at putative protein hypothetical proteins - --- --- 1.06 0.09 0.63 0.548804 0.716499 -7.13
254005_at  subtilisin-like serine protease containsUNE17 AT4G26330 -1.07 -0.10 -0.63 0.548824 0.716499 -7.13
260480_at Ser/Thr kinase  ;supported by full-lengtSNRK2.4 AT1G10940 1.04 0.06 0.63 0.548946 0.716535 -7.13
254075_at DRE CRT-binding protein DREB1C invCBF2 AT4G25470 -1.09 -0.13 -0.63 0.548886 0.716535 -7.13
257491_at  hypothetical protein predicted by gene--- AT1G06170 -1.04 -0.06 -0.63 0.548933 0.716535 -7.13
252505_at  dehydrogenase -like protein alcohol de--- AT3G46170 1.06 0.08 0.63 0.549108 0.716706 -7.13
266903_at hypothetical protein predicted by genscMEE21 AT2G34570 1.05 0.06 0.63 0.549153 0.716723 -7.13
265792_at predicted by genscan and genefinder --- AT2G01390 -1.06 -0.08 -0.63 0.549269 0.716751 -7.13
264143_at  latex-abundant protein, putative similaATMC5 AT1G79330 -1.05 -0.07 -0.63 0.549262 0.716751 -7.13
261726_at putative auxin-independent growth pro --- AT1G76270 -1.09 -0.13 -0.63 0.549226 0.716751 -7.13
252754_at  putative protein hypothetical protein re--- --- 1.09 0.13 0.63 0.549555 0.716877 -7.13
245672_at  polygalacturonase, putative similar to --- AT1G56710 1.07 0.10 0.63 0.549584 0.716877 -7.13
257544_at putative DNA-binding protein similar to --- AT3G20880 1.06 0.09 0.63 0.549556 0.716877 -7.13
255524_at hypothetical protein similar to pectines ATPMEPCR AT4G02330 1.27 0.34 0.63 0.549486 0.716877 -7.13
263830_at hypothetical protein predicted by genef--- AT2G40260 -1.05 -0.07 -0.63 0.549428 0.716877 -7.13
254175_at  putative protein CGI-82 protein - Hom --- AT4G24050 -1.05 -0.07 -0.63 0.549529 0.716877 -7.13
257616_at hypothetical protein contains Pfam pro --- AT3G26540 -1.07 -0.09 -0.63 0.549561 0.716877 -7.13
265834_at hypothetical protein predicted by gensc--- AT2G14410 -1.04 -0.06 -0.63 0.549874 0.717214 -7.13
247847_at  putative protein predicted proteins, Ho--- AT5G58110 1.08 0.11 0.63 0.550182 0.717574 -7.13
248456_at putative protein similar to unknown pro--- AT5G51380 -1.04 -0.06 -0.63 0.550446 0.717877 -7.13
258556_at UDP-glucose:sterol glucosyltransferas --- AT3G07020 1.06 0.08 0.63 0.550502 0.717909 -7.14
253154_at  putative protein predicted protein, Ara --- AT4G35710 1.06 0.08 0.63 0.550546 0.717925 -7.14
255126_at  putative protein hypothetical protein ss--- AT4G08270 -1.04 -0.06 -0.63 0.550597 0.717951 -7.14
258881_at unknown protein  ; supported by full-le --- AT3G06310 1.05 0.08 0.63 0.55093 0.718026 -7.14
246103_at putative protein AN3 AT5G28640 1.04 0.06 0.63 0.55079 0.718026 -7.14
245306_at Expressed protein ; supported by full-leELIP2 AT4G14690 1.06 0.09 0.63 0.550932 0.718026 -7.14
265774_at hypothetical protein predicted by gensc--- AT2G07240 -1.07 -0.10 -0.63 0.551053 0.718026 -7.14
257380_at hypothetical protein predicted by genef--- AT2G28090 -1.06 -0.08 -0.63 0.550721 0.718026 -7.14



265782_at putative two-component response regu--- AT2G07440 -1.05 -0.08 -0.63 0.550854 0.718026 -7.14
255642_at hypothetical protein iqd17 AT4G00820 1.09 0.12 0.63 0.550822 0.718026 -7.14
258543_at unknown protein --- AT3G06870 -1.06 -0.08 -0.63 0.550775 0.718026 -7.14
253554_at  putative protein predicted protein, Cae--- AT4G30940 -1.08 -0.11 -0.63 0.550857 0.718026 -7.14
246121_at  putative protein motif in PGPS/D10 - P--- AT5G20370 1.06 0.08 0.63 0.55103 0.718026 -7.14
266890_at acyl carrier protein identical to GB:L23 MTACP-1 AT2G44620 -1.06 -0.09 -0.63 0.551064 0.718026 -7.14
253056_at SHORT-ROOT (SHR) SHR AT4G37650 -1.09 -0.13 -0.63 0.550988 0.718026 -7.14
262597_at  unknown protein Strong similarity to g --- AT1G15470 -1.07 -0.10 -0.63 0.550976 0.718026 -7.14
250826_at unknown protein ; supported by cDNA:--- AT5G05220 -1.05 -0.08 -0.63 0.551355 0.718077 -7.14
264567_s_ putative peroxidase ATP12a Strong sim--- AT1G05240 / -1.06 -0.08 -0.63 0.551331 0.718077 -7.14
250373_at putative protein --- AT5G11470 -1.04 -0.06 -0.63 0.551285 0.718077 -7.14
265631_at putative helicase --- --- -1.04 -0.06 -0.63 0.551257 0.718077 -7.14
266659_at putative poly(A) polymerase  ; supporte--- AT2G25850 -1.05 -0.07 -0.63 0.551234 0.718077 -7.14
264842_at hypothetical protein predicted by gensc--- AT1G03700 1.04 0.06 0.63 0.55117 0.718077 -7.14
252684_at  disease resistence - like protein RPP1--- AT3G44400 1.05 0.07 0.63 0.551247 0.718077 -7.14
262869_s_  putative protein predicted protein, CaeGTG1 AT1G64990 / -1.06 -0.09 -0.63 0.551309 0.718077 -7.14
263071_at putative retroelement pol polyprotein --- --- 1.05 0.07 0.63 0.551421 0.718081 -7.14
256035_at Ran-binding protein (atranbp1a) identicSIRANBP AT1G07140 1.06 0.08 0.63 0.551396 0.718081 -7.14
263479_x_ hypothetical protein predicted by gensc--- --- 1.05 0.07 0.63 0.551494 0.718136 -7.14
256926_at hypothetical protein predicted by gene --- AT3G22540 -1.07 -0.10 -0.63 0.55177 0.718454 -7.14
258013_at unknown protein --- AT3G19320 -1.07 -0.09 -0.63 0.551813 0.718469 -7.14
257320_at hypothetical protein --- AT2G07749 1.06 0.08 0.63 0.551892 0.71853 -7.14
260527_at unknown protein  ;supported by full-len--- AT2G47270 1.20 0.26 0.63 0.551989 0.718535 -7.14
257742_at hypothetical protein predicted by gene SDH2-1 AT3G27380 1.05 0.07 0.63 0.55198 0.718535 -7.14
254782_at  putative calmodulin calmodulin - ChlamUNE14 AT4G12860 1.06 0.08 0.63 0.551931 0.718535 -7.14
246415_at  putative protein (fragment) predicted p--- AT5G17160 1.08 0.11 0.63 0.552219 0.718793 -7.14
266075_s_ unknown protein --- AT2G40710 / 1.06 0.09 0.63 0.552259 0.718804 -7.14
261380_at hypothetical protein predicted by gene --- AT1G05400 -1.07 -0.10 -0.63 0.552356 0.718889 -7.14
262439_at hypothetical protein identical to hypoth --- AT1G47730 -1.04 -0.06 -0.63 0.552394 0.718897 -7.14
251011_at  putative protein histone H2A, garden pHTA12 AT5G02560 -1.05 -0.06 -0.63 0.552436 0.71891 -7.14
247649_at  KED - like protein KED, Nicotiana taba--- AT5G60030 -1.06 -0.08 -0.63 0.552478 0.718924 -7.14
247112_at unknown protein --- AT5G65950 1.05 0.08 0.62 0.552584 0.718925 -7.14
245782_at  60S ribosomal protein (fragment), puta--- AT1G35200 -1.07 -0.10 -0.63 0.552532 0.718925 -7.14
263901_at unknown protein  ;supported by full-len--- AT2G36320 -1.07 -0.10 -0.62 0.552604 0.718925 -7.14
254165_at  putative protein hypothetical protein - --- AT4G24330 -1.07 -0.10 -0.63 0.552559 0.718925 -7.14



258322_at putative selenocysteine methyltransfer HMT3 AT3G22740 1.17 0.23 0.62 0.552675 0.718943 -7.14
248210_at ethylene-forming-enzyme-like dioxygen--- AT5G54000 1.05 0.07 0.62 0.552682 0.718943 -7.14
246804_at putative protein --- --- -1.04 -0.06 -0.62 0.552784 0.719035 -7.14
263050_at unknown protein  ; supported by cDNAATVPS11 AT2G05170 -1.05 -0.07 -0.62 0.552853 0.719084 -7.14
251932_at pasticcino 1  ; supported by cDNA: gi_ PAS1 AT3G54010 -1.05 -0.07 -0.62 0.552937 0.719091 -7.14
265925_at hypothetical protein predicted by gensc--- AT2G18610 1.05 0.07 0.62 0.55295 0.719091 -7.14
250260_at putative protein contains similarity to u --- AT5G13810 -1.06 -0.08 -0.62 0.552953 0.719091 -7.14
251694_s_  putative protein NAM (no apical meris anac063 AT3G55210 / -1.04 -0.06 -0.62 0.553034 0.719115 -7.14
249180_at 26S proteasome AAA-ATPase subunit RPT4A AT5G43010 -1.07 -0.10 -0.62 0.553013 0.719115 -7.14
248757_at putative protein contains similarity to u --- AT5G47680 1.04 0.06 0.62 0.553067 0.719116 -7.14
263916_at hypothetical protein predicted by gensc--- AT2G36440 -1.05 -0.08 -0.62 0.553114 0.719136 -7.14
265613_at putative DnaJ protein  ; supported by c--- AT2G25560 -1.06 -0.09 -0.62 0.553257 0.719241 -7.14
245070_at metallothionein-like protein identical to --- AT2G23240 -1.07 -0.09 -0.62 0.553258 0.719241 -7.14
265489_at hypothetical protein predicted by gensc--- AT2G15640 1.07 0.10 0.62 0.553307 0.719243 -7.14
247426_at putative protein contains similarity to ca--- AT5G62570 1.10 0.14 0.62 0.553322 0.719243 -7.14
250717_at putative protein similar to unknown pro--- AT5G06200 -1.07 -0.09 -0.62 0.553358 0.719249 -7.14
263173_at hypothetical protein predicted by gene BRX-LIKE3 AT1G54180 -1.04 -0.06 -0.62 0.553395 0.719256 -7.14
256056_at hypothetical protein contains similarity --- AT1G07190 1.04 0.06 0.62 0.553722 0.719572 -7.14
267394_s_ putative cellulase AtGH9B9 AT2G44540 / -1.05 -0.08 -0.62 0.553764 0.719572 -7.14
245452_at retrotransposon like protein --- --- -1.04 -0.06 -0.62 0.553737 0.719572 -7.14
245021_at PSII component --- --- -1.07 -0.09 -0.62 0.553691 0.719572 -7.14
252958_at putative transcription factor (MYB4)  ; sMYB4 AT4G38620 1.14 0.19 0.62 0.554204 0.719917 -7.14
263462_at similar to Ariadne protein from DrosophARI11 AT2G31780 -1.05 -0.07 -0.62 0.554195 0.719917 -7.14
265891_at putative thionin --- AT2G15010 1.05 0.07 0.62 0.554219 0.719917 -7.14
259183_at hypothetical protein similar to putative --- AT3G01580 1.07 0.10 0.62 0.554207 0.719917 -7.14
264666_at hypothetical protein Similar to N. tabac--- AT1G09680 -1.07 -0.09 -0.62 0.554157 0.719917 -7.14
252782_at  putative protein predicted proteins, Ara--- --- 1.04 0.06 0.62 0.55419 0.719917 -7.14
258231_at hypothetical protein contains Pfam pro RCK AT3G27730 -1.04 -0.06 -0.62 0.554329 0.719977 -7.14
250781_at DREB2A (dbj|BAA33794.1)  ; supporteDREB2A AT5G05410 1.10 0.14 0.62 0.554323 0.719977 -7.14
265209_at putative DNA binding protein with hom ATHB22 AT2G36610 1.04 0.06 0.62 0.554508 0.720169 -7.14
264430_at  cineole synthase, putative similar to 1 TPS14 AT1G61680 -1.05 -0.07 -0.62 0.554636 0.720294 -7.14
257601_at hypothetical protein predicted by gene --- AT3G24820 1.05 0.06 0.62 0.554763 0.720336 -7.14
257691_at hypothetical protein predicted by gene FLA14 AT3G12660 1.07 0.10 0.62 0.554703 0.720336 -7.14
257921_at  hypothetical protein contains Pfam pro--- AT3G23270 1.04 0.06 0.62 0.554743 0.720336 -7.14
260780_at  valyl-tRNA synthetase, putative simila TWN2 AT1G14610 -1.04 -0.06 -0.62 0.55491 0.720486 -7.14



256389_at hypothetical protein predicted by genef--- AT3G06220 1.05 0.07 0.62 0.555103 0.720683 -7.14
255769_at hypothetical protein predicted by gene --- AT1G18610 -1.05 -0.07 -0.62 0.555125 0.720683 -7.14
263620_at hypothetical protein predicted by gensc--- --- -1.05 -0.07 -0.62 0.555452 0.721066 -7.14
247916_at adenosylmethionine-8-amino-7-oxononBIO1 AT5G57590 -1.05 -0.07 -0.62 0.55553 0.721085 -7.14
256208_at hypothetical protein predicted by gene --- AT1G50930 1.04 0.05 0.62 0.555514 0.721085 -7.14
245312_at Expressed protein ; supported by full-le--- AT4G14600 -1.07 -0.09 -0.62 0.555603 0.721139 -7.14
263372_at 60S ribosomal protein L14  ;supported --- AT2G20450 -1.12 -0.16 -0.62 0.555726 0.721217 -7.14
257049_at hypothetical protein predicted by gensc--- AT3G15250 1.07 0.09 0.62 0.555713 0.721217 -7.14
263631_at unknown protein  ; supported by full-le --- AT2G04900 1.04 0.06 0.62 0.555765 0.721226 -7.14
252063_at  lipid transfer protein-like protein lipid trLTP12 AT3G51590 -1.05 -0.07 -0.62 0.555917 0.721383 -7.14
264863_at  putative peroxidase similar to peroxida--- AT1G24110 -1.06 -0.08 -0.62 0.556058 0.721525 -7.14
254455_at hypothetical protein --- AT4G21140 1.08 0.11 0.62 0.556173 0.721592 -7.14
249656_at putative protein hypothetical proteins - --- AT5G37130 1.04 0.06 0.62 0.556154 0.721592 -7.14
264145_at  latex-abundant protein, putative similaAtMC7 AT1G79310 1.04 0.06 0.62 0.556278 0.721688 -7.14
250682_x_ putative protein similar to unknown pro--- AT5G06630 -1.12 -0.17 -0.62 0.556337 0.721722 -7.14
250147_at  putative protein predicted proteins, Dr --- AT5G14600 -1.08 -0.11 -0.62 0.556515 0.721871 -7.14
261968_at  disease resistance protein RPP1-WsB--- AT1G65850 1.04 0.06 0.62 0.556499 0.721871 -7.14
261321_at hypothetical protein predicted by gene --- AT1G44740 -1.05 -0.07 -0.62 0.556629 0.721897 -7.14
254138_at hypothetical protein --- AT4G24950 -1.05 -0.07 -0.62 0.556617 0.721897 -7.14
250630_at hypothetical protein --- AT5G07400 1.06 0.09 0.62 0.556569 0.721897 -7.14
263908_at hypothetical protein predicted by genef--- AT2G36480 -1.05 -0.07 -0.62 0.556697 0.721943 -7.14
261914_at  dirigent protein, putative similar to dirig--- AT1G65870 -1.07 -0.10 -0.62 0.556827 0.72203 -7.14
258749_at hypothetical protein predicted by gensc--- AT3G05760 -1.06 -0.08 -0.62 0.556814 0.72203 -7.14
266724_at hypothetical protein predicted by gensc--- AT2G03180 1.04 0.06 0.62 0.556925 0.722115 -7.14
258849_at putative UDP-glucose pyrophosphorylaUGP AT3G03250 -1.07 -0.09 -0.62 0.557085 0.7222 -7.14
265887_at biotin holocarboxylase synthetase idenHCS1 AT2G25710 -1.06 -0.09 -0.62 0.55706 0.7222 -7.14
264359_at hypothetical protein predicted by genef--- AT1G03320 1.06 0.08 0.62 0.557075 0.7222 -7.14
262540_at hypothetical protein predicted by gene --- AT1G34260 -1.08 -0.12 -0.62 0.557135 0.722224 -7.14
259339_at putative adenylylsulfate kinase similar --- AT3G03900 1.07 0.09 0.62 0.557322 0.722425 -7.14
262358_at  mandelonitrile lyase, putative similar to--- AT1G73050 1.06 0.08 0.62 0.557411 0.7225 -7.14
260523_at putative salt-inducible protein EMB2654 AT2G41720 1.07 0.10 0.62 0.557632 0.722744 -7.14
248301_at DnaJ protein-like --- AT5G53150 1.05 0.06 0.62 0.557752 0.722859 -7.14
260177_at hypothetical protein predicted by gensc--- AT1G70650 -1.08 -0.11 -0.62 0.558 0.723139 -7.14
251735_at  putative protein ferritin 2 precursor - VATFER3 AT3G56090 1.12 0.17 0.62 0.558124 0.723259 -7.14
265952_at unknown protein supported by cDNA: g--- AT2G37478 / -1.05 -0.07 -0.62 0.558213 0.723333 -7.14



252705_at  putative protein predicted proteins, Ara--- --- 1.07 0.09 0.62 0.558272 0.723369 -7.14
261876_at pirin-like protein similar to pirin GB:AAF--- AT1G50590 1.14 0.18 0.62 0.558357 0.723438 -7.14
257845_at unknown protein GC donor splice site a--- AT3G28430 1.05 0.07 0.62 0.558404 0.723457 -7.14
255664_at putative protein --- AT4G00440 -1.04 -0.06 -0.62 0.558455 0.723483 -7.14
257069_at hypothetical protein predicted by gensc--- AT3G28170 -1.05 -0.06 -0.62 0.558516 0.72352 -7.14
259754_at hypothetical protein predicted by gensc--- AT1G71090 1.05 0.08 0.62 0.558625 0.723614 -7.14
258492_at unknown protein --- AT3G02390 -1.05 -0.06 -0.62 0.558683 0.723614 -7.14
245601_at hypothetical protein --- AT4G14240 -1.06 -0.08 -0.62 0.558673 0.723614 -7.14
263063_s_ putative peroxidase --- AT2G18140 / 1.08 0.11 0.62 0.558765 0.723638 -7.14
262723_at hypothetical protein predicted by gene --- AT1G43630 -1.07 -0.09 -0.62 0.558758 0.723638 -7.14
247056_at SWI2/SNF2-like protein (gb|AAD28303CHR1 AT5G66750 -1.05 -0.07 -0.61 0.558981 0.723877 -7.14
264579_at Expressed protein ; supported by full-le--- AT1G05205 1.07 0.10 0.61 0.559103 0.723993 -7.14
265027_at putative ribonuclease III similar to ESTNFD2 AT1G24450 -1.07 -0.09 -0.61 0.559349 0.724024 -7.14
256705_at  cytochrome P450, putative similar to GCYP702A8 AT3G30290 -1.06 -0.08 -0.61 0.559348 0.724024 -7.14
251358_at shaggy-like kinase beta --- AT3G61160 -1.12 -0.16 -0.61 0.559271 0.724024 -7.14
247501_at  putative protein predicted proteins, Ara--- AT5G61920 1.04 0.06 0.61 0.559286 0.724024 -7.14
266517_at glycine decarboxylase complex H-prote--- AT2G35120 1.12 0.16 0.61 0.55928 0.724024 -7.14
249813_at acyltransferase  ; supported by full-lengEMB3009 AT5G23940 -1.04 -0.06 -0.61 0.559283 0.724024 -7.14
245703_at S-adenosyl-L-methionine:salicylic acid --- AT5G04380 1.05 0.06 0.61 0.559288 0.724024 -7.14
260178_at hypothetical protein similar to unknown--- AT1G70720 -1.05 -0.07 -0.61 0.559557 0.724252 -7.14
265201_at unknown protein --- AT2G36810 1.04 0.06 0.61 0.559633 0.724306 -7.14
255354_at putative transposon protein --- --- -1.04 -0.06 -0.61 0.559662 0.724306 -7.14
245056_at putative glucosyltransferase UGT76D1 AT2G26480 1.07 0.10 0.61 0.559743 0.724329 -7.15
257116_at  arginine methyltransferase, putative s PRMT6 AT3G20020 -1.06 -0.08 -0.61 0.559716 0.724329 -7.15
247225_at  inositol-1, 4, 5-trisphosphate 5-phosphBST1 AT5G65090 -1.06 -0.08 -0.61 0.559804 0.724367 -7.15
258069_at hypothetical protein predicted by gene --- AT3G26010 1.07 0.10 0.61 0.559843 0.724375 -7.15
250965_at  putative protein various predicted prot --- AT5G03020 1.04 0.06 0.61 0.559881 0.724383 -7.15
253132_at  NAM / CUC2 -like protein nap gene, ANTL9 AT4G35580 1.06 0.08 0.61 0.559992 0.724445 -7.15
247852_at ATGP1  ; supported by cDNA: gi_1335YKT61 AT5G58060 1.05 0.07 0.61 0.55998 0.724445 -7.15
254934_at  putative Ap2 domain protein DNA-bindCRF1 AT4G11140 1.06 0.08 0.61 0.560043 0.72447 -7.15
266787_at putative receptor-like protein kinase --- AT2G28990 1.04 0.06 0.61 0.560168 0.724591 -7.15
259454_at unknown protein similar to hypothetica --- AT1G44050 -1.06 -0.08 -0.61 0.560371 0.724812 -7.15
264882_at  NAM protein, putative similar to NAM anac025 AT1G61110 1.05 0.06 0.61 0.560499 0.724896 -7.15
246084_at  putative protein predicted proteins, AraATBRXL4 AT5G20540 -1.05 -0.07 -0.61 0.56048 0.724896 -7.15
246239_at putative protein --- AT4G36790 -1.05 -0.07 -0.61 0.560577 0.724914 -7.15



266844_at hypothetical protein predicted by genef--- AT2G26120 -1.05 -0.08 -0.61 0.560547 0.724914 -7.15
256224_at GTP-binding protein (SAR1B) identica ATSAR1B AT1G56330 -1.07 -0.10 -0.61 0.560745 0.725091 -7.15
261509_at hypothetical protein predicted by gene --- AT1G71740 -1.07 -0.10 -0.61 0.560963 0.72533 -7.15
252689_at  putative protein predicted proteins, Ara--- AT3G44030 -1.05 -0.07 -0.61 0.561047 0.725399 -7.15
263295_at putative MADS-box protein ANR1 AGL44 AT2G14210 1.04 0.06 0.61 0.561119 0.725451 -7.15
254811_at  putative protein 2-hydroxy-6-oxohepta--- AT4G12230 1.05 0.08 0.61 0.56121 0.725526 -7.15
264183_at unknown protein CLV2 AT1G65380 1.06 0.08 0.61 0.561314 0.72562 -7.15
257561_at hypothetical protein predicted by gene APUM25 AT3G24270 1.05 0.07 0.61 0.56167 0.72604 -7.15
257683_at hypothetical protein predicted by gene --- AT3G13280 -1.05 -0.07 -0.61 0.561895 0.726281 -7.15
263485_at putative villin  ; supported by cDNA: gi_VLN1 AT2G29890 -1.05 -0.07 -0.61 0.561921 0.726281 -7.15
257244_at  receptor kinase, putative similar to CL --- AT3G24240 -1.10 -0.13 -0.61 0.562093 0.726462 -7.15
264205_at hypothetical protein identical to hypoth --- AT1G22790 -1.04 -0.06 -0.61 0.562303 0.726692 -7.15
255831_at hypothetical protein predicted by gensc--- AT2G33350 1.05 0.07 0.61 0.562337 0.726696 -7.15
247895_at  putative protein bHLH transcription fac--- AT5G58010 -1.05 -0.07 -0.61 0.562395 0.726729 -7.15
259024_at hypothetical protein predicted by gene --- --- 1.07 0.09 0.61 0.562491 0.726812 -7.15
246390_at  1-aminocyclopropane-1-carboxylate o --- AT1G77330 -1.07 -0.10 -0.61 0.562813 0.727119 -7.15
AFFX-r2-EcE. coli /GEN=bioC /DB_XREF=gb:J044--- --- 1.12 0.16 0.61 0.562824 0.727119 -7.15
248692_s_ hypothetical protein --- AT4G15070 / 1.05 0.07 0.61 0.562814 0.727119 -7.15
247156_at lysosomal Pro-X carboxypeptidase --- AT5G65760 -1.05 -0.07 -0.61 0.562876 0.727145 -7.15
254510_at  cadinene synthase like protein (+)-delt--- AT4G20210 1.06 0.09 0.61 0.562969 0.727225 -7.15
254514_at hypothetical protein --- AT4G20250 -1.06 -0.09 -0.61 0.563026 0.727257 -7.15
258257_at putative short chain alcohol dehydroge--- AT3G26770 1.04 0.06 0.61 0.563152 0.727378 -7.15
261157_at  peroxidase ATP13a, putative similar to--- AT1G34510 -1.04 -0.06 -0.61 0.563245 0.727457 -7.15
254394_at subtilisin-like serine protease contains --- AT4G21630 -1.04 -0.06 -0.61 0.563347 0.727548 -7.15
260085_at putative D-ribulose-5-phosphate simila --- AT1G63290 1.04 0.06 0.61 0.563556 0.727739 -7.15
255532_at  hypothetical protein similar to orf at en--- AT4G02170 -1.07 -0.10 -0.61 0.563559 0.727739 -7.15
263686_at  putative 60s ribosomal protein L10 Ne--- AT1G26910 1.08 0.11 0.61 0.563652 0.727769 -7.15
249673_at cytochrome P450-like CYP79A4P AT5G35920 -1.04 -0.05 -0.61 0.56365 0.727769 -7.15
251112_s_  pyruvate decarboxylase-like protein pyPDC3 AT5G01320 / -1.07 -0.10 -0.61 0.563678 0.727769 -7.15
253988_at  putative protein elongation factor P (ef--- AT4G26310 -1.05 -0.06 -0.61 0.563869 0.727975 -7.15
249954_at putative protein  ;supported by full-leng--- AT5G18920 -1.04 -0.05 -0.61 0.564138 0.728198 -7.15
259452_at  En/Spm-like transposon protein, putat --- --- 1.05 0.07 0.61 0.56413 0.728198 -7.15
263091_at unknown protein --- AT2G16200 1.05 0.07 0.61 0.564111 0.728198 -7.15
253350_at hypothetical protein --- AT4G33690 -1.05 -0.06 -0.61 0.564183 0.728215 -7.15
263641_at putative non-LTR retroelement reverse--- --- -1.04 -0.06 -0.61 0.564262 0.728275 -7.15



261778_at hypothetical protein predicted by gene --- AT1G76220 -1.04 -0.06 -0.61 0.564303 0.728287 -7.15
261163_x_  auxin response factor, putative similarARF21 AT1G34410 1.04 0.06 0.61 0.564401 0.728332 -7.15
257617_at hypothetical protein --- AT3G26550 -1.05 -0.06 -0.61 0.564433 0.728332 -7.15
264235_at  myosin, putative similar to myosin GI:4XIE AT1G54560 -1.06 -0.08 -0.61 0.564415 0.728332 -7.15
250376_at putative protein --- AT5G11550 1.09 0.12 0.61 0.56447 0.728338 -7.15
265111_at similar to 14KD proline-rich protein DC--- AT1G62510 1.29 0.36 0.61 0.564684 0.728573 -7.15
262113_at  late embryogenis abundant protein, pu--- AT1G02820 -1.11 -0.15 -0.61 0.564813 0.728699 -7.15
250456_at 26S proteasome p55 protein-like  ; supEMB2107 AT5G09900 -1.07 -0.10 -0.61 0.564943 0.728798 -7.15
255671_at Expressed protein ; supported by full-le--- AT4G00355 1.06 0.08 0.61 0.564954 0.728798 -7.15
257572_at hypothetical protein predicted by gene --- AT3G16880 -1.06 -0.08 -0.60 0.565022 0.728844 -7.15
264691_s_ putative reverse transcriptase --- --- -1.05 -0.07 -0.60 0.565071 0.728867 -7.15
265185_at  OBP32pep protein, putative identical t --- AT1G23670 1.06 0.08 0.60 0.56536 0.729198 -7.15
250349_at  putative receptor - like kinase recepto --- AT5G12000 -1.05 -0.07 -0.60 0.565445 0.729225 -7.15
252781_at  polygalacturonase -like protein polyga--- AT3G42950 1.05 0.07 0.60 0.565424 0.729225 -7.15
253077_at hypothetical protein --- AT4G36170 1.04 0.06 0.60 0.565613 0.7294 -7.15
255903_at  myb-like protein, putative similar to myMYB52 AT1G17950 1.04 0.06 0.60 0.565694 0.729463 -7.15
251954_at  putative protein predicted protein, Ara CPuORF51 AT3G53668 / -1.12 -0.16 -0.60 0.565838 0.729607 -7.15
249336_at putative protein similar to unknown proDRB5 AT5G41070 -1.09 -0.12 -0.60 0.566031 0.729816 -7.15
265295_at putative DNA replication licensing factoMCM9 AT2G14050 1.06 0.08 0.60 0.566167 0.729949 -7.15
252777_at hypothetical protein --- AT3G42970 1.05 0.07 0.60 0.566285 0.730061 -7.15
263235_at  serine/threonine protein phosphatase,PP2A-2 AT1G10430 1.05 0.07 0.60 0.566328 0.730075 -7.15
255432_at SYR1-like syntaxin  ;supported by full- SYP123 AT4G03330 1.05 0.07 0.60 0.566368 0.730085 -7.15
258157_at putative MYB family transcription facto MYB4R1 AT3G18100 1.08 0.11 0.60 0.566573 0.730225 -7.15
262424_at hypothetical protein predicted by gene --- AT1G47680 -1.04 -0.06 -0.60 0.566544 0.730225 -7.15
254534_at  putative Fe(II) transport protein Fe(II) IRT2 AT4G19680 1.04 0.05 0.60 0.566514 0.730225 -7.15
247357_at receptor-like protein kinase  ; supporte --- AT5G63710 1.05 0.07 0.60 0.566716 0.730324 -7.15
263396_at unknown protein  ;supported by full-len--- AT2G31710 1.05 0.07 0.60 0.566841 0.730324 -7.15
265963_s_ 40S ribosomal protein S5 identical to GATRPS5B AT2G37270 / -1.10 -0.14 -0.60 0.56682 0.730324 -7.15
246534_at putative protein several hypothetical pr--- AT5G15890 -1.06 -0.09 -0.60 0.566711 0.730324 -7.15
261382_at hypothetical protein contains similarity CVP2 AT1G05470 1.06 0.09 0.60 0.566778 0.730324 -7.15
261878_at  cytochrome P450, putative similar to CCYP705A25 AT1G50560 -1.05 -0.07 -0.60 0.566756 0.730324 -7.15
249569_at  putative protein Pit1 - Arabidopsis tha --- AT5G38070 -1.06 -0.09 -0.60 0.567004 0.730492 -7.15
256951_at hypothetical protein predicted by gene --- AT3G19085 1.04 0.05 0.60 0.567127 0.730592 -7.15
258066_at hypothetical protein predicted by gene --- AT3G25970 1.04 0.05 0.60 0.567146 0.730592 -7.15
260528_at putative WRKY-type DNA binding proteWRKY23 AT2G47260 -1.12 -0.17 -0.60 0.567204 0.730625 -7.15



261603_at  DNA binding protein ACBF, putative s ATRBP47A AT1G49600 1.10 0.14 0.60 0.567309 0.73072 -7.15
265538_at unknown protein predicted by genscan--- AT2G15860 -1.07 -0.09 -0.60 0.567435 0.7308 -7.15
252530_at  putative protein several oxidases, mai --- AT3G46500 1.05 0.07 0.60 0.56742 0.7308 -7.15
262838_at  major latex protein, putative similar to --- AT1G14960 1.05 0.07 0.60 0.56756 0.730919 -7.15
257908_at unknown protein contains Pfam profile --- AT3G25410 1.05 0.08 0.60 0.56776 0.731135 -7.15
253208_at putative protein --- AT4G34830 1.05 0.06 0.60 0.567927 0.731302 -7.15
260080_at  putative RNA-binding protein containsAPUM7 AT1G78160 -1.04 -0.06 -0.60 0.567954 0.731302 -7.15
259609_at  myosin-like protein contains Pfam pro TSA1 AT1G52410 -1.24 -0.31 -0.60 0.568065 0.731405 -7.15
250703_at putative protein similar to unknown pro--- AT5G06360 -1.06 -0.09 -0.60 0.568163 0.731489 -7.15
247843_at aluminium tolerance associated - like pSVL4 AT5G58050 -1.06 -0.08 -0.60 0.568302 0.731627 -7.15
249670_at unknown protein --- AT5G35890 -1.05 -0.07 -0.60 0.568439 0.731762 -7.15
261523_at  protein tyrosine phosphatase identicalPTP1 AT1G71860 1.05 0.07 0.60 0.568598 0.731925 -7.15
263693_at hypothetical protein predicted by genefATPP2-A9 AT1G31200 1.13 0.17 0.60 0.568845 0.732045 -7.15
251711_at  phosphatidylinositol-4-phosphate 5-kinPIP5K4 AT3G56960 1.06 0.09 0.60 0.568883 0.732045 -7.15
260247_at putative disease resistance protein simAtRLP16 AT1G74200 -1.04 -0.06 -0.60 0.568793 0.732045 -7.15
267450_at hypothetical protein predicted by gensc--- AT2G33720 -1.07 -0.10 -0.60 0.568765 0.732045 -7.15
246732_at  putative protein hypothetical protein F --- AT5G27650 -1.06 -0.09 -0.60 0.568879 0.732045 -7.15
265520_at hypothetical protein predicted by gensc--- AT2G06020 -1.06 -0.09 -0.60 0.568803 0.732045 -7.15
246991_at peroxidase (emb|CAA66967.1) --- AT5G67400 -1.05 -0.07 -0.60 0.569183 0.732389 -7.15
263927_s_ putative cinnamyl-alcohol dehydrogenaCAD2 AT2G21730 / 1.06 0.09 0.60 0.569291 0.732487 -7.16
249731_at RNA-binding protein-like CID13 AT5G24440 1.06 0.09 0.60 0.569328 0.732493 -7.16
264918_at  interferon-induced GTP-binding protei --- AT1G60530 1.05 0.07 0.60 0.569507 0.732558 -7.16
258294_at hypothetical protein predicted by gene --- AT3G23350 -1.05 -0.07 -0.60 0.569474 0.732558 -7.16
246896_at  extensin - like protein Pex1 extensin-li --- AT5G25550 -1.06 -0.08 -0.60 0.569481 0.732558 -7.16
265719_at unknown protein related to putative two--- AT2G03500 -1.04 -0.06 -0.60 0.569449 0.732558 -7.16
256123_at hypothetical protein predicted by genscGC2 AT1G18190 -1.04 -0.05 -0.60 0.569584 0.732615 -7.16
250860_at  amino acid transport - like protein ami CAT6 AT5G04770 -1.11 -0.15 -0.60 0.569769 0.732813 -7.16
247572_at putative protein  ; supported by full-len --- AT5G61220 1.04 0.06 0.60 0.569915 0.732959 -7.16
264090_at  cytochrome P-450, putative similar to CYP79C1 AT1G79370 -1.05 -0.07 -0.60 0.570038 0.733077 -7.16
258593_at unknown protein --- AT3G04480 1.07 0.10 0.60 0.570236 0.733289 -7.16
255238_at see GB:AL022580) --- --- 1.04 0.05 0.60 0.570289 0.733316 -7.16
261784_at hypothetical protein predicted by gene --- AT1G08220 1.05 0.06 0.60 0.570343 0.733344 -7.16
247071_at putative protein similar to unknown proDAR3 AT5G66640 -1.17 -0.22 -0.60 0.570511 0.733518 -7.16
261102_at unknown protein --- AT1G62880 1.04 0.06 0.60 0.570594 0.733585 -7.16
245177_at  annexin-like protein genmodel suppor --- AT5G12380 1.05 0.07 0.60 0.570794 0.733799 -7.16



259327_at  putative lectin contains Pfam profile: P--- AT3G16460 -1.23 -0.30 -0.60 0.571004 0.734028 -7.16
262256_at hypothetical protein similar to putative --- --- 1.05 0.08 0.60 0.571083 0.734089 -7.16
265589_at hypothetical protein predicted by gensc--- AT2G20170 1.05 0.07 0.60 0.571164 0.734124 -7.16
254882_s_  putative protein various predicted reve--- --- -1.04 -0.06 -0.60 0.571175 0.734124 -7.16
248251_at unknown protein --- AT5G53220 -1.04 -0.06 -0.59 0.571302 0.734204 -7.16
249853_at farnesyl cysteine carboxyl methyltransfATSTE14A AT5G23320 -1.05 -0.07 -0.60 0.571287 0.734204 -7.16
265527_at putative Athila retroelement ORF1 prot--- --- -1.04 -0.06 -0.59 0.571338 0.73421 -7.16
260575_at hypothetical protein predicted by genef--- AT2G47300 1.05 0.07 0.59 0.571374 0.734215 -7.16
258616_at  putative protein kinase contains Pfam --- AT3G02880 1.06 0.09 0.59 0.571483 0.734313 -7.16
250577_at  putative protein densin-180, Rattus no--- AT5G07910 -1.04 -0.06 -0.59 0.571571 0.734384 -7.16
247566_at  40S ribsomal protein S19 - like 40S rib--- AT5G61170 -1.11 -0.15 -0.59 0.571709 0.734515 -7.16
256558_at hypothetical protein predicted by gene --- --- 1.04 0.06 0.59 0.571736 0.734515 -7.16
257503_at  DAG-like protein similar to DAG prote --- AT1G72530 1.06 0.09 0.59 0.571848 0.734617 -7.16
255021_at hypothetical protein --- AT4G10330 -1.05 -0.07 -0.59 0.572014 0.734706 -7.16
260845_at  transcription factor, putative similar to --- AT1G17310 -1.05 -0.07 -0.59 0.571978 0.734706 -7.16
256571_at hypothetical protein predicted by gensc--- AT3G30730 -1.04 -0.06 -0.59 0.572008 0.734706 -7.16
245754_at hypothetical protein predicted by gene --- AT1G35183 -1.04 -0.06 -0.59 0.572084 0.73472 -7.16
253870_at putative protein --- AT4G27530 -1.05 -0.07 -0.59 0.57209 0.73472 -7.16
247762_at cell wall protein --- AT5G59170 -1.12 -0.16 -0.59 0.57222 0.734773 -7.16
259388_at  steroid sulfotransferase, putative simil ST4B AT1G13420 1.05 0.07 0.59 0.572342 0.734773 -7.16
255350_at putative transposon protein similar to d--- --- 1.04 0.06 0.59 0.572339 0.734773 -7.16
257453_at hypothetical protein predicted by gensc--- AT1G65130 1.06 0.08 0.59 0.572248 0.734773 -7.16
255396_at hypothetical protein --- --- -1.04 -0.06 -0.59 0.572237 0.734773 -7.16
265629_at unknown protein  ; supported by cDNALHW AT2G27228 / 1.08 0.11 0.59 0.572308 0.734773 -7.16
263528_at putative peroxidase --- AT2G24800 -1.05 -0.07 -0.59 0.572356 0.734773 -7.16
265978_at putative retroelement pol polyprotein --- --- 1.04 0.05 0.59 0.572518 0.734939 -7.16
265428_at hypothetical protein predicted by grail --- AT2G20720 1.11 0.15 0.59 0.572565 0.734958 -7.16
261275_at  Mlo protein, putative similar to GB:Z83MLO14 AT1G26700 1.04 0.06 0.59 0.572726 0.735124 -7.16
264181_at  ubiquitin, putative similar to ubiquitin GUBQ13 AT1G65350 1.04 0.05 0.59 0.573146 0.73558 -7.16
250499_at  beta-xylosidase - like protein beta-xyloBXL3 AT5G09730 -1.05 -0.07 -0.59 0.573135 0.73558 -7.16
265410_at putative protein kinase contains a prote--- AT2G16620 -1.04 -0.06 -0.59 0.573232 0.735649 -7.16
264401_at  dihydroflavonol 4-reductase, putative sBAN AT1G61720 1.04 0.05 0.59 0.573316 0.735674 -7.16
255661_at hypothetical protein ULP1B AT4G00690 1.04 0.06 0.59 0.573292 0.735674 -7.16
245559_at glycine-rich protein like --- AT4G15460 -1.04 -0.06 -0.59 0.573477 0.735798 -7.16
246048_at putative protein --- --- -1.05 -0.07 -0.59 0.573447 0.735798 -7.16



262307_at  heat shock protein DnaJ, putative sim --- AT1G71000 -1.07 -0.09 -0.59 0.573652 0.735954 -7.16
254415_at subtilisin-like serine protease contains ATSBT3.12 AT4G21326 1.04 0.06 0.59 0.573671 0.735954 -7.16
255187_s_ putative transposon protein --- --- 1.05 0.06 0.59 0.573696 0.735954 -7.16
263792_at putative retroelement pol polyprotein --- --- 1.06 0.09 0.59 0.57387 0.736137 -7.16
254816_at  putative adenine phosphoribosyltransfAPT4 AT4G12440 -1.04 -0.05 -0.59 0.574007 0.736271 -7.16
264490_at  putative protein import receptor simila TOM20-2 AT1G27390 1.08 0.11 0.59 0.574194 0.736386 -7.16
262647_at  putative growth regulator protein simila--- AT1G14020 -1.07 -0.10 -0.59 0.574133 0.736386 -7.16
247484_at  putative protein predicted proteins, Pla--- AT5G62110 -1.05 -0.06 -0.59 0.574186 0.736386 -7.16
252176_at  protein kinase ATN1 -like protein prote--- AT3G50720 1.06 0.08 0.59 0.574322 0.736509 -7.16
263605_at hypothetical protein predicted by gensc--- AT2G16485 -1.06 -0.08 -0.59 0.57449 0.736684 -7.16
247876_at unknown protein --- AT5G57730 -1.04 -0.06 -0.59 0.574541 0.736688 -7.16
264129_at hypothetical protein predicted by gene --- AT1G79170 1.05 0.08 0.59 0.574559 0.736688 -7.16
266657_at unknown protein  ;supported by full-len--- AT2G25910 -1.04 -0.05 -0.59 0.574612 0.736716 -7.16
264789_at  putative glycine-rich, zinc-finger DNA- --- AT2G17870 -1.04 -0.06 -0.59 0.574738 0.736835 -7.16
266997_at hypothetical protein predicted by genef--- AT2G34410 -1.08 -0.11 -0.59 0.574794 0.736866 -7.16
261826_at  pectin methylesterase, putative simila PMEPCRA AT1G11580 -1.11 -0.15 -0.59 0.575087 0.737095 -7.16
248797_at putative protein similar to unknown pro--- AT5G47210 -1.06 -0.08 -0.59 0.57512 0.737095 -7.16
255269_at  putative protein various predicted prot --- AT4G05240 -1.05 -0.07 -0.59 0.575051 0.737095 -7.16
264817_at hypothetical protein similar to membra --- AT1G03540 1.04 0.06 0.59 0.575134 0.737095 -7.16
249022_s_ polygalacturonase-like protein --- AT5G44830 / 1.05 0.06 0.59 0.575037 0.737095 -7.16
247710_at  receptor-like protein kinase receptor-li --- AT5G59260 1.04 0.05 0.59 0.575246 0.737197 -7.16
262757_at putative Na/H antiporter similar to gi|48ATCHX1 AT1G16380 -1.05 -0.07 -0.59 0.575317 0.737205 -7.16
254799_at putative protein various predicted prote--- AT4G13060 -1.05 -0.07 -0.59 0.575309 0.737205 -7.16
246723_at  putative protein various predicted prot --- AT5G29030 -1.05 -0.07 -0.59 0.575381 0.737245 -7.16
253927_at putative protein --- AT4G26710 -1.06 -0.08 -0.59 0.575483 0.737333 -7.16
252536_at  putative transporter protein peptide tra--- AT3G45700 1.06 0.08 0.59 0.575514 0.737333 -7.16
247721_at  elongin - like protein elongin C, Droso --- AT5G59140 1.04 0.05 0.59 0.575743 0.737437 -7.16
267362_at hypothetical protein predicted by genef--- AT2G39910 1.04 0.06 0.59 0.575724 0.737437 -7.16
257494_at hypothetical protein predicted by gene --- AT1G32375 1.04 0.05 0.59 0.575757 0.737437 -7.16
262828_at major latex protein type1 identical to m--- AT1G14950 1.08 0.11 0.59 0.5757 0.737437 -7.16
257493_at unknown protein --- AT1G48180 1.08 0.11 0.59 0.575718 0.737437 -7.16
246428_at  spindle pole body protein-like spindle --- AT5G17410 -1.06 -0.08 -0.59 0.576097 0.737832 -7.16
265202_at unknown protein AT2G36810 --- -1.05 -0.07 -0.59 0.576226 0.737955 -7.16
263856_at unknown protein --- AT2G04410 1.07 0.09 0.59 0.576555 0.738318 -7.16
261511_at polyadenylate-binding protein 5 identicPAB5 AT1G71770 -1.05 -0.07 -0.59 0.576607 0.738318 -7.16



264207_at  unknown protein strong similarity to hy--- AT1G22750 1.06 0.09 0.59 0.576593 0.738318 -7.16
259636_at  RNA pseudouridylate synthase, putati --- AT1G56345 -1.10 -0.14 -0.59 0.576761 0.738474 -7.16
258023_at cinnamyl alcohol dehydrogenase ident ATCAD4 AT3G19450 1.12 0.17 0.59 0.576856 0.738503 -7.16
263805_at unknown protein  ; supported by cDNA--- AT2G40400 -1.04 -0.06 -0.59 0.576861 0.738503 -7.16
247767_at  putative protein various predicted prot AGL82 AT5G58890 1.04 0.06 0.59 0.576913 0.738503 -7.16
266095_at  3-oxo-5-alpha-steroid 4-dehydrogenasDET2 AT2G38050 1.07 0.10 0.59 0.576902 0.738503 -7.16
247543_at  DNA binding protein - like DNA bindin --- AT5G61600 1.16 0.21 0.59 0.577017 0.738595 -7.16
263047_at putative phosphoserine aminotransfera--- AT2G17630 -1.10 -0.14 -0.59 0.577179 0.73876 -7.16
247796_at Expressed protein ;supported by cDNA--- AT5G58782 -1.05 -0.07 -0.59 0.577253 0.738814 -7.16
251138_at putative protein various predicted prote--- AT5G01160 -1.05 -0.07 -0.59 0.577291 0.738822 -7.16
247766_at  FtsH protease, putative contains similaftsh9 AT5G58870 1.05 0.07 0.59 0.577381 0.738895 -7.16
246737_at putative protein --- AT5G27710 1.09 0.13 0.59 0.577509 0.738975 -7.16
266810_at hypothetical protein predicted by gensc--- AT2G44880 1.04 0.06 0.59 0.577489 0.738975 -7.16
257450_at unknown protein similar to gb|AAD144 --- AT1G10530 1.06 0.08 0.59 0.577547 0.738982 -7.16
252337_at CELL DIVISION CONTROL PROTEINCDC2 AT3G48750 -1.08 -0.11 -0.59 0.577603 0.739013 -7.16
252554_s_  protein kinase - like receptor-like proteMEE39 AT3G45920 / 1.04 0.06 0.58 0.577775 0.739191 -7.16
247549_at putative transcription factor MYB28  ; sMYB28 AT5G61420 -1.08 -0.11 -0.58 0.577981 0.739289 -7.16
265037_at putative prohibitin 2 B-cell receptor assATPHB2 AT1G03860 1.06 0.08 0.58 0.577901 0.739289 -7.16
255297_x_ hypothetical protein --- --- -1.06 -0.08 -0.58 0.577949 0.739289 -7.16
249438_at  putative protein BCS1 nuclear gene e AATP1 AT5G40010 1.06 0.08 0.58 0.577972 0.739289 -7.16
254483_at  putative protein CRP1, Zea mays, PID--- AT4G20740 -1.07 -0.09 -0.58 0.57808 0.739333 -7.16
266851_at similar to avrRpt2-induced protein 1 ATPP2-A3 AT2G26820 -1.04 -0.05 -0.58 0.578069 0.739333 -7.16
266255_at putative selenium-binding protein --- AT2G27610 -1.04 -0.06 -0.58 0.578149 0.739379 -7.16
259394_at hypothetical protein predicted by gene --- AT1G06420 1.04 0.06 0.58 0.578244 0.739419 -7.16
252898_at  cytochrome P450 -like protein simialritCYP96A11 AT4G39500 1.04 0.06 0.58 0.578238 0.739419 -7.16
267139_s_ hypothetical protein predicted by genef--- AT2G38195 / -1.04 -0.06 -0.58 0.578364 0.739531 -7.16
260842_at  19S proteosome subunit 9, putative si ATS9 AT1G29150 1.05 0.07 0.58 0.578499 0.739661 -7.16
251983_at  putative protein MtN21, Medicago trun--- AT3G53210 -1.07 -0.10 -0.58 0.578582 0.739718 -7.16
247256_at putative protein contains similarity to u --- AT5G64730 -1.04 -0.06 -0.58 0.578608 0.739718 -7.16
256984_at hypothetical protein predicted by gensc--- AT3G13480 -1.05 -0.08 -0.58 0.578844 0.739979 -7.16
248073_at pectate lyase --- AT5G55720 1.05 0.07 0.58 0.578942 0.740062 -7.16
259433_at hypothetical protein predicted by gensc--- AT1G01570 -1.05 -0.08 -0.58 0.579305 0.740443 -7.17
255835_at unknown protein --- AT2G33420 -1.05 -0.07 -0.58 0.579294 0.740443 -7.17
263971_at hypothetical protein predicted by genefAtRLP29 AT2G42800 -1.06 -0.08 -0.58 0.579413 0.740539 -7.17
259391_s_  delta 9 desaturase, putative similar to --- AT1G06350 / 1.05 0.07 0.58 0.579445 0.740539 -7.17



257117_at  geranyl geranyl pyrophosphate syntha--- AT3G20160 -1.04 -0.06 -0.58 0.57954 0.740618 -7.17
266686_at hypothetical protein --- AT2G19700 -1.05 -0.07 -0.58 0.579613 0.74063 -7.17
253678_at cytidine deaminase 7 --- AT4G29600 -1.04 -0.06 -0.58 0.579589 0.74063 -7.17
247607_at  putative protein various predicted prot --- AT5G60960 1.09 0.13 0.58 0.579746 0.740674 -7.17
246611_at  putative protein predicted proteins, AraMBD02 AT5G35330 -1.09 -0.12 -0.58 0.579778 0.740674 -7.17
254155_at  putative protein kinase putative protein--- AT4G24480 -1.05 -0.08 -0.58 0.57971 0.740674 -7.17
263476_at putative poly(ADP-ribose) glycohydrolaTEJ AT2G31870 1.04 0.06 0.58 0.579723 0.740674 -7.17
263483_at putative heat shock protein  ; supporte CR88 AT2G04030 1.05 0.07 0.58 0.579826 0.740694 -7.17
253290_at  putative protein predicted protein F10M--- AT4G34330 -1.04 -0.06 -0.58 0.580168 0.741089 -7.17
248762_at Expressed protein ; supported by full-le--- AT5G47455 1.08 0.11 0.58 0.580572 0.741398 -7.17
255601_at  putative protein (fragment) various hyp--- AT4G01030 -1.05 -0.07 -0.58 0.580523 0.741398 -7.17
260848_at  pectinesterase, putative similar to pec sks8 AT1G21850 -1.07 -0.09 -0.58 0.5805 0.741398 -7.17
261072_at  hexose transporter, putative similar to ATSTP2 AT1G07340 -1.06 -0.08 -0.58 0.580446 0.741398 -7.17
256378_at  receptor protein kinase, putative conta--- AT1G66830 1.04 0.06 0.58 0.580565 0.741398 -7.17
249155_at unknown protein --- AT5G43480 1.04 0.05 0.58 0.58073 0.741558 -7.17
266159_at putative chloroplast nucleoid DNA bind--- AT2G28030 1.04 0.06 0.58 0.580961 0.741811 -7.17
264806_at hypothetical protein predicted by gensc--- AT1G08610 1.10 0.13 0.58 0.581044 0.741834 -7.17
256581_at hypothetical protein --- AT3G28830 1.04 0.05 0.58 0.581033 0.741834 -7.17
249249_at unknown protein --- AT5G42330 1.05 0.07 0.58 0.581092 0.741853 -7.17
262090_at  CREB-binding protein, putative similarHAC4 AT1G55970 1.05 0.07 0.58 0.581124 0.741853 -7.17
253818_at hypothetical protein --- AT4G28330 -1.06 -0.09 -0.58 0.581339 0.741882 -7.17
247409_at dihydroneopterin aldolase-like protein --- AT5G62980 1.08 0.10 0.58 0.581246 0.741882 -7.17
251668_at putative protein strictosidine synthase --- AT3G57010 1.11 0.15 0.58 0.581303 0.741882 -7.17
258870_at putative NADP-dependent oxidoreduct --- AT3G03080 1.05 0.07 0.58 0.581342 0.741882 -7.17
259829_at  oligopeptide transporter, putative simi --- --- -1.06 -0.08 -0.58 0.581263 0.741882 -7.17
248873_at disease resistance protein-like --- AT5G46450 1.16 0.21 0.58 0.581197 0.741882 -7.17
254899_at  serine/threonine kinase-like protein re --- AT4G11490 1.06 0.09 0.58 0.581406 0.741888 -7.17
265290_at putative anthocyanidin-3-glucoside rha--- AT2G22590 1.04 0.06 0.58 0.581411 0.741888 -7.17
246107_at  putative protein various predicted prot --- --- -1.04 -0.06 -0.58 0.581605 0.742093 -7.17
247503_at  GCN4-complementing protein - like G AGD1 AT5G61980 -1.05 -0.08 -0.58 0.581649 0.742108 -7.17
247021_at putative protein similar to unknown pro--- AT5G67040 1.05 0.07 0.58 0.581699 0.74213 -7.17
AFFX-r2-At /FEATURE=cds-2 /GENE= /LABEL= /P--- --- 1.05 0.07 0.58 0.581873 0.742269 -7.17
257920_at hypothetical protein predicted by gene --- AT3G23260 1.04 0.06 0.58 0.581857 0.742269 -7.17
255849_at hypothetical protein predicted by genef--- AT2G33320 -1.04 -0.06 -0.58 0.582142 0.742529 -7.17
260256_at putative type II intron maturase contain--- AT1G74350 1.05 0.08 0.58 0.582141 0.742529 -7.17



248735_at laccase (diphenol oxidase) TT10 AT5G48100 1.04 0.06 0.58 0.582225 0.742594 -7.17
266153_at hypothetical protein --- --- -1.04 -0.06 -0.58 0.582293 0.742639 -7.17
256897_at hypothetical protein predicted by gensc--- AT3G24640 -1.04 -0.06 -0.58 0.582424 0.742723 -7.17
259449_at hypothetical protein similar to putative --- AT1G13800 -1.06 -0.08 -0.58 0.58241 0.742723 -7.17
256757_at  membrane transporter, putative simila --- AT3G25620 1.05 0.07 0.58 0.582718 0.743056 -7.17
261287_at hypothetical protein predicted by gene --- AT1G37020 1.04 0.05 0.58 0.582845 0.743178 -7.17
260075_at putative integral membrane protein con--- AT1G73700 -1.06 -0.09 -0.58 0.582911 0.743219 -7.17
249349_at putative transcription factor MYB24  ; sMYB24 AT5G40350 1.05 0.06 0.58 0.582953 0.743232 -7.17
264813_at  putative Ca2+-dependent ser/thr proteCPK16 AT2G17890 -1.06 -0.09 -0.58 0.583017 0.743271 -7.17
266850_at unknown protein --- AT2G26850 -1.04 -0.06 -0.58 0.58315 0.7434 -7.17
267519_at putative VP1/ABI3 family regulatory proHSI2 AT2G30470 -1.07 -0.09 -0.58 0.583335 0.743511 -7.17
252386_at  putative protein various predicted proe--- AT3G47840 1.06 0.08 0.58 0.583304 0.743511 -7.17
250432_at  putative protein various predicted prot --- AT5G10420 -1.04 -0.06 -0.58 0.583293 0.743511 -7.17
247068_at putative protein similar to unknown pro--- AT5G66800 1.05 0.08 0.58 0.583411 0.743525 -7.17
256162_at hypothetical protein similar to hypothet --- AT1G55390 -1.04 -0.06 -0.58 0.583387 0.743525 -7.17
251381_at  secretory protein - like 33 kDa secretoPDLP8 AT3G60720 / -1.09 -0.12 -0.58 0.583515 0.743616 -7.17
260104_x_ hypothetical protein predicted by gene --- AT1G35410 1.05 0.07 0.58 0.583635 0.743727 -7.17
250757_at tetrahydrofolylpolyglutamate synthase-ATDFB AT5G05980 1.05 0.07 0.57 0.584045 0.743923 -7.17
266320_at hypothetical protein predicted by gensc--- AT2G46640 -1.08 -0.11 -0.57 0.584082 0.743923 -7.17
255846_at putative SWI/SNF complex subunit SWATSWI3B AT2G33610 -1.06 -0.09 -0.58 0.583902 0.743923 -7.17
257873_at  P-glycoprotein, putative similar to P-glPGP17 AT3G28380 1.06 0.08 0.58 0.583948 0.743923 -7.17
253016_at  putative protein partial LG127/30 gene--- AT4G37950 -1.03 -0.05 -0.58 0.583963 0.743923 -7.17
267022_at hypothetical protein predicted by gensc--- AT2G34230 1.04 0.05 0.57 0.584081 0.743923 -7.17
261158_at hypothetical protein predicted by gene --- AT1G34500 -1.04 -0.06 -0.58 0.583913 0.743923 -7.17
259276_at putative peroxidase very similar to pero--- AT3G01190 -1.04 -0.06 -0.58 0.583956 0.743923 -7.17
262081_at  kinesin motor protein (kin2), putative sZCF125 AT1G59540 -1.05 -0.08 -0.57 0.584046 0.743923 -7.17
251979_at  caffeic acid O-methyltransferase - like LUT1 AT3G53130 / 1.05 0.07 0.57 0.584146 0.743962 -7.17
250873_at  lipase -like protein lipase Arab-1, Arab--- AT5G03980 -1.05 -0.07 -0.57 0.584274 0.744043 -7.17
259731_at unknown protein similar to unknown pr --- AT1G77460 1.11 0.15 0.57 0.584264 0.744043 -7.17
259314_at putative glucose and ribitol dehydrogen--- AT3G05260 -1.07 -0.10 -0.57 0.584309 0.744046 -7.17
262312_at hypothetical protein similar to putative MLP28 AT1G70830 1.48 0.56 0.57 0.584665 0.744249 -7.17
257261_s_ hypothetical protein contains Pfam pro --- AT3G21920 / -1.04 -0.05 -0.57 0.584653 0.744249 -7.17
256606_at hypothetical protein --- AT3G32960 -1.04 -0.06 -0.57 0.584639 0.744249 -7.17
247946_at putative protein similar to unknown proCIA2 AT5G57180 -1.13 -0.18 -0.57 0.584624 0.744249 -7.17
265349_at putative kinesin heavy chain --- AT2G22610 -1.05 -0.07 -0.57 0.584635 0.744249 -7.17



260382_at unknown protein --- AT1G73850 1.06 0.08 0.57 0.58465 0.744249 -7.17
262562_at hypothetical protein predicted by gene --- AT1G34220 -1.04 -0.06 -0.57 0.584724 0.744283 -7.17
250959_at  F-box protein family, AtFBL25 contain --- AT5G02920 1.05 0.07 0.57 0.584769 0.744299 -7.17
260509_at natural resistance-associated macrophNRAMP2 AT1G47240 -1.04 -0.05 -0.57 0.584887 0.744408 -7.17
262182_at hypothetical protein predicted by gene --- AT1G77890 1.04 0.06 0.57 0.584981 0.744475 -7.17
247695_at  putative protein Not2p, Homo sapiens VIP2 AT5G59710 -1.04 -0.06 -0.57 0.585006 0.744475 -7.17
262646_at  aspartate aminotransferase nearly ideASP4 AT1G62800 -1.10 -0.13 -0.57 0.585123 0.744584 -7.17
257133_at hypothetical protein predicted by gene --- AT3G17190 -1.03 -0.05 -0.57 0.585183 0.744618 -7.17
266443_at putative myb-related transcription facto--- AT2G43270 -1.04 -0.05 -0.57 0.585407 0.744862 -7.17
258430_at  phospholipase D, putative similar to p PLDP1 AT3G16785 -1.04 -0.06 -0.57 0.585573 0.744906 -7.17
259698_at  hypothetical protein similar to hypothe--- AT1G68930 1.06 0.08 0.57 0.58554 0.744906 -7.17
255218_at putative athila transposon protein --- --- 1.04 0.05 0.57 0.585561 0.744906 -7.17
247244_at putative protein similar to unknown pro--- AT5G64710 1.04 0.06 0.57 0.585488 0.744906 -7.17
245710_at ferulate-5-hydroxylase --- AT5G04330 1.07 0.09 0.57 0.585737 0.744908 -7.17
245833_at  transposon protein, putative similar to --- --- 1.05 0.07 0.57 0.585736 0.744908 -7.17
251338_at  putative protein VAP27, Nicotiana plumVAP AT3G60600 / 1.04 0.06 0.57 0.585732 0.744908 -7.17
266632_at putative serpin --- AT2G35570 1.05 0.07 0.57 0.585708 0.744908 -7.17
267334_at hypothetical protein predicted by gensc--- AT2G19420 1.05 0.07 0.57 0.585705 0.744908 -7.17
259070_at digalactosyldiacylglycerol synthase ideDGD1 AT3G11670 1.10 0.13 0.57 0.585772 0.74491 -7.17
262577_at unknown protein ESTs gb|F20110 and --- AT1G15290 1.06 0.09 0.57 0.585829 0.744941 -7.17
252818_at putative protein several hypothetical pr--- --- 1.05 0.07 0.57 0.58594 0.74501 -7.17
265341_at hypothetical protein predicted by gensc--- AT2G18360 1.06 0.09 0.57 0.585949 0.74501 -7.17
260749_at hypothetical protein predicted by gene --- AT1G49110 -1.05 -0.07 -0.57 0.586108 0.745171 -7.17
254900_at hypothetical protein RALFL28 AT4G11510 1.04 0.06 0.57 0.586283 0.745352 -7.17
246402_at  jasmonate inducible protein, putative s--- AT1G57570 1.04 0.06 0.57 0.586347 0.745392 -7.17
247195_at putative protein contains similarity to re--- AT5G65500 -1.06 -0.08 -0.57 0.586446 0.745477 -7.17
247873_at diacylglycerol kinase-like protein --- AT5G57690 1.04 0.06 0.57 0.586524 0.745492 -7.17
255840_at unknown protein --- AT2G33520 -1.07 -0.10 -0.57 0.586498 0.745492 -7.17
263563_at putative retroelement pol polyprotein --- --- 1.05 0.07 0.57 0.586572 0.745513 -7.17
264101_at unknown protein similar to putative CRHAC1 AT1G79000 -1.06 -0.08 -0.57 0.586798 0.745758 -7.17
266794_at hypothetical protein --- AT2G02980 -1.04 -0.06 -0.57 0.586988 0.745833 -7.17
265379_at similar to late embryogenesis abundan--- AT2G18340 1.04 0.06 0.57 0.586932 0.745833 -7.17
245280_at Expressed protein ; supported by cDNAVRN2 AT4G16845 -1.05 -0.07 -0.57 0.586902 0.745833 -7.17
266937_at hypothetical protein predicted by genef--- AT2G18930 -1.05 -0.07 -0.57 0.586962 0.745833 -7.17
263369_at unknown protein --- AT2G20480 -1.04 -0.06 -0.57 0.587042 0.74586 -7.17



251275_at  putative protein anthranilate phosphor --- AT3G61720 1.07 0.10 0.57 0.587191 0.745925 -7.17
261349_at Expressed protein ; supported by full-leAT1G79610 --- -1.04 -0.06 -0.57 0.587174 0.745925 -7.17
257842_at  P-glycoprotein, putative similar to P-glPGP18 AT3G28390 -1.04 -0.06 -0.57 0.587138 0.745925 -7.17
253482_at Expressed protein ; supported by cDNA--- AT4G31985 1.12 0.17 0.57 0.587275 0.745989 -7.17
264487_at vacuolar protein sorting homolog almo VPS45 AT1G77140 1.04 0.06 0.57 0.587542 0.746181 -7.17
252223_at  MYB -like protein DNA-binding proteinTRB3 AT3G49850 1.07 0.10 0.57 0.587574 0.746181 -7.17
255419_at putative receptor kinase --- AT4G03230 -1.05 -0.07 -0.57 0.587589 0.746181 -7.17
260803_at  glutathione transferase, putative similaATGSTU22 AT1G78340 -1.04 -0.06 -0.57 0.587555 0.746181 -7.17
245202_at F12A21.14 similar to receptor protein k--- AT1G67720 -1.06 -0.08 -0.57 0.587516 0.746181 -7.17
266805_at hypothetical protein  ;supported by full---- AT2G30010 -1.32 -0.40 -0.57 0.587758 0.746213 -7.17
262028_at  DNA binding protein, putative similar t --- AT1G35560 1.04 0.06 0.57 0.587778 0.746213 -7.17
248723_at acetyl-CoA:benzylalcohol acetyltranfer --- AT5G47950 1.05 0.07 0.57 0.587722 0.746213 -7.17
245819_at cauliflower identical to CAULIFLOWERCAL AT1G26310 -1.05 -0.06 -0.57 0.587732 0.746213 -7.17
257359_x_ putative protein kinase contains a prote--- AT2G34290 -1.04 -0.06 -0.57 0.587759 0.746213 -7.17
252270_at putative protein  ;supported by full-leng--- AT3G49560 -1.05 -0.08 -0.57 0.587895 0.746301 -7.17
259925_at thaumatin-like protein similar to thaumaPR5 AT1G75040 1.66 0.73 0.57 0.587913 0.746301 -7.17
251039_at  putative protein hypothetical protein T --- AT5G02020 1.12 0.16 0.57 0.588081 0.746372 -7.17
256501_at hypothetical protein predicted by gene --- AT1G36756 -1.04 -0.06 -0.57 0.588001 0.746372 -7.17
267074_s_ hypothetical protein predicted by gensc--- AT2G40955 / -1.04 -0.06 -0.57 0.588086 0.746372 -7.17
251873_at  putative protein KIAA0122 gene , Hom--- AT3G54230 -1.04 -0.05 -0.57 0.588099 0.746372 -7.17
249612_at  putative protein CG14881, Drosophila --- AT5G37290 1.09 0.13 0.57 0.588304 0.746585 -7.17
265578_at unknown protein --- AT2G20100 -1.06 -0.08 -0.57 0.588398 0.746585 -7.17
251216_at  putative protein hypothetical protein a --- --- 1.04 0.06 0.57 0.588333 0.746585 -7.17
263461_at putative protein kinase contains a prote--- AT2G31800 -1.06 -0.08 -0.57 0.588395 0.746585 -7.17
247395_at  putative protein predicted proteins, Ara--- AT5G62910 -1.05 -0.07 -0.57 0.588465 0.746628 -7.17
253438_at  glycine hydroxymethyltransferase (ECSHM3 AT4G32520 -1.06 -0.09 -0.57 0.588556 0.746702 -7.17
259157_at hypothetical protein predicted by gene --- AT3G05440 -1.04 -0.05 -0.57 0.588633 0.746758 -7.17
256316_at hypothetical protein --- AT1G35890 1.04 0.05 0.57 0.588724 0.746832 -7.17
251926_at  60S RIBOSOMAL PROTEIN L36 hom--- AT3G53740 -1.09 -0.12 -0.57 0.588763 0.74684 -7.17
257821_at Expressed protein ; supported by full-leRALFL26 AT3G25170 -1.04 -0.05 -0.57 0.588869 0.746933 -7.17
255522_at  putative GTP pyrophosphokinase sim RSH1 AT4G02260 1.05 0.07 0.57 0.58916 0.747261 -7.17
266191_at putative peroxidase --- AT2G39040 1.05 0.07 0.57 0.589215 0.747289 -7.17
252067_at  protein phosphatase 2C -like protein p--- AT3G51370 -1.05 -0.07 -0.57 0.589444 0.747505 -7.18
252585_s_  putative protein UbcH 7-binding protei --- AT3G45570 / 1.03 0.05 0.57 0.589483 0.747505 -7.18
258236_at hypothetical protein predicted by gene --- AT3G27800 1.04 0.06 0.57 0.589459 0.747505 -7.18



265953_at unknown protein --- AT2G37478 / 1.04 0.06 0.57 0.589553 0.747516 -7.18
263854_at putative mutT domain protein atnudt5 AT2G04430 -1.04 -0.06 -0.57 0.589558 0.747516 -7.18
247514_at  peptide methionine sulfoxide reductasPMSR1 AT5G61640 1.06 0.08 0.57 0.589882 0.747885 -7.18
267568_at hypothetical protein predicted by gensc--- AT2G30780 1.05 0.07 0.57 0.589993 0.747985 -7.18
265602_at putative retroelement pol polyprotein --- --- 1.05 0.07 0.57 0.590147 0.748127 -7.18
266401_s_ putative cell division control protein kinCDKB1;2 AT2G38620 / -1.04 -0.05 -0.57 0.590171 0.748127 -7.18
266798_at putative embryo-abundant protein contAtbZIP6 AT2G22850 1.09 0.13 0.57 0.59026 0.748199 -7.18
258962_at putative cytochrome P450 similar to cyCYP77A6 AT3G10570 -1.26 -0.34 -0.57 0.590363 0.748287 -7.18
259615_at  dessication-related protein, putative si --- AT1G47980 -1.05 -0.08 -0.56 0.590456 0.748323 -7.18
254918_at  putative protein phosphatase like proteSGT1B AT4G11260 1.05 0.07 0.56 0.590455 0.748323 -7.18
261588_at hypothetical protein predicted by gene --- AT1G01670 1.04 0.05 0.56 0.590685 0.748405 -7.18
248299_at unknown protein  ;supported by full-len--- AT5G53080 1.05 0.07 0.56 0.590604 0.748405 -7.18
259209_at  putative RNA-binding protein identical --- AT3G09160 1.04 0.05 0.56 0.590564 0.748405 -7.18
266397_at unknown protein --- AT2G38690 -1.04 -0.06 -0.56 0.590676 0.748405 -7.18
246605_at  putative protein predicted proteins, Ara--- --- 1.05 0.07 0.56 0.590633 0.748405 -7.18
257859_at Expressed protein ; supported by full-le--- AT3G12955 -1.05 -0.07 -0.56 0.590817 0.74853 -7.18
259861_at unknown protein similar to ribosomal p --- AT1G80620 1.06 0.08 0.56 0.59087 0.748555 -7.18
265211_at late embryogenesis abundant protein (ATECP63 AT2G36640 -1.04 -0.05 -0.56 0.591033 0.748721 -7.18
263819_x_ putative TNP2-like transposon protein --- --- -1.04 -0.05 -0.56 0.591127 0.748798 -7.18
245640_at  helix-loop-helix protein homolog, putat--- AT1G25330 -1.04 -0.06 -0.56 0.591287 0.74896 -7.18
266237_at  DNA-directed RNA polymerase 14 kD ATRPC14 AT2G29540 1.08 0.10 0.56 0.591394 0.749011 -7.18
257562_at hypothetical protein --- --- -1.05 -0.08 -0.56 0.591383 0.749011 -7.18
265505_at putative RING zinc finger protein --- AT2G15530 1.04 0.06 0.56 0.591536 0.749149 -7.18
265532_at hypothetical protein predicted by gensc--- --- -1.05 -0.07 -0.56 0.591693 0.749265 -7.18
259772_at hypothetical protein predicted by gene --- AT1G29480 1.04 0.05 0.56 0.591691 0.749265 -7.18
265752_at putative Athila retroelement ORF1 prot--- --- 1.04 0.06 0.56 0.591908 0.749424 -7.18
265152_s_ hypothetical protein predicted by gensc--- AT1G30935 / 1.04 0.06 0.56 0.5919 0.749424 -7.18
255181_at predicted protein of unknown function --- --- 1.05 0.07 0.56 0.591917 0.749424 -7.18
259374_at putative AP2 domain transcription facto--- AT3G16280 1.06 0.09 0.56 0.592132 0.749655 -7.18
262629_at  heat shock protein, putative contains PACD32.1 AT1G06460 1.04 0.06 0.56 0.592209 0.749711 -7.18
249017_at C2 domain-containing protein-like --- AT5G44760 -1.06 -0.08 -0.56 0.592247 0.749717 -7.18
257010_at Expressed protein ; supported by cDNAATEXO70D3AT3G14090 -1.07 -0.10 -0.56 0.592324 0.749731 -7.18
252399_at  putative cyclic nucleotide-gated channCNGC16 AT3G48010 -1.04 -0.06 -0.56 0.59232 0.749731 -7.18
259535_at hypothetical protein --- AT1G12280 1.07 0.10 0.56 0.592381 0.749763 -7.18
265935_at putative senescence-associated protei TET2 AT2G19580 -1.08 -0.11 -0.56 0.592497 0.749784 -7.18



255528_at hypothetical protein --- AT4G02090 1.04 0.06 0.56 0.592477 0.749784 -7.18
247466_at  putative protein predicted proteins, Ara--- AT5G62090 -1.07 -0.10 -0.56 0.592485 0.749784 -7.18
250480_at  protein serine/threonine kinase-like pr --- AT5G10290 1.12 0.17 0.56 0.59262 0.749898 -7.18
253761_at  putative protein thyroid receptor intera--- AT4G28820 1.05 0.07 0.56 0.592743 0.750012 -7.18
252655_at hypothetical protein with predicted hem--- AT3G44760 -1.04 -0.06 -0.56 0.593069 0.750352 -7.18
267133_at unknown protein --- AT2G23440 1.05 0.07 0.56 0.593083 0.750352 -7.18
247728_at putative protein --- --- -1.05 -0.07 -0.56 0.59311 0.750352 -7.18
266996_at putative cytochrome P450  ;supported CYP710A2 AT2G34490 -1.29 -0.37 -0.56 0.593168 0.750383 -7.18
255092_s_ putative protein various predicted prote--- --- 1.04 0.06 0.56 0.593291 0.750446 -7.18
252054_at hypothetical protein  ;supported by full-OFP18 AT3G52540 -1.05 -0.07 -0.56 0.593316 0.750446 -7.18
261312_at putative NPK1-related protein kinase 2--- AT1G05790 1.05 0.07 0.56 0.593295 0.750446 -7.18
258963_at putative myotubularin similar to myotub--- AT3G10550 -1.05 -0.07 -0.56 0.593586 0.750562 -7.18
246245_at putative protein --- AT4G36440 -1.04 -0.06 -0.56 0.593526 0.750562 -7.18
263727_at putative cap-binding protein  ; supporteABH1 AT2G13540 -1.06 -0.08 -0.56 0.593638 0.750562 -7.18
266492_at putative protein kinase contains a prote--- AT2G07020 -1.05 -0.07 -0.56 0.593594 0.750562 -7.18
262447_at hypothetical protein contains similarity --- AT1G49250 1.04 0.06 0.56 0.593502 0.750562 -7.18
250393_at  serine/threonine protein phosphatase --- AT5G10900 1.05 0.07 0.56 0.59363 0.750562 -7.18
245583_at hypothetical protein --- AT4G14920 -1.05 -0.07 -0.56 0.593589 0.750562 -7.18
250221_at  protoporphyrinogen oxidase - like protHEMG2 AT5G14220 -1.07 -0.10 -0.56 0.593728 0.750634 -7.18
245162_at putative myosin heavy chain XID AT2G33240 -1.08 -0.11 -0.56 0.593812 0.750698 -7.18
249946_at  putative protein predicted proteins, Ara--- AT5G19170 1.10 0.13 0.56 0.593845 0.750699 -7.18
249632_at  caffeic acid O-methyltransferase-like p--- AT5G37170 -1.04 -0.06 -0.56 0.59403 0.750891 -7.18
254129_at  putative tRNA isopentenyltransferase IPT4 AT4G24650 -1.04 -0.06 -0.56 0.594295 0.751101 -7.18
262392_at hypothetical protein predicted by gensc--- AT1G49520 1.07 0.09 0.56 0.594322 0.751101 -7.18
253371_at  putative protein FAB1 protein, Saccha--- AT4G33240 -1.05 -0.07 -0.56 0.594328 0.751101 -7.18
267433_at putative peroxisome assembly protein PEX10 AT2G26350 -1.05 -0.07 -0.56 0.59425 0.751101 -7.18
252874_at  putative protein ipiB1 gene,  Phytopht --- --- -1.05 -0.06 -0.56 0.594432 0.751149 -7.18
253106_at  putative protein predicted proteins, Ara--- AT4G35870 -1.04 -0.06 -0.56 0.594428 0.751149 -7.18
245241_at hypothetical protein contains similarity --- AT1G44478 -1.04 -0.06 -0.56 0.594548 0.751254 -7.18
257153_at unknown protein  ; supported by cDNA--- AT3G27220 1.07 0.09 0.56 0.594624 0.751271 -7.18
259681_at nitrate reductase 1 (NR1) identical to nNIA1 AT1G77760 1.38 0.46 0.56 0.594627 0.751271 -7.18
251570_at putative protein several hypothetical pr--- AT3G58300 1.05 0.07 0.56 0.595032 0.751491 -7.18
259168_at unknown protein similar to hypothetica --- AT3G03570 -1.05 -0.07 -0.56 0.594988 0.751491 -7.18
265409_at unknown protein PIP2;8 AT2G16830 / -1.05 -0.07 -0.56 0.594984 0.751491 -7.18
258841_at hypothetical protein similar to hypothet --- AT3G04660 -1.04 -0.06 -0.56 0.594928 0.751491 -7.18



249772_at unknown protein --- AT5G24130 1.08 0.11 0.56 0.595026 0.751491 -7.18
258839_at unknown protein  ; supported by cDNA--- AT3G07170 -1.04 -0.06 -0.56 0.594873 0.751491 -7.18
259223_at hypothetical protein WOX11 AT3G03660 1.04 0.06 0.56 0.594901 0.751491 -7.18
253241_at fatty acid elongase 1 KCS18 AT4G34520 -1.06 -0.09 -0.56 0.595246 0.751678 -7.18
260478_at DnaJ isolog --- AT1G11040 1.04 0.06 0.56 0.595228 0.751678 -7.18
261846_at hypothetical protein similar to hypothet --- AT1G11540 1.05 0.07 0.56 0.595292 0.751682 -7.18
257913_at unknown protein  ; supported by cDNALAG1 AT3G25540 -1.05 -0.07 -0.56 0.595332 0.751682 -7.18
246186_at  PINHEAD - like protein PINHEAD, Ara--- AT5G21030 -1.07 -0.09 -0.56 0.595357 0.751682 -7.18
265365_at En/Spm-like transposon protein related--- --- 1.04 0.06 0.56 0.595381 0.751682 -7.18
246806_at putative cdc20 protein --- AT5G27080 -1.04 -0.06 -0.56 0.595658 0.75199 -7.18
257418_at hypothetical protein predicted by genef--- AT1G30850 -1.06 -0.09 -0.56 0.595788 0.752113 -7.18
259121_at unknown protein --- AT3G02220 -1.06 -0.08 -0.56 0.595999 0.752337 -7.18
265455_at hypothetical protein predicted by gensc--- AT2G46560 1.04 0.06 0.56 0.596048 0.752337 -7.18
257823_at  integral membrane protein, putative co--- AT3G25190 1.05 0.07 0.56 0.596129 0.752337 -7.18
262096_at NAC1 identical to NAC1 GB:AAF21437NAC1 AT1G56010 -1.10 -0.14 -0.56 0.59613 0.752337 -7.18
257582_at hypothetical protein --- AT1G50720 -1.04 -0.05 -0.56 0.596131 0.752337 -7.18
253285_at  fatty acid elongase - like protein fatty aKCS16 AT4G34250 -1.09 -0.12 -0.56 0.596456 0.752665 -7.18
254856_at  putative ribosomal protein (fragment) --- AT4G12160 1.05 0.06 0.56 0.59643 0.752665 -7.18
250209_at putative protein similar to unknown pro--- AT5G14030 -1.06 -0.08 -0.56 0.596504 0.752683 -7.18
256308_s_  ABC transporter, putative contains PfaATMRP13 AT1G30410 / 1.08 0.11 0.56 0.596714 0.752865 -7.18
249507_at similar to unknown protein (pir||T02618--- AT5G38370 -1.04 -0.05 -0.56 0.596697 0.752865 -7.18
261472_at hypothetical protein predicted by gene --- AT1G14470 -1.03 -0.05 -0.55 0.596867 0.752974 -7.18
252733_at  putative protein INDOLE-3-ACETIC A --- AT3G43120 -1.04 -0.06 -0.56 0.596845 0.752974 -7.18
253881_at  putative protein Ran_GTP binding pro--- AT4G27640 -1.04 -0.06 -0.55 0.596984 0.753081 -7.18
263525_at putative MADS-box protein AGL61 AT2G24840 -1.06 -0.08 -0.55 0.597032 0.7531 -7.18
264149_at  NAM (no apical meristem)-like protein anac005 AT1G02250 1.04 0.06 0.55 0.59721 0.753283 -7.18
247539_at  putative protein predicted protein, Ara --- AT5G61710 -1.04 -0.05 -0.55 0.597416 0.753501 -7.18
261205_at hypothetical protein predicted by gene --- AT1G12790 -1.08 -0.11 -0.55 0.597505 0.753572 -7.18
258423_at hypothetical protein predicted by genef--- AT3G16730 -1.04 -0.05 -0.55 0.59755 0.753587 -7.18
265039_at  unknown protein Location of ESTs 203--- AT1G04000 1.04 0.06 0.55 0.597744 0.753789 -7.18
255123_at putative lipid transfer protein --- AT4G08530 -1.04 -0.06 -0.55 0.597793 0.753809 -7.18
264132_at hypothetical protein predicted by gene --- AT1G79100 -1.05 -0.08 -0.55 0.597849 0.753838 -7.18
252330_at hypothetical protein --- AT3G48770 1.06 0.09 0.55 0.597884 0.753841 -7.18
249466_at  ribosomal protein L5 - like ribosomal pRPL5B AT5G39740 -1.07 -0.10 -0.55 0.598013 0.753878 -7.18
251517_at  putative protein hypothetical protein F --- AT3G59370 1.03 0.05 0.55 0.597976 0.753878 -7.18



248893_at unknown protein --- AT5G46310 -1.05 -0.07 -0.55 0.59799 0.753878 -7.18
257160_at hypothetical protein predicted by gene --- --- -1.07 -0.10 -0.55 0.598343 0.754227 -7.18
253774_at  NAM / CUC2 -like protein No apical manac074 AT4G28530 1.08 0.11 0.55 0.598356 0.754227 -7.18
261358_s_ hypothetical protein predicted by gensc--- AT1G41920 / 1.04 0.06 0.55 0.598672 0.754584 -7.18
267641_at Argonaute (AGO1)-like protein AGO6 AT2G32940 -1.04 -0.05 -0.55 0.598716 0.754598 -7.18
255024_at hypothetical protein --- AT4G09860 1.04 0.05 0.55 0.598803 0.754666 -7.18
266211_at putative retroelement pol polyprotein --- --- -1.04 -0.06 -0.55 0.598915 0.754766 -7.18
253556_at  serine/threonine-specific protein kinas--- AT4G31100 1.04 0.05 0.55 0.598959 0.754779 -7.18
248955_at putative protein contains similarity to u GAS41 AT5G45600 -1.04 -0.06 -0.55 0.599062 0.754799 -7.18
255398_at hypothetical protein --- AT4G03740 1.04 0.06 0.55 0.599074 0.754799 -7.18
255167_at  putative protein  hypothetical protein T--- --- -1.03 -0.05 -0.55 0.599062 0.754799 -7.18
245750_at  histone H2A, putative similar to histon HTA10 AT1G51060 1.10 0.13 0.55 0.599176 0.754886 -7.18
265908_at contains similarity to S. cerevisiae ADR--- AT4G00270 1.07 0.09 0.55 0.599266 0.754957 -7.18
262161_at  signal peptidase subunit, putative sim --- AT1G52600 1.04 0.06 0.55 0.599362 0.755037 -7.18
258561_at putative hexose transporter similar to hSTP6 AT3G05960 -1.06 -0.09 -0.55 0.599445 0.7551 -7.18
256881_at hypothetical protein  ; supported by cD--- AT3G26410 1.04 0.06 0.55 0.599574 0.755221 -7.18
263307_at hypothetical protein similar to myosin-l --- --- 1.05 0.07 0.55 0.599611 0.755225 -7.18
267032_at putative protein kinase contains a proteCIPK22 AT2G38490 1.07 0.10 0.55 0.599762 0.75529 -7.18
262023_at hypothetical protein predicted by gene --- AT1G35500 1.05 0.06 0.55 0.599752 0.75529 -7.18
257605_at hypothetical protein predicted by gene --- AT3G13840 1.04 0.05 0.55 0.599738 0.75529 -7.18
257551_at hypothetical protein contains similarity --- --- -1.05 -0.07 -0.55 0.599814 0.755313 -7.18
258270_at putative lysophospholipase similar to ly--- AT3G15650 -1.11 -0.15 -0.55 0.600001 0.755508 -7.19
256268_at  retinoblastoma-related protein, putativRBR1 AT3G12280 1.06 0.08 0.55 0.6001 0.75556 -7.19
245823_at hypothetical protein predicted by gene --- AT1G57906 -1.05 -0.07 -0.55 0.600109 0.75556 -7.19
247036_at putative protein contains similarity to M--- AT5G67130 -1.06 -0.09 -0.55 0.600145 0.755564 -7.19
249076_at putative protein similar to unknown proTOM22-V AT5G43970 -1.06 -0.09 -0.55 0.600284 0.755668 -7.19
247935_at 30S ribosomal protein S16  ; supported--- AT5G56940 1.06 0.09 0.55 0.600294 0.755668 -7.19
252739_at  putative protein mRNA, Homo sapiens--- AT3G43250 1.05 0.06 0.55 0.60044 0.755769 -7.19
249289_at N-hydroxycinnamoyl/benzoyltransferas--- AT5G41040 -1.19 -0.26 -0.55 0.600419 0.755769 -7.19
246816_at putative protein --- AT5G27230 -1.04 -0.06 -0.55 0.600481 0.755779 -7.19
258494_at cell division protein FtsH-like protein si --- AT3G02450 1.06 0.08 0.55 0.600531 0.755785 -7.19
267016_at hypothetical protein predicted by gensc--- AT2G39160 / 1.04 0.06 0.55 0.600586 0.755785 -7.19
261342_at putative replication protein similar to re--- AT1G52950 1.04 0.05 0.55 0.600567 0.755785 -7.19
247456_at  iron-regulated transporter - like proteinAtZIP12 AT5G62160 1.04 0.06 0.55 0.60072 0.755912 -7.19
260214_at hypothetical protein contains Pfam pro --- AT1G74510 1.04 0.06 0.55 0.600884 0.756077 -7.19



245109_at hypothetical protein predicted by genef--- AT2G41520 1.05 0.07 0.55 0.600939 0.756105 -7.19
262221_at hypothetical protein predicted by gene ARC3 AT1G75010 -1.06 -0.08 -0.55 0.6011 0.756266 -7.19
254830_at  putative protein predicted protein, Sac--- AT4G12590 -1.03 -0.05 -0.55 0.601173 0.756315 -7.19
255434_at predicted protein of unknown function  --- AT4G03180 -1.05 -0.06 -0.55 0.601286 0.756416 -7.19
262063_at unknown protein identical to unknown --- AT1G80000 -1.05 -0.08 -0.55 0.601477 0.756614 -7.19
247247_at 50S ribosomal protein L17  ;supported --- AT5G64650 -1.04 -0.06 -0.55 0.601616 0.756716 -7.19
255950_at hypothetical protein predicted by gene --- AT1G22110 1.06 0.08 0.55 0.601624 0.756716 -7.19
264976_at  peptide transporter, putative similar to NRT1.6 AT1G27080 -1.05 -0.07 -0.55 0.601743 0.756824 -7.19
245406_at GTP-binding RAB2A like protein ATRABB1A AT4G17160 -1.04 -0.05 -0.55 0.601831 0.756851 -7.19
254381_at  putative protein membrane-associated--- AT4G21880 1.05 0.07 0.55 0.601808 0.756851 -7.19
256924_at  Anthocyanin 5-aromatic acyltransferasAT5MAT AT3G29590 -1.05 -0.07 -0.55 0.601894 0.756888 -7.19
257358_at unknown protein predicted by genscan--- AT2G40990 -1.07 -0.10 -0.55 0.602424 0.757514 -7.19
266214_at putative retroelement integrase --- --- 1.04 0.05 0.55 0.602524 0.757597 -7.19
251909_at  putative protein initiator-binding protei TRFL4 AT3G53790 -1.05 -0.07 -0.55 0.602712 0.757792 -7.19
266583_at Expressed protein ; supported by cDNA--- AT2G46220 1.06 0.09 0.55 0.602796 0.757855 -7.19
246874_at  arabinosidase - like protein arabinosidASD2 AT5G26120 -1.05 -0.07 -0.55 0.602884 0.757925 -7.19
265145_at unknown protein similar to GB:CAA876PLT2 AT1G51190 -1.05 -0.07 -0.55 0.602971 0.757951 -7.19
AFFX-BioB E. coli /GEN=bioB /DB_XREF=gb:J044--- --- 1.14 0.19 0.55 0.602971 0.757951 -7.19
260553_at unknown protein similar to T11A07.9 --- AT2G41800 -1.04 -0.06 -0.55 0.60301 0.757958 -7.19
245813_at hypothetical protein contains similarity --- AT1G49920 1.06 0.09 0.55 0.603096 0.758024 -7.19
248858_at AP47 50p (gb|AAB88283.1) ; supporte --- AT5G46630 -1.05 -0.07 -0.55 0.603246 0.758141 -7.19
261316_at  MAP kinase BnMAP4K alpha1, putativATMAP4K A AT1G53165 -1.04 -0.06 -0.55 0.603256 0.758141 -7.19
251943_at  splicing factor - like protein splicing facRSZ32 AT3G53500 1.04 0.05 0.54 0.603349 0.758217 -7.19
255253_at contains similarity to S. cerevisiae vacuVPS28-2 AT4G05000 -1.04 -0.06 -0.54 0.603417 0.75826 -7.19
247614_at putative protein --- AT5G60240 1.04 0.06 0.54 0.603571 0.758412 -7.19
262979_s_ unknown protein similar to histone H3. --- AT1G13370 / -1.05 -0.06 -0.54 0.603759 0.758607 -7.19
253084_at  putative protein lateral root primordia (STY2 AT4G36260 -1.07 -0.09 -0.54 0.603851 0.758632 -7.19
255970_s_ hypothetical protein predicted by genes--- --- 1.04 0.05 0.54 0.603826 0.758632 -7.19
248989_at disease resistance protein RPS4 --- AT5G45200 -1.05 -0.07 -0.54 0.603879 0.758632 -7.19
250938_at  putative protein various predicted prot --- AT5G03180 -1.06 -0.09 -0.54 0.604136 0.758871 -7.19
265463_at unknown protein IRX9 AT2G37090 -1.07 -0.10 -0.54 0.604117 0.758871 -7.19
265553_at putative retroelement pol polyprotein --- --- -1.04 -0.06 -0.54 0.604452 0.759226 -7.19
265173_at unknown protein --- AT1G23530 1.04 0.06 0.54 0.604541 0.759296 -7.19
257701_at unknown protein contains similarity to 3--- AT3G12710 -1.20 -0.26 -0.54 0.604668 0.759372 -7.19
259807_at hypothetical protein predicted by gensc--- AT1G47920 1.04 0.05 0.54 0.604638 0.759372 -7.19



259795_at hypothetical protein predicted by gene --- AT1G64290 1.05 0.07 0.54 0.60482 0.759456 -7.19
263862_at putative protein phosphatase IBR5 AT2G04550 1.04 0.06 0.54 0.604833 0.759456 -7.19
263682_at hypothetical protein similar to reverse tAT5G49590 --- -1.04 -0.05 -0.54 0.604844 0.759456 -7.19
252078_at  putative protein brassinosteroid-insensIMK2 AT3G51740 -1.03 -0.05 -0.54 0.604868 0.759456 -7.19
258895_at putative epoxide hydrolase similar to e --- AT3G05600 1.04 0.05 0.54 0.60494 0.759504 -7.19
257027_at  DNA repair protein, putative similar to ATRAD54 AT3G19210 1.04 0.06 0.54 0.60512 0.759689 -7.19
267458_at similar to Mlo proteins from H. vulgare MLO5 AT2G33670 1.06 0.08 0.54 0.605212 0.759763 -7.19
265146_at putative glucosyl transferase --- AT1G51210 1.09 0.12 0.54 0.605397 0.759883 -7.19
257767_at hypothetical protein predicted by gene --- AT3G23040 -1.06 -0.08 -0.54 0.605441 0.759883 -7.19
252545_at putative protein --- AT3G45820 -1.05 -0.07 -0.54 0.605434 0.759883 -7.19
261274_at  myb-related protein, putative similar toMYB117 AT1G26780 -1.04 -0.05 -0.54 0.605389 0.759883 -7.19
265636_at putative calcium binding protein --- AT2G27480 1.05 0.07 0.54 0.605691 0.760154 -7.19
248604_at protein kinase --- AT5G49470 -1.08 -0.11 -0.54 0.605766 0.760207 -7.19
266862_at putative MYB family transcription facto AtMYB104 AT2G26950 -1.04 -0.05 -0.54 0.605943 0.760305 -7.19
254316_at  putative protein glycine-rich cell wall p --- --- 1.05 0.07 0.54 0.605944 0.760305 -7.19
265686_at hypothetical protein predicted by gensc--- AT2G24460 1.04 0.05 0.54 0.605885 0.760305 -7.19
260287_at unknown protein contains two Kelch m--- AT1G80440 -1.07 -0.10 -0.54 0.606082 0.760311 -7.19
247096_at S-adenosyl-L-methionine:salicylic acid --- AT5G66430 -1.03 -0.05 -0.54 0.606021 0.760311 -7.19
260674_at unknown protein ; supported by cDNA:--- AT1G19370 1.04 0.06 0.54 0.606055 0.760311 -7.19
246729_at putative protein --- AT5G28070 -1.04 -0.06 -0.54 0.606025 0.760311 -7.19
267317_at putative proline-rich glycoprotein --- AT2G34700 -1.04 -0.06 -0.54 0.606228 0.76041 -7.19
260918_at hypothetical protein predicted by gene --- AT1G21510 1.04 0.06 0.54 0.606203 0.76041 -7.19
261625_at hypothetical protein predicted by gene --- AT1G01930 -1.04 -0.05 -0.54 0.606263 0.760412 -7.19
256087_at hypothetical protein predicted by gensc--- AT1G20800 -1.04 -0.06 -0.54 0.606481 0.760518 -7.19
249389_at  disease resistence like - protein down --- AT5G40100 1.06 0.08 0.54 0.606435 0.760518 -7.19
249534_at  bZIP transcription factor - like protein AtbZIP43 AT5G38800 -1.04 -0.05 -0.54 0.606456 0.760518 -7.19
256966_at  pollen specific protein, putative similarsks13 AT3G13400 -1.04 -0.05 -0.54 0.606428 0.760518 -7.19
246051_at  epimerase/dehydratase - like protein dGME AT5G28840 -1.06 -0.08 -0.54 0.606564 0.76058 -7.19
251997_at  60S ribosomal protein - like 60S ribosoSTV1 AT3G53020 -1.06 -0.09 -0.54 0.606631 0.760622 -7.19
245052_at putative pectinesterase --- AT2G26440 1.06 0.08 0.54 0.606807 0.760802 -7.19
258789_at Mutator-like transposase similar to MU--- --- 1.04 0.06 0.54 0.606944 0.760932 -7.19
265384_at unknown protein  ;supported by full-len--- AT2G20760 -1.04 -0.05 -0.54 0.607083 0.76098 -7.19
264748_at hypothetical protein predicted by gene EMB25 AT1G70070 -1.04 -0.05 -0.54 0.607032 0.76098 -7.19
246032_s_ putative protein --- --- 1.05 0.07 0.54 0.607054 0.76098 -7.19
252059_at  E2, ubiquitin-conjugating enzyme, put UEV1D-4 AT3G52560 1.04 0.06 0.54 0.607242 0.761115 -7.19



267012_at similar to latex allergen from Hevea braPLP6 AT2G39220 1.12 0.16 0.54 0.607257 0.761115 -7.19
251318_at putative protein putative protein At2g46GDAP1 AT3G61570 -1.04 -0.06 -0.54 0.607357 0.761115 -7.19
246715_at  putative protein glucose-6-phosphate/ --- AT5G28230 1.06 0.08 0.54 0.607315 0.761115 -7.19
248643_at putative protein strong similarity to unk--- AT5G49130 -1.04 -0.06 -0.54 0.607343 0.761115 -7.19
252612_at hypothetical protein --- AT3G45160 -1.25 -0.32 -0.54 0.607402 0.761129 -7.19
265429_at hypothetical protein predicted by gensc--- AT2G20710 1.05 0.08 0.54 0.607483 0.76119 -7.19
246043_at  putative protein predicted protein, Ara --- AT5G19380 1.08 0.12 0.54 0.60768 0.761388 -7.19
257392_at hypothetical protein FLA3 AT2G24450 1.04 0.06 0.54 0.607742 0.761388 -7.19
248543_at putative protein similar to unknown pro--- AT5G50230 -1.04 -0.05 -0.54 0.607734 0.761388 -7.19
AFFX-r2-BsB. subtilis /GEN=thrC, thrB /DB_XREF --- --- -1.09 -0.12 -0.54 0.607869 0.761506 -7.19
260108_at hypothetical protein similar to putative --- AT1G63280 -1.05 -0.07 -0.54 0.607993 0.761578 -7.19
255409_at NDX1 homeobox protein homolog --- AT4G03090 -1.03 -0.05 -0.54 0.607964 0.761578 -7.19
263518_at Expressed protein ; supported by full-le--- AT2G21655 -1.04 -0.06 -0.54 0.608136 0.761715 -7.19
255251_at see GB:U95973 similar to a family of A--- AT4G04980 -1.04 -0.05 -0.54 0.608183 0.761732 -7.19
248928_at Rac-like gtp binding protein ARAC2 (spARAC2 AT5G45970 -1.03 -0.05 -0.54 0.608481 0.76196 -7.19
263581_at hypothetical protein identical to hypoth --- AT2G17160 1.05 0.07 0.54 0.608489 0.76196 -7.19
250652_at putative protein similar to unknown proFLA21 AT5G06920 1.04 0.06 0.54 0.608499 0.76196 -7.19
263338_at hypothetical protein predicted by gensc--- --- -1.05 -0.07 -0.54 0.608498 0.76196 -7.19
259285_at hypothetical protein similar to putative --- AT3G11460 1.04 0.06 0.54 0.608825 0.762082 -7.19
246681_at  chloride channel-like protein chloride c--- AT5G33280 1.04 0.05 0.54 0.60883 0.762082 -7.19
255883_at  unknown protein similar to putative pro--- AT1G20270 1.05 0.08 0.54 0.608736 0.762082 -7.19
264886_at  S-linalool synthase, putative similar to TPS04 AT1G61120 1.38 0.46 0.54 0.608646 0.762082 -7.19
267412_at putative vacuolar sorting receptor --- AT2G34940 1.14 0.19 0.54 0.60874 0.762082 -7.19
250624_at putative protein --- AT5G07330 1.05 0.07 0.54 0.608821 0.762082 -7.19
249561_at  disease resistance - like protein disea --- AT5G38340 1.04 0.06 0.54 0.608717 0.762082 -7.19
256913_at unknown protein --- AT3G23870 -1.08 -0.10 -0.54 0.608934 0.76217 -7.19
259109_at putative serine threonine protein phosp--- AT3G05580 -1.07 -0.10 -0.54 0.609267 0.762544 -7.19
252468_at  starch phosphorylase H (cytosolic formPHS2 AT3G46970 1.06 0.08 0.54 0.60931 0.762557 -7.19
263747_at putative ubiquitin activating enzyme SAE2 AT2G21470 1.04 0.05 0.54 0.609487 0.762737 -7.19
247391_at unknown protein --- AT5G63540 -1.04 -0.05 -0.54 0.609648 0.762819 -7.19
254330_at  predicted protein predicted gene F5I14LBD32 AT4G22700 1.04 0.06 0.54 0.609598 0.762819 -7.19
261716_at  kinesin-related protein, putative simila --- AT1G18410 1.04 0.05 0.54 0.609653 0.762819 -7.19
263335_x_ hypothetical protein --- --- 1.04 0.05 0.54 0.609726 0.762868 -7.19
266387_at hypothetical protein predicted by gensc--- AT2G32360 -1.04 -0.06 -0.54 0.609844 0.762974 -7.19
260259_at unknown protein similar to unknown pr --- AT1G74300 1.04 0.06 0.53 0.609915 0.76298 -7.19



255972_at hypothetical protein similar to hypothet --- --- -1.03 -0.05 -0.53 0.609903 0.76298 -7.19
263087_s_ putative sugar transporter --- AT2G16120 / -1.04 -0.06 -0.53 0.609951 0.762982 -7.19
257914_at Expressed protein ; supported by cDNA--- AT3G25545 -1.05 -0.07 -0.53 0.61006 0.763047 -7.19
256693_at hypothetical protein predicted by gene --- --- 1.04 0.05 0.53 0.610069 0.763047 -7.19
259381_s_  putative lectin contains Pfam profile: PNSP1 AT3G16390 / 1.20 0.26 0.53 0.610178 0.763141 -7.19
264284_at  protein kinase, putative similar to prote--- AT1G61860 1.04 0.06 0.53 0.610263 0.763164 -7.19
261702_at unknown protein similar to hypothetica --- AT1G32760 -1.05 -0.06 -0.53 0.610258 0.763164 -7.19
248843_at homeobox protein HB-7 AT5G46880 1.05 0.07 0.53 0.610314 0.763186 -7.19
261592_at  double-stranded RNA-specific editase--- AT1G01760 1.05 0.07 0.53 0.610392 0.763241 -7.19
251223_at putative transcription factor MYB11 ATMYB11 AT3G62610 -1.04 -0.05 -0.53 0.610425 0.763241 -7.19
261997_at hypothetical protein similar C-term of g--- --- -1.04 -0.05 -0.53 0.610562 0.76337 -7.19
249733_at 6-phosphogluconolactonase-like prote emb2024 AT5G24400 -1.04 -0.06 -0.53 0.610653 0.7634 -7.19
259623_at hypothetical protein predicted by gene --- AT1G42700 1.05 0.08 0.53 0.610651 0.7634 -7.19
245919_at  putative protein various predicted prot --- AT5G28780 1.04 0.05 0.53 0.610708 0.763427 -7.19
250894_s_  putative protein proline-rich protein AP--- AT5G03810 / -1.05 -0.07 -0.53 0.610973 0.763716 -7.20
266842_at  FtsH protease, putative contains similaftsh4 AT2G26140 1.05 0.07 0.53 0.611033 0.763749 -7.20
254118_at  DNA polymerase III like protein DNA p--- AT4G24790 1.04 0.05 0.53 0.61111 0.763769 -7.20
265105_s_ unknown protein contains similarity to --- AT1G62580 / -1.03 -0.05 -0.53 0.611115 0.763769 -7.20
254721_at hypothetical protein  ;supported by full-SMAP1 AT4G13520 -1.05 -0.06 -0.53 0.611164 0.763788 -7.20
260102_at unknown protein --- AT1G35470 -1.05 -0.07 -0.53 0.611285 0.763896 -7.20
255526_at hypothetical protein --- AT4G02350 1.05 0.07 0.53 0.611408 0.763966 -7.20
260091_at  putative serine carboxypeptidase simi scpl5 AT1G73290 -1.04 -0.06 -0.53 0.611389 0.763966 -7.20
262812_at hypothetical protein predicted by gensc--- AT1G11690 -1.03 -0.05 -0.53 0.611447 0.763974 -7.20
264486_at hypothetical protein contains similarity --- AT1G77180 1.05 0.07 0.53 0.611674 0.764195 -7.20
266058_at glycerol-3-phosphate dehydrogenase  GLY1 AT2G40690 -1.06 -0.08 -0.53 0.611691 0.764195 -7.20
245189_at F12A21.18 hypothetical protein --- AT1G67670 1.03 0.05 0.53 0.611833 0.764331 -7.20
255529_at CTP synthase - like protein --- AT4G02120 1.05 0.07 0.53 0.611885 0.764354 -7.20
258408_at unknown protein similar to putative Na ATCHX19 AT3G17630 1.04 0.05 0.53 0.612018 0.764478 -7.20
252792_at hypothetical protein --- --- -1.05 -0.07 -0.53 0.61219 0.764651 -7.20
256875_at  cytochrome P450, putative contains PCYP71B37 AT3G26330 -1.05 -0.07 -0.53 0.612237 0.764655 -7.20
254589_at hypothetical protein --- AT4G18850 -1.05 -0.07 -0.53 0.61226 0.764655 -7.20
264128_at unknown protein --- AT1G79190 -1.04 -0.06 -0.53 0.612464 0.764741 -7.20
251725_at putative protein --- AT3G56260 -1.07 -0.10 -0.53 0.612564 0.764741 -7.20
266848_at unknown protein  ;supported by full-len--- AT2G25950 1.06 0.09 0.53 0.612532 0.764741 -7.20
248945_at putative protein strong similarity to unk--- AT5G45510 1.05 0.07 0.53 0.612474 0.764741 -7.20



260716_at peroxiredoxin identical to SP:O04005 fATPER1 AT1G48130 -1.05 -0.08 -0.53 0.612428 0.764741 -7.20
260561_at putative endochitinase --- AT2G43580 1.05 0.08 0.53 0.61255 0.764741 -7.20
253069_at  hexokinase - like protein hexokinase, AHKL3 AT4G37840 1.04 0.06 0.53 0.612368 0.764741 -7.20
266664_at hypothetical protein predicted by grail --- AT2G29800 -1.04 -0.06 -0.53 0.612725 0.764859 -7.20
252795_at  putative protein predicted proteins, Ara--- --- 1.04 0.06 0.53 0.612708 0.764859 -7.20
251434_at  polygalacturonase-like protein polygal --- AT3G59850 1.04 0.06 0.53 0.612895 0.765028 -7.20
261747_at unknown protein similar to putative end--- AT1G08350 -1.06 -0.08 -0.53 0.612959 0.76505 -7.20
259571_at hypothetical protein --- AT1G20410 -1.06 -0.08 -0.53 0.612997 0.76505 -7.20
262129_at mutM homologue-1 identical to mutM hATMMH-1 AT1G52500 1.05 0.08 0.53 0.613013 0.76505 -7.20
251538_at  putative protein PBK1 protein, Homo s--- AT3G58660 1.07 0.10 0.53 0.61313 0.765151 -7.20
253229_at putative protein  ;supported by full-leng--- AT4G34660 1.03 0.04 0.53 0.613194 0.765151 -7.20
254090_at  MtN3 - like protein MtN3 (induced dur --- AT4G25010 -1.05 -0.07 -0.53 0.613171 0.765151 -7.20
253141_at  putative protein hypothetical protein F --- AT4G35430 / -1.05 -0.07 -0.53 0.613236 0.765161 -7.20
260159_at putative helicase similar to helicase GB--- AT1G79890 1.04 0.06 0.53 0.613301 0.7652 -7.20
260365_at hypothetical protein predicted by genef--- AT1G70630 1.04 0.06 0.53 0.613418 0.765276 -7.20
255852_at unknown protein SVL2 AT1G66970 -1.13 -0.17 -0.53 0.613429 0.765276 -7.20
257060_at unknown protein --- AT3G18230 1.05 0.06 0.53 0.613577 0.765377 -7.20
246797_at putative protein  ;supported by full-leng--- AT5G26790 1.04 0.05 0.53 0.613571 0.765377 -7.20
251824_at  ABC transporter - like protein ATP-bin --- AT3G55090 1.05 0.06 0.53 0.613662 0.765442 -7.20
254436_at  putative protein receptor kinase-like p --- AT4G20940 -1.04 -0.05 -0.53 0.61387 0.765636 -7.20
262043_at unknown protein PSF1 AT1G80190 -1.06 -0.08 -0.53 0.613885 0.765636 -7.20
253023_at hypothetical protein --- AT4G38070 1.06 0.08 0.53 0.61401 0.765751 -7.20
264387_at putative growth regulator protein conta--- AT1G11990 -1.04 -0.06 -0.53 0.614061 0.765772 -7.20
256899_at  putative kinase-like protein TMKL1 preTMKL1 AT3G24660 1.05 0.06 0.53 0.614212 0.765919 -7.20
248942_at putative protein similar to unknown pro--- AT5G45480 -1.05 -0.07 -0.53 0.614326 0.765976 -7.20
250136_at  putative protein de novo DNA methyltrDRM1 AT5G15380 -1.08 -0.11 -0.53 0.614317 0.765976 -7.20
248199_at membrane related protein-like  ;suppor--- AT5G54170 1.10 0.13 0.53 0.614508 0.766078 -7.20
249782_at dipeptidyl peptidase IV-like protein --- AT5G24260 -1.04 -0.06 -0.53 0.614452 0.766078 -7.20
254361_at Expressed protein ; supported by full-le--- AT4G22212 -1.06 -0.08 -0.53 0.614495 0.766078 -7.20
259217_at  unknown protein similar to F16N3.20 G--- AT3G03620 -1.04 -0.06 -0.53 0.614557 0.766097 -7.20
255086_at  putative protein chromosome I BAC F --- AT4G09300 -1.05 -0.07 -0.53 0.614649 0.76617 -7.20
260174_at unknown protein  ;supported by full-len--- AT1G71940 1.04 0.06 0.53 0.614839 0.766365 -7.20
259833_at  MYB-family transcription factor, putativMYB105 AT1G69560 -1.04 -0.05 -0.53 0.614877 0.766371 -7.20
258311_at  transport inhibitor response 1 (TIR1), AFB2 AT3G26810 -1.04 -0.06 -0.53 0.615166 0.766688 -7.20
257995_at  putative monosaccharide transport pro--- AT3G19940 -1.05 -0.07 -0.53 0.615237 0.766736 -7.20



245659_at hypothetical protein predicted by gene --- AT1G28260 1.08 0.11 0.53 0.615343 0.766781 -7.20
259740_at  phytochrome, putative similar to GI:29--- AT1G64300 1.06 0.09 0.53 0.615375 0.766781 -7.20
246687_at  putative protein proline-rich protein AP--- AT5G33370 1.06 0.08 0.53 0.61531 0.766781 -7.20
252342_at  endo-polygalacturonase - like protein --- AT3G48950 1.03 0.04 0.53 0.615505 0.76686 -7.20
246721_at  putative protein glycine-rich protein, P --- --- -1.04 -0.05 -0.53 0.615505 0.76686 -7.20
252569_at  receptor-like protein kinase receptor li --- AT3G45420 -1.05 -0.06 -0.53 0.615714 0.767079 -7.20
266569_at unknown protein --- AT2G24080 -1.04 -0.05 -0.53 0.615794 0.767136 -7.20
262643_at unknown protein ;supported by full-leng--- AT1G62770 -1.08 -0.11 -0.53 0.61588 0.767201 -7.20
266465_at putative auxin-responsive protein  ; supGH3.9 AT2G47750 -1.05 -0.07 -0.53 0.61597 0.767272 -7.20
246885_at  putative protein predicted protein, Ara --- AT5G26230 1.12 0.16 0.53 0.61611 0.767372 -7.20
252892_at hypothetical protein --- AT4G39420 1.04 0.05 0.53 0.616118 0.767372 -7.20
257594_at unknown protein --- AT3G24740 1.05 0.07 0.53 0.616184 0.767413 -7.20
249040_at eukaryotic translation initiation factor 3 --- AT5G44320 -1.04 -0.06 -0.53 0.616232 0.76743 -7.20
262652_at  hypothetical protein One of a cluster oFUT9 AT1G14110 -1.04 -0.05 -0.53 0.616283 0.767451 -7.20
267493_at unknown protein OFP2 AT2G30400 1.07 0.10 0.53 0.616404 0.767517 -7.20
265780_at Mutator-like transposase similar to  MU--- --- 1.04 0.06 0.53 0.61642 0.767517 -7.20
267287_at putative pectinesterase sks16 AT2G23630 1.04 0.05 0.52 0.616437 0.767517 -7.20
260031_at putative nuclear matrix constituent protLINC3 AT1G68790 -1.05 -0.06 -0.52 0.616613 0.767673 -7.20
257776_at terpene synthase-related protein conta--- AT3G29190 -1.05 -0.07 -0.52 0.616629 0.767673 -7.20
253311_s_  putative protein xylan endohydrolase i --- AT4G33830 / -1.03 -0.05 -0.52 0.617039 0.768099 -7.20
260838_at hypothetical protein predicted by gene --- AT1G43680 1.04 0.05 0.52 0.617011 0.768099 -7.20
259124_at  floral homeotic protein AGL4 identical 02-ספט AT3G02310 -1.03 -0.05 -0.52 0.617107 0.768142 -7.20
266952_at putative gibberellin 2-oxidase ATGA2OX3 AT2G34555 1.05 0.07 0.52 0.617246 0.768273 -7.20
248685_at putative protein similar to unknown pro--- AT5G48500 1.07 0.09 0.52 0.617322 0.768284 -7.20
257784_at  geranylgeranylated protein, putative s MUB4 AT3G26980 -1.14 -0.19 -0.52 0.617318 0.768284 -7.20
246784_at signal peptidase  ; supported by cDNA --- AT5G27430 1.04 0.05 0.52 0.617412 0.768355 -7.20
255960_at unknown protein ; supported by cDNA:--- AT1G22140 1.06 0.08 0.52 0.617567 0.768505 -7.20
247103_at putative protein similar to unknown proDAR7 AT5G66610 -1.04 -0.06 -0.52 0.617645 0.76856 -7.20
253472_at hypothetical protein --- AT4G32230 1.04 0.06 0.52 0.617806 0.768719 -7.20
249381_at  acidic ribosomal protein P2 -like acidic--- AT5G40040 1.05 0.07 0.52 0.617864 0.768749 -7.20
262528_at H+-transporting ATPase AHA10 Identi AHA10 AT1G17260 1.05 0.07 0.52 0.617993 0.768867 -7.20
251296_at  putative protein paladin - Mus musculu--- AT3G62010 1.05 0.06 0.52 0.618132 0.768999 -7.20
256541_at  ligand-gated ion channel, putative conGLR3.3 AT1G42540 1.06 0.08 0.52 0.618243 0.769095 -7.20
253955_at  putative DNA binding protein DNA bin ATRBP45C AT4G27000 1.07 0.09 0.52 0.61837 0.769197 -7.20
256827_at hypothetical protein contains similarity --- AT3G18570 1.03 0.05 0.52 0.618393 0.769197 -7.20



258418_at unknown protein --- AT3G16660 1.16 0.22 0.52 0.618509 0.7693 -7.20
259144_at putative kinesin-like centromere protein--- AT3G10180 1.04 0.06 0.52 0.618546 0.769304 -7.20
250605_at glycine/proline-rich protein flagelliform --- AT5G07570 1.05 0.07 0.52 0.618589 0.769316 -7.20
253969_at  putative protein hypothetical protein Y CSN6B AT4G26430 -1.08 -0.11 -0.52 0.618704 0.769392 -7.20
245751_s_ hypothetical protein contains similarity --- AT1G25682 / -1.08 -0.11 -0.52 0.618718 0.769392 -7.20
249621_at  putative protein predicted proteins, Ara--- AT5G37530 1.04 0.06 0.52 0.618779 0.769426 -7.20
247990_at unknown protein  ;supported by full-len--- AT5G56360 -1.04 -0.05 -0.52 0.618851 0.769474 -7.20
249572_at  chromosome condensation protein -likEMB2656 AT5G37630 -1.05 -0.07 -0.52 0.61914 0.769665 -7.20
251977_at  putative protein auxin-induced protein --- AT3G53250 -1.04 -0.05 -0.52 0.619046 0.769665 -7.20
257353_at hypothetical protein predicted by genscNPY4 AT2G23050 -1.04 -0.06 -0.52 0.619085 0.769665 -7.20
256646_at hypothetical protein predicted by gene --- AT3G13590 -1.05 -0.07 -0.52 0.619127 0.769665 -7.20
249142_at putative protein similar to unknown pro--- AT5G43230 1.05 0.07 0.52 0.619398 0.769902 -7.20
267351_at unknown protein NRPD1B AT2G40030 -1.04 -0.06 -0.52 0.619366 0.769902 -7.20
246579_at hypothetical protein predicted by gene --- AT1G31620 -1.05 -0.07 -0.52 0.61944 0.769912 -7.20
259286_at hypothetical protein similar to hypothetBSMT1 AT3G11480 1.42 0.50 0.52 0.619823 0.770312 -7.20
250467_at  trehalose-6-phosphate phosphatase - --- AT5G10100 1.04 0.06 0.52 0.619829 0.770312 -7.20
258918_at putative cytochrome P450 similar to cyUNE9 AT3G10560 1.06 0.09 0.52 0.620229 0.770725 -7.20
262209_at hypothetical protein contains similarity --- AT1G74720 -1.05 -0.07 -0.52 0.620199 0.770725 -7.20
267097_at unknown protein predicted by genscan--- AT2G41440 1.04 0.05 0.52 0.62029 0.770759 -7.20
254689_at putative pectate lyase A11  ; supported--- AT4G13710 -1.06 -0.08 -0.52 0.620379 0.770801 -7.20
260066_at putative lipase/acylhydrolase contains --- AT1G73610 1.10 0.14 0.52 0.620392 0.770801 -7.20
263991_at putative retroelement pol polyprotein --- --- 1.06 0.08 0.52 0.620454 0.770836 -7.20
247759_at copper transport protein - like ;supporteCOPT3 AT5G59040 1.04 0.05 0.52 0.620655 0.770918 -7.20
245254_at ATP-sulfurylase ; supported by cDNA: APS3 AT4G14680 -1.18 -0.24 -0.52 0.620649 0.770918 -7.20
250697_at putative protein contains similarity to tr --- AT5G06800 1.05 0.07 0.52 0.620595 0.770918 -7.20
251682_s_ hypothetical protein --- AT3G57110 / -1.05 -0.07 -0.52 0.620561 0.770918 -7.20
257941_at putative UDP-glucose glucosyltransfer UGT71B8 AT3G21800 -1.04 -0.06 -0.52 0.620772 0.771004 -7.20
247371_at histone deacetylase  ;supported by full HDA6 AT5G63110 -1.04 -0.06 -0.52 0.620792 0.771004 -7.20
247531_at  putative protein protein kinase 1, PnP --- AT5G61550 1.05 0.07 0.52 0.620955 0.771165 -7.20
259836_at unknown protein ROPGEF11 AT1G52240 -1.03 -0.05 -0.52 0.621045 0.771235 -7.20
245999_at  putative protein predicted protein, Ara COPT5 AT5G20650 1.04 0.05 0.52 0.621325 0.771373 -7.20
251905_at  putative protein zinc finger protein GCGAPB AT1G42970 / -1.05 -0.07 -0.52 0.621317 0.771373 -7.20
254378_at  putative protein NADH oxidoreductaseDER2.1 AT4G21810 -1.08 -0.11 -0.52 0.621252 0.771373 -7.20
256718_at hypothetical protein predicted by gensc--- AT2G34120 1.04 0.06 0.52 0.621308 0.771373 -7.20
263775_at putative MYB family transcription facto CPC AT2G46410 1.04 0.06 0.52 0.621299 0.771373 -7.20



252770_at  putative protein cellular nucleic acid b --- AT3G42860 1.05 0.07 0.52 0.621425 0.771454 -7.20
250139_at  putative protein de novo DNA methyltrDRM2 AT5G14620 -1.03 -0.05 -0.52 0.62172 0.771779 -7.20
252435_at putative protein several hypothetical pr--- --- 1.05 0.07 0.52 0.621814 0.771854 -7.20
263853_at putative mutT domain protein --- AT2G04440 -1.06 -0.09 -0.52 0.621911 0.771931 -7.20
262808_at Avr9 elicitor response-like protein stron--- AT1G11730 -1.04 -0.06 -0.52 0.622025 0.772031 -7.20
254634_at  putative protein transcription factor OB--- AT4G18650 1.05 0.06 0.52 0.622101 0.772084 -7.20
265051_at  jasmonate inducible protein, putative s--- AT1G52100 1.06 0.08 0.52 0.622199 0.772122 -7.20
255741_at  tRNA isopentenyl transferase, putativeATIPT6 AT1G25410 -1.04 -0.06 -0.52 0.622189 0.772122 -7.20
252088_at putative protein --- AT3G52100 / -1.05 -0.07 -0.52 0.622247 0.772139 -7.21
250631_at  pectin methyl-esterase-like protein pec--- AT5G07430 1.04 0.05 0.52 0.622427 0.77232 -7.21
248165_at putative protein similar to unknown proPHOS32 AT5G54430 1.05 0.07 0.52 0.622615 0.772511 -7.21
253781_at  putative protein predicted protein, Ara --- AT4G28580 -1.04 -0.05 -0.52 0.622927 0.772856 -7.21
255973_at hypothetical protein predicted by gensc--- AT3G32400 -1.03 -0.05 -0.52 0.62298 0.772881 -7.21
251579_at  putative protein Bet1 homolog - RattusBS14A AT3G58170 -1.04 -0.06 -0.51 0.623148 0.773046 -7.21
257553_at  unknown protein contains Pfam profileTPR2 AT3G16830 -1.07 -0.09 -0.51 0.623292 0.773183 -7.21
267085_at putative cellulose synthase ATCSLB02 AT2G32620 -1.03 -0.05 -0.51 0.623576 0.773406 -7.21
265591_at hypothetical protein predicted by gensc--- AT2G20150 -1.06 -0.08 -0.51 0.623549 0.773406 -7.21
251946_at  putative protein predicted proteins, Ara--- AT3G53540 1.16 0.22 0.51 0.623608 0.773406 -7.21
256437_s_ putative clathrin heavy chain similar to --- AT3G08530 / 1.04 0.05 0.51 0.623538 0.773406 -7.21
263367_at putative retroelement pol polyprotein --- --- 1.05 0.07 0.51 0.623771 0.773525 -7.21
253195_at  putative protein dihydroflavonol-4-redu--- AT4G35420 -1.05 -0.06 -0.51 0.623738 0.773525 -7.21
252367_at  putative protein MEL-26, Caenorhabd BT2 AT3G48360 1.14 0.19 0.51 0.623867 0.773602 -7.21
247698_at  putative protein predicted proteins, Ara--- AT5G59830 1.05 0.07 0.51 0.623926 0.773621 -7.21
267560_at putative cytochrome P450 CYP76C3 AT2G45580 1.05 0.06 0.51 0.623984 0.773621 -7.21
266855_at unknown protein --- AT2G26920 1.05 0.07 0.51 0.62397 0.773621 -7.21
255050_at  putative protein hypothetical protein F --- --- -1.05 -0.07 -0.51 0.624114 0.77374 -7.21
249643_at  putative transposase putative transpos--- --- -1.05 -0.07 -0.51 0.624339 0.773914 -7.21
246091_at  putative protein various predicted prot --- AT5G20590 -1.05 -0.07 -0.51 0.624386 0.773914 -7.21
252232_at  bZIP transcription factor - like protein AtbZIP5 AT3G49760 1.03 0.05 0.51 0.62439 0.773914 -7.21
261035_at hypothetical protein contains Pfam pro --- --- 1.03 0.05 0.51 0.624326 0.773914 -7.21
253726_at  ribosomal protein S15a homolog ribosrps15ae AT4G29430 -1.09 -0.13 -0.51 0.624485 0.77399 -7.21
261084_at  tropinone reductase-I, putative similar --- AT1G07440 -1.07 -0.10 -0.51 0.624597 0.774026 -7.21
264542_at hypothetical protein predicted by gene --- AT1G55830 -1.03 -0.05 -0.51 0.624566 0.774026 -7.21
262304_at  major latex protein (MLP149), putativeMLP43 AT1G70890 1.23 0.30 0.51 0.62465 0.774026 -7.21
262191_at hypothetical protein contains similarity --- --- 1.04 0.06 0.51 0.624617 0.774026 -7.21



246879_at  endopeptidase - like protein O-sialogly--- AT5G26110 -1.04 -0.06 -0.51 0.624727 0.774079 -7.21
251600_at  protein kinase - like protein wall-assoc--- AT3G57710 1.03 0.05 0.51 0.624775 0.774097 -7.21
261177_at hypothetical protein predicted by gene --- AT1G04770 -1.07 -0.10 -0.51 0.624836 0.77413 -7.21
252560_at  histone H2B -like protein histone H2B HTB11 AT3G46030 -1.04 -0.05 -0.51 0.625084 0.774395 -7.21
248857_at putative protein contains similarity to A--- AT5G46640 1.08 0.12 0.51 0.625198 0.774452 -7.21
260270_at putative disease resistance protein sim--- AT1G63730 -1.04 -0.06 -0.51 0.625193 0.774452 -7.21
266597_at putative WRKY-type DNA binding proteWRKY43 AT2G46130 -1.03 -0.05 -0.51 0.62524 0.774462 -7.21
251543_at putative protein --- AT3G58770 -1.04 -0.06 -0.51 0.625435 0.774662 -7.21
245053_at putative pectinesterase --- AT2G26450 -1.06 -0.08 -0.51 0.625688 0.774792 -7.21
249597_at  putative protein probable quinone oxid--- AT5G37960 1.03 0.05 0.51 0.62571 0.774792 -7.21
267330_at unknown protein --- AT2G19270 -1.03 -0.04 -0.51 0.625654 0.774792 -7.21
256903_at hypothetical protein --- AT3G23960 1.04 0.06 0.51 0.625679 0.774792 -7.21
254621_at  gene 11-1 protein - like gene 11-1 pro WAVE5 AT4G18600 1.04 0.06 0.51 0.62568 0.774792 -7.21
245422_at putative protein --- AT4G17470 -1.15 -0.20 -0.51 0.625792 0.774806 -7.21
261683_at hypothetical protein similar to hypothet --- AT1G47300 -1.04 -0.05 -0.51 0.625784 0.774806 -7.21
266027_at En/Spm-like transposon protein related--- --- 1.03 0.05 0.51 0.625823 0.774806 -7.21
255169_x_ hypothetical protein --- AT4G07940 -1.04 -0.06 -0.51 0.625953 0.774925 -7.21
252478_at  putative protein mitotic phosphoprotei --- AT3G46540 -1.07 -0.10 -0.51 0.626036 0.774986 -7.21
245602_at Expressed protein ;supported by cDNA--- AT4G14270 -1.06 -0.09 -0.51 0.626201 0.775105 -7.21
259371_at unknown protein ;supported by full-leng--- AT1G69080 -1.13 -0.18 -0.51 0.62619 0.775105 -7.21
251530_at putative protein several hypothetical pr--- AT3G58520 -1.06 -0.08 -0.51 0.626401 0.775311 -7.21
246686_at putative protein predicted proteins - Ar --- --- -1.06 -0.08 -0.51 0.62649 0.775337 -7.21
265223_at putative pectinesterase --- AT2G36700 1.03 0.05 0.51 0.626476 0.775337 -7.21
260795_at  CLE3, putative CLAVATA3/ESR-Rela CLE3 AT1G06225 -1.04 -0.06 -0.51 0.626665 0.775471 -7.21
247986_at unknown protein --- AT5G56880 1.05 0.07 0.51 0.626666 0.775471 -7.21
256357_at hypothetical protein --- AT1G66490 -1.03 -0.04 -0.51 0.62684 0.775644 -7.21
255015_at  putative protein m6A methyltransferasEMB1691 AT4G09980 1.07 0.09 0.51 0.626948 0.775735 -7.21
257559_at hypothetical protein contains Pfam pro --- AT3G22050 1.04 0.06 0.51 0.626995 0.775752 -7.21
264282_at hypothetical protein similar to hypothet --- AT1G61840 1.04 0.06 0.51 0.627237 0.776009 -7.21
256066_at hypothetical protein similar to hypothet --- AT1G06980 -1.12 -0.17 -0.51 0.627357 0.776116 -7.21
258990_at unknown protein  ;supported by full-len--- AT3G08840 1.07 0.10 0.51 0.627414 0.776131 -7.21
255589_s_ hypothetical protein --- AT4G01590 / -1.06 -0.09 -0.51 0.627438 0.776131 -7.21
259834_at H-protein promoter binding factor-2b n --- AT1G69570 -1.08 -0.11 -0.51 0.627793 0.776528 -7.21
249130_at putative protein contains similarity to c --- AT5G43100 1.04 0.05 0.51 0.627941 0.77667 -7.21
264790_at putative histidine kinase histidine kinasATHK1 AT2G17820 1.05 0.07 0.51 0.628008 0.776677 -7.21



247600_at Myb transcription factor homolog (ATRMYB34 AT5G60890 -1.11 -0.15 -0.51 0.628151 0.776677 -7.21
250145_at  putative protein predicted protein, Ara --- AT5G14690 -1.06 -0.08 -0.51 0.628131 0.776677 -7.21
253800_at  putative protein probable cell wall prot --- AT4G28160 -1.05 -0.07 -0.51 0.628137 0.776677 -7.21
247547_at putative protein --- AT5G61360 -1.07 -0.09 -0.51 0.628109 0.776677 -7.21
265320_at unknown protein predicted by genscan--- AT2G18320 1.04 0.06 0.51 0.628115 0.776677 -7.21
254914_at peroxidase ATP19a --- AT4G11290 1.20 0.27 0.51 0.628243 0.776748 -7.21
250736_s_ putative protein contains similarity to z --- AT1G01350 / 1.06 0.08 0.51 0.628408 0.776906 -7.21
251949_at  receptor protein kinase -like protein C --- AT3G53590 -1.05 -0.07 -0.51 0.628439 0.776906 -7.21
254961_at  putative acyl-CoA synthetase acyl-CoA--- AT4G11030 -1.04 -0.06 -0.51 0.628813 0.777326 -7.21
256640_at hypothetical protein predicted by gene --- AT3G32260 -1.05 -0.07 -0.51 0.62898 0.77749 -7.21
250226_at putative protein contains similarity to N--- AT5G13780 -1.05 -0.07 -0.51 0.629065 0.777554 -7.21
260851_at  nodulin-like protein similar to MtN21 G--- AT1G21890 -1.04 -0.06 -0.51 0.629149 0.777576 -7.21
254629_at Expressed protein ; supported by full-le--- AT4G18425 1.05 0.08 0.51 0.629151 0.777576 -7.21
249865_at unknown protein  ; supported by cDNA--- AT5G22820 1.05 0.07 0.51 0.629245 0.77765 -7.21
266092_at hypothetical protein predicted by gensc--- AT2G37880 1.04 0.06 0.51 0.629283 0.777654 -7.21
246080_at putative protein --- AT5G20460 1.04 0.06 0.51 0.629363 0.777711 -7.21
248051_at Atmyb103 (gb|AAD40692.1) ATMYB103 AT5G56110 1.04 0.06 0.51 0.629482 0.777816 -7.21
251123_at  putative protein predicted proteins, Ara--- AT5G01030 -1.04 -0.05 -0.50 0.629723 0.778071 -7.21
255801_at  putative protein heat shock protein dn --- AT4G10130 -1.04 -0.05 -0.50 0.629775 0.778084 -7.21
258223_at unknown protein  ; supported by cDNAPIFI AT3G15840 -1.05 -0.07 -0.50 0.629843 0.778084 -7.21
255618_at hypothetical protein --- AT4G01340 1.03 0.04 0.50 0.629869 0.778084 -7.21
265650_at hypothetical protein predicted by gensc--- AT2G27460 -1.04 -0.06 -0.50 0.629856 0.778084 -7.21
264273_s_ hypothetical protein contains similarity --- AT1G60300 / -1.06 -0.08 -0.50 0.629923 0.778107 -7.21
258132_at  protein kinase, putative similar to GB:BATPERK1 AT3G24550 1.06 0.09 0.50 0.629976 0.778117 -7.21
254825_at  putative protein Pad-1, Neurospora cr --- AT4G12640 -1.06 -0.08 -0.50 0.629998 0.778117 -7.21
246962_s_  transcription factor-like protein light-indBZIP9 AT5G24800 -1.08 -0.11 -0.50 0.630075 0.778169 -7.21
254307_at  putative protein various predicted prot --- AT4G22400 1.07 0.09 0.50 0.630111 0.778171 -7.21
248965_at nodulin-like protein --- AT5G45370 1.05 0.07 0.50 0.630175 0.778208 -7.21
261996_at  AIG1-like protein similar to AIG1 prote--- AT1G33830 -1.03 -0.05 -0.50 0.630285 0.778302 -7.21
259778_at hypothetical protein predicted by gene --- AT1G29610 -1.04 -0.05 -0.50 0.63039 0.77839 -7.21
258907_at putative sodium proton exchanger sim NHX4 AT3G06370 -1.05 -0.06 -0.50 0.630512 0.778409 -7.21
253068_at  putative protein Kaposi's sarcoma-ass--- AT4G37820 -1.04 -0.06 -0.50 0.63053 0.778409 -7.21
264305_at Expressed protein ; supported by full-leLSH7 AT1G78815 -1.04 -0.05 -0.50 0.630499 0.778409 -7.21
265159_at unknown protein similar to EST gb|T43--- AT1G31060 -1.05 -0.07 -0.50 0.630542 0.778409 -7.21
262750_at unknown protein ; supported by cDNA:--- AT1G28710 -1.05 -0.07 -0.50 0.630579 0.778413 -7.21



265397_at hypothetical protein predicted by gensc--- --- -1.04 -0.05 -0.50 0.630711 0.778533 -7.21
267464_at putative pectinesterase --- AT2G19150 1.04 0.06 0.50 0.630814 0.778534 -7.21
251994_at  protein kinase - like protein kinase, Ar KIPK AT3G52890 -1.08 -0.11 -0.50 0.630749 0.778534 -7.21
256562_at Ty1/Copia-type retroelement polyprote --- --- 1.04 0.05 0.50 0.63078 0.778534 -7.21
264913_at hypothetical protein predicted by gene --- AT1G60770 -1.07 -0.10 -0.50 0.630914 0.778594 -7.21
261368_at  protein kinase, putative similar to man--- AT1G53070 1.05 0.08 0.50 0.63093 0.778594 -7.21
263364_at unknown protein predicted by genscan--- AT2G20540 1.03 0.05 0.50 0.631199 0.778883 -7.21
255001_at  AIG1-like protein AIG1 - Arabidopsis t --- AT4G09930 1.05 0.07 0.50 0.631338 0.779013 -7.21
256365_at arginyl-tRNA synthetase nearly identic --- AT1G66530 1.07 0.09 0.50 0.631491 0.779136 -7.21
261987_at hypothetical protein predicted by gene --- AT1G33710 1.03 0.04 0.50 0.631506 0.779136 -7.21
267338_at 26S proteasome regulatory subunit  ; sEIF2 AT2G39990 -1.05 -0.07 -0.50 0.631623 0.779237 -7.21
245814_at  mitotic checkpoint protein, putative sim--- AT1G49910 1.05 0.07 0.50 0.631696 0.779286 -7.21
259457_at  auxin response factor 1, putative simil ARF23 AT1G43950 -1.04 -0.05 -0.50 0.631774 0.779339 -7.21
259184_at unknown protein  ;supported by full-len--- AT3G01520 -1.04 -0.06 -0.50 0.631845 0.779385 -7.21
267378_at hypothetical protein --- AT2G26200 -1.03 -0.05 -0.50 0.631913 0.779393 -7.21
265332_at hypothetical protein predicted by genef--- AT2G18410 1.05 0.07 0.50 0.632089 0.779393 -7.21
252925_at  ES43 like protein ES43 protein - barle SHL1 AT4G39100 1.05 0.07 0.50 0.632108 0.779393 -7.21
262390_at hypothetical protein predicted by gensc--- AT1G49260 -1.05 -0.06 -0.50 0.632022 0.779393 -7.21
245568_at hypothetical protein --- AT4G14650 -1.05 -0.08 -0.50 0.632044 0.779393 -7.21
255179_at putative transposon protein --- --- -1.03 -0.04 -0.50 0.632094 0.779393 -7.21
248068_at unknown protein --- AT5G55610 -1.06 -0.08 -0.50 0.631946 0.779393 -7.21
249526_at putative protein contains similarity to p --- AT5G38560 1.05 0.07 0.50 0.632125 0.779393 -7.21
259042_at  RGA1-like protein similar to RGA1 proRGL2 AT3G03450 -1.06 -0.09 -0.50 0.632159 0.779393 -7.21
245058_at hypothetical protein predicted by genef--- AT2G39790 1.04 0.05 0.50 0.632261 0.779476 -7.21
264915_at hypothetical protein predicted by gene --- AT1G60790 -1.03 -0.05 -0.50 0.632334 0.779524 -7.21
247730_at  glucuronosyl transferase - like protein UGT76E1 AT5G59580 1.07 0.10 0.50 0.632486 0.77967 -7.21
261198_at  nitrate transporter, putative similar to GATNRT2.5 AT1G12940 -1.03 -0.05 -0.50 0.632533 0.779685 -7.21
259409_at hypothetical protein contains similarity --- AT1G13330 1.04 0.05 0.50 0.632703 0.779853 -7.21
246254_at MAP kinase like protein ATMPK14 AT4G36450 -1.07 -0.10 -0.50 0.632871 0.780018 -7.21
259963_at  phosphate/phosphoenolpyruvate trans--- AT1G53660 -1.04 -0.06 -0.50 0.63298 0.78011 -7.21
245205_at  putative protein similarity to splicing fa--- AT5G12280 -1.06 -0.08 -0.50 0.633077 0.780145 -7.21
248606_at putative protein contains similarity to b CPuORF4 AT5G49448 / -1.07 -0.10 -0.50 0.633061 0.780145 -7.21
267350_at putative DNA-directed RNA polymerasNRPD1B AT2G40030 -1.05 -0.07 -0.50 0.633252 0.780302 -7.21
251625_at  beta-1,3-glucanase 2 (BG2) (PR-2)  ;sBGL2 AT3G57260 1.65 0.72 0.50 0.633273 0.780302 -7.21
265671_at 40S ribosomal protein S12  ;supported--- AT2G32060 1.09 0.13 0.50 0.633346 0.780308 -7.21



254841_at putative protein predicted proteins Ara --- AT4G11940 -1.05 -0.06 -0.50 0.633323 0.780308 -7.21
259026_at  putative protein kinase similar to hypo --- AT3G09240 1.04 0.06 0.50 0.633416 0.78031 -7.21
256475_s_  myosin heavy chain ATM2, putative si --- AT1G42680 / 1.04 0.06 0.50 0.633412 0.78031 -7.21
246699_at  putative protein predicted proteins, Sa--- AT5G27990 1.06 0.08 0.50 0.633712 0.780575 -7.21
265743_s_ En/Spm-like transposon protein related--- --- 1.04 0.05 0.50 0.633678 0.780575 -7.21
254942_at  putative protein predicted proteins, Ara--- AT4G10880 1.03 0.04 0.50 0.633734 0.780575 -7.21
259419_at  acyl-CoA oxidase ACX3, putative simiACX6 AT1G06310 1.04 0.05 0.50 0.634017 0.780882 -7.21
266518_at hypothetical protein predicted by gensc--- AT2G35170 1.04 0.06 0.50 0.634135 0.780901 -7.21
252247_at putative protein various predicted prote--- AT3G49740 1.04 0.05 0.50 0.634119 0.780901 -7.21
257732_at unknown protein contains Pfam profile AtCASP AT3G18480 1.04 0.06 0.50 0.63411 0.780901 -7.21
261137_at  auxin-induced protein, putative similar --- AT1G19830 1.03 0.05 0.50 0.634208 0.780949 -7.22
265885_at hypothetical protein predicted by genef--- AT2G42330 -1.06 -0.08 -0.50 0.634294 0.781012 -7.22
247930_at putative protein similar to unknown pro--- AT5G57060 1.06 0.09 0.50 0.634417 0.781122 -7.22
247761_at phosphoprotein phosphatase 1 catalyt TOPP2 AT5G59160 -1.04 -0.06 -0.50 0.634454 0.781125 -7.22
262234_at putative G protein coupled receptor ideGCR1 AT1G48270 -1.06 -0.08 -0.50 0.634528 0.781173 -7.22
248078_at putative protein contains similarity to C--- AT5G55780 -1.04 -0.05 -0.50 0.63459 0.781208 -7.22
254820_s_  pEARLI 1-like protein Arabidopsis tha --- AT4G12510 / 1.09 0.13 0.50 0.634795 0.781418 -7.22
264297_at hypothetical protein similar to hypothet --- AT1G78710 -1.03 -0.04 -0.50 0.634993 0.78162 -7.22
264117_at hypothetical protein predicted by genef--- AT2G31210 1.04 0.05 0.50 0.635188 0.781817 -7.22
256132_at hypothetical protein similar to hypothet --- AT1G13610 -1.04 -0.05 -0.50 0.635366 0.781995 -7.22
247608_at  replication protein A1 - like probable re--- AT5G60990 1.05 0.07 0.50 0.635546 0.782047 -7.22
251843_x_  extensin precursor -like protein extensATHRGP1 AT3G54590 1.08 0.11 0.50 0.635483 0.782047 -7.22
245848_at putative protein predicted proteins - dif FY AT5G13480 -1.04 -0.06 -0.50 0.635528 0.782047 -7.22
253961_at  putative protein SPF1 protein, IpomoeWRKY34 AT4G26440 1.04 0.05 0.50 0.635523 0.782047 -7.22
259964_at  glutathione transferase, putative similaATGSTU28 AT1G53680 1.04 0.05 0.50 0.635677 0.782166 -7.22
261632_at hypothetical protein predicted by gene --- AT1G50120 1.05 0.06 0.50 0.635747 0.782209 -7.22
254474_at  putative protein predicted proteins, Ara--- AT4G20390 1.06 0.08 0.50 0.635929 0.782392 -7.22
266825_at unknown protein --- AT2G22890 -1.08 -0.12 -0.50 0.636013 0.782453 -7.22
262387_s_ hypothetical protein contains similarity --- AT1G49340 / 1.04 0.06 0.50 0.636235 0.782458 -7.22
260876_at hypothetical protein contains similarity --- AT1G21460 1.06 0.09 0.50 0.636188 0.782458 -7.22
251211_s_ putative protein several hypothetical pr--- AT3G62470 / -1.09 -0.12 -0.50 0.636257 0.782458 -7.22
263544_at putative ADP-glucose pyrophosphorylaAPL4 AT2G21590 -1.05 -0.07 -0.50 0.636253 0.782458 -7.22
263301_x_ hypothetical protein predicted by genef--- --- 1.04 0.05 0.50 0.636169 0.782458 -7.22
257548_s_ hypothetical protein LBD23 AT3G26620 / 1.03 0.05 0.50 0.636228 0.782458 -7.22
255220_at polyubiquitin (UBQ10) identical to GI:8 UBQ10 AT4G05320 1.05 0.07 0.50 0.636157 0.782458 -7.22



253834_at protein phosphatase homolog (PPH1) --- AT4G27800 -1.05 -0.06 -0.49 0.636412 0.782563 -7.22
267042_at putative non-LTR retroelement reverse--- AT2G34320 1.04 0.05 0.49 0.636386 0.782563 -7.22
265703_at putative ankyrin --- AT2G03430 1.05 0.07 0.49 0.636493 0.782579 -7.22
250686_at gamma-tubulin interacting protein-like SPC98 AT5G06680 1.06 0.08 0.49 0.63647 0.782579 -7.22
254698_at NAM (no apical meristem) - like proteinanac071 AT4G17980 -1.03 -0.04 -0.49 0.63664 0.782718 -7.22
262232_at unknown protein ; supported by cDNA:--- AT1G68600 1.06 0.09 0.49 0.636691 0.782738 -7.22
248374_at MADS box transcription factor-like AGL71 AT5G51870 1.03 0.04 0.49 0.636833 0.782871 -7.22
266900_at hypothetical protein predicted by gensc--- AT2G34610 1.03 0.05 0.49 0.636944 0.782965 -7.22
261235_x_ hypothetical protein predicted by gene --- --- 1.03 0.05 0.49 0.636986 0.782974 -7.22
249817_at putative protein similar to unknown pro--- AT5G23820 -1.23 -0.30 -0.49 0.637056 0.783018 -7.22
248849_at multidrug resistance p-glycoprotein PGP7 AT5G46540 1.03 0.05 0.49 0.637133 0.78307 -7.22
256387_at hypothetical protein --- AT3G06170 1.05 0.07 0.49 0.637479 0.783453 -7.22
263358_x_ hypothetical protein similar to hypothet --- --- -1.04 -0.06 -0.49 0.637659 0.783506 -7.22
258105_at Expressed protein ; supported by full-le--- AT3G23605 1.08 0.11 0.49 0.637609 0.783506 -7.22
266740_at hypothetical protein predicted by genef--- AT2G46840 1.04 0.06 0.49 0.637657 0.783506 -7.22
262201_at unknown protein ORC4 AT2G01120 -1.04 -0.05 -0.49 0.637627 0.783506 -7.22
260997_at  zinc-finger protein (ZPT4-4), putative s--- AT1G26610 -1.03 -0.05 -0.49 0.637723 0.783542 -7.22
250212_at putative protein contains similarity to SSUVH4 AT5G13960 -1.04 -0.06 -0.49 0.637932 0.783702 -7.22
258232_at unknown protein --- AT3G27750 -1.06 -0.08 -0.49 0.637912 0.783702 -7.22
258530_at hypothetical protein predicted by gene --- AT3G06840 -1.05 -0.06 -0.49 0.637956 0.783702 -7.22
258407_at unknown protein similar to unknown pr --- AT3G17620 -1.06 -0.08 -0.49 0.638146 0.783894 -7.22
264397_at hypothetical protein --- AT1G11820 -1.06 -0.08 -0.49 0.638274 0.783966 -7.22
246825_at  putative protein various predicted prot --- AT5G26260 1.03 0.05 0.49 0.638246 0.783966 -7.22
252089_at putative protein --- AT3G52110 -1.06 -0.08 -0.49 0.638411 0.784092 -7.22
265195_at hypothetical protein --- AT2G36730 1.03 0.05 0.49 0.638554 0.784107 -7.22
250118_at putative protein similar to unknown pro--- AT5G16460 -1.04 -0.06 -0.49 0.638561 0.784107 -7.22
261862_at  DNA-binding protein, putative similar t --- AT1G50410 1.05 0.07 0.49 0.638541 0.784107 -7.22
246337_at  putative protein putative integral mem CHX12 AT3G44910 -1.05 -0.08 -0.49 0.638497 0.784107 -7.22
256768_at  hypothetical protein predicted by geneLDL2 AT3G13682 1.03 0.05 0.49 0.638632 0.784152 -7.22
263933_s_ putative harpin-induced protein --- AT2G35970 / 1.04 0.06 0.49 0.6389 0.784439 -7.22
260989_at unknown protein ; supported by cDNA:--- AT1G53450 -1.05 -0.07 -0.49 0.639071 0.784534 -7.22
247538_at  ABC family transporter - like protein A ATH16 AT5G61700 1.03 0.04 0.49 0.639028 0.784534 -7.22
262851_at putative RNA helicase Contains DEAD--- AT1G20920 1.05 0.07 0.49 0.63908 0.784534 -7.22
264079_at putative seed storage protein (vicilin-lik--- AT2G28490 -1.04 -0.05 -0.49 0.639146 0.784572 -7.22
250759_at unknown protein --- AT5G06020 -1.03 -0.05 -0.49 0.639334 0.78476 -7.22



259901_at  disease resistance protein, putative si AtRLP14 AT1G74180 -1.05 -0.07 -0.49 0.639478 0.784895 -7.22
245253_at hydroperoxide lyase (HPOL) like prote HPL1 AT4G15440 -1.22 -0.29 -0.49 0.639541 0.784904 -7.22
252100_at  crooked neck-like protein crooked nec--- AT3G51110 1.07 0.10 0.49 0.639589 0.784904 -7.22
253771_at hypothetical protein  ;supported by full---- AT4G28430 -1.04 -0.06 -0.49 0.639568 0.784904 -7.22
250046_at  putative protein predicted proteins, Ara--- AT5G17720 -1.04 -0.06 -0.49 0.639646 0.784933 -7.22
249488_at  putative protein putative transposase T--- --- -1.04 -0.05 -0.49 0.639734 0.784998 -7.22
248777_at putative protein similar to unknown pro--- AT5G47920 1.04 0.06 0.49 0.640178 0.785306 -7.22
262949_at  pectinesterase, putative similar to pec sks18 AT1G75790 -1.04 -0.06 -0.49 0.640113 0.785306 -7.22
264208_at  putative polyA-binding protein, PAB3 sPAB3 AT1G22760 1.06 0.09 0.49 0.64026 0.785306 -7.22
259455_x_ unknown protein --- AT1G44030 1.05 0.07 0.49 0.640226 0.785306 -7.22
262097_at hypothetical protein predicted by gene --- AT1G55990 1.04 0.05 0.49 0.640212 0.785306 -7.22
261590_at hypothetical protein predicted by gene ROPGEF2 AT1G01700 -1.04 -0.05 -0.49 0.640065 0.785306 -7.22
249517_at putative protein similar to unknown pro--- AT5G38580 1.03 0.05 0.49 0.640149 0.785306 -7.22
249654_at putative protein hypothetical proteins - --- --- 1.04 0.05 0.49 0.640089 0.785306 -7.22
258284_at putative ribosomal protein similar to rib--- AT3G16080 -1.09 -0.12 -0.49 0.640357 0.785358 -7.22
258278_at  putative self-incompatibility protein sim--- AT3G26860 -1.04 -0.05 -0.49 0.64044 0.785358 -7.22
255855_at  ABC transporter, putative similar to ABPDR11 AT1G66950 1.05 0.07 0.49 0.640413 0.785358 -7.22
252812_at putative protein hypothetical proteins - --- --- -1.03 -0.05 -0.49 0.640406 0.785358 -7.22
248577_at myrosinase binding protein-like ; suppo--- AT5G49870 -1.03 -0.05 -0.49 0.640945 0.78585 -7.22
264742_at hypothetical protein similar to hypothet --- AT1G62130 -1.05 -0.07 -0.49 0.64093 0.78585 -7.22
246616_at aspartyl protease-like --- AT5G36260 1.06 0.09 0.49 0.640884 0.78585 -7.22
255060_at  putative protein TMV resistance prote --- AT4G09430 -1.05 -0.06 -0.49 0.641074 0.785966 -7.22
247883_at unknown protein --- AT5G57790 1.06 0.08 0.49 0.641135 0.785998 -7.22
246690_at hypothetical protein --- --- -1.04 -0.06 -0.49 0.64118 0.786012 -7.22
247040_at anthranilate N-hydroxycinnamoyl/benz --- AT5G67150 1.05 0.07 0.49 0.64131 0.786129 -7.22
255076_at  putative protein RING-H2 zinc finger p--- AT4G09130 -1.03 -0.05 -0.49 0.641481 0.786296 -7.22
258695_at putative ascorbate peroxidase strong sAPX2 AT3G09640 1.05 0.07 0.49 0.641521 0.786303 -7.22
258692_at unknown protein --- AT3G08640 -1.07 -0.10 -0.49 0.641699 0.786332 -7.22
255256_at see GB:AC003952 similar to a family o--- AT4G05080 -1.05 -0.07 -0.49 0.641717 0.786332 -7.22
255316_at putative protein --- --- 1.03 0.05 0.49 0.6417 0.786332 -7.22
250976_at  putative protein various predicted prot --- AT5G03060 -1.04 -0.05 -0.49 0.641664 0.786332 -7.22
265240_s_ hypothetical protein --- AT2G07691 -1.05 -0.07 -0.49 0.641643 0.786332 -7.22
256297_at  cytochrome P450, putative contains P--- AT1G69500 1.05 0.07 0.49 0.641895 0.786508 -7.22
247446_at unknown protein  ; supported by cDNA--- AT5G62650 -1.03 -0.05 -0.49 0.642434 0.786979 -7.22
259742_at putative proline-rich APG protein similaGLIP6 AT1G71120 -1.06 -0.08 -0.49 0.642452 0.786979 -7.22



265835_at putative retroelement pol polyprotein --- --- 1.05 0.07 0.49 0.64236 0.786979 -7.22
248825_at  ATP synthase delta chain, mitochondr--- AT5G47030 -1.04 -0.05 -0.49 0.64245 0.786979 -7.22
260310_at hypothetical protein predicted by gensc--- AT1G70590 -1.05 -0.07 -0.49 0.642395 0.786979 -7.22
256320_at  DnaJ protein, putative contains Pfam --- AT3G12170 -1.05 -0.06 -0.49 0.642845 0.787347 -7.22
250807_at helicase-like transcription factor-like pr --- AT5G05130 1.05 0.07 0.49 0.642856 0.787347 -7.22
249502_s_  expansin-like protein expansin - PrunuATEXPA23 AT5G39280 / 1.05 0.07 0.49 0.642823 0.787347 -7.22
249434_at putative protein GTP-binding proteins ---- AT5G39960 1.06 0.08 0.49 0.642928 0.787366 -7.22
255274_at  putative protein various predicted prot --- --- -1.05 -0.07 -0.49 0.642941 0.787366 -7.22
265733_at unknown protein  ;supported by full-len--- AT2G01190 1.04 0.06 0.48 0.6431 0.787519 -7.22
267112_at putative adenosine phosphosulfate kin APK AT2G14750 1.09 0.12 0.48 0.643232 0.787638 -7.22
263718_at putative CCAAT-box binding trancriptioNF-YB7 AT2G13570 1.05 0.07 0.48 0.643371 0.787639 -7.22
253711_at hypothetical protein DER1 --- -1.04 -0.05 -0.48 0.643337 0.787639 -7.22
262153_at unknown protein --- AT1G52710 1.03 0.05 0.48 0.643284 0.787639 -7.22
252517_at  receptor-like protein kinase homolog l --- AT3G46340 -1.04 -0.06 -0.48 0.643335 0.787639 -7.22
250701_at bZIP transcription factor-like protein --- AT5G06839 1.04 0.06 0.48 0.643441 0.787683 -7.22
251751_at  putative protein predicted proteins, Ara--- AT3G55720 -1.03 -0.04 -0.48 0.643586 0.787775 -7.22
249568_at  glucosyltransferase-like protein UDP-g--- AT5G38040 1.05 0.07 0.48 0.643569 0.787775 -7.22
251892_at putative protein WRI1 AT3G54320 -1.06 -0.08 -0.48 0.644077 0.78825 -7.22
262771_at hypothetical protein predicted by gensc--- AT1G13200 -1.05 -0.07 -0.48 0.644078 0.78825 -7.22
248321_at putative protein similar to unknown pro--- AT5G52740 1.04 0.05 0.48 0.644032 0.78825 -7.22
249387_at  putative protein predicted proteins, Ara--- AT5G40070 -1.05 -0.08 -0.48 0.644285 0.788461 -7.22
263500_s_ hypothetical protein --- AT2G07672 1.04 0.06 0.48 0.644448 0.788619 -7.22
257622_at  hypothetical protein contains Pfam pro--- AT3G20280 1.06 0.08 0.48 0.64455 0.788701 -7.22
266085_at hypothetical protein --- AT2G37800 -1.05 -0.07 -0.48 0.644617 0.788741 -7.22
259485_at  ATP synthase gamma-subunit, putativATPC2 AT1G15700 1.09 0.12 0.48 0.644694 0.788786 -7.22
266146_at En/Spm-like transposon protein related--- --- 1.03 0.05 0.48 0.644899 0.788786 -7.22
262271_x_ hypothetical protein predicted by gene --- --- -1.07 -0.09 -0.48 0.644872 0.788786 -7.22
260828_at unknown protein --- AT1G06750 -1.04 -0.05 -0.48 0.64476 0.788786 -7.22
267104_at ERD15 protein identical to GB D30719ERD15 AT2G41430 -1.05 -0.07 -0.48 0.644904 0.788786 -7.22
250940_at putative protein --- AT5G03310 1.03 0.05 0.48 0.644819 0.788786 -7.22
263280_x_ hypothetical protein predicted by gensc--- --- 1.04 0.06 0.48 0.64493 0.788786 -7.22
259451_at  synaptosomal associated protein (SNASNAP30 AT1G13890 1.03 0.05 0.48 0.644884 0.788786 -7.22
247455_at MYB96 transcription factor-like protein MYB96 AT5G62470 1.07 0.10 0.48 0.645279 0.78917 -7.22
255562_at G/T DNA mismatch repair enzyme simMSH6 AT4G02070 1.05 0.07 0.48 0.645448 0.789335 -7.22
263273_x_ En/Spm-like transposon protein related--- --- 1.04 0.05 0.48 0.645591 0.789425 -7.22



244967_at PSI J protein --- --- 1.08 0.11 0.48 0.645563 0.789425 -7.22
256005_at hypothetical protein similar to putative --- --- -1.04 -0.05 -0.48 0.645683 0.789495 -7.22
265155_at  putative major latex protein type 1 sim--- AT1G30990 1.04 0.06 0.48 0.64576 0.789546 -7.22
252466_x_ putative protein several hypothetical pr--- --- 1.04 0.05 0.48 0.645802 0.789556 -7.22
262781_s_ proteasome epsilon chain precursor id PBE1 AT1G13060 / 1.05 0.07 0.48 0.646105 0.789681 -7.22
259686_at  transcription factor SCARECROW, pu--- AT1G63100 -1.06 -0.08 -0.48 0.645941 0.789681 -7.22
249062_at putative protein contains similarity to u --- AT5G44270 -1.04 -0.06 -0.48 0.646112 0.789681 -7.22
246812_at  putative protein predicted proteins, Ara--- --- -1.03 -0.05 -0.48 0.646085 0.789681 -7.22
248844_s_ extA (emb CAA47807.1) --- AT5G46890 / 1.04 0.06 0.48 0.646063 0.789681 -7.22
266380_at unknown protein MEE13 AT2G14680 -1.04 -0.06 -0.48 0.645991 0.789681 -7.22
247748_at putative protein  ;supported by full-leng--- AT5G58920 -1.04 -0.06 -0.48 0.646289 0.789855 -7.22
251825_at  ABC transporter - like protein ATP-bin --- AT3G55100 1.04 0.06 0.48 0.646415 0.789966 -7.22
258227_at  6-4 photolyase (UVR3) identical to 6-4UVR3 AT3G15620 1.15 0.21 0.48 0.646487 0.789996 -7.22
254795_at putative protein --- AT4G12990 1.03 0.05 0.48 0.646508 0.789996 -7.22
263227_at Expressed protein ; supported by cDNA--- AT1G30750 1.05 0.06 0.48 0.64658 0.790041 -7.23
261493_at  DNA-binding protein p24, putative simWHY1 AT1G14410 1.06 0.08 0.48 0.646618 0.790045 -7.23
247227_at putative protein contains similarity to A--- AT5G65130 1.04 0.05 0.48 0.646689 0.790089 -7.23
260606_at putative splicing factor --- AT2G43770 -1.06 -0.08 -0.48 0.647139 0.790598 -7.23
255787_at putative cinnamoyl-CoA reductase high--- AT2G33590 1.05 0.07 0.48 0.647224 0.790659 -7.23
258374_at hypothetical protein predicted by gensc--- AT3G14360 -1.08 -0.11 -0.48 0.647294 0.79066 -7.23
247536_at  PREG-like - like protein PREG-like proCYCP4;2 AT5G61650 1.05 0.07 0.48 0.647264 0.79066 -7.23
246354_at hypothetical protein --- AT1G38950 -1.04 -0.06 -0.48 0.647525 0.7909 -7.23
267147_at putative anthocyanidin synthase  ;supp--- AT2G38240 1.18 0.23 0.48 0.647638 0.790969 -7.23
253735_at  putative protein SNF7 protein - Sacch SNF7.1 AT4G29160 1.04 0.05 0.48 0.647651 0.790969 -7.23
267253_at putative serine carboxypeptidase I --- AT2G22960 -1.03 -0.05 -0.48 0.647773 0.791076 -7.23
254060_at  putative protein polytropic murine leukSHB1 AT4G25350 1.07 0.10 0.48 0.647892 0.791178 -7.23
259699_at hypothetical protein predicted by genef--- AT1G68940 1.03 0.05 0.48 0.648059 0.791339 -7.23
252491_at  disease resistance protein RPP8-like --- AT3G46730 1.03 0.04 0.48 0.648174 0.791438 -7.23
260195_at hypothetical protein predicted by gensc--- AT1G67540 -1.04 -0.06 -0.48 0.648255 0.791495 -7.23
260105_at hypothetical protein predicted by gensc--- --- -1.03 -0.05 -0.48 0.648304 0.791511 -7.23
263608_at putative glycine-rich RNA-binding prote--- --- 1.05 0.07 0.48 0.648406 0.791593 -7.23
246753_at putative protein --- --- -1.04 -0.06 -0.48 0.648837 0.792078 -7.23
261626_at unknown protein ; supported by cDNA:--- AT1G01990 -1.05 -0.07 -0.48 0.648907 0.792083 -7.23
244917_at hypothetical protein --- --- 1.04 0.05 0.48 0.648941 0.792083 -7.23
260767_s_ unknown protein ; supported by full-len--- AT1G49140 / -1.04 -0.05 -0.48 0.648945 0.792083 -7.23



261764_at  receptor lectin kinase, putative similar --- AT1G15530 -1.04 -0.06 -0.48 0.649106 0.792237 -7.23
252672_at hypothetical protein --- AT3G44230 -1.03 -0.05 -0.48 0.649186 0.792292 -7.23
257379_x_ Mutator-like transposase similar to  MU--- --- 1.04 0.05 0.48 0.649288 0.792373 -7.23
264494_at hypothetical protein predicted by genef--- AT1G27461 1.06 0.08 0.48 0.64934 0.792394 -7.23
252803_at  putative protein various predicted prot --- --- -1.04 -0.06 -0.48 0.649382 0.792403 -7.23
258344_at hypothetical protein similar to hypothetCEG AT3G22650 -1.04 -0.05 -0.48 0.649489 0.792412 -7.23
254305_at potassium channel protein AKT3  ; supAKT2/3 AT4G22200 -1.03 -0.04 -0.48 0.649493 0.792412 -7.23
254296_at hypothetical protein --- AT4G23090 -1.05 -0.07 -0.48 0.64949 0.792412 -7.23
248846_at putative protein similar to unknown pro--- AT5G46500 1.03 0.05 0.48 0.64953 0.792415 -7.23
250191_at  kinase - like protein RING3 protein, HoATBET9 AT5G14270 1.04 0.06 0.48 0.649678 0.792518 -7.23
257736_at hypothetical protein predicted by gene --- AT3G27410 -1.04 -0.06 -0.48 0.649684 0.792518 -7.23
261296_at unknown protein --- AT1G48460 1.07 0.10 0.48 0.64972 0.79252 -7.23
265154_at  putative GTP-binding protein, ERG sim--- AT1G30960 1.08 0.11 0.47 0.649851 0.792637 -7.23
252319_at  putative protein putative protein - Arab--- AT3G48710 1.05 0.08 0.47 0.650077 0.792744 -7.23
259453_at  gibberelin 20-oxidase, putative, 5' partATGA20OX5AT1G44090 -1.05 -0.07 -0.47 0.65022 0.792744 -7.23
260381_at putative kinesin similar to kinesin-C GB--- AT1G73860 1.04 0.06 0.47 0.650007 0.792744 -7.23
257574_at hypothetical protein predicted by gene --- AT3G20710 -1.04 -0.06 -0.47 0.650251 0.792744 -7.23
255103_at  putative phosphoglyceride transfer pro--- AT4G08690 1.04 0.05 0.47 0.650222 0.792744 -7.23
265142_at unknown protein DABB1 AT1G51360 -1.03 -0.05 -0.47 0.650184 0.792744 -7.23
251912_at  protein kinase-like protein wall-associa--- AT3G53840 -1.04 -0.06 -0.47 0.65018 0.792744 -7.23
248736_at terpene synthase --- AT5G48110 1.04 0.05 0.47 0.650018 0.792744 -7.23
256395_at putative helix-loop-helix DNA-binding pMUTE AT3G06120 1.04 0.06 0.47 0.650111 0.792744 -7.23
251064_at putative zinc finger protein several zinc--- AT5G01860 1.04 0.06 0.47 0.650465 0.792962 -7.23
256496_at hypothetical protein similar to hypothet --- AT1G31510 1.04 0.06 0.47 0.650549 0.793021 -7.23
251692_s_  serine carboxypeptidase-like protein c --- AT3G52020 / 1.04 0.05 0.47 0.650679 0.793138 -7.23
265881_at hypothetical protein predicted by gensc--- AT2G42480 1.04 0.06 0.47 0.650745 0.793175 -7.23
264979_s_  disease resistance protein, putative si --- AT1G27170 / 1.05 0.07 0.47 0.650875 0.793292 -7.23
267332_at hypothetical protein predicted by gensc--- AT2G19290 1.03 0.04 0.47 0.650986 0.793385 -7.23
250817_at SET-domain protein-like  ; supported bSUVH1 AT5G04940 -1.04 -0.05 -0.47 0.65108 0.793445 -7.23
254651_at  potassium channel - like protein kco1, KCO6 AT4G18160 1.05 0.07 0.47 0.651105 0.793445 -7.23
253144_at  putative protein transcription factor IIIB--- AT4G35540 1.04 0.05 0.47 0.651433 0.793718 -7.23
265542_at putative SNF2 subfamily transcription rSYD AT2G28290 1.03 0.05 0.47 0.651413 0.793718 -7.23
250281_at  putative protein prdeicted proteins, Sc--- AT5G13240 -1.05 -0.07 -0.47 0.651372 0.793718 -7.23
245220_at hypothetical protein contains similarity --- AT1G59171 -1.03 -0.05 -0.47 0.651563 0.793834 -7.23
254157_at  putative protein protein induced upon VEP1 AT4G24220 1.04 0.06 0.47 0.651757 0.794027 -7.23



265109_s_  NBS/LRR disease resistance protein, --- AT1G62630 / -1.06 -0.09 -0.47 0.651852 0.794101 -7.23
263397_s_ putative GDSL-motif lipase/hydrolase s--- AT2G31540 / -1.03 -0.04 -0.47 0.651918 0.794138 -7.23
250270_at  putative protein FL10, EGF responsive--- AT5G12980 -1.05 -0.06 -0.47 0.652209 0.794451 -7.23
259495_at  NBS/LRR disease resistance protein, --- AT1G15890 1.04 0.06 0.47 0.652317 0.794498 -7.23
259243_at  unknown protein similar to unknown p --- AT3G07565 1.03 0.05 0.47 0.652312 0.794498 -7.23
246242_at putative protein --- AT4G36600 -1.06 -0.08 -0.47 0.652405 0.794562 -7.23
247392_at  glutamate-1-semialdehyde 2,1-aminomGSA1 AT5G63570 1.06 0.08 0.47 0.652449 0.794573 -7.23
261733_at  clathrin coat assembly protein AP17, p--- AT1G47830 -1.03 -0.05 -0.47 0.652514 0.794611 -7.23
257042_s_ hypothetical protein predicted by gene --- AT3G28640 / -1.03 -0.05 -0.47 0.652604 0.79465 -7.23
265528_at hypothetical protein predicted by gensc--- --- 1.03 0.04 0.47 0.652617 0.79465 -7.23
267398_at putative glucanase AtGH9B11 AT2G44560 -1.04 -0.06 -0.47 0.652654 0.794653 -7.23
256709_at hypothetical protein predicted by gene --- --- -1.03 -0.05 -0.47 0.652768 0.79475 -7.23
250195_at putative protein --- AT5G14560 -1.03 -0.04 -0.47 0.652889 0.794855 -7.23
254714_at  myb-like protein snapdragon myb protAtMYB79 AT4G13480 1.03 0.05 0.47 0.652955 0.794893 -7.23
256421_at hypothetical protein predicted by gene --- AT1G33500 -1.03 -0.05 -0.47 0.653116 0.795013 -7.23
251231_at  Glutathione transferase III-like protein ATGSTF13 AT3G62760 1.04 0.05 0.47 0.653124 0.795013 -7.23
265302_at Mutator-like transposase similar to  MU--- --- 1.03 0.04 0.47 0.653347 0.795242 -7.23
255927_at  transcriptional activator CBF1, putative--- AT1G12630 1.07 0.10 0.47 0.653384 0.795245 -7.23
250230_at putative protein similar to unknown pro--- AT5G13900 -1.06 -0.09 -0.47 0.653491 0.795248 -7.23
247296_at unknown protein  ;supported by full-len--- AT5G64160 1.05 0.07 0.47 0.653458 0.795248 -7.23
265623_at hypothetical protein predicted by genef--- AT2G27270 -1.04 -0.06 -0.47 0.653458 0.795248 -7.23
247341_at unknown protein --- AT5G63720 -1.03 -0.05 -0.47 0.653594 0.795331 -7.23
259046_at  calmodulin-like protein similar to calmo--- AT3G03400 1.04 0.05 0.47 0.653672 0.795383 -7.23
256360_at hypothetical protein --- AT1G66440 -1.05 -0.07 -0.47 0.653778 0.795429 -7.23
257760_s_  putative AC-like transposase similar to--- --- 1.04 0.05 0.47 0.653779 0.795429 -7.23
250945_at putative protein --- AT5G03400 -1.04 -0.05 -0.47 0.653883 0.795513 -7.23
251184_at  small nuclear ribonucleoprotein-like pr--- AT3G62840 1.03 0.04 0.47 0.654127 0.795597 -7.23
260805_at  glutathione transferase, putative similaATGSTU23 AT1G78320 1.03 0.05 0.47 0.654084 0.795597 -7.23
254454_at hypothetical protein EMB2271 AT4G21130 -1.04 -0.05 -0.47 0.654026 0.795597 -7.23
247462_at  A9 protein precursor - like A9 protein p--- AT5G62080 -1.04 -0.06 -0.47 0.65412 0.795597 -7.23
255658_at hypothetical protein  ;supported by full---- AT4G00770 -1.04 -0.06 -0.47 0.654053 0.795597 -7.23
246802_at kinesin-like heavy chain non-consensuATK4 AT5G27000 -1.05 -0.07 -0.47 0.654223 0.795671 -7.23
265383_at  putative WD-40 repeat protein, MSI2  MSI2 AT2G16780 1.05 0.08 0.47 0.65434 0.795695 -7.23
248052_at putative protein contains similarity to C--- AT5G55800 -1.04 -0.06 -0.47 0.654382 0.795695 -7.23
257837_at hypothetical protein predicted by gene --- AT3G25200 -1.04 -0.06 -0.47 0.654354 0.795695 -7.23



262416_at  flavonol synthase, putative similar to f --- AT1G49390 -1.03 -0.05 -0.47 0.654315 0.795695 -7.23
252486_at  arm repeat containing protein homologPUB13 AT3G46510 1.04 0.06 0.47 0.654441 0.795696 -7.23
246881_at  putative protein histone deacetylase/AHDA2 AT5G26040 -1.06 -0.09 -0.47 0.654452 0.795696 -7.23
252531_at actin 12 ACT12 AT3G46520 -1.04 -0.05 -0.47 0.654667 0.795915 -7.23
256588_at unknown protein --- AT3G28790 -1.04 -0.06 -0.47 0.654854 0.796015 -7.23
266639_at defender against cell death protein ide DAD2 AT2G35520 1.04 0.05 0.47 0.654827 0.796015 -7.23
256977_at  hypothetical protein predicted by gene--- --- 1.04 0.05 0.47 0.654812 0.796015 -7.23
261777_at hypothetical protein predicted by gene --- AT1G76210 1.04 0.05 0.47 0.654912 0.796037 -7.23
252702_at  putative protein predicted proteins, Ara--- --- -1.03 -0.05 -0.47 0.654942 0.796037 -7.23
254818_at  pEARLI 1-like protein Arabidopsis tha --- AT4G12470 1.17 0.23 0.47 0.65499 0.796052 -7.23
258198_at putative transcription factor similar to trNF-YA6 AT3G14020 1.04 0.06 0.47 0.655223 0.796251 -7.23
251226_at  proline-rich protein proline-rich proteinPRP3 AT3G62680 1.04 0.06 0.47 0.655214 0.796251 -7.23
252492_at  chloroplast import-associated channelTOC75-III AT3G46740 1.04 0.06 0.47 0.655361 0.796345 -7.23
254627_at Expressed protein ; supported by full-le--- AT4G18395 -1.03 -0.05 -0.47 0.65537 0.796345 -7.23
258178_at hypothetical protein predicted by gene --- AT3G21680 -1.03 -0.04 -0.47 0.655423 0.796363 -7.23
264278_at  myrosinase binding protein, putative s --- AT1G60130 -1.03 -0.05 -0.47 0.655455 0.796363 -7.23
259472_at hypothetical protein contains similarity --- AT1G18910 1.04 0.05 0.47 0.655524 0.796405 -7.23
258477_at hypothetical protein predicted by genefNBS1 AT3G02680 -1.03 -0.05 -0.47 0.655722 0.796572 -7.23
260186_at hypothetical protein predicted by genef--- AT1G36020 -1.05 -0.07 -0.47 0.655732 0.796572 -7.23
248807_at pectin methylesterase-like --- AT5G47500 -1.03 -0.04 -0.47 0.655978 0.796701 -7.23
256073_at  terminal Flower 1 (TFL1), putative simE12A11 AT1G18100 -1.04 -0.06 -0.47 0.655949 0.796701 -7.23
264427_at hypothetical protein predicted by gene --- AT1G61770 1.04 0.06 0.47 0.655905 0.796701 -7.23
263816_at putative CCHC-type zinc finger protein --- --- 1.05 0.06 0.47 0.655926 0.796701 -7.23
260782_at unknown protein ; supported by cDNA:--- AT1G14570 -1.03 -0.05 -0.47 0.656099 0.796807 -7.23
245478_at galactokinase like protein ARA1 AT4G16130 -1.09 -0.12 -0.47 0.65621 0.796884 -7.23
264786_at putative Ta11-like non-LTR retroeleme--- AT2G17920 -1.04 -0.05 -0.47 0.656233 0.796884 -7.23
250065_at  putative protein predicted proteins, Ara--- AT5G17910 1.05 0.08 0.47 0.656301 0.796906 -7.23
260699_at  MAP kinase, putative similar to MAP kATMKK10 AT1G32320 -1.03 -0.05 -0.47 0.656321 0.796906 -7.23
260329_at putative cyclin similar to cyclin GB:S53CYCA2;4 AT1G80370 1.04 0.06 0.47 0.656444 0.797014 -7.23
262840_at  linker histone protein, putative containHMGA AT1G14900 1.04 0.06 0.47 0.65649 0.797027 -7.23
259382_s_ jasmonate inducible protein isolog  ;su JAL31 AT3G16420 / -1.20 -0.27 -0.47 0.656593 0.797109 -7.23
256405_at calcium-dependent protein kinase simi CPK33 AT1G50700 -1.03 -0.05 -0.46 0.656638 0.797122 -7.23
264224_at hypothetical protein predicted by gene emb1688 AT1G67440 -1.04 -0.06 -0.46 0.65678 0.797198 -7.23
253570_at hypothetical protein --- AT4G31260 -1.05 -0.06 -0.46 0.65684 0.797198 -7.23
258912_at  unknown protein similar to hypothetica--- AT3G06460 -1.06 -0.08 -0.46 0.656837 0.797198 -7.23



246222_at TINY-like protein ; supported by cDNA RAP2.10 AT4G36900 -1.08 -0.11 -0.46 0.656817 0.797198 -7.23
259268_at putative lamin similar to blue copper-bi --- AT3G01070 -1.03 -0.04 -0.46 0.657056 0.797417 -7.23
251047_at  putative protein mature-parasite-infect--- AT5G02390 -1.04 -0.06 -0.46 0.657136 0.797452 -7.23
253449_at  putative protein hypothetical protein yj --- AT4G32700 1.04 0.05 0.46 0.657155 0.797452 -7.23
257262_at  zinc finger protein, putative contains P--- AT3G21890 -1.07 -0.10 -0.46 0.657424 0.797685 -7.23
266413_at unknown protein  ;supported by full-len--- AT2G38740 -1.04 -0.06 -0.46 0.657452 0.797685 -7.23
255954_at hypothetical protein predicted by gene emb2204 AT1G22090 -1.04 -0.05 -0.46 0.657411 0.797685 -7.23
248899_at carboxy-terminal proteinase D1-like pro--- AT5G46390 -1.04 -0.06 -0.46 0.657627 0.797855 -7.23
256006_at hypothetical protein --- AT1G34070 1.03 0.05 0.46 0.657898 0.798141 -7.23
264012_at hypothetical protein predicted by gensc--- AT2G21080 1.05 0.07 0.46 0.657969 0.798185 -7.23
245223_at gene_id:K17E7.5~unknown protein --- AT3G29791 -1.04 -0.05 -0.46 0.658007 0.798188 -7.23
256457_at  3-methyladenine DNA glycosylase, pu--- AT1G75230 1.08 0.11 0.46 0.658139 0.798306 -7.23
257537_at hypothetical protein predicted by genm--- AT3G22350 1.05 0.07 0.46 0.658337 0.798442 -7.23
253352_at  pathogenesis-related protein 1 precurs--- AT4G33710 -1.04 -0.06 -0.46 0.658356 0.798442 -7.23
261186_at hypothetical protein predicted by gene --- --- 1.03 0.04 0.46 0.658309 0.798442 -7.23
267402_at putative SF16 protein {Helianthus annuIQD6 AT2G26180 -1.05 -0.07 -0.46 0.658439 0.7985 -7.23
258523_at  pectin methylesterase, putative simila --- AT3G06830 -1.03 -0.04 -0.46 0.658786 0.798624 -7.23
253934_at  putative beta-1,3-glucanase beta-1,3-g--- AT4G26830 -1.03 -0.05 -0.46 0.658705 0.798624 -7.23
264891_at  putative pectinesterase similar to GB:A--- AT1G23200 1.06 0.09 0.46 0.658772 0.798624 -7.23
256047_at hypothetical protein predicted by gene --- AT1G07060 1.04 0.06 0.46 0.658748 0.798624 -7.23
246475_at  putative protein IFA-binding protein - A--- AT5G16720 -1.05 -0.07 -0.46 0.658625 0.798624 -7.23
255347_at putative retrotransposon protein --- --- -1.03 -0.05 -0.46 0.658688 0.798624 -7.23
258769_at putative alpha-hydroxynitrile lyase sim MES17 AT3G10870 1.07 0.09 0.46 0.658592 0.798624 -7.23
247424_at  LIM7 - like protein LIM7, Lilium longifloAtVEX1 AT5G62850 1.04 0.05 0.46 0.659118 0.798984 -7.23
247675_at  putative protein large number of predic--- AT5G59940 1.05 0.07 0.46 0.659165 0.798998 -7.23
263428_at ubiquitin-specific protease 4 (UBP4) id ATUBP4 AT2G22310 -1.04 -0.06 -0.46 0.659343 0.799091 -7.23
260184_s_  putative protein predicted proteins, Ara--- --- -1.03 -0.04 -0.46 0.659348 0.799091 -7.23
258875_at unknown protein  ;supported by full-len--- AT3G03160 1.05 0.07 0.46 0.659406 0.799091 -7.23
247551_at  ras-GTPase-activating protein SH3-do--- AT5G60980 -1.03 -0.04 -0.46 0.659417 0.799091 -7.23
261637_at  DNA-binding protein PcMYB1, putativ TRB1 AT1G49950 -1.05 -0.07 -0.46 0.659297 0.799091 -7.23
256002_at  carbamoylphosphate synthetase, putaCARB AT1G29900 -1.04 -0.06 -0.46 0.659697 0.799388 -7.24
255828_at hypothetical protein predicted by genef--- AT2G40630 -1.03 -0.05 -0.46 0.659802 0.799473 -7.24
AFFX-r2-EcE. coli /GEN=bioD /DB_XREF=gb:J044--- --- 1.10 0.14 0.46 0.659845 0.799482 -7.24
265681_at putative protein kinase contains a prote--- AT2G24370 1.03 0.05 0.46 0.660308 0.799959 -7.24
248113_at wax synthase-like protein --- AT5G55360 -1.04 -0.06 -0.46 0.660303 0.799959 -7.24



251294_at  zinc transporter-like protein zinc trans MTPA1 AT3G61940 -1.04 -0.05 -0.46 0.660569 0.800232 -7.24
260124_at  E2, ubiquitin-conjugating enzyme, put UBC31 AT1G36340 1.04 0.05 0.46 0.660682 0.800327 -7.24
260497_at 40S ribosomal protein S2  ;supported b--- AT2G41840 -1.08 -0.12 -0.46 0.660806 0.800434 -7.24
251749_at  putative protein predicted proteins, Ara--- AT3G55690 -1.03 -0.05 -0.46 0.660932 0.800459 -7.24
257527_at  hypothetical protein similar to hypothe--- AT3G01880 -1.04 -0.05 -0.46 0.660866 0.800459 -7.24
263026_at hypothetical protein predicted by gene --- AT1G24000 -1.03 -0.05 -0.46 0.6609 0.800459 -7.24
262833_at  cyclin, putative contains Pfam profile: SDS AT1G14750 -1.03 -0.04 -0.46 0.661019 0.800509 -7.24
259205_at hypothetical protein similar to putative --- AT3G09030 -1.04 -0.06 -0.46 0.661043 0.800509 -7.24
267215_at hypothetical protein --- AT2G02630 -1.03 -0.04 -0.46 0.661083 0.800516 -7.24
261906_at hypothetical protein predicted by gensc--- AT1G65080 -1.07 -0.09 -0.46 0.661211 0.800625 -7.24
257282_at  TNP2-like transposon protein, putative--- --- -1.04 -0.06 -0.46 0.661244 0.800625 -7.24
260987_at hypothetical protein predicted by gene NTMC2T6.1 AT1G53590 -1.05 -0.07 -0.46 0.661364 0.800728 -7.24
254498_at  membrane-associated salt-inducible-liEMB1025 AT4G20090 1.06 0.08 0.46 0.661501 0.800851 -7.24
258141_at hypothetical protein HON4 AT3G18035 -1.05 -0.07 -0.46 0.661726 0.801077 -7.24
258541_at hypothetical protein --- AT3G07000 1.03 0.04 0.46 0.661757 0.801077 -7.24
248362_at fibrillarin 1 (AtFib1) identical to fibrillari FIB1 AT5G52470 -1.04 -0.05 -0.46 0.661841 0.801093 -7.24
252865_at Expressed protein ; supported by full-le--- AT4G39753 -1.05 -0.07 -0.46 0.661816 0.801093 -7.24
255461_at ent-kaurene synthetase A - like proteinGA1 AT4G02780 -1.04 -0.06 -0.46 0.662078 0.801191 -7.24
257518_at hypothetical protein --- AT3G03880 -1.03 -0.04 -0.46 0.662098 0.801191 -7.24
261573_at hypothetical protein identical to hyothe --- AT1G01180 -1.03 -0.05 -0.46 0.662086 0.801191 -7.24
255188_at contains similarity to Xenopus laevis re--- --- 1.03 0.04 0.46 0.662058 0.801191 -7.24
266339_s_ hypothetical protein predicted by gensc--- AT2G01360 / 1.04 0.06 0.46 0.662091 0.801191 -7.24
245295_at hypothetical protein ; supported by cDN--- AT4G16100 -1.04 -0.06 -0.46 0.662233 0.801269 -7.24
247567_at  putative protein various predicted prot --- AT5G61190 -1.05 -0.07 -0.46 0.662198 0.801269 -7.24
256619_at hypothetical protein predicted by gensc--- AT3G24460 -1.03 -0.05 -0.46 0.6623 0.801308 -7.24
265748_at putative Athila retroelement ORF1 prot--- --- -1.04 -0.05 -0.46 0.662377 0.801359 -7.24
253315_at  putative protein various predicted prot --- AT4G33900 1.04 0.05 0.46 0.662489 0.801451 -7.24
253718_at  serine/threonine-specific receptor prot --- AT4G29450 1.04 0.06 0.46 0.6626 0.801504 -7.24
256800_at hypothetical protein predicted by gene --- AT3G20900 1.04 0.06 0.46 0.662602 0.801504 -7.24
249688_at putative protein tyrosine aminotransfer --- AT5G36160 -1.05 -0.07 -0.46 0.662835 0.801743 -7.24
248066_at putative protein contains similarity to p QRT1 AT5G55590 -1.04 -0.05 -0.46 0.662875 0.801749 -7.24
254740_s_  glycine hydroxymethyltransferase - lik --- AT2G42450 / -1.12 -0.16 -0.46 0.662997 0.801853 -7.24
267555_at Expressed protein ; supported by full-leSUMO5 AT2G32765 1.04 0.06 0.46 0.663113 0.801951 -7.24
264428_at hypothetical protein predicted by gene --- AT1G61790 -1.06 -0.08 -0.46 0.66331 0.802105 -7.24
251361_at  LIM domain protein LIM domain prote --- AT3G61230 -1.05 -0.07 -0.46 0.663288 0.802105 -7.24



246513_at hypothetical protein --- AT5G15680 1.03 0.05 0.45 0.663426 0.802203 -7.24
261289_at hypothetical protein predicted by gene --- AT1G37000 -1.03 -0.05 -0.45 0.663497 0.802246 -7.24
257869_at  ER lumen protein retaining receptor, p--- AT3G25160 1.03 0.04 0.45 0.663848 0.802553 -7.24
246762_at  cyclin H-like protein cycH (CAK assoc CYCH;1 AT5G27620 -1.06 -0.08 -0.45 0.663787 0.802553 -7.24
249922_at  aluminium-induced protein - like alumiAILP1 AT5G19140 1.04 0.05 0.45 0.663857 0.802553 -7.24
245552_at cytochrome P450 like protein CYP705A3 AT4G15360 1.04 0.05 0.45 0.663913 0.802579 -7.24
250914_at  myb -like protein telomeric DNA bindinTRFL10 AT5G03780 1.04 0.06 0.45 0.663953 0.802585 -7.24
252903_at  putative protein various predicted prot --- AT4G39570 1.06 0.09 0.45 0.664036 0.8026 -7.24
255367_at putative transposon protein --- --- 1.04 0.05 0.45 0.664022 0.8026 -7.24
261821_at  thioredoxin h, putative similar to thioreATCXXS1 AT1G11530 -1.04 -0.05 -0.45 0.664092 0.802625 -7.24
253003_s_  putative protein tapetum specific prote--- AT4G38300 / 1.04 0.06 0.45 0.664131 0.802627 -7.24
261215_at  subtilase, putative similar to subtilase --- AT1G32970 1.03 0.05 0.45 0.664164 0.802627 -7.24
245761_at hypothetical protein predicted by gene --- AT1G66890 1.04 0.05 0.45 0.664236 0.802665 -7.24
247411_at putative protein contains similarity to u --- AT5G63000 1.05 0.06 0.45 0.664293 0.802665 -7.24
256941_at hypothetical protein --- --- 1.04 0.06 0.45 0.664301 0.802665 -7.24
266580_at unknown protein  ;supported by full-len--- AT2G46260 1.04 0.06 0.45 0.664375 0.802711 -7.24
261642_at  ADP-glucose pyrophosphorylase, putaAPL2 AT1G27680 1.06 0.08 0.45 0.664491 0.80281 -7.24
251392_at dihydrodipicolinate synthase precursorDHDPS1 AT3G60880 -1.03 -0.05 -0.45 0.664556 0.802835 -7.24
256393_at hypothetical protein --- AT3G06280 -1.03 -0.05 -0.45 0.664583 0.802835 -7.24
265575_at proline iminopeptidase identical to GP:PIP AT2G14260 1.03 0.05 0.45 0.664685 0.802903 -7.24
245880_at  putative hydrolase EtbD1 - Rhodococc--- AT5G09430 -1.05 -0.07 -0.45 0.664744 0.802903 -7.24
254536_at  putative protein chitinase / lysozyme P--- AT4G19720 -1.04 -0.05 -0.45 0.664715 0.802903 -7.24
265597_at Expressed protein ; supported by cDNA--- AT2G20142 1.12 0.17 0.45 0.664847 0.802984 -7.24
258580_at germin-like protein contains Pfam profi --- AT3G04170 -1.04 -0.05 -0.45 0.664923 0.803034 -7.24
249166_at CHP-rich zinc finger protein-like --- AT5G42840 -1.04 -0.06 -0.45 0.665017 0.803062 -7.24
246049_at  putative protein predicted proteins, Ara--- --- 1.04 0.06 0.45 0.665007 0.803062 -7.24
247339_at unknown protein --- AT5G63690 1.04 0.06 0.45 0.665187 0.803225 -7.24
264578_at hypothetical protein predicted by gene --- AT1G05370 1.03 0.04 0.45 0.665476 0.803488 -7.24
245978_at  putative protein MORC microrchidia - --- AT5G13130 1.04 0.06 0.45 0.66547 0.803488 -7.24
249179_at Expressed protein ; supported by full-le--- AT5G42955 -1.04 -0.06 -0.45 0.665548 0.803533 -7.24
245866_s_ unknown protein --- AT1G57980 / 1.16 0.21 0.45 0.665717 0.803578 -7.24
266040_at hypothetical protein --- AT2G07738 -1.03 -0.04 -0.45 0.665653 0.803578 -7.24
249671_at putative protein similar to unknown proLBD35 AT5G35900 -1.04 -0.05 -0.45 0.665726 0.803578 -7.24
256845_x_ hypothetical protein similar to putative --- --- 1.04 0.05 0.45 0.665669 0.803578 -7.24
266708_at putative chloroplast nucleoid DNA bind--- AT2G03200 -1.05 -0.07 -0.45 0.665874 0.803672 -7.24



246643_s_  putative protein various predicted prot --- --- -1.03 -0.05 -0.45 0.66584 0.803672 -7.24
264416_at hypothetical protein similar to putative --- AT1G43140 -1.04 -0.05 -0.45 0.666184 0.804003 -7.24
256488_at hypothetical protein NFD4 AT1G31470 1.04 0.05 0.45 0.666286 0.804084 -7.24
263093_at putative replication protein A1 --- --- -1.03 -0.05 -0.45 0.666337 0.804091 -7.24
266717_at Expressed protein ; supported by full-le--- AT2G46735 1.04 0.05 0.45 0.666363 0.804091 -7.24
246898_at putative protein --- AT5G25580 -1.03 -0.04 -0.45 0.666566 0.804294 -7.24
267089_at unknown protein --- AT2G38300 -1.05 -0.07 -0.45 0.666626 0.804311 -7.24
250746_at glucuronosyl transferase-like protein --- AT5G05880 -1.03 -0.05 -0.45 0.666651 0.804311 -7.24
265924_at putative geranylgeranyl pyrophosphate--- AT2G18620 1.03 0.04 0.45 0.666804 0.80441 -7.24
266919_at hypothetical protein predicted by genscAT2G45780 --- 1.03 0.05 0.45 0.666773 0.80441 -7.24
267080_at unknown protein  ; supported by cDNA--- AT2G41190 -1.10 -0.13 -0.45 0.666884 0.804465 -7.24
250880_at  putative protein Ube-1a, Mus musculu--- AT5G04070 -1.03 -0.04 -0.45 0.66701 0.80454 -7.24
264532_at  seed imbibition protein, putative similaAtSIP1 AT1G55740 -1.03 -0.05 -0.45 0.667017 0.80454 -7.24
253059_s_ putative protein other predicted proteinHHP5 AT4G37680 / 1.06 0.09 0.45 0.667081 0.804575 -7.24
247888_at phytocyanin/early nodulin-like protein --- AT5G57920 1.04 0.05 0.45 0.667161 0.804629 -7.24
255090_at  putative protein disease resistance pro--- AT4G09360 1.04 0.05 0.45 0.667214 0.80465 -7.24
265928_at Ac-like transposase related to Ac/Ds tr --- --- -1.04 -0.06 -0.45 0.667259 0.804662 -7.24
261805_at hypothetical protein almost identical to --- AT1G30540 -1.04 -0.05 -0.45 0.667365 0.804747 -7.24
252614_at  serpin-like protein serpin - Hordeum v --- AT3G45220 1.03 0.04 0.45 0.667474 0.804836 -7.24
246775_at putative protein GTP-binding proteins aMIRO1 AT5G27540 1.03 0.04 0.45 0.667608 0.80487 -7.24
250215_at putative protein similar to unknown pro--- AT5G14080 -1.04 -0.05 -0.45 0.667598 0.80487 -7.24
260227_at  unknown protein similar to hypothetica--- AT1G74450 1.10 0.14 0.45 0.667599 0.80487 -7.24
256500_at Ty1/copia-element polyprotein --- --- -1.04 -0.05 -0.45 0.667648 0.804876 -7.24
246897_at  putative protein predicted proteins, Ara--- AT5G25560 -1.04 -0.06 -0.45 0.667746 0.804909 -7.24
264296_at  protein transport protein sec61 alpha s--- AT1G78720 1.06 0.08 0.45 0.667739 0.804909 -7.24
245088_at subtilisin-like serine protease contains --- AT2G39850 -1.09 -0.12 -0.45 0.667863 0.804955 -7.24
249414_at putative transcription factor MYB89  ; sMYB89 AT5G39700 1.04 0.05 0.45 0.66789 0.804955 -7.24
259328_at  putative lectin contains Pfam profile: PATMLP-300BAT3G16440 1.04 0.06 0.45 0.667851 0.804955 -7.24
267241_at hypothetical protein predicted by gensc--- AT2G02490 / 1.03 0.04 0.45 0.667998 0.804988 -7.24
253483_at  putative protein anthranilate N-hydrox --- AT4G31910 -1.07 -0.09 -0.45 0.668059 0.804988 -7.24
257026_at hypothetical protein predicted by gene --- AT3G19200 1.04 0.05 0.45 0.668047 0.804988 -7.24
254473_s_  putative protein kinase like proteins, A--- AT4G20520 / 1.03 0.05 0.45 0.667979 0.804988 -7.24
266661_at TINY-like AP2 domain transcription fac--- AT2G25820 1.04 0.06 0.45 0.668154 0.805032 -7.24
259870_at putative heat shock protein predicted b--- AT1G76780 -1.03 -0.04 -0.45 0.668166 0.805032 -7.24
256946_at hypothetical protein contains Pfam pro HAF2 AT3G19040 -1.06 -0.08 -0.45 0.668403 0.805191 -7.24



263201_at  putative ADP-glucose pyrophosphoryl APS2 AT1G05610 1.04 0.05 0.45 0.668365 0.805191 -7.24
259575_at unknown protein --- AT1G35320 1.03 0.05 0.45 0.66837 0.805191 -7.24
264944_at hypothetical protein similar to hypothet --- AT1G76940 -1.05 -0.07 -0.45 0.668511 0.805235 -7.24
262541_at hypothetical protein contains similarity --- --- -1.03 -0.04 -0.45 0.668479 0.805235 -7.24
257245_at  hypothetical protein contains Pfam pro--- AT3G24110 -1.04 -0.06 -0.45 0.668725 0.80545 -7.24
252529_at  putative protein several oxidases, mai --- AT3G46490 -1.11 -0.15 -0.45 0.668853 0.805538 -7.24
265488_at hypothetical protein predicted by gensc--- AT2G15610 1.04 0.05 0.45 0.668869 0.805538 -7.24
253587_at hypothetical protein --- AT4G30770 -1.04 -0.06 -0.45 0.668916 0.805547 -7.24
262995_s_ hypothetical protein predicted by gene --- --- -1.03 -0.04 -0.45 0.668946 0.805547 -7.24
257468_at hypothetical protein contains similarity --- AT1G47470 1.03 0.04 0.45 0.669009 0.80558 -7.24
267138_s_ similar to SOR1 from the fungus CercoPDX1.1 AT2G38210 / -1.09 -0.12 -0.45 0.669132 0.805685 -7.24
252356_at putative protein various predicted prote--- --- 1.05 0.07 0.45 0.669207 0.805693 -7.24
246618_at putative protein similar to unknown pro--- AT5G36280 1.03 0.04 0.45 0.669209 0.805693 -7.24
245839_at  disease resistance protein, putative si --- AT1G58390 1.03 0.04 0.45 0.669336 0.805803 -7.24
250396_at  zinc finger -like protein CCHH finger p --- AT5G10970 1.09 0.12 0.45 0.669479 0.80589 -7.24
251215_at  putative protein region within disulfide --- AT3G62510 -1.04 -0.05 -0.45 0.669473 0.80589 -7.24
266375_at En/Spm-like transposon protein related--- --- 1.04 0.05 0.45 0.669517 0.805894 -7.24
264358_at hypothetical protein predicted by genef--- AT1G03180 -1.05 -0.07 -0.45 0.669633 0.80599 -7.24
245908_at  laccase-like protein laccase - Acer pseLAC14 AT5G09360 -1.06 -0.08 -0.45 0.669683 0.806008 -7.24
261357_at hypothetical protein predicted by gene --- --- 1.03 0.04 0.45 0.669722 0.806013 -7.24
265143_at unknown protein NFU5 AT1G51390 1.04 0.06 0.45 0.669763 0.80602 -7.24
258690_at putative phosphatidylinositol-4-phosph --- AT3G07960 1.03 0.05 0.45 0.669839 0.806069 -7.24
254831_at Ribosomal protein L7Ae -like various L--- AT4G12600 1.08 0.11 0.45 0.670044 0.806273 -7.24
246044_at calcium-dependent protein kinase  ; suCDPK19 AT5G19450 1.05 0.07 0.45 0.670162 0.806372 -7.24
257138_at hypothetical protein predicted by gene --- AT3G28870 -1.03 -0.04 -0.45 0.670226 0.806407 -7.24
261714_at hypothetical protein similar to hypothetTET16 AT1G18510 1.05 0.07 0.44 0.670344 0.806506 -7.24
260513_at  cyanogenic beta-glucosidase, putativeBGLU36 AT1G51490 1.03 0.05 0.44 0.670467 0.806612 -7.24
256507_at hypothetical protein predicted by gene --- AT1G75150 1.04 0.06 0.44 0.670549 0.806668 -7.24
245518_at ATP-dependent RNA helicase like protATRH1 AT4G15850 1.06 0.09 0.44 0.670602 0.806689 -7.24
247937_at Ca2+-transporting ATPase-like protein ACA8 AT5G57110 -1.07 -0.10 -0.44 0.67068 0.80674 -7.24
251339_at  putative protein various predicted prot --- AT3G60780 -1.05 -0.07 -0.44 0.670757 0.80679 -7.24
254985_x_  putative reverse-transcriptase -like pro--- --- 1.05 0.07 0.44 0.670897 0.806916 -7.24
267533_at unknown protein  ;supported by full-lenATNUDX23 AT2G42070 -1.04 -0.05 -0.44 0.671574 0.807645 -7.24
252907_at  putative gamma-glutamyltransferase gGGT2 AT4G39650 1.03 0.05 0.44 0.671558 0.807645 -7.24
256299_at expansin (At-EXP1) identical to expansATEXPA1 AT1G69530 1.17 0.22 0.44 0.671906 0.807935 -7.24



248550_at putative protein similar to unknown proQS AT5G50210 1.06 0.08 0.44 0.671921 0.807935 -7.24
258590_at  putative response regulator protein (reARR22 AT3G04280 1.03 0.05 0.44 0.671857 0.807935 -7.24
255213_at putative athila transposon protein --- --- 1.03 0.04 0.44 0.672112 0.808122 -7.24
257098_at hypothetical protein --- --- -1.03 -0.05 -0.44 0.67219 0.808173 -7.24
260115_at  AIG1-like protein similar to AIG1 prote--- AT1G33870 1.04 0.06 0.44 0.672324 0.808291 -7.24
256039_at hypothetical protein contains similarity --- AT1G19190 -1.05 -0.06 -0.44 0.672418 0.808361 -7.24
251738_at PROBABLE EUKARYOTIC TRANSLAEIF3C AT3G56150 1.03 0.05 0.44 0.672623 0.808548 -7.24
265997_at Expressed protein ; supported by cDNA--- AT2G24250 -1.03 -0.05 -0.44 0.6727 0.808548 -7.24
263036_at hypothetical protein predicted by gene --- AT1G23890 1.04 0.06 0.44 0.672687 0.808548 -7.24
250081_at unknown protein --- AT5G17180 1.03 0.05 0.44 0.672715 0.808548 -7.24
256804_at hypothetical protein predicted by gene --- AT3G20920 1.03 0.04 0.44 0.672981 0.808826 -7.24
266999_at putative HMG protein ; supported by fu--- AT2G34450 -1.05 -0.07 -0.44 0.673113 0.808941 -7.24
261951_at hypothetical protein predicted by gene --- AT1G64490 1.04 0.05 0.44 0.6732 0.808972 -7.24
245298_at hypothetical protein ; supported by cDN--- AT4G15010 1.03 0.05 0.44 0.67321 0.808972 -7.24
263370_at hypothetical protein predicted by gensc--- AT2G20500 -1.07 -0.10 -0.44 0.673327 0.809056 -7.25
246845_at glutamyl-tRNA synthetase  ; supported--- AT5G26710 -1.03 -0.04 -0.44 0.673386 0.809056 -7.25
265167_at putative OBP32pep protein --- AT1G23680 -1.03 -0.05 -0.44 0.673359 0.809056 -7.25
245217_at  retroelement pol polyprotein, putative --- --- -1.05 -0.07 -0.44 0.673535 0.809193 -7.25
267292_at hypothetical protein predicted by genef--- AT2G23740 -1.04 -0.05 -0.44 0.673739 0.809305 -7.25
260092_at  putative serine carboxypeptidase simi scpl3 AT1G73280 -1.03 -0.04 -0.44 0.6738 0.809305 -7.25
261436_at  protein kinase, putative (fragment) sim--- AT1G07870 1.05 0.07 0.44 0.673837 0.809305 -7.25
253177_s_  O-methyltransferase - like protein caff --- AT4G35150 / -1.06 -0.08 -0.44 0.673863 0.809305 -7.25
258258_at  transcriptional regulator (FUSCA3) ideFUS3 AT3G26790 -1.03 -0.05 -0.44 0.67388 0.809305 -7.25
245487_at phytochrome D PHYD AT4G16250 1.04 0.06 0.44 0.673912 0.809305 -7.25
248481_at putative protein similar to unknown pro--- AT5G50930 1.04 0.06 0.44 0.673754 0.809305 -7.25
254539_s_  chitinase - like protein chitinase / lysoz--- AT4G19750 / -1.03 -0.04 -0.44 0.673895 0.809305 -7.25
266602_at hypothetical protein predicted by gensc--- AT2G46050 -1.03 -0.04 -0.44 0.674089 0.809475 -7.25
245638_s_  F5A9.10 unknown protein; similar to E--- AT1G24822 / -1.04 -0.05 -0.44 0.674281 0.809585 -7.25
256372_at  cell division protein kinase, putative si CAK4 AT1G66750 -1.05 -0.07 -0.44 0.67427 0.809585 -7.25
254064_at  putative protein hypothetical protein - A--- AT4G25410 -1.03 -0.04 -0.44 0.674288 0.809585 -7.25
257096_at hypothetical protein --- AT3G30820 -1.03 -0.05 -0.44 0.674576 0.809837 -7.25
262105_at  pectin esterase, putative similar to pec--- AT1G02810 1.05 0.07 0.44 0.674604 0.809837 -7.25
264453_at  putative GTP-binding protein similar to--- AT1G10300 -1.03 -0.04 -0.44 0.67454 0.809837 -7.25
250891_at  fatty acid elongase - like protein KCS1KCS19 AT5G04530 1.04 0.06 0.44 0.674712 0.809925 -7.25
258115_at hypothetical protein predicted by gesca--- AT3G14670 -1.04 -0.05 -0.44 0.674866 0.810067 -7.25



266870_at putative heterogeneous nuclear ribonu--- AT2G44710 1.05 0.08 0.44 0.67493 0.81007 -7.25
265095_at  putative cruciferin 12S seed storage pCRU2 AT1G03880 1.04 0.05 0.44 0.67494 0.81007 -7.25
249443_at putative protein  ; supported by cDNA: --- AT5G39600 1.05 0.07 0.44 0.674984 0.81008 -7.25
252658_at hypothetical protein --- AT3G44800 1.05 0.06 0.44 0.675411 0.810549 -7.25
267608_at hypothetical protein predicted by gensc--- AT2G26770 1.04 0.05 0.44 0.675478 0.810549 -7.25
267254_at putative protein kinase contains a proteSNRK2.9 AT2G23030 1.12 0.16 0.44 0.675484 0.810549 -7.25
249412_at  putative protein predicted proteins, Ara--- AT5G40410 1.04 0.06 0.44 0.675516 0.810549 -7.25
263310_s_ hypothetical protein --- --- -1.03 -0.04 -0.44 0.67557 0.810557 -7.25
263648_at hypothetical protein predicted by gensc--- AT1G04390 -1.04 -0.06 -0.44 0.675594 0.810557 -7.25
263992_at putative retroelement pol polyprotein --- --- 1.03 0.05 0.44 0.675846 0.810773 -7.25
255404_at predicted protein --- AT4G03153 1.04 0.05 0.44 0.675835 0.810773 -7.25
254885_at  putative protein various predicted prot --- AT4G11745 1.05 0.06 0.44 0.675886 0.810779 -7.25
250672_at DnaJ homologue (gb|AAB91418.1|)  ; sATJ6 AT5G06910 1.03 0.04 0.44 0.67598 0.810849 -7.25
249828_at  succinyl-CoA synthetase, alpha subun--- AT5G23250 1.04 0.06 0.44 0.676226 0.811101 -7.25
248116_at putative protein contains similarity to MMYB120 AT5G55020 -1.04 -0.06 -0.44 0.676286 0.811124 -7.25
247897_at unknown protein  ;supported by full-lenTET15 AT5G57810 1.03 0.05 0.44 0.676316 0.811124 -7.25
257762_at hypothetical protein XRCC4 AT3G23100 -1.03 -0.05 -0.44 0.676492 0.811293 -7.25
262792_at hypothetical protein predicted by gene --- AT1G10710 1.04 0.05 0.44 0.676603 0.811383 -7.25
245537_at hypothetical protein --- AT4G15200 -1.03 -0.04 -0.44 0.676733 0.811496 -7.25
266430_at unknown protein --- AT2G07200 -1.03 -0.04 -0.44 0.676826 0.811542 -7.25
254565_at  replication A protein-like replication pr --- AT4G19130 -1.03 -0.04 -0.44 0.676843 0.811542 -7.25
251016_at  pathogenesis related protein - like pat --- AT5G02730 1.06 0.08 0.44 0.676967 0.811649 -7.25
262123_at hypothetical protein predicted by gensc--- AT1G59630 -1.04 -0.06 -0.44 0.677038 0.811683 -7.25
254947_at  putative retrotransposon polyprotein v --- --- 1.06 0.08 0.44 0.677066 0.811683 -7.25
256717_at hypothetical protein predicted by gensc--- AT2G34110 1.04 0.06 0.44 0.677122 0.811707 -7.25
246380_at  cytochrome P450, putative similar to cCYP96A15 AT1G57750 1.05 0.07 0.43 0.677174 0.811726 -7.25
251845_at Expressed protein ; supported by full-leATGCN4 AT3G54540 -1.05 -0.07 -0.43 0.67729 0.811788 -7.25
251871_at hypothetical protein --- AT3G54520 1.03 0.04 0.43 0.677297 0.811788 -7.25
266112_x_ hypothetical protein predicted by gensc--- --- 1.04 0.06 0.43 0.677573 0.812077 -7.25
254588_at putative protein hypothetical proteins - --- AT4G18840 1.03 0.05 0.43 0.6777 0.812101 -7.25
260791_at lipase-like protein similar to lipase GB:A--- AT1G06250 1.03 0.05 0.43 0.677665 0.812101 -7.25
261562_at  actin depolymerizing factor, putative s ADF11 AT1G01750 -1.05 -0.07 -0.43 0.677679 0.812101 -7.25
249491_at  germin - like protein germin-like protei --- AT5G39130 1.03 0.05 0.43 0.677737 0.812103 -7.25
249708_at unknown protein --- AT5G35660 -1.07 -0.10 -0.43 0.678102 0.812426 -7.25
258659_at  B' regulatory subunit of PP2A (AtB'betATB' BETA AT3G09880 1.04 0.05 0.43 0.678142 0.812426 -7.25



254556_at  putative protein various predicted prot --- AT4G19220 -1.05 -0.07 -0.43 0.678127 0.812426 -7.25
255235_at contains similarity to transposases --- --- 1.04 0.06 0.43 0.678149 0.812426 -7.25
258670_at unknown protein --- AT3G08810 -1.04 -0.06 -0.43 0.678258 0.812513 -7.25
257158_at  3-hydroxyisobutyryl-coenzyme A hydr --- AT3G24360 -1.04 -0.06 -0.43 0.678365 0.812599 -7.25
267491_at unknown protein predicted by genscan--- --- 1.05 0.06 0.43 0.678551 0.812779 -7.25
267218_at Expressed protein ; supported by full-le--- AT2G02515 -1.03 -0.05 -0.43 0.678917 0.813174 -7.25
264950_at  peroxidase, putative similar to peroxid --- AT1G77100 -1.04 -0.05 -0.43 0.678993 0.813223 -7.25
263279_x_ hypothetical protein predicted by gensc--- --- 1.04 0.05 0.43 0.67934 0.813442 -7.25
257234_at hypothetical protein predicted by gene --- AT3G14880 -1.05 -0.07 -0.43 0.679473 0.813442 -7.25
246217_at APETALA2 protein ; supported by cDNAP2 AT4G36920 -1.07 -0.09 -0.43 0.679439 0.813442 -7.25
265794_at unknown protein --- AT2G01310 -1.03 -0.04 -0.43 0.67926 0.813442 -7.25
252599_at  receptor-like protein kinase receptor li --- AT3G45390 1.05 0.07 0.43 0.679533 0.813442 -7.25
259867_at hypothetical protein predicted by genef--- AT1G76740 -1.03 -0.04 -0.43 0.679509 0.813442 -7.25
245860_at  putative protein predicted proteins, Ara--- AT5G28310 1.04 0.05 0.43 0.679437 0.813442 -7.25
266594_at hypothetical protein --- AT2G46190 -1.03 -0.04 -0.43 0.67941 0.813442 -7.25
250200_at peroxidase ATP20a (emb|CAA67338.1--- AT5G14130 -1.04 -0.06 -0.43 0.679417 0.813442 -7.25
246314_at  promoter-binding factor-like protein DcAREB3 AT3G56850 -1.04 -0.06 -0.43 0.6794 0.813442 -7.25
264855_at  3-hydroxy-3-methylglutaryl-coenzyme HSK AT2G17265 1.03 0.05 0.43 0.679751 0.813602 -7.25
261554_at PPR-repeat protein contains multiple P--- AT1G63400 -1.03 -0.04 -0.43 0.679764 0.813602 -7.25
252155_at putative protein --- AT3G50920 1.05 0.06 0.43 0.679773 0.813602 -7.25
262674_at anter-specific proline-rich -like protein (EXL4 AT1G75910 1.04 0.06 0.43 0.67982 0.813615 -7.25
247784_at subtilisin-like serine protease contains --- AT5G58810 -1.03 -0.05 -0.43 0.680002 0.81379 -7.25
265394_at predicted protein ; supported by cDNA --- AT2G20725 -1.04 -0.06 -0.43 0.680225 0.814014 -7.25
261099_at  expansin At-EXP6, putative similar to ATEXPA18 AT1G62980 1.04 0.06 0.43 0.680316 0.814081 -7.25
252321_at hypothetical protein  ;supported by full---- AT3G48510 1.04 0.05 0.43 0.680494 0.814251 -7.25
247615_at  putative protein various predicted prot --- AT5G60250 -1.03 -0.04 -0.43 0.680621 0.814361 -7.25
265318_at putative D-amino acid dehydrogenase --- AT2G22650 1.05 0.07 0.43 0.680714 0.814402 -7.25
252251_at hypothetical protein --- AT3G49820 1.03 0.04 0.43 0.680727 0.814402 -7.25
245837_at  peptidylprolyl isomerase, putative sim --- AT1G58450 1.03 0.04 0.43 0.680956 0.814633 -7.25
251545_at  zinc transporter -like protein zinc transMTPA2 AT3G58810 1.05 0.07 0.43 0.681131 0.814757 -7.25
245520_at delta-cadinene synthase like protein ATTS1 AT4G15870 -1.03 -0.05 -0.43 0.681156 0.814757 -7.25
261877_at putative indole-3-acetate beta-glucosy --- AT1G50580 -1.03 -0.05 -0.43 0.681167 0.814757 -7.25
258502_at unknown protein --- AT3G02490 -1.06 -0.09 -0.43 0.68125 0.814771 -7.25
261079_s_ transcription factor IIA large subunit sim--- AT1G07470 / 1.03 0.05 0.43 0.681225 0.814771 -7.25
266367_s_ unknown protein --- AT2G41390 / -1.03 -0.04 -0.43 0.681415 0.814925 -7.25



261671_at hypothetical protein similar to hypothet --- AT1G18340 -1.06 -0.08 -0.43 0.68147 0.814948 -7.25
261024_at hypothetical protein predicted by gene --- AT1G12190 -1.03 -0.04 -0.43 0.681543 0.814951 -7.25
252857_at  putative protein various predicted prot --- AT4G39756 1.03 0.05 0.43 0.681509 0.814951 -7.25
248120_at putative protein similar to unknown pro--- AT5G54540 -1.04 -0.05 -0.43 0.681598 0.814973 -7.25
252738_at  putative protein predicted protein, Dro --- AT3G43240 1.03 0.05 0.43 0.681656 0.815 -7.25
260894_at hypothetical protein contains similarity --- AT1G29220 -1.03 -0.04 -0.43 0.681778 0.815033 -7.25
252314_at hypothetical protein --- AT3G49400 -1.04 -0.05 -0.43 0.681772 0.815033 -7.25
250747_at glucuronosyl transferase-like protein --- AT5G05900 -1.03 -0.04 -0.43 0.68179 0.815033 -7.25
257593_at  phosphatidylinositol transfer protein, p--- AT3G24840 -1.03 -0.04 -0.43 0.681859 0.815057 -7.25
257330_at hypothetical protein --- --- 1.03 0.05 0.43 0.681882 0.815057 -7.25
267612_at putative nitrate transporter --- AT2G26690 1.10 0.14 0.43 0.682158 0.815132 -7.25
265786_at putative replication protein A1 --- --- -1.03 -0.04 -0.43 0.682097 0.815132 -7.25
246647_at putative protein predicted proteins from--- --- -1.03 -0.04 -0.43 0.682184 0.815132 -7.25
255162_at putative transposon protein --- --- 1.03 0.04 0.43 0.682148 0.815132 -7.25
249605_at  putative protein predicted protein, Ara --- AT5G37240 1.04 0.05 0.43 0.682203 0.815132 -7.25
260285_at putative 3-isopropylmalate dehydrogen--- AT1G80560 -1.04 -0.06 -0.43 0.681982 0.815132 -7.25
250997_at  putative protein histone H2B-2, tomato--- AT5G02570 -1.04 -0.05 -0.43 0.68214 0.815132 -7.25
255853_at hypothetical protein predicted by gensc--- AT1G67020 -1.03 -0.04 -0.43 0.682231 0.815132 -7.25
266393_at late embryogenesis abundant M17 proM17 AT2G41260 -1.03 -0.04 -0.43 0.682342 0.815222 -7.25
252287_at 30S ribosomal protein S9 -like similar t --- AT3G49080 -1.06 -0.08 -0.43 0.682468 0.815288 -7.25
254876_at  putative phosphoribosylanthranilate tra--- AT4G11610 1.04 0.06 0.43 0.68244 0.815288 -7.25
265136_at hypothetical protein similar to disease --- AT1G51270 1.03 0.04 0.43 0.682728 0.815549 -7.25
254443_at  putative protein (fragment) BRCA1-as BRCA1 AT4G21070 -1.03 -0.05 -0.43 0.682759 0.815549 -7.25
251263_at  putative protein DNAJ PROTEIN - Syn--- AT3G62190 -1.03 -0.05 -0.43 0.682804 0.81556 -7.25
249803_at putative protein similar to unknown pro--- AT5G23780 1.03 0.05 0.43 0.682927 0.815664 -7.25
250392_at  putative protein multifunctional aminoa--- AT5G10880 -1.03 -0.04 -0.43 0.68303 0.815696 -7.25
253985_at  caffeoyl-CoA O-methyltransferase - lik--- AT4G26220 1.04 0.06 0.43 0.683018 0.815696 -7.25
256814_at  beta-glucosidase, putative similar to b BGLU19 AT3G21370 -1.05 -0.07 -0.43 0.683061 0.815696 -7.25
247633_at  putative zinc finger protein finger prote--- AT5G60470 1.06 0.08 0.43 0.683183 0.815738 -7.25
255112_at  casein kinase I - Arabidopsis thaliana, --- AT4G08800 -1.03 -0.05 -0.43 0.683195 0.815738 -7.25
259854_at  RING-H2 zinc finger protein ATL3, put--- AT1G72200 1.05 0.07 0.43 0.683203 0.815738 -7.25
256635_at hypothetical protein predicted by gensc--- AT3G28260 -1.03 -0.04 -0.43 0.683388 0.815917 -7.25
258343_at unknown protein similar to hypothetica --- AT3G22810 1.04 0.05 0.43 0.683458 0.815957 -7.25
257014_at hypothetical protein predicted by gensc--- AT3G26930 1.05 0.06 0.43 0.683545 0.816018 -7.25
251405_at  plasma membrane H+-ATPase - like pAHA7 AT3G60330 1.03 0.04 0.43 0.68395 0.816459 -7.25



258800_at  unknown protein predicted by genscan--- AT3G04550 1.04 0.06 0.42 0.684108 0.81652 -7.25
253500_at  predicted protein RegA gene, DictyostARR10 AT4G31920 -1.05 -0.08 -0.43 0.684082 0.81652 -7.25
265180_at putative OBP32pep protein  ;supported--- AT1G23590 1.03 0.04 0.43 0.684082 0.81652 -7.25
267171_at putative DOF zinc finger protein DOF2.4 AT2G37590 -1.04 -0.06 -0.42 0.684194 0.816579 -7.25
265710_at unknown protein --- AT2G03370 1.03 0.04 0.42 0.684246 0.816599 -7.25
266048_at putative thioredoxin H contains a thioreATCXXS2 AT2G40790 1.04 0.05 0.42 0.684516 0.816837 -7.25
245237_at putative protein similarity to ALR - HomSLK1 AT4G25520 -1.03 -0.04 -0.42 0.684517 0.816837 -7.25
260518_at  cinnamyl alcohol dehydrogenase, puta--- AT1G51410 1.03 0.04 0.42 0.684708 0.816984 -7.25
253658_at  cadmium-transporting ATPase-like proHMA3 AT4G30120 -1.03 -0.04 -0.42 0.684712 0.816984 -7.25
245415_at G2484-1 protein ATG2484-1 AT4G17330 -1.03 -0.04 -0.42 0.684786 0.816988 -7.25
254800_at putative protein several hypothetical pr--- AT4G13070 -1.05 -0.08 -0.42 0.684787 0.816988 -7.25
249500_at  expansin-like protein expansin - PrunuATEXPA21 AT5G39260 1.05 0.07 0.42 0.684866 0.81704 -7.25
258798_at hypothetical protein predicted by gene --- AT3G04540 -1.04 -0.05 -0.42 0.684928 0.817071 -7.25
246188_at putative protein --- AT5G21050 -1.03 -0.04 -0.42 0.685025 0.81713 -7.25
251964_at hypothetical protein  ; supported by cD--- AT3G53370 1.06 0.08 0.42 0.685049 0.81713 -7.25
246083_at  zinc finger protein - like probable zinc AL5 AT5G20510 1.03 0.04 0.42 0.685145 0.817201 -7.25
248936_at heat shock transcription factor RHA1 AT5G45710 1.05 0.07 0.42 0.685193 0.817216 -7.25
249583_at  CALMODULIN-RELATED PROTEIN 2TCH2 AT5G37770 -1.13 -0.18 -0.42 0.685325 0.817303 -7.25
263330_at putative leucine-rich repeat disease res--- AT2G15320 -1.07 -0.10 -0.42 0.685338 0.817303 -7.25
251237_at  bZIP transcription factor-like protein DCPuORF3 AT3G62420 / 1.03 0.05 0.42 0.685486 0.817437 -7.25
262167_at  putative RING zinc finger protein conta--- AT1G74990 -1.04 -0.06 -0.42 0.685533 0.817441 -7.25
261848_at  pectin methylesterase, putative simila --- AT1G11590 -1.04 -0.05 -0.42 0.685561 0.817441 -7.25
257678_at  RNA helicase, putative contains Pfam RTL2 AT3G20420 1.04 0.06 0.42 0.685653 0.817508 -7.25
250045_at  putative protein mRNA (orf04), Arabid --- AT5G17700 -1.05 -0.08 -0.42 0.685914 0.817649 -7.25
251038_at  putative protein unknown protein At2g--- AT5G02240 -1.03 -0.04 -0.42 0.685865 0.817649 -7.25
255606_at  hypothetical protein similar to T3F17.5--- AT4G01110 -1.05 -0.07 -0.42 0.685893 0.817649 -7.25
245245_at  delta-aminolevulinic acid dehydratase hemb2 AT1G44318 -1.04 -0.05 -0.42 0.685845 0.817649 -7.25
248363_at nodulin-like protein --- AT5G52480 -1.03 -0.04 -0.42 0.68601 0.81772 -7.25
246725_at  putative protein various predicted prot --- AT5G29040 -1.05 -0.07 -0.42 0.686283 0.818003 -7.25
248182_at putative protein contains similarity to C--- AT5G54030 -1.03 -0.04 -0.42 0.686666 0.818416 -7.25
249714_at unknown protein --- --- 1.05 0.06 0.42 0.686857 0.818601 -7.25
246369_at  light repressible receptor protein kinas--- AT1G51910 1.04 0.06 0.42 0.686915 0.818627 -7.25
263322_at putative ribonuclease E RNEE/G AT2G04270 -1.06 -0.08 -0.42 0.687016 0.818691 -7.25
249223_at receptor lectin kinase-like protein --- AT5G42120 -1.04 -0.05 -0.42 0.68704 0.818691 -7.25
263731_at  metalloproteinase, putative similar to m--- AT1G59970 1.11 0.15 0.42 0.687211 0.818851 -7.25



251988_at  CYTOCHROME P450-like protein CY CYP71B31 AT3G53300 -1.03 -0.04 -0.42 0.68732 0.818939 -7.25
251375_at  putative protein various predicted prot --- AT3G60410 -1.05 -0.07 -0.42 0.68746 0.818987 -7.25
255262_at  putative protein equilibrative nucleosid--- AT4G05140 -1.03 -0.05 -0.42 0.687468 0.818987 -7.25
258246_s_ hypothetical protein similar to putative --- --- -1.03 -0.04 -0.42 0.687429 0.818987 -7.25
246692_at  putative protein predicted protein, Ara --- --- 1.04 0.06 0.42 0.687525 0.819012 -7.25
255013_at putative protein  ;supported by full-leng--- AT4G10000 -1.04 -0.06 -0.42 0.687717 0.819198 -7.25
259584_at hypothetical protein predicted by gene --- AT1G28080 1.03 0.04 0.42 0.687768 0.819216 -7.26
261738_s_ hypothetical protein identical to hypoth --- AT1G47813 / -1.05 -0.08 -0.42 0.687922 0.819357 -7.26
263561_at unknown protein --- AT2G15360 1.03 0.04 0.42 0.688062 0.819481 -7.26
262022_at hypothetical protein predicted by gene --- AT1G35490 1.04 0.06 0.42 0.688103 0.819487 -7.26
266386_at putative homeodomain transcription fa HDG3 AT2G32370 1.04 0.05 0.42 0.688161 0.819512 -7.26
266049_at putative translation initiation factor --- AT2G40780 1.03 0.05 0.42 0.688271 0.819601 -7.26
249820_at putative protein contains similarity to I- --- AT5G23650 -1.06 -0.08 -0.42 0.68834 0.819641 -7.26
265395_at putative LRR receptor protein kinase  ;SRF1 AT2G20850 1.05 0.07 0.42 0.688388 0.819655 -7.26
256470_at hypothetical protein predicted by gene --- AT1G42570 1.03 0.04 0.42 0.688427 0.819658 -7.26
255820_at putative protein kinase contains a prote--- AT2G40580 -1.04 -0.05 -0.42 0.688464 0.81966 -7.26
251549_at  putative protein predicted proteins, Ara--- AT3G58890 -1.03 -0.04 -0.42 0.688602 0.819728 -7.26
246972_s_  cytochrome P-450-like protein cytochrCYP71A14 AT5G24950 / 1.08 0.10 0.42 0.68859 0.819728 -7.26
266343_at putative non-LTR retroelement reverse--- --- -1.04 -0.05 -0.42 0.688629 0.819728 -7.26
248373_at MADS box transcription factor-like prot--- AT5G51860 -1.04 -0.06 -0.42 0.688734 0.81981 -7.26
265957_at hypothetical protein predicted by gensc--- AT2G37300 1.03 0.04 0.42 0.689245 0.820349 -7.26
267006_at putative membrane transporter  ; supp --- AT2G34190 -1.04 -0.05 -0.42 0.689258 0.820349 -7.26
251292_at  putative protein hypothetical protein F --- AT3G61920 -1.05 -0.07 -0.42 0.689671 0.820663 -7.26
262338_at Expressed protein ; supported by full-le--- AT1G64185 -1.05 -0.07 -0.42 0.689621 0.820663 -7.26
266434_s_ unknown protein --- AT2G07120 / -1.03 -0.04 -0.42 0.689748 0.820663 -7.26
246210_at ribosomal protein ; supported by cDNA--- AT4G36420 -1.05 -0.07 -0.42 0.689727 0.820663 -7.26
266683_at hypothetical protein predicted by genscGC1 AT2G19950 1.03 0.05 0.42 0.689657 0.820663 -7.26
265487_at hypothetical protein --- --- 1.03 0.04 0.42 0.689722 0.820663 -7.26
253324_at Expressed protein ; supported by full-le--- AT4G33940 1.04 0.05 0.42 0.689774 0.820663 -7.26
255934_at  cytochrome P450, putative similar to cCYP87A2 AT1G12740 -1.03 -0.04 -0.42 0.689888 0.820756 -7.26
262707_at hypothetical protein --- AT1G16290 -1.04 -0.06 -0.42 0.690146 0.821019 -7.26
256168_at  receptor protein kinase, putative conta--- AT1G51805 1.08 0.11 0.42 0.690229 0.821076 -7.26
257197_at  selenium binding protein, putative sim SBP3 AT3G23800 -1.03 -0.04 -0.42 0.690421 0.821262 -7.26
259182_at hypothetical protein predicted by genef--- AT3G01750 -1.06 -0.08 -0.42 0.690469 0.821275 -7.26
257410_at hypothetical protein similar to polyketidemb2421 AT1G24340 -1.05 -0.07 -0.42 0.69051 0.821282 -7.26



265422_at putative NADH-ubiquinone oxireductasNDB4 AT2G20800 1.04 0.05 0.42 0.690586 0.821329 -7.26
254179_at  putative protein various predicted prot --- AT4G23910 1.05 0.07 0.42 0.690699 0.821378 -7.26
267598_at hypothetical protein predicted by genef--- AT2G33010 -1.04 -0.06 -0.42 0.69067 0.821378 -7.26
257945_at  SKP1/ASK1 (At10), putative similar to ASK10 AT3G21860 1.03 0.05 0.42 0.690775 0.821383 -7.26
250179_at putative protein --- AT5G14440 -1.04 -0.06 -0.42 0.690762 0.821383 -7.26
252686_at  putative protein predicted protein, Ara --- --- -1.03 -0.04 -0.42 0.690811 0.821383 -7.26
258363_at putative pectin methylesterase similar ATPMEPCR AT3G14300 1.04 0.05 0.42 0.690864 0.821402 -7.26
247837_at N-hydroxycinnamoyl/benzoyltransferas--- AT5G57840 1.05 0.07 0.41 0.691169 0.821722 -7.26
261103_s_  O-methyltransferase 1, putative simila --- AT1G62900 / 1.04 0.05 0.41 0.691344 0.821845 -7.26
259260_at unknown protein similar to unknown pr --- AT3G11370 1.04 0.05 0.41 0.691324 0.821845 -7.26
247775_at  phosphoinositide-specific phospholipaPLC5 AT5G58690 -1.06 -0.08 -0.41 0.691384 0.821849 -7.26
266723_at  SKP1/ASK1 (At16), putative similar to ASK16 AT2G03190 1.03 0.04 0.41 0.691576 0.821949 -7.26
252309_at cysteine protease contains similarity to--- AT3G49340 1.03 0.05 0.41 0.691535 0.821949 -7.26
257167_at  hypothetical protein predicted by genechr40 AT3G24340 1.03 0.04 0.41 0.691561 0.821949 -7.26
263895_at hypothetical protein predicted by gensc--- AT2G21920 -1.03 -0.04 -0.41 0.691751 0.822071 -7.26
257942_at  SKP1/ASK1 (At8), putative similar to SASK8 AT3G21830 1.04 0.06 0.41 0.691734 0.822071 -7.26
246025_at  zwille/pinhead-like protein GERp95 - R--- AT5G21150 1.04 0.06 0.41 0.691945 0.82226 -7.26
248364_at fibrillarin 3 (AtFib3) similar to fibrillarin --- AT5G52490 -1.03 -0.04 -0.41 0.691994 0.822264 -7.26
257870_at  prolyl 4-hydroxylase, putative similar t --- AT3G28490 1.03 0.04 0.41 0.692021 0.822264 -7.26
258138_at Expressed protein GC donor splice siteMSH7 AT3G24495 -1.03 -0.04 -0.41 0.692204 0.822367 -7.26
261737_at hypothetical protein similar to putative --- AT1G47885 -1.04 -0.05 -0.41 0.692288 0.822367 -7.26
252579_at  putative protein hypothetical protein A --- AT3G45510 -1.03 -0.04 -0.41 0.692227 0.822367 -7.26
255726_at  lysine and histidine specific transporte--- AT1G25530 1.12 0.16 0.41 0.692279 0.822367 -7.26
263884_at hypothetical protein predicted by gensc--- AT2G36920 -1.03 -0.04 -0.41 0.692222 0.822367 -7.26
255937_at  transcriptional activator CBF1, putativeDDF1 AT1G12610 -1.07 -0.10 -0.41 0.692356 0.822405 -7.26
260346_at hypothetical protein predicted by gene CLE10 AT1G69320 / -1.04 -0.06 -0.41 0.692612 0.822666 -7.26
246813_at  putative protein various predicted prot --- --- 1.03 0.04 0.41 0.692767 0.822808 -7.26
256716_at  hypothetical protein predicted by gene--- AT2G34100 1.04 0.05 0.41 0.692818 0.822825 -7.26
260558_at putative endochitinase --- AT2G43600 1.04 0.06 0.41 0.692895 0.822874 -7.26
246985_at putative protein contains similarity to u --- AT5G67290 -1.04 -0.05 -0.41 0.693124 0.822966 -7.26
256657_at unknown protein contains similarity to --- AT3G18860 -1.03 -0.05 -0.41 0.693382 0.822966 -7.26
263253_at bZIP transcription factor (POSF21) ide --- AT2G31370 -1.04 -0.06 -0.41 0.693164 0.822966 -7.26
262463_at  hexose transporter, putative similar to STP9 AT1G50310 1.06 0.09 0.41 0.693405 0.822966 -7.26
245620_at hypothetical protein --- AT4G14050 1.04 0.05 0.41 0.693022 0.822966 -7.26
255669_at predicted protein MBD3 AT4G00416 1.03 0.04 0.41 0.693339 0.822966 -7.26



265537_at putative retroelement pol polyprotein c --- --- 1.04 0.05 0.41 0.693195 0.822966 -7.26
256739_s_ hypothetical protein similar to putative --- --- -1.03 -0.04 -0.41 0.693247 0.822966 -7.26
247758_at subtilisin-like serine protease contains ATSBT4.13 AT5G59120 -1.04 -0.06 -0.41 0.693187 0.822966 -7.26
250677_at putative protein similar to unknown pro--- AT5G06520 1.03 0.05 0.41 0.693392 0.822966 -7.26
265558_at putative non-LTR retroelement reverse--- --- -1.03 -0.04 -0.41 0.69336 0.822966 -7.26
248525_s_ unknown protein --- AT5G50610 / -1.03 -0.05 -0.41 0.693236 0.822966 -7.26
262301_at  ripening-induced protein, putative sim --- AT1G70880 -1.04 -0.05 -0.41 0.6935 0.822992 -7.26
252757_at putative protein several hypothetical pr--- --- -1.04 -0.05 -0.41 0.693495 0.822992 -7.26
247948_at putative protein strong similarity to unk--- AT5G57130 1.04 0.06 0.41 0.693601 0.82307 -7.26
251440_at  SKP1/ASK1 (At13), putative similar to ASK13 AT3G60010 -1.05 -0.08 -0.41 0.693662 0.823099 -7.26
265603_at hypothetical protein predicted by gensc--- --- -1.04 -0.05 -0.41 0.693738 0.823147 -7.26
256423_at  serine carboxypeptidase, putative sim scpl18 AT1G33540 1.03 0.04 0.41 0.693901 0.823297 -7.26
267327_at putative protein kinase contains a prote--- AT2G19410 -1.03 -0.04 -0.41 0.693974 0.82334 -7.26
258152_at  chaperonin subunit, putative similar to --- AT3G18190 -1.04 -0.05 -0.41 0.69407 0.823344 -7.26
247825_at  RNA/ssDNA-binding protein - like RNATAF15b AT5G58470 1.04 0.05 0.41 0.694085 0.823344 -7.26
246869_at  putative protein various predicted prot --- --- 1.03 0.04 0.41 0.694031 0.823344 -7.26
254916_at  putative protein hypothetical protein F --- AT4G11340 -1.03 -0.05 -0.41 0.694274 0.823525 -7.26
264634_at  cytochrome P450, putative  CYP702A1 AT1G65670 1.02 0.04 0.41 0.694406 0.823639 -7.26
250952_at putative protein ATIREG2 AT5G03570 -1.04 -0.06 -0.41 0.694476 0.823679 -7.26
248114_at wax synthase-like protein --- AT5G55370 -1.03 -0.05 -0.41 0.69452 0.823689 -7.26
260294_at GMP synthase similar to GMP synthas--- AT1G63660 1.03 0.04 0.41 0.694602 0.8237 -7.26
262608_at  dioxygenase-like protein very similar t --- AT1G14120 1.04 0.05 0.41 0.69459 0.8237 -7.26
265927_at hypothetical protein --- AT2G18590 -1.04 -0.06 -0.41 0.694729 0.823808 -7.26
251441_at  SKP1/ASK1 (At5), putative similar to SASK5 AT3G60020 -1.03 -0.04 -0.41 0.694836 0.823893 -7.26
249530_at  putative protein asparaginyl-tRNA syn--- AT5G38750 1.03 0.04 0.41 0.694957 0.823931 -7.26
249394_at  putative protein predicted protein, Ara --- AT5G40180 -1.03 -0.04 -0.41 0.694977 0.823931 -7.26
246150_at putative protein predicted proteins from--- AT5G19930 -1.06 -0.08 -0.41 0.694956 0.823931 -7.26
263572_at putative disease resistance protein sim--- AT2G17060 1.03 0.04 0.41 0.695138 0.824079 -7.26
248468_at UDP-glucose:protein transglucosylase RGP4 AT5G50750 1.04 0.06 0.41 0.69521 0.824106 -7.26
263056_at Mutator-like transposase similar to  MU--- --- -1.03 -0.04 -0.41 0.695233 0.824106 -7.26
262116_at Expressed protein ; supported by full-le--- AT1G02816 -1.07 -0.10 -0.41 0.695279 0.824118 -7.26
245265_at hypothetical protein ; supported by cDNACD6 AT4G14400 -1.23 -0.30 -0.41 0.695426 0.824249 -7.26
247518_at  putative protein many predicted protei --- AT5G61800 -1.04 -0.05 -0.41 0.695571 0.824377 -7.26
267054_at hypothetical protein --- AT2G38370 1.06 0.08 0.41 0.695682 0.824423 -7.26
265809_at unknown protein --- AT2G18100 1.04 0.05 0.41 0.695657 0.824423 -7.26



257031_at  fucosyltransferase, putative similar to FUT11 AT3G19280 1.03 0.05 0.41 0.695858 0.824546 -7.26
267050_at putative RNA-binding protein  ; suppor --- AT2G41060 -1.04 -0.05 -0.41 0.695854 0.824546 -7.26
249768_at receptor-like protein kinase --- AT5G24100 1.04 0.06 0.41 0.696031 0.824708 -7.26
259696_at unknown protein ; supported by cDNA:--- AT1G63150 1.03 0.05 0.41 0.696399 0.825037 -7.26
257557_at  terpene synthase-related protein, puta--- AT3G14490 1.04 0.06 0.41 0.696417 0.825037 -7.26
249471_at  putative protein predicted proteins, AraEDL2 AT5G39360 1.05 0.07 0.41 0.696402 0.825037 -7.26
256106_at unknown protein --- AT1G16870 -1.03 -0.04 -0.41 0.696467 0.825042 -7.26
256806_at  CCAAT-binding factor B chain, putativNF-YA9 AT3G20910 -1.04 -0.05 -0.41 0.696493 0.825042 -7.26
253246_at putative protein --- AT4G34600 -1.04 -0.06 -0.41 0.696682 0.825223 -7.26
267508_at hypothetical protein predicted by gensc--- AT2G45700 -1.03 -0.04 -0.41 0.696756 0.825268 -7.26
246093_at  ethylene-forming-enzyme-like dioxyge--- AT5G20550 1.03 0.05 0.41 0.69692 0.825419 -7.26
254996_at  putative protein kinase CLV1 receptor --- AT4G10390 1.04 0.06 0.41 0.696981 0.825426 -7.26
264795_at  unknown protein similar to ESTs emb|ZIGA4 AT1G08680 -1.07 -0.09 -0.41 0.697035 0.825426 -7.26
254435_at putative protein MS5 AT4G20900 -1.03 -0.05 -0.41 0.697022 0.825426 -7.26
250574_at  putative protein putative transcription f--- AT5G08230 1.03 0.04 0.41 0.697124 0.825489 -7.26
265667_at putative CCAAT-binding transcription f NF-YB11 AT2G27470 1.03 0.04 0.41 0.697465 0.82585 -7.26
256081_at hypothetical protein contains Pfam pro WOX14 AT1G20700 -1.04 -0.05 -0.41 0.697668 0.825962 -7.26
248980_at putative protein similar to unknown proAtPP2-A7 AT5G45090 1.04 0.06 0.41 0.697637 0.825962 -7.26
245550_at cytochrome P450 like protein CYP705A1 AT4G15330 -1.03 -0.05 -0.41 0.697629 0.825962 -7.26
264493_at  unknown protein similar to multiple ex GUT2 AT1G27440 1.06 0.09 0.41 0.697787 0.82606 -7.26
249119_at unknown protein  ;supported by full-len--- AT5G43720 1.03 0.04 0.41 0.697834 0.826073 -7.26
263993_at hypothetical protein predicted by gensc--- --- -1.04 -0.05 -0.41 0.697879 0.826083 -7.26
255496_at putative protein similar to plant nucleic BZO2H1 AT4G02640 -1.05 -0.06 -0.40 0.698117 0.826193 -7.26
259088_at  unknown protein, contains TNFR/NGF--- AT3G04970 -1.05 -0.07 -0.40 0.698047 0.826193 -7.26
254094_at  putative protein ATP-dependent DNA --- AT4G25120 -1.04 -0.06 -0.40 0.698112 0.826193 -7.26
261332_s_ hypothetical protein contains similarity --- --- -1.03 -0.04 -0.40 0.698084 0.826193 -7.26
265446_at unknown protein  ;supported by full-len--- AT2G37110 1.03 0.05 0.40 0.698459 0.826459 -7.26
266568_at unknown protein --- AT2G24070 -1.03 -0.04 -0.40 0.698447 0.826459 -7.26
250639_at  oleosin-like protein oleosin - Brassica GRP20 AT5G07560 -1.04 -0.05 -0.40 0.698487 0.826459 -7.26
266769_s_ putative reverse transcriptase --- --- 1.04 0.05 0.40 0.698414 0.826459 -7.26
245797_at  defective chloroplasts and leaves (DC--- AT1G45230 -1.02 -0.03 -0.40 0.698729 0.826703 -7.26
262887_at hypothetical protein --- AT1G14780 -1.11 -0.15 -0.40 0.698815 0.826716 -7.26
247307_at UVB-resistance protein UVR8 (gb|AAD--- AT5G21326 / -1.03 -0.04 -0.40 0.698865 0.826716 -7.26
252774_at  putative protein predicted proteins, Ara--- --- 1.04 0.06 0.40 0.698792 0.826716 -7.26
251554_at  putative protein predicted protein, Ara --- AT3G58670 -1.04 -0.05 -0.40 0.698885 0.826716 -7.26



254866_at  putative protein other predicted protein--- AT4G12220 -1.03 -0.04 -0.40 0.699029 0.826844 -7.26
259512_at hypothetical protein ; supported by cDNKEU AT1G12360 -1.03 -0.04 -0.40 0.699286 0.826977 -7.26
250855_at  putative protein predicted proteins, Ara--- AT5G04730 -1.03 -0.05 -0.40 0.69923 0.826977 -7.26
255192_at hypothetical protein --- AT4G07380 -1.03 -0.04 -0.40 0.699255 0.826977 -7.26
259324_at unknown protein MIRO3 AT3G05310 -1.04 -0.06 -0.40 0.699227 0.826977 -7.26
252703_at  leucine-rich repeat protein LRP -like le--- AT3G43740 1.03 0.04 0.40 0.699698 0.82742 -7.26
256083_at hypothetical protein predicted by gensc--- AT1G20730 -1.03 -0.04 -0.40 0.699799 0.827497 -7.26
259155_at transcription initiation factor IIB (TFIIB) --- AT3G10330 -1.04 -0.06 -0.40 0.699866 0.827533 -7.26
255957_at unknown protein ;supported by full-leng--- AT1G22160 1.09 0.12 0.40 0.699972 0.827615 -7.26
256775_at hypothetical protein predicted by gene --- AT3G13770 -1.05 -0.08 -0.40 0.700071 0.827689 -7.26
247242_at unknown protein --- AT5G64690 1.03 0.04 0.40 0.700155 0.827746 -7.26
254718_at  putative protein disease resistance res--- AT4G13580 1.03 0.05 0.40 0.700256 0.82778 -7.26
256375_at unknown protein --- AT1G66720 -1.02 -0.03 -0.40 0.700254 0.82778 -7.26
265976_at putative Athila retroelement ORF1 prot--- --- 1.03 0.05 0.40 0.700294 0.827781 -7.26
256630_at unknown protein --- AT3G28230 1.03 0.05 0.40 0.700674 0.828189 -7.26
249157_at unknown protein --- AT5G43510 / 1.03 0.04 0.40 0.700961 0.828485 -7.26
264864_at hypothetical protein predicted by gensc--- AT1G24310 -1.05 -0.08 -0.40 0.701217 0.8285 -7.26
254486_at  putative protein crp1 protein, Zea may--- AT4G20770 1.04 0.05 0.40 0.701065 0.8285 -7.26
256857_at NAM-like protein similar to NAM (no apCUC1 AT3G15170 1.03 0.04 0.40 0.701301 0.8285 -7.26
260234_at putative lipase/acylhydrolase contains --- AT1G74460 -1.04 -0.06 -0.40 0.701015 0.8285 -7.26
259941_s_ putative DEAD/DEAH box helicase con--- AT1G71280 / 1.03 0.04 0.40 0.701255 0.8285 -7.26
257304_at hypothetical protein predicted by gensc--- --- 1.03 0.04 0.40 0.701089 0.8285 -7.26
254717_at  histone H2A.F/Z - like protein histone HTA4 AT4G13570 1.04 0.06 0.40 0.701301 0.8285 -7.26
249912_at putative protein similar to unknown proRER1 AT5G22790 1.07 0.10 0.40 0.701257 0.8285 -7.26
261723_at unknown protein ; supported by full-len--- AT1G76200 -1.03 -0.04 -0.40 0.701168 0.8285 -7.26
249851_at MADS-box transcription factor-like protTT16 AT5G23260 1.02 0.04 0.40 0.701397 0.828571 -7.26
253081_at  putative protein F35D11.3, Caenorhab--- AT4G36210 1.04 0.06 0.40 0.701472 0.828617 -7.26
260430_at putative zinc finger protein similar to C --- AT1G68200 1.03 0.04 0.40 0.701812 0.828854 -7.26
265971_at putative retroelement pol polyprotein --- --- 1.03 0.04 0.40 0.70182 0.828854 -7.26
245808_at RNA binding protein identical to RNA bATRBP1 AT1G58470 -1.04 -0.06 -0.40 0.70186 0.828854 -7.26
247848_at  resistance protein - like disease resist --- AT5G58120 1.04 0.06 0.40 0.701892 0.828854 -7.26
246646_at putative protein  ;supported by full-leng--- AT5G35090 1.03 0.05 0.40 0.701876 0.828854 -7.26
249939_at unknown protein  ;supported by full-len--- AT5G22430 1.04 0.06 0.40 0.701792 0.828854 -7.26
260940_at  26S proteasome regulatory particle tri --- AT1G45000 1.04 0.05 0.40 0.701954 0.828884 -7.26
248730_at putative protein similar to unknown pro--- AT5G48050 -1.04 -0.06 -0.40 0.702049 0.828912 -7.26



257575_at hypothetical protein similar to hypothet --- --- -1.03 -0.05 -0.40 0.702027 0.828912 -7.26
265790_at putative amino acid or GABA permeas BAT1 AT2G01170 -1.04 -0.06 -0.40 0.702203 0.829051 -7.26
267407_at unknown protein MEE27 AT2G34880 -1.03 -0.05 -0.40 0.702263 0.829078 -7.26
257030_at unknown protein --- --- 1.03 0.04 0.40 0.702368 0.82916 -7.26
250378_at  putative oligopeptide transporter prote--- AT5G11570 1.04 0.05 0.40 0.702597 0.829387 -7.26
252735_at  putative protein predicted proteins, Ara--- AT3G43170 1.03 0.04 0.40 0.702655 0.829412 -7.26
262117_at  ribosomal protein L19, putative similaremb2386 AT1G02780 1.04 0.06 0.40 0.702733 0.829461 -7.26
262243_at hypothetical protein predicted by gene --- --- -1.04 -0.06 -0.40 0.702803 0.8295 -7.26
263128_at  zinc finger protein, putative similar to zLZF1 AT1G78600 1.06 0.08 0.40 0.702888 0.829528 -7.26
253936_at  STIG1 like protein STIG1 protein - com--- AT4G26880 -1.03 -0.04 -0.40 0.702898 0.829528 -7.26
251213_at putative protein hypothetical proteins - --- --- -1.03 -0.04 -0.40 0.702959 0.829556 -7.26
263849_at putative retroelement pol polyprotein --- --- -1.04 -0.06 -0.40 0.703061 0.829634 -7.26
261484_at  E2, ubiquitin-conjugating enzyme 1 (UUBC1 AT1G14400 1.03 0.04 0.40 0.703205 0.829674 -7.27
263327_at putative receptor-like protein kinase --- AT2G15300 1.03 0.04 0.40 0.70322 0.829674 -7.27
261464_at  disease resistance response protein, p--- AT1G07730 / 1.04 0.05 0.40 0.703173 0.829674 -7.27
264706_at hypothetical protein predicted by gensc--- AT1G09720 1.02 0.03 0.40 0.703241 0.829674 -7.27
266179_at putative phloem-specific lectin AtPP2-B5 AT2G02300 1.03 0.04 0.40 0.703305 0.829707 -7.27
260162_at unknown protein GC5 AT1G79830 1.03 0.04 0.40 0.703496 0.829854 -7.27
248488_at putative protein contains similarity to R--- AT5G51080 1.03 0.05 0.40 0.703502 0.829854 -7.27
247808_at contains similarity to unknown protein ECT10 AT5G58190 1.03 0.04 0.40 0.703572 0.829893 -7.27
259265_at hypothetical protein predicted by gensc--- AT3G01250 1.03 0.04 0.40 0.703668 0.829964 -7.27
262260_at  major latex protein (MLP149), putativeMLP34 AT1G70850 -1.05 -0.07 -0.40 0.703794 0.830049 -7.27
259753_at putative isoprenylated protein similar to--- AT1G71050 -1.05 -0.07 -0.40 0.703814 0.830049 -7.27
256702_at unknown protein contains Pfam profile --- AT3G30380 1.05 0.07 0.40 0.703937 0.830152 -7.27
251313_at putative protein several hypothetical pr--- AT3G61360 1.03 0.05 0.40 0.704176 0.830391 -7.27
261410_at metallothionein-like protein identical to MT1C AT1G07610 1.10 0.14 0.40 0.704383 0.830592 -7.27
247027_at subtilisin-like serine protease contains --- AT5G67090 -1.03 -0.04 -0.40 0.704486 0.830671 -7.27
264534_at hypothetical protein predicted by gene --- AT1G55700 -1.04 -0.06 -0.40 0.704652 0.830756 -7.27
259844_at  lipid transfer protein, putative similar to--- AT1G73560 -1.03 -0.04 -0.40 0.704667 0.830756 -7.27
257603_at unknown protein --- AT3G13820 1.02 0.04 0.40 0.704596 0.830756 -7.27
253965_at hypothetical protein --- AT4G26490 -1.04 -0.06 -0.40 0.70484 0.830916 -7.27
253634_at  putative protein ENOD20 gene produc--- AT4G30590 -1.02 -0.04 -0.40 0.704901 0.830946 -7.27
255909_at  cdc2+/CDC28-related protein kinase, CDKD1;3 AT1G18040 1.05 0.07 0.39 0.705123 0.831139 -7.27
254585_at  resistence protein - like downy mildew--- AT4G19500 1.03 0.04 0.39 0.705139 0.831139 -7.27
260517_at unknown protein SPP1 AT1G51420 -1.03 -0.04 -0.39 0.705204 0.831173 -7.27



257400_s_ hypothetical protein --- AT1G23810 / -1.03 -0.04 -0.39 0.705339 0.83129 -7.27
257456_at unknown protein predicted by genscanSRS4 AT2G18120 -1.03 -0.05 -0.39 0.705535 0.831322 -7.27
253390_at hypothetical protein  ;supported by full---- AT4G32750 -1.04 -0.06 -0.39 0.705536 0.831322 -7.27
264489_at putative squamosa-promoter binding p--- AT1G27370 -1.07 -0.09 -0.39 0.705549 0.831322 -7.27
260758_at  endo-beta-1,4-glucanase, putative simAtGH9C1 AT1G48930 1.04 0.06 0.39 0.705532 0.831322 -7.27
255144_at putative protein predicted proteins - Ar --- --- -1.02 -0.04 -0.39 0.705456 0.831322 -7.27
254032_at  predicted protein destination factor sy --- AT4G25940 1.04 0.06 0.39 0.705647 0.831396 -7.27
252644_at  putative protein KIAA0073, Homo sap CYP71 AT3G44600 -1.04 -0.05 -0.39 0.705768 0.831495 -7.27
265084_at hypothetical protein contains Cys3His SOM AT1G03790 -1.03 -0.04 -0.39 0.705864 0.831565 -7.27
247172_at anthocyanidin-3-glucoside rhamnosyltr--- AT5G65550 -1.03 -0.04 -0.39 0.705952 0.831625 -7.27
246484_at  UVB-resistance protein-like UVB-resis--- AT5G16040 -1.03 -0.05 -0.39 0.706015 0.831657 -7.27
257546_s_ hypothetical protein predicted by gene --- AT3G28410 / -1.03 -0.04 -0.39 0.706074 0.831683 -7.27
265162_at hypothetical protein predicted by gensc--- AT1G30910 -1.04 -0.05 -0.39 0.706279 0.831822 -7.27
246859_at  putative protein various predicted prot --- AT5G25950 1.03 0.04 0.39 0.706296 0.831822 -7.27
252687_at  putative protein predicted protein, Ara --- --- -1.04 -0.05 -0.39 0.706337 0.831822 -7.27
249369_at  putative protein Kelch motif containing--- AT5G40680 1.03 0.04 0.39 0.706314 0.831822 -7.27
253904_at NWMU1 - 2S albumin 1 precursor  ; su--- AT4G27140 -1.03 -0.04 -0.39 0.706516 0.83199 -7.27
259032_at  hypothetical protein similar to hypothe--- AT3G09380 1.03 0.04 0.39 0.706574 0.832011 -7.27
261142_at  cyclic nucleotide and calmodulin-regu ATCNGC8 AT1G19780 -1.02 -0.03 -0.39 0.706607 0.832011 -7.27
248996_at unknown protein RRS1 AT5G45260 1.05 0.07 0.39 0.706689 0.832063 -7.27
248978_at putative protein contains similarity to d AtPP2-A8 AT5G45070 1.04 0.06 0.39 0.706945 0.832287 -7.27
256531_at  cystathionine gamma-synthase, putati --- AT1G33320 1.03 0.04 0.39 0.706951 0.832287 -7.27
248969_at unknown protein  ; supported by cDNA--- AT5G45310 1.07 0.10 0.39 0.707151 0.832351 -7.27
261169_at  sucrose-phosphate synthase, putativeATSPS3F AT1G04920 1.03 0.05 0.39 0.707143 0.832351 -7.27
246570_at  putative protein nonmuscle myosin he--- AT5G14990 -1.03 -0.04 -0.39 0.707093 0.832351 -7.27
262008_s_  CACTA-element, putative similar to TN--- --- -1.04 -0.06 -0.39 0.707071 0.832351 -7.27
267443_at hypothetical protein predicted by genef--- AT2G19000 -1.03 -0.04 -0.39 0.707221 0.83239 -7.27
262268_at hypothetical protein predicted by gene --- --- -1.03 -0.04 -0.39 0.707293 0.832432 -7.27
260093_at  putative serine carboxypeptidase simi scpl6 AT1G73270 1.03 0.04 0.39 0.707426 0.832545 -7.27
257857_s_ unknown protein contains an RNase_PRRP45a AT3G12990 / 1.05 0.07 0.39 0.707701 0.83274 -7.27
245231_at hypothetical protein --- AT4G25600 1.04 0.05 0.39 0.707659 0.83274 -7.27
261940_at hypothetical protein predicted by gene --- AT1G22520 1.04 0.06 0.39 0.70767 0.83274 -7.27
253823_at putative protein  ;supported by full-leng--- AT4G28030 -1.03 -0.04 -0.39 0.707744 0.832748 -7.27
254595_at floral homeotic protein agamous (AGA AG AT4G18960 1.03 0.04 0.39 0.708093 0.833072 -7.27
249549_at  lipid transfer - like protein lipid transfer--- AT5G38180 -1.03 -0.05 -0.39 0.70806 0.833072 -7.27



254745_at  putative protein G9A protein, Mus musSUVH9 AT4G13460 -1.02 -0.03 -0.39 0.708281 0.83325 -7.27
261890_at hypothetical protein predicted by gene --- AT1G80970 1.06 0.08 0.39 0.708398 0.833345 -7.27
247449_at  putative protein swelling-induced chlo --- AT5G62290 1.06 0.08 0.39 0.7086 0.833497 -7.27
267249_at hypothetical protein predicted by gensc--- AT2G23040 1.03 0.04 0.39 0.70857 0.833497 -7.27
248557_at  transport inhibitor response 1 (TIR1), AFB5 AT5G49980 1.04 0.05 0.39 0.708719 0.833594 -7.27
261985_at  terpene synthase, putative similar to D--- AT1G33750 -1.03 -0.04 -0.39 0.708821 0.833671 -7.27
247437_at AtHVA22b-like protein  ; supported by HVA22B AT5G62490 -1.04 -0.05 -0.39 0.709062 0.833911 -7.27
263679_at  RNA helicase, putative similar to RNA--- AT1G59990 1.04 0.05 0.39 0.709177 0.834001 -7.27
263453_at hypothetical protein predicted by genef--- AT2G22180 -1.03 -0.04 -0.39 0.709212 0.834001 -7.27
245539_at ABC transporter homolog PDR2 AT4G15230 -1.04 -0.06 -0.39 0.70938 0.834156 -7.27
264334_at  calcium-dependent protein kinase, putCPK19 AT1G61950 -1.02 -0.04 -0.39 0.709669 0.83441 -7.27
257040_at unknown protein  ; supported by cDNASCO2 AT3G19220 -1.05 -0.07 -0.39 0.709651 0.83441 -7.27
254114_at  putative protein (fragment) MtN21 gen--- AT4G24980 -1.04 -0.06 -0.39 0.709706 0.834411 -7.27
261237_at hypothetical protein contains similarity --- AT1G32980 1.03 0.04 0.39 0.709782 0.834457 -7.27
251014_at  putative protein fimbriae-associated p --- AT5G02520 -1.03 -0.04 -0.39 0.710241 0.834954 -7.27
246101_at putative protein --- --- 1.03 0.05 0.39 0.710422 0.834994 -7.27
264423_at hypothetical protein predicted by gene --- AT1G61690 -1.04 -0.05 -0.39 0.71039 0.834994 -7.27
254823_at putative protein predicted protein --- AT4G12580 -1.03 -0.04 -0.39 0.710376 0.834994 -7.27
252768_at putative protein hypothetical proteins - --- --- -1.03 -0.04 -0.39 0.710412 0.834994 -7.27
246285_at putative protein --- AT4G36980 -1.03 -0.04 -0.39 0.710687 0.835243 -7.27
257268_at unknown protein --- AT3G17450 1.04 0.06 0.39 0.710707 0.835243 -7.27
245433_at hypothetical protein --- AT4G17140 -1.03 -0.04 -0.39 0.710773 0.835277 -7.27
249151_at inorganic phosphate transporter (dbj|B PHT3 AT5G43360 1.03 0.04 0.39 0.710933 0.835422 -7.27
255270_at putative protein (ubiquitin like) to variou--- AT4G05250 -1.03 -0.04 -0.39 0.710998 0.835456 -7.27
254884_at  H+-transporting ATPase - like protein --- AT4G11730 1.02 0.04 0.39 0.711067 0.83546 -7.27
245801_at hypothetical protein similar to hypothet --- AT1G46912 1.03 0.04 0.39 0.711075 0.83546 -7.27
256942_at hypothetical protein similar to unknownLSH4 AT3G23290 1.09 0.13 0.39 0.711205 0.83557 -7.27
252558_at  actin depolymerising like protein Actin --- AT3G45990 -1.03 -0.04 -0.39 0.711266 0.835598 -7.27
255620_at  putative copper-containing glycoprote --- AT4G01380 -1.03 -0.04 -0.39 0.711389 0.835672 -7.27
248389_at AP2 domain transcription factor-like pr CBF4 AT5G51990 -1.03 -0.04 -0.39 0.711402 0.835672 -7.27
267149_s_ Mutator-like transposase similar to  MU--- --- 1.04 0.06 0.39 0.711493 0.835736 -7.27
249825_at putative protein similar to unknown pro--- AT5G23390 -1.03 -0.04 -0.39 0.711539 0.835747 -7.27
248555_at DNA repair protein-like --- AT5G50340 1.03 0.05 0.39 0.711899 0.836041 -7.27
256323_at unknown protein ; supported by cDNA:--- AT1G54920 -1.04 -0.06 -0.39 0.711844 0.836041 -7.27
260881_at unknown protein contains similarity to c--- AT1G21550 1.15 0.21 0.39 0.711882 0.836041 -7.27



265568_s_ hypothetical protein predicted by gensc--- --- -1.04 -0.06 -0.39 0.711974 0.836085 -7.27
264292_at hypothetical protein predicted by gene --- AT1G78790 -1.04 -0.05 -0.39 0.712035 0.836114 -7.27
250651_at cytochrome P450 CYP93D1 AT5G06900 -1.02 -0.04 -0.38 0.712354 0.836402 -7.27
263610_at  putative beta-1,3-glucanase   --- AT2G16230 1.04 0.05 0.38 0.712327 0.836402 -7.27
254458_at  putative protein heat shock protein dn ATERDJ2B AT4G21180 1.05 0.07 0.38 0.712442 0.836463 -7.27
253410_at  putative protein various predicted prot --- AT4G32970 1.04 0.06 0.38 0.712603 0.836465 -7.27
245316_at hypothetical protein ;supported by full- --- AT4G14000 -1.03 -0.05 -0.38 0.712582 0.836465 -7.27
248931_at peptide transporter --- AT5G46040 1.02 0.04 0.38 0.712535 0.836465 -7.27
247893_at  RNA polymerase I, II and III 24.3 kDa RPB5C AT5G57980 1.04 0.06 0.38 0.712627 0.836465 -7.27
259266_at hypothetical protein predicted by gensc--- AT3G01240 -1.03 -0.04 -0.38 0.712616 0.836465 -7.27
247365_at putative protein similar to unknown pro--- AT5G63220 -1.04 -0.05 -0.38 0.712785 0.836607 -7.27
255273_at  putative protein various predicted prot --- --- -1.03 -0.04 -0.38 0.712869 0.836663 -7.27
261160_at hypothetical protein --- AT1G34480 1.03 0.04 0.38 0.712991 0.836759 -7.27
263645_at putative GTP-binding protein --- AT2G04720 1.02 0.03 0.38 0.713098 0.836759 -7.27
265176_at  OBP32pep protein, putative identical t --- AT1G23520 1.03 0.04 0.38 0.713053 0.836759 -7.27
249492_at germin-like protein (GLP2a) copy1 GER2 AT5G39130 / -1.03 -0.04 -0.38 0.713068 0.836759 -7.27
247991_at expansin  ;supported by full-length cDNATEXPA14 AT5G56320 1.02 0.04 0.38 0.713193 0.836791 -7.27
267390_at putative beta-glucosidase BGLU29 AT2G44470 -1.03 -0.04 -0.38 0.713198 0.836791 -7.27
255268_at  putative protein ubiquitin, Tetrahymen --- AT4G05230 1.03 0.05 0.38 0.7133 0.83686 -7.27
248139_at putative protein similar to unknown pro--- AT5G54970 -1.23 -0.30 -0.38 0.713368 0.83686 -7.27
265079_at hypothetical protein contains similarity --- AT1G55460 -1.03 -0.04 -0.38 0.713339 0.83686 -7.27
253228_at putative protein  ;supported by full-leng--- AT4G34630 -1.09 -0.13 -0.38 0.713406 0.836862 -7.27
247722_at  GTP-binding protein rab11 - like GTP-ATRABA2D AT5G59150 1.03 0.05 0.38 0.713771 0.837248 -7.27
256656_at hypothetical protein similar to hypothet --- AT3G18900 1.03 0.04 0.38 0.713818 0.83726 -7.27
266875_at putative flavonol synthase --- AT2G44800 -1.04 -0.05 -0.38 0.713961 0.837385 -7.27
263649_at putative 1-aminocyclopropane-1-carbo--- AT1G04380 -1.03 -0.04 -0.38 0.714012 0.837401 -7.27
245500_at reverse transcriptase like protein --- --- 1.03 0.04 0.38 0.714112 0.837475 -7.27
263206_at  unknown protein similar to ESTs gb|T4--- AT1G10590 1.02 0.03 0.38 0.714249 0.837593 -7.27
254887_at  putative protein various predicted prot --- AT4G11770 -1.03 -0.05 -0.38 0.714358 0.837678 -7.27
265131_at putative polygalacuronase isoenzyme JP630 AT1G23760 -1.07 -0.10 -0.38 0.714454 0.837747 -7.27
263340_at hypothetical protein predicted by gensc--- --- 1.03 0.04 0.38 0.714494 0.837751 -7.27
265832_at putative replication protein A1 --- --- -1.03 -0.04 -0.38 0.714555 0.83778 -7.27
248280_at putative protein similar to unknown pro--- AT5G52950 -1.03 -0.04 -0.38 0.714611 0.837802 -7.27
250835_at  putative protein various predicted prot DME AT5G04560 -1.04 -0.05 -0.38 0.714664 0.837821 -7.27
246683_at  putative protein chromokinesin KIF4 - --- AT5G33300 -1.03 -0.05 -0.38 0.714822 0.837964 -7.27



256850_at hypothetical protein similar to hypothet --- --- -1.02 -0.03 -0.38 0.714868 0.837975 -7.27
247802_at  putative protein RING-H2 zinc finger pATL63 AT5G58580 1.03 0.05 0.38 0.714949 0.838026 -7.27
258125_s_ hypothetical protein contains Pfam pro --- AT3G23510 / 1.08 0.11 0.38 0.715137 0.838203 -7.27
249463_s_  putative protein predicted proteins, Araanac064 AT3G56530 / 1.03 0.04 0.38 0.715267 0.838313 -7.27
262242_at hypothetical protein predicted by gene --- AT1G48360 -1.04 -0.05 -0.38 0.715327 0.838339 -7.27
245533_at putative phosphocholine cytidylyltransfCCT2 AT4G15130 -1.08 -0.11 -0.38 0.715452 0.838378 -7.27
265524_at hypothetical protein --- --- 1.03 0.04 0.38 0.715426 0.838378 -7.27
264088_at unknown protein emb1381 AT2G31340 -1.03 -0.05 -0.38 0.71547 0.838378 -7.27
265007_s_ Expressed protein ; supported by full-leRALFL8 AT1G61563 / 1.02 0.03 0.38 0.715523 0.838398 -7.27
252597_at putative protein several hypothetical pr--- --- -1.04 -0.05 -0.38 0.715692 0.838466 -7.27
256692_at hypothetical protein predicted by gene --- AT3G32050 -1.02 -0.03 -0.38 0.715653 0.838466 -7.27
258720_at putative ankyrin similar to ankyrin GB:A--- AT3G09550 -1.04 -0.05 -0.38 0.71569 0.838466 -7.27
251882_at  peptide transport - like protein peptidePTR1 AT3G54140 1.04 0.05 0.38 0.715887 0.838651 -7.27
252378_at  receptor kinase-like protein protein kin--- AT3G47570 -1.05 -0.07 -0.38 0.716161 0.838886 -7.27
262066_at hypothetical protein contains similarity --- AT1G79950 1.06 0.08 0.38 0.716155 0.838886 -7.27
251444_at  putative protein ETHIONINE AMINOPMAP2B AT3G59990 1.03 0.04 0.38 0.716261 0.838937 -7.27
252736_at  kinesin -like protein kinesin-like proteinTES AT3G43210 1.03 0.04 0.38 0.716278 0.838937 -7.27
262734_at  lipase, putative similar to lipase GB:AA--- AT1G28640 -1.03 -0.04 -0.38 0.716361 0.838991 -7.27
262101_at hypothetical protein identical to hypoth --- AT1G59535 1.03 0.04 0.38 0.716481 0.839046 -7.27
258564_at  poly(A) polymerase, putative similar to--- AT3G06560 -1.03 -0.04 -0.38 0.716447 0.839046 -7.27
252848_at putative protein several hypothetical pr--- --- -1.03 -0.05 -0.38 0.716651 0.839147 -7.27
260218_at  putative RING zinc finger protein conta--- AT1G74620 1.02 0.03 0.38 0.716678 0.839147 -7.27
267360_at unknown protein  ;supported by full-len--- AT2G40060 -1.04 -0.05 -0.38 0.716606 0.839147 -7.27
263306_at putative serine carboxypeptidase II SCPL43 AT2G12480 -1.03 -0.04 -0.38 0.716946 0.839231 -7.27
252210_at DNA binding protein OBP1 AT3G50410 1.05 0.07 0.38 0.716858 0.839231 -7.27
267244_at putative reverse transcriptase --- AT2G02650 -1.03 -0.04 -0.38 0.716935 0.839231 -7.27
263893_at putative WRKY-type DNA binding proteWRKY59 AT2G21900 1.04 0.06 0.38 0.717081 0.839231 -7.27
265234_at hypothetical protein --- AT2G07721 1.03 0.05 0.38 0.717072 0.839231 -7.27
254864_at putative reverse transcriptase other pu--- --- -1.02 -0.03 -0.38 0.717029 0.839231 -7.27
257412_at unknown protein --- AT1G22980 -1.03 -0.04 -0.38 0.716872 0.839231 -7.27
256631_at At14a-like protein similar to At14a prot --- AT3G28320 -1.06 -0.08 -0.38 0.71691 0.839231 -7.27
263966_s_ putative TNP2-like transposon protein --- --- -1.03 -0.04 -0.38 0.717054 0.839231 -7.27
257796_at hypothetical protein predicted by gene --- AT3G15930 -1.03 -0.05 -0.38 0.717186 0.839311 -7.27
249083_at prohibitin non-consensus TT acceptor ATPHB7 AT5G44140 -1.03 -0.04 -0.38 0.717324 0.839429 -7.27
265072_at hypothetical protein predicted by gene LAS AT1G55580 1.04 0.06 0.38 0.717401 0.839477 -7.27



265746_at hypothetical protein predicted by gensc--- --- -1.03 -0.04 -0.38 0.717444 0.839484 -7.27
246536_at  putative protein KIAA0594 - Homo sap--- AT5G15920 1.08 0.11 0.38 0.717574 0.839593 -7.27
245917_at  putative protein HCNP, Homo sapiens--- AT5G28740 -1.03 -0.05 -0.38 0.717658 0.839648 -7.27
251955_at  putative protein predicted proteins, Ara--- AT3G53680 1.03 0.04 0.38 0.717797 0.839768 -7.27
265760_at unknown protein --- AT2G01220 -1.03 -0.04 -0.38 0.71792 0.8398 -7.27
245649_at  F5A9.21 unknown protein; similar to E--- AT1G24706 1.04 0.05 0.38 0.717972 0.8398 -7.27
250311_at unknown protein --- AT5G12240 -1.02 -0.04 -0.38 0.717931 0.8398 -7.27
255363_x_ hypothetical protein --- --- -1.04 -0.06 -0.38 0.717955 0.8398 -7.27
257977_at hypothetical protein predicted by gene --- AT3G20850 1.03 0.04 0.38 0.718052 0.83985 -7.27
247988_at putative protein similar to unknown pro--- AT5G56910 1.05 0.07 0.38 0.718094 0.839857 -7.27
263801_at putative Athila retroelement ORF1 prot--- --- 1.03 0.04 0.38 0.71818 0.839914 -7.27
245427_at putative protein --- AT4G17550 -1.04 -0.06 -0.38 0.718233 0.839928 -7.27
248876_at putative protein similar to unknown pro--- --- -1.02 -0.03 -0.38 0.718266 0.839928 -7.27
261159_s_  cyclin, putative similar to GB:AAB0202CYCB1;5 AT1G34460 / -1.04 -0.05 -0.38 0.7184 0.840042 -7.27
249133_at putative protein strong similarity to unkTAF4 AT5G43130 -1.02 -0.04 -0.38 0.718514 0.840116 -7.27
266727_at putative calmodulin emb1579 AT2G03150 -1.04 -0.05 -0.38 0.718537 0.840116 -7.27
249283_at amino acid permease-like protein; prol --- AT5G41800 -1.04 -0.06 -0.38 0.718605 0.840143 -7.27
256669_s_ hypothetical protein similar to hypothet --- AT3G32200 / -1.04 -0.05 -0.38 0.718695 0.840143 -7.27
246279_at homeodomain protein ATHB40 AT4G36740 1.04 0.06 0.38 0.718837 0.840143 -7.27
255223_at  putative protein predicted proteins, Ara--- AT4G05370 -1.02 -0.04 -0.38 0.718854 0.840143 -7.27
250113_at putative protein similar to unknown proFRL1 AT5G16320 1.03 0.04 0.38 0.718744 0.840143 -7.27
253128_at  Calcium-dependent serine/threonine pCPK18 AT4G36070 1.03 0.04 0.38 0.718839 0.840143 -7.27
255108_at hypothetical protein --- AT4G08740 1.04 0.06 0.38 0.718643 0.840143 -7.27
254632_at  putative protein predicted protein, Ara --- AT4G18630 1.03 0.04 0.38 0.718716 0.840143 -7.27
257442_at legumin-like protein contains a 11-S pl --- AT2G28680 1.04 0.06 0.38 0.71908 0.840257 -7.27
252405_at  putative protein RNA helicase HEL117--- AT3G48120 1.04 0.05 0.38 0.719105 0.840257 -7.27
258831_at putative integral membrane protein con--- AT3G07080 -1.02 -0.03 -0.38 0.719054 0.840257 -7.27
264073_at putative replication protein A1 --- --- -1.03 -0.05 -0.38 0.719136 0.840257 -7.27
251284_at hypothetical protein --- AT3G61840 -1.04 -0.06 -0.38 0.719116 0.840257 -7.27
251981_at  putative protein BETA-GALACTOSIDA--- AT3G53080 1.03 0.04 0.37 0.719331 0.840442 -7.27
256871_at  WD-repeat protein, putative contains P--- AT3G26480 1.06 0.08 0.37 0.719426 0.84051 -7.27
261875_at  receptor-like protein kinase, putative s--- AT1G50610 1.03 0.04 0.37 0.719599 0.840669 -7.28
250461_at hypothetical protein --- AT5G10010 1.04 0.05 0.37 0.71978 0.840762 -7.28
265112_at hypothetical protein predicted by gensc--- AT1G62530 -1.02 -0.03 -0.37 0.719937 0.840762 -7.28
247475_at IRE (root hair elongation) IRE AT5G62310 -1.03 -0.04 -0.37 0.719837 0.840762 -7.28



263790_at hypothetical protein predicted by genef--- AT2G24530 -1.04 -0.06 -0.37 0.719931 0.840762 -7.28
250445_at  nucleoid DNA-binding protein cnd41 - --- AT5G10760 1.23 0.30 0.37 0.719831 0.840762 -7.28
264596_at unknown protein similar to polygalactu --- AT1G04625 1.04 0.05 0.37 0.719922 0.840762 -7.28
251747_at  putative protein various predicted prot --- AT3G55670 1.02 0.04 0.37 0.719906 0.840762 -7.28
266392_at late embryogenesis abundant M10 proM10 AT2G41280 1.03 0.04 0.37 0.720017 0.840813 -7.28
246442_at hypothetical protein  ;supported by full---- AT5G17610 -1.03 -0.04 -0.37 0.720125 0.840896 -7.28
259762_at hypothetical protein predicted by gensc--- AT1G77600 1.03 0.05 0.37 0.720312 0.841071 -7.28
254797_at putative protein --- AT4G13030 -1.05 -0.07 -0.37 0.720413 0.841146 -7.28
258153_at Expressed protein ; supported by full-leMOS4 AT3G18165 -1.04 -0.05 -0.37 0.720515 0.841179 -7.28
254477_at zinc-finger protein Lsd1  ;supported by --- AT4G20380 -1.04 -0.06 -0.37 0.720514 0.841179 -7.28
246307_at putative nuclear DNA-binding protein GATG2 AT3G51800 -1.05 -0.07 -0.37 0.720579 0.841183 -7.28
256810_at  adenyl cyclase, putative similar to ade--- AT3G21465 1.03 0.05 0.37 0.720592 0.841183 -7.28
259556_at hypothetical protein --- --- -1.02 -0.03 -0.37 0.720743 0.841316 -7.28
247958_at putative protein similar to unknown pro--- AT5G57070 -1.03 -0.05 -0.37 0.72083 0.841374 -7.28
261705_at hypothetical protein predicted by gene --- AT1G32670 -1.03 -0.04 -0.37 0.720905 0.841419 -7.28
247652_at  histone H2B - like protein histone H2BHTB4 AT5G59910 -1.04 -0.05 -0.37 0.721023 0.841513 -7.28
251498_at putative protein hypothetical proteins - --- AT3G59070 -1.03 -0.05 -0.37 0.721101 0.841561 -7.28
257811_at  nitrate transporter, putative similar to n--- AT3G25280 1.02 0.04 0.37 0.721208 0.841643 -7.28
245971_at putative protein  ; supported by cDNA: NPH4 AT5G20730 -1.03 -0.04 -0.37 0.721269 0.841672 -7.28
261213_at unknown protein ; supported by cDNA:--- AT1G12970 -1.03 -0.04 -0.37 0.721476 0.841742 -7.28
260334_at homeotic protein (ATK1) identical to hoKNAT2 AT1G70510 -1.03 -0.04 -0.37 0.721478 0.841742 -7.28
256473_at unknown protein --- --- 1.03 0.04 0.37 0.721406 0.841742 -7.28
259201_at hypothetical protein predicted using ge--- AT3G09080 1.04 0.06 0.37 0.721477 0.841742 -7.28
266068_at putative geranylgeranyl pyrophosphateGGPS4 AT2G18640 -1.04 -0.05 -0.37 0.721529 0.841759 -7.28
259620_s_  Tam3-like transposon protein similar t --- --- 1.04 0.06 0.37 0.721757 0.841982 -7.28
266641_at Expressed protein ; supported by full-le--- AT2G35605 -1.03 -0.04 -0.37 0.722018 0.842162 -7.28
266475_at putative lipase --- AT2G31100 1.03 0.04 0.37 0.722022 0.842162 -7.28
265094_at  putative cruciferin 12S seed storage p--- AT1G03890 1.03 0.04 0.37 0.721973 0.842162 -7.28
265503_at putative non-LTR retroelement reverse--- --- 1.04 0.05 0.37 0.722288 0.84243 -7.28
247373_at unknown protein  ;supported by full-len--- AT5G63150 -1.04 -0.05 -0.37 0.72234 0.842447 -7.28
267108_at hypothetical protein predicted by gensc--- AT2G14830 -1.03 -0.04 -0.37 0.72238 0.842451 -7.28
257830_at MutT-like protein contains Pfam profileATNUDX13 AT3G26690 -1.06 -0.08 -0.37 0.722576 0.842636 -7.28
263725_at unknown protein --- AT2G13550 -1.02 -0.03 -0.37 0.722922 0.842996 -7.28
256990_at hypothetical protein predicted by gene --- AT3G28590 1.04 0.06 0.37 0.72303 0.843072 -7.28
262252_at  RING-H2 zinc finger protein ATL3, put--- AT1G53820 1.03 0.04 0.37 0.723061 0.843072 -7.28



265514_s_ Mutator-like transposase similar to  MU--- --- -1.03 -0.04 -0.37 0.723114 0.843091 -7.28
266771_s_ unknown protein --- AT2G03010 / -1.03 -0.04 -0.37 0.723255 0.843212 -7.28
248208_at unknown protein ATHB52 AT5G53980 -1.04 -0.06 -0.37 0.723402 0.843341 -7.28
266954_at hypothetical protein predicted by genef--- AT2G34530 1.03 0.04 0.37 0.723463 0.843368 -7.28
249366_at dihydroxyacetone 3-phosphate reducta--- AT5G40610 -1.09 -0.12 -0.37 0.72354 0.843415 -7.28
265766_at unknown protein --- AT2G48080 -1.04 -0.06 -0.37 0.723743 0.84351 -7.28
256947_at hypothetical protein contains Pfam pro POK2 AT3G19050 -1.02 -0.03 -0.37 0.723728 0.84351 -7.28
261937_at  peptide transporter, putative similar to --- AT1G22570 -1.07 -0.10 -0.37 0.723761 0.84351 -7.28
245959_at  peptide transport protein-like peptide t --- AT5G19640 1.03 0.04 0.37 0.723769 0.84351 -7.28
261749_at  dehydrin, putative similar to dehydrin GERD14 AT1G76180 -1.03 -0.04 -0.37 0.72396 0.843689 -7.28
265798_at unknown protein ; supported by cDNA:--- AT2G35790 1.05 0.06 0.37 0.724037 0.843693 -7.28
248559_at unknown protein --- AT5G50010 / 1.03 0.04 0.37 0.724014 0.843693 -7.28
255146_at  putative protein disease resistance pro--- AT4G08450 -1.02 -0.03 -0.37 0.72417 0.843804 -7.28
253435_at  adenylate translocator (brittle-1) - like SHS1 AT4G32400 1.05 0.06 0.37 0.72423 0.843831 -7.28
263339_at Mutator-like transposase similar to  MU--- --- -1.02 -0.03 -0.37 0.724283 0.84385 -7.28
251761_at  glucuronosyl transferase - like protein --- AT3G55700 1.04 0.06 0.37 0.724384 0.843925 -7.28
247292_at unknown protein --- AT5G64490 -1.03 -0.05 -0.37 0.72464 0.84418 -7.28
265368_at hypothetical protein identical to hypoth --- AT2G13350 -1.04 -0.06 -0.37 0.72474 0.844253 -7.28
255649_at contains region of similarity to mouse m--- AT4G00920 1.03 0.04 0.37 0.724977 0.844486 -7.28
265523_at putative Ty3-gypsy-like retroelement p --- --- -1.03 -0.04 -0.37 0.725061 0.844511 -7.28
265218_at putative transcription factor GTF2H2 AT1G05055 -1.02 -0.04 -0.37 0.725073 0.844511 -7.28
257462_at hypothetical protein --- AT1G65740 -1.03 -0.04 -0.37 0.725179 0.844592 -7.28
257539_at hypothetical protein predicted by gene --- AT3G29150 -1.03 -0.04 -0.37 0.725303 0.84465 -7.28
255376_x_ putative athila-like protein --- --- 1.04 0.06 0.37 0.725272 0.84465 -7.28
248465_at putative protein contains similarity to u --- AT5G51200 1.04 0.06 0.37 0.725437 0.844736 -7.28
245434_at hypothetical protein --- AT4G17140 1.03 0.04 0.37 0.725451 0.844736 -7.28
251006_at  putative protein predicted proteins, Ara--- AT5G02600 1.03 0.05 0.37 0.725499 0.844749 -7.28
266249_at hypothetical protein predicted by gensc--- AT2G27630 -1.02 -0.04 -0.37 0.72558 0.8448 -7.28
256587_at histone-H4-like protein similar to H41 g--- AT3G28780 1.03 0.04 0.37 0.725666 0.844813 -7.28
251614_at hypothetical protein --- AT3G57970 1.04 0.05 0.37 0.725634 0.844813 -7.28
245137_at unknown protein --- AT2G45460 -1.04 -0.06 -0.37 0.72585 0.844959 -7.28
254199_at  putative protein Ste-20 related kinase --- AT4G24100 -1.03 -0.04 -0.37 0.725895 0.844959 -7.28
247088_at unknown protein --- AT5G66340 -1.03 -0.04 -0.37 0.725901 0.844959 -7.28
254285_at  putative cdc2 kinase homolog cdc2 kin--- AT4G22940 -1.04 -0.05 -0.37 0.725942 0.844963 -7.28
251407_at  Arm repeat containing protein - like ar --- AT3G60350 -1.03 -0.04 -0.37 0.726198 0.845143 -7.28



263078_at hypothetical protein predicted by genef--- AT2G05350 1.03 0.05 0.37 0.726195 0.845143 -7.28
246037_at  putative protein predicted chromosom --- AT5G19420 1.03 0.04 0.37 0.726208 0.845143 -7.28
256089_at hypothetical protein predicted by gensc--- AT1G20830 -1.05 -0.06 -0.37 0.726253 0.845152 -7.28
264285_at  symbiosis-related protein, putative simATG8C AT1G62040 -1.03 -0.05 -0.36 0.726319 0.845186 -7.28
262774_at  chloroplast nucleoid DNA binding prot --- AT1G13230 1.02 0.03 0.36 0.726381 0.845215 -7.28
253112_at  putative ascorbate peroxidase ascorbaAPX5 AT4G35970 -1.05 -0.06 -0.36 0.72647 0.845276 -7.28
260193_at putative amino acid permease similar t --- AT1G67640 -1.04 -0.06 -0.36 0.726584 0.845313 -7.28
260317_at  E2, ubiquitin-conjugating enzyme 5 (UUBC5 AT1G63800 1.05 0.07 0.36 0.726611 0.845313 -7.28
247827_at  putative protein various predicted prot LSH5 AT5G58500 -1.04 -0.05 -0.36 0.726631 0.845313 -7.28
263501_s_ hypothetical protein --- AT2G07673 1.03 0.04 0.36 0.726687 0.845313 -7.28
252810_at putative protein several hypothetical pr--- --- 1.03 0.05 0.36 0.726667 0.845313 -7.28
252245_at  putative protein various predicted prot --- AT3G49710 1.05 0.07 0.36 0.72682 0.845424 -7.28
252918_at putative protein --- AT4G38980 -1.02 -0.03 -0.36 0.726862 0.84543 -7.28
264403_at  unknown protein similarity to HSR201 --- AT2G25150 -1.03 -0.04 -0.36 0.72707 0.845628 -7.28
249713_at putative protein contains similarity to z --- AT5G35690 -1.04 -0.05 -0.36 0.72711 0.845632 -7.28
255132_at  inositol 1,3,4-trisphosphate 5/6-kinase--- AT4G08170 -1.04 -0.05 -0.36 0.727244 0.845745 -7.28
260498_at putative AP2 domain transcription facto--- AT2G41710 -1.04 -0.05 -0.36 0.727404 0.845888 -7.28
262402_at unknown protein ; supported by cDNA:TOM6 AT1G49410 1.04 0.05 0.36 0.727501 0.845957 -7.28
245624_at glucosyltransferase like protein --- AT4G14090 1.04 0.05 0.36 0.727832 0.846256 -7.28
252296_at  putative protein GMFP7 isoprenylated--- AT3G48970 -1.05 -0.07 -0.36 0.727795 0.846256 -7.28
258579_s_ germin-like protein contains Pfam profi --- AT3G04180 / -1.02 -0.03 -0.36 0.727879 0.846267 -7.28
256152_at  ethylene-responsive RNA helicase, pu--- AT1G55150 -1.02 -0.03 -0.36 0.728077 0.846415 -7.28
255351_x_ putative transposon protein similar to a--- --- -1.03 -0.04 -0.36 0.72808 0.846415 -7.28
255254_at hypothetical protein --- AT4G05030 1.04 0.05 0.36 0.728162 0.846467 -7.28
248591_at xylulose kinase  ; supported by cDNA: --- AT5G49650 -1.03 -0.05 -0.36 0.728274 0.846467 -7.28
246386_at  beta-galactosidase, putative similar to BGAL16 AT1G77410 1.04 0.05 0.36 0.728267 0.846467 -7.28
264067_x_ putative chloroplast nucleoid DNA bind--- AT2G28010 -1.04 -0.05 -0.36 0.728221 0.846467 -7.28
256253_at  60S acidic ribosomal protein, putative --- AT3G11250 -1.03 -0.05 -0.36 0.728484 0.846669 -7.28
260650_at Expressed protein ; supported by full-leTOM2B AT1G32370 -1.03 -0.04 -0.36 0.72853 0.846679 -7.28
262543_at Expressed protein ; supported by full-le--- AT1G34245 -1.03 -0.05 -0.36 0.728878 0.84704 -7.28
257630_at  cytochrome P450, putative similar to cCYP71B16 AT3G26150 -1.03 -0.04 -0.36 0.729086 0.847238 -7.28
258636_at putative GTPase activator protein cont --- AT3G07890 -1.03 -0.04 -0.36 0.729179 0.847262 -7.28
257424_at hypothetical protein predicted by gene --- AT1G78840 -1.04 -0.06 -0.36 0.72918 0.847262 -7.28
251049_at  putative protein rab11 binding protein, --- AT5G02430 1.03 0.04 0.36 0.729226 0.847272 -7.28
250683_x_ putative protein similar to unknown pro--- AT5G06640 1.04 0.06 0.36 0.729352 0.847332 -7.28



248627_at putative protein similar to unknown pro--- AT5G48950 -1.04 -0.05 -0.36 0.729319 0.847332 -7.28
261956_at  oxidoreductase, putative similar to PR--- AT1G64590 -1.05 -0.07 -0.36 0.729549 0.847431 -7.28
257357_at hypothetical protein predicted by gensc--- AT2G41050 1.03 0.04 0.36 0.729504 0.847431 -7.28
247332_at unknown protein  ; supported by cDNA--- AT5G63440 -1.04 -0.05 -0.36 0.729528 0.847431 -7.28
246059_at  putative protein KED, Nicotiana tabac --- AT5G08450 1.03 0.04 0.36 0.729604 0.847452 -7.28
253978_at  putative protein probable kinesin - Ara--- AT4G26660 -1.04 -0.05 -0.36 0.72967 0.847486 -7.28
249182_at putative protein similar to unknown pro--- AT5G42960 1.03 0.04 0.36 0.729774 0.847564 -7.28
257936_at hypothetical protein contains similarity --- --- -1.04 -0.05 -0.36 0.729819 0.847573 -7.28
249672_at nucleolar protein-like --- AT5G35910 1.04 0.05 0.36 0.729927 0.847632 -7.28
248599_at putative protein contains similarity to u --- AT5G49380 1.05 0.07 0.36 0.729945 0.847632 -7.28
251224_at hypothetical protein --- AT3G62620 -1.03 -0.05 -0.36 0.730081 0.847704 -7.28
263604_s_ putative replication protein A1 --- --- -1.02 -0.03 -0.36 0.730077 0.847704 -7.28
251793_at  regulator of chromosome condensatio --- AT3G55580 -1.02 -0.03 -0.36 0.730211 0.847792 -7.28
245815_at unknown protein --- AT1G26090 -1.03 -0.05 -0.36 0.730231 0.847792 -7.28
260262_at  hypothetical protein similar to hypothe--- AT1G68470 -1.07 -0.10 -0.36 0.730302 0.847832 -7.28
251394_at  endosperm specific protein - like endoFLA10 AT3G60900 -1.04 -0.05 -0.36 0.730486 0.847872 -7.28
256898_at  abscisic acid-insensitive protein 3 idenABI3 AT3G24650 1.03 0.04 0.36 0.730458 0.847872 -7.28
246720_at  putative protein predicted proteins, Ara--- AT5G28950 -1.02 -0.03 -0.36 0.730395 0.847872 -7.28
266144_at hypothetical protein --- AT2G12170 -1.03 -0.04 -0.36 0.730464 0.847872 -7.28
249566_at cytochrome P450-like protein CYP735A1 AT5G38450 -1.03 -0.04 -0.36 0.730535 0.847886 -7.28
261963_at hypothetical protein predicted by gene --- --- 1.03 0.05 0.36 0.730844 0.84818 -7.28
249634_at putative protein several hypothetical pr--- --- 1.03 0.05 0.36 0.730862 0.84818 -7.28
254302_at hypothetical protein --- AT4G22800 -1.02 -0.03 -0.36 0.731037 0.848296 -7.28
247472_at  cytokinesis regulating protein - like PRMAP65-9 AT5G62250 1.03 0.04 0.36 0.731029 0.848296 -7.28
261046_at  flavonol 3-o-glucosyltransferase, putat--- AT1G01390 1.05 0.06 0.36 0.731082 0.848305 -7.28
250653_at putative protein strong similarity to unk--- AT5G06930 -1.07 -0.10 -0.36 0.731288 0.848372 -7.28
259350_at putative serine/threonine protein kinaseRBK2 AT3G05140 -1.03 -0.05 -0.36 0.731252 0.848372 -7.28
256849_at hypothetical protein similar to hypothet --- --- -1.03 -0.04 -0.36 0.731235 0.848372 -7.28
264287_at hypothetical protein similar to hypothet --- AT1G61930 -1.03 -0.05 -0.36 0.731192 0.848372 -7.28
253996_at nucleosome assembly protein I-like proNAP1;1 AT4G26110 1.03 0.05 0.36 0.731492 0.848431 -7.28
252065_at putative protein  ;supported by full-leng--- AT3G51610 1.04 0.05 0.36 0.731444 0.848431 -7.28
251657_at  putative protein MULTICOPY SUPPR --- AT3G57000 1.05 0.07 0.36 0.731661 0.848431 -7.28
245991_at  24 kDa vacuolar protein - like 24 kDa --- AT5G20660 1.03 0.04 0.36 0.73174 0.848431 -7.28
246572_at  putative protein predicted proteins, Ara--- AT5G15010 -1.03 -0.04 -0.36 0.73154 0.848431 -7.28
256938_at  LEA protein, putative similar to LEA prATECP31 AT3G22500 -1.03 -0.04 -0.36 0.731677 0.848431 -7.28



253786_at  receptor protein kinase-like protein rec--- AT4G28650 -1.03 -0.04 -0.36 0.731748 0.848431 -7.28
246078_s_  putative protein probable mitosis and --- AT5G20430 / 1.05 0.07 0.36 0.731494 0.848431 -7.28
266858_at unknown protein GRV2 AT2G26890 -1.03 -0.04 -0.36 0.731568 0.848431 -7.28
265607_at hypothetical protein predicted by gensc--- AT2G25370 1.03 0.04 0.36 0.731699 0.848431 -7.28
263191_at  polyprotein, putative similar to polypro--- --- -1.03 -0.05 -0.36 0.731564 0.848431 -7.28
256416_at  ferritin subunit, putative similar to ferritATFER2 AT3G11050 -1.03 -0.05 -0.36 0.731855 0.848464 -7.28
247329_at putative protein similar to unknown pro--- AT5G64150 -1.05 -0.07 -0.36 0.731888 0.848464 -7.28
247354_at flavonol synthase  ;supported by full-le FLS3 AT5G63590 -1.02 -0.03 -0.36 0.731862 0.848464 -7.28
262315_at unknown protein ;supported by full-leng--- AT1G70990 -1.06 -0.09 -0.36 0.731963 0.848507 -7.28
249539_at  putative protein AtPP - Brassica napus--- AT5G38100 -1.03 -0.05 -0.36 0.732284 0.848836 -7.28
261108_at  1-aminocyclopropane-1-carboxylate s ACS10 AT1G62960 -1.04 -0.05 -0.36 0.732344 0.848863 -7.28
258560_at hypothetical protein predicted by genef--- AT3G06020 1.04 0.06 0.36 0.73257 0.848992 -7.28
254513_at  cytochrome p450 like protein cytochroCYP71A27 AT4G20240 1.02 0.03 0.36 0.732608 0.848992 -7.28
250138_at  DRH1 DEAD box protein - like DRH1 --- AT5G14610 -1.03 -0.04 -0.36 0.732591 0.848992 -7.28
252758_at putative protein several hypothetical pr--- --- 1.03 0.04 0.36 0.732641 0.848992 -7.28
260393_at putative lipase similar to lipase GB:CAA--- AT1G73920 1.04 0.06 0.36 0.732502 0.848992 -7.28
247667_at  putative protein predicted protein, Ara --- AT5G60150 1.03 0.05 0.36 0.732742 0.849065 -7.28
262585_at hypothetical protein Is a member of theBOR4 AT1G15460 -1.04 -0.06 -0.36 0.732825 0.849118 -7.28
252840_at  putative protein various predicted helic--- --- -1.03 -0.04 -0.36 0.732871 0.849128 -7.28
253467_at  putative protein hypothetical protein Y --- AT4G32140 1.03 0.05 0.36 0.733049 0.849279 -7.28
253433_s_  nodulin - like protein nodulin (clone Gm--- AT4G28365 / -1.03 -0.05 -0.36 0.733135 0.849279 -7.28
255157_at hypothetical protein --- --- 1.02 0.03 0.36 0.733143 0.849279 -7.28
258754_at hypothetical protein similar to hypothet --- AT3G11920 1.03 0.04 0.36 0.73315 0.849279 -7.28
263654_at unknown protein --- AT1G04300 -1.03 -0.04 -0.36 0.733267 0.849371 -7.28
263889_at putative ABC transporter ATNAP12 AT2G37010 1.03 0.05 0.36 0.733404 0.849487 -7.28
246563_at putative protein --- AT5G15581 -1.03 -0.05 -0.35 0.733542 0.84956 -7.28
259279_at putative cystathionine gamma-synthas MTO1 AT3G01120 1.03 0.04 0.35 0.733533 0.84956 -7.28
246400_at hypothetical protein contains similarity --- AT1G57540 1.02 0.04 0.35 0.73378 0.849666 -7.28
249474_s_ germin-like protein (GLP2a) copy2  ; suGER2 AT5G39130 / 1.03 0.05 0.35 0.733725 0.849666 -7.28
248328_at putative protein contains similarity to M--- AT5G52660 1.02 0.03 0.35 0.733692 0.849666 -7.28
267276_at hypothetical protein predicted by genscASL5 AT2G30130 -1.03 -0.04 -0.35 0.733782 0.849666 -7.28
248033_s_ putative protein similar to unknown pro--- AT5G54330 / 1.03 0.04 0.35 0.733836 0.849685 -7.28
262132_at  ribosomal protein L22, putative similar--- AT1G02830 1.03 0.04 0.35 0.733896 0.849711 -7.28
262529_at putative receptor protein kinase ApproxAtRLP3 AT1G17250 -1.04 -0.05 -0.35 0.733933 0.849712 -7.28
262159_at hypothetical protein predicted by gene --- AT1G52720 1.07 0.10 0.35 0.734041 0.849793 -7.28



261389_s_ hypothetical protein identical to hypoth --- --- -1.02 -0.03 -0.35 0.734114 0.849834 -7.28
248834_at unknown protein  ;supported by full-len--- AT5G47090 -1.03 -0.04 -0.35 0.734199 0.84989 -7.28
263123_at  beta-Amyrin Synthase, putative simila --- AT1G78500 1.03 0.04 0.35 0.734337 0.850006 -7.28
266537_at Expressed protein ; supported by full-le--- AT2G16860 -1.03 -0.04 -0.35 0.734583 0.850248 -7.28
255282_at putative polyprotein --- --- 1.02 0.04 0.35 0.7347 0.850341 -7.28
258077_at unknown protein  ;supported by full-len--- AT3G26110 1.03 0.05 0.35 0.734752 0.850358 -7.28
263666_at putative pre-mRNA splicing factor PRP--- AT1G04510 1.04 0.06 0.35 0.735001 0.850517 -7.28
246544_at  auxin transport protein - like auxin tranPIN8 AT5G15100 -1.02 -0.04 -0.35 0.734962 0.850517 -7.28
253685_at  putative protein nucleotide pyrophosp --- AT4G29710 -1.03 -0.04 -0.35 0.735002 0.850517 -7.28
257850_at putative protein kinase leucine-rich repSRF4 AT3G13065 -1.03 -0.04 -0.35 0.73521 0.850715 -7.28
261104_at unknown protein --- AT1G62910 1.03 0.04 0.35 0.735326 0.850805 -7.28
245424_at putative protein --- AT4G17505 -1.03 -0.04 -0.35 0.735497 0.850923 -7.28
266321_at putative cytochrome P450 CYP78A6 AT2G46660 -1.04 -0.05 -0.35 0.735502 0.850923 -7.28
261776_at hypothetical protein similar to putative --- AT1G76190 -1.04 -0.05 -0.35 0.735549 0.850935 -7.28
255449_at hypothetical protein --- AT4G02820 -1.04 -0.06 -0.35 0.73593 0.851197 -7.28
262790_at putative translation initiation factor sim TIF3H1 AT1G10840 -1.02 -0.03 -0.35 0.735855 0.851197 -7.28
245495_at hypothetical protein --- AT4G16400 -1.02 -0.03 -0.35 0.735959 0.851197 -7.28
260911_at hypothetical protein predicted by gene --- AT1G02490 -1.03 -0.04 -0.35 0.735963 0.851197 -7.28
258872_at  hypothetical protein similar to L1 spec HDG8 AT3G03260 -1.04 -0.06 -0.35 0.735955 0.851197 -7.28
255448_at hypothetical protein --- AT4G02810 -1.04 -0.05 -0.35 0.736055 0.851218 -7.28
250096_at putative protein similar to unknown pro--- AT5G17190 -1.03 -0.04 -0.35 0.736051 0.851218 -7.28
257405_at putative calmodulin similar to EST gb|A--- AT1G24620 -1.02 -0.03 -0.35 0.736114 0.851242 -7.28
258973_at putative cytochrome P450 similar to cyCYP94B2 AT3G01900 1.03 0.04 0.35 0.736261 0.85127 -7.28
259378_at unknown protein  supported by full-leng--- AT3G16310 -1.06 -0.08 -0.35 0.736288 0.85127 -7.28
265360_s_ putative Athila retroelement ORF1 prot--- --- 1.03 0.04 0.35 0.736325 0.85127 -7.28
258723_at putative MYB-related protein similar to --- AT3G09600 1.03 0.04 0.35 0.736259 0.85127 -7.28
260917_at unknown protein similar to hypothetica --- AT1G02700 1.03 0.05 0.35 0.736292 0.85127 -7.28
256478_at unknown protein --- --- 1.03 0.04 0.35 0.736555 0.851494 -7.28
263990_at putative phosphoprotein phosphatase PP5.2 AT2G42810 1.03 0.04 0.35 0.736644 0.851553 -7.28
266316_at unknown protein  ; supported by cDNA--- AT2G27080 1.15 0.20 0.35 0.736696 0.851571 -7.28
265053_at  myrosinase binding protein, putative s --- AT1G52000 -1.06 -0.08 -0.35 0.736742 0.851581 -7.28
266496_at putative zinc finger protein --- --- 1.03 0.04 0.35 0.736882 0.851699 -7.28
251222_at  putative membrane protein clone:2-72--- AT3G62580 1.05 0.07 0.35 0.737005 0.851755 -7.29
248383_at putative protein contains similarity to cy--- AT5G51900 -1.03 -0.04 -0.35 0.73697 0.851755 -7.28
262704_at hypothetical protein predicted by genscASL9 AT1G16530 1.07 0.09 0.35 0.737054 0.851768 -7.29



261271_at Expressed protein ; supported by full-le--- AT1G26795 1.03 0.04 0.35 0.737211 0.851907 -7.29
263350_at alanine-glyoxylate aminotransferase  ;sAGT AT2G13360 -1.04 -0.06 -0.35 0.737405 0.851958 -7.29
260212_at hypothetical protein predicted by gensc--- AT1G74480 1.02 0.03 0.35 0.737378 0.851958 -7.29
256345_at hypothetical protein similar to hypothet --- AT1G55030 1.03 0.04 0.35 0.737324 0.851958 -7.29
255514_s_ hypothetical protein similar to MNA5.4 AGL78 AT5G65330 -1.03 -0.04 -0.35 0.737372 0.851958 -7.29
247731_at  glucuronosyl transferase - like protein UGT76E2 AT5G59590 1.03 0.04 0.35 0.737568 0.852069 -7.29
255096_at  hypothetical protein similar to T21B4.5--- --- -1.03 -0.04 -0.35 0.737576 0.852069 -7.29
257384_at unknown protein --- AT2G15110 -1.03 -0.04 -0.35 0.737616 0.852072 -7.29
259909_at unknown protein ; supported by full-lenMEE9 AT1G60870 -1.03 -0.04 -0.35 0.737772 0.852123 -7.29
264947_at  heat shock protein DnaJ, putative sim --- AT1G77020 1.04 0.05 0.35 0.737752 0.852123 -7.29
261246_at unknown protein SYTB AT1G20080 -1.03 -0.04 -0.35 0.737742 0.852123 -7.29
261950_at  zinc finger protein, putative similar to D--- AT1G64620 1.04 0.06 0.35 0.737886 0.852211 -7.29
254930_at  putative protein hypothetical protein - A--- AT4G11450 -1.05 -0.07 -0.35 0.738231 0.852523 -7.29
263719_at hypothetical protein predicted by gensc--- AT2G13600 -1.02 -0.04 -0.35 0.738227 0.852523 -7.29
248072_at unknown protein --- AT5G55680 1.03 0.04 0.35 0.738372 0.852561 -7.29
248316_at putative protein similar to unknown pro--- AT5G52670 1.04 0.05 0.35 0.738375 0.852561 -7.29
258763_s_ putative beta-mannan endohydrolase s--- AT3G10900 / -1.02 -0.03 -0.35 0.738333 0.852561 -7.29
261589_at hypothetical protein predicted by gensc--- AT1G01690 -1.03 -0.05 -0.35 0.738593 0.852769 -7.29
251691_at  putative protein hypothetical protein S --- AT3G56520 1.03 0.05 0.35 0.738775 0.852915 -7.29
256508_at unknown protein --- AT1G75140 -1.03 -0.04 -0.35 0.738794 0.852915 -7.29
258941_at putative monodehydroascorbate reducMDHAR AT3G09940 1.23 0.30 0.35 0.738835 0.852918 -7.29
256542_at unknown protein PMI1 AT1G42550 1.04 0.05 0.35 0.739312 0.852994 -7.29
254844_at hypothetical protein supported by full-le--- AT4G11790 -1.05 -0.06 -0.35 0.739054 0.852994 -7.29
251491_at  fructokinase-like protein fructokinase ---- AT3G59480 -1.04 -0.06 -0.35 0.739386 0.852994 -7.29
251473_at  putative protein myrosinase-binding p --- AT3G59610 -1.04 -0.06 -0.35 0.739372 0.852994 -7.29
260131_at unknown protein contains Pfam profile --- AT1G66310 -1.03 -0.04 -0.35 0.739202 0.852994 -7.29
245609_at disease resistance N like protein --- AT4G14368 / 1.03 0.05 0.35 0.739306 0.852994 -7.29
262222_at unknown protein TRZ1 AT1G74700 -1.03 -0.04 -0.35 0.739117 0.852994 -7.29
249461_at  putative protein predicted proteins, Ara--- AT5G39640 -1.03 -0.04 -0.35 0.739077 0.852994 -7.29
248598_at putative protein contains similarity to u --- AT5G49370 -1.03 -0.04 -0.35 0.739359 0.852994 -7.29
263835_at  putative eukaryotic translation initiatio --- AT2G40290 1.03 0.04 0.35 0.739026 0.852994 -7.29
266404_at hypothetical protein predicted by genef--- AT2G38590 1.03 0.04 0.35 0.739185 0.852994 -7.29
263454_at putative cysteine proteinase --- AT2G22160 1.03 0.04 0.35 0.739319 0.852994 -7.29
263041_at putative alliinase similar to alliinase GBTAR1 AT1G23320 -1.03 -0.04 -0.35 0.739107 0.852994 -7.29
246114_at  seed imbitition protein-like seed imbititDIN10 AT5G20250 -1.05 -0.07 -0.35 0.739637 0.853197 -7.29



249455_s_  putative protein predicted proteins, Ara--- AT1G50870 / 1.02 0.03 0.35 0.739622 0.853197 -7.29
251388_at  putative protein protein regulating cytoMAP65-4 AT3G60840 -1.03 -0.04 -0.35 0.739733 0.853221 -7.29
260191_at putative protein kinase Pfam HMM hit: --- AT1G67580 1.02 0.03 0.35 0.739715 0.853221 -7.29
267599_at putative serine/threonine protein kinase--- AT2G32850 1.02 0.04 0.35 0.739816 0.853274 -7.29
262853_at  unknown protein Location of ESTs OA--- AT1G20890 1.03 0.04 0.35 0.739875 0.853281 -7.29
258509_at  protein kinase, putative similar to SER--- AT3G06620 1.05 0.07 0.35 0.73991 0.853281 -7.29
256519_at hypothetical protein predicted by gensc--- AT1G66110 1.04 0.06 0.35 0.739934 0.853281 -7.29
265014_at  hypothetical protein similar to deacety --- AT1G24430 1.04 0.06 0.35 0.740128 0.853418 -7.29
248660_at RNA-binding protein-like --- AT5G48650 1.04 0.05 0.35 0.740125 0.853418 -7.29
258571_at hypothetical protein predicted by gene anac048 AT3G04420 1.03 0.04 0.35 0.740216 0.853476 -7.29
266917_at unknown protein DTA2 AT2G45830 -1.03 -0.04 -0.34 0.74085 0.854018 -7.29
250466_at  putative protein TETRATRICOPEPTID--- AT5G10090 -1.02 -0.03 -0.34 0.740723 0.854018 -7.29
248733_at unknown protein ELP1 --- -1.03 -0.05 -0.34 0.740881 0.854018 -7.29
253134_at  putative protein procollagen-proline di --- AT4G35820 1.02 0.04 0.34 0.740901 0.854018 -7.29
253015_at hypothetical protein --- AT4G37950 -1.03 -0.04 -0.34 0.740869 0.854018 -7.29
250069_at disease resistance protein-like --- AT5G17970 1.03 0.04 0.34 0.74091 0.854018 -7.29
256574_at hypothetical protein similar to callose s--- AT3G14780 -1.05 -0.07 -0.34 0.741036 0.85412 -7.29
245509_at hypothetical protein --- AT4G15730 1.03 0.05 0.34 0.741222 0.85429 -7.29
248093_at putative protein similar to unknown pro--- AT5G55210 -1.03 -0.05 -0.34 0.741265 0.854297 -7.29
266838_at similar to jasmonate-inducible proteins --- AT2G25980 -1.03 -0.04 -0.34 0.74141 0.854359 -7.29
261381_at hypothetical protein predicted by gene SDE3 AT1G05460 -1.02 -0.03 -0.34 0.741392 0.854359 -7.29
257665_at unknown protein --- AT3G20430 -1.03 -0.04 -0.34 0.741431 0.854359 -7.29
255708_at predicted protein --- AT4G00232 1.03 0.04 0.34 0.741483 0.854375 -7.29
250932_s_  putative protein MED7, Homo sapiens--- AT5G03220 / -1.03 -0.04 -0.34 0.741719 0.854605 -7.29
257437_s_ hypothetical protein predicted by gensc--- AT2G16290 / -1.03 -0.04 -0.34 0.74202 0.854909 -7.29
250015_at N-acetylglucosamine-phosphate mutasDRT101 AT5G18070 1.05 0.08 0.34 0.742238 0.855117 -7.29
263878_s_ unknown protein --- AT2G22040 / -1.03 -0.05 -0.34 0.742293 0.855136 -7.29
258174_at hypothetical protein contains Pfam pro --- AT3G21470 -1.03 -0.04 -0.34 0.742358 0.855168 -7.29
262226_at Expressed protein ; supported by full-le--- AT1G53885 / 1.08 0.11 0.34 0.742525 0.855318 -7.29
261980_at hypothetical protein predicted by gene --- AT1G33820 -1.02 -0.03 -0.34 0.742596 0.855356 -7.29
263860_at hypothetical protein predicted by gensc--- --- 1.02 0.04 0.34 0.742704 0.855437 -7.29
251470_at  putative protein hypothetical protein A --- AT3G59570 1.03 0.05 0.34 0.742786 0.855468 -7.29
258416_at  hypothetical protein predicted by gene--- AT3G17310 -1.03 -0.04 -0.34 0.742832 0.855468 -7.29
258513_at  protein kinase, putative contains Pfam--- AT3G06630 -1.02 -0.03 -0.34 0.742843 0.855468 -7.29
263333_at unknown protein  ; supported by cDNA--- AT2G03890 -1.04 -0.05 -0.34 0.743105 0.855683 -7.29



247082_at putative protein contains similarity to mATGRIP AT5G66030 -1.03 -0.04 -0.34 0.743101 0.855683 -7.29
245582_at hypothetical protein LOI1 AT4G14850 -1.04 -0.06 -0.34 0.74324 0.855795 -7.29
252252_at  putative protein GTP-binding protein bRID3 AT3G49180 -1.05 -0.08 -0.34 0.743524 0.856079 -7.29
249127_at actin-like protein  ; supported by cDNAATARP9 AT5G43500 -1.03 -0.05 -0.34 0.743688 0.856205 -7.29
260816_at hypothetical protein predicted by gensc--- AT1G06930 1.04 0.05 0.34 0.743708 0.856205 -7.29
253434_at potassium channel - protein AKT5 AT4G32500 -1.03 -0.04 -0.34 0.743815 0.856241 -7.29
256592_at hypothetical protein predicted by gene --- --- -1.02 -0.03 -0.34 0.743808 0.856241 -7.29
254084_at  ubiquitin activating enzyme - like proteSAE1A AT4G24940 1.05 0.07 0.34 0.744044 0.8563 -7.29
255214_at hypothetical protein --- --- -1.02 -0.03 -0.34 0.743974 0.8563 -7.29
265759_at putative membrane transporter --- AT2G13100 1.02 0.03 0.34 0.744089 0.8563 -7.29
249802_at putative protein similar to unknown pro--- AT5G23770 -1.02 -0.03 -0.34 0.744091 0.8563 -7.29
267427_at putative WRKY-type DNA binding proteWRKY35 AT2G34830 -1.02 -0.03 -0.34 0.744073 0.8563 -7.29
248904_at Expressed protein ; supported by full-le--- AT5G46295 1.03 0.04 0.34 0.743969 0.8563 -7.29
250915_at  homeodomain -like protein homeodomHB51 AT5G03790 1.05 0.06 0.34 0.744183 0.856363 -7.29
251877_at  synaptobrevin -like protein vesicle-assATVAMP727AT3G54300 -1.03 -0.05 -0.34 0.744288 0.856397 -7.29
251863_at  kinesin-like protein kinesin, Syncepha MRH2 AT3G54870 -1.02 -0.03 -0.34 0.74426 0.856397 -7.29
252339_at hypothetical protein --- AT3G48900 1.02 0.03 0.34 0.744732 0.856865 -7.29
245203_at hypothetical protein similar to protein p--- --- 1.02 0.03 0.34 0.744834 0.856939 -7.29
260078_at hypothetical protein predicted by genef--- AT1G73790 -1.03 -0.04 -0.34 0.744924 0.856999 -7.29
266427_at hypothetical protein predicted by gensc--- AT2G07170 -1.03 -0.05 -0.34 0.745048 0.857098 -7.29
254619_at  myb - like protein transforming proteinMYB98 AT4G18770 -1.03 -0.04 -0.34 0.745141 0.857162 -7.29
264801_at hypothetical protein gene overlaps Sp6emb2411 AT1G08840 -1.03 -0.04 -0.34 0.745406 0.8573 -7.29
254959_at predicted protein UGE5 AT4G10955 / 1.04 0.06 0.34 0.745397 0.8573 -7.29
263825_at putative laccase (diphenol oxidase) LAC5 AT2G40370 -1.06 -0.09 -0.34 0.745379 0.8573 -7.29
250142_at  polygalacturonase - like protein polyga--- AT5G14650 1.06 0.08 0.34 0.745411 0.8573 -7.29
254552_at putative protein several hypothetical pr--- AT4G19900 1.03 0.04 0.34 0.745471 0.857326 -7.29
251197_at  glutaredoxin -like protein glutaredoxin --- AT3G62960 1.06 0.08 0.34 0.745575 0.857402 -7.29
261333_at hypothetical protein predicted by gene --- AT1G44910 -1.04 -0.06 -0.34 0.745642 0.857435 -7.29
257689_at  myb-related protein, putative myb-relaAtMYB10 AT3G12820 1.03 0.04 0.34 0.745744 0.85751 -7.29
256549_at hypothetical protein predicted by gene --- --- -1.03 -0.04 -0.34 0.745919 0.857667 -7.29
257876_at hypothetical protein predicted by gene --- AT3G17130 -1.05 -0.07 -0.34 0.746066 0.85771 -7.29
264570_at unknown protein Similar to Caenorhab --- AT1G05350 -1.03 -0.05 -0.34 0.746053 0.85771 -7.29
253030_at hypothetical protein FRS5 AT4G38180 -1.02 -0.03 -0.34 0.746068 0.85771 -7.29
266310_at  putative PCI domain protein proteasomFUS12 AT2G26990 1.03 0.04 0.34 0.746142 0.857751 -7.29
262015_at hypothetical protein predicted by gene --- --- -1.02 -0.03 -0.34 0.746259 0.857842 -7.29



260591_at predicted protein --- AT1G53325 1.02 0.03 0.34 0.746342 0.857895 -7.29
260991_at hypothetical protein predicted by gene --- AT1G12160 -1.02 -0.03 -0.34 0.746569 0.858085 -7.29
266090_at unknown protein --- AT2G38000 1.03 0.05 0.34 0.746583 0.858085 -7.29
255387_at  putative nodulin similar to M. truncatul --- AT4G03630 1.04 0.05 0.34 0.746677 0.85815 -7.29
253611_at  RNase L inhibitor-like protein ribonucleNAP15 AT4G30300 1.03 0.04 0.34 0.746769 0.858212 -7.29
254986_at  putative protein SF16 protein -HelianthIQD16 AT4G10640 -1.02 -0.03 -0.34 0.747149 0.858566 -7.29
260445_at ARG1 protein (Altered Response to GrARG1 AT1G68370 1.03 0.05 0.34 0.747186 0.858566 -7.29
257961_at unknown protein --- AT3G19780 -1.03 -0.04 -0.34 0.747189 0.858566 -7.29
262886_at hypothetical protein KNATM AT1G14760 -1.04 -0.05 -0.34 0.747296 0.858645 -7.29
252304_at hypothetical protein --- AT3G49230 -1.02 -0.03 -0.34 0.747418 0.858674 -7.29
255164_at hypothetical protein --- --- -1.02 -0.03 -0.34 0.747435 0.858674 -7.29
252007_at  hypothetical protein MobA, Pseudomo--- AT3G52830 -1.03 -0.05 -0.34 0.747398 0.858674 -7.29
245116_at unknown protein  ; supported by cDNA--- AT2G41620 1.06 0.08 0.34 0.747501 0.858707 -7.29
255206_at putative transposon protein --- --- 1.02 0.03 0.34 0.747593 0.85877 -7.29
256029_at  integral membrane protein, putative si STT3B AT1G34130 1.06 0.08 0.34 0.747716 0.858868 -7.29
249218_at pitrilysin --- AT5G42390 -1.04 -0.05 -0.34 0.747821 0.858946 -7.29
249324_at cytochrome c1 precursor  ; supported b--- AT5G40810 -1.02 -0.03 -0.33 0.748085 0.859164 -7.29
246974_at putative protein --- AT5G24980 1.03 0.05 0.33 0.748087 0.859164 -7.29
264341_at hypothetical protein predicted by gensc--- AT1G70270 -1.02 -0.03 -0.33 0.748309 0.859376 -7.29
265894_at putative lipid transfer protein LTP AT2G15050 -1.08 -0.11 -0.33 0.748382 0.859395 -7.29
249760_at (+)-delta-cadinene synthase (d-cadinenTPS21 AT5G23960 1.02 0.03 0.33 0.748425 0.859395 -7.29
249005_at terpene cyclase/synthase --- AT5G44630 -1.02 -0.03 -0.33 0.748438 0.859395 -7.29
266201_at similar to MtN3 protein  ;supported by f--- AT2G39060 1.03 0.04 0.33 0.748522 0.859441 -7.29
250024_at NAM (no apical meristem)-like protein ANAC087 AT5G18270 1.05 0.06 0.33 0.748554 0.859441 -7.29
248411_at unknown protein --- AT5G51580 1.02 0.03 0.33 0.74863 0.859485 -7.29
246939_at  AP2 domain containing protein AP2 doSHN2 AT5G25390 -1.03 -0.04 -0.33 0.748799 0.859636 -7.29
258031_s_ hypothetical protein similar to hypothet --- AT3G27480 / -1.03 -0.05 -0.33 0.748933 0.859746 -7.29
259271_at Expressed protein ; supported by full-le--- AT3G01170 1.03 0.04 0.33 0.749306 0.860131 -7.29
267438_at putative GDSL-motif lipase/hydrolase s--- AT2G19050 -1.04 -0.06 -0.33 0.749573 0.860394 -7.29
254713_at hypothetical protein --- AT4G18090 -1.04 -0.05 -0.33 0.749848 0.860667 -7.29
261268_at unknown protein similar to 50S ribosom--- AT1G26740 1.03 0.04 0.33 0.749895 0.860677 -7.29
255391_at  hypothetical protein similar to T6P5.7, --- --- -1.02 -0.03 -0.33 0.75014 0.860916 -7.29
256993_at unknown protein  ; supported by cDNA--- AT3G28670 1.02 0.03 0.33 0.750423 0.861197 -7.29
254693_at  bHLH protein - like bHLH protein, Arab--- AT4G17880 1.09 0.12 0.33 0.750585 0.86134 -7.29
265102_at putative peroxidase similar to cationic --- AT1G30870 -1.03 -0.04 -0.33 0.7507 0.861406 -7.29



252208_at  putative protein hypothetical protein K --- AT3G50380 -1.04 -0.06 -0.33 0.750718 0.861406 -7.29
255098_at hypothetical protein --- AT4G08640 1.02 0.03 0.33 0.750848 0.861511 -7.29
250709_at putative protein similar to unknown proLBD33 AT5G06080 1.03 0.04 0.33 0.751137 0.8618 -7.29
257272_at unknown protein  ; supported by cDNA--- AT3G28130 1.03 0.04 0.33 0.751201 0.861829 -7.29
246223_at UDP-glucuronyltransferase-like proteinIRX14 AT4G36890 -1.02 -0.03 -0.33 0.751334 0.861895 -7.29
257177_at cyanate lyase (CYN) identical to cyanaCYN AT3G23490 1.04 0.06 0.33 0.75133 0.861895 -7.29
256742_at  transcription initiation factor IIB, putati --- AT3G29380 1.03 0.04 0.33 0.751545 0.862094 -7.29
265122_at similar to flavin-binding monooxygenasFMO GS-OXAT1G62540 -1.02 -0.03 -0.33 0.75163 0.862115 -7.29
259095_at acyl carrier protein 1 precursor (ACP) iACP1 AT3G05020 -1.07 -0.09 -0.33 0.751639 0.862115 -7.29
262760_at hypothetical protein contains similarity --- AT1G10770 1.09 0.13 0.33 0.751724 0.86217 -7.29
250309_at putative protein similar to unknown pro--- AT5G12220 -1.04 -0.05 -0.33 0.75191 0.862296 -7.29
267502_at putative cytochrome P450 CYP76C4 AT2G45550 1.02 0.03 0.33 0.75191 0.862296 -7.29
255584_at putative reverse transcriptase-like prot --- --- -1.02 -0.03 -0.33 0.751982 0.862335 -7.29
265857_s_ serine threonine protein phosphatase PPP2A-4 AT2G42500 / -1.03 -0.04 -0.33 0.752033 0.86235 -7.29
245481_at hypothetical protein --- AT4G16170 1.02 0.04 0.33 0.752307 0.862546 -7.29
254295_at  putative protein predicted protein, Ara --- AT4G23080 1.02 0.03 0.33 0.752341 0.862546 -7.29
250043_at  putative protein proline-rich protein AP--- AT5G18430 -1.03 -0.05 -0.33 0.752292 0.862546 -7.29
266195_at putative RING zinc finger protein --- AT2G39100 -1.02 -0.03 -0.33 0.752355 0.862546 -7.29
252804_at putative protein --- --- -1.02 -0.03 -0.33 0.752408 0.862563 -7.29
265301_s_ putative MYB family transcription facto --- AT2G13960 / -1.03 -0.04 -0.33 0.752671 0.862657 -7.29
247516_at  germin-like protein - like germin-like p --- AT5G61750 -1.03 -0.04 -0.33 0.752717 0.862657 -7.29
266633_at putative DnaJ protein --- AT2G35540 1.03 0.04 0.33 0.752673 0.862657 -7.29
263803_at hypothetical protein predicted by gensc--- AT2G40440 1.02 0.03 0.33 0.752695 0.862657 -7.29
263898_at  SKP1 interacting partner 6 (SKIP6), p SKIP6 AT2G21950 1.03 0.04 0.33 0.752687 0.862657 -7.29
255374_at hypothetical protein --- --- 1.02 0.03 0.33 0.752651 0.862657 -7.29
260211_at hypothetical protein similar to YGL010w--- AT1G74440 1.09 0.12 0.33 0.75291 0.862835 -7.29
263974_at hypothetical protein predicted by grail --- AT2G42720 -1.03 -0.04 -0.33 0.752964 0.862854 -7.29
252537_at  putative transporter protein peptide tra--- AT3G45710 -1.03 -0.04 -0.33 0.753042 0.862856 -7.29
258873_at hypothetical protein similar to unknown--- AT3G03240 -1.03 -0.05 -0.33 0.753041 0.862856 -7.29
265783_at putative Athila retroelement ORF1 prot--- --- 1.03 0.04 0.33 0.753122 0.862905 -7.29
249748_at thaumatin-like protein --- AT5G24620 -1.03 -0.04 -0.33 0.753248 0.862997 -7.29
248781_at putative protein similar to unknown pro--- AT5G47870 -1.06 -0.08 -0.33 0.753321 0.862997 -7.29
260113_at hypothetical protein predicted by gensc--- AT1G63300 -1.02 -0.03 -0.33 0.753354 0.862997 -7.29
259432_at  myb-related protein, putative similar to--- AT1G01520 -1.03 -0.05 -0.33 0.753299 0.862997 -7.29
260810_s_  retroelement protein, putative similar t --- --- -1.03 -0.04 -0.33 0.753626 0.863266 -7.29



253429_at  putative protein CDC28/cdc2-like kina --- AT4G32420 -1.03 -0.04 -0.33 0.753703 0.86331 -7.29
254195_at  putative protein various predicted prot NLP7 AT4G24020 1.03 0.04 0.33 0.753806 0.863385 -7.29
249206_at putative protein similar to unknown proATS AT5G42630 -1.03 -0.05 -0.33 0.753895 0.863401 -7.29
256801_at  cytochrome P450, putative similar to cCYP705A30 AT3G20940 -1.02 -0.03 -0.33 0.753867 0.863401 -7.29
258952_at putative RNase H contains Pfam profile--- AT3G01410 1.03 0.04 0.33 0.753958 0.863429 -7.29
249657_at  sen1-like protein SEN1 - Saccharomy --- AT5G37140 -1.02 -0.03 -0.33 0.75404 0.86348 -7.29
248715_at  ATFP4, putative  --- AT5G48290 1.04 0.05 0.33 0.754139 0.86355 -7.29
247090_at putative protein similar to unknown pro--- AT5G66370 -1.03 -0.04 -0.33 0.754223 0.86358 -7.29
266378_at hypothetical protein predicted by genef--- AT2G14700 1.03 0.05 0.33 0.754241 0.86358 -7.29
261204_s_ Eukaryotic peptide chain release facto ERF1-2 AT1G12920 / 1.02 0.03 0.33 0.754303 0.863607 -7.29
265723_at putative disease resistance protein --- AT2G32140 -1.02 -0.03 -0.33 0.754382 0.863647 -7.29
252021_at  putative protein predicted protein, Ara --- AT3G53070 -1.03 -0.04 -0.33 0.754413 0.863647 -7.29
263323_at putative receptor-like protein kinase --- AT2G04300 1.03 0.04 0.33 0.75452 0.863682 -7.29
249675_at putative protein myrosinase-binding pr --- AT5G35940 1.02 0.03 0.33 0.754515 0.863682 -7.29
266759_at unknown protein predicted by genefind--- AT2G46915 -1.03 -0.04 -0.33 0.754576 0.863704 -7.29
261278_at hypothetical protein predicted by gene DGL AT1G05800 -1.02 -0.03 -0.33 0.754629 0.863721 -7.29
248441_at putative protein contains similarity to re--- AT5G51270 -1.02 -0.03 -0.33 0.754919 0.86401 -7.29
250204_at leucine zipper protein-like ATEXO70C2AT5G13990 -1.03 -0.04 -0.33 0.755007 0.864066 -7.29
263145_at hypothetical protein predicted by gene ATEXO70D2AT1G54090 -1.04 -0.05 -0.32 0.755087 0.864114 -7.29
257028_at  hypothetical protein predicted by gene--- AT3G19230 -1.05 -0.07 -0.32 0.75526 0.864126 -7.29
248561_at unknown protein --- AT5G49680 -1.04 -0.05 -0.32 0.755323 0.864126 -7.29
249852_at monosaccharide transporter STP11 AT5G23270 1.03 0.04 0.32 0.755183 0.864126 -7.29
249323_at unknown protein FLA20 AT5G40940 1.03 0.04 0.32 0.755324 0.864126 -7.29
250699_at receptor-like protein kinase SRF2 AT5G06820 -1.03 -0.04 -0.32 0.755287 0.864126 -7.29
260130_s_  beta-glucosidase, putative similar to GBGLU21 AT1G66270 / 1.02 0.03 0.32 0.755206 0.864126 -7.29
256921_at unknown protein  ;supported by full-len--- AT3G18940 -1.03 -0.04 -0.32 0.755403 0.864143 -7.29
251364_at  anthranilate phosphoribosyltransferas --- AT3G61300 -1.03 -0.04 -0.32 0.755453 0.864143 -7.29
256135_at hypothetical protein predicted by gene --- AT1G48730 -1.03 -0.04 -0.32 0.755415 0.864143 -7.29
267507_at putative ribosomal protein S27  ;suppo--- AT2G45710 1.04 0.06 0.32 0.755519 0.864176 -7.29
248993_at putative protein contains similarity to d --- AT5G45240 1.03 0.04 0.32 0.755568 0.864189 -7.29
255703_at putative chalcone synthase similar to p--- AT4G00040 -1.04 -0.06 -0.32 0.755662 0.864191 -7.29
248588_at unknown protein  ; supported by cDNA--- AT5G49540 -1.02 -0.03 -0.32 0.755671 0.864191 -7.29
245461_at hypothetical protein --- AT4G17000 -1.03 -0.04 -0.32 0.755684 0.864191 -7.29
260768_at Expressed protein ; supported by full-le--- AT1G49245 -1.03 -0.04 -0.32 0.755751 0.864219 -7.29
257438_at hypothetical protein similarity to plant l --- AT2G15325 -1.02 -0.03 -0.32 0.755784 0.864219 -7.29



263691_at  60s ribosomal protein L34 identical to --- AT1G26880 1.05 0.07 0.32 0.755827 0.864225 -7.29
257360_at unknown protein --- AT2G39240 -1.02 -0.03 -0.32 0.755944 0.864242 -7.29
249098_at DNA repair protein-like --- AT5G43530 -1.02 -0.03 -0.32 0.755888 0.864242 -7.29
263441_at putative kinesin-like spindle protein --- AT2G28620 -1.02 -0.03 -0.32 0.755956 0.864242 -7.29
253894_at NWMU2 - 2S albumin 2 precursor --- AT4G27150 -1.02 -0.03 -0.32 0.756004 0.864254 -7.30
257777_x_ hypothetical protein --- --- 1.03 0.04 0.32 0.75629 0.864537 -7.30
245438_at growth regulator like protein --- AT4G16650 1.03 0.04 0.32 0.756468 0.864654 -7.30
254319_at  putative protein predicted proteins, Ara--- AT4G22560 -1.04 -0.05 -0.32 0.756462 0.864654 -7.30
246507_at  lipase-like protein monoglyceride lipas--- AT5G16120 1.04 0.06 0.32 0.756559 0.864714 -7.30
250295_at putative protein NEF1 AT5G13390 1.03 0.04 0.32 0.756659 0.864786 -7.30
255425_s_ putative protein --- AT4G02950 / 1.03 0.04 0.32 0.757012 0.865145 -7.30
253689_at hypothetical protein ;supported by full- --- AT4G29770 -1.03 -0.04 -0.32 0.757216 0.865336 -7.30
264538_at hypothetical protein predicted by gene WRKY10 AT1G55600 -1.03 -0.04 -0.32 0.75744 0.865462 -7.30
264116_at putative poly (ADP-ribose) polymerasePARP2 AT2G31320 -1.05 -0.07 -0.32 0.757427 0.865462 -7.30
246578_at  MADS-box protein, putative similar to AGL86 AT1G31630 1.02 0.03 0.32 0.757435 0.865462 -7.30
246432_at  RGA-like protein putative member of t RGL3 AT5G17490 -1.05 -0.07 -0.32 0.757565 0.865517 -7.30
AFFX-BioD E. coli /GEN=bioD /DB_XREF=gb:J044--- --- -1.06 -0.09 -0.32 0.757626 0.865517 -7.30
267551_at  ubiquitin-specific protease 1 (UBP1), pUBP1 AT2G32780 -1.03 -0.04 -0.32 0.757549 0.865517 -7.30
252598_at  putative protein putative proteins AT4g--- --- -1.02 -0.03 -0.32 0.757641 0.865517 -7.30
266644_at unknown protein  ;supported by full-len--- AT2G29660 1.03 0.05 0.32 0.757686 0.865526 -7.30
247749_at  myb-related protein - like myb-related MYB119 AT5G58850 -1.03 -0.05 -0.32 0.757749 0.865553 -7.30
262192_at hypothetical protein predicted by gene --- AT1G77830 1.02 0.03 0.32 0.757786 0.865553 -7.30
250982_at  putative protein zinc finger protein, AraJKD AT5G03150 1.05 0.06 0.32 0.757915 0.865657 -7.30
253426_at  putative protein polygalacturonase (EC--- AT4G32375 1.02 0.03 0.32 0.758308 0.866063 -7.30
266348_at putative MAP kinase ATMPK17 AT2G01450 -1.03 -0.05 -0.32 0.758672 0.866069 -7.30
255394_at  hypothetical protein similar to A. thalia--- --- -1.03 -0.04 -0.32 0.758604 0.866069 -7.30
258136_at hypothetical protein predicted by gene RSY3 AT3G24560 1.03 0.04 0.32 0.758731 0.866069 -7.30
258642_at unknown protein  ;supported by full-len--- AT3G07910 1.02 0.03 0.32 0.758679 0.866069 -7.30
265614_at Expressed protein ; supported by cDNA--- AT2G25355 1.03 0.05 0.32 0.758447 0.866069 -7.30
256273_at  senescence-assocated protein, putativTET6 AT3G12090 1.03 0.04 0.32 0.758711 0.866069 -7.30
252514_at GTP-binding protein ara-3  ; supportedATRAB8A AT3G46060 1.02 0.03 0.32 0.75846 0.866069 -7.30
254336_at  aspartic proteinase like protein oryzas--- AT4G22050 -1.03 -0.05 -0.32 0.758495 0.866069 -7.30
257710_at unknown protein  ;supported by full-len--- AT3G27350 -1.03 -0.04 -0.32 0.758691 0.866069 -7.30
257285_at unknown protein --- AT3G29760 -1.04 -0.05 -0.32 0.758679 0.866069 -7.30
248661_at putative protein contains similarity to MAGL80 AT5G48670 1.04 0.06 0.32 0.758426 0.866069 -7.30



265313_at unknown protein --- AT2G20210 1.03 0.04 0.32 0.758873 0.866101 -7.30
254558_at Expressed protein ; supported by full-le--- AT4G19185 -1.02 -0.03 -0.32 0.758835 0.866101 -7.30
250601_at putative protein contains similarity to H--- AT5G07810 1.02 0.03 0.32 0.758859 0.866101 -7.30
267031_at hypothetical protein predicted by gensc--- AT2G38420 -1.02 -0.03 -0.32 0.75899 0.866148 -7.30
251081_at  putative protein kinase wall-associated--- AT5G02070 1.03 0.05 0.32 0.758985 0.866148 -7.30
260280_at unknown protein contains AP2 DNA-bi --- AT1G80580 1.04 0.06 0.32 0.75918 0.866321 -7.30
260866_at  polyprotein, putative similar to polypro--- --- -1.03 -0.04 -0.32 0.759264 0.866374 -7.30
248232_at putative protein contains similarity to saMLO11 AT5G53760 -1.03 -0.05 -0.32 0.759364 0.866444 -7.30
245732_at unknown protein contains similarity to c--- AT1G73440 -1.02 -0.04 -0.32 0.759461 0.866454 -7.30
261687_at hypothetical protein predicted by gene --- AT1G47280 -1.02 -0.03 -0.32 0.759421 0.866454 -7.30
258014_at hypothetical protein predicted by gene --- AT3G19330 -1.04 -0.05 -0.32 0.759486 0.866454 -7.30
266577_at predicted protein --- AT2G23945 -1.03 -0.04 -0.32 0.759719 0.866669 -7.30
254489_at  putative protein berberine bridge enzy--- AT4G20800 1.02 0.03 0.32 0.75975 0.866669 -7.30
247828_at  putative protein KIAA0066, Homo sap --- AT5G58510 -1.02 -0.03 -0.32 0.759843 0.86673 -7.30
250388_at  putative protein various predicted prot --- AT5G11310 1.06 0.08 0.32 0.759997 0.866774 -7.30
263124_at  beta-Amyrin Synthase, putative simila --- AT1G78480 1.03 0.05 0.32 0.760042 0.866774 -7.30
248592_at unknown protein  ;supported by full-len--- AT5G49280 -1.07 -0.09 -0.32 0.759931 0.866774 -7.30
255335_at putative transposon protein --- --- -1.03 -0.04 -0.32 0.760071 0.866774 -7.30
249902_at unknown protein --- AT5G22680 -1.04 -0.05 -0.32 0.759985 0.866774 -7.30
247343_at unknown protein --- AT5G63740 1.02 0.03 0.32 0.760178 0.866853 -7.30
256998_at hypothetical protein predicted by gene --- AT3G14180 -1.03 -0.05 -0.32 0.760402 0.866875 -7.30
264557_at  putative pectinacetylesterase precurso--- AT1G09550 -1.04 -0.05 -0.32 0.760487 0.866875 -7.30
251681_at  putative protein hypothetical protein F --- AT3G57100 -1.03 -0.04 -0.32 0.760429 0.866875 -7.30
254786_at  putative protein gamma-interferon-ind --- AT4G12890 -1.03 -0.04 -0.32 0.760335 0.866875 -7.30
267198_at putative gibberellin-regulated protein --- AT2G30810 -1.02 -0.03 -0.32 0.760265 0.866875 -7.30
254450_at  putative protein prolamin box binding f--- AT4G21080 1.03 0.04 0.32 0.760395 0.866875 -7.30
259565_at hypothetical protein --- AT1G20530 -1.02 -0.03 -0.32 0.760497 0.866875 -7.30
251390_at  guanine nucleotide exchange factor - --- AT3G60860 -1.03 -0.04 -0.32 0.760501 0.866875 -7.30
262964_at hypothetical protein predicted by gene --- AT1G54380 1.04 0.06 0.32 0.760705 0.866977 -7.30
248949_at putative protein strong similarity to unk--- AT5G45570 1.02 0.03 0.32 0.760633 0.866977 -7.30
251709_at  response regulator-like protein responARR17 AT3G56380 -1.02 -0.03 -0.32 0.76068 0.866977 -7.30
247772_at  putative protein various predicted prot --- AT5G58610 1.03 0.04 0.32 0.760783 0.867022 -7.30
251911_at putative C2H2-type zinc finger protein --- AT3G53820 1.03 0.04 0.32 0.760867 0.867075 -7.30
246087_at  putative protein predicted protein, Ara --- AT5G20580 -1.04 -0.06 -0.32 0.760917 0.867089 -7.30
263698_at  hypothetical protein similar to a multitu--- --- 1.03 0.05 0.32 0.761011 0.867109 -7.30



246986_at receptor-like protein kinase  ;supportedRLK AT5G67280 1.08 0.11 0.32 0.760997 0.867109 -7.30
253589_at  puative protein membrane-associated --- AT4G30825 -1.04 -0.05 -0.32 0.761126 0.86711 -7.30
246853_at putative protein --- AT5G26890 -1.02 -0.03 -0.32 0.761114 0.86711 -7.30
248772_at photoreceptor-interacting protein-like --- AT5G47800 -1.06 -0.08 -0.32 0.76111 0.86711 -7.30
261337_at unknown protein ; supported by cDNA:--- AT1G44810 -1.05 -0.07 -0.32 0.761262 0.867207 -7.30
246477_at putative transcription factor (MYB9) AtMYB9 AT5G16770 -1.05 -0.06 -0.32 0.761287 0.867207 -7.30
253160_at  putative protein predicted protein, Syn--- AT4G35760 -1.04 -0.06 -0.32 0.761478 0.867338 -7.30
253298_at putative protein  ;supported by full-leng--- AT4G33560 -1.03 -0.04 -0.32 0.761472 0.867338 -7.30
246063_at  putative protein predicted proteins, Ara--- AT5G19340 1.02 0.03 0.32 0.76152 0.867343 -7.30
249564_at unknown protein --- AT5G38400 -1.03 -0.04 -0.32 0.761717 0.867481 -7.30
264034_s_ unknown protein ATUPS1 AT2G03590 / -1.02 -0.03 -0.32 0.761687 0.867481 -7.30
245106_at unknown protein --- AT2G41650 -1.03 -0.04 -0.32 0.761786 0.867516 -7.30
263269_at En/Spm-like transposon protein related--- --- -1.02 -0.03 -0.32 0.761906 0.867609 -7.30
261816_at unknown protein CHX6B AT1G08135 -1.02 -0.03 -0.32 0.761997 0.867626 -7.30
257877_at hypothetical protein --- AT3G17140 -1.03 -0.04 -0.32 0.761984 0.867626 -7.30
247528_at MIM protein  ; supported by cDNA: gi_ MIM AT5G61460 -1.03 -0.04 -0.32 0.762059 0.867653 -7.30
259632_at  nicotianamine synathase, putative simNAS4 AT1G56430 -1.07 -0.09 -0.32 0.762148 0.867711 -7.30
256577_at unknown protein --- AT3G28220 -1.10 -0.14 -0.32 0.762222 0.867715 -7.30
266738_at unknown protein predicted by genefind--- AT2G47010 -1.04 -0.05 -0.32 0.762231 0.867715 -7.30
265919_at putative retroelement pol polyprotein --- --- -1.03 -0.04 -0.32 0.762265 0.867715 -7.30
265579_at hypothetical protein predicted by gensc--- AT2G20070 1.02 0.03 0.31 0.76251 0.86795 -7.30
247953_at cytochrome P450 CYP71B10 AT5G57260 -1.02 -0.03 -0.31 0.762596 0.868004 -7.30
264499_at Expressed protein ; supported by full-le--- AT1G30795 -1.03 -0.04 -0.31 0.762638 0.868009 -7.30
254358_at  putative protein light induced protein h--- AT4G22310 -1.02 -0.03 -0.31 0.76273 0.868071 -7.30
257564_at unknown protein --- AT3G28610 -1.04 -0.05 -0.31 0.762963 0.868292 -7.30
247309_at putative protein contains similarity to p --- AT5G63940 1.04 0.05 0.31 0.763092 0.868396 -7.30
247894_at putative protein similar to unknown proCPL4 AT5G58000 / 1.04 0.06 0.31 0.76329 0.868535 -7.30
249661_x_ putative protein similar to unknown pro--- --- -1.03 -0.04 -0.31 0.763287 0.868535 -7.30
254441_at  prolamin box binding protein - like PBF--- AT4G21050 -1.02 -0.03 -0.31 0.76333 0.868537 -7.30
261775_at hypothetical protein predicted by gene --- AT1G76280 1.03 0.04 0.31 0.76346 0.868641 -7.30
259176_at  putative cell division control protein simCDC48C AT3G01610 1.03 0.04 0.31 0.763642 0.868805 -7.30
265745_at hypothetical protein predicted by gensc--- --- -1.02 -0.03 -0.31 0.763706 0.868835 -7.30
260354_at unknown protein  ;supported by full-len--- AT1G69330 -1.04 -0.05 -0.31 0.764349 0.869522 -7.30
264492_at  unknown protein similar to unknown p --- AT1G27430 -1.02 -0.03 -0.31 0.764495 0.869645 -7.30
265651_at hypothetical protein predicted by gensc--- AT2G13900 -1.02 -0.03 -0.31 0.764696 0.869776 -7.30



252642_at  putative protein predicted protein, Ara --- AT3G44580 1.02 0.03 0.31 0.764695 0.869776 -7.30
265406_at En/Spm-like transposon protein related--- --- 1.02 0.03 0.31 0.764724 0.869776 -7.30
253004_at putative protein --- AT4G38280 / 1.04 0.05 0.31 0.764901 0.869783 -7.30
253788_at  aromatic amino-acid decarboxylase - --- AT4G28680 1.03 0.04 0.31 0.764789 0.869783 -7.30
255329_at hypothetical protein --- AT4G04370 1.02 0.03 0.31 0.764921 0.869783 -7.30
250612_s_  putative protein ARR2 protein - ArabidARR13 AT2G27070 / -1.03 -0.05 -0.31 0.764824 0.869783 -7.30
259869_at putative heat shock protein predicted b--- AT1G76770 1.03 0.04 0.31 0.764852 0.869783 -7.30
264722_at unknown protein location of EST emb| --- AT1G22970 1.03 0.05 0.31 0.765207 0.87002 -7.30
251426_at  URIDYLATE KINASE-like protein URI --- AT3G60180 -1.03 -0.04 -0.31 0.765244 0.87002 -7.30
254449_at  putative protein predicted protein, CaeHEN1 AT4G20910 -1.03 -0.05 -0.31 0.765225 0.87002 -7.30
259728_at putative coatomer zeta subunit similar --- AT1G60970 1.02 0.03 0.31 0.765331 0.870076 -7.30
256752_at hypothetical protein predicted by gene --- AT3G27180 1.04 0.06 0.31 0.765437 0.87011 -7.30
254681_at  putative protein HYA22 protein, Homo--- AT4G18140 1.04 0.06 0.31 0.765422 0.87011 -7.30
258367_at putative protein kinase similar to proteiWAG2 AT3G14370 1.03 0.04 0.31 0.765523 0.870164 -7.30
251126_at  putative protein various predicted prot --- AT5G01070 -1.02 -0.03 -0.31 0.765609 0.870219 -7.30
262880_at hypothetical protein contains similarity --- AT1G64880 1.06 0.09 0.31 0.765704 0.87024 -7.30
251401_at  stellacyanin (uclacyanin 3) - like prote --- AT3G60270 -1.03 -0.05 -0.31 0.765697 0.87024 -7.30
258780_at putative ubiquitin carboxyl-terminal hydUBP13 AT3G11910 1.02 0.03 0.31 0.765798 0.870303 -7.30
258936_s_  hypothetical protein similar to hypothe--- --- -1.02 -0.03 -0.31 0.765947 0.870349 -7.30
254182_at  putative protein various npredicted pro--- AT4G23950 1.03 0.04 0.31 0.765988 0.870349 -7.30
255463_at  putative polyprotein of LTR transposo --- --- -1.03 -0.04 -0.31 0.766025 0.870349 -7.30
256260_at hypothetical protein --- AT3G12440 -1.02 -0.03 -0.31 0.765949 0.870349 -7.30
264759_at  receptor protein kinase (IRK1), putativ--- AT1G61480 -1.03 -0.04 -0.31 0.766037 0.870349 -7.30
258337_at hypothetical protein predicted by gene --- AT3G16040 -1.04 -0.05 -0.31 0.766068 0.870349 -7.30
261932_at hypothetical protein predicted by gene --- AT1G22420 1.02 0.03 0.31 0.766306 0.870533 -7.30
247135_at auxin-induced protein-like --- AT5G66260 1.02 0.03 0.31 0.766285 0.870533 -7.30
263586_at unknown protein predicted by genscan--- AT2G25350 -1.03 -0.05 -0.31 0.766419 0.870618 -7.30
258905_at unknown protein similar to hypothetica --- AT3G06390 -1.04 -0.06 -0.31 0.766537 0.87068 -7.30
266334_at hypothetical protein predicted by genef--- AT2G32380 -1.04 -0.06 -0.31 0.76655 0.87068 -7.30
259919_at  putative exportin, tRNA (nuclear expo PSD AT1G72560 1.03 0.05 0.31 0.766659 0.870761 -7.30
253265_at  putative protein RING-finger protein, L--- AT4G34040 -1.02 -0.03 -0.31 0.766714 0.87078 -7.30
261227_at  proteasome regulatory subunit S3, pu EMB2719 AT1G20200 1.02 0.03 0.31 0.766769 0.870799 -7.30
255557_at hypothetical protein  ; supported by cD--- AT4G01990 1.04 0.06 0.31 0.766886 0.870841 -7.30
264174_s_ hypothetical protein ANAC004 AT1G02230 1.04 0.05 0.31 0.76692 0.870841 -7.30
252992_at  putative protein phosphatase-2c prote--- AT4G38520 -1.04 -0.05 -0.31 0.766873 0.870841 -7.30



251053_at  Ca2+/H+ exchanger-like protein Ca2+CAX4 AT5G01490 -1.05 -0.07 -0.31 0.766961 0.870844 -7.30
246904_at  DNA methyltransferase PMT1 - like prDNMT2 AT5G25480 -1.03 -0.04 -0.31 0.767199 0.87095 -7.30
253366_at  putative protein predicted protein, Ara --- AT4G33180 1.03 0.05 0.31 0.767331 0.87095 -7.30
260450_at hypothetical protein predicted by gensc--- AT1G72390 -1.04 -0.05 -0.31 0.767222 0.87095 -7.30
266107_at hypothetical protein predicted by gensc--- AT2G37910 -1.04 -0.05 -0.31 0.76727 0.87095 -7.30
245883_at  ribosomal protein S15-like ribosomal p--- AT5G09500 -1.02 -0.03 -0.31 0.767358 0.87095 -7.30
257971_at unknown protein similar to hypothetica GC6 AT3G27530 -1.04 -0.06 -0.31 0.76736 0.87095 -7.30
247750_at  protein kinase 6 - like protein kinase 6--- AT5G58950 1.03 0.04 0.31 0.767246 0.87095 -7.30
266063_at putative SNF2/RAD54 family DNA repaCHR8 AT2G18760 1.03 0.04 0.31 0.767216 0.87095 -7.30
253675_at hypothetical protein --- AT4G29560 1.02 0.03 0.31 0.767476 0.871039 -7.30
263487_at hypothetical protein predicted by genef--- AT2G31850 1.02 0.03 0.31 0.767565 0.871096 -7.30
249669_at putative protein similar to unknown pro--- --- -1.02 -0.03 -0.31 0.767605 0.871098 -7.30
248697_at putative protein contains similarity to a --- AT5G48370 -1.05 -0.07 -0.31 0.767679 0.871138 -7.30
260725_at Expressed protein ; supported by full-le--- AT1G48170 -1.03 -0.04 -0.31 0.767765 0.871193 -7.30
248786_at unknown protein --- AT5G47410 -1.04 -0.06 -0.31 0.767827 0.87122 -7.30
246765_at  glutamic acid-rich protein hypothetical --- AT5G27330 1.03 0.04 0.31 0.768041 0.871419 -7.30
258598_at hypothetical protein predicted by gensc--- AT3G04410 1.03 0.05 0.31 0.768165 0.871517 -7.30
245181_at putative protein similarity to various pre--- AT5G12420 1.07 0.10 0.31 0.768283 0.871607 -7.30
247650_at putative protein  ;supported by full-leng--- AT5G59960 1.04 0.06 0.31 0.768418 0.871717 -7.30
250607_at  putative protein mammalian inositol heIPK2a AT5G07370 -1.02 -0.03 -0.31 0.768573 0.871769 -7.30
260735_at  disease resistance protein, putative si --- AT1G17610 1.05 0.07 0.31 0.768553 0.871769 -7.30
263141_at hypothetical protein similar to unknown--- AT1G65210 1.02 0.03 0.31 0.768578 0.871769 -7.30
257538_at hypothetical protein predicted by gene --- AT3G16160 1.02 0.03 0.31 0.768649 0.871805 -7.30
249786_at putative protein strong similarity to unkABIL3 AT5G24310 -1.05 -0.07 -0.31 0.768772 0.871859 -7.30
261711_at unknown protein similar to hypothetica --- AT1G32700 1.03 0.04 0.31 0.76877 0.871859 -7.30
246655_at hypothetical protein --- AT5G35230 -1.02 -0.03 -0.31 0.768864 0.87192 -7.30
247846_at putative protein --- AT5G58100 -1.02 -0.04 -0.31 0.769061 0.872099 -7.30
260836_at hypothetical protein predicted by gensc--- --- -1.02 -0.03 -0.31 0.769129 0.872133 -7.30
258592_at hypothetical protein contains Pfam pro --- AT3G04130 -1.03 -0.04 -0.30 0.769585 0.872607 -7.30
266242_at hypothetical protein predicted by gensc--- AT2G27790 -1.02 -0.03 -0.30 0.769671 0.872651 -7.30
252801_at  putative protein various predicted Heli --- --- 1.02 0.03 0.30 0.769735 0.872651 -7.30
246648_at putative protein predicted proteins from--- --- 1.02 0.03 0.30 0.769739 0.872651 -7.30
258237_at myb protein identical to ATMYB3 GB:BATMYB21 AT3G27810 1.02 0.03 0.30 0.769855 0.87274 -7.30
249976_at  Serine/arginine rich protein - like SerinSCL28 AT5G18810 1.03 0.04 0.30 0.770027 0.872891 -7.30
252526_at  putative protein ethylene-forming enzy--- AT3G46480 1.03 0.04 0.30 0.770267 0.87312 -7.30



267068_at unknown protein --- AT2G41020 -1.03 -0.04 -0.30 0.770415 0.873177 -7.30
266531_at  putative plasma membrane intrinsic pr--- AT2G16835 1.02 0.03 0.30 0.770534 0.873177 -7.30
262621_at hypothetical protein --- AT1G06530 -1.02 -0.03 -0.30 0.770434 0.873177 -7.30
263103_at putative Ta11-like non-LTR retroeleme--- --- 1.02 0.04 0.30 0.770498 0.873177 -7.30
260524_at unknown protein --- AT2G47230 1.02 0.03 0.30 0.770413 0.873177 -7.30
261662_at  MAP kinase kinase 5, putative similar ATMKK7 AT1G18350 -1.02 -0.03 -0.30 0.770547 0.873177 -7.30
256440_at unknown protein  ;supported by full-len--- AT3G10970 1.02 0.03 0.30 0.770687 0.873292 -7.30
251286_at  putative protein Bcl-2-interacting prote--- AT3G61710 -1.02 -0.03 -0.30 0.770834 0.873408 -7.30
256610_at hypothetical protein predicted by gene --- AT3G30845 -1.02 -0.03 -0.30 0.770866 0.873408 -7.30
259490_at hypothetical protein preedicted by gene--- AT1G15800 1.02 0.03 0.30 0.771016 0.873491 -7.30
264993_at  glyoxal oxidase (glx1), putative similar--- AT1G67290 1.04 0.06 0.30 0.770982 0.873491 -7.30
257779_at  protein kinase, putative similar to PROCDG1 AT3G26940 1.02 0.03 0.30 0.771157 0.873494 -7.30
267447_at putative GTP-binding protein ArRABA1h AT2G33870 -1.02 -0.03 -0.30 0.771171 0.873494 -7.30
255645_at coded for by A. thaliana cDNA T43845--- AT4G00880 -1.04 -0.06 -0.30 0.771129 0.873494 -7.30
246658_at  putative protein predicted proteins, Ara--- --- 1.02 0.03 0.30 0.771114 0.873494 -7.30
255215_at putative athila transposon protein --- --- -1.02 -0.03 -0.30 0.77126 0.873551 -7.30
265276_at hypothetical protein predicted by gensc--- AT2G28400 -1.04 -0.06 -0.30 0.771448 0.873673 -7.30
264681_s_  permease 1-like protein permease 1 - --- AT1G65550 / 1.03 0.04 0.30 0.771459 0.873673 -7.30
252049_at putative protein putative and hypothetic--- AT3G52510 -1.02 -0.03 -0.30 0.771482 0.873673 -7.30
263555_at unknown protein  ;supported by full-len--- AT2G16460 1.02 0.03 0.30 0.771587 0.873748 -7.30
267096_at unknown protein  ; supported by cDNA--- AT2G38180 -1.05 -0.07 -0.30 0.771683 0.873813 -7.30
267543_at 26S proteasome regulatory subunit --- AT2G32730 1.02 0.03 0.30 0.771866 0.873934 -7.30
247510_at  putative protein predicted proteins, D. --- AT5G62030 -1.03 -0.04 -0.30 0.771842 0.873934 -7.30
256608_at hypothetical protein predicted by gene --- AT3G30840 -1.02 -0.03 -0.30 0.77219 0.874257 -7.30
267477_at putative receptor-like protein kinase PLPB AT2G02710 1.05 0.07 0.30 0.772511 0.874558 -7.30
250597_at NAM (no apical meristem)-like protein ANAC080 AT5G07680 1.05 0.07 0.30 0.772533 0.874558 -7.30
258488_at unknown protein  ;supported by full-len--- AT3G02420 -1.03 -0.04 -0.30 0.772685 0.874688 -7.30
252793_at hypothetical protein --- --- 1.02 0.03 0.30 0.772728 0.874692 -7.30
254395_at  subtilisin-like protease subtilisin-like p --- AT4G21640 -1.02 -0.03 -0.30 0.773039 0.875001 -7.30
246491_at hypothetical protein --- AT5G16100 -1.02 -0.03 -0.30 0.773373 0.875336 -7.30
254750_at putative protein --- AT4G13150 -1.03 -0.04 -0.30 0.77352 0.875419 -7.30
251327_at  prolyl aminopeptidase-like protein pro --- AT3G61540 1.02 0.03 0.30 0.773523 0.875419 -7.30
257447_at hypothetical protein predicted by gensc--- AT2G04230 1.02 0.03 0.30 0.77368 0.875553 -7.30
248024_at putative protein contains similarity to sa--- AT5G55840 -1.03 -0.04 -0.30 0.773769 0.875566 -7.30
260114_at  AIG1-like protein similar to AIG1 prote--- AT1G33880 1.02 0.03 0.30 0.773745 0.875566 -7.30



246980_at peptidylprolyl isomerase (cyclophilin)-li --- AT5G67530 -1.02 -0.03 -0.30 0.773872 0.875621 -7.30
267183_at hypothetical protein predicted by gensc--- AT2G44020 1.02 0.03 0.30 0.773946 0.875621 -7.30
251027_at  putative protein hypothetical protein F --- AT5G02210 -1.02 -0.03 -0.30 0.773971 0.875621 -7.30
263316_s_ putative ligand-gated ion channel proteATGLR2.3 AT2G24710 / 1.02 0.03 0.30 0.773899 0.875621 -7.30
260250_at putative phosphoribosylformylglycinamPUR4 AT1G74260 1.03 0.04 0.30 0.774034 0.875649 -7.30
262031_x_ hypothetical protein similar to putative --- --- 1.02 0.03 0.30 0.774087 0.875665 -7.30
256151_at  multispanning membrane protein, puta--- AT1G55130 -1.03 -0.05 -0.30 0.774211 0.875676 -7.30
247045_at putative protein similar to unknown pro--- AT5G66930 1.03 0.04 0.30 0.774183 0.875676 -7.30
246728_at  putative protein various predicted prot --- AT5G28040 -1.02 -0.03 -0.30 0.774144 0.875676 -7.30
260383_s_ putative 60S ribosomal protein L6 simi --- AT1G74050 / -1.03 -0.05 -0.30 0.774374 0.875817 -7.30
255227_at  D123 -like protein protein D123, RattuEDA35 AT4G05440 1.03 0.04 0.30 0.774543 0.875906 -7.30
262778_at hypothetical protein predicted by genef--- AT1G13050 -1.02 -0.03 -0.30 0.774498 0.875906 -7.30
253292_at Expressed protein ; supported by full-le--- AT4G33985 1.04 0.05 0.30 0.774568 0.875906 -7.30
250389_at  putative protein probable flavin-contai YUC4 AT5G11320 1.02 0.03 0.30 0.774622 0.875924 -7.30
259668_at hypothetical protein predicted by gene --- AT1G52390 1.02 0.03 0.30 0.774664 0.875927 -7.30
252856_at putative protein ; supported by cDNA: g--- AT4G39690 -1.02 -0.03 -0.30 0.77487 0.876117 -7.30
257386_at hypothetical protein predicted by gensc--- AT2G42440 1.02 0.03 0.30 0.774993 0.876212 -7.30
261698_at unknown protein identical to hypothetic--- AT1G32630 1.03 0.04 0.30 0.775088 0.876256 -7.30
254371_at  beta-glucosidase -like protein beta-gluBGLU47 AT4G21760 1.02 0.03 0.30 0.775147 0.876256 -7.30
253243_at putative protein --- AT4G34560 -1.10 -0.13 -0.30 0.775125 0.876256 -7.30
246361_s_ hypothetical protein --- --- 1.02 0.03 0.30 0.775218 0.876294 -7.30
257587_at  3'-5' exonuclease, putative contains P --- AT1G56310 -1.02 -0.03 -0.30 0.775317 0.876361 -7.30
262339_at  WRKY DNA binding protein, putative sWRKY56 AT1G64000 -1.02 -0.03 -0.30 0.775362 0.87637 -7.30
259016_at unknown protein HMM hit: 2Fe-2S iron--- AT3G07480 1.03 0.04 0.30 0.775624 0.876622 -7.30
245105_at hypothetical protein predicted by gensc--- AT2G41610 -1.04 -0.06 -0.30 0.77573 0.876699 -7.30
250247_at unknown protein --- AT5G13720 -1.02 -0.03 -0.30 0.775989 0.876934 -7.30
254488_at  putative protein receptor-like protein k --- AT4G20790 1.02 0.03 0.30 0.776084 0.876934 -7.30
253375_at hypothetical protein --- AT4G33280 1.02 0.03 0.30 0.776092 0.876934 -7.30
251903_at  putative protein 24 kDa seed maturatio--- AT3G54120 -1.06 -0.08 -0.30 0.776073 0.876934 -7.30
265164_at putative OBP32pep protein --- AT1G23600 -1.02 -0.03 -0.30 0.776185 0.876995 -7.30
253368_at  myosin - like protein unconventional mXI-I AT4G33200 -1.02 -0.03 -0.30 0.776309 0.877005 -7.30
250387_at  putative protein predicted proteins, Ara--- AT5G11290 -1.02 -0.03 -0.30 0.776254 0.877005 -7.30
254462_at putative protein  ;supported by full-leng--- AT4G20150 1.02 0.03 0.30 0.776304 0.877005 -7.30
260495_at unknown protein similar to T11A07.10 --- AT2G41810 1.03 0.05 0.30 0.776415 0.877081 -7.30
262214_at  germin subunit, putative similar to ger --- AT1G74820 -1.02 -0.03 -0.30 0.776564 0.877206 -7.30



252583_at putative protein several hypothetical pr--- AT3G45540 1.02 0.03 0.30 0.776662 0.877273 -7.30
263554_at putative Ta11-like non-LTR retroeleme--- --- -1.04 -0.06 -0.30 0.776748 0.877301 -7.30
261679_at  polyprotein, putative similar to polypro--- --- -1.02 -0.03 -0.30 0.776763 0.877301 -7.30
266529_at putative salt-inducible protein --- AT2G16880 -1.03 -0.04 -0.29 0.777054 0.877586 -7.31
267510_at unknown protein  ; supported by full-le SAP18 AT2G45640 1.03 0.05 0.29 0.777112 0.877608 -7.31
267386_at unknown protein --- AT2G44430 1.04 0.05 0.29 0.777163 0.877622 -7.31
263017_at putative cyclin 2 CYCB2;1 AT2G17620 -1.02 -0.03 -0.29 0.777317 0.877752 -7.31
262650_at  lipoamide dehydrogenase, putative   --- AT1G14090 1.02 0.02 0.29 0.777614 0.878044 -7.31
250460_at putative protein similar to unknown pro--- AT5G09850 -1.02 -0.03 -0.29 0.777667 0.878059 -7.31
260437_at hypothetical protein predicted by gensc--- AT1G68380 1.02 0.03 0.29 0.777725 0.878059 -7.31
246077_at  putative protein XNP-1, Caenorhabdit CHR42 AT5G20420 -1.04 -0.05 -0.29 0.777742 0.878059 -7.31
253657_at  cadmium-transporting ATPase-like proHMA2 AT4G30110 1.06 0.09 0.29 0.778148 0.878225 -7.31
259039_at unknown protein  ;supported by full-len--- AT3G09250 -1.02 -0.03 -0.29 0.778055 0.878225 -7.31
267554_at  E2, ubiquitin-conjugating enzyme, put --- AT2G32790 -1.03 -0.04 -0.29 0.778173 0.878225 -7.31
267058_at putative protein kinase contains a proteMAPKKK17 AT2G32510 1.04 0.05 0.29 0.778198 0.878225 -7.31
264544_s_ unknown protein --- AT1G55790 / -1.02 -0.03 -0.29 0.778162 0.878225 -7.31
266645_at hypothetical protein --- AT2G29880 1.02 0.03 0.29 0.778022 0.878225 -7.31
260611_at  putative beta-1,3-glucanase, C termin --- AT2G43670 -1.03 -0.04 -0.29 0.778174 0.878225 -7.31
252493_at hypothetical protein --- AT3G46750 1.03 0.04 0.29 0.778122 0.878225 -7.31
254187_at  putative protein hypothetical protein, S--- AT4G23890 1.02 0.03 0.29 0.778377 0.878384 -7.31
253523_at  putative protein myosin heavy chain, n--- AT4G31340 1.02 0.03 0.29 0.778553 0.878496 -7.31
245475_at hypothetical protein --- AT4G16080 -1.02 -0.03 -0.29 0.778548 0.878496 -7.31
260308_at putative ABC transporter contains PfamATTAP1 AT1G70610 1.05 0.07 0.29 0.77867 0.878584 -7.31
256497_at  ORF1, putative similar to ORF1 GI:45 ECS1 AT1G31580 1.05 0.07 0.29 0.778785 0.878584 -7.31
260891_at cysteine protease contains similarity to--- AT1G29080 -1.02 -0.04 -0.29 0.778769 0.878584 -7.31
264991_s_ putative protein hypothetical proteins - --- AT1G67400 / -1.04 -0.05 -0.29 0.778741 0.878584 -7.31
246166_at putative protein --- --- -1.02 -0.03 -0.29 0.779064 0.878725 -7.31
252455_at  putative protein various predicted prot --- AT3G47140 1.02 0.03 0.29 0.779026 0.878725 -7.31
265813_at  putative NAM (no apical meristem)-likeVND1 AT2G18060 1.02 0.03 0.29 0.779034 0.878725 -7.31
247165_at transcription factor-like protein  ; suppoMYB68 AT5G65790 1.02 0.03 0.29 0.77896 0.878725 -7.31
248112_at wax synthase-like protein --- AT5G55350 -1.03 -0.04 -0.29 0.779325 0.878925 -7.31
256684_at  geranylgeranyl pyrophosphate syntha --- AT3G32040 1.03 0.04 0.29 0.779357 0.878925 -7.31
263012_at  homeotic protein, putative similar to hoKNAT6 AT1G23380 1.02 0.03 0.29 0.779317 0.878925 -7.31
250729_at ubiquitin activating enzyme 2 (UBA2) idUBA 2 AT5G06460 1.02 0.03 0.29 0.779448 0.878941 -7.31
247663_at  putative protein predicted proteins, AraAPUM18 AT5G60110 1.02 0.03 0.29 0.779415 0.878941 -7.31



257943_at  SKP1/ASK1 (At7), putative similar to SASK7 AT3G21840 1.03 0.04 0.29 0.779604 0.879073 -7.31
262336_at hypothetical protein predicted be gene TOM7-2 AT1G64220 1.02 0.03 0.29 0.779725 0.879122 -7.31
251898_at floral homeotic protein APETALA3 (APAP3 AT3G54340 1.02 0.03 0.29 0.779697 0.879122 -7.31
264332_at hypothetical protein predicted by gene --- AT1G61920 1.02 0.03 0.29 0.779876 0.879237 -7.31
253986_at  putative protein predicted protein, Ara --- AT4G26210 1.04 0.06 0.29 0.779904 0.879237 -7.31
261411_at  histone H2B identical to GB:CAA7315HTB1 AT1G07790 1.04 0.05 0.29 0.780178 0.879416 -7.31
254057_at putative protein  ;supported by full-leng--- AT4G25170 1.04 0.06 0.29 0.780156 0.879416 -7.31
248016_at putative protein similar to unknown pro--- AT5G56380 1.03 0.04 0.29 0.780146 0.879416 -7.31
247298_at glucosidase II alpha subunit RSW3 AT5G63840 -1.02 -0.03 -0.29 0.78038 0.879437 -7.31
256842_at hypothetical protein predicted by gene --- --- 1.02 0.03 0.29 0.780329 0.879437 -7.31
256605_at hypothetical protein predicted by gensc--- AT3G32940 1.03 0.04 0.29 0.780319 0.879437 -7.31
267122_at putative acetone-cyanohydrin lyase MES6 AT2G23550 -1.02 -0.03 -0.29 0.780389 0.879437 -7.31
258118_at unknown protein --- AT3G14710 1.03 0.04 0.29 0.78035 0.879437 -7.31
254973_at  putative retrotransposon Oryza austra --- --- -1.03 -0.04 -0.29 0.780442 0.879453 -7.31
253236_at  putative protein ARI protein, Drosophi ARI1 AT4G34370 -1.02 -0.03 -0.29 0.780547 0.879528 -7.31
247756_at subtilisin-like serine protease contains --- AT5G59100 1.02 0.03 0.29 0.780863 0.87984 -7.31
264740_at unknown protein --- AT1G62070 -1.02 -0.03 -0.29 0.780918 0.879859 -7.31
248707_at putative protein similar to unknown pro--- AT5G48550 -1.02 -0.04 -0.29 0.781041 0.879954 -7.31
255135_at putative protein several hypothetical pr--- --- 1.02 0.03 0.29 0.781188 0.880075 -7.31
262371_at putative glycosyl transferase contains --- AT1G73160 -1.02 -0.03 -0.29 0.781265 0.880076 -7.31
267537_at putative guanylate kinase  ; supported GK-1 AT2G41880 1.07 0.10 0.29 0.781239 0.880076 -7.31
263031_at  glucosyltransferase, putative similar toATCSLA10 AT1G24070 -1.11 -0.15 -0.29 0.781385 0.880124 -7.31
263266_at hypothetical protein predicted by gensc--- AT2G16520 1.02 0.03 0.29 0.78135 0.880124 -7.31
263617_at putative retroelement pol polyprotein --- --- 1.03 0.04 0.29 0.781533 0.880247 -7.31
248156_at unknown protein --- AT5G54410 -1.02 -0.03 -0.29 0.781588 0.880266 -7.31
262467_at hypothetical protein similar to hypothetFU AT1G50240 -1.03 -0.04 -0.29 0.781699 0.880316 -7.31
251077_at  putative protein COP1-interacting prot --- AT5G01980 -1.02 -0.03 -0.29 0.78171 0.880316 -7.31
255785_at sulfate adenylyltransferase identical to APS2 AT1G19920 -1.02 -0.03 -0.29 0.781776 0.880347 -7.31
266978_at putative disease resistance response p--- AT2G39430 1.02 0.03 0.29 0.781927 0.880473 -7.31
248856_at putative protein similar to unknown pro--- AT5G46620 -1.02 -0.03 -0.29 0.781978 0.880488 -7.31
247757_at putative protein --- AT5G59105 / -1.02 -0.03 -0.29 0.782049 0.880524 -7.31
262264_at Niemann-Pick C disease protein-like p --- AT1G42470 1.06 0.09 0.29 0.782253 0.880624 -7.31
257307_at  myb-like transcription factor, putative cMYB121 AT3G30210 1.03 0.04 0.29 0.782212 0.880624 -7.31
252732_at  putative protein predicted proteins, Ara--- --- -1.02 -0.03 -0.29 0.78224 0.880624 -7.31
260071_at putative proline-rich protein precursor sESP1 AT1G73840 -1.02 -0.03 -0.29 0.782386 0.880729 -7.31



256027_at putative protein --- AT1G34160 1.02 0.03 0.29 0.782497 0.880768 -7.31
251566_at putative protein several hypothetical pr--- AT3G58210 -1.02 -0.03 -0.29 0.782478 0.880768 -7.31
254766_at  putative protein predicted protein, Ara TPS12 AT4G13280 1.02 0.03 0.29 0.7826 0.88084 -7.31
251408_at  palmitoyl-protein thioesterase precurs --- AT3G60340 -1.03 -0.04 -0.29 0.782718 0.88093 -7.31
252682_at  putative protein AtOXA1, Arabidopsis --- AT3G44370 -1.03 -0.04 -0.29 0.782846 0.88103 -7.31
255843_at unknown protein CPL3 AT2G33540 -1.02 -0.03 -0.29 0.783041 0.881206 -7.31
263848_at putative reverse transcriptase --- --- 1.03 0.04 0.29 0.783094 0.881222 -7.31
259780_at  exonuclease, putative similar to GI:48 --- AT1G29630 1.02 0.03 0.29 0.783134 0.881224 -7.31
262068_at  splicing factor Prp8, putative similar toSUS2 AT1G80070 1.03 0.05 0.29 0.783186 0.881238 -7.31
249350_at  MYB -like protein MYB22, ArabidopsisMYB115 AT5G40360 -1.02 -0.03 -0.29 0.783274 0.881268 -7.31
258290_at hypothetical protein predicted by gene --- AT3G23460 -1.02 -0.03 -0.29 0.783289 0.881268 -7.31
267164_at CER1-like protein may be involved in w--- AT2G37700 1.02 0.03 0.29 0.783348 0.88129 -7.31
259594_at unknown protein contains similarity to c--- AT1G28140 1.02 0.03 0.29 0.783455 0.881368 -7.31
260025_at unknown protein ;supported by full-leng--- AT1G30070 -1.04 -0.05 -0.29 0.78368 0.881429 -7.31
266222_at hypothetical protein predicted by gensc--- AT2G28780 -1.02 -0.03 -0.29 0.783671 0.881429 -7.31
258537_at putative disease resistance protein sim--- AT3G04210 1.09 0.13 0.29 0.783736 0.881429 -7.31
248496_at MtN3-like protein  ;supported by full-len--- AT5G50790 -1.03 -0.04 -0.29 0.783692 0.881429 -7.31
261645_at hypothetical protein similar to hypothet --- --- -1.02 -0.03 -0.29 0.783769 0.881429 -7.31
257346_at  pseudogene, putative retroelement po--- --- -1.02 -0.03 -0.29 0.78372 0.881429 -7.31
260657_at  wall-associated kinase 2, putative sim --- AT1G19390 -1.03 -0.04 -0.29 0.78378 0.881429 -7.31
256439_at putative [Mn] superoxide dismutase simMSD1 AT3G10920 1.03 0.04 0.29 0.783902 0.881486 -7.31
261385_at  lipid-transfer protein, putative similar to--- AT1G05450 1.02 0.03 0.29 0.783908 0.881486 -7.31
263567_at hypothetical protein predicted by genef--- AT2G15440 -1.03 -0.04 -0.29 0.783971 0.881502 -7.31
249371_at hypothetical protein --- AT5G40750 -1.02 -0.03 -0.29 0.784038 0.881502 -7.31
263652_at unknown protein EST gb|H76414 come--- AT1G04330 -1.02 -0.03 -0.29 0.784038 0.881502 -7.31
254775_at hypothetical protein --- AT4G13450 1.02 0.02 0.28 0.784289 0.88174 -7.31
255837_at unknown protein RIC1 AT2G33460 1.02 0.03 0.28 0.784549 0.881861 -7.31
248254_at receptor protein kinase-like protein --- AT5G53320 -1.03 -0.04 -0.28 0.784551 0.881861 -7.31
245153_at  putative protein similarity to predicted --- AT5G12450 -1.02 -0.03 -0.28 0.784476 0.881861 -7.31
257813_at  Cdc45-like protein similar to Cdc45 GBCDC45 AT3G25100 1.02 0.03 0.28 0.784485 0.881861 -7.31
259500_at unknown protein ; supported by cDNA:--- AT1G15740 -1.03 -0.04 -0.28 0.784611 0.881885 -7.31
259670_at  protein kinase, putative similar to GI:7 --- AT1G52310 1.03 0.04 0.28 0.784704 0.881894 -7.31
267025_at unknown protein predicted by genscan--- AT2G38350 -1.02 -0.03 -0.28 0.784685 0.881894 -7.31
250889_at  putative protein exostose-related prote--- AT5G04500 1.02 0.03 0.28 0.784735 0.881894 -7.31
246542_at  transcriptional regulatory - like protein SNL2 AT5G15020 1.03 0.04 0.28 0.784992 0.881986 -7.31



256153_at  ubiquitin-like (UBQ12), putative simila UBQ12 AT1G55060 1.03 0.04 0.28 0.784967 0.881986 -7.31
249749_at unknown protein BIN4 AT5G24630 1.03 0.04 0.28 0.784889 0.881986 -7.31
252767_at  ring-box protein-like ring-box protein 1--- AT3G42830 -1.02 -0.03 -0.28 0.78493 0.881986 -7.31
245230_at  hypothetical protein Contains Zinc fing--- AT4G25610 -1.03 -0.04 -0.28 0.78501 0.881986 -7.31
254400_at kinesin-related protein katA  ; supporteATK1 AT4G21270 -1.02 -0.03 -0.28 0.785072 0.882012 -7.31
258542_at unknown protein --- AT3G07030 1.03 0.04 0.28 0.785164 0.882072 -7.31
254995_at putative protein --- AT4G10370 1.03 0.04 0.28 0.785445 0.88225 -7.31
267086_at putative salt-inducible protein --- AT2G32630 1.03 0.04 0.28 0.785477 0.88225 -7.31
249058_at disease resistance protein-like TAO1 AT5G44510 1.03 0.04 0.28 0.78545 0.88225 -7.31
253727_at profilin 2  ; supported by full-length cDNPFN2 AT4G29350 -1.02 -0.03 -0.28 0.785431 0.88225 -7.31
254607_at hypothetical protein  ;supported by full---- AT4G18920 -1.02 -0.03 -0.28 0.785642 0.882391 -7.31
246890_at Expressed protein ; supported by cDNA--- AT5G25410 -1.02 -0.04 -0.28 0.785749 0.882425 -7.31
257419_at hypothetical protein predicted by gensc--- AT1G30800 -1.02 -0.03 -0.28 0.785714 0.882425 -7.31
262606_at hypothetical protein predicted by gensc--- AT1G15190 -1.03 -0.04 -0.28 0.785843 0.882471 -7.31
261285_at Ca2+-dependent membrane-binding p ANNAT1 AT1G35720 -1.06 -0.09 -0.28 0.785867 0.882471 -7.31
252162_at hypothetical protein --- AT3G50590 -1.04 -0.05 -0.28 0.78604 0.882535 -7.31
257785_at  geranylgeranylated protein, putative s MUB4 AT3G26980 -1.08 -0.11 -0.28 0.785999 0.882535 -7.31
247301_at DNA topoisomerase III --- AT5G63920 1.03 0.05 0.28 0.786018 0.882535 -7.31
253355_at putative protein --- AT4G33380 -1.02 -0.03 -0.28 0.786223 0.882666 -7.31
259684_at unknown protein --- AT1G63070 -1.02 -0.03 -0.28 0.786234 0.882666 -7.31
261463_at hypothetical protein predicted by gensc--- AT1G07730 / 1.02 0.03 0.28 0.786541 0.882966 -7.31
248315_at selenium-binding protein-like MEF1 AT5G52630 -1.02 -0.03 -0.28 0.786833 0.883251 -7.31
254377_at  subtilisin proteinase - like subtilisin-like--- AT4G21650 -1.12 -0.16 -0.28 0.786872 0.883251 -7.31
249411_at  raffinose synthase -like protein raffinosSIP1 AT5G40390 -1.06 -0.08 -0.28 0.787195 0.883513 -7.31
260974_at  receptor-like serine/threonine kinase, --- AT1G53440 1.05 0.07 0.28 0.787172 0.883513 -7.31
263524_x_ hypothetical protein predicted by gensc--- --- 1.03 0.04 0.28 0.787222 0.883513 -7.31
267594_at hypothetical protein predicted by genef--- AT2G33000 -1.02 -0.03 -0.28 0.787314 0.883573 -7.31
247513_at  quinone oxidoreductase - like protein q--- AT5G61510 1.03 0.05 0.28 0.787353 0.883574 -7.31
255863_s_ putative GDSL-motif lipase/hydrolase s--- AT2G30220 / -1.02 -0.03 -0.28 0.787405 0.883588 -7.31
AFFX-BioC E. coli /GEN=bioC /DB_XREF=gb:J044--- --- 1.04 0.06 0.28 0.787453 0.883599 -7.31
259427_at  MADS-box transcription factor, putativAGL28 AT1G01530 1.02 0.03 0.28 0.787612 0.883734 -7.31
252691_at  kinesin -like protein KLP2 protein, Xen--- AT3G44050 1.02 0.03 0.28 0.787676 0.883762 -7.31
265009_at  putative protein kinase similar to GB:A--- AT1G24650 1.02 0.03 0.28 0.787715 0.883763 -7.31
258506_at hypothetical protein predicted by gene --- AT3G06520 1.03 0.05 0.28 0.787872 0.883895 -7.31
260154_at putative histone H2A similar to histone HTA9 AT1G52740 1.03 0.05 0.28 0.787962 0.883953 -7.31



267366_at unknown protein  ;supported by full-len--- AT2G44310 / 1.02 0.03 0.28 0.788005 0.883957 -7.31
262861_at hypothetical protein similar to hypothet --- AT1G64820 -1.02 -0.03 -0.28 0.788108 0.884004 -7.31
245464_at hypothetical protein UGLYAH AT4G17050 -1.03 -0.04 -0.28 0.788123 0.884004 -7.31
246695_at putative protein --- --- 1.03 0.04 0.28 0.788248 0.884091 -7.31
250641_at  putative bZIP protein bZIP protein HY5--- AT5G07160 1.03 0.04 0.28 0.788279 0.884091 -7.31
266271_at putative glutathione S-transferase  ; suATGSTU6 AT2G29440 -1.08 -0.11 -0.28 0.788466 0.884216 -7.31
265231_s_ hypothetical protein --- AT2G07713 1.02 0.03 0.28 0.788468 0.884216 -7.31
251458_at putative protein several retrotransposo--- --- 1.02 0.03 0.28 0.788581 0.8843 -7.31
246824_at  drought-induced protein - like non-con--- AT5G26990 1.02 0.03 0.28 0.788746 0.884329 -7.31
246666_at hypothetical protein --- AT5G34830 1.02 0.03 0.28 0.788956 0.884329 -7.31
251876_at  TATA box binding protein (TBP) assocRGD3 AT3G54280 1.02 0.03 0.28 0.788911 0.884329 -7.31
260834_at  sugar kinase, putative similar to riboki --- AT1G06730 -1.03 -0.04 -0.28 0.78893 0.884329 -7.31
262178_at  membrane protein, putative similar to KOM AT1G77860 -1.03 -0.05 -0.28 0.788942 0.884329 -7.31
254467_at  receptor protein kinase - like protein s --- AT4G20450 -1.03 -0.04 -0.28 0.788926 0.884329 -7.31
246667_at putative protein hypothetical proteins - --- --- -1.02 -0.03 -0.28 0.788863 0.884329 -7.31
260052_at  14-3-3 protein (grf13), putative containGRF13 AT1G78220 -1.02 -0.03 -0.28 0.788844 0.884329 -7.31
254902_at putative protein several hypothetical pr--- AT4G11550 -1.02 -0.03 -0.28 0.788908 0.884329 -7.31
248909_at serine threonine protein kinase ; suppoCIPK19 AT5G45810 1.03 0.04 0.28 0.789105 0.884452 -7.31
246719_at  homology to many predicted putative --- --- 1.02 0.03 0.28 0.789253 0.884534 -7.31
245664_at hypothetical protein predicted by gene --- AT1G28327 1.02 0.03 0.28 0.789256 0.884534 -7.31
250794_at putative protein contains similarity to c --- AT5G05270 1.02 0.03 0.28 0.789413 0.884667 -7.31
249641_at DegP protease contains similarity to D DegP10 AT5G36950 -1.02 -0.04 -0.28 0.789467 0.884684 -7.31
260054_at putative transporter contains Pfam pro UNE2 AT1G78130 -1.04 -0.06 -0.28 0.789555 0.884739 -7.31
267301_at ubiquitin activating enzyme 1 (UBA1) idATUBA1 AT2G30110 1.02 0.03 0.28 0.789664 0.884818 -7.31
261962_s_ hypothetical protein predicted by gene --- --- 1.02 0.03 0.28 0.790095 0.885257 -7.31
260273_at unknown protein --- AT1G80550 1.03 0.04 0.28 0.790251 0.885346 -7.31
258248_at hypothetical protein predicted by gene --- AT3G29140 1.03 0.05 0.28 0.790223 0.885346 -7.31
262255_at hypothetical protein similar to hypothet --- AT1G53790 -1.02 -0.03 -0.28 0.790312 0.88537 -7.31
248678_at U6 snRNA-associated Sm-like protein-SAD1 AT5G48870 1.02 0.03 0.28 0.790393 0.885374 -7.31
247241_at unknown protein --- AT5G64680 1.04 0.06 0.28 0.790358 0.885374 -7.31
260141_at  gibberellin regulatory protein, putative RGL1 AT1G66350 -1.09 -0.12 -0.28 0.790486 0.885391 -7.31
265022_at putative agp1 similar to GB:CAA48293BCP1 AT1G24520 -1.03 -0.04 -0.28 0.79045 0.885391 -7.31
253346_at hypothetical protein --- AT4G33600 1.02 0.03 0.28 0.790607 0.885483 -7.31
248103_at ubiquitin-like protein SMT3-like  ; supp SUMO2 AT5G55160 -1.03 -0.05 -0.28 0.790782 0.885635 -7.31
251742_at  putative protein kinase serine threonin--- AT3G56050 1.02 0.03 0.28 0.790838 0.885654 -7.31



257441_at putative GDSL-motif lipase/hydrolase s--- AT2G04020 -1.03 -0.04 -0.28 0.790898 0.885678 -7.31
260948_at  delta 9 desaturase, putative similar to --- AT1G06100 -1.02 -0.03 -0.28 0.791024 0.885776 -7.31
261396_at hypothetical protein contains similarity --- AT1G79800 1.02 0.03 0.28 0.791128 0.885849 -7.31
260682_at hypothetical protein predicted by gene --- AT1G17510 1.02 0.03 0.28 0.791229 0.885918 -7.31
252050_at hypothetical protein --- AT3G52550 1.03 0.04 0.28 0.791347 0.886007 -7.31
264623_at putative NPK1-related protein kinase 2ANP1 AT1G09000 1.02 0.03 0.28 0.79139 0.886011 -7.31
260161_at hypothetical protein similar to putative ROPGEF12 AT1G79860 1.02 0.03 0.28 0.791448 0.886033 -7.31
265166_at putative OBP32pep protein --- AT1G23640 1.02 0.03 0.28 0.791538 0.886068 -7.31
252653_at  putative kinesin-like protein similar to 4--- AT3G44730 1.02 0.03 0.27 0.791595 0.886068 -7.31
260859_at  serine carboxypeptidase II, putative si scpl44 AT1G43780 -1.03 -0.04 -0.27 0.791591 0.886068 -7.31
251551_at  transcriptional coactivator - like proteinMBF1B AT3G58680 1.02 0.02 0.27 0.791714 0.886129 -7.31
261505_at  carboxypeptidase, putative similar to cSOL1 AT1G71696 1.03 0.04 0.27 0.791728 0.886129 -7.31
252052_at beta-fructofuranosidase AtcwINV2 AT3G52600 1.02 0.03 0.27 0.791776 0.88614 -7.31
256382_at unknown protein ;supported by full-leng--- AT1G66860 1.06 0.08 0.27 0.791866 0.886197 -7.31
253763_at  xyloglucan endotransglycosylase - like--- AT4G28850 1.02 0.03 0.27 0.792078 0.88633 -7.31
245513_at SYBL1 like protein ATVAMP724AT4G15780 1.04 0.06 0.27 0.792044 0.88633 -7.31
254792_at  putative protein nucleoid DNA-binding--- AT4G12920 1.02 0.03 0.27 0.792101 0.88633 -7.31
265401_at hypothetical protein predicted by gensc--- AT2G10970 -1.02 -0.03 -0.27 0.792204 0.886401 -7.31
259118_at  unknown protein similar to unknown p --- AT3G01310 1.03 0.04 0.27 0.792333 0.886458 -7.31
250839_at  MADS-box protein - like SLM3 MADS-AGL99 AT5G04640 -1.02 -0.03 -0.27 0.792331 0.886458 -7.31
261752_at putative AMP-binding protein contains --- AT1G76290 1.02 0.03 0.27 0.792584 0.886695 -7.31
262658_at ribonuclease contains similarity to S-lik--- AT1G14220 -1.02 -0.03 -0.27 0.79268 0.88676 -7.31
263224_at putative GTP-binding protein Similar to--- AT1G30580 -1.03 -0.04 -0.27 0.792767 0.886813 -7.31
263452_at putative trehalose-6-phosphate phosph--- AT2G22190 -1.04 -0.06 -0.27 0.792833 0.886844 -7.31
258297_at Expressed protein ; supported by full-le--- AT3G23325 -1.02 -0.03 -0.27 0.79292 0.886898 -7.31
258966_at putative DNA gyrase subunit A similar --- AT3G10690 -1.04 -0.06 -0.27 0.793274 0.887075 -7.31
250410_at  putative protein putative ATP/GTP-bin--- AT5G11010 1.03 0.05 0.27 0.793129 0.887075 -7.31
262335_at hypothetical protein predicted by gene SPO11-2 AT1G63990 1.02 0.02 0.27 0.793163 0.887075 -7.31
257514_at hypothetical protein similar to putative --- --- -1.03 -0.05 -0.27 0.79334 0.887075 -7.31
249521_at putative protein strong similarity to unk--- AT5G38690 -1.02 -0.03 -0.27 0.79335 0.887075 -7.31
255229_at  F-box protein family, AtFBL22 contain --- AT4G05490 1.02 0.02 0.27 0.793292 0.887075 -7.31
254173_at  putative protein Kaposi's sarcoma-assREN1 AT4G24580 1.02 0.03 0.27 0.793212 0.887075 -7.31
250225_at Expressed protein ; supported by full-le--- AT5G14105 1.03 0.04 0.27 0.793415 0.887104 -7.31
254829_at  AIR1A-like protein putative cell wall-pl --- AT4G12530 -1.02 -0.03 -0.27 0.79346 0.88711 -7.31
258569_at  ribosomal protein L17, putative similaremb2171 AT3G04400 -1.03 -0.05 -0.27 0.793541 0.887113 -7.31



254006_at  putative protein various predicted prot --- AT4G26340 -1.02 -0.03 -0.27 0.793521 0.887113 -7.31
267087_at putative MYB family transcription facto MYB101 AT2G32460 1.03 0.05 0.27 0.793627 0.887123 -7.31
266559_at unknown protein --- AT2G23920 1.02 0.03 0.27 0.793598 0.887123 -7.31
262437_at hypothetical protein --- --- -1.03 -0.04 -0.27 0.79374 0.887205 -7.31
254582_at  putative protein TMV resistance prote --- AT4G19470 -1.02 -0.03 -0.27 0.793833 0.887267 -7.31
265950_s_ putative protein kinase contains a prote--- AT2G18530 / -1.02 -0.03 -0.27 0.793929 0.88733 -7.31
247485_at  putative protein ARR1, Arabidopsis th ARR23 AT5G62120 1.02 0.03 0.27 0.794239 0.887546 -7.31
247010_at 60S ribosomal protein L26  ;supported --- AT5G67510 1.05 0.07 0.27 0.794171 0.887546 -7.31
259510_at hypothetical protein predicted by gensc--- AT1G43970 1.02 0.02 0.27 0.794238 0.887546 -7.31
246018_at Expressed protein ; supported by full-le--- AT5G10695 -1.07 -0.10 -0.27 0.794304 0.887575 -7.31
253659_at hypothetical protein --- AT4G30150 1.02 0.03 0.27 0.794462 0.887621 -7.31
264678_at  putative U2 small nuclear ribonucleop U2A' AT1G09760 -1.02 -0.03 -0.27 0.794435 0.887621 -7.31
259236_at unknown protein  ; supported by full-le --- AT3G11530 1.02 0.03 0.27 0.794455 0.887621 -7.31
256481_at  elicitor response protein, putative simi --- AT1G33430 -1.02 -0.03 -0.27 0.794653 0.887792 -7.31
245449_at retrotransposon like protein --- --- 1.04 0.05 0.27 0.794754 0.887861 -7.31
258544_at disease resistance gene (RPM1) ident RPM1 AT3G07040 -1.04 -0.06 -0.27 0.795057 0.888003 -7.31
267246_at putative WRKY-type DNA binding proteWRKY25 AT2G30250 1.04 0.06 0.27 0.794975 0.888003 -7.31
261731_s_ hypothetical protein similar to hypothet --- AT1G47780 / 1.02 0.03 0.27 0.795046 0.888003 -7.31
246814_at  acyl carrier protein precursor - like acyACP5 AT5G27200 1.02 0.03 0.27 0.795026 0.888003 -7.31
264695_at  lipid transfer protein, putative similar to--- AT1G70250 -1.03 -0.04 -0.27 0.795076 0.888003 -7.31
251587_at hypothetical protein --- AT3G58080 1.03 0.05 0.27 0.79525 0.888154 -7.31
249431_at  polygalacturonase-like protein polygal --- AT5G39910 1.03 0.05 0.27 0.795426 0.888307 -7.31
257963_at hypothetical protein predicted by gene --- AT3G19840 1.04 0.06 0.27 0.795606 0.888312 -7.31
256121_at  MAP kinase, putative similar to MAP3 --- AT1G18160 -1.02 -0.03 -0.27 0.795597 0.888312 -7.31
248752_at unknown protein --- AT5G47600 -1.02 -0.03 -0.27 0.795572 0.888312 -7.31
265548_s_ putative helicase --- --- 1.02 0.02 0.27 0.795625 0.888312 -7.31
247236_at putative protein similar to unknown pro--- AT5G64590 1.02 0.03 0.27 0.795614 0.888312 -7.31
245345_at proteinase like protein ;supported by fu--- AT4G16640 -1.02 -0.03 -0.27 0.795696 0.888348 -7.31
249172_at putative protein similar to unknown pro--- AT5G42950 1.02 0.03 0.27 0.795844 0.888382 -7.31
248554_at putative protein contains similarity to A--- AT5G50330 1.03 0.04 0.27 0.795824 0.888382 -7.31
263977_at hypothetical protein predicted by gensc--- AT2G42660 -1.03 -0.04 -0.27 0.795831 0.888382 -7.31
264333_at hypothetical protein similar to putative AtTLP4 AT1G61940 1.02 0.03 0.27 0.796014 0.888528 -7.31
260941_at  peroxidase, putative similar to peroxid --- AT1G44970 -1.03 -0.05 -0.27 0.796073 0.888548 -7.31
244925_at NADH dehydrogenase subunit 7 --- --- 1.03 0.04 0.27 0.796109 0.888548 -7.31
246055_at  alpha-galactosidase - like protein alphAtAGAL1 AT5G08380 1.05 0.07 0.27 0.796394 0.888736 -7.31



252640_at  acyl CoA reductase -like protein acyl CFAR8 AT3G44560 -1.02 -0.03 -0.27 0.796372 0.888736 -7.31
263417_at putative C2H2-type zinc finger protein --- AT2G17180 1.03 0.04 0.27 0.796377 0.888736 -7.31
259359_at  B  regulatory subunit of protein phosp --- AT1G13460 1.02 0.03 0.27 0.796477 0.888741 -7.31
262319_s_ unknown protein similar to unknown pr --- AT1G27540 / -1.04 -0.05 -0.27 0.796459 0.888741 -7.31
259289_at hypothetical protein predicted by gensc--- AT3G11350 1.02 0.03 0.27 0.796558 0.888787 -7.31
260187_at hypothetical protein LBD5 AT1G36000 1.02 0.03 0.27 0.796656 0.888853 -7.31
246709_s_  putative protein many predicted protei --- AT5G28160 / -1.02 -0.02 -0.27 0.796877 0.889056 -7.31
263107_at putative cytochrome P450 CYP705A6 AT2G05180 1.02 0.03 0.27 0.797021 0.889174 -7.31
250405_at  ubiquitin-specific protease 22 (UBP22 UBP22 AT5G10790 -1.03 -0.04 -0.27 0.7972 0.88933 -7.31
248317_at unknown protein --- AT5G52680 1.02 0.03 0.27 0.797356 0.889461 -7.31
258601_at putative histidyl tRNA synthetase simila--- AT3G02760 1.02 0.04 0.27 0.797448 0.889519 -7.31
257924_at unknown protein --- AT3G23190 -1.03 -0.04 -0.27 0.797688 0.889744 -7.31
266023_at copia-like retroelement pol polyprotein --- --- 1.02 0.03 0.27 0.797795 0.88982 -7.31
255237_at hypothetical protein --- --- 1.02 0.03 0.27 0.797856 0.889845 -7.31
249145_at enoyl CoA hydratase-like protein ATDCI1 AT5G43280 1.02 0.03 0.27 0.798751 0.890755 -7.31
244923_s_ orf153b orf153b --- AT2G07674 -1.04 -0.05 -0.27 0.798738 0.890755 -7.31
261188_at hypothetical protein contains similarity --- --- 1.02 0.03 0.27 0.798836 0.890807 -7.31
257446_at hypothetical protein predicted by gensc--- AT2G10440 -1.02 -0.02 -0.26 0.799098 0.891056 -7.31
245661_at  purine permease, putative similar to p ATPUP3 AT1G28220 -1.02 -0.03 -0.26 0.799208 0.891135 -7.31
256652_at hypothetical protein similar to putative LPAT5 AT3G18850 -1.05 -0.08 -0.26 0.799318 0.891179 -7.31
259599_at  serine carboxypeptidase II, putative si SCPL45 AT1G28110 -1.07 -0.10 -0.26 0.799326 0.891179 -7.31
247062_at putative protein similar to unknown pro--- AT5G66810 1.04 0.06 0.26 0.799378 0.891193 -7.31
245648_at F5A9.12 hypothetical protein --- --- 1.02 0.03 0.26 0.799462 0.891199 -7.31
264290_at hypothetical protein predicted by gene --- AT1G78810 -1.03 -0.04 -0.26 0.799431 0.891199 -7.31
256067_at unknown protein ;supported by full-leng--- AT1G07170 -1.03 -0.04 -0.26 0.799561 0.891267 -7.31
255763_at hypothetical protein predicted by gene --- AT1G16730 -1.03 -0.04 -0.26 0.799728 0.891409 -7.31
251397_at  putative protein cim1 protein, Glycine ATEXPB5 AT3G60570 1.03 0.04 0.26 0.799853 0.891505 -7.31
256603_at unknown protein similar to At14a prote--- AT3G28270 1.05 0.07 0.26 0.80006 0.891693 -7.31
257343_s_  pseudogene, polyprotein similar to GB--- --- 1.02 0.02 0.26 0.800198 0.891802 -7.32
258266_at hypothetical protein predicted by gene --- AT3G15860 -1.03 -0.04 -0.26 0.800252 0.891818 -7.32
256219_at hypothetical protein predicted by gene --- AT1G56260 -1.02 -0.03 -0.26 0.800333 0.891827 -7.32
260255_at putative protein kinase similar to p58 p--- AT1G74330 1.04 0.06 0.26 0.8004 0.891827 -7.32
248888_at potassium channel protein KAT1 (pir||SKAT1 AT5G46240 -1.06 -0.08 -0.26 0.800354 0.891827 -7.32
260703_at  syntaxin, putative similar to syntaxin GATSYP24 AT1G32270 1.02 0.02 0.26 0.800415 0.891827 -7.32
256448_s_ unknown protein MED21 AT4G04780 / -1.02 -0.03 -0.26 0.800557 0.891941 -7.32



253852_at  putative protein diacylglycerol kinase z--- AT4G28130 -1.02 -0.03 -0.26 0.800694 0.892026 -7.32
257430_at hypothetical protein similar to hypothet --- AT2G28580 1.03 0.04 0.26 0.80076 0.892026 -7.32
253924_at  putative protein other hypothetical pro COBL11 AT4G27110 1.02 0.03 0.26 0.80083 0.892026 -7.32
247838_at  ubiquitin-specific protease 23 (UBP23 UBP23 AT5G57990 1.04 0.05 0.26 0.800808 0.892026 -7.32
266432_s_ putative gag-protease polyprotein --- --- -1.02 -0.03 -0.26 0.800868 0.892026 -7.32
262604_at  unknown protein similar to unknown p --- AT1G15060 -1.02 -0.02 -0.26 0.800846 0.892026 -7.32
265517_at putative S1 self-incompatibility protein --- AT2G06090 1.02 0.03 0.26 0.800946 0.892069 -7.32
261908_at stig1-like protein similar to Stig1 GB:AA--- AT1G50650 -1.03 -0.04 -0.26 0.801136 0.892194 -7.32
246336_at  putative protein putative integral mem ATCHX4 AT3G44900 1.02 0.03 0.26 0.80113 0.892194 -7.32
246374_at  light repressible receptor protein kinas--- AT1G51840 1.02 0.02 0.26 0.801279 0.89231 -7.32
254396_at  peptide transporter - like protein peptid--- AT4G21680 1.11 0.16 0.26 0.801557 0.892503 -7.32
249213_at unknown protein --- AT5G42700 1.02 0.03 0.26 0.80151 0.892503 -7.32
262660_at putative protein kinase VIK AT1G14000 1.02 0.03 0.26 0.80157 0.892503 -7.32
265714_at putative integral membrane protein ATUPS4 AT2G03520 -1.02 -0.03 -0.26 0.801712 0.892517 -7.32
265500_at putative non-LTR retroelement reverse--- --- -1.03 -0.05 -0.26 0.801674 0.892517 -7.32
263440_at unknown protein predicted by genscanATEXO70H5AT2G28640 1.02 0.02 0.26 0.801739 0.892517 -7.32
256937_at hypothetical protein predicted by gene --- AT3G22620 -1.15 -0.20 -0.26 0.801674 0.892517 -7.32
256329_at unknown protein SEC5A AT1G76850 1.02 0.02 0.26 0.801844 0.892546 -7.32
252726_at  putative protein predicted proteins, Ara--- --- -1.03 -0.04 -0.26 0.801836 0.892546 -7.32
261439_at Expressed protein ; supported by full-le--- AT1G28395 -1.04 -0.06 -0.26 0.801926 0.892552 -7.32
245531_at hydroxynitrile lyase like protein scpl30 AT4G15100 -1.03 -0.04 -0.26 0.801927 0.892552 -7.32
245677_at hypothetical protein predicted by gene --- AT1G56660 -1.02 -0.02 -0.26 0.802001 0.892591 -7.32
259152_at hypothetical protein similar to putative --- AT3G10210 -1.02 -0.02 -0.26 0.80219 0.892715 -7.32
253760_at  putative protein (fragment) predicted pAT4G28815 --- -1.03 -0.04 -0.26 0.802207 0.892715 -7.32
256355_at hypothetical protein predicted by gene --- AT1G55040 -1.02 -0.04 -0.26 0.80223 0.892715 -7.32
260072_at unknown protein supported by cDNA: C--- AT1G73650 -1.02 -0.03 -0.26 0.80247 0.892938 -7.32
263255_at  unknown protein similar to steroid rece--- AT1G10490 1.03 0.04 0.26 0.802694 0.89304 -7.32
258652_at putative Ras-like GTP-binding protein cATRABC2B AT3G09910 -1.04 -0.05 -0.26 0.802977 0.89304 -7.32
256668_at hypothetical protein similar to hypothet --- AT3G32190 -1.02 -0.03 -0.26 0.802943 0.89304 -7.32
246181_at  pectinesterase - like protein probable --- AT5G20860 -1.02 -0.03 -0.26 0.802721 0.89304 -7.32
259918_at putative AP2 domain transcription facto--- AT1G72570 1.02 0.03 0.26 0.80274 0.89304 -7.32
252666_at putative protein hypothetical proteins - --- AT3G44180 -1.02 -0.03 -0.26 0.802691 0.89304 -7.32
256830_at  eukaryotic translation initiation factor 3TIF3C2 AT3G22860 -1.02 -0.04 -0.26 0.802978 0.89304 -7.32
259619_at hypothetical protein --- AT1G42980 -1.02 -0.03 -0.26 0.802817 0.89304 -7.32
261730_s_  mutator-like transposase, putative sim--- --- 1.02 0.03 0.26 0.803031 0.89304 -7.32



263540_at unknown protein --- AT2G24780 1.02 0.03 0.26 0.803012 0.89304 -7.32
261066_at hypothetical protein predicted by gene --- AT1G07485 -1.02 -0.02 -0.26 0.802896 0.89304 -7.32
255388_at  hypothetical protein similar to A. thalia--- --- -1.02 -0.02 -0.26 0.802845 0.89304 -7.32
251341_at  ribosomal protein S13 -like AtRPS13A--- AT3G60770 -1.04 -0.06 -0.26 0.803179 0.893126 -7.32
245485_at  proline-rich, APG like protein  --- AT4G16230 -1.02 -0.03 -0.26 0.803186 0.893126 -7.32
255722_at hypothetical protein --- AT3G29570 -1.02 -0.03 -0.26 0.803232 0.893133 -7.32
253743_at  putative protein vegetative storage pro--- AT4G28940 1.02 0.02 0.26 0.803295 0.893159 -7.32
250900_at putative protein  ; supported by cDNA: ATB' ALPHAAT5G03470 1.03 0.04 0.26 0.803562 0.893369 -7.32
266654_at putative oleosin protein --- AT2G25890 1.03 0.04 0.26 0.803566 0.893369 -7.32
261967_at  En/Spm-like transposon protein, putat --- --- 1.03 0.04 0.26 0.803601 0.893369 -7.32
254915_s_  cysteine proteinase contains similarity --- AT4G11310 / 1.10 0.14 0.26 0.803658 0.893389 -7.32
249470_at  putative protein predicted proteins, Ara--- AT5G39350 -1.03 -0.04 -0.26 0.803756 0.893453 -7.32
260583_x_ putative polyribonucleotide phosphoryl --- AT2G47220 1.03 0.04 0.26 0.803805 0.893465 -7.32
265565_at putative retroelement pol polyprotein --- --- -1.02 -0.03 -0.26 0.803893 0.893519 -7.32
252728_at  putative protein various predicted prot --- --- -1.02 -0.03 -0.26 0.8042 0.893817 -7.32
264721_at hypothetical protein predicted by gensc--- AT1G23000 1.02 0.03 0.26 0.804256 0.893835 -7.32
264409_s_ hypothetical protein similar to hypothet --- --- 1.03 0.04 0.26 0.804422 0.893976 -7.32
257156_at hypothetical protein predicted by gene --- AT3G24260 -1.02 -0.03 -0.26 0.804615 0.894147 -7.32
251462_at  mitogen-activated protein kinase-like pATMPK10 AT3G59790 -1.03 -0.04 -0.26 0.8047 0.894155 -7.32
260742_at  putative glycerol kinase identical to SPIAA34 AT1G15050 -1.02 -0.03 -0.26 0.804692 0.894155 -7.32
249370_at  zinc finger - like protein predicted prot --- AT5G40710 -1.02 -0.02 -0.26 0.804794 0.894216 -7.32
248940_at replication protein A1-like --- AT5G45400 1.02 0.03 0.26 0.805031 0.894392 -7.32
263258_at putative permease similar to putative p--- AT1G10540 -1.03 -0.04 -0.26 0.805022 0.894392 -7.32
252284_at  putative protein various predicted prot --- AT3G49020 -1.02 -0.03 -0.26 0.80511 0.894393 -7.32
249246_at unknown protein --- AT5G42290 -1.02 -0.03 -0.26 0.805084 0.894393 -7.32
260962_at  pectin methylesterase, putative simila PME7 AT1G44980 -1.02 -0.03 -0.26 0.80523 0.894464 -7.32
247473_at  putative protein AT-hook protein 2,  Ar--- AT5G62260 1.03 0.04 0.26 0.805253 0.894464 -7.32
254814_at hypothetical protein  ; supported by cD--- AT4G12340 -1.02 -0.02 -0.26 0.805487 0.89468 -7.32
255002_at  AIG1-like protein AIG1 - Arabidopsis t --- AT4G09940 1.02 0.03 0.26 0.805594 0.894756 -7.32
261532_at  amino acid permease, putative similar --- AT1G71680 -1.02 -0.03 -0.26 0.80577 0.894777 -7.32
249679_at unknown protein --- AT5G35980 1.02 0.02 0.26 0.805747 0.894777 -7.32
255197_x_ contains similarity to Oryza sativa repli --- --- 1.02 0.03 0.26 0.805704 0.894777 -7.32
245762_at  ATP-dependent DNA helicase RecQ, --- AT1G27880 -1.02 -0.02 -0.26 0.805683 0.894777 -7.32
246191_at  T-complex protein 1, beta subunit T-C--- AT5G20890 1.03 0.04 0.26 0.805982 0.894969 -7.32
260970_at unknown protein --- AT1G53640 -1.02 -0.03 -0.26 0.806244 0.895045 -7.32



263982_at hypothetical protein predicted by genef--- AT2G42860 -1.03 -0.04 -0.26 0.806117 0.895045 -7.32
265549_at hypothetical protein predicted by gensc--- --- -1.02 -0.03 -0.26 0.806247 0.895045 -7.32
253328_at  putative protein ABC-type transport prATNAP13 AT4G33460 1.02 0.03 0.26 0.80623 0.895045 -7.32
248917_at putative protein similar to unknown pro--- AT5G45850 1.02 0.02 0.26 0.806153 0.895045 -7.32
264520_at  putative amino acid permease GC spl AAP8 AT1G10010 1.03 0.05 0.26 0.806286 0.895045 -7.32
261631_at unknown protein contains similarity to --- AT1G49940 1.02 0.03 0.25 0.806401 0.895129 -7.32
254479_at  putative protein hypothetical protein - --- AT4G20350 1.02 0.03 0.25 0.806504 0.895156 -7.32
257397_at hypothetical protein predicted by genscRIC6 AT2G20430 -1.03 -0.04 -0.25 0.806495 0.895156 -7.32
265918_at putative fatty acid elongase KCS8 AT2G15090 -1.08 -0.11 -0.25 0.806837 0.895482 -7.32
264230_at hypothetical protein predicted by gene --- AT1G67460 -1.02 -0.03 -0.25 0.806981 0.895489 -7.32
254273_at  glycoprotein endopeptidase - like prote--- AT4G22720 1.03 0.04 0.25 0.806965 0.895489 -7.32
249555_at  putative protein predicted protein, rice --- AT5G38300 -1.02 -0.03 -0.25 0.806885 0.895489 -7.32
255115_at  putative protein probable regulatory prAPUM11 AT4G08840 1.02 0.03 0.25 0.807 0.895489 -7.32
266534_at putative splicing factor  ;supported by f --- AT2G16940 1.02 0.03 0.25 0.807218 0.895512 -7.32
247218_at asparagine synthetase (gb|AAC72837 ASN2 AT5G65010 -1.08 -0.11 -0.25 0.807155 0.895512 -7.32
251189_at  putative protein putative mitochondria --- AT3G62650 1.03 0.04 0.25 0.807109 0.895512 -7.32
259676_at hypothetical protein similar to putative --- AT1G77730 -1.02 -0.03 -0.25 0.807161 0.895512 -7.32
251236_at putative protein hypothetical proteins - --- AT3G62380 -1.02 -0.02 -0.25 0.807186 0.895512 -7.32
248443_at gibberellin 20-oxidase-like protein --- AT5G51310 -1.02 -0.03 -0.25 0.807352 0.895618 -7.32
249908_at putative protein similar to unknown pro--- AT5G22760 -1.02 -0.03 -0.25 0.807463 0.895654 -7.32
262814_at putative heat-shock protein strong sim --- AT1G11660 1.02 0.03 0.25 0.807445 0.895654 -7.32
246976_s_  putative protein UBIQUINONE BIOSY--- AT5G24810 1.03 0.05 0.25 0.807624 0.895711 -7.32
250741_at putative protein contains similarity to I- --- AT5G05790 1.04 0.06 0.25 0.807624 0.895711 -7.32
265870_at hypothetical protein predicted by genefPDLP6 AT2G01660 1.02 0.03 0.25 0.807632 0.895711 -7.32
256390_at putative MAP kinase similar to MAP kinATMKK8 AT3G06230 -1.02 -0.03 -0.25 0.807746 0.895771 -7.32
254098_at superoxide dismutase (EC 1.15.1.1) (FFSD1 AT4G25100 -1.03 -0.04 -0.25 0.807765 0.895771 -7.32
249315_at unknown protein --- AT5G41190 -1.02 -0.03 -0.25 0.807929 0.895827 -7.32
257640_at hypothetical protein --- AT3G25750 -1.03 -0.04 -0.25 0.807862 0.895827 -7.32
249153_s_ putative protein strong similarity to unk--- AT5G43390 / 1.02 0.03 0.25 0.807967 0.895827 -7.32
246500_at  putative protein HR21spA protein invoSYN4 AT5G16270 -1.02 -0.03 -0.25 0.807972 0.895827 -7.32
245635_at  zinc finger protein ID1, putative simila AtIDD16 AT1G25250 -1.02 -0.02 -0.25 0.808154 0.895837 -7.32
251250_at  putative protein pectin methylesterase--- AT3G62180 1.03 0.04 0.25 0.80827 0.895837 -7.32
256566_at hypothetical protein --- AT3G19530 -1.02 -0.03 -0.25 0.808304 0.895837 -7.32
253071_at putative protein various predicted prote--- AT4G37880 -1.02 -0.03 -0.25 0.808413 0.895837 -7.32
263389_at putative retroelement pol polyprotein --- --- -1.02 -0.03 -0.25 0.808345 0.895837 -7.32



250841_at  putative protein CGI-01 protein, Homo--- AT5G04610 -1.04 -0.05 -0.25 0.808281 0.895837 -7.32
264035_at hypothetical protein predicted by genef--- AT2G03630 -1.02 -0.03 -0.25 0.808093 0.895837 -7.32
257662_at  low affinity calcium antiporter CAX2 alCAX2 AT3G13320 -1.02 -0.03 -0.25 0.808382 0.895837 -7.32
267306_at Ran binding protein (AtRanBP1b) iden --- AT2G30060 -1.02 -0.03 -0.25 0.808271 0.895837 -7.32
248754_at putative protein contains similarity to CNF-YB6 AT5G47670 1.02 0.03 0.25 0.808117 0.895837 -7.32
249408_at myb-related protein MYB23 AT5G40330 -1.02 -0.03 -0.25 0.808054 0.895837 -7.32
261310_at hypothetical protein predicted by gene PDE247 AT1G05750 1.03 0.04 0.25 0.808473 0.895859 -7.32
251602_at Expressed protein ; supported by full-le--- AT3G57785 -1.02 -0.03 -0.25 0.808575 0.89592 -7.32
249031_at putative protein contains similarity to d --- AT5G44900 -1.02 -0.03 -0.25 0.808763 0.89592 -7.32
255712_at hypothetical protein similar to A. thalian--- AT4G00280 1.02 0.03 0.25 0.808708 0.89592 -7.32
258036_at unknown protein --- AT3G21210 1.02 0.02 0.25 0.808739 0.89592 -7.32
252547_at  putative protein many predicted protei --- AT3G45840 -1.02 -0.03 -0.25 0.808645 0.89592 -7.32
257306_at  hypothetical protein contains regions s--- AT3G30200 1.02 0.02 0.25 0.808676 0.89592 -7.32
257123_at hypothetical protein --- AT3G20030 1.02 0.02 0.25 0.808867 0.895991 -7.32
248597_at DNA (cytosine-5)-methyltransferase (DMET1 AT5G49160 -1.05 -0.07 -0.25 0.808984 0.896077 -7.32
258461_at hypothetical protein predicted by genef--- AT3G17340 -1.02 -0.03 -0.25 0.80919 0.896263 -7.32
265606_s_ putative non-LTR retroelement reverse--- AT3G09510 1.02 0.03 0.25 0.809281 0.89632 -7.32
258742_at hypothetical protein predicted by gensc--- AT3G05800 1.04 0.06 0.25 0.809521 0.896383 -7.32
265304_at putative AP2 domain transcription facto--- AT2G20350 -1.02 -0.02 -0.25 0.809406 0.896383 -7.32
261734_at hypothetical protein similar to hypothet --- AT1G47790 1.02 0.03 0.25 0.809535 0.896383 -7.32
267242_at hypothetical protein predicted by grail --- AT2G02670 -1.02 -0.03 -0.25 0.809501 0.896383 -7.32
254033_at  V-ATPase G-subunit like protein G su VATG3 AT4G25950 1.02 0.02 0.25 0.809452 0.896383 -7.32
251609_at  putative protein hypothetical protein T --- AT3G57900 -1.02 -0.02 -0.25 0.809609 0.896422 -7.32
247070_at Expressed protein ; supported by full-le--- AT5G66815 -1.02 -0.03 -0.25 0.809771 0.896558 -7.32
261802_at hypothetical protein similar to hypothet --- AT1G30550 1.02 0.03 0.25 0.809976 0.896698 -7.32
259989_at hypothetical protein predicted by gene --- --- 1.02 0.03 0.25 0.809962 0.896698 -7.32
245553_at lupeol synthase like protein BARS1 AT4G15370 -1.02 -0.02 -0.25 0.810127 0.896792 -7.32
262535_at  trehalose-6-phosphate synthase, putaATTPS3 AT1G17000 -1.02 -0.02 -0.25 0.810179 0.896792 -7.32
264363_at hypothetical protein predicted by genef--- AT1G03170 1.02 0.03 0.25 0.810171 0.896792 -7.32
266485_at putative phospholipase  ;supported by --- AT2G47630 -1.05 -0.07 -0.25 0.810444 0.897041 -7.32
263702_at hypothetical protein identical to hypoth --- AT1G31240 -1.02 -0.03 -0.25 0.81053 0.897049 -7.32
255119_at hypothetical protein --- --- -1.02 -0.02 -0.25 0.810501 0.897049 -7.32
250659_at MtN21 nodulin protein-like --- AT5G07050 1.02 0.03 0.25 0.810647 0.897136 -7.32
249328_at AtRAD3 (dbj|BAA92828.1)  ; supportedATR AT5G40820 -1.02 -0.03 -0.25 0.810697 0.897148 -7.32
248785_at unknown protein --- AT5G47400 -1.02 -0.02 -0.25 0.810929 0.897274 -7.32



265902_at hypothetical protein predicted by gensc--- AT2G25590 1.02 0.03 0.25 0.810886 0.897274 -7.32
266646_at unknown protein  ;supported by full-lenATPH1 AT2G29700 1.02 0.03 0.25 0.8109 0.897274 -7.32
253984_at  isp4 like protein isp4 protein -SchizosaOPT5 AT4G26590 -1.02 -0.03 -0.25 0.811151 0.897388 -7.32
259208_at hypothetical protein similar to GB:AAD --- AT3G09060 1.02 0.03 0.25 0.811093 0.897388 -7.32
249541_at  anthranilate N-benzoyltransferase -like--- AT5G38130 1.02 0.03 0.25 0.811148 0.897388 -7.32
246256_at glucosyltransferase-like protein --- AT4G36770 1.03 0.05 0.25 0.811202 0.897401 -7.32
253968_at  putative calcineurin B-like protein calc CBL7 AT4G26560 -1.02 -0.03 -0.25 0.811259 0.89742 -7.32
265518_at hypothetical protein predicted by gensc--- AT2G06040 -1.03 -0.04 -0.25 0.811636 0.897794 -7.32
254304_at hypothetical protein  ; supported by cD--- AT4G22270 1.02 0.03 0.25 0.811737 0.897819 -7.32
258711_at  ubiquitin-like protein (UBQ8) identical UBQ8 AT3G09790 1.02 0.03 0.25 0.811705 0.897819 -7.32
256985_at  myb-related protein 5 identical to GB:SATMYB5 AT3G13540 -1.03 -0.04 -0.25 0.811831 0.897879 -7.32
265055_at hypothetical protein similar to hypothet --- --- 1.02 0.03 0.25 0.812056 0.898017 -7.32
252227_at  putative protein various predicted prot --- AT3G49900 -1.02 -0.03 -0.25 0.812113 0.898017 -7.32
267109_at hypothetical protein predicted by gensc--- AT2G14810 1.02 0.03 0.25 0.812039 0.898017 -7.32
252461_at  putative protein predicted protein, Ara --- --- 1.02 0.03 0.25 0.812086 0.898017 -7.32
267205_at unknown protein --- AT2G30820 -1.02 -0.03 -0.25 0.812159 0.898024 -7.32
248159_at unknown protein --- AT5G54460 -1.02 -0.02 -0.25 0.812452 0.898305 -7.32
254049_at  putative ribosomal protein S10 40S rib--- AT4G25740 -1.04 -0.05 -0.25 0.812595 0.898334 -7.32
247560_at  putative protein predicted proteins, fro --- AT5G61090 1.03 0.04 0.25 0.812596 0.898334 -7.32
248121_at putative protein contains similarity to u GAUT12 AT5G54690 -1.03 -0.04 -0.25 0.812586 0.898334 -7.32
259940_at hypothetical protein --- AT1G71290 -1.02 -0.02 -0.25 0.812719 0.898426 -7.32
263061_at putative AAA-type ATPase --- AT2G18190 -1.02 -0.03 -0.25 0.812879 0.898516 -7.32
245667_at FH protein interacting protein FIP1 ide FIP1 AT1G28200 -1.02 -0.03 -0.25 0.812875 0.898516 -7.32
255446_at  hypothetical protein similar to A. thalia--- AT4G02750 -1.02 -0.03 -0.25 0.813016 0.898581 -7.32
262203_at transfactor-like protein similar to transf --- AT2G01060 1.02 0.03 0.25 0.812984 0.898581 -7.32
263377_at AP2 domain transcription factor (ABI4: ABI4 AT2G40220 1.02 0.02 0.25 0.813174 0.898639 -7.32
255180_at putative polyprotein --- --- 1.02 0.02 0.25 0.813179 0.898639 -7.32
245617_at hypothetical protein --- AT4G14490 -1.02 -0.02 -0.25 0.813187 0.898639 -7.32
266673_at putative thiamin biosynthesis protein THIC AT2G29630 1.03 0.05 0.25 0.813464 0.898858 -7.32
263059_at putative non-LTR retrolelement reverse--- --- 1.02 0.03 0.25 0.813453 0.898858 -7.32
266451_at  3-isopropylmalate dehydratase, small --- AT2G43090 -1.02 -0.03 -0.25 0.813537 0.898895 -7.32
259923_at putative protein kinase contains Pfam --- AT1G72760 -1.02 -0.02 -0.25 0.813647 0.898973 -7.32
261123_at hypothetical protein predicted by gensc--- AT1G62860 -1.03 -0.04 -0.25 0.81372 0.89901 -7.32
249628_at  putative protein tropomyosin gene 1, i --- AT5G37590 -1.02 -0.03 -0.24 0.814193 0.899446 -7.32
255362_at putative reverse transcriptase --- --- -1.02 -0.02 -0.24 0.814154 0.899446 -7.32



263169_at hypothetical protein similar to unknown--- AT1G03010 -1.03 -0.04 -0.24 0.814341 0.899564 -7.32
249302_at putative protein similar to unknown pro--- AT5G41450 -1.02 -0.03 -0.24 0.8145 0.899697 -7.32
251059_at serine/threonine protein kinase ATPK1CIPK15 AT5G01810 1.05 0.08 0.24 0.814552 0.89971 -7.32
261959_s_  polyprotein, putative similar to polypro--- --- -1.02 -0.03 -0.24 0.814669 0.899753 -7.32
248247_at putative protein contains similarity to h SPCH AT5G53210 1.02 0.03 0.24 0.814642 0.899753 -7.32
265179_at unknown protein predicted by genema --- AT1G23650 -1.03 -0.04 -0.24 0.814968 0.899837 -7.32
267296_at hypothetical protein predicted by genefLBD10 AT2G23660 -1.02 -0.03 -0.24 0.814982 0.899837 -7.32
265207_at unknown protein --- AT2G36680 -1.02 -0.02 -0.24 0.814963 0.899837 -7.32
253565_at  predicted protein DAN26, Homo sapie--- AT4G31200 1.02 0.04 0.24 0.814942 0.899837 -7.32
260204_at hypothetical protein predicted by gensc--- AT1G52900 -1.02 -0.03 -0.24 0.81495 0.899837 -7.32
265329_at putative succinate dehydrogenase flav SDH1-2 AT2G18450 1.02 0.03 0.24 0.814909 0.899837 -7.32
249511_at putative protein contains similarity to u --- AT5G38500 -1.02 -0.03 -0.24 0.815482 0.900345 -7.32
253142_at  putative protein methyl-directed mismaMLH3 AT4G35520 1.02 0.02 0.24 0.815531 0.900357 -7.32
261121_at hypothetical protein predicted by gene --- AT1G75340 -1.02 -0.02 -0.24 0.815571 0.900357 -7.32
250435_at  putative protein various predicted prot RING1 AT5G10380 -1.04 -0.06 -0.24 0.815774 0.900518 -7.32
262011_at hypothetical protein predicted by gene --- AT1G35614 1.03 0.04 0.24 0.815796 0.900518 -7.32
260512_at unknown protein --- AT1G51520 -1.03 -0.04 -0.24 0.815918 0.900609 -7.32
263302_at hypothetical protein predicted by gensc--- --- -1.02 -0.02 -0.24 0.816052 0.90067 -7.32
255399_at hypothetical protein --- --- -1.02 -0.03 -0.24 0.816032 0.90067 -7.32
245678_at unknown protein --- AT1G56610 -1.03 -0.04 -0.24 0.816109 0.90069 -7.32
263828_at putative GDSL-motif lipase/hydrolase s--- AT2G40250 1.02 0.04 0.24 0.81635 0.90088 -7.32
258806_at unknown protein --- AT3G04020 -1.03 -0.05 -0.24 0.816361 0.90088 -7.32
258061_at unknown protein  ; supported by cDNA--- AT3G25910 1.02 0.03 0.24 0.81641 0.90089 -7.32
266482_at putative small nuclear ribonucleoprotei --- AT2G47640 -1.03 -0.04 -0.24 0.816523 0.900929 -7.32
250450_at putative transcription factor MYB92  ; sATMYB92 AT5G10280 1.01 0.02 0.24 0.816506 0.900929 -7.32
266843_at hypothetical protein predicted by gensc--- AT2G26135 1.02 0.03 0.24 0.816912 0.901293 -7.32
264881_s_  lysine and histidine specific transporte--- AT1G61270 / -1.01 -0.02 -0.24 0.816932 0.901293 -7.32
264603_at hypothetical protein predicted by gensc--- AT1G04670 -1.02 -0.02 -0.24 0.816978 0.901299 -7.32
256472_at unknown protein --- --- -1.02 -0.03 -0.24 0.817026 0.901308 -7.32
261372_at  zinc finger protein, putative similar to G--- AT1G53010 -1.02 -0.03 -0.24 0.817199 0.901368 -7.32
267275_at putative Na H antiporter ATCHX13 AT2G30240 -1.02 -0.04 -0.24 0.817168 0.901368 -7.32
256618_at hypothetical protein VRN5 AT3G24440 1.04 0.06 0.24 0.817147 0.901368 -7.32
245482_at hypothetical protein --- AT4G16180 -1.03 -0.04 -0.24 0.817241 0.901371 -7.32
257409_at unknown protein predicted by genscan--- AT2G17470 -1.02 -0.03 -0.24 0.817321 0.901416 -7.32
246712_at  putative protein various predicted prot --- --- -1.02 -0.02 -0.24 0.817567 0.901644 -7.32



AFFX-TrpnXB. subtilis /GEN=trpC, trpF /DB_XREF --- --- -1.01 -0.02 -0.24 0.817625 0.901664 -7.32
251827_at chalcone isomerase  ;supported by fullTT5 AT3G55120 -1.03 -0.04 -0.24 0.817714 0.901675 -7.32
252196_at  putative protein predicted protein, Ara --- AT3G50200 -1.03 -0.04 -0.24 0.817713 0.901675 -7.32
258169_at hypothetical protein --- AT3G21590 1.02 0.03 0.24 0.817835 0.901766 -7.32
256824_at hypothetical protein predicted by gene AT3G22121 --- 1.03 0.05 0.24 0.818094 0.901964 -7.32
258304_at hypothetical protein predicted by gene --- --- 1.01 0.02 0.24 0.818063 0.901964 -7.32
263163_at  fructokinase, putative predicted by genFZL AT1G03160 1.04 0.06 0.24 0.818183 0.902018 -7.32
263568_at hypothetical protein predicted by gensc--- AT2G27160 1.02 0.03 0.24 0.818247 0.902045 -7.32
257693_at hypothetical protein predicted by gene --- AT3G12850 1.03 0.05 0.24 0.818467 0.9022 -7.32
262087_at hypothetical protein predicted by gene --- AT1G56030 1.02 0.03 0.24 0.818447 0.9022 -7.32
259212_at hypothetical protein predicted by genef--- AT3G09180 -1.02 -0.03 -0.24 0.818522 0.902217 -7.32
250903_at  putative protein coil protein PO22, mic--- AT5G03600 -1.03 -0.04 -0.24 0.818686 0.902354 -7.32
254364_at  glycine-rich protein glycine-rich cell wa--- AT4G22020 -1.02 -0.03 -0.24 0.818928 0.902534 -7.32
248963_at unknown protein --- AT5G45700 -1.02 -0.03 -0.24 0.818905 0.902534 -7.32
250596_at putative protein contains similarity to u --- AT5G07780 -1.03 -0.04 -0.24 0.819125 0.902708 -7.32
263457_at unknown protein SR1 AT2G22300 -1.04 -0.06 -0.24 0.819265 0.902818 -7.32
254207_at  putative protein Dof zinc finger protein--- AT4G24060 -1.02 -0.03 -0.24 0.819426 0.902909 -7.32
263670_at hypothetical protein predicted by gensc--- AT2G04840 -1.02 -0.03 -0.24 0.819408 0.902909 -7.32
267117_at unknown protein --- AT2G32560 -1.02 -0.02 -0.24 0.819469 0.902912 -7.32
252610_x_  putative protein putative MuDR protein--- --- 1.01 0.02 0.24 0.819596 0.902925 -7.32
264630_at hypothetical protein predicted by gene FAS1 AT1G65470 -1.02 -0.03 -0.24 0.819526 0.902925 -7.32
252994_at  putative protein gene PC326 protein - --- AT4G38480 -1.05 -0.07 -0.24 0.819599 0.902925 -7.32
261291_at hypothetical protein predicted by gene --- AT1G36970 -1.03 -0.04 -0.24 0.819661 0.902949 -7.32
247574_at  putative protein predicted protein, Ara --- AT5G61228 / -1.02 -0.03 -0.24 0.82 0.903279 -7.32
258835_at  putative RNA-binding protein contains--- AT3G07250 1.02 0.03 0.24 0.820053 0.903293 -7.32
261128_at ubiquitin-specific protease 2 (UBP2) id UBP2 AT1G04860 1.02 0.03 0.24 0.820103 0.903305 -7.32
253345_at putative protein BCA5 AT4G33580 1.03 0.04 0.24 0.820274 0.90345 -7.32
257812_at hypothetical protein --- AT3G25090 -1.02 -0.03 -0.24 0.820317 0.903453 -7.32
252844_at putative protein several hypothetical pr--- AT3G42140 1.02 0.03 0.24 0.820459 0.903463 -7.32
250815_s_ putative protein similar to unknown pro--- AT5G05040 / -1.02 -0.04 -0.24 0.820495 0.903463 -7.32
264943_at hypothetical protein predicted by gene --- AT1G76910 -1.02 -0.03 -0.24 0.820455 0.903463 -7.32
248269_at putative protein contains similarity to a ACBP1 AT5G53470 -1.02 -0.03 -0.24 0.82039 0.903463 -7.32
249044_at Na+-dependent inorganic phosphate c PHT4;6 AT5G44370 1.03 0.04 0.24 0.820523 0.903463 -7.32
258722_at putative pathogenesis-related protein s--- AT3G09590 1.02 0.03 0.24 0.82057 0.903471 -7.32
262725_at hypothetical protein predicted by gene --- AT1G43580 -1.04 -0.05 -0.24 0.820651 0.903517 -7.32



245388_at hypothetical protein ;supported by full- --- AT4G16410 -1.02 -0.02 -0.24 0.82084 0.903655 -7.32
260268_at unknown protein  ;supported by full-len--- AT1G68490 1.02 0.03 0.24 0.820871 0.903655 -7.32
261101_at  transcription factor DREB1A, putative ddf2 AT1G63030 -1.02 -0.03 -0.24 0.820951 0.903655 -7.32
264624_at  zinc finger protein ATZF1, putative ideERD6 AT1G08930 -1.03 -0.04 -0.24 0.820975 0.903655 -7.32
255892_at hypothetical protein contains similarity --- AT1G17910 -1.02 -0.02 -0.24 0.82096 0.903655 -7.32
256760_at  SKP1/ASK1 (At15), putative similar to ASK15 AT3G25650 -1.01 -0.02 -0.24 0.821048 0.903692 -7.32
253051_at cyclin cyc1  ; supported by cDNA: gi_1CYCB1;1 AT4G37490 1.03 0.04 0.24 0.821095 0.9037 -7.32
260628_at hypothetical protein predicted by gene --- AT1G62320 -1.02 -0.02 -0.23 0.821217 0.903704 -7.32
253441_at  putative protein Fidipidine, Drosophila --- AT4G32560 -1.02 -0.03 -0.23 0.821207 0.903704 -7.32
253883_at hypothetical protein --- AT4G27660 1.02 0.03 0.23 0.821217 0.903704 -7.32
247018_at AP2 domain transcription factor-like --- AT5G67000 -1.01 -0.02 -0.23 0.821261 0.903708 -7.32
252674_at  cytochrome P450-like protein CYTOC CYP71B38 AT3G44250 -1.01 -0.02 -0.23 0.821327 0.903737 -7.32
258245_at hypothetical protein --- AT3G29075 1.02 0.03 0.23 0.821502 0.903784 -7.32
259204_s_  hypothetical protein predicted by gens--- --- 1.02 0.02 0.23 0.821549 0.903784 -7.32
256295_at hypothetical protein --- AT1G69470 -1.02 -0.03 -0.23 0.821567 0.903784 -7.32
262449_at hypothetical protein similar to hypothet --- AT1G11160 1.01 0.02 0.23 0.821474 0.903784 -7.32
261546_at hypothetical protein --- AT1G63520 -1.02 -0.03 -0.23 0.821523 0.903784 -7.32
262065_at hypothetical protein predicted by gene --- AT1G56180 1.03 0.05 0.23 0.821659 0.903797 -7.32
246899_at  putative protein various predicted prot --- AT5G25590 1.02 0.03 0.23 0.821657 0.903797 -7.32
266358_at hypothetical protein predicted by gensc--- AT2G32280 1.04 0.06 0.23 0.822048 0.904182 -7.32
266415_at putative nonspecific lipid-transfer proteLTP2 AT2G38530 -1.09 -0.13 -0.23 0.822233 0.904341 -7.32
247269_at alternative oxidase 2 (sp|O22049) AOX2 AT5G64210 1.02 0.02 0.23 0.822301 0.904373 -7.32
262134_at  sulfate transporter, putative similar to AST56 AT1G77990 -1.04 -0.05 -0.23 0.822456 0.904499 -7.32
266527_at hypothetical protein predicted by gensc--- --- -1.02 -0.03 -0.23 0.822524 0.90453 -7.32
247716_at  putative protein predicted protein, Ara --- AT5G59350 1.03 0.04 0.23 0.822767 0.90466 -7.32
248484_at carbonyl reductase-like protein --- AT5G51030 1.01 0.02 0.23 0.822801 0.90466 -7.32
256809_at hypothetical protein predicted by gene ALY3 AT3G21430 -1.02 -0.03 -0.23 0.822788 0.90466 -7.32
245236_at  putative DNA mismatch repair protein MSH3 AT4G25540 -1.02 -0.02 -0.23 0.822756 0.90466 -7.32
266777_at putative AAA-type ATPase ftsh3 AT2G29080 1.02 0.02 0.23 0.822893 0.904718 -7.32
250902_at  putative protein predicted proteins, Ara--- AT5G03590 -1.02 -0.03 -0.23 0.822968 0.90475 -7.32
262036_at  ATP-dependent RNA helicase, putativ--- AT1G35530 -1.03 -0.04 -0.23 0.823001 0.90475 -7.32
245000_at hypothetical protein --- --- -1.02 -0.03 -0.23 0.823208 0.904934 -7.32
259782_at unknown protein --- AT1G29680 -1.02 -0.02 -0.23 0.82329 0.904937 -7.32
256636_at S-locus related protein SLR1 homolog --- AT3G12000 -1.02 -0.02 -0.23 0.823276 0.904937 -7.32
246132_at Rad51-like protein  ; supported by cDNATRAD51 AT5G20850 -1.01 -0.02 -0.23 0.823614 0.905249 -7.32



264531_at hypothetical protein predicted by gensc--- AT1G30790 -1.02 -0.03 -0.23 0.823888 0.905469 -7.32
246786_at  putative amino acid aminotransferase --- AT5G27410 -1.02 -0.03 -0.23 0.823956 0.905469 -7.32
267020_at hypothetical protein predicted by gensc--- AT2G39320 -1.02 -0.03 -0.23 0.823909 0.905469 -7.32
252731_at  putative protein predicted proteins, Ara--- --- 1.03 0.04 0.23 0.823973 0.905469 -7.32
249793_at putative protein contains similarity to u --- AT5G23680 1.03 0.04 0.23 0.824174 0.905647 -7.32
255907_at  homeobox protein, putative similar to HDG12 AT1G17920 1.02 0.02 0.23 0.824457 0.905783 -7.32
252158_at CDPK-related protein kinase CRK AT3G50530 -1.02 -0.03 -0.23 0.82444 0.905783 -7.32
256923_at hypothetical protein --- AT3G29635 1.02 0.03 0.23 0.824456 0.905783 -7.32
250802_at pectinesterase --- AT5G04970 -1.02 -0.03 -0.23 0.824441 0.905783 -7.32
255287_at see T10M13.1 (GB:AF001308) similar --- AT4G04660 1.02 0.03 0.23 0.824538 0.905828 -7.32
261739_at hypothetical protein similar to hypothetPEX11A AT1G47750 -1.02 -0.02 -0.23 0.824703 0.905966 -7.32
247117_at 3-hydroxyisobutyryl-coenzyme A hydroCHY1 AT5G65940 -1.03 -0.04 -0.23 0.824785 0.906013 -7.32
261568_at  DNA-binding protein, putative similar tNGA3 AT1G01030 -1.02 -0.03 -0.23 0.824856 0.906046 -7.32
255208_at see GB:AL022580 --- --- -1.02 -0.03 -0.23 0.824981 0.906097 -7.32
266493_at Mutator-like transposase similar to  MU--- --- 1.02 0.02 0.23 0.824956 0.906097 -7.32
250637_at glycine-rich protein atGRP-7 GRP17 AT5G07530 1.02 0.03 0.23 0.825063 0.906143 -7.32
248013_at putative protein contains similarity to caACA8 AT5G56330 1.03 0.04 0.23 0.825128 0.906148 -7.32
252816_at putative protein several putative protei --- AT3G42550 -1.01 -0.02 -0.23 0.825162 0.906148 -7.32
260180_at  E2, ubiquitin-conjugating enzyme, put MMZ2 AT1G70660 -1.03 -0.04 -0.23 0.825187 0.906148 -7.32
255416_at hypothetical protein --- AT4G03170 -1.02 -0.02 -0.23 0.82544 0.906383 -7.32
245204_at  1-AMINOCYCLOPROPANE-1-CARBO--- AT5G12270 1.03 0.04 0.23 0.825589 0.906387 -7.32
245233_at  putative protein similarity to low-tempe--- AT4G25580 1.02 0.03 0.23 0.825583 0.906387 -7.32
248160_at putative protein similar to unknown pro--- AT5G54470 1.03 0.04 0.23 0.82559 0.906387 -7.32
267281_at putative protein kinase contains a prote--- AT2G19400 -1.02 -0.03 -0.23 0.825603 0.906387 -7.32
250538_at RNA helicase (emb|CAA09212.1)  ; su STRS2 AT5G08620 1.03 0.04 0.23 0.825995 0.90671 -7.32
246138_at putative protein predicted proteins from--- AT5G19870 -1.01 -0.02 -0.23 0.826215 0.90671 -7.32
267239_at unknown protein --- AT2G02510 -1.02 -0.03 -0.23 0.826056 0.90671 -7.32
249091_at AtCLH2 (gb|AAF27046.1)  ; supported CLH2 AT5G43860 1.02 0.03 0.23 0.826143 0.90671 -7.32
266307_at putative cytochrome P450 CYP705A8 AT2G27000 1.02 0.03 0.23 0.826123 0.90671 -7.32
256103_at hypothetical protein similar to hypothet --- AT1G13540 -1.01 -0.02 -0.23 0.826105 0.90671 -7.32
261527_at hypothetical protein similar to putative --- AT1G14390 -1.02 -0.03 -0.23 0.826181 0.90671 -7.32
252532_at  glucosidase-like protein GLUCAN END--- AT3G46570 -1.03 -0.04 -0.23 0.826069 0.90671 -7.32
264656_at unknown protein Contains similarity to --- AT1G09010 -1.02 -0.02 -0.23 0.82645 0.906924 -7.32
263671_at hypothetical protein predicted by gensc--- AT2G04830 1.02 0.02 0.23 0.826513 0.906949 -7.32
260516_at unknown protein --- AT1G51450 1.02 0.03 0.23 0.826811 0.907233 -7.32



259384_at  putative lectin contains Pfam profile: P--- AT3G16450 1.02 0.03 0.23 0.826878 0.907263 -7.33
253980_at  sucrase-like protein sucrose cleavage --- AT4G26620 -1.03 -0.04 -0.23 0.827131 0.907496 -7.33
263804_at putative protein kinase contains a prote--- AT2G40270 1.02 0.03 0.23 0.82718 0.907507 -7.33
254531_at  putative protein predicted protein, Ara --- AT4G19650 1.03 0.04 0.23 0.827273 0.907565 -7.33
260043_at hypothetical protein predicted by gene --- --- -1.02 -0.03 -0.23 0.827451 0.907717 -7.33
261918_at hypothetical protein --- AT1G65940 1.01 0.02 0.23 0.827639 0.907879 -7.33
257114_at  cytochrome P450, putative contains PCYP705A23 AT3G20140 1.02 0.03 0.23 0.827755 0.907919 -7.33
258361_at unknown protein similar to hypothetica --- AT3G14270 -1.03 -0.05 -0.23 0.82774 0.907919 -7.33
265890_s_ En/Spm-like transposon protein related--- --- -1.02 -0.02 -0.23 0.8279 0.908034 -7.33
257162_s_  ammonium transporter, putative similaAMT1;3 AT3G24290 / 1.02 0.02 0.23 0.828029 0.908133 -7.33
244959_s_ hypothetical protein --- AT2G07708 -1.02 -0.03 -0.23 0.828217 0.908295 -7.33
248842_at unknown protein --- AT5G46850 1.02 0.03 0.23 0.828365 0.90837 -7.33
263745_at hypothetical protein predicted by genefCHR34 AT2G21450 -1.02 -0.02 -0.23 0.828357 0.90837 -7.33
247725_at  putative Rab5-interacting protein - like--- AT5G59410 -1.03 -0.04 -0.23 0.82852 0.908453 -7.33
252771_at  receptor protein kinase -like protein re --- AT3G42880 -1.02 -0.03 -0.23 0.828501 0.908453 -7.33
262615_at initiation factor 5A-4 identical to initiatioELF5A-1 AT1G13950 1.02 0.03 0.23 0.828616 0.908514 -7.33
264462_at  putative transcription factor similar to tWLIM1 AT1G10200 1.03 0.04 0.22 0.828718 0.908516 -7.33
246143_at  lipophosphoglycan biosynthetic protei --- AT5G19980 1.03 0.04 0.22 0.828737 0.908516 -7.33
259529_at hypothetical protein --- AT1G12400 -1.02 -0.02 -0.22 0.828664 0.908516 -7.33
266840_at hypothetical protein predicted by gensc--- AT2G26160 1.01 0.02 0.22 0.82881 0.908552 -7.33
259139_at hypothetical protein similar to F16N3.1--- AT3G10240 -1.02 -0.02 -0.22 0.828913 0.908595 -7.33
246604_at putative protein --- --- 1.02 0.03 0.22 0.828928 0.908595 -7.33
249704_at Myb-related transcription factor LBM2- TT2 AT5G35550 -1.02 -0.03 -0.22 0.828997 0.908626 -7.33
256925_at hypothetical protein predicted by gene --- --- 1.02 0.02 0.22 0.829106 0.908702 -7.33
259934_at unknown protein --- AT1G71340 -1.03 -0.04 -0.22 0.829266 0.908834 -7.33
262554_at hypothetical protein similar to hypothet --- AT1G31380 1.02 0.02 0.22 0.829481 0.909026 -7.33
248386_at DNA-directed RNA polymerase II subuNRPB6A AT5G51940 -1.02 -0.03 -0.22 0.829749 0.909276 -7.33
260798_at unknown protein contains similarity to a--- AT1G78280 -1.03 -0.04 -0.22 0.829829 0.909276 -7.33
255186_at putative transposon protein similar to A--- --- 1.03 0.04 0.22 0.829816 0.909276 -7.33
249169_at putative protein strong similarity to unk--- AT5G42880 1.02 0.03 0.22 0.829871 0.909278 -7.33
262675_at anter-specific proline-rich -like protein (EXL6 AT1G75930 -1.02 -0.03 -0.22 0.830076 0.909334 -7.33
262905_at  thioredoxin, putative similar to thioredoATH7 AT1G59730 1.01 0.02 0.22 0.830161 0.909334 -7.33
267521_at hypothetical protein predicted by genfin--- AT2G30480 1.02 0.03 0.22 0.829991 0.909334 -7.33
256001_at unknown protein contains similarity to a--- AT1G29850 1.02 0.03 0.22 0.830153 0.909334 -7.33
250977_at  importin alpha - like protein importin a IMPA-9 AT5G03070 -1.02 -0.03 -0.22 0.830094 0.909334 -7.33



262683_at anter-specific proline-rich -like protein (--- AT1G75920 1.02 0.02 0.22 0.830036 0.909334 -7.33
262713_at unknown protein --- AT1G16520 -1.03 -0.05 -0.22 0.830213 0.909348 -7.33
263097_at hypothetical protein predicted by genscPDV2 AT2G16070 1.02 0.03 0.22 0.830294 0.909392 -7.33
264962_at  auxin transport protein EIR1, putative PIN6 AT1G77110 -1.02 -0.03 -0.22 0.830394 0.909417 -7.33
263343_at putative replication protein A1 --- --- 1.01 0.02 0.22 0.830397 0.909417 -7.33
251166_at  heat shock transcription factor-like proAT-HSFA7B AT3G63350 -1.02 -0.03 -0.22 0.830449 0.909431 -7.33
246862_at  E2, ubiquitin-conjugating enzyme, put PEX4 AT5G25760 -1.02 -0.02 -0.22 0.830534 0.909437 -7.33
253411_at homeobox gene ATH1 ATH1 AT4G32980 -1.04 -0.05 -0.22 0.830523 0.909437 -7.33
254754_at  pectate lyase like protein pectate lyase--- AT4G13210 -1.02 -0.02 -0.22 0.830577 0.90944 -7.33
247116_at Mlo protein-like ; supported by cDNA: gMLO10 AT5G65970 -1.02 -0.03 -0.22 0.830637 0.909462 -7.33
263905_at putative beta-fructofuranosidase (inverAtcwINV4 AT2G36190 1.03 0.04 0.22 0.830728 0.909483 -7.33
267404_at hypothetical protein predicted by genefatnudt22 AT2G33980 -1.02 -0.03 -0.22 0.830735 0.909483 -7.33
256867_at hypothetical protein predicted by gene --- AT3G26390 -1.02 -0.02 -0.22 0.830831 0.909544 -7.33
257355_at hypothetical protein predicted by gensc--- AT2G38150 1.02 0.02 0.22 0.830949 0.909629 -7.33
262594_at putative 60s ribosomal protein L37 alm--- AT1G15250 1.05 0.07 0.22 0.831063 0.90971 -7.33
263723_at putative Ta11-like non-LTR retroeleme--- AT2G13500 1.02 0.02 0.22 0.831199 0.909773 -7.33
266200_at hypothetical protein predicted by gensc--- AT2G38920 1.03 0.04 0.22 0.831163 0.909773 -7.33
254542_s_  putative LTR retrotransposon Brassica--- --- -1.01 -0.02 -0.22 0.831361 0.909905 -7.33
256201_at hypothetical protein predicted by gensc--- AT1G58230 -1.02 -0.02 -0.22 0.831569 0.91009 -7.33
251206_at  putative protein various predicted proe--- AT3G63090 -1.03 -0.04 -0.22 0.831757 0.910203 -7.33
262794_at unknown protein EST gb|N37870 comeemb1745 AT1G13120 -1.02 -0.03 -0.22 0.831792 0.910203 -7.33
265533_at putative replication protein A1 --- --- 1.01 0.02 0.22 0.831713 0.910203 -7.33
249420_at  NAC domain/ NAM like protein NAC danac094 AT5G39820 -1.02 -0.02 -0.22 0.831976 0.910318 -7.33
265775_at Mutator-like transposase similar to  MU--- --- -1.03 -0.04 -0.22 0.831993 0.910318 -7.33
262689_at unknown protein ANAC026 AT1G62700 -1.02 -0.03 -0.22 0.832017 0.910318 -7.33
248141_at unknown protein --- AT5G55010 1.02 0.02 0.22 0.832277 0.910472 -7.33
263795_at putative cyclic nucleotide-regulated ionATCNGC14 AT2G24610 -1.02 -0.02 -0.22 0.832228 0.910472 -7.33
246950_at  transcription initiation factor IID-assoc TAF5 AT5G25150 -1.01 -0.02 -0.22 0.832269 0.910472 -7.33
248680_at pantoate-beta-alanine ligase  ;supportePANC AT5G48840 1.02 0.03 0.22 0.832547 0.910679 -7.33
255633_at Expressed protein ; supported by full-le--- AT4G00585 -1.02 -0.03 -0.22 0.832538 0.910679 -7.33
256377_at hypothetical protein --- AT1G66650 -1.01 -0.02 -0.22 0.832654 0.910752 -7.33
266093_at unknown protein  ;supported by full-len--- AT2G37990 1.03 0.04 0.22 0.832698 0.910758 -7.33
264741_at  aspartic protease, putative similar to a--- AT1G62290 1.06 0.08 0.22 0.833065 0.911071 -7.33
251613_at hypothetical protein --- AT3G57960 -1.02 -0.03 -0.22 0.833044 0.911071 -7.33
257802_at unknown protein --- AT3G18770 1.02 0.03 0.22 0.833287 0.911074 -7.33



246807_at  ion channel - like protein ligand gated GLR2.1 AT5G27100 -1.03 -0.04 -0.22 0.83332 0.911074 -7.33
248126_at protein translation factor Sui1 homologROC5 AT4G34870 / -1.01 -0.02 -0.22 0.833387 0.911074 -7.33
262547_at hypothetical protein predicted by gene --- AT1G31270 -1.01 -0.02 -0.22 0.83322 0.911074 -7.33
246697_at putative protein --- AT5G29210 -1.02 -0.03 -0.22 0.833239 0.911074 -7.33
246688_at putative protein predicted proteins - Ar --- --- -1.02 -0.02 -0.22 0.833187 0.911074 -7.33
250059_at peroxidase ATP13a  ; supported by ful --- AT5G17820 -1.02 -0.03 -0.22 0.833357 0.911074 -7.33
258802_at  unknown protein predicted by genscan--- AT3G04650 -1.02 -0.04 -0.22 0.833138 0.911074 -7.33
254981_at  putative alpha NAC stong similarity to --- AT4G10480 1.03 0.04 0.22 0.833428 0.911075 -7.33
266868_at hypothetical protein predicted by gensc--- AT2G44630 -1.02 -0.02 -0.22 0.833566 0.911182 -7.33
248696_at putative protein similar to unknown pro--- AT5G48360 1.02 0.03 0.22 0.833622 0.9112 -7.33
255166_at  putative protein putative centromeric p--- --- -1.02 -0.02 -0.22 0.833853 0.911365 -7.33
249649_at  putative transporter protein Na+ H+-exCHX24 AT5G37060 1.01 0.02 0.22 0.833814 0.911365 -7.33
262692_at hypothetical protein predicted by gene --- --- 1.02 0.03 0.22 0.833905 0.911379 -7.33
251524_at  3-isopropylmalate dehydratase-like pr --- AT3G58980 / -1.04 -0.06 -0.22 0.834044 0.911486 -7.33
257315_at  proline oxidase, mitochondrial precursERD5 AT3G30775 1.07 0.09 0.22 0.834096 0.911487 -7.33
247483_at aldose reductase-like protein --- AT5G62420 1.02 0.03 0.22 0.834203 0.911487 -7.33
251382_at  pectinesterase - like protein pectineste--- AT3G60730 1.01 0.02 0.22 0.834139 0.911487 -7.33
258634_at  putative RNA-binding protein contains--- AT3G08000 -1.03 -0.05 -0.22 0.834204 0.911487 -7.33
249269_at cell cycle control crn (crooked neck) pr --- AT5G41770 1.02 0.03 0.22 0.83431 0.911515 -7.33
251170_at ATMRK1  ;supported by full-length cDNATMRK1 AT3G63260 -1.01 -0.02 -0.22 0.834303 0.911515 -7.33
264060_at hypothetical protein predicted by gensc--- AT2G27980 1.02 0.02 0.22 0.834364 0.911531 -7.33
265163_at putative OBP32pep protein --- AT1G23580 -1.01 -0.02 -0.22 0.834648 0.911797 -7.33
252693_s_  ribosomal protein S29 - like ribosomal --- AT3G43980 / 1.02 0.02 0.22 0.834971 0.912029 -7.33
261418_at  mitochondrial ribosomal protein, putat --- AT1G07830 1.03 0.04 0.22 0.83498 0.912029 -7.33
255383_at hypothetical protein --- AT4G03570 1.01 0.02 0.22 0.834962 0.912029 -7.33
266668_at hypothetical protein predicted by grail --- AT2G29760 1.04 0.05 0.22 0.835146 0.912149 -7.33
265875_at unknown protein  ; supported by cDNA--- AT2G01690 1.02 0.03 0.22 0.835171 0.912149 -7.33
267232_at hypothetical protein predicted by genscEDE1 AT2G44190 -1.02 -0.03 -0.22 0.835271 0.912216 -7.33
257529_at hypothetical protein predicted by gensc--- AT3G03290 1.02 0.02 0.22 0.835405 0.912318 -7.33
247660_at  ankyrin-like protein ankyrin 3, Mus mu--- AT5G60070 -1.02 -0.02 -0.22 0.835477 0.912353 -7.33
262553_at hypothetical protein similar to hypothetRECQL2 AT1G31360 -1.02 -0.03 -0.22 0.835628 0.912474 -7.33
254026_at  putative calmodulin-binding protein ca--- AT4G25800 1.01 0.02 0.22 0.835724 0.912506 -7.33
261834_at  polygalacturonase PG1, putative simil --- AT1G10640 1.02 0.02 0.22 0.835771 0.912506 -7.33
254949_at hypothetical protein --- AT4G11020 1.02 0.02 0.22 0.835777 0.912506 -7.33
252085_s_  serine-type carboxypeptidase like protscpl37 AT3G52000 / 1.01 0.02 0.22 0.835853 0.912545 -7.33



257458_at hypothetical protein predicted by gensc--- AT2G05400 -1.01 -0.02 -0.22 0.835955 0.912602 -7.33
255307_at  hypothetical protein similar to A. thaliaRIC10 AT4G04900 -1.02 -0.03 -0.22 0.836024 0.912602 -7.33
256559_at  Athila ORF 1, putative similar to Athila--- --- 1.02 0.02 0.22 0.836025 0.912602 -7.33
246875_at  pathogenesis-related protein - like pat --- AT5G26130 1.02 0.02 0.21 0.836172 0.912695 -7.33
252266_at  putative protein ethylene-forming enzy--- AT3G49630 1.03 0.04 0.21 0.83619 0.912695 -7.33
249700_at 40S ribosomal protein S3  ; supported --- AT5G35530 -1.02 -0.03 -0.21 0.836234 0.912699 -7.33
264242_at hypothetical protein predicted by gene --- AT1G54640 -1.01 -0.02 -0.21 0.836395 0.912729 -7.33
255368_at hypothetical protein --- --- -1.02 -0.02 -0.21 0.836351 0.912729 -7.33
248574_at putative protein strong similarity to unk--- AT5G49830 1.01 0.02 0.21 0.836351 0.912729 -7.33
252384_at  ABC-type transport protein-like proteinATH7 AT3G47790 -1.01 -0.02 -0.21 0.836421 0.912729 -7.33
263968_s_  PttA-like transposon protein no ATG id--- --- -1.02 -0.03 -0.21 0.836498 0.912769 -7.33
244911_at hypothetical protein --- --- -1.02 -0.03 -0.21 0.836543 0.912774 -7.33
249194_at kinesin heavy chain-like protein --- AT5G42490 -1.01 -0.02 -0.21 0.836948 0.913172 -7.33
250313_at  Rab geranylgeranyltransferase, beta s--- AT5G12210 -1.02 -0.03 -0.21 0.837127 0.913324 -7.33
263027_at hypothetical protein predicted by gene --- AT1G24010 1.01 0.02 0.21 0.83731 0.91348 -7.33
253563_at  putative protein predicted protein, Sch--- AT4G31150 1.02 0.03 0.21 0.837661 0.913731 -7.33
254091_at hypothetical protein --- AT4G25070 -1.03 -0.04 -0.21 0.837614 0.913731 -7.33
264206_at putative topoisomerase strong similarit --- AT1G22730 -1.02 -0.03 -0.21 0.837636 0.913731 -7.33
266373_x_ putative retroelement pol polyprotein --- --- 1.02 0.03 0.21 0.837842 0.913819 -7.33
245221_s_  polyprotein, putative similar to polypro--- --- 1.01 0.02 0.21 0.837824 0.913819 -7.33
257070_at hypothetical protein predicted by gene --- AT3G28190 -1.01 -0.02 -0.21 0.837861 0.913819 -7.33
248202_at unknown protein --- AT5G54220 -1.02 -0.03 -0.21 0.837967 0.913847 -7.33
260643_at hypothetical protein contains similarity --- AT1G53270 -1.02 -0.02 -0.21 0.837933 0.913847 -7.33
245218_s_  viral resistance protein, putative, 5' pa --- AT1G58848 / -1.01 -0.02 -0.21 0.838125 0.913976 -7.33
252783_at  putative protein predicted proteins, Ara--- --- 1.01 0.02 0.21 0.838355 0.914183 -7.33
257694_at  nucleolar protein, putative nucleolar p --- AT3G12860 1.02 0.02 0.21 0.83856 0.914319 -7.33
253439_at  dimethylaniline monooxygenase - like YUC1 AT4G32540 -1.02 -0.03 -0.21 0.838534 0.914319 -7.33
265125_at hypothetical protein similar to putative --- AT1G55410 1.01 0.02 0.21 0.838638 0.91436 -7.33
255799_at Deetiolated1 (DET1) light signal transdDET1 AT4G10180 -1.02 -0.03 -0.21 0.838875 0.914444 -7.33
253604_at hypothetical protein --- AT4G30970 1.01 0.02 0.21 0.838838 0.914444 -7.33
248793_at mutT domain protein-like  ;supported batnudt8 AT5G47240 -1.04 -0.06 -0.21 0.83877 0.914444 -7.33
255392_at hypothetical protein --- --- 1.01 0.02 0.21 0.838824 0.914444 -7.33
249648_at  putative protein hypothetical protein T --- AT5G37050 1.02 0.03 0.21 0.839113 0.914573 -7.33
262494_at myosin-like protein similar to myosin he--- AT1G21810 -1.02 -0.03 -0.21 0.839053 0.914573 -7.33
250120_at putative protein similar to unknown proRIC4 AT5G16490 1.03 0.04 0.21 0.839075 0.914573 -7.33



259482_at  receptor-like serine/threonine kinase, RKF2 AT1G19090 -1.02 -0.03 -0.21 0.839335 0.914706 -7.33
264503_at  hypothetical protein Similar to Arabido--- AT1G09410 1.02 0.02 0.21 0.839356 0.914706 -7.33
247452_at H-protein promoter binding factor-like pCDF1 AT5G62430 -1.03 -0.04 -0.21 0.839305 0.914706 -7.33
258126_at hypothetical protein predicted by gene --- AT3G24490 -1.02 -0.03 -0.21 0.839555 0.914879 -7.33
255445_at hypothetical protein --- AT4G02740 1.02 0.03 0.21 0.839656 0.914946 -7.33
251835_at  lipase -like protein monoglyceride lipa --- AT3G55180 -1.02 -0.02 -0.21 0.839724 0.914975 -7.33
251690_at  putative protein TATA-binding protein---- AT3G56510 1.02 0.02 0.21 0.839801 0.915016 -7.33
262453_at hypothetical protein predicted by gene --- AT1G11240 1.01 0.02 0.21 0.839879 0.915058 -7.33
265134_at putative acyl-CoA : 1-acylglycerol-3-phLPAT3 AT1G51260 -1.02 -0.03 -0.21 0.839987 0.915131 -7.33
264431_at  RNA polymerase II subunit (hsRPB10 --- AT1G61700 1.02 0.03 0.21 0.840064 0.915171 -7.33
255466_at  putative protein similar to A. thaliana p--- AT4G03000 1.02 0.03 0.21 0.840279 0.915215 -7.33
254756_at  putative protein late embryogenesis a EDA21 AT4G13235 -1.02 -0.02 -0.21 0.840344 0.915215 -7.33
256408_at hypothetical protein --- AT1G66610 -1.02 -0.03 -0.21 0.840267 0.915215 -7.33
259651_at unknown protein --- AT1G55280 1.04 0.06 0.21 0.840271 0.915215 -7.33
254964_at  98b like protein 98b - Daucus carota ( --- AT4G11080 1.02 0.03 0.21 0.840351 0.915215 -7.33
263436_at hypothetical protein --- AT2G28690 1.02 0.03 0.21 0.840385 0.915215 -7.33
263997_at hypothetical protein predicted by genef--- AT2G22520 -1.01 -0.02 -0.21 0.840187 0.915215 -7.33
250708_at Expressed protein ; supported by full-leRBE AT5G06070 1.02 0.02 0.21 0.840593 0.915399 -7.33
262893_at hypothetical protein contains similarity --- AT1G59790 1.01 0.02 0.21 0.840643 0.915409 -7.33
244914_at hypothetical protein --- --- 1.02 0.02 0.21 0.840848 0.915544 -7.33
259709_at Expressed protein ; supported by full-le--- AT1G77655 -1.02 -0.03 -0.21 0.840841 0.915544 -7.33
259816_at  RING-H2 finger protein RHY1a identic--- AT1G49850 -1.02 -0.02 -0.21 0.840957 0.915619 -7.33
254017_at putative transcription factor --- AT4G26170 1.01 0.02 0.21 0.841053 0.915681 -7.33
257176_s_  cyclopropane-fatty-acyl-phospholipid s--- AT3G23510 / -1.06 -0.08 -0.21 0.841124 0.915714 -7.33
253621_at  putative protein component of aniline d--- AT4G30540 -1.02 -0.02 -0.21 0.841208 0.915762 -7.33
257810_at  TOM20, putative similar to TOM20 GBTOM20-1 AT3G27070 1.02 0.02 0.21 0.841475 0.916009 -7.33
252748_at putative protein putative proteins - Ara --- --- -1.01 -0.02 -0.21 0.841589 0.916048 -7.33
248447_at putative protein contains similarity to p PABN1 AT5G51120 1.02 0.02 0.21 0.841592 0.916048 -7.33
254230_at  polyprenyltransferase like protein paraAtPPT1 AT4G23660 1.02 0.02 0.21 0.841703 0.916082 -7.33
252926_at  H+-transporting ATPase 16K chain P2ATVHA-C3 AT4G38920 1.02 0.03 0.21 0.841693 0.916082 -7.33
259938_at hypothetical protein predicted by gensc--- AT1G71310 1.02 0.02 0.21 0.842009 0.916346 -7.33
245215_at F12A21.4 similar to iEP4 gb|AAD1146 ATFXG1 AT1G67830 1.04 0.05 0.21 0.842106 0.916346 -7.33
257457_at hypothetical protein predicted by genef--- AT2G05430 -1.02 -0.02 -0.21 0.842075 0.916346 -7.33
255349_at hypothetical protein --- AT4G03830 -1.01 -0.02 -0.21 0.842095 0.916346 -7.33
253960_at  putative protein various predicted prot GAMT1 AT4G26420 1.02 0.03 0.21 0.842215 0.916421 -7.33



245607_at kinesin like protein --- AT4G14330 1.02 0.02 0.21 0.842616 0.916814 -7.33
256397_at putative dual-specificity protein phosphMKP2 AT3G06110 1.02 0.02 0.21 0.842993 0.917092 -7.33
253510_at hypothetical protein GDU1 AT4G31730 -1.04 -0.05 -0.21 0.842942 0.917092 -7.33
253018_at  putative protein Zn finger protein BBF2--- AT4G38000 1.02 0.02 0.21 0.842958 0.917092 -7.33
246338_s_  putative protein putative integral mem ATCHX10 AT3G44920 / -1.01 -0.02 -0.21 0.843121 0.917187 -7.33
261978_at  Athila retroelment ORF 1, putative sim--- --- -1.01 -0.02 -0.21 0.843178 0.917206 -7.33
257993_at hypothetical protein similar to hypothet --- AT3G19890 1.02 0.02 0.21 0.843252 0.917243 -7.33
248961_at subtilisin-like protease --- AT5G45650 1.05 0.07 0.21 0.843328 0.917281 -7.33
255217_s_ hypothetical protein --- --- -1.02 -0.03 -0.21 0.843393 0.917309 -7.33
253853_at  putative diacylglycerol kinase (fragme --- AT4G28130 -1.02 -0.02 -0.21 0.843569 0.917394 -7.33
245069_at putative glucosyltransferase UGT84B2 AT2G23250 -1.02 -0.02 -0.21 0.843606 0.917394 -7.33
245826_at  disease resistance protein RPS4, puta--- AT1G57850 -1.02 -0.03 -0.21 0.843632 0.917394 -7.33
256163_at  terpene cyclase, putative similar to ter --- AT1G48820 -1.01 -0.02 -0.21 0.843603 0.917394 -7.33
252690_at putative protein --- --- -1.02 -0.03 -0.20 0.843881 0.917621 -7.33
262127_at hypothetical protein predicted by gene --- AT1G52550 -1.02 -0.03 -0.20 0.843962 0.917665 -7.33
261630_at hypothetical protein predicted by gene --- AT1G50080 -1.01 -0.02 -0.20 0.844079 0.917715 -7.33
252584_at putative protein several hypothetical pr--- AT3G45560 1.02 0.02 0.20 0.844089 0.917715 -7.33
259951_at unknown protein --- AT1G71490 1.01 0.02 0.20 0.844238 0.917833 -7.33
266218_s_ putative cytochrome P450 CYP710A4 AT2G28850 / -1.02 -0.02 -0.20 0.844453 0.917855 -7.33
255996_s_  receptor-like serine threonine kinase, --- AT1G29730 / -1.02 -0.03 -0.20 0.844458 0.917855 -7.33
247785_at subtilisin-like serine protease contains --- AT5G58820 1.01 0.02 0.20 0.844339 0.917855 -7.33
259064_at  putative calmodulin similar to calmoduAGD11 AT3G07490 -1.02 -0.03 -0.20 0.844416 0.917855 -7.33
245737_at hypothetical protein similar to putative --- AT1G44160 -1.02 -0.04 -0.20 0.84434 0.917855 -7.33
256590_at  recombination signal sequence recognATHMG AT3G28730 1.02 0.03 0.20 0.84455 0.91791 -7.33
265692_at hypothetical protein predicted by gensc--- AT2G24340 1.01 0.02 0.20 0.844677 0.918005 -7.33
246599_at  putative protein ATP-dependent RNA --- AT5G14900 -1.01 -0.02 -0.20 0.844803 0.918011 -7.33
246430_at  calmodulin-like protein calmodulin-rela--- AT5G17470 -1.02 -0.02 -0.20 0.84477 0.918011 -7.33
267600_at  mitochondrial F1-ATPase, gamma sub--- AT2G33040 1.03 0.04 0.20 0.844736 0.918011 -7.33
262931_at  small nuclear ribonucleoprotein, putat --- AT1G65700 1.02 0.02 0.20 0.844855 0.918018 -7.33
245611_at hypothetical protein --- AT4G14390 -1.02 -0.03 -0.20 0.845017 0.918018 -7.33
250687_at putative protein similar to unknown pro--- AT5G06660 -1.01 -0.02 -0.20 0.844962 0.918018 -7.33
265371_at putative PttA-like transposon protein re--- --- -1.01 -0.02 -0.20 0.845052 0.918018 -7.33
256995_at  protein kinase, putative contains simila--- AT3G25840 1.02 0.03 0.20 0.844994 0.918018 -7.33
254470_at putative protein other hypothetical prot --- --- -1.02 -0.03 -0.20 0.844982 0.918018 -7.33
245225_at mitochondrial protein-like; contains sim--- AT3G29800 1.02 0.03 0.20 0.845315 0.918065 -7.33



250379_at  transcription factor like protein transcr TINY2 AT5G11590 -1.01 -0.02 -0.20 0.845321 0.918065 -7.33
249686_at putative protein contains similarity to cyCYP716A2 AT5G36140 1.01 0.02 0.20 0.84527 0.918065 -7.33
257836_at hypothetical protein --- --- -1.02 -0.02 -0.20 0.845336 0.918065 -7.33
247622_at putative protein --- AT5G60350 -1.02 -0.02 -0.20 0.845152 0.918065 -7.33
261907_at 4-coumarate:CoA ligase 3 identical to 44CL3 AT1G65060 1.05 0.06 0.20 0.8452 0.918065 -7.33
252506_at  putative protein UDP-galactose transpUTR5 AT3G46180 1.02 0.03 0.20 0.845504 0.918204 -7.33
262356_at hypothetical protein predicted by gene --- AT1G73000 1.01 0.02 0.20 0.845663 0.918289 -7.33
267195_at putative protein kinase contains a prote--- AT2G30940 -1.02 -0.03 -0.20 0.845628 0.918289 -7.33
252090_at  5B protein like protein cysteine-rich 5B--- AT3G52130 -1.01 -0.02 -0.20 0.845707 0.918293 -7.33
245763_at  transposon protein, putative similar to --- AT1G27850 -1.01 -0.02 -0.20 0.845825 0.918377 -7.33
260661_at hypothetical protein predicted by gensc--- AT1G19500 1.02 0.03 0.20 0.845979 0.918501 -7.33
262992_at hypothetical protein predicted by gene ATG12A AT1G54210 -1.02 -0.03 -0.20 0.846262 0.918744 -7.33
251435_at putative protein hypothetical proteins - --- --- -1.02 -0.02 -0.20 0.846283 0.918744 -7.33
248516_at unknown protein --- AT5G50540 / 1.02 0.03 0.20 0.846358 0.918781 -7.33
259389_at hypothetical protein predicted by gene --- AT1G06320 -1.01 -0.02 -0.20 0.846978 0.919236 -7.33
255286_at see T14P8.10 (GB:AF069298) --- AT4G04650 -1.02 -0.03 -0.20 0.846979 0.919236 -7.33
260717_at  serine/threonine phosphatase PP7, pu--- AT1G48120 1.02 0.03 0.20 0.846889 0.919236 -7.33
259061_at  putative GTP-binding protein similar toAtRABA5b AT3G07410 -1.03 -0.05 -0.20 0.846977 0.919236 -7.33
249756_at Expressed protein ; supported by full-le--- AT5G24313 1.01 0.02 0.20 0.846878 0.919236 -7.33
245591_at hypothetical protein --- AT4G14530 1.01 0.02 0.20 0.847286 0.919482 -7.33
246649_at  putative protein predicted proteins, Ara--- --- -1.01 -0.02 -0.20 0.847251 0.919482 -7.33
252436_x_ putative protein several hypothetical pr--- --- -1.03 -0.04 -0.20 0.847514 0.919686 -7.33
245547_at cytochrome P450 like protein CYP702A2 AT4G15300 1.01 0.02 0.20 0.847613 0.91972 -7.33
264719_at  receptor-like kinase, putative similar to--- AT1G70110 1.02 0.03 0.20 0.847747 0.91972 -7.33
246394_at  myrosinase binding protein, putative s --- AT1G58160 1.01 0.02 0.20 0.847672 0.91972 -7.33
259145_at hypothetical protein predicted by gensc--- AT3G10180 -1.01 -0.02 -0.20 0.847725 0.91972 -7.33
256670_at  Athila ORF 1, putative similar to Athila--- --- 1.01 0.02 0.20 0.847674 0.91972 -7.33
245689_at phosphoglycerate mutase - like protein--- AT5G04120 -1.02 -0.02 -0.20 0.847858 0.919753 -7.33
245001_at PSII low MW protein --- --- 1.02 0.03 0.20 0.847832 0.919753 -7.33
245333_at Expressed protein ; supported by full-le--- AT4G14615 -1.01 -0.02 -0.20 0.847967 0.919784 -7.33
246271_at photosystem II oxygen-evolving compl --- AT4G37230 -1.02 -0.02 -0.20 0.847931 0.919784 -7.33
263270_at putative replication protein A1 --- --- 1.01 0.02 0.20 0.848076 0.919858 -7.33
246903_at putative protein --- AT5G25750 -1.02 -0.03 -0.20 0.848204 0.919923 -7.33
263277_at hypothetical protein predicted by gensc--- AT2G14110 -1.01 -0.02 -0.20 0.848216 0.919923 -7.33
265020_at  putative cytochrome P450 similar to GCYP86C1 AT1G24540 1.01 0.02 0.20 0.848524 0.920181 -7.33



254967_at  putative protein various predicted prot --- AT4G10410 -1.02 -0.02 -0.20 0.848535 0.920181 -7.33
252590_at  putative protein kinase NPK1-related p--- AT3G45670 1.02 0.02 0.20 0.848692 0.920242 -7.33
262479_at  leucine-rich repeat transmembrane pr SUB AT1G11130 1.01 0.02 0.20 0.848763 0.920242 -7.33
264193_at  CRK1 protein, putative similar to CRK --- AT1G54610 -1.01 -0.02 -0.20 0.848793 0.920242 -7.33
258220_at  DnaJ, putative similar to DnaJ GB:BAA--- AT3G17830 1.02 0.03 0.20 0.848699 0.920242 -7.33
265427_at unknown protein --- AT2G20740 -1.02 -0.03 -0.20 0.848791 0.920242 -7.33
261860_at scarecrow-like protein similar to SCARSCL5 AT1G50600 -1.02 -0.03 -0.20 0.848898 0.920268 -7.33
254769_at hypothetical protein --- AT4G13330 1.03 0.05 0.20 0.848874 0.920268 -7.33
254853_at  putative DNA-binding protein AT-hook--- AT4G12080 -1.02 -0.03 -0.20 0.849084 0.920426 -7.33
249264_s_ disease resistance protein-like --- AT5G41740 / -1.03 -0.04 -0.20 0.849124 0.920426 -7.33
247588_at  protein disulfide isomerase precursor ATPDIL1-4 AT5G60640 1.02 0.02 0.20 0.849199 0.920463 -7.33
262982_at unknown protein ;supported by full-lengING2 AT1G54390 1.01 0.02 0.20 0.849421 0.920658 -7.33
248727_at cytochrome P450 CYP705A5 AT5G47990 1.01 0.02 0.20 0.84946 0.920658 -7.33
247871_at xyloglucan endotransglycosylase  ; sup--- AT5G57530 -1.01 -0.02 -0.20 0.849515 0.920672 -7.33
245928_s_ vegetative storage protein Vsp1  ;suppVSP1 AT5G24770 / 1.11 0.15 0.20 0.84956 0.920672 -7.33
265089_at hypothetical protein similar to hypothetSUVR1 AT1G04050 -1.02 -0.02 -0.20 0.849594 0.920672 -7.33
248267_at NADH-dependent glutamate synthase GLT1 AT5G53460 1.02 0.03 0.20 0.849759 0.920677 -7.33
264846_at senescence-associated protein contain--- AT2G17850 1.02 0.02 0.20 0.849756 0.920677 -7.33
262077_at dynamin-like protein similar to dynaminADL3 AT1G59610 1.01 0.02 0.20 0.84969 0.920677 -7.33
257425_at hypothetical protein similar to heat sho--- AT1G60400 -1.02 -0.03 -0.20 0.849746 0.920677 -7.33
248941_s_ putative protein similar to unknown pro--- AT5G45460 / -1.02 -0.03 -0.20 0.849884 0.920691 -7.33
255172_x_  putative transposon protein similar to A--- --- -1.02 -0.03 -0.20 0.849889 0.920691 -7.33
245259_at kinesin like protein ; supported by cDNPAKRP1 AT4G14150 -1.01 -0.02 -0.20 0.849906 0.920691 -7.33
262475_at hypothetical protein predicted by gene --- AT1G50340 1.02 0.02 0.20 0.849934 0.920691 -7.33
264225_at hypothetical protein predicted by gene --- AT1G67420 1.03 0.04 0.20 0.850005 0.920724 -7.33
251778_at  putative protein various predicted prot ROPGEF6 AT3G55660 -1.02 -0.03 -0.20 0.85018 0.920826 -7.33
247179_at putative protein contains similarity to b --- AT5G65320 -1.02 -0.02 -0.20 0.85015 0.920826 -7.33
246459_at  receptor protein kinase -like protein se--- AT5G16900 -1.02 -0.02 -0.20 0.850242 0.92085 -7.33
261884_at  myrosinase precursor, putative  --- AT1G80910 1.02 0.02 0.20 0.850307 0.92085 -7.33
267615_at putative phytocyanin --- AT2G26720 -1.02 -0.03 -0.20 0.850323 0.92085 -7.33
252488_at  glucuronosyl transferase-like protein g--- AT3G46700 -1.01 -0.02 -0.20 0.850367 0.920854 -7.33
248813_at Expressed protein ; supported by full-leVAM3 AT5G46860 -1.02 -0.03 -0.20 0.850455 0.920906 -7.33
265519_at hypothetical protein --- AT2G06040 -1.02 -0.02 -0.20 0.850731 0.921161 -7.33
249722_at putative protein similar to unknown pro--- AT5G35430 1.01 0.02 0.20 0.850865 0.921218 -7.33
245586_at hypothetical protein --- AT4G14980 1.02 0.02 0.20 0.850838 0.921218 -7.33



255556_at  putative NifU-like metallocluster assemNFU1 AT4G01940 -1.02 -0.03 -0.20 0.851023 0.921343 -7.33
264804_at  putative receptor kinase, CLV1 similar--- AT1G08590 1.02 0.03 0.20 0.85106 0.921343 -7.33
250201_at  ankyrin - like protein 270 kDa ankyrin --- AT5G14230 -1.04 -0.06 -0.20 0.851131 0.921375 -7.33
260537_at hypothetical protein predicted by gensc--- AT2G43450 -1.01 -0.02 -0.19 0.851309 0.921393 -7.33
263687_at unknown protein  ;supported by full-len--- AT1G26940 1.02 0.03 0.19 0.851225 0.921393 -7.33
255405_s_ hypothetical protein similar to A. thalian--- AT4G03440 / -1.02 -0.03 -0.19 0.851308 0.921393 -7.33
254518_at  downy mildew resistance-like protein d--- AT4G19910 -1.02 -0.02 -0.19 0.85124 0.921393 -7.33
250372_at  putative protein various predicted prot --- AT5G11460 1.02 0.03 0.19 0.851523 0.921581 -7.33
251287_at  putative protein nucleoid DNA-binding--- AT3G61820 1.03 0.04 0.19 0.851736 0.921767 -7.33
251004_at  putative protein predicted protein, Ara --- AT5G02720 -1.02 -0.02 -0.19 0.851938 0.921808 -7.33
263601_s_ dihydrofolate reductase-thymidylate syTHY-1 AT2G16370 / -1.02 -0.03 -0.19 0.851896 0.921808 -7.33
248092_at ubiquitin-like protein SUMO3 AT5G55170 1.05 0.07 0.19 0.851965 0.921808 -7.33
253354_at  putative protein RNA helicase DBP2 - --- AT4G33370 1.03 0.04 0.19 0.851975 0.921808 -7.33
258465_at unknown protein PMEI2 AT3G17220 -1.02 -0.03 -0.19 0.851846 0.921808 -7.33
260753_at  RING-H2 finger protein RHA3a, putati --- AT1G49230 1.04 0.06 0.19 0.85219 0.921952 -7.33
251896_at  putative protein predicted proteins, Ara--- AT3G54390 1.02 0.03 0.19 0.852181 0.921952 -7.33
262858_at major latex protein type3 identical to m--- AT1G14940 1.02 0.02 0.19 0.852241 0.921953 -7.33
265080_at  overlap with bases 100,099-109,160 osks12 AT1G55570 1.02 0.03 0.19 0.852271 0.921953 -7.33
257872_at  P-glycoprotein, putative similar to P-glPGP16 AT3G28360 1.01 0.02 0.19 0.852315 0.921957 -7.33
259372_at  homeotic protein boi1AP1, putative simAP1 AT1G69120 1.02 0.02 0.19 0.852439 0.922047 -7.33
260773_at gibberellin 2- oxidase identical to gibbeATGA2OX1 AT1G78440 -1.02 -0.03 -0.19 0.852659 0.922156 -7.33
249819_at unknown protein --- AT5G23640 1.01 0.02 0.19 0.85266 0.922156 -7.33
262877_at unknown protein ;supported by full-leng--- AT1G64850 1.02 0.03 0.19 0.852592 0.922156 -7.33
263239_at amidophosphoribosyltransferase ident ATASE1 AT2G16570 1.02 0.02 0.19 0.852722 0.922178 -7.33
247129_at alpha-mannosidase --- AT5G66150 -1.02 -0.03 -0.19 0.852808 0.922189 -7.33
253406_at  putative protein GATA transcription fa --- AT4G32890 1.03 0.04 0.19 0.852812 0.922189 -7.33
249893_at Expressed protein ; supported by full-le--- AT5G22555 -1.02 -0.02 -0.19 0.853117 0.922475 -7.33
252294_at  60S ribosomal protein L13, BBC1 protATBBC1 AT3G49010 -1.04 -0.05 -0.19 0.853267 0.922552 -7.33
245157_at putative polygalacturonase --- AT2G33160 -1.01 -0.02 -0.19 0.85327 0.922552 -7.33
247178_at Expressed protein ; supported by cDNA--- AT5G65205 1.04 0.05 0.19 0.853459 0.922713 -7.33
257645_at unknown protein  ;supported by full-len--- AT3G25790 -1.02 -0.03 -0.19 0.853522 0.922737 -7.33
263150_at  heat-shock protein, putative similar to --- AT1G54050 -1.03 -0.04 -0.19 0.853672 0.922782 -7.33
254036_at  putative peroxidase peroxidase (EC 1 --- AT4G25980 1.01 0.02 0.19 0.853638 0.922782 -7.33
252772_at hypothetical protein --- --- -1.01 -0.02 -0.19 0.853684 0.922782 -7.33
259376_at unknown protein C-terminus similar to CDC27a AT3G16320 -1.02 -0.02 -0.19 0.853914 0.922987 -7.33



264615_at unknown protein  ; supported by cDNA--- AT1G04590 -1.02 -0.04 -0.19 0.853957 0.922989 -7.33
255470_at hypothetical protein --- AT4G03040 -1.02 -0.02 -0.19 0.854049 0.923045 -7.33
258830_at unknown protein --- AT3G07090 1.03 0.04 0.19 0.854279 0.923118 -7.33
262659_at  putative nucleoside triphosphatase sim--- AT1G14240 1.02 0.02 0.19 0.854298 0.923118 -7.33
258583_at putative SRF-type transcription factor cAGL57 AT3G04100 1.01 0.02 0.19 0.85418 0.923118 -7.33
255091_at putative protein various predicted prote--- --- -1.01 -0.02 -0.19 0.854319 0.923118 -7.33
259115_at hypothetical protein predicted by gensc--- AT3G01360 -1.02 -0.03 -0.19 0.854225 0.923118 -7.33
254675_at  RNA helicase - like protein Cdc28p, S --- AT4G18465 -1.02 -0.03 -0.19 0.85436 0.923118 -7.33
262410_at  MAGE protein, putative identical to GB--- AT1G34770 -1.03 -0.04 -0.19 0.854498 0.92318 -7.33
262945_at unknown protein ;supported by full-leng--- AT1G79510 1.03 0.04 0.19 0.85447 0.92318 -7.33
265708_at  unknown protein member of a large un--- AT2G03380 -1.01 -0.02 -0.19 0.85464 0.923215 -7.33
252811_at putative protein several hypothetical pr--- --- -1.02 -0.02 -0.19 0.854673 0.923215 -7.33
245669_at hypothetical protein contains similarity LEC2 AT1G28300 -1.02 -0.03 -0.19 0.854683 0.923215 -7.33
256554_at hypothetical protein similar to putative --- --- -1.02 -0.03 -0.19 0.854733 0.923215 -7.33
260338_at putative RNA-binding protein similar to --- AT1G69250 1.01 0.02 0.19 0.854717 0.923215 -7.33
251164_s_  putative protein protein phosphatase 2--- AT3G63320 / -1.02 -0.02 -0.19 0.854814 0.923259 -7.33
247387_at unknown protein --- AT5G63460 -1.01 -0.02 -0.19 0.854934 0.923345 -7.33
257721_at hypothetical protein predicted by gene --- AT3G18310 -1.01 -0.02 -0.19 0.855097 0.923409 -7.33
250521_at selenium-binding protein-like --- AT5G08490 1.01 0.02 0.19 0.855061 0.923409 -7.33
258703_at unknown protein --- AT3G09750 -1.02 -0.03 -0.19 0.855115 0.923409 -7.33
260245_at putative RNA-binding protein similar toGR-RBP5 AT1G74230 1.01 0.02 0.19 0.85519 0.923445 -7.33
261500_at hypothetical protein predicted by gene --- AT1G28400 -1.04 -0.06 -0.19 0.855256 0.923445 -7.33
256330_at hypothetical protein predicted by gene --- AT1G76870 1.02 0.03 0.19 0.855269 0.923445 -7.33
263190_at  mutator-like transposase, putative sim--- --- 1.01 0.02 0.19 0.855322 0.923457 -7.33
251201_at  putative protein predicted protein, Ara --- AT3G63020 -1.01 -0.02 -0.19 0.855407 0.923462 -7.33
250003_at hypothetical protein predicted proteins --- AT5G18710 -1.01 -0.02 -0.19 0.8554 0.923462 -7.33
256758_at hypothetical protein similar to Athila ret--- --- 1.02 0.02 0.19 0.855467 0.923483 -7.33
246249_at salt-inducible like protein --- AT4G36680 1.02 0.03 0.19 0.855657 0.923557 -7.33
249608_at  multispanning membrane protein - like--- AT5G37310 -1.02 -0.02 -0.19 0.855635 0.923557 -7.33
255873_at hypothetical protein predicted by genscLBD13 AT2G30340 1.02 0.02 0.19 0.855653 0.923557 -7.33
264412_at hypothetical protein similar to putative --- AT1G43260 -1.01 -0.02 -0.19 0.855811 0.92368 -7.33
251741_at  putative protein predicted protein, Ara UGP3 AT3G56040 1.03 0.05 0.19 0.856047 0.923803 -7.33
258243_at carbamoyl phosphate synthetase smalCARA AT3G27740 1.02 0.03 0.19 0.85603 0.923803 -7.33
246739_at  putative protein predicted protein, Ara --- AT5G27800 1.01 0.02 0.19 0.855974 0.923803 -7.33
249921_at reverse-transcriptase - like protein pred--- AT5G19270 -1.01 -0.02 -0.19 0.856348 0.923839 -7.33



261095_at unknown protein --- AT1G62930 -1.02 -0.02 -0.19 0.856315 0.923839 -7.33
247769_at  laccase precursor - like protein laccas LAC16 AT5G58910 -1.01 -0.02 -0.19 0.856364 0.923839 -7.33
263213_at unknown protein Strong similarity to gi --- AT1G30560 -1.02 -0.02 -0.19 0.85621 0.923839 -7.33
246751_at  pectin methyl-esterase - like protein pe--- AT5G27870 -1.01 -0.02 -0.19 0.856195 0.923839 -7.33
254268_at  putative protein FAF1, Mus musculus, --- AT4G23040 1.02 0.03 0.19 0.856332 0.923839 -7.33
253914_at  putative protein late embryogenesis a --- AT4G27400 -1.02 -0.03 -0.19 0.856404 0.923839 -7.33
245066_at putative serine/threonine protein phospTOPP4 AT2G39840 1.02 0.02 0.19 0.856286 0.923839 -7.33
245534_at hypothetical protein --- AT4G15150 -1.02 -0.02 -0.19 0.856531 0.923932 -7.33
248644_at disease resistance protein-like --- AT5G49140 -1.01 -0.02 -0.19 0.856766 0.924142 -7.33
264814_at putative SET-domain transcriptional re SDG37 AT2G17900 1.02 0.03 0.19 0.856826 0.924163 -7.33
258624_at unknown protein  ; supported by cDNA--- AT3G02950 -1.02 -0.02 -0.19 0.856895 0.924194 -7.33
259573_at hypothetical protein --- --- -1.01 -0.02 -0.19 0.857035 0.924301 -7.33
266841_at putative heat shock transcription factorATHSFA2 AT2G26150 -1.02 -0.04 -0.19 0.857635 0.924786 -7.33
263665_at putative putative 60S ribosomal protein--- AT1G04480 -1.03 -0.04 -0.19 0.857534 0.924786 -7.33
247229_at putative protein contains similarity to te--- AT5G65160 -1.02 -0.03 -0.19 0.857804 0.924786 -7.33
252518_at  receptor-like protein kinase homolog l --- AT3G46350 1.01 0.02 0.19 0.857804 0.924786 -7.33
263055_at unknown protein --- --- 1.01 0.02 0.19 0.857757 0.924786 -7.33
263464_at putative ARI-like RING zinc finger prote--- AT2G31760 1.02 0.02 0.19 0.857725 0.924786 -7.33
257439_at hypothetical protein similar to hypothet --- AT2G17000 1.01 0.02 0.19 0.857809 0.924786 -7.33
249857_at C2H2-type zinc finger protein-like --- AT5G22990 -1.02 -0.02 -0.19 0.857756 0.924786 -7.33
252721_at  putative protein predicted proteins, Ara--- AT3G43990 1.02 0.03 0.19 0.857856 0.924793 -7.33
262141_s_ hypothetical protein predicted by gene --- AT1G52440 / -1.01 -0.02 -0.19 0.857911 0.924809 -7.33
266913_at hypothetical protein predicted by genscROPGEF4 AT2G45890 1.01 0.02 0.19 0.858077 0.924926 -7.33
253767_at 12S cruciferin seed storage protein CRU3 AT4G28520 1.01 0.02 0.19 0.858101 0.924926 -7.33
247781_at  dehydrodolichyl diphosphate synthase--- AT5G58784 1.02 0.03 0.19 0.858144 0.924928 -7.33
262550_at hypothetical protein similar to hypothet --- AT1G31310 -1.01 -0.02 -0.19 0.858215 0.924962 -7.33
257655_at  unknown protein contains Pfam profile--- AT3G13350 1.03 0.04 0.19 0.858418 0.924966 -7.33
258628_at unknown protein --- AT3G02890 1.03 0.04 0.19 0.85841 0.924966 -7.33
261528_at  pectate lyase, putative similar to pectaAT59 AT1G14420 1.02 0.02 0.19 0.858388 0.924966 -7.33
249460_at  v-SNARE - like protein v-SNARE AtVT--- AT5G39630 -1.02 -0.02 -0.19 0.858387 0.924966 -7.33
254580_at putative protein  ; supported by cDNA: --- AT4G19390 -1.01 -0.02 -0.19 0.858422 0.924966 -7.33
253837_at  putative proline-rich protein extensin - --- AT4G27850 1.01 0.02 0.18 0.858723 0.925247 -7.33
266692_at Ac-like transposase related to Ac Ds tr --- AT2G19960 -1.01 -0.02 -0.18 0.858932 0.925428 -7.34
248878_at 50S ribosomal protein L14 --- AT5G46160 1.01 0.02 0.18 0.859102 0.925567 -7.34
255815_at  histone H3, putative similar to histone MGH3 AT1G19890 1.02 0.02 0.18 0.859422 0.925869 -7.34



260594_at hypothetical protein predicted by gensc--- AT1G55880 -1.01 -0.02 -0.18 0.859565 0.925936 -7.34
264604_at hypothetical protein predicted by gensc--- AT1G04650 1.02 0.03 0.18 0.859561 0.925936 -7.34
248648_at putative protein similar to unknown pro--- AT5G49220 -1.02 -0.02 -0.18 0.859607 0.925937 -7.34
246947_at  cytochrome P450-like protein CYTOC CYP71B11 AT5G25120 1.01 0.02 0.18 0.859945 0.926083 -7.34
257295_at  serine/threonine protein kinase, putati GPK1 AT3G17420 -1.03 -0.04 -0.18 0.859801 0.926083 -7.34
265085_at hypothetical protein predicted by genscTPX2 AT1G03780 -1.02 -0.03 -0.18 0.859923 0.926083 -7.34
266879_at putative phragmoplastin ADL1D AT2G44590 -1.02 -0.02 -0.18 0.859927 0.926083 -7.34
251811_at  APETALA2 - like protein APETALA2, ASMZ AT3G54990 1.02 0.03 0.18 0.859919 0.926083 -7.34
256878_at  major latex protein, putative similar to --- AT3G26460 1.02 0.03 0.18 0.860063 0.926166 -7.34
264068_at putative homeodomain transcription fa BLH8 AT2G27990 1.03 0.04 0.18 0.860112 0.926175 -7.34
263291_at unknown protein --- AT2G10920 1.01 0.02 0.18 0.860176 0.9262 -7.34
252439_at  pectinesterase-like protein pectinester--- AT3G47400 -1.01 -0.02 -0.18 0.860287 0.926232 -7.34
257099_s_  disease resistance protein, putative, 3 --- AT3G24982 / 1.01 0.02 0.18 0.86026 0.926232 -7.34
255113_at  putative protein various hypothetical p --- --- -1.01 -0.02 -0.18 0.860492 0.926279 -7.34
246969_at glutamic acid-rich protein other glutam --- AT5G24880 1.02 0.02 0.18 0.860575 0.926279 -7.34
250474_at  annexin -like protein annexin (AnnAt2 ANNAT7 AT5G10230 -1.01 -0.02 -0.18 0.860554 0.926279 -7.34
253014_at  MADS-box protein AGL17 -like proteinAGL21 AT4G37940 -1.01 -0.02 -0.18 0.860434 0.926279 -7.34
251158_at  rac-GTP binding protein -like RACC s MIRO2 AT3G63150 -1.01 -0.02 -0.18 0.860522 0.926279 -7.34
265755_at En/Spm transposon hypothetical prote --- --- 1.01 0.02 0.18 0.860453 0.926279 -7.34
259677_at putative phosphatidylinositol-4-phosph --- AT1G77740 -1.02 -0.03 -0.18 0.861138 0.926517 -7.34
245674_at  chitinase, putative similar to chitinase --- AT1G56680 -1.01 -0.02 -0.18 0.861176 0.926517 -7.34
253772_at Expressed protein ; supported by full-leA7 AT4G28395 -1.01 -0.02 -0.18 0.861242 0.926517 -7.34
257692_at hypothetical protein contains similarity --- AT3G12840 1.01 0.02 0.18 0.860989 0.926517 -7.34
266904_at putative pyruvate dehydrogenase E1 b--- AT2G34590 1.03 0.04 0.18 0.860963 0.926517 -7.34
245380_at hypothetical protein --- AT4G17760 -1.02 -0.03 -0.18 0.861099 0.926517 -7.34
267589_at hypothetical protein --- --- 1.01 0.02 0.18 0.861027 0.926517 -7.34
257808_at  unknown protein, putative contains Pfa--- AT3G26935 1.01 0.02 0.18 0.861061 0.926517 -7.34
245580_at hypothetical protein --- AT4G14820 -1.02 -0.03 -0.18 0.86107 0.926517 -7.34
257669_at  DNA mismatch repair protein, putativeMSH5 AT3G20475 1.01 0.02 0.18 0.861235 0.926517 -7.34
253078_at  putative receptor protein kinase Cf-2.1--- AT4G36180 1.03 0.04 0.18 0.861012 0.926517 -7.34
261400_at  protein phosphatase-2C, putative simi --- AT1G79630 -1.02 -0.03 -0.18 0.861327 0.926565 -7.34
261506_at  choline kinase, putative similar to CHOATCK1 AT1G71697 -1.03 -0.04 -0.18 0.861628 0.926834 -7.34
260149_at putative oxidoreductase similar to adve--- AT1G52810 -1.03 -0.05 -0.18 0.861659 0.926834 -7.34
256197_at hypothetical protein --- --- 1.02 0.03 0.18 0.861724 0.926861 -7.34
245614_at retrovirus-related like polyprotein --- --- 1.02 0.02 0.18 0.861794 0.926892 -7.34



263817_at hypothetical protein predicted by gensc--- --- 1.02 0.02 0.18 0.861991 0.92706 -7.34
264908_at unknown protein --- AT2G17440 1.01 0.02 0.18 0.862034 0.927063 -7.34
265168_at putative Ser/Thr protein kinase --- AT1G23700 1.02 0.02 0.18 0.862075 0.927063 -7.34
252166_at protein kinase SPK-2  ;supported by fuSNRK2.2 AT3G50500 1.02 0.03 0.18 0.862221 0.92707 -7.34
253641_at hypothetical protein ;supported by full- --- AT4G29980 -1.02 -0.02 -0.18 0.862261 0.92707 -7.34
249789_at putative protein similar to unknown pro--- AT5G24340 1.02 0.02 0.18 0.862252 0.92707 -7.34
245570_at  heat shock protein 101 (HSP101),putaCLPB2 AT4G14670 1.01 0.02 0.18 0.862285 0.92707 -7.34
265004_at  polyprotein, putative similar to polypro--- --- -1.02 -0.03 -0.18 0.862227 0.92707 -7.34
262020_at  polyprotein, putative similar to gag-po --- --- 1.01 0.02 0.18 0.862428 0.927181 -7.34
250671_at transcription factor HBP-1b homolog (sAHBP-1B AT5G06950 1.01 0.02 0.18 0.862593 0.927307 -7.34
259458_at  glycine-rich protein, putative similar to --- AT1G44085 1.02 0.02 0.18 0.862627 0.927307 -7.34
245907_at ubiquitin-like protein ubiquitins - differe--- AT5G09340 -1.01 -0.02 -0.18 0.862735 0.927379 -7.34
263530_at  HSP100/ClpB, putative similar to HSP--- AT2G25030 / -1.01 -0.02 -0.18 0.862996 0.927616 -7.34
260121_at  AIG1-like protein similar to AIG1 prote--- AT1G33910 -1.01 -0.02 -0.18 0.863051 0.927632 -7.34
246573_at  copper amine oxidase, putative simila --- AT1G31690 -1.02 -0.03 -0.18 0.863276 0.927732 -7.34
247654_at  cytoplasmic ribosomal protein S15a - --- AT5G59850 -1.04 -0.05 -0.18 0.863348 0.927732 -7.34
249039_at late embryogenesis abundant protein-l --- AT5G44310 -1.02 -0.02 -0.18 0.863237 0.927732 -7.34
259386_at hypothetical protein contains similarity NUB AT1G13400 -1.02 -0.02 -0.18 0.863319 0.927732 -7.34
259142_at unknown protein similar to ankyrin like --- AT3G10200 -1.02 -0.02 -0.18 0.863231 0.927732 -7.34
266161_at hypothetical protein ATCHX7 AT2G28170 1.02 0.03 0.18 0.863439 0.927742 -7.34
265513_at hypothetical protein --- --- -1.01 -0.02 -0.18 0.8634 0.927742 -7.34
247081_at AtRAD17 (dbj|BAA90479.1)  ; supporteATRAD17 AT5G66130 1.02 0.02 0.18 0.863612 0.927841 -7.34
255464_s_ putative protein similar to T4I9.17 AT7SL-1 AT4G02970 / -1.01 -0.02 -0.18 0.863593 0.927841 -7.34
256815_at unknown protein contains Pfam profile --- AT3G21380 -1.01 -0.02 -0.18 0.863684 0.927875 -7.34
266356_at putative uclacyanin I identical to GP:U7UCC1 AT2G32300 1.01 0.02 0.18 0.863782 0.927893 -7.34
260016_at  Athila ORF 1, putative simlar to GI:806--- --- 1.01 0.02 0.18 0.863744 0.927893 -7.34
257385_at hypothetical protein predicted by gensc--- AT2G01800 -1.02 -0.02 -0.18 0.86393 0.928008 -7.34
260691_s_ hypothetical protein predicted by gene --- --- -1.01 -0.02 -0.18 0.864042 0.928084 -7.34
246670_at putative protein --- AT5G30520 -1.02 -0.03 -0.18 0.86409 0.928092 -7.34
266573_at unknown protein --- AT2G23860 1.02 0.03 0.18 0.864193 0.928159 -7.34
245450_at disease resistance RPP5 like protein (f--- AT4G16880 1.01 0.02 0.18 0.864245 0.928171 -7.34
260210_at  putative xyloglucan fucosyltransferaseFUT3 AT1G74420 -1.02 -0.03 -0.18 0.864498 0.928312 -7.34
258130_at unknown protein --- AT3G24510 -1.01 -0.02 -0.18 0.864426 0.928312 -7.34
267221_at similar to prokaryotic DNA polymerase STI AT2G02480 1.01 0.02 0.18 0.864487 0.928312 -7.34
260801_at hypothetical protein predicted by gene --- AT1G78430 -1.01 -0.02 -0.18 0.864669 0.928408 -7.34



260983_at hypothetical protein predicted by gene --- AT1G53560 -1.03 -0.04 -0.18 0.864669 0.928408 -7.34
257786_at hypothetical protein predicted by gene --- AT3G26990 1.02 0.03 0.18 0.865124 0.928721 -7.34
249363_at DegP protease contains similarity to D DegP13 AT5G40560 -1.01 -0.02 -0.18 0.865054 0.928721 -7.34
254712_at hypothetical protein --- AT4G18080 -1.01 -0.02 -0.18 0.865111 0.928721 -7.34
245973_at  putative protein predicted proteins, Ara--- --- -1.01 -0.02 -0.18 0.865043 0.928721 -7.34
252263_at putative protein several hypothetical pr--- AT3G49520 -1.02 -0.02 -0.18 0.865843 0.92945 -7.34
253754_at  glycine-rich protein like glycine-rich pr --- AT4G29020 -1.05 -0.07 -0.18 0.865917 0.929463 -7.34
246811_at putative protein --- AT5G27170 1.01 0.02 0.18 0.865937 0.929463 -7.34
249128_at 1-aminocyclopropane-1-carboxylate ox--- AT5G43440 1.01 0.02 0.18 0.866061 0.929493 -7.34
263770_at Mutator-like transposase similar to  MU--- --- 1.02 0.03 0.18 0.866087 0.929493 -7.34
249680_s_ putative protein strong similarity to unk--- AT3G61730 / 1.01 0.01 0.18 0.866018 0.929493 -7.34
254313_at  extensin like protein extensin like prote--- AT4G22460 1.02 0.02 0.17 0.866379 0.929763 -7.34
248658_at chromosome condensation protein ATSMC3 AT5G48600 -1.01 -0.02 -0.17 0.866437 0.929782 -7.34
257200_at hypothetical protein predicted by gene --- --- -1.01 -0.02 -0.17 0.866815 0.930143 -7.34
249291_at glutathione transferase AtGST 10 (embATGSTT1 AT5G41210 -1.02 -0.02 -0.17 0.866893 0.930183 -7.34
245903_at  CLB1 - like protein CLB1 protein, LycoSYTD AT5G11100 -1.01 -0.02 -0.17 0.86695 0.930201 -7.34
263070_at unknown protein --- AT2G17600 -1.01 -0.02 -0.17 0.867092 0.930309 -7.34
253895_at NWMU3 - 2S albumin 3 precursor AT2S3 AT4G27160 1.01 0.02 0.17 0.867316 0.930506 -7.34
254193_at  putative protein predicted proteins, Ara--- AT4G23870 1.04 0.06 0.17 0.867518 0.930678 -7.34
258308_at putative reverse transcriptase similar to--- --- 1.03 0.04 0.17 0.86757 0.930691 -7.34
246355_at hypothetical protein --- --- -1.03 -0.04 -0.17 0.867708 0.930794 -7.34
264357_at hypothetical protein Similar to hypothe ATRRP4 AT1G03360 1.04 0.06 0.17 0.867791 0.93084 -7.34
260945_at hypothetical protein predicted by gene --- AT1G05950 -1.02 -0.02 -0.17 0.867979 0.93091 -7.34
257316_at hypothetical protein predicted by gene --- --- -1.01 -0.02 -0.17 0.867936 0.93091 -7.34
255640_at hypothetical protein --- AT4G00800 1.02 0.03 0.17 0.867975 0.93091 -7.34
254953_at Expressed protein ; supported by full-le--- AT4G10925 1.01 0.02 0.17 0.868035 0.930926 -7.34
263069_at unknown protein --- AT2G17590 -1.03 -0.04 -0.17 0.868115 0.930969 -7.34
246407_at  disease resistance protein RPS4, puta--- AT1G57670 -1.01 -0.02 -0.17 0.868185 0.931 -7.34
260462_at  ZIP4, a putative zinc transporter per s ZIP4 AT1G10970 1.03 0.04 0.17 0.868276 0.931054 -7.34
246359_x_ hypothetical protein --- --- -1.02 -0.03 -0.17 0.868378 0.931075 -7.34
259691_at hypothetical protein predicted by gene --- AT1G63200 1.02 0.03 0.17 0.868349 0.931075 -7.34
256945_at hypothetical protein similar to extensin --- AT3G19020 -1.01 -0.02 -0.17 0.868446 0.931105 -7.34
245853_at  putative protein predicted protein At2g--- AT5G13500 -1.02 -0.03 -0.17 0.868505 0.931124 -7.34
245154_at putative protein similarity to predicted p--- AT5G12460 -1.01 -0.02 -0.17 0.868599 0.931181 -7.34
256175_at unknown protein --- AT1G51670 -1.01 -0.02 -0.17 0.868643 0.931185 -7.34



246276_at Cu2+-transporting ATPase-like protein HMA1 AT4G37270 1.01 0.02 0.17 0.868768 0.931275 -7.34
256144_at  guanine nucleotide-binding protein, puRACK1B_ATAT1G48630 -1.04 -0.06 -0.17 0.869075 0.931532 -7.34
260797_at  neoxanthin cleavage enzyme, putativeNCED9 AT1G78390 1.01 0.02 0.17 0.869089 0.931532 -7.34
245071_at putative vetispiradiene synthase --- AT2G23230 -1.02 -0.02 -0.17 0.869208 0.931615 -7.34
252900_at  shikimate kinase - like protein shikima--- AT4G39540 -1.02 -0.03 -0.17 0.869256 0.931622 -7.34
265698_at hypothetical protein predicted by gensc--- AT2G32160 -1.01 -0.02 -0.17 0.869398 0.931731 -7.34
259693_at hypothetical protein predicted by gene --- AT1G63060 -1.02 -0.02 -0.17 0.869542 0.931842 -7.34
263368_at putative protein kinase contains a prote--- AT2G20470 1.02 0.02 0.17 0.869754 0.932025 -7.34
250253_at putative protein contains similarity to u PDAT AT5G13640 -1.02 -0.02 -0.17 0.869822 0.932054 -7.34
262034_at hypothetical protein predicted by gene --- --- -1.01 -0.02 -0.17 0.869896 0.93209 -7.34
253521_at  multicatalytic endopeptidase complex,PBA1 AT4G31300 -1.02 -0.03 -0.17 0.869955 0.932109 -7.34
262110_at  SF2/ASF-like splicing modulator Srp30SR1 AT1G02840 1.02 0.02 0.17 0.870159 0.932241 -7.34
258688_at putative eukaryotic translation initiation--- AT3G07920 -1.01 -0.02 -0.17 0.870122 0.932241 -7.34
254402_at  putative protein predicted protein, Ara --- AT4G21310 1.02 0.03 0.17 0.870313 0.932318 -7.34
261706_at hypothetical protein similar to hypothet --- --- -1.01 -0.02 -0.17 0.870281 0.932318 -7.34
261465_at unknown protein --- AT1G07705 1.01 0.02 0.17 0.870366 0.932331 -7.34
255190_x_  may be a pseudogene similar to a fam--- --- -1.01 -0.02 -0.17 0.870493 0.932422 -7.34
246819_at  WD-repeat protein - like WD-repeat pr--- AT5G26900 -1.01 -0.02 -0.17 0.870533 0.932422 -7.34
251560_at  squamosa promoter-binding protein hoSPL15 AT3G57920 -1.02 -0.03 -0.17 0.870576 0.932424 -7.34
257107_at  transmembrane trafficking protein, put--- AT3G29070 -1.01 -0.02 -0.17 0.870718 0.932477 -7.34
259035_at hypothetical protein predicted by genef--- AT3G09430 -1.01 -0.02 -0.17 0.870789 0.932477 -7.34
246545_at  pectate lyase -like protein pectate lyas--- AT5G15110 1.01 0.02 0.17 0.870771 0.932477 -7.34
252750_at  putative protein hypothetical protein q3--- AT3G43420 -1.01 -0.02 -0.17 0.87069 0.932477 -7.34
262472_at hypothetical protein similar to putative --- AT1G50160 -1.01 -0.02 -0.17 0.870859 0.932508 -7.34
246817_at  putative protein various predicted prot --- AT5G27240 1.02 0.02 0.17 0.871058 0.932546 -7.34
246798_at  putative protein various predicted prot --- AT5G26930 1.01 0.02 0.17 0.871027 0.932546 -7.34
264196_at putative RING zinc finger protein Conta--- AT1G22670 -1.01 -0.02 -0.17 0.871033 0.932546 -7.34
247911_at putative protein contains similarity to DXRCC3 AT5G57450 1.01 0.02 0.17 0.871032 0.932546 -7.34
260319_at hypothetical protein predicted by genef--- AT1G63950 1.02 0.02 0.17 0.87112 0.932569 -7.34
260299_at putative gibberellin 3 beta-hydroxylaseGA3OX4 AT1G80330 1.01 0.02 0.17 0.871262 0.932677 -7.34
260145_at putative G protein-coupled receptor simGPCR AT1G52920 1.01 0.02 0.17 0.87138 0.93276 -7.34
247425_at unknown protein --- AT5G62550 -1.01 -0.02 -0.17 0.871429 0.932768 -7.34
256555_at hypothetical protein similar to putative --- --- -1.01 -0.02 -0.17 0.871718 0.933034 -7.34
252540_at  putative protein CDP-alcohol phospha--- AT3G45740 1.01 0.02 0.17 0.871777 0.933053 -7.34
256498_at hypothetical protein --- --- 1.01 0.02 0.17 0.871859 0.933097 -7.34



260110_at hypothetical protein similar to NBS/LRR--- AT1G63350 1.01 0.02 0.17 0.872276 0.933356 -7.34
259991_at putative S-adenosyl-L-methionine:salic--- AT1G68040 1.01 0.02 0.17 0.872305 0.933356 -7.34
256750_at unknown protein contains Pfam profile --- AT3G27150 -1.02 -0.02 -0.17 0.872239 0.933356 -7.34
265608_at hypothetical protein predicted by gensc--- AT2G25380 1.01 0.02 0.17 0.872284 0.933356 -7.34
257388_at putative non-LTR retroelement reverse--- --- 1.01 0.01 0.17 0.872266 0.933356 -7.34
261993_at unknown protein --- AT1G33860 1.01 0.02 0.17 0.872365 0.933376 -7.34
260896_at flower pigmentation protein ATAN11 si --- AT1G29310 -1.03 -0.04 -0.17 0.872463 0.933394 -7.34
244957_at hypothetical protein AT2G07835 --- -1.01 -0.02 -0.17 0.872545 0.933394 -7.34
247928_at villin --- AT5G57320 -1.02 -0.02 -0.17 0.872507 0.933394 -7.34
259929_at  transcription factor, putative similar to --- AT1G34360 -1.01 -0.02 -0.17 0.872539 0.933394 -7.34
261390_at hypothetical protein similar to hypothet --- AT1G35040 1.01 0.02 0.17 0.872726 0.933544 -7.34
256206_at hypothetical protein predicted by gene --- AT1G50910 -1.02 -0.03 -0.17 0.873104 0.933904 -7.34
256744_at  ATHP2, putative similar to ATHP2 GBAHP2 AT3G29350 1.02 0.02 0.17 0.873236 0.934001 -7.34
250927_at  lysine decarboxylase - like protein lysi --- AT5G03270 1.02 0.02 0.17 0.87329 0.934015 -7.34
249055_at calmodulin-like protein --- AT5G44460 1.01 0.02 0.17 0.873539 0.93422 -7.34
251452_at  putative protein male sterility protein 2--- AT3G60060 1.01 0.01 0.17 0.873563 0.93422 -7.34
246171_at  putative protein centrosomal Nek2-ass--- AT5G32440 1.01 0.02 0.17 0.873606 0.934222 -7.34
264319_at  subtilisin-like serine protease, putativeSDD1 AT1G04110 -1.02 -0.02 -0.17 0.873653 0.934228 -7.34
253133_at DNA-directed RNA polymerase (EC 2. NRPB1 AT4G35800 1.01 0.02 0.17 0.873702 0.934237 -7.34
252773_at  putative protein predicted proteins, Ara--- --- -1.01 -0.02 -0.16 0.873891 0.934317 -7.34
261251_at hypothetical protein predicted by gene --- AT1G05920 -1.02 -0.03 -0.16 0.8739 0.934317 -7.34
255375_at putative athila-like protein --- --- 1.01 0.02 0.16 0.873868 0.934317 -7.34
257460_at  auxin induced protein, putative similar --- AT1G75580 -1.01 -0.02 -0.16 0.874028 0.934358 -7.34
255037_at DNA-binding protein  ;supported by ful ATMYB6 AT4G09460 1.03 0.04 0.16 0.874009 0.934358 -7.34
259893_at putative disease resistance protein simAtRLP11 AT1G71390 1.01 0.02 0.16 0.874102 0.934358 -7.34
258336_at putative ethylene-inducible protein sim PDX1.2 AT3G16050 1.03 0.04 0.16 0.874074 0.934358 -7.34
260951_at hypothetical protein similar to hypothet --- AT1G06145 / -1.02 -0.02 -0.16 0.874591 0.934712 -7.34
249497_at putative protein predicted proteins - dif --- AT5G39220 1.02 0.02 0.16 0.874541 0.934712 -7.34
264642_at putative CCAAT-binding transcription f NF-YB4 AT1G09030 1.01 0.02 0.16 0.87449 0.934712 -7.34
262421_at hypothetical protein predicted by gene --- AT1G50290 1.02 0.03 0.16 0.874597 0.934712 -7.34
245631_at  tRNA-glutamine synthetase, putative sOVA9 AT1G25350 -1.01 -0.02 -0.16 0.874666 0.934723 -7.34
264310_at hypothetical protein similar to hypothet --- AT1G62030 1.01 0.02 0.16 0.874689 0.934723 -7.34
251836_at  lipase -like protein monoglyceride lipa --- AT3G55190 -1.01 -0.01 -0.16 0.874761 0.934756 -7.34
267258_at hypothetical protein predicted by gensc--- AT2G23140 1.01 0.02 0.16 0.87484 0.934797 -7.34
250555_at  putative protein ferredoxin (2Fe-2S), A--- AT5G07950 -1.02 -0.03 -0.16 0.875079 0.93489 -7.34



255031_at putative proteins various hypothetical p--- AT4G09490 1.02 0.02 0.16 0.875077 0.93489 -7.34
253123_at  thaumatin-like protein thaumatin-like p--- AT4G36000 1.02 0.02 0.16 0.875051 0.93489 -7.34
248712_at unknown protein --- AT5G48280 -1.01 -0.02 -0.16 0.875132 0.93489 -7.34
249226_at GDSL-motif lipase/hydrolase-like prote--- AT5G42170 -1.01 -0.02 -0.16 0.875096 0.93489 -7.34
249952_at  putative protein predicted proteins, Ara--- AT5G18950 1.01 0.02 0.16 0.875583 0.935312 -7.34
249262_at putative protein similar to unknown pro--- AT5G41720 -1.01 -0.02 -0.16 0.875609 0.935312 -7.34
256601_s_  At14a-1 protein identical to At14a protAT14A AT3G28290 / 1.01 0.02 0.16 0.87573 0.935353 -7.34
262983_at hypothetical protein similar to unknown--- AT1G54550 -1.01 -0.02 -0.16 0.875717 0.935353 -7.34
267457_at putative proline-rich protein AGP30 AT2G33790 -1.01 -0.02 -0.16 0.875932 0.935525 -7.34
245767_at hypothetical protein similar to putative --- AT1G33610 1.01 0.01 0.16 0.876078 0.935637 -7.34
266169_at putative protease inhibitor  ;supported --- AT2G38900 -1.01 -0.02 -0.16 0.876121 0.93564 -7.34
261468_s_ hypothetical protein predicted by gene --- AT1G27860 / 1.02 0.02 0.16 0.876232 0.935714 -7.34
255224_at  putative protein hypothetical protein, A--- AT4G05400 -1.02 -0.02 -0.16 0.876515 0.935841 -7.34
259137_at unknown protein Pfam HMM hit: EF ha--- AT3G10300 -1.02 -0.03 -0.16 0.876416 0.935841 -7.34
258469_at unknown protein contains Pfam profile PRXIIF AT3G06050 1.01 0.02 0.16 0.876499 0.935841 -7.34
267546_at putative disease resistance protein AtRLP23 AT2G32680 -1.07 -0.09 -0.16 0.876508 0.935841 -7.34
265645_at unknown protein --- AT2G27370 1.01 0.02 0.16 0.876631 0.935914 -7.34
253036_at putative protein other predicted protein--- AT4G38340 1.02 0.02 0.16 0.876707 0.935914 -7.34
250913_at  3-deoxy-D-manno-octulosonic acid tra--- AT5G03770 1.01 0.02 0.16 0.876696 0.935914 -7.34
254071_at hypothetical protein --- AT4G25510 -1.01 -0.02 -0.16 0.876773 0.935941 -7.34
260662_at  2-hydroxyisoflavone reductase, putativ--- AT1G19540 1.01 0.02 0.16 0.876945 0.936081 -7.34
258726_at Expressed protein ; supported by full-le--- AT3G11745 1.01 0.02 0.16 0.877033 0.936131 -7.34
258148_s_  DNA-directed RNA polymerase II secoNRPD2B AT3G18090 / 1.02 0.03 0.16 0.877334 0.936333 -7.34
250121_at protein kinase-like protein --- AT5G16500 1.01 0.02 0.16 0.877346 0.936333 -7.34
260604_at  polyphosphoinositide binding protein, --- AT1G55840 1.02 0.03 0.16 0.877344 0.936333 -7.34
255680_at hypothetical protein --- AT4G00530 -1.02 -0.02 -0.16 0.877401 0.936348 -7.34
263011_at conserved hypothetical protein protein --- AT1G23250 -1.01 -0.02 -0.16 0.877572 0.936488 -7.34
260649_at  storage protein, putative similar to GB ACA7 AT1G08080 1.01 0.02 0.16 0.877656 0.936533 -7.34
254475_at  putative snRNP protein small nuclear smB AT4G20440 1.02 0.03 0.16 0.877844 0.93669 -7.34
247647_at  respiratory burst oxidase protein - like --- AT5G60010 -1.01 -0.02 -0.16 0.877935 0.936743 -7.34
267047_at putative selenium-binding protein --- AT2G34370 -1.01 -0.02 -0.16 0.878038 0.936809 -7.34
256773_at hypothetical protein predicted by gene --- AT3G13630 -1.01 -0.02 -0.16 0.878186 0.936924 -7.34
249635_at putative glucan synthase glucan synthaATGSL09 AT5G36870 -1.01 -0.02 -0.16 0.878301 0.937003 -7.34
265791_at putative transcription factor MEE65 AT2G01280 1.01 0.02 0.16 0.878381 0.937044 -7.34
248565_at putative protein similar to unknown pro--- AT5G49710 -1.02 -0.03 -0.16 0.878472 0.937097 -7.34



245260_at kinase like protein ; supported by cDNA--- AT4G16360 -1.01 -0.02 -0.16 0.878612 0.937147 -7.34
252454_at  putative protein various predicted prot --- AT3G47130 1.01 0.01 0.16 0.878795 0.937147 -7.34
246560_at putative protein hypothetical protein F1--- AT5G15560 -1.01 -0.02 -0.16 0.878774 0.937147 -7.34
267449_at hypothetical protein predicted by gensc--- AT2G33690 1.01 0.01 0.16 0.878678 0.937147 -7.34
266935_at  F-box protein LKP2/ADO2, AtFBX2c idLKP2 AT2G18915 1.01 0.02 0.16 0.878806 0.937147 -7.34
255196_x_ see GB:AF058826 --- --- 1.01 0.02 0.16 0.87876 0.937147 -7.34
264495_at hypothetical protein predicted by genscRIC2 AT1G27380 -1.01 -0.02 -0.16 0.878785 0.937147 -7.34
260374_at unknown protein TAF2 AT1G73960 -1.01 -0.02 -0.16 0.878885 0.937187 -7.34
245709_at putative protein --- AT5G04320 -1.02 -0.02 -0.16 0.879001 0.937246 -7.34
266350_at  putative protein transport protein SEC STL2P AT2G01470 1.02 0.03 0.16 0.879022 0.937246 -7.34
253463_at Expressed protein ; supported by full-le--- AT4G32105 1.01 0.02 0.16 0.879176 0.937251 -7.34
249298_at putative protein similar to unknown pro--- AT5G41330 1.01 0.02 0.16 0.87918 0.937251 -7.34
248691_at putative protein strong similarity to unk--- AT5G48310 1.01 0.02 0.16 0.879191 0.937251 -7.34
260282_at putative N-terminal acetyltransferase sEMB2753 AT1G80410 -1.01 -0.02 -0.16 0.879081 0.937251 -7.34
252779_at putative protein --- AT3G42990 1.01 0.02 0.16 0.879263 0.937283 -7.34
249056_at putative protein similar to unknown pro--- AT5G44470 -1.01 -0.02 -0.16 0.879419 0.937406 -7.34
252915_at  EF-Hand containing protein -like stron--- AT4G38810 1.02 0.02 0.16 0.87952 0.93747 -7.34
250229_at putative protein contains similarity to n NACA3 AT5G13850 1.02 0.03 0.16 0.87958 0.93749 -7.34
264966_at hypothetical protein predicted by gene --- AT1G60570 1.02 0.02 0.16 0.879905 0.937775 -7.34
255174_at putative Athila-like protein --- --- -1.01 -0.02 -0.16 0.87993 0.937775 -7.34
250856_at  putative protein salt-inducible protein, --- AT5G04810 -1.02 -0.02 -0.16 0.880535 0.938114 -7.34
251794_at  mannose-1-phosphate guanylyltransfe--- AT3G55590 -1.01 -0.02 -0.16 0.880522 0.938114 -7.34
256690_at hypothetical protein predicted by gensc--- AT3G32160 1.01 0.02 0.16 0.880366 0.938114 -7.34
263220_at hypothetical protein predicted by genscemb2279 AT1G30610 -1.02 -0.02 -0.16 0.880465 0.938114 -7.34
254287_at  putative protein similaritry to hypotheti --- AT4G22960 -1.01 -0.02 -0.16 0.88047 0.938114 -7.34
244907_at hypothetical protein --- --- -1.01 -0.01 -0.16 0.880503 0.938114 -7.34
263272_at hypothetical protein predicted by gensc--- --- -1.01 -0.02 -0.16 0.880417 0.938114 -7.34
247067_at putative protein strong similarity to unk--- AT5G66950 -1.02 -0.03 -0.16 0.880651 0.938193 -7.34
262743_at unknown protein similar to unknown pr --- AT1G29020 1.01 0.02 0.16 0.880764 0.93827 -7.34
262852_at hypothetical protein predicted by gensc--- AT1G20910 1.01 0.02 0.16 0.881198 0.938353 -7.34
253715_at  RIBOSOMAL PROTEIN S30 homolog--- AT4G29390 1.01 0.02 0.16 0.881084 0.938353 -7.34
245303_at hypothetical protein ; supported by full---- AT4G17010 -1.01 -0.02 -0.16 0.881254 0.938353 -7.34
252575_at  receptor like protein kinase receptor li --- AT3G45440 1.02 0.03 0.16 0.881145 0.938353 -7.34
265916_at hypothetical protein similar to En/Spm---- --- 1.01 0.02 0.16 0.881246 0.938353 -7.34
253935_at  putative aspartate-tRNA ligase asparta--- AT4G26870 1.03 0.04 0.16 0.881246 0.938353 -7.34



256663_at unknown protein ;supported by full-leng--- AT3G12050 1.02 0.03 0.16 0.880948 0.938353 -7.34
256952_at  mannosidase, putative similar to mann--- AT3G21160 -1.02 -0.02 -0.16 0.881235 0.938353 -7.34
252668_at hypothetical protein --- AT3G44210 1.01 0.01 0.16 0.881057 0.938353 -7.34
265552_at putative plasma membrane proton ATPAHA6 AT2G07560 1.01 0.02 0.16 0.88118 0.938353 -7.34
252796_at  putative protein predicted proteins, Ara--- --- -1.02 -0.03 -0.16 0.88132 0.938379 -7.34
260059_at  trehalose-6-phosphate phosphatase (AATTPPB AT1G78090 -1.02 -0.03 -0.15 0.881376 0.938396 -7.34
247342_at ARI-like RING zinc finger protein-like --- AT5G63730 -1.01 -0.02 -0.15 0.881431 0.938411 -7.34
256906_at hypothetical protein contains Pfam pro --- AT3G24000 1.02 0.02 0.15 0.88149 0.93843 -7.34
256164_at  terpene cyclase, putative similar to ter --- AT1G48800 -1.01 -0.02 -0.15 0.881619 0.938523 -7.34
265753_at putative Athila retroelement ORF1 prot--- --- 1.01 0.01 0.15 0.881759 0.938543 -7.34
265979_at putative replication protein A1 --- --- -1.01 -0.02 -0.15 0.881696 0.938543 -7.34
257259_at hypothetical protein predicted by gene --- AT3G22090 1.01 0.01 0.15 0.881761 0.938543 -7.34
264937_at hypothetical protein contains similarity SCPL32 AT1G61130 1.01 0.02 0.15 0.881925 0.938673 -7.34
257415_at hypothetical protein similar to hypothet --- AT1G70040 -1.01 -0.02 -0.15 0.882024 0.938691 -7.34
258522_at hypothetical protein predicted by gene --- AT3G06660 1.02 0.03 0.15 0.881994 0.938691 -7.34
260732_at  myb-related DNA-binding protein, puta--- AT1G17520 -1.01 -0.02 -0.15 0.882075 0.938701 -7.34
265065_at putative phytochelatin synthase ATPCS2 AT1G03980 1.01 0.02 0.15 0.882191 0.938781 -7.34
255965_at  14-3-3 protein (grf14), putative similar --- AT1G22290 -1.01 -0.02 -0.15 0.882299 0.938852 -7.34
265685_at NAM (no apical meristem)-like protein ANAC038 AT2G24430 -1.02 -0.02 -0.15 0.882352 0.938859 -7.34
262009_at hypothetical protein predicted by gene --- AT1G35610 -1.01 -0.02 -0.15 0.882387 0.938859 -7.34
267144_at unknown protein GPAT6 AT2G38110 1.03 0.04 0.15 0.882459 0.938891 -7.34
266148_x_ En/Spm-like transposon protein related--- --- -1.01 -0.02 -0.15 0.882707 0.939111 -7.34
247363_at unknown protein --- AT5G63200 1.01 0.02 0.15 0.882859 0.93923 -7.34
252302_at  putative protein hypothetical protein R--- AT3G49190 -1.01 -0.01 -0.15 0.882915 0.939245 -7.34
260304_at unknown protein identical to most of O --- AT1G70480 -1.02 -0.03 -0.15 0.882981 0.939271 -7.34
252390_at Expressed protein ; supported by cDNA--- AT3G47836 -1.01 -0.02 -0.15 0.883023 0.939272 -7.34
256214_x_ hypothetical protein predicted by gene --- AT1G51000 1.01 0.02 0.15 0.883159 0.939373 -7.34
255097_at  predicted transposon protein similar to--- --- 1.02 0.02 0.15 0.883331 0.939512 -7.34
261294_at  dihydroxyacetone kinase, putative sim--- AT1G48430 1.02 0.02 0.15 0.883383 0.939524 -7.34
264329_at  unknown protein Contains similarity to--- AT1G04140 -1.01 -0.02 -0.15 0.883462 0.939564 -7.34
AFFX-BioD E. coli /GEN=bioD /DB_XREF=gb:J044--- --- 1.03 0.04 0.15 0.883653 0.939724 -7.34
265330_at unknown protein GUT15 --- -1.01 -0.02 -0.15 0.883696 0.939725 -7.34
250115_at salt-inducible protein-like --- AT5G16420 1.02 0.03 0.15 0.883831 0.939788 -7.34
265765_at hypothetical protein predicted by gensc--- AT2G48060 1.01 0.02 0.15 0.883872 0.939788 -7.34
252710_at  cellulase-like protein cellulase, SambuAtGH9A4 AT3G43860 1.01 0.02 0.15 0.883879 0.939788 -7.34



262726_at hypothetical protein similar to putative AtTLP5 AT1G43640 -1.01 -0.02 -0.15 0.884171 0.939866 -7.34
245994_at  putative protein various predicted prot --- --- 1.01 0.02 0.15 0.884059 0.939866 -7.34
261384_at hypothetical protein predicted by gene --- AT1G05440 -1.01 -0.02 -0.15 0.884127 0.939866 -7.34
267575_at unknown protein predicted by genscan--- AT2G30690 1.01 0.02 0.15 0.884014 0.939866 -7.34
255940_at  prolyl endopeptidase, putative similar --- AT1G20380 1.01 0.01 0.15 0.884199 0.939866 -7.34
252047_at  putative protein heat shock protein - G--- AT3G52490 1.01 0.02 0.15 0.884113 0.939866 -7.34
245072_s_ putative cytochrome P450 CYP81D7 AT2G23190 / 1.01 0.02 0.15 0.884255 0.939882 -7.34
245589_at subtilisin-like serine protease contains --- AT4G15040 -1.02 -0.03 -0.15 0.884525 0.940081 -7.34
262012_s_  integral membrane protein, putative si --- AT1G35625 / 1.01 0.02 0.15 0.884512 0.940081 -7.34
260314_at unknown protein similar to putative pro--- AT1G63830 -1.02 -0.03 -0.15 0.884624 0.940142 -7.34
248240_at CUC2 (dbj|BAA19529.1) CUC2 AT5G53950 -1.01 -0.02 -0.15 0.884679 0.940157 -7.34
261550_at hypothetical protein --- AT1G63450 -1.01 -0.02 -0.15 0.884904 0.940216 -7.34
264061_at putative cyclin-dependent kinase regul CKS2 AT2G27970 -1.03 -0.04 -0.15 0.884941 0.940216 -7.34
252794_at  putative protein predicted proteins, Ara--- --- 1.01 0.01 0.15 0.884881 0.940216 -7.34
258092_at Expressed protein ; supported by full-le--- AT3G14595 1.02 0.03 0.15 0.88489 0.940216 -7.34
261691_at  branched-chain amino acid aminotran --- AT1G50060 -1.01 -0.01 -0.15 0.884918 0.940216 -7.34
265534_at En/Spm-like transposon protein related--- --- 1.01 0.01 0.15 0.885038 0.940275 -7.34
253939_at  putative myb-related protein myb-relatMYB97 AT4G26930 1.02 0.02 0.15 0.885277 0.940486 -7.34
250750_at glucuronosyl transferase-like protein UGT76C2 AT5G05860 / -1.01 -0.02 -0.15 0.885397 0.940569 -7.34
253348_at  putative protein SMT4 protein - Sacch--- AT4G33620 1.01 0.01 0.15 0.885554 0.940692 -7.34
263738_at hypothetical protein predicted by gene --- AT1G60060 -1.03 -0.05 -0.15 0.885595 0.940692 -7.34
263952_s_ unknown protein  ;supported by full-len--- AT2G35810 / 1.01 0.02 0.15 0.885686 0.940745 -7.34
265594_at 50S ribosomal protein L4  ;supported b--- AT2G20060 1.02 0.03 0.15 0.885729 0.940747 -7.34
249478_at  germin - like protein GLP6 germin - lik --- AT5G38950 1.01 0.02 0.15 0.885842 0.940823 -7.34
250838_at  cytochrome P450 - like protein cytoch CYP77A9 AT5G04630 -1.01 -0.01 -0.15 0.885922 0.940864 -7.34
266876_at hypothetical protein predicted by genef--- AT2G44820 1.01 0.02 0.15 0.886117 0.940984 -7.34
249465_at  AIG2 - like protein AIG2, Arabidopsis tAIG2L AT5G39720 -1.01 -0.02 -0.15 0.886106 0.940984 -7.34
252349_at  cell division cycle protein 23 homolog APC8 AT3G48150 -1.02 -0.03 -0.15 0.886227 0.941056 -7.34
249300_at putative protein similar to unknown pro--- AT5G41380 1.01 0.02 0.15 0.886358 0.941152 -7.34
258934_at putative RecA protein similar to RecA pRECA3 AT3G10140 1.01 0.02 0.15 0.886694 0.941318 -7.34
248099_at DNA topoisomerase I (sp P30181) TOP1ALPHAAT5G55300 -1.01 -0.01 -0.15 0.886662 0.941318 -7.34
257676_at unknown protein  ;supported by full-lenTGD2 AT3G20320 -1.01 -0.02 -0.15 0.886658 0.941318 -7.34
255343_at hypothetical protein --- --- -1.01 -0.01 -0.15 0.886721 0.941318 -7.34
263006_at hypothetical protein contains similarity --- AT1G54240 -1.01 -0.02 -0.15 0.886619 0.941318 -7.34
260713_at  disease resistance protein RPP1-WsA--- AT1G17615 1.01 0.01 0.15 0.886823 0.941383 -7.34



253299_at hypothetical protein  ;supported by full---- AT4G33800 -1.01 -0.02 -0.15 0.887118 0.941652 -7.34
265865_at hypothetical protein predicted by gensc--- AT2G01740 -1.01 -0.01 -0.15 0.887351 0.941834 -7.34
259888_at hypothetical protein similar to nodule in--- AT1G76350 1.03 0.04 0.15 0.887455 0.941834 -7.34
258306_at putative transcription factor similar to GATBZIP42 AT3G30530 -1.01 -0.01 -0.15 0.88743 0.941834 -7.34
245384_at glycoprotein homolog ;supported by fu --- AT4G16790 -1.02 -0.03 -0.15 0.887454 0.941834 -7.34
260964_at  E2, ubiquitin-conjugating enzyme 15 ( ATUBC2-1 AT1G45050 1.01 0.01 0.15 0.887743 0.942052 -7.34
250919_at  putative protein myosin heavy chain, G--- AT5G03660 1.01 0.02 0.15 0.887723 0.942052 -7.34
247262_at putative protein contains similarity to g AtFAAH AT5G64440 -1.01 -0.02 -0.15 0.887824 0.942095 -7.34
246274_at transcription factor like protein --- AT4G36620 1.01 0.02 0.15 0.888018 0.942257 -7.34
264646_at hypothetical protein Similar to Homo coBON3 AT1G08860 1.01 0.02 0.15 0.88828 0.942491 -7.34
257725_at  DNA mismatch repair protein MSH2, 5MSH2 AT3G18524 -1.02 -0.02 -0.15 0.888363 0.942535 -7.34
252499_s_  subtilisin-like serine protease contains--- AT3G46840 / -1.01 -0.02 -0.15 0.888459 0.942593 -7.34
257142_at  cytochrome P450, putative contains PCYP705A18 AT3G20090 -1.02 -0.02 -0.15 0.888668 0.942771 -7.34
255109_s_ hypothetical protein --- AT4G08760 1.01 0.01 0.15 0.888731 0.942794 -7.34
253318_at  extensin-like protein extensin-like prot --- AT4G33970 1.01 0.01 0.15 0.888822 0.942847 -7.34
258131_at  protein kinase, putative similar to GB:B--- AT3G24540 -1.02 -0.02 -0.15 0.888957 0.942902 -7.34
263575_at hypothetical protein similar to hypothet --- AT2G17070 -1.01 -0.02 -0.15 0.888938 0.942902 -7.34
263771_at putative Athila retroelement ORF1 prot--- --- 1.01 0.01 0.14 0.889091 0.943 -7.34
258582_at germin-like protein contains Pfam profi --- AT3G04150 1.01 0.01 0.14 0.889191 0.943036 -7.34
255897_at  mutator-like transposase, putative sim--- --- -1.01 -0.01 -0.14 0.889262 0.943036 -7.34
254322_at hypothetical protein --- AT4G22600 -1.02 -0.02 -0.14 0.889276 0.943036 -7.34
247938_at putative protein similar to unknown pro--- AT5G57140 / -1.01 -0.02 -0.14 0.88929 0.943036 -7.34
249663_s_ unknown protein --- --- -1.01 -0.02 -0.14 0.889391 0.9431 -7.34
246095_at  homeotic gene regulator - like protein --- AT5G19310 1.02 0.03 0.14 0.889603 0.94328 -7.34
251135_at  putative protein proteophosphoglycan --- AT5G01280 1.01 0.02 0.14 0.889733 0.943374 -7.34
265521_at hypothetical protein predicted by genscORG4 AT2G06010 -1.01 -0.02 -0.14 0.889826 0.943429 -7.34
258303_at hypothetical protein predicted by gene --- --- 1.01 0.01 0.14 0.889897 0.943461 -7.34
266705_at 40S ribosomal protein S30  ; supported--- AT2G19750 1.02 0.02 0.14 0.89071 0.943489 -7.34
258448_at unknown protein --- AT3G22290 1.01 0.01 0.14 0.89071 0.943489 -7.34
257187_at hypothetical protein predicted by gensc--- AT3G13140 -1.01 -0.02 -0.14 0.890297 0.943489 -7.34
264277_at  polygalacturonase isoenzyme 1 beta s--- AT1G60390 -1.01 -0.02 -0.14 0.890404 0.943489 -7.34
255598_at putative protein similar to nucleolin pro--- AT4G00830 1.01 0.02 0.14 0.890575 0.943489 -7.34
245874_at unknown protein --- AT1G26250 1.01 0.02 0.14 0.89067 0.943489 -7.34
253166_at  putative protein putative ligand-gated GLUR2 AT4G35290 -1.02 -0.03 -0.14 0.89034 0.943489 -7.34
256502_at  Eukaryotic translation initiation factor 5--- AT1G36730 / 1.02 0.02 0.14 0.890673 0.943489 -7.34



265784_at hypothetical protein predicted by gensc--- AT2G07280 -1.01 -0.02 -0.14 0.890443 0.943489 -7.34
262511_at  syntaxin-related protein At-SYR1, putaSYP125 AT1G11250 1.01 0.02 0.14 0.89039 0.943489 -7.34
256712_at unknown protein similar to T14G11.15 --- AT2G34020 1.01 0.01 0.14 0.890575 0.943489 -7.34
248071_at unknown protein --- AT5G55670 -1.01 -0.02 -0.14 0.890428 0.943489 -7.34
245563_at SNF1 like protein kinase ; supported b CIPK4 AT4G14580 1.03 0.05 0.14 0.890068 0.943489 -7.34
252139_at  putative protein hypothetical protein L --- AT3G51050 1.01 0.02 0.14 0.890562 0.943489 -7.34
253681_at cytidine deaminase 3 (CDA3) --- AT4G29630 -1.01 -0.02 -0.14 0.890188 0.943489 -7.34
256271_at unknown protein --- AT3G12140 1.02 0.02 0.14 0.890013 0.943489 -7.34
246823_at putative protein --- AT5G26970 -1.01 -0.01 -0.14 0.890102 0.943489 -7.34
246227_at hypothetical protein --- AT4G36510 -1.01 -0.02 -0.14 0.89016 0.943489 -7.34
248123_at putative protein similar to unknown pro--- AT5G54720 1.01 0.01 0.14 0.890698 0.943489 -7.34
248180_at unknown protein  ;supported by full-lenAGD5 AT5G54310 1.01 0.01 0.14 0.890799 0.94354 -7.34
267035_at putative beta-alanine-pyruvate aminotrAGT3 AT2G38400 -1.03 -0.05 -0.14 0.890972 0.943635 -7.34
265282_at unknown protein --- AT2G20380 -1.01 -0.02 -0.14 0.890964 0.943635 -7.34
246747_at  ribosomal protein S21 - like ribosomal --- AT5G27700 1.02 0.02 0.14 0.89113 0.943759 -7.34
255761_at hypothetical protein predicted by gensc--- AT1G16770 1.01 0.02 0.14 0.891614 0.94414 -7.34
266947_at hypothetical protein predicted by gensc--- AT2G18830 1.01 0.02 0.14 0.89161 0.94414 -7.34
252641_at  putative protein predicted protein, Ara --- AT3G44570 1.01 0.02 0.14 0.891584 0.94414 -7.34
249769_at sigma-like factor (emb CAA77213.1) SIGE AT5G24120 1.02 0.02 0.14 0.891773 0.94417 -7.34
255242_at  putative protein putative retrotranspos--- --- 1.01 0.01 0.14 0.891691 0.94417 -7.34
248356_at putative protein strong similarity to unkATEXO70A3AT5G52350 1.01 0.01 0.14 0.891743 0.94417 -7.34
262788_at unknown protein ESTs gb|T75618 and --- AT1G10690 1.02 0.02 0.14 0.891808 0.94417 -7.34
252763_at Expressed protein ; supported by cDNA--- AT3G42725 -1.01 -0.02 -0.14 0.891852 0.944173 -7.34
264052_at putative cytochrome P450 CYP79B3 AT2G22330 1.02 0.03 0.14 0.892058 0.944257 -7.34
249662_s_ putative protein hypothetical proteins - --- AT5G36680 / -1.01 -0.01 -0.14 0.892139 0.944257 -7.34
259044_at  pollen allergen Bra r II identical to poll --- AT3G03430 1.01 0.01 0.14 0.892123 0.944257 -7.34
266677_at hypothetical protein predicted by gensc--- AT2G29820 1.01 0.02 0.14 0.892088 0.944257 -7.34
246556_at  putative protein hypothetical protein T --- AT5G15480 1.01 0.02 0.14 0.892071 0.944257 -7.34
263507_s_ hypothetical protein --- --- -1.02 -0.02 -0.14 0.892201 0.94428 -7.34
265812_at hypothetical protein predicted by gensc--- AT2G18070 1.01 0.02 0.14 0.892357 0.9444 -7.34
262732_at putative protein kinase similar to gb|J0 --- AT1G16440 1.01 0.02 0.14 0.892422 0.944425 -7.34
264166_at unknown protein ; supported by cDNA:--- AT1G65370 -1.01 -0.02 -0.14 0.892578 0.944541 -7.34
258032_at hypothetical protein predicted by gene --- AT3G21170 -1.02 -0.02 -0.14 0.892614 0.944541 -7.34
259105_at  stress related protein, putative similar --- AT3G05500 -1.02 -0.02 -0.14 0.892743 0.944546 -7.34
265117_at  putative proline-rich cell wall protein (p--- AT1G62500 1.02 0.02 0.14 0.89274 0.944546 -7.34



245169_at unknown protein predicted by genefind--- AT2G33220 -1.01 -0.01 -0.14 0.892695 0.944546 -7.34
252298_at  putative protein various predicted prot --- AT3G49060 -1.01 -0.01 -0.14 0.892805 0.944567 -7.34
250963_at  putative protein various predicted prot --- AT5G03000 -1.01 -0.02 -0.14 0.892903 0.944584 -7.34
256623_at myosin identical to myosin GB:CAB618ATM1 AT3G19960 -1.01 -0.02 -0.14 0.892887 0.944584 -7.34
262259_s_ hypothetical protein predicted by gene --- AT1G53870 / 1.02 0.03 0.14 0.893084 0.944669 -7.34
260638_at unknown protein similar to putative cyt --- AT1G62390 1.02 0.03 0.14 0.893155 0.944669 -7.34
264785_at putative non-LTR retroelement reverse--- --- -1.01 -0.02 -0.14 0.89319 0.944669 -7.34
257417_at hypothetical protein predicted by gensc--- AT1G10110 1.01 0.02 0.14 0.89307 0.944669 -7.34
252453_at putative RNA-binding protein various p--- AT3G47120 -1.01 -0.01 -0.14 0.893168 0.944669 -7.34
265981_s_ putative replication protein A1 --- --- -1.01 -0.02 -0.14 0.893592 0.945011 -7.34
259464_at hypothetical protein predicted by gene --- AT1G18990 -1.01 -0.02 -0.14 0.893635 0.945011 -7.34
267403_at MADS-box protein (AGL33) AGL33 AT2G26320 -1.01 -0.01 -0.14 0.893639 0.945011 -7.34
258328_at putative zinc finger protein similar to au--- AT3G16090 1.01 0.01 0.14 0.893717 0.94505 -7.34
257508_at  bZIP transcription factor, putative cont--- AT1G64320 -1.01 -0.01 -0.14 0.893807 0.945058 -7.34
263232_at  putative light repressible receptor prot --- AT1G05700 -1.01 -0.02 -0.14 0.893777 0.945058 -7.34
254538_at  putative protein chitinase / lysozyme P--- AT4G19740 1.01 0.01 0.14 0.894153 0.94538 -7.34
247491_at putative protein supported by cDNA: C--- AT5G61880 1.02 0.03 0.14 0.894345 0.945386 -7.34
262037_at hypothetical protein predicted by gene --- --- -1.01 -0.02 -0.14 0.894237 0.945386 -7.34
250401_at  putative protein HSPC184, Homo sap --- AT5G10780 1.01 0.01 0.14 0.894448 0.945386 -7.34
262651_at  hypothetical protein One of a cluster oFUT9 AT1G14100 / 1.01 0.02 0.14 0.894382 0.945386 -7.34
247482_at  chromosomal protein - like chromosomSMC2 AT5G62410 -1.01 -0.02 -0.14 0.894449 0.945386 -7.34
262740_at  lipase, putative contains Pfam profile: --- AT1G28590 -1.01 -0.02 -0.14 0.894343 0.945386 -7.34
247697_at  subtilisin-like protease - like protein suSBT5.4 AT5G59810 -1.01 -0.02 -0.14 0.894306 0.945386 -7.34
258450_at  hypothetical protein predicted by gens--- --- -1.01 -0.02 -0.14 0.894504 0.945401 -7.34
245152_at putative mitochondrial carrier protein s --- AT2G47490 1.01 0.02 0.14 0.894639 0.945455 -7.34
245921_at  putative protein predicted protein, Ara --- AT5G28800 -1.01 -0.01 -0.14 0.89463 0.945455 -7.34
263332_at putative snRNP splicing factor  ;suppo --- AT2G03870 -1.01 -0.01 -0.14 0.894739 0.945473 -7.34
247017_at putative protein similar to unknown pro--- AT5G66980 -1.01 -0.01 -0.14 0.894762 0.945473 -7.34
249274_at unknown protein --- AT5G41860 -1.02 -0.02 -0.14 0.89478 0.945473 -7.34
267049_at putative transcription elongation factor --- AT2G34210 1.02 0.03 0.14 0.894925 0.945583 -7.34
249548_at  lipid transfer - like protein lipid transfer--- AT5G38170 -1.01 -0.02 -0.14 0.895057 0.945679 -7.34
263613_at unknown protein --- AT2G25250 -1.02 -0.03 -0.14 0.89517 0.945754 -7.34
264763_at hypothetical protein contains similarity --- AT1G61450 1.01 0.01 0.14 0.895315 0.945863 -7.34
252786_at  putative protein putative DNA-helicaseCHR38 AT3G42670 1.02 0.03 0.14 0.89554 0.945925 -7.34
260844_at peroxisomal targeting signal type 2 recPEX7 AT1G29260 -1.01 -0.01 -0.14 0.895473 0.945925 -7.34



263353_at hypothetical protein predicted by gensc--- AT2G22070 -1.01 -0.02 -0.14 0.895505 0.945925 -7.34
245862_at putative protein --- AT5G01010 1.01 0.02 0.14 0.895478 0.945925 -7.34
248168_at beta-glucosidase BGLU41 AT5G54570 -1.01 -0.02 -0.14 0.895653 0.946001 -7.34
264095_at mercaptopyruvate sulfurtransferase (MMST1 AT1G79230 -1.01 -0.01 -0.14 0.895712 0.946019 -7.34
254519_at putative protein W15DMY30S --- AT4G19940 -1.01 -0.02 -0.14 0.895913 0.946188 -7.34
257867_at unknown protein --- AT3G17780 -1.01 -0.02 -0.14 0.896027 0.946265 -7.34
262915_at response regulator 3 identical to respo ARR3 AT1G59940 -1.01 -0.02 -0.14 0.896225 0.946295 -7.34
257639_at hypothetical protein --- AT3G25720 -1.01 -0.02 -0.14 0.896155 0.946295 -7.34
255189_at hypothetical protein --- AT4G07350 -1.01 -0.01 -0.14 0.896263 0.946295 -7.34
245086_at putative translation initiation factor --- AT2G39820 1.01 0.01 0.14 0.896108 0.946295 -7.34
254567_s_ hypothetical protein --- AT4G19260 / 1.01 0.01 0.14 0.896193 0.946295 -7.34
255168_at  putative protein hypothetical protein T --- --- -1.01 -0.02 -0.14 0.896452 0.946451 -7.34
245376_at peroxidase like protein --- AT4G17690 1.01 0.01 0.14 0.896559 0.94652 -7.34
258956_at hypothetical protein predicted by gensc--- AT3G01440 1.03 0.05 0.13 0.89668 0.946594 -7.34
246416_at  putative protein predicted proteins, Ara--- AT5G16920 1.01 0.02 0.13 0.896779 0.946594 -7.34
257436_s_ hypothetical protein predicted by genef--- AT2G24650 / -1.01 -0.02 -0.13 0.896795 0.946594 -7.34
245636_at hypothetical protein similar to hypothet --- AT1G25240 1.01 0.02 0.13 0.896775 0.946594 -7.34
255656_at  putative protein (fragment) DNA-bindin--- AT4G00990 -1.01 -0.02 -0.13 0.897095 0.946823 -7.34
264013_at unknown protein FIO1 AT2G21070 -1.01 -0.01 -0.13 0.897065 0.946823 -7.34
250642_at receptor-like protein kinase several recERL2 AT5G07180 -1.01 -0.01 -0.13 0.897224 0.946915 -7.34
249189_at putative protein similar to unknown proAtHB27 AT5G42780 1.02 0.02 0.13 0.897303 0.946955 -7.34
255407_at  hypothetical protein similar to A. thalia--- AT4G03480 -1.01 -0.02 -0.13 0.89754 0.947118 -7.34
248601_at putative protein contains similarity to u --- AT5G49400 -1.01 -0.01 -0.13 0.897505 0.947118 -7.34
245960_at  subtilisin-like protein subtilisin/kexin is S1P AT5G19660 1.01 0.01 0.13 0.897609 0.947147 -7.34
259128_at unknown protein similar to pushover GBIG AT3G02260 1.02 0.02 0.13 0.897934 0.94727 -7.34
246085_at  putative protein predicted proteins, AraATBRXL4 AT5G20540 -1.01 -0.02 -0.13 0.897896 0.94727 -7.34
248022_at putative protein contains similarity to RAPUM12 AT5G56510 1.01 0.01 0.13 0.897782 0.94727 -7.34
248018_at putative protein strong similarity to unk--- AT5G56470 1.01 0.02 0.13 0.897859 0.94727 -7.34
255684_at putative glycosylasparaginase --- AT4G00590 -1.02 -0.02 -0.13 0.897912 0.94727 -7.34
260731_at  P-type ATPase, putative similar to GB--- AT1G17500 -1.01 -0.02 -0.13 0.898008 0.947304 -7.34
267570_at  putative RNA helicase A identical to GHVT1 AT2G30800 -1.01 -0.02 -0.13 0.898054 0.947309 -7.34
255314_at putative transposon protein --- --- 1.01 0.02 0.13 0.898123 0.947338 -7.34
251239_at putative protein several hypothetical pr--- AT3G62440 -1.01 -0.02 -0.13 0.898256 0.947391 -7.34
266176_at lectin-like protein AtPP2-B2 AT2G02250 1.01 0.02 0.13 0.898237 0.947391 -7.34
256312_x_ hypothetical protein --- AT1G35820 1.01 0.01 0.13 0.898484 0.947587 -7.34



251537_at putative protein several hypothetical pr--- AT3G58470 1.02 0.03 0.13 0.898639 0.947663 -7.34
265404_at putative beta-galactosidase BGAL13 AT2G16730 -1.01 -0.02 -0.13 0.898621 0.947663 -7.34
247973_at putative protein contains similarity to tr --- AT5G56770 1.01 0.01 0.13 0.898724 0.947665 -7.34
263559_at putative non-LTR retroelement reverse--- --- 1.01 0.01 0.13 0.898696 0.947665 -7.34
250964_at  putative protein various predicted prot --- AT5G03010 -1.01 -0.02 -0.13 0.898928 0.947793 -7.34
252395_at  H+-transporting ATPase - like protein AHA4 AT3G47950 1.02 0.02 0.13 0.898928 0.947793 -7.34
266261_at putative zinc finger protein  ;supported --- AT2G27580 1.01 0.01 0.13 0.899056 0.947884 -7.34
254699_at  putative protein predicted protein, Ara --- AT4G17990 1.01 0.02 0.13 0.899276 0.948072 -7.34
249715_at putative protein similar to unknown pro--- AT5G35760 1.01 0.02 0.13 0.899463 0.948225 -7.34
261002_at hypothetical protein contains similarity --- AT1G26520 1.01 0.02 0.13 0.899568 0.948289 -7.34
246208_at hypothetical protein ; supported by cDNSFH12 AT4G36490 -1.01 -0.02 -0.13 0.899648 0.948289 -7.34
257490_x_  Myb homolog (CPC), putative similar tETC1 AT1G01380 -1.01 -0.01 -0.13 0.899628 0.948289 -7.34
253158_at  putative protein protein kinase 6, Glyc --- AT4G35780 1.01 0.02 0.13 0.899716 0.948316 -7.34
245588_at putative protein --- AT4G15030 1.02 0.02 0.13 0.899865 0.948429 -7.34
255689_at hypothetical protein --- AT4G00670 -1.01 -0.01 -0.13 0.899958 0.948484 -7.34
249285_at unknown protein --- AT5G41960 1.01 0.02 0.13 0.900153 0.948646 -7.34
252140_at putative protein several hypothetical pr--- AT3G51070 1.01 0.01 0.13 0.900247 0.948701 -7.34
264808_at unknown protein similar to EST gb|H37PRA1.E AT1G08770 -1.01 -0.01 -0.13 0.900317 0.948731 -7.34
254994_at putative methyltransferase MTA AT4G10760 1.02 0.03 0.13 0.900461 0.948839 -7.34
260734_at  disease resistance protein RPP1-WsB--- AT1G17600 -1.01 -0.02 -0.13 0.900597 0.948894 -7.34
267273_at putative non-LTR retroelement reverse--- AT2G02520 1.01 0.01 0.13 0.900593 0.948894 -7.34
245511_at hypothetical protein --- AT4G15755 -1.01 -0.01 -0.13 0.900683 0.948941 -7.34
260050_at hypothetical protein predicted by gene AGL64 AT1G29960 / 1.01 0.02 0.13 0.900727 0.948944 -7.34
252201_at  putative protein anthranilate N-hydrox --- AT3G50295 1.01 0.01 0.13 0.900902 0.948997 -7.34
263721_at hypothetical protein predicted by gensc--- AT2G13630 -1.01 -0.01 -0.13 0.900842 0.948997 -7.34
247872_at putative protein similar to unknown pro--- AT5G57670 1.01 0.02 0.13 0.900877 0.948997 -7.34
250973_at  60S ribosomal protein - like 60S roibo --- AT5G02870 1.02 0.03 0.13 0.901336 0.949147 -7.34
266960_at putative retroelement pol polyprotein --- --- -1.01 -0.02 -0.13 0.901273 0.949147 -7.34
265556_at putative Athila retroelement ORF1-like --- --- 1.01 0.02 0.13 0.90132 0.949147 -7.34
256886_at hypothetical protein contains Pfam pro --- AT3G15130 1.01 0.01 0.13 0.901162 0.949147 -7.34
264194_at putative wall-associated kinase contain--- AT1G22720 1.01 0.01 0.13 0.901152 0.949147 -7.34
263614_at putative serpin --- AT2G25240 1.01 0.02 0.13 0.901283 0.949147 -7.34
260977_at hypothetical protein predicted by gene --- AT1G53420 1.01 0.01 0.13 0.901271 0.949147 -7.34
266165_at putative copper/zinc superoxide dismu CSD2 AT2G28190 1.05 0.08 0.13 0.90152 0.949297 -7.35
260219_at hypothetical protein contains Pfam pro --- AT1G74630 -1.01 -0.01 -0.13 0.901563 0.949298 -7.35



254989_at  retrotransposon like protein copia-like --- --- -1.01 -0.02 -0.13 0.901658 0.949311 -7.35
245182_at  putative protein similarity to TETRATR--- AT5G12430 1.02 0.02 0.13 0.901651 0.949311 -7.35
254663_at potassium channel protein KAT2 KAT2 AT4G18290 1.01 0.02 0.13 0.901927 0.949518 -7.35
251878_at  putative protein predicted protein, Ara --- AT3G54310 -1.01 -0.01 -0.13 0.901939 0.949518 -7.35
249894_at unknown protein  ; supported by cDNA--- AT5G22580 1.15 0.20 0.13 0.901988 0.949527 -7.35
251130_at  oligopeptide transporter - like protein pPTR5 AT5G01180 -1.01 -0.01 -0.13 0.902101 0.949551 -7.35
249143_at putative protein strong similarity to unk--- AT5G43230 -1.01 -0.01 -0.13 0.902136 0.949551 -7.35
254842_at putative protein other hypothetical prot --- AT4G11950 -1.01 -0.02 -0.13 0.90206 0.949551 -7.35
257591_at  leucine-rich repeat disease resistanceAtRLP39 AT3G24900 -1.01 -0.01 -0.13 0.902193 0.949567 -7.35
265408_at Mutator-like transposase similar to  MU--- --- 1.01 0.01 0.13 0.902267 0.949601 -7.35
251132_at  putative protein Myb-related transcript --- AT5G01200 -1.01 -0.02 -0.13 0.90231 0.949603 -7.35
246106_at  receptor-like protein kinase precursor --- AT5G28680 1.01 0.01 0.13 0.902532 0.949792 -7.35
252292_at  RNA polymerase III subunit - like prote--- AT3G49000 1.01 0.02 0.13 0.902654 0.949877 -7.35
256975_at unknown protein similar to putative retr--- AT3G21000 -1.01 -0.02 -0.13 0.90281 0.949997 -7.35
255288_at coded for by A. thaliana cDNA T41604--- AT4G04670 -1.02 -0.02 -0.13 0.902881 0.950028 -7.35
257013_at hypothetical protein contains Pfam pro --- AT3G26920 / -1.01 -0.01 -0.13 0.902991 0.950101 -7.35
256916_at GATA transcription factor 1 (AtGATA-1--- AT3G24050 1.01 0.02 0.13 0.903131 0.950186 -7.35
249717_at unknown protein  ;supported by full-len--- AT5G35730 -1.01 -0.01 -0.13 0.903155 0.950186 -7.35
254312_s_ hypothetical protein --- --- -1.01 -0.02 -0.13 0.903247 0.950238 -7.35
258093_at unknown protein  ; supported by cDNA--- AT3G14750 -1.01 -0.02 -0.13 0.903328 0.950279 -7.35
264212_at putative tRNA adenylyltransferase Sim--- AT1G22660 -1.02 -0.02 -0.13 0.903517 0.950303 -7.35
252722_at  putative protein hypothetical protein F --- --- 1.01 0.01 0.13 0.903496 0.950303 -7.35
261849_at  pectin methylesterase, putative simila --- AT1G11370 1.01 0.02 0.13 0.903411 0.950303 -7.35
261200_at  60S ribosomal protein L27a, putative s--- AT1G12960 1.01 0.01 0.13 0.903486 0.950303 -7.35
264228_at hypothetical protein contains similarity GCS1 AT1G67490 -1.01 -0.01 -0.13 0.903659 0.95031 -7.35
264392_at hypothetical protein Similar to salt-indu--- AT1G11900 -1.01 -0.02 -0.13 0.90358 0.95031 -7.35
265906_at hypothetical protein predicted by gensc--- AT2G25565 1.01 0.02 0.13 0.903732 0.95031 -7.35
248275_at isp4 protein ATOPT8 AT5G53520 1.01 0.01 0.13 0.903727 0.95031 -7.35
265972_at putative retroelement pol polyprotein --- --- -1.01 -0.01 -0.13 0.903673 0.95031 -7.35
247666_at  putative protein various predicted prot --- AT5G60140 -1.01 -0.01 -0.13 0.903782 0.950319 -7.35
260646_at hypothetical protein similar to CHP-rich--- AT1G53340 -1.02 -0.02 -0.13 0.903894 0.950392 -7.35
250416_at  putative protein predicted proteins, Ara--- AT5G11220 -1.01 -0.01 -0.13 0.903962 0.950402 -7.35
266477_at CLE4 CLAVATA3/ESR-Related 4 (CLECLE6 AT2G31085 1.01 0.02 0.13 0.904028 0.950402 -7.35
251488_at  calmodulin-like protein calcium-binding--- AT3G59440 1.01 0.01 0.13 0.903991 0.950402 -7.35
259004_at  putative protein kinase C-terminal reg --- AT3G01840 -1.01 -0.01 -0.13 0.904162 0.950455 -7.35



255191_at may be a pseudogene --- --- -1.01 -0.01 -0.13 0.904128 0.950455 -7.35
264314_at unknown protein ; supported by cDNA:--- AT1G70420 -1.02 -0.02 -0.12 0.904369 0.95059 -7.35
245115_at putative esterase D  ;supported by full-SFGH AT2G41530 -1.02 -0.02 -0.12 0.904438 0.95059 -7.35
258042_at hypothetical protein similar to hypothet --- AT3G21310 1.01 0.01 0.12 0.904383 0.95059 -7.35
259667_at unknown protein ; supported by cDNA:--- AT1G55270 1.01 0.02 0.12 0.904457 0.95059 -7.35
246754_at  transcription factor - like protein Hap5aNF-YC8 AT5G27910 -1.01 -0.02 -0.12 0.904569 0.950665 -7.35
252788_at putative protein several hypothetical pr--- --- -1.01 -0.01 -0.12 0.904747 0.950765 -7.35
250799_at putative protein strong similarity to unk--- AT5G05350 -1.01 -0.01 -0.12 0.904749 0.950765 -7.35
247620_at  receptor like protein kinase receptor li --- AT5G60310 1.01 0.02 0.12 0.904831 0.950808 -7.35
257568_s_ hypothetical protein --- AT3G23950 / -1.01 -0.02 -0.12 0.904896 0.950832 -7.35
252784_at  putative protein predicted proteins, Ara--- --- -1.01 -0.01 -0.12 0.905034 0.950845 -7.35
252963_at putative protein --- AT4G38820 1.01 0.01 0.12 0.905074 0.950845 -7.35
259589_at unknown protein --- AT1G28135 -1.01 -0.02 -0.12 0.904965 0.950845 -7.35
251947_at  putative protein various predicted prot --- AT3G53550 -1.01 -0.01 -0.12 0.905059 0.950845 -7.35
245990_at  putative protein predicted proteins, Ara--- AT5G20640 1.01 0.02 0.12 0.905193 0.950926 -7.35
253310_at hypothetical protein  ; supported by cDEX1 AT4G33630 1.01 0.01 0.12 0.905254 0.950946 -7.35
251208_at  putative protein amino acid selective cATOEP16-4 AT3G62880 -1.01 -0.01 -0.12 0.905342 0.950994 -7.35
245926_at  VPS13 - like protein VPS13, Saccharo--- AT5G24740 -1.01 -0.01 -0.12 0.905612 0.951234 -7.35
251759_at  tetrahydrofolylpolyglutamate synthaseATDFD AT3G55630 1.02 0.03 0.12 0.905835 0.951342 -7.35
264162_at  acyl carrier protein, putative similar to mtACP2 AT1G65290 -1.01 -0.02 -0.12 0.905839 0.951342 -7.35
252341_at  remorin -like protein remorin, Solanum--- AT3G48940 1.01 0.01 0.12 0.905773 0.951342 -7.35
262294_at hypothetical protein identical to hypoth --- AT1G27610 -1.01 -0.01 -0.12 0.90593 0.951352 -7.35
255390_at  hypothetical protein similar to A. thalia--- --- -1.01 -0.01 -0.12 0.905986 0.951352 -7.35
247774_at  putative protein fruit ripening expresse--- AT5G58660 1.01 0.01 0.12 0.905952 0.951352 -7.35
253962_at hypothetical protein --- AT4G26460 -1.01 -0.01 -0.12 0.906016 0.951352 -7.35
252756_s_ putative protein hypothetical proteins - --- AT1G58520 / 1.01 0.01 0.12 0.906185 0.951398 -7.35
257181_at hypothetical protein --- AT3G13190 -1.01 -0.02 -0.12 0.906162 0.951398 -7.35
247860_at bis(5'-adenosyl)-triphosphatase-like; al--- AT5G58240 -1.01 -0.01 -0.12 0.906156 0.951398 -7.35
259635_at  purple acid phosphatase, putative simPAP6 AT1G56360 -1.01 -0.02 -0.12 0.90629 0.951465 -7.35
258413_at unknown protein  ;supported by full-len--- AT3G17300 1.01 0.02 0.12 0.906343 0.951477 -7.35
251103_at  putative protein protein phosphatase t --- AT5G01700 -1.01 -0.02 -0.12 0.906392 0.951484 -7.35
267590_at putative expansin  ;supported by full-leATEXPA4 AT2G39700 -1.02 -0.03 -0.12 0.90653 0.951551 -7.35
265181_at putative OBP32pep protein  ;supported--- AT1G23510 -1.01 -0.02 -0.12 0.906539 0.951551 -7.35
260925_at  DNA-binding protein, putative contains--- AT1G21340 -1.01 -0.02 -0.12 0.906659 0.951633 -7.35
250283_at  putative protein many hypothetical pro--- AT5G13270 1.01 0.01 0.12 0.906937 0.951875 -7.35



253742_at  putative protein retrofit - Oryza longist --- --- -1.01 -0.02 -0.12 0.906972 0.951875 -7.35
254912_at  respiratory burst oxidase homolog F - --- AT4G11230 1.01 0.01 0.12 0.907091 0.951878 -7.35
250275_at  putative protein mRNA, Moritella mari --- AT5G13030 1.01 0.02 0.12 0.907041 0.951878 -7.35
261194_at  unknown protein contains Pfam profile--- AT1G12770 / -1.01 -0.01 -0.12 0.907101 0.951878 -7.35
249357_at  ribonucleoprotein -like ribonucleoprote--- AT5G40490 1.01 0.02 0.12 0.907178 0.951915 -7.35
245227_s_ gunknown protein contains non-consen--- AT1G08410 1.01 0.02 0.12 0.90735 0.951964 -7.35
265983_at putative homeodomain transcription fa HB-2 AT2G18550 1.01 0.01 0.12 0.907329 0.951964 -7.35
264151_at hypothetical protein    predicted by gen--- AT1G02070 -1.01 -0.01 -0.12 0.907309 0.951964 -7.35
248760_at unknown protein  ;supported by full-len--- AT5G47570 1.01 0.02 0.12 0.907606 0.952058 -7.35
255198_at  contains similarity to an Arabidopsis th--- --- -1.01 -0.01 -0.12 0.907556 0.952058 -7.35
255914_at hypothetical protein predicted by gene --- AT1G20290 1.01 0.02 0.12 0.907567 0.952058 -7.35
262435_at  cytochrome P450, putative similar to cCYP96A8 AT1G47620 1.01 0.01 0.12 0.907483 0.952058 -7.35
267419_at putative thioredoxin ATO1 AT2G35010 -1.01 -0.01 -0.12 0.907995 0.95229 -7.35
263098_at Expressed protein ; supported by full-le--- AT2G16005 -1.01 -0.01 -0.12 0.907972 0.95229 -7.35
256802_at  cytochrome P450, putative similar to cCYP705A32 AT3G20950 -1.01 -0.01 -0.12 0.907915 0.95229 -7.35
249382_at  putative protein predicted proteins, Ara--- AT5G40050 1.01 0.01 0.12 0.907878 0.95229 -7.35
245968_at proline-rich protein extensins --- AT5G19800 / 1.01 0.02 0.12 0.908047 0.952291 -7.35
255530_at hypothetical protein --- AT4G02140 -1.01 -0.01 -0.12 0.908079 0.952291 -7.35
263994_at putative VSF-1-like b-ZIP transcription --- AT2G12900 -1.01 -0.01 -0.12 0.908691 0.952889 -7.35
252729_at  putative protein replication protein A1, --- --- 1.01 0.01 0.12 0.908748 0.952905 -7.35
251880_at hypothetical protein  ;supported by full---- AT3G54290 -1.01 -0.02 -0.12 0.908914 0.952958 -7.35
253107_at  putative protein predicted proteins, Ara--- AT4G35880 -1.01 -0.02 -0.12 0.908924 0.952958 -7.35
259797_at unknown protein --- --- -1.01 -0.02 -0.12 0.908903 0.952958 -7.35
256978_at  phosphoribosyamidoimidazole-succinoPUR7 AT3G21110 1.02 0.03 0.12 0.909168 0.953126 -7.35
261941_at hypothetical protein contains similarity --- AT1G22490 1.02 0.03 0.12 0.909149 0.953126 -7.35
260422_at hypothetical protein predicted by gene --- AT1G69630 1.01 0.01 0.12 0.909255 0.95313 -7.35
257747_at hypothetical protein predicted by gene --- AT3G18700 -1.01 -0.01 -0.12 0.909214 0.95313 -7.35
257953_at predicted protein supported by full-lengPEX22 AT3G21865 -1.02 -0.02 -0.12 0.909613 0.953352 -7.35
265324_at hypothetical protein predicted by genefATCOAD AT2G18250 1.01 0.02 0.12 0.909634 0.953352 -7.35
252244_at putative protein some putative proteins--- AT3G50130 1.01 0.02 0.12 0.909583 0.953352 -7.35
261744_at  nitrogen fixation protein (nifS), putativeCPNIFS AT1G08490 1.01 0.01 0.12 0.909606 0.953352 -7.35
264144_at  latex-abundant protein, putative similaAtMC6 AT1G79320 1.01 0.01 0.12 0.90996 0.95365 -7.35
252513_at  putative protein KIAA0776 protein, Ho--- AT3G46220 -1.01 -0.01 -0.12 0.910356 0.953987 -7.35
257195_at hypothetical protein predicted by gene --- AT3G23680 -1.01 -0.01 -0.12 0.910365 0.953987 -7.35
252413_at  40S ribosomal protein S20-like protein--- AT3G47370 1.02 0.03 0.12 0.91051 0.954039 -7.35



257335_at hypothetical protein --- --- 1.01 0.01 0.12 0.91048 0.954039 -7.35
252555_at  putative protein alpha-xylosidase, Ara --- AT3G45940 1.01 0.01 0.12 0.910582 0.954039 -7.35
253363_at hypothetical protein --- AT4G33130 -1.01 -0.01 -0.12 0.91057 0.954039 -7.35
257481_at hypothetical protein identical to hypoth ALMT1 AT1G08430 1.01 0.01 0.12 0.910648 0.954063 -7.35
256095_at hypothetical protein contains Pfam pro --- AT1G13630 1.02 0.03 0.12 0.910822 0.954203 -7.35
246642_s_  putative protein predicted proteins, Ara--- --- 1.01 0.01 0.12 0.91092 0.954262 -7.35
254978_at subtilisin-like serine protease contains --- AT4G10540 -1.01 -0.01 -0.12 0.911033 0.954336 -7.35
254652_at  DNA binding-like protein SPF1 proteinWRKY28 AT4G18170 1.05 0.06 0.12 0.911107 0.95437 -7.35
255212_at putative athila transposon protein --- --- -1.01 -0.01 -0.12 0.91117 0.954392 -7.35
244915_s_ hypothetical protein --- --- -1.01 -0.01 -0.12 0.911359 0.954545 -7.35
248576_at methionine S-methyltransferase (gb|AAMMT AT5G49810 -1.01 -0.01 -0.12 0.911448 0.954595 -7.35
257118_at hypothetical protein --- AT3G20180 -1.01 -0.01 -0.12 0.9116 0.954711 -7.35
246748_at  putative protein predicted protein, Dro --- AT5G27730 1.01 0.01 0.12 0.911777 0.954809 -7.35
251180_at  putative protein hypothetical protein (T--- AT3G62640 -1.01 -0.02 -0.12 0.911742 0.954809 -7.35
248473_at small zinc finger-like protein  ;supporteTIM8 AT5G50810 -1.01 -0.02 -0.11 0.911953 0.954868 -7.35
246460_at  cellulose synthase catalytic subunit -li CSLD2 AT5G16910 -1.02 -0.02 -0.11 0.911959 0.954868 -7.35
253623_at  GDP-mannose pyrophosphorylase like--- AT4G30570 -1.01 -0.01 -0.11 0.911906 0.954868 -7.35
263246_at hypothetical protein predicted by gensc--- AT2G31460 -1.01 -0.02 -0.11 0.912014 0.954881 -7.35
250875_at  putative protein fimbriae-associated p --- AT5G04020 1.02 0.03 0.11 0.912258 0.954893 -7.35
250725_at putative protein similar to unknown pro--- AT5G06400 1.01 0.02 0.11 0.912187 0.954893 -7.35
259891_at  putative Eukaryotic initiation factor 4A --- AT1G72730 1.01 0.02 0.11 0.912235 0.954893 -7.35
246771_at putative protein putative replication pro--- --- 1.01 0.01 0.11 0.912084 0.954893 -7.35
256490_at unknown protein ;supported by full-leng--- AT1G31460 1.01 0.02 0.11 0.912203 0.954893 -7.35
262842_at  xyloglucan endo-transglycosylase, putXTR2 AT1G14720 -1.02 -0.03 -0.11 0.912277 0.954893 -7.35
263294_at hypothetical protein predicted by genef--- --- -1.01 -0.02 -0.11 0.912533 0.955117 -7.35
248203_at Myb-related transcription factor-like proMYB49 AT5G54230 1.01 0.01 0.11 0.912673 0.955221 -7.35
264441_at Expressed protein ; supported by full-le--- AT1G27435 -1.01 -0.02 -0.11 0.912956 0.955247 -7.35
259552_at hypothetical protein --- AT1G21320 -1.01 -0.01 -0.11 0.912833 0.955247 -7.35
257629_at  cellulase, putative contains Pfam profi --- AT3G26140 -1.01 -0.01 -0.11 0.912899 0.955247 -7.35
257110_x_ hypothetical protein --- --- 1.01 0.02 0.11 0.912992 0.955247 -7.35
251974_at myb protein(MYB27) contains myb DNAtMYB27 AT3G53200 1.01 0.01 0.11 0.912974 0.955247 -7.35
248086_at putative protein similar to unknown proGEX1 AT5G55490 1.01 0.01 0.11 0.912985 0.955247 -7.35
261692_at  calreticulin, putative similar to calreticuCRT3 AT1G08450 -1.02 -0.03 -0.11 0.912814 0.955247 -7.35
252941_at  phenylalanyl-trna synthetase - like pro--- AT4G39280 1.01 0.01 0.11 0.913113 0.955299 -7.35
253430_at putative protein --- AT4G32430 1.01 0.01 0.11 0.913157 0.955299 -7.35



260659_s_ hypothetical protein predicted by gene --- AT1G19460 / 1.01 0.01 0.11 0.913167 0.955299 -7.35
261162_at hypothetical protein predicted by gensc--- AT1G34440 1.01 0.02 0.11 0.913254 0.955346 -7.35
256136_s_  lectin receptor kinase, putative similar --- AT1G48720 -1.01 -0.01 -0.11 0.913426 0.955395 -7.35
257281_s_ hypothetical protein predicted by gensc--- AT3G29680 / -1.01 -0.02 -0.11 0.913419 0.955395 -7.35
265992_at putative receptor-like protein kinase --- AT2G24130 1.01 0.01 0.11 0.913379 0.955395 -7.35
248935_at salt-inducible protein-like --- AT5G46100 1.01 0.01 0.11 0.913492 0.95542 -7.35
255326_at hypothetical protein --- --- 1.01 0.01 0.11 0.913628 0.955519 -7.35
253595_at  putative protein M1 protein, Streptoco --- AT4G30830 1.01 0.01 0.11 0.913833 0.955645 -7.35
256495_at hypothetical protein contains similarity --- AT1G31530 1.01 0.01 0.11 0.913799 0.955645 -7.35
251957_at  putative protein predicted proteins, Ara--- AT3G53690 -1.01 -0.01 -0.11 0.914073 0.955802 -7.35
258572_at hypothetical protein --- AT3G04270 1.01 0.01 0.11 0.914109 0.955802 -7.35
265127_at hypothetical protein similar to pollen spsks14 AT1G55560 -1.01 -0.01 -0.11 0.914067 0.955802 -7.35
264461_s_ hypothetical protein --- AT1G10190 / 1.01 0.01 0.11 0.9142 0.955853 -7.35
253598_at  ribosomal protein S11 - like ribosomal --- AT4G30800 -1.03 -0.04 -0.11 0.914345 0.955943 -7.35
259065_at unknown protein similar to putative glu GLR1.4 AT3G07520 1.02 0.02 0.11 0.914369 0.955943 -7.35
256846_at  pectin methylesterase, putative simila --- AT3G27980 -1.01 -0.01 -0.11 0.914454 0.955949 -7.35
255124_at putative self-incompatability RNA-bind APUM15 AT4G08560 1.01 0.02 0.11 0.914459 0.955949 -7.35
258834_at GTP cyclohydrolase I similar to GTP cy--- AT3G07270 1.01 0.02 0.11 0.914706 0.956164 -7.35
258159_at  receptor kinase, putative similar to recRLK902 AT3G17840 -1.02 -0.03 -0.11 0.914812 0.956199 -7.35
265744_at putative CENP-B/ARS binding protein- --- --- -1.01 -0.01 -0.11 0.91486 0.956199 -7.35
246123_at  beta-1,3-glucanase-like protein beta-1--- AT5G20390 1.01 0.01 0.11 0.914866 0.956199 -7.35
259301_at hypothetical protein predicted by gensc--- AT3G05110 -1.01 -0.02 -0.11 0.915188 0.956492 -7.35
262171_at unknown protein ;supported by full-lengTIFY10B AT1G74950 1.01 0.02 0.11 0.91543 0.956701 -7.35
246587_at  putative protein predicted proteins, Ara--- --- -1.01 -0.01 -0.11 0.915585 0.956819 -7.35
263023_at unknown protein --- AT1G23960 -1.02 -0.03 -0.11 0.915684 0.956879 -7.35
256879_at unknown protein similar to auxin-indep--- AT3G26370 -1.01 -0.01 -0.11 0.915842 0.956896 -7.35
256239_at hypothetical protein predicted by gene --- AT3G12470 1.01 0.01 0.11 0.91577 0.956896 -7.35
266965_at nodulin-like protein --- AT2G39510 1.01 0.01 0.11 0.915869 0.956896 -7.35
245912_at  putative protein sulfate transporter AT SULTR3;5 AT5G19600 1.02 0.03 0.11 0.915864 0.956896 -7.35
263571_at putative disease resistance protein ide --- AT2G17050 1.01 0.01 0.11 0.915923 0.95691 -7.35
245856_at  putative protein predicted proteins, Ara--- --- 1.01 0.02 0.11 0.915997 0.956943 -7.35
266139_at Expressed protein ; supported by full-le--- AT2G28085 1.02 0.03 0.11 0.916152 0.957061 -7.35
265264_at hypothetical protein predicted by gensc--- AT2G42930 -1.01 -0.01 -0.11 0.916319 0.957093 -7.35
249645_at thionin Thi2.2  ;supported by full-lengthTHI2.2 AT5G36910 -1.01 -0.02 -0.11 0.916277 0.957093 -7.35
259156_at hypothetical protein predicted by genefSEC8 AT3G10380 1.01 0.01 0.11 0.9163 0.957093 -7.35



266445_at unknown protein --- AT2G43070 1.01 0.02 0.11 0.91635 0.957093 -7.35
263839_at putative cis-Golgi SNARE protein  ;supMEMB11 AT2G36900 1.01 0.02 0.11 0.916496 0.957201 -7.35
251596_at  1-acylcerol-3-phosphate acyltransfera LPAT2 AT3G57650 1.01 0.01 0.11 0.916542 0.957205 -7.35
245455_at disease resistance RPP5 like protein (f--- AT4G16930 -1.01 -0.01 -0.11 0.916639 0.957263 -7.35
259414_at hypothetical protein contains Pfam pro --- AT1G02420 1.01 0.01 0.11 0.916775 0.957274 -7.35
255324_s_ putative reverse transcriptase --- --- 1.01 0.01 0.11 0.916769 0.957274 -7.35
266498_at 1-aminocyclopropane-1-carboxylate ox--- AT2G06960 -1.01 -0.01 -0.11 0.916743 0.957274 -7.35
256535_at unknown protein ANAC015 AT1G33280 -1.01 -0.02 -0.11 0.916845 0.957303 -7.35
246241_at patatin-like protein PLP4 AT4G37050 -1.01 -0.02 -0.11 0.916909 0.957326 -7.35
257512_at unknown protein --- AT1G35250 1.01 0.01 0.11 0.91698 0.957356 -7.35
254753_at  putative protein Pto kinase interactor 1--- AT4G13190 -1.01 -0.01 -0.11 0.917117 0.957456 -7.35
260473_at hypothetical protein predicted by genef--- AT1G10880 1.01 0.01 0.11 0.917228 0.957527 -7.35
246130_at  putative protein various predicted prot --- --- -1.01 -0.02 -0.11 0.917433 0.957599 -7.35
252174_at  putative protein APRIL protein, Homo --- AT3G50690 -1.01 -0.01 -0.11 0.917407 0.957599 -7.35
255832_at hypothetical protein predicted by genef--- AT2G33360 1.01 0.02 0.11 0.917481 0.957599 -7.35
246248_at hypothetical protein --- AT4G36560 -1.01 -0.01 -0.11 0.917507 0.957599 -7.35
256124_at hypothetical protein predicted by genscATPUP9 AT1G18220 1.01 0.01 0.11 0.917478 0.957599 -7.35
250673_at  serine threonine protein kinase-like pr CIPK2 AT5G07070 1.01 0.02 0.11 0.917681 0.95765 -7.35
258206_at hypothetical protein predicted by gene CID4 AT3G14010 1.01 0.01 0.11 0.917648 0.95765 -7.35
263215_at  putative reticuline oxidase-like protein --- AT1G30710 1.01 0.01 0.11 0.917664 0.95765 -7.35
262305_at hypothetical protein predicted by gene --- AT1G70950 1.01 0.01 0.11 0.917786 0.957715 -7.35
260292_at  putative UDP-N-acetylmuramoylalany MURE AT1G63680 -1.01 -0.01 -0.11 0.918282 0.958145 -7.35
257485_at hypothetical protein contains Pfam pro --- AT1G63580 1.02 0.03 0.11 0.918408 0.958145 -7.35
256563_at unknown protein RALFL27 AT3G29780 1.01 0.01 0.11 0.918372 0.958145 -7.35
252476_at  glucosyltransferase-like protein UDP-g--- AT3G46650 -1.01 -0.02 -0.11 0.918301 0.958145 -7.35
266216_at putative DOF zinc finger protein --- AT2G28810 1.01 0.01 0.11 0.918384 0.958145 -7.35
266419_at putative annexin  ;supported by full-lenANNAT3 AT2G38760 -1.01 -0.02 -0.11 0.918493 0.95819 -7.35
246920_at  phytocyanin-related protein-like phytoc--- AT5G25090 1.01 0.01 0.11 0.918537 0.958192 -7.35
256394_at unknown protein contains non-consens--- AT3G06290 -1.01 -0.01 -0.11 0.918753 0.958335 -7.35
267460_at putative squamosa-promoter binding pSPL3 AT2G33810 -1.03 -0.04 -0.11 0.9188 0.958335 -7.35
260869_at  stearoyl acyl carrier protein desaturas --- AT1G43800 1.01 0.01 0.11 0.918796 0.958335 -7.35
248944_at putative protein similar to unknown pro--- AT5G45500 -1.01 -0.02 -0.11 0.919096 0.9586 -7.35
248930_at unknown protein --- AT5G46010 -1.01 -0.01 -0.11 0.919159 0.958621 -7.35
266781_at putative protein kinase contains a prote--- AT2G28940 -1.01 -0.02 -0.11 0.919247 0.958633 -7.35
265504_at putative Ta11-like non-LTR retroeleme--- --- 1.01 0.01 0.11 0.919293 0.958633 -7.35



255322_at putative protein --- --- -1.01 -0.01 -0.11 0.919296 0.958633 -7.35
263618_at hypothetical protein predicted by genscAPC2 AT2G04660 -1.01 -0.01 -0.11 0.919427 0.958726 -7.35
260910_at  importin alpha, putative similar to impoIMPA-6 AT1G02690 -1.01 -0.02 -0.10 0.9195 0.958758 -7.35
260485_at putative amp-binding protein similar to --- AT1G68270 -1.01 -0.01 -0.10 0.919543 0.958759 -7.35
262187_at hypothetical protein --- AT1G77960 -1.01 -0.01 -0.10 0.919826 0.959011 -7.35
248845_at disease resistance protein-like --- AT5G46470 -1.01 -0.01 -0.10 0.919884 0.959027 -7.35
251010_at putative protein  ;supported by full-leng--- AT5G02550 -1.01 -0.02 -0.10 0.920483 0.959476 -7.35
252014_at  putative protein predicted proteins, Ara--- AT3G52870 -1.03 -0.04 -0.10 0.920476 0.959476 -7.35
246761_at  embryonic abundant protein - like emb--- AT5G27980 1.01 0.01 0.10 0.920482 0.959476 -7.35
245488_at peroxidase like protein --- AT4G16270 -1.01 -0.01 -0.10 0.920442 0.959476 -7.35
258822_s_ unknown protein contains Pfam profile --- AT3G07220 / 1.01 0.02 0.10 0.920535 0.959486 -7.35
260120_at hypothetical protein ATPP2-A4 AT1G33920 1.01 0.01 0.10 0.92058 0.95949 -7.35
260111_at hypothetical protein similar to unknown--- AT1G63320 1.01 0.01 0.10 0.920859 0.959737 -7.35
257345_s_ pseudogene --- --- 1.01 0.01 0.10 0.920986 0.959737 -7.35
245958_at  GNOM-like protein pattern-formation ( --- AT5G19610 1.01 0.01 0.10 0.920906 0.959737 -7.35
257159_at  protein kinase, putative similar to prote--- AT3G24400 -1.01 -0.02 -0.10 0.921006 0.959737 -7.35
256556_at  mutator-like transposase, putative sim--- --- 1.01 0.01 0.10 0.921028 0.959737 -7.35
251548_at  putative protein predicted protein, Ara --- --- 1.01 0.01 0.10 0.921282 0.959958 -7.35
251685_at  putative protein unknown protein At2g--- AT3G56430 1.02 0.03 0.10 0.921326 0.95996 -7.35
248167_at putative protein similar to unknown pro--- AT5G54530 -1.01 -0.02 -0.10 0.921474 0.960071 -7.35
264299_s_ hypothetical protein predicted by gene --- AT1G78850 / -1.02 -0.03 -0.10 0.921517 0.960071 -7.35
262568_at hypothetical protein contains similarity AtRLP5 AT1G34290 -1.01 -0.01 -0.10 0.921589 0.960103 -7.35
248047_at putative protein similar to unknown pro--- AT5G56070 -1.01 -0.01 -0.10 0.921878 0.96036 -7.35
265764_at hypothetical protein predicted by gensc--- AT2G48060 -1.01 -0.01 -0.10 0.922425 0.960886 -7.35
266137_at unknown protein  ;supported by full-len--- AT2G45010 -1.01 -0.01 -0.10 0.922478 0.960897 -7.35
263976_at unknown protein --- AT2G42700 1.01 0.01 0.10 0.922551 0.960929 -7.35
259624_at hypothetical protein similar to unknown--- AT1G43020 1.01 0.01 0.10 0.922694 0.961035 -7.35
259849_at  phosphoglycerate dehydrogenase, pu --- AT1G72190 -1.01 -0.01 -0.10 0.922743 0.961041 -7.35
247947_at auxin transport protein EIR1 (gb|AAC3EIR1 AT5G57090 -1.01 -0.01 -0.10 0.922843 0.961067 -7.35
261214_at Mutator-like protein similar to many pre--- --- 1.01 0.02 0.10 0.922852 0.961067 -7.35
251142_at Expressed protein ; supported by full-le--- AT5G01015 1.01 0.01 0.10 0.923005 0.961182 -7.35
246790_at  putative protein unknown protein F22F--- AT5G27610 -1.01 -0.02 -0.10 0.923072 0.961208 -7.35
259225_at putative small nuclear ribonucleoprotei --- AT3G07590 -1.02 -0.03 -0.10 0.923282 0.961296 -7.35
250864_at  putative protein predicted proteins, Ara--- AT5G03870 1.01 0.01 0.10 0.923259 0.961296 -7.35
261255_at hypothetical protein contains similarity ATNTH2 AT1G05900 1.01 0.01 0.10 0.923213 0.961296 -7.35



249712_at eIF4Eiso protein (emb|CAA71579.1)  ; LSP1 AT5G35620 1.01 0.02 0.10 0.923438 0.96133 -7.35
245436_at membrane protein homolog --- AT4G16620 1.01 0.01 0.10 0.923435 0.96133 -7.35
257740_at  hypothetical protein predicted by gene--- AT3G27330 -1.01 -0.01 -0.10 0.923441 0.96133 -7.35
255120_x_ putative transposon protein similar to m--- --- 1.01 0.01 0.10 0.923548 0.961371 -7.35
263299_s_ hypothetical protein predicted by gensc--- AT2G11570 -1.01 -0.01 -0.10 0.923565 0.961371 -7.35
245360_at naringenin 3-dioxygenase like protein ;--- AT4G16330 1.01 0.01 0.10 0.923643 0.961408 -7.35
265541_at hypothetical protein predicted by genscSQN --- -1.01 -0.01 -0.10 0.92382 0.961521 -7.35
260901_at  flavin-containing monooxygenases, puYUC11 AT1G21430 -1.01 -0.01 -0.10 0.923874 0.961521 -7.35
264029_at unknown protein MRH6 AT2G03720 -1.01 -0.01 -0.10 0.923878 0.961521 -7.35
247375_at Expressed protein ; supported by full-le--- AT5G63135 -1.01 -0.01 -0.10 0.923976 0.961579 -7.35
263784_at Expressed protein ; supported by full-le--- AT2G46375 -1.01 -0.01 -0.10 0.92407 0.961633 -7.35
245503_at kinase like protein --- AT4G15650 -1.01 -0.01 -0.10 0.924212 0.961737 -7.35
246770_at  putative protein DNA-binding protein - --- AT5G27460 1.01 0.01 0.10 0.924297 0.961782 -7.35
255938_at hypothetical protein contains Pfam pro --- AT1G12620 -1.01 -0.01 -0.10 0.924445 0.961891 -7.35
245192_at F12A21.9 hypothetical protein --- AT1G67780 1.01 0.01 0.10 0.924785 0.962158 -7.35
250364_at  putative protein serine threonine tyros --- AT5G11400 1.01 0.01 0.10 0.924777 0.962158 -7.35
264585_at auxin-resistance protein AXR1 E1 ubiqAXR1 AT1G05180 -1.01 -0.01 -0.10 0.92502 0.962358 -7.35
256737_at  farnesyltranstransferase, putative (frag--- AT3G29420 1.01 0.01 0.10 0.925161 0.962416 -7.35
254499_at  putative protein probable membrane p--- AT4G20100 1.01 0.01 0.10 0.925244 0.962416 -7.35
250044_at  disease resistance protein RPP1-WsB--- AT5G17680 1.01 0.02 0.10 0.925225 0.962416 -7.35
254777_at  putative protein hypothetical protein - A--- AT4G12960 -1.01 -0.01 -0.10 0.925144 0.962416 -7.35
256434_at putative 60S ribosomal protein L37a si --- AT3G10950 1.01 0.01 0.10 0.92534 0.962471 -7.35
246396_at  carbonic anhydrase, putative similar toBCA6 AT1G58180 -1.01 -0.02 -0.10 0.925583 0.962622 -7.35
259338_at s-syntaxin-like protein similar to s-syntaSYP131 AT3G03800 1.01 0.01 0.10 0.925664 0.962622 -7.35
250173_at MYB40 - putative transcription factor AtMYB40 AT5G14340 1.01 0.01 0.10 0.925527 0.962622 -7.35
249868_at senescence-associated protein 5-like pTET12 AT5G23030 -1.01 -0.01 -0.10 0.925695 0.962622 -7.35
253250_at hypothetical protein --- AT4G34690 -1.01 -0.01 -0.10 0.925611 0.962622 -7.35
264304_at Expressed protein ; supported by full-le--- AT1G78895 -1.01 -0.01 -0.10 0.925738 0.962623 -7.35
265801_at fertilization-independent seed 2 proteinFIS2 AT2G35670 1.01 0.01 0.10 0.925878 0.962724 -7.35
246668_at putative protein --- --- -1.01 -0.01 -0.10 0.925993 0.962756 -7.35
254757_at putative protein other putative or hypotROPGEF9 AT4G13240 1.01 0.01 0.10 0.925994 0.962756 -7.35
246075_at monogalactosyldiacylglycerol synthaseMGD2 AT5G20410 -1.02 -0.03 -0.10 0.926067 0.962789 -7.35
259025_at hypothetical protein predicted by gene --- --- 1.01 0.01 0.10 0.926158 0.96284 -7.35
251891_at  aintegumaenta-like protein ovule deveWRI1 AT3G54320 -1.01 -0.01 -0.10 0.926354 0.963 -7.35
257298_at hypothetical protein predicted by gene --- AT3G28155 1.01 0.01 0.10 0.92666 0.963273 -7.35



258549_at putative arginine methyltransferase simPRMT4B AT3G06930 1.01 0.01 0.10 0.926862 0.96344 -7.35
267155_at  CLE7, putative CLAVATA3/ESR-relate--- AT2G30925 -1.01 -0.01 -0.09 0.927413 0.963969 -7.35
260296_at putative disease resistance protein sim--- AT1G63750 -1.03 -0.04 -0.09 0.927606 0.964114 -7.35
263001_at hypothetical protein contains similarity TAF6B4 AT1G54360 -1.01 -0.02 -0.09 0.927637 0.964114 -7.35
247133_at chalcone isomerase-like protein --- AT5G66220 -1.01 -0.02 -0.09 0.927699 0.964134 -7.35
254537_at  putative protein chitinase / lysozyme P--- AT4G19730 1.01 0.01 0.09 0.927742 0.964135 -7.35
248355_at putative protein strong similarity to unkATEXO70A2AT5G52340 -1.01 -0.01 -0.09 0.928028 0.964388 -7.35
260341_at  squamosa-promoter binding protein, p--- AT1G69170 -1.01 -0.01 -0.09 0.928162 0.96444 -7.35
253055_at  putative protein cyclin delta-1, ArabidoCYCD5;1 AT4G37630 -1.01 -0.02 -0.09 0.928132 0.96444 -7.35
263394_at hypothetical protein predicted by genef--- --- 1.01 0.01 0.09 0.928501 0.964748 -7.35
255634_at hypothetical protein  ; supported by cDFRI AT4G00650 -1.01 -0.01 -0.09 0.928883 0.9651 -7.35
247613_at  xABC transporter - like protein breast --- AT5G60740 1.01 0.01 0.09 0.92898 0.965117 -7.35
245746_at  bHLH transcription factor, putative sim--- AT1G51070 -1.01 -0.01 -0.09 0.928983 0.965117 -7.35
258120_at hypothetical protein predicted by genm--- AT3G14730 1.01 0.01 0.09 0.929137 0.965145 -7.35
248635_at unknown protein --- AT5G49050 -1.01 -0.01 -0.09 0.929082 0.965145 -7.35
248489_at unknown protein --- AT5G51090 -1.01 -0.01 -0.09 0.929101 0.965145 -7.35
248545_at cysteine proteinase similar to cysteine --- AT5G50260 1.01 0.01 0.09 0.929263 0.965232 -7.35
246615_at putative protein similar to unknown pro--- --- -1.01 -0.01 -0.09 0.929309 0.965235 -7.35
262521_at unknown protein Location of est 278F3--- AT1G17130 1.01 0.01 0.09 0.929402 0.965287 -7.35
247797_at predicted protein --- AT5G58780 -1.01 -0.01 -0.09 0.929485 0.965287 -7.35
249584_s_  Membrane integral protein (MIP) -like NIP4;1 AT5G37810 / -1.01 -0.01 -0.09 0.929446 0.965287 -7.35
252571_at  putative protein syntaxin 8 - Homo sapSYP72 AT3G45280 -1.01 -0.01 -0.09 0.929763 0.965419 -7.35
258318_at unknown protein --- AT3G22680 1.01 0.02 0.09 0.929825 0.965419 -7.35
257276_at  disease resistance protein, putative si --- AT3G14460 -1.01 -0.01 -0.09 0.929738 0.965419 -7.35
257065_at  diacylglycerol pyrophosphate phospha--- AT3G18220 1.01 0.02 0.09 0.929667 0.965419 -7.35
262564_at  anionic peroxidase, putative similar to --- AT1G34330 1.01 0.01 0.09 0.929807 0.965419 -7.35
266829_at hypothetical protein predicted by gensc--- AT2G22940 -1.01 -0.01 -0.09 0.929912 0.965466 -7.35
261171_at unknown protein --- AT1G04880 -1.01 -0.01 -0.09 0.930115 0.965519 -7.35
264734_at hypothetical protein predicted by gene SLAH1 AT1G62280 1.01 0.01 0.09 0.930175 0.965519 -7.35
248482_at unknown protein --- AT5G50970 -1.01 -0.01 -0.09 0.930062 0.965519 -7.35
253082_at  putative glycine-rich cell wall protein g --- AT4G36230 1.01 0.02 0.09 0.930044 0.965519 -7.35
260340_at putative dihydropterin pyrophosphokina--- AT1G69190 1.01 0.01 0.09 0.930153 0.965519 -7.35
251041_at  ubiquitin-protein ligase E3-alpha -like PRT6 AT5G02310 -1.01 -0.01 -0.09 0.930276 0.96558 -7.35
246878_at  putative protein self-incompatibility pro--- AT5G26060 -1.01 -0.01 -0.09 0.930441 0.965664 -7.35
252503_at  putative protein hypothetical protein F --- AT3G46910 1.01 0.01 0.09 0.930439 0.965664 -7.35



249257_at unknown protein --- AT5G41640 1.01 0.01 0.09 0.930591 0.965729 -7.35
255678_at predicted protein with unknown functio AT4G00520 --- -1.01 -0.01 -0.09 0.930631 0.965729 -7.35
257496_s_ hypothetical protein predicted by grail --- AT2G43730 / 1.01 0.01 0.09 0.930596 0.965729 -7.35
248747_at ribosomal protein S27 ;supported by fu--- AT5G47930 -1.01 -0.01 -0.09 0.930679 0.965735 -7.35
251628_at  translation initiation factor 3 -like proteEIF3E AT3G57290 -1.01 -0.01 -0.09 0.930747 0.965761 -7.35
249522_at putative protein similar to unknown pro--- AT5G38700 -1.01 -0.01 -0.09 0.930813 0.965786 -7.35
265750_x_ putative Athila retroelement ORF1 prot--- --- -1.01 -0.02 -0.09 0.930896 0.965828 -7.35
258824_at unknown protein --- AT3G07190 -1.01 -0.01 -0.09 0.930983 0.965831 -7.35
254338_s_  pectate lyase like protein pectate lyase--- AT4G22080 / 1.01 0.01 0.09 0.930951 0.965831 -7.35
253815_at  putative beta-expansin/allergen protei ATEXPB3 AT4G28250 -1.01 -0.02 -0.09 0.931037 0.965843 -7.35
266631_at putative serpin --- AT2G35570 1.01 0.01 0.09 0.931225 0.965913 -7.35
254771_at hypothetical protein MEE56 AT4G13380 1.01 0.01 0.09 0.931217 0.965913 -7.35
252778_at  putative protein replication protein A 5--- --- 1.01 0.01 0.09 0.931252 0.965913 -7.35
250878_at  maturase -like protein gene cob intron--- AT5G04050 1.01 0.02 0.09 0.931274 0.965913 -7.35
246965_at  methyltransferase-like protein methylt --- AT5G24840 -1.01 -0.02 -0.09 0.931362 0.96596 -7.35
262139_at  mutator-like transposase, putative simAT1G52615 --- 1.01 0.01 0.09 0.931511 0.966071 -7.35
247900_at 60S acidic ribosomal protein P3  ; supp--- AT5G57290 -1.01 -0.02 -0.09 0.93169 0.966213 -7.35
262766_at hypothetical protein predicted by gensc--- AT1G13160 -1.01 -0.02 -0.09 0.931924 0.966365 -7.35
247587_at  putative protein predicted proteins, C.e--- AT5G60620 1.01 0.01 0.09 0.931964 0.966365 -7.35
256418_at hypothetical protein --- AT3G06160 -1.01 -0.01 -0.09 0.931883 0.966365 -7.35
261548_at  DNA-binding protein, putative contains--- AT1G63480 -1.01 -0.01 -0.09 0.932126 0.966489 -7.35
260720_at hypothetical protein predicted by gensc--- AT1G48095 1.01 0.01 0.09 0.932189 0.966511 -7.35
263821_s_ 40S ribosomal protein S16 Same as G--- AT2G09990 / 1.01 0.01 0.09 0.932513 0.966796 -7.35
246421_at  TOM (target of myb1) -like protein TO --- AT5G16880 1.01 0.01 0.09 0.932647 0.966796 -7.35
246438_at  putative protein non-phototropic hypoc--- AT5G17580 1.01 0.01 0.09 0.932634 0.966796 -7.35
250228_at cell cycle switch protein FZR3 AT5G13840 1.01 0.01 0.09 0.932676 0.966796 -7.35
247927_at unknown protein --- AT5G57310 -1.01 -0.01 -0.09 0.932649 0.966796 -7.35
267487_at putative non-LTR retroelement reverse--- --- -1.01 -0.01 -0.09 0.932905 0.966905 -7.35
251050_at putative protein --- AT5G02440 1.01 0.01 0.09 0.932908 0.966905 -7.35
257595_at hypothetical protein predicted by gensc--- AT3G24750 -1.01 -0.01 -0.09 0.932907 0.966905 -7.35
AFFX-r2-BsB. subtilis /GEN=lys /DB_XREF=gb:X1--- --- -1.02 -0.03 -0.09 0.933007 0.966955 -7.35
265833_at Mutator-like transposase similar to  MU--- --- -1.01 -0.01 -0.09 0.933042 0.966955 -7.35
266158_at putative ABC transporter --- AT2G28070 1.01 0.01 0.09 0.933377 0.966966 -7.35
246773_at  protein kinase-like protein MAP3Ka M --- AT5G27510 1.01 0.01 0.09 0.933391 0.966966 -7.35
265068_at hypothetical protein Similar to Kinesin --- AT1G55550 -1.01 -0.01 -0.09 0.933276 0.966966 -7.35



253150_at  putative protein predicted protein, Ara --- AT4G35660 1.01 0.01 0.09 0.933245 0.966966 -7.35
259337_at putative cationic amino acid transporteCAT4 AT3G03720 -1.01 -0.01 -0.09 0.933248 0.966966 -7.35
261549_at  DNA-binding protein, putative contains--- AT1G63470 1.01 0.01 0.09 0.933105 0.966966 -7.35
247803_at similar to unknown protein (gb|AAF631--- AT5G58340 1.01 0.01 0.09 0.933217 0.966966 -7.35
255083_s_ hypothetical protein --- --- 1.01 0.01 0.09 0.933387 0.966966 -7.35
245043_at putative cyclin  ;supported by full-lengt RCY1 AT2G26430 1.01 0.02 0.09 0.933469 0.967002 -7.35
249444_at  putative protein S-locus-specific glyco --- AT5G39370 1.01 0.01 0.09 0.933788 0.967289 -7.35
263096_at class 1 non-symbiotic hemoglobin (AH AHB1 AT2G16060 -1.02 -0.03 -0.09 0.93409 0.967558 -7.35
260565_at unknown protein predicted by genefind--- AT2G43800 1.01 0.02 0.09 0.934269 0.96758 -7.35
252626_at  putative protein predicted protein, Ara --- AT3G44940 1.01 0.01 0.09 0.934256 0.96758 -7.35
263354_at hypothetical protein predicted by grail --- AT2G22060 1.01 0.01 0.09 0.934191 0.96758 -7.35
263578_at  F-box protein family, AtFBL10 contain --- AT2G17020 -1.01 -0.01 -0.09 0.934281 0.96758 -7.35
263351_at hypothetical protein predicted by grail a--- AT2G22120 1.01 0.01 0.09 0.934425 0.967602 -7.35
262121_at  endo-1,4-beta-glucanase precursor, p ATCEL2 AT1G02800 -1.01 -0.01 -0.09 0.934438 0.967602 -7.35
265515_at hypothetical protein predicted by gensc--- --- 1.01 0.01 0.09 0.934471 0.967602 -7.35
262679_at unknown protein ; supported by cDNA:LCR67 AT1G75830 -1.01 -0.01 -0.09 0.93444 0.967602 -7.35
247003_at putative protein similar to unknown pro--- AT5G67550 -1.01 -0.01 -0.09 0.934549 0.967638 -7.35
253930_at embryo-specific protein 1 (ATS1) ATS1 AT4G26740 -1.01 -0.01 -0.09 0.934711 0.967762 -7.35
264272_at hypothetical protein contains similarity ANAC023 AT1G60280 -1.01 -0.01 -0.08 0.934919 0.967933 -7.35
248837_at putative protein similar to unknown pro--- AT5G47260 -1.01 -0.01 -0.08 0.934975 0.967947 -7.35
256471_at hypothetical protein predicted by gene --- --- -1.01 -0.01 -0.08 0.935075 0.967963 -7.35
246320_at unknown protein --- AT1G16560 -1.01 -0.01 -0.08 0.935056 0.967963 -7.35
260938_at hypothetical protein contains similarity --- AT1G45170 1.01 0.01 0.08 0.935303 0.967977 -7.35
260895_at unknown protein similar to unknown pr --- AT1G29250 1.01 0.02 0.08 0.935267 0.967977 -7.35
257854_at putative CREB-binding protein similar tHAC5 AT3G12980 -1.01 -0.01 -0.08 0.935192 0.967977 -7.35
258503_at unknown protein --- AT3G02500 -1.01 -0.01 -0.08 0.935343 0.967977 -7.35
265135_at unknown protein similar to unknown pr --- AT1G51270 1.01 0.01 0.08 0.935336 0.967977 -7.35
258595_at unknown protein contains Pfam profile --- AT3G04500 1.01 0.01 0.08 0.935335 0.967977 -7.35
252920_at  putative endo-1,4-beta-glucanase endAtGH9B17 AT4G39000 1.01 0.01 0.08 0.935423 0.968015 -7.35
250279_at  ABA-responsive protein - like ABA-res--- AT5G13200 -1.01 -0.02 -0.08 0.935496 0.968045 -7.35
253031_at  putative protein cellulose synthase - PCSLD4 AT4G38190 -1.01 -0.01 -0.08 0.935537 0.968045 -7.35
256023_at hypothetical protein predicted by gene ZW2 AT1G58330 1.01 0.01 0.08 0.935644 0.968083 -7.35
AFFX-TrpnXB. subtilis /GEN=trpE, trpD /DB_XREF --- --- -1.01 -0.01 -0.08 0.935658 0.968083 -7.35
255750_at hypothetical protein predicted by gene --- AT1G31960 -1.01 -0.01 -0.08 0.935781 0.968167 -7.35
265722_at putative chlorophyll a/b binding proteinLHCB4.3 AT2G40100 -1.01 -0.02 -0.08 0.93585 0.968194 -7.35



253561_at  aspartate--tRNA ligase - like protein a --- AT4G31180 -1.01 -0.01 -0.08 0.935988 0.968293 -7.35
254557_at hypothetical protein  ;supported by full---- AT4G19140 1.01 0.02 0.08 0.936147 0.968412 -7.35
256265_at  serine carboxypeptidase, putative conscpl16 --- -1.01 -0.01 -0.08 0.936188 0.968412 -7.35
246704_at putative protein --- AT5G28090 1.01 0.01 0.08 0.936273 0.968416 -7.35
263360_at unknown protein --- AT2G03830 1.01 0.01 0.08 0.93632 0.968416 -7.35
262002_at hypothetical protein predicted by gene --- AT1G64450 -1.01 -0.01 -0.08 0.93631 0.968416 -7.35
262885_at  alpha-tubulin, putative similar to alphaTUA1 AT1G64740 1.01 0.01 0.08 0.936545 0.968572 -7.35
244918_at hypothetical protein AT2G07742 --- -1.01 -0.01 -0.08 0.936556 0.968572 -7.35
258079_at hypothetical protein predicted by gensc--- AT3G25940 1.01 0.01 0.08 0.936649 0.968626 -7.35
264259_at hypothetical protein This gene is contin--- AT1G09290 1.01 0.01 0.08 0.936753 0.968645 -7.35
255915_at putative protein --- AT5G28620 -1.01 -0.01 -0.08 0.936754 0.968645 -7.35
255685_s_ putative tetrahydrofolate synthase simi --- AT4G00600 / 1.01 0.02 0.08 0.936807 0.968657 -7.35
255276_at  putative fatty acid desaturase similar t DES-1-LIKE AT4G04930 -1.01 -0.01 -0.08 0.93696 0.968714 -7.35
245132_at hypothetical protein predicted by genef--- AT2G45320 1.01 0.01 0.08 0.93699 0.968714 -7.35
261184_at  pol polyprotein, putative similar to man--- --- -1.01 -0.01 -0.08 0.936918 0.968714 -7.35
264137_at  lupeol synthase, putative similar to lupATLUP2 AT1G78960 1.01 0.01 0.08 0.937159 0.968845 -7.35
257895_at  dihydrolipoamide dehydrogenase, put LPD1 AT3G16950 1.01 0.02 0.08 0.937223 0.968846 -7.35
265653_at hypothetical protein --- --- 1.01 0.01 0.08 0.937245 0.968846 -7.35
261130_at unknown protein ; supported by cDNA:PRMT10 AT1G04870 1.01 0.02 0.08 0.937334 0.968895 -7.35
256126_at hypothetical protein similar to MuDR tr --- AT1G18050 1.01 0.01 0.08 0.93743 0.96892 -7.35
264626_at unknown protein AS2 AT1G65620 -1.01 -0.01 -0.08 0.937444 0.96892 -7.35
255165_at  putative protein putative centromeric p--- --- 1.01 0.02 0.08 0.937575 0.968968 -7.35
257256_at hypothetical protein contains Pfam pro --- AT3G21970 1.00 0.01 0.08 0.937554 0.968968 -7.35
249989_at  putative protein FACTOR ASSOCIATE--- AT5G18525 1.01 0.01 0.08 0.937799 0.96915 -7.35
245522_at hypothetical protein --- AT4G15890 1.01 0.01 0.08 0.937837 0.96915 -7.35
251128_at  putative protein crp1 protein, Zea may--- AT5G01110 1.01 0.01 0.08 0.937978 0.969253 -7.35
246757_at Expressed protein ; supported by full-leWPP3 AT5G27940 -1.01 -0.01 -0.08 0.938077 0.969311 -7.35
252718_at  putative protein predicted proteins, Ara--- AT3G43940 -1.01 -0.01 -0.08 0.938363 0.969318 -7.35
263955_at putative E2F5 family transcription factoE2F3 AT2G36010 -1.01 -0.01 -0.08 0.938509 0.969318 -7.35
265598_at putative protein phosphatase 2C --- AT2G14270 1.01 0.01 0.08 0.938396 0.969318 -7.35
255239_at contains similarity to Arabidopsis thalia--- --- -1.00 -0.01 -0.08 0.938482 0.969318 -7.35
249547_at  lipid transfer - like protein P48h-10 pro--- AT5G38160 1.01 0.01 0.08 0.938216 0.969318 -7.35
261779_at hypothetical protein predicted by gene --- AT1G76230 -1.01 -0.01 -0.08 0.93822 0.969318 -7.35
265399_at hypothetical protein predicted by gensc--- AT2G11010 1.01 0.02 0.08 0.938441 0.969318 -7.35
245207_at  RING finger-like protein similarity to pr--- AT5G12310 1.01 0.01 0.08 0.938433 0.969318 -7.35



245185_at  F12A21.11 similar to T-Complex prote--- AT1G67760 -1.01 -0.01 -0.08 0.938414 0.969318 -7.35
264125_at hypothetical protein predicted by gene EMB1135 AT1G79350 1.01 0.01 0.08 0.938308 0.969318 -7.35
251651_at  putative protein transcription initiation --- AT3G57370 1.00 0.01 0.08 0.938604 0.969328 -7.35
266483_at unknown protein  ;supported by full-lenCRR6 AT2G47910 -1.01 -0.01 -0.08 0.938593 0.969328 -7.35
259928_at  DNA polymerase type I, putative simila--- AT1G34380 1.01 0.02 0.08 0.938755 0.969411 -7.35
265934_at unknown protein EER5 AT2G19560 1.01 0.01 0.08 0.938854 0.969411 -7.35
265407_at  F-box protein family, AtFBX8 contains --- AT2G16810 -1.01 -0.01 -0.08 0.938842 0.969411 -7.35
263007_at hypothetical protein contains similarity --- AT1G54260 -1.01 -0.01 -0.08 0.938796 0.969411 -7.35
262645_at unknown protein similar to elongation fSCO1 AT1G62750 1.01 0.01 0.08 0.938984 0.969502 -7.35
256561_s_ hypothetical protein similar to putative --- --- -1.01 -0.01 -0.08 0.939099 0.969576 -7.35
246543_at putative protein --- AT5G15060 -1.00 -0.01 -0.08 0.939327 0.969631 -7.35
245888_at  putative protein DNA-binding protein - --- AT5G09450 1.01 0.01 0.08 0.939259 0.969631 -7.35
265889_at hypothetical protein predicted by genef--- AT2G15130 1.01 0.01 0.08 0.939364 0.969631 -7.35
252808_at  putative protein various predicted prot --- --- 1.01 0.01 0.08 0.939301 0.969631 -7.35
261936_at  seed maturation protein PM27, putativ--- AT1G22600 -1.01 -0.01 -0.08 0.939345 0.969631 -7.35
261680_at hypothetical protein similar to hypothet --- AT1G47350 1.01 0.01 0.08 0.939424 0.969649 -7.35
257668_at  sugar transporter, putative similar to G--- AT3G20460 -1.01 -0.01 -0.08 0.939469 0.969651 -7.35
264677_at hypothetical protein predicted by genefHYL1 AT1G09700 1.00 0.01 0.08 0.939728 0.969743 -7.35
262273_at hypothetical protein predicted by gensc--- AT1G68730 -1.01 -0.01 -0.08 0.939681 0.969743 -7.35
262266_at mudrA-like protein similar to mudrA GB--- --- -1.01 -0.01 -0.08 0.939653 0.969743 -7.35
266069_at putative RING zinc finger protein MEE16 AT2G18650 -1.01 -0.02 -0.08 0.939722 0.969743 -7.35
255755_s_  polygalacturonase, putative similar to --- AT1G43050 / -1.01 -0.01 -0.08 0.940126 0.97011 -7.35
256791_at hypothetical protein predicted by gensc--- --- -1.01 -0.01 -0.08 0.940491 0.970443 -7.35
256338_at hypothetical protein similar to seed ma--- AT1G72100 1.01 0.01 0.08 0.940544 0.970453 -7.35
264124_at hypothetical protein predicted by gene ATOCT2 AT1G79360 -1.01 -0.01 -0.08 0.940681 0.970484 -7.35
255754_at  auxin-induced protein, putative similar --- AT1G43040 1.00 0.01 0.08 0.940625 0.970484 -7.35
264730_at hypothetical protein similar to putative --- AT1G62085 -1.01 -0.01 -0.08 0.940701 0.970484 -7.35
249962_at  pectin methyl esterase -like protein pe--- AT5G18990 -1.01 -0.01 -0.08 0.940812 0.970555 -7.35
259059_at hypothetical protein --- AT3G07300 -1.01 -0.01 -0.08 0.941064 0.970726 -7.35
261030_at unknown protein contains similarity to --- AT1G17410 1.01 0.01 0.08 0.941051 0.970726 -7.35
248966_at unknown protein ;supported by full-leng--- AT5G45360 1.01 0.01 0.08 0.94162 0.97104 -7.35
265239_s_ hypothetical protein --- AT2G07692 1.01 0.01 0.08 0.941533 0.97104 -7.35
252138_at  peroxidase-like protein peroxidase AT--- AT3G50990 -1.01 -0.01 -0.08 0.941566 0.97104 -7.35
255984_at  inositol polyphosphate 5-phosphataseIP5PI AT1G34120 1.01 0.01 0.08 0.941569 0.97104 -7.35
251212_at  putative protein hypothetical protein A --- --- -1.01 -0.01 -0.08 0.941624 0.97104 -7.35



265421_s_ predicted protein --- AT2G20616 / 1.01 0.01 0.08 0.941435 0.97104 -7.35
266612_at 22 kDa peroxisomal membrane protein--- AT2G14860 1.01 0.01 0.08 0.941704 0.971079 -7.35
248835_at NBS/LRR disease resistance protein --- AT5G47250 1.01 0.02 0.08 0.941959 0.971123 -7.35
247019_at AP2 domain transcription factor-like --- AT5G67010 1.01 0.01 0.08 0.94185 0.971123 -7.35
261047_at hypothetical protein predicted by gene APUM22 AT1G01410 -1.01 -0.02 -0.08 0.941957 0.971123 -7.35
259820_at subtilisin-like serine protease contains --- AT1G66210 -1.01 -0.01 -0.08 0.941876 0.971123 -7.35
250169_at  putative protein many predicted protei --- AT5G15340 1.01 0.01 0.08 0.941821 0.971123 -7.35
260007_at unknown protein contains non-consens--- AT1G67870 1.01 0.02 0.08 0.94216 0.971242 -7.35
251045_s_  putative protein various predicted prot --- AT2G13910 / 1.00 0.01 0.08 0.942131 0.971242 -7.35
247646_at  putative protein various predicted prot --- AT5G59990 1.01 0.01 0.08 0.942322 0.971365 -7.35
250955_at  putative protein various predicted prot CPUORF47 AT5G03190 1.02 0.03 0.07 0.942614 0.971618 -7.35
251510_at putative protein several hypothetical pr--- AT3G59170 -1.00 -0.01 -0.07 0.942652 0.971618 -7.35
258271_at hypothetical protein predicted by gene --- AT3G15605 1.01 0.01 0.07 0.942735 0.971659 -7.35
254414_at hypothetical protein HSA32 AT4G21320 -1.01 -0.01 -0.07 0.943056 0.971858 -7.35
255845_at putative cinnamoyl-CoA reductase high--- AT2G33600 -1.01 -0.01 -0.07 0.94303 0.971858 -7.35
261647_at hypothetical protein similar to hypothet --- AT1G27740 -1.01 -0.01 -0.07 0.943034 0.971858 -7.35
257464_at hypothetical protein predicted by gensc--- AT1G20940 -1.01 -0.01 -0.07 0.943201 0.971964 -7.35
248323_at unknown protein --- AT5G52770 -1.00 -0.01 -0.07 0.94337 0.972094 -7.35
245560_at indole-3-acetate beta-glucosyltransferaUGT84A1 AT4G15480 1.01 0.01 0.07 0.943521 0.972118 -7.35
253093_at  putative protein SPINDLY protein, PetSRFR1 AT4G37460 1.01 0.01 0.07 0.943505 0.972118 -7.35
261284_at hypothetical protein predicted by gensc--- --- 1.01 0.01 0.07 0.943446 0.972118 -7.35
265092_at hypothetical protein predicted by gensc--- AT1G03910 -1.00 -0.01 -0.07 0.943691 0.972119 -7.35
251030_at  putative protein kinesin light chain - PlNDP1 AT5G02130 -1.01 -0.01 -0.07 0.943693 0.972119 -7.35
263393_at hypothetical protein similar to hypothet --- --- -1.01 -0.01 -0.07 0.943642 0.972119 -7.35
245172_at hypothetical protein predicted by gensc--- AT2G47540 -1.00 -0.01 -0.07 0.943632 0.972119 -7.35
250920_at putative protein  ;supported by full-leng--- AT5G03390 1.01 0.02 0.07 0.943896 0.972123 -7.35
248912_at GDSL-motif lipase/hydrolase-like prote--- AT5G45670 1.01 0.01 0.07 0.943812 0.972123 -7.35
262091_at  Myb-family transcription factor, putativMYB72 AT1G56160 1.01 0.01 0.07 0.943953 0.972123 -7.35
267245_at hypothetical protein --- AT2G02640 -1.01 -0.01 -0.07 0.943939 0.972123 -7.35
248803_at selenium-binding protein-like --- AT5G47460 -1.01 -0.01 -0.07 0.943853 0.972123 -7.35
245646_x_ F5A9.9 hypothetical protein --- AT1G24851 / 1.01 0.01 0.07 0.943798 0.972123 -7.35
252544_at  respiratory burst oxidase - like protein --- AT3G45810 1.01 0.01 0.07 0.94404 0.972169 -7.35
246322_at  S-locus protein, putative similar to S-lo--- AT1G16680 1.01 0.01 0.07 0.944268 0.97236 -7.35
249777_at putative protein similar to unknown pro--- AT5G24210 -1.01 -0.01 -0.07 0.944389 0.972368 -7.35
251653_at  putative protein regulatory protein NPRBOP1 AT3G57130 -1.01 -0.01 -0.07 0.944452 0.972368 -7.35



251866_at  putative protein MSP58 - nucleolar proemb1967 AT3G54350 1.00 0.01 0.07 0.944476 0.972368 -7.35
264861_at  putative glucosidase similar to a-gluco--- AT1G24320 -1.00 -0.01 -0.07 0.944531 0.972368 -7.35
249061_at putative protein similar to unknown pro--- AT5G44550 -1.01 -0.01 -0.07 0.944468 0.972368 -7.35
263388_at En/Spm-like transposon protein related--- --- 1.01 0.01 0.07 0.944506 0.972368 -7.35
257502_at unknown protein --- AT1G78110 1.01 0.02 0.07 0.944591 0.972386 -7.35
264598_at putative dimethylaniline monooxygena --- AT1G04610 1.01 0.01 0.07 0.944934 0.972695 -7.35
247645_at  late embryonic abundant protein - like --- AT5G60530 -1.01 -0.01 -0.07 0.94509 0.972811 -7.35
264425_at  serine/threonine protein kinase, putati --- AT1G61750 1.01 0.01 0.07 0.945203 0.972884 -7.35
255359_at putative glucose-6-phosphate/phospha--- AT4G03950 1.01 0.01 0.07 0.945319 0.972916 -7.35
251989_at  RNA helicase -like protein RNA helicaLOS4 AT3G53110 -1.01 -0.01 -0.07 0.945297 0.972916 -7.35
265793_at unknown protein --- AT2G01220 1.01 0.01 0.07 0.945579 0.973139 -7.35
252944_at hypothetical protein  ;supported by full---- AT4G39320 -1.01 -0.01 -0.07 0.945658 0.973176 -7.35
253313_at  putative peroxidase peroxidase ATP12--- AT4G33870 -1.01 -0.01 -0.07 0.945802 0.973259 -7.35
251102_at putative transporter protein Na+/H+ anCHX27 AT5G01690 -1.01 -0.01 -0.07 0.945823 0.973259 -7.35
251607_at hypothetical protein --- AT3G57850 -1.01 -0.01 -0.07 0.946013 0.97341 -7.35
247004_at putative protein similar to unknown proDG1 AT5G67570 -1.01 -0.01 -0.07 0.946115 0.973412 -7.35
252673_at  CCR4-associated factor 1-like protein --- AT3G44240 -1.01 -0.01 -0.07 0.946228 0.973412 -7.35
262989_at  F28C11.5 similar to INNER NO OUTEINO AT1G23420 1.01 0.01 0.07 0.946196 0.973412 -7.35
266066_at putative xyloglucan endo-transglycosy XTH21 AT2G18800 -1.01 -0.01 -0.07 0.946126 0.973412 -7.35
249724_at disease resistance protein --- AT5G35450 1.00 0.01 0.07 0.946208 0.973412 -7.35
262735_at hypothetical protein --- AT1G28630 -1.01 -0.01 -0.07 0.946536 0.973685 -7.35
265137_at  F-box protein family, AtFBX10 contain--- AT1G51290 1.01 0.01 0.07 0.946629 0.973692 -7.35
259078_at unknown protein predicted by genefindHST AT3G05040 -1.00 -0.01 -0.07 0.946606 0.973692 -7.35
263531_s_ hypothetical protein predicted by gensc--- AT2G25020 / -1.00 -0.01 -0.07 0.94673 0.973752 -7.35
252202_at  anthranilate N-hydroxycinnamoyl/benz--- AT3G50300 1.01 0.01 0.07 0.946808 0.973788 -7.35
259189_at unknown protein AGP11 AT3G01700 -1.01 -0.01 -0.07 0.94685 0.973788 -7.35
256741_at hypothetical protein predicted by gene --- AT3G29375 -1.01 -0.01 -0.07 0.946943 0.973816 -7.35
255145_at hypothetical protein --- --- 1.01 0.01 0.07 0.947005 0.973816 -7.35
252987_at  putative growth regulator protein auxin--- AT4G38390 1.01 0.01 0.07 0.946967 0.973816 -7.35
249080_at putative protein strong similarity to unkSUVR2 AT5G43990 1.01 0.01 0.07 0.947061 0.97383 -7.35
260971_at hypothetical protein predicted by gene --- AT1G53620 1.01 0.01 0.07 0.947111 0.973838 -7.35
252169_at putative protein several bacterial phosp--- AT3G50520 -1.01 -0.01 -0.07 0.947239 0.973925 -7.35
246360_at hypothetical protein --- --- 1.01 0.01 0.07 0.947294 0.973938 -7.35
245772_at hypothetical protein similar to putative --- AT1G30300 1.01 0.01 0.07 0.947437 0.974041 -7.35
258080_at unknown protein  ;supported by full-len--- AT3G25930 -1.00 -0.01 -0.07 0.947638 0.974204 -7.35



246065_at  calcium-dependent protein kinase - likCPK34 AT5G19360 1.01 0.01 0.07 0.947949 0.974479 -7.35
254738_at RNA-binding protein like AT4G13860 --- 1.01 0.01 0.07 0.948072 0.974512 -7.35
251499_at  putative protein putative callose synth ATGSL11 AT3G59100 -1.01 -0.01 -0.07 0.948059 0.974512 -7.35
246866_at  putative protein various predicted prot --- AT5G25960 -1.01 -0.01 -0.07 0.948109 0.974512 -7.35
267222_at putative polygalacturonase --- AT2G43880 -1.00 -0.01 -0.07 0.948164 0.974525 -7.35
246801_at threonyl-tRNA synthetase  ; supported --- AT5G26830 1.01 0.01 0.07 0.948256 0.974531 -7.35
249617_at receptor protein kinase-like protein --- AT5G37450 -1.01 -0.01 -0.07 0.948223 0.974531 -7.35
264705_at putative leucyl-tRNA synthetase Strong--- AT1G09620 1.01 0.01 0.07 0.948402 0.97455 -7.35
245139_at putative AT-hook DNA-binding protein --- AT2G45430 1.01 0.01 0.07 0.948397 0.97455 -7.35
253616_at  blight-associated protein homolog bligEXLB2 AT4G30380 -1.00 -0.01 -0.07 0.948336 0.97455 -7.35
266178_at putative phloem-specific lectin AtPP2-B4 AT2G02280 1.01 0.01 0.07 0.948467 0.974573 -7.35
262560_at hypothetical protein predicted by gensc--- AT1G34280 -1.01 -0.01 -0.07 0.948526 0.974588 -7.35
247104_at putative protein similar to unknown proDAR6 AT5G66620 1.01 0.01 0.07 0.948567 0.974588 -7.35
246419_at  UDP glucose:flavonoid 3-o-glucosyltraUGT78D3 AT5G17030 1.00 0.01 0.07 0.948687 0.974666 -7.35
249560_at putative protein LCR80 AT5G38330 -1.01 -0.01 -0.07 0.948865 0.974762 -7.35
265300_at unknown protein contains weak PHD z--- AT2G13950 1.01 0.01 0.07 0.948847 0.974762 -7.35
248303_at  FtsH protease, putative similar to ATPFTSH11 AT5G53170 -1.01 -0.01 -0.07 0.949027 0.974839 -7.35
266556_at hypothetical protein predicted by gensc--- AT2G46230 -1.01 -0.01 -0.07 0.949068 0.974839 -7.35
252787_at putative protein several En/Spm-like tra--- --- -1.00 -0.01 -0.07 0.949052 0.974839 -7.35
256350_at hypothetical protein contains similarity PGSIP4 AT1G54940 -1.00 -0.01 -0.07 0.949334 0.975027 -7.35
258272_at  unknown protein similar to serine/threo--- AT3G15610 1.01 0.01 0.07 0.949337 0.975027 -7.35
258596_at unknown protein LSH2 AT3G04510 -1.01 -0.01 -0.07 0.949434 0.975039 -7.35
245403_at putative protein --- AT4G17590 -1.00 -0.01 -0.07 0.949426 0.975039 -7.35
246524_at  Carboxylesterase-like protein sterol esATPCME AT5G15860 1.01 0.01 0.07 0.949653 0.975189 -7.35
264533_s_  H+/Ca2+ antiporter, putative similar toCAX5 AT1G55720 / 1.01 0.01 0.07 0.949666 0.975189 -7.35
263859_at hypothetical protein predicted by gensc--- AT2G04360 -1.01 -0.01 -0.07 0.949979 0.975467 -7.35
259522_at hypothetical protein --- AT1G12490 -1.00 -0.01 -0.06 0.95018 0.975629 -7.35
249565_at contains similarity to S1 self-incompati --- AT5G38440 -1.01 -0.01 -0.06 0.950272 0.97568 -7.35
248263_at pectinesterase  ; supported by cDNA: gPMEPCRF AT5G53370 1.01 0.02 0.06 0.950376 0.975699 -7.35
265110_at hypothetical protein predicted by gensc--- AT1G62490 1.01 0.01 0.06 0.950351 0.975699 -7.35
259572_at hypothetical protein --- AT1G20400 1.01 0.01 0.06 0.950494 0.975776 -7.35
249881_at cytochrome P450-like protein CYP86B1 AT5G23190 -1.00 -0.01 -0.06 0.950604 0.975845 -7.35
258305_at hypothetical protein predicted by gensc--- --- 1.00 0.01 0.06 0.950675 0.975874 -7.35
248653_at disease resistance protein-like --- AT5G49290 -1.00 -0.01 -0.06 0.950826 0.975985 -7.35
266262_at hypothetical protein predicted by gensc--- AT2G27590 -1.01 -0.01 -0.06 0.951007 0.97601 -7.35



267585_s_ putative actin ACT9 AT2G42090 1.00 0.01 0.06 0.950904 0.97601 -7.35
264463_at  unknown protein similar to ESTs gb|T2--- AT1G10150 1.01 0.01 0.06 0.951021 0.97601 -7.35
257130_at  vacuolar processing enzyme/asparagiDELTA-VPE AT3G20210 -1.00 -0.01 -0.06 0.950958 0.97601 -7.35
249706_at histone deacetylase HDA7 AT5G35600 1.00 0.01 0.06 0.951198 0.976147 -7.35
247226_at putative protein contains similarity to tr --- AT5G65100 1.00 0.01 0.06 0.951244 0.97615 -7.35
257664_at hypothetical protein predicted by gene EMB2743 AT3G20400 1.01 0.01 0.06 0.951297 0.976161 -7.35
247402_at  putative protein predicted proteins, Ca--- AT5G62750 1.00 0.01 0.06 0.951361 0.976177 -7.35
258112_at putative cytochrome P450 similar to G CYP72A10 AT3G14640 -1.01 -0.01 -0.06 0.951398 0.976177 -7.35
252475_s_ putative protein several hypothetical prPCL1 AT3G46640 / -1.01 -0.01 -0.06 0.951463 0.976189 -7.35
246774_at  polygalacturonase-like protein polygal --- AT5G27530 -1.00 -0.01 -0.06 0.951516 0.976189 -7.35
255705_at hypothetical protein  ;supported by full---- AT4G00160 -1.00 -0.01 -0.06 0.951581 0.976189 -7.35
252137_at  dehydrin-like protein dehydrin  Xero2 -XERO1 AT3G50980 1.01 0.01 0.06 0.951567 0.976189 -7.35
264286_at unknown protein ;supported by full-lengPPR336 AT1G61870 -1.01 -0.01 -0.06 0.951792 0.976361 -7.35
246520_at  putative protein RING-H2 finger protei --- AT5G15790 -1.00 -0.01 -0.06 0.951899 0.976422 -7.35
246606_at putative protein --- --- -1.00 -0.01 -0.06 0.951937 0.976422 -7.35
249272_at geranylgeranyl transferase alpha subu --- AT5G41820 -1.01 -0.01 -0.06 0.952042 0.976486 -7.35
250365_at  putative protein serine threonine tyros --- AT5G11410 -1.01 -0.01 -0.06 0.952111 0.976513 -7.35
266768_s_ ubiquitin extension protein (UBQ6) ide UBQ6 AT2G47110 / -1.01 -0.01 -0.06 0.952234 0.976596 -7.35
255158_s_ hypothetical protein --- --- 1.00 0.01 0.06 0.952344 0.976664 -7.35
261234_x_ hypothetical protein predicted by gene --- --- -1.01 -0.01 -0.06 0.952392 0.976669 -7.35
257916_at unknown protein similar to hypothetica --- AT3G23210 1.01 0.01 0.06 0.952483 0.976719 -7.35
264047_at hypothetical protein predicted by gensc--- AT2G22410 1.00 0.01 0.06 0.95267 0.976775 -7.35
263611_at hypothetical protein predicted by gensc--- AT2G16450 -1.00 -0.01 -0.06 0.952683 0.976775 -7.35
266390_at hypothetical protein predicted by gensc--- AT2G32310 1.00 0.01 0.06 0.952669 0.976775 -7.35
254109_at  Pollen-specific protein precursor like PSKS1 AT4G25240 1.00 0.01 0.06 0.952709 0.976775 -7.35
253075_at  putative disease resistance protein TM--- AT4G36150 -1.00 -0.01 -0.06 0.952946 0.976842 -7.35
257032_at  zinc finger protein, putative similar to R--- AT3G19140 -1.00 -0.01 -0.06 0.952919 0.976842 -7.35
252471_at phosphoprotein phosphatase  ;supportTOPP5 AT3G46820 -1.01 -0.01 -0.06 0.952903 0.976842 -7.35
249660_at putative protein similar to unknown pro--- AT5G36720 / -1.01 -0.01 -0.06 0.952881 0.976842 -7.35
253920_at  histone H2A- like protein histone H2A HTA2 AT4G27230 -1.01 -0.01 -0.06 0.953125 0.976946 -7.35
258309_at putative transposase related protein si --- --- -1.00 -0.01 -0.06 0.953133 0.976946 -7.35
251854_at  putative protein various predicted prot --- AT3G54800 1.00 0.01 0.06 0.9535 0.977246 -7.35
257500_s_  putative serine carboxypeptidase simi scpl2 AT1G73300 / 1.00 0.01 0.06 0.953511 0.977246 -7.35
AFFX-r2-EcE. coli /GEN=bioD /DB_XREF=gb:J044--- --- -1.01 -0.02 -0.06 0.953554 0.977246 -7.35
263139_at hypothetical protein similar to hypothet --- AT1G65110 -1.00 -0.01 -0.06 0.953631 0.977281 -7.35



261217_at hypothetical protein contains similarity UBP11 AT1G32850 1.00 0.01 0.06 0.953985 0.977556 -7.35
249448_at cdc2-like protein cdc2cAt AT5G39420 1.01 0.01 0.06 0.953978 0.977556 -7.35
259215_at unknown protein largely predicted by gDEX1 AT3G09090 1.00 0.01 0.06 0.954189 0.977721 -7.35
262258_at 20S proteasome subunit PAE1 identicaPAE1 AT1G53850 -1.01 -0.01 -0.06 0.954458 0.977736 -7.35
250438_at  putative protein predicted protein, Ara --- AT5G10580 -1.00 -0.01 -0.06 0.954568 0.977736 -7.35
246014_at putative protein --- AT5G10680 -1.00 -0.01 -0.06 0.954665 0.977736 -7.35
251080_at putative protein hypothetical proteins - ROPGEF7 AT5G02010 1.01 0.02 0.06 0.954675 0.977736 -7.35
260885_at  protein kinase PK4, putative similar to CIPK18 AT1G29230 1.01 0.01 0.06 0.954636 0.977736 -7.35
257387_s_ putative receptor-like protein kinase --- AT2G14440 / 1.01 0.01 0.06 0.954494 0.977736 -7.35
263365_at putative heat shock protein --- AT2G20550 -1.01 -0.01 -0.06 0.954411 0.977736 -7.35
266660_at hypothetical protein predicted by gensc--- AT2G25920 -1.01 -0.01 -0.06 0.954612 0.977736 -7.35
252605_s_  sulfotransferase-like protein FLAVONO--- AT3G45070 / -1.00 -0.01 -0.06 0.95445 0.977736 -7.35
256895_at  zinc-finger protein, putative almost ide--- --- -1.00 -0.01 -0.06 0.954389 0.977736 -7.35
249451_s_ hypothetical protein --- AT5G39480 / -1.00 -0.01 -0.06 0.954261 0.977736 -7.35
247537_s_  ABC transport protein - like ABC transATH15 AT5G61690 / 1.00 0.01 0.06 0.95479 0.97781 -7.35
258474_at hypothetical protein predicted by gensc--- AT3G02650 1.01 0.01 0.06 0.95498 0.97796 -7.35
257505_at hypothetical protein --- AT1G47940 1.00 0.01 0.06 0.95508 0.978019 -7.35
257704_at  myb-related transcription factor, putatiATMYB67 AT3G12720 1.00 0.01 0.06 0.955211 0.978109 -7.35
257131_at  mitochondrial carrier protein, putative --- AT3G20240 1.00 0.01 0.06 0.95531 0.978167 -7.35
248241_at unknown protein --- AT5G53960 -1.00 -0.01 -0.06 0.955413 0.978228 -7.35
246000_at  putative protein predicted proteins, Ara--- AT5G20820 -1.01 -0.01 -0.06 0.955515 0.978288 -7.35
255159_at putative polyprotein --- --- 1.01 0.01 0.06 0.95601 0.978665 -7.35
267039_at hypothetical protein predicted by genef--- AT2G34270 1.00 0.01 0.06 0.955985 0.978665 -7.35
253514_at  putative protein DNA-binding protein A--- AT4G31805 1.00 0.01 0.06 0.956012 0.978665 -7.35
260502_at  putative Tub family protein contains P AtTLP6 AT1G47270 1.01 0.01 0.06 0.956092 0.978704 -7.35
249784_at putative protein similar to unknown pro--- AT5G24280 -1.01 -0.01 -0.06 0.956179 0.978749 -7.35
256767_at hypothetical protein predicted by gene --- AT3G13680 1.00 0.01 0.06 0.956316 0.97878 -7.35
265052_at  caffeic acid O-methyltransferase, puta--- AT1G51990 -1.00 -0.01 -0.06 0.956338 0.97878 -7.35
246872_at  extensin - like protein hydroxyproline-r--- AT5G26080 1.01 0.01 0.06 0.956289 0.97878 -7.35
266077_at putative non-LTR retroelement reverse--- --- 1.00 0.01 0.06 0.956482 0.978884 -7.35
253901_at  ribosomal protein L14 -like protein ribo--- AT4G27090 1.01 0.01 0.06 0.956662 0.978892 -7.35
246910_at  exonuclease - like protein ribonucleas --- AT5G25800 1.01 0.01 0.06 0.956649 0.978892 -7.35
254399_at  G10 - like protein Maternal G10 like pr--- AT4G21110 1.00 0.01 0.06 0.956622 0.978892 -7.35
245805_at hypothetical protein predicted by gene --- AT1G46336 -1.00 -0.01 -0.06 0.956538 0.978892 -7.35
250093_at hypothetical protein --- AT5G17370 -1.00 -0.01 -0.06 0.956706 0.978894 -7.35



256196_at hypothetical protein predicted by gene --- --- -1.00 -0.01 -0.06 0.956791 0.978936 -7.35
256071_at  ubiquitin, putative similar to ubiquitin G--- AT1G13640 1.01 0.01 0.06 0.956871 0.978974 -7.35
247050_at At14a protein-like --- AT5G66660 1.01 0.01 0.06 0.956966 0.978983 -7.35
245546_at cellulose synthase like protein ATCSLB05 AT4G15290 1.01 0.01 0.06 0.956951 0.978983 -7.35
251255_at  putative protein early nodule-specific p--- AT3G62280 -1.00 -0.01 -0.06 0.957045 0.97902 -7.35
245313_at UFD1 like protein ; supported by full-le --- AT4G15420 1.01 0.01 0.06 0.957127 0.979052 -7.35
265749_at putative retroelement pol polyprotein --- --- -1.00 -0.01 -0.06 0.957191 0.979052 -7.35
252620_at hypothetical protein --- --- 1.00 0.00 0.06 0.957205 0.979052 -7.35
249004_at unknown protein --- AT5G44570 1.01 0.01 0.06 0.957325 0.979131 -7.35
257431_at unknown protein --- AT2G36360 -1.00 -0.01 -0.06 0.957381 0.979144 -7.35
260923_at  glycine-rich RNA-binding protein grp1a--- AT1G21570 -1.00 -0.01 -0.06 0.957447 0.979168 -7.35
245102_at putative non-LTR retroelement reverse--- --- -1.01 -0.01 -0.06 0.957497 0.979175 -7.35
255184_at putative athila transposon protein --- --- 1.00 0.01 0.06 0.957616 0.979253 -7.35
263710_at unknown protein  ;supported by full-len--- AT1G09330 1.00 0.01 0.06 0.957662 0.979256 -7.35
247604_at  putative phytochelatin synthetase - likeCOBL5 AT5G60950 1.02 0.03 0.05 0.958075 0.979634 -7.35
259330_at hypothetical protein gene model predic--- AT3G16270 1.01 0.01 0.05 0.958226 0.97965 -7.35
257303_at hypothetical protein predicted by gensc--- AT3G30230 -1.00 -0.01 -0.05 0.958305 0.97965 -7.35
245210_at  putative protein similarity to UVB-resis--- AT5G12350 1.00 0.01 0.05 0.958167 0.97965 -7.35
257243_at  pectate lyase, putative similar to GB:A--- AT3G24230 -1.00 0.00 -0.05 0.958183 0.97965 -7.35
258442_at hypothetical protein predicted by gene --- AT3G01015 -1.00 -0.01 -0.05 0.958273 0.97965 -7.35
248205_at cotton fiber expressed protein 1-like pr --- AT5G54300 1.01 0.02 0.05 0.958462 0.979723 -7.35
266754_at hypothetical protein --- AT2G46980 1.01 0.01 0.05 0.958455 0.979723 -7.35
260863_at hypothetical protein predicted by gene --- --- -1.01 -0.01 -0.05 0.958608 0.979804 -7.35
259557_at hypothetical protein WAK4 AT1G21210 -1.00 -0.01 -0.05 0.958628 0.979804 -7.35
266379_at  1,4-beta-xylan endohydrolase   --- AT2G14690 -1.00 -0.01 -0.05 0.958821 0.97987 -7.35
258473_s_ putative stearoyl-acyl carrier protein de--- AT3G02610 / 1.01 0.01 0.05 0.958741 0.97987 -7.35
258103_at hypothetical protein contains Pfam pro IPT7 AT3G23630 1.01 0.01 0.05 0.95882 0.97987 -7.35
258204_at hypothetical protein predicted by gene AtGRF5 AT3G13960 -1.01 -0.01 -0.05 0.958876 0.979883 -7.35
265437_at hypothetical protein predicted by genscMCM10 AT2G20980 -1.00 -0.01 -0.05 0.958973 0.979938 -7.35
265879_at hypothetical protein predicted by gensc--- AT2G42450 1.00 0.01 0.05 0.959066 0.979989 -7.35
258837_at putative 60S ribosomal protein L13A s --- AT3G07110 1.01 0.01 0.05 0.959222 0.980032 -7.35
263309_at putative replication protein A1 --- --- 1.01 0.01 0.05 0.959237 0.980032 -7.35
265436_at putative retroelement pol polyprotein --- --- 1.00 0.00 0.05 0.959185 0.980032 -7.35
255493_at  putative glutamate-/aspartate-binding --- AT4G02690 1.00 0.01 0.05 0.959395 0.980149 -7.35
245032_at En/Spm-like transposon protein related--- --- -1.01 -0.01 -0.05 0.959652 0.980368 -7.35



248990_at disease resistance protein-like --- AT5G45210 1.00 0.01 0.05 0.959819 0.980495 -7.35
248437_at putative protein similar to unknown proEMF2 AT5G51230 1.01 0.01 0.05 0.960308 0.980862 -7.35
264876_at hypothetical protein --- AT2G17410 1.00 0.01 0.05 0.96025 0.980862 -7.35
267321_at hypothetical protein predicted by genef--- AT2G19320 1.00 0.01 0.05 0.960273 0.980862 -7.35
254367_at hypothetical protein --- AT4G21700 1.00 0.01 0.05 0.960356 0.980868 -7.35
264364_at unknown protein Similar to gb|U85207 --- AT1G03330 -1.00 -0.01 -0.05 0.960608 0.980949 -7.35
264819_at hypothetical protein similar to membra --- AT1G03510 1.01 0.01 0.05 0.960578 0.980949 -7.35
248117_at FH protein interacting protein FIP2 (gb FIP2 AT5G55000 1.01 0.01 0.05 0.960567 0.980949 -7.35
263081_at putative homeodomain transcription fa BLH5 AT2G27220 1.00 0.00 0.05 0.960549 0.980949 -7.35
249596_s_  glucuronosyl transferase-like protein g--- AT5G37950 / -1.01 -0.01 -0.05 0.960651 0.980949 -7.35
245036_at putative SF16 protein {Helianthus annuIqd4 AT2G26410 -1.00 -0.01 -0.05 0.960756 0.980969 -7.35
247093_at zinc finger protein SHI-like  ; supportedSHI AT5G66350 -1.01 -0.01 -0.05 0.960749 0.980969 -7.35
259503_at unknown protein ; supported by cDNA:--- AT1G15870 -1.01 -0.01 -0.05 0.96081 0.98098 -7.35
251427_at beta-glucosidase-like protein several bBGLU16 AT3G60130 -1.01 -0.01 -0.05 0.961226 0.981343 -7.35
260615_at mitochondrial NAD-dependent malate --- AT1G53240 -1.01 -0.01 -0.05 0.961252 0.981343 -7.35
260584_at  putative beta-1,3-glucanase, C termin --- AT2G43660 -1.00 -0.01 -0.05 0.961298 0.981346 -7.35
252107_at  sugar transporter-like protein sugar traTMT3 AT3G51490 -1.01 -0.01 -0.05 0.961683 0.981402 -7.35
245484_at enoyl-CoA hydratase like protein ECHIA AT4G16210 -1.00 -0.01 -0.05 0.961645 0.981402 -7.35
259256_at putative coated vesicle membrane prot--- AT3G07680 1.00 0.01 0.05 0.961777 0.981402 -7.35
250514_at  GDP dissociation inhibitor GDP dissoc--- AT5G09550 1.00 0.01 0.05 0.961485 0.981402 -7.35
263749_at putative phosphatidylinositol/phosphat --- AT2G21520 1.00 0.01 0.05 0.961801 0.981402 -7.35
256346_s_ unknown protein --- AT2G15040 -1.00 0.00 -0.05 0.961532 0.981402 -7.35
247121_at putative protein contains similarity to ri --- AT5G66010 -1.00 -0.01 -0.05 0.961473 0.981402 -7.35
263140_at hypothetical protein predicted by gene --- AT1G65120 1.00 0.00 0.05 0.961717 0.981402 -7.35
261028_at hypothetical protein predicted by gene --- AT1G26620 1.00 0.01 0.05 0.961653 0.981402 -7.35
258767_at putative (1-4)-beta-mannan endohydro--- AT3G10890 1.00 0.01 0.05 0.961866 0.981402 -7.35
263147_at  polyubiquitin, putative similar to polyub--- AT1G53980 -1.00 0.00 -0.05 0.961582 0.981402 -7.35
256026_at  auxin response factor 1, putative simil --- AT1G34170 -1.00 -0.01 -0.05 0.961869 0.981402 -7.35
257716_at hypothetical protein predicted by gene --- AT3G18300 -1.00 -0.01 -0.05 0.96197 0.981461 -7.35
249919_at  putative protein predicted protein, Ara --- AT5G19250 1.00 0.01 0.05 0.962039 0.981488 -7.35
264059_at Expressed protein ; supported by full-leINH3 AT2G31305 1.00 0.01 0.05 0.962155 0.981518 -7.35
263445_at unknown protein --- AT2G31590 -1.00 0.00 -0.05 0.962119 0.981518 -7.35
265756_at putative bZIP transcription factor simila--- AT2G13150 1.00 0.00 0.05 0.962217 0.981538 -7.35
254707_at  putative protein inositol polyphosphateAT5PTASE2AT4G18010 1.01 0.01 0.05 0.962294 0.981573 -7.35
255241_at  putative protein hypothetical protein T --- --- 1.00 0.00 0.05 0.962386 0.981623 -7.35



255641_at contains region of similarity to beta tran--- AT4G00800 1.00 0.01 0.05 0.962439 0.981632 -7.35
266545_at hypothetical protein predicted by genef--- AT2G35290 -1.01 -0.01 -0.05 0.962569 0.981634 -7.35
256477_at unknown protein --- --- -1.00 -0.01 -0.05 0.962499 0.981634 -7.35
265980_at hypothetical protein predicted by genef--- --- 1.00 0.01 0.05 0.962535 0.981634 -7.35
252657_at hypothetical protein --- AT3G44780 1.00 0.00 0.05 0.962795 0.98182 -7.35
250219_at putative protein similar to unknown proMPL1 AT5G14180 -1.01 -0.01 -0.05 0.962839 0.981821 -7.35
248439_at putative protein similar to unknown pro--- AT5G51250 -1.00 -0.01 -0.05 0.962882 0.981821 -7.35
258732_at putative alkaline/neutral invertase simi --- AT3G05820 1.00 0.01 0.05 0.96306 0.981959 -7.35
247535_at  transcriptional activator - like protein D--- AT5G61620 -1.01 -0.01 -0.05 0.963152 0.981964 -7.35
266706_at hypothetical protein predicted by gensc--- AT2G03320 1.00 0.00 0.05 0.963126 0.981964 -7.35
246356_x_  hypothetical protein, 5' partial  --- --- -1.00 0.00 -0.05 0.963286 0.982058 -7.35
262098_at  transcription factor, putative similar to NF-YC2 AT1G56170 1.01 0.01 0.05 0.963378 0.982108 -7.35
248019_at putative protein similar to unknown pro--- AT5G56480 1.00 0.01 0.05 0.963489 0.982123 -7.35
248359_at unknown protein --- AT5G52410 1.00 0.01 0.05 0.963598 0.982123 -7.35
259946_at putative TINY similar to TINY GB:CAA --- AT1G71450 1.00 0.00 0.05 0.963609 0.982123 -7.35
245576_at hypothetical protein TCX2 AT4G14770 1.01 0.01 0.05 0.963508 0.982123 -7.35
263492_at putative seed maturation protein --- AT2G42560 -1.00 -0.01 -0.05 0.963568 0.982123 -7.35
258254_at unknown protein contains Pfam profile --- AT3G26780 / 1.01 0.01 0.05 0.963684 0.982156 -7.35
253862_at NOZZLE/SPOROCYTELESS  ; suppo SPL AT4G27330 1.00 0.01 0.05 0.963728 0.982157 -7.35
258205_at unknown protein --- AT3G13965 -1.00 -0.01 -0.05 0.963788 0.982174 -7.35
252019_at  late embryogenesis abundant protein --- AT3G53040 -1.00 0.00 -0.05 0.963833 0.982176 -7.35
259086_at hypothetical protein predicted by genef--- AT3G04990 1.00 0.00 0.05 0.96394 0.982241 -7.35
262795_at hypothetical protein predicted by gensc--- AT1G13130 -1.01 -0.01 -0.05 0.964083 0.982271 -7.35
256427_at hypothetical protein predicted by genscLBD21 AT3G11090 1.01 0.01 0.05 0.964099 0.982271 -7.35
252460_at  putative protein predicted protein, Ara --- --- -1.00 0.00 -0.05 0.964092 0.982271 -7.35
258346_at hypothetical protein predicted by gene --- AT3G22690 1.00 0.01 0.05 0.964243 0.982374 -7.35
248610_at SRP54 (signal recognition particle 54 K--- AT5G49500 -1.00 0.00 -0.05 0.964411 0.982502 -7.35
245510_at hypothetical protein --- AT4G15740 1.01 0.01 0.05 0.964546 0.982552 -7.35
251046_at  kinesin -like protein kinesin, Xenopus --- AT5G02370 1.00 0.00 0.05 0.964546 0.982552 -7.35
246598_at  dolichyl-phosphate-mannose--glycolip --- AT5G14850 1.00 0.01 0.05 0.964657 0.982621 -7.35
246787_s_  cdc20-like protein putative cdc20 prote--- AT5G27570 / 1.00 0.00 0.05 0.964857 0.98278 -7.35
262125_at  heat shock protein, putative similar to EDA1 AT1G59680 -1.00 -0.01 -0.05 0.964994 0.982876 -7.35
245963_at  putative protein HPt phosphotransmitt --- AT5G19710 1.00 0.00 0.05 0.96504 0.982879 -7.35
266676_s_ hypothetical protein predicted by grail --- AT2G29605 / 1.00 0.00 0.05 0.965128 0.982925 -7.35
256353_at unknown protein ; supported by full-len--- AT1G55000 1.00 0.01 0.05 0.965335 0.983048 -7.35



251589_at  putative protein SINA2p zinc finger proSINAT2 AT3G58040 -1.00 -0.01 -0.05 0.965315 0.983048 -7.35
264214_s_  MADS-box transcription factor, putativAGL38 AT1G65300 / -1.00 0.00 -0.04 0.965527 0.983169 -7.35
263121_at  receptor protein kinase, putative simila--- AT1G78530 -1.00 -0.01 -0.04 0.96554 0.983169 -7.35
259604_at 20S proteasome beta subunit (PBG1) PBG1 AT1G56450 1.00 0.00 0.04 0.965991 0.983528 -7.35
248524_s_ putative protein contains similarity to sq--- AT5G50570 / 1.01 0.02 0.04 0.966022 0.983528 -7.35
257434_at hypothetical protein predicted by gensc--- AT2G21740 -1.00 0.00 -0.04 0.965994 0.983528 -7.35
254365_at  putative protein hypothetical protein D--- AT4G22030 1.00 0.00 0.04 0.966123 0.983587 -7.35
256870_at  cytochrome P450, putative contains PCYP71B34 AT3G26300 1.01 0.01 0.04 0.966176 0.983597 -7.35
245125_at putative histidine kinase identical to GBCKI1 AT2G47430 1.00 0.01 0.04 0.966282 0.983661 -7.35
249200_at 5-3 exoribonuclease 2 ; supported by cXRN2 AT5G42540 -1.00 -0.01 -0.04 0.966342 0.983678 -7.35
266670_at putative flavonol 3-O-glucosyltransferaUGT71C2 AT2G29740 1.00 0.01 0.04 0.966665 0.983963 -7.35
252715_x_  putative protein predicted protein, Ara --- AT3G43900 -1.00 -0.01 -0.04 0.966726 0.983981 -7.35
253070_at  putative protein symbiotic ammonium --- AT4G37850 -1.00 -0.01 -0.04 0.966773 0.983986 -7.35
262005_at  ABC transporter protein, putative simi ATGCN3 AT1G64550 1.00 0.01 0.04 0.967076 0.984185 -7.35
255246_at  putative protein hypothetical protein F --- --- -1.00 -0.01 -0.04 0.967228 0.984185 -7.35
260640_at  viral resistance protein, putative simila--- AT1G53350 -1.01 -0.01 -0.04 0.967224 0.984185 -7.35
253884_at heat shock protein 21 HSP21 AT4G27670 -1.00 -0.01 -0.04 0.967162 0.984185 -7.35
260038_at Expressed protein ; supported by full-le--- AT1G68875 1.00 0.00 0.04 0.967133 0.984185 -7.35
246278_at tubulin-like protein --- AT4G37190 1.01 0.01 0.04 0.967065 0.984185 -7.35
267270_at hypothetical protein predicted by gensc--- AT2G02550 1.00 0.01 0.04 0.967373 0.984288 -7.35
265522_at putative TPR repeat nuclear phosphopELF8 AT2G06210 1.00 0.01 0.04 0.967443 0.984316 -7.35
253564_at  protein kinase - like protein protein kin--- AT4G31170 -1.00 -0.01 -0.04 0.967539 0.984351 -7.35
253751_at hypothetical protein ;supported by full- --- AT4G29070 -1.01 -0.01 -0.04 0.967563 0.984351 -7.35
254368_at DNA-directed RNA polymerase (EC 2. NRPB2 AT4G21710 1.00 0.00 0.04 0.967712 0.984414 -7.35
266744_at putative nucleoside triphosphatase  ; s --- AT2G02970 -1.00 0.00 -0.04 0.967688 0.984414 -7.35
245367_at Expressed protein ; supported by full-leNRPB9B AT4G16265 1.00 0.01 0.04 0.967898 0.984425 -7.35
265460_at putative caltractin  ;supported by full-le --- AT2G46600 1.01 0.01 0.04 0.967939 0.984425 -7.35
246945_s_  putative membrane protein hypothetic --- AT5G25040 / -1.00 -0.01 -0.04 0.967883 0.984425 -7.35
260306_at hypothetical protein predicted by genscEDA24 AT1G70540 1.00 0.01 0.04 0.967766 0.984425 -7.35
260202_at hypothetical protein predicted by gensc--- --- 1.00 0.00 0.04 0.967829 0.984425 -7.35
266197_at hypothetical protein predicted by gensc--- AT2G39120 -1.00 0.00 -0.04 0.968329 0.984778 -7.35
263092_at hypothetical protein predicted by gensc--- AT2G16210 -1.00 0.00 -0.04 0.968652 0.984975 -7.35
264216_at hypothetical protein similar to hypothet --- AT1G60180 -1.00 0.00 -0.04 0.968613 0.984975 -7.35
251633_at  putative protein metalloendopeptidase--- AT3G57460 1.01 0.01 0.04 0.968632 0.984975 -7.35
259264_at putative aldose 1-epimerase shows sim--- AT3G01260 -1.00 -0.01 -0.04 0.968745 0.985025 -7.35



264398_at unknown protein similar to hypothetica --- AT1G61730 -1.00 0.00 -0.04 0.968802 0.98504 -7.35
258697_at putative minichromosome maintenanceMCM8 AT3G09660 -1.00 -0.01 -0.04 0.968915 0.985095 -7.35
258124_at Expressed protein ; supported by cDNA--- AT3G18215 -1.01 -0.01 -0.04 0.968943 0.985095 -7.35
249295_at putative protein contains similarity to u --- AT5G41280 -1.00 0.00 -0.04 0.969169 0.985176 -7.35
254683_at hypothetical protein  ;supported by full---- AT4G13800 -1.00 0.00 -0.04 0.969115 0.985176 -7.35
259299_at unknown protein --- AT3G05080 1.00 0.01 0.04 0.969238 0.985176 -7.35
259563_s_ hypothetical protein --- AT1G20590 / -1.00 0.00 -0.04 0.969135 0.985176 -7.35
252307_at  putative protein SAE1-S9-protein, Bra --- --- -1.00 0.00 -0.04 0.969205 0.985176 -7.35
253867_at  putative protein tRNA nucleotidyltrans --- AT4G27490 -1.01 -0.01 -0.04 0.969398 0.985201 -7.35
262441_at hypothetical protein similar to hypothetOSB1 AT1G47720 -1.00 -0.01 -0.04 0.969436 0.985201 -7.35
262004_at calcineurin B-like protein similar to CALCBL8 AT1G64480 1.00 0.01 0.04 0.969354 0.985201 -7.35
245634_at  MtN21 nodulin protein, putative simila --- AT1G25270 -1.00 -0.01 -0.04 0.969413 0.985201 -7.35
264099_at  replicase, putative similar to replicase --- AT1G79050 -1.00 0.00 -0.04 0.969534 0.985213 -7.35
245377_at hypothetical protein --- AT4G17700 1.00 0.00 0.04 0.969525 0.985213 -7.35
248808_at putative protein contains similarity to p --- AT5G47510 1.00 0.00 0.04 0.969686 0.985324 -7.35
265483_at hypothetical protein ; supported by cDNSQN AT2G15790 -1.00 -0.01 -0.04 0.969976 0.985541 -7.35
259363_at  methionine aminopeptidase I (MAP1), MAP1C AT1G13270 1.00 0.00 0.04 0.970073 0.985541 -7.35
258491_at unknown protein  ;supported by full-len--- AT3G02700 1.00 0.01 0.04 0.969987 0.985541 -7.35
245920_at putative protein --- --- -1.00 0.00 -0.04 0.970071 0.985541 -7.35
260443_at Expressed protein ; supported by full-le--- AT1G68185 -1.00 0.00 -0.04 0.970153 0.985579 -7.35
249024_at putative protein strong similarity to unk--- AT5G44860 -1.00 0.00 -0.04 0.970211 0.985593 -7.35
258882_at unknown protein  ; supported by full-le --- AT3G06330 -1.00 0.00 -0.04 0.970535 0.985791 -7.35
248215_at putative protein contains similarity to R--- AT5G53680 -1.00 -0.01 -0.04 0.970513 0.985791 -7.35
257186_at hypothetical protein predicted by gene --- AT3G13130 1.00 0.01 0.04 0.970518 0.985791 -7.35
259811_at hypothetical protein predicted by gene --- AT1G49830 1.00 0.00 0.04 0.970587 0.9858 -7.35
257454_at hypothetical protein predicted by gene --- AT1G65170 -1.00 -0.01 -0.04 0.970692 0.985862 -7.35
261971_at  type 2 peroxiredoxin, putative similar t --- AT1G65990 -1.00 -0.01 -0.04 0.970872 0.985907 -7.35
266248_at hypothetical protein predicted by gensc--- AT2G27650 -1.00 0.00 -0.04 0.970909 0.985907 -7.35
262973_at  histone H3, putative similar to HISTON--- AT1G75600 -1.00 0.00 -0.04 0.970853 0.985907 -7.35
259703_at  putative endo-1,3-beta-glucanase sim --- AT1G77790 -1.00 0.00 -0.04 0.970807 0.985907 -7.35
247322_at unknown protein --- AT5G64090 -1.00 0.00 -0.04 0.97109 0.986047 -7.35
265108_s_  similar to flavin-binding monooxygena --- AT1G62620 / -1.00 -0.01 -0.04 0.971231 0.986147 -7.35
248847_at disease resistance protein-like --- AT5G46510 -1.00 0.00 -0.04 0.971343 0.986216 -7.35
257082_at hypothetical protein COBL10 AT3G20580 1.00 0.00 0.04 0.971432 0.986253 -7.35
256594_at hypothetical protein similar to putative --- AT3G28520 1.00 0.00 0.04 0.971466 0.986253 -7.35



253512_at  putative protein protein phosphatase 2WIN2 AT4G31750 1.00 0.00 0.04 0.971603 0.986343 -7.35
266001_at hypothetical protein predicted by genefHHP3 AT2G24150 1.00 0.00 0.04 0.971641 0.986343 -7.35
251507_at  putative protein CND41, chloroplast n --- AT3G59080 -1.01 -0.02 -0.04 0.971794 0.986455 -7.35
256131_at  bZIP transcription factor, putative simi AtbZIP58 AT1G13600 1.00 0.01 0.04 0.971895 0.986465 -7.35
247084_at NAM (no apical meristem)-like protein NAC105 AT5G66300 -1.00 0.00 -0.04 0.971934 0.986465 -7.35
263651_at unknown protein Similar to Nicotiana le--- AT1G04340 -1.00 -0.01 -0.04 0.971868 0.986465 -7.35
265814_at  hypothetical protein similar to hypothe--- AT2G17930 1.00 0.00 0.04 0.972113 0.986603 -7.35
254550_at Fe(II) transport protein  ;supported by fIRT1 AT4G19690 1.00 0.00 0.04 0.972368 0.986818 -7.35
266561_at unknown protein --- AT2G23960 -1.00 0.00 -0.04 0.972519 0.986839 -7.35
267119_at putative cellulose synthase ATCSLB01 AT2G32610 -1.00 0.00 -0.04 0.972501 0.986839 -7.35
252288_at hypothetical protein --- AT3G49080 -1.00 -0.01 -0.04 0.972451 0.986839 -7.35
254945_at  putative RING finger protein ring finge--- AT4G10940 1.00 0.00 0.04 0.972593 0.98687 -7.35
256893_x_ unknown protein --- --- -1.00 0.00 -0.04 0.972923 0.987161 -7.35
254439_s_  carbonic anhydrase -like protein carboACA6 AT4G20990 / -1.00 0.00 -0.04 0.972967 0.987162 -7.35
245391_at symbiosis-related like protein ;supporteATG8F AT4G16520 1.00 0.01 0.03 0.973161 0.987298 -7.35
249646_at  SEN1-like protein SEN1 - Saccharomy--- AT5G37030 -1.00 0.00 -0.03 0.973187 0.987298 -7.35
262145_at unknown protein contains similarity to W--- AT1G52730 1.00 0.00 0.03 0.973249 0.987317 -7.35
252538_at  putative transporter protein peptide tra--- AT3G45720 -1.00 0.00 -0.03 0.973517 0.987545 -7.35
262924_s_  vacuolar ATP synthase, putative similaAVA-P4 AT1G19910 / -1.00 0.00 -0.03 0.973583 0.987567 -7.35
253217_at  actin depolymerizing factor - like proteADF9 AT4G34970 1.01 0.01 0.03 0.973659 0.987571 -7.35
248750_at putative protein similar to unknown pro--- AT5G47530 -1.00 -0.01 -0.03 0.973673 0.987571 -7.35
266669_at putative flavonol 3-O-glucosyltransferaUGT71C1 AT2G29750 1.00 0.00 0.03 0.973717 0.987572 -7.35
255107_at hypothetical protein --- AT4G08730 1.00 0.00 0.03 0.973823 0.987591 -7.35
261329_at hypothetical protein predicted by gene --- AT1G44890 -1.00 0.00 -0.03 0.973828 0.987591 -7.35
261916_at  jasmonic acid, putative similar to jasmanac028 AT1G65910 1.00 0.00 0.03 0.973866 0.987591 -7.35
258384_at hypothetical protein predicted by gensc--- AT3G15490 -1.00 0.00 -0.03 0.973918 0.987597 -7.35
265956_at hypothetical protein predicted by gensc--- AT2G37290 -1.00 0.00 -0.03 0.973959 0.987597 -7.35
266550_s_ Expressed protein ; supported by cDNA--- AT2G35070 / -1.01 -0.01 -0.03 0.974077 0.98763 -7.35
252237_at  putative protein lateral suppressor pro--- AT3G49950 -1.00 0.00 -0.03 0.974067 0.98763 -7.35
260786_s_ unknown protein similar to Cryptospori MEE5 AT1G06220 / 1.00 0.00 0.03 0.97416 0.987656 -7.35
250403_at argininosuccinate lyase (AtArgH)  ; sup--- AT5G10920 -1.01 -0.01 -0.03 0.97419 0.987656 -7.35
256642_at hypothetical protein similar to hypothet --- AT3G32280 -1.00 0.00 -0.03 0.974319 0.987743 -7.35
249589_at  pyridoxal kinase -like protein pyridoxa SOS4 AT5G37850 1.00 0.00 0.03 0.974443 0.987825 -7.35
266969_at similar to gibberellin-regulated proteins--- AT2G39540 -1.00 0.00 -0.03 0.974525 0.987864 -7.35
264320_at unknown protein --- AT1G04090 1.00 0.00 0.03 0.97465 0.987903 -7.35



253846_at  putative protein MSP1, Saccharomyce--- AT4G28000 -1.00 0.00 -0.03 0.974634 0.987903 -7.35
249631_at  sen1-like protein SEN1 - Saccharomy --- AT5G37160 1.00 0.00 0.03 0.974759 0.98797 -7.35
266895_at hypothetical protein predicted by gensc--- AT2G26040 1.00 0.00 0.03 0.97495 0.98806 -7.35
258816_at  putative T-complex protein 1, theta su --- AT3G03960 -1.00 -0.01 -0.03 0.975006 0.98806 -7.35
249950_at  protein kinase - like protein Pto kinase--- AT5G18910 1.00 0.00 0.03 0.975065 0.98806 -7.35
261840_at hypothetical protein contains similarity AtTLP8 AT1G16070 -1.00 0.00 -0.03 0.975036 0.98806 -7.35
251359_at putative protein several hypothetical pr--- AT3G61170 -1.00 0.00 -0.03 0.974892 0.98806 -7.35
251423_at  regulatory protein - like regulatory protCYCP3;2 AT3G60550 1.00 0.00 0.03 0.975264 0.98816 -7.35
263717_at malate oxidoreductase (malic enzyme)--- AT2G13560 -1.00 0.00 -0.03 0.975294 0.98816 -7.35
252144_at  ribosomal protein L8 homolog ribosom--- AT3G51190 1.00 0.00 0.03 0.975223 0.98816 -7.35
246297_at  putative protein hypothetical protein F --- AT3G51760 -1.00 -0.01 -0.03 0.975399 0.988223 -7.35
246435_at hypothetical protein  ; supported by cD--- AT5G17460 1.00 0.00 0.03 0.976166 0.988227 -7.35
262985_s_ 60s ribosomal protein l27a. similar to 6RPL27AB AT1G23290 / 1.00 0.01 0.03 0.975888 0.988227 -7.35
253713_at putative protein several hypothetical pr--- AT4G29370 -1.00 0.00 -0.03 0.975987 0.988227 -7.35
250489_s_  putative protein predicted proteins, Ara--- AT5G09710 / -1.00 0.00 -0.03 0.97579 0.988227 -7.35
254768_at hypothetical protein --- AT4G13320 -1.00 0.00 -0.03 0.976043 0.988227 -7.35
265566_at hypothetical protein predicted by genef--- AT2G05600 1.00 0.00 0.03 0.976183 0.988227 -7.35
258960_at  hypothetical protein similar to myb-rela--- AT3G10590 -1.00 0.00 -0.03 0.975629 0.988227 -7.35
249620_at  putative protein predicted proteins, Ara--- AT5G37520 -1.00 0.00 -0.03 0.9761 0.988227 -7.35
263764_at putative vacuolar proton-ATPase subu VHA-A2 AT2G21410 -1.00 0.00 -0.03 0.976142 0.988227 -7.35
263008_at unknown protein RPP27 AT1G54470 1.00 0.00 0.03 0.975509 0.988227 -7.35
247582_at  putative protein various predicted prot --- AT5G60760 1.00 0.00 0.03 0.975615 0.988227 -7.35
255408_at  hypothetical protein similar to A. thalia--- AT4G03490 1.00 0.01 0.03 0.975931 0.988227 -7.35
253540_at  putative protein various predicted prot --- AT4G31615 1.00 0.00 0.03 0.975976 0.988227 -7.35
245267_at major latex protein like ; supported by c--- AT4G14060 -1.00 0.00 -0.03 0.975995 0.988227 -7.35
262720_s_ hypothetical protein similar to hypothet --- AT1G43600 / -1.00 0.00 -0.03 0.975642 0.988227 -7.35
245922_at  putative protein predicted proteins, Ara--- AT5G28810 -1.00 0.00 -0.03 0.976011 0.988227 -7.35
255063_at putative transposon protein similar to m--- --- 1.00 0.00 0.03 0.975889 0.988227 -7.35
258142_at unknown protein --- AT3G18120 1.00 0.00 0.03 0.975471 0.988227 -7.35
256465_at hypothetical protein predicted by gensc--- AT1G32570 1.00 0.01 0.03 0.976239 0.98824 -7.35
262306_s_  asparaginyl-tRNA synthetase(SYNC1 SYNC3 AT1G70980 / 1.00 0.00 0.03 0.976409 0.988324 -7.35
246353_s_ hypothetical protein --- --- -1.00 0.00 -0.03 0.976397 0.988324 -7.35
259746_at hypothetical protein predicted by gensc--- AT1G71060 -1.00 0.00 -0.03 0.977388 0.988616 -7.35
257352_at putative RING3 protein IMB1 AT2G34900 -1.00 0.00 -0.03 0.977453 0.988616 -7.35
251578_at  putative protein contains alternative do--- AT3G58180 1.00 0.00 0.03 0.977359 0.988616 -7.35



249682_at putative protein similar to unknown pro--- AT5G36080 -1.00 0.00 -0.03 0.976932 0.988616 -7.35
250706_at deoxyhypusine synthase  ;supported bDHS AT5G05920 -1.00 0.00 -0.03 0.977169 0.988616 -7.35
254404_at hypothetical protein B70 AT4G21340 1.00 0.00 0.03 0.97755 0.988616 -7.35
254281_at  predicted protein ileal sodium-depend --- AT4G22840 1.01 0.01 0.03 0.977645 0.988616 -7.35
245766_at  En/Spm-like transposon protein, putat --- --- -1.00 0.00 -0.03 0.977304 0.988616 -7.35
256032_at  polyprotein, putative similar to polypro--- --- 1.00 0.00 0.03 0.977554 0.988616 -7.35
246766_at hypothetical protein --- AT5G27340 1.00 0.01 0.03 0.97763 0.988616 -7.35
266354_at putative homeodomain transcription fa PFS2 AT2G01500 1.00 0.00 0.03 0.977717 0.988616 -7.35
257567_at hypothetical protein predicted by gensc--- AT3G23930 1.00 0.00 0.03 0.976994 0.988616 -7.35
249504_at  disease resistance protein - like disea --- AT5G38850 1.00 0.01 0.03 0.977741 0.988616 -7.35
246229_at pectinesterase like protein sks15 AT4G37160 1.00 0.00 0.03 0.976755 0.988616 -7.35
256953_at  flavonol 3-O-Glucosyltransferase, puta--- AT3G29630 -1.00 0.00 -0.03 0.977526 0.988616 -7.35
258942_at  unknown protein predicted by genscan--- AT3G09960 -1.00 0.00 -0.03 0.977765 0.988616 -7.35
261325_at hypothetical protein predicted by gene --- AT1G44780 -1.00 0.00 -0.03 0.977124 0.988616 -7.35
262836_at hypothetical protein predicted by gene --- AT1G14680 1.00 0.00 0.03 0.977125 0.988616 -7.35
257416_at unknown protein --- AT2G17750 1.00 0.00 0.03 0.977756 0.988616 -7.35
266190_at unknown protein --- AT2G38840 1.00 0.00 0.03 0.976835 0.988616 -7.35
245128_at unknown protein similar to gi2344899|A--- AT2G45380 1.00 0.00 0.03 0.976972 0.988616 -7.35
248244_at heat shock transcription factor HSF30- --- AT5G53640 -1.00 0.00 -0.03 0.977315 0.988616 -7.35
260736_at hypothetical protein predicted by gene --- AT1G17630 -1.00 0.00 -0.03 0.977263 0.988616 -7.35
251384_at putative protein --- AT3G60760 1.00 0.00 0.03 0.977051 0.988616 -7.35
257471_at  G-box binding factor, putative similar tATBZIP4 AT1G59530 1.00 0.00 0.03 0.977781 0.988616 -7.35
246574_at  copper amine oxidase, putative simila --- AT1G31670 -1.00 -0.01 -0.03 0.978291 0.988937 -7.35
248106_at putative protein similar to unknown pro--- AT5G55100 1.00 0.00 0.03 0.978315 0.988937 -7.35
253651_at  putative protein nucleoid DNA-binding--- AT4G30030 1.00 0.00 0.03 0.978238 0.988937 -7.35
265364_at putative retroelement pol polyprotein --- --- -1.00 0.00 -0.03 0.978181 0.988937 -7.35
250610_at glycine-rich protein PUTG1  ;supportedGRP19 AT5G07550 -1.00 -0.01 -0.03 0.9783 0.988937 -7.35
250845_at  rna binding protein - like rna binding p --- AT5G04600 -1.00 0.00 -0.03 0.978505 0.988997 -7.35
252030_at  hypothetical protein predicted proteins--- AT3G52690 1.00 0.00 0.03 0.978468 0.988997 -7.35
254672_at hypothetical protein --- --- 1.00 0.00 0.03 0.978441 0.988997 -7.35
259954_at  cytochrome P450, putative similar to GCYP721A1 AT1G75130 -1.00 -0.01 -0.03 0.978632 0.989082 -7.35
263813_s_ putative TNP1-like transposon protein --- --- -1.00 0.00 -0.03 0.978792 0.9892 -7.35
267255_at putative Ca2+-ATPase --- AT2G22950 1.00 0.00 0.03 0.979008 0.989287 -7.35
248214_at putative protein similar to unknown pro--- AT5G53670 1.00 0.00 0.03 0.978986 0.989287 -7.35
259127_at putative translation initiation factor EIF --- AT3G02270 -1.00 0.00 -0.03 0.978931 0.989287 -7.35



267234_x_ putative protein kinase contains a prote--- AT2G43930 -1.00 0.00 -0.03 0.979102 0.989338 -7.35
266793_at homeotic protein AGL30 AGL30 AT2G03060 1.00 0.01 0.03 0.979177 0.98937 -7.35
254491_at putative protein hypothetical protein Ar --- AT4G20300 -1.00 0.00 -0.03 0.979276 0.989426 -7.35
246685_at  putative protein nucleoid DNA-binding--- AT5G33350 -1.00 -0.01 -0.03 0.979385 0.989492 -7.35
256479_at unknown protein --- AT1G33400 -1.00 0.00 -0.03 0.979506 0.989501 -7.35
255058_s_  putative protein various hypothetical p --- --- -1.00 0.00 -0.03 0.979567 0.989501 -7.35
246474_at  putative protein predicted protein, Ara --- AT5G17150 1.00 0.00 0.03 0.979555 0.989501 -7.35
253526_at  putative zinc finger protein hypothetica--- AT4G31420 -1.00 0.00 -0.03 0.979478 0.989501 -7.35
262588_at  unknown protein Similar to gb|AJ0050--- AT1G15130 1.00 0.00 0.03 0.979617 0.989507 -7.35
259761_at putative acyl-CoA synthetase similar toLACS9 AT1G77590 1.00 0.00 0.03 0.980007 0.989522 -7.35
264670_s_  unknown protein Similar to elongation --- AT1G09640 / 1.00 0.00 0.03 0.979965 0.989522 -7.35
264156_at unknown protein --- AT1G65280 -1.00 0.00 -0.03 0.979907 0.989522 -7.35
254908_at putative protein other hypothetical prot --- --- 1.00 0.00 0.03 0.980022 0.989522 -7.35
263151_at hypothetical protein predicted by gene --- AT1G54120 -1.01 -0.01 -0.03 0.979934 0.989522 -7.35
250308_at calcium-dependent protein kinase CPK17 AT5G12180 1.00 0.00 0.03 0.979728 0.989522 -7.35
255935_at hypothetical protein contains Pfam pro --- AT1G12700 1.00 0.00 0.03 0.979945 0.989522 -7.35
248513_at unknown protein --- AT5G50500 1.00 0.00 0.03 0.979905 0.989522 -7.35
249445_at  putative protein predicted protein, Ara --- AT5G39380 -1.00 0.00 -0.03 0.979844 0.989522 -7.35
248929_at myrosinase-binding protein-like; jasmo--- AT5G46000 1.00 0.00 0.03 0.980127 0.989585 -7.35
263381_at putative MADS-box protein AGL48 AT2G40210 -1.00 0.00 -0.03 0.980293 0.989709 -7.35
248379_at RAR1 (gb|AAF18433.1) non-consensuPBS2 AT5G51700 1.00 0.00 0.03 0.980347 0.989719 -7.35
261961_at hypothetical protein predicted by gene --- AT1G36510 1.00 0.00 0.03 0.980437 0.989723 -7.35
256650_at hypothetical protein contains similarity --- AT3G13620 1.00 0.00 0.03 0.98041 0.989723 -7.35
263675_x_ En/Spm-like transposon protein related--- --- -1.00 0.00 -0.03 0.980512 0.989723 -7.35
266025_at putative retroelement pol polyprotein --- --- 1.00 0.00 0.03 0.980525 0.989723 -7.35
256283_at hypothetical protein --- AT3G12540 1.00 0.00 0.03 0.98067 0.989826 -7.35
255748_at hypothetical protein predicted by gene --- AT1G32000 -1.00 0.00 -0.02 0.980932 0.989854 -7.35
253642_at hypothetical protein  ;supported by full---- AT4G29960 1.00 0.00 0.02 0.980887 0.989854 -7.35
247850_at receptor-like protein kinase --- AT5G58150 1.01 0.01 0.02 0.981001 0.989854 -7.35
261964_at hypothetical protein similar to envelope--- --- 1.00 0.00 0.02 0.980933 0.989854 -7.35
256859_at hypothetical protein --- AT3G22940 -1.00 0.00 -0.02 0.98097 0.989854 -7.35
254528_at hypothetical protein --- AT4G19620 -1.00 0.00 -0.02 0.980809 0.989854 -7.35
252568_at  receptor-like protein kinase receptor li --- AT3G45410 1.00 0.00 0.02 0.980824 0.989854 -7.35
256158_at hypothetical protein contains similarity ATPSK1 AT1G13590 1.00 0.00 0.02 0.981059 0.989869 -7.35
247421_at  SIAH1 - like protein SIAH1, Brassica n--- AT5G62800 -1.00 0.00 -0.02 0.981236 0.989923 -7.35



252955_at multiubiquitin chain binding protein (MBRPN10 AT4G38630 -1.00 0.00 -0.02 0.981243 0.989923 -7.35
246172_s_  fragment of 1-aminocyclopropane-1-caACS1 AT3G61510 / -1.00 0.00 -0.02 0.981179 0.989923 -7.35
260230_at putative DNA-binding protein contains --- AT1G74500 -1.00 0.00 -0.02 0.981307 0.989944 -7.35
247015_at protease-like --- AT5G66960 -1.00 0.00 -0.02 0.98144 0.990034 -7.35
251285_at putative protein several hypothetical pr--- AT3G61770 1.00 0.00 0.02 0.981516 0.990053 -7.35
256759_at hypothetical protein predicted by gene --- AT3G25640 1.00 0.00 0.02 0.981546 0.990053 -7.35
251410_at uclacyanin 3  ; supported by cDNA: gi_UCC3 AT3G60280 -1.00 0.00 -0.02 0.981648 0.990113 -7.35
262364_at  disease resistance protein, putative si --- AT1G72860 -1.00 0.00 -0.02 0.98175 0.99013 -7.35
245394_at hypothetical protein ;supported by full- --- AT4G16450 -1.00 0.00 -0.02 0.981752 0.99013 -7.35
246005_at  lipoic acid synthase - like protein lipoic--- AT5G08415 1.00 0.00 0.02 0.98194 0.990275 -7.35
263514_at putative poly(ADP-ribose) glycohydrola--- AT2G31860 1.00 0.00 0.02 0.982016 0.990308 -7.35
266923_at unknown protein  ;supported by full-len--- AT2G45980 -1.00 0.00 -0.02 0.982134 0.990347 -7.35
265049_at  jasmonate inducible protein, putative s--- AT1G52060 -1.00 0.00 -0.02 0.982141 0.990347 -7.35
265367_at hypothetical protein predicted by gensc--- --- 1.00 0.00 0.02 0.982203 0.990365 -7.35
262267_at hypothetical protein predicted by gensc--- --- 1.00 0.00 0.02 0.982327 0.990447 -7.35
255751_at  terpene synthase family protein, putat --- AT1G31950 -1.00 0.00 -0.02 0.982472 0.990549 -7.35
255382_at putative pre-mRNA splicing factor simi EMB2770 AT4G03430 -1.00 0.00 -0.02 0.982521 0.990555 -7.35
264529_at  CTP synthase-like protein similar to ct --- AT1G30820 1.00 0.01 0.02 0.98265 0.99061 -7.35
258020_at unknown protein  ;supported by full-lenNHD1 AT3G19490 -1.00 0.00 -0.02 0.982662 0.99061 -7.35
248090_at putative protein contains similarity to NMAPKKK15 AT5G55090 1.00 0.00 0.02 0.982796 0.990701 -7.35
252257_at putative protein several hypothetical pr--- AT3G49440 -1.00 0.00 -0.02 0.982843 0.990705 -7.35
259380_at putative ABC transporter similar to ABCPDR1 AT3G16340 -1.00 0.00 -0.02 0.983043 0.990819 -7.35
252197_at  receptor protein kinase -like protein re --- AT3G50230 1.00 0.00 0.02 0.983043 0.990819 -7.35
264410_s_ hypothetical protein predicted by gene --- --- -1.00 0.00 -0.02 0.98309 0.990822 -7.35
253655_at Expressed protein ;supported by cDNALCR59 AT4G30070 1.00 0.00 0.02 0.983351 0.991041 -7.35
264281_at hypothetical protein similar to putative --- AT1G61830 -1.00 0.00 -0.02 0.983488 0.991136 -7.35
255605_at hypothetical protein --- AT4G01090 -1.00 0.00 -0.02 0.983685 0.99129 -7.35
248143_at putative protein similar to unknown pro--- AT5G55040 -1.00 0.00 -0.02 0.983763 0.991325 -7.35
249105_at 40S ribosomal protein S15 --- AT5G43640 -1.00 0.00 -0.02 0.983853 0.991372 -7.35
254315_at  putative glycine-rich protein glycine-ric--- --- 1.00 0.00 0.02 0.984052 0.991441 -7.35
265178_at  Pto kinase interactor, putative similar t--- AT1G23540 -1.00 0.00 -0.02 0.984031 0.991441 -7.35
244975_at PSII 10KDa phosphoprotein --- --- 1.00 0.00 0.02 0.983973 0.991441 -7.35
262131_at hypothetical protein predicted by gene RALF1 AT1G02900 -1.01 -0.01 -0.02 0.98445 0.991745 -7.35
258961_at  hypothetical protein similar to myb-rela--- AT3G10580 -1.00 0.00 -0.02 0.984484 0.991745 -7.35
256391_at hypothetical protein predicted by gensc--- AT3G06090 -1.00 0.00 -0.02 0.98448 0.991745 -7.35



258656_at putative Ras-like GTP-binding protein cATRABE1E AT3G09900 1.00 0.00 0.02 0.984555 0.991772 -7.35
255762_at unknown protein contains Pfam profile HAC12 AT1G16710 -1.00 0.00 -0.02 0.984712 0.991822 -7.35
266041_s_ hypothetical protein --- --- 1.00 0.00 0.02 0.984735 0.991822 -7.35
258116_at hypothetical protein similar to terpene s--- AT3G14520 -1.00 0.00 -0.02 0.984661 0.991822 -7.35
257257_at hypothetical protein contains Pfam pro --- AT3G22020 -1.00 0.00 -0.02 0.984958 0.992003 -7.35
261263_at  H-protein promoter binding factor-2b, --- AT1G26790 1.00 0.00 0.02 0.985101 0.992104 -7.35
256449_at  mutator transposase MUDRA, putative--- --- 1.00 0.00 0.02 0.985265 0.992138 -7.35
266436_at putative clathrin binding protein (epsin)--- AT2G43160 1.00 0.00 0.02 0.985238 0.992138 -7.35
256643_at unknown protein similar to putative retr--- --- 1.00 0.00 0.02 0.985192 0.992138 -7.35
249428_at  putative protein predicted protein K5K --- AT5G39870 1.00 0.00 0.02 0.98535 0.992147 -7.35
264739_at hypothetical protein predicted by gene --- AT1G62260 -1.00 0.00 -0.02 0.985361 0.992147 -7.35
250546_at nhp2-like protein high mobility group-lik--- AT5G08180 1.00 0.00 0.02 0.985552 0.992295 -7.35
249158_at electron transfer flavoprotein beta-subuETFBETA AT5G43430 -1.00 0.00 -0.02 0.985611 0.99231 -7.35
252502_at  copper transport protein - like protein cCOPT2 AT3G46900 1.00 0.01 0.02 0.985724 0.992338 -7.35
250488_at  beta-glucosidase - like protein beta-gl --- AT5G09700 1.00 0.00 0.02 0.985726 0.992338 -7.35
254482_at  TWIN SISTER OF FT (TSF) terminal fTSF AT4G20370 -1.00 0.00 -0.02 0.985954 0.992481 -7.35
257428_at hypothetical protein predicted by gene --- AT1G78990 -1.00 0.00 -0.02 0.985952 0.992481 -7.35
247052_at homeodomain transcription factor-like HB53 AT5G66700 1.00 0.00 0.02 0.98617 0.992654 -7.35
266961_at Athila retroelement ORF1-like protein --- --- 1.00 0.00 0.02 0.986314 0.992756 -7.35
253979_at putative protein other putative proteins --- AT4G26680 -1.00 0.00 -0.02 0.986447 0.992759 -7.35
263074_at putative HMG protein  ;supported by fuHMGB4 AT2G17560 -1.00 0.00 -0.02 0.986398 0.992759 -7.35
246930_at KNAT3 homeodomain protein  ;supporKNAT3 AT5G25220 1.00 0.00 0.02 0.986449 0.992759 -7.35
254186_at  putative protein cellulose synthase catCSLG1 AT4G24010 -1.00 0.00 -0.02 0.986549 0.992773 -7.35
266281_at putative protein kinase contains a prote--- AT2G29250 1.00 0.00 0.02 0.986536 0.992773 -7.35
264907_at unknown protein similar to S.pombe pr --- AT2G17280 1.00 0.01 0.02 0.986873 0.993055 -7.35
247223_at MADS box transcription factor-like MAF4 AT5G65070 -1.00 0.00 -0.02 0.987055 0.993194 -7.35
248043_s_ heat shock protein (emb|CAA72514.1) --- AT5G56000 / 1.00 0.00 0.02 0.98725 0.993259 -7.35
249907_at putative protein DNA repair protein RARAD5 AT5G22750 -1.00 0.00 -0.02 0.98722 0.993259 -7.35
261641_at hypothetical protein similar to hypothet --- AT1G27670 1.00 0.00 0.02 0.987238 0.993259 -7.35
252495_at putative protein hypothetical proteins - --- AT3G46770 1.00 0.00 0.02 0.987664 0.993608 -7.35
266039_s_ hypothetical protein --- AT2G07739 -1.00 0.00 -0.02 0.987684 0.993608 -7.35
248427_at subtilisin-like serine protease similar toATSBT1.3 AT5G51750 -1.00 0.00 -0.02 0.987819 0.993612 -7.35
246437_at  putative protein hypersensitivity-relate --- AT5G17540 1.00 0.00 0.02 0.987789 0.993612 -7.35
253787_at  serine/threonine kinase-like protein re --- AT4G28670 -1.00 0.00 -0.02 0.987759 0.993612 -7.35
252802_at putative protein --- --- -1.00 0.00 -0.02 0.987986 0.993737 -7.35



265551_at putative replication protein A1 --- --- -1.00 0.00 -0.02 0.988067 0.993774 -7.35
258546_at hypothetical protein predicted by genscemb1974 AT3G07060 1.00 0.00 0.02 0.988171 0.993835 -7.35
261036_at  developmentally regulated GTP-bindinATDRG1 AT1G17470 1.00 0.00 0.02 0.988299 0.993867 -7.35
254097_at  putative Ser/Thr protein kinase serine/--- AT4G25160 1.00 0.00 0.02 0.988297 0.993867 -7.35
262642_at hypothetical protein predicted by gene --- AT1G62690 1.00 0.00 0.02 0.988377 0.993867 -7.35
246731_at  putative protein RING finger rngB protACBP5 AT5G27630 1.00 0.00 0.02 0.988354 0.993867 -7.35
260471_at hypothetical protein predicted by genef--- AT1G11070 -1.00 0.00 -0.02 0.988447 0.993881 -7.35
266564_at putative serine carboxypeptidase II scpl22 AT2G24000 1.00 0.00 0.01 0.988478 0.993881 -7.35
266426_x_ hypothetical protein predicted by gensc--- AT2G07140 1.00 0.00 0.01 0.988543 0.993885 -7.35
251568_at putative protein several hypothetical pr--- AT3G58280 -1.00 0.00 -0.01 0.988613 0.993885 -7.35
264720_at hypothetical protein similar to vetispira --- AT1G70080 -1.00 0.00 -0.01 0.988595 0.993885 -7.35
256361_at  formyl transferase, putative contains Ppde194 AT1G66520 1.00 0.00 0.01 0.988676 0.993904 -7.35
262146_at  membrane protein, putative similar to ATRBL5 AT1G52580 -1.00 0.00 -0.01 0.988812 0.993998 -7.35
246193_at Expressed protein ; supported by full-le--- --- 1.00 0.00 0.01 0.989136 0.99428 -7.35
250804_at putative protein contains similarity to ca--- AT5G05030 1.00 0.00 0.01 0.989229 0.994285 -7.35
255348_at hypothetical protein --- AT4G03820 -1.00 0.00 -0.01 0.989216 0.994285 -7.35
250427_at  putative protein myosin heavy chain fo--- AT5G10500 -1.00 0.00 -0.01 0.98933 0.994343 -7.35
264699_at unknown protein ;supported by full-leng--- AT1G69980 / 1.00 0.00 0.01 0.989408 0.994378 -7.35
252490_at  glucuronosyl transferase-like protein g--- AT3G46720 1.00 0.00 0.01 0.989571 0.99441 -7.35
263183_at putative glucan synthase Highly simila CALS1 AT1G05570 1.00 0.00 0.01 0.989534 0.99441 -7.35
254843_at  putative protein TAK1 binding protein --- AT4G11860 -1.00 0.00 -0.01 0.9895 0.99441 -7.35
256634_s_ hypothetical protein predicted by gensc--- --- 1.00 0.00 0.01 0.989624 0.994419 -7.35
251175_at homocysteine S-methyltransferase AtHHMT2 AT3G63250 -1.00 0.00 -0.01 0.98988 0.994546 -7.35
256918_s_ hypothetical protein similar to hypothet --- AT3G18960 / 1.00 0.00 0.01 0.989841 0.994546 -7.35
263062_at putative phosphatidylinositol/phophatid--- AT2G18180 1.00 0.00 0.01 0.989865 0.994546 -7.35
263767_at putative retroelement pol polyprotein --- --- -1.00 0.00 -0.01 0.989993 0.99458 -7.35
245945_at  putative protein various predicted prot ROPGEF10 AT5G19560 1.00 0.00 0.01 0.990002 0.99458 -7.35
250554_at unknown protein  ;supported by full-len--- AT5G07900 1.00 0.00 0.01 0.990432 0.994968 -7.35
267206_at putative dioxygenase --- AT2G30830 -1.00 0.00 -0.01 0.990749 0.995243 -7.35
251084_at putative protein putative proteins - Ara --- AT5G01520 1.00 0.00 0.01 0.990861 0.995311 -7.35
245858_at  CER1-like protein CER1-like, A.thalian--- AT5G28280 -1.00 0.00 -0.01 0.991029 0.995437 -7.35
258945_at  calmodulin-domain protein kinase CD CPK2 AT3G10660 1.00 0.00 0.01 0.991266 0.995595 -7.35
256639_at hypothetical protein predicted by gene --- --- -1.00 0.00 -0.01 0.991284 0.995595 -7.35
246938_at cyclin 3a CYCA2;1 AT5G25380 -1.00 0.00 -0.01 0.991406 0.995595 -7.35
251147_at  kinesin heavy chain - like protein kines--- AT3G63480 1.00 0.00 0.01 0.991384 0.995595 -7.35



265434_at predicted protein --- AT2G20805 -1.00 0.00 -0.01 0.991449 0.995595 -7.35
259508_at hypothetical protein predicted by gene --- --- -1.00 0.00 -0.01 0.991492 0.995595 -7.35
259663_at hypothetical protein predicted by gene PRA7 AT1G55190 1.00 0.00 0.01 0.991461 0.995595 -7.35
259828_at  RING-H2 zinc finger protein ATL3, put--- AT1G72220 1.00 0.00 0.01 0.991559 0.995618 -7.35
256641_at hypothetical protein similar to putative --- --- -1.00 0.00 -0.01 0.991648 0.99562 -7.35
257596_at unknown protein --- AT3G24760 1.00 0.00 0.01 0.991617 0.99562 -7.35
260625_at  storage protein, putative similar to GB MOM AT1G08060 -1.00 0.00 -0.01 0.992028 0.995958 -7.35
262216_at hypothetical protein contains similarity --- AT1G74780 1.00 0.00 0.01 0.992118 0.996004 -7.35
263546_at putative dihydrofolate reductase-thymid--- AT2G21550 -1.00 0.00 -0.01 0.992304 0.996103 -7.35
265331_at similar to gibberellin-regulated proteins--- AT2G18420 -1.00 0.00 -0.01 0.992284 0.996103 -7.35
261922_at  amp-binding protein, putative similar toAAE12 AT1G65890 -1.00 0.00 -0.01 0.992546 0.996127 -7.35
267076_at calcium binding protein (CaBP-22) iden--- AT2G41090 1.00 0.01 0.01 0.992453 0.996127 -7.35
264097_s_  NADH dehydrogenase, putative simila--- AT1G16700 / -1.00 0.00 -0.01 0.992472 0.996127 -7.35
255141_at putative protein several hypothetical pr--- --- -1.00 0.00 -0.01 0.992539 0.996127 -7.35
255504_at  drought-induced-19-like 1 similar to dr --- AT4G02200 -1.00 0.00 -0.01 0.992544 0.996127 -7.35
258221_at Snf1-related protein kinase KIN11 (AK AKIN11 AT3G29160 1.00 0.00 0.01 0.992673 0.996211 -7.35
253258_at  putative protein NF-180, Petromyzon --- AT4G34400 1.00 0.00 0.01 0.992752 0.996246 -7.35
263634_at putative retroelement gag/pol polyprote--- --- -1.00 0.00 -0.01 0.992869 0.996275 -7.35
256884_at hypothetical protein contains Pfam pro --- AT3G15200 1.00 0.00 0.01 0.99284 0.996275 -7.35
265490_s_ putative polygalacturonase --- AT2G15450 / 1.00 0.00 0.01 0.992916 0.996279 -7.35
249837_at Expressed protein ; supported by full-le--- AT5G23480 -1.00 0.00 -0.01 0.993125 0.996445 -7.35
255330_s_ putative polyprotein --- --- -1.00 0.00 -0.01 0.993253 0.99653 -7.35
266145_at putative TNP2-like transposon protein --- --- -1.00 0.00 -0.01 0.993434 0.996667 -7.35
265063_at  receptor kinase, putative similar to rec--- AT1G61500 -1.00 0.00 -0.01 0.993535 0.996725 -7.35
246743_at  putative protein predicted proteins, Ara--- AT5G27750 -1.00 0.00 -0.01 0.993699 0.99673 -7.35
247055_at putative protein similar to unknown pro--- AT5G66740 -1.00 0.00 -0.01 0.993653 0.99673 -7.35
266429_at hypothetical protein predicted by gensc--- AT2G07190 -1.00 0.00 -0.01 0.993715 0.99673 -7.35
252621_at putative protein Ac-like transposases --- --- -1.00 0.00 -0.01 0.993617 0.99673 -7.35
250832_at nicotianamine synthase (dbj|BAA74589NAS1 AT5G04950 1.00 0.00 0.01 0.993883 0.996832 -7.35
248187_at zinc-binding protein-like  ; supported by--- AT5G53940 1.00 0.00 0.01 0.994038 0.996832 -7.35
264454_at unknown protein similar to U2 small nu--- AT1G10320 1.00 0.00 0.01 0.994064 0.996832 -7.35
255917_at putative protein --- AT5G28560 1.00 0.00 0.01 0.994078 0.996832 -7.35
258589_at putative GDSL-motif lipase/acylhydrolaLTL1 AT3G04290 -1.00 0.00 -0.01 0.993948 0.996832 -7.35
252582_at putative protein several hypothetical pr--- AT3G45530 -1.00 0.00 -0.01 0.994075 0.996832 -7.35
252753_at hypothetical protein --- AT3G43500 -1.00 0.00 -0.01 0.994135 0.996845 -7.35



254134_at  argininosuccinate synthase -like prote --- AT4G24830 1.00 0.00 0.01 0.994295 0.996852 -7.35
265687_s_ hypothetical protein predicted by gensc--- AT2G24470 / 1.00 0.00 0.01 0.994252 0.996852 -7.35
255655_at contains similarity to gag proteins --- AT4G00980 1.00 0.00 0.01 0.994205 0.996852 -7.35
260456_at hypothetical protein --- AT1G72490 -1.00 0.00 -0.01 0.994317 0.996852 -7.35
264546_at Expressed protein ; supported by cDNA--- AT1G55805 1.00 0.00 0.01 0.994431 0.996922 -7.35
265739_at unknown protein  ; supported by cDNAAtQSOX2 AT2G01270 1.00 0.00 0.01 0.994631 0.997079 -7.35
248479_at unknown protein --- AT5G50910 -1.00 0.00 -0.01 0.994683 0.997088 -7.35
249701_at putative protein similar to unknown pro--- AT5G35460 -1.00 0.00 -0.01 0.994854 0.997171 -7.35
250775_at putative protein contains similarity to e --- AT5G05460 -1.00 0.00 -0.01 0.994854 0.997171 -7.35
249546_at  putative protein chromosome segregaPMI15 AT5G38150 -1.00 0.00 -0.01 0.99498 0.99721 -7.35
262460_s_  fructokinase, putative similar to fructok--- AT1G06030 / -1.00 0.00 -0.01 0.995024 0.99721 -7.35
265937_at putative RING zinc finger protein --- AT2G19610 -1.00 0.00 -0.01 0.995024 0.99721 -7.35
253347_at putative protein --- AT4G33610 1.00 0.00 0.01 0.995106 0.997248 -7.35
264233_at  ribosomal protein, putative similar to r --- AT1G67430 -1.00 0.00 -0.01 0.995326 0.997424 -7.35
266877_at putative glucanase AtGH9B12 AT2G44570 1.00 0.00 0.01 0.995439 0.997494 -7.35
255918_at putative protein --- --- -1.00 0.00 -0.01 0.995646 0.997658 -7.35
267015_at unknown protein --- AT2G39340 1.00 0.00 0.01 0.995798 0.997766 -7.35
245551_at cytochrome P450 like protein CYP705A2 AT4G15350 1.00 0.00 0.01 0.995935 0.99786 -7.35
255489_at  predicted protein destination factor sim--- AT4G02650 / -1.00 0.00 0.00 0.996185 0.998066 -7.35
260099_at unknown protein  ;supported by full-len--- AT1G73180 1.00 0.00 0.00 0.996232 0.99807 -7.35
260224_at hypothetical protein contains Pfam pro --- AT1G74400 1.00 0.00 0.00 0.996382 0.998176 -7.35
249725_at unknown protein --- AT5G35470 -1.00 0.00 0.00 0.996565 0.998272 -7.35
247751_at putative protein --- AT5G59050 -1.00 0.00 0.00 0.996557 0.998272 -7.35
258753_at hypothetical protein predicted by genscATEXO70H3AT3G09530 1.00 0.00 0.00 0.996662 0.998281 -7.35
247083_at unknown protein --- AT5G66290 1.00 0.00 0.00 0.996629 0.998281 -7.35
252594_at  putative transporter protein peptide tra--- AT3G45680 -1.00 0.00 0.00 0.996709 0.998284 -7.35
265787_at Mutator-like transposase similar to  MU--- --- 1.00 0.00 0.00 0.996964 0.998496 -7.35
264610_at Expressed protein ; supported by full-le--- AT1G04645 1.00 0.00 0.00 0.997152 0.998641 -7.35
250784_at unknown protein ; supported by cDNA:--- AT5G05480 -1.00 0.00 0.00 0.997197 0.998642 -7.35
260826_at hypothetical protein predicted by gene --- AT1G06710 -1.00 0.00 0.00 0.99761 0.999012 -7.35
256527_at  thionin, putative similar to thionin [Ara --- AT1G66100 1.00 0.00 0.00 0.997671 0.999028 -7.35
265684_at unknown protein --- AT2G24410 1.00 0.00 0.00 0.997895 0.999209 -7.35
260181_at  endo-1,4-beta-glucanase identical to eATGH9B1 AT1G70710 1.00 0.00 0.00 0.998066 0.999337 -7.35
246941_at putative protein several hypothetical pr--- AT5G25415 1.00 0.00 0.00 0.998142 0.999369 -7.35
247961_at putative protein similar to unknown pro--- AT5G56570 1.00 0.00 0.00 0.998259 0.999442 -7.35



258008_at putative late embryogenesis abundant --- AT3G19430 -1.00 0.00 0.00 0.99833 0.999469 -7.35
266081_at putative protein kinase contains a prote--- AT2G37840 1.00 0.00 0.00 0.99841 0.999482 -7.35
262330_at  disease resistance protein, putative si RLM1 AT1G64070 -1.00 0.00 0.00 0.99843 0.999482 -7.35
265763_at unknown protein --- AT2G48060 1.00 0.00 0.00 0.998539 0.999506 -7.35
253316_s_  putative protein hyphally regulated pro--- AT4G33930 / 1.00 0.00 0.00 0.998542 0.999506 -7.35
249735_at  putative protein contains similarity to g--- AT5G24450 -1.00 0.00 0.00 0.998637 0.999557 -7.35
252152_at putative protein several hypothetical pr--- AT3G51350 -1.00 0.00 0.00 0.998778 0.999654 -7.35
254522_at hypothetical protein --- AT4G19980 1.00 0.00 0.00 0.998856 0.999672 -7.35
255067_at putative phosphotyrosyl phosphatase a--- AT4G08960 1.00 0.00 0.00 0.998883 0.999672 -7.35
256236_at hypothetical protein predicted by gene --- AT3G12350 1.00 0.00 0.00 0.998935 0.99968 -7.35
263448_at putative importin (nuclear transport facSAD2 AT2G31660 -1.00 0.00 0.00 0.999136 0.999734 -7.35
264168_at unknown protein Similar to yeast gene --- AT1G02080 1.00 0.00 0.00 0.999119 0.999734 -7.35
262133_at  high affinity sulphate transporter, puta SULTR1;2 AT1G78000 1.00 0.00 0.00 0.999249 0.999734 -7.35
265644_at hypothetical protein predicted by genefATEPR1 AT2G27380 -1.00 0.00 0.00 0.999461 0.999734 -7.35
254440_at  putative protein desiccation-related pr --- AT4G21020 1.00 0.00 0.00 0.999471 0.999734 -7.35
257673_at  unknown protein similar to GB:BAA87 --- AT3G20370 1.00 0.00 0.00 0.999369 0.999734 -7.35
257223_at  50S ribosomal protein L12-B identical RPL12-B AT3G27840 1.00 0.00 0.00 0.999407 0.999734 -7.35
245131_s_ unknown protein emb1067 AT2G45330 / 1.00 0.00 0.00 0.999193 0.999734 -7.35
260196_at hypothetical protein similar to hypothet --- AT1G67570 1.00 0.00 0.00 0.999429 0.999734 -7.35
252809_at  putative protein various predicted prot --- --- 1.00 0.00 0.00 0.999233 0.999734 -7.35
260865_at  reverse transcriptase, putative similar --- AT1G43760 -1.00 0.00 0.00 0.99927 0.999734 -7.35
264550_at hypothetical protein predicted by gensc--- AT1G09450 1.00 0.00 0.00 0.999564 0.999783 -7.35
248370_at homeodomain transcription factor-like HDG7 AT5G52170 1.00 0.00 0.00 0.999694 0.99987 -7.35
264411_at  mutator-like transposase, putative sim--- --- -1.00 0.00 0.00 0.999843 0.999975 -7.35
266506_at unknown protein --- AT2G47850 -1.00 0.00 0.00 0.999943 1 -7.35
248417_at unknown protein --- AT5G51650 1.00 0.00 0.00 1 1 -7.35
252020_at  SKP1/ASK1 (At6), putative similar to SASK6 AT3G53060 -1.00 0.00 0.00 0.999993 1 -7.35



mut.0 vs wt.0
ID Description Gene SymbAGI FC logFC t P.Value adj.P.Val B
262595_at putative ethylene responsive elemeSHN1 AT1G15360 217.78 7.77 66.77 9.50E-11 0.0000 9.03
264415_at AP2 domain containing protein, puRAP2.6 AT1G43160 -17.79 -4.15 -28.74 2.71E-08 0.0002 7.80
256771_at unknown protein --- AT3G13700 / 8.24 3.04 29.97 2.04E-08 0.0002 7.90
267256_s_at putative serine carboxypeptidase I scpl10 AT2G23000 / -8.25 -3.04 -20.83 2.31E-07 0.0009 6.79
251142_at Expressed protein ; supported by f --- AT5G01015 -5.89 -2.56 -20.85 2.30E-07 0.0009 6.79
262599_at unknown protein ESTs gb|R65145--- AT1G15350 5.28 2.40 21.35 1.96E-07 0.0009 6.88
255604_at hypothetical protein --- AT4G01080 -10.53 -3.40 -18.90 4.40E-07 0.0014 6.41
264160_at hypothetical protein predicted by g --- AT1G65450 5.25 2.39 17.54 7.22E-07 0.0021 6.09
265305_at putative tyrosine decarboxylase --- AT2G20340 -5.34 -2.42 -16.34 1.15E-06 0.0021 5.78
263475_at Expressed protein ; supported by f --- AT2G31945 4.39 2.13 16.04 1.30E-06 0.0021 5.69
262603_at hypothetical protein Is a member o--- AT1G15380 23.02 4.52 16.45 1.10E-06 0.0021 5.81
263786_at putative auxin-responsive protein  JAR1 AT2G46370 -2.71 -1.44 -16.79 9.61E-07 0.0021 5.90
259735_at Expressed protein ; supported by f --- AT1G64405 8.95 3.16 16.05 1.29E-06 0.0021 5.70
257890_s_at putative protein peroxidase -  Lyco--- AT3G17070 / -6.33 -2.66 -16.93 9.10E-07 0.0021 5.94
247030_at putative protein similar to unknown--- AT5G67210 -2.74 -1.45 -15.73 1.48E-06 0.0022 5.60
264573_at putative pectin methylesterase Sim--- AT1G05310 5.20 2.38 15.56 1.58E-06 0.0023 5.55
265511_at putative glycine-rich protein  ; supp--- AT2G05540 6.16 2.62 15.20 1.85E-06 0.0023 5.44
251021_at thaumatin-like protein thaumatin-li --- AT5G02140 9.71 3.28 15.29 1.78E-06 0.0023 5.47
263809_at putative GDSL-motif lipase/hydrola--- AT2G04570 16.76 4.07 14.87 2.14E-06 0.0026 5.33
252377_at putative peptide transporter peptid--- AT3G47960 -4.47 -2.16 -14.38 2.67E-06 0.0029 5.17
256602_at unknown protein --- AT3G28310 -4.70 -2.23 -14.45 2.58E-06 0.0029 5.19
256603_at unknown protein similar to At14a p --- AT3G28270 -13.42 -3.75 -13.77 3.54E-06 0.0036 4.95
248353_at cytochrome P450 CYP96A4 AT5G52320 -2.69 -1.43 -13.73 3.59E-06 0.0036 4.94
256489_at unknown protein --- AT1G31550 -2.29 -1.20 -13.00 5.15E-06 0.0045 4.65
247718_at nonspecific lipid-transfer protein p LTP4 AT5G59310 4.13 2.05 13.03 5.07E-06 0.0045 4.66
251181_at putative protein pectinesterase ho --- AT3G62820 -3.88 -1.96 -13.08 4.94E-06 0.0045 4.68
254305_at potassium channel protein AKT3  ; AKT2/3 AT4G22200 -2.26 -1.18 -12.94 5.30E-06 0.0045 4.63
255264_at putative protein ethylene responsi --- AT4G05170 -3.10 -1.63 -12.83 5.59E-06 0.0046 4.58
245422_at putative protein --- AT4G17470 -26.71 -4.74 -12.38 7.04E-06 0.0054 4.39
256631_at At14a-like protein similar to At14a --- AT3G28320 -6.70 -2.74 -12.40 6.99E-06 0.0054 4.40
252118_at putative protein various predicted --- AT3G51400 2.13 1.09 12.25 7.55E-06 0.0056 4.34
261804_at UDP glucose:flavonoid 3-o-glucosUGT78D1 AT1G30530 -4.50 -2.17 -12.18 7.83E-06 0.0056 4.31
249970_at dermal glycoprotein precursor -like--- AT5G19100 -5.73 -2.52 -11.89 9.14E-06 0.0062 4.18



251130_at oligopeptide transporter - like protePTR5 AT5G01180 -2.28 -1.19 -11.86 9.31E-06 0.0062 4.16
266419_at putative annexin  ;supported by ful ANNAT3 AT2G38760 -3.84 -1.94 -11.58 1.09E-05 0.0071 4.03
262232_at unknown protein ; supported by cD--- AT1G68600 -4.25 -2.09 -11.51 1.13E-05 0.0072 3.99
245141_at putative flavonol reductase BEN1 AT2G45400 -2.82 -1.50 -11.36 1.23E-05 0.0076 3.92
266841_at putative heat shock transcription faATHSFA2 AT2G26150 -4.36 -2.13 -11.18 1.36E-05 0.0082 3.83
253277_at cinnamyl alcohol dehydrogenase -ATCAD5 AT4G34230 -3.53 -1.82 -11.00 1.51E-05 0.0088 3.74
254773_at putative protein Cyclic beta-1-3-gluATCSLA15 AT4G13410 -9.11 -3.19 -10.62 1.90E-05 0.0108 3.54
264271_at beta-glucosidase, putative similar BGLU6 AT1G60270 -4.44 -2.15 -10.34 2.25E-05 0.0122 3.39
249540_at 4-coumarate--CoA ligase -like pro --- AT5G38120 -5.71 -2.51 -10.37 2.20E-05 0.0122 3.41
261772_at hypothetical protein predicted by g --- AT1G76240 -5.04 -2.33 -10.27 2.35E-05 0.0123 3.35
259526_at hypothetical protein --- AT1G12570 5.56 2.48 10.26 2.37E-05 0.0123 3.34
256894_at PREG-like protein, putative similarCYCP2;1 AT3G21870 1.93 0.95 10.07 2.66E-05 0.0131 3.24
246122_at putative protein brain specific Na+PHT4;5 AT5G20380 2.49 1.32 10.01 2.76E-05 0.0131 3.20
251780_s_at beta-ketoacyl-ACP reductase - like--- AT3G55290 / -3.89 -1.96 -10.01 2.77E-05 0.0131 3.20
251934_at putative protein delta-latroinsectot --- AT3G54070 2.60 1.38 10.07 2.66E-05 0.0131 3.24
250598_at transcription factor-like protein  ; suATMYB29 AT5G07690 -3.44 -1.78 -9.86 3.03E-05 0.0141 3.12
251785_at ABC transporter - like protein breaATWBC19 AT3G55130 -5.46 -2.45 -9.80 3.16E-05 0.0142 3.08
262598_at unknown protein EST gb|N65467 c--- AT1G15260 3.25 1.70 9.79 3.18E-05 0.0142 3.08
255132_at inositol 1,3,4-trisphosphate 5/6-kin--- AT4G08170 -2.62 -1.39 -9.75 3.26E-05 0.0143 3.05
266117_at hypothetical protein  ; supported by--- AT2G02170 2.00 1.00 9.65 3.48E-05 0.0150 2.99
254889_at osmotin precursor  ;supported by fuATOSM34 AT4G11650 3.58 1.84 9.54 3.75E-05 0.0159 2.92
258264_at unknown protein MBD11 AT3G15790 -2.49 -1.32 -9.33 4.31E-05 0.0178 2.79
258253_at putative short chain alcohol dehydr--- AT3G26760 1.97 0.98 9.31 4.37E-05 0.0178 2.78
264270_at beta-glucosidase, putative similar --- --- -1.89 -0.92 -9.27 4.48E-05 0.0179 2.76
263226_at unknown protein Contains the PF| --- AT1G30690 1.81 0.86 9.15 4.87E-05 0.0192 2.68
255786_at unknown protein contains similarityATCLH1 AT1G19670 -6.14 -2.62 -9.11 5.00E-05 0.0193 2.66
261768_at gibberellin 3 beta-hydroxylase, pu GA3OX1 AT1G15550 2.36 1.24 9.05 5.23E-05 0.0199 2.61
256880_at major latex protein, putative simila--- AT3G26450 -3.53 -1.82 -8.99 5.44E-05 0.0200 2.58
260531_at putative acyl-CoA synthetase  ; supCER8 AT2G47240 2.67 1.41 9.01 5.37E-05 0.0200 2.59
249330_at putative protein similar to unknown--- AT5G40970 2.07 1.05 8.89 5.82E-05 0.0208 2.51
252303_at putative protein hypothetical prote --- AT3G49210 1.91 0.93 8.87 5.91E-05 0.0208 2.50
260220_at putative MYB family transcription faMYB31 AT1G74650 2.90 1.53 8.87 5.91E-05 0.0208 2.50
253879_s_at UDP rhamnose--anthocyanidin-3-g--- AT4G27560 / -4.41 -2.14 -8.82 6.12E-05 0.0212 2.46
260101_at putative trypsin inhibitor similar to t --- AT1G73260 2.79 1.48 8.76 6.40E-05 0.0213 2.42
250680_at putative protein similar to unknown--- AT5G06570 4.71 2.24 8.72 6.60E-05 0.0213 2.39



265453_at putative cellular apoptosis suscept --- AT2G46520 -2.31 -1.21 -8.71 6.63E-05 0.0213 2.39
267425_at putative berberine bridge enzyme --- AT2G34810 -8.72 -3.12 -8.71 6.62E-05 0.0213 2.39
251022_at putative protein Hsp70 binding pro--- AT5G02150 2.18 1.13 8.73 6.53E-05 0.0213 2.40
267592_at unknown protein similar to GP 224 --- AT2G39710 1.78 0.83 8.65 6.91E-05 0.0216 2.35
254234_at putative major latex protein major --- AT4G23680 8.09 3.02 8.67 6.83E-05 0.0216 2.36
266275_at putative tropinone reductase --- AT2G29370 2.35 1.23 8.63 7.04E-05 0.0217 2.33
263405_s_at hypothetical protein similar to hypo--- AT2G04066 / -1.77 -0.82 -8.60 7.19E-05 0.0219 2.31
249090_at Expressed protein ; supported by c--- AT5G43745 -2.66 -1.41 -8.54 7.50E-05 0.0222 2.27
245710_at ferulate-5-hydroxylase --- AT5G04330 -2.60 -1.38 -8.56 7.41E-05 0.0222 2.28
249454_at expressed protein predicted prote --- AT5G39520 10.07 3.33 8.48 7.86E-05 0.0230 2.23
246098_at ethylene-forming-enzyme-like diox--- AT5G20400 3.04 1.60 8.38 8.45E-05 0.0239 2.16
264516_at unknown protein --- AT1G10090 -1.87 -0.91 -8.40 8.33E-05 0.0239 2.17
246620_at cytochrome P450  ; supported by cCYP81D1 AT5G36220 -3.43 -1.78 -8.37 8.49E-05 0.0239 2.15
260873_at hypothetical protein predicted by g --- AT1G21580 -1.72 -0.78 -8.32 8.80E-05 0.0245 2.12
255360_at putative protein  ;supported by full- --- AT4G03960 1.94 0.95 8.30 8.97E-05 0.0247 2.10
245275_at beta-amylase ; supported by cDNABAM5 AT4G15210 -5.02 -2.33 -8.27 9.19E-05 0.0248 2.08
262307_at heat shock protein DnaJ, putative --- AT1G71000 -2.42 -1.27 -8.25 9.33E-05 0.0248 2.06
248564_at putative protein contains similarity --- AT5G49700 2.52 1.34 8.26 9.23E-05 0.0248 2.07
245060_at GDP-mannose  pyrophosphorylasCYT1 AT2G39770 -1.75 -0.80 -8.17 9.91E-05 0.0260 2.00
249527_at proline oxidase, mitochondrial pre --- AT5G38710 -2.65 -1.41 -8.15 0.00010058 0.0261 1.99
264318_at putative beta-ketoacyl-CoA syntha KCS2 AT1G04220 3.64 1.86 8.12 0.00010235 0.0262 1.97
259878_at putative catechol O-methyltransfer --- AT1G76790 -4.30 -2.10 -8.11 0.00010355 0.0262 1.96
261317_at cytochrome C oxidase assembly p--- AT1G53030 1.91 0.94 8.03 0.00010968 0.0275 1.91
254931_at serine/threonine kinase-like protei --- AT4G11460 2.35 1.23 8.01 0.00011142 0.0276 1.89
250484_at asparagine synthetase ASN3  ; supASN3 AT5G10240 1.85 0.89 7.97 0.000115 0.0282 1.86
254697_at putative protein predicted protein, --- AT4G17970 -1.74 -0.80 -7.94 0.00011735 0.0285 1.84
251109_at ferritin 1 precursor  ;supported by f FER1 AT5G01600 3.81 1.93 7.81 0.00013012 0.0287 1.74
249375_at putative protein predicted proteinsAGP24 AT5G40730 -1.90 -0.92 -7.86 0.00012542 0.0287 1.78
264953_at alcohol dehydrogenase identical toADH1 AT1G77120 -2.33 -1.22 -7.80 0.0001316 0.0287 1.73
246494_at putative protein putative cellulose CSLA11 AT5G16190 -2.03 -1.02 -7.83 0.00012792 0.0287 1.76
255619_s_at putative CHP-rich zinc finger prote--- AT4G01350 / -2.36 -1.24 -7.90 0.00012109 0.0287 1.81
247648_at laccase - like protein laccase LAC LAC17 AT5G60020 2.04 1.03 7.88 0.00012323 0.0287 1.79
251372_at putative protein  ;supported by full- --- AT3G60520 2.21 1.14 7.79 0.000132 0.0287 1.73
263156_at myrosinase-associated protein, pu--- AT1G54030 -3.53 -1.82 -7.84 0.00012757 0.0287 1.76
259514_at hypothetical protein ; supported by OZS1 AT1G12480 -1.91 -0.93 -7.80 0.00013179 0.0287 1.73



248540_at FRO1 and FRO2-like protein FRO8 AT5G50160 -1.67 -0.74 -7.92 0.00011986 0.0287 1.82
245734_at lysophospholipase homolog, putat--- AT1G73480 -3.02 -1.59 -7.85 0.0001262 0.0287 1.77
255825_at Expressed protein ; supported by f --- AT2G40475 -2.62 -1.39 -7.76 0.00013512 0.0291 1.70
247040_at anthranilate N-hydroxycinnamoyl/b--- AT5G67150 -2.21 -1.15 -7.74 0.00013818 0.0295 1.68
246603_at copper amine oxidase, putative sim--- AT1G31690 -2.42 -1.27 -7.70 0.00014266 0.0296 1.65
261872_s_at hypthetical protein contains similar --- AT1G11520 / 1.93 0.95 7.71 0.00014136 0.0296 1.66
262581_at unknown protein ESTs gb|T22508--- AT1G15370 1.64 0.71 7.71 0.00014065 0.0296 1.66
258167_at UDP-glucose:indole-3-acetate bet UGT84A2 AT3G21560 -3.23 -1.69 -7.68 0.00014453 0.0297 1.64
251037_at putative protein oxysterol-binding UNE18 AT5G02100 -2.58 -1.37 -7.64 0.00014894 0.0298 1.61
264862_at hypothetical protein predicted by g --- AT1G24330 -2.54 -1.34 -7.66 0.00014686 0.0298 1.62
254862_at putative transport protein Na(+) de--- AT4G12030 -3.02 -1.59 -7.64 0.0001486 0.0298 1.61
251108_at putative protein several hypothetica--- AT5G01620 2.52 1.34 7.60 0.00015356 0.0305 1.58
245349_at cyanohydrin lyase like protein ;sup MES16 AT4G16690 3.92 1.97 7.53 0.00016363 0.0322 1.51
245671_at purine permease identical to purinePUP1 AT1G28230 -1.75 -0.80 -7.50 0.000167 0.0323 1.49
251916_at transporter-like protein oligopeptid--- AT3G53960 -2.52 -1.33 -7.50 0.0001664 0.0323 1.50
247628_at putative protein --- AT5G60400 2.27 1.19 7.45 0.00017393 0.0333 1.45
251906_at putative protein several hypotheticaATCHX20 AT3G53720 -2.22 -1.15 -7.43 0.00017629 0.0335 1.44
255403_at putative GH3-like protein similar toDFL2 AT4G03400 -2.13 -1.09 -7.37 0.00018614 0.0348 1.39
256060_at hypothetical protein contains simila--- AT1G07050 -2.53 -1.34 -7.37 0.00018628 0.0348 1.39
264458_at unknown protein similar to ESTs gb--- AT1G10410 -1.78 -0.83 -7.33 0.00019237 0.0357 1.35
259708_at lysophospholipase isolog, putative--- AT1G77420 -2.12 -1.08 -7.25 0.00020469 0.0377 1.29
261415_at globulin-like protein similar to GB:7--- AT1G07750 -3.02 -1.59 -7.22 0.00021044 0.0381 1.27
264163_at Expressed protein ; supported by f --- AT1G65445 1.95 0.96 7.23 0.00020884 0.0381 1.27
257035_at cytochrome P450, putative similar CYP707A4 AT3G19270 -1.91 -0.93 -7.20 0.00021428 0.0385 1.25
245161_at putative myrosinase binding protei NSP2 AT2G33070 -2.03 -1.02 -7.15 0.00022253 0.0390 1.21
263477_at putative glucosyltransferase  ; supp--- AT2G31790 -2.37 -1.25 -7.17 0.0002202 0.0390 1.22
261107_at unknown protein ; supported by cD--- AT1G63010 -1.70 -0.77 -7.16 0.00022194 0.0390 1.21
251015_at putative protein predicted protein, --- AT5G02480 1.65 0.73 7.14 0.00022549 0.0393 1.20
264572_at unknown protein ESTs gb|AA0424--- AT1G05320 1.85 0.89 7.12 0.00022927 0.0396 1.18
252123_at flavanone 3-hydroxylase (FH3)  ;suF3H AT3G51240 -1.70 -0.76 -7.08 0.00023701 0.0404 1.15
245367_at Expressed protein ; supported by f NRPB9B AT4G16265 1.80 0.85 7.07 0.00023903 0.0404 1.14
258392_at anther development protein, ATA2ATA20 AT3G15400 -2.09 -1.07 -7.07 0.00023814 0.0404 1.14
267051_at hypothetical protein predicted by g --- AT2G38500 -2.25 -1.17 -7.06 0.00024167 0.0405 1.13
246302_at Ca2+/H+-exchanging protein-like ACAX3 AT3G51860 6.04 2.59 7.02 0.00024935 0.0415 1.10
266192_at unknown protein --- AT2G39080 1.59 0.67 7.00 0.00025344 0.0417 1.08



252924_at putative zinc finger protein salt-tole--- AT4G39070 4.25 2.09 7.00 0.00025412 0.0417 1.08
260385_at putative flavonol sulfotransferase sSOT18 AT1G74090 -1.98 -0.99 -6.97 0.00026105 0.0423 1.05
261713_at protein kinase, putative identical toMYC2 AT1G32640 -2.54 -1.35 -6.97 0.00026117 0.0423 1.05
266265_at putative tropinone reductase  ; sup--- AT2G29340 -2.45 -1.29 -6.95 0.00026389 0.0424 1.04
263031_at glucosyltransferase, putative simil ATCSLA10 AT1G24070 -12.85 -3.68 -6.94 0.00026763 0.0427 1.03
248196_at putative protein similar to unknown--- AT5G54150 -1.64 -0.71 -6.91 0.00027333 0.0433 1.00
255734_at hypothetical protein similar to putat--- AT1G25550 2.21 1.14 6.90 0.00027539 0.0433 1.00
260937_at hypothetical protein contains simila--- AT1G45160 -1.56 -0.64 -6.89 0.00027815 0.0435 0.99
256672_at ABC transporter, putative contains--- AT3G52310 -2.01 -1.01 -6.88 0.00028109 0.0436 0.98
263180_at unknown protein  ;supported by ful URH2 AT1G05620 -1.79 -0.84 -6.87 0.00028344 0.0437 0.97
245112_at glycerol-3-phosphate dehydrogenaGPDHC1 AT2G41540 4.87 2.28 6.84 0.0002912 0.0440 0.94
247041_at floral homeotic protein apetala2-lik TOE3 AT5G67180 -1.85 -0.89 -6.84 0.00029083 0.0440 0.94
259429_at cytochrome P450, putative similar CYP86A4 AT1G01600 8.29 3.05 6.85 0.00028971 0.0440 0.95
251094_at putative protein  ;supported by full- --- AT5G01350 1.82 0.87 6.82 0.00029577 0.0444 0.93
247954_at beta-galactosidase (emb|CAB6474BGAL4 AT5G56870 1.94 0.96 6.80 0.00030144 0.0447 0.91
266259_at unknown protein  ;supported by ful --- AT2G27830 1.71 0.77 6.79 0.00030349 0.0447 0.90
262703_at putative auxin-induced protein sim --- AT1G16510 2.29 1.19 6.80 0.00030235 0.0447 0.90
261191_at starch synthase, putative similar to--- AT1G32900 -2.97 -1.57 -6.77 0.00030974 0.0447 0.88
261979_at nitrate reductase, putative similar NIA2 AT1G37130 2.58 1.37 6.77 0.00030997 0.0447 0.88
249800_at MtN3-like protein  ; supported by c MTN3 AT5G23660 -1.73 -0.79 -6.78 0.00030617 0.0447 0.89
266682_at putative disease resistance protein--- AT2G19780 -2.61 -1.39 -6.76 0.00031264 0.0449 0.87
265656_at putative nonspecific lipid-transfer p--- AT2G13820 3.66 1.87 6.74 0.00031752 0.0449 0.85
251039_at putative protein hypothetical prote --- AT5G02020 3.71 1.89 6.74 0.00031907 0.0449 0.85
256757_at membrane transporter, putative si --- AT3G25620 -1.75 -0.80 -6.75 0.00031646 0.0449 0.86
260633_at protein kinase, putative similar to pHT1 AT1G62400 -1.67 -0.74 -6.73 0.00032122 0.0450 0.84
252365_at Expressed protein ; supported by f --- AT3G48350 -3.68 -1.88 -6.67 0.00033722 0.0459 0.79
260897_at ER lumen protein retaining receptoERD2 AT1G29330 -1.70 -0.76 -6.67 0.00033818 0.0459 0.79
252136_at calmodulin-like protein flagellar ca --- AT3G50770 18.31 4.19 6.68 0.0003344 0.0459 0.80
257949_at putative UDP-glucose glucosyltran UGT71B1 AT3G21750 -2.20 -1.14 -6.69 0.00033215 0.0459 0.81
254839_at stress-induced protein sti1 -like pr --- AT4G12400 -3.79 -1.92 -6.68 0.00033635 0.0459 0.80
247304_at amino acid transporter AAP4 (pir||SAAP4 AT5G63850 -2.26 -1.18 -6.64 0.0003478 0.0469 0.76
252993_at monooxygenase 2 (MO2) --- AT4G38540 2.97 1.57 6.59 0.00036352 0.0472 0.72
259598_at sphingosine-1-phosphate lyase, p DPL1 AT1G27980 1.85 0.89 6.60 0.00035863 0.0472 0.73
261653_at subtilisin-like serine protease, putaSBTI1.1 AT1G01900 3.70 1.89 6.56 0.00037439 0.0472 0.69
260235_at putative SET protein, phospatase NRP1 AT1G74560 1.56 0.64 6.58 0.00036747 0.0472 0.71



247247_at 50S ribosomal protein L17  ;suppo --- AT5G64650 1.62 0.70 6.55 0.00037594 0.0472 0.68
257174_at uracil phosphoribosyltransferase, --- AT3G27190 1.99 0.99 6.57 0.00036989 0.0472 0.70
252056_at ubiquitin extension protein (UBQ1 UBQ1 AT3G52590 1.65 0.72 6.60 0.00036038 0.0472 0.73
247775_at phosphoinositide-specific phosphoPLC5 AT5G58690 -2.53 -1.34 -6.58 0.00036652 0.0472 0.71
264130_at hypothetical protein predicted by g --- AT1G79160 1.93 0.95 6.55 0.0003767 0.0472 0.68
262580_at hypothetical protein Similar to gb|U--- AT1G15330 2.09 1.07 6.62 0.000355 0.0472 0.74
260237_at putative MYB family transcription faMYB95 AT1G74430 -3.67 -1.88 -6.55 0.00037691 0.0472 0.68
265121_at similar to flavin-containing monooxFMO GS-O AT1G62560 -2.63 -1.40 -6.60 0.00035969 0.0472 0.73
259962_at RNA polymerase II, putative simila--- AT1G53690 1.77 0.82 6.55 0.0003754 0.0472 0.69
251018_at 60S ribosomal protein - like 60S ri --- AT5G02450 2.13 1.09 6.54 0.0003799 0.0474 0.67
262592_at unknown protein ESTs gb|H37295 --- AT1G15400 2.10 1.07 6.52 0.00038612 0.0477 0.66
254360_at CDP-diacylglycerol synthetase-like--- AT4G22340 -1.65 -0.73 -6.52 0.00038684 0.0477 0.65
253163_at putative protein E1B 19K/Bcl-2-int --- AT4G35750 2.12 1.08 6.50 0.0003933 0.0479 0.64
253608_at xyloglucan endo-1,4-beta-D-gluca XTH19 AT4G30290 5.55 2.47 6.50 0.00039306 0.0479 0.64
250126_at ubiquitin C-terminal hydrolase-like UCH1 AT5G16310 1.85 0.89 6.50 0.00039573 0.0479 0.63
246214_at heat shock transcription factor HSFHSF4 AT4G36988 / -2.04 -1.03 -6.49 0.00039648 0.0479 0.63
264239_at hypothetical protein predicted by g --- AT1G54770 1.56 0.64 6.45 0.00041229 0.0495 0.59
258395_at putative jasmonic acid regulatory pANAC055 AT3G15500 2.57 1.36 6.43 0.00041951 0.0497 0.57
259942_at unknown protein ATWHY2 AT1G71260 1.48 0.57 6.44 0.00041757 0.0497 0.58
245886_at ribosomal protein S15-like ribosom--- AT5G09510 1.53 0.61 6.42 0.00042278 0.0497 0.56
247600_at Myb transcription factor homolog (AMYB34 AT5G60890 -3.87 -1.95 -6.43 0.00042164 0.0497 0.57
248060_at putative protein contains similarity --- AT5G55560 1.67 0.74 6.37 0.0004421 0.0507 0.52
265057_at unknown protein ;supported by full --- AT1G52140 -1.72 -0.78 -6.38 0.00044007 0.0507 0.52
248219_at unknown protein  ; supported by fu --- AT5G53650 1.46 0.55 6.39 0.00043699 0.0507 0.53
249235_at beta-1,3-glucanase-like protein  ;sBG_PPAP AT5G42100 1.46 0.55 6.38 0.00044099 0.0507 0.52
254134_at argininosuccinate synthase -like p --- AT4G24830 -2.56 -1.36 -6.39 0.0004364 0.0507 0.53
265053_at myrosinase binding protein, putati --- AT1G52000 -2.74 -1.46 -6.36 0.00044646 0.0509 0.51
262616_at oxidoreductase, putative contains --- AT1G06620 -2.75 -1.46 -6.35 0.00045381 0.0515 0.49
262373_at hypothetical protein predicted by g --- AT1G73120 3.12 1.64 6.34 0.00045605 0.0515 0.49
245392_at glutaredoxin ;supported by full-leng--- AT4G15680 6.98 2.80 6.33 0.00045981 0.0517 0.48
249071_at putative protein similar to unknown--- AT5G44050 -3.54 -1.82 -6.32 0.00046627 0.0519 0.47
248625_at 3-keto-acyl-CoA thiolase 2 (gb|AACPKT2 AT5G48880 -2.81 -1.49 -6.32 0.00046598 0.0519 0.47
249971_at dermal glycoprotein - like dermal g--- AT5G19110 -2.34 -1.23 -6.26 0.00049046 0.0533 0.41
258059_at NAM-like protein (No Apical Meris ATNAC3 AT3G29035 2.22 1.15 6.25 0.00049495 0.0533 0.41
265724_at hypothetical protein predicted by g OFP16 AT2G32100 -2.16 -1.11 -6.27 0.00048547 0.0533 0.42



247208_at nodulin-like  ;supported by full-leng--- AT5G64870 -1.74 -0.80 -6.27 0.00048833 0.0533 0.42
253220_s_at putative protein phospholipase C, --- AT4G34920 / -2.01 -1.01 -6.28 0.00048253 0.0533 0.43
257960_at S-adenosylmethionine decarboxyl --- AT3G25570 / -1.53 -0.61 -6.26 0.00048993 0.0533 0.42
258807_at transfactor-like similar to transfacto--- AT3G04030 -2.35 -1.23 -6.26 0.00049391 0.0533 0.41
261112_at unknown protein --- AT1G75420 1.78 0.83 6.20 0.00052003 0.0547 0.35
253703_at putative protein origin recognition ORC5 AT4G29910 1.71 0.77 6.21 0.00051714 0.0547 0.36
267013_at putative protein kinase contains a pCCR2 AT2G39180 -1.66 -0.74 -6.21 0.00051777 0.0547 0.36
264523_at unknown protein Location of EST gERG28 AT1G10030 1.55 0.64 6.21 0.00051773 0.0547 0.36
251964_at hypothetical protein  ; supported by--- AT3G53370 -2.23 -1.16 -6.22 0.00051208 0.0547 0.37
267177_at Expressed protein ; supported by f --- AT2G37580 -2.29 -1.20 -6.16 0.00053861 0.0563 0.32
251834_at ribosomal protein L35 -like various --- AT3G55170 1.60 0.68 6.16 0.00054032 0.0563 0.32
247776_at phosphoinositide-specific phosphoPLC4 AT5G58700 -1.86 -0.90 -6.15 0.0005474 0.0565 0.30
266170_at unknown protein  ;supported by ful --- AT2G39050 -2.48 -1.31 -6.15 0.00054727 0.0565 0.30
256062_at unknown protein ;supported by full LSH6 AT1G07090 -1.54 -0.63 -6.11 0.00056765 0.0571 0.27
267519_at putative VP1/ABI3 family regulator HSI2 AT2G30470 -1.99 -0.99 -6.12 0.00056017 0.0571 0.28
267079_at hypothetical protein predicted by g --- AT2G41200 1.52 0.61 6.11 0.00056781 0.0571 0.27
251330_at putative protein putative protein At2--- AT3G61550 2.02 1.02 6.12 0.00056195 0.0571 0.28
246340_s_at AtPP -like protein AtPP protein, Br--- AT3G44860 / -2.89 -1.53 -6.13 0.00055762 0.0571 0.28
252983_at cinnamyl-alcohol dehydrogenase EELI3-1 AT4G37980 -2.42 -1.28 -6.11 0.00056638 0.0571 0.27
263433_at putative myo-inositol 1-phosphate MIPS2 AT2G22240 -2.12 -1.09 -6.09 0.00057597 0.0576 0.25
265253_at putative peptide/amino acid transp --- AT2G02020 -1.53 -0.61 -6.08 0.00058209 0.0578 0.24
251172_at putative protein chloroplast riboso RRF AT3G63190 1.57 0.65 6.08 0.00058291 0.0578 0.24
259410_at hypothetical protein predicted by g --- AT1G13340 3.50 1.81 6.07 0.00059024 0.0580 0.23
256337_at unknown protein --- AT1G72060 4.16 2.06 6.06 0.00059213 0.0580 0.22
262717_s_at putative cytochrome P450 similar t CYP79F2 AT1G16400 / -2.10 -1.07 -6.07 0.00058818 0.0580 0.23
250603_at putative protein mature parasite-in--- AT5G07820 1.67 0.74 6.06 0.0005951 0.0580 0.22
265228_s_at hypothetical protein --- AT2G07698 -1.80 -0.85 -6.02 0.00061826 0.0582 0.18
266643_s_at putative flavonol 3-O-glucosyltrans --- AT2G29710 / -1.88 -0.91 -6.02 0.00061999 0.0582 0.18
252921_at putative protein DNA damage-induEDS5 AT4G39030 -2.94 -1.56 -6.04 0.00060678 0.0582 0.20
267344_at hypothetical protein predicted by g --- AT2G44230 -2.98 -1.58 -6.02 0.00061981 0.0582 0.18
263574_at putative tetracycline transporter pro--- AT2G16990 -1.53 -0.62 -6.02 0.00061997 0.0582 0.18
253842_at putative protein putative proteins fr --- AT4G27860 -4.08 -2.03 -6.03 0.00061107 0.0582 0.19
258977_s_at putative aspartate kinase similar toAK3 AT3G02020 / -2.14 -1.10 -6.05 0.00060275 0.0582 0.20
260876_at hypothetical protein contains simila--- AT1G21460 -2.07 -1.05 -6.02 0.00061869 0.0582 0.18
264227_at hypothetical protein contains similaATREV3 AT1G67500 1.61 0.69 6.03 0.00061158 0.0582 0.19



245325_at xyloglucan endotransglycosylase-r XTR7 AT4G14130 10.01 3.32 5.99 0.00063322 0.0585 0.15
247175_at G protein-coupled receptor-like proGCL1 AT5G65280 -3.76 -1.91 -6.00 0.00062983 0.0585 0.16
260605_at hypothetical protein predicted by g --- AT2G43780 1.58 0.66 6.00 0.00062689 0.0585 0.16
261428_at isochorismate synthase, putative sICS2 AT1G18870 -2.19 -1.13 -5.99 0.00063385 0.0585 0.15
251768_at phosphoinositide-specific phospho--- AT3G55940 -2.45 -1.29 -5.98 0.00063897 0.0587 0.14
250207_at chalcone synthase (naringenin-chaTT4 AT5G13930 -4.14 -2.05 -5.98 0.00064056 0.0587 0.14
247360_at cytochrome P450-like protein  ;supCYP94B1 AT5G63450 -4.08 -2.03 -5.97 0.00064857 0.0589 0.13
254869_at protein kinase - like protein KI dom--- AT4G11890 3.03 1.60 5.97 0.00064817 0.0589 0.13
263863_at 3-oxoacyl carrier protein synthase --- AT2G04540 1.47 0.55 5.95 0.00066273 0.0599 0.11
254389_s_at putative protein various predicted p--- AT4G21903 / -3.22 -1.69 -5.94 0.00066611 0.0599 0.10
267308_at putative malonyl-CoA:Acyl carrier p--- AT2G30200 1.74 0.80 5.94 0.00066842 0.0599 0.10
256659_at unknown protein similar to putative--- AT3G12020 1.63 0.71 5.94 0.00066996 0.0599 0.10
251959_at putative protein KIAA0544 protein --- AT3G53410 1.56 0.64 5.92 0.00068026 0.0604 0.08
264908_at unknown protein --- AT2G17440 1.60 0.68 5.92 0.00067915 0.0604 0.08
257338_s_at NADH dehydrogenase subunit 5 (n--- AT2G07711 / -1.95 -0.96 -5.91 0.00068702 0.0606 0.07
248461_s_at fumarate hydratase  ; supported byFUM1 AT2G47510 / -1.73 -0.79 -5.91 0.00068955 0.0606 0.07
264693_at hypothetical protein predicted by g CLE26 AT1G69970 -1.58 -0.66 -5.90 0.00069106 0.0606 0.06
252529_at putative protein several oxidases, --- AT3G46490 -4.06 -2.02 -5.89 0.00069907 0.0611 0.05
260733_at RNA-binding protein, putative sim --- AT1G17640 1.77 0.83 5.88 0.00070657 0.0612 0.04
245465_at cellulose synthase like protein ATCSLA01 AT4G16590 -6.33 -2.66 -5.88 0.00071057 0.0612 0.04
250483_at alpha-hydroxynitrile lyase-like protMES5 AT5G10300 -1.93 -0.95 -5.88 0.00070852 0.0612 0.04
262745_at lipase, putative contains Pfam pro --- AT1G28600 -1.82 -0.86 -5.89 0.00070296 0.0612 0.05
262314_at unknown protein contains similarity--- AT1G70810 -1.74 -0.80 -5.85 0.000727 0.0618 0.01
257051_at squamosa promoter binding protei SPL5 AT3G15270 -4.25 -2.09 -5.86 0.0007247 0.0618 0.02
258245_at hypothetical protein --- AT3G29075 -1.60 -0.67 -5.85 0.00072588 0.0618 0.01
265476_at putative thioredoxin M  ; supportedATHM3 AT2G15570 1.49 0.58 5.85 0.00072917 0.0618 0.01
247508_at auxin response factor - like proteinARF2 AT5G62000 -1.97 -0.98 -5.84 0.00073855 0.0622 0.00
249284_at unknown protein  ;supported by ful --- AT5G41810 -1.65 -0.73 -5.84 0.00073711 0.0622 0.00
257194_at serine acetyltransferase (Sat-1) id ATSERAT2AT3G13110 -1.64 -0.71 -5.83 0.00074673 0.0626 -0.01
248753_at acyl carrier protein-like mtACP3 AT5G47630 1.55 0.63 5.81 0.00075524 0.0631 -0.03
264928_at auxin-induced protein, putative simATB2 AT1G60710 -1.60 -0.68 -5.81 0.00075741 0.0631 -0.03
261044_at molybdopterin biosynthesis CNX3 CNX3 AT1G01290 1.65 0.72 5.81 0.0007616 0.0632 -0.04
265722_at putative chlorophyll a/b binding proLHCB4.3 AT2G40100 -2.20 -1.14 -5.79 0.00077159 0.0638 -0.05
259347_at putative GAR1 protein similar to G --- AT3G03920 1.55 0.63 5.78 0.00077763 0.0638 -0.06
245346_at putative beta-amylase ;supported bCT-BMY AT4G17090 -1.76 -0.81 -5.78 0.00077756 0.0638 -0.06



247933_at putative protein non-consensus CG--- AT5G56980 -3.37 -1.75 -5.77 0.0007864 0.0643 -0.07
259848_at leucine-rich receptor-like protein k --- AT1G72180 -1.78 -0.83 -5.75 0.00080223 0.0647 -0.09
256999_at hypothetical protein predicted by g --- AT3G14200 -1.56 -0.65 -5.76 0.00079838 0.0647 -0.08
266570_at putative chloroplast ribosomal prot --- AT2G24090 1.53 0.61 5.75 0.00080158 0.0647 -0.09
245002_at PSII D2 protein --- --- -1.77 -0.83 -5.76 0.00079379 0.0647 -0.08
261150_at floral nectary-specific protein, putaJMT AT1G19640 -5.14 -2.36 -5.74 0.00081072 0.0649 -0.10
245730_at unknown protein ;supported by full --- AT1G73470 -1.53 -0.61 -5.75 0.00080788 0.0649 -0.10
266590_at hypothetical protein predicted by g BAG6 AT2G46240 -2.21 -1.14 -5.74 0.00081313 0.0649 -0.10
266977_at putative phospholipase --- AT2G39420 -3.13 -1.65 -5.73 0.00081897 0.0651 -0.11
265776_at hypothetical protein predicted by g --- AT2G07340 1.49 0.58 5.71 0.00083309 0.0655 -0.13
262600_at unknown protein ESTs gb|H37032MBD10 AT1G15340 1.92 0.94 5.72 0.00083171 0.0655 -0.13
253534_at cytochrome P450 monooxygenaseCYP83B1 AT4G31500 -2.94 -1.55 -5.72 0.0008291 0.0655 -0.12
254269_at putative serine/threonine kinase M--- AT4G23050 -1.73 -0.79 -5.71 0.00083752 0.0656 -0.13
253203_at arginine decarboxylase SPE2  ; su ADC2 AT4G34710 -3.63 -1.86 -5.69 0.00085079 0.0658 -0.15
259846_at peptide transporter PTR2-B, putat --- AT1G72140 -1.66 -0.73 -5.69 0.0008511 0.0658 -0.15
266320_at hypothetical protein predicted by g --- AT2G46640 -2.16 -1.11 -5.70 0.00084836 0.0658 -0.15
248285_at putative protein similar to unknown--- AT5G52960 1.41 0.50 5.70 0.00084641 0.0658 -0.14
247447_at nitrate transporter NTL1 - like prot --- AT5G62730 3.05 1.61 5.68 0.00086118 0.0664 -0.16
253708_at gamma-glutamyltransferase-like pGGT4 AT4G29210 -2.79 -1.48 -5.68 0.00086526 0.0665 -0.17
251141_at Expressed protein ; supported by f --- AT5G01075 -2.36 -1.24 -5.67 0.00087262 0.0666 -0.17
254620_at pollen-specific protein - like 18.3K --- AT4G18590 1.60 0.68 5.67 0.00087221 0.0666 -0.17
259430_at hypothetical protein similar to unknGPAT4 AT1G01610 2.02 1.01 5.66 0.00087724 0.0667 -0.18
248232_at putative protein contains similarity MLO11 AT5G53760 -1.77 -0.82 -5.65 0.00088735 0.0672 -0.19
253562_at putative protein  ;supported by full- --- AT4G31130 1.44 0.53 5.63 0.00090274 0.0677 -0.21
267211_at Expressed protein ; supported by f --- AT2G44065 1.44 0.53 5.64 0.00090144 0.0677 -0.21
267515_at putative PCF2-like DNA binding pr --- AT2G45680 -1.73 -0.79 -5.64 0.00090211 0.0677 -0.21
264515_at hypothetical protein similar to hypo--- AT1G10090 -1.40 -0.49 -5.61 0.00092542 0.0691 -0.24
255788_at auxin regulated protein (IAA13) GBIAA13 AT2G33310 1.85 0.89 5.61 0.00092734 0.0691 -0.24
252680_at putative protein predicted protein, --- AT3G44330 1.43 0.52 5.60 0.00093047 0.0691 -0.24
264951_at unknown protein contains similarity--- AT1G76970 1.43 0.52 5.60 0.00093948 0.0696 -0.25
266488_at putative pectinesterase  ; supporte --- AT2G47670 -2.01 -1.00 -5.58 0.00095088 0.0697 -0.26
253802_at putative protein --- AT4G28180 1.55 0.63 5.58 0.00094959 0.0697 -0.26
261957_at methionine/cystathionine gamma lATMGL AT1G64660 -2.56 -1.36 -5.59 0.0009458 0.0697 -0.26
248467_at MtN3-like protein ;supported by ful --- AT5G50800 -3.36 -1.75 -5.58 0.00095733 0.0700 -0.27
267200_at hypothetical protein predicted by g --- AT2G31010 -1.68 -0.75 -5.57 0.00096061 0.0700 -0.27



249383_at putative protein putative DNA-bindPRE1 AT5G39860 -2.21 -1.14 -5.56 0.00097684 0.0703 -0.29
258426_at hypothetical protein predicted by g PLDP1 AT3G16785 -1.54 -0.63 -5.55 0.00097953 0.0703 -0.29
263502_s_at hypothetical protein --- AT2G07675 -2.05 -1.03 -5.56 0.00097162 0.0703 -0.29
249790_at putative protein similar to unknown--- AT5G24290 -6.15 -2.62 -5.56 0.00097491 0.0703 -0.29
259996_at hypothetical protein predicted by g --- AT1G67910 1.80 0.85 5.57 0.00096862 0.0703 -0.28
248798_at putative protein contains similarity --- AT5G47190 1.59 0.67 5.55 0.00098354 0.0703 -0.30
258851_at glutathione S-transferase identical ATGSTF11 AT3G03190 -2.81 -1.49 -5.54 0.00099247 0.0707 -0.31
266089_at hypothetical protein predicted by g --- AT2G38010 -2.42 -1.28 -5.53 0.001002 0.0711 -0.32
246003_at chloroplast Cpn21 protein  ; suppo CPN20 AT5G20720 1.63 0.71 5.53 0.00100409 0.0711 -0.32
250489_s_at putative protein predicted proteins --- AT5G09710 / 1.67 0.74 5.52 0.00101091 0.0714 -0.33
247982_at serine O-acetyltransferase (EC 2.3ATSERAT1AT5G56760 -1.59 -0.67 -5.50 0.00103872 0.0716 -0.35
248362_at fibrillarin 1 (AtFib1) identical to fibriFIB1 AT5G52470 1.52 0.60 5.51 0.0010225 0.0716 -0.34
245244_at IAA-amino acid hydrolase, putativeILL6 AT1G44350 -1.98 -0.99 -5.50 0.00103836 0.0716 -0.35
252058_at putative protein hin1 protein -Nico --- AT3G52470 -2.06 -1.04 -5.50 0.00103862 0.0716 -0.35
267545_at unknown protein GRP23 AT2G32690 -1.88 -0.91 -5.51 0.00102958 0.0716 -0.35
247498_at peroxisomal Ca-dependent solute --- AT5G61810 -1.77 -0.82 -5.50 0.00103657 0.0716 -0.35
252250_at putative protein predicted protein, --- AT3G49790 2.01 1.01 5.51 0.00102456 0.0716 -0.34
252367_at putative protein MEL-26, Caenorh BT2 AT3G48360 4.26 2.09 5.51 0.00102121 0.0716 -0.34
257530_at unknown protein --- AT3G03040 1.51 0.60 5.49 0.00104886 0.0718 -0.36
265663_at unknown protein predicted by gens--- AT2G24290 1.64 0.71 5.49 0.00105129 0.0718 -0.37
253170_at putative protein various predicted --- AT4G35130 -1.44 -0.53 -5.49 0.00104539 0.0718 -0.36
249997_at chromatin remodelling complex ATCHR17 AT5G18620 1.63 0.71 5.48 0.00105935 0.0719 -0.37
251859_at putative protein proteophosphogly --- AT3G54680 1.59 0.67 5.48 0.00105718 0.0719 -0.37
261292_at hypothetical protein predicted by g --- AT1G36940 -1.67 -0.74 -5.47 0.00106947 0.0724 -0.38
260360_at chorismate mutase, putative contaCM3 AT1G69370 -1.84 -0.88 -5.46 0.00107501 0.0724 -0.39
256509_at NADPH oxidoreductase, putative s--- AT1G75300 -2.25 -1.17 -5.46 0.00107527 0.0724 -0.39
249727_at putative protein similar to unknownMRU1 AT5G35490 -1.47 -0.56 -5.46 0.00108064 0.0725 -0.39
263449_at unknown protein AtRABA5d AT2G31670 / -1.50 -0.59 -5.45 0.00109166 0.0728 -0.41
260843_at unknown protein similar to hypothe--- AT1G29060 1.40 0.48 5.45 0.0010943 0.0728 -0.41
247374_at topoisomerase-like protein  ;suppo --- AT5G63190 1.96 0.97 5.45 0.00108867 0.0728 -0.40
259364_at DNA-binding protein RAV1 identicaRAV1 AT1G13260 1.66 0.73 5.44 0.0010999 0.0729 -0.41
254126_at RNA-binding protein RNP-T precurRBP31 AT4G24770 1.58 0.66 5.43 0.00110712 0.0732 -0.42
249035_at putative protein contains similarity GLK2 AT5G44190 -1.67 -0.74 -5.43 0.00111191 0.0732 -0.42
248291_at putative protein similar to unknown--- AT5G53020 -1.57 -0.65 -5.43 0.00111375 0.0732 -0.43
255437_at putative oxidoreductase similar to AOP2 AT4G03060 -3.63 -1.86 -5.41 0.00113304 0.0735 -0.44



249839_at Expressed protein ; supported by c--- AT5G23405 1.62 0.69 5.41 0.00113347 0.0735 -0.44
251309_at putative protein carbonyl reductas --- AT3G61220 -1.66 -0.73 -5.41 0.00113682 0.0735 -0.45
251634_at putative protein putative zinc finge--- AT3G57480 1.57 0.65 5.41 0.00113174 0.0735 -0.44
259275_at unknown protin  ;supported by full- --- AT3G01060 -2.15 -1.10 -5.42 0.00112711 0.0735 -0.44
253122_at hypothetical protein --- AT4G35987 1.58 0.66 5.41 0.001138 0.0735 -0.45
266168_at putative protease inhibitor  ;suppor --- AT2G38870 3.80 1.93 5.36 0.00119092 0.0739 -0.50
266418_at putative annexin  ;supported by ful ANNAT4 AT2G38750 -3.62 -1.86 -5.38 0.00117466 0.0739 -0.48
253281_at predicted protein UGT73B1 AT4G34138 2.56 1.36 5.36 0.0012003 0.0739 -0.50
266108_at putative peptide/amino acid transp --- AT2G37900 -1.67 -0.74 -5.37 0.00118785 0.0739 -0.49
264107_s_at putative receptor-like protein kinas SERK5 AT2G13790 / -1.60 -0.68 -5.39 0.00116291 0.0739 -0.47
261826_at pectin methylesterase, putative simPMEPCRA AT1G11580 -2.60 -1.38 -5.39 0.0011592 0.0739 -0.47
264052_at putative cytochrome P450 CYP79B3 AT2G22330 -2.36 -1.24 -5.37 0.0011791 0.0739 -0.48
266661_at TINY-like AP2 domain transcription--- AT2G25820 -1.65 -0.72 -5.35 0.00120524 0.0739 -0.51
267088_at 30S ribosomal protein S31  ;suppoPSRP4 AT2G38140 1.74 0.80 5.40 0.00115266 0.0739 -0.46
264071_at putative carboxypeptidase  ; suppoSCPL51 AT2G27920 2.17 1.12 5.39 0.00115404 0.0739 -0.46
258796_at unknown protein  ;supported by ful WDL1 AT3G04630 2.61 1.39 5.37 0.00118027 0.0739 -0.49
254376_at putative protein  ; supported by cD TOM1 AT4G21790 -1.40 -0.49 -5.35 0.00120538 0.0739 -0.51
245769_at hypothetical protein similar to putatINT2 AT1G30220 -1.46 -0.54 -5.37 0.00118833 0.0739 -0.49
249801_at calcium-dependent protein kinase CDPK9 AT5G23580 -1.55 -0.63 -5.37 0.00118923 0.0739 -0.49
251524_at 3-isopropylmalate dehydratase-lik --- AT3G58980 / -2.59 -1.37 -5.35 0.00120431 0.0739 -0.51
260818_at unknown protein --- AT1G06890 1.40 0.48 5.35 0.00120715 0.0739 -0.51
258917_at unknown protein C-terminal portion--- AT3G10630 1.38 0.47 5.35 0.00120859 0.0739 -0.51
254612_at putative protein hypothetical prote --- AT4G19100 1.42 0.51 5.37 0.0011802 0.0739 -0.49
263780_at hypothetical protein predicted by g SPA1 AT2G46340 -2.17 -1.12 -5.37 0.00118717 0.0739 -0.49
255778_at 3-phosphoserine phosphatase idenPSP AT1G18640 1.42 0.50 5.36 0.00120127 0.0739 -0.50
252986_at putative protein T19C21.18 Arabid--- AT4G38380 -1.38 -0.47 -5.34 0.00122273 0.0742 -0.52
249817_at putative protein similar to unknown--- AT5G23820 -9.47 -3.24 -5.34 0.00121804 0.0742 -0.52
259277_at putative glycogen synthase similar AtSS2 AT3G01180 -1.92 -0.94 -5.34 0.00122323 0.0742 -0.52
250960_at putative protein --- AT5G02940 -2.23 -1.16 -5.32 0.00125125 0.0745 -0.55
261187_at beta-1,3-glucanase precursor, put --- AT1G32860 -2.07 -1.05 -5.32 0.00124507 0.0745 -0.54
253629_at glycine-rich protein glycine-rich ce --- AT4G30450 -1.68 -0.75 -5.33 0.00123931 0.0745 -0.54
246602_at copper amine oxidase, putative sim--- AT1G31710 -2.28 -1.19 -5.32 0.00124781 0.0745 -0.54
261305_at glutamine synthetase, putative simGLN1;5 AT1G48470 1.42 0.50 5.32 0.00124961 0.0745 -0.54
253021_at putative protein permease 1 - Mes--- AT4G38050 1.60 0.68 5.33 0.00124071 0.0745 -0.54
253731_at acid phosphatase-like protein  acid--- AT4G29260 1.43 0.52 5.32 0.00124654 0.0745 -0.54



245592_at CCAAT-binding transcription factorNF-YB3 AT4G14540 1.81 0.85 5.30 0.00126801 0.0748 -0.56
259381_s_at putative lectin contains Pfam profi NSP1 AT3G16390 / -5.90 -2.56 -5.31 0.00126757 0.0748 -0.56
258713_at Expressed protein ; supported by f --- AT3G09735 1.47 0.56 5.30 0.00126865 0.0748 -0.56
261795_at unknown protein ; supported by cD--- AT1G16010 -1.44 -0.52 -5.31 0.00126761 0.0748 -0.56
246524_at Carboxylesterase-like protein steroATPCME AT5G15860 1.87 0.90 5.30 0.00127457 0.0749 -0.57
251850_at F-box protein family, AtFBL17 conFBL17 AT3G54650 1.85 0.89 5.30 0.00127649 0.0749 -0.57
251031_at one helix protein (OHP)  ;supportedOHP AT5G02120 1.61 0.69 5.29 0.00128665 0.0749 -0.58
255812_at potassium uptake transporter - likeHKT1 AT4G10310 2.13 1.09 5.29 0.00128592 0.0749 -0.57
262113_at late embryogenis abundant protein--- AT1G02820 -2.43 -1.28 -5.29 0.0012841 0.0749 -0.57
258299_at unknown protein contains GMC ox --- AT3G23410 -1.84 -0.88 -5.28 0.00129837 0.0754 -0.58
251256_at putative protein hypothetical protei --- AT3G62300 1.70 0.77 5.28 0.0013038 0.0754 -0.59
258259_s_at unknown protein  ; supported by cD--- AT3G26820 / -1.55 -0.63 -5.28 0.00130796 0.0754 -0.59
262400_at unknown protein ; supported by cDRTV1 AT1G49480 1.40 0.49 5.27 0.0013109 0.0754 -0.59
263714_at putative tyrosine aminotransferase SUR1 AT2G20610 -2.25 -1.17 -5.27 0.00131291 0.0754 -0.60
263320_at putative galactinol synthase  ;supp AtGolS1 AT2G47180 -3.92 -1.97 -5.26 0.00133269 0.0763 -0.61
248597_at DNA (cytosine-5)-methyltransferasMET1 AT5G49160 2.61 1.38 5.26 0.0013352 0.0763 -0.61
262237_at hypothetical protein predicted by g --- AT1G48320 2.19 1.13 5.24 0.00135813 0.0774 -0.63
247800_at Expressed protein ; supported by f --- AT5G58570 5.35 2.42 5.23 0.00136633 0.0775 -0.64
248793_at mutT domain protein-like  ;supporteatnudt8 AT5G47240 -2.68 -1.42 -5.24 0.00136357 0.0775 -0.64
256991_at unknown protein --- AT3G28600 -1.43 -0.52 -5.22 0.00137994 0.0776 -0.65
255742_at DNA-binding protein RAV2, putativTEM1 AT1G25560 1.47 0.55 5.22 0.00138289 0.0776 -0.65
261922_at amp-binding protein, putative simi AAE12 AT1G65890 -1.78 -0.83 -5.22 0.00138477 0.0776 -0.65
253619_at glycine-rich protein glycine-rich ce --- AT4G30460 -1.83 -0.87 -5.22 0.00138579 0.0776 -0.65
253028_at putative protein pde191 AT4G38160 1.51 0.60 5.23 0.0013784 0.0776 -0.65
262412_at 14-3-3 protein GF14omicron (grf11GRF11 AT1G34760 1.64 0.71 5.22 0.00138823 0.0776 -0.65
246283_at putative protein --- AT4G36860 -1.64 -0.72 -5.21 0.00139571 0.0778 -0.66
262756_at putative transport protein may be a 06-אוק AT1G16370 -4.38 -2.13 -5.21 0.00140904 0.0782 -0.67
262273_at hypothetical protein predicted by g --- AT1G68730 -1.44 -0.53 -5.21 0.00140689 0.0782 -0.67
251544_at putative protein general stress proGAUT15 AT3G58790 -1.86 -0.89 -5.19 0.00142733 0.0789 -0.68
264960_at hypothetical protein contains similaATEXT4 AT1G76930 7.42 2.89 5.19 0.00143895 0.0789 -0.69
259154_at unknown protein similar to unknow--- AT3G10260 -1.50 -0.59 -5.19 0.00143196 0.0789 -0.69
250823_at putative protein similar to unknown--- AT5G05180 1.52 0.60 5.19 0.00143773 0.0789 -0.69
259705_at GRAB1-like protein similar to GRAanac032 AT1G77450 -2.03 -1.02 -5.19 0.001432 0.0789 -0.69
261151_at sec14 cytosolic factor, putative sim--- AT1G19650 -1.52 -0.61 -5.18 0.00144226 0.0789 -0.69
245026_at ATPase III subunit --- --- -1.44 -0.53 -5.17 0.00146132 0.0790 -0.71



249941_at putative protein similar to unknown--- AT5G22270 1.74 0.80 5.17 0.00146001 0.0790 -0.71
263679_at RNA helicase, putative similar to R--- AT1G59990 1.66 0.73 5.17 0.00145695 0.0790 -0.70
263371_at unknown protein  ;supported by ful NOP10 AT2G20490 1.69 0.75 5.17 0.00145941 0.0790 -0.71
248491_at unknown protein  ;supported by ful --- AT5G51010 1.81 0.86 5.17 0.00145999 0.0790 -0.71
266600_at putative mitogen-activated protein MPK12 AT2G46070 -1.98 -0.99 -5.17 0.00146809 0.0790 -0.71
261146_at hypothetical protein predicted by g --- AT1G19620 -1.75 -0.80 -5.17 0.00146851 0.0790 -0.71
259611_at GTP-binding protein RAB7D, putaAtRABG3d AT1G52280 -1.58 -0.66 -5.16 0.00148057 0.0793 -0.72
248155_at putative protein 3 (2'), 5'-bisphosp AHL AT5G54390 -1.64 -0.72 -5.16 0.00148026 0.0793 -0.72
245905_at putative protein predicted proteins --- AT5G11090 1.54 0.62 5.14 0.00151037 0.0800 -0.74
264372_at lactoylglutathione lyase-like protei ATGLX1 AT1G11840 -1.88 -0.91 -5.14 0.00150954 0.0800 -0.74
266045_s_at hypothetical protein --- AT2G07727 -1.76 -0.81 -5.14 0.0015032 0.0800 -0.74
256622_at unknown protein AtHB34 AT3G28920 -1.40 -0.48 -5.14 0.00151054 0.0800 -0.74
258557_at hypothetical protein similar to rece--- AT3G05990 -1.48 -0.57 -5.14 0.00151102 0.0800 -0.74
262736_at lipase, putative contains Pfam pro --- AT1G28570 -1.47 -0.56 -5.13 0.00152892 0.0804 -0.75
245642_at Expressed protein ; supported by f --- AT1G25275 1.40 0.49 5.13 0.0015223 0.0804 -0.75
250129_at S-adenosylmethionine:2-demethylm--- AT5G16450 -1.57 -0.65 -5.13 0.00152842 0.0804 -0.75
254415_at subtilisin-like serine protease contaATSBT3.12AT4G21326 -1.41 -0.49 -5.12 0.00153759 0.0806 -0.76
259782_at unknown protein --- AT1G29680 -1.41 -0.49 -5.12 0.00154674 0.0808 -0.77
265021_at unknown protein  ;supported by ful --- AT1G24610 1.40 0.49 5.12 0.00154807 0.0808 -0.77
257196_at AMP-binding protein, putative sim --- AT3G23790 1.69 0.76 5.11 0.00156195 0.0810 -0.78
253480_at putative protein ENOD16, Medicag--- AT4G31840 1.48 0.56 5.11 0.0015615 0.0810 -0.78
248036_at nucleolar protein-like OLI2 AT5G55920 -1.79 -0.84 -5.11 0.00156076 0.0810 -0.78
244902_at NADH dehydrogenase subunit 4L --- ATMG00650 -1.58 -0.66 -5.10 0.00157041 0.0812 -0.78
253268_s_at glucosyltransferase -like protein imUGT73B2 AT4G34131 / 2.14 1.09 5.10 0.00157869 0.0815 -0.79
267175_s_at actin 3 identical to GB:U29480;supACT1 AT2G37620 / -1.79 -0.84 -5.09 0.00159374 0.0821 -0.80
267429_at putative UDP-galactose-4-epimeraMEE25 AT2G34850 -1.83 -0.87 -5.07 0.00162743 0.0836 -0.82
253996_at nucleosome assembly protein I-likeNAP1;1 AT4G26110 1.58 0.66 5.06 0.00164223 0.0836 -0.83
261479_at unknown protein ;supported by full IQD28 AT1G14380 1.86 0.89 5.06 0.00164072 0.0836 -0.83
267014_at unknown protein --- AT2G39170 1.37 0.45 5.06 0.00164046 0.0836 -0.83
264745_at 5'-adenylylphosphosulfate reducta 02-אפר AT1G62180 -1.99 -0.99 -5.07 0.00163379 0.0836 -0.82
248050_at unknown protein --- AT5G56100 2.22 1.15 5.05 0.00166904 0.0844 -0.84
251241_s_at putative protein hypothetical protei --- AT3G62460 / 1.75 0.81 5.05 0.00166733 0.0844 -0.84
263374_at putative heat shock protein  ;suppo--- AT2G20560 -2.29 -1.20 -5.05 0.00166586 0.0844 -0.84
267505_at putative cytochrome P450  ;supporCYP76C1 AT2G45560 -1.59 -0.67 -5.04 0.00168845 0.0851 -0.86
261567_at Expressed protein ; supported by c--- AT1G33055 3.08 1.62 5.04 0.00169082 0.0851 -0.86



255479_at coded for by A. thaliana cDNA T46SAG21 AT4G02380 5.00 2.32 5.02 0.00172452 0.0864 -0.88
265118_at beta-fructosidase nearly identical to--- AT1G62660 -1.97 -0.98 -5.01 0.00173355 0.0864 -0.88
264849_at putative ribosomal protein S4 conta--- AT2G17360 1.62 0.70 5.01 0.00173954 0.0864 -0.89
249824_at putative protein similar to unknown--- AT5G23380 1.47 0.55 5.01 0.00172975 0.0864 -0.88
254027_at putative mitochondrial protein Hom--- AT4G25835 1.90 0.93 5.01 0.00173701 0.0864 -0.89
260144_at putative ABC transporter similar to --- AT1G71960 -1.70 -0.77 -5.01 0.00172951 0.0864 -0.88
253974_at receptor protein kinase - like prote--- AT4G26540 -2.19 -1.13 -5.00 0.0017617 0.0874 -0.90
258196_at hypothetical protein predicted by g --- AT3G13980 -3.36 -1.75 -4.99 0.00176851 0.0875 -0.90
248466_at putative protein similar to unknownHVA22E AT5G50720 -2.04 -1.03 -4.99 0.00177782 0.0875 -0.91
260248_at heat shock protein 101 (HSP101) i ATHSP101 AT1G74310 -2.25 -1.17 -4.99 0.00178086 0.0875 -0.91
262630_at unknown protein ;supported by full GPAT1 AT1G06520 4.27 2.10 4.99 0.0017783 0.0875 -0.91
258483_at putative mannose-6-phosphate isoMEE31 AT3G02570 -1.84 -0.88 -4.97 0.00180686 0.0878 -0.93
256787_at beta-fructofuranosidase 1 identical ATBFRUCTAT3G13790 2.19 1.13 4.98 0.00179134 0.0878 -0.92
251191_at putative protein putative protein F1--- AT3G62590 2.20 1.14 4.98 0.00179954 0.0878 -0.92
245712_at pullulanase-like protein (starch debATLDA AT5G04360 -1.45 -0.53 -4.97 0.0018095 0.0878 -0.93
250470_at (3R)-hydroxymyristoyl-[acyl carrier--- AT5G10160 1.64 0.71 4.98 0.001802 0.0878 -0.92
251722_at putative protein neuronal glutamin --- AT3G56200 -2.09 -1.06 -4.98 0.00180253 0.0878 -0.92
267337_at putative anthocyanin 5-aromatic ac--- AT2G39980 1.84 0.88 4.95 0.00185451 0.0898 -0.95
256860_at hypothetical protein similar to acety--- AT3G23840 -1.50 -0.59 -4.95 0.00185927 0.0899 -0.96
249115_at PINHEAD (gb|AAD40098.1); trans ZLL AT5G43810 1.39 0.48 4.94 0.00187729 0.0900 -0.97
266271_at putative glutathione S-transferase  ATGSTU6 AT2G29440 -3.90 -1.96 -4.94 0.00187549 0.0900 -0.97
251023_at putative protein amino acid transp --- AT5G02170 1.56 0.64 4.94 0.00187058 0.0900 -0.96
264007_at putative proline-rich protein ATPRP2 AT2G21140 10.32 3.37 4.94 0.00187881 0.0900 -0.97
252562_s_at Histone H4 - like protein histone H--- AT3G45930 / 1.50 0.58 4.94 0.00188301 0.0900 -0.97
256789_at seven in absentia-like protein simil --- AT3G13672 2.30 1.20 4.93 0.00189554 0.0904 -0.98
253237_at putative aldehyde dehydrogenase ALDH3I1 AT4G34240 -1.89 -0.92 -4.93 0.00189787 0.0904 -0.98
251036_at putative protein  ; supported by cD --- AT5G02160 1.55 0.63 4.93 0.00190226 0.0904 -0.98
257203_at xyloglucan endotransglycosylase, --- AT3G23730 1.43 0.52 4.92 0.00192006 0.0911 -0.99
258663_at hypothetical protein --- AT3G08670 -1.41 -0.49 -4.91 0.00193433 0.0913 -1.00
258209_at expressed protein supported by cDGAPC1 AT3G04120 / 2.57 1.36 4.91 0.00193272 0.0913 -1.00
256274_at GTPase, putative contains Pfam pemb2738 AT3G12080 1.43 0.51 4.91 0.0019501 0.0919 -1.01
254687_at cytochrome P450 monooxygenaseCYP83A1 AT4G13770 / -1.80 -0.85 -4.90 0.00196306 0.0923 -1.01
259578_at unknown protein --- AT1G27990 1.86 0.90 4.89 0.00197574 0.0927 -1.02
266400_at methylenetetrahydrofolate dehydro--- AT2G38660 -1.38 -0.47 -4.88 0.00199843 0.0936 -1.03
254066_at transcriptional activator CBF1-like DREB1A AT4G25480 -3.04 -1.61 -4.88 0.00201395 0.0938 -1.04



260361_at unknown protein ; supported by cD--- AT1G69360 -1.71 -0.78 -4.88 0.00201344 0.0938 -1.04
247835_at putative protein similar to unknown--- AT5G57910 2.18 1.12 4.88 0.00200651 0.0938 -1.04
253344_at putative protein predicted protein, --- AT4G33550 -2.15 -1.11 -4.87 0.00202616 0.0939 -1.05
260041_at unknown protein similar to hypothe--- AT1G68780 1.56 0.64 4.87 0.00202636 0.0939 -1.05
258275_at unknown protein  ;supported by ful --- AT3G15760 1.98 0.98 4.87 0.00203111 0.0940 -1.05
265356_at putative TRAP protein --- AT2G16595 1.66 0.73 4.86 0.00204881 0.0946 -1.06
267112_at putative adenosine phosphosulfateAPK AT2G14750 -2.33 -1.22 -4.86 0.00205189 0.0946 -1.06
247072_at putative protein similar to unknown--- AT5G66490 1.82 0.86 4.84 0.00208931 0.0948 -1.08
261951_at hypothetical protein predicted by g --- AT1G64490 1.48 0.57 4.85 0.00208107 0.0948 -1.07
259081_at putative sodium proton exchanger NHX2 AT3G05030 -1.61 -0.69 -4.85 0.00208354 0.0948 -1.07
252693_s_at ribosomal protein S29 - like riboso--- AT3G43980 / 1.44 0.52 4.84 0.00209036 0.0948 -1.08
265984_at putative limonene cyclase TPS10 AT2G24210 -1.44 -0.52 -4.84 0.00209108 0.0948 -1.08
245266_at hypothetical protein ; supported by --- AT4G17070 1.95 0.96 4.84 0.00208671 0.0948 -1.08
255458_at small nuclear riboprotein Sm-D1-li --- AT4G02840 1.40 0.49 4.84 0.00208864 0.0948 -1.08
245628_at anthocyanin2, putative similar to aPAP1 AT1G56650 -1.85 -0.88 -4.84 0.0020884 0.0948 -1.08
260961_at unknown protein similar to hypothe--- AT1G05960 -1.37 -0.46 -4.84 0.00210834 0.0954 -1.09
249783_at calcium sensor homolog (gb|AAC2SOS3 AT5G24270 2.25 1.17 4.83 0.00212339 0.0957 -1.09
249975_s_at ribosomal protein L33 - like riboso --- AT3G06320 / 1.98 0.99 4.83 0.00213037 0.0957 -1.10
266371_at calmodulin-like protein identical to --- AT2G41410 2.23 1.16 4.83 0.00212908 0.0957 -1.10
254075_at DRE CRT-binding protein DREB1CCBF2 AT4G25470 -1.94 -0.96 -4.83 0.00212394 0.0957 -1.09
265067_at hypothetical protein predicted by g --- AT1G03850 3.48 1.80 4.82 0.00214517 0.0960 -1.11
246954_at unknown protein  ; supported by cD--- AT5G04830 -1.39 -0.48 -4.82 0.00214663 0.0960 -1.11
263664_at putative auxin-induced protein, IAAAXR3 AT1G04250 -2.80 -1.49 -4.81 0.00217064 0.0965 -1.12
256401_at putative guanylate kinase similar to--- AT3G06200 1.34 0.42 4.81 0.00217093 0.0965 -1.12
264712_at unknown protein ECT11 AT1G09810 1.69 0.76 4.81 0.00216574 0.0965 -1.12
252945_at putative protein  ;supported by full- --- AT4G39140 1.55 0.63 4.79 0.00222327 0.0973 -1.14
261135_at defensin AMP1, putative similar toPDF1.4 AT1G19610 5.75 2.52 4.80 0.00220046 0.0973 -1.13
248878_at 50S ribosomal protein L14 --- AT5G46160 1.43 0.52 4.79 0.00222174 0.0973 -1.14
246188_at putative protein --- AT5G21050 -1.37 -0.45 -4.79 0.00222081 0.0973 -1.14
247210_at annexin  ;supported by full-length cANNAT2 AT5G65020 -2.21 -1.14 -4.79 0.00220666 0.0973 -1.13
245946_at putative protein glyoxal oxidase pr--- AT5G19580 -1.63 -0.70 -4.80 0.00219551 0.0973 -1.13
255277_at putative homeotic protein  ; supporPDF2 AT4G04890 1.68 0.75 4.79 0.0022185 0.0973 -1.14
261379_at unknown protein similar to YGL010--- AT1G18720 -1.40 -0.48 -4.79 0.00221047 0.0973 -1.14
253493_at putative protein various predicted pENP AT4G31820 -1.93 -0.95 -4.76 0.00228149 0.0985 -1.17
267033_at unknown protein  ;supported by ful --- AT2G38450 1.35 0.44 4.77 0.00227448 0.0985 -1.17



246076_at sucrose-phosphate synthase-like ATSPS1F AT5G20280 1.49 0.57 4.76 0.00228699 0.0985 -1.17
260969_at beta-fructosidase identical to beta- ATBETAFRAT1G12240 -2.41 -1.27 -4.77 0.00225824 0.0985 -1.16
245338_at Expressed protein ; supported by f --- AT4G16442 1.68 0.75 4.77 0.0022551 0.0985 -1.16
256049_at unknown protein --- AT1G07010 -1.64 -0.72 -4.76 0.00229254 0.0985 -1.17
266560_at putative LRR receptor protein kinas--- AT2G23950 -1.59 -0.67 -4.76 0.00228793 0.0985 -1.17
265229_s_at hypothetical protein --- AT2G07701 -1.41 -0.50 -4.76 0.00228894 0.0985 -1.17
267410_at hypothetical protein predicted by g EDA18 AT2G34920 2.00 1.00 4.77 0.00226245 0.0985 -1.16
258107_at unknown protein  ; supported by cDALF5 AT3G23560 -1.46 -0.54 -4.76 0.00228556 0.0985 -1.17
248619_at amino acid permease 6 (emb CAA AAP6 AT5G49630 -1.68 -0.75 -4.76 0.00230228 0.0987 -1.18
257007_at Expressed protein ; supported by c--- AT3G14205 -1.38 -0.46 -4.75 0.00232011 0.0991 -1.19
254938_at putative oligopeptide transporter sOPT7 AT4G10770 -1.43 -0.52 -4.75 0.00231679 0.0991 -1.19
250735_at putative protein similar to unknown--- AT5G06280 1.47 0.55 4.74 0.00233454 0.0994 -1.19
260112_at unknown protein similar to unknow--- AT1G63310 1.63 0.71 4.74 0.00233496 0.0994 -1.19
254110_at putative protein pectinesterase - C--- AT4G25260 -2.57 -1.36 -4.74 0.00235796 0.1002 -1.20
262811_at unknown protein ESTs gb|R65381 --- AT1G11700 -1.50 -0.58 -4.73 0.00237529 0.1005 -1.21
260963_at hypothetical protein predicted by g --- AT1G44990 -1.45 -0.53 -4.73 0.00238025 0.1005 -1.21
263161_at myrosinase-associated protein, pu--- AT1G54020 -33.72 -5.08 -4.73 0.00237592 0.1005 -1.21
264257_at unknown protein --- AT1G09230 1.56 0.64 4.72 0.0023919 0.1007 -1.22
253606_at putative protein component of anil --- AT4G30530 -2.19 -1.13 -4.72 0.00239347 0.1007 -1.22
265175_at hypothetical protein similar to putatATCSLA03 AT1G23480 -1.88 -0.91 -4.72 0.002402 0.1009 -1.22
247717_at nonspecific lipid-transfer protein p LTP3 AT5G59320 2.34 1.23 4.72 0.00240778 0.1010 -1.23
259607_at P-glycoprotein, putative similar to PGP13 AT1G27940 1.34 0.43 4.71 0.00242147 0.1013 -1.23
260551_at putative trypsin inhibitor  ; supporteATTI1 AT2G43510 2.45 1.30 4.69 0.00248447 0.1014 -1.26
263680_at unknown protein --- AT1G26930 1.35 0.43 4.69 0.00246966 0.1014 -1.25
266516_at putative glutaredoxin  ;supported b --- AT2G47880 2.52 1.33 4.70 0.00244985 0.1014 -1.24
262505_at unknown protein ESTs gb|N96028--- AT1G21680 1.53 0.62 4.69 0.0024853 0.1014 -1.26
262618_at unknown protein --- AT1G06560 1.36 0.45 4.70 0.00244166 0.1014 -1.24
245486_x_at glycine-rich protein homolog --- AT4G16240 -1.45 -0.54 -4.71 0.0024362 0.1014 -1.24
246480_at TCP-1 chaperonin-like protein t-co--- AT5G16070 1.66 0.73 4.69 0.00247554 0.1014 -1.25
267435_at 30S ribosomal protein S5  ; suppor--- AT2G33800 1.39 0.48 4.69 0.00247327 0.1014 -1.25
245003_at PSII 43 KDa protein --- --- -1.49 -0.57 -4.69 0.00247569 0.1014 -1.25
262489_at unknown protein EST gb|T21171 c--- AT1G21830 1.68 0.75 4.70 0.00246218 0.1014 -1.25
258133_at ethylene-responsive transcriptionaMBF1C AT3G24500 -1.70 -0.76 -4.69 0.00247594 0.1014 -1.25
249025_at putative protein contains similarity --- AT5G44720 -2.01 -1.01 -4.71 0.00242885 0.1014 -1.23
265597_at Expressed protein ; supported by c--- AT2G20142 3.29 1.72 4.70 0.00245106 0.1014 -1.24



266337_at putative ligand-gated ion channel sATGLR3.5 AT2G32390 -1.42 -0.50 -4.69 0.00248231 0.1014 -1.26
252115_at non-specific lipid transfer protein  ; LTP5 AT3G51600 1.58 0.66 4.68 0.00250364 0.1019 -1.27
259286_at hypothetical protein similar to hypoBSMT1 AT3G11480 -22.81 -4.51 -4.68 0.00251257 0.1019 -1.27
263584_at NAM (no apical meristem)-like protanac036 AT2G17040 3.25 1.70 4.68 0.00251593 0.1019 -1.27
250931_at putative protein various predicted --- AT5G03200 -2.78 -1.48 -4.68 0.00251256 0.1019 -1.27
259403_at unknown protein ; supported by ful PGDH AT1G17745 -4.51 -2.17 -4.66 0.00256004 0.1022 -1.29
261931_at alcohol dehydrogenase ADH, puta--- AT1G22430 1.38 0.47 4.67 0.00254825 0.1022 -1.28
263482_at putative GDSL-motif lipase/hydrola--- AT2G03980 -5.75 -2.52 -4.67 0.00254527 0.1022 -1.28
247541_at structural protein - like glycine-rich--- AT5G61660 -1.54 -0.63 -4.67 0.00255116 0.1022 -1.29
251170_at ATMRK1  ;supported by full-length ATMRK1 AT3G63260 1.34 0.42 4.66 0.00256339 0.1022 -1.29
264289_at hypothetical protein similar to hypo--- AT1G61890 -2.65 -1.41 -4.66 0.00255445 0.1022 -1.29
257644_at unknown protein  ;supported by ful AOC3 AT3G25780 -4.47 -2.16 -4.66 0.00255529 0.1022 -1.29
248953_at serine/threonine-protein kinase Ma--- AT5G45428 / -1.42 -0.51 -4.67 0.00254066 0.1022 -1.28
266142_at unknown protein  ; supported by cD--- AT2G39030 -7.38 -2.88 -4.66 0.00255759 0.1022 -1.29
245011_at photosystem II G protein --- --- -1.45 -0.54 -4.65 0.00258594 0.1024 -1.30
250589_at transcription factor (gb|AAD53097. MYB76 AT5G07700 -2.81 -1.49 -4.65 0.00259006 0.1024 -1.30
253222_at chalcone synthase - like protein ch--- AT4G34850 -1.34 -0.43 -4.66 0.00257857 0.1024 -1.30
260674_at unknown protein ; supported by cD--- AT1G19370 -1.45 -0.54 -4.65 0.00258956 0.1024 -1.30
248705_at putative protein similar to unknown--- AT5G48520 1.63 0.71 4.65 0.00258646 0.1024 -1.30
251072_at putative protein wound-inducible p--- AT5G01740 -2.17 -1.12 -4.64 0.00261731 0.1031 -1.31
262488_at unknown protein EST gb|AA58624 --- AT1G21830 2.08 1.05 4.64 0.00261307 0.1031 -1.31
261252_at RAS-related protein ARA-1 identicaRABA5E AT1G05810 1.60 0.68 4.64 0.00263848 0.1033 -1.32
248683_at putative protein similar to unknown--- AT5G48490 3.38 1.76 4.63 0.00264414 0.1033 -1.32
266983_at putative phospholipase  ; supporte --- AT2G39400 1.78 0.83 4.64 0.00263126 0.1033 -1.32
245255_at COP9 protein ; supported by cDNACOP9 AT4G14110 1.47 0.55 4.63 0.00264328 0.1033 -1.32
247408_at ZAP - like protein nuclear protein Z--- AT5G62760 -1.35 -0.44 -4.64 0.00262738 0.1033 -1.32
255695_at putative protein UNE11 AT4G00080 -1.39 -0.48 -4.63 0.0026539 0.1035 -1.33
255977_at ribosomal protein S18, putative sim--- AT1G34030 1.65 0.72 4.63 0.0026624 0.1036 -1.33
263667_at putative 40S ribosomal protein S1 RPS15 AT1G04270 1.64 0.71 4.63 0.00266489 0.1036 -1.33
248921_at GDSL-motif lipase/hydrolase-like p--- AT5G45950 -2.68 -1.42 -4.62 0.00269218 0.1041 -1.34
257835_at cytochrome P450 monooxygenaseCYP82G1 AT3G25180 -3.14 -1.65 -4.62 0.00268927 0.1041 -1.34
258712_s_at putative 40S ribosomal protein S23--- AT3G09680 / 1.59 0.67 4.62 0.00268869 0.1041 -1.34
259911_at putative cinnamyl-alcohol dehydrogCAD1 AT1G72680 1.72 0.78 4.61 0.00271127 0.1045 -1.35
253764_s_at protein kinase - like protein ADK1 ckl4 AT4G28860 / 1.55 0.64 4.61 0.00270894 0.1045 -1.35
248340_at putative protein similar to unknown--- AT5G52180 1.44 0.52 4.61 0.00272052 0.1046 -1.35



266482_at putative small nuclear ribonucleopr--- AT2G47640 1.60 0.68 4.60 0.00273523 0.1047 -1.36
263216_s_at putative reticuline oxidase-like pro --- AT1G30720 / 7.09 2.82 4.61 0.00272807 0.1047 -1.36
257642_at putative HLH DNA-binding protein BHLH32 AT3G25710 1.58 0.66 4.60 0.00273586 0.1047 -1.36
259661_at Expressed protein ; supported by f --- AT1G55265 1.64 0.72 4.60 0.00276017 0.1049 -1.37
264436_at putative glutathione S-transferase ERD9 AT1G10370 -3.97 -1.99 -4.60 0.00275555 0.1049 -1.37
260548_at biotin synthase (Bio B)  ;supported BIO2 AT2G43360 1.80 0.85 4.60 0.00274864 0.1049 -1.36
262622_at hypothetical protein predicted by g --- AT1G06510 1.39 0.47 4.60 0.00275753 0.1049 -1.37
247461_at putative protein various predicted ATBAG2 AT5G62100 -1.60 -0.68 -4.59 0.0027973 0.1061 -1.38
265058_s_at myrosinase-binding protein homol MBP2 AT1G52030 / -7.62 -2.93 -4.58 0.00280095 0.1061 -1.38
257056_at unknown protein similar to hypothe--- AT3G15350 -1.47 -0.55 -4.58 0.00281147 0.1064 -1.39
262573_at hypothetical protein Similar to gi|43PDF1A AT1G15390 1.53 0.62 4.58 0.00282485 0.1067 -1.39
254833_s_at copper amine oxidase like protein --- AT4G12280 / -1.37 -0.45 -4.57 0.00285602 0.1068 -1.40
263706_s_at 3-methyladenine DNA glycosylase--- AT1G31180 / -1.85 -0.89 -4.56 0.00287797 0.1068 -1.41
253358_at gamma-VPE (vacuolar processing GAMMA-VPAT4G32940 1.43 0.51 4.57 0.00285581 0.1068 -1.40
259593_at nuclear transport factor 2, putativeNTF2B AT1G27970 1.34 0.43 4.56 0.00288075 0.1068 -1.41
266957_at unknown protein PTAC12 AT2G34640 1.54 0.62 4.56 0.00286514 0.1068 -1.41
252081_at putative heat shock transcription faHSFA7A AT3G51910 2.29 1.20 4.56 0.00287879 0.1068 -1.41
246432_at RGA-like protein putative memberRGL3 AT5G17490 -1.91 -0.93 -4.57 0.00283307 0.1068 -1.39
253762_at putative protein conserved hypoth --- AT4G28830 1.45 0.54 4.56 0.00288777 0.1068 -1.41
248690_at acetyl-CoA C-acetyltransferase  ; sACAT2 AT5G48230 1.36 0.44 4.56 0.00286632 0.1068 -1.41
245505_at glutaredoxin --- AT4G15690 2.67 1.42 4.56 0.00288429 0.1068 -1.41
255154_at putative protein several hypothetica--- --- 1.35 0.43 4.56 0.00288901 0.1068 -1.41
247486_at putative protein --- AT5G62140 -1.76 -0.81 -4.56 0.00287966 0.1068 -1.41
252189_at cyclin D3-like protein Nicotiana tabCYCD3;3 AT3G50070 1.76 0.82 4.57 0.0028405 0.1068 -1.40
254418_at glucose transporter glucose transp--- AT4G21480 -1.45 -0.54 -4.55 0.00290011 0.1070 -1.42
248387_at unknown protein --- AT5G51960 1.53 0.61 4.55 0.00291017 0.1072 -1.42
249467_at NAM / CUC2 - like protein CUC2, ATNAC6 AT5G39610 3.31 1.73 4.55 0.00292831 0.1075 -1.43
257022_at zinc finger protein, putative similarAZF2 AT3G19580 1.60 0.68 4.54 0.00294449 0.1075 -1.43
260420_at unknown protein --- AT1G69610 -1.44 -0.53 -4.54 0.00293819 0.1075 -1.43
258322_at putative selenocysteine methyltranHMT3 AT3G22740 -3.14 -1.65 -4.54 0.00293415 0.1075 -1.43
249298_at putative protein similar to unknown--- AT5G41330 -1.42 -0.51 -4.54 0.00294367 0.1075 -1.43
259808_at hypothetical protein contains Pfam --- AT1G49790 1.35 0.44 4.54 0.00294205 0.1075 -1.43
261852_at unknown protein ;supported by full --- AT1G50440 -1.35 -0.43 -4.54 0.00296335 0.1077 -1.44
245354_at Lil3 protein ;supported by full-lengt LIL3:1 AT4G17600 1.53 0.61 4.53 0.00296544 0.1077 -1.44
263972_at unknown protein --- AT2G42760 -3.38 -1.76 -4.54 0.0029603 0.1077 -1.44



248326_at Notchless protein homolog --- AT5G52820 1.60 0.68 4.53 0.00299571 0.1086 -1.45
259489_at unknown protein --- AT1G15790 1.93 0.95 4.52 0.00302597 0.1096 -1.46
267174_at 60S ribosomal protein L36  ;suppo --- AT2G37600 1.92 0.94 4.51 0.00304354 0.1098 -1.47
247853_at non phototropic hypocotyl 1-like  ; sPHOT2 AT5G58140 -1.48 -0.57 -4.51 0.00303878 0.1098 -1.47
253684_at nucleotide pyrophosphatase - like --- AT4G29690 -1.50 -0.58 -4.51 0.00305181 0.1100 -1.47
262354_at H+-transporting ATPase protein, pVHA-E3 AT1G64200 -2.27 -1.19 -4.50 0.00307741 0.1103 -1.48
258192_at putative terpene synthase-related --- AT3G29110 -1.35 -0.43 -4.50 0.00307908 0.1103 -1.48
267180_at unknown protein  ; supported by cDSLT1 AT2G37570 -1.44 -0.53 -4.50 0.00307325 0.1103 -1.48
251757_at Ca-dependent solute carrier - like --- AT3G55640 -1.73 -0.79 -4.51 0.00306888 0.1103 -1.48
263384_at hypothetical protein predicted by g --- AT2G40130 -1.50 -0.58 -4.50 0.00309136 0.1104 -1.49
258955_s_at unknown protein  ;supported by ful --- AT3G01450 / 1.61 0.68 4.50 0.00309061 0.1104 -1.49
257712_at hypothetical protein predicted by g --- AT3G27420 -1.33 -0.41 -4.50 0.0031031 0.1106 -1.49
249933_at rac GTPase activating protein --- AT5G22400 -1.38 -0.46 -4.49 0.003116 0.1108 -1.49
266663_at putative receptor-like protein kinas --- AT2G25790 1.73 0.79 4.49 0.00311742 0.1108 -1.49
250657_at steroid sulfotransferase-like proteinST2B AT5G07000 -2.14 -1.10 -4.49 0.00312912 0.1110 -1.50
267538_at putative DNA binding protein ; sup --- AT2G41870 -1.35 -0.44 -4.49 0.0031339 0.1110 -1.50
262285_at hypothetical protein predicted by g --- AT1G68680 1.41 0.49 4.48 0.00314434 0.1112 -1.50
267078_at unknown protein  ;supported by ful --- AT2G40960 1.43 0.51 4.48 0.00315453 0.1114 -1.51
261851_at hexokinase, putative similar to chl HKL1 AT1G50460 -1.99 -0.99 -4.48 0.00316861 0.1117 -1.51
262637_at oxidoreductase, putative contains --- AT1G06640 -5.33 -2.41 -4.47 0.00318114 0.1120 -1.52
255582_at putative DNA-binding protein similaNGA4 AT4G01500 -1.38 -0.46 -4.47 0.00318787 0.1120 -1.52
264250_at gamma glutamyl hydrolase, putati ATGGH2 AT1G78680 -1.50 -0.59 -4.47 0.00319822 0.1122 -1.52
247748_at putative protein  ;supported by full- --- AT5G58920 1.44 0.52 4.47 0.00320573 0.1123 -1.52
257247_at helix-loop-helix DNA-binding prote FMA AT3G24140 -1.64 -0.71 -4.46 0.00322252 0.1127 -1.53
249850_at putative protein similar to unknown--- AT5G23240 -1.35 -0.43 -4.46 0.00323595 0.1129 -1.53
250194_at putative protein various predicted --- AT5G14550 1.42 0.51 4.46 0.00323438 0.1129 -1.53
253484_at Transcription factor II homolog  ;suTAFII15 AT4G31720 1.35 0.43 4.46 0.00325326 0.1133 -1.54
252593_at putative protein tRNA intron endonATSEN1 AT3G45590 1.55 0.63 4.45 0.00327443 0.1139 -1.55
254452_at UV-damaged DNA-binding proteinDDB1B AT4G21100 1.58 0.66 4.44 0.00330351 0.1143 -1.55
257288_at anthocyanin 5-aromatic acyltransf --- AT3G29670 -1.40 -0.49 -4.44 0.00331558 0.1143 -1.56
246193_at Expressed protein ; supported by f --- --- 1.41 0.49 4.44 0.00331521 0.1143 -1.56
261761_at hypothetical protein predicted by g CENP-C AT1G15660 1.40 0.48 4.44 0.00332337 0.1143 -1.56
250212_at putative protein contains similarity SUVH4 AT5G13960 1.45 0.53 4.44 0.00330646 0.1143 -1.56
262378_at CCAAT-binding factor B subunit h NF-YA3 AT1G72830 -1.64 -0.71 -4.44 0.00332258 0.1143 -1.56
248091_at putative protein strong similarity to VTC5 AT5G55120 -2.83 -1.50 -4.44 0.0033142 0.1143 -1.56



261578_at acidic ribosomal protein, putative s--- AT1G01100 1.59 0.67 4.43 0.00334556 0.1149 -1.57
253696_at cytokinin oxidase - like protein cytoCKX4 AT4G29740 -2.42 -1.27 -4.43 0.00335504 0.1151 -1.57
260592_at cellulose synthase catalytic subunCSLE1 AT1G55850 1.58 0.66 4.43 0.00336939 0.1152 -1.58
248785_at unknown protein --- AT5G47400 1.33 0.41 4.43 0.00336855 0.1152 -1.57
255243_at putative protein hypothetical prote --- AT4G05590 1.41 0.49 4.42 0.00337871 0.1154 -1.58
267153_at glutathione S-transferase identical ATGSTF9 AT2G30860 -1.64 -0.72 -4.42 0.0033963 0.1158 -1.58
248839_at putative protein contains similarity bHLH071 AT5G46690 -2.54 -1.34 -4.41 0.00341941 0.1164 -1.59
267123_at putative acetone-cyanohydrin lyaseMES7 AT2G23560 -1.91 -0.94 -4.41 0.00344345 0.1171 -1.60
257805_at sugar transport, putative similar toATPLT5 AT3G18830 -2.04 -1.03 -4.41 0.00345026 0.1171 -1.60
246038_s_at putative protein thiamin pyrophospatnudt20 AT5G19460 / -1.61 -0.69 -4.40 0.00345644 0.1171 -1.60
253837_at putative proline-rich protein extens--- AT4G27850 -1.38 -0.47 -4.40 0.0034815 0.1176 -1.61
264236_at hypothetical protein predicted by g --- AT1G54680 1.45 0.54 4.40 0.00348143 0.1176 -1.61
260745_at 2,4-D inducible glutathione S-transATGSTU20AT1G78370 -2.61 -1.38 -4.40 0.00349093 0.1177 -1.61
260460_at unknown protein --- AT1G68230 1.43 0.51 4.39 0.00349464 0.1177 -1.61
264788_at putative DnaJ protein  ;supported b--- AT2G17880 2.89 1.53 4.39 0.00351106 0.1178 -1.62
247862_at similar to unknown protein (sp|P72 --- AT5G58250 1.42 0.50 4.39 0.00351151 0.1178 -1.62
261401_at kinase, putative similar to Ste-20 r --- AT1G79640 1.58 0.66 4.39 0.00350905 0.1178 -1.62
256229_at unknown protein MSL3 AT1G58200 -1.60 -0.68 -4.39 0.00351885 0.1179 -1.62
247731_at glucuronosyl transferase - like pro UGT76E2 AT5G59590 -1.41 -0.50 -4.39 0.00352576 0.1179 -1.62
260955_at unknown protein contains similarity--- AT1G06000 -2.21 -1.14 -4.39 0.00352892 0.1179 -1.62
247183_at putative protein strong similarity to --- AT5G65440 1.37 0.45 4.38 0.00353488 0.1179 -1.63
245025_at ATPase I subunit --- --- -1.30 -0.37 -4.38 0.0035478 0.1181 -1.63
266700_at 60S ribosomal protein L31  ; suppo--- AT2G19740 1.63 0.70 4.38 0.00356285 0.1181 -1.63
255877_at putative PTR2 family peptide trans --- AT2G40460 -2.60 -1.38 -4.38 0.00355347 0.1181 -1.63
247001_at natural resistance-associated macrNRAMP4 AT5G67330 -1.48 -0.56 -4.38 0.00356011 0.1181 -1.63
247703_at putative protein predicted proteinsSRR1 AT5G59560 1.47 0.56 4.38 0.00356865 0.1181 -1.64
245377_at hypothetical protein --- AT4G17700 -1.42 -0.51 -4.37 0.00360485 0.1186 -1.65
260058_at unknown protein  ; supported by cD--- AT1G78100 -1.46 -0.55 -4.37 0.00359295 0.1186 -1.64
255623_at putative L5 ribosomal protein  ;sup --- AT4G01310 1.39 0.47 4.37 0.00359955 0.1186 -1.64
255551_at putative potassium channel  ;suppoKCO5 AT4G01840 1.34 0.42 4.37 0.00360944 0.1186 -1.65
265232_s_at hypothetical protein --- AT2G07715 -1.49 -0.57 -4.37 0.00359831 0.1186 -1.64
260496_at putative ABC transporter --- AT2G41700 1.34 0.42 4.36 0.00362885 0.1191 -1.65
257863_at hypothetical protein similar to GRAanac057 AT3G17730 -1.32 -0.40 -4.36 0.00363921 0.1193 -1.66
256433_at unknown protein SAG20 AT3G10985 1.67 0.74 4.36 0.00364464 0.1193 -1.66
260410_at putative peptide transporter similar --- AT1G69870 -2.00 -1.00 -4.36 0.00365678 0.1195 -1.66



266156_at hypothetical protein predicted by g FRA8 AT2G28110 3.14 1.65 4.35 0.00366236 0.1195 -1.66
252912_at ribosomal protein S25 ribosomal p--- AT4G39200 1.73 0.79 4.35 0.00369902 0.1199 -1.67
245357_at putative protein ;supported by full-l --- AT4G17560 1.60 0.67 4.35 0.0036844 0.1199 -1.67
254155_at putative protein kinase putative pr --- AT4G24480 -1.49 -0.57 -4.35 0.00368712 0.1199 -1.67
247635_at serine/threonine-protein kinase - liGRIK2 AT5G60548 / -1.34 -0.42 -4.35 0.00369637 0.1199 -1.67
262411_at hypothetical protein predicted by g --- AT1G34640 1.45 0.53 4.35 0.00369134 0.1199 -1.67
252942_at putative protein  ;supported by full- --- AT4G39300 1.49 0.57 4.34 0.00371299 0.1199 -1.68
251066_at putative protein RING-H2 finger pr--- AT5G01880 1.78 0.83 4.34 0.00371549 0.1199 -1.68
264840_at unknown protein similar to leucine---- AT1G03440 -1.38 -0.47 -4.34 0.00370599 0.1199 -1.67
267184_at unknown protein  ; supported by cDASHH3 AT2G44150 1.38 0.46 4.34 0.00372856 0.1201 -1.68
246301_at calcium-dependent protein kinase CPK13 AT3G51850 1.38 0.47 4.33 0.00376198 0.1210 -1.69
252293_at 4-coumarate-CoA ligase -like prote--- AT3G48990 1.38 0.46 4.33 0.0037822 0.1213 -1.70
255819_s_at 40S ribosomal protein S26 --- AT2G40510 / 1.41 0.49 4.33 0.0037779 0.1213 -1.69
247734_at putative protein predicted protein, --- AT5G59400 1.45 0.54 4.32 0.00382077 0.1215 -1.71
258979_at heat-shock protein (At-hsc70-3) ide--- AT3G09440 -1.99 -0.99 -4.32 0.00382455 0.1215 -1.71
258776_at putative T-complex protein 1, ETA--- AT3G11830 1.49 0.57 4.32 0.00382802 0.1215 -1.71
260902_at hypothetical protein similar to carbo--- AT1G21440 -1.84 -0.88 -4.32 0.00379756 0.1215 -1.70
245088_at subtilisin-like serine protease conta--- AT2G39850 -2.21 -1.14 -4.32 0.00380653 0.1215 -1.70
247128_at atfp6-like protein --- AT5G66110 1.63 0.70 4.32 0.00382923 0.1215 -1.71
251425_at putative protein chloroplast Cpn21--- AT3G60210 1.46 0.54 4.32 0.0037939 0.1215 -1.70
245420_at hypothetical protein --- AT4G17410 -1.45 -0.54 -4.32 0.00380985 0.1215 -1.70
262590_at putative RING-H2 zinc finger proteRHA2A AT1G15100 1.47 0.56 4.32 0.00383716 0.1216 -1.71
244951_s_at cytochrome c biogenesis orf452 --- AT2G07723 -2.01 -1.01 -4.31 0.00384254 0.1216 -1.71
253489_at monogalactosyldiacylglycerol syntMGD1 AT4G31780 -1.67 -0.74 -4.31 0.0038541 0.1216 -1.72
250428_at putative protein phosphatase protePAS2 AT5G10480 1.87 0.90 4.31 0.00385421 0.1216 -1.72
256441_at unknown protein  ;supported by ful --- AT3G10940 -1.91 -0.93 -4.31 0.00387349 0.1217 -1.72
245557_at phosphatase like protein PUX5 AT4G15410 -1.31 -0.39 -4.31 0.00387306 0.1217 -1.72
252015_at putative protein growth-regulating AtGRF4 AT3G52910 1.31 0.38 4.31 0.00387044 0.1217 -1.72
254608_at major intrinsic protein (MIP)- like nNIP1;2 AT4G18910 2.28 1.19 4.31 0.00388247 0.1218 -1.72
256466_at plastid protein, putative similar to G--- AT1G32580 1.33 0.41 4.30 0.00390179 0.1223 -1.73
248855_at NAM-like anac096 AT5G46590 -1.87 -0.90 -4.30 0.00391824 0.1226 -1.73
261325_at hypothetical protein predicted by g --- AT1G44780 -1.31 -0.39 -4.30 0.0039269 0.1227 -1.73
246518_at acetyltransferase-like protein GlucAtGNA1 AT5G15770 1.39 0.47 4.29 0.0039394 0.1229 -1.74
265573_at putative zinc-finger protein similar t--- AT2G28200 2.05 1.04 4.29 0.00394543 0.1229 -1.74
254996_at putative protein kinase CLV1 rece --- AT4G10390 -1.56 -0.64 -4.29 0.00395344 0.1230 -1.74



249752_at putative protein similar to unknownLSU2 AT5G24660 -1.53 -0.61 -4.29 0.00396574 0.1232 -1.75
267068_at unknown protein --- AT2G41020 1.52 0.60 4.28 0.00398473 0.1237 -1.75
256725_at hypothetical protein predicted by g --- AT2G34070 -2.12 -1.08 -4.28 0.00399783 0.1239 -1.75
252559_at RNA binding protein -like COLD-IN--- AT3G46020 1.33 0.41 4.28 0.0040044 0.1239 -1.76
245311_at ribosomal protein ; supported by fu--- AT4G14320 1.70 0.76 4.27 0.00403787 0.1241 -1.76
255773_at flavonol 4'-sulfotransferase, putativSOT17 AT1G18590 -2.75 -1.46 -4.27 0.00403673 0.1241 -1.76
253602_s_at leucyl aminopeptidase - like protei --- AT4G30910 / 1.36 0.44 4.27 0.00403516 0.1241 -1.76
251349_s_at putative protein several hypothetica--- AT3G11030 / 1.59 0.67 4.28 0.00401617 0.1241 -1.76
266648_at putative trytophanyl-tRNA synthetaOVA4 AT2G25840 1.36 0.45 4.27 0.00402642 0.1241 -1.76
255430_at putative chloroplast protein import tic20-IV AT4G03320 1.98 0.99 4.27 0.00405779 0.1242 -1.77
252036_at putative protein  ;supported by full- --- AT3G52070 1.55 0.64 4.27 0.004054 0.1242 -1.77
262392_at hypothetical protein predicted by g --- AT1G49520 -1.64 -0.71 -4.27 0.0040561 0.1242 -1.77
266246_at putative cytochrome P450 CYP94C1 AT2G27690 -2.86 -1.52 -4.26 0.00407529 0.1246 -1.77
247389_at putative protein strong similarity to --- AT5G63490 -1.61 -0.69 -4.26 0.00408014 0.1246 -1.77
255283_at putative symbiosis-related protein  ATG8B AT4G04620 1.67 0.74 4.26 0.004088 0.1247 -1.78
245616_at kinase like protein --- AT4G14480 -1.91 -0.93 -4.26 0.00409646 0.1248 -1.78
245106_at unknown protein --- AT2G41650 1.50 0.59 4.26 0.00411705 0.1252 -1.78
261913_at flavin-containing monooxygenase FMO GS-O AT1G65860 -2.21 -1.14 -4.25 0.00415434 0.1253 -1.79
255000_at S18.A ribosomal protein  ;supporteRPS18C AT4G09800 1.67 0.74 4.25 0.00413778 0.1253 -1.79
245425_at carboxyl-terminal proteinase like prUCH3 AT4G17510 1.29 0.36 4.25 0.00414877 0.1253 -1.79
250975_at putative protein --- AT5G03050 1.52 0.60 4.25 0.00415007 0.1253 -1.79
254853_at putative DNA-binding protein AT-h--- AT4G12080 1.57 0.65 4.25 0.0041318 0.1253 -1.79
261417_at Expressed protein ; supported by c--- AT1G07700 -1.38 -0.46 -4.25 0.00414243 0.1253 -1.79
266745_at unknown protein  ; supported by cDPKS1 AT2G02950 -2.32 -1.22 -4.24 0.00417419 0.1256 -1.80
258919_at Expressed protein ; supported by f --- AT3G10525 -1.56 -0.64 -4.24 0.00418414 0.1256 -1.80
264242_at hypothetical protein predicted by g --- AT1G54640 -1.30 -0.37 -4.24 0.0041839 0.1256 -1.80
251296_at putative protein paladin - Mus mus--- AT3G62010 -1.43 -0.52 -4.24 0.00417533 0.1256 -1.80
247440_at peptide transporter --- AT5G62680 -1.37 -0.45 -4.23 0.00423892 0.1260 -1.81
253519_at predicted protein red-1 gene, M.m--- AT4G31240 1.96 0.97 4.24 0.00421018 0.1260 -1.81
261954_at plastid ribosomal protein S6, putat--- AT1G64510 1.41 0.49 4.23 0.00422499 0.1260 -1.81
258647_at unknown protein  ; supported by cD--- AT3G07870 1.43 0.52 4.23 0.0042436 0.1260 -1.82
245560_at indole-3-acetate beta-glucosyltransUGT84A1 AT4G15480 -1.49 -0.57 -4.23 0.00423572 0.1260 -1.81
260165_at 30S ribosomal protein S17, chloroRPS17 AT1G79850 1.60 0.68 4.23 0.00422625 0.1260 -1.81
258175_at FKBP-type peptidyl-prolyl cis-transTWD1 AT3G21640 1.40 0.48 4.23 0.00424015 0.1260 -1.81
264504_at unknown protein similar to ATP-citACLA-3 AT1G09430 1.37 0.46 4.23 0.00423027 0.1260 -1.81



255298_at putative protein similar to transcrip ATMSRB6 AT4G04840 -3.40 -1.77 -4.22 0.00429432 0.1261 -1.83
260250_at putative phosphoribosylformylglyci PUR4 AT1G74260 1.50 0.59 4.23 0.00427436 0.1261 -1.82
261700_at hypothetical protein similar to hypo--- AT1G32690 -1.54 -0.62 -4.23 0.00425687 0.1261 -1.82
246573_at copper amine oxidase, putative sim--- AT1G31690 -1.60 -0.68 -4.23 0.0042644 0.1261 -1.82
261037_at lipoxygenase identical to GB:CAB5LOX3 AT1G17420 -4.89 -2.29 -4.22 0.00428464 0.1261 -1.83
263686_at putative 60s ribosomal protein L10--- AT1G26910 1.71 0.78 4.22 0.00429193 0.1261 -1.83
246832_at putative protein isopenicillin N epim--- AT5G26600 -1.47 -0.55 -4.22 0.00427952 0.1261 -1.82
255657_at acidic ribosomal protein p1 similar --- AT4G00810 1.47 0.56 4.22 0.0042755 0.1261 -1.82
253101_at cytochrome P450 monooxygenaseCYP91A2 AT4G37430 1.92 0.94 4.22 0.00429442 0.1261 -1.83
259609_at myosin-like protein contains Pfam TSA1 AT1G52410 -4.53 -2.18 -4.22 0.00430245 0.1261 -1.83
251658_at putative protein strictosidine syntha--- AT3G57020 -2.25 -1.17 -4.22 0.00432548 0.1267 -1.84
265025_at Expressed protein ; supported by f --- AT1G24575 1.44 0.53 4.21 0.00435181 0.1270 -1.84
249829_at c-myc binding protein MM-1-like prPDF5 AT5G23290 1.39 0.47 4.21 0.00435535 0.1270 -1.84
255983_at polyneuridine aldehyde esterase, MES14 AT1G33990 1.40 0.49 4.21 0.00434695 0.1270 -1.84
251076_at putative protein putative protein At--- AT5G01970 1.71 0.77 4.20 0.00438385 0.1277 -1.85
260387_at putative flavonol sulfotransferase sSOT16 AT1G74100 -2.28 -1.19 -4.20 0.00438777 0.1277 -1.85
250955_at putative protein various predicted CPUORF47AT5G03190 -3.62 -1.86 -4.20 0.00440499 0.1278 -1.85
261373_at CMP-KDO synthetase, putative sim--- AT1G53000 1.37 0.46 4.20 0.00440475 0.1278 -1.85
262448_at En/Spm-like transposon protein, p --- AT1G49450 -1.41 -0.49 -4.20 0.00442594 0.1283 -1.86
265895_at unknown protein  ;supported by ful --- AT2G15000 1.45 0.54 4.19 0.00444536 0.1287 -1.86
245668_at dormancy-associated protein, putaDYL1 AT1G28330 1.56 0.64 4.19 0.00445692 0.1288 -1.87
266856_at putative ABC transporter related toPDR4 AT2G26910 1.92 0.94 4.18 0.00448883 0.1294 -1.87
263503_s_at hypothetical protein --- AT2G07676 -1.35 -0.43 -4.19 0.00448649 0.1294 -1.87
249441_at avirulence induced gene (AIG) - lik--- AT5G39730 -1.53 -0.62 -4.18 0.00449561 0.1295 -1.88
249046_at berberine bridge enzyme --- AT5G44400 -1.97 -0.97 -4.18 0.00450696 0.1296 -1.88
263831_at putative ferritin ATFER4 AT2G40300 1.70 0.77 4.18 0.00451424 0.1297 -1.88
259008_at metallothionein-like protein similar MT2A AT3G09390 1.44 0.53 4.17 0.00455236 0.1298 -1.89
251196_at glutaredoxin -like protein glutaredo--- AT3G62950 2.80 1.48 4.18 0.00452744 0.1298 -1.88
249210_at unknown protein --- AT5G42670 1.34 0.42 4.17 0.00454484 0.1298 -1.89
266299_at glutathione S-transferase identical ATGSTU5 AT2G29450 -2.04 -1.03 -4.17 0.00455043 0.1298 -1.89
255628_at coded for by A. thaliana cDNA T45GIF3 AT4G00850 1.40 0.49 4.17 0.00455333 0.1298 -1.89
265583_at unknown protein --- AT2G20010 -1.32 -0.40 -4.17 0.00455091 0.1298 -1.89
256417_s_at omega-3 fatty acid desaturase, chFAD7 AT3G11170 / -1.82 -0.86 -4.17 0.00457793 0.1304 -1.89
253121_at putative protein predicted protein, --- AT4G35890 -1.29 -0.36 -4.17 0.00459469 0.1307 -1.90
264100_at lupeol synthase identical to lupeol LUP1 AT1G78970 -2.93 -1.55 -4.16 0.00461011 0.1307 -1.90



267553_s_at hypothetical protein predicted by g --- AT2G32180 / 1.66 0.73 4.16 0.00460971 0.1307 -1.90
249138_at putative protein contains similarity WPP1 AT5G43070 -1.37 -0.46 -4.16 0.00461331 0.1307 -1.90
263412_at putative histone H2B  ;supported b --- AT2G28720 1.39 0.47 4.16 0.00461931 0.1307 -1.90
249026_at Expressed protein ; supported by f OSB3 AT5G44785 1.53 0.61 4.16 0.00462562 0.1307 -1.91
262310_at unknown protein contains similarityMLP31 AT1G70840 -1.40 -0.49 -4.16 0.00464192 0.1310 -1.91
264293_at cell division cycle protein, putativeAPC6 AT1G78770 1.33 0.41 4.16 0.00464475 0.1310 -1.91
256836_at pyruvate kinase, putative similar toPKP-ALPHAAT3G22960 1.51 0.60 4.15 0.00466816 0.1313 -1.92
253002_at phosphoinositide-specific phospho ATPLC1 AT4G38530 -1.46 -0.55 -4.15 0.00466505 0.1313 -1.91
246915_at malate dehydrogenase - like proteATNADP-MAT5G25880 1.82 0.87 4.15 0.0046857 0.1316 -1.92
258856_at hypothetical protein predicted by g SRG3 AT3G02040 2.11 1.07 4.15 0.00469619 0.1318 -1.92
246490_at S-adenosylmethionine decarboxylaCPuORF10AT5G15948 / -1.58 -0.66 -4.15 0.00470952 0.1320 -1.92
262933_at polyamine oxidase, putative similaATPAO4 AT1G65840 -1.73 -0.79 -4.14 0.00472128 0.1321 -1.93
251892_at putative protein WRI1 AT3G54320 1.59 0.67 4.14 0.00473832 0.1322 -1.93
261500_at hypothetical protein predicted by g --- AT1G28400 2.38 1.25 4.14 0.00474055 0.1322 -1.93
265271_at hypothetical protein predicted by g --- AT2G28360 1.45 0.54 4.14 0.00474093 0.1322 -1.93
245345_at proteinase like protein ;supported b--- AT4G16640 -1.35 -0.43 -4.14 0.00475111 0.1323 -1.93
248271_at putative protein similar to unknown--- AT5G53420 -2.19 -1.13 -4.14 0.00475642 0.1323 -1.93
263636_at unknown protein  ; supported by fu --- AT2G11910 1.43 0.52 4.13 0.00477862 0.1324 -1.94
266534_at putative splicing factor  ;supported --- AT2G16940 1.33 0.42 4.13 0.00478328 0.1324 -1.94
266554_s_at eukaryotic translation initiation fact --- AT2G46280 / 1.51 0.60 4.13 0.00477753 0.1324 -1.94
264485_at unknown protein ; supported by cD--- AT1G77220 -1.38 -0.46 -4.13 0.00478146 0.1324 -1.94
267300_at putative glucosyltransferase --- AT2G30140 1.35 0.44 4.13 0.00479136 0.1325 -1.94
263098_at Expressed protein ; supported by f --- AT2G16005 -1.34 -0.42 -4.13 0.0048037 0.1325 -1.94
263715_at unknown protein  ; supported by cDGPRI1 AT2G20570 -1.39 -0.47 -4.13 0.00480439 0.1325 -1.95
249422_at putative protein predicted proteinsAtHB23 AT5G39760 -1.48 -0.57 -4.13 0.00481471 0.1326 -1.95
264506_at germin-like protein Identical to AraGLP5 AT1G09560 1.47 0.55 4.12 0.00482649 0.1328 -1.95
262047_at hypothetical protein predicted by g --- AT1G80160 3.84 1.94 4.12 0.00484567 0.1332 -1.95
266258_at 60S acidic ribosomal protein P2  ;s--- AT2G27720 1.79 0.84 4.12 0.00486603 0.1336 -1.96
255678_at predicted protein with unknown funAT4G00520--- -1.42 -0.50 -4.11 0.00488516 0.1339 -1.96
247094_at GDP-D-mannose 4,6-dehydrataseGMD1 AT5G66280 -1.40 -0.49 -4.11 0.0048934 0.1340 -1.96
264774_at unknown protein --- AT1G22890 2.31 1.21 4.11 0.0049126 0.1344 -1.97
246148_at glycine-rich RNA-binding protein - --- AT5G19960 1.45 0.54 4.11 0.00493387 0.1344 -1.97
247378_at ATP-dependent RNA helicase-like --- AT5G63120 -1.57 -0.65 -4.11 0.00492326 0.1344 -1.97
262875_at gamma-tocopherol methyltransferaG-TMT AT1G64970 -1.46 -0.55 -4.11 0.00493431 0.1344 -1.97
245501_at hypothetical protein --- AT4G15620 2.12 1.09 4.11 0.00493767 0.1344 -1.97



258181_at nitrate transporter identical to nitrat--- AT3G21670 -1.65 -0.72 -4.10 0.00495045 0.1346 -1.98
254213_at tyrosine transaminase like protein --- AT4G23590 -1.36 -0.45 -4.10 0.004969 0.1348 -1.98
253291_at Expressed protein ; supported by f --- AT4G33865 1.57 0.65 4.10 0.00496601 0.1348 -1.98
267010_at putative AP2 domain transcription SNZ AT2G39250 -1.51 -0.59 -4.10 0.00498569 0.1351 -1.98
250891_at fatty acid elongase - like protein K KCS19 AT5G04530 -1.50 -0.58 -4.09 0.00501003 0.1356 -1.99
266814_at homeodomain transcription factor (ATHB4 AT2G44910 -1.28 -0.36 -4.09 0.00501978 0.1357 -1.99
262733_s_at lipase identical to lipase GB:AAA9--- AT1G28660 / 1.46 0.55 4.09 0.00503395 0.1357 -1.99
252114_at mucin -like protein hemomucin, Dr--- AT3G51450 -2.68 -1.42 -4.09 0.005036 0.1357 -1.99
246235_at putative protein --- AT4G36830 -1.48 -0.56 -4.09 0.00504441 0.1357 -2.00
267361_at hypothetical protein predicted by g --- AT2G39920 -1.74 -0.80 -4.09 0.00504123 0.1357 -2.00
252198_x_at putative protein predicted protein, --- AT3G50250 -1.64 -0.72 -4.08 0.00508363 0.1366 -2.00
264575_at putative chloroplast 50S ribosomaemb2394 AT1G05190 1.39 0.48 4.08 0.00509786 0.1368 -2.01
250139_at putative protein de novo DNA met DRM2 AT5G14620 1.29 0.37 4.08 0.00510915 0.1369 -2.01
255789_at 60S ribosomal protein L23  ;suppo --- AT2G33370 2.31 1.20 4.08 0.00511345 0.1369 -2.01
265580_at putative protein phosphatase 2C --- AT2G20050 -1.49 -0.57 -4.07 0.00513075 0.1372 -2.01
250300_at putative protein various predicted --- AT5G11890 1.63 0.71 4.07 0.00514823 0.1373 -2.02
251472_at putative protein nodule inception p--- AT3G59580 1.36 0.44 4.07 0.00514584 0.1373 -2.02
254764_at putative protein  ; supported by cD --- AT4G13250 2.06 1.04 4.06 0.00522866 0.1376 -2.03
247155_at 2-oxoglutarate dehydrogenase, E1--- AT5G65750 1.61 0.69 4.06 0.00521806 0.1376 -2.03
250329_at putative potassium transport proteKEA6 AT5G11800 -1.40 -0.49 -4.07 0.00516411 0.1376 -2.02
251943_at splicing factor - like protein splicingRSZ32 AT3G53500 1.30 0.38 4.06 0.00519375 0.1376 -2.03
258090_at putative 60S ribosomal protein L18--- AT3G14600 1.57 0.65 4.06 0.00519584 0.1376 -2.03
258448_at unknown protein --- AT3G22290 -1.31 -0.39 -4.06 0.00520746 0.1376 -2.03
245347_at ferredoxin ;supported by full-length--- AT4G14890 1.54 0.62 4.06 0.00522235 0.1376 -2.03
263585_at 60S ribosomal protein L39 --- AT2G25210 2.04 1.03 4.07 0.00518497 0.1376 -2.02
255664_at putative protein --- AT4G00440 -1.32 -0.40 -4.06 0.00522402 0.1376 -2.03
266313_at putative protein kinase contains a pCIPK3 AT2G26980 1.81 0.85 4.06 0.00520694 0.1376 -2.03
255069_s_at Met2-type cytosine DNA-methyltra--- AT4G08990 / 1.68 0.75 4.07 0.00518489 0.1376 -2.02
259477_at unknown protein ;supported by full --- AT1G19120 1.33 0.41 4.06 0.00521713 0.1376 -2.03
261048_at flavonol 3-o-glucosyltransferase, pUGT72B3 AT1G01420 -1.45 -0.54 -4.06 0.00524545 0.1378 -2.04
250633_at peptide methionine sulfoxide redu PMSR2 AT5G07460 -2.82 -1.50 -4.06 0.00525579 0.1378 -2.04
264847_at clathrin assembly protein AP19, smAP19 AT2G17380 1.28 0.36 4.06 0.00525367 0.1378 -2.04
266520_at cyclic nucleotide and calmodulin-reATCNGC6 AT2G23980 1.45 0.54 4.05 0.00526577 0.1378 -2.04
257317_at hypothetical protein AT2G07743--- -1.44 -0.53 -4.05 0.00526925 0.1378 -2.04
251100_at aldose reductase-like protein aldo --- AT5G01670 1.81 0.86 4.04 0.00532639 0.1380 -2.05



257021_at branched-chain amino acid amino BCAT4 AT3G19710 -2.04 -1.03 -4.05 0.00531764 0.1380 -2.05
253973_at Expressed protein ; supported by c--- AT4G26555 1.28 0.35 4.04 0.00536053 0.1380 -2.06
251997_at 60S ribosomal protein - like 60S ri STV1 AT3G53020 1.56 0.64 4.04 0.00536349 0.1380 -2.06
266561_at unknown protein --- AT2G23960 -1.32 -0.40 -4.05 0.00530433 0.1380 -2.05
251078_at putative protein hypothetical protei --- AT5G01990 1.67 0.74 4.05 0.00532214 0.1380 -2.05
262172_at ribosomal protein S9, putative simRPS9 AT1G74970 1.38 0.46 4.04 0.00535246 0.1380 -2.06
260526_at putative WD-40 repeat protein --- AT2G47410 -1.35 -0.43 -4.04 0.00537405 0.1380 -2.06
254738_at RNA-binding protein like AT4G13860--- -1.40 -0.49 -4.05 0.00531214 0.1380 -2.05
246730_at 40S ribosomal protein S19 - like 4 --- AT5G28060 1.80 0.84 4.04 0.005371 0.1380 -2.06
253312_s_at putative protein (1,4)-beta-xylan e --- AT4G33850 / -1.36 -0.45 -4.05 0.00532058 0.1380 -2.05
250061_at chloroplast GrpE protein  ; support EMB1241 AT5G17710 1.48 0.57 4.04 0.00532284 0.1380 -2.05
250580_at glutamate dehydrogenase 2  ; suppGDH2 AT5G07440 -2.10 -1.07 -4.04 0.00534535 0.1380 -2.06
265333_at hypothetical protein predicted by g AtHB24 AT2G18350 -1.53 -0.61 -4.04 0.00534246 0.1380 -2.06
261138_at hypothetical protein contains Pfam --- AT1G19710 1.42 0.50 4.04 0.00535597 0.1380 -2.06
266110_at putative C2H2-type zinc finger protAtIDD4 AT2G02080 -1.41 -0.50 -4.05 0.0053025 0.1380 -2.05
256033_at UDP-glucose glucosyltransferase,UGT71C4 AT1G07250 -1.37 -0.45 -4.04 0.00538339 0.1381 -2.06
258365_s_at putative diaminopimelate decarbox--- AT3G14390 / 1.42 0.51 4.03 0.00539293 0.1382 -2.07
261547_at protein kinase, putative contains P--- AT1G63500 -1.39 -0.48 -4.03 0.00541528 0.1385 -2.07
258937_at putative ribosomal protein S28 sim--- AT3G10090 1.67 0.74 4.03 0.00541324 0.1385 -2.07
259643_at putative menaquinone biosynthes --- AT1G68890 -1.32 -0.41 -4.02 0.00545873 0.1392 -2.08
250672_at DnaJ homologue (gb|AAB91418.1 ATJ6 AT5G06910 1.29 0.37 4.02 0.00546569 0.1392 -2.08
250776_at monooxygenase  ;supported by ful --- AT5G05320 1.32 0.40 4.02 0.00546896 0.1392 -2.08
258141_at hypothetical protein HON4 AT3G18035 1.51 0.59 4.02 0.00546472 0.1392 -2.08
267481_at putative receptor-like protein kinas --- AT2G02780 -2.25 -1.17 -4.02 0.00548092 0.1394 -2.08
257674_at translational inhibitor protein, puta --- AT3G20390 -1.35 -0.43 -4.02 0.00551165 0.1398 -2.09
251030_at putative protein kinesin light chain NDP1 AT5G02130 -1.61 -0.69 -4.02 0.00550725 0.1398 -2.09
261102_at unknown protein --- AT1G62880 1.33 0.41 4.01 0.00553401 0.1403 -2.09
265206_at putative protease belongs to eukar --- AT2G36670 1.46 0.54 4.01 0.0055421 0.1403 -2.09
260205_at hypothetical protein predicted by g TIFY7 AT1G70700 -2.17 -1.12 -4.01 0.00557861 0.1409 -2.10
255978_at hypothetical protein --- AT1G34010 1.33 0.41 4.01 0.00557586 0.1409 -2.10
263158_at CCAAT-binding factor B subunit, pNF-YA5 AT1G54160 -1.37 -0.46 -4.01 0.00558716 0.1410 -2.10
264899_at unknown protein similar to ripening--- AT1G23130 -1.91 -0.93 -4.00 0.00560294 0.1410 -2.11
260764_at unknown protein --- AT1G48950 1.48 0.56 4.00 0.00560759 0.1410 -2.11
258731_at unknown protein  ; supported by cD--- AT3G11880 -1.36 -0.45 -4.00 0.0055982 0.1410 -2.10
266422_at hypothetical protein predicted by g GAUT7 AT2G38650 -1.36 -0.44 -4.00 0.0056254 0.1413 -2.11



257279_at unknown protein  ;supported by ful --- AT3G14430 1.37 0.46 4.00 0.00564486 0.1416 -2.11
252549_at protein kinase - like receptor-like p--- AT3G45860 -2.24 -1.16 -3.99 0.00568057 0.1421 -2.12
248043_s_at heat shock protein (emb|CAA7251 --- AT5G56000 / -1.77 -0.82 -3.99 0.00568072 0.1421 -2.12
254742_at putative protein various predicted 3IIL1 AT4G13430 -1.29 -0.37 -3.99 0.00566869 0.1421 -2.12
245502_at hypothetical protein --- AT4G15640 1.49 0.57 3.99 0.00568947 0.1421 -2.12
265398_at unknown protein ATMAK10 AT2G11000 1.38 0.46 3.99 0.00570938 0.1422 -2.13
266699_at putative ribosomal protein L28  ; su--- AT2G19730 1.68 0.75 3.99 0.00570262 0.1422 -2.12
259493_at unknown protein --- AT1G15840 -1.38 -0.46 -3.99 0.00570517 0.1422 -2.12
251536_at ketol-acid reductoisomerase  ; sup --- AT3G58610 1.41 0.49 3.98 0.00573443 0.1426 -2.13
265740_at RING-H2 finger protein RHA2b ideRHA2B AT2G01150 -2.09 -1.07 -3.98 0.00576229 0.1432 -2.13
246339_at RP19 gene for chloroplast ribosomRPL9 AT3G44890 1.41 0.49 3.98 0.00576844 0.1432 -2.14
247038_at anthranilate N-hydroxycinnamoyl/bEPS1 AT5G67160 -1.55 -0.63 -3.98 0.00577895 0.1433 -2.14
247794_at phosphoinositide specific phospho PLC1 AT5G58670 -1.49 -0.57 -3.97 0.00582318 0.1434 -2.15
258421_at MtN3-like protein similar to MtN3 G--- AT3G16690 -1.90 -0.93 -3.97 0.00585737 0.1434 -2.15
257793_at unknown protein  ;supported by ful --- AT3G26960 -3.62 -1.85 -3.97 0.0058535 0.1434 -2.15
262946_at hypothetical protein predicted by g --- AT1G79390 1.38 0.47 3.97 0.00586191 0.1434 -2.15
264676_at unknown protein EST gb|R64758 c--- AT1G09870 1.31 0.39 3.97 0.00582569 0.1434 -2.15
253922_at putative protein  ; supported by cD VTC2 AT4G26850 -1.64 -0.71 -3.97 0.00583015 0.1434 -2.15
266189_at unknown protein --- AT2G39020 -1.29 -0.37 -3.97 0.00584588 0.1434 -2.15
AFFX-BioB-M_ E. coli /GEN=bioB /DB_XREF=gb:J--- --- -1.89 -0.92 -3.97 0.00583532 0.1434 -2.15
263133_at hypothetical protein predicted by g --- AT1G78450 -3.50 -1.81 -3.97 0.0058116 0.1434 -2.14
251301_at cytochrome p450 (CYP78A9)  ;supCYP78A9 AT3G61880 -1.44 -0.52 -3.97 0.00586017 0.1434 -2.15
254502_at hypothetical protein PTAC14 AT4G20130 1.46 0.55 3.98 0.00580085 0.1434 -2.14
249797_at putative protein contains similarity --- AT5G23750 -1.52 -0.60 -3.98 0.00579014 0.1434 -2.14
258638_at unknown protein  ;supported by ful --- AT3G07950 1.34 0.42 3.97 0.00586426 0.1434 -2.15
255575_at predicted protein of unknown func --- AT4G01430 2.44 1.28 3.96 0.00588251 0.1434 -2.16
250584_at WD-repeat protein-like --- AT5G07590 1.44 0.53 3.96 0.00587989 0.1434 -2.16
256835_at ATP sulfurylase, putative similar toAPS1 AT3G22890 -1.89 -0.92 -3.96 0.00588534 0.1434 -2.16
260774_at serine-threonine protein kinase, pu--- AT1G78290 2.38 1.25 3.96 0.00592244 0.1434 -2.16
260069_at unknown protein --- AT1G73820 1.35 0.43 3.95 0.00596087 0.1434 -2.17
262951_at nodulin-like protein similar to MtN2--- AT1G75500 -1.51 -0.60 -3.96 0.0059134 0.1434 -2.16
258086_at dihydrolipoamide S-acetyltransferaLTA2 AT3G25860 1.46 0.55 3.96 0.00594023 0.1434 -2.17
245228_at phytochelatin synthetase-like proteCOBL2 AT3G29810 2.11 1.08 3.96 0.00593817 0.1434 -2.17
255429_at hypothetical protein --- AT4G03410 -1.53 -0.61 -3.95 0.00596147 0.1434 -2.17
258385_at putative jasmonic acid regulatory pATNAC2 AT3G15510 1.59 0.67 3.95 0.00595652 0.1434 -2.17



245506_at glutaredoxin homolog --- AT4G15700 2.04 1.03 3.95 0.00595975 0.1434 -2.17
247563_at putative protein various predicted PDCB1 AT5G61130 1.52 0.61 3.96 0.00591893 0.1434 -2.16
264121_at putative GTP-binding protein CarbTOC33 AT1G02280 1.44 0.53 3.96 0.0059436 0.1434 -2.17
258414_at unknown protein  ;supported by ful --- AT3G17380 1.39 0.48 3.96 0.0059151 0.1434 -2.16
251287_at putative protein nucleoid DNA-bind--- AT3G61820 -1.67 -0.74 -3.96 0.00592472 0.1434 -2.16
253776_at ADP,ATP carrier-like protein ADP AAC3 AT4G28390 1.64 0.71 3.95 0.00599387 0.1437 -2.18
264045_at putative GTP cyclohydrolase --- AT2G22450 1.34 0.42 3.95 0.00599566 0.1437 -2.18
257522_at Yippee-like protein similar to Yippe--- AT3G08990 -1.31 -0.39 -3.95 0.00599828 0.1437 -2.18
252789_s_at hypothetical protein  ; supported by--- AT1G21930 / 1.31 0.39 3.95 0.00598153 0.1437 -2.17
250509_at cytochrome P450 CYP78A7 AT5G09970 1.48 0.56 3.95 0.00601252 0.1439 -2.18
247309_at putative protein contains similarity --- AT5G63940 -1.60 -0.68 -3.94 0.00602624 0.1439 -2.18
264353_at hypothetical protein predicted by g --- AT1G03260 1.36 0.44 3.95 0.00602112 0.1439 -2.18
245018_at hypothetical protein --- --- -1.31 -0.39 -3.94 0.00605214 0.1442 -2.19
254002_at steroid sulfotransferase - like prote--- AT4G26280 -1.28 -0.36 -3.94 0.00604226 0.1442 -2.18
249398_at RING finger -like protein RING-H2--- AT5G40250 1.42 0.50 3.94 0.00605451 0.1442 -2.19
264658_at hypothetical protein similar to LG27--- AT1G09910 -1.39 -0.47 -3.94 0.00606196 0.1442 -2.19
251793_at regulator of chromosome condens--- AT3G55580 -1.28 -0.35 -3.94 0.0060704 0.1442 -2.19
266705_at 40S ribosomal protein S30  ; suppo--- AT2G19750 1.61 0.69 3.94 0.0060844 0.1444 -2.19
258531_at importin alpha identical to GB:AACIMPA-1 AT3G06720 1.32 0.40 3.93 0.00610115 0.1447 -2.19
251355_at putative protein hypothetical prote --- AT3G61100 1.50 0.58 3.93 0.0061087 0.1447 -2.20
251357_at ribosomal protein S27  ; supported ARS27A AT3G61110 1.77 0.83 3.93 0.00611547 0.1447 -2.20
251038_at putative protein unknown protein A--- AT5G02240 -1.33 -0.41 -3.93 0.00612408 0.1448 -2.20
250895_at RIBOSOMAL PROTEIN S28- like --- AT5G03850 1.65 0.72 3.93 0.00613092 0.1448 -2.20
245317_at hypothetical protein ; supported by --- AT4G15610 1.38 0.47 3.92 0.00619277 0.1449 -2.21
267497_at putative glutaredoxin  ;supported b --- AT2G30540 -1.94 -0.96 -3.93 0.00614952 0.1449 -2.20
261839_at unknown protein --- AT1G16040 1.41 0.49 3.92 0.00620654 0.1449 -2.21
248039_at putative protein similar to unknown--- AT5G55950 -1.30 -0.37 -3.93 0.00616217 0.1449 -2.20
246747_at ribosomal protein S21 - like riboso--- AT5G27700 1.59 0.67 3.92 0.00620954 0.1449 -2.21
251647_at protein kinase - like protein wall-as--- AT3G57770 1.45 0.53 3.92 0.0062302 0.1449 -2.22
260627_at hypothetical protein predicted by g --- AT1G62310 -1.62 -0.70 -3.92 0.00618257 0.1449 -2.21
248749_at eukaryotic release factor 1 homolo ERF1-1 AT5G47880 -1.31 -0.39 -3.92 0.00620939 0.1449 -2.21
257937_at hypothetical protein predicted by g --- AT3G19810 1.30 0.38 3.92 0.00621608 0.1449 -2.21
263871_at hypothetical protein predicted by g RKP AT2G22010 -1.45 -0.53 -3.92 0.00622103 0.1449 -2.21
261942_at unknown protein similar to putativeAGL87 AT1G22590 1.84 0.88 3.92 0.00619707 0.1449 -2.21
252348_at B12D-like protein B12D protein - H--- AT3G48140 1.34 0.42 3.93 0.00616696 0.1449 -2.21



252016_at putative protein predicted protein, --- AT3G52950 -1.37 -0.45 -3.92 0.00622688 0.1449 -2.22
254791_at SERINE CARBOXYPEPTIDASE Iscpl20 AT4G12910 -1.44 -0.53 -3.93 0.00615176 0.1449 -2.20
255587_at putative inorganic phosphatase  ; sAtPPa5 AT4G01480 -1.53 -0.61 -3.92 0.00618025 0.1449 -2.21
253285_at fatty acid elongase - like protein faKCS16 AT4G34250 -1.84 -0.88 -3.92 0.00625248 0.1449 -2.22
266747_at predicted by genefinder and gensc--- AT2G02870 -1.45 -0.54 -3.92 0.00625193 0.1449 -2.22
247910_at putative protein similar to unknown--- AT5G57410 1.49 0.58 3.92 0.00624266 0.1449 -2.22
259766_at unknown protein ;supported by full --- AT1G64360 -1.77 -0.82 -3.91 0.00626656 0.1451 -2.22
255008_at putative protein hypothetical prote --- AT4G10060 -1.37 -0.46 -3.91 0.00627699 0.1451 -2.22
245296_at isp4 like protein ; supported by cDNATOPT3 AT4G16370 -1.75 -0.81 -3.91 0.00627465 0.1451 -2.22
248850_at putative protein contains similarity --- AT5G46550 1.38 0.47 3.91 0.00628809 0.1452 -2.23
255041_at putative protein hypothetical prote --- AT4G09620 1.46 0.54 3.91 0.00632067 0.1456 -2.23
248548_at transmembrane transport protein-li --- AT5G50300 -1.31 -0.39 -3.91 0.00631822 0.1456 -2.23
251513_at pirin-like protein pirin - LycopersicoPRN AT3G59220 -3.11 -1.64 -3.90 0.00633478 0.1458 -2.23
257650_at protein phosphatase, putative sim --- AT3G16800 -1.53 -0.61 -3.90 0.00635731 0.1461 -2.24
262162_at unknown protein ;supported by full --- AT1G78020 -1.52 -0.60 -3.90 0.00637621 0.1461 -2.24
263621_at putative DNA-directed RNA polymeNRPB6B AT2G04630 1.39 0.47 3.90 0.00637832 0.1461 -2.24
251185_at 60S RIBOSOMAL PROTEIN L7A --- AT3G62870 1.51 0.60 3.90 0.00637042 0.1461 -2.24
254163_s_at putative protein storage protein - P--- AT4G24340 / -3.69 -1.88 -3.90 0.0063758 0.1461 -2.24
246952_at putative protein similar to unknownOFP13 AT5G04820 -1.47 -0.56 -3.90 0.00639572 0.1462 -2.24
256910_at hypothetical protein --- AT3G24080 -1.46 -0.55 -3.90 0.00639029 0.1462 -2.24
266365_at ferredoxin-dependent glutamate syGLU2 AT2G41220 1.54 0.62 3.89 0.0064203 0.1466 -2.25
248969_at unknown protein  ; supported by cD--- AT5G45310 1.98 0.99 3.89 0.00644302 0.1468 -2.25
247468_at ARF1-binding protein  ; supported ARF2 AT5G62000 -1.39 -0.48 -3.89 0.00644284 0.1468 -2.25
251457_s_at multi resistance protein homolog mATMRP9 AT3G60160 / -1.36 -0.44 -3.89 0.00645908 0.1470 -2.25
262646_at aspartate aminotransferase nearlyASP4 AT1G62800 -1.88 -0.91 -3.89 0.00649281 0.1477 -2.26
246294_at ribosomal protein, chloroplast ribo PSRP5 AT3G56910 1.33 0.41 3.88 0.00652799 0.1482 -2.26
267375_at G protein alpha subunit 1 (GPA1) i GP ALPHA AT2G26300 1.43 0.51 3.88 0.00652714 0.1482 -2.26
257442_at legumin-like protein contains a 11- --- AT2G28680 -1.56 -0.64 -3.88 0.00654431 0.1484 -2.27
250616_at receptor-like protein kinase-like pr EMS1 AT5G07280 -1.44 -0.52 -3.88 0.00655999 0.1486 -2.27
261165_at dihydrolipoamide S-acetyltransferaEMB3003 AT1G34430 1.37 0.45 3.87 0.00657818 0.1489 -2.27
253490_at methyltransferase - like protein me--- AT4G31790 1.86 0.90 3.87 0.00659891 0.1492 -2.28
258297_at Expressed protein ; supported by f --- AT3G23325 1.39 0.48 3.87 0.00662679 0.1497 -2.28
257637_at terpene synthase-related protein co--- AT3G25810 -1.29 -0.37 -3.87 0.00663942 0.1498 -2.28
253538_at putative protein ribosomal protein --- AT4G31460 1.30 0.38 3.86 0.00666582 0.1500 -2.29
265680_at putative hydrolase  ; supported by --- AT2G32150 -1.73 -0.79 -3.86 0.00666986 0.1500 -2.29



260429_at unknown protein  ;supported by ful JAZ6 AT1G72450 -2.13 -1.09 -3.86 0.00666618 0.1500 -2.29
258445_at putative lipoxygenase similar to lipoLOX5 AT3G22400 -1.71 -0.77 -3.86 0.00669811 0.1501 -2.29
252077_at putative protein several putative m --- AT3G51720 1.45 0.53 3.86 0.00668984 0.1501 -2.29
253213_at RNA helicase (RH16) --- AT4G34910 -1.36 -0.45 -3.86 0.00667986 0.1501 -2.29
246043_at putative protein predicted protein, --- AT5G19380 -1.79 -0.84 -3.86 0.00669719 0.1501 -2.29
266046_at hypothetical protein --- AT2G07728 -1.50 -0.58 -3.86 0.00671353 0.1501 -2.29
263192_at hypothetical protein putative acetyACC1 AT1G36160 1.58 0.66 3.86 0.00670902 0.1501 -2.29
251852_at putative protein --- AT3G54750 1.56 0.65 3.86 0.00672152 0.1502 -2.30
264922_s_at U2 snRNP auxiliary factor, large s --- AT1G60830 / 1.30 0.38 3.85 0.00675693 0.1505 -2.30
259172_at O-acetylserine (thiol) lyase identicaCS26 AT3G03630 1.85 0.89 3.85 0.00675799 0.1505 -2.30
265304_at putative AP2 domain transcription --- AT2G20350 -1.29 -0.37 -3.85 0.00676451 0.1505 -2.30
258612_at putative replication factor A similar --- AT3G02920 1.38 0.46 3.85 0.00674536 0.1505 -2.30
262803_at unknown protein Location of ESTs--- AT1G21000 1.67 0.74 3.85 0.0068072 0.1510 -2.31
254663_at potassium channel protein KAT2 KAT2 AT4G18290 -1.54 -0.62 -3.85 0.00680409 0.1510 -2.31
262561_at late embryogenesis abundant prot--- AT1G34340 -1.36 -0.45 -3.85 0.00679969 0.1510 -2.31
260065_at putative RING zinc finger protein c--- AT1G73760 -1.40 -0.49 -3.85 0.00682461 0.1512 -2.31
246779_at putative protein peroxisomal integr PNC2 AT5G27520 -1.78 -0.83 -3.85 0.00682607 0.1512 -2.31
251644_at putative protein putative DNA bind--- AT3G57540 -1.82 -0.86 -3.84 0.00683748 0.1513 -2.31
254919_at RING-H2 finger protein RHA1b  ;suRHA1B AT4G11360 1.66 0.73 3.84 0.00684668 0.1513 -2.31
251812_at hypothetical protein  ;supported by --- AT3G54970 -1.51 -0.60 -3.84 0.00685154 0.1513 -2.32
257122_at RNA-binding protein, putative con APUM5 AT3G20250 1.62 0.69 3.84 0.00689746 0.1519 -2.32
263779_at putative photomorphogenesis repreSPA1 AT2G46340 -1.43 -0.51 -3.84 0.00690773 0.1519 -2.32
258674_at putative elongation factor P (EF-P) --- AT3G08740 1.64 0.71 3.84 0.00690318 0.1519 -2.32
254910_at translation initiation factor IF-1, pu --- AT4G11175 1.31 0.39 3.84 0.00689028 0.1519 -2.32
251411_at regulatory subunit of protein kinaseCKB3 AT3G60250 1.39 0.48 3.84 0.0069104 0.1519 -2.32
249466_at ribosomal protein L5 - like ribosomRPL5B AT5G39740 1.63 0.71 3.83 0.00692605 0.1519 -2.33
261881_at nodulin-like protein similar to nodulNIP6;1 AT1G80760 -1.69 -0.75 -3.83 0.00692369 0.1519 -2.33
265699_at putative esterase (contains an este--- AT2G03550 -1.37 -0.46 -3.83 0.00696008 0.1525 -2.33
263711_at putative protein phosphatase 2C  ; --- AT2G20630 -1.37 -0.45 -3.83 0.00697493 0.1525 -2.33
249331_at 50S ribosomal protein L27 ;suppor RPL27 AT5G40950 1.37 0.45 3.83 0.006986 0.1525 -2.34
265637_at unknown protein ATCOAE AT2G27490 1.36 0.44 3.83 0.00696763 0.1525 -2.33
249036_at nuclear cap-binding protein; CBP2CBP20 AT5G44200 1.42 0.50 3.83 0.00698762 0.1525 -2.34
262786_at putative lipase similar to gb|X02844--- AT1G10740 1.53 0.62 3.82 0.00701026 0.1529 -2.34
264873_at putative indole-3-acetate beta-glucUGT74B1 AT1G24100 -2.35 -1.23 -3.82 0.00704887 0.1534 -2.34
259005_at unknown protein similar to nodule- --- AT3G01930 -1.50 -0.59 -3.82 0.00704529 0.1534 -2.34



247201_at 50S ribosomal protein L29  ; suppo--- AT5G65220 1.45 0.54 3.82 0.00706109 0.1535 -2.35
258616_at putative protein kinase contains P --- AT3G02880 -1.47 -0.56 -3.82 0.00707455 0.1537 -2.35
AFFX-r2-At-U12/FEATURE=cds-2 /GENE= /LABEL--- --- -1.36 -0.45 -3.82 0.00709282 0.1538 -2.35
254872_at putative protein several hypothetica--- AT4G11560 -1.32 -0.40 -3.82 0.00709259 0.1538 -2.35
254763_at ribosomal protein L13a like protein--- AT4G13170 1.48 0.56 3.81 0.00710369 0.1539 -2.35
256751_at CLC-b chloride channel protein ideCLC-B AT3G27170 -1.88 -0.91 -3.81 0.00711643 0.1539 -2.35
256595_x_at hypothetical protein --- AT3G28530 1.43 0.51 3.81 0.00713286 0.1539 -2.36
258651_at putative phosphatidylinositol-4-phoPIP5K9 AT3G09920 -1.43 -0.51 -3.81 0.00712723 0.1539 -2.36
246746_at putative protein predicted proteins --- AT5G27820 1.42 0.50 3.81 0.00712947 0.1539 -2.36
253251_at putative protein similarity predicted--- AT4G34730 1.54 0.62 3.81 0.00714077 0.1540 -2.36
262107_at hypothetical protein predicted by g --- AT1G02750 1.31 0.39 3.81 0.00715906 0.1541 -2.36
261454_at hypothetical protein predicted by g --- AT1G21090 1.38 0.46 3.81 0.00716246 0.1541 -2.36
247313_at 3(2),5-bisphosphate nucleotidase SAL1 AT5G63980 -1.55 -0.63 -3.81 0.0071822 0.1544 -2.36
255706_at putative ribosomal protein S13 simATRPS13A AT4G00100 1.59 0.67 3.80 0.00719233 0.1545 -2.37
257746_at chorismate mutase identical to choCM1 AT3G29200 1.31 0.39 3.80 0.00722273 0.1546 -2.37
251771_at putative protein cellulose synthaseCSLA14 AT3G56000 -1.39 -0.47 -3.80 0.00721686 0.1546 -2.37
250440_at 40S ribsomal protein S6  ; supporteEMB3010 AT5G10360 1.54 0.62 3.80 0.00721149 0.1546 -2.37
250716_at sucrose transporter protein ATSUC9 AT5G06170 -1.32 -0.40 -3.80 0.00721504 0.1546 -2.37
250083_at glutathione S-transferase-like proteATGSTF12 AT5G17220 -1.41 -0.50 -3.80 0.00723162 0.1546 -2.37
256168_at receptor protein kinase, putative c --- AT1G51805 -2.03 -1.02 -3.80 0.00724334 0.1547 -2.37
266166_at putative glucosyltransferase  ; supp--- AT2G28080 -1.56 -0.65 -3.79 0.00729557 0.1549 -2.38
250111_at acetolactate synthase-like protein --- AT5G16290 -1.58 -0.66 -3.79 0.00728363 0.1549 -2.38
264508_at putative phytochrome A similar to GPHYA AT1G09570 1.69 0.76 3.79 0.00728024 0.1549 -2.38
254372_at putative protein predicted proteins --- AT4G21620 1.83 0.87 3.80 0.00726763 0.1549 -2.38
247095_at dehydrin RAB18-like protein (sp P3RAB18 AT5G66400 -2.09 -1.06 -3.79 0.00729335 0.1549 -2.38
266857_at putative Na+ dependent ileal bile a--- AT2G26900 -1.33 -0.41 -3.79 0.00729238 0.1549 -2.38
261431_at Myb-related transcription factor miAtMYB47 AT1G18710 -2.75 -1.46 -3.79 0.00732047 0.1553 -2.38
257875_at hypothetical protein --- AT3G17120 -1.37 -0.46 -3.79 0.00733864 0.1555 -2.39
246868_at protein phosphatase - like protein --- AT5G26010 -1.33 -0.41 -3.79 0.0073441 0.1555 -2.39
247960_at N-myristoyl transferase  ;supportedNMT1 AT5G57020 1.29 0.37 3.78 0.00736924 0.1559 -2.39
249866_at 2-isopropylmalate synthase-like; hoMAM1 AT5G23010 -1.86 -0.89 -3.78 0.00740901 0.1565 -2.40
256308_s_at ABC transporter, putative containsATMRP13 AT1G30410 / 1.66 0.73 3.78 0.00740819 0.1565 -2.40
244937_at NADH dehydrogenase 49KDa prot --- --- -1.73 -0.79 -3.78 0.00742311 0.1566 -2.40
248403_at arginine-aspartate-rich RNA bindin --- AT5G51410 1.36 0.44 3.78 0.0074515 0.1570 -2.40
264154_at unknown protein --- AT1G65430 -1.33 -0.42 -3.78 0.00745286 0.1570 -2.40



266451_at 3-isopropylmalate dehydratase, sm--- AT2G43090 1.34 0.42 3.77 0.0074853 0.1575 -2.41
265720_at unknown protein --- AT2G40110 1.89 0.92 3.77 0.00750072 0.1576 -2.41
266503_at unknown protein --- AT2G47780 1.86 0.89 3.77 0.00750321 0.1576 -2.41
250647_at putative protein contains similarity --- AT5G06770 -1.36 -0.44 -3.77 0.00752045 0.1578 -2.41
255419_at putative receptor kinase --- AT4G03230 -1.38 -0.47 -3.77 0.0075345 0.1578 -2.41
247786_at putative protein various predicted PMR5 AT5G58600 1.30 0.38 3.77 0.0075341 0.1578 -2.41
251242_at ARGININE/SERINE-RICH SPLICINRSP31 AT3G61860 1.31 0.39 3.76 0.00756162 0.1582 -2.42
261213_at unknown protein ; supported by cD--- AT1G12970 1.34 0.42 3.76 0.00760109 0.1587 -2.42
259631_at heat shock protein, putative similaERD2 AT1G56410 -1.29 -0.37 -3.76 0.00759245 0.1587 -2.42
254752_at putative protein IFA-binding protei --- AT4G13160 1.36 0.45 3.76 0.00760474 0.1587 -2.42
248603_at WD-40 repeat protein-like --- AT5G49430 1.29 0.37 3.76 0.00763441 0.1592 -2.43
257690_at unknown protein contains similarity--- AT3G12830 2.23 1.15 3.75 0.00767382 0.1599 -2.43
250829_at disease resistance - like protein rpADR1-L2 AT5G04720 1.42 0.51 3.75 0.00773645 0.1603 -2.44
266598_at 3-methyl-2-oxobutanoate hydroxy- KPHMT1 AT2G46110 1.47 0.55 3.75 0.00771941 0.1603 -2.44
250502_at heat shock protein 70 (Hsc70-5)  ; MTHSC70-2AT5G09590 -1.95 -0.96 -3.75 0.00772356 0.1603 -2.44
249650_at Expressed protein ; supported by cSEF AT5G37055 1.41 0.49 3.75 0.00771904 0.1603 -2.44
263829_at unknown protein --- AT2G40435 -2.35 -1.24 -3.75 0.00771739 0.1603 -2.44
245261_at Expressed protein ; supported by c--- AT4G14385 1.32 0.40 3.75 0.00773058 0.1603 -2.44
246392_at hypothetical protein predicted by g --- AT1G58120 / -1.29 -0.37 -3.74 0.00776145 0.1605 -2.45
260457_at unknown protein --- AT1G72480 1.35 0.43 3.74 0.00775871 0.1605 -2.44
247100_at selenium-binding protein-like --- AT5G66520 1.37 0.45 3.74 0.00777749 0.1607 -2.45
265122_at similar to flavin-binding monooxygeFMO GS-O AT1G62540 -1.26 -0.34 -3.74 0.00780167 0.1608 -2.45
249334_at putative protein strong similarity to YSL4 AT5G41000 1.56 0.64 3.74 0.00779862 0.1608 -2.45
258710_s_at putative coatomer zeta subunit (ze --- AT3G09800 / 1.31 0.39 3.74 0.00779226 0.1608 -2.45
260438_at putative bifunctional nuclease simi ENDO 2 AT1G68290 -2.13 -1.09 -3.74 0.00781616 0.1609 -2.45
257772_at unknown protein C-term similar to --- AT3G23080 -1.41 -0.50 -3.74 0.00784973 0.1609 -2.46
264484_at hypothetical protein similar to anky --- AT1G77260 -1.31 -0.39 -3.74 0.00782622 0.1609 -2.45
254350_at putative protein hypothetical prote --- AT4G22280 1.28 0.35 3.74 0.00784877 0.1609 -2.46
248590_at receptor protein kinase --- AT5G49660 -1.33 -0.41 -3.73 0.00785925 0.1609 -2.46
258622_at unknown protein contains Pfam pro--- AT3G02720 -1.33 -0.41 -3.74 0.00783876 0.1609 -2.46
253998_at putative peroxidase peroxidase AT--- AT4G26010 -1.28 -0.35 -3.73 0.00785513 0.1609 -2.46
260565_at unknown protein predicted by gene--- AT2G43800 -1.70 -0.76 -3.73 0.00786915 0.1610 -2.46
260898_at plastid ribosomal protein L34 prec --- AT1G29070 1.49 0.58 3.73 0.00789903 0.1614 -2.46
249530_at putative protein asparaginyl-tRNA --- AT5G38750 -1.28 -0.36 -3.73 0.00791188 0.1615 -2.47
263261_at putative pre-mRNA splicing factor s--- AT1G10580 -1.25 -0.32 -3.73 0.00791511 0.1615 -2.47



265605_at putative cellulose synthase catalytiCESA10 AT2G25540 -1.26 -0.33 -3.73 0.00793436 0.1617 -2.47
251227_at ABC transporter-like protein glutatATMRP10 AT3G62700 -1.69 -0.76 -3.72 0.00796238 0.1622 -2.47
247074_at putative protein contains similarity --- AT5G66590 -1.52 -0.61 -3.72 0.00801084 0.1630 -2.48
260533_at putative U1 small nuclear ribonucle--- AT2G43370 1.31 0.38 3.72 0.00805034 0.1633 -2.48
256706_at auxin-independent growth promote--- AT3G30300 1.38 0.46 3.72 0.00803621 0.1633 -2.48
253635_at putative protein hypothetical prote --- AT4G30620 1.30 0.38 3.72 0.00805479 0.1633 -2.48
264525_at unknown protein Highly Similar to bATBCAT-1 AT1G10060 3.07 1.62 3.72 0.00804962 0.1633 -2.48
256982_at unknown protein ECT2 AT3G13460 1.34 0.42 3.71 0.00809016 0.1635 -2.49
260681_at hypothetical protein predicted by g AT1G08030--- -1.30 -0.38 -3.71 0.00807315 0.1635 -2.49
249219_at putative protein contains similarity SDG25 AT5G42400 -1.43 -0.52 -3.71 0.00808819 0.1635 -2.49
252168_at putative protein pir7a protein - OryMES10 AT3G50440 -2.58 -1.37 -3.71 0.00807739 0.1635 -2.49
250784_at unknown protein ; supported by cD--- AT5G05480 1.44 0.52 3.71 0.00812498 0.1637 -2.49
250538_at RNA helicase (emb|CAA09212.1)  STRS2 AT5G08620 1.64 0.72 3.71 0.00812309 0.1637 -2.49
248035_at sucrose cleavage protein-like ;supp--- AT5G55900 1.32 0.40 3.71 0.00812304 0.1637 -2.49
251478_at putative protein SF16 protein, poll IQD13 AT3G59690 1.29 0.36 3.70 0.00820731 0.1652 -2.50
259253_at hypothetical protein predicted by g --- AT3G07640 1.26 0.34 3.70 0.00821845 0.1652 -2.50
253980_at sucrase-like protein sucrose cleav --- AT4G26620 1.63 0.70 3.70 0.00821959 0.1652 -2.50
263937_at putative RING zinc finger protein --- AT2G35910 -1.37 -0.45 -3.70 0.00823372 0.1653 -2.51
249322_at protein import receptor TOM20, mTOM20-4 AT5G40930 -1.29 -0.36 -3.70 0.00824721 0.1655 -2.51
251013_at putative protein various predicted --- AT5G02540 5.61 2.49 3.70 0.0082546 0.1655 -2.51
247668_at pseudo-response regulator - like pAPRR3 AT5G60100 -1.27 -0.35 -3.69 0.00829692 0.1655 -2.51
258218_at methyltransferase, putative similarXPL1 AT3G17998 / 1.56 0.64 3.69 0.00826937 0.1655 -2.51
248476_at putative protein similar to unknown--- AT5G50890 -1.89 -0.92 -3.69 0.00828811 0.1655 -2.51
250793_at leucoanthocyanidin dioxygenase-li --- AT5G05600 -2.16 -1.11 -3.69 0.00829844 0.1655 -2.51
261177_at hypothetical protein predicted by g --- AT1G04770 -1.68 -0.75 -3.69 0.00827153 0.1655 -2.51
260986_at glyoxalase II, putative similar to G GLY3 AT1G53580 -1.64 -0.72 -3.69 0.00829711 0.1655 -2.51
264390_at putative DNA-binding protein Conta--- AT1G11950 1.43 0.52 3.69 0.00830598 0.1655 -2.52
262171_at unknown protein ;supported by full TIFY10B AT1G74950 -1.61 -0.69 -3.69 0.00832585 0.1657 -2.52
259232_at unknown protein similar to hypothe--- AT3G11420 -1.61 -0.68 -3.69 0.00835965 0.1661 -2.52
264772_at unknown protein location of EST g--- AT1G22930 1.37 0.45 3.69 0.00835714 0.1661 -2.52
248205_at cotton fiber expressed protein 1-lik --- AT5G54300 -2.52 -1.33 -3.68 0.00837314 0.1662 -2.52
253377_at putative protein NBS/LRR diseaseADR1-L1 AT4G33300 1.38 0.46 3.68 0.00839135 0.1662 -2.53
263557_at putative homeodomain transcriptio BLH7 AT2G16400 -1.45 -0.53 -3.68 0.00838225 0.1662 -2.53
256188_at unknown protein similar to hypothe--- AT1G30160 -1.77 -0.83 -3.68 0.00839258 0.1662 -2.53
251267_at putative protein hypothetical prote --- AT3G62330 -1.41 -0.50 -3.68 0.0084204 0.1664 -2.53



247841_at putative protein predicted proteinsATFIP1[V] AT5G58040 -1.37 -0.45 -3.68 0.00842081 0.1664 -2.53
252102_at dehydrin Xero2  ; supported by cD LTI30 AT3G50970 -2.44 -1.29 -3.68 0.00847695 0.1668 -2.54
262493_at auxilin-like protein similar to GB:C --- AT1G21660 -1.32 -0.40 -3.68 0.00847207 0.1668 -2.54
256753_at unknown protein contains Pfam proGHS1 AT3G27160 1.44 0.52 3.68 0.00846648 0.1668 -2.54
254945_at putative RING finger protein ring f --- AT4G10940 -1.43 -0.52 -3.67 0.0084862 0.1668 -2.54
261078_at unknown protein identical to SP:O5RPL4 AT1G07320 1.34 0.42 3.67 0.00848907 0.1668 -2.54
262304_at major latex protein (MLP149), putaMLP43 AT1G70890 -4.47 -2.16 -3.68 0.00845432 0.1668 -2.53
250430_at putative protein --- AT5G10460 1.28 0.36 3.68 0.00846688 0.1668 -2.54
259058_at putative cytochrome P450 similar t CYP89A9 AT3G03470 1.97 0.98 3.67 0.00849727 0.1668 -2.54
249979_s_at putative protein --- AT5G18860 / -2.03 -1.02 -3.67 0.00851512 0.1670 -2.54
261075_at unknown protein --- AT1G07280 -1.38 -0.46 -3.67 0.00852289 0.1670 -2.54
249133_at putative protein strong similarity to TAF4 AT5G43130 1.27 0.34 3.67 0.00854811 0.1674 -2.55
252363_at lipase - like protein lipase Arab-1, --- AT3G48460 -2.46 -1.30 -3.67 0.00857319 0.1677 -2.55
263049_at unknown protein  ;supported by ful --- AT2G05260 -1.35 -0.43 -3.66 0.00860336 0.1680 -2.55
245152_at putative mitochondrial carrier prote--- AT2G47490 -1.34 -0.43 -3.66 0.0086017 0.1680 -2.55
263127_at hypothetical protein predicted by g MSL6 AT1G78610 -1.41 -0.49 -3.66 0.00861247 0.1680 -2.55
260683_at ribosomal protein, putative similar HLL AT1G17560 1.36 0.44 3.66 0.008623 0.1681 -2.55
264059_at Expressed protein ; supported by f INH3 AT2G31305 1.35 0.43 3.66 0.00863183 0.1681 -2.56
255696_at putative nucleotide sugar epimerasGAE3 AT4G00110 -1.37 -0.46 -3.66 0.00864443 0.1682 -2.56
247478_at DC1.2 homologue - like protein DC--- AT5G62360 -2.50 -1.32 -3.65 0.0087178 0.1687 -2.57
264214_s_at MADS-box transcription factor, pu AGL38 AT1G65300 / -1.30 -0.38 -3.65 0.00871096 0.1687 -2.57
266895_at hypothetical protein predicted by g --- AT2G26040 -1.31 -0.39 -3.65 0.00870643 0.1687 -2.56
264140_at proteasome alpha subunit, putativ --- AT1G79210 1.30 0.38 3.65 0.00870923 0.1687 -2.57
254953_at Expressed protein ; supported by f --- AT4G10925 1.34 0.43 3.66 0.00868457 0.1687 -2.56
262165_at putative acyl-CoA:1-acylglycerol-3-LPAT4 AT1G75020 1.64 0.71 3.65 0.00871617 0.1687 -2.57
246403_at pectinacetylesterase precursor, pu--- AT1G57590 -1.57 -0.65 -3.65 0.00870519 0.1687 -2.56
261927_at RING-H2 zinc finger protein ATL5 --- AT1G22500 1.96 0.97 3.65 0.00874494 0.1687 -2.57
253585_at putative protein hypothetical prote --- AT4G30720 1.31 0.39 3.65 0.00874741 0.1687 -2.57
263090_at hypothetical protein predicted by g --- AT2G16190 -1.30 -0.37 -3.65 0.00873542 0.1687 -2.57
259802_at thionin identical to GI:1181531 fro THI2.1 AT1G72260 -5.96 -2.58 -3.65 0.00873753 0.1687 -2.57
247034_at cyclin D3-like protein ;supported byCYCD3;2 AT5G67260 1.51 0.60 3.65 0.00877921 0.1691 -2.57
265575_at proline iminopeptidase identical to PIP AT2G14260 1.31 0.38 3.65 0.00879676 0.1693 -2.58
259671_at protein kinase, putative similar to G--- AT1G52290 -2.00 -1.00 -3.65 0.0088085 0.1694 -2.58
259889_at predicted protein ; supported by cD--- AT1G76405 1.52 0.60 3.64 0.00882923 0.1694 -2.58
254865_s_at putative protein, fragment other pr --- AT4G05350 / -1.29 -0.37 -3.64 0.00882972 0.1694 -2.58



262820_at putative obtusifoliol 14-alpha demeCYP51G1 AT1G11680 1.33 0.41 3.64 0.00881672 0.1694 -2.58
252400_at hypothetical protein --- AT3G48020 1.87 0.90 3.64 0.00890974 0.1697 -2.59
250424_at bromodomain protein - like bromo GTE2 AT5G10550 -1.28 -0.36 -3.64 0.00886787 0.1697 -2.58
267147_at putative anthocyanidin synthase  ;s--- AT2G38240 -3.44 -1.78 -3.63 0.00893346 0.1697 -2.59
264053_at hypothetical protein predicted by g --- AT2G22560 -1.47 -0.56 -3.63 0.00894059 0.1697 -2.59
267101_at putative peroxidase --- AT2G41480 -1.50 -0.58 -3.64 0.00890988 0.1697 -2.59
245253_at hydroperoxide lyase (HPOL) like p HPL1 AT4G15440 -4.41 -2.14 -3.64 0.00891875 0.1697 -2.59
253216_at cyclophilin - like protein cyclophilin--- AT4G34960 1.41 0.50 3.64 0.00888709 0.1697 -2.59
251048_at putative protein potassium channe--- AT5G02410 1.39 0.47 3.64 0.00886593 0.1697 -2.58
255421_at putative protein phosphatase regul --- AT4G03260 -1.38 -0.46 -3.64 0.00885511 0.1697 -2.58
251846_at histone H2A.F/Z  ;supported by fullHTA11 AT3G54560 2.51 1.33 3.64 0.00892186 0.1697 -2.59
251057_at putative protein alkB protein - Esc --- AT5G01780 1.25 0.32 3.63 0.00894194 0.1697 -2.59
248070_at putative protein similar to unknown--- AT5G55660 -1.32 -0.40 -3.64 0.00887588 0.1697 -2.58
266866_at putative ABC transporter PDR3 AT2G29940 -1.63 -0.70 -3.64 0.00891929 0.1697 -2.59
259660_at unknown protein ; supported by ful --- AT1G55260 -2.93 -1.55 -3.63 0.00895522 0.1698 -2.59
261315_at AP2 domain containing protein, puERF8 AT1G53170 1.87 0.90 3.63 0.00898687 0.1700 -2.60
261034_s_at hypothetical protein predicted by g --- AT1G17450 / 1.47 0.56 3.63 0.00898232 0.1700 -2.60
247330_at putative protein contains similarity GAMMA CAAT5G63510 1.27 0.34 3.63 0.00897691 0.1700 -2.60
261989_at disease resistance protein, putativ--- AT1G33670 -1.36 -0.45 -3.63 0.00900775 0.1701 -2.60
265034_at unknown protein ;supported by full --- AT1G61660 -1.39 -0.47 -3.63 0.00900357 0.1701 -2.60
254758_at putative protein dimethylaniline moYUC2 AT4G13260 -1.78 -0.83 -3.63 0.00901753 0.1701 -2.60
247382_at adenylate kinase ;supported by ful ADK1 AT5G63400 1.45 0.54 3.63 0.00904449 0.1705 -2.60
255364_s_at putative fibrillin  ; supported by full---- AT4G04020 / -1.46 -0.54 -3.62 0.00905706 0.1706 -2.61
246660_at putative protein predicted protein, --- AT5G35180 -1.33 -0.42 -3.62 0.00907504 0.1708 -2.61
249678_at protein kinase-like --- AT5G35980 -1.26 -0.33 -3.62 0.0090891 0.1709 -2.61
258270_at putative lysophospholipase similar --- AT3G15650 -1.95 -0.96 -3.62 0.00913496 0.1715 -2.61
266989_at putative myrosinase-binding protei JAL23 AT2G39330 -5.21 -2.38 -3.62 0.00913182 0.1715 -2.61
258053_at unknown protein similar to CGI-18 --- AT3G16230 -1.27 -0.34 -3.62 0.0091425 0.1715 -2.62
263929_at hypothetical protein predicted by g URH1 AT2G36310 -1.38 -0.47 -3.61 0.00917174 0.1719 -2.62
260618_at flower development protein cycloidTCP3 AT1G53230 -1.41 -0.50 -3.61 0.00917659 0.1719 -2.62
260807_at hypothetical protein predicted by g --- AT1G78310 1.25 0.32 3.61 0.00920768 0.1723 -2.62
246247_at putative protein --- AT4G36640 -2.45 -1.29 -3.61 0.00924181 0.1728 -2.63
245249_at acyl-CoA oxidase like protein ; supACX1 AT4G16760 -1.51 -0.59 -3.61 0.00927092 0.1729 -2.63
251486_at 60S RIBOSOMAL PROTEIN L38- --- AT3G59540 1.59 0.67 3.61 0.00926943 0.1729 -2.63
249929_at unknown protein --- AT5G22340 1.42 0.50 3.61 0.00925887 0.1729 -2.63



253386_at sulfolipid biosynthesis protein SQDSQD1 AT4G33030 1.50 0.59 3.60 0.00929023 0.1730 -2.63
263660_at unknown protein ESTs gb|N65789MPI7 AT1G04260 1.32 0.40 3.60 0.00928415 0.1730 -2.63
248581_at putative protein strong similarity to --- AT5G49900 -1.52 -0.60 -3.60 0.00931348 0.1731 -2.63
263496_at unknown protein  ; supported by fu --- AT2G42570 1.48 0.56 3.60 0.00930725 0.1731 -2.63
248197_at NADPH:protochlorophyllide oxidorePORA AT5G54190 -1.33 -0.41 -3.60 0.00935125 0.1733 -2.64
266261_at putative zinc finger protein  ;suppo --- AT2G27580 -1.26 -0.33 -3.60 0.00937714 0.1733 -2.64
250625_at calnexin homolog --- AT5G07340 1.51 0.60 3.60 0.00933222 0.1733 -2.64
245949_at elongation factor 1B alpha-subunit --- AT5G19510 1.45 0.54 3.60 0.00937475 0.1733 -2.64
254335_at putative protein alternative oxidaseIM AT4G22260 -1.30 -0.38 -3.60 0.00936458 0.1733 -2.64
250530_at unknown protein --- AT5G08630 1.35 0.44 3.60 0.00936638 0.1733 -2.64
258788_at unknown protein  ;supported by ful --- AT3G11780 1.35 0.44 3.60 0.00936311 0.1733 -2.64
252952_at putative protein cylicin II - bovine, --- AT4G38710 -1.46 -0.55 -3.59 0.00943587 0.1743 -2.65
257876_at hypothetical protein predicted by g --- AT3G17130 -1.71 -0.78 -3.59 0.009462 0.1746 -2.65
261754_at alpha-amylase, putative similar to AMY2 AT1G76130 -2.15 -1.10 -3.59 0.0094718 0.1747 -2.65
253558_at kinase binding protein - like Skb1 SKB1 AT4G31120 1.38 0.47 3.59 0.00952189 0.1751 -2.66
263870_at unknown protein RKP AT2G22010 -1.36 -0.44 -3.58 0.00955851 0.1751 -2.66
256386_at cytochrome P450, putative contain--- AT1G66540 -1.28 -0.35 -3.58 0.00955379 0.1751 -2.66
256023_at hypothetical protein predicted by g ZW2 AT1G58330 -1.40 -0.49 -3.58 0.00954338 0.1751 -2.66
266344_at hypothetical protein predicted by g --- AT2G01580 -1.30 -0.38 -3.58 0.00953827 0.1751 -2.66
263150_at heat-shock protein, putative simila--- AT1G54050 -1.77 -0.83 -3.59 0.00952361 0.1751 -2.66
263253_at bZIP transcription factor (POSF21)--- AT2G31370 -1.43 -0.52 -3.58 0.00954638 0.1751 -2.66
256760_at SKP1/ASK1 (At15), putative similaASK15 AT3G25650 -1.24 -0.32 -3.58 0.00952952 0.1751 -2.66
257141_at 60S ribosomal protein L34, putativ--- AT3G28900 1.70 0.77 3.58 0.00965055 0.1762 -2.67
249993_at GTP-binding protein obg -like GTP--- AT5G18570 1.25 0.33 3.58 0.00963924 0.1762 -2.67
258623_at unknown protein  ; supported by cD--- AT3G02790 1.82 0.86 3.58 0.00964737 0.1762 -2.67
258037_at putative 4-coumarate:CoA ligase 24CL5 AT3G21230 -4.59 -2.20 -3.58 0.00964609 0.1762 -2.67
265214_at unkown protein ESTs gb|H36249, --- AT1G05000 1.95 0.96 3.57 0.00966432 0.1764 -2.67
260383_s_at putative 60S ribosomal protein L6 s--- AT1G74050 / 1.49 0.58 3.57 0.00968812 0.1766 -2.68
249589_at pyridoxal kinase -like protein pyridSOS4 AT5G37850 1.26 0.33 3.57 0.0096914 0.1766 -2.68
263735_s_at hypothetical protein predicted by g AGL50 AT1G59810 / -1.27 -0.35 -3.57 0.00972077 0.1767 -2.68
264870_at hypothetical protein  ;supported by --- AT1G24210 1.37 0.45 3.57 0.00971322 0.1767 -2.68
248331_at putative protein contains similarity --- AT5G52650 1.64 0.72 3.57 0.00970868 0.1767 -2.68
249059_at subtilisin-like serine protease conta--- AT5G44530 -1.58 -0.66 -3.57 0.00973122 0.1767 -2.68
250461_at hypothetical protein --- AT5G10010 1.43 0.52 3.57 0.00974285 0.1768 -2.68
255036_at putative protein similarity RING zin--- AT4G09560 -1.65 -0.72 -3.57 0.00976083 0.1770 -2.68



263375_s_at putative prohibitin  ;supported by fuATPHB6 AT2G20530 / 1.39 0.47 3.56 0.00980158 0.1771 -2.69
250662_at steroid sulfotransferase-like proteinST2A AT5G07010 -1.92 -0.94 -3.56 0.00981562 0.1771 -2.69
261694_at 60S ribosomal protein L10A, putat--- AT1G08360 1.50 0.59 3.56 0.00982073 0.1771 -2.69
251012_at putative protein  ;supported by full- --- AT5G02580 4.53 2.18 3.57 0.00977547 0.1771 -2.69
261106_at homeodomain-containing protein HKNAT7 AT1G62990 -1.29 -0.36 -3.56 0.00979542 0.1771 -2.69
250667_at 40S ribosomal protein S4  ;support--- AT5G07090 1.81 0.86 3.56 0.00981398 0.1771 -2.69
256178_s_at auxin conjugate hydrolase (ILL5) idILL5 AT1G51760 / -2.63 -1.40 -3.56 0.00979144 0.1771 -2.69
248879_at ornithine aminotransferase DELTA-OATAT5G46180 1.43 0.52 3.56 0.00990557 0.1776 -2.70
262235_at ribosomal protein L18, putative sim--- AT1G48350 1.53 0.61 3.56 0.00988477 0.1776 -2.70
251058_at putative protein --- AT5G01790 -2.71 -1.44 -3.55 0.00991903 0.1776 -2.70
252362_at hypothetical protein PDE312 AT3G48500 1.61 0.69 3.55 0.00991589 0.1776 -2.70
257059_at unknown protein  ; supported by cD--- AT3G15280 -1.29 -0.37 -3.55 0.00993361 0.1776 -2.70
247815_at ribosomal protein S4 - like ribosom--- AT5G58420 1.54 0.62 3.55 0.00990972 0.1776 -2.70
259721_at putative phosphatidylinositol-4-pho--- AT1G60890 1.52 0.60 3.56 0.00989483 0.1776 -2.70
257789_at unknown protein  ;supported by ful YSL6 AT3G27020 1.59 0.66 3.56 0.00986662 0.1776 -2.69
252948_at putative protein NLS receptor - Or KAK AT4G38600 -1.36 -0.44 -3.56 0.00987512 0.1776 -2.70
253504_at hypothetical protein --- AT4G31960 -1.23 -0.30 -3.55 0.00991194 0.1776 -2.70
248606_at putative protein contains similarity CPuORF4 AT5G49448 / 1.63 0.71 3.55 0.00993171 0.1776 -2.70
260095_at putative transcription factor BTF3 --- AT1G73230 1.53 0.61 3.55 0.00999554 0.1784 -2.71
254108_at putative protein RIN2 AT4G25230 -1.38 -0.47 -3.55 0.00998941 0.1784 -2.71
251826_at ABC transporter - like protein ATP--- AT3G55110 -1.37 -0.45 -3.55 0.01000417 0.1784 -2.71
255891_at hypothetical protein predicted by g EGY3 AT1G17870 -1.40 -0.48 -3.55 0.01003255 0.1788 -2.71
259932_at zinc finger protein, putative similarSTOP1 AT1G34370 1.34 0.43 3.54 0.01005956 0.1791 -2.71
247673_at tRNA intron endonuclease - like p SEN2 AT5G60230 1.25 0.32 3.54 0.01010952 0.1799 -2.72
259158_at hypothetical protein predicted by g--- AT3G05430 -1.26 -0.33 -3.54 0.01012656 0.1800 -2.72
261535_at Expressed protein ; supported by f --- AT1G01725 1.41 0.50 3.53 0.01018836 0.1810 -2.73
249192_at brain and reproductive organ-expre--- AT5G42470 1.25 0.33 3.53 0.01023212 0.1816 -2.73
259515_at hypothetical protein ; supported by --- AT1G20430 1.27 0.34 3.53 0.01024793 0.1817 -2.73
261119_at chloroplast 50S ribosomal protein emb2184 AT1G75350 1.23 0.30 3.53 0.01024925 0.1817 -2.73
250718_at unknown protein emb2735 AT5G06240 1.32 0.40 3.53 0.01026527 0.1818 -2.74
250787_at meiotic check point regulator-like pEMB2771 AT5G05560 1.29 0.37 3.53 0.01028326 0.1820 -2.74
259551_at hypothetical protein --- AT1G21190 1.31 0.39 3.53 0.01030093 0.1821 -2.74
255231_at F-box protein family, AtFBL20 con--- AT4G05460 1.29 0.36 3.52 0.01037803 0.1828 -2.75
251083_at hypothetical protein  ; supported by--- AT5G01590 1.34 0.42 3.52 0.01036889 0.1828 -2.75
248845_at disease resistance protein-like --- AT5G46470 -1.42 -0.51 -3.52 0.01036509 0.1828 -2.75



266001_at hypothetical protein predicted by g HHP3 AT2G24150 -1.28 -0.36 -3.52 0.01037661 0.1828 -2.75
250014_at anthranilate phosphoribosyltransfeTRP1 AT5G17990 -2.70 -1.43 -3.52 0.01037104 0.1828 -2.75
248273_at putative protein contains similarity --- AT5G53500 -1.68 -0.74 -3.52 0.01039433 0.1829 -2.75
250045_at putative protein mRNA (orf04), Ara--- AT5G17700 -1.56 -0.64 -3.52 0.01041142 0.1830 -2.75
258406_at hypothetical protein similar to hypoATRBL14 AT3G17611 -1.24 -0.31 -3.52 0.01040701 0.1830 -2.75
262921_at transfactor, putative similar to tranAPL AT1G79430 -1.32 -0.40 -3.52 0.01043546 0.1831 -2.75
260365_at hypothetical protein predicted by g --- AT1G70630 -1.33 -0.41 -3.52 0.01042963 0.1831 -2.75
255674_at probable plasma membrane intrinsPIP1;4 AT4G00430 -1.73 -0.79 -3.51 0.010454 0.1832 -2.75
265672_at putative cysteine proteinase inhibit --- AT2G31980 2.98 1.57 3.51 0.01045647 0.1832 -2.76
266887_at unknown protein  ; supported by cDCHL-CPN10AT2G44650 1.41 0.49 3.51 0.01047459 0.1834 -2.76
266267_at putative glutathione S-transferase  ATGSTU4 AT2G29460 -3.97 -1.99 -3.51 0.01054409 0.1844 -2.76
254333_at predicted protein predicted proteinSMO1-3 AT4G22753 -2.33 -1.22 -3.51 0.01055379 0.1845 -2.76
250454_at unknown protein  ; supported by fu --- AT5G09830 1.24 0.31 3.50 0.01059267 0.1846 -2.77
247098_at GTP-binding protein-like --- AT5G66470 1.57 0.65 3.50 0.01062194 0.1846 -2.77
261369_at protein kinase, putative similar to m--- AT1G53060 -1.44 -0.53 -3.50 0.01062613 0.1846 -2.77
259871_at nodulin-like protein similar to nodul--- AT1G76800 1.96 0.97 3.50 0.01062223 0.1846 -2.77
260494_at putative receptor-like protein kinas --- AT2G41820 1.41 0.49 3.50 0.01061505 0.1846 -2.77
264155_at unknown protein GTB1 AT1G65440 -1.50 -0.58 -3.51 0.01057374 0.1846 -2.77
263452_at putative trehalose-6-phosphate pho--- AT2G22190 -1.71 -0.77 -3.50 0.01061895 0.1846 -2.77
247522_at putative protein  ; supported by cD --- AT5G61340 1.45 0.53 3.50 0.01059643 0.1846 -2.77
256944_at unknown protein similar to unknowVRN1 AT3G18990 1.49 0.57 3.50 0.01064385 0.1848 -2.77
256577_at unknown protein --- AT3G28220 -2.89 -1.53 -3.50 0.01069329 0.1852 -2.78
257903_at unknown protein --- AT3G28460 1.31 0.39 3.50 0.01068929 0.1852 -2.78
260546_at putative trypsin inhibitor  ;supporte ATTI2 AT2G43520 -3.03 -1.60 -3.50 0.01068316 0.1852 -2.78
262220_at calcium-dependent protein kinase CPK30 AT1G74740 1.28 0.36 3.49 0.01072191 0.1856 -2.78
266889_at hypothetical protein predicted by g --- AT2G44640 1.36 0.44 3.49 0.01074422 0.1857 -2.78
254686_at putative protein putative oncogene--- AT4G13720 1.37 0.45 3.49 0.01074126 0.1857 -2.78
261539_at hypothetical protein predicted by g --- AT1G01840 -1.36 -0.45 -3.49 0.01078915 0.1863 -2.79
252454_at putative protein various predicted --- AT3G47130 -1.25 -0.33 -3.49 0.01079636 0.1863 -2.79
263876_at putative RAS superfamily GTP-bin ATRAB7A AT2G21880 -1.48 -0.56 -3.48 0.01096771 0.1867 -2.80
258813_at NAM-like protein (no apical meristeanac046 AT3G04060 1.49 0.57 3.48 0.0108827 0.1867 -2.80
261758_at hypothetical protein contains similaADT6 AT1G08250 -1.58 -0.66 -3.48 0.01096821 0.1867 -2.80
258815_at putative short-chain type dehydrog--- AT3G04000 -1.66 -0.73 -3.48 0.01093678 0.1867 -2.80
262309_at phosphoglucomutase, putative sim--- AT1G70820 -1.76 -0.82 -3.47 0.01105347 0.1867 -2.81
247550_at putative protein many predicted pro--- AT5G61370 -1.26 -0.34 -3.48 0.01092044 0.1867 -2.80



252548_at kinesin-related protein - like kinesi --- AT3G45850 1.36 0.45 3.47 0.011059 0.1867 -2.81
245479_at extensin like protein --- AT4G16140 -1.33 -0.41 -3.47 0.01101479 0.1867 -2.81
256324_at MATE efflux family protein, putativ--- AT1G66760 -3.16 -1.66 -3.49 0.01083369 0.1867 -2.79
246041_at phospholipase - like protein various--- AT5G19290 1.26 0.33 3.48 0.01092859 0.1867 -2.80
265742_at putative ribose 5-phosphate isome --- AT2G01290 -1.51 -0.59 -3.47 0.01103599 0.1867 -2.81
261490_at tumor suppressor, putative similar SAC52 AT1G14320 1.46 0.55 3.48 0.01092619 0.1867 -2.80
248797_at putative protein similar to unknown--- AT5G47210 1.38 0.46 3.48 0.01098434 0.1867 -2.81
262029_at 50S ribosomal protein L21 chlorop --- AT1G35680 1.44 0.52 3.47 0.01104696 0.1867 -2.81
245117_at putative Ca2+-ATPase  ; supportedACA4 AT2G41560 1.49 0.58 3.48 0.01094863 0.1867 -2.80
266568_at unknown protein --- AT2G24070 -1.27 -0.35 -3.48 0.01099388 0.1867 -2.81
259834_at H-protein promoter binding factor-2--- AT1G69570 -1.68 -0.75 -3.48 0.01091938 0.1867 -2.80
246310_at sulfate transporter ATST1  ; suppo SULTR3;1 AT3G51895 -1.60 -0.68 -3.47 0.01106091 0.1867 -2.81
257494_at hypothetical protein predicted by g --- AT1G32375 -1.25 -0.33 -3.48 0.01094735 0.1867 -2.80
249722_at putative protein similar to unknown--- AT5G35430 -1.25 -0.32 -3.47 0.0110667 0.1867 -2.81
249310_at putative protein contains similarity --- AT5G41520 1.36 0.45 3.48 0.01098448 0.1867 -2.81
254636_at putative protein kinase  ; supportedCIPK12 AT4G18700 -1.28 -0.35 -3.47 0.01103537 0.1867 -2.81
261323_at hypothetical protein predicted by g --- AT1G44760 -1.58 -0.66 -3.48 0.01090088 0.1867 -2.80
248037_at sexual differentiation process proteOPT1 AT5G55930 -1.95 -0.96 -3.48 0.01087169 0.1867 -2.80
253692_at putative protein Cs protein, Droso ATPAO5 AT4G29720 -1.25 -0.32 -3.47 0.01102472 0.1867 -2.81
255497_at hypothetical protein similar to A. thUNE12 AT4G02590 -1.31 -0.39 -3.48 0.01088764 0.1867 -2.80
251474_at putative protein diphthamide synth--- AT3G59630 -1.32 -0.40 -3.48 0.0108941 0.1867 -2.80
249336_at putative protein similar to unknownDRB5 AT5G41070 1.62 0.69 3.48 0.01095117 0.1867 -2.80
255666_at putative protein  ;supported by full- --- AT4G00390 1.38 0.46 3.47 0.0110571 0.1867 -2.81
261751_at chloroplast drought-induced stressCDSP32 AT1G76080 -1.24 -0.31 -3.48 0.01094213 0.1867 -2.80
249408_at myb-related protein MYB23 AT5G40330 -1.39 -0.48 -3.47 0.01109033 0.1870 -2.82
250748_at AtPH1-like protein  ;supported by f --- AT5G05710 1.38 0.46 3.47 0.01111939 0.1872 -2.82
261603_at DNA binding protein ACBF, putativATRBP47A AT1G49600 1.75 0.81 3.47 0.0111211 0.1872 -2.82
257979_at unknown protein --- AT3G20730 -1.32 -0.40 -3.47 0.01113103 0.1872 -2.82
247027_at subtilisin-like serine protease conta--- AT5G67090 -1.26 -0.33 -3.46 0.01128076 0.1877 -2.83
262351_at beta-galactosidase (BGAL), putati BGAL17 AT1G72990 1.26 0.33 3.45 0.01133717 0.1877 -2.84
246824_at drought-induced protein - like non---- AT5G26990 -1.27 -0.35 -3.46 0.01129171 0.1877 -2.83
261900_at unknown protein ;supported by full --- AT1G80940 1.31 0.39 3.46 0.01129412 0.1877 -2.84
254831_at Ribosomal protein L7Ae -like vario --- AT4G12600 1.83 0.87 3.45 0.01133205 0.1877 -2.84
264084_at putative kinesin light chain --- AT2G31240 -1.32 -0.40 -3.46 0.01126486 0.1877 -2.83
249900_at unknown protein emb1211 AT5G22640 1.30 0.38 3.46 0.0112391 0.1877 -2.83



261561_at unknown protein ;supported by full --- AT1G01730 1.50 0.58 3.46 0.01123009 0.1877 -2.83
260408_at putative thioredoxin similar to thioreATH8 AT1G69880 1.39 0.48 3.46 0.01118102 0.1877 -2.82
259583_at hypothetical protein --- AT1G28070 1.37 0.46 3.45 0.01133831 0.1877 -2.84
264821_at hypothetical protein predicted by g --- AT1G03470 1.59 0.67 3.45 0.0113248 0.1877 -2.84
264134_at unknown protein contains similarity--- AT1G79070 1.24 0.32 3.45 0.01132211 0.1877 -2.84
244939_at ribosomal protein S12 (trans-splice--- --- -1.58 -0.66 -3.46 0.01120648 0.1877 -2.83
261414_at Expressed protein ; supported by f --- AT1G07795 -1.51 -0.59 -3.45 0.01133967 0.1877 -2.84
247316_at ankyrin-like protein --- AT5G64030 1.30 0.38 3.46 0.01118268 0.1877 -2.82
259873_s_at putative translation initiation factor --- AT1G76720 / -1.45 -0.54 -3.46 0.01126538 0.1877 -2.83
265386_at unknown protein  ;supported by ful --- AT2G20930 1.28 0.36 3.46 0.01126994 0.1877 -2.83
250475_at sulfate transporter  ; supported by SULTR2;1 AT5G10180 -2.01 -1.01 -3.45 0.01134031 0.1877 -2.84
252659_at putative protein --- AT3G44430 1.36 0.45 3.45 0.01133684 0.1877 -2.84
245791_at defender against cell death proteinATDAD1 AT1G32210 1.36 0.44 3.46 0.01128542 0.1877 -2.83
255622_at putative flavonol glucosyltransferaGT72B1 AT4G01070 -1.43 -0.51 -3.45 0.01129913 0.1877 -2.84
256245_at heat shock protein 70 identical to hHSP70 AT3G12580 -3.21 -1.68 -3.46 0.01119306 0.1877 -2.83
249750_at unknown protein  ;supported by ful --- AT5G24570 1.61 0.69 3.45 0.01135756 0.1878 -2.84
252827_at cytochrome P450 - like protein cytCYP79B2 AT4G39950 -3.28 -1.71 -3.45 0.01136201 0.1878 -2.84
249091_at AtCLH2 (gb|AAF27046.1)  ; suppo CLH2 AT5G43860 -1.33 -0.41 -3.45 0.01141582 0.1886 -2.85
264057_at putative AP2 domain transcription RAP2.7 AT2G28550 -1.55 -0.63 -3.44 0.01145883 0.1890 -2.85
252098_at putative protein several hypothetica--- AT3G51330 2.58 1.37 3.44 0.01145323 0.1890 -2.85
245926_at VPS13 - like protein VPS13, Sacc --- AT5G24740 1.33 0.41 3.44 0.01146752 0.1890 -2.85
250124_at putative protein contains similarity --- AT5G16480 1.36 0.44 3.44 0.01150526 0.1895 -2.85
253697_at nucleotide pyrophosphatase -like --- AT4G29700 -4.38 -2.13 -3.44 0.0115164 0.1895 -2.86
262911_s_at heat shock protein, putative simila --- AT1G07400 / -2.52 -1.34 -3.44 0.01153339 0.1897 -2.86
250322_at putative transcription factor (MYB4MYB46 AT5G12870 1.25 0.32 3.44 0.01155839 0.1899 -2.86
266963_at unknown protein MTP11 AT2G39450 -1.35 -0.43 -3.44 0.01157809 0.1901 -2.86
245306_at Expressed protein ; supported by f ELIP2 AT4G14690 -1.39 -0.48 -3.44 0.01159151 0.1901 -2.86
257232_at phytochrome-associated protein 1 PAP1 AT3G16500 -1.40 -0.48 -3.44 0.01159488 0.1901 -2.86
250148_at putative protein various predicted --- AT5G14530 1.35 0.43 3.43 0.01161476 0.1903 -2.86
259984_at putative RNA-binding protein cont --- AT1G76460 1.37 0.45 3.43 0.01162272 0.1903 -2.86
250199_at putative protein contains similarity MPL1 AT5G14180 2.59 1.37 3.43 0.01163384 0.1904 -2.87
259955_s_at unknown protein  ;supported by ful BZR1 AT1G19350 / 1.35 0.43 3.43 0.01166699 0.1905 -2.87
252032_at putative protein RNA-binding prote--- AT3G52150 1.26 0.34 3.43 0.01165161 0.1905 -2.87
265026_at putative 3-oxoacyl [acyl-carrier pro--- AT1G24360 1.50 0.59 3.43 0.0116622 0.1905 -2.87
253813_at putative protein hypothetical prote --- AT4G28150 1.34 0.43 3.43 0.01167535 0.1905 -2.87



266557_at unknown protein  ; supported by cD--- AT2G46080 -1.23 -0.30 -3.43 0.01169712 0.1907 -2.87
262852_at hypothetical protein predicted by g --- AT1G20910 1.30 0.38 3.43 0.01174235 0.1911 -2.88
251882_at peptide transport - like protein pepPTR1 AT3G54140 -1.38 -0.47 -3.42 0.0117551 0.1911 -2.88
248395_at putative protein contains similarity AtPP2-A14 AT5G52120 -1.47 -0.56 -3.43 0.01175118 0.1911 -2.88
266227_at unknown protein  ;supported by ful --- AT2G28870 -1.24 -0.32 -3.43 0.01173438 0.1911 -2.87
267162_s_at putative phosphoribosylaminoimida--- AT2G05140 / 1.52 0.61 3.42 0.01177556 0.1912 -2.88
257066_at lipid transfer protein, putative simil--- AT3G18280 2.03 1.02 3.42 0.01177203 0.1912 -2.88
250998_at ankyrin - like protein ankyrin G119--- AT5G02620 -1.49 -0.57 -3.42 0.0117866 0.1912 -2.88
250020_at putative protein contains similarity --- AT5G18180 -1.38 -0.46 -3.42 0.0117962 0.1912 -2.88
253617_at hypothetical protein --- AT4G30410 2.10 1.07 3.42 0.0118228 0.1914 -2.88
250350_at putative protein predicted proteins --- AT5G12010 -1.76 -0.81 -3.42 0.01183183 0.1914 -2.88
255637_at hypothetical protein --- AT4G00750 1.50 0.58 3.42 0.01182636 0.1914 -2.88
261684_at hypothetical protein predicted by g --- AT1G47400 -2.61 -1.38 -3.42 0.01185068 0.1916 -2.89
246434_at root cap 1 (RCP1)  ;supported by f RCP1 AT5G17520 -1.45 -0.53 -3.42 0.01187699 0.1919 -2.89
260840_at hypothetical protein similar to hypo--- AT1G29050 -1.40 -0.49 -3.42 0.01189294 0.1920 -2.89
265570_at unknown protein --- AT2G28310 1.41 0.49 3.42 0.01190237 0.1920 -2.89
244943_at NADH dehydrogenase subunit 9 --- ATMG00070 -1.45 -0.53 -3.41 0.01195515 0.1920 -2.89
245019_at hypothetical protein --- --- -1.24 -0.31 -3.41 0.01192836 0.1920 -2.89
250283_at putative protein many hypothetica --- AT5G13270 1.34 0.42 3.41 0.01195431 0.1920 -2.89
263607_at unknown protein predicted by gens--- AT2G16270 1.44 0.53 3.41 0.01196187 0.1920 -2.89
246517_at ribosomal protein 3 precursor-like --- AT5G15760 1.38 0.46 3.41 0.01194298 0.1920 -2.89
257626_s_at hypothetical protein --- AT3G26240 / 1.34 0.42 3.41 0.01196319 0.1920 -2.89
250264_at glucosyltransferase -like protein gl--- AT5G12890 -1.23 -0.30 -3.41 0.01192404 0.1920 -2.89
259105_at stress related protein, putative sim--- AT3G05500 -1.46 -0.55 -3.41 0.01197295 0.1921 -2.90
251642_at imbibition protein homolog probabAtSIP2 AT3G57520 -1.34 -0.42 -3.41 0.01201755 0.1921 -2.90
251432_at putative protein leucine zipper-EF---- AT3G59820 -1.52 -0.60 -3.41 0.01202652 0.1921 -2.90
249443_at putative protein  ; supported by cD --- AT5G39600 1.44 0.53 3.41 0.01204183 0.1921 -2.90
267628_at unknown protein similar to GP|226 --- AT2G42280 1.34 0.43 3.41 0.01202549 0.1921 -2.90
257271_at Expressed protein ; supported by f --- AT3G28007 -2.38 -1.25 -3.41 0.01200295 0.1921 -2.90
254820_s_at pEARLI 1-like protein Arabidopsis --- AT4G12510 / -1.83 -0.87 -3.41 0.01203588 0.1921 -2.90
263567_at hypothetical protein predicted by g --- AT2G15440 -1.36 -0.45 -3.41 0.01204149 0.1921 -2.90
256980_at hypothetical protein contains Pfam DRB3 AT3G26932 1.44 0.53 3.41 0.01199264 0.1921 -2.90
248163_at auxin-responsive-like protein  ; supDFL1 AT5G54510 -3.65 -1.87 -3.41 0.01205619 0.1922 -2.90
266456_at putative bHLH transcription factor NAI1 AT2G22770 -1.34 -0.43 -3.40 0.0120746 0.1923 -2.90
245924_at Tha4 protein - like Tha4 protein, P--- AT5G28750 1.27 0.34 3.40 0.01211015 0.1928 -2.91



247342_at ARI-like RING zinc finger protein-li --- AT5G63730 -1.29 -0.37 -3.40 0.01212981 0.1928 -2.91
258106_at ribonucleoside-diphosphate reduct RNR2A AT3G23580 -1.39 -0.48 -3.40 0.01212556 0.1928 -2.91
247127_at putative protein similar to unknown--- AT5G66100 -1.29 -0.37 -3.40 0.01214756 0.1930 -2.91
255564_s_at hypothetical protein T15B16.8 RGXT2 AT4G01750 / 1.34 0.42 3.40 0.01216571 0.1931 -2.91
252409_at putative protein bundle sheath def --- AT3G47650 1.32 0.40 3.40 0.01217225 0.1931 -2.91
254453_at amino acid transport protein AAT1 AAT1 AT4G21120 1.53 0.61 3.40 0.01221504 0.1935 -2.92
253561_at aspartate--tRNA ligase - like prote --- AT4G31180 1.28 0.35 3.40 0.01221198 0.1935 -2.92
258158_at acid phosphatase type 5 identical tPAP17 AT3G17790 2.27 1.18 3.39 0.01227308 0.1940 -2.92
252202_at anthranilate N-hydroxycinnamoyl/b--- AT3G50300 -1.31 -0.38 -3.39 0.01227163 0.1940 -2.92
251883_at ribosomal protein L17 -like protein --- AT3G54210 1.31 0.39 3.39 0.01225856 0.1940 -2.92
250575_at putative protein --- AT5G08240 1.62 0.70 3.39 0.01227827 0.1940 -2.92
254328_at adenine phosphoribosyltransferas APT3 AT4G22570 -1.71 -0.77 -3.38 0.01240419 0.1942 -2.93
252300_at pyruvate kinase -like protein variou--- AT3G49160 1.66 0.73 3.38 0.01240388 0.1942 -2.93
254026_at putative calmodulin-binding protei --- AT4G25800 1.25 0.32 3.39 0.01232293 0.1942 -2.93
262678_at hypothetical protein ;supported by --- AT1G75810 1.45 0.53 3.39 0.01236784 0.1942 -2.93
248955_at putative protein contains similarity GAS41 AT5G45600 1.28 0.36 3.38 0.01241265 0.1942 -2.93
255485_at predicted protein of unknown func --- AT4G02550 1.30 0.38 3.38 0.01241616 0.1942 -2.93
245372_at ribosomal protein ;supported by ful --- AT4G15000 1.70 0.77 3.39 0.01234896 0.1942 -2.93
254744_at Expressed protein ; supported by cMEE55 AT4G13345 -1.48 -0.57 -3.39 0.01231459 0.1942 -2.92
266357_at putative beta-amylase BAM6 AT2G32290 -2.19 -1.13 -3.39 0.01236864 0.1942 -2.93
263019_at trehalose 6-phosphate synthase, pATTPS9 AT1G23870 2.21 1.14 3.39 0.01238743 0.1942 -2.93
247629_at putative protein SIZ1 AT5G60410 -1.36 -0.44 -3.38 0.01241952 0.1942 -2.93
266019_at putative calmodulin-binding protein--- AT2G18750 -1.25 -0.32 -3.39 0.01237608 0.1942 -2.93
248582_at heat shock protein 70 (gb|AAF2763CPHSC70-2AT5G49910 -1.63 -0.70 -3.39 0.01231742 0.1942 -2.93
261871_at similar to serine/threonine protein k--- AT1G11440 -1.37 -0.45 -3.39 0.01237327 0.1942 -2.93
265629_at unknown protein  ; supported by cDLHW AT2G27228 / -1.54 -0.62 -3.39 0.01234876 0.1942 -2.93
264891_at putative pectinesterase similar to G--- AT1G23200 -1.54 -0.63 -3.38 0.01244418 0.1944 -2.94
262064_at elongation factor, putative similar tLOS1 AT1G56070 1.36 0.44 3.38 0.01250115 0.1949 -2.94
246738_at replication factor C - like replicatio EMB2775 AT5G27740 1.30 0.38 3.38 0.01248605 0.1949 -2.94
245562_at OBP33pep like protein contains no--- AT4G15520 1.41 0.50 3.38 0.01249878 0.1949 -2.94
264332_at hypothetical protein predicted by g --- AT1G61920 -1.29 -0.37 -3.38 0.0125126 0.1950 -2.94
255673_at Similar to receptor-like protein kinaRLK4 AT4G00340 -1.30 -0.38 -3.38 0.01252982 0.1951 -2.94
257060_at unknown protein --- AT3G18230 1.33 0.41 3.37 0.01257538 0.1955 -2.95
245027_at heme oxygenase 2 (HO2) HO2 AT2G26550 1.30 0.38 3.37 0.01256947 0.1955 -2.95
254029_at putative protein other hypothetical --- AT4G25870 1.35 0.44 3.37 0.01258406 0.1955 -2.95



255616_at hypothetical protein --- AT4G01290 -1.52 -0.60 -3.37 0.0125911 0.1955 -2.95
250703_at putative protein similar to unknown--- AT5G06360 1.41 0.50 3.37 0.01262313 0.1959 -2.95
263725_at unknown protein --- AT2G13550 1.24 0.31 3.37 0.01264926 0.1961 -2.95
252093_at putative protein predicted protein, --- AT3G51500 1.33 0.41 3.37 0.01267384 0.1964 -2.95
253190_at UDP-galactose transporter - like p --- AT4G35335 1.32 0.40 3.37 0.01272591 0.1968 -2.96
256311_at auxin response factor 6 (ARF6) id ARF6 AT1G30330 -1.60 -0.68 -3.36 0.01273075 0.1968 -2.96
259811_at hypothetical protein predicted by g --- AT1G49830 -1.30 -0.38 -3.36 0.01273359 0.1968 -2.96
247826_at beta 1-3 glucanase - like protein b --- AT5G58480 1.31 0.39 3.37 0.01272642 0.1968 -2.96
264702_at hypothetical protein contains simila--- AT1G70190 1.35 0.43 3.36 0.01275769 0.1970 -2.96
249879_at serine/threonine protein kinase-like--- AT5G23170 -1.30 -0.38 -3.36 0.01276713 0.1970 -2.96
247833_at putative protein --- AT5G58575 1.26 0.33 3.36 0.01280647 0.1975 -2.97
256231_at unknown protein ; supported by ful --- AT3G12630 1.29 0.36 3.36 0.01282671 0.1976 -2.97
252738_at putative protein predicted protein, --- AT3G43240 -1.28 -0.36 -3.36 0.0128257 0.1976 -2.97
263164_at putative glutamate/aspartate-bindin--- AT1G03070 -1.31 -0.39 -3.36 0.01285779 0.1979 -2.97
250857_at unknown protein --- AT5G04790 1.47 0.56 3.36 0.01287544 0.1980 -2.97
244926_s_at maturase --- AT2G07711 / -1.38 -0.47 -3.35 0.01293028 0.1987 -2.98
256943_at hypothetical protein similar to hypo--- AT3G18910 1.27 0.34 3.35 0.01294471 0.1988 -2.98
252353_at putative protein KIAA0226 gene p --- AT3G48200 -1.32 -0.40 -3.35 0.01299055 0.1989 -2.98
257086_at hypothetical protein predicted by g --- AT3G20490 1.49 0.57 3.35 0.01297741 0.1989 -2.98
260076_at putative calmodulin similar to calm --- AT1G73630 -1.53 -0.62 -3.35 0.01297334 0.1989 -2.98
260047_at putative UDP-N-acetylglucosamine--- AT1G73740 -1.30 -0.38 -3.35 0.01299026 0.1989 -2.98
265237_s_at hypothetical protein --- AT2G07706 -1.33 -0.41 -3.35 0.01298228 0.1989 -2.98
262682_at anter-specific proline-rich -like prot --- AT1G75900 2.42 1.28 3.34 0.01321827 0.1989 -3.00
266551_at unknown protein  ; supported by cD--- AT2G35260 -1.23 -0.29 -3.34 0.01312054 0.1989 -2.99
244906_at hypothetical protein --- ATMG00690 -1.29 -0.37 -3.34 0.01313311 0.1989 -2.99
253964_at putative protein qkI-7, Mus muscu --- AT4G26480 -1.30 -0.38 -3.35 0.01306778 0.1989 -2.99
256269_at transcription factor HBP-1B-like neTGA6 AT3G12250 1.27 0.35 3.34 0.01311625 0.1989 -2.99
245178_at putative protein similarity to cDNA FIS1B AT5G12390 1.27 0.34 3.35 0.01305155 0.1989 -2.99
254650_at hypothetical protein --- --- -1.26 -0.33 -3.34 0.01321029 0.1989 -3.00
267278_at unknown protein  ; supported by fu --- AT2G19350 1.22 0.29 3.34 0.01319085 0.1989 -3.00
251794_at mannose-1-phosphate guanylyltra--- AT3G55590 -1.26 -0.34 -3.34 0.01313909 0.1989 -2.99
266599_at unknown protein --- AT2G46100 -1.27 -0.35 -3.34 0.01318762 0.1989 -3.00
264308_at hypothetical protein similar to hypo--- AT1G61990 -1.22 -0.28 -3.34 0.01317723 0.1989 -3.00
259373_at hypothetical protein predicted by g --- AT1G69160 -1.95 -0.96 -3.34 0.01319645 0.1989 -3.00
260055_at unknown protein similar to putative--- AT1G78150 1.27 0.34 3.34 0.01314288 0.1989 -2.99



260497_at 40S ribosomal protein S2  ;support--- AT2G41840 1.79 0.84 3.35 0.01304747 0.1989 -2.98
252161_at proline-rich protein --- AT3G50580 -1.23 -0.30 -3.34 0.01308206 0.1989 -2.99
264365_s_at unknown protein Strong similarity --- AT1G03220 / 1.98 0.98 3.34 0.01316714 0.1989 -2.99
248283_at pyruvate kinase  ;supported by full-PKP-BETA AT5G52920 1.61 0.68 3.34 0.0130935 0.1989 -2.99
247643_at auxin response factor 4  ; supporteARF4 AT5G60450 1.53 0.61 3.35 0.0130336 0.1989 -2.98
261262_at hypothetical protein predicted by g SDG35 AT1G26760 -1.25 -0.33 -3.34 0.0131914 0.1989 -3.00
246272_at hydroxynitrile lyase like protein MES9 AT4G37150 -2.12 -1.08 -3.34 0.01321637 0.1989 -3.00
248248_at spermidine synthase  ;supported b SPDS3 AT5G53120 -1.60 -0.68 -3.34 0.0131771 0.1989 -3.00
255436_at Expressed protein ; supported by c--- AT4G03150 1.23 0.30 3.35 0.01303821 0.1989 -2.98
247971_at zinc protease PQQL-like protein --- AT5G56730 1.29 0.37 3.34 0.01312609 0.1989 -2.99
246092_at glutaredoxin  ;supported by full-len --- AT5G20500 1.34 0.42 3.35 0.01300395 0.1989 -2.98
251127_at putative protein predicted protein, --- AT5G01080 1.35 0.43 3.34 0.01318511 0.1989 -3.00
254150_at putative protein storage protein - P--- AT4G24350 -4.02 -2.01 -3.35 0.01305376 0.1989 -2.99
264790_at putative histidine kinase histidine kATHK1 AT2G17820 1.39 0.47 3.34 0.01324042 0.1990 -3.00
255469_at predicted OR23 protein of unknow --- AT4G03030 1.32 0.40 3.34 0.01323331 0.1990 -3.00
254034_at P-glycoprotein-2 (pgp2) PGP2 AT4G25960 1.48 0.57 3.33 0.01328638 0.1990 -3.00
263332_at putative snRNP splicing factor  ;su --- AT2G03870 1.28 0.35 3.33 0.01331067 0.1990 -3.01
252937_at SEC14 - like protein phosphatidyli SEC14 AT4G39180 -1.28 -0.36 -3.33 0.01329113 0.1990 -3.00
261362_s_at ribosomal protein identical to GB:C--- AT1G41880 / 1.59 0.67 3.33 0.01328581 0.1990 -3.00
250189_at putative protein  ;supported by full- --- AT5G14410 1.56 0.64 3.33 0.01332499 0.1990 -3.01
252843_at glycine-rich protein other glycine-ri --- AT3G42130 -1.41 -0.49 -3.33 0.0132936 0.1990 -3.00
259383_at putative lectin contains Pfam profi JR1 AT3G16470 -3.44 -1.78 -3.33 0.01332425 0.1990 -3.01
246429_at farnesylated protein ATFP6-like pr--- AT5G17450 -1.99 -0.99 -3.33 0.01332064 0.1990 -3.01
266035_at enoyl-ACP reductase (enr-A) MOD1 AT2G05990 1.70 0.76 3.33 0.01331423 0.1990 -3.01
263132_at unknown protein ;supported by full --- AT1G78560 -1.25 -0.32 -3.33 0.01335776 0.1992 -3.01
256681_at unknown protein ; supported by cDSPP2 AT3G52340 2.24 1.16 3.33 0.01335437 0.1992 -3.01
264056_at putative DOF zinc finger protein  ;s--- AT2G28510 -1.45 -0.54 -3.33 0.01336554 0.1992 -3.01
252831_at 2-dehydro-3-deoxyphosphohepton DHS1 AT4G39980 -2.26 -1.18 -3.33 0.01336858 0.1992 -3.01
263877_at hypothetical protein predicted by g --- AT2G21780 -1.22 -0.29 -3.33 0.01339117 0.1994 -3.01
265353_at unknown protein  ;supported by ful --- AT2G16800 1.25 0.32 3.33 0.01342113 0.1997 -3.01
262970_at unknown protein --- AT1G75690 1.30 0.38 3.31 0.0136499 0.1998 -3.03
254805_at pEARLI 1  ; supported by cDNA: g pEARLI 1 AT4G12480 5.06 2.34 3.31 0.01362905 0.1998 -3.03
265029_at zinc finger protein 7, ZFP7  ; supp ZFP7 AT1G24625 -1.45 -0.54 -3.32 0.01358411 0.1998 -3.03
253672_at mRNA cleavage factor subunit - likCFIM-25 AT4G29820 1.40 0.48 3.31 0.01363763 0.1998 -3.03
250627_at putative amidase --- AT5G07360 1.37 0.45 3.32 0.01357582 0.1998 -3.03



246594_at pyrroline-5-carboxylate reductase  P5CR AT5G14800 1.40 0.48 3.32 0.01357451 0.1998 -3.03
255716_at coded for by A. thaliana cDNA R30CRCK2 AT4G00330 1.22 0.29 3.31 0.01367298 0.1998 -3.03
248624_at unknown protein  ; supported by cD--- AT5G48790 -1.28 -0.36 -3.32 0.01349097 0.1998 -3.02
249318_at uridine kinase-like protein AtUK/UPRTAT5G40870 1.30 0.38 3.32 0.01360825 0.1998 -3.03
254980_at putative ribosomal protein L9, cyto--- AT4G10450 1.75 0.81 3.32 0.01347174 0.1998 -3.02
254819_at pEARLI 1-like protein Arabidopsis --- AT4G12500 5.84 2.55 3.31 0.01366563 0.1998 -3.03
261108_at 1-aminocyclopropane-1-carboxylaACS10 AT1G62960 1.40 0.48 3.32 0.01359395 0.1998 -3.03
259102_at unknown protein similar to hin1 GBNHL1 AT3G11660 -1.38 -0.46 -3.32 0.01345353 0.1998 -3.02
267159_at putative SCARECROW gene regul--- AT2G37650 -1.31 -0.39 -3.32 0.01354618 0.1998 -3.02
262120_at glutathione-S-transferase, putativeATGSTF4 AT1G02950 1.43 0.52 3.31 0.01363047 0.1998 -3.03
260541_at putative trypsin inhibitor --- AT2G43530 -2.36 -1.24 -3.32 0.01359299 0.1998 -3.03
267213_at 60S ribosomal protein L7  ;support --- AT2G44120 1.68 0.75 3.32 0.01356526 0.1998 -3.03
253191_at cysteine protease XCP1 identical t XCP1 AT4G35350 2.50 1.32 3.32 0.01351802 0.1998 -3.02
260538_at 60S ribosomal protein L38 --- AT2G43460 1.50 0.58 3.32 0.01348579 0.1998 -3.02
263529_at ADP-ribosylation factor 3 ARF3 AT2G24765 1.27 0.34 3.31 0.01366091 0.1998 -3.03
256812_at hypothetical protein contains simila--- AT3G21350 1.27 0.34 3.32 0.01345349 0.1998 -3.02
262226_at Expressed protein ; supported by f --- AT1G53885 / -2.05 -1.03 -3.31 0.01367919 0.1998 -3.03
255733_at unknown protein similar to unknow--- AT1G25400 1.57 0.65 3.32 0.0135553 0.1998 -3.02
251133_at LAX1 / AUX1 -like permease --- AT5G01240 -1.49 -0.57 -3.32 0.01346086 0.1998 -3.02
257225_s_at 50S ribosomal protein L12-C identRPL12-C AT3G27830 / 1.27 0.35 3.31 0.01363726 0.1998 -3.03
245998_at sucrose-UDP glucosyltransferase SUS1 AT5G20830 -1.72 -0.78 -3.32 0.01348428 0.1998 -3.02
252646_at protein kinase-like protein protein --- AT3G44610 1.27 0.35 3.32 0.01355503 0.1998 -3.02
266216_at putative DOF zinc finger protein --- AT2G28810 -1.34 -0.42 -3.32 0.01354238 0.1998 -3.02
259357_at unknown protein ;supported by full --- AT1G13380 1.37 0.45 3.32 0.01360077 0.1998 -3.03
251073_at putative protein hypothetical protei --- AT5G01750 -1.24 -0.31 -3.31 0.01374342 0.2004 -3.04
263515_at unknown protein --- AT2G21640 -2.49 -1.32 -3.31 0.01374307 0.2004 -3.04
263228_at putative reticuline oxidase-like pro --- AT1G30700 1.68 0.75 3.31 0.01376801 0.2006 -3.04
249315_at unknown protein --- AT5G41190 1.26 0.33 3.31 0.013771 0.2006 -3.04
266791_at unknown protein --- AT2G02960 1.28 0.36 3.30 0.01382215 0.2008 -3.04
263286_at 40S ribosomal protein S14  ;suppo--- AT2G36160 1.50 0.59 3.30 0.01382051 0.2008 -3.04
254466_at subtilisin-like serine protease conta--- AT4G20430 1.43 0.52 3.30 0.01381561 0.2008 -3.04
255803_at putative protein vesicle-associated--- AT4G10170 1.27 0.35 3.30 0.01380221 0.2008 -3.04
262563_at somatic embryogenesis receptor-l SERK2 AT1G34210 -1.40 -0.49 -3.30 0.01383016 0.2008 -3.05
267533_at unknown protein  ;supported by ful ATNUDX23AT2G42070 1.32 0.40 3.30 0.01386305 0.2012 -3.05
266319_s_at putative beta-ketoacyl-CoA syntha KCS13 AT2G46720 / -1.52 -0.60 -3.30 0.01391396 0.2016 -3.05



261307_at unknown protein similar to Glu-tRNGATB AT1G48520 1.28 0.36 3.30 0.01390557 0.2016 -3.05
245453_at disease resistance RPP5 like prote--- AT4G16900 -1.30 -0.38 -3.30 0.01392866 0.2017 -3.05
246045_at putative protein predicted proteins --- AT5G19430 1.41 0.50 3.29 0.01399068 0.2021 -3.06
258138_at Expressed protein GC donor spliceMSH7 AT3G24495 1.25 0.32 3.29 0.01399589 0.2021 -3.06
259287_at putative rac GTPase activating pro --- AT3G11490 1.37 0.45 3.29 0.01399911 0.2021 -3.06
260502_at putative Tub family protein containAtTLP6 AT1G47270 1.34 0.43 3.29 0.0139865 0.2021 -3.06
253234_at Expressed protein ; supported by f --- AT4G34265 1.31 0.39 3.29 0.01399057 0.2021 -3.06
244950_at cytochrome c oxidase subunit 2 --- --- -1.53 -0.61 -3.29 0.01405547 0.2025 -3.06
247793_at putative protein  ; supported by cD PSY1 AT5G58650 1.48 0.56 3.29 0.01404859 0.2025 -3.06
267090_at unknown protein  ; supported by fuCXIP2 AT2G38270 1.24 0.31 3.29 0.01403893 0.2025 -3.06
267237_s_at unknown protein  ;supported by ful --- AT2G44040 / 1.78 0.83 3.29 0.01408296 0.2028 -3.06
264687_at cysteine protease XBCP3 identicalXBCP3 AT1G09850 -1.25 -0.32 -3.29 0.01409863 0.2028 -3.07
263178_at hypothetical protein predicted by g --- AT1G05550 -1.35 -0.43 -3.29 0.01409364 0.2028 -3.06
258988_at unknown protein similar to unknow--- AT3G08890 1.31 0.39 3.29 0.01414297 0.2031 -3.07
255596_at putative DNA-binding protein similWRKY47 AT4G01720 1.88 0.91 3.29 0.0141488 0.2031 -3.07
260008_at putative RING zinc finger protein c--- AT1G68070 1.27 0.34 3.29 0.01414011 0.2031 -3.07
264202_at TINY-like transcription factor Conta--- AT1G22810 -2.28 -1.19 -3.29 0.01416257 0.2032 -3.07
250159_at 40S ribosomal protein - like 40S ri --- AT5G15200 1.49 0.57 3.28 0.0142029 0.2035 -3.07
266696_at copia-like retroelement pol polypro --- AT2G19680 1.37 0.45 3.28 0.01419652 0.2035 -3.07
248107_at small Ras-like GTP-binding proteinRAN3 AT5G55190 1.25 0.32 3.28 0.01422485 0.2037 -3.07
248173_at putative protein contains similarity --- AT5G54580 1.28 0.36 3.28 0.01424305 0.2038 -3.08
261532_at amino acid permease, putative sim--- AT1G71680 -1.27 -0.35 -3.28 0.01431498 0.2041 -3.08
255511_at Expressed protein ; supported by cPIT1 AT4G02075 1.73 0.79 3.28 0.01428699 0.2041 -3.08
255080_at arabinogalactan-protein homolog aAGP10 AT4G09030 1.59 0.67 3.28 0.01431199 0.2041 -3.08
248045_at HEAT SHOCK PROTEIN 81-2 (HSHSP81-2 AT5G56030 -1.96 -0.97 -3.28 0.01430318 0.2041 -3.08
246144_at dynein light chain - like protein dyn--- AT5G20110 -1.55 -0.63 -3.28 0.01430956 0.2041 -3.08
248768_at 60S acidic ribosomal protein P1-lik --- AT5G47700 1.56 0.64 3.28 0.0143141 0.2041 -3.08
250843_at putative RNA-binding protein astroBTR1L AT5G04430 1.26 0.34 3.27 0.01436128 0.2046 -3.08
255645_at coded for by A. thaliana cDNA T43--- AT4G00880 -1.54 -0.63 -3.27 0.01437921 0.2047 -3.09
249257_at unknown protein --- AT5G41640 -1.22 -0.29 -3.27 0.01440616 0.2050 -3.09
265840_at hypothetical protein predicted by g --- AT2G14530 1.39 0.47 3.27 0.01442461 0.2051 -3.09
260343_at fructokinase (Frk1), putative simila--- AT1G69200 1.45 0.54 3.27 0.01444979 0.2052 -3.09
245016_at carboxytransferase beta subunit --- --- -1.27 -0.35 -3.27 0.01445394 0.2052 -3.09
247974_at putative protein contains similarity --- AT5G56780 1.27 0.34 3.27 0.01445379 0.2052 -3.09
259668_at hypothetical protein predicted by g --- AT1G52390 -1.29 -0.36 -3.27 0.01449779 0.2057 -3.09



261087_at hypothetical protein similar to unkn--- AT1G17350 1.51 0.59 3.27 0.01451635 0.2058 -3.10
267620_at  putative beta-1,3-glucanase   --- AT2G39640 -1.27 -0.34 -3.27 0.01454433 0.2059 -3.10
255961_at UDP-glucose glucosyltransferase,AtUGT85A7AT1G22340 -1.58 -0.66 -3.27 0.01453629 0.2059 -3.10
255394_at hypothetical protein similar to A. th--- --- -1.30 -0.37 -3.26 0.01459413 0.2061 -3.10
253426_at putative protein polygalacturonase--- AT4G32375 -1.27 -0.34 -3.26 0.01457994 0.2061 -3.10
254985_x_at putative reverse-transcriptase -like--- --- -1.40 -0.48 -3.26 0.01457381 0.2061 -3.10
262282_at hypothetical protein predicted by g --- AT1G68610 -1.35 -0.43 -3.26 0.01459338 0.2061 -3.10
254563_at putative protein several hypotheticaERD3 AT4G19120 -1.43 -0.51 -3.26 0.01463845 0.2064 -3.10
264467_at unknown protein similar to EST gb --- AT1G10140 1.33 0.41 3.26 0.0146627 0.2064 -3.11
247418_at glutaredoxin-like protein  ; supporte--- AT5G63030 1.41 0.49 3.26 0.01466504 0.2064 -3.11
264351_at unknown protein Contains similarit --- AT1G03370 -1.31 -0.39 -3.26 0.01464595 0.2064 -3.10
261354_at unknown protein ; supported by cDatnudt3 AT1G79690 -1.30 -0.38 -3.26 0.0146622 0.2064 -3.11
261845_at metal ion transporter, putative simNRAMP6 AT1G15960 -1.46 -0.54 -3.26 0.0146703 0.2064 -3.11
258830_at unknown protein --- AT3G07090 -1.70 -0.77 -3.26 0.0146986 0.2067 -3.11
260689_at hypothetical protein predicted by g --- AT1G32290 -1.38 -0.47 -3.26 0.01470998 0.2067 -3.11
266127_s_at putative mitochondrial translation e--- AT1G45332 / 1.44 0.53 3.26 0.01471927 0.2067 -3.11
245426_at hypothetical protein --- AT4G17540 1.36 0.45 3.26 0.01473876 0.2069 -3.11
261308_at protein kinase, putative contains sRKL1 AT1G48480 2.87 1.52 3.25 0.0147709 0.2072 -3.11
260390_at unknown protein  ; supported by fu --- AT1G73940 1.34 0.42 3.25 0.01480783 0.2073 -3.12
250666_at SPF1-like protein SPF1 protein - I WRKY26 AT5G07100 1.81 0.85 3.25 0.01479314 0.2073 -3.11
257003_at unknown protein  ;supported by ful FLU AT3G14110 1.45 0.54 3.25 0.01482035 0.2073 -3.12
267516_at unknown protein RPT2 AT2G30520 -1.36 -0.44 -3.25 0.01482274 0.2073 -3.12
249799_at serine palmitoyltransferase  ; supp LCB2 AT5G23670 1.24 0.31 3.25 0.01480214 0.2073 -3.12
260982_at chalcone isomerase, putative simi --- AT1G53520 2.31 1.21 3.25 0.01485026 0.2074 -3.12
253791_at early auxin-inducible protein 11 (IAIAA11 AT4G28640 1.39 0.48 3.25 0.01484244 0.2074 -3.12
246200_at putative protein ;supported by full-l --- AT4G37240 1.65 0.72 3.25 0.01489093 0.2079 -3.12
257900_at hypothetical protein predicted by g --- AT3G28420 1.26 0.33 3.25 0.01490702 0.2079 -3.12
263668_at putative 1-aminocyclopropane-1-ca--- AT1G04350 -1.34 -0.43 -3.25 0.01491144 0.2079 -3.12
250246_at polyamine oxidase ATPAO1 AT5G13700 -1.24 -0.31 -3.25 0.01492088 0.2079 -3.12
252312_at hypothetical protein SF16 protein, iqd15 AT3G49380 -1.36 -0.44 -3.24 0.01497972 0.2083 -3.13
264364_at unknown protein Similar to gb|U85 --- AT1G03330 1.26 0.33 3.24 0.01498369 0.2083 -3.13
247198_at unknown protein --- AT5G65290 -1.27 -0.34 -3.24 0.01497416 0.2083 -3.13
259170_at hypothetical protein similar to putat--- AT3G03510 -1.26 -0.34 -3.24 0.01497461 0.2083 -3.13
261498_at receptor kinase, putative similar toHSL1 AT1G28440 -1.40 -0.49 -3.24 0.01501008 0.2085 -3.13
248102_at putative protein contains similarity --- AT5G55140 1.44 0.53 3.24 0.01502847 0.2086 -3.13



254051_at putative protein other Arabidopsis --- AT4G25270 -1.29 -0.37 -3.24 0.01505414 0.2086 -3.13
264438_at putative 60S ribosomal protein L17--- AT1G27400 1.57 0.65 3.24 0.01505296 0.2086 -3.13
245942_at putative protein transcription regul --- AT5G19490 -1.23 -0.30 -3.24 0.01505444 0.2086 -3.13
246260_at amino acid permease, putative co --- AT1G31820 1.43 0.51 3.24 0.01509364 0.2090 -3.14
254726_at isoflavone reductase-like protein isPRR2 AT4G13660 1.89 0.92 3.24 0.01513483 0.2093 -3.14
260527_at unknown protein  ;supported by ful --- AT2G47270 2.52 1.34 3.24 0.01513592 0.2093 -3.14
252829_at homeodomain - like protein  ; suppATHB16 AT4G40060 -1.38 -0.46 -3.24 0.01514005 0.2093 -3.14
264122_at GTP-binding protein, ara-5 ras ho ARA-5 AT1G02130 1.21 0.28 3.23 0.01519556 0.2097 -3.14
259738_at predicted protein --- AT1G64355 1.31 0.39 3.23 0.0151843 0.2097 -3.14
265719_at unknown protein related to putative--- AT2G03500 -1.26 -0.34 -3.23 0.0151958 0.2097 -3.14
258213_at hypothetical protein predicted by g --- AT3G17950 1.49 0.57 3.23 0.01522248 0.2099 -3.14
255539_at putative actin polymerization factoCRK AT4G01710 1.31 0.39 3.23 0.01527258 0.2104 -3.15
249329_at putative protein similar to unknown--- AT5G40960 1.40 0.49 3.23 0.015271 0.2104 -3.15
256650_at hypothetical protein contains simila--- AT3G13620 -1.33 -0.41 -3.23 0.01528109 0.2104 -3.15
250733_at 2-cys peroxiredoxin-like protein  ;su2-Cys Prx BAT5G06290 1.36 0.45 3.23 0.01531201 0.2107 -3.15
264335_s_at hypothetical protein contains similaUPL1 AT1G55860 / 1.23 0.30 3.22 0.01539379 0.2117 -3.16
262770_at hypothetical protein predicted by g --- AT1G13190 -1.50 -0.58 -3.22 0.01547346 0.2126 -3.16
258617_at putative calmodulin similar to calm --- AT3G03000 1.24 0.31 3.22 0.01548916 0.2127 -3.16
255531_at hypothetical protein similar to orf o--- AT4G02160 -1.30 -0.37 -3.22 0.01549483 0.2127 -3.16
252255_at pectinesterase - like protein pectin--- AT3G49220 -1.85 -0.88 -3.22 0.01554217 0.2128 -3.17
265817_at histone H1  ;supported by full-lengtHIS1-3 AT2G18050 -2.00 -1.00 -3.22 0.0155271 0.2128 -3.16
245783_s_at hypothetical protein similar to hypo--- AT1G35170 / 2.06 1.04 3.22 0.01556965 0.2128 -3.17
246021_at ascorbate oxidase-like protein asc--- AT5G21100 -1.51 -0.60 -3.22 0.01556083 0.2128 -3.17
263400_s_at 40S ribosomal protein; contains C- --- AT2G31610 / 1.36 0.44 3.22 0.01553527 0.2128 -3.17
249648_at putative protein hypothetical prote --- AT5G37050 -1.44 -0.53 -3.22 0.01554541 0.2128 -3.17
260613_at unknown protein --- AT1G53380 1.31 0.39 3.22 0.01555368 0.2128 -3.17
260892_at cysteine proteinase contains simila--- AT1G29110 -1.33 -0.41 -3.21 0.01558232 0.2128 -3.17
252940_at receptor protein kinase - like prote--- AT4G39270 1.54 0.62 3.21 0.01570189 0.2130 -3.18
252859_at putative protein AP2 domain conta--- AT4G39780 1.54 0.62 3.21 0.0156341 0.2130 -3.17
265521_at hypothetical protein predicted by g ORG4 AT2G06010 1.36 0.44 3.21 0.01570602 0.2130 -3.18
258728_at unknown protein  ; supported by cD--- AT3G11800 1.26 0.33 3.21 0.01570097 0.2130 -3.18
253946_at putative APG protein proline-rich p--- AT4G26790 -1.50 -0.58 -3.21 0.01564251 0.2130 -3.17
251134_at hypothetical protein RNA polymeraAtQSOX2 AT2G01270 / -1.30 -0.38 -3.21 0.01570597 0.2130 -3.18
246443_at hypothetical protein  ;supported by --- AT5G17620 1.33 0.41 3.21 0.01564319 0.2130 -3.17
245093_at hypothetical protein predicted by g --- AT2G40815 / 1.30 0.38 3.21 0.01565606 0.2130 -3.17



261583_at pyruvate dehydrogenase E1 alpha PDH-E1 ALAT1G01090 1.28 0.36 3.21 0.0156954 0.2130 -3.18
258890_at putative transcription factor similar NF-YA2 AT3G05690 -1.56 -0.64 -3.21 0.01564296 0.2130 -3.17
260063_at unknown protein contains Pfam pr--- AT1G73720 1.31 0.39 3.21 0.01566728 0.2130 -3.17
258486_at putative 40S ribosomal protein sim--- AT3G02560 1.86 0.90 3.21 0.01566843 0.2130 -3.17
259816_at RING-H2 finger protein RHY1a ide--- AT1G49850 1.30 0.38 3.21 0.01572653 0.2131 -3.18
245984_at putative protein predicted proteins --- AT5G13090 1.31 0.39 3.21 0.01573992 0.2132 -3.18
259327_at putative lectin contains Pfam profi --- AT3G16460 -3.04 -1.60 -3.21 0.01577472 0.2134 -3.18
245606_at hypothetical protein --- AT4G14310 -1.31 -0.39 -3.21 0.01577551 0.2134 -3.18
266918_at putative LIM-domain protein --- AT2G45800 -1.25 -0.32 -3.20 0.01579244 0.2135 -3.18
257061_at hypothetical protein predicted by g --- AT3G18250 1.59 0.67 3.20 0.01586201 0.2140 -3.19
263131_at ribosomal protein L13, putative simemb1473 AT1G78630 1.29 0.37 3.20 0.01588157 0.2140 -3.19
261335_at nodulin protein, putative similar to --- AT1G44800 1.22 0.29 3.20 0.01585876 0.2140 -3.19
255660_at Expressed protein ; supported by f --- AT4G00755 1.33 0.42 3.20 0.01587972 0.2140 -3.19
258636_at putative GTPase activator protein c--- AT3G07890 -1.31 -0.39 -3.20 0.0158485 0.2140 -3.19
253227_at protein kinase - like leucine rich re--- AT4G35030 1.33 0.41 3.20 0.01586591 0.2140 -3.19
256930_at O-acetylserine(thiol) lyase, putativOASA2 AT3G22460 1.36 0.45 3.20 0.01596756 0.2143 -3.19
260294_at GMP synthase similar to GMP syn --- AT1G63660 1.26 0.33 3.20 0.01595401 0.2143 -3.19
253507_at serine threonine protein kinase like--- AT4G32000 -1.47 -0.56 -3.20 0.0159427 0.2143 -3.19
247376_at nucleotide diphosphate kinase Ia (eNDPK2 AT5G63310 1.26 0.33 3.20 0.01594433 0.2143 -3.19
259006_at putative 60S acidic ribosomal prote--- AT3G09200 1.54 0.62 3.20 0.01592499 0.2143 -3.19
246860_at putative protein various predicted --- AT5G25840 -2.00 -1.00 -3.20 0.01598129 0.2143 -3.19
249815_at 60S ribosomal protein L13  ; suppo--- AT5G23900 1.48 0.57 3.20 0.01593431 0.2143 -3.19
245462_at transcription factor like protein --- AT4G17020 -1.32 -0.40 -3.20 0.01597853 0.2143 -3.19
247154_at receptor protein kinase-like proteinHSL2 AT5G65710 -1.27 -0.34 -3.19 0.01600962 0.2146 -3.20
266264_at Expressed protein ; supported by f --- AT2G27775 1.26 0.34 3.19 0.0160809 0.2149 -3.20
261406_at unknown protein contains similarityNRP2 AT1G18800 1.50 0.58 3.19 0.0160431 0.2149 -3.20
247845_at beta-1,3 glucanase - like protein b --- AT5G58090 1.28 0.36 3.19 0.01608747 0.2149 -3.20
254617_s_at ribosomal protein L11, cytosolic  ;sRPL16B AT4G18730 / 1.49 0.57 3.19 0.01608887 0.2149 -3.20
255832_at hypothetical protein predicted by g --- AT2G33360 1.42 0.50 3.19 0.01607504 0.2149 -3.20
265182_at putative auxin-induced protein  ;su --- AT1G23740 -1.44 -0.53 -3.19 0.01605767 0.2149 -3.20
261016_at beta-glucosidase, putative similar BGLU40 AT1G26560 -2.50 -1.32 -3.19 0.01613806 0.2154 -3.20
253395_at protein kinase AME3  ; supported bAME3 AT4G32660 -1.24 -0.31 -3.19 0.01616603 0.2156 -3.21
264925_at hypothetical protein contains simil --- AT1G60670 -1.34 -0.42 -3.19 0.0161847 0.2158 -3.21
258932_at hypothetical protein predicted by g PAP16 AT3G10150 -1.27 -0.34 -3.18 0.01622512 0.2162 -3.21
247452_at H-protein promoter binding factor-l CDF1 AT5G62430 -1.49 -0.57 -3.18 0.01623538 0.2162 -3.21



257545_at hypothetical protein predicted by g --- AT3G23200 1.46 0.54 3.18 0.01626024 0.2162 -3.21
266098_at hypothetical protein predicted by g --- AT2G37870 -1.44 -0.52 -3.18 0.01626101 0.2162 -3.21
261886_s_at hypothetical protein predicted by g --- AT1G80700 / 1.22 0.29 3.18 0.01626456 0.2162 -3.21
264679_s_at putative 60S ribosomal protein L2 --- AT1G09590 / 1.55 0.63 3.18 0.01633304 0.2169 -3.22
248427_at subtilisin-like serine protease similaATSBT1.3 AT5G51750 -1.40 -0.48 -3.18 0.01633973 0.2169 -3.22
249494_at acyltransferase - like protein Antho--- AT5G39050 1.85 0.89 3.18 0.01639833 0.2171 -3.22
254955_at putative protein RNA polymerase KELP AT4G10920 1.26 0.34 3.18 0.01638575 0.2171 -3.22
256205_at hypothetical protein --- AT1G50890 1.27 0.35 3.18 0.01638675 0.2171 -3.22
262017_at elongation factor, putative similar t--- AT1G35550 1.44 0.53 3.18 0.01640374 0.2171 -3.22
264355_at unknown protein similar to PHZF, --- AT1G03210 1.48 0.57 3.18 0.01640551 0.2171 -3.22
266867_at putative signal recognition particle CPFTSY AT2G45770 1.30 0.37 3.18 0.01639651 0.2171 -3.22
247632_at protein transport protein subunit - --- AT5G60460 1.34 0.42 3.17 0.01647702 0.2172 -3.23
257456_at unknown protein predicted by gensSRS4 AT2G18120 -1.30 -0.38 -3.17 0.01645567 0.2172 -3.23
261350_at hypothetical protein predicted by g --- AT1G79770 -1.48 -0.57 -3.18 0.01643544 0.2172 -3.22
253444_at putative protein ring finger protein --- AT4G32600 -1.25 -0.32 -3.17 0.01646366 0.2172 -3.23
256215_at unknown protein ;supported by full --- AT1G50900 1.31 0.39 3.17 0.01647133 0.2172 -3.23
255480_at Expressed protein ; supported by f --- AT4G02485 1.25 0.33 3.17 0.01644849 0.2172 -3.22
267134_at putative protein kinase contains a p--- AT2G23450 -1.21 -0.28 -3.17 0.01650706 0.2175 -3.23
262347_at unknown protein similar to hypothe--- AT1G64110 -1.33 -0.41 -3.17 0.01658272 0.2184 -3.23
254655_s_at ribosomal protein L32 -like protein --- AT4G18100 / 1.53 0.61 3.17 0.01663909 0.2190 -3.24
258324_at putative DNA binding protein ident TSO1 AT3G22780 1.24 0.31 3.16 0.01668375 0.2195 -3.24
267562_at unknown protein similar to hypothe--- AT2G39670 1.26 0.33 3.16 0.01674253 0.2198 -3.24
257750_at unknown protein  ;supported by ful --- AT3G18800 1.34 0.42 3.16 0.0167807 0.2198 -3.25
262991_at hypothetical protein predicted by g BRX-LIKE3 AT1G54180 -1.23 -0.30 -3.16 0.01675237 0.2198 -3.24
259795_at hypothetical protein predicted by g --- AT1G64290 -1.32 -0.40 -3.16 0.01679246 0.2198 -3.25
258805_at putative beta-1,3-glucanase simila--- AT3G04010 -1.45 -0.54 -3.16 0.01677691 0.2198 -3.24
261670_at hypothetical protein contains similaTET11 AT1G18520 -1.23 -0.30 -3.16 0.01675897 0.2198 -3.24
246662_at putative protein --- AT5G35290 -1.29 -0.36 -3.16 0.01672484 0.2198 -3.24
248160_at putative protein similar to unknown--- AT5G54470 -1.44 -0.52 -3.16 0.01678694 0.2198 -3.25
265892_at hypothetical protein predicted by g --- AT2G15020 -1.61 -0.69 -3.16 0.01678027 0.2198 -3.25
249795_at 40S ribosomal protein S11 ;supporRPS11-BETAT5G23740 1.62 0.70 3.16 0.01680827 0.2198 -3.25
267218_at Expressed protein ; supported by f --- AT2G02515 -1.28 -0.35 -3.16 0.01683284 0.2200 -3.25
262813_at unknown protein strong similarity to--- AT1G11670 -2.09 -1.06 -3.16 0.01683854 0.2200 -3.25
249732_at 6-phosphogluconolactonase-like p --- AT5G24420 -6.80 -2.76 -3.16 0.01686022 0.2201 -3.25
254966_at COP1 like protein photomorphogeSPA2 AT4G11110 -1.22 -0.28 -3.16 0.01686622 0.2201 -3.25



251995_at nuclear envelope membrane proteFK AT3G52940 1.25 0.32 3.16 0.01688166 0.2202 -3.25
257752_at hypothetical protein predicted by g --- AT3G18720 -1.30 -0.38 -3.15 0.0169122 0.2203 -3.25
263593_at hypothetical protein predicted by g EMB975 AT2G01860 1.37 0.45 3.15 0.01690392 0.2203 -3.25
261304_at unknown protein ;supported by full --- AT1G48440 -1.22 -0.28 -3.15 0.01695889 0.2208 -3.26
261117_at unknown protein AUL1 AT1G75310 -1.51 -0.59 -3.15 0.01700422 0.2209 -3.26
262225_at pectinesterase, putative similar to ATPME1 AT1G53840 -1.71 -0.78 -3.15 0.01706979 0.2209 -3.26
267220_at putative sugar nucleotide phospho ISPD AT2G02500 1.36 0.44 3.15 0.01703895 0.2209 -3.26
252023_at putative protein various predicted --- AT3G52920 1.87 0.90 3.15 0.01703177 0.2209 -3.26
266338_at putative ligand-gated ion channel sGLR5 AT2G32400 -1.37 -0.46 -3.15 0.01705881 0.2209 -3.26
246230_at SCARECROW-like protein --- AT4G36710 -1.27 -0.35 -3.15 0.01705926 0.2209 -3.26
260923_at glycine-rich RNA-binding protein g--- AT1G21570 -1.30 -0.38 -3.15 0.01702569 0.2209 -3.26
257132_at hypothetical protein predicted by g --- AT3G20230 1.28 0.35 3.15 0.01705129 0.2209 -3.26
244972_at PSII 47KDa protein --- --- -1.92 -0.94 -3.15 0.01702873 0.2209 -3.26
259594_at unknown protein contains similarity--- AT1G28140 -1.26 -0.34 -3.15 0.01700582 0.2209 -3.26
245279_at putative protein ; supported by cDN--- AT4G17270 1.27 0.35 3.15 0.01706923 0.2209 -3.26
259497_at unknown protein --- AT1G15860 1.22 0.29 3.15 0.01710955 0.2212 -3.27
253149_at NAD+ dependent isocitrate dehyd --- AT4G35650 -1.30 -0.38 -3.14 0.01714101 0.2215 -3.27
265985_at hypothetical protein predicted by g ATPUP5 AT2G24220 -1.25 -0.32 -3.14 0.01716371 0.2217 -3.27
249167_at putative protein similar to unknown--- AT5G42860 -1.89 -0.92 -3.14 0.01717909 0.2218 -3.27
249927_at Glucose-1-phosphate adenylyltran APL1 AT5G19220 -1.52 -0.60 -3.14 0.01726664 0.2226 -3.27
264894_at unknown protein Location of EST g--- AT1G23040 1.35 0.43 3.14 0.01727447 0.2226 -3.28
247191_at homeobox-leucine zipper protein AATHB5 AT5G65310 -1.54 -0.63 -3.14 0.01729224 0.2226 -3.28
256794_at ribosomal protein L27, putative sim--- AT3G22230 1.77 0.82 3.14 0.01729057 0.2226 -3.28
261235_x_at hypothetical protein predicted by g --- --- -1.24 -0.31 -3.14 0.01725828 0.2226 -3.27
256854_at hypothetical protein predicted by g --- AT3G15180 -1.27 -0.34 -3.14 0.01731015 0.2227 -3.28
249145_at enoyl CoA hydratase-like protein ATDCI1 AT5G43280 -1.25 -0.32 -3.14 0.01732693 0.2227 -3.28
245736_at Dr4(protease inhibitor) identical to ATDR4 AT1G73330 -1.79 -0.84 -3.14 0.01733275 0.2227 -3.28
259348_at hypothetical protein may contain C--- AT3G03770 -1.52 -0.60 -3.14 0.0173505 0.2228 -3.28
251552_at ribosomal protein L11 -like ribosom--- AT3G58700 1.59 0.67 3.14 0.01735734 0.2228 -3.28
246758_at 60S ribosomal protein - like 60S ri --- AT5G27850 1.57 0.65 3.13 0.0174147 0.2233 -3.28
258858_at putative 40S ribosomal protein S19--- AT3G02080 1.59 0.66 3.13 0.01740806 0.2233 -3.28
266210_at 60S ribosomal protein L10A  ; suppPGY1 AT2G27530 1.57 0.65 3.13 0.01743017 0.2234 -3.28
246449_at hypothetical protein --- AT5G16810 -1.31 -0.39 -3.13 0.01744563 0.2234 -3.29
261794_at hypothetical protein contains simila--- AT1G16060 -1.36 -0.44 -3.13 0.01752701 0.2241 -3.29
245551_at cytochrome P450 like protein CYP705A2 AT4G15350 -1.23 -0.30 -3.13 0.01751245 0.2241 -3.29



267496_at putative lipase  ; supported by full- --- AT2G30550 -1.41 -0.49 -3.13 0.01752178 0.2241 -3.29
260160_at putative RNA-binding protein cont --- AT1G79880 1.26 0.34 3.13 0.01758974 0.2248 -3.29
253072_at putative protein  ;supported by full- --- AT4G37830 1.24 0.31 3.12 0.01761072 0.2249 -3.30
246935_at leucine-rich repeats containing pro EBF2 AT5G25350 1.54 0.62 3.12 0.01761568 0.2249 -3.30
262259_s_at hypothetical protein predicted by g --- AT1G53870 / -1.49 -0.57 -3.12 0.01762839 0.2249 -3.30
258751_at low temperature and salt responsivRCI2B AT3G05890 2.35 1.23 3.12 0.01766385 0.2251 -3.30
246472_at putative protein predicted protein, --- AT5G17130 -1.22 -0.29 -3.12 0.01769315 0.2251 -3.30
246195_at E2, ubiquitin-conjugating enzyme UBC17 AT4G36410 2.77 1.47 3.12 0.01767656 0.2251 -3.30
245894_at putative protein  ; supported by full --- AT5G09310 1.25 0.32 3.12 0.01768557 0.2251 -3.30
249759_at putative protein contains similarity YSL2 AT5G24380 -1.45 -0.53 -3.12 0.01765587 0.2251 -3.30
249129_at cyclin A-type CYCA3;1 AT5G43080 1.30 0.38 3.12 0.01774009 0.2256 -3.30
260820_at receptor protein kinase, putative s --- AT1G06840 1.60 0.68 3.12 0.01775276 0.2256 -3.30
247987_at putative protein similar to unknown--- AT5G56900 1.31 0.39 3.12 0.0177928 0.2260 -3.31
251663_at putative protein hypothetical prote --- AT3G57070 -1.28 -0.36 -3.12 0.0178155 0.2261 -3.31
254280_at Expressed protein ; supported by f SMO1-2 AT4G22756 1.46 0.54 3.12 0.01784078 0.2263 -3.31
254245_at serine/threonine kinase - like prote--- AT4G23240 -1.26 -0.33 -3.11 0.01785124 0.2263 -3.31
259800_at Expressed protein ; supported by f --- AT1G72175 -1.35 -0.44 -3.11 0.01788357 0.2266 -3.31
250495_at ribsomal protein - like chloroplast r--- AT5G09770 1.37 0.45 3.11 0.01791293 0.2268 -3.31
246503_at 40S ribosomal protein S7-like 40S--- AT5G16130 1.63 0.70 3.11 0.0179173 0.2268 -3.31
260430_at putative zinc finger protein similar t--- AT1G68200 -1.24 -0.31 -3.11 0.01793051 0.2268 -3.31
246830_at chaperonin gamma chain - like pro--- AT5G26360 1.59 0.67 3.11 0.01797219 0.2270 -3.32
254011_at putative protein transcription termi --- AT4G26370 1.31 0.39 3.11 0.01797636 0.2270 -3.32
262738_at hypothetical protein --- AT1G28530 1.36 0.44 3.11 0.01797526 0.2270 -3.32
253901_at ribosomal protein L14 -like protein --- AT4G27090 1.51 0.59 3.11 0.01798697 0.2271 -3.32
248552_at RNA-binding protein-like  ; support --- AT5G50250 1.28 0.36 3.11 0.01800718 0.2271 -3.32
250904_at subtilisin-like serine protease conta--- AT5G03620 -1.25 -0.32 -3.11 0.01800985 0.2271 -3.32
247018_at AP2 domain transcription factor-lik --- AT5G67000 -1.21 -0.27 -3.11 0.01802846 0.2272 -3.32
248685_at putative protein similar to unknown--- AT5G48500 1.47 0.55 3.10 0.01813423 0.2283 -3.33
247258_at expressed protein similar to unknow--- AT5G64816 1.33 0.41 3.10 0.01812958 0.2283 -3.32
249093_at putative protein similar to unknown--- AT5G43880 -1.24 -0.30 -3.10 0.01821782 0.2291 -3.33
250190_at ribosomal protein precursor - like r--- AT5G14320 1.26 0.33 3.10 0.01821353 0.2291 -3.33
266572_at unknown protein --- AT2G23840 -1.44 -0.53 -3.10 0.01825702 0.2292 -3.33
265983_at putative homeodomain transcriptio HB-2 AT2G18550 -1.25 -0.32 -3.10 0.01825282 0.2292 -3.33
261792_at cinnamoyl CoA reductase, puitativCCR1 AT1G15950 -1.33 -0.42 -3.10 0.01824771 0.2292 -3.33
247511_at Fdr1 Cen - like protein Fdr1, Oryza--- AT5G62040 -1.33 -0.41 -3.10 0.01827896 0.2292 -3.33



263092_at hypothetical protein predicted by g --- AT2G16210 -1.24 -0.31 -3.10 0.01828044 0.2292 -3.33
256461_s_at adenylosuccinate lyase - like prote --- AT1G36280 / -2.09 -1.07 -3.10 0.01831145 0.2294 -3.34
263525_at putative MADS-box protein AGL61 AT2G24840 -1.36 -0.45 -3.10 0.0183052 0.2294 -3.33
262937_at FtsH protease, putative contains sFTSH12 AT1G79560 1.24 0.31 3.09 0.01841948 0.2301 -3.34
267524_at unknown protein --- AT2G30600 -1.44 -0.53 -3.09 0.01842076 0.2301 -3.34
253903_at kinesin-related protein katB  ; suppATK2 AT4G27180 -1.21 -0.27 -3.09 0.01838636 0.2301 -3.34
261903_at chromomethylase identical to GB:ACMT1 AT1G80740 -1.23 -0.30 -3.09 0.01843004 0.2301 -3.34
262992_at hypothetical protein predicted by g ATG12A AT1G54210 1.41 0.49 3.09 0.01844097 0.2301 -3.34
254236_at putative protein VSG expression s--- AT4G23840 1.26 0.33 3.09 0.01844885 0.2301 -3.34
245000_at hypothetical protein --- --- -1.28 -0.35 -3.09 0.01840041 0.2301 -3.34
254971_at major intrinsic protein (MIP) - like nNIP5;1 AT4G10380 -1.48 -0.56 -3.09 0.01844131 0.2301 -3.34
262957_s_at RNA polymerase II subunit, putativNRPB8A AT1G54250 / 1.20 0.27 3.09 0.01847577 0.2301 -3.34
253061_at putative protein SPOP, Homo sap BT5 AT4G37610 1.57 0.65 3.09 0.01848214 0.2301 -3.34
265953_at unknown protein --- AT2G37478 / 1.26 0.33 3.09 0.01846739 0.2301 -3.34
249636_at beta-glucosidase -like protein prunBGLU42 AT5G36890 -1.29 -0.36 -3.09 0.01850396 0.2302 -3.35
263432_at putative beta-hydroxyacyl-ACP deh--- AT2G22230 1.38 0.46 3.09 0.01850733 0.2302 -3.35
252418_at hypothetical protein --- AT3G47490 1.37 0.45 3.09 0.01852866 0.2303 -3.35
249525_at putative protein similar to unknown--- AT5G38650 1.25 0.33 3.09 0.01856115 0.2303 -3.35
262887_at hypothetical protein --- AT1G14780 -2.27 -1.18 -3.09 0.01854681 0.2303 -3.35
263996_at unknown protein --- AT2G22530 -1.32 -0.41 -3.09 0.01855446 0.2303 -3.35
261564_at NAC domain protein, putative sim ATAF1 AT1G01720 1.42 0.51 3.08 0.01859406 0.2306 -3.35
262653_at dioxygenase-like protein very simi --- AT1G14130 -1.23 -0.29 -3.08 0.01866105 0.2309 -3.35
255580_at putative water channel protein TIP1;3 AT4G01470 -1.35 -0.44 -3.08 0.01866377 0.2309 -3.35
260520_at mannosyl-oligosaccharide alpha-1--- AT1G51590 1.30 0.38 3.08 0.01864667 0.2309 -3.35
251770_at leucoanthocyanidin dioxygenase - --- AT3G55970 -3.23 -1.69 -3.08 0.01864726 0.2309 -3.35
261140_at unknown protein --- AT1G19680 -1.31 -0.39 -3.08 0.01862886 0.2309 -3.35
262607_at unknown protein ;supported by full --- AT1G13990 -1.36 -0.44 -3.08 0.01867707 0.2309 -3.36
246152_at IPP transferase - like protein tRNAIPT9 AT5G20040 1.27 0.34 3.08 0.01876347 0.2310 -3.36
249947_at FVT1 - like protein follicular lymph--- AT5G19200 1.23 0.30 3.08 0.01873111 0.2310 -3.36
251421_at enoyl-CoA-hydratase - like protein--- AT3G60510 1.28 0.35 3.08 0.0187671 0.2310 -3.36
258966_at putative DNA gyrase subunit A sim--- AT3G10690 1.58 0.66 3.08 0.01877582 0.2310 -3.36
254681_at putative protein HYA22 protein, Ho--- AT4G18140 -1.48 -0.57 -3.08 0.01877187 0.2310 -3.36
261651_at unknown protein similar to unknowSAT32 AT1G27760 -1.63 -0.70 -3.08 0.01871853 0.2310 -3.36
258692_at unknown protein --- AT3G08640 -1.57 -0.65 -3.08 0.01871453 0.2310 -3.36
260321_at putative RING zinc finger protein P--- AT1G63900 1.27 0.35 3.08 0.01872575 0.2310 -3.36



261054_at hypothetical protein predicted by g --- AT1G01320 -1.61 -0.69 -3.08 0.01874688 0.2310 -3.36
253336_at putative protein Caenorhabditis eleEIF3K AT4G33250 1.30 0.38 3.08 0.01881764 0.2310 -3.36
252823_at Expressed protein ; supported by f --- AT4G40045 1.29 0.37 3.08 0.01880174 0.2310 -3.36
267293_at hypothetical protein TET8 AT2G23810 1.55 0.63 3.08 0.01881568 0.2310 -3.36
260369_at 60S ribosomal protein L34, putativRPL34 AT1G69620 1.42 0.50 3.08 0.01880496 0.2310 -3.36
262996_at hypothetical protein predicted by g --- AT1G54440 1.27 0.35 3.07 0.01889103 0.2313 -3.37
260925_at DNA-binding protein, putative con --- AT1G21340 -1.31 -0.39 -3.07 0.01886045 0.2313 -3.37
254399_at G10 - like protein Maternal G10 lik--- AT4G21110 1.22 0.29 3.07 0.01886928 0.2313 -3.37
256676_at putative protein  ;supported by full-SEX4 AT3G52180 -1.49 -0.57 -3.07 0.01888964 0.2313 -3.37
256010_at auxin response factor, putative simARF19 AT1G19220 -1.32 -0.40 -3.07 0.01887942 0.2313 -3.37
246829_at putative protein pyruvate water dikATGWD3 AT5G26570 -1.25 -0.32 -3.07 0.01892078 0.2315 -3.37
256455_at unknown protein ;supported by full --- AT1G75190 -1.27 -0.35 -3.07 0.01894001 0.2316 -3.37
246975_at putative protein hypothetical protei --- AT5G24890 1.39 0.48 3.07 0.0189962 0.2322 -3.37
246510_at cyclic nucleotide-gated cation chanDND1 AT5G15410 -1.32 -0.40 -3.07 0.01900823 0.2322 -3.37
253736_at Proline-rich APG - like protein prol--- AT4G28780 1.51 0.59 3.07 0.01909359 0.2326 -3.38
246442_at hypothetical protein  ;supported by --- AT5G17610 1.24 0.31 3.07 0.01906166 0.2326 -3.38
262170_at hypothetical protein predicted by g --- AT1G74940 1.46 0.54 3.07 0.01909693 0.2326 -3.38
259655_at unknown protein --- AT1G55210 -2.15 -1.10 -3.07 0.01909347 0.2326 -3.38
266034_at Expressed protein ; supported by f FIP1 AT2G06005 -1.24 -0.31 -3.07 0.01905268 0.2326 -3.38
266530_at bHLH transcription factor AMS AT2G16910 -1.21 -0.27 -3.07 0.01910014 0.2326 -3.38
261077_at protein phosphatase 2C, putative --- AT1G07430 -1.48 -0.56 -3.06 0.01911583 0.2327 -3.38
258809_at NAM-like protein (no apical meristeanac047 AT3G04070 1.87 0.90 3.06 0.01918042 0.2333 -3.38
251737_at 40S ribosomal protein S26 homolo --- AT3G56340 1.73 0.79 3.06 0.0192244 0.2337 -3.39
260486_at F-box protein ZEITLUPE/FKF/LKP --- AT1G51550 1.29 0.36 3.06 0.01928307 0.2339 -3.39
250462_at receptor protein kinase -like(fragm--- AT5G10020 1.21 0.27 3.06 0.01929447 0.2339 -3.39
263294_at hypothetical protein predicted by g --- --- -1.38 -0.46 -3.06 0.01927102 0.2339 -3.39
247239_at pectin methylesterase-like protein s--- AT5G64640 -1.30 -0.38 -3.06 0.01925986 0.2339 -3.39
249922_at aluminium-induced protein - like a AILP1 AT5G19140 -1.27 -0.34 -3.06 0.01929059 0.2339 -3.39
251991_at transcription factor NF-Y, CCAAT-NF-YB10 AT3G53340 1.36 0.45 3.06 0.01927974 0.2339 -3.39
247323_at putative protein similar to unknown--- AT5G64170 -1.43 -0.51 -3.05 0.01938229 0.2347 -3.39
259247_at unknown protein predicted by gen --- AT3G07570 1.36 0.45 3.05 0.01938638 0.2347 -3.39
259123_at unknown protein --- AT3G02200 1.25 0.32 3.05 0.01942246 0.2349 -3.40
249910_at chorismate mutase/prephenate de ADT5 AT5G22630 -2.07 -1.05 -3.05 0.01941887 0.2349 -3.40
249965_at putative protein predicted proteins --- AT5G19020 -1.20 -0.26 -3.05 0.01947624 0.2352 -3.40
259204_s_at hypothetical protein predicted by g--- --- -1.25 -0.32 -3.05 0.01948316 0.2352 -3.40



244931_at hypothetical protein --- --- -1.43 -0.51 -3.05 0.01945799 0.2352 -3.40
266391_at putative strictosidine synthase iden--- AT2G41290 -1.37 -0.45 -3.05 0.0194988 0.2352 -3.40
247930_at putative protein similar to unknown--- AT5G57060 1.44 0.53 3.05 0.01949364 0.2352 -3.40
264683_at unknown protein similar to putativeFRA3 AT1G65580 -1.22 -0.29 -3.05 0.01955742 0.2358 -3.40
256397_at putative dual-specificity protein phoMKP2 AT3G06110 1.26 0.33 3.05 0.01959632 0.2359 -3.41
261620_s_at ribosomal protein L9, putative sim PGY2 AT1G33120 / 1.39 0.47 3.05 0.01959687 0.2359 -3.41
252500_at proteinase inhibitor-like protein end--- AT3G46860 -1.24 -0.31 -3.05 0.01959902 0.2359 -3.41
265677_at putative purine-rich single-strandedPUR ALPHAAT2G32080 -1.24 -0.31 -3.05 0.01961873 0.2360 -3.41
265805_s_at 60S ribosomal protein L2 EMB2296 AT2G18020 / 1.41 0.49 3.04 0.0196598 0.2364 -3.41
251639_at acetylglutamate kinase-like protein--- AT3G57560 1.35 0.44 3.04 0.01967091 0.2364 -3.41
254315_at putative glycine-rich protein glycin --- --- -1.41 -0.50 -3.04 0.01969452 0.2366 -3.41
262876_at unknown protein ;supported by full ATDSS1(I) AT1G64750 1.36 0.45 3.04 0.01972021 0.2367 -3.41
258916_at putative ABC transporter ATPase sATNAP7 AT3G10670 -1.26 -0.33 -3.04 0.01976799 0.2371 -3.41
251035_at Expressed protein ; supported by f --- AT5G02220 1.44 0.53 3.04 0.01976591 0.2371 -3.41
247089_at dimethyladenosine transferase-like--- AT5G66360 1.31 0.39 3.04 0.01983155 0.2373 -3.42
263181_at unknown protein  ;supported by ful --- AT1G05720 1.24 0.31 3.04 0.01980702 0.2373 -3.42
257734_at unknown protein contains Pfam proATSYTF AT3G18370 1.22 0.29 3.04 0.01983987 0.2373 -3.42
267015_at unknown protein --- AT2G39340 -1.34 -0.42 -3.04 0.0198451 0.2373 -3.42
251345_at putative protein hypothetical protei --- AT3G60940 1.27 0.35 3.04 0.01981676 0.2373 -3.42
253310_at hypothetical protein  ; supported byEX1 AT4G33630 -1.25 -0.32 -3.04 0.01984752 0.2373 -3.42
259344_at putative polynucleotide phosphoryRIF10 AT3G03710 1.34 0.42 3.03 0.0199919 0.2377 -3.43
250087_at putative protein contains similarity --- AT5G17270 1.52 0.61 3.03 0.01998123 0.2377 -3.43
256648_at ribosomal protein, putative similar --- AT3G13580 1.41 0.49 3.03 0.01991438 0.2377 -3.42
252566_at cytoplasmic ribosomal protein S15RPS15AD AT3G46040 1.37 0.46 3.03 0.01999613 0.2377 -3.43
262680_at anter-specific proline-rich -like prot --- AT1G75880 -1.49 -0.58 -3.03 0.01999654 0.2377 -3.43
262380_at threonine synthase, putative simila--- AT1G72810 -1.31 -0.39 -3.03 0.01992534 0.2377 -3.42
258569_at ribosomal protein L17, putative simemb2171 AT3G04400 1.43 0.51 3.03 0.01999861 0.2377 -3.43
251195_at glutaredoxin -like protein glutaredo--- AT3G62930 1.52 0.60 3.03 0.02000046 0.2377 -3.43
250563_at putative protein predicted protein, --- AT5G08050 1.44 0.53 3.03 0.0199846 0.2377 -3.43
259495_at NBS/LRR disease resistance prote--- AT1G15890 -1.32 -0.40 -3.03 0.01995342 0.2377 -3.42
267513_at unknown protein  ; supported by cD--- AT2G45620 1.28 0.36 3.03 0.01993363 0.2377 -3.42
251914_at putative protein serine/threonine-s--- AT3G53930 -1.27 -0.35 -3.03 0.02001356 0.2378 -3.43
263733_at polyprotein, putative similar to poly--- --- 1.20 0.27 3.03 0.02004501 0.2380 -3.43
249948_at eIF-4AII - like protein EUKARYOT--- AT5G19210 1.38 0.46 3.03 0.02009145 0.2384 -3.43
261322_at hypothetical protein predicted by g ATPUP11 AT1G44750 -1.30 -0.38 -3.03 0.02012002 0.2385 -3.43



265999_at unknown protein  ; supported by cD--- AT2G24100 -1.39 -0.47 -3.03 0.02011216 0.2385 -3.43
248140_at putative protein similar to unknown--- AT5G54980 1.28 0.35 3.03 0.02014409 0.2387 -3.43
248153_at cyclic nucleotide and calmodulin-reATCNGC4 AT5G54250 -1.30 -0.38 -3.03 0.02015817 0.2387 -3.43
253832_at Expressed protein ; supported by f --- AT4G27654 -2.02 -1.02 -3.03 0.02016847 0.2387 -3.43
250958_at laccase precursor - like laccase prLAC11 AT5G03260 2.15 1.10 3.02 0.02019472 0.2389 -3.44
245198_at Expressed protein ; supported by f --- AT1G67700 1.26 0.34 3.02 0.02026186 0.2396 -3.44
248192_at IAA-amino acid hydrolase homologILL3 AT5G54140 1.26 0.33 3.02 0.02028006 0.2397 -3.44
248359_at unknown protein --- AT5G52410 -1.32 -0.40 -3.02 0.02029785 0.2398 -3.44
250486_at putative protein predicted proteins --- AT5G09670 / -1.28 -0.36 -3.02 0.02031678 0.2399 -3.44
252220_at putative protein hypothetical prote LBD38 AT3G49940 1.50 0.58 3.02 0.02036549 0.2403 -3.44
248191_at putative protein similar to unknown--- AT5G54130 -1.32 -0.40 -3.02 0.02039842 0.2406 -3.45
266014_s_at hypothetical protein --- AT2G07722 -1.65 -0.73 -3.02 0.02041388 0.2406 -3.45
251841_at putative protein CRP1, Zea mays, --- AT3G54980 -1.49 -0.58 -3.02 0.02043487 0.2407 -3.45
256951_at hypothetical protein predicted by g --- AT3G19085 -1.21 -0.28 -3.02 0.02044088 0.2407 -3.45
261572_at unknown protein --- AT1G01170 1.33 0.41 3.02 0.02046286 0.2408 -3.45
245816_at hypothetical protein similar to hypo--- AT1G26210 -1.71 -0.78 -3.01 0.02050912 0.2411 -3.45
260020_at hydrophilic protein, putative simila PDF6 AT1G29990 1.22 0.29 3.01 0.02050538 0.2411 -3.45
260273_at unknown protein --- AT1G80550 1.33 0.41 3.01 0.02059197 0.2412 -3.46
252874_at putative protein ipiB1 gene,  Phyto--- --- -1.27 -0.35 -3.01 0.02057408 0.2412 -3.46
254225_at putative major latex protein major --- AT4G23670 -2.89 -1.53 -3.01 0.02058776 0.2412 -3.46
261233_at hypothetical protein similar to hypo--- AT1G32810 -1.31 -0.39 -3.01 0.02057514 0.2412 -3.46
257999_at hypothetical protein similar to hypo--- AT3G27540 -1.58 -0.66 -3.01 0.02058332 0.2412 -3.46
261100_at RNA polymerase IIA large subunitNRPD1A AT1G63020 -1.28 -0.36 -3.01 0.02053976 0.2412 -3.45
262183_at unknown protein --- AT1G77890 1.26 0.33 3.01 0.02058709 0.2412 -3.46
258720_at putative ankyrin similar to ankyrin G--- AT3G09550 -1.33 -0.41 -3.01 0.02059685 0.2412 -3.46
248093_at putative protein similar to unknown--- AT5G55210 1.32 0.40 3.01 0.02063463 0.2414 -3.46
261530_at unknown protein contains Pfam pro--- AT1G63460 1.37 0.45 3.01 0.02062703 0.2414 -3.46
255994_at hypothetical protein predicted by g --- AT1G29760 1.24 0.31 3.01 0.02064924 0.2414 -3.46
246614_at serine/threonine protein kinase SOSOS2 AT5G35410 1.26 0.33 3.01 0.02073566 0.2415 -3.46
263730_at beta-glucosidase, putative similar BGLU4 AT1G60090 -1.24 -0.31 -3.01 0.02066448 0.2415 -3.46
247899_at Expressed protein ; supported by f --- AT5G57345 -1.34 -0.42 -3.01 0.02073441 0.2415 -3.46
261614_at poly(A)-binding protein, putative s PAB8 AT1G49760 1.40 0.48 3.01 0.02071384 0.2415 -3.46
254832_at pEARLI 1-like protein Arabidopsis --- AT4G12490 4.20 2.07 3.01 0.0207203 0.2415 -3.46
247780_at dehydrodolichyl diphosphate - like --- AT5G58770 -1.97 -0.98 -3.01 0.02073825 0.2415 -3.46
258262_at hypothetical protein --- AT3G15770 1.34 0.42 3.01 0.02068551 0.2415 -3.46



258440_at putative protein phosphatase simila--- AT3G17250 -1.28 -0.35 -3.01 0.02071782 0.2415 -3.46
266938_at hypothetical protein predicted by g HPT1 AT2G18950 -1.34 -0.43 -3.00 0.02081594 0.2418 -3.47
257337_at NADH dehydrogenase subunit 5 (n--- --- -1.69 -0.75 -3.00 0.0207751 0.2418 -3.47
245315_at proteasome chain protein ; supportPBD2 AT4G14800 1.24 0.31 3.00 0.0208168 0.2418 -3.47
253266_s_at putative protein predicted protein, --- AT2G45260 / 1.32 0.40 3.00 0.02081292 0.2418 -3.47
266022_at subtilisin-like serine protease, puta--- AT2G05920 1.45 0.53 3.00 0.0207989 0.2418 -3.47
267132_at unknown protein NAPRT2 AT2G23420 1.57 0.65 3.00 0.02083723 0.2419 -3.47
266894_at hypothetical protein predicted by g --- AT2G26050 -1.21 -0.27 -3.00 0.02086166 0.2420 -3.47
264108_at hypothetical protein predicted by g CALS5 AT2G13680 -1.24 -0.31 -3.00 0.0208968 0.2423 -3.47
255702_at subtilisin-like serine protease XSP1XSP1 AT4G00230 1.43 0.52 3.00 0.02093136 0.2426 -3.47
252483_at scarecrow-like protein scarecrow-l--- AT3G46600 1.78 0.83 3.00 0.02096265 0.2428 -3.47
255662_at putative protein GPAT8 AT4G00400 1.63 0.71 3.00 0.02101953 0.2434 -3.48
267028_at putative WRKY-type DNA binding WRKY33 AT2G38470 3.50 1.81 2.99 0.02109276 0.2439 -3.48
264883_s_at secretory carrier membrane protein--- AT1G11180 / 1.26 0.33 2.99 0.02107979 0.2439 -3.48
248566_s_at FRO2-like protein; NADPH oxidaseATFRO7 AT5G49730 / -1.58 -0.66 -2.99 0.02108269 0.2439 -3.48
265413_s_at hypothetical protein predicted by g --- AT2G16650 / 1.30 0.37 2.99 0.02111817 0.2440 -3.48
260345_at receptor protein kinase, putative s RPK1 AT1G69270 1.44 0.52 2.99 0.02116001 0.2442 -3.48
258296_at putative ribosomal protein similar to--- AT3G23390 1.70 0.77 2.99 0.02116813 0.2442 -3.48
260448_at hypothetical protein predicted by g --- AT1G72410 1.30 0.38 2.99 0.02116304 0.2442 -3.48
248058_at putative protein similar to unknown--- AT5G55530 1.29 0.36 2.99 0.0211873 0.2443 -3.49
254977_s_at subtilisin-like serine protease conta--- AT4G10520 / -1.20 -0.27 -2.99 0.02119735 0.2443 -3.49
264507_at Expressed protein ; supported by cNIMIN-3 AT1G09415 1.37 0.45 2.99 0.02123324 0.2446 -3.49
267227_at hypothetical protein predicted by g --- AT2G44030 -1.35 -0.44 -2.99 0.02124314 0.2446 -3.49
253911_at putative receptor protein kinase re--- AT4G27300 -1.75 -0.80 -2.99 0.02129825 0.2451 -3.49
248901_at putative protein contains similarity --- AT5G46410 1.33 0.41 2.99 0.02132238 0.2451 -3.49
257641_s_at hypothetical protein AOC1 AT3G25760 / -1.59 -0.67 -2.99 0.02132722 0.2451 -3.49
248109_at DNA topoisomerase I TOP1BETAAT5G55310 -1.26 -0.33 -2.99 0.02132072 0.2451 -3.49
255603_at hypothetical protein --- AT4G01040 1.23 0.30 2.98 0.0214325 0.2462 -3.50
267008_at putative ABC transporter --- AT2G39350 1.47 0.55 2.98 0.02154287 0.2462 -3.50
257239_at unknown protein --- AT3G24100 1.28 0.36 2.97 0.02164933 0.2462 -3.51
265816_s_at putative  elongation factor beta-1  ;--- AT1G30230 / 1.37 0.46 2.98 0.02160048 0.2462 -3.51
250021_at casein kinase-like protein --- AT5G18190 -1.20 -0.26 -2.98 0.02160315 0.2462 -3.51
254573_at putative pectinacetylesterase pect --- AT4G19420 1.63 0.71 2.97 0.02164496 0.2462 -3.51
245999_at putative protein predicted protein, COPT5 AT5G20650 1.23 0.30 2.98 0.0215339 0.2462 -3.50
260465_at membrane-associated salt-inducib --- AT1G10910 1.20 0.26 2.98 0.02159676 0.2462 -3.51



265460_at putative caltractin  ;supported by fu--- AT2G46600 1.52 0.60 2.98 0.02145245 0.2462 -3.50
260666_at unknown protein ;supported by full PARVUS AT1G19300 -1.82 -0.86 -2.98 0.02150523 0.2462 -3.50
260051_at hypothetical protein --- AT1G78210 -1.69 -0.75 -2.98 0.02151965 0.2462 -3.50
249417_at calcium-binding protein - like cbp1--- AT5G39670 3.98 1.99 2.98 0.02160684 0.2462 -3.51
248029_at beta-amylase  ; supported by cDNABAM4 AT5G55700 1.29 0.37 2.98 0.02162907 0.2462 -3.51
262460_s_at fructokinase, putative similar to fru--- AT1G06030 / 1.24 0.31 2.98 0.02154597 0.2462 -3.50
245850_at ankyrin-repeat containing protein aKEG AT5G13530 -1.40 -0.49 -2.98 0.02161172 0.2462 -3.51
263778_at putative cytochrome oxidase biogeOXA1L AT2G46470 1.30 0.38 2.98 0.0216006 0.2462 -3.51
254794_at putative protein --- AT4G12970 2.28 1.19 2.98 0.02155173 0.2462 -3.50
250722_at unknown protein  ;supported by ful --- AT5G06190 1.48 0.56 2.97 0.02164192 0.2462 -3.51
266326_at putative cytochrome b5  ;supportedCB5-C AT2G46650 -2.37 -1.24 -2.98 0.02158925 0.2462 -3.50
247430_at putative protein contains similarity --- AT5G62610 1.32 0.40 2.97 0.02165016 0.2462 -3.51
266580_at unknown protein  ;supported by ful --- AT2G46260 1.29 0.37 2.98 0.02153727 0.2462 -3.50
259188_at unknown protein  ;supported by ful --- AT3G01510 -1.40 -0.49 -2.97 0.0216961 0.2463 -3.51
255284_at 5-adenylylsulfate reductase  ;suppo 01-אפר AT4G04610 -2.21 -1.15 -2.97 0.02169632 0.2463 -3.51
265795_at putative serine carboxypeptidase I scpl26 AT2G35780 1.29 0.37 2.97 0.02168085 0.2463 -3.51
266892_at putative glycine dehydrogenase AtGLDP2 AT2G26080 -1.36 -0.44 -2.97 0.02171291 0.2464 -3.51
262490_at hypothetical protein predicted by g UREF AT1G21840 1.34 0.42 2.97 0.0217214 0.2464 -3.51
255590_at cathepsin B-like cysteine protease--- AT4G01610 1.34 0.42 2.97 0.02173983 0.2465 -3.51
255794_at putative NAM (no apical meristem)ANAC041 AT2G33480 1.72 0.79 2.97 0.02185588 0.2472 -3.52
245761_at hypothetical protein predicted by g --- AT1G66890 1.27 0.35 2.97 0.02181932 0.2472 -3.52
248708_at putative protein contains similarity --- AT5G48560 1.68 0.75 2.97 0.02186309 0.2472 -3.52
256824_at hypothetical protein predicted by g AT3G22121--- -1.51 -0.59 -2.97 0.021884 0.2472 -3.52
265641_at putative RNA-binding glycine rich p--- AT2G27330 1.31 0.39 2.97 0.02184355 0.2472 -3.52
259504_at inorganic pyrophosphatase, putati AVP1 AT1G15690 1.34 0.42 2.97 0.02188217 0.2472 -3.52
249126_at Expressed protein ; supported by cTOPP6 AT5G43380 -1.69 -0.76 -2.97 0.02184881 0.2472 -3.52
257451_at hypothetical protein predicted by g BT3 AT1G05690 1.27 0.35 2.97 0.02191178 0.2473 -3.52
261336_at unknown protein ;supported by full --- AT1G44790 -1.44 -0.53 -2.97 0.02190408 0.2473 -3.52
263438_at unknown protein --- AT2G28660 1.35 0.44 2.97 0.02193643 0.2473 -3.52
256438_s_at ribosomal protein L41 identical to r --- AT2G40205 / 1.68 0.75 2.97 0.02193336 0.2473 -3.52
266816_at unknown protein identical to GB:AA--- AT2G44970 -1.23 -0.30 -2.96 0.02195745 0.2475 -3.52
249067_at putative protein similar to unknown--- AT5G43960 1.27 0.34 2.96 0.0220012 0.2478 -3.52
258479_at hypothetical protein predicted by g --- AT3G02440 -1.28 -0.35 -2.96 0.02201456 0.2479 -3.52
250813_at GTP-binding protein (gb|AAD0920 TOC34 AT5G05000 1.33 0.41 2.96 0.02203069 0.2479 -3.53
267338_at 26S proteasome regulatory subuni EIF2 AT2G39990 1.31 0.39 2.96 0.02208678 0.2484 -3.53



250306_at putative protein similar to unknown--- AT5G12170 -1.43 -0.52 -2.96 0.02216113 0.2490 -3.53
261416_at ribosomal protein S15 identical to RPS15A AT1G07770 1.61 0.69 2.96 0.02216198 0.2490 -3.53
259640_at beta-glucosidase, putative identicaBGLU18 AT1G52400 -1.69 -0.76 -2.96 0.02219753 0.2492 -3.53
264463_at unknown protein similar to ESTs g--- AT1G10150 1.35 0.43 2.96 0.02218805 0.2492 -3.53
260291_at putative protein kinase similar to MYDA AT1G63700 -1.20 -0.27 -2.96 0.02222687 0.2494 -3.53
267358_at proline transporter 1  ;supported byPROT1 AT2G39890 -1.33 -0.41 -2.96 0.02224142 0.2494 -3.54
253908_at GH3 like protein GH3 protein, GlycWES1 AT4G27260 2.84 1.50 2.95 0.02224695 0.2494 -3.54
262859_at hypothetical protein predicted by g --- AT1G64790 1.27 0.35 2.95 0.02226105 0.2494 -3.54
254186_at putative protein cellulose synthaseCSLG1 AT4G24010 -1.28 -0.35 -2.95 0.02227847 0.2495 -3.54
250287_at putative protein AP2 domain contaRap2.6L AT5G13330 1.44 0.52 2.95 0.02230178 0.2495 -3.54
259543_at hypothetical protein ; supported by --- AT1G20580 1.31 0.39 2.95 0.02230455 0.2495 -3.54
253394_at putative protein predicted protein, VTE1 AT4G32770 -1.55 -0.64 -2.95 0.02234079 0.2497 -3.54
257773_at hypothetical protein predicted by g --- AT3G29185 1.29 0.36 2.95 0.02234611 0.2497 -3.54
247529_at monosaccharide transporter STP3 --- AT5G61520 1.27 0.34 2.95 0.0223904 0.2501 -3.54
246788_at putative protein hypothetical prote AGL89 AT5G27580 -1.23 -0.30 -2.95 0.02244223 0.2506 -3.54
257084_at unknown protein --- AT3G20620 -1.45 -0.53 -2.95 0.02247449 0.2508 -3.55
247063_at unknown protein --- AT5G66820 1.43 0.52 2.94 0.02256728 0.2511 -3.55
262661_s_at hypothetical protein --- AT1G14230 / -2.51 -1.33 -2.94 0.02256355 0.2511 -3.55
249550_at protein kinase - like protein wall-as--- AT5G38210 1.60 0.68 2.94 0.02256832 0.2511 -3.55
264323_at putative dimethylaniline monooxyg --- AT1G04180 -2.32 -1.22 -2.95 0.02255325 0.2511 -3.55
263963_at putative DNA-binding protein RAV2--- AT2G36080 -1.42 -0.51 -2.95 0.02251649 0.2511 -3.55
257722_at putative chloroplast nucleoid DNA --- AT3G18490 -1.52 -0.61 -2.95 0.0225244 0.2511 -3.55
259420_at hypothetical protein similar to putat--- AT1G13900 -1.19 -0.25 -2.94 0.02265833 0.2519 -3.55
262070_at far-red impaired response protein,FRS8 AT1G80010 -1.24 -0.31 -2.94 0.02265857 0.2519 -3.55
254848_at putative protein hypothetical prote PGRL1B AT4G11960 -1.27 -0.34 -2.94 0.02269507 0.2519 -3.56
251258_at PECTINESTERASE-like protein PVGDH2 AT3G62170 -1.31 -0.39 -2.94 0.02269457 0.2519 -3.56
260241_at putative cytochrome P450 similar t CYP86A7 AT1G63710 1.39 0.47 2.94 0.02269108 0.2519 -3.56
266521_at unknown protein  ; supported by cD--- AT2G24020 1.23 0.30 2.94 0.02272743 0.2521 -3.56
250757_at tetrahydrofolylpolyglutamate synthaATDFB AT5G05980 1.27 0.34 2.94 0.02275198 0.2522 -3.56
261148_at unknown protein ; supported by ful GAMMA CAAT1G19580 -1.23 -0.29 -2.94 0.02276325 0.2522 -3.56
261324_at unknown protein --- AT1G44770 1.38 0.46 2.94 0.02276696 0.2522 -3.56
250897_at putative protein  ; supported by cD --- AT5G03430 -1.26 -0.33 -2.94 0.02281721 0.2525 -3.56
254259_s_at putative protein rape mRNA, Bras --- AT4G23420 / -1.43 -0.52 -2.94 0.02282325 0.2525 -3.56
252571_at putative protein syntaxin 8 - HomoSYP72 AT3G45280 -1.30 -0.37 -2.94 0.02280128 0.2525 -3.56
257299_at unknown protein  ;supported by ful --- AT3G28050 1.30 0.38 2.94 0.02284328 0.2526 -3.56



253248_at Putative S-phase-specific ribosoma--- AT4G34670 1.81 0.86 2.93 0.02292961 0.2532 -3.57
253368_at myosin - like protein unconventionXI-I AT4G33200 1.26 0.33 2.93 0.02293467 0.2532 -3.57
247741_at putative protein predicted proteinsGIL1 AT5G58960 1.56 0.64 2.93 0.02292484 0.2532 -3.57
258386_at hypothetical protein predicted by g --- AT3G15520 1.41 0.49 2.93 0.02294983 0.2533 -3.57
255281_at contains similarity to glucan synthaGSL1 AT4G04970 -1.20 -0.26 -2.93 0.02297986 0.2534 -3.57
254609_at Expressed protein ; supported by f --- AT4G18970 1.84 0.88 2.93 0.02298099 0.2534 -3.57
247077_at putative protein similar to unknown--- AT5G66420 -1.32 -0.40 -2.93 0.02303358 0.2537 -3.57
255836_at putative splicing factor U2AF large --- AT2G33440 -1.39 -0.47 -2.93 0.02303665 0.2537 -3.57
256598_at cytochrome P450 homolog, putativBR6OX2 AT3G30180 -1.41 -0.49 -2.93 0.02310969 0.2537 -3.57
252915_at EF-Hand containing protein -like s --- AT4G38810 -1.34 -0.42 -2.93 0.02313879 0.2537 -3.58
264805_at unknown protein similar to putativeATRX AT1G08600 -1.27 -0.35 -2.93 0.0230772 0.2537 -3.57
251926_at 60S RIBOSOMAL PROTEIN L36 --- AT3G53740 1.55 0.64 2.93 0.02313511 0.2537 -3.58
255814_at unknown protein --- AT1G19900 -1.23 -0.30 -2.93 0.02312202 0.2537 -3.58
265445_at 60S ribosomal protein L12  ;suppo --- AT2G37190 1.87 0.90 2.93 0.02308836 0.2537 -3.57
266463_at hypothetical protein predicted by g --- AT2G47840 1.30 0.38 2.93 0.02307299 0.2537 -3.57
259050_at hypothetical protein similar to GB:A--- AT3G03356 / -1.20 -0.26 -2.93 0.02309783 0.2537 -3.57
263719_at hypothetical protein predicted by g --- AT2G13600 -1.23 -0.29 -2.93 0.02310225 0.2537 -3.57
254238_at putative protein probable membra --- AT4G23540 -1.35 -0.43 -2.92 0.02319472 0.2542 -3.58
257052_at putative 3-hydroxybutyryl-CoA deh--- AT3G15290 -1.24 -0.31 -2.92 0.02321517 0.2543 -3.58
260915_at hypothetical protein similar to hypo--- AT1G02660 1.74 0.80 2.92 0.0233055 0.2547 -3.58
252759_at putative protein hypothetical protei --- AT3G42630 1.20 0.27 2.92 0.02326696 0.2547 -3.58
266297_at putative proliferating cell nuclear aPCNA2 AT2G29570 2.26 1.17 2.92 0.02329978 0.2547 -3.58
246538_at 40S RIBOSOMAL PROTEIN S19 --- AT5G15520 1.47 0.56 2.92 0.0233072 0.2547 -3.58
262975_at zinc finger protein, putative similarSTH2 AT1G75540 1.39 0.47 2.92 0.02330681 0.2547 -3.58
248235_at unknown protein ;supported by full emb2737 AT5G53860 1.21 0.27 2.92 0.02332668 0.2548 -3.58
253459_at hypothetical protein --- AT4G32080 -1.21 -0.27 -2.92 0.02334709 0.2549 -3.59
264480_at hypothetical protein predicted by g EFS AT1G77300 -1.28 -0.35 -2.92 0.02335714 0.2549 -3.59
260686_at unknown protein ; supported by cD--- AT1G17620 -1.67 -0.74 -2.92 0.02339198 0.2552 -3.59
257332_at hypothetical protein --- --- -1.36 -0.45 -2.92 0.02340751 0.2552 -3.59
250409_at putative protein 110K5.11, unknow--- AT5G10860 1.26 0.33 2.92 0.02343606 0.2553 -3.59
257743_at unknown protein --- AT3G27390 1.39 0.48 2.92 0.0234585 0.2553 -3.59
247806_at ABC transporter-like protein ; suppSTA1 AT5G58270 1.24 0.31 2.92 0.02344081 0.2553 -3.59
265815_at predicted protein --- AT2G17975 1.19 0.25 2.92 0.02345953 0.2553 -3.59
263443_at putative fatty acid elongase  ;suppoKCS12 AT2G28630 2.48 1.31 2.92 0.02348868 0.2555 -3.59
266579_at putative small nuclear ribonucleoprSNRNP-G AT2G23930 1.33 0.42 2.91 0.02352674 0.2556 -3.59



259885_at hypothetical protein contains Pfam --- AT1G76380 -1.40 -0.48 -2.91 0.02353591 0.2556 -3.59
250117_at isopentenyl pyrophosphate:dimeth IPP1 AT5G16440 1.45 0.53 2.91 0.0235166 0.2556 -3.59
258953_at hypothetical protein predicted by g --- AT3G01430 1.32 0.40 2.91 0.02356957 0.2556 -3.59
246756_at protein phosphatase - like protein --- AT5G27930 -1.35 -0.43 -2.91 0.02356326 0.2556 -3.59
255941_at mitochondrial inner membrane tra ATTIM17-1 AT1G20350 1.46 0.54 2.91 0.02356337 0.2556 -3.59
257311_at phosphate transporter, putative coPHT2;1 AT3G26570 -1.28 -0.35 -2.91 0.02358707 0.2557 -3.60
260882_at DNA binding protein, putative simiWRKY65 AT1G29280 1.58 0.66 2.91 0.02363499 0.2558 -3.60
247818_at contains similarity to GTP-binding p--- AT5G58370 1.26 0.33 2.91 0.02366942 0.2558 -3.60
264491_at hypothetical protein predicted by g --- AT1G27410 -1.25 -0.32 -2.91 0.02363362 0.2558 -3.60
245127_at putative Na+/Ca2+ antiporter  ; supATMHX AT2G47600 -1.53 -0.62 -2.91 0.02362754 0.2558 -3.60
253797_at putative protein 55.11 protein homRPN1B AT4G28470 1.20 0.26 2.91 0.02365947 0.2558 -3.60
250444_at beta-xylosidase - like protein beta---- AT5G10560 1.28 0.36 2.91 0.02369053 0.2558 -3.60
265244_at putative amine oxidase ATPAO2 AT2G43018 / -1.58 -0.66 -2.91 0.02369276 0.2558 -3.60
253624_at putative protein 2-acylglycerophosATS2 AT4G30580 1.35 0.43 2.91 0.02368581 0.2558 -3.60
265731_at putative RNA helicase A 3' end of --- AT2G01130 -1.21 -0.27 -2.91 0.02364883 0.2558 -3.60
252010_at hypothetical protein ; supported by --- AT3G52740 -1.36 -0.44 -2.91 0.02373625 0.2560 -3.60
256526_at disease resistance protein, putativ--- AT1G66090 1.27 0.35 2.91 0.02373391 0.2560 -3.60
247553_at MAD box containing protein NAP1AGL8 AT5G60910 -1.57 -0.65 -2.91 0.02376307 0.2562 -3.60
251327_at prolyl aminopeptidase-like protein --- AT3G61540 1.20 0.26 2.91 0.02382812 0.2567 -3.61
252665_at valine-rich protein --- AT3G44140 -1.30 -0.37 -2.90 0.02388035 0.2569 -3.61
245627_at water stress-induced protein, putaAtGolS2 AT1G56600 -1.65 -0.72 -2.90 0.02388732 0.2569 -3.61
249405_at beta subunit of protein farnesyl tranERA1 AT5G40280 1.24 0.31 2.90 0.02386331 0.2569 -3.61
252033_at putative protein  ;supported by full- --- AT3G51950 -1.51 -0.59 -2.90 0.02387969 0.2569 -3.61
248253_at putative protein contains similarity CRF3 AT5G53290 -1.24 -0.31 -2.90 0.02393848 0.2572 -3.61
262748_at lipase, putative contains Pfam pro --- AT1G28610 -1.51 -0.60 -2.90 0.02393204 0.2572 -3.61
256645_at hypothetical protein predicted by g --- AT3G24250 -1.22 -0.29 -2.90 0.02396991 0.2574 -3.61
246176_at putative protein DYNAMIN-LIKE P--- AT5G28410 -1.22 -0.29 -2.90 0.02400912 0.2577 -3.61
248040_at putative protein contains similarity --- AT5G55970 1.66 0.73 2.90 0.02404151 0.2578 -3.62
267525_at putative glycine-rich protein --- AT2G30560 -1.20 -0.26 -2.90 0.02403059 0.2578 -3.61
254237_at cysteine proteinase contains simila--- AT4G23520 -1.22 -0.28 -2.90 0.02405667 0.2578 -3.62
260353_at putative nitrilase-associated proteinSP1L2 AT1G69230 -1.31 -0.39 -2.90 0.02406243 0.2578 -3.62
263505_s_at hypothetical protein --- AT2G07678 -1.58 -0.66 -2.90 0.02410134 0.2581 -3.62
244916_at hypothetical protein ORF187 ATMG00880 -1.23 -0.30 -2.90 0.02412048 0.2581 -3.62
258934_at putative RecA protein similar to ReRECA3 AT3G10140 1.29 0.37 2.90 0.02413884 0.2581 -3.62
265922_at putative sugar transporter --- AT2G18480 -1.24 -0.31 -2.90 0.02414787 0.2581 -3.62



245928_s_at vegetative storage protein Vsp1  ;sVSP1 AT5G24770 / -4.67 -2.22 -2.90 0.02416731 0.2581 -3.62
264717_at hypothetical protein predicted by g ATFH8 AT1G70140 -1.60 -0.68 -2.90 0.0241529 0.2581 -3.62
252539_at putative protein --- AT3G45730 1.35 0.43 2.90 0.0241699 0.2581 -3.62
251505_at putative protein polyamine oxidaseCPuORF18AT3G59050 / -1.46 -0.54 -2.89 0.02418619 0.2582 -3.62
249641_at DegP protease contains similarity tDegP10 AT5G36950 1.29 0.37 2.89 0.02429071 0.2589 -3.63
259130_at putative ribosomal protein L39 sim --- AT3G02190 1.30 0.37 2.89 0.02433962 0.2589 -3.63
246976_s_at putative protein UBIQUINONE BIO--- AT5G24810 -1.45 -0.53 -2.89 0.02433024 0.2589 -3.63
258018_at hypothetical protein predicted by g --- AT3G19500 -1.37 -0.45 -2.89 0.02433329 0.2589 -3.63
264274_at disease resistance protein RPS4, --- AT1G60320 -1.26 -0.33 -2.89 0.02434195 0.2589 -3.63
251629_at villin 3 fragment  ; supported by cDVLN3 AT3G57410 1.35 0.43 2.89 0.02427595 0.2589 -3.63
266689_at hypothetical protein predicted by g --- AT2G19930 1.49 0.58 2.89 0.02431516 0.2589 -3.63
259817_at hypothetical protein predicted by g --- AT1G49880 1.26 0.33 2.89 0.024336 0.2589 -3.63
253662_at transcription factor-like protein AraARF16 AT4G30080 -1.27 -0.35 -2.89 0.02436415 0.2590 -3.63
259633_at hypothetical protein --- AT1G56500 -1.34 -0.42 -2.89 0.02441609 0.2594 -3.63
261175_at unknown protein --- AT1G04800 -1.27 -0.34 -2.89 0.02445261 0.2597 -3.63
247516_at germin-like protein - like germin-lik--- AT5G61750 -1.28 -0.35 -2.89 0.02446251 0.2597 -3.63
258719_at putative pectate lyase simliar to pe --- AT3G09540 -1.71 -0.77 -2.89 0.02449632 0.2599 -3.63
267638_at unknown protein  ; supported by fuOEP16-3 AT2G42210 1.20 0.27 2.88 0.02453093 0.2601 -3.64
248933_at putative protein contains similarity --- AT5G46070 1.24 0.31 2.88 0.02457382 0.2602 -3.64
252677_at nitrilase 3  ;supported by full-lengthNIT3 AT3G44320 -1.51 -0.59 -2.88 0.0245903 0.2602 -3.64
250714_at sorting nexin-like protein SNX1 AT5G06140 1.29 0.37 2.88 0.02454637 0.2602 -3.64
248862_at unknown protein --- AT5G46730 -1.41 -0.50 -2.88 0.02455663 0.2602 -3.64
264238_at hypothetical protein predicted by g --- AT1G54740 1.69 0.76 2.88 0.02458701 0.2602 -3.64
266832_at putative protein kinase contains a pMAPKKK14AT2G30040 -1.44 -0.53 -2.88 0.02466114 0.2607 -3.64
263299_s_at hypothetical protein predicted by g --- AT2G11570 -1.25 -0.32 -2.88 0.02466823 0.2607 -3.64
249736_at unknown protein --- AT5G24460 1.20 0.26 2.88 0.0246863 0.2608 -3.64
253715_at RIBOSOMAL PROTEIN S30 hom --- AT4G29390 1.29 0.36 2.88 0.02470787 0.2609 -3.64
261255_at hypothetical protein contains similaATNTH2 AT1G05900 -1.30 -0.38 -2.88 0.02473389 0.2611 -3.64
248608_at ATP citrate lyase  ; supported by c ACLB-2 AT5G49460 1.31 0.39 2.87 0.02488325 0.2611 -3.65
255904_at lemir (miraculin), putative similar to--- AT1G17860 1.35 0.43 2.88 0.02481839 0.2611 -3.65
257477_at unknown protein --- AT1G10660 1.35 0.44 2.87 0.02493007 0.2611 -3.65
245868_at hypothetical protein CAT2 AT1G58030 1.32 0.40 2.88 0.02477809 0.2611 -3.65
261435_at GTP-binding protein, putative simi --- AT1G07615 / 1.48 0.56 2.87 0.02491038 0.2611 -3.65
254323_at putative protein auxin-induced pro --- AT4G22620 -1.71 -0.77 -2.88 0.02475043 0.2611 -3.64
249040_at eukaryotic translation initiation fact --- AT5G44320 1.27 0.34 2.88 0.02484717 0.2611 -3.65



262236_at hypothetical protein similar to hypo--- AT1G48330 -1.60 -0.68 -2.87 0.02492408 0.2611 -3.65
261925_at oligopeptide transporter, putative s--- AT1G22540 -1.26 -0.33 -2.87 0.02491849 0.2611 -3.65
255310_at Expressed protein ; supported by f ATALN AT4G04955 1.77 0.82 2.87 0.02487002 0.2611 -3.65
245713_at S-adenosyl-L-methionine:salicylic aNAMT1 AT5G04370 -1.38 -0.47 -2.87 0.02487171 0.2611 -3.65
255478_at putative protein  ;supported by full-EID1 AT4G02440 1.28 0.36 2.88 0.02484745 0.2611 -3.65
248042_at putative protein similar to unknown--- AT5G55960 -1.33 -0.42 -2.87 0.02494184 0.2611 -3.65
258721_at unknown protein similar to hypothe--- AT3G09560 -1.41 -0.50 -2.88 0.02484772 0.2611 -3.65
251716_at anthranilate synthase alpha-1 cha --- AT3G55870 -1.24 -0.31 -2.87 0.02487787 0.2611 -3.65
253856_at hypothetical protein  ;supported by --- AT4G28100 1.21 0.28 2.88 0.02477819 0.2611 -3.65
267637_at unknown protein predicted by gens--- AT2G42190 1.42 0.51 2.87 0.02493655 0.2611 -3.65
261033_at unknown protein ;supported by full JAZ5 AT1G17380 -2.41 -1.27 -2.88 0.02486228 0.2611 -3.65
262491_at putative SecA-type chloroplast pro --- AT1G21650 -1.29 -0.37 -2.87 0.02496055 0.2612 -3.65
245987_at NAM-like protein hypothetical prot ANAC083 AT5G13180 -1.29 -0.36 -2.87 0.02497751 0.2612 -3.65
251414_at hypothetical protein --- AT3G60370 1.34 0.42 2.87 0.02507042 0.2620 -3.66
251878_at putative protein predicted protein, --- AT3G54310 -1.21 -0.28 -2.87 0.02507538 0.2620 -3.66
254943_at putative protein predicted proteins --- AT4G10890 1.25 0.32 2.87 0.02509534 0.2621 -3.66
255120_x_at putative transposon protein similar --- --- -1.22 -0.28 -2.87 0.02511114 0.2621 -3.66
259272_at unknown protein similar to hypothe--- AT3G01290 1.32 0.40 2.87 0.02516846 0.2625 -3.66
246613_at acetyl-CoA carboxylase  ;supporte CAC2 AT5G35360 1.34 0.42 2.87 0.02519424 0.2625 -3.66
265857_s_at serine threonine protein phosphataPP2A-4 AT2G42500 / 1.28 0.36 2.87 0.02517541 0.2625 -3.66
260085_at putative D-ribulose-5-phosphate si --- AT1G63290 1.23 0.30 2.87 0.02521317 0.2625 -3.66
246209_at BEL1-like homeobox 2 protein (BL BLH2 AT4G36870 -1.46 -0.55 -2.87 0.02519348 0.2625 -3.66
254917_at putative protein various hypothetica--- AT4G11350 -1.44 -0.53 -2.86 0.02522111 0.2625 -3.66
256182_at Expressed protein ; supported by f SYP81 AT1G51740 1.35 0.43 2.86 0.02522422 0.2625 -3.66
250049_at putative protein predicted proteins --- AT5G17780 -1.27 -0.35 -2.86 0.02524637 0.2626 -3.67
262295_at putative U2 snRNP auxiliary factorATU2AF35AAT1G27650 1.34 0.42 2.86 0.02525991 0.2626 -3.67
265768_at putative sugar transporter  ;suppor --- AT2G48020 -1.23 -0.30 -2.86 0.02528461 0.2627 -3.67
266981_at 60S ribosomal protein L23A identicRPL23AA AT2G39460 1.59 0.67 2.86 0.02529006 0.2627 -3.67
250353_at putative protein predicted proteins --- AT5G11630 1.30 0.38 2.86 0.02532119 0.2628 -3.67
253201_at putative ribosomal protein S16 riboSSR16 AT4G34620 1.25 0.33 2.86 0.02531147 0.2628 -3.67
248267_at NADH-dependent glutamate synth GLT1 AT5G53460 1.41 0.49 2.86 0.02536168 0.2630 -3.67
250728_at putative protein similar to unknown--- AT5G06440 1.30 0.38 2.86 0.02535567 0.2630 -3.67
252193_at R2R3-MYB transcription factor  ; suMYB77 AT3G50060 1.87 0.90 2.86 0.0254152 0.2634 -3.67
256829_at unknown protein similar to aluminu--- AT3G22850 -1.47 -0.56 -2.86 0.02542325 0.2634 -3.67
245202_at F12A21.14 similar to receptor prote--- AT1G67720 -1.33 -0.42 -2.86 0.02543461 0.2634 -3.67



260384_at putative 2-isopropylmalate synthasIMS1 AT1G74040 1.25 0.33 2.86 0.02548583 0.2638 -3.67
248628_at putative protein contains similarity --- AT5G48960 -1.27 -0.35 -2.86 0.02549849 0.2638 -3.68
257697_at hypothetical protein predicted by g --- AT3G12700 1.42 0.51 2.86 0.02554822 0.2639 -3.68
257756_at uridylate kinase, putative similar to--- AT3G18680 1.30 0.37 2.86 0.02555296 0.2639 -3.68
260264_at hypothetical protein predicted by g --- AT1G68500 1.38 0.47 2.86 0.02553455 0.2639 -3.68
250058_at plastid-specific ribosomal protein 6PSRP6 AT5G17870 1.33 0.41 2.86 0.02554934 0.2639 -3.68
244977_at cytochrome b/f --- --- -1.56 -0.64 -2.85 0.02558605 0.2641 -3.68
254640_at ion transporter - like protein integr NRAMP5 AT4G18790 -1.25 -0.33 -2.85 0.02561561 0.2642 -3.68
262594_at putative 60s ribosomal protein L37 --- AT1G15250 1.87 0.90 2.85 0.02565152 0.2642 -3.68
258329_at putative protein disulfide isomeraseATPDIL1-6 AT3G16110 1.25 0.32 2.85 0.02566255 0.2642 -3.68
AFFX-BioC-5_aE. coli /GEN=bioC /DB_XREF=gb: --- --- -1.53 -0.61 -2.85 0.02566935 0.2642 -3.68
267590_at putative expansin  ;supported by fuATEXPA4 AT2G39700 1.58 0.66 2.85 0.02564346 0.2642 -3.68
265197_at putative glucosyl transferase UGT73C1 AT2G36750 -1.20 -0.26 -2.85 0.02566144 0.2642 -3.68
253054_at probable N-acetyltransferase hook HLS1 AT4G37580 -1.24 -0.31 -2.85 0.02567444 0.2642 -3.68
262379_at hypothetical protein predicted by g --- AT1G73020 -1.23 -0.29 -2.85 0.02570763 0.2644 -3.68
252225_at ADP-RIBOSYLATION FACTOR -l ATARLA1CAT3G49870 1.23 0.30 2.85 0.02573913 0.2646 -3.68
255226_at UV-damaged DNA binding factor -DDB1A AT4G05420 1.22 0.29 2.85 0.02575524 0.2646 -3.69
251996_at beta-galactosidase precursor - likeBGAL2 AT3G52840 -1.31 -0.39 -2.85 0.02584604 0.2654 -3.69
247544_at putative protein  ;supported by full- --- AT5G61670 -1.37 -0.46 -2.85 0.0258578 0.2654 -3.69
247634_at late embryonic abundant protein - --- AT5G60520 -1.20 -0.26 -2.85 0.0259126 0.2656 -3.69
247938_at putative protein similar to unknown--- AT5G57140 / -1.23 -0.30 -2.85 0.0259072 0.2656 -3.69
245414_at hypothetical protein --- AT4G17310 1.32 0.40 2.85 0.02590394 0.2656 -3.69
259340_at hypothetical protein predicted usingPYK10 AT3G03870 / 1.30 0.38 2.84 0.02597923 0.2659 -3.69
266280_at putative tropinone reductase --- AT2G29260 1.20 0.27 2.84 0.02598382 0.2659 -3.69
265530_at 12-oxophytodienoate-10,11-reduc OPR3 AT2G06050 -1.86 -0.90 -2.84 0.02598583 0.2659 -3.69
261465_at unknown protein --- AT1G07705 -1.23 -0.29 -2.84 0.02596855 0.2659 -3.69
259346_at putative glutamate dehydrogenaseGDH3 AT3G03910 -1.22 -0.29 -2.84 0.02603996 0.2660 -3.70
251617_at putative protein hypothetical prote --- AT3G58000 -1.23 -0.30 -2.84 0.02603123 0.2660 -3.70
258093_at unknown protein  ; supported by cD--- AT3G14750 1.31 0.39 2.84 0.02605143 0.2660 -3.70
262130_at hypothetical protein predicted by g --- AT1G02890 -1.28 -0.36 -2.84 0.02605401 0.2660 -3.70
251264_at multifunctional aminoacyl-tRNA lig--- AT3G62120 1.23 0.30 2.84 0.02603288 0.2660 -3.70
247873_at diacylglycerol kinase-like protein --- AT5G57690 -1.23 -0.29 -2.84 0.02607161 0.2661 -3.70
264591_at hypothetical protein contains simila--- AT2G17670 -1.26 -0.33 -2.84 0.02609764 0.2662 -3.70
263034_at pollen allergen-like protein similar tMLP423 AT1G24020 -1.58 -0.66 -2.84 0.02611122 0.2662 -3.70
260274_at putative glycerol kinase similar to GNHO1 AT1G80460 1.34 0.42 2.84 0.0261424 0.2663 -3.70



247867_at SNF1 related protein kinase-like prCIPK21 AT5G57630 -1.47 -0.56 -2.84 0.02614187 0.2663 -3.70
255510_at polycomb group - like protein similSWN AT4G02020 1.36 0.45 2.84 0.0261618 0.2664 -3.70
252069_s_at putative protein putative protein T1--- AT3G51640 / -1.23 -0.30 -2.84 0.02622289 0.2669 -3.70
264120_at latex-abundant protein, putative si AtMC4 AT1G79340 -1.21 -0.27 -2.84 0.02623994 0.2670 -3.70
264476_at hypothetical protein contains similaPGSIP2 AT1G77130 1.30 0.38 2.84 0.02625172 0.2670 -3.71
248906_at putative protein similar to unknown--- AT5G46420 1.24 0.32 2.84 0.02626676 0.2670 -3.71
255240_at coded for by A. thaliana cDNA Z18IBR1 AT4G05530 -1.24 -0.31 -2.83 0.02631805 0.2672 -3.71
262538_at Expressed protein ; supported by f --- AT1G17140 1.55 0.63 2.84 0.02629748 0.2672 -3.71
267374_at putative uricase subunit similar to  --- AT2G26230 -1.21 -0.27 -2.83 0.02631012 0.2672 -3.71
252167_at putative protein steroid dehydroge--- AT3G50560 1.29 0.37 2.83 0.02636832 0.2674 -3.71
247743_at protein kinase - like serine/threoni --- AT5G59010 1.33 0.41 2.83 0.02635832 0.2674 -3.71
253321_at putative protein prolyl 4-hydroxyla --- AT4G33910 1.23 0.30 2.83 0.02638461 0.2675 -3.71
250808_at putative protein contains similarity ATG18E AT5G05150 -1.32 -0.40 -2.83 0.02640391 0.2676 -3.71
258399_at early auxin-induced protein, IAA19IAA19 AT3G15540 2.25 1.17 2.83 0.02649414 0.2680 -3.71
258097_at transport protein, putative similar t --- AT3G23660 1.21 0.27 2.83 0.02648082 0.2680 -3.71
249015_at Dreg-2 like protein --- AT5G44730 1.26 0.33 2.83 0.02648297 0.2680 -3.71
258046_at MAP kinase kinase 5 identical to GMKK5 AT3G21220 1.26 0.33 2.83 0.02648025 0.2680 -3.71
255553_at predicted protein of unknown funct --- AT4G01960 1.37 0.46 2.83 0.02651695 0.2680 -3.72
254454_at hypothetical protein EMB2271 AT4G21130 -1.26 -0.33 -2.83 0.02651053 0.2680 -3.72
253405_at transcription factor TINY homolog --- AT4G32800 -1.52 -0.60 -2.83 0.02660852 0.2683 -3.72
253811_at hypothetical protein  ;supported by ULT1 AT4G28190 1.58 0.66 2.83 0.02662262 0.2683 -3.72
247053_at protein kinase ATN1-like protein --- AT5G66710 -1.20 -0.26 -2.83 0.02661823 0.2683 -3.72
247558_at histone deacetylase - like histone HDA05 AT5G61060 1.25 0.33 2.83 0.02659762 0.2683 -3.72
253539_at putative protein RING-finger prote --- AT4G31450 -1.28 -0.35 -2.83 0.02658349 0.2683 -3.72
265247_at 50S ribosomal protein L3  ;support --- AT2G43030 1.23 0.30 2.83 0.02657883 0.2683 -3.72
261270_at initiation factor 5A-4, putative simi FBR12 AT1G26630 1.22 0.29 2.83 0.02664119 0.2684 -3.72
266457_at putative glyoxysomal malate dehydPMDH1 AT2G22780 -1.24 -0.32 -2.83 0.02666195 0.2685 -3.72
246764_s_at putative protein At2g27780 and At--- AT2G13640 / -1.21 -0.27 -2.82 0.0266851 0.2686 -3.72
245319_at Expressed protein ; supported by f --- AT4G16146 -1.49 -0.58 -2.82 0.02670453 0.2686 -3.72
253610_at putative protein  ; supported by cD VEL1 AT4G30200 1.30 0.37 2.82 0.02670938 0.2686 -3.72
261256_at disease resistance protein RTM1 RTM1 AT1G05760 1.34 0.42 2.82 0.02676381 0.2688 -3.72
265842_at putative AP2 domain transcription ERF38 AT2G35700 1.64 0.71 2.82 0.02676402 0.2688 -3.72
251137_at putative protein several hypothetica--- AT5G01300 -1.37 -0.46 -2.82 0.02676275 0.2688 -3.72
262340_at Expressed protein ; supported by f ANAC027 AT1G64100 / 1.23 0.30 2.82 0.02682205 0.2693 -3.73
245650_at F5A9.20 similar to S-adenosyl-L-m--- AT1G24735 -1.28 -0.36 -2.82 0.02687336 0.2697 -3.73



259210_at hypothetical protein nearly identicaHY2 AT3G09150 1.35 0.43 2.82 0.0269036 0.2699 -3.73
266903_at hypothetical protein predicted by g MEE21 AT2G34570 1.22 0.29 2.82 0.02698166 0.2702 -3.73
253679_at cytidine deaminase 6 (CDA6) --- AT4G29610 -1.73 -0.79 -2.82 0.02696217 0.2702 -3.73
250174_at agp6 AGP6 AT5G14380 -1.22 -0.29 -2.82 0.0269481 0.2702 -3.73
250080_at translocon Tic40-like protein  ; sup TIC40 AT5G16620 1.20 0.27 2.82 0.02698353 0.2702 -3.73
251963_at protein kinase (AME2/AFC1)  ; supAFC1 AT3G53570 -1.23 -0.30 -2.82 0.02703111 0.2705 -3.74
267206_at putative dioxygenase --- AT2G30830 -1.25 -0.32 -2.81 0.02708648 0.2709 -3.74
255521_at putative sucrose synthetase similaSUS3 AT4G02280 -1.44 -0.53 -2.81 0.02709486 0.2709 -3.74
251561_at E2 ubiquitin-conjugating-like enzymSCE1 AT3G57870 1.22 0.28 2.81 0.0271028 0.2709 -3.74
261896_at mRNA export protein, putative sim--- AT1G80670 1.31 0.39 2.81 0.02712726 0.2710 -3.74
253547_at chloroplast omega-6 fatty acid des FAD6 AT4G30950 1.24 0.31 2.81 0.02714535 0.2711 -3.74
265876_at putative receptor-like protein kinas --- AT2G42290 1.22 0.29 2.81 0.02716071 0.2711 -3.74
254164_at putative protein  ;supported by full-TIFY1 AT4G24470 -1.26 -0.33 -2.81 0.02717652 0.2712 -3.74
264428_at hypothetical protein predicted by g --- AT1G61790 1.42 0.50 2.81 0.02720268 0.2713 -3.74
249700_at 40S ribosomal protein S3  ; suppor--- AT5G35530 1.34 0.42 2.81 0.02723659 0.2714 -3.74
263821_s_at 40S ribosomal protein S16 Same a--- AT2G09990 / 1.39 0.47 2.81 0.02723754 0.2714 -3.74
254278_at Expressed protein ; supported by f --- AT4G22740 -1.27 -0.35 -2.81 0.02725487 0.2715 -3.74
256435_at putative leucoanthocyanidin dioxyg--- AT3G11180 -1.26 -0.34 -2.81 0.02730029 0.2718 -3.75
258995_at putative ribosomal protein L13 sim --- AT3G01790 1.39 0.47 2.81 0.0273743 0.2718 -3.75
245378_at GLABRA2 like protein HDG4 AT4G17710 -1.22 -0.28 -2.81 0.0273728 0.2718 -3.75
252012_at ubiquinol--cytochrome-c reductase--- AT3G52730 1.24 0.31 2.81 0.02737066 0.2718 -3.75
257602_at hydrolase, putative similar to Meta--- AT3G13800 1.25 0.32 2.81 0.02735153 0.2718 -3.75
252640_at acyl CoA reductase -like protein a FAR8 AT3G44560 -1.22 -0.29 -2.81 0.02732014 0.2718 -3.75
262180_at phosphoglycerate mutase, putativ PGM AT1G78050 1.23 0.30 2.81 0.02733571 0.2718 -3.75
251200_at putative protein PrMC3, Pinus rad GID1B AT3G63010 1.34 0.42 2.81 0.02740796 0.2719 -3.75
264285_at symbiosis-related protein, putativeATG8C AT1G62040 1.27 0.35 2.81 0.02740293 0.2719 -3.75
245343_at hypothetical protein ;supported by --- AT4G15830 1.21 0.27 2.81 0.02741554 0.2719 -3.75
262572_at unknown protein Contains a PF|00 --- AT1G15140 -1.33 -0.41 -2.80 0.02745328 0.2721 -3.75
253381_at Tic22 -like protein strong homolog--- AT4G33350 1.29 0.36 2.80 0.02746378 0.2721 -3.75
267127_at putative acetone-cyanohydrin lyaseMES3 AT2G23610 -1.27 -0.35 -2.80 0.02752812 0.2721 -3.75
253174_at catalase  ; supported by cDNA: gi_CAT2 AT4G35090 -1.30 -0.38 -2.80 0.02747586 0.2721 -3.75
253668_at snRNP Sm protein F - like  Sm proRUXF AT4G30220 1.30 0.37 2.80 0.02751863 0.2721 -3.75
252359_at putative protein predicted proteins --- AT3G48440 -1.35 -0.43 -2.80 0.02750141 0.2721 -3.75
245913_at predicted protein --- AT5G19860 1.27 0.35 2.80 0.02755936 0.2721 -3.75
261971_at type 2 peroxiredoxin, putative sim --- AT1G65990 -1.31 -0.39 -2.80 0.02754988 0.2721 -3.75



262096_at NAC1 identical to NAC1 GB:AAF2 NAC1 AT1G56010 1.65 0.72 2.80 0.02754611 0.2721 -3.75
258373_at 20S proteasome subunit PAE2 ide PAE2 AT3G14290 1.24 0.31 2.80 0.02753641 0.2721 -3.75
262402_at unknown protein ; supported by cDTOM6 AT1G49410 1.34 0.42 2.80 0.02763098 0.2722 -3.76
252055_at putative ribosomal protein S14 ribo--- AT3G52580 1.32 0.40 2.80 0.0275885 0.2722 -3.76
267115_s_at putative cellulose synthase ATCSLB04 AT2G32530 / 1.68 0.75 2.80 0.02760035 0.2722 -3.76
250423_s_at cytochrome P450 - like protein cytCYP81K2 AT5G10600 / -1.22 -0.29 -2.80 0.02765879 0.2722 -3.76
266428_at putative protein kinase contains a p--- AT2G07180 1.32 0.40 2.80 0.02765943 0.2722 -3.76
265764_at hypothetical protein predicted by g --- AT2G48060 -1.30 -0.38 -2.80 0.02764144 0.2722 -3.76
255798_at unknown protein predicted by gene--- AT2G33255 1.27 0.35 2.80 0.02761817 0.2722 -3.76
266505_at unknown protein --- AT2G47830 -1.23 -0.30 -2.80 0.02759736 0.2722 -3.76
251983_at putative protein MtN21, Medicago --- AT3G53210 1.39 0.48 2.80 0.02769682 0.2724 -3.76
250687_at putative protein similar to unknown--- AT5G06660 1.20 0.26 2.80 0.02771199 0.2725 -3.76
258715_at putative 60S ribosomal protein L1 s--- AT3G09630 1.38 0.47 2.80 0.02774691 0.2727 -3.76
259756_at unknown protein  ; supported by cD--- AT1G71080 -1.23 -0.29 -2.79 0.02784997 0.2735 -3.77
256607_at unknown protein ; supported by cD--- AT3G32930 1.22 0.28 2.79 0.02786118 0.2735 -3.77
267171_at putative DOF zinc finger protein DOF2.4 AT2G37590 -1.32 -0.40 -2.79 0.02786305 0.2735 -3.77
256196_at hypothetical protein predicted by g --- --- -1.28 -0.36 -2.79 0.02793792 0.2741 -3.77
262487_at unknown protein ESTs gb|T42839 --- AT1G21610 1.18 0.24 2.79 0.02795097 0.2741 -3.77
245007_at PSI P700 apoprotein A1 --- --- -1.50 -0.59 -2.79 0.02799947 0.2742 -3.77
250969_at putative protein  ;supported by full- --- AT5G02740 1.23 0.30 2.79 0.02802822 0.2742 -3.77
263018_at putative non-LTR retroelement rev --- --- -1.19 -0.25 -2.79 0.02799448 0.2742 -3.77
248063_at RNA-binding protein-like  ; support --- AT5G55550 -1.23 -0.30 -2.79 0.02801967 0.2742 -3.77
260400_at putative peptide transporter similar --- AT1G69860 1.20 0.26 2.79 0.02804545 0.2742 -3.77
266809_at unknown protein  ; supported by cD--- AT2G29970 -1.53 -0.61 -2.79 0.02799886 0.2742 -3.77
265536_at unknown protein contains a domai --- AT2G15880 1.67 0.74 2.79 0.02803838 0.2742 -3.77
265483_at hypothetical protein ; supported by SQN AT2G15790 1.38 0.46 2.79 0.02808112 0.2743 -3.77
251447_at U6 snRNA-associated Sm-like pro--- AT3G59810 1.20 0.26 2.79 0.02817091 0.2743 -3.78
250426_at ovule development protein - like o AIL6 AT5G10510 -1.22 -0.29 -2.79 0.02814297 0.2743 -3.78
264996_at nuclear matrix constituent protein LINC1 AT1G67230 -1.30 -0.38 -2.79 0.02808459 0.2743 -3.77
251445_at putative protein hypothetical prote --- AT3G59870 -1.20 -0.27 -2.79 0.02813934 0.2743 -3.78
258613_at putative myo-inositol monophosphaVTC4 AT3G02870 -1.51 -0.59 -2.79 0.02817244 0.2743 -3.78
252011_at carbonic anhydrase (CAH1)  ; suppACA1 AT3G52720 -1.38 -0.46 -2.79 0.0281068 0.2743 -3.77
258958_at vacuolar membrane ATPase subunVMA10 AT3G01390 1.37 0.46 2.79 0.02818133 0.2743 -3.78
264199_at unknown protein contains similarit --- AT1G22700 1.28 0.36 2.79 0.02817483 0.2743 -3.78
251154_at tRNA isopentenyl transferase -likeATIPT3 AT3G63110 -1.80 -0.84 -2.79 0.02818444 0.2743 -3.78



246171_at putative protein centrosomal Nek2--- AT5G32440 1.22 0.29 2.79 0.02811221 0.2743 -3.78
255636_at homeodomain protein AHDP  ; supANL2 AT4G00730 1.30 0.38 2.78 0.02824174 0.2746 -3.78
251746_at mandelonitrile lyase-like protein AD--- AT3G56060 -1.32 -0.40 -2.78 0.02823835 0.2746 -3.78
249410_at receptor-like protein kinase recept --- AT5G40380 -1.55 -0.63 -2.78 0.02826385 0.2747 -3.78
248237_at receptor protein kinase-like protein --- AT5G53890 -1.32 -0.40 -2.78 0.02827721 0.2747 -3.78
265694_at hypothetical protein predicted by g --- AT2G24440 1.28 0.35 2.78 0.02830499 0.2749 -3.78
260985_at dTDP-D-glucose 4,6-dehydratase MUM4 AT1G53500 -1.28 -0.35 -2.78 0.02836388 0.2749 -3.78
247446_at unknown protein  ; supported by cD--- AT5G62650 1.21 0.28 2.78 0.02834598 0.2749 -3.78
245635_at zinc finger protein ID1, putative simAtIDD16 AT1G25250 -1.20 -0.26 -2.78 0.02832639 0.2749 -3.78
267239_at unknown protein --- AT2G02510 1.26 0.33 2.78 0.0283538 0.2749 -3.78
263144_at unknown protein similar to putative--- AT1G54070 -1.30 -0.37 -2.78 0.02836761 0.2749 -3.78
261006_at unknown protein similar to reticulin --- AT1G26410 1.73 0.79 2.78 0.02842005 0.2752 -3.79
254201_at putative protein predicted proteins --- AT4G24130 1.35 0.43 2.78 0.02841155 0.2752 -3.79
247855_at similar to unknown protein (sp|P23 --- AT5G58210 -1.34 -0.42 -2.78 0.02844836 0.2752 -3.79
266789_at unknown protein  ; supported by fu --- AT2G29020 1.23 0.30 2.78 0.0284416 0.2752 -3.79
248451_at putative protein similar to unknown--- AT5G51180 1.19 0.25 2.78 0.02847676 0.2754 -3.79
247972_at histone acetyltransferase HAT B HAG2 AT5G56740 1.37 0.45 2.78 0.02853874 0.2756 -3.79
252084_at wax synthase-like protein wax synAtSAT1 AT3G51970 -1.32 -0.40 -2.78 0.02858312 0.2756 -3.79
258857_at putative serine carboxypeptidase I scpl25 AT3G02110 2.15 1.10 2.78 0.02857459 0.2756 -3.79
261257_at tat-binding protein, putative simila --- AT1G05910 -1.33 -0.41 -2.78 0.02857725 0.2756 -3.79
264340_at unknown protein similar to hypothe--- AT1G70280 1.30 0.37 2.78 0.02857451 0.2756 -3.79
253783_at putative protein predicted protein, NPGR2 AT4G28600 -1.27 -0.34 -2.78 0.028571 0.2756 -3.79
251573_at phenylalanine-tRNA synthetase-lik--- AT3G58140 1.26 0.34 2.78 0.02851163 0.2756 -3.79
256741_at hypothetical protein predicted by g --- AT3G29375 1.38 0.46 2.78 0.02860511 0.2756 -3.79
253172_at putative protein ;supported by full-l --- AT4G35060 -1.85 -0.89 -2.78 0.02861058 0.2756 -3.79
250441_at oligopeptidase A - like protein olig --- AT5G10540 1.20 0.26 2.77 0.02865252 0.2758 -3.79
259090_at putative ribosomal protein s19 or s --- AT3G04920 1.47 0.55 2.77 0.02868449 0.2758 -3.80
253702_at Ca2+-transporting ATPase - like pACA10 AT4G29900 1.35 0.43 2.77 0.02867441 0.2758 -3.80
264203_at putative 40S ribosomal protein S1 PFL AT1G22780 1.62 0.70 2.77 0.02869245 0.2758 -3.80
266955_at mitochondrial ribosomal protein S1RPS14 AT2G34520 1.30 0.37 2.77 0.02869586 0.2758 -3.80
258621_at zinc finger protein 1 (zfn1) identica ZFN1 AT3G02830 -1.23 -0.29 -2.77 0.02875896 0.2763 -3.80
256275_at actin 11 (ACT11) identical to actin ACT11 AT3G12110 1.40 0.48 2.77 0.02879901 0.2766 -3.80
260450_at hypothetical protein predicted by g --- AT1G72390 -1.38 -0.46 -2.77 0.02881517 0.2766 -3.80
251796_at synaptic glycoprotein SC2-like pro--- AT3G55360 1.45 0.54 2.77 0.02885088 0.2768 -3.80
263836_at unknown protein  ;supported by ful --- AT2G40330 2.10 1.07 2.77 0.02885465 0.2768 -3.80



255089_at nucleoside-diphosphate kinase  ;suNDPK1 AT4G09320 1.38 0.46 2.77 0.02890086 0.2770 -3.80
253305_at Expressed protein ; supported by f --- AT4G33666 1.77 0.83 2.77 0.0289029 0.2770 -3.80
248098_at unknown protein  ; supported by cD--- AT5G55290 1.25 0.32 2.77 0.02893411 0.2772 -3.80
255694_at putative transcriptional regulator UNE10 AT4G00050 -1.33 -0.41 -2.77 0.0289769 0.2775 -3.81
245036_at putative SF16 protein {Helianthus aIqd4 AT2G26410 -1.21 -0.27 -2.77 0.02900381 0.2776 -3.81
254195_at putative protein various predicted NLP7 AT4G24020 1.24 0.31 2.76 0.02902626 0.2777 -3.81
259104_at unknown protein  ;supported by ful LNG2 AT3G02170 -1.48 -0.56 -2.76 0.02916096 0.2781 -3.81
252663_at putative protein several hypothetica--- AT3G44070 -1.19 -0.25 -2.76 0.029185 0.2781 -3.81
255627_at Expressed protein ; supported by f --- AT4G00955 -1.21 -0.28 -2.76 0.02911863 0.2781 -3.81
256575_at dTDP-glucose 4,6-dehydratase, p RHM3 AT3G14790 1.37 0.45 2.76 0.0291622 0.2781 -3.81
256935_at unknown protein  ;supported by ful --- AT3G22570 -1.21 -0.28 -2.76 0.02909435 0.2781 -3.81
266694_at putative clathrin assembly protein  --- AT2G19790 1.19 0.26 2.76 0.02915685 0.2781 -3.81
262040_at receptor protein kinase, putative s TMM AT1G80080 -1.26 -0.34 -2.76 0.02917441 0.2781 -3.81
261841_at BTG1 binding factor 1, putative sim--- AT1G15920 1.24 0.31 2.76 0.02916857 0.2781 -3.81
254104_at putative protein predicted protein, --- AT4G25040 -1.30 -0.38 -2.76 0.02915976 0.2781 -3.81
258693_at unknown protein --- AT3G08650 -1.21 -0.27 -2.76 0.02914534 0.2781 -3.81
260258_at putative ribosomal protein similar to--- AT1G74270 1.36 0.44 2.76 0.0292088 0.2781 -3.81
260126_at putative hydroxymethyltransferase SHM7 AT1G36370 -1.42 -0.50 -2.76 0.02920975 0.2781 -3.81
260949_at F-box protein family contains similaSKIP16 AT1G06110 1.25 0.32 2.76 0.02925377 0.2783 -3.82
254207_at putative protein Dof zinc finger pro--- AT4G24060 -1.27 -0.35 -2.76 0.02925552 0.2783 -3.82
248335_at putative protein strong similarity to --- AT5G52450 -1.47 -0.55 -2.76 0.02937767 0.2792 -3.82
248394_at unknown protein --- AT5G52070 1.23 0.30 2.76 0.02937833 0.2792 -3.82
262496_at unknown protein ; supported by ful --- AT1G21790 1.52 0.60 2.75 0.02958077 0.2793 -3.83
246251_at cold acclimation protein homolog --- AT4G37220 1.80 0.85 2.75 0.02947892 0.2793 -3.82
256002_at carbamoylphosphate synthetase, CARB AT1G29900 1.26 0.33 2.75 0.02965214 0.2793 -3.83
260815_at chloroplast inner envelope protein TIC110 AT1G06950 1.45 0.53 2.75 0.02964248 0.2793 -3.83
260370_at putative aminolevulinate dehydrataHEMB1 AT1G69740 1.24 0.31 2.76 0.02943023 0.2793 -3.82
248951_at putative protein similar to unknown--- AT5G45550 1.31 0.39 2.75 0.02958115 0.2793 -3.83
263599_at putative histidine kinase  ; supporteWOL AT2G01830 -1.42 -0.50 -2.75 0.02953387 0.2793 -3.83
266407_at putative elongation factor TFIIS AT2G38560 1.23 0.30 2.75 0.02953714 0.2793 -3.83
247549_at putative transcription factor MYB28MYB28 AT5G61420 -1.43 -0.52 -2.75 0.0296505 0.2793 -3.83
251576_at putative protein several hypothetica--- AT3G58200 1.22 0.29 2.75 0.0296408 0.2793 -3.83
248027_at outward rectifying potassium channATKCO1 AT5G55630 1.30 0.38 2.75 0.02956079 0.2793 -3.83
251632_at hypothetical protein --- AT3G57440 -1.31 -0.39 -2.75 0.02954238 0.2793 -3.83
260564_at putative small nuclear ribonucleopr--- AT2G43810 1.29 0.37 2.75 0.02955433 0.2793 -3.83



262033_at terminal ear1, putative similar to teMCT1 AT1G37140 -1.26 -0.33 -2.75 0.02954695 0.2793 -3.83
256581_at hypothetical protein --- AT3G28830 -1.19 -0.25 -2.75 0.02946224 0.2793 -3.82
263539_at putative tyrosine aminotransferase TAT3 AT2G24850 -4.10 -2.03 -2.75 0.02957038 0.2793 -3.83
263177_at hypothetical protein predicted by g --- AT1G05540 -1.23 -0.30 -2.76 0.02940309 0.2793 -3.82
266509_at DegP2 protease identical to DegP2DEGP2 AT2G47940 1.28 0.36 2.75 0.02947257 0.2793 -3.82
262826_at putative cytochrome P450 monooxCYP71B2 AT1G13080 -1.62 -0.70 -2.75 0.02962627 0.2793 -3.83
260251_at putative heat shock protein similar --- AT1G74250 -1.37 -0.46 -2.75 0.02947418 0.2793 -3.82
263460_at putative acetolactate synthase --- AT2G31810 1.35 0.43 2.75 0.02958496 0.2793 -3.83
252870_at adenosine-5-phosphosulfate-kinas AKN2 AT4G39940 -2.23 -1.16 -2.75 0.02964664 0.2793 -3.83
260493_at hypothetical protein predicted by g --- AT2G41830 1.48 0.57 2.75 0.02966511 0.2793 -3.83
254255_at serine/threonine kinase - like prote--- AT4G23220 1.82 0.87 2.75 0.02968264 0.2793 -3.83
265726_at putative inositol polyphosphate 5'-p--- AT2G32010 -1.37 -0.45 -2.75 0.0297534 0.2799 -3.83
266152_s_at hypothetical protein predicted by g --- AT2G12050 / -1.21 -0.28 -2.75 0.02981554 0.2802 -3.84
244920_s_at NADH dehydrogenase subunit 3 P --- AT2G07751 -1.28 -0.35 -2.75 0.02981959 0.2802 -3.84
257967_at hypothetical protein predicted by g --- AT3G19910 1.22 0.29 2.75 0.02983286 0.2802 -3.84
251495_at putative protein RanBP7/importin --- AT3G59020 1.35 0.43 2.75 0.02983674 0.2802 -3.84
249120_at unknown protein  ;supported by ful --- AT5G43750 -1.25 -0.32 -2.74 0.02991162 0.2805 -3.84
254734_at methionyl-tRNA synthetase - like p--- AT4G13780 1.27 0.34 2.74 0.02992747 0.2805 -3.84
262624_at CCR4-associated factor, putative --- AT1G06450 1.27 0.35 2.74 0.02988839 0.2805 -3.84
259765_at unknown protein ;supported by full --- AT1G64370 -1.38 -0.46 -2.74 0.02990334 0.2805 -3.84
260411_at hypothetical protein similar to GB:A--- AT1G69890 1.61 0.69 2.74 0.0299302 0.2805 -3.84
258709_at putative 60S ribosomal protein L35--- AT3G09500 1.55 0.63 2.74 0.02995253 0.2806 -3.84
261664_s_at hypothetical protein contains simila--- AT1G18320 / 1.38 0.46 2.74 0.02997859 0.2807 -3.84
259124_at floral homeotic protein AGL4 ident 02-ספט AT3G02310 -1.19 -0.25 -2.74 0.02998901 0.2807 -3.84
251893_at putative protein --- AT3G54380 1.23 0.30 2.74 0.03000878 0.2808 -3.84
248515_at putative protein strong similarity to --- AT5G50530 / -1.28 -0.36 -2.74 0.03004759 0.2808 -3.84
249999_at triacylglycerol lipase-like protein tr --- AT5G18640 1.51 0.59 2.74 0.03004328 0.2808 -3.84
253482_at Expressed protein ; supported by c--- AT4G31985 1.75 0.81 2.74 0.03004665 0.2808 -3.84
245747_at hypothetical protein predicted by g --- AT1G51100 1.36 0.44 2.74 0.03009793 0.2810 -3.84
258377_at hypothetical protein contains similaCNGC19 AT3G17690 -1.27 -0.34 -2.74 0.03008866 0.2810 -3.84
246607_at receptor-like protein kinase - like p--- AT5G35370 1.66 0.73 2.74 0.03012796 0.2812 -3.85
255276_at putative fatty acid desaturase simiDES-1-LIKEAT4G04930 -1.22 -0.28 -2.74 0.03016255 0.2814 -3.85
245972_at putative protein predicted proteins --- AT5G20680 -1.32 -0.40 -2.74 0.0302013 0.2816 -3.85
262853_at unknown protein Location of ESTs--- AT1G20890 1.26 0.33 2.74 0.0302273 0.2817 -3.85
253138_at ribosomal protein L11 homolog sevMRPL11 AT4G35490 1.21 0.28 2.74 0.03022565 0.2817 -3.85



264820_at putative coproporphyrinogen III oxiLIN2 AT1G03475 1.19 0.25 2.74 0.03024905 0.2817 -3.85
266536_at hypothetical protein predicted by g --- AT2G16900 1.91 0.94 2.73 0.03029585 0.2821 -3.85
251222_at putative membrane protein clone:2--- AT3G62580 -1.45 -0.54 -2.73 0.0303233 0.2822 -3.85
257907_at hemolysin, putative similar to hem--- AT3G25470 1.18 0.24 2.73 0.03033288 0.2822 -3.85
265315_at hypothetical protein predicted by g CLASP AT2G20190 -1.24 -0.31 -2.73 0.03038447 0.2824 -3.85
252263_at putative protein several hypothetica--- AT3G49520 -1.29 -0.37 -2.73 0.03038347 0.2824 -3.85
251305_at peptidylprolyl isomerase ROC4  ;suROC4 AT3G62030 1.40 0.49 2.73 0.03042126 0.2827 -3.86
256065_at ribosomal protein, putative similar --- AT1G07070 1.55 0.63 2.73 0.03046126 0.2829 -3.86
245256_at Expressed protein ; supported by cFAR1 AT4G15090 1.28 0.36 2.73 0.03055972 0.2836 -3.86
254346_at symbiosis-related like protein sym APG8A AT4G21980 1.47 0.55 2.73 0.03055294 0.2836 -3.86
250314_at putative protein contains similarity --- AT5G12190 1.21 0.27 2.73 0.03063989 0.2837 -3.86
260886_at hypothetical protein contains simila--- AT1G29200 -1.20 -0.26 -2.73 0.03065395 0.2837 -3.86
254956_at putative protein various predicted --- AT4G10850 -1.21 -0.27 -2.73 0.03063548 0.2837 -3.86
266309_at unknown protein  ;supported by ful --- AT2G27140 1.36 0.44 2.73 0.03067246 0.2837 -3.86
253759_at AIM1 protein ; supported by cDNA AIM1 AT4G29010 -1.20 -0.26 -2.73 0.03067357 0.2837 -3.86
249945_at 60S ribosomal protein L10A  ; supp--- AT5G22440 1.62 0.70 2.73 0.03065515 0.2837 -3.86
246697_at putative protein --- AT5G29210 -1.27 -0.34 -2.73 0.03063193 0.2837 -3.86
250472_at putative protein --- AT5G10210 1.33 0.41 2.73 0.03059639 0.2837 -3.86
249024_at putative protein strong similarity to --- AT5G44860 1.23 0.30 2.73 0.03068641 0.2837 -3.86
250862_s_at 40S ribosomal protein S17 -like 40--- AT2G04390 / 1.45 0.54 2.72 0.0307099 0.2838 -3.87
265028_at hypothetical protein predicted by g --- AT1G24530 2.07 1.05 2.72 0.03073037 0.2839 -3.87
247613_at xABC transporter - like protein bre--- AT5G60740 -1.29 -0.37 -2.72 0.03076869 0.2841 -3.87
259279_at putative cystathionine gamma-syntMTO1 AT3G01120 -1.23 -0.30 -2.72 0.03077345 0.2841 -3.87
250403_at argininosuccinate lyase (AtArgH)  ;--- AT5G10920 1.51 0.59 2.72 0.03081066 0.2843 -3.87
262024_at protein disulfide isomerase, putativATPDIL5-2 AT1G35620 1.30 0.38 2.72 0.03082601 0.2843 -3.87
262923_at Dhp1-like protein similar to Dhp1 pXRN3 AT1G75660 1.24 0.31 2.72 0.03088427 0.2847 -3.87
264546_at Expressed protein ; supported by c--- AT1G55805 1.51 0.59 2.72 0.0308903 0.2847 -3.87
266213_s_at Mutator-like transposase similar to --- --- -1.25 -0.32 -2.72 0.03095113 0.2851 -3.87
265966_at putative RNA-binding protein  ; sup--- AT2G37220 1.32 0.41 2.72 0.03098603 0.2853 -3.87
264481_at transcription factor TINY, putative --- AT1G77200 -1.28 -0.35 -2.72 0.03101032 0.2855 -3.88
250177_at putative protein copine I, Homo saRGLG2 AT5G14420 1.29 0.36 2.72 0.03102821 0.2855 -3.88
253753_at glycine-rich protein like glycine-ric --- AT4G29030 -1.26 -0.33 -2.72 0.03111446 0.2859 -3.88
262504_at putative protein disulfide isomerasATPDIL1-1 AT1G21750 1.40 0.49 2.72 0.03110523 0.2859 -3.88
247412_at unknown protein --- AT5G63010 1.27 0.34 2.72 0.03109013 0.2859 -3.88
260117_at AIG1-like protein similar to AIG1 p--- AT1G33950 -1.17 -0.23 -2.72 0.0311189 0.2859 -3.88



263536_at putative WRKY-type DNA binding WRKY60 AT2G25000 1.65 0.72 2.71 0.03121679 0.2859 -3.88
263846_at putative RNA polymerase sigma-70SIGF AT2G36990 1.38 0.46 2.71 0.03115187 0.2859 -3.88
244904_at hypothetical protein --- --- -1.43 -0.52 -2.71 0.03115996 0.2859 -3.88
257043_at receptor-like protein kinase, putati IKU2 AT3G19700 -1.24 -0.32 -2.71 0.03120671 0.2859 -3.88
247174_at unknown protein  ; supported by cD--- AT5G65250 1.22 0.29 2.71 0.03118727 0.2859 -3.88
263128_at zinc finger protein, putative similarLZF1 AT1G78600 -1.48 -0.56 -2.71 0.03122221 0.2859 -3.88
248044_at putative protein similar to unknown--- AT5G56020 1.24 0.31 2.71 0.03121727 0.2859 -3.88
264939_at receptor kinase, putative similar to--- AT1G60630 -1.25 -0.32 -2.71 0.03119043 0.2859 -3.88
267579_at metallothionein-like protein --- AT2G42000 -1.20 -0.26 -2.71 0.03124225 0.2860 -3.88
261055_at chloroplast nucleoid DNA binding --- AT1G01300 1.29 0.36 2.71 0.0312597 0.2860 -3.88
264923_s_at peroxiredoxin, putative similar to ty--- AT1G60740 / 1.61 0.69 2.71 0.03133314 0.2865 -3.89
258662_at unknown protein --- AT3G02900 1.59 0.67 2.71 0.03134189 0.2865 -3.89
252649_at putative protein histone deacetylasHDA9 AT3G44680 1.19 0.26 2.71 0.03136031 0.2865 -3.89
255913_at kinase, putative similar to leaf rust --- AT1G66980 -1.19 -0.25 -2.71 0.03134796 0.2865 -3.89
248709_at unknown protein  ;supported by ful --- AT5G48470 1.46 0.55 2.71 0.03141487 0.2867 -3.89
254952_at UDP-galactose 4-epimerase - like UGE5 AT4G10955 / 1.29 0.36 2.71 0.03140965 0.2867 -3.89
248332_at heat-shock protein  ; supported by ATHSP90.1AT5G52640 -2.49 -1.32 -2.71 0.0314289 0.2868 -3.89
246777_at RING-H2 zinc finger protein-like R--- AT5G27420 2.79 1.48 2.71 0.03152216 0.2868 -3.89
255527_at putative protein --- AT4G02360 -2.28 -1.19 -2.71 0.03148401 0.2868 -3.89
251598_at AP2 transcription factor - like prote--- AT3G57600 -1.21 -0.28 -2.71 0.03148757 0.2868 -3.89
250406_at enhancer of rudimentary  ; support ER AT5G10810 1.36 0.45 2.71 0.03146569 0.2868 -3.89
256663_at unknown protein ;supported by full --- AT3G12050 -1.41 -0.50 -2.71 0.03151475 0.2868 -3.89
249446_at receptor protein kinase -like protei --- AT5G39390 -1.22 -0.29 -2.71 0.03145365 0.2868 -3.89
253833_at putative calcium binding protein ta--- AT4G27790 1.42 0.51 2.71 0.03151551 0.2868 -3.89
247706_at putative ripening-related protein - l --- AT5G59480 -1.67 -0.74 -2.71 0.03155993 0.2870 -3.89
253296_at putative protein inositol 1,3,4-trisp --- AT4G33770 -1.22 -0.29 -2.71 0.03157201 0.2870 -3.89
260708_at expressed protein ; supported by fu--- AT1G32310 1.27 0.35 2.70 0.03163774 0.2875 -3.90
254137_at hypothetical protein --- AT4G24930 1.47 0.56 2.70 0.03168733 0.2877 -3.90
266055_at hypothetical protein predicted by g --- AT2G40650 1.28 0.36 2.70 0.03173027 0.2877 -3.90
256723_at unknown protein  ;supported by ful --- AT2G34160 1.19 0.25 2.70 0.03171623 0.2877 -3.90
261559_at LIM domain protein, putative simila--- AT1G01780 1.27 0.35 2.70 0.03173245 0.2877 -3.90
248747_at ribosomal protein S27 ;supported b--- AT5G47930 1.35 0.43 2.70 0.03171383 0.2877 -3.90
266672_at putative Na+-dependent inorganic PHT4;1 AT2G29650 -1.23 -0.30 -2.70 0.03168662 0.2877 -3.90
250651_at cytochrome P450 CYP93D1 AT5G06900 -1.19 -0.25 -2.70 0.03177016 0.2879 -3.90
267614_at putative cytochrome P450 BAS1 AT2G26710 1.96 0.97 2.70 0.03179029 0.2879 -3.90



246306_at putative protein hypothetical prote ATBAG4 AT3G51780 -1.18 -0.24 -2.70 0.03178545 0.2879 -3.90
255542_at hypothetical protein --- AT4G01860 1.29 0.37 2.70 0.03182683 0.2880 -3.90
257851_at unknown protein --- AT3G12940 -1.25 -0.32 -2.70 0.03181572 0.2880 -3.90
248819_at putative protein contains similarity --- AT5G47050 1.46 0.55 2.70 0.03191152 0.2884 -3.90
260979_at MAP kinase ATMPK9, putative simATMPK18 AT1G53510 -1.22 -0.29 -2.70 0.03189661 0.2884 -3.90
257266_at RNA-binding protein contains Pfam--- AT3G15010 -1.21 -0.28 -2.70 0.03191149 0.2884 -3.90
258068_at putative DNA-binding protein, GT- --- AT3G25990 -1.22 -0.29 -2.70 0.0319599 0.2886 -3.91
255071_at putative protein putative chloropla --- AT4G09040 1.26 0.33 2.70 0.03196037 0.2886 -3.91
256773_at hypothetical protein predicted by g --- AT3G13630 -1.26 -0.33 -2.70 0.03198035 0.2887 -3.91
252602_at putative protein KIAA1094 protein --- AT3G45040 -1.27 -0.35 -2.69 0.03210927 0.2896 -3.91
245933_at putative protein KIAA1521 - HomoVPS9B AT5G09320 1.21 0.27 2.69 0.03213152 0.2896 -3.91
258321_at early light-induced protein identica ELIP1 AT3G22840 -1.27 -0.34 -2.69 0.03213054 0.2896 -3.91
258108_at unknown protein contains Pfam pro--- AT3G23570 -1.87 -0.90 -2.69 0.03212292 0.2896 -3.91
259433_at hypothetical protein predicted by g --- AT1G01570 -1.28 -0.36 -2.69 0.03216448 0.2898 -3.91
257820_at immunophilin (FKBP15-1) identicaFKBP15-1 AT3G25220 1.28 0.36 2.69 0.03218391 0.2898 -3.91
249127_at actin-like protein  ; supported by cDATARP9 AT5G43500 1.28 0.36 2.69 0.03219528 0.2898 -3.91
261952_at unknown protein --- AT1G64430 1.18 0.24 2.69 0.03222781 0.2900 -3.91
254920_at putative protein 24 kDa seed matuBTI2 AT4G11220 -1.29 -0.37 -2.69 0.03231727 0.2907 -3.92
255267_at putative protein LpxD gene, Bruce--- AT4G05210 -1.18 -0.24 -2.69 0.03235404 0.2909 -3.92
265096_at unknown protein Location of ESTs--- AT1G04030 1.28 0.35 2.69 0.03236833 0.2909 -3.92
246094_at putative protein predicted proteins --- AT5G19300 -1.42 -0.51 -2.69 0.03240655 0.2910 -3.92
253156_at putative protein mRNA for KIAA01--- AT4G35730 1.27 0.35 2.69 0.03240097 0.2910 -3.92
261064_at unknown protein ftsh10 AT1G07510 -1.30 -0.38 -2.69 0.03242594 0.2911 -3.92
267400_at unknown protein --- AT2G26240 1.32 0.40 2.69 0.03244458 0.2911 -3.92
256296_at hypothetical protein --- AT1G69480 1.21 0.27 2.69 0.03245968 0.2911 -3.92
262569_at hypothetical protein Strong similari --- AT1G15180 1.41 0.50 2.69 0.03246992 0.2911 -3.92
253609_at H+-transporting ATPase type 2, plAHA2 AT4G30190 1.29 0.37 2.68 0.03254406 0.2917 -3.92
256179_at ubiquitin-specific protease 6 (UBPUBP6 AT1G51710 1.20 0.27 2.68 0.03255512 0.2917 -3.92
245629_at hypothetical protein predicted by g --- AT1G56580 -1.33 -0.41 -2.68 0.03261645 0.2917 -3.93
248492_at putative protein similar to unknown--- AT5G51040 -1.21 -0.27 -2.68 0.03260048 0.2917 -3.93
248547_at putative protein contains similarity EMB1006 AT5G50280 1.43 0.51 2.68 0.03264464 0.2917 -3.93
266542_at unknown protein ARAD1 AT2G35100 -1.21 -0.27 -2.68 0.0326017 0.2917 -3.93
AFFX-ThrX-5_aB. subtilis /GEN=thrC /DB_XREF= --- --- -1.52 -0.61 -2.68 0.03264542 0.2917 -3.93
247943_at light-inducible protein ATLS1-like  --- AT5G57170 1.46 0.54 2.68 0.03259562 0.2917 -3.93
262216_at hypothetical protein contains simila--- AT1G74780 -1.29 -0.36 -2.68 0.03262401 0.2917 -3.93



261392_at hypothetical protein predicted by g --- AT1G79780 -1.21 -0.27 -2.68 0.03266269 0.2917 -3.93
252213_at flavonol synthase - like protein SR--- AT3G50210 1.30 0.38 2.68 0.03274781 0.2921 -3.93
259417_at unknown protein contains similarityHFR1 AT1G02340 1.43 0.52 2.68 0.03273539 0.2921 -3.93
261696_at unknown protein similar to hypothe--- AT1G08470 1.39 0.48 2.68 0.03273928 0.2921 -3.93
255136_s_at putative protein chromatin structur--- AT4G08350 / 1.28 0.35 2.68 0.03278134 0.2922 -3.93
249308_at unknown protein  ; supported by cD--- AT5G41350 -1.20 -0.26 -2.68 0.03277518 0.2922 -3.93
251260_at putative protein ISOPENICILLIN N--- AT3G62130 1.42 0.51 2.68 0.03279982 0.2923 -3.93
258114_at putative cytochrome P450 similar t CYP72A13 AT3G14660 1.23 0.30 2.68 0.03282645 0.2923 -3.93
254316_at putative protein glycine-rich cell w --- --- -1.25 -0.32 -2.68 0.03283612 0.2923 -3.93
246888_at putative protein --- AT5G26270 -1.19 -0.26 -2.68 0.03287465 0.2925 -3.93
253511_at putative protein Sly1 protein, rat, P--- AT4G31740 -1.22 -0.29 -2.68 0.03288051 0.2925 -3.93
249718_at putative protein contains similarity --- AT5G35740 1.29 0.37 2.68 0.03294636 0.2929 -3.94
258436_at putative RING zinc finger protein s ATL2 AT3G16720 1.82 0.87 2.68 0.03295187 0.2929 -3.94
255094_at putative zinc finger protein ORTHL AT4G08590 -1.43 -0.51 -2.67 0.03297257 0.2930 -3.94
253414_at putative protein EDA39 AT4G33050 2.86 1.52 2.67 0.03301315 0.2931 -3.94
260119_at AIG1-like protein similar to AIG1 p--- AT1G33930 -1.22 -0.29 -2.67 0.03301503 0.2931 -3.94
257771_at SNF1 related protein kinase (ATSRCIPK7 AT3G23000 1.95 0.96 2.67 0.03307233 0.2935 -3.94
254649_at pherophorin - like protein pheroph --- AT4G18570 -1.27 -0.34 -2.67 0.03309106 0.2935 -3.94
261678_at disease resistance protein, putativ--- AT1G47370 -1.28 -0.35 -2.67 0.03309698 0.2935 -3.94
253041_at phosphoenolpyruvate carboxykinasPCK1 AT4G37870 -1.52 -0.60 -2.67 0.03313124 0.2937 -3.94
248579_at mitotic checkpoint protein-like --- AT5G49880 1.36 0.45 2.67 0.03322719 0.2944 -3.95
257686_at unknown protein similar to unknowSDRB AT3G12800 1.27 0.34 2.67 0.03337058 0.2948 -3.95
259237_at putative 2-cys peroxiredoxin BAS1 --- AT3G11630 1.35 0.43 2.67 0.0333572 0.2948 -3.95
258419_at unknown protein --- AT3G16670 2.55 1.35 2.67 0.03328576 0.2948 -3.95
261606_at peroxidase, putative similar to per --- AT1G49570 -1.31 -0.39 -2.67 0.03332459 0.2948 -3.95
247730_at glucuronosyl transferase - like pro UGT76E1 AT5G59580 -1.43 -0.51 -2.67 0.03334045 0.2948 -3.95
255731_at phosphoprotein phosphatase 2A, RCN1 AT1G25490 1.18 0.24 2.67 0.03336407 0.2948 -3.95
254351_at putative protein probable membra SOBER1 AT4G22300 1.29 0.36 2.67 0.03334445 0.2948 -3.95
266395_at 3-isopropylmalate dehydratase, sm--- AT2G43100 -1.78 -0.83 -2.67 0.03335721 0.2948 -3.95
266175_at NAM (no apical meristem)-like protANAC035 AT2G02450 1.23 0.30 2.67 0.03338432 0.2948 -3.95
255762_at unknown protein contains Pfam proHAC12 AT1G16710 -1.24 -0.31 -2.67 0.03339859 0.2948 -3.95
265119_at flavin-containing monooxygenase,FMO GS-O AT1G62570 -1.58 -0.66 -2.67 0.03341281 0.2948 -3.95
251886_at putative protein various predicted --- AT3G54260 1.42 0.51 2.66 0.03344971 0.2950 -3.95
253171_at putative protein  ;supported by full- --- AT4G35040 1.28 0.35 2.66 0.03350847 0.2954 -3.95
260201_at F12A21.27 hypothetical protein;su --- AT1G67600 1.56 0.64 2.66 0.03354621 0.2956 -3.95



267007_at 60S ribosomal protein L18A ; supp--- AT2G34480 1.43 0.51 2.66 0.03354216 0.2956 -3.95
247812_at peroxidase ;supported by full-lengt --- AT5G58390 -1.91 -0.93 -2.66 0.03356576 0.2956 -3.96
266616_at putative CDC6 protein  ; supportedCDC6 AT2G29680 1.22 0.29 2.66 0.03362171 0.2960 -3.96
258534_at thioredoxin, putative similar to thio--- AT3G06730 1.22 0.28 2.66 0.03373637 0.2969 -3.96
248995_at disease resistance protein-like RRS1 AT5G45260 -1.22 -0.29 -2.66 0.03375231 0.2969 -3.96
260948_at delta 9 desaturase, putative simila--- AT1G06100 -1.26 -0.34 -2.66 0.03377414 0.2970 -3.96
260581_at MYB transcription factor (Atmyb2) MYB2 AT2G47190 1.36 0.45 2.66 0.03381119 0.2972 -3.96
250238_at unknown protein DCP2 AT5G13570 1.22 0.29 2.66 0.03382755 0.2972 -3.96
264344_at putative aspartic proteinase similar--- AT1G11910 1.18 0.24 2.66 0.03390312 0.2978 -3.97
255279_at putative thioredoxin  ; supported by--- AT4G04950 1.40 0.49 2.65 0.03392697 0.2978 -3.97
253361_at putative protein various predicted p--- AT4G33100 1.45 0.53 2.65 0.033922 0.2978 -3.97
264886_at S-linalool synthase, putative similaTPS04 AT1G61120 -4.89 -2.29 -2.65 0.03397568 0.2981 -3.97
248072_at unknown protein --- AT5G55680 -1.25 -0.32 -2.65 0.03400212 0.2981 -3.97
250974_at meiosis specific - like protein Spo1RHL2 AT5G02820 1.58 0.66 2.65 0.0340154 0.2981 -3.97
256666_at histone H2A, putative similar to hisHTA13 AT3G20670 1.59 0.67 2.65 0.03400876 0.2981 -3.97
266274_at putative protein phosphatase 2C --- AT2G29380 -1.23 -0.30 -2.65 0.03403402 0.2981 -3.97
258284_at putative ribosomal protein similar to--- AT3G16080 1.59 0.67 2.65 0.03407192 0.2981 -3.97
256807_at unknown protein contains Pfam proNFU4 AT3G20970 1.24 0.31 2.65 0.03407567 0.2981 -3.97
264530_at hypothetical protein --- AT1G30780 1.29 0.37 2.65 0.03405503 0.2981 -3.97
261611_at hypothetical protein predicted by g --- AT1G49730 1.50 0.58 2.65 0.03428693 0.2984 -3.98
248448_at putative protein contains similarity --- AT5G51190 2.66 1.41 2.65 0.03428005 0.2984 -3.98
259945_at unknown protein --- AT1G71460 1.28 0.35 2.65 0.03422338 0.2984 -3.98
265510_at putative microtubule-associated pr ATG8D AT2G05630 1.23 0.30 2.65 0.03417801 0.2984 -3.97
266563_at nodulin-like protein --- AT2G23990 -1.22 -0.29 -2.65 0.03432444 0.2984 -3.98
252080_at putative protein polyphosphoinosit--- AT3G51670 -1.43 -0.52 -2.65 0.03431312 0.2984 -3.98
264825_at hypothetical protein predicted by g --- AT1G03720 -1.26 -0.33 -2.65 0.03430879 0.2984 -3.98
265960_at putative histone H2B  ;supported b --- AT2G37470 1.49 0.58 2.65 0.03425943 0.2984 -3.98
263369_at unknown protein --- AT2G20480 1.19 0.26 2.65 0.0342042 0.2984 -3.97
264509_at unknown protein Location of EST g--- AT1G09520 1.25 0.33 2.65 0.03420527 0.2984 -3.97
246207_at RNA-binding like protein non-conse--- AT4G36960 -1.22 -0.29 -2.65 0.03413141 0.2984 -3.97
246839_at putative protein --- AT5G26720 -1.25 -0.32 -2.65 0.03432663 0.2984 -3.98
252944_at hypothetical protein  ;supported by --- AT4G39320 1.22 0.29 2.65 0.03414041 0.2984 -3.97
263407_at bZIP protein (AtbZIP48) to be publ AtbZIP48 AT2G04038 -1.22 -0.29 -2.65 0.03423096 0.2984 -3.98
254127_at NADPH-ferrihemoprotein reductas ATR1 AT4G24520 1.29 0.36 2.65 0.03425942 0.2984 -3.98
253287_at putative protein dJ69E11.3, Homo--- AT4G34270 1.20 0.26 2.65 0.03433489 0.2984 -3.98



244928_s_at hypothetical protein --- AT2G07716 -1.23 -0.29 -2.65 0.03420182 0.2984 -3.97
264150_at unknown protein similar to FUS5 pFUS5 AT1G02090 -1.20 -0.27 -2.65 0.03414509 0.2984 -3.97
264512_at Expressed protein ; supported by c--- AT1G09575 1.27 0.34 2.65 0.03436999 0.2985 -3.98
258553_at hypothetical protein  ; supported byPDE320 AT3G06960 1.21 0.27 2.64 0.03439617 0.2985 -3.98
250966_at putative protein various predicted --- AT5G02910 1.29 0.37 2.65 0.03439294 0.2985 -3.98
253818_at hypothetical protein --- AT4G28330 -1.32 -0.40 -2.64 0.03444602 0.2989 -3.98
246968_at RING finger-like protein RING-H2 --- AT5G24870 1.33 0.41 2.64 0.03456443 0.2990 -3.99
259970_at putative chlorophyll A-B binding pro--- AT1G76570 -1.42 -0.50 -2.64 0.03448548 0.2990 -3.98
256458_at integral membrane protein, putativ--- AT1G75220 -1.43 -0.52 -2.64 0.03451841 0.2990 -3.98
258489_at 14-3-3 protein GF14nu (grf7) ident GRF7 AT3G02520 1.20 0.26 2.64 0.03452285 0.2990 -3.98
260655_at pathogenesis-related protein 5 pre--- AT1G19320 -1.56 -0.64 -2.64 0.0345612 0.2990 -3.99
250390_at separation anxiety protein - like se--- AT5G11340 1.18 0.23 2.64 0.03457196 0.2990 -3.99
246244_at receptor kinase-like protein --- AT4G37250 -1.22 -0.28 -2.64 0.03454303 0.2990 -3.98
263366_at unknown protein --- AT2G20440 -1.26 -0.33 -2.64 0.03455897 0.2990 -3.99
253254_at predicted protein SQS2 AT4G34650 -1.53 -0.62 -2.64 0.03462503 0.2993 -3.99
260166_at homeobox protein (GLABRA2) ide GL2 AT1G79840 -1.20 -0.26 -2.64 0.03462753 0.2993 -3.99
260595_at unknown protein --- AT1G55890 1.27 0.35 2.64 0.03471422 0.2998 -3.99
256070_at hypothetical protein predicted by g --- AT1G13730 1.22 0.28 2.64 0.03470343 0.2998 -3.99
265191_at hypothetical protein Similar to Sacc--- AT1G05120 -1.23 -0.30 -2.64 0.03471938 0.2998 -3.99
266951_at putative salt-inducible protein  ; sup--- AT2G18940 1.19 0.26 2.64 0.03480588 0.3004 -3.99
258699_at unknown protein --- AT3G09470 1.27 0.34 2.64 0.03484585 0.3004 -3.99
247266_at beta-xylosidase XYL4 AT5G64570 1.44 0.53 2.64 0.03485462 0.3004 -3.99
249324_at cytochrome c1 precursor  ; support--- AT5G40810 1.19 0.25 2.64 0.03481574 0.3004 -3.99
260929_at transcription factor TFIID, putativeTAF13 AT1G02680 1.37 0.45 2.64 0.03482872 0.3004 -3.99
254228_at putative protein  ; supported by full --- AT4G23620 1.23 0.30 2.63 0.03489581 0.3005 -3.99
247182_at putative protein contains similarity HB25 AT5G65410 -1.28 -0.35 -2.63 0.03489133 0.3005 -3.99
250723_at lysine decarboxylase-like protein --- AT5G06300 1.34 0.42 2.63 0.03490922 0.3005 -4.00
262159_at hypothetical protein predicted by g --- AT1G52720 -1.64 -0.71 -2.63 0.03492705 0.3005 -4.00
262501_at putative replication factor Similar t emb1968 AT1G21690 1.27 0.35 2.63 0.03494419 0.3006 -4.00
251920_at uracil phosphoribosyltransferase-l --- AT3G53900 1.57 0.65 2.63 0.03497609 0.3006 -4.00
261984_at TINY-like protein similar to TINY G--- AT1G33760 -1.31 -0.39 -2.63 0.03496667 0.3006 -4.00
267458_at similar to Mlo proteins from H. vulgMLO5 AT2G33670 -1.30 -0.38 -2.63 0.03499032 0.3006 -4.00
250180_at early nodule-specific protein - like --- AT5G14450 1.23 0.30 2.63 0.0350333 0.3006 -4.00
245865_at hypothetical protein contains simila--- AT1G58025 1.22 0.29 2.63 0.03508243 0.3006 -4.00
248310_at putative protein similar to unknownCPuORF14AT5G52550 / -1.22 -0.28 -2.63 0.03506198 0.3006 -4.00



262529_at putative receptor protein kinase ApAtRLP3 AT1G17250 1.30 0.38 2.63 0.0350463 0.3006 -4.00
252832_at ubiquitin-specific protease 3 (UBP3ATUBP3 AT4G39910 1.18 0.24 2.63 0.03500985 0.3006 -4.00
254420_at hypothetical protein --- AT4G21500 1.31 0.39 2.63 0.03508391 0.3006 -4.00
260032_at putative phosphoenolpyruvate carbATPPC4 AT1G68750 -1.24 -0.31 -2.63 0.03502425 0.3006 -4.00
255829_at putative potassium transporter  ; suKT2 AT2G40540 -1.19 -0.25 -2.63 0.03510541 0.3007 -4.00
258526_at DAG protein, putative similar to DA--- AT3G06790 1.24 0.31 2.63 0.03513795 0.3007 -4.00
248450_at putative protein contains similarity --- AT5G51290 -1.26 -0.34 -2.63 0.03513212 0.3007 -4.00
261767_s_at adenine nucleotide translocase, p NTT1 AT1G15500 / 1.28 0.35 2.63 0.03518272 0.3010 -4.00
258504_at putative sterol-C5-desaturase iden --- AT3G02590 -1.18 -0.24 -2.63 0.0351879 0.3010 -4.00
263862_at putative protein phosphatase IBR5 AT2G04550 1.22 0.29 2.63 0.0352178 0.3010 -4.00
252996_s_at geranylgeranyl pyrophosphate syn GGR AT4G38460 -1.27 -0.34 -2.63 0.03520792 0.3010 -4.00
250721_at putative protein contains similarity --- AT5G06210 1.21 0.28 2.63 0.03525315 0.3012 -4.01
250062_at BCS1 - like protein h-bcs1, Homo --- AT5G17760 1.44 0.52 2.63 0.03531787 0.3016 -4.01
256404_at unknown protein similar to far-red iFRS7 AT3G06250 1.33 0.42 2.63 0.03536901 0.3018 -4.01
246987_at myb-related protein, 33.3K (pir |S7MYBR1 AT5G67300 -1.49 -0.58 -2.63 0.03537585 0.3018 -4.01
247078_at unknown protein  ; supported by cD--- AT5G66000 1.26 0.33 2.63 0.03536485 0.3018 -4.01
267252_at hypothetical protein predicted by g --- AT2G23100 1.23 0.30 2.62 0.03540285 0.3019 -4.01
264708_at putative ER6 protein similar to GB--- AT1G09740 1.34 0.42 2.62 0.03551185 0.3019 -4.01
256887_at hypothetical protein predicted by g --- AT3G15150 1.27 0.34 2.62 0.03552791 0.3019 -4.01
264828_at hypothetical protein predicted by g ATATG18GAT1G03380 1.34 0.42 2.62 0.03545207 0.3019 -4.01
254049_at putative ribosomal protein S10 40S--- AT4G25740 1.49 0.57 2.62 0.0354415 0.3019 -4.01
264421_at ribosomal protein identical to ribosoARP1 AT1G43170 1.36 0.44 2.62 0.03549006 0.3019 -4.01
254482_at TWIN SISTER OF FT (TSF) termi TSF AT4G20370 -1.28 -0.36 -2.62 0.03547255 0.3019 -4.01
266748_at putative squamosa-promoter bindinSPL1 AT2G47070 -1.40 -0.49 -2.62 0.03551825 0.3019 -4.01
263603_at hypothetical protein --- AT2G16340 -1.30 -0.38 -2.62 0.03550431 0.3019 -4.01
245478_at galactokinase like protein ARA1 AT4G16130 1.62 0.70 2.62 0.03548343 0.3019 -4.01
255988_at putative protein --- --- -1.23 -0.29 -2.62 0.03557105 0.3022 -4.01
246496_at putative protein KIAA1468 - Homo--- AT5G16210 -1.25 -0.33 -2.62 0.03566603 0.3022 -4.02
247398_at putative protein predicted protein, --- AT5G62950 1.28 0.35 2.62 0.03562968 0.3022 -4.02
247218_at asparagine synthetase (gb|AAC72 ASN2 AT5G65010 2.24 1.16 2.62 0.03566395 0.3022 -4.02
253486_at putative protein KIAA0260 gene, h--- AT4G31600 -1.23 -0.30 -2.62 0.03563418 0.3022 -4.02
248923_at putative protein similar to unknownatnudt11 AT5G45940 1.35 0.43 2.62 0.03566428 0.3022 -4.02
252079_at MAP kinase  ; supported by cDNA:CPuORF44AT3G51630 / -1.21 -0.27 -2.62 0.03564087 0.3022 -4.02
254924_at MAP kinase (ATMPK5) possible inATMPK5 AT4G11330 -1.41 -0.50 -2.62 0.03563877 0.3022 -4.02
257325_at hypothetical protein --- AT2G07798 -1.65 -0.72 -2.62 0.03570703 0.3023 -4.02



249010_at unknown protein  ; supported by cD--- AT5G44580 -1.44 -0.52 -2.62 0.03569127 0.3023 -4.02
250369_at cyclin 3b  ; supported by cDNA: gi_CYC3B AT5G11300 -1.30 -0.38 -2.62 0.03571135 0.3023 -4.02
246112_at putative protein predicted proteins --- AT5G20200 1.28 0.36 2.62 0.03572941 0.3023 -4.02
266664_at hypothetical protein predicted by g --- AT2G29800 -1.23 -0.30 -2.62 0.03577787 0.3023 -4.02
251787_at 2-oxoglutarate dehydrogenase, E1--- AT3G55410 -1.28 -0.36 -2.62 0.03578097 0.3023 -4.02
264955_at F-box protein family, AtFBX3 cont --- AT1G76920 1.30 0.38 2.62 0.03578651 0.3023 -4.02
250436_at RNA binding protein - like rna bind--- AT5G10350 1.25 0.33 2.62 0.03577192 0.3023 -4.02
256743_at Expressed protein ; supported by f --- AT3G29370 1.81 0.85 2.62 0.03584478 0.3026 -4.02
261632_at hypothetical protein predicted by g --- AT1G50120 1.27 0.34 2.62 0.03583957 0.3026 -4.02
253005_at hypothetical protein  ;supported by --- AT4G38100 1.39 0.48 2.61 0.03591843 0.3027 -4.02
250279_at ABA-responsive protein - like ABA--- AT5G13200 -1.41 -0.50 -2.61 0.0359593 0.3027 -4.03
252297_at cytosolic ribosomal protein S11  ;suEMB1080 AT3G48930 1.50 0.59 2.61 0.03596684 0.3027 -4.03
267265_at putative serine carboxypeptidase I SCPL13 AT2G22980 -1.37 -0.45 -2.61 0.03595282 0.3027 -4.03
262471_at hypothetical protein similar to hypo--- AT1G50140 -1.28 -0.36 -2.61 0.035932 0.3027 -4.02
255588_at hypothetical protein --- AT4G01570 -1.36 -0.44 -2.61 0.03596585 0.3027 -4.03
256217_at hypothetical protein predicted by g --- AT1G56320 1.51 0.59 2.62 0.03588089 0.3027 -4.02
250516_at putative protein predicted proteins --- AT5G09620 -1.23 -0.30 -2.61 0.03592642 0.3027 -4.02
255906_at hypothetical protein similar to RING--- AT1G17790 -1.23 -0.30 -2.61 0.03599891 0.3029 -4.03
257199_at Tic22, putative similar to Tic22 GB--- AT3G23710 1.27 0.35 2.61 0.03604429 0.3032 -4.03
245544_at UTP-glucose glucosyltransferase l --- AT4G15270 -1.26 -0.34 -2.61 0.03606316 0.3032 -4.03
252129_at putative protein hypothetical prote AtHB28 AT3G50890 -1.26 -0.33 -2.61 0.03609722 0.3033 -4.03
253582_at Expressed protein ;supported by c --- AT4G30670 1.36 0.44 2.61 0.03610476 0.3033 -4.03
259421_at disease resistance protein, putativ--- AT1G13910 -1.29 -0.37 -2.61 0.03613059 0.3034 -4.03
250838_at cytochrome P450 - like protein cytCYP77A9 AT5G04630 -1.18 -0.24 -2.61 0.03613377 0.3034 -4.03
257333_at cytochrome c oxidase subunit 1 --- --- -1.52 -0.60 -2.61 0.03618849 0.3036 -4.03
260624_at high-affinity nitrate transporter AC NRT2.2 AT1G08100 -1.35 -0.44 -2.61 0.03618424 0.3036 -4.03
267585_s_at putative actin ACT9 AT2G42090 -1.21 -0.28 -2.61 0.03622037 0.3037 -4.03
251803_at putative protein predicted proteins --- AT3G55350 -1.31 -0.39 -2.61 0.03639568 0.3040 -4.04
263637_at hypothetical protein predicted by g --- AT2G11890 1.21 0.27 2.61 0.03633237 0.3040 -4.04
255451_at putative protein similar to T5J8.17 --- AT4G02860 1.28 0.35 2.61 0.03629875 0.3040 -4.03
248217_at cytochrome b5 (dbj|BAA74839.1)  CB5-E AT5G53560 1.29 0.36 2.61 0.0363097 0.3040 -4.04
263138_at hypothetical protein predicted by g --- AT1G65090 -1.19 -0.25 -2.61 0.03631362 0.3040 -4.04
264854_at putative RING zinc finger protein ; RHA3A AT2G17450 1.27 0.34 2.61 0.03627351 0.3040 -4.03
255203_at hypothetical protein --- --- -1.31 -0.40 -2.61 0.03633178 0.3040 -4.04
255498_at putative vacuolar ATPase similar t--- AT4G02620 1.17 0.22 2.61 0.03635275 0.3040 -4.04



249514_at 14-3-3 protein GF14psi (grf3/RCI1GRF3 AT5G38480 1.26 0.33 2.61 0.03638334 0.3040 -4.04
262582_at hypothetical protein Is a member o --- AT1G15410 1.78 0.83 2.61 0.03638252 0.3040 -4.04
258962_at putative cytochrome P450 similar t CYP77A6 AT3G10570 2.95 1.56 2.61 0.03637615 0.3040 -4.04
254564_at neoxanthin cleavage enzyme-like NCED4 AT4G19170 -1.42 -0.51 -2.60 0.03641592 0.3040 -4.04
259566_at hypothetical protein --- AT1G20520 -1.19 -0.25 -2.60 0.03646761 0.3044 -4.04
266487_at hypothetical protein predicted by g --- AT2G47660 -1.17 -0.23 -2.60 0.03651816 0.3047 -4.04
254445_at 3-hydroxyisobutyrate dehydrogena--- AT4G20930 1.24 0.31 2.60 0.03656396 0.3047 -4.04
264689_at hypothetical protein predicted by g --- AT1G09900 1.35 0.44 2.60 0.03657185 0.3047 -4.04
255488_at putative serine/threonine protein ki --- AT4G02630 -1.31 -0.39 -2.60 0.03657112 0.3047 -4.04
263626_at transcription factor ZAP1 identical ZAP1 AT2G04880 -1.19 -0.25 -2.60 0.03656211 0.3047 -4.04
245342_at ribosomal protein ;supported by ful --- AT4G16720 1.36 0.44 2.60 0.03659841 0.3048 -4.04
263761_at putative fructose bisphosphate aldo--- AT2G21330 -1.33 -0.41 -2.60 0.03664693 0.3049 -4.04
253778_at heat-shock protein heat-shock pro--- AT4G28480 -1.28 -0.36 -2.60 0.03665346 0.3049 -4.04
260943_at thioredoxin, putative similar to thioATTRX5 AT1G45145 -1.36 -0.45 -2.60 0.03665623 0.3049 -4.04
262963_at dihydrolipoamide S-acetyltransfera--- AT1G54220 -1.20 -0.26 -2.60 0.03673847 0.3055 -4.05
260513_at cyanogenic beta-glucosidase, putaBGLU36 AT1G51490 -1.22 -0.29 -2.60 0.03677007 0.3057 -4.05
254147_at putative protein similarity Human m--- AT4G24270 1.40 0.48 2.60 0.03682043 0.3060 -4.05
246745_at 60S ribosomal protein L22 - like ri --- AT5G27770 1.45 0.53 2.60 0.03683381 0.3060 -4.05
247232_at ABC transporter-like ATH13 AT5G64940 -1.31 -0.39 -2.60 0.03685756 0.3061 -4.05
250464_at hypothetical protein --- AT5G10040 -1.17 -0.23 -2.60 0.03687235 0.3061 -4.05
250545_at serine/threonine protein kinase  ;suATPK3 AT5G08160 -1.20 -0.27 -2.59 0.03700941 0.3061 -4.05
267596_s_at putative leucine-rich repeat diseaseAtRLP26 AT2G33050 / 1.71 0.77 2.60 0.03689557 0.3061 -4.05
264670_s_at unknown protein Similar to elonga--- AT1G09640 / 1.28 0.36 2.60 0.03691417 0.3061 -4.05
248717_at Expressed protein ; supported by f --- AT5G48175 -1.18 -0.24 -2.59 0.03699191 0.3061 -4.05
252234_at putative protein  ; supported by full ATPSK4 AT3G49780 2.26 1.18 2.59 0.0369391 0.3061 -4.05
250932_s_at putative protein MED7, Homo sap --- AT5G03220 / 1.21 0.28 2.59 0.03696996 0.3061 -4.05
265338_at putative ribosomal protein L6  ; sup--- AT2G18400 1.23 0.30 2.59 0.03699278 0.3061 -4.05
245439_at hypothetical protein --- AT4G16670 1.54 0.62 2.60 0.03692501 0.3061 -4.05
256380_at pheromone receptor, putative (ARAR401 AT1G66680 1.28 0.35 2.59 0.03698005 0.3061 -4.05
245254_at ATP-sulfurylase ; supported by cD APS3 AT4G14680 -2.30 -1.20 -2.59 0.03701436 0.3061 -4.05
251285_at putative protein several hypothetica--- AT3G61770 1.23 0.30 2.59 0.03710915 0.3066 -4.06
258853_at unknown protein similar to GB:AAD--- AT3G06440 1.22 0.29 2.59 0.0371143 0.3066 -4.06
245784_at hypothetical protein similar to hypo--- AT1G32190 1.25 0.32 2.59 0.03708867 0.3066 -4.06
246161_at putative protein predicted proteinsJAZ12 AT5G20900 -1.34 -0.42 -2.59 0.03718391 0.3071 -4.06
254261_at beta adaptin - like protein beta-ada--- AT4G23460 1.20 0.27 2.59 0.03720967 0.3072 -4.06



252426_at putative protein proline transport h--- AT3G47630 1.27 0.35 2.59 0.03722478 0.3072 -4.06
266489_at unknown protein  ; supported by cDNPSN11 AT2G35190 1.42 0.50 2.59 0.03733596 0.3076 -4.06
252927_at cysteine proteinase RD19A identicRD19 AT4G39090 1.20 0.26 2.59 0.03729716 0.3076 -4.06
249601_at quinone oxidoreductase -like prote--- AT5G37980 -1.31 -0.39 -2.59 0.03732934 0.3076 -4.06
258983_at putative aminotransferase similar --- AT3G08860 1.93 0.95 2.59 0.03732899 0.3076 -4.06
248511_at Expressed protein ; supported by cCPI1 AT5G50375 1.43 0.52 2.59 0.03730145 0.3076 -4.06
255799_at Deetiolated1 (DET1) light signal traDET1 AT4G10180 1.25 0.32 2.59 0.03740479 0.3078 -4.07
263685_at unknown protein similar to cell diffeATCUL3 AT1G26830 1.18 0.24 2.59 0.03740152 0.3078 -4.07
259372_at homeotic protein boi1AP1, putativ AP1 AT1G69120 -1.23 -0.30 -2.59 0.03744602 0.3078 -4.07
248852_at unknown protein --- AT5G46560 -1.18 -0.23 -2.59 0.03746466 0.3078 -4.07
258950_at unknown protein contains Pfam proMBD9 AT3G01460 -1.17 -0.22 -2.59 0.03742549 0.3078 -4.07
247381_at auxin-independent growth promote--- AT5G63390 -1.24 -0.31 -2.59 0.03745063 0.3078 -4.07
250487_at putative protein MRS2 protein, Sa --- AT5G09690 1.30 0.38 2.59 0.03745431 0.3078 -4.07
264824_at unknown protein similar to gb|T45 2A6 --- 1.40 0.49 2.58 0.03750935 0.3080 -4.07
262163_at ribosomal protein L30, putative sim--- AT1G77940 1.60 0.68 2.58 0.03751584 0.3080 -4.07
245029_at hypothetical protein predicted by g YAB5 AT2G26580 1.64 0.71 2.58 0.03756318 0.3083 -4.07
262832_s_at unknown protein --- AT1G14870 / 6.15 2.62 2.58 0.03764409 0.3088 -4.07
256601_s_at At14a-1 protein identical to At14a AT14A AT3G28290 / -1.21 -0.28 -2.58 0.03764139 0.3088 -4.07
249798_at putative protein contains similarity --- AT5G23730 -1.20 -0.27 -2.58 0.03767949 0.3089 -4.07
246623_at nuM1 protein, putative similar to n ATNUC-L1 AT1G48920 1.32 0.40 2.58 0.03769749 0.3090 -4.07
255261_s_at putative protein equilibrative nucleFUR1 AT4G05110 / -1.78 -0.83 -2.58 0.03773728 0.3090 -4.07
257677_at unknown protein contains Pfam proATEHD1 AT3G20290 -1.25 -0.33 -2.58 0.03772552 0.3090 -4.07
266277_at putative tropinone reductase --- AT2G29310 -1.25 -0.33 -2.58 0.0377243 0.3090 -4.07
245749_at proline-rich protein, putative simila--- AT1G51090 -1.88 -0.91 -2.58 0.03776625 0.3090 -4.07
265837_at unknown protein LURP1 AT2G14560 4.64 2.21 2.58 0.03776306 0.3090 -4.07
265987_at unknown protein --- AT2G24240 1.38 0.47 2.58 0.03779171 0.3091 -4.08
260634_at initiation factor isozyme 4F p82 su--- AT1G62410 1.23 0.30 2.58 0.03782958 0.3092 -4.08
264060_at hypothetical protein predicted by g --- AT2G27980 1.20 0.26 2.58 0.03781717 0.3092 -4.08
264529_at CTP synthase-like protein similar t--- AT1G30820 1.61 0.68 2.58 0.03784154 0.3092 -4.08
251144_at anthranilate N-benzoyltransferase --- AT5G01210 -1.51 -0.59 -2.58 0.03789026 0.3094 -4.08
262291_at zinc finger and C2 domain protein --- AT1G70790 -1.21 -0.27 -2.57 0.03804015 0.3095 -4.08
248378_at unknown protein  ;supported by ful --- AT5G51840 -1.21 -0.27 -2.57 0.03812669 0.3095 -4.08
265425_at hypothetical protein GCL2 AT2G20770 -1.29 -0.37 -2.57 0.03804795 0.3095 -4.08
260545_at putative glutathione peroxidase  ;s ATGPX3 AT2G43350 1.24 0.32 2.57 0.03806079 0.3095 -4.08
259768_at expressed protein supported by cDCOR314-TMAT1G29390 -1.17 -0.23 -2.57 0.03812919 0.3095 -4.08



256094_at hypothetical protein predicted by g SAUL1 AT1G20780 -1.23 -0.30 -2.57 0.03802678 0.3095 -4.08
246815_at putative protein integrin analogue, --- AT5G27220 -1.19 -0.26 -2.58 0.03796766 0.3095 -4.08
246548_at putative protein  ;supported by full- --- AT5G14910 1.25 0.32 2.57 0.03813705 0.3095 -4.08
263268_at unknown protein --- --- -1.23 -0.30 -2.57 0.03812451 0.3095 -4.08
258334_at hypothetical protein predicted by g --- AT3G16010 -1.23 -0.30 -2.57 0.03811562 0.3095 -4.08
264410_s_at hypothetical protein predicted by g --- --- 1.18 0.24 2.58 0.0379873 0.3095 -4.08
261764_at receptor lectin kinase, putative sim--- AT1G15530 -1.26 -0.33 -2.58 0.03791934 0.3095 -4.08
248462_at nucleotide-binding protein  ; suppo NBP35 AT5G50960 -1.27 -0.34 -2.57 0.03813796 0.3095 -4.08
246237_at putative protein --- AT4G36390 1.26 0.34 2.57 0.0381434 0.3095 -4.08
248256_at developmental protein SINA (seve --- AT5G53360 -1.25 -0.32 -2.58 0.03797419 0.3095 -4.08
247858_at similar to unknown protein (pir||T34TTL AT5G58220 1.26 0.33 2.58 0.0379793 0.3095 -4.08
249912_at putative protein similar to unknownRER1 AT5G22790 -1.58 -0.66 -2.57 0.03813974 0.3095 -4.08
258360_at hypothetical protein predicted by g --- AT3G14250 -1.22 -0.29 -2.57 0.03807094 0.3095 -4.08
248984_at DNA-directed RNA polymerase subNRPC2 AT5G45140 1.30 0.38 2.57 0.03828296 0.3101 -4.09
263674_at hypothetical protein predicted by g --- AT2G04790 1.25 0.32 2.57 0.03823113 0.3101 -4.09
246378_at integral membrane protein, putativ--- AT1G57620 1.20 0.26 2.57 0.03828301 0.3101 -4.09
265767_at putative exonuclease contains zincREF4 AT2G48110 -1.26 -0.33 -2.57 0.03826628 0.3101 -4.09
248328_at putative protein contains similarity --- AT5G52660 -1.19 -0.25 -2.57 0.03824361 0.3101 -4.09
260284_at unknown protein  ; supported by fu --- AT1G80380 1.20 0.27 2.57 0.03830087 0.3101 -4.09
259300_at hypothetical protein predicted by g --- AT3G05100 1.22 0.29 2.57 0.03835311 0.3103 -4.09
249591_at putative protein predicted protein, --- --- -1.19 -0.25 -2.57 0.03836102 0.3103 -4.09
255032_at putative protein anthocyanin rham--- AT4G09500 -1.31 -0.39 -2.57 0.03834743 0.3103 -4.09
246033_at hydroxymethylbilane synthase  ;su HEMC AT5G08280 1.33 0.41 2.57 0.03839188 0.3104 -4.09
258614_at putative S-adenosylmethionine:2-d--- AT3G02770 1.42 0.51 2.57 0.0383961 0.3104 -4.09
265963_s_at 40S ribosomal protein S5 identical ATRPS5B AT2G37270 / 1.50 0.59 2.57 0.03841306 0.3104 -4.09
249972_at tRNA isopentenyltransferase -like IPT5 AT5G19040 -1.23 -0.29 -2.57 0.03846809 0.3107 -4.09
261205_at hypothetical protein predicted by g --- AT1G12790 1.40 0.49 2.57 0.0385251 0.3111 -4.10
252925_at ES43 like protein ES43 protein - bSHL1 AT4G39100 1.30 0.37 2.57 0.03853982 0.3111 -4.10
261020_at hypothetical protein similar to reticu--- AT1G26390 1.77 0.82 2.56 0.03858426 0.3111 -4.10
263483_at putative heat shock protein  ; supp CR88 AT2G04030 1.24 0.31 2.56 0.03859703 0.3111 -4.10
262523_at ubiquitin-specific protease 15 (UB UBP15 AT1G17110 -1.18 -0.24 -2.56 0.03859572 0.3111 -4.10
265894_at putative lipid transfer protein LTP AT2G15050 -1.76 -0.82 -2.56 0.03856388 0.3111 -4.10
245290_at hypothetical protein ; supported by --- AT4G16490 -1.34 -0.42 -2.56 0.03862414 0.3112 -4.10
258670_at unknown protein --- AT3G08810 -1.28 -0.36 -2.56 0.03868201 0.3116 -4.10
245941_at putative protein karyopherin beta 3emb2734 AT5G19820 -1.26 -0.33 -2.56 0.03872837 0.3117 -4.10



264482_at sugar carrier protein, putative simi --- AT1G77210 -1.65 -0.72 -2.56 0.03872856 0.3117 -4.10
265918_at putative fatty acid elongase KCS8 AT2G15090 -2.22 -1.15 -2.56 0.03873801 0.3117 -4.10
247375_at Expressed protein ; supported by f --- AT5G63135 1.17 0.23 2.56 0.03878718 0.3119 -4.10
260195_at hypothetical protein predicted by g --- AT1G67540 -1.23 -0.30 -2.56 0.03879238 0.3119 -4.10
266799_at unknown protein ATPSK2 AT2G22860 -1.49 -0.58 -2.56 0.03881236 0.3119 -4.10
265243_at hypothetical protein predicted by g NPG1 AT2G43040 1.24 0.31 2.56 0.03882224 0.3119 -4.10
265417_at unknown protein --- AT2G20920 1.42 0.51 2.56 0.0389486 0.3120 -4.11
260580_at unknown protein --- AT2G47390 -1.18 -0.24 -2.56 0.03895565 0.3120 -4.11
258797_at auxin-induced protein identical to GIAA16 AT3G04730 -1.34 -0.43 -2.56 0.03893357 0.3120 -4.11
253559_at 1,3-beta-glucanase - like protein 1--- AT4G31140 1.21 0.28 2.56 0.03890378 0.3120 -4.10
258906_at unknown protein similar to C-term ATTLP9 AT3G06380 1.27 0.34 2.56 0.03896407 0.3120 -4.11
258388_at putative expansin S2 precursor simATEXPA12 AT3G15370 -1.19 -0.25 -2.56 0.03888006 0.3120 -4.10
261731_s_at hypothetical protein similar to hypo--- AT1G47780 / -1.18 -0.24 -2.56 0.03898341 0.3120 -4.11
248175_at histone H2A (gb|AAF64418.1)  ; suRAT5 AT5G54640 1.24 0.32 2.56 0.0389503 0.3120 -4.11
255031_at putative proteins various hypothetic--- AT4G09490 1.30 0.38 2.56 0.03898057 0.3120 -4.11
262286_at Expressed protein ; supported by f --- AT1G68585 1.53 0.62 2.56 0.03889161 0.3120 -4.10
253806_at putative protein Arabidopsis thalia --- AT4G28270 1.29 0.37 2.56 0.03888567 0.3120 -4.10
246601_at copper amine oxidase, putative sim--- AT1G31710 -4.14 -2.05 -2.56 0.03903293 0.3123 -4.11
244901_at hypothetical protein --- ATMG00640 -1.26 -0.33 -2.56 0.03908746 0.3125 -4.11
255519_at hypothetical protein --- AT4G02310 -1.18 -0.24 -2.56 0.03908422 0.3125 -4.11
247248_at putative protein contains similarity --- AT5G64560 -1.44 -0.52 -2.55 0.03922482 0.3130 -4.11
248807_at pectin methylesterase-like --- AT5G47500 -1.16 -0.22 -2.55 0.03920566 0.3130 -4.11
247977_at putative protein similar to unknown--- AT5G56850 -1.33 -0.41 -2.55 0.03921143 0.3130 -4.11
245880_at putative hydrolase EtbD1 - Rhodo --- AT5G09430 -1.30 -0.38 -2.55 0.03925364 0.3130 -4.11
251752_at proline transporter 2 PROT2 AT3G55740 -1.39 -0.47 -2.55 0.03921839 0.3130 -4.11
245146_at putative cis-Golgi SNARE protein  GOS12 AT2G45200 1.25 0.32 2.55 0.03925451 0.3130 -4.11
262331_at unknown protein --- AT1G64050 -1.17 -0.23 -2.55 0.03925269 0.3130 -4.11
264789_at putative glycine-rich, zinc-finger D --- AT2G17870 -1.18 -0.24 -2.55 0.03916205 0.3130 -4.11
257905_at unknown protein --- --- -1.26 -0.33 -2.55 0.03930519 0.3133 -4.12
244940_at ribosomal protein S12 (trans-splice--- --- -1.28 -0.36 -2.55 0.03936244 0.3135 -4.12
259568_at hypothetical protein --- AT1G20490 -1.20 -0.27 -2.55 0.03935876 0.3135 -4.12
246457_at WD40-repeat protein transducin h TOZ AT5G16750 1.24 0.31 2.55 0.03937688 0.3135 -4.12
256821_at hypothetical protein predicted by g--- AT3G22180 -1.36 -0.45 -2.55 0.03940432 0.3136 -4.12
255121_at putative mitogen-activated protein MAPKKK9 AT4G08480 -1.37 -0.45 -2.55 0.03945819 0.3139 -4.12
253773_s_at Expressed protein ; supported by f --- AT1G52370 / 1.27 0.35 2.55 0.03950811 0.3142 -4.12



262137_at transcription factor, putative simila--- AT1G77920 1.22 0.28 2.55 0.03955364 0.3143 -4.12
251028_at putative protein putative hydrolase--- AT5G02230 -1.27 -0.34 -2.55 0.03957558 0.3143 -4.12
256705_at cytochrome P450, putative similar CYP702A8 AT3G30290 -1.27 -0.35 -2.55 0.03953455 0.3143 -4.12
264602_at putative Ser/Thr protein kinase sim--- AT1G04700 -1.22 -0.29 -2.55 0.0395644 0.3143 -4.12
250510_at 15.9 kDa subunit of RNA polymeraNRPB4 AT5G09920 1.21 0.27 2.55 0.03962672 0.3144 -4.12
251570_at putative protein several hypothetica--- AT3G58300 -1.24 -0.31 -2.55 0.03961517 0.3144 -4.12
265227_s_at hypothetical protein --- AT2G07695 -1.28 -0.35 -2.55 0.03962351 0.3144 -4.12
257599_at 60S ribosomal protein, putative sim--- AT3G24830 1.56 0.64 2.55 0.03963775 0.3144 -4.12
249108_at steroid sulfotransferase-like --- AT5G43690 -1.17 -0.22 -2.54 0.0396872 0.3147 -4.13
265538_at unknown protein predicted by gens--- AT2G15860 1.32 0.40 2.54 0.03971449 0.3148 -4.13
250150_at putative protein ;supported by full-l --- AT5G14710 -1.35 -0.43 -2.54 0.03972677 0.3148 -4.13
258954_at unknown protein contains Pfam pro--- AT3G01400 -1.17 -0.23 -2.54 0.03976386 0.3149 -4.13
265444_s_at aquaporin (plasma membrane intri RD28 AT2G37170 / -1.51 -0.59 -2.54 0.03980281 0.3150 -4.13
262667_at amine oxidase, putative similar to --- AT1G62810 1.37 0.46 2.54 0.03979824 0.3150 -4.13
249113_at putative protein similar to unknown--- AT5G43790 -1.32 -0.40 -2.54 0.03980916 0.3150 -4.13
251490_at putative protein --- AT3G59490 1.30 0.38 2.54 0.03982189 0.3150 -4.13
253520_at hypothetical protein ;supported by --- AT4G31410 1.19 0.25 2.54 0.03985949 0.3150 -4.13
260103_at unknown protein --- AT1G35430 1.22 0.28 2.54 0.03985303 0.3150 -4.13
256071_at ubiquitin, putative similar to ubiqui --- AT1G13640 1.37 0.45 2.54 0.03995887 0.3157 -4.13
254197_at trehalase - like protein trehalase 1TRE1 AT4G24040 -1.36 -0.45 -2.54 0.03997413 0.3157 -4.13
265469_at unknown protein predicted by gens--- AT2G37160 -1.18 -0.24 -2.54 0.03999551 0.3158 -4.13
260511_at anthranilate phosphoribosyltransfe--- AT1G51570 1.33 0.41 2.54 0.04002808 0.3159 -4.13
267116_at unknown protein --- AT2G32560 -1.48 -0.57 -2.54 0.04009092 0.3161 -4.14
249607_at putative protein RING-H2 finger pr--- AT5G37280 -1.20 -0.27 -2.54 0.04009604 0.3161 -4.14
252830_at putative protein 70K peroxisomal mPXA1 AT4G39850 -1.18 -0.24 -2.54 0.04008548 0.3161 -4.14
255127_at nodulin-like protein nodulin gene M--- AT4G08300 2.07 1.05 2.54 0.04018317 0.3165 -4.14
250826_at unknown protein ; supported by cD--- AT5G05220 -1.24 -0.31 -2.53 0.04024706 0.3165 -4.14
246924_at putative protein KIAA0332 - Homo--- AT5G25060 1.18 0.24 2.54 0.04019351 0.3165 -4.14
255989_at putative protein --- AT5G35069 -1.28 -0.35 -2.54 0.04020766 0.3165 -4.14
254683_at hypothetical protein  ;supported by --- AT4G13800 -1.24 -0.31 -2.54 0.04021331 0.3165 -4.14
260518_at cinnamyl alcohol dehydrogenase, --- AT1G51410 -1.19 -0.25 -2.54 0.04021988 0.3165 -4.14
266068_at putative geranylgeranyl pyrophosp GGPS4 AT2G18640 -1.27 -0.34 -2.53 0.04026064 0.3165 -4.14
260965_s_at hypothetical protein predicted by g --- --- -1.18 -0.24 -2.54 0.04020831 0.3165 -4.14
264252_at putative GTP-binding protein, SARATSARA1AAT1G09180 -1.22 -0.29 -2.53 0.04025662 0.3165 -4.14
263200_at hypothetical protein predicted by g --- AT1G05600 1.31 0.39 2.53 0.04028196 0.3165 -4.14



262117_at ribosomal protein L19, putative simemb2386 AT1G02780 1.29 0.37 2.53 0.04029077 0.3165 -4.14
260053_at hypothetical protein similar to unkn--- AT1G78120 -1.29 -0.37 -2.53 0.04030253 0.3165 -4.14
246046_at putative protein predicted proteins --- --- 1.24 0.31 2.53 0.04035793 0.3168 -4.14
255481_at T14P8.6  ; supported by cDNA: gi_PMS1 AT4G02460 1.30 0.38 2.53 0.04039277 0.3169 -4.14
245921_at putative protein predicted protein, --- AT5G28800 -1.18 -0.24 -2.53 0.04042088 0.3171 -4.14
247836_at putative protein similar to unknown--- AT5G57860 1.26 0.33 2.53 0.04066068 0.3174 -4.15
251025_at putative protein CND41, chloropla PCS1 AT5G02190 -1.30 -0.38 -2.53 0.04061148 0.3174 -4.15
258215_at phosphoprotein phosphatase, putaatToc64-III AT3G17970 1.35 0.43 2.53 0.04077178 0.3174 -4.15
261012_at CLE9, putative CLAVATA3/ESR-RCLE9 AT1G26600 -1.17 -0.22 -2.53 0.04074176 0.3174 -4.15
266535_s_at 50S ribosomal protein L27  ;suppo --- AT2G16930 / 1.30 0.38 2.53 0.0407898 0.3174 -4.15
257226_at hypothetical protein predicted by g --- AT3G27880 1.71 0.77 2.53 0.04056491 0.3174 -4.15
257954_at putative UDP-glucose glucosyltran --- AT3G21760 -1.26 -0.33 -2.53 0.04068002 0.3174 -4.15
251229_at beta-glucosidase-like protein severBGLU7 AT3G62740 -1.19 -0.25 -2.53 0.04069667 0.3174 -4.15
260461_at membrane protein PTM1 precurso --- AT1G10980 -1.24 -0.31 -2.53 0.04056377 0.3174 -4.15
245778_at RNA-binding glycine-rich protein, --- AT1G73530 1.34 0.42 2.53 0.04080644 0.3174 -4.15
245138_at unknown protein predicted by gensAFO AT2G45190 1.40 0.49 2.53 0.0407004 0.3174 -4.15
266909_at hypothetical protein predicted by g BRM AT2G46020 -1.28 -0.35 -2.53 0.04078422 0.3174 -4.15
262328_at hypothetical protein similar to hypo--- AT1G64100 -1.17 -0.22 -2.53 0.04059048 0.3174 -4.15
261471_at hypothetical protein contains simila--- AT1G14460 1.40 0.49 2.53 0.04062736 0.3174 -4.15
258006_at cysteine proteinase non-consensu--- AT3G19400 1.32 0.40 2.53 0.04053339 0.3174 -4.15
261955_at proteasome regulatory subunit, puRPN12a AT1G64520 1.19 0.25 2.53 0.04048203 0.3174 -4.15
252601_s_at 40S ribsomomal protein 40S ribso --- AT3G45030 / 1.46 0.55 2.53 0.04082402 0.3174 -4.15
254337_at putative protein hypothetical prote --- AT4G22060 -1.23 -0.30 -2.53 0.04076631 0.3174 -4.15
248004_at putative protein similar to unknownPRA1.G2 AT5G56230 1.51 0.59 2.53 0.04067865 0.3174 -4.15
247937_at Ca2+-transporting ATPase-like proACA8 AT5G57110 -1.46 -0.55 -2.53 0.04055877 0.3174 -4.15
247692_s_at histone H4 - like protein histone H --- AT5G59690 / 1.50 0.59 2.53 0.04066199 0.3174 -4.15
254386_at peroxidase prxr1  ;supported by fu PRXR1 AT4G21960 -1.49 -0.58 -2.53 0.04070149 0.3174 -4.15
251112_s_at pyruvate decarboxylase-like prote PDC3 AT5G01320 / -1.33 -0.41 -2.53 0.0405434 0.3174 -4.15
262090_at CREB-binding protein, putative simHAC4 AT1G55970 -1.22 -0.29 -2.53 0.0408119 0.3174 -4.15
265912_at hypothetical protein predicted by g --- AT2G25565 / -1.22 -0.29 -2.53 0.04072038 0.3174 -4.15
249861_at Expressed protein ; supported by f --- AT5G22875 1.25 0.33 2.53 0.04082005 0.3174 -4.15
266065_at phytochrome B Identical to GB:X17PHYB AT2G18790 -1.26 -0.34 -2.52 0.04089418 0.3177 -4.16
247917_at putative protein similar to unknownBIO1 AT5G57590 -1.20 -0.26 -2.52 0.04090301 0.3177 -4.16
265420_s_at hypothetical protein predicted by g BRX AT1G31880 / 1.32 0.40 2.52 0.04088781 0.3177 -4.16
253944_at SNF8 like protein SNF8 protein - yVPS22 AT4G27040 1.23 0.30 2.52 0.04091788 0.3177 -4.16



258423_at hypothetical protein predicted by g --- AT3G16730 1.19 0.25 2.52 0.04097154 0.3178 -4.16
254807_at putative protein --- AT4G12700 1.32 0.40 2.52 0.04097222 0.3178 -4.16
262319_s_at unknown protein similar to unknow--- AT1G27540 / 1.42 0.50 2.52 0.04097583 0.3178 -4.16
260007_at unknown protein contains non-con --- AT1G67870 -1.49 -0.58 -2.52 0.04101243 0.3179 -4.16
259315_at unknown protein AtRP2 AT3G01200 -1.18 -0.24 -2.52 0.04100052 0.3179 -4.16
263811_at putative acyl-CoA synthetase ; sup--- AT2G04350 -1.24 -0.31 -2.52 0.04104025 0.3180 -4.16
251240_at putative protein --- AT3G62450 1.20 0.26 2.52 0.04115863 0.3183 -4.16
262154_at unknown protein contains similarity--- AT1G52700 -1.37 -0.46 -2.52 0.041162 0.3183 -4.16
251186_at putative protein unknown protein A--- AT3G62790 1.17 0.23 2.52 0.04124239 0.3183 -4.16
254721_at hypothetical protein  ;supported by SMAP1 AT4G13520 1.23 0.30 2.52 0.04120445 0.3183 -4.16
257374_at hypothetical protein predicted by g --- AT2G43280 1.32 0.41 2.52 0.04117751 0.3183 -4.16
261052_at hypothetical protein similar to hypo--- AT1G01440 1.29 0.37 2.52 0.04111691 0.3183 -4.16
245985_at peptidylprolyl isomerase-like prote--- AT5G13120 1.29 0.37 2.52 0.04121557 0.3183 -4.16
244978_at RNA polymerase alpha subunit --- --- 1.20 0.27 2.52 0.0412353 0.3183 -4.16
252765_at putative protein hypothetical protei --- AT3G42800 -1.46 -0.54 -2.52 0.04120586 0.3183 -4.16
256970_at ABC transporter, putative similar t --- AT3G21090 -1.24 -0.31 -2.52 0.04126215 0.3183 -4.16
266710_at putative Ser/Thr protein kinase --- AT2G46850 -1.22 -0.29 -2.52 0.04125206 0.3183 -4.16
256759_at hypothetical protein predicted by g --- AT3G25640 -1.31 -0.38 -2.52 0.04116281 0.3183 -4.16
254424_at hypothetical protein  ;supported by --- AT4G21510 1.42 0.51 2.52 0.04112327 0.3183 -4.16
251987_at CYTOCHROME P450 71B5  ; suppCYP71B5 AT3G53280 1.26 0.34 2.52 0.04134597 0.3183 -4.17
256249_at 26S proteasome regulatory subunMEE34 AT3G11270 1.23 0.30 2.52 0.04133908 0.3183 -4.17
245593_at IAA7 like protein IAA14 AT4G14550 -1.68 -0.75 -2.52 0.0413054 0.3183 -4.17
255275_at putative protein various ubiquitin-lik--- AT4G05310 -1.16 -0.22 -2.52 0.04134896 0.3183 -4.17
247110_at putative protein contains similarity --- AT5G65830 1.32 0.41 2.52 0.04133262 0.3183 -4.17
256425_at disease resistance protein, putativADR1 AT1G33560 1.33 0.41 2.52 0.04127963 0.3183 -4.16
258233_at hypothetical protein contains similaMYB118 AT3G27785 -1.23 -0.30 -2.52 0.04137067 0.3184 -4.17
253947_at putative protein hypothetical prote MAP65-2 AT4G26760 1.26 0.33 2.52 0.04138584 0.3184 -4.17
253814_at putative protein  ;supported by full- --- AT4G28290 -1.37 -0.45 -2.51 0.04144395 0.3187 -4.17
258049_at hypothetical protein similar to CGI- --- AT3G16220 1.19 0.25 2.51 0.04153794 0.3193 -4.17
260665_at unknown protein ;supported by full --- AT1G19360 1.24 0.31 2.51 0.04163776 0.3197 -4.17
248243_at unknown protein CPuORF50AT5G53588 / -1.18 -0.24 -2.51 0.04163569 0.3197 -4.17
246166_at putative protein --- --- -1.23 -0.29 -2.51 0.04159676 0.3197 -4.17
255867_at hypothetical protein predicted by g --- AT2G30370 -1.20 -0.27 -2.51 0.04161373 0.3197 -4.17
247572_at putative protein  ; supported by full --- AT5G61220 1.20 0.26 2.51 0.04167688 0.3199 -4.17
261604_at unknown protein contains similarity--- AT1G49590 1.26 0.33 2.51 0.04169052 0.3199 -4.17



257189_at hypothetical protein GIP1 AT3G13222 -1.19 -0.25 -2.51 0.04171605 0.3199 -4.18
250927_at lysine decarboxylase - like protein --- AT5G03270 -1.29 -0.37 -2.51 0.04172469 0.3199 -4.18
256173_at unknown protein --- AT1G51730 1.19 0.25 2.51 0.04175333 0.3200 -4.18
257171_at unknown protein  ; supported by fu --- AT3G23760 1.25 0.32 2.51 0.04184307 0.3202 -4.18
250399_at putative protein predicted proteins --- AT5G10750 -1.31 -0.39 -2.51 0.04182341 0.3202 -4.18
265219_at unknown protein  ; supported by fu --- AT2G02050 1.28 0.35 2.51 0.04183587 0.3202 -4.18
253553_at putative protein LipB gene, Prochl --- AT4G31050 1.25 0.32 2.51 0.04184809 0.3202 -4.18
245855_at sulfate transporter  ; supported by SULTR4;1 AT5G13550 -1.34 -0.42 -2.51 0.04184234 0.3202 -4.18
256587_at histone-H4-like protein similar to H --- AT3G28780 -1.24 -0.31 -2.51 0.04187041 0.3203 -4.18
258729_at putative amino acid transporter proANT1 AT3G11900 -1.19 -0.26 -2.51 0.0418847 0.3203 -4.18
252570_at isovaleryl-CoA-dehydrogenase preIVD AT3G45300 1.55 0.63 2.51 0.04192212 0.3205 -4.18
253458_at putative protein predicted protein, --- AT4G32070 1.39 0.47 2.51 0.04196039 0.3206 -4.18
267061_at unknown protein  ;supported by ful --- AT2G32480 -1.21 -0.28 -2.51 0.04197333 0.3206 -4.18
257507_at zinc finger protein, putative similar--- AT1G29600 1.16 0.22 2.51 0.0419996 0.3207 -4.18
266713_at unknown protein --- AT2G46760 -1.22 -0.28 -2.50 0.04206362 0.3211 -4.18
266993_at nodulin-like protein  ; supported by --- AT2G39210 1.44 0.53 2.50 0.04213377 0.3212 -4.19
265712_s_at unknown protein --- AT2G03330 / 1.22 0.29 2.50 0.04212907 0.3212 -4.19
247312_at putative protein strong similarity to --- AT5G63970 -1.28 -0.35 -2.50 0.04212083 0.3212 -4.19
245717_at Expressed protein ; supported by c--- AT5G33390 -1.23 -0.30 -2.50 0.04210841 0.3212 -4.18
264561_at uracil phosphoribosyltransferase, --- AT1G55810 1.34 0.42 2.50 0.04218042 0.3212 -4.19
265274_at putative RNA methyltransferase --- AT2G28450 1.27 0.34 2.50 0.04217276 0.3212 -4.19
250881_at putative protein --- AT5G04080 1.34 0.43 2.50 0.04215863 0.3212 -4.19
249101_at unknown protein --- AT5G43580 1.75 0.81 2.50 0.04219864 0.3213 -4.19
251518_at putative protein protein CG15643 --- AT3G59390 1.23 0.30 2.50 0.042246 0.3213 -4.19
250833_at myotubularin - like protein myotub --- AT5G04540 -1.21 -0.27 -2.50 0.04227072 0.3213 -4.19
262329_at hypothetical protein similar to hypo--- AT1G64090 1.18 0.24 2.50 0.04226433 0.3213 -4.19
246194_at putative protein ;supported by full-l ACD2 AT4G37000 -1.31 -0.39 -2.50 0.04222965 0.3213 -4.19
247966_at putative protein contains similarity --- AT5G56610 -1.23 -0.29 -2.50 0.04221552 0.3213 -4.19
257274_at geranylgeranyl pyrophosphate syn--- AT3G14510 -1.25 -0.32 -2.50 0.04232107 0.3216 -4.19
249209_at major surface glycoprotein-like  ; su--- AT5G42620 -1.23 -0.30 -2.50 0.04233949 0.3216 -4.19
264457_at puative glucosyl transferase simila --- AT1G10400 -1.23 -0.30 -2.50 0.04235628 0.3216 -4.19
252946_at Expressed protein ; supported by f --- AT4G39235 1.38 0.46 2.50 0.0425636 0.3217 -4.20
262044_s_at hypothetical protein predicted by g --- AT1G80210 / 1.22 0.29 2.50 0.04250569 0.3217 -4.19
253717_at putative protein putative suppress --- AT4G29440 -1.22 -0.28 -2.50 0.04245915 0.3217 -4.19
267093_at high affinity Ca2+ antiporter identi CAX1 AT2G38170 1.39 0.47 2.50 0.04259458 0.3217 -4.20



259121_at unknown protein --- AT3G02220 1.29 0.37 2.50 0.04244261 0.3217 -4.19
254671_at MuDR transposable element - like --- --- -1.21 -0.27 -2.50 0.04257674 0.3217 -4.20
245080_at putative receptor-like protein kinas --- AT2G23300 -1.32 -0.40 -2.50 0.04259453 0.3217 -4.20
262258_at 20S proteasome subunit PAE1 ide PAE1 AT1G53850 1.27 0.34 2.50 0.04254711 0.3217 -4.20
257827_at unknown protein contains Pfam pro--- AT3G26630 1.40 0.49 2.50 0.04260192 0.3217 -4.20
250031_at transfactor-like protein  ; supportedMYR1 AT5G18240 -1.33 -0.41 -2.50 0.04241553 0.3217 -4.19
267509_at MADS-box protein (AGL20)  ; suppAGL20 AT2G45660 1.34 0.42 2.50 0.04251752 0.3217 -4.19
262398_at hypothetical protein predicted by g --- AT1G49350 1.18 0.24 2.49 0.04262501 0.3217 -4.20
262856_at unknown protein contains Pfam pro--- AT1G14910 1.27 0.35 2.50 0.04259873 0.3217 -4.20
260802_at exopolygalacturonase, putative sim--- AT1G78400 -1.17 -0.23 -2.49 0.0426201 0.3217 -4.20
254704_at putative protein predicted protein, APRR2 AT4G18020 -1.24 -0.31 -2.50 0.0425861 0.3217 -4.20
262181_at xylosidase, putative similar to xylo --- AT1G78060 -1.67 -0.74 -2.50 0.04248781 0.3217 -4.19
263060_s_at hypothetical protein --- AT2G07679 / -1.33 -0.41 -2.50 0.04259 0.3217 -4.20
255302_at putative protein similar to transcrip ATMSRB5 AT4G04830 -1.33 -0.41 -2.50 0.04250815 0.3217 -4.19
261023_at unknown protein similar to unknow--- AT1G12200 -1.27 -0.34 -2.49 0.04278264 0.3221 -4.20
258120_at hypothetical protein predicted by g --- AT3G14730 1.19 0.25 2.49 0.0427041 0.3221 -4.20
260671_at unknown protein ;supported by full --- AT1G19310 -1.27 -0.34 -2.49 0.04269491 0.3221 -4.20
262730_at putative transport protein may be aATOCT3 AT1G16390 -1.25 -0.32 -2.49 0.04276137 0.3221 -4.20
267595_at putative glucanse AtGH9B8 AT2G32990 -3.87 -1.95 -2.49 0.0427923 0.3221 -4.20
258318_at unknown protein --- AT3G22680 1.41 0.50 2.49 0.04274504 0.3221 -4.20
264792_at hypothetical protein similar to hypo--- AT1G08620 -1.21 -0.28 -2.49 0.04279815 0.3221 -4.20
249456_at unknown protein  ;supported by ful --- AT5G39410 1.24 0.31 2.49 0.04279135 0.3221 -4.20
254447_at berberine bridge enzyme - like prot--- AT4G20860 -2.04 -1.03 -2.49 0.04277103 0.3221 -4.20
261765_at cyclin, putative similar to cyclin GI CYCA2;3 AT1G15570 -1.24 -0.31 -2.49 0.04283484 0.3223 -4.20
251303_at NAM-like protein no apical meristeANAC066 AT3G61910 -1.19 -0.25 -2.49 0.04294353 0.3229 -4.20
262604_at unknown protein similar to unknow--- AT1G15060 -1.17 -0.22 -2.49 0.04295602 0.3229 -4.20
255749_at p68 RNA helicase, putative similarSTRS1 AT1G31970 1.21 0.28 2.49 0.0430802 0.3237 -4.21
252143_at putative protein centromere protei --- AT3G51150 -1.21 -0.27 -2.49 0.04308476 0.3237 -4.21
245639_at unknown protein contains similarity--- AT1G25260 1.43 0.52 2.49 0.04309371 0.3237 -4.21
260748_at RING-H2 finger protein RHA3a, pu--- AT1G49210 2.11 1.08 2.49 0.04313494 0.3239 -4.21
254343_at PRH26 protein  ;supported by full-l 03-אפר AT4G21990 -1.86 -0.90 -2.49 0.0432319 0.3241 -4.21
251278_at putative protein hypothetical prote emb1703 AT3G61780 1.26 0.33 2.48 0.04328417 0.3241 -4.21
249864_at putative protein similar to unknownATMGT10 AT5G22830 -1.18 -0.24 -2.48 0.04334762 0.3241 -4.21
261337_at unknown protein ; supported by cD--- AT1G44810 1.43 0.52 2.48 0.04334478 0.3241 -4.21
264152_at Mago Nashi-like protein similar to MAGO AT1G02140 1.23 0.29 2.48 0.04334458 0.3241 -4.21



246907_at AtBgamma - like protein B' regulat--- AT5G25510 -1.27 -0.34 -2.48 0.043251 0.3241 -4.21
252087_at putative protein putative Na+/H+-echx28 AT3G52080 -1.20 -0.26 -2.48 0.04332483 0.3241 -4.21
266317_at calmodulin identical to GB:L18912 CAM5 AT2G27030 1.21 0.27 2.48 0.04333128 0.3241 -4.21
262073_at unknown protein ;supported by full ZCW32 AT1G59640 -1.47 -0.56 -2.48 0.04334187 0.3241 -4.21
257478_at hypothetical protein similar to putatWAKL2 AT1G16130 1.58 0.66 2.48 0.04324451 0.3241 -4.21
259972_at unknown protein N-term similar to CUC3 AT1G76420 1.37 0.45 2.48 0.04329392 0.3241 -4.21
264669_at putative RAS-related protein, RABATRAB11CAT1G09630 1.36 0.44 2.48 0.04327009 0.3241 -4.21
250442_at putative protein hypothetical bacte MSL2 AT5G10490 -1.21 -0.28 -2.49 0.04323205 0.3241 -4.21
263249_at delta 9 desaturase ALMOST identi ADS2 AT2G31360 -1.19 -0.26 -2.48 0.04337353 0.3241 -4.21
261824_at DAG protein, putative similar to DA--- AT1G11430 1.18 0.24 2.48 0.04342189 0.3241 -4.22
255593_at hypothetical protein --- AT4G01650 1.22 0.29 2.48 0.04338857 0.3241 -4.21
256348_at hypothetical protein predicted by g --- AT1G54880 -1.22 -0.28 -2.48 0.04341789 0.3241 -4.22
246998_at putative protein similar to unknown--- AT5G67370 -1.46 -0.55 -2.48 0.04339818 0.3241 -4.22
251707_at protein kinase C inhibitor-like prote--- AT3G56490 1.23 0.30 2.48 0.0434713 0.3244 -4.22
265594_at 50S ribosomal protein L4  ;support --- AT2G20060 1.38 0.47 2.48 0.04351126 0.3246 -4.22
253831_at Expressed protein ; supported by f --- AT4G27580 -1.23 -0.30 -2.48 0.04353021 0.3246 -4.22
250550_at N-hydroxycinnamoyl benzoyltrans --- AT5G07870 1.54 0.62 2.48 0.04364309 0.3248 -4.22
262931_at small nuclear ribonucleoprotein, p --- AT1G65700 1.23 0.30 2.48 0.04358994 0.3248 -4.22
261169_at sucrose-phosphate synthase, putaATSPS3F AT1G04920 -1.24 -0.31 -2.48 0.04360515 0.3248 -4.22
250500_at periaxin - like protein periaxin, Rat--- AT5G09530 7.12 2.83 2.48 0.04362373 0.3248 -4.22
246844_at transcription factor ATMYB4  ; sup ATMYB86 AT5G26660 1.26 0.33 2.48 0.04360078 0.3248 -4.22
262783_at receptor-kinase isolog --- AT1G10850 1.52 0.61 2.48 0.04363155 0.3248 -4.22
260199_at unknown protein similar to putative--- AT1G67590 -1.19 -0.25 -2.48 0.04368075 0.3250 -4.22
249468_at putative protein predicted proteins --- AT5G39650 1.19 0.25 2.48 0.04370766 0.3251 -4.22
255617_at putative protein kinase --- AT4G01330 1.28 0.36 2.48 0.0437559 0.3251 -4.22
261558_at unknown protein --- AT1G01770 1.38 0.47 2.48 0.04383142 0.3251 -4.23
248127_at transport protein particle compone --- AT5G54750 1.19 0.26 2.48 0.04380395 0.3251 -4.22
260257_at putative dolichyl-phosphate manno--- AT1G74340 1.20 0.26 2.48 0.04381262 0.3251 -4.22
266232_at putative phloem-specific lectin AtPP2-B6 AT2G02310 -1.17 -0.23 -2.48 0.04377419 0.3251 -4.22
246492_at CRS2-like protein CRS2 - Zea ma--- AT5G16140 1.33 0.42 2.48 0.04380312 0.3251 -4.22
249136_at putative protein similar to unknown--- AT5G43180 -1.43 -0.52 -2.48 0.04384484 0.3251 -4.23
250184_at putative protein various predicted --- AT5G14240 1.20 0.26 2.48 0.04381484 0.3251 -4.22
254652_at DNA binding-like protein SPF1 proWRKY28 AT4G18170 2.58 1.37 2.48 0.04385314 0.3251 -4.23
251953_at putative protein predicted protein, CPuORF51AT3G53668 / 1.26 0.33 2.48 0.04380648 0.3251 -4.22
262093_at receptor protein kinase, putative c --- AT1G56145 1.37 0.46 2.47 0.04392665 0.3254 -4.23



251214_at putative protein hypothetical protei --- AT3G62500 -1.21 -0.28 -2.47 0.0439141 0.3254 -4.23
258286_at kinesin-like protein similar to kinesi--- AT3G16060 1.25 0.32 2.47 0.04398688 0.3257 -4.23
261596_at hypothetical protein predicted by g --- AT1G33080 1.23 0.30 2.47 0.04397912 0.3257 -4.23
260632_at homeobox protein, putative simila STM AT1G62360 -1.23 -0.30 -2.47 0.04400136 0.3257 -4.23
263289_at ubiquitin extension protein (UBQ2 --- AT2G36170 1.44 0.53 2.47 0.04404952 0.3257 -4.23
245087_at hypothetical protein predicted by g DAR2 AT2G39830 -1.35 -0.43 -2.47 0.04402424 0.3257 -4.23
245872_at hypothetical protein contains simila--- AT1G26300 1.22 0.29 2.47 0.04405131 0.3257 -4.23
262974_at hypothetical protein predicted by g --- AT1G75550 1.22 0.28 2.47 0.0440893 0.3259 -4.23
265679_at putative myosin heavy chain  ; sup --- AT2G32235 / -1.24 -0.30 -2.47 0.04413498 0.3261 -4.23
259937_s_at putative ABC transporter contains ATNAP5 AT1G71330 / -1.22 -0.29 -2.47 0.04417924 0.3263 -4.23
263572_at putative disease resistance protein--- AT2G17060 -1.19 -0.25 -2.47 0.04420405 0.3263 -4.23
260588_at unknown protein contains similarityAtTLP7 AT1G53320 -1.27 -0.34 -2.47 0.04420473 0.3263 -4.23
262868_at unknown protein --- AT1G64980 -1.37 -0.45 -2.47 0.04423266 0.3263 -4.23
258374_at hypothetical protein predicted by g --- AT3G14360 -1.47 -0.56 -2.47 0.04425191 0.3263 -4.23
265505_at putative RING zinc finger protein --- AT2G15530 -1.19 -0.25 -2.47 0.04424579 0.3263 -4.23
247434_at Expressed protein ; supported by f --- AT5G62575 1.19 0.25 2.47 0.04434339 0.3269 -4.24
261909_at hypothetical protein predicted by g SAR3 AT1G80680 1.27 0.35 2.47 0.04437375 0.3270 -4.24
245500_at reverse transcriptase like protein --- --- -1.20 -0.26 -2.47 0.04438612 0.3270 -4.24
263120_at cytochrome P450, putative similar CYP708A3 AT1G78490 -3.01 -1.59 -2.47 0.04440393 0.3270 -4.24
261930_at alcohol dehydrogenase ADH, puta--- AT1G22440 1.33 0.41 2.47 0.04443655 0.3271 -4.24
245565_at hypothetical protein --- AT4G14605 1.23 0.30 2.47 0.0444469 0.3271 -4.24
248766_at putative protein strong similarity to --- AT5G47580 1.51 0.60 2.46 0.04450888 0.3275 -4.24
251174_at putative protein latex protein allergPLP9 AT3G63200 -1.50 -0.59 -2.46 0.04453828 0.3276 -4.24
246606_at putative protein --- --- 1.17 0.22 2.46 0.04455959 0.3277 -4.24
257233_at hypothetical protein similar to SF16IQD10 AT3G15050 -1.20 -0.27 -2.46 0.04464736 0.3281 -4.24
253217_at actin depolymerizing factor - like pADF9 AT4G34970 -1.58 -0.66 -2.46 0.04463487 0.3281 -4.24
264967_at unknown protein ;supported by full --- AT1G67250 1.19 0.25 2.46 0.04467815 0.3282 -4.24
258355_at hypothetical protein predicted by g --- AT3G14330 1.33 0.41 2.46 0.04471894 0.3284 -4.25
262431_at trypsin inhibitor 2, putative similar --- AT1G47540 -1.20 -0.27 -2.46 0.04474445 0.3285 -4.25
260036_at putative protein kinase Pfam HMM STN7 AT1G68830 -1.27 -0.34 -2.46 0.04476346 0.3285 -4.25
261407_at unknown protein ;supported by full --- AT1G18810 -1.37 -0.46 -2.46 0.04482908 0.3286 -4.25
251151_at hypothetical protein ; supported by --- AT3G63170 1.27 0.34 2.46 0.04484483 0.3286 -4.25
246240_at nucleoporin-like protein --- AT4G37130 1.17 0.23 2.46 0.04481552 0.3286 -4.25
254460_at putative protein sigma70 operon, SATRP1 AT4G21210 -1.29 -0.37 -2.46 0.04486512 0.3286 -4.25
263378_at protein phosphatase 2C (AthPP2CATHPP2C5AT2G40180 -1.35 -0.44 -2.46 0.04482004 0.3286 -4.25



252381_s_at ABC-type transport protein-like proABCA4 AT3G47750 / -1.24 -0.31 -2.46 0.04486439 0.3286 -4.25
263758_s_at putative NADPH dependent manno--- AT2G21250 / -1.19 -0.25 -2.46 0.04488743 0.3287 -4.25
252550_at putative protein MtN21, Medicago --- AT3G45870 -1.26 -0.34 -2.46 0.04493492 0.3289 -4.25
262316_at pale cress protein identical to GB:CPAC AT2G48120 -1.34 -0.42 -2.46 0.0449746 0.3291 -4.25
257802_at unknown protein --- AT3G18770 1.30 0.37 2.46 0.04501844 0.3293 -4.25
261907_at 4-coumarate:CoA ligase 3 identica 4CL3 AT1G65060 1.72 0.78 2.46 0.04502556 0.3293 -4.25
245187_s_at F12A21.17 similar to signal recogn--- AT1G67650 / 1.20 0.27 2.46 0.0450679 0.3294 -4.25
255420_at putative frataxin-like protein similarFH AT4G03240 1.18 0.24 2.46 0.04506353 0.3294 -4.25
251246_at auxin-induced protein homolog au IAA30 AT3G62100 1.18 0.23 2.46 0.04508529 0.3294 -4.25
256629_at serine/threonine protein phosphataATFYPP3 AT3G19980 1.21 0.27 2.45 0.0451812 0.3298 -4.26
257263_at unknown protein  ;supported by ful --- AT3G22070 1.42 0.50 2.45 0.04515671 0.3298 -4.25
259222_at putative phosphoribosylanthranilat--- AT3G03680 -1.27 -0.35 -2.45 0.04517097 0.3298 -4.26
265930_at putative spliceosome associated p emb2444 AT2G18510 -1.23 -0.30 -2.45 0.04522598 0.3298 -4.26
256959_at  methyltransferase, putative   --- AT3G13440 1.18 0.23 2.45 0.04519721 0.3298 -4.26
261859_at E2, ubiquitin-conjugating enzyme, UBC20 AT1G50490 1.28 0.36 2.45 0.04521644 0.3298 -4.26
251204_at putative protein HMW prekininogeAT3G63095--- -1.23 -0.30 -2.45 0.04526045 0.3299 -4.26
255816_at unknown protein  ;supported by ful GLTP1 AT2G33470 1.18 0.24 2.45 0.04532143 0.3303 -4.26
261149_s_at GSH-dependent dehydroascorbat DHAR1 AT1G19550 / -1.40 -0.48 -2.45 0.04536597 0.3303 -4.26
266238_at phosphoprotein phosphatase, typeTOPP1 AT2G29400 1.37 0.45 2.45 0.04536126 0.3303 -4.26
247286_at 2-oxoglutarate/malate translocator DiT2.2 AT5G64280 -1.22 -0.29 -2.45 0.04534663 0.3303 -4.26
250634_at putative protein 2-oxoglutarate-de --- AT5G07480 -1.19 -0.26 -2.45 0.04548816 0.3311 -4.26
266062_at putative diacylglycerol kinase --- AT2G18730 -1.17 -0.22 -2.45 0.04560409 0.3317 -4.26
265944_at putative SET-domain transcriptionaASHR2 AT2G19640 -1.26 -0.33 -2.45 0.04559084 0.3317 -4.26
257975_at unknown protein similar to GB:AAD--- AT3G20830 -1.34 -0.42 -2.45 0.04563069 0.3318 -4.27
253815_at putative beta-expansin/allergen prATEXPB3 AT4G28250 -1.35 -0.43 -2.45 0.04566358 0.3319 -4.27
250513_at protein kinase  ;supported by full-le--- AT5G09890 -1.21 -0.28 -2.45 0.04567983 0.3319 -4.27
256480_at unknown protein SAR1 AT1G33410 1.27 0.35 2.44 0.04583245 0.3320 -4.27
267580_at unknown protein --- AT2G41990 -1.26 -0.33 -2.45 0.04577912 0.3320 -4.27
249753_at putative protein similar to unknown--- AT5G24610 -1.17 -0.23 -2.45 0.04575143 0.3320 -4.27
253763_at xyloglucan endotransglycosylase ---- AT4G28850 -1.18 -0.24 -2.45 0.04572224 0.3320 -4.27
263290_at unknown protein --- AT2G10930 -1.17 -0.22 -2.45 0.04578551 0.3320 -4.27
250795_at RING zinc finger protein-like CPuORF64AT5G05280 / -1.24 -0.31 -2.45 0.04575549 0.3320 -4.27
265889_at hypothetical protein predicted by g --- AT2G15130 -1.25 -0.32 -2.45 0.04572668 0.3320 -4.27
251798_at putative RNA binding protein SerinSCL30 AT3G55460 1.21 0.27 2.44 0.04582501 0.3320 -4.27
263020_at unknown protein --- AT1G23880 1.20 0.26 2.44 0.04583281 0.3320 -4.27



250292_at putative protein predicted proteinsJAZ10 AT5G13220 -2.44 -1.29 -2.44 0.04580561 0.3320 -4.27
259389_at hypothetical protein predicted by g --- AT1G06320 -1.19 -0.25 -2.44 0.04587433 0.3322 -4.27
254574_at expressed protein  supported by cD--- AT4G19430 -2.21 -1.14 -2.44 0.04592991 0.3323 -4.27
262908_at pyruvate dehydrogenase e1 alphaAT-E1 ALP AT1G59900 1.20 0.26 2.44 0.04593907 0.3323 -4.27
260118_s_at hypothetical protein predicted by g --- AT1G33940 / 1.29 0.37 2.44 0.04594548 0.3323 -4.27
257660_at unknown protein  ; supported by cDWIP3 AT3G13360 1.17 0.23 2.44 0.04593105 0.3323 -4.27
252192_at CASEIN KINASE II, ALPHA CHAI CKA2 AT3G50000 1.18 0.23 2.44 0.04599328 0.3325 -4.27
251952_at histone H2B - like protein histone --- AT3G53650 1.17 0.22 2.44 0.04607824 0.3330 -4.28
256921_at unknown protein  ;supported by ful --- AT3G18940 1.23 0.30 2.44 0.04611029 0.3332 -4.28
264471_at hypothetical protein predicted by g --- AT1G67120 1.42 0.51 2.44 0.04613965 0.3333 -4.28
252624_at Expressed protein ; supported by f PSK1 AT3G44735 -1.54 -0.62 -2.44 0.04620301 0.3333 -4.28
250168_at putative protein predicted protein, --- AT5G15320 1.20 0.27 2.44 0.04616132 0.3333 -4.28
250215_at putative protein similar to unknown--- AT5G14080 1.21 0.27 2.44 0.04621732 0.3333 -4.28
260636_at hypothetical protein contains similaATCDS1 AT1G62430 -1.43 -0.52 -2.44 0.04621554 0.3333 -4.28
262535_at trehalose-6-phosphate synthase, pATTPS3 AT1G17000 -1.16 -0.21 -2.44 0.04620843 0.3333 -4.28
257334_at hypothetical protein --- --- -1.61 -0.69 -2.44 0.04622577 0.3333 -4.28
254300_at Translation factor EF-1 alpha - likeACR7 AT4G22780 1.34 0.42 2.43 0.04658756 0.3336 -4.29
260933_at hypothetical protein contains non-c--- AT1G02470 2.09 1.06 2.43 0.04658374 0.3336 -4.29
246821_at calmodulin-binding - like protein caCBP60G AT5G26920 2.14 1.09 2.43 0.04653355 0.3336 -4.29
261071_at unknown protein --- AT1G07380 1.27 0.34 2.43 0.04663849 0.3336 -4.29
256092_at Expressed protein ; supported by f HMGB3 AT1G20696 1.17 0.22 2.43 0.04663915 0.3336 -4.29
259285_at hypothetical protein similar to putat--- AT3G11460 1.20 0.27 2.44 0.04634734 0.3336 -4.28
261576_at unknown protein ;supported by full --- AT1G01070 1.57 0.65 2.44 0.04642017 0.3336 -4.28
245986_at protein kinase-like protein kinase 1PBS1 AT5G13160 -1.18 -0.24 -2.43 0.04649931 0.3336 -4.28
260190_at putative lipoxygenase similar to 13 --- AT1G67560 -1.40 -0.48 -2.43 0.0465831 0.3336 -4.29
267612_at putative nitrate transporter --- AT2G26690 -1.75 -0.81 -2.43 0.04660419 0.3336 -4.29
257707_at hypothetical protein predicted by g --- AT3G12650 1.20 0.26 2.43 0.0464595 0.3336 -4.28
258771_at unknown protein  ;supported by ful --- AT3G10770 1.22 0.29 2.43 0.04663417 0.3336 -4.29
264023_at Expressed protein ; supported by f --- AT2G21195 1.40 0.48 2.44 0.04637442 0.3336 -4.28
262495_at unknown protein Contains similari --- AT1G21780 1.32 0.41 2.44 0.04639538 0.3336 -4.28
263160_at oligouridylate binding protein, putaUBP1A AT1G54080 -1.23 -0.29 -2.43 0.04653754 0.3336 -4.29
266340_at similar to axi 1 protein from Nicotia --- AT2G01480 -1.17 -0.22 -2.43 0.04660089 0.3336 -4.29
257276_at disease resistance protein, putativ--- AT3G14460 -1.18 -0.24 -2.44 0.04645634 0.3336 -4.28
263413_at unknown protein  ;supported by ful BPC4 AT2G21240 1.25 0.32 2.43 0.0464985 0.3336 -4.28
255902_at transcription factor, putative simila--- AT1G17880 1.21 0.27 2.43 0.04653353 0.3336 -4.29



245094_at 4-alpha-glucanotransferase DPE2 AT2G40840 -1.28 -0.36 -2.43 0.04660433 0.3336 -4.29
254723_at ammonium transport protein (AMT AMT1;1 AT4G13510 1.31 0.39 2.43 0.04649473 0.3336 -4.28
248314_at putative protein similar to unknown--- AT5G52620 1.17 0.23 2.44 0.04632875 0.3336 -4.28
262000_at Expressed protein ; supported by f --- AT1G33810 1.25 0.32 2.43 0.04647618 0.3336 -4.28
256927_at unknown protein --- AT3G22550 -1.20 -0.26 -2.43 0.04652454 0.3336 -4.28
259288_at putative small nuclear ribonucleopr--- AT3G11500 1.22 0.29 2.44 0.04628828 0.3336 -4.28
256572_at 40S RIBOSOMAL PROTEIN S25, --- AT3G30740 1.20 0.26 2.43 0.04666524 0.3337 -4.29
254666_at translation initiation factor eIF-2 ga--- AT4G18330 -1.16 -0.22 -2.43 0.0466921 0.3338 -4.29
253788_at aromatic amino-acid decarboxylas--- AT4G28680 -1.24 -0.32 -2.43 0.04674668 0.3340 -4.29
263833_at hypothetical protein --- AT2G40316 1.18 0.24 2.43 0.04675051 0.3340 -4.29
249268_at Expressed protein ; supported by c--- AT5G41685 1.19 0.25 2.43 0.0468283 0.3344 -4.29
259150_at unknown protein similar to unknow--- AT3G10320 1.20 0.26 2.43 0.04686443 0.3345 -4.29
245774_at hypothetical protein contains similaTCP24 AT1G30210 1.19 0.25 2.43 0.04687585 0.3345 -4.29
251261_at putative protein polygalacturonase--- AT3G62110 1.53 0.61 2.43 0.04686052 0.3345 -4.29
250704_at Expressed protein ; supported by f --- AT5G06265 1.27 0.35 2.43 0.04691093 0.3346 -4.29
259379_at putative MYB family transcription fa--- AT3G16350 -1.54 -0.63 -2.43 0.04693183 0.3346 -4.29
259990_s_at F-box protein FKF1/ADO3, AtFBXFKF1 AT1G68050 / 1.35 0.43 2.43 0.04711087 0.3347 -4.30
263509_s_at hypothetical protein --- AT2G07687 -1.37 -0.45 -2.43 0.04709 0.3347 -4.30
265896_at unknown protein emb2410 AT2G25660 1.22 0.29 2.43 0.04702123 0.3347 -4.30
246191_at T-complex protein 1, beta subunit --- AT5G20890 1.27 0.34 2.43 0.04711228 0.3347 -4.30
267096_at unknown protein  ; supported by cD--- AT2G38180 1.46 0.54 2.43 0.04702377 0.3347 -4.30
259528_at hypothetical protein --- AT1G12330 1.33 0.42 2.43 0.04697667 0.3347 -4.29
249742_at putative protein contains similarity --- AT5G24490 1.26 0.34 2.43 0.04710539 0.3347 -4.30
249269_at cell cycle control crn (crooked neck--- AT5G41770 1.29 0.37 2.43 0.04706475 0.3347 -4.30
266310_at putative PCI domain protein proteaFUS12 AT2G26990 1.23 0.30 2.43 0.04705318 0.3347 -4.30
258521_at ribosomal protein L29, putative sim--- AT3G06680 1.62 0.70 2.43 0.04709492 0.3347 -4.30
247978_at 60S ribosomal protein L31  ;suppo --- AT5G56710 1.60 0.67 2.43 0.04711423 0.3347 -4.30
257391_at hypothetical protein predicted by g --- AT2G32050 -1.17 -0.22 -2.43 0.04702254 0.3347 -4.30
267492_at histone H1 ;supported by full-lengt --- AT2G30620 1.30 0.38 2.42 0.04725464 0.3347 -4.30
255907_at homeobox protein, putative simila HDG12 AT1G17920 -1.19 -0.25 -2.42 0.04730492 0.3347 -4.30
245303_at hypothetical protein ; supported by --- AT4G17010 1.19 0.25 2.42 0.04729713 0.3347 -4.30
250532_at putative protein similar to unknown--- AT5G08540 1.26 0.33 2.42 0.04731285 0.3347 -4.30
260442_at unknown protein  ; supported by fu --- AT1G68220 -1.28 -0.36 -2.42 0.04730835 0.3347 -4.30
253790_at photosystem II protein W - like phoPSB28 AT4G28660 1.39 0.48 2.42 0.04729839 0.3347 -4.30
262673_at unknown protein EMB1793 AT1G76060 -1.21 -0.28 -2.42 0.04719427 0.3347 -4.30



252540_at putative protein CDP-alcohol phos--- AT3G45740 -1.20 -0.26 -2.42 0.04726027 0.3347 -4.30
263739_at putative CONSTANS-like B-box zin--- AT2G21320 -1.45 -0.54 -2.42 0.04730773 0.3347 -4.30
247228_at trehalose-6-phosphate phosphatas--- AT5G65140 -1.87 -0.90 -2.42 0.04719197 0.3347 -4.30
254380_at putative protein --- AT4G21865 -1.89 -0.92 -2.42 0.04732013 0.3347 -4.30
248183_at CHP-rich zinc finger protein-like --- AT5G54040 -1.17 -0.23 -2.42 0.04723636 0.3347 -4.30
266346_at putative homeodomain transcriptio ATHB17 AT2G01430 1.28 0.35 2.42 0.0472937 0.3347 -4.30
251084_at putative protein putative proteins - --- AT5G01520 1.47 0.55 2.42 0.04716543 0.3347 -4.30
249913_at GDSL-motif lipase/hydrolase-like p--- AT5G22810 -1.24 -0.31 -2.42 0.04734122 0.3347 -4.30
251336_at putative protein hypothetical prote BAP1 AT3G61190 -1.53 -0.61 -2.42 0.04737702 0.3347 -4.30
249354_at nuclear pore protein -like nuclear pEMB3012 AT5G40480 1.34 0.42 2.42 0.04738647 0.3347 -4.30
259799_at drought induced protein, putative s--- AT1G72290 -1.17 -0.22 -2.42 0.04736823 0.3347 -4.30
260279_at putative DNA repair protein similar --- AT1G80420 1.21 0.28 2.42 0.04740313 0.3348 -4.30
257788_at unknown protein TCP20 AT3G27010 1.28 0.36 2.42 0.04744903 0.3350 -4.30
250156_at putative protein predicted proteins --- AT5G15170 1.18 0.24 2.42 0.04751938 0.3351 -4.31
262542_at hypothetical protein similar to NAManac016 AT1G34180 1.39 0.48 2.42 0.04749505 0.3351 -4.31
248075_at selenium-binding protein-like CRR21 AT5G55740 1.35 0.44 2.42 0.04748928 0.3351 -4.31
248302_at putative protein similar to unknown--- AT5G53160 1.31 0.39 2.42 0.04751839 0.3351 -4.31
258584_at hypothetical protein predicted by g SIP1A AT3G04090 1.16 0.21 2.42 0.04757291 0.3353 -4.31
254304_at hypothetical protein  ; supported by--- AT4G22270 -1.26 -0.34 -2.42 0.04762076 0.3356 -4.31
261692_at calreticulin, putative similar to calr CRT3 AT1G08450 1.46 0.54 2.42 0.04768026 0.3359 -4.31
263252_at putative CONSTANS-like B-box zinSTH AT2G31380 -1.38 -0.47 -2.42 0.04774299 0.3362 -4.31
267110_at hypothetical protein predicted by g --- AT2G14800 1.27 0.35 2.42 0.04777103 0.3363 -4.31
265216_at putative NPK1-related MAP kinaseMAPKKK18AT1G05100 -1.39 -0.48 -2.42 0.04778807 0.3363 -4.31
247075_at putative protein contains similarity PLP3b AT5G66410 1.25 0.32 2.41 0.04784823 0.3366 -4.31
246218_at RUB1-conjugating enzyme RCE1,RCE1 AT4G36800 1.33 0.41 2.41 0.04786999 0.3367 -4.31
266298_at unknown protein  ;supported by ful --- AT2G29590 1.26 0.33 2.41 0.04789895 0.3368 -4.31
252041_at DNA-directed RNA polymerase II 1NRPB11 AT3G52090 1.22 0.28 2.41 0.04791173 0.3368 -4.31
247169_at unknown protein --- AT5G65520 1.31 0.39 2.41 0.04797935 0.3372 -4.32
259694_at uridine diphosphate glucose epimeUGE3 AT1G63180 1.74 0.80 2.41 0.04802509 0.3374 -4.32
253463_at Expressed protein ; supported by f --- AT4G32105 -1.21 -0.27 -2.41 0.04806141 0.3374 -4.32
246576_at hypothetical protein predicted by g ROPGEF14AT1G31650 1.17 0.23 2.41 0.048051 0.3374 -4.32
266013_s_at hypothetical protein --- AT2G07702 -1.20 -0.26 -2.41 0.04810345 0.3376 -4.32
247267_at 40S ribosomal protein S28 (sp|P34RPS28 AT5G64140 1.50 0.59 2.41 0.04815064 0.3378 -4.32
260226_at hypothetical protein predicted by g MIF1 AT1G74660 -1.27 -0.34 -2.41 0.04816032 0.3378 -4.32
260602_at serine acetyltransferase identical tATSERAT2AT1G55920 -1.24 -0.31 -2.41 0.04820243 0.3380 -4.32



266481_at unknown protein  ; supported by cDTCP10 AT2G31070 -1.29 -0.37 -2.41 0.04840363 0.3381 -4.32
251975_at CDC48 - like protein transitional e --- AT3G53230 -1.84 -0.88 -2.41 0.04822998 0.3381 -4.32
257062_at zinc finger protein, putative contai EMB2454 AT3G18290 -1.54 -0.62 -2.41 0.04829281 0.3381 -4.32
252468_at starch phosphorylase H (cytosolic PHS2 AT3G46970 -1.29 -0.37 -2.41 0.04832909 0.3381 -4.32
267584_at putative protein kinase contains a p--- AT2G41930 -1.21 -0.27 -2.41 0.04836709 0.3381 -4.32
244999_at RNA polymerase beta subunit --- --- -1.36 -0.45 -2.41 0.04840483 0.3381 -4.32
252235_at 60S RIBOSOMAL PROTEIN - like--- AT3G49910 1.45 0.53 2.41 0.04834787 0.3381 -4.32
265646_at putative lipase --- AT2G27360 -1.23 -0.30 -2.41 0.04838744 0.3381 -4.32
250946_at putative protein --- AT5G03420 -1.20 -0.26 -2.41 0.04839555 0.3381 -4.32
261405_at unknown protein ;supported by full --- AT1G18740 -1.48 -0.57 -2.41 0.04832308 0.3381 -4.32
265370_s_at unknown protein related to GB:AAD--- AT3G30415 -1.18 -0.24 -2.41 0.0483299 0.3381 -4.32
255909_at cdc2+/CDC28-related protein kinaCDKD1;3 AT1G18040 -1.37 -0.45 -2.41 0.04839921 0.3381 -4.32
245297_at hypothetical protein ; supported by --- AT4G16510 1.25 0.32 2.41 0.04826402 0.3381 -4.32
254112_at putative protein KIAA0136 gene, H--- AT4G24970 1.21 0.28 2.41 0.04848048 0.3385 -4.33
253073_at cytochrome P450 monooxygenaseCYP81F4 AT4G37410 -1.25 -0.32 -2.41 0.04850549 0.3386 -4.33
254551_at lectin like protein lectin phloem proATPP2-A1 AT4G19840 -1.27 -0.34 -2.40 0.04852145 0.3386 -4.33
258580_at germin-like protein contains Pfam p--- AT3G04170 1.22 0.29 2.40 0.04853793 0.3386 -4.33
258881_at unknown protein  ; supported by fu --- AT3G06310 1.22 0.29 2.40 0.04859289 0.3389 -4.33
246820_at putative protein predicted proteins --- AT5G26910 1.17 0.22 2.40 0.04864062 0.3391 -4.33
262633_at Expressed protein ; supported by f --- AT1G06630 -1.19 -0.25 -2.40 0.04866035 0.3391 -4.33
253099_s_at peroxidase - like protein peroxidas--- AT4G37520 / 1.25 0.33 2.40 0.04874121 0.3395 -4.33
261735_at hypothetical protein similar to hypo--- AT1G47765 -1.22 -0.29 -2.40 0.04874217 0.3395 -4.33
257807_at glyceraldehyde 3-phosphate dehy GAPA AT3G26650 1.19 0.25 2.40 0.04875351 0.3395 -4.33
259377_at putative poly(A) binding protein simPAB6 AT3G16380 -1.28 -0.36 -2.40 0.04883462 0.3399 -4.33
254374_at hypothetical protein  ;supported by --- AT4G21780 -1.18 -0.24 -2.40 0.04886785 0.3400 -4.33
252941_at phenylalanyl-trna synthetase - like--- AT4G39280 1.18 0.24 2.40 0.04894763 0.3405 -4.34
249208_at allene oxide synthase (emb CAA73AOS AT5G42650 -1.71 -0.78 -2.40 0.0489855 0.3406 -4.34
266252_at hypothetical protein predicted by g --- AT2G27520 -1.22 -0.28 -2.40 0.04900371 0.3406 -4.34
267058_at putative protein kinase contains a pMAPKKK17AT2G32510 -1.36 -0.45 -2.40 0.04901087 0.3406 -4.34
257906_at ribosomal protein, putative similar ATL5 AT3G25520 1.61 0.69 2.40 0.04902309 0.3406 -4.34
248820_at putative protein similar to unknown--- AT5G47060 1.30 0.38 2.40 0.04916174 0.3412 -4.34
259323_at unknown protein --- AT3G05280 1.15 0.21 2.40 0.04918259 0.3412 -4.34
263466_at hypothetical protein predicted by g --- AT2G31740 1.18 0.24 2.40 0.04920325 0.3412 -4.34
254728_at hypothetical protein --- AT4G13690 -1.19 -0.26 -2.40 0.04917463 0.3412 -4.34
254816_at putative adenine phosphoribosyltr APT4 AT4G12440 -1.16 -0.21 -2.40 0.04918974 0.3412 -4.34



250536_at Expressed protein ; supported by f --- AT5G08535 1.24 0.31 2.40 0.04918657 0.3412 -4.34
256253_at 60S acidic ribosomal protein, puta --- AT3G11250 1.23 0.30 2.39 0.04927424 0.3415 -4.34
247825_at RNA/ssDNA-binding protein - like TAF15b AT5G58470 -1.23 -0.30 -2.39 0.04931173 0.3415 -4.34
248857_at putative protein contains similarity --- AT5G46640 1.46 0.54 2.39 0.04927516 0.3415 -4.34
253334_at putative protein dihydrokaempfero--- AT4G33360 1.35 0.43 2.39 0.04931018 0.3415 -4.34
246278_at tubulin-like protein --- AT4G37190 -1.51 -0.59 -2.39 0.04931697 0.3415 -4.34
249039_at late embryogenesis abundant prote--- AT5G44310 -1.23 -0.30 -2.39 0.04947065 0.3425 -4.35
252269_at putative protein  ;supported by full-LSU1 AT3G49580 1.72 0.78 2.39 0.04952954 0.3427 -4.35
253283_at hypothetical protein  ; supported by--- AT4G34090 1.32 0.40 2.39 0.0495337 0.3427 -4.35
265792_at predicted by genscan and genefind--- AT2G01390 -1.24 -0.31 -2.39 0.04958762 0.3430 -4.35
259812_at unknown protein --- AT1G49840 1.33 0.42 2.39 0.04961197 0.3430 -4.35
248382_at peroxidase --- AT5G51890 2.00 1.00 2.39 0.0496564 0.3432 -4.35
245993_at putative protein predicted proteins --- AT5G20700 -1.36 -0.45 -2.39 0.04971931 0.3436 -4.35
245852_at ribosomal protein L10-like ribosom--- AT5G13510 1.27 0.34 2.39 0.04975817 0.3437 -4.35
248006_at unknown protein HAP8 AT5G56250 -1.20 -0.27 -2.39 0.04983676 0.3438 -4.35
264319_at subtilisin-like serine protease, putaSDD1 AT1G04110 -1.26 -0.33 -2.39 0.04985351 0.3438 -4.35
260770_at RING-H2 finger protein RHA3a, pu--- AT1G49200 2.32 1.21 2.39 0.04983992 0.3438 -4.35
AFFX-r2-Bs-thr B. subtilis /GEN=thrC /DB_XREF= --- --- -1.53 -0.61 -2.39 0.04984102 0.3438 -4.35
260956_at salt-tolerance protein identical to saSTO AT1G06040 -1.19 -0.25 -2.39 0.04979844 0.3438 -4.35
259359_at B  regulatory subunit of protein ph --- AT1G13460 -1.22 -0.29 -2.39 0.04985003 0.3438 -4.35
264902_at unknown protein Location of EST g--- AT1G23060 -1.49 -0.58 -2.39 0.04992956 0.3442 -4.36
248790_at membrane channel protein-like; aqTIP2;3 AT5G47450 1.33 0.41 2.38 0.04996357 0.3442 -4.36
258583_at putative SRF-type transcription facAGL57 AT3G04100 -1.18 -0.24 -2.38 0.04995448 0.3442 -4.36
266884_at phytocyanin identical to GB:U9042UCC2 AT2G44790 1.71 0.77 2.38 0.05000357 0.3444 -4.36
246826_at UTP-glucose glucosyltransferase UGT72E3 AT5G26310 -1.20 -0.27 -2.38 0.05004714 0.3444 -4.36
251292_at putative protein hypothetical prote --- AT3G61920 -1.30 -0.38 -2.38 0.05004548 0.3444 -4.36
250393_at serine/threonine protein phosphata--- AT5G10900 -1.22 -0.29 -2.38 0.05003559 0.3444 -4.36
258976_at putative dehydrogenase contains --- AT3G01980 -1.18 -0.24 -2.38 0.05007802 0.3444 -4.36
245181_at putative protein similarity to various--- AT5G12420 1.68 0.75 2.38 0.05009312 0.3444 -4.36
244923_s_at orf153b orf153b --- AT2G07674 -1.38 -0.46 -2.38 0.05007315 0.3444 -4.36
260853_at hypothetical protein predicted by g --- AT1G21950 -1.33 -0.41 -2.38 0.05012985 0.3444 -4.36
263254_x_at hypothetical protein similar to hypo--- --- -1.30 -0.38 -2.38 0.05011489 0.3444 -4.36
255874_at hypothetical protein predicted by g ETG1 AT2G40550 1.82 0.86 2.38 0.05014398 0.3444 -4.36
266042_s_at hypothetical protein --- AT2G07734 -1.34 -0.43 -2.38 0.05018112 0.3446 -4.36
255850_at putative chloroplast 50S ribosomal --- AT2G33450 1.25 0.32 2.38 0.05023269 0.3446 -4.36



249290_at putative protein strong similarity to --- AT5G41060 1.40 0.48 2.38 0.05024479 0.3446 -4.36
246654_s_at putative protein predicted protein frEGY1 AT5G35210 / -1.16 -0.21 -2.38 0.05022944 0.3446 -4.36
263732_at hypothetical protein predicted by g ARL2 AT1G59980 1.22 0.29 2.38 0.05024634 0.3446 -4.36
248508_at histone acetyltransferase  ;support ELO3 AT5G50320 1.29 0.37 2.38 0.05034567 0.3452 -4.36
262005_at ABC transporter protein, putative sATGCN3 AT1G64550 1.31 0.38 2.38 0.05045114 0.3456 -4.37
261709_at RNA-binding protein, putative sim CID11 AT1G32790 1.20 0.26 2.38 0.05054261 0.3456 -4.37
260044_at Expressed protein ; supported by f --- AT1G73655 1.21 0.28 2.38 0.05042662 0.3456 -4.37
250122_at unknown protein --- AT5G16520 1.22 0.29 2.38 0.05056218 0.3456 -4.37
248688_at indole-3-glycerol phosphate syntha--- AT5G48220 1.30 0.37 2.38 0.05048664 0.3456 -4.37
259863_at hypothetical protein  ;supported by ELF4-L2 AT1G72630 1.20 0.26 2.38 0.05051035 0.3456 -4.37
252209_at putative protein RXF26, Arabidops--- AT3G50400 1.42 0.51 2.38 0.05046358 0.3456 -4.37
259737_at acyl-CoA synthetase, putative sim--- AT1G64400 1.82 0.87 2.38 0.05055534 0.3456 -4.37
259333_at putative auxin-independent growth EDA30 AT3G03810 1.23 0.30 2.38 0.05050355 0.3456 -4.37
252935_at dnaJ-like protein CAJ1 protein, Sa--- AT4G39150 1.19 0.25 2.38 0.05053857 0.3456 -4.37
264470_at cytochrome P450, putative similar CYP735A2 AT1G67110 -1.28 -0.35 -2.38 0.05061091 0.3457 -4.37
257319_at hypothetical protein --- --- -1.31 -0.39 -2.38 0.05060042 0.3457 -4.37
245794_at endoxyloglucan transferase, putat XTR4 AT1G32170 1.28 0.35 2.37 0.0506865 0.3461 -4.37
251289_at auxin response factor-like protein ARF18 AT3G61830 1.28 0.35 2.37 0.05070516 0.3461 -4.37
260417_at putative chromomethylase similar tCMT3 AT1G69770 1.48 0.56 2.37 0.05071249 0.3461 -4.37
265151_at hypothetical protein similar to hypo--- AT1G51340 -1.27 -0.35 -2.37 0.05097094 0.3464 -4.38
256385_at 60S ribosomal protein L10, putativ--- AT1G66580 1.39 0.48 2.37 0.05083843 0.3464 -4.37
262381_at virus resistance protein, putative s--- AT1G72900 2.17 1.12 2.37 0.05092549 0.3464 -4.38
255443_at sulfate transporter protein similar toSULTR3;2 AT4G02700 -1.25 -0.32 -2.37 0.05105939 0.3464 -4.38
250671_at transcription factor HBP-1b homoloAHBP-1B AT5G06950 1.19 0.25 2.37 0.05091831 0.3464 -4.38
265739_at unknown protein  ; supported by cDAtQSOX2 AT2G01270 1.16 0.21 2.37 0.05105811 0.3464 -4.38
267530_at putative receptor-like protein kinas --- AT2G41890 1.55 0.64 2.37 0.05104286 0.3464 -4.38
259718_at unknown protein VIP5 AT1G61040 1.17 0.22 2.37 0.05092875 0.3464 -4.38
255583_at hypothetical protein similar to C. eARV2 AT4G01510 1.24 0.30 2.37 0.0509481 0.3464 -4.38
256708_at hypothetical protein predicted by g --- AT3G30320 -1.18 -0.24 -2.37 0.05080455 0.3464 -4.37
244915_s_at hypothetical protein --- --- -1.20 -0.26 -2.37 0.05105843 0.3464 -4.38
255703_at putative chalcone synthase similar --- AT4G00040 -1.36 -0.44 -2.37 0.05103055 0.3464 -4.38
244946_at hypothetical protein --- --- -1.18 -0.23 -2.37 0.0508642 0.3464 -4.37
246031_at putative protein KIAA0731 - Homo--- AT5G21160 1.24 0.31 2.37 0.05088411 0.3464 -4.37
257453_at hypothetical protein predicted by g --- AT1G65130 -1.24 -0.31 -2.37 0.05087693 0.3464 -4.37
259186_at unknown protein similar to possible--- AT3G01590 1.23 0.30 2.37 0.05105828 0.3464 -4.38



248293_at unknown protein --- AT5G53050 -1.36 -0.45 -2.37 0.05098049 0.3464 -4.38
245696_at phytochrome kinase substrate 1 - l PKS4 AT5G04190 1.77 0.83 2.37 0.05095253 0.3464 -4.38
256674_at unknown protein ;supported by full --- AT3G52360 1.34 0.42 2.37 0.05103513 0.3464 -4.38
250578_at proanthranilate N-benzoyltransfera--- AT5G07850 1.18 0.24 2.37 0.050902 0.3464 -4.37
248634_at isoleucyl-tRNA synthetase OVA2 AT5G49030 1.27 0.35 2.37 0.05107606 0.3464 -4.38
259821_at subtilisin-like serine protease conta--- AT1G66220 -1.28 -0.36 -2.37 0.0510955 0.3465 -4.38
255462_at hypothetical protein similar to A. th--- AT4G02940 -1.41 -0.49 -2.37 0.05122984 0.3466 -4.38
257398_at hypothetical protein predicted by g --- AT2G01990 1.17 0.22 2.37 0.05113341 0.3466 -4.38
255184_at putative athila transposon protein --- --- -1.17 -0.22 -2.37 0.05120579 0.3466 -4.38
266256_at 60S acidic ribosomal protein P2  ;s--- AT2G27710 1.41 0.50 2.37 0.05117916 0.3466 -4.38
249708_at unknown protein --- AT5G35660 -1.44 -0.53 -2.37 0.05118232 0.3466 -4.38
245867_at ATP phosphoribosyl transferase id ATATP-PRTAT1G58080 1.23 0.30 2.37 0.05120856 0.3466 -4.38
267536_at phospholipase D  ; supported by cDPLDBETA1 AT2G42010 -1.24 -0.31 -2.37 0.05120162 0.3466 -4.38
265234_at hypothetical protein --- AT2G07721 -1.24 -0.31 -2.37 0.05123652 0.3466 -4.38
258923_at putative glucose acyltransferase si SCPL7 AT3G10450 1.52 0.60 2.37 0.05127301 0.3466 -4.38
249314_at receptor kinase-like protein --- AT5G41180 1.25 0.32 2.37 0.0512685 0.3466 -4.38
266923_at unknown protein  ;supported by ful --- AT2G45980 1.21 0.28 2.37 0.05131873 0.3468 -4.38
250564_at putative protein sigma factor F inh --- AT5G08060 1.17 0.22 2.37 0.05138898 0.3468 -4.38
264267_at hypothetical protein contains simila--- AT1G60200 -1.23 -0.30 -2.37 0.05136611 0.3468 -4.38
249175_at COP8 (constitutive photomorphogeCOP8 AT5G42970 -1.19 -0.25 -2.37 0.05136072 0.3468 -4.38
256058_at UDP-glucose glucosyltransferase,UGT71C5 AT1G07240 -1.28 -0.36 -2.36 0.05139566 0.3468 -4.38
248062_at unknown protein  ;supported by ful --- AT5G55450 4.98 2.31 2.37 0.05138115 0.3468 -4.38
249982_at putative protein predicted proteins --- AT5G18520 1.20 0.27 2.36 0.05142038 0.3469 -4.39
255117_s_at putative protein various hypotheticaATPUP13 AT4G08700 / 1.16 0.22 2.36 0.05143615 0.3469 -4.39
263359_at putative lysosomal acid lipase ATLIP1 AT2G15230 1.25 0.32 2.36 0.05154152 0.3475 -4.39
253035_at glycosyltransferase like protein alpCGL1 AT4G38240 1.19 0.25 2.36 0.05160803 0.3478 -4.39
259256_at putative coated vesicle membrane --- AT3G07680 1.20 0.26 2.36 0.05161242 0.3478 -4.39
253694_at Expressed protein ; supported by f --- AT4G29735 1.23 0.30 2.36 0.05163171 0.3478 -4.39
266012_s_at predicted protein --- AT2G07699 / -1.45 -0.54 -2.36 0.05170416 0.3482 -4.39
265199_s_at putative glucosyl transferase --- AT2G36770 / 1.36 0.45 2.36 0.05171362 0.3482 -4.39
249234_at putative protein similar to unknown--- AT5G42200 1.42 0.50 2.36 0.05173699 0.3482 -4.39
260992_at hypothetical protein predicted by g --- AT1G12150 -1.17 -0.23 -2.36 0.05176661 0.3483 -4.39
263137_at gamma glutamyl hydrolase, putati ATGGH1 AT1G78660 -1.48 -0.57 -2.36 0.05178928 0.3484 -4.39
261904_at unknown protein contains similarity--- AT1G65040 1.17 0.23 2.36 0.05181925 0.3485 -4.39
252756_s_at putative protein hypothetical protei --- AT1G58520 / -1.20 -0.26 -2.36 0.05186582 0.3487 -4.39



251347_at putative protein ferritin 1 precurso --- AT3G61010 1.38 0.46 2.36 0.05191921 0.3489 -4.39
251003_at putative protein --- AT5G02690 1.22 0.28 2.36 0.05195357 0.3491 -4.40
254068_at putative protein similarity to multidNAP8 AT4G25450 1.22 0.29 2.36 0.05197133 0.3491 -4.40
263046_at unknown protein  ; supported by cDGRP3S AT2G05380 1.46 0.54 2.36 0.05198806 0.3491 -4.40
254480_at translation elongation factor EF-TuATRABE1BAT4G20360 1.23 0.30 2.36 0.0520356 0.3492 -4.40
258968_at hypothetical protein similar to hypo--- AT3G10460 1.21 0.27 2.36 0.05202295 0.3492 -4.40
265342_at hypothetical protein predicted by g --- AT2G18300 -1.43 -0.52 -2.36 0.05212718 0.3496 -4.40
263486_at AP2 domain transcription factor --- AT2G22200 -1.19 -0.25 -2.36 0.05211418 0.3496 -4.40
264907_at unknown protein similar to S.pomb--- AT2G17280 -1.69 -0.75 -2.35 0.05215944 0.3497 -4.40
263882_at putative ribonucleoside-diphosphatRNR1 AT2G21790 1.56 0.65 2.35 0.0522011 0.3499 -4.40
264605_at putative auxin-induced protein, IAAIAA12 AT1G04550 1.22 0.28 2.35 0.05222882 0.3500 -4.40
261646_at putative lipase similar to hypothetic--- AT1G27690 1.21 0.28 2.35 0.05231871 0.3505 -4.40
256143_at 40S ribosomal protein S7 homolog--- AT1G48830 1.27 0.35 2.35 0.05235269 0.3506 -4.40
260696_at unknown protein --- AT1G32520 -1.22 -0.29 -2.35 0.05238764 0.3507 -4.40
257468_at hypothetical protein contains simila--- AT1G47470 -1.17 -0.23 -2.35 0.05242518 0.3508 -4.40
266890_at acyl carrier protein identical to GB: MTACP-1 AT2G44620 1.26 0.34 2.35 0.05241559 0.3508 -4.40
247979_at pollen specific protein SF21  ;supp --- AT5G56750 1.25 0.32 2.35 0.05249362 0.3508 -4.41
253549_at Expressed protein ; supported by f NFD1 AT4G30930 1.37 0.45 2.35 0.0524864 0.3508 -4.41
254301_at predicted protein predicted protein--- AT4G22790 -1.33 -0.41 -2.35 0.05247809 0.3508 -4.41
258210_at Eukaryotic initiation factor 4A, putaEIF4A1 AT3G13920 1.20 0.26 2.35 0.05247824 0.3508 -4.41
259754_at hypothetical protein predicted by g --- AT1G71090 1.23 0.29 2.35 0.05251403 0.3509 -4.41
258515_at ATP citrate lyase, putative similar ACLB-1 AT3G06650 1.19 0.25 2.35 0.05255128 0.3510 -4.41
262513_at unknown protein ; supported by cD--- AT1G34270 1.22 0.28 2.35 0.0525601 0.3510 -4.41
252714_x_at putative protein p97 homologous p--- AT3G43880 -1.16 -0.21 -2.35 0.05261339 0.3512 -4.41
256785_at unknown protein  ;supported by ful PRA8 AT3G13720 1.30 0.38 2.35 0.05263975 0.3513 -4.41
253945_at putative protein gene F23F1.15 Ar--- AT4G27050 1.16 0.22 2.35 0.05267231 0.3513 -4.41
259065_at unknown protein similar to putativeGLR1.4 AT3G07520 1.39 0.48 2.35 0.05267014 0.3513 -4.41
262127_at hypothetical protein predicted by g --- AT1G52550 1.29 0.37 2.35 0.05276021 0.3518 -4.41
244990_s_at hypothetical protein --- --- 1.53 0.62 2.35 0.05277248 0.3518 -4.41
259226_at unknown protein similar to hypothe--- AT3G07700 -1.27 -0.35 -2.35 0.05278881 0.3518 -4.41
245572_at hypothetical protein PPD2 AT4G14720 1.39 0.47 2.34 0.05293084 0.3520 -4.41
253095_at putative protein ribonuclease III, B--- AT4G37510 1.21 0.28 2.35 0.05289126 0.3520 -4.41
266649_at putative aquaporin (tonoplast intrinTIP4;1 AT2G25810 -1.18 -0.24 -2.34 0.0529322 0.3520 -4.41
258981_at hypothetical protein predicted by g --- AT3G08880 1.17 0.22 2.34 0.05291258 0.3520 -4.41
251754_at beta-1,3-glucanase - like protein b--- AT3G55780 -1.24 -0.30 -2.35 0.05289054 0.3520 -4.41



260549_at Expressed protein ; supported by f --- AT2G43535 -1.77 -0.82 -2.34 0.05291591 0.3520 -4.41
250211_at unknown protein  ; supported by cD--- AT5G13880 1.20 0.27 2.34 0.05293758 0.3520 -4.41
257272_at unknown protein  ; supported by cD--- AT3G28130 -1.23 -0.29 -2.34 0.05295205 0.3520 -4.41
245785_at cellulose synthase catalytic subunATCSLD6 AT1G32180 -1.21 -0.27 -2.34 0.05302822 0.3524 -4.42
263528_at putative peroxidase --- AT2G24800 -1.22 -0.29 -2.34 0.05305259 0.3525 -4.42
249691_at translation releasing factor RF-2  ;sHCF109 AT5G36170 1.17 0.22 2.34 0.05308637 0.3526 -4.42
259225_at putative small nuclear ribonucleopr--- AT3G07590 1.62 0.69 2.34 0.05312059 0.3527 -4.42
246961_at unknown protein --- AT5G24710 -1.40 -0.48 -2.34 0.0531775 0.3530 -4.42
254210_at putative protein zinc finger protein --- AT4G23450 1.45 0.54 2.34 0.053267 0.3534 -4.42
254923_at protein phosphatase type 1 PP1BGTOPP7 AT4G11240 1.27 0.34 2.34 0.0532835 0.3534 -4.42
248817_at putative protein strong similarity to --- AT5G47020 1.24 0.31 2.34 0.05327861 0.3534 -4.42
259896_at unknown protein ;supported by full --- AT1G71500 1.22 0.29 2.34 0.0533125 0.3535 -4.42
263351_at hypothetical protein predicted by g --- AT2G22120 1.16 0.21 2.34 0.05335043 0.3537 -4.42
262499_at unknown protein EST gb|T41993 c--- AT1G21770 1.29 0.37 2.34 0.05339271 0.3538 -4.42
266450_s_at hypothetical protein predicted by g --- AT2G43190 1.29 0.37 2.34 0.05340541 0.3538 -4.42
246426_at ovule development protein ainteguBBM AT5G17430 -1.18 -0.23 -2.34 0.05345042 0.3539 -4.42
250113_at putative protein similar to unknownFRL1 AT5G16320 -1.20 -0.26 -2.34 0.05343938 0.3539 -4.42
258199_at unknown protein --- AT3G14030 -1.20 -0.26 -2.34 0.05352229 0.3543 -4.42
261893_at unknown protein ;supported by full --- AT1G80690 -1.20 -0.27 -2.34 0.05360126 0.3545 -4.43
254696_at hypothetical protein --- AT4G17930 -1.17 -0.23 -2.34 0.05358849 0.3545 -4.43
254406_at putative transposable element rev --- --- -1.17 -0.23 -2.34 0.05356588 0.3545 -4.43
262426_s_at cytochrome P450, putative similar --- AT1G47625 / 1.28 0.35 2.34 0.05361091 0.3545 -4.43
259048_at DegP protease contains similarity tDegP7 AT3G03380 -1.21 -0.27 -2.34 0.05362824 0.3545 -4.43
251562_at putative protein hypothetical prote --- AT3G57890 -1.19 -0.25 -2.34 0.05365688 0.3546 -4.43
266886_at Expressed protein ; supported by f --- AT2G44745 -1.25 -0.32 -2.33 0.05368572 0.3546 -4.43
259887_at putative protein kinase similar to pr--- AT1G76360 -1.21 -0.28 -2.33 0.05372916 0.3547 -4.43
264739_at hypothetical protein predicted by g --- AT1G62260 -1.24 -0.31 -2.33 0.05371684 0.3547 -4.43
260157_at unknown protein  ; supported by cD--- AT1G52930 1.51 0.60 2.33 0.05388913 0.3550 -4.43
261607_at unknown protein similar to putativeAtCXE5 AT1G49660 1.63 0.70 2.33 0.05385256 0.3550 -4.43
247676_at putative protein RNaseP protein p --- AT5G59980 -1.39 -0.47 -2.33 0.05390805 0.3550 -4.43
246644_at putative protein --- AT5G35100 1.31 0.39 2.33 0.05386725 0.3550 -4.43
256717_at hypothetical protein predicted by g --- AT2G34110 -1.24 -0.31 -2.33 0.05387271 0.3550 -4.43
263665_at putative putative 60S ribosomal pro--- AT1G04480 1.40 0.49 2.33 0.05380977 0.3550 -4.43
254501_at hypothetical protein PTAC14 AT4G20130 1.37 0.46 2.33 0.05391558 0.3550 -4.43
261467_at unknown protein VOZ1 AT1G28520 -1.32 -0.40 -2.33 0.05388001 0.3550 -4.43



247788_at putative protein carbohydrate kina--- AT5G58730 -1.35 -0.44 -2.33 0.05379401 0.3550 -4.43
250950_at putative protein ATEXO70AAT5G03540 / 1.26 0.33 2.33 0.05396631 0.3551 -4.43
254247_at putative protein receptor protein k --- AT4G23260 -1.48 -0.56 -2.33 0.05397546 0.3551 -4.43
249871_at putative protein similar to unknown--- AT5G23110 1.30 0.38 2.33 0.05396825 0.3551 -4.43
258058_at unknown protein --- AT3G28980 -1.21 -0.27 -2.33 0.05401904 0.3553 -4.43
265647_at hypothetical protein predicted by g --- AT2G27410 -1.20 -0.26 -2.33 0.05407164 0.3555 -4.44
255131_at putative protein hypothetical prote --- AT4G08280 1.20 0.26 2.33 0.05408337 0.3555 -4.44
263912_at starch branching enzyme II SBE2.1 AT2G36390 -1.28 -0.35 -2.33 0.05415421 0.3556 -4.44
247449_at putative protein swelling-induced c--- AT5G62290 1.38 0.47 2.33 0.05425654 0.3556 -4.44
246451_at Inositol 1,3,4-Trisphosphate 5/6 ki --- AT5G16760 -1.16 -0.22 -2.33 0.05414315 0.3556 -4.44
252241_at putative protein CND41, chloropla --- AT3G50050 1.21 0.27 2.33 0.05421394 0.3556 -4.44
245911_at oligosaccharyl transferase STT3-liSTT3A AT5G19690 1.17 0.23 2.33 0.05428056 0.3556 -4.44
248898_at outward rectifying potassium channKCO2 AT5G46370 -1.24 -0.31 -2.33 0.05424687 0.3556 -4.44
251129_at putative protein predicted protein, --- AT5G01150 -1.20 -0.27 -2.33 0.05420411 0.3556 -4.44
264981_at valyl- tRNA synthetase, putative s --- AT1G27160 -1.23 -0.29 -2.33 0.05428498 0.3556 -4.44
267501_at unknown protein --- AT2G45540 1.27 0.34 2.33 0.0541424 0.3556 -4.44
250749_at 26S proteasome regulatory subuni RPN8A AT5G05780 1.17 0.23 2.33 0.05425708 0.3556 -4.44
253034_at calcium-dependent protein kinase CPK26 AT4G38230 1.22 0.28 2.33 0.05423603 0.3556 -4.44
263119_at hypothetical protein predicted by g--- AT1G03110 1.30 0.38 2.33 0.05426706 0.3556 -4.44
266656_at putative CCCH-type zinc finger proATCTH AT2G25900 1.30 0.38 2.33 0.05430967 0.3557 -4.44
262231_at putative receptor protein similar to --- AT1G68740 1.56 0.64 2.33 0.05435798 0.3557 -4.44
257407_at unknown protein --- AT1G27100 1.20 0.26 2.33 0.05434688 0.3557 -4.44
265266_at putative RNA-binding protein  ; supAML2 AT2G42890 1.25 0.33 2.33 0.05434891 0.3557 -4.44
251257_at ADP-ribosylation factor-like proteinATARFA1EAT3G62290 1.30 0.38 2.33 0.05440474 0.3558 -4.44
255027_at hypothetical protein F21E10.5 Ara--- AT4G09880 -1.21 -0.28 -2.33 0.05440067 0.3558 -4.44
259983_at 3-hydroxy-3-methylglutaryl CoA reHMG1 AT1G76490 1.22 0.29 2.33 0.0544248 0.3558 -4.44
246521_at N2,N2-dimethylguanine tRNA met --- AT5G15810 1.27 0.35 2.32 0.05453561 0.3558 -4.44
254444_at putative protein riboflavin biosynth--- AT4G20960 1.40 0.49 2.32 0.05451119 0.3558 -4.44
262793_at putative cytochrome P450 monooxCYP71B7 AT1G13110 -1.55 -0.63 -2.32 0.05454977 0.3558 -4.44
253719_at putative protein, fragment prolidas--- AT4G29490 -1.16 -0.21 -2.32 0.05445884 0.3558 -4.44
260971_at hypothetical protein predicted by g --- AT1G53620 -1.19 -0.25 -2.32 0.05454382 0.3558 -4.44
251152_at RAN GTPase activating protein 1 pRANGAP1 AT3G63130 1.33 0.41 2.32 0.05448772 0.3558 -4.44
255834_at putative RNA-binding protein --- AT2G33410 -1.15 -0.21 -2.32 0.05448495 0.3558 -4.44
260462_at ZIP4, a putative zinc transporter p ZIP4 AT1G10970 -1.41 -0.49 -2.32 0.0545166 0.3558 -4.44
252294_at 60S ribosomal protein L13, BBC1 ATBBC1 AT3G49010 1.57 0.65 2.32 0.05456553 0.3558 -4.44



253119_at Expressed protein ; supported by f --- AT4G35980 1.18 0.24 2.32 0.05458168 0.3558 -4.44
251029_at putative protein gene product of su--- AT5G02050 -1.47 -0.56 -2.32 0.05461658 0.3559 -4.45
260262_at hypothetical protein similar to hypo--- AT1G68470 -1.60 -0.67 -2.32 0.0546609 0.3560 -4.45
245864_at hypothetical protein predicted by g --- AT1G58070 1.38 0.46 2.32 0.05467388 0.3560 -4.45
263791_at putative plasma membrane proton AHA5 AT2G24520 -1.35 -0.43 -2.32 0.0546463 0.3560 -4.45
251062_at putative protein putative proteins - OFP1 AT5G01840 -1.21 -0.28 -2.32 0.05475934 0.3564 -4.45
263631_at unknown protein  ; supported by fu --- AT2G04900 1.17 0.23 2.32 0.05476923 0.3564 -4.45
248477_at putative protein similar to unknown--- AT5G50900 -1.26 -0.33 -2.32 0.05485716 0.3568 -4.45
262952_at hypothetical protein predicted by g --- AT1G75770 1.25 0.33 2.32 0.05485981 0.3568 -4.45
264064_at hypothetical protein predicted by g --- AT2G27900 -1.19 -0.25 -2.32 0.05489708 0.3570 -4.45
246478_at putative protein several hypothetica--- AT5G15980 1.19 0.25 2.32 0.05503874 0.3570 -4.45
258072_at unknown protein RGS1 AT3G26090 1.17 0.23 2.32 0.05503154 0.3570 -4.45
261314_at putative GTP-binding protein simila--- AT1G52980 1.32 0.40 2.32 0.05501078 0.3570 -4.45
256920_at hypothetical protein predicted by g --- AT3G18980 1.17 0.23 2.32 0.05494644 0.3570 -4.45
265959_at unknown protein  ;supported by ful --- AT2G37240 -1.49 -0.58 -2.32 0.05491442 0.3570 -4.45
255207_at Expressed protein ; supported by f --- AT4G07515 -1.15 -0.20 -2.32 0.05499752 0.3570 -4.45
250379_at transcription factor like protein tranTINY2 AT5G11590 -1.18 -0.24 -2.32 0.05502167 0.3570 -4.45
245789_at hypothetical protein similar to hypo--- AT1G32090 1.46 0.55 2.32 0.05497966 0.3570 -4.45
256147_at hypothetical protein predicted by g --- AT1G55080 -1.26 -0.34 -2.32 0.05494965 0.3570 -4.45
265318_at putative D-amino acid dehydrogen --- AT2G22650 1.30 0.38 2.32 0.0550594 0.3570 -4.45
246231_at putative protein --- AT4G37080 1.29 0.37 2.32 0.05507301 0.3570 -4.45
246099_at blue copper binding protein  ;suppoATBCB AT5G20230 1.41 0.49 2.32 0.05512189 0.3570 -4.45
249969_at putative protein glycine-rich protei --- AT5G19090 1.41 0.50 2.32 0.05512707 0.3570 -4.45
248313_at putative protein contains similarity --- AT5G52580 1.16 0.22 2.32 0.05512597 0.3570 -4.45
247768_at I-box binding factor - like protein I---- AT5G58900 -1.75 -0.81 -2.32 0.05514662 0.3571 -4.45
246205_at hypothetical protein ; supported by --- AT4G36970 1.42 0.51 2.32 0.05519402 0.3573 -4.46
247007_at porin-like protein  ;supported by fulVDAC2 AT5G67500 -1.26 -0.33 -2.31 0.05525582 0.3576 -4.46
248069_at unknown protein --- AT5G55650 -1.21 -0.28 -2.31 0.05527557 0.3576 -4.46
253413_at putative protein Fe(II) transport proZIP9 AT4G33020 1.14 0.19 2.31 0.05529704 0.3576 -4.46
259289_at hypothetical protein predicted by g --- AT3G11350 -1.23 -0.30 -2.31 0.05530922 0.3576 -4.46
259630_at peptide chain release factor 2, put --- AT1G56350 -1.33 -0.42 -2.31 0.05533661 0.3577 -4.46
255128_at putative protein glutamic acid-rich --- AT4G08310 1.26 0.34 2.31 0.05539263 0.3579 -4.46
254023_at putative protein hypothetical prote --- AT4G25770 -1.24 -0.31 -2.31 0.05545608 0.3582 -4.46
251368_at putative protein hypothetical prote --- AT3G61380 -1.37 -0.45 -2.31 0.05551358 0.3584 -4.46
265736_at putative ribosomal protein L7  ;sup --- AT2G01250 1.44 0.53 2.31 0.05550512 0.3584 -4.46



250738_at anthranilate synthase component I ASA1 AT5G05730 -1.80 -0.84 -2.31 0.05553042 0.3584 -4.46
264733_at phloem serpin-1, putative similar t --- AT1G62170 -1.17 -0.22 -2.31 0.05554874 0.3584 -4.46
267419_at putative thioredoxin ATO1 AT2G35010 1.21 0.27 2.31 0.05557327 0.3585 -4.46
249427_at 40S ribosomal protein S9-like 40S--- AT5G39850 1.64 0.72 2.31 0.05565083 0.3586 -4.46
246611_at putative protein predicted proteinsMBD02 AT5G35330 1.38 0.47 2.31 0.05566327 0.3586 -4.46
248967_at unknown protein ;supported by full --- AT5G45350 -1.26 -0.34 -2.31 0.05561142 0.3586 -4.46
246625_at hypothetical protein predicted by g --- AT1G48880 -1.20 -0.27 -2.31 0.0556567 0.3586 -4.46
260133_at ethylene-response protein, ETR1 ETR1 AT1G66340 -1.16 -0.22 -2.31 0.05566205 0.3586 -4.46
259255_at putative glycerol-3-phosphate dehy--- AT3G07690 1.41 0.50 2.31 0.05575538 0.3589 -4.47
259501_at unknown protein ; supported by cDTPL AT1G15750 1.24 0.32 2.31 0.05575221 0.3589 -4.47
263588_s_at unknown protein --- AT2G25320 / -1.20 -0.26 -2.31 0.05572469 0.3589 -4.47
250879_at putative protein various predicted --- AT5G04060 1.28 0.35 2.31 0.05579129 0.3590 -4.47
253793_at myosin heavy chain - like protein (XIH AT4G28710 -1.17 -0.23 -2.31 0.05584572 0.3592 -4.47
264585_at auxin-resistance protein AXR1 E1 AXR1 AT1G05180 1.16 0.21 2.31 0.05586727 0.3592 -4.47
265950_s_at putative protein kinase contains a p--- AT2G18530 / -1.21 -0.27 -2.31 0.05587951 0.3592 -4.47
256114_at unknown protein ; supported by cD--- AT1G16850 -1.82 -0.86 -2.31 0.05602277 0.3598 -4.47
245893_at hypothetical protein  ;supported by --- AT5G09270 1.20 0.26 2.31 0.05604752 0.3598 -4.47
253531_at putative protein tomato leucine zipATEXO70GAT4G31540 -1.19 -0.25 -2.31 0.05600838 0.3598 -4.47
246269_at putative protein --- AT4G37110 1.47 0.56 2.31 0.05603064 0.3598 -4.47
256837_at hypothetical protein similar to DNANRPD7 AT3G22900 1.38 0.46 2.31 0.05604871 0.3598 -4.47
250398_at putative protein predicted proteins --- AT5G11000 1.44 0.53 2.30 0.05606862 0.3599 -4.47
265515_at hypothetical protein predicted by g --- --- -1.19 -0.26 -2.30 0.05609614 0.3599 -4.47
251526_at putative protein several serine/thre --- AT3G58640 1.24 0.31 2.30 0.05612551 0.3600 -4.47
245122_at putative dimethyladenosine transfe--- AT2G47420 1.22 0.29 2.30 0.05618589 0.3600 -4.47
264442_at hypothetical protein similar to lecith--- AT1G27480 1.34 0.42 2.30 0.05620658 0.3600 -4.47
249596_s_at glucuronosyl transferase-like prote--- AT5G37950 / -1.35 -0.43 -2.30 0.05617999 0.3600 -4.47
262200_at unknown protein similar to membra--- AT2G01070 1.26 0.33 2.30 0.05620521 0.3600 -4.47
247510_at putative protein predicted proteins --- AT5G62030 -1.25 -0.33 -2.30 0.05616266 0.3600 -4.47
246778_at mevalonate kinase  supported by f MK AT5G27450 1.23 0.30 2.30 0.05633559 0.3607 -4.48
250291_at aspartate kinase  ;supported by ful AK-LYS1 AT5G13280 1.33 0.41 2.30 0.05633461 0.3607 -4.48
251938_at 60S RIBOSOMAL PROTEIN L12 --- AT3G53430 1.28 0.35 2.30 0.0563772 0.3607 -4.48
265212_at putative sugar transporter protein S--- AT1G05030 -1.20 -0.26 -2.30 0.05636671 0.3607 -4.48
261309_at phosphoethanolamine N-methyltraCPuORF31AT1G48598 / -1.37 -0.46 -2.30 0.05639308 0.3607 -4.48
252158_at CDPK-related protein kinase CRK AT3G50530 1.24 0.31 2.30 0.0564398 0.3609 -4.48
248812_at palmitoyl-protein thioesterase prec --- AT5G47330 -2.00 -1.00 -2.30 0.05646577 0.3610 -4.48



253407_at putative protein --- AT4G32920 1.22 0.28 2.29 0.05692914 0.3610 -4.49
260812_at nodulin-like protein similar to MtN2--- AT1G43650 -1.35 -0.44 -2.29 0.05692375 0.3610 -4.49
260371_at unknown protein  ; supported by cD--- AT1G69690 -1.61 -0.69 -2.29 0.05687599 0.3610 -4.49
250356_at clathrin binding protein - like Af10---- AT5G11710 -1.15 -0.20 -2.30 0.05661298 0.3610 -4.48
249089_at  ATPase, calcium-transporting   --- AT5G44240 1.15 0.20 2.30 0.05681618 0.3610 -4.48
259192_at unknown protein  ;supported by ful --- AT3G01740 1.24 0.32 2.30 0.05664851 0.3610 -4.48
249786_at putative protein strong similarity to ABIL3 AT5G24310 1.42 0.51 2.29 0.05694157 0.3610 -4.49
262284_at hypothetical protein predicted by g --- AT1G68670 1.32 0.40 2.30 0.05672997 0.3610 -4.48
265998_at putative NADP-dependent glyceralALDH11A3 AT2G24270 -1.22 -0.28 -2.29 0.05698035 0.3610 -4.49
247844_at ARR2 - like protein ARR2 protein, ARR18 AT5G58080 -1.17 -0.23 -2.30 0.05682358 0.3610 -4.48
260463_at DNA helicase isolog RECQ4A AT1G10930 -1.16 -0.22 -2.30 0.05681046 0.3610 -4.48
258281_at putative shikimate kinase similar to--- AT3G26900 1.15 0.21 2.30 0.0565674 0.3610 -4.48
252947_at putative protein ubiquitin fusion deKAK AT4G38600 1.16 0.22 2.30 0.05662262 0.3610 -4.48
245387_at nuclear RNA binding protein A-like --- AT4G17520 1.27 0.35 2.29 0.05698529 0.3610 -4.49
267456_at E2, ubiquitin-conjugating enzyme, PHO2 AT2G33770 1.50 0.59 2.29 0.05700434 0.3610 -4.49
248982_at chloroplast nucleoid DNA-binding p--- AT5G45120 -1.22 -0.28 -2.30 0.05681835 0.3610 -4.48
248587_at Expressed protein ; supported by f --- AT5G49550 1.21 0.27 2.30 0.05679652 0.3610 -4.48
259552_at hypothetical protein --- AT1G21320 -1.23 -0.30 -2.30 0.05677098 0.3610 -4.48
254231_at putative protein AR411 - ArabidopWRKY53 AT4G23810 2.77 1.47 2.29 0.05700055 0.3610 -4.49
246725_at putative protein various predicted --- AT5G29040 -1.32 -0.40 -2.30 0.05652961 0.3610 -4.48
258667_at hypothetical protein --- AT3G08750 -1.19 -0.25 -2.30 0.0568629 0.3610 -4.49
249544_at anti-silencing factor 1-like protein SASF1B AT5G38110 1.30 0.38 2.29 0.05689343 0.3610 -4.49
263361_at putative senescence-associated prTET13 AT2G03840 -1.20 -0.27 -2.30 0.05655807 0.3610 -4.48
254892_at putative protein other hypothetical --- AT4G11800 -1.24 -0.31 -2.30 0.05671613 0.3610 -4.48
245533_at putative phosphocholine cytidylyltraCCT2 AT4G15130 -1.59 -0.67 -2.29 0.05688829 0.3610 -4.49
245394_at hypothetical protein ;supported by --- AT4G16450 1.28 0.35 2.30 0.05651502 0.3610 -4.48
254313_at extensin like protein extensin like --- AT4G22460 -1.23 -0.30 -2.30 0.05655405 0.3610 -4.48
257913_at unknown protein  ; supported by cDLAG1 AT3G25540 1.21 0.27 2.29 0.05693946 0.3610 -4.49
254702_at putative protein predicted protein, --- AT4G17940 -1.22 -0.29 -2.30 0.056698 0.3610 -4.48
257205_at putative glucosyltransferase similaUGT88A1 AT3G16520 -1.19 -0.25 -2.29 0.05687895 0.3610 -4.49
263264_at histone H2A  ; supported by full-lenHTA8 AT2G38810 1.38 0.47 2.29 0.05696963 0.3610 -4.49
261081_at transformer-SR ribonucleoprotein, --- AT1G07350 -1.34 -0.43 -2.30 0.05652867 0.3610 -4.48
249920_at putative protein various predicted p--- AT5G19260 1.62 0.69 2.30 0.05672428 0.3610 -4.48
267188_at 6,7-dimethyl-8-ribityllumazine syntCOS1 AT2G44050 / 1.20 0.26 2.29 0.05686853 0.3610 -4.49
249100_at unknown protein --- AT5G43560 -1.21 -0.28 -2.29 0.0570347 0.3611 -4.49



253382_at putative protein AT.I.24, Arabidops--- AT4G33040 -1.27 -0.34 -2.29 0.05709822 0.3612 -4.49
264657_at putative 26S protease regulatory sRPT5B AT1G09100 1.19 0.25 2.29 0.05715077 0.3612 -4.49
257495_at unknown protein ATPDIL5-1 AT1G07960 1.23 0.30 2.29 0.05714988 0.3612 -4.49
249630_s_at sen1-like protein SEN1 - Saccharo--- AT5G37150 / -1.16 -0.21 -2.29 0.05712078 0.3612 -4.49
251956_at RNA-binding protein cp29 protein  CP29 AT3G53460 1.20 0.26 2.29 0.05714543 0.3612 -4.49
256285_at hypothetical protein predicted by g --- AT3G12510 -1.31 -0.39 -2.29 0.05709145 0.3612 -4.49
263237_at hypothetical protein contains simila--- AT1G10610 1.36 0.45 2.29 0.05720427 0.3612 -4.49
246818_at putative protein crp1, Zea mays, PEMB976 AT5G27270 1.46 0.55 2.29 0.05718958 0.3612 -4.49
250694_at putative protein contains similarity HAT14 AT5G06710 -1.26 -0.34 -2.29 0.05721951 0.3612 -4.49
253231_at Nonclathrin coat protein gamma - --- AT4G34450 1.21 0.28 2.29 0.05721092 0.3612 -4.49
250119_at putative protein similar to unknown--- AT5G16470 1.18 0.24 2.29 0.05729144 0.3615 -4.49
246617_at GSH-dependent dehydroascorbate--- AT5G36270 -1.21 -0.27 -2.29 0.05728861 0.3615 -4.49
266587_at unknown protein  ; supported by fu --- AT2G14880 1.23 0.30 2.29 0.05732051 0.3616 -4.49
258317_at hypothetical protein predicted by g --- AT3G22670 1.19 0.25 2.29 0.05733263 0.3616 -4.49
261560_at acyl CoA thioesterase, putative sim--- AT1G01710 -1.16 -0.22 -2.29 0.05735771 0.3616 -4.49
263823_s_at AP2 domain transcription factor --- AT2G40340 / 1.49 0.58 2.29 0.05740276 0.3617 -4.49
252351_at putative protein  ;supported by full- --- AT3G48210 1.26 0.33 2.29 0.05741564 0.3617 -4.49
245896_at putative transcriptional co-activatorKIWI AT5G09250 1.26 0.34 2.29 0.05740565 0.3617 -4.49
267102_at putative small nuclear ribonucleoprLIS AT2G41500 1.22 0.28 2.29 0.05743464 0.3617 -4.50
262560_at hypothetical protein predicted by g --- AT1G34280 -1.23 -0.30 -2.29 0.0574782 0.3619 -4.50
262773_at putative nuclear matrix constituent LINC2 AT1G13220 -1.22 -0.29 -2.29 0.05754464 0.3622 -4.50
251646_at putative protein --- AT3G57780 -1.92 -0.94 -2.29 0.05757961 0.3623 -4.50
248473_at small zinc finger-like protein  ;suppTIM8 AT5G50810 1.25 0.33 2.29 0.05762704 0.3624 -4.50
265863_at putative membrane protein VIT1 AT2G01770 -1.26 -0.34 -2.29 0.05762702 0.3624 -4.50
248487_at ATP-dependent Clp protease ATPERD1 AT5G51070 1.22 0.29 2.29 0.05768003 0.3625 -4.50
247450_at ripening-related protein - like ripen--- AT5G62350 -1.26 -0.34 -2.29 0.05767283 0.3625 -4.50
253293_at Expressed protein ; supported by c--- AT4G33905 -1.33 -0.42 -2.28 0.05776883 0.3629 -4.50
252059_at E2, ubiquitin-conjugating enzyme, UEV1D-4 AT3G52560 1.19 0.25 2.28 0.05777332 0.3629 -4.50
255431_at putative C-type U1 snRNP similar t--- AT4G03120 1.15 0.20 2.28 0.05784285 0.3633 -4.50
248594_at unknown protein  ; supported by fu --- AT5G49210 1.32 0.40 2.28 0.05789598 0.3634 -4.50
253524_at predicted protein  ; supported by cD--- AT4G31430 1.22 0.28 2.28 0.05790957 0.3634 -4.50
247470_at putative protein various predicted --- AT5G62220 1.78 0.83 2.28 0.05788424 0.3634 -4.50
266583_at Expressed protein ; supported by c--- AT2G46220 1.29 0.37 2.28 0.05792867 0.3634 -4.50
253313_at putative peroxidase peroxidase AT--- AT4G33870 -1.21 -0.28 -2.28 0.05795578 0.3635 -4.50
264037_at putative steroid sulfotransferase  ;s--- AT2G03750 -1.25 -0.32 -2.28 0.05816494 0.3640 -4.51



264990_at unknown protein supported by cD --- AT1G27210 -1.43 -0.52 -2.28 0.05816373 0.3640 -4.51
263448_at putative importin (nuclear transportSAD2 AT2G31660 1.24 0.31 2.28 0.05812505 0.3640 -4.51
266846_at unknown protein --- AT2G25970 1.18 0.23 2.28 0.05812434 0.3640 -4.51
253955_at putative DNA binding protein DNAATRBP45CAT4G27000 1.32 0.40 2.28 0.05814499 0.3640 -4.51
264858_at hypothetical protein SNL3 AT1G24190 -1.22 -0.28 -2.28 0.05813951 0.3640 -4.51
249391_at putative protein predicted proteins --- AT5G40140 -1.29 -0.37 -2.28 0.05811255 0.3640 -4.51
250367_s_at DEAD BOX RNA helicase RH15  ; --- AT5G11170 / 1.20 0.27 2.28 0.05811025 0.3640 -4.51
249818_at Expressed protein ; supported by cTUB8 AT5G23860 -1.40 -0.48 -2.27 0.05855168 0.3640 -4.51
255795_at putative calcium-binding EF-hand pRD20 AT2G33380 -1.57 -0.65 -2.28 0.05827443 0.3640 -4.51
250555_at putative protein ferredoxin (2Fe-2S--- AT5G07950 1.30 0.38 2.28 0.05844149 0.3640 -4.51
248952_at putative protein similar to unknown--- AT5G45410 -1.23 -0.29 -2.28 0.0582991 0.3640 -4.51
255018_at hypothetical protein  ; supported by--- AT4G10090 1.27 0.34 2.28 0.05834949 0.3640 -4.51
267446_s_at putative tyrosyl-tRNA synthetase --- AT1G28350 / 1.18 0.23 2.28 0.05843796 0.3640 -4.51
253633_at putative protein tetratricopeptide re--- AT4G30480 1.24 0.31 2.28 0.05829416 0.3640 -4.51
249473_at His-Asp Phosphotransfer Signal TrAHP3 AT5G39340 1.22 0.28 2.27 0.05854552 0.3640 -4.51
254100_at hypothetical protein  ;supported by --- AT4G25020 -1.41 -0.49 -2.28 0.05838423 0.3640 -4.51
258933_at unknown protein similar to unknow--- AT3G09980 -1.20 -0.27 -2.27 0.05854725 0.3640 -4.51
258900_at putative 60S ribosomal protein L18RPL18 AT3G05590 1.39 0.47 2.28 0.05850607 0.3640 -4.51
259024_at hypothetical protein predicted by g --- --- -1.27 -0.34 -2.28 0.05827895 0.3640 -4.51
258566_at putative glutamate receptor (GLR1GLR1.1 AT3G04110 -1.38 -0.46 -2.28 0.0583627 0.3640 -4.51
261059_at transcription factor TINY, putative --- AT1G01250 -1.29 -0.36 -2.28 0.05843104 0.3640 -4.51
264926_at cytochrome b5, putative similar to CB5LP AT1G60660 1.20 0.26 2.28 0.05846385 0.3640 -4.51
267415_at putative translation initiation factor --- AT2G34970 -1.17 -0.22 -2.28 0.05840318 0.3640 -4.51
247083_at unknown protein --- AT5G66290 1.18 0.24 2.28 0.05849032 0.3640 -4.51
257739_at unknown protein --- AT3G27470 -1.28 -0.36 -2.28 0.05834207 0.3640 -4.51
261981_at unknown protein --- AT1G33811 -1.80 -0.84 -2.27 0.05855422 0.3640 -4.51
254914_at peroxidase ATP19a --- AT4G11290 -2.30 -1.20 -2.27 0.05856584 0.3640 -4.51
261320_at unknown protein ; supported by cD--- AT1G53120 1.17 0.23 2.28 0.0584278 0.3640 -4.51
250272_at callose synthase catalytic subunit ATGSL12 AT5G13000 1.25 0.33 2.28 0.0583011 0.3640 -4.51
264191_at integral membrane protein, putativ--- AT1G54730 1.33 0.41 2.28 0.05846056 0.3640 -4.51
265923_at putative protein kinase contains a p--- AT2G18470 -1.16 -0.22 -2.28 0.05843745 0.3640 -4.51
259954_at cytochrome P450, putative similar CYP721A1 AT1G75130 1.33 0.42 2.28 0.05834524 0.3640 -4.51
253937_at putative NPK1-related protein kinaMAPKKK16AT4G26890 1.37 0.46 2.27 0.05858856 0.3640 -4.51
244934_at NADH dehydrogenase ND6 --- --- -1.46 -0.55 -2.27 0.05862239 0.3640 -4.52
258726_at Expressed protein ; supported by f --- AT3G11745 1.18 0.24 2.27 0.05862253 0.3640 -4.52



255134_at putative protein --- AT4G08330 1.22 0.28 2.27 0.0586366 0.3640 -4.52
247814_at polyneuridine aldehyde esterase-li MES18 AT5G58310 -2.18 -1.12 -2.27 0.05877515 0.3643 -4.52
253187_at putative zinc-finger protein PEThy --- AT4G35280 -1.16 -0.22 -2.27 0.05877072 0.3643 -4.52
267164_at CER1-like protein may be involved--- AT2G37700 -1.20 -0.26 -2.27 0.0587529 0.3643 -4.52
267540_at hypothetical protein predicted by g --- AT2G32760 -1.17 -0.23 -2.27 0.05872636 0.3643 -4.52
264793_at unknown protein similar to beta-ga--- AT1G08660 1.31 0.38 2.27 0.05875904 0.3643 -4.52
257005_at hypothetical protein predicted by g --- AT3G14190 -1.24 -0.31 -2.27 0.05870207 0.3643 -4.52
249395_at putative protein --- AT5G40190 1.16 0.22 2.27 0.05879377 0.3643 -4.52
252308_at putative protein sugar transporter --- AT3G49310 1.19 0.25 2.27 0.05881859 0.3644 -4.52
251011_at putative protein histone H2A, gardHTA12 AT5G02560 1.18 0.23 2.27 0.05887413 0.3644 -4.52
257891_at hypothetical protein predicted by g RFC3 AT3G17170 1.33 0.41 2.27 0.05897376 0.3644 -4.52
250330_at putative protein --- AT5G11810 -1.22 -0.29 -2.27 0.05899918 0.3644 -4.52
261286_at unknown protein ; supported by cD--- AT1G35780 1.26 0.34 2.27 0.05899815 0.3644 -4.52
263416_at hypothetical protein contains prote --- AT2G17170 -1.20 -0.26 -2.27 0.05892278 0.3644 -4.52
256683_at unknown protein ; supported by cD--- AT3G52220 -1.16 -0.22 -2.27 0.05884164 0.3644 -4.52
257578_x_at unknown protein similar to hypothe--- AT3G30160 -1.17 -0.23 -2.27 0.05894574 0.3644 -4.52
256983_at chaperonin 60 beta, putative very --- AT3G13470 -1.57 -0.65 -2.27 0.05896957 0.3644 -4.52
259303_at hypothetical protein predicted by g --- AT3G05130 1.14 0.19 2.27 0.05899175 0.3644 -4.52
265174_s_at polygalacturonase, putative simila --- AT1G23460 / 1.31 0.39 2.27 0.05888855 0.3644 -4.52
266798_at putative embryo-abundant protein AtbZIP6 AT2G22850 -1.43 -0.51 -2.27 0.05890527 0.3644 -4.52
246809_s_at SAR DNA-binding protein - like SA--- AT5G27120 / 1.15 0.20 2.27 0.05912859 0.3649 -4.52
260793_at unknown protein ;supported by full --- AT1G06190 1.20 0.26 2.27 0.05910475 0.3649 -4.52
263681_at hypothetical protein predicted by g ORC6 AT1G26840 1.30 0.37 2.27 0.05912593 0.3649 -4.52
253952_at ubiquitin-like protein ubiquitin-like SUMO1 AT4G26840 1.19 0.26 2.27 0.05917425 0.3651 -4.52
248684_at Expressed protein ; supported by f DIR1 AT5G48485 -1.70 -0.77 -2.27 0.05918727 0.3651 -4.52
250830_at putative protein similar to unknown--- AT5G04910 1.27 0.35 2.27 0.05926564 0.3652 -4.53
247219_at COP1-interacting protein CIP8  ; suCIP8 AT5G64920 1.20 0.27 2.27 0.05924783 0.3652 -4.53
248009_at transcription factor-like; similar to CCSN6A AT5G56280 -1.20 -0.26 -2.27 0.05926183 0.3652 -4.53
255257_at score=526.5, E=1.9e-154, N=3  ;s UBQ11 AT4G05050 -1.17 -0.22 -2.27 0.05927853 0.3652 -4.53
246124_at putative protein acyl-protein thioes--- AT5G20060 1.15 0.20 2.26 0.05944408 0.3653 -4.53
262525_at putative cytochrome P450 41% ideCYP72C1 AT1G17060 1.37 0.45 2.27 0.0593509 0.3653 -4.53
266671_at anthranilate synthase, alpha subu ASA2 AT2G29690 1.22 0.29 2.27 0.05936138 0.3653 -4.53
249386_at disease resistance -like protein do--- AT5G40060 -1.20 -0.26 -2.26 0.05945196 0.3653 -4.53
254796_at putative protein protein kinase hom--- AT4G13000 -1.24 -0.31 -2.26 0.05942898 0.3653 -4.53
260397_at hypothetical protein predicted by g --- AT1G69680 -1.20 -0.27 -2.27 0.05938488 0.3653 -4.53



262605_at hypothetical protein Strong similari --- AT1G15170 1.80 0.85 2.27 0.05937493 0.3653 -4.53
245353_at hypothetical protein ;supported by --- AT4G16000 1.41 0.50 2.27 0.05931666 0.3653 -4.53
264363_at hypothetical protein predicted by g --- AT1G03170 1.22 0.29 2.26 0.05941308 0.3653 -4.53
250140_at putative protein DRM2 AT5G14620 -1.26 -0.33 -2.26 0.05939975 0.3653 -4.53
260129_at hypothetical protein similar to vanil --- AT1G36380 1.17 0.23 2.26 0.05961168 0.3660 -4.53
260249_s_at unknown protein similar to unknow--- AT1G74280 / 1.25 0.32 2.26 0.05961402 0.3660 -4.53
261928_at uclacyanin II, putative similar to uc--- AT1G22480 -1.31 -0.39 -2.26 0.05958195 0.3660 -4.53
245010_at NADH dehydrogenase subunit --- --- -1.23 -0.30 -2.26 0.05968482 0.3663 -4.53
261333_at hypothetical protein predicted by g --- AT1G44910 1.31 0.39 2.26 0.0596915 0.3663 -4.53
251041_at ubiquitin-protein ligase E3-alpha - PRT6 AT5G02310 -1.28 -0.36 -2.26 0.05972947 0.3664 -4.53
249836_at unknown protein  ;supported by ful HMGB6 AT5G23420 1.47 0.56 2.26 0.05973667 0.3664 -4.53
245828_at transcription factor, putative similaVIM1 AT1G57820 1.24 0.31 2.26 0.05976235 0.3664 -4.53
265504_at putative Ta11-like non-LTR retroele--- --- -1.21 -0.27 -2.26 0.05979929 0.3665 -4.54
254012_at putative ribosomal protein ribosom--- AT4G26230 1.42 0.51 2.26 0.05978564 0.3665 -4.53
264434_at hypothetical protein predicted by g --- AT1G10340 1.85 0.89 2.26 0.05981615 0.3665 -4.54
246893_at PHD finger protein - like PHD finge--- AT5G25520 -1.15 -0.20 -2.26 0.05988244 0.3668 -4.54
251742_at putative protein kinase serine thre --- AT3G56050 -1.19 -0.25 -2.26 0.05996412 0.3669 -4.54
257474_at DNA-3-methyladenine glycosidase--- AT1G80850 1.23 0.29 2.26 0.05996699 0.3669 -4.54
267140_at putative GT-1-like transcription fac --- AT2G38250 -1.39 -0.47 -2.26 0.05994866 0.3669 -4.54
254251_at serine/threonine kinase - like prote--- AT4G23300 -1.25 -0.32 -2.26 0.05992997 0.3669 -4.54
260214_at hypothetical protein contains Pfam --- AT1G74510 -1.19 -0.25 -2.26 0.05999745 0.3670 -4.54
258725_at putative RNA helicase  similar to R--- AT3G09620 -1.17 -0.23 -2.26 0.0600344 0.3671 -4.54
261278_at hypothetical protein predicted by g DGL AT1G05800 -1.18 -0.24 -2.26 0.0601489 0.3677 -4.54
260598_at unknown protein --- AT1G55930 1.30 0.38 2.26 0.06021791 0.3681 -4.54
257506_at auxin-induced protein, putative sim--- AT1G29440 1.93 0.95 2.25 0.06026688 0.3683 -4.54
265542_at putative SNF2 subfamily transcript SYD AT2G28290 1.17 0.22 2.25 0.06032993 0.3685 -4.54
263544_at putative ADP-glucose pyrophosphoAPL4 AT2G21590 -1.24 -0.30 -2.25 0.06039254 0.3687 -4.54
266038_at putative ABC transporter ATMRP11 AT2G07680 1.39 0.48 2.25 0.06039897 0.3687 -4.55
266645_at hypothetical protein --- AT2G29880 -1.17 -0.23 -2.25 0.06038285 0.3687 -4.54
247654_at cytoplasmic ribosomal protein S15--- AT5G59850 1.57 0.65 2.25 0.0604524 0.3687 -4.55
261494_at homeobox  transcription factor Ho HB-1 AT1G28420 -1.23 -0.29 -2.25 0.06044765 0.3687 -4.55
249275_at polygalacturonase-like protein --- AT5G41870 1.22 0.28 2.25 0.06044613 0.3687 -4.55
255668_s_at predicted protein ; supported by fu --- AT4G00238 / 1.26 0.33 2.25 0.06047157 0.3687 -4.55
250268_s_at putative protein putative secreted --- AT5G12950 / 1.28 0.36 2.25 0.06051568 0.3689 -4.55
258094_at putative cytochrome P450 similar t CYP72A15 AT3G14690 1.21 0.28 2.25 0.06068526 0.3694 -4.55



249164_at U2 snRNP auxiliary factor, small sU2AF35B AT5G42820 1.23 0.30 2.25 0.06068705 0.3694 -4.55
245770_at hypothetical protein predicted by g --- AT1G30240 -1.36 -0.44 -2.25 0.06062927 0.3694 -4.55
262593_at putative ubiquinol--cytochrome-c re--- AT1G15120 1.33 0.42 2.25 0.06070422 0.3694 -4.55
266193_at unknown protein --- AT2G39080 1.23 0.30 2.25 0.06071371 0.3694 -4.55
265142_at unknown protein DABB1 AT1G51360 1.17 0.23 2.25 0.06070997 0.3694 -4.55
260726_at signal recognition particle 19 kDa --- AT1G48160 1.28 0.35 2.25 0.06068577 0.3694 -4.55
253977_at putative protein various Caenorhab--- AT4G26630 -1.31 -0.39 -2.25 0.06078436 0.3696 -4.55
258345_at unknown protein --- AT3G22845 1.18 0.24 2.25 0.06082159 0.3696 -4.55
249966_at putative protein COLD-INDUCIBL --- AT5G19030 1.41 0.50 2.25 0.06077103 0.3696 -4.55
267225_at hypothetical protein predicted by g --- AT2G44000 -1.20 -0.26 -2.25 0.06082103 0.3696 -4.55
250940_at putative protein --- AT5G03310 -1.17 -0.22 -2.25 0.06082835 0.3696 -4.55
247784_at subtilisin-like serine protease conta--- AT5G58810 -1.18 -0.24 -2.25 0.06088147 0.3697 -4.55
256714_at cysteine proteinase contains simila--- AT2G34080 -1.23 -0.29 -2.25 0.060879 0.3697 -4.55
252985_at putative protein Niemann-Pick C d--- AT4G38350 -1.19 -0.25 -2.25 0.06100322 0.3704 -4.55
257829_at unknown protein SNM1 AT3G26680 1.38 0.46 2.25 0.06103989 0.3704 -4.56
246515_at putative protein unusual floral orga--- AT5G15710 -1.15 -0.20 -2.25 0.06103152 0.3704 -4.56
266824_at homeodomain transcription factor (HAT9 AT2G22800 -1.18 -0.24 -2.25 0.0611037 0.3705 -4.56
254349_at hypothetical protein --- AT4G22250 1.22 0.29 2.25 0.06110259 0.3705 -4.56
266707_at hypothetical protein predicted by g --- AT2G03310 -1.18 -0.24 -2.25 0.06107225 0.3705 -4.56
257794_at hypothetical protein predicted by g --- AT3G27050 1.27 0.34 2.24 0.06119345 0.3709 -4.56
256808_at unknown protein ALY3 AT3G21430 1.16 0.22 2.24 0.06123767 0.3710 -4.56
250709_at putative protein similar to unknownLBD33 AT5G06080 -1.19 -0.26 -2.24 0.06127239 0.3710 -4.56
261014_at unknown protein ;supported by full --- AT1G26460 -1.20 -0.26 -2.24 0.06127195 0.3710 -4.56
258081_at Expressed protein ; supported by f --- AT3G26085 -1.20 -0.26 -2.24 0.06125672 0.3710 -4.56
255872_at putative protein kinase contains a pSIP4 AT2G30360 -1.58 -0.66 -2.24 0.06134073 0.3712 -4.56
262539_at unknown protein Location of est 13--- AT1G17200 -1.30 -0.38 -2.24 0.0613985 0.3712 -4.56
262985_s_at 60s ribosomal protein l27a. similar RPL27AB AT1G23290 / 1.35 0.44 2.24 0.06135757 0.3712 -4.56
249988_at putative protein predicted proteins --- AT5G18310 1.26 0.33 2.24 0.0614307 0.3712 -4.56
258820_at putative tryptophanyl-tRNA synthet--- AT3G04600 1.17 0.22 2.24 0.06142473 0.3712 -4.56
266483_at unknown protein  ;supported by ful CRR6 AT2G47910 1.23 0.30 2.24 0.06141978 0.3712 -4.56
260492_at putative polygalacturonase PGAZAT AT2G41850 -1.29 -0.37 -2.24 0.06143468 0.3712 -4.56
255269_at putative protein various predicted --- AT4G05240 1.20 0.26 2.24 0.0614065 0.3712 -4.56
251502_at putative protein several hypothetica--- AT3G59130 -1.17 -0.23 -2.24 0.06153167 0.3716 -4.56
267639_at putative squamosa-promoter bindinSPL9 AT2G42200 -1.17 -0.23 -2.24 0.0615185 0.3716 -4.56
250884_at signal recognition particle 54CP pr CPSRP54 AT5G03940 1.18 0.24 2.24 0.06163297 0.3719 -4.57



264556_at putative transcription factor contai MYB61 AT1G09540 1.15 0.21 2.24 0.06162208 0.3719 -4.56
267323_at unknown protein --- AT2G19340 1.19 0.26 2.24 0.06161177 0.3719 -4.56
265443_at beta-expansin  ;supported by full-leATEXPB1 AT2G20750 1.27 0.35 2.24 0.06170595 0.3722 -4.57
247396_at putative protein predicted proteins --- AT5G62930 1.17 0.22 2.24 0.06171417 0.3722 -4.57
247459_at putative protein embryo-specific p --- AT5G62200 1.20 0.26 2.24 0.06175599 0.3724 -4.57
265702_at putative purple acid phosphatase cPAP9 AT2G03450 1.22 0.29 2.24 0.0618122 0.3724 -4.57
262867_at hypothetical protein predicted by g --- AT1G64960 1.21 0.27 2.24 0.06182999 0.3724 -4.57
255869_at unknown protein --- AT2G30270 1.22 0.29 2.24 0.061825 0.3724 -4.57
249158_at electron transfer flavoprotein beta- ETFBETA AT5G43430 1.17 0.22 2.24 0.06178199 0.3724 -4.57
266934_at unknown protein --- AT2G18900 -1.22 -0.29 -2.24 0.06185636 0.3724 -4.57
257201_at unknown protein --- AT3G23740 1.23 0.29 2.24 0.06186534 0.3724 -4.57
253886_at cytochrome P450 - like protein cytCYP709B3 AT4G27710 -1.18 -0.24 -2.24 0.0619194 0.3725 -4.57
252295_at signal recognition particle subunit --- AT3G49100 1.28 0.36 2.24 0.06190662 0.3725 -4.57
252878_at mitochondrial carrier - like protein SAMC1 AT4G39460 1.20 0.26 2.24 0.06193767 0.3725 -4.57
267569_at putative photosystem II oxygen-evoPSBP-2 AT2G30790 -1.37 -0.45 -2.24 0.06193637 0.3725 -4.57
245066_at putative serine/threonine protein phTOPP4 AT2G39840 -1.21 -0.28 -2.24 0.06195175 0.3725 -4.57
261455_at unknown protein ;supported by full --- AT1G21070 1.34 0.42 2.24 0.0620059 0.3727 -4.57
263422_s_at putative ubiquitin-like protein  ; sup--- AT2G17190 / 1.17 0.22 2.24 0.06203205 0.3727 -4.57
260798_at unknown protein contains similarity--- AT1G78280 -1.33 -0.42 -2.23 0.0620519 0.3728 -4.57
257250_at transfactor, putative similar to GB: --- AT3G24120 1.21 0.27 2.23 0.06210462 0.3728 -4.57
264081_at putative RING zinc finger transcrip --- AT2G28540 -1.23 -0.30 -2.23 0.06210232 0.3728 -4.57
264381_at putative ribonuclease large subun --- AT2G25100 1.31 0.39 2.23 0.06208586 0.3728 -4.57
264065_at hypothetical protein predicted by g --- AT2G27900 -1.21 -0.28 -2.23 0.06217026 0.3728 -4.57
266458_at unknown protein  ;supported by ful --- AT2G47710 -1.17 -0.22 -2.23 0.06220254 0.3728 -4.57
249424_s_at hypothetical protein  ; supported by--- AT5G39800 / 1.23 0.29 2.23 0.06219734 0.3728 -4.57
260970_at unknown protein --- AT1G53640 -1.22 -0.29 -2.23 0.06219944 0.3728 -4.57
251673_at  beta-1,3-glucanase   BG3 AT3G57240 5.53 2.47 2.23 0.06220444 0.3728 -4.57
248881_at unknown protein  ;supported by ful --- AT5G46020 1.16 0.21 2.23 0.06221032 0.3728 -4.57
260489_at hypothetical protein ; supported by --- AT1G51610 -1.19 -0.25 -2.23 0.0622797 0.3729 -4.58
253387_at P-Protein - like protein P-Protein pAtGLDP1 AT4G33010 -1.47 -0.55 -2.23 0.06226709 0.3729 -4.58
246140_at SOH1 - like protein SOH1, Saccha--- AT5G19910 -1.15 -0.20 -2.23 0.06225032 0.3729 -4.57
252453_at putative RNA-binding protein vario --- AT3G47120 -1.16 -0.21 -2.23 0.06226341 0.3729 -4.58
259027_at hypothetical protein predicted by g --- AT3G09280 -1.15 -0.20 -2.23 0.06229824 0.3729 -4.58
248583_at putative protein strong similarity to emb1441 AT5G49930 -1.23 -0.30 -2.23 0.06235377 0.3731 -4.58
252905_at putative protein predicted protein, --- AT4G39720 -1.25 -0.33 -2.23 0.06238661 0.3732 -4.58



262947_at unknown protein ;supported by full GASA1 AT1G75750 1.15 0.20 2.23 0.06246293 0.3735 -4.58
253623_at GDP-mannose pyrophosphorylase--- AT4G30570 -1.20 -0.26 -2.23 0.06245148 0.3735 -4.58
262270_x_at polyprotein, putative similar to poly--- --- -1.15 -0.20 -2.23 0.06249094 0.3735 -4.58
263954_at unknown protein  ; supported by cD--- AT2G35840 -1.25 -0.32 -2.23 0.06250864 0.3735 -4.58
259535_at hypothetical protein --- AT1G12280 -1.30 -0.38 -2.23 0.06256036 0.3738 -4.58
249541_at anthranilate N-benzoyltransferase --- AT5G38130 -1.21 -0.27 -2.23 0.06260864 0.3739 -4.58
250856_at putative protein salt-inducible prot --- AT5G04810 1.25 0.32 2.23 0.06268184 0.3741 -4.58
255133_at putative protein (fragment) glutam --- AT4G08320 1.23 0.29 2.23 0.06272968 0.3741 -4.58
245682_at Expressed protein ; supported by c--- AT5G08750 -1.20 -0.26 -2.23 0.0627167 0.3741 -4.58
247084_at NAM (no apical meristem)-like protNAC105 AT5G66300 1.18 0.24 2.23 0.06272753 0.3741 -4.58
250370_at putative protein putative transcript --- AT5G11430 -1.15 -0.20 -2.23 0.06272153 0.3741 -4.58
259679_at putative protein kinase Pfam HMM--- AT1G77720 1.16 0.21 2.23 0.06273717 0.3741 -4.58
262484_at putative transcriptional regulatory ATSWI3C AT1G21700 -1.14 -0.19 -2.23 0.06282348 0.3743 -4.58
248223_at unknown protein  ; supported by cD--- AT5G53620 1.15 0.20 2.23 0.06279385 0.3743 -4.58
265634_at hypothetical protein predicted by g --- AT2G25530 -1.20 -0.26 -2.23 0.0628154 0.3743 -4.58
266044_s_at hypothetical protein --- AT2G07725 -1.42 -0.51 -2.22 0.06300119 0.3749 -4.59
260829_s_at chloroplast thylakoidal processing --- AT1G06870 / 1.29 0.37 2.22 0.06297666 0.3749 -4.59
266591_at expressed protein  supported by cDABIL1 AT2G46225 1.34 0.42 2.22 0.06300023 0.3749 -4.59
265952_at unknown protein supported by cDN--- AT2G37478 / 1.19 0.25 2.22 0.06300649 0.3749 -4.59
259612_at 60S ribosomal protein L37, putativ--- AT1G52300 1.44 0.53 2.23 0.06293 0.3749 -4.59
250210_at putative protein similar to unknown--- AT5G13890 1.22 0.28 2.22 0.06296218 0.3749 -4.59
259759_at hypothetical protein similar to GB: --- AT1G77550 1.19 0.26 2.22 0.06314344 0.3753 -4.59
249014_at putative protein similar to unknown--- AT5G44710 1.25 0.32 2.22 0.06310204 0.3753 -4.59
255776_at 60S ribosomal protein L6, putative--- AT1G18540 1.50 0.58 2.22 0.06315971 0.3753 -4.59
266203_at putative phloem-specific lectin AtPP2-B1 AT2G02230 1.56 0.65 2.22 0.06314162 0.3753 -4.59
257715_at putative zinc transporter identical tZIP1 AT3G12750 -1.41 -0.50 -2.22 0.06311052 0.3753 -4.59
245459_at hypothetical protein --- --- -1.31 -0.39 -2.22 0.06321204 0.3754 -4.59
255602_at Expressed protein ; supported by f --- AT4G01026 1.23 0.29 2.22 0.06322005 0.3754 -4.59
254986_at putative protein SF16 protein -Hel IQD16 AT4G10640 -1.15 -0.20 -2.22 0.06326481 0.3756 -4.59
259645_at putative DNA-binding protein predBIM2 AT1G69010 -1.27 -0.34 -2.22 0.06339374 0.3760 -4.59
250477_at putative protein CIS,CIS-MUCONA--- AT5G10190 1.16 0.22 2.22 0.06336599 0.3760 -4.59
250429_at putative protein TH65 protein, Ara --- AT5G10470 -1.20 -0.26 -2.22 0.06337976 0.3760 -4.59
252833_at Expressed protein ; supported by cAGP3 AT4G40090 -1.17 -0.23 -2.22 0.06338523 0.3760 -4.59
257190_at 30S ribosomal protein S10, putativ--- AT3G13120 1.32 0.40 2.22 0.06342945 0.3761 -4.59
259685_at unknown protein AtPP2-A11 AT1G63090 -1.36 -0.44 -2.22 0.06352504 0.3762 -4.59



258366_at DNA-binding protein contains AP2RAP2.2 AT3G14230 1.21 0.28 2.22 0.06347441 0.3762 -4.59
247584_at 60S ribosomal protein L12 - like 60--- AT5G60670 1.55 0.63 2.22 0.06349861 0.3762 -4.59
245624_at glucosyltransferase like protein --- AT4G14090 -1.26 -0.33 -2.22 0.06348756 0.3762 -4.59
254651_at potassium channel - like protein kcKCO6 AT4G18160 -1.25 -0.32 -2.22 0.06350898 0.3762 -4.59
245063_at Expressed protein ; supported by f --- AT2G39795 1.52 0.61 2.22 0.06357791 0.3763 -4.60
249571_at putative protein predicted proteins --- AT5G37620 1.17 0.22 2.22 0.06358699 0.3763 -4.60
260718_at unknown protein ECT7 AT1G48110 -1.14 -0.19 -2.22 0.06371288 0.3770 -4.60
249229_at putative protein similar to unknown--- AT5G42090 1.20 0.26 2.22 0.06379048 0.3772 -4.60
258405_at unknown protein almost identical tBSH AT3G17590 1.30 0.37 2.22 0.06382195 0.3772 -4.60
248874_at putative protein strong similarity to --- AT5G46460 -1.31 -0.39 -2.22 0.06378652 0.3772 -4.60
261040_at oligouridylate binding protein, putaUBP1B AT1G17370 -1.19 -0.25 -2.22 0.06381853 0.3772 -4.60
263946_at hypothetical protein  ;supported by --- AT2G36000 1.22 0.28 2.21 0.06390538 0.3776 -4.60
249925_at putative protein predicted proteins --- AT5G19150 1.29 0.37 2.21 0.06396613 0.3778 -4.60
262552_at hypothetical protein similar to hypo--- AT1G31350 1.34 0.42 2.21 0.06397929 0.3778 -4.60
253078_at putative receptor protein kinase C --- AT4G36180 -1.36 -0.44 -2.21 0.0639853 0.3778 -4.60
251516_s_at putative protein hypothetical prote --- AT3G59310 / -1.21 -0.28 -2.21 0.06414567 0.3779 -4.60
256655_at hypothetical protein predicted by g --- AT3G18890 -1.32 -0.40 -2.21 0.06413804 0.3779 -4.60
260292_at putative UDP-N-acetylmuramoylalMURE AT1G63680 1.15 0.20 2.21 0.06412799 0.3779 -4.60
248021_at RuBisCO subunit binding-protein b--- AT5G56500 -1.39 -0.48 -2.21 0.06414161 0.3779 -4.60
262977_at transcription factor, putative simila--- AT1G75490 1.22 0.29 2.21 0.06410425 0.3779 -4.60
246462_at putative protein predicted protein, --- AT5G16940 1.33 0.41 2.21 0.0640485 0.3779 -4.60
262828_at major latex protein type1 identical t--- AT1G14950 -1.34 -0.43 -2.21 0.06407102 0.3779 -4.60
251085_at putative protein insulinase - Homo--- AT5G01440 -1.20 -0.27 -2.21 0.06410286 0.3779 -4.60
254599_at putative protein hypothetical prote --- AT4G19000 1.21 0.28 2.21 0.06402116 0.3779 -4.60
251749_at putative protein predicted proteins --- AT3G55690 -1.17 -0.23 -2.21 0.0641668 0.3779 -4.60
259349_at unknown protein  ; supported by cDATAPRL5 AT3G03860 1.17 0.23 2.21 0.0641839 0.3779 -4.61
258457_at Expressed protein ; supported by f IGPD AT3G22425 1.26 0.34 2.21 0.06419539 0.3779 -4.61
263472_at molybdopterin synthase (CNX2)  ;sCNX2 AT2G31955 1.25 0.32 2.21 0.06423018 0.3780 -4.61
259209_at putative RNA-binding protein iden --- AT3G09160 -1.15 -0.20 -2.21 0.06424906 0.3780 -4.61
264205_at hypothetical protein identical to hyp--- AT1G22790 1.17 0.22 2.21 0.06434586 0.3784 -4.61
247670_at putative protein predicted proteins --- AT5G60190 1.26 0.33 2.21 0.0643612 0.3784 -4.61
248118_at GDSL-motif lipase/hydrolase-like p--- AT5G55050 -2.39 -1.26 -2.21 0.06439295 0.3784 -4.61
252442_at dUTP pyrophosphatase-like prote --- AT3G46940 1.40 0.49 2.21 0.06438855 0.3784 -4.61
249029_at disease resistance protein-like --- AT5G44870 -1.19 -0.25 -2.21 0.06438018 0.3784 -4.61
253308_at putative protein aminotransferase AGD2 AT4G33680 1.18 0.24 2.21 0.06441145 0.3784 -4.61



259117_at unknown protein similar to hypotheSNL1 AT3G01320 -1.18 -0.23 -2.21 0.06444925 0.3784 -4.61
259939_s_at ARE1-like protein similar to ARE1 --- AT1G71270 / 1.25 0.32 2.21 0.06443561 0.3784 -4.61
263467_at unknown protein --- AT2G31730 1.47 0.56 2.21 0.06455252 0.3786 -4.61
264024_at hypothetical protein predicted by g --- AT2G21180 1.41 0.50 2.21 0.06456186 0.3786 -4.61
261565_at beta-1,3-glucanase, putative simila--- AT1G33220 -1.15 -0.20 -2.21 0.06466491 0.3786 -4.61
256510_at ATP-dependent Clp protease ATP--- AT1G33360 1.21 0.28 2.21 0.06461233 0.3786 -4.61
246206_at Expressed protein ; supported by cATPBRP --- -1.18 -0.23 -2.21 0.06462978 0.3786 -4.61
265689_at hypothetical protein predicted by g --- AT2G24310 -1.16 -0.21 -2.21 0.0646569 0.3786 -4.61
261610_at hypothetical protein predicted by g --- AT1G49560 -1.34 -0.43 -2.21 0.06467808 0.3786 -4.61
252322_at putative protein putative zinc-finge--- AT3G48550 -1.47 -0.55 -2.21 0.06467179 0.3786 -4.61
256415_at unknown protein ; supported by ful --- AT3G11210 1.68 0.75 2.21 0.06460997 0.3786 -4.61
258991_at unknown protein contains Pfam pro--- AT3G08820 -1.20 -0.26 -2.21 0.0645593 0.3786 -4.61
250582_at transcription factor-like protein eth --- AT5G07580 -1.42 -0.51 -2.21 0.06458365 0.3786 -4.61
257140_at MYB family transcription factor (hsMYB30 AT3G28910 1.48 0.56 2.21 0.06467601 0.3786 -4.61
245899_at putative protein ALF4 AT5G11030 1.20 0.26 2.21 0.06471667 0.3787 -4.61
251429_at dynamin-like protein 4 (ADL4)  ; suADL1E AT3G60190 1.21 0.27 2.21 0.06475776 0.3787 -4.61
253218_at subtilisin-like serine protease similSLP2 AT4G34980 -1.42 -0.50 -2.21 0.06474688 0.3787 -4.61
245374_at hypothetical protein --- AT4G17620 -1.21 -0.28 -2.20 0.06480314 0.3789 -4.61
266327_at homeodomain transcription factor  ATHB-7 AT2G46680 1.45 0.54 2.20 0.06488552 0.3791 -4.62
251880_at hypothetical protein  ;supported by --- AT3G54290 1.27 0.34 2.20 0.06485715 0.3791 -4.62
248557_at transport inhibitor response 1 (TIRAFB5 AT5G49980 -1.22 -0.28 -2.20 0.06487563 0.3791 -4.62
249873_at ATP-dependent Clp protease prot NCLPP7 AT5G23140 1.21 0.27 2.20 0.06493988 0.3792 -4.62
251889_at putative protein probable lectin 2 p--- AT3G54080 1.43 0.52 2.20 0.064942 0.3792 -4.62
264835_at unknown protein similar to unknow--- AT1G03550 -1.14 -0.19 -2.20 0.06519037 0.3805 -4.62
248390_at importin alpha subunit IMPA-8 AT5G52000 -1.15 -0.20 -2.20 0.06520568 0.3805 -4.62
263854_at putative mutT domain protein atnudt5 AT2G04430 -1.18 -0.24 -2.20 0.06523377 0.3805 -4.62
259233_at hypothetical protein --- AT3G11380 -1.14 -0.19 -2.20 0.06521731 0.3805 -4.62
245282_at hypothetical protein ; supported by --- AT4G14990 -1.26 -0.33 -2.20 0.06525331 0.3805 -4.62
249357_at ribonucleoprotein -like ribonucleop--- AT5G40490 -1.23 -0.29 -2.20 0.06527199 0.3805 -4.62
254936_at predicted protein of unknown funct --- AT4G10790 1.15 0.20 2.20 0.06527607 0.3805 -4.62
261668_at 2-isopropylmalate synthase, putat MAML-4 AT1G18500 1.23 0.30 2.20 0.06530004 0.3806 -4.62
252661_at putative protein --- AT3G44450 -1.72 -0.78 -2.20 0.06537008 0.3809 -4.62
266804_at cyclophilin identical to GB:AF0204CYP5 AT2G29960 1.21 0.27 2.20 0.06540818 0.3810 -4.62
254565_at replication A protein-like replicatio --- AT4G19130 -1.15 -0.20 -2.20 0.06541926 0.3810 -4.62
263037_at conserved hypothetical protein --- AT1G23230 -1.23 -0.30 -2.20 0.06544097 0.3810 -4.62



255626_at coded for by A. thaliana cDNA T20--- AT4G00780 -1.23 -0.30 -2.20 0.06546407 0.3810 -4.62
248773_at kinesin-like protein FRA1 AT5G47820 1.25 0.32 2.20 0.06548962 0.3811 -4.62
264505_at putative nodulin protein, N21 Simi --- AT1G09380 -1.30 -0.38 -2.20 0.06554906 0.3811 -4.63
253858_at carbohydrate kinase - like protein --- AT4G27600 1.17 0.22 2.20 0.06556233 0.3811 -4.63
263172_at hypothetical protein predicted by g CID3 AT1G54170 -1.14 -0.19 -2.20 0.06556107 0.3811 -4.63
266468_at unknown protein ; supported by cD--- AT2G47960 1.22 0.29 2.20 0.06553475 0.3811 -4.63
257910_at hypothetical protein similar to hypo--- AT3G25580 1.23 0.29 2.20 0.06563809 0.3815 -4.63
252075_at putative protein saposin precursor --- AT3G51730 1.27 0.35 2.20 0.06566212 0.3815 -4.63
255475_at contains a short region of similarity--- AT4G02480 -1.24 -0.31 -2.20 0.06568015 0.3815 -4.63
251103_at putative protein protein phosphata--- AT5G01700 -1.27 -0.35 -2.20 0.06572078 0.3816 -4.63
252780_at alcohol dehydrogenase (ATA1)  ;suATA1 AT3G42960 -1.32 -0.40 -2.19 0.06583347 0.3822 -4.63
263853_at putative mutT domain protein --- AT2G04440 -1.29 -0.37 -2.19 0.06591795 0.3826 -4.63
254417_at putative protein ATFMN/FH AT4G21470 1.30 0.38 2.19 0.06594605 0.3826 -4.63
245250_at ethylene responsive element bindinATERF6 AT4G17490 2.69 1.43 2.19 0.06603647 0.3826 -4.63
246479_at hypothetical protein --- AT5G16060 1.19 0.26 2.19 0.06603862 0.3826 -4.63
256823_at hypothetical protein predicted by g --- AT3G22220 1.22 0.29 2.19 0.06604131 0.3826 -4.63
262312_at hypothetical protein similar to putatMLP28 AT1G70830 -4.42 -2.15 -2.19 0.0659996 0.3826 -4.63
261253_at unknown protein ;supported by full --- AT1G05840 1.28 0.36 2.19 0.06596799 0.3826 -4.63
267608_at hypothetical protein predicted by g --- AT2G26770 -1.20 -0.26 -2.19 0.06598047 0.3826 -4.63
263513_at unknown protein --- AT2G12400 -1.35 -0.43 -2.19 0.06653848 0.3827 -4.64
247327_at peroxidase (emb|CAA67551.1)  ;su--- AT5G64120 2.18 1.12 2.19 0.06646939 0.3827 -4.64
246831_at hexose transporter - like protein heMSS1 AT5G26340 -1.36 -0.44 -2.19 0.06649244 0.3827 -4.64
257264_at hypothetical protein contains Pfam --- AT3G22060 2.06 1.04 2.19 0.06629833 0.3827 -4.64
254218_at putative receptor kinase receptor-l--- AT4G23740 1.20 0.27 2.19 0.06612365 0.3827 -4.63
263705_at unknown protein contains similarityIMPL1 AT1G31190 -1.27 -0.34 -2.19 0.06636275 0.3827 -4.64
248869_at putative protein contains similarity --- AT5G46840 1.36 0.44 2.19 0.06634908 0.3827 -4.64
267535_at putative C2H2-type zinc finger protZFP8 AT2G41940 -1.39 -0.47 -2.19 0.06656204 0.3827 -4.64
265544_at putative cyclic nucleotide and  calmATCNGC15AT2G28260 -1.27 -0.34 -2.19 0.06615501 0.3827 -4.63
258358_at unknown protein similar to unknow--- AT3G14380 -1.20 -0.26 -2.19 0.06650297 0.3827 -4.64
252456_at hypersensitivity-related protein-like--- AT3G47170 -1.20 -0.26 -2.19 0.06644181 0.3827 -4.64
246727_at major latex protein homolog - like --- AT5G28010 1.26 0.33 2.19 0.06644182 0.3827 -4.64
247524_at thioredoxin-like 3  ; supported by c ACHT5 AT5G61440 1.72 0.79 2.19 0.06647082 0.3827 -4.64
247716_at putative protein predicted protein, --- AT5G59350 -1.32 -0.40 -2.19 0.06658793 0.3827 -4.64
261752_at putative AMP-binding protein conta--- AT1G76290 -1.20 -0.26 -2.19 0.06628699 0.3827 -4.64
246261_at unknown protein --- AT1G31810 1.20 0.27 2.19 0.06657797 0.3827 -4.64



257753_at 60S ribosomal protein, putative sim--- AT3G18740 1.31 0.39 2.19 0.06655606 0.3827 -4.64
246063_at putative protein predicted proteins --- AT5G19340 -1.17 -0.23 -2.19 0.06645449 0.3827 -4.64
254235_at putative Ap2 domain protein DNA-CRF2 AT4G23750 -1.18 -0.24 -2.19 0.06647807 0.3827 -4.64
254227_at putative protein chS-Rex-b - GalluBTI1 AT4G23630 -1.29 -0.37 -2.19 0.06626459 0.3827 -4.64
261961_at hypothetical protein predicted by g --- AT1G36510 -1.22 -0.28 -2.19 0.06612707 0.3827 -4.63
249376_at Expressed protein ; supported by f --- AT5G40645 -1.15 -0.20 -2.19 0.06623785 0.3827 -4.64
248910_at serine threonine protein kinase ; suCIPK20 AT5G45820 -1.38 -0.46 -2.19 0.06624026 0.3827 -4.64
267629_at putative DNA polymerase delta smPOLD2 AT2G42120 1.27 0.35 2.19 0.066316 0.3827 -4.64
244965_at hypothetical protein --- --- 1.29 0.37 2.19 0.06609815 0.3827 -4.63
257849_at unknown protein ECT5 AT3G13060 1.27 0.34 2.19 0.06650954 0.3827 -4.64
265636_at putative calcium binding protein --- AT2G27480 1.21 0.28 2.19 0.06619567 0.3827 -4.64
254057_at putative protein  ;supported by full- --- AT4G25170 1.38 0.46 2.19 0.06652247 0.3827 -4.64
253012_at putative protein Caenorhabditis ele--- AT4G37900 -1.20 -0.26 -2.19 0.06628022 0.3827 -4.64
265459_at unknown protein  ; supported by fu --- AT2G46540 1.17 0.22 2.19 0.06654119 0.3827 -4.64
247993_at putative protein similar to unknown--- AT5G56130 -1.24 -0.31 -2.19 0.06621999 0.3827 -4.64
247945_at putative protein contains similarity --- AT5G57150 -1.69 -0.75 -2.19 0.06615335 0.3827 -4.63
249592_at putative protein SIAH1 protein, Bra--- AT5G37890 -1.23 -0.30 -2.19 0.06664708 0.3829 -4.64
265359_at putative MYB family transcription faMYB7 AT2G16720 -1.61 -0.69 -2.19 0.06667635 0.3830 -4.64
259112_at putative 60S ribosomal protein  L22--- AT3G05560 1.43 0.51 2.18 0.06675706 0.3830 -4.64
254472_at putative protein predicted proteins --- --- -1.15 -0.20 -2.18 0.06671295 0.3830 -4.64
263271_s_at hypothetical protein predicted by g --- --- 1.14 0.19 2.18 0.06674253 0.3830 -4.64
258938_at germin-like protein similar to germi --- AT3G10080 2.17 1.12 2.18 0.06674281 0.3830 -4.64
257745_at unknown protein  ;supported by ful --- AT3G29240 1.65 0.72 2.19 0.06669775 0.3830 -4.64
253767_at 12S cruciferin seed storage proteinCRU3 AT4G28520 -1.19 -0.25 -2.18 0.06678469 0.3830 -4.64
258148_s_at DNA-directed RNA polymerase II NRPD2B AT3G18090 / -1.35 -0.43 -2.18 0.06688716 0.3835 -4.65
253769_at putative protein (fragment) proteinRIC7 AT4G28560 -1.24 -0.31 -2.18 0.06707161 0.3838 -4.65
248364_at fibrillarin 3 (AtFib3) similar to fibrilla--- AT5G52490 -1.16 -0.22 -2.18 0.06711132 0.3838 -4.65
262459_at hypothetical protein similar to hypo--- AT1G50400 -1.26 -0.34 -2.18 0.06702797 0.3838 -4.65
266449_at hypothetical protein predicted by g AT-P4H-1 AT2G43080 1.22 0.29 2.18 0.06710552 0.3838 -4.65
247538_at ABC family transporter - like prote ATH16 AT5G61700 -1.15 -0.20 -2.18 0.06700916 0.3838 -4.65
246068_at putative protein ribosomal protein --- AT5G20290 1.40 0.49 2.18 0.06708838 0.3838 -4.65
262399_at unknown protein ;supported by full --- AT1G49500 1.30 0.38 2.18 0.06701991 0.3838 -4.65
250151_at high affinity nitrate transporter - likATNRT2.7 AT5G14570 1.39 0.47 2.18 0.06710561 0.3838 -4.65
266627_at putative pre-mRNA splicing factor MEE29 AT2G35340 -1.21 -0.27 -2.18 0.06694898 0.3838 -4.65
260883_at hypothetical protein predicted by g --- AT1G29270 1.14 0.19 2.18 0.06702267 0.3838 -4.65



252148_at MS5-like protein --- AT3G51280 1.21 0.28 2.18 0.06704599 0.3838 -4.65
254142_at putative protein other predicted or --- AT4G24630 1.20 0.26 2.18 0.06713589 0.3838 -4.65
250577_at putative protein densin-180, Rattu --- AT5G07910 -1.16 -0.22 -2.18 0.06716755 0.3839 -4.65
262006_at hypothetical protein predicted by g --- AT1G64570 -1.19 -0.25 -2.18 0.06717965 0.3839 -4.65
250623_at peroxisomal Ca-dependent solute --- AT5G07320 -1.19 -0.25 -2.18 0.06721094 0.3839 -4.65
254754_at pectate lyase like protein pectate l --- AT4G13210 -1.16 -0.21 -2.18 0.06729114 0.3843 -4.65
252615_at serine/proline-rich  protein --- AT3G45230 1.32 0.40 2.18 0.06731644 0.3844 -4.65
248756_at sodium-dicarboxylate cotransporte TDT AT5G47560 1.42 0.51 2.18 0.06740105 0.3846 -4.65
253247_at Homeodomain - like protein similaBLH6 AT4G34610 -1.36 -0.44 -2.18 0.06739304 0.3846 -4.65
267336_at putative small heat shock protein  ;--- AT2G19310 -1.28 -0.36 -2.18 0.06740659 0.3846 -4.65
264761_at hypothetical protein predicted by g --- AT1G61280 1.17 0.23 2.18 0.06742736 0.3846 -4.65
256698_at unknown protein --- AT3G20680 1.23 0.30 2.18 0.06743848 0.3846 -4.65
253622_at cyclic nucleotide and calmodulin-r ATCNGC9 AT4G30560 -1.18 -0.24 -2.18 0.067522 0.3849 -4.66
251218_at CP12 protein precursor-like protei CP12-2 AT3G62410 -1.26 -0.33 -2.18 0.06753299 0.3849 -4.66
255066_at F-box protein family, AtFBW2 con --- AT4G08980 1.16 0.22 2.18 0.06757526 0.3851 -4.66
264487_at vacuolar protein sorting homolog aVPS45 AT1G77140 -1.16 -0.22 -2.18 0.06766558 0.3854 -4.66
265674_at unknown protein  ; supported by fu --- AT2G32190 1.74 0.80 2.18 0.06767357 0.3854 -4.66
258675_at putative nonspecific lipid-transfer pLTP6 AT3G08770 -1.19 -0.26 -2.17 0.06770036 0.3855 -4.66
262260_at major latex protein (MLP149), putaMLP34 AT1G70850 -1.29 -0.37 -2.17 0.06771966 0.3855 -4.66
255019_at putative protein IB1C3-1 protein, A--- AT4G10210 -1.17 -0.23 -2.17 0.06777698 0.3857 -4.66
266174_at hypothetical protein predicted by g --- AT2G02440 -1.14 -0.19 -2.17 0.06781472 0.3858 -4.66
253309_at male sterility 2-like protein male stCER4 AT4G33790 1.46 0.55 2.17 0.06788888 0.3860 -4.66
258105_at Expressed protein ; supported by f --- AT3G23605 1.39 0.48 2.17 0.06789445 0.3860 -4.66
261502_at hypothetical protein predicted by g AtHB31 AT1G14440 1.41 0.49 2.17 0.06789575 0.3860 -4.66
245176_at unknown protein similar to GP|210 --- AT2G47440 -1.54 -0.63 -2.17 0.06801824 0.3865 -4.66
249911_at glucosyltransferase-like protein  ; sCSLA02 AT5G22740 -1.89 -0.92 -2.17 0.06802516 0.3865 -4.66
253941_at putative protein --- AT4G26980 -1.17 -0.22 -2.17 0.0680215 0.3865 -4.66
251957_at putative protein predicted proteins --- AT3G53690 -1.21 -0.27 -2.17 0.06805059 0.3865 -4.66
250665_at unknown protein  ;supported by ful --- AT5G06980 1.25 0.32 2.17 0.06807877 0.3866 -4.66
265946_s_at putative WD-40 repeat protein, MSFVE AT2G19520 / 1.17 0.22 2.17 0.06812588 0.3866 -4.66
254526_at putative protein cyclin C homolog CYCT1;4 AT4G19600 -1.17 -0.23 -2.17 0.06812172 0.3866 -4.66
256286_at unknown protein --- AT3G12180 1.21 0.27 2.17 0.06822818 0.3866 -4.67
263000_at hypothetical protein similar to hypo--- AT1G54350 -1.21 -0.28 -2.17 0.06823346 0.3866 -4.67
261101_at transcription factor DREB1A, puta ddf2 AT1G63030 -1.25 -0.32 -2.17 0.06819149 0.3866 -4.66
253351_at putative protein hemolysin, 38K, S--- AT4G33700 -1.20 -0.26 -2.17 0.06818543 0.3866 -4.66



254643_at putative protein DNA polymerase --- AT4G18820 -1.20 -0.26 -2.17 0.06817804 0.3866 -4.66
259579_at P-glycoprotein, putative similar to PGP14 AT1G28010 1.85 0.89 2.17 0.06826442 0.3866 -4.67
251123_at putative protein predicted proteins --- AT5G01030 1.16 0.21 2.17 0.06815994 0.3866 -4.66
257392_at hypothetical protein FLA3 AT2G24450 -1.19 -0.25 -2.17 0.06826603 0.3866 -4.67
263014_at unknown protein similar to hypotheCAF2 AT1G23400 1.19 0.25 2.17 0.06822259 0.3866 -4.67
257822_at rotamase FKBP (ROF1) identical tROF1 AT3G25230 -1.56 -0.64 -2.17 0.06837097 0.3871 -4.67
248213_at putative protein similar to unknownAtGRF7 AT5G53660 -1.20 -0.26 -2.17 0.06842073 0.3873 -4.67
255227_at D123 -like protein protein D123, REDA35 AT4G05440 -1.25 -0.32 -2.17 0.06856442 0.3879 -4.67
264691_s_at putative reverse transcriptase --- --- -1.19 -0.25 -2.17 0.06856781 0.3879 -4.67
251055_at putative protein putative protein F4--- AT5G01710 / -1.17 -0.23 -2.17 0.0686218 0.3880 -4.67
245670_at mitochondrial protein (AtJ1), putat ATJ1 AT1G28210 -1.40 -0.49 -2.17 0.06862701 0.3880 -4.67
262346_at unknown protein similar to hypothe--- AT1G63980 1.26 0.34 2.16 0.06867975 0.3882 -4.67
254566_at hypothetical protein --- AT4G19240 1.25 0.32 2.16 0.06871154 0.3882 -4.67
246936_at putative protein hypothetical prote --- AT5G25360 -1.18 -0.24 -2.16 0.06870688 0.3882 -4.67
266743_at ribonuclease, RNS1 identical to ribRNS1 AT2G02990 / -2.38 -1.25 -2.16 0.06876231 0.3884 -4.67
263985_at unknown protein  ;supported by ful --- AT2G42750 -1.33 -0.41 -2.16 0.06876852 0.3884 -4.67
259507_at unknown protein --- AT1G43910 1.62 0.70 2.16 0.06882571 0.3884 -4.67
259793_at AP2-containing DNA-binding prote --- AT1G64380 -1.64 -0.71 -2.16 0.06880075 0.3884 -4.67
258559_at putative transcriptional regulator si ATCHR12 AT3G06010 1.24 0.31 2.16 0.06882373 0.3884 -4.67
255806_at fructokinase - like protein fructokin--- AT4G10260 -1.14 -0.19 -2.16 0.06887363 0.3886 -4.67
266262_at hypothetical protein predicted by g --- AT2G27590 1.36 0.44 2.16 0.06894741 0.3888 -4.68
249301_at putative protein similar to unknown--- AT5G41440 -1.23 -0.30 -2.16 0.06893531 0.3888 -4.68
263663_at putative malate dehydrogenase sim--- AT1G04410 1.18 0.24 2.16 0.06897106 0.3888 -4.68
264222_at hypothetical protein predicted by g --- AT1G60230 1.18 0.24 2.16 0.06900048 0.3889 -4.68
249659_s_at putative protein similar to unknown--- AT5G36710 / 1.26 0.33 2.16 0.06904976 0.3890 -4.68
246922_at serine/threonine protein kinase-likeCIPK25 AT5G25110 -1.32 -0.40 -2.16 0.06904299 0.3890 -4.68
246379_s_at 60S ribosomal protein L21, putativ--- AT1G57660 / 1.31 0.39 2.16 0.06910146 0.3891 -4.68
260483_at Barley Mlo protein isolog  ; supportMLO4 AT1G11000 1.28 0.35 2.16 0.0690853 0.3891 -4.68
254504_at putative protein RNPL, Homo sap --- AT4G20030 1.32 0.41 2.16 0.06921679 0.3896 -4.68
250324_at putative protein nitrilase/Fhit prote --- AT5G12040 1.23 0.30 2.16 0.06926189 0.3898 -4.68
247586_at mipC protein - like (aquaporin) mipPIP2;4 AT5G60660 1.19 0.25 2.16 0.06931193 0.3900 -4.68
264147_at receptor-like protein glossy1 (gl1),CER1 AT1G02205 3.67 1.88 2.16 0.0694081 0.3903 -4.68
259724_at putative serine/threonine-protein kiSNRK2.10 AT1G60940 1.26 0.33 2.16 0.06939544 0.3903 -4.68
266154_at putative cytochrome p450 --- AT2G12190 -1.29 -0.37 -2.16 0.06942483 0.3903 -4.68
254008_at hypothetical protein various predic--- AT4G26380 -1.19 -0.25 -2.16 0.06945565 0.3904 -4.68



261743_s_at protein serine/threonine phosphataBSL2 AT1G08420 / 1.18 0.24 2.16 0.06955079 0.3905 -4.68
253090_at beta-galactosidase like protein ; suBGAL3 AT4G36360 -2.08 -1.06 -2.16 0.06952321 0.3905 -4.68
250137_at rRNA methylase - like protein rRN--- AT5G15390 1.19 0.25 2.16 0.06954534 0.3905 -4.68
253693_at Thioredoxin - like protein thioredoxACHT2 AT4G29670 -1.33 -0.42 -2.16 0.06949206 0.3905 -4.68
258895_at putative epoxide hydrolase similar --- AT3G05600 -1.15 -0.20 -2.16 0.06951238 0.3905 -4.68
246944_at ubiquinol--cytochrome-c reductase--- AT5G25450 -1.20 -0.26 -2.16 0.06957113 0.3905 -4.68
263852_at putative mutT domain protein ATNUDT6 AT2G04450 2.40 1.27 2.16 0.06960966 0.3905 -4.68
252429_at H-protein promoter binding factor-2CDF3 AT3G47500 -1.31 -0.39 -2.16 0.06960618 0.3905 -4.68
257987_at fertilization-independent endospermFIE AT3G20740 1.18 0.24 2.15 0.06968662 0.3906 -4.69
259371_at unknown protein ;supported by full --- AT1G69080 -1.70 -0.76 -2.15 0.06967152 0.3906 -4.69
247479_at NAC - like protein OsNAC7, OryzaANAC101 AT5G62380 1.16 0.22 2.15 0.06968795 0.3906 -4.69
254498_at membrane-associated salt-inducibEMB1025 AT4G20090 -1.29 -0.36 -2.16 0.06963836 0.3906 -4.69
249047_at berberine bridge enzyme-like prote--- AT5G44410 1.21 0.27 2.15 0.06984009 0.3906 -4.69
247176_at acyl-CoA oxidase (gb|AAC13497.1ACX2 AT5G65110 1.31 0.39 2.15 0.06984394 0.3906 -4.69
261823_at hypothetical protein predicted by g PYM AT1G11400 1.19 0.25 2.15 0.06974893 0.3906 -4.69
245121_at 60S ribosomal protein L7A  ;suppo--- AT2G47610 1.40 0.48 2.15 0.0697381 0.3906 -4.69
251948_at diaminopimelate epimerase - like --- AT3G53580 1.22 0.28 2.15 0.06979808 0.3906 -4.69
247226_at putative protein contains similarity --- AT5G65100 -1.15 -0.20 -2.15 0.0697442 0.3906 -4.69
258743_s_at shaggy related protein kinase, AS ATSK12 AT3G05840 / -1.22 -0.28 -2.15 0.06984438 0.3906 -4.69
258075_at homocysteine S-methyltransferaseHMT-1 AT3G25900 2.26 1.17 2.15 0.06984922 0.3906 -4.69
265819_at Expressed protein ; supported by f --- AT2G17972 1.22 0.29 2.15 0.06982664 0.3906 -4.69
255107_at hypothetical protein --- AT4G08730 -1.24 -0.31 -2.15 0.06990121 0.3908 -4.69
250692_at putative protein strong similarity to --- AT5G06560 1.20 0.27 2.15 0.06995785 0.3910 -4.69
245056_at putative glucosyltransferase UGT76D1 AT2G26480 -1.28 -0.36 -2.15 0.07001533 0.3912 -4.69
245042_at hypothetical protein predicted by g HEMD AT2G26540 -1.36 -0.45 -2.15 0.07022406 0.3913 -4.69
245612_at carnitine racemase like protein HCD1 AT4G14440 1.74 0.80 2.15 0.07014729 0.3913 -4.69
247834_at cinnamoyl-CoA reductase - like pr --- AT5G58490 -1.16 -0.22 -2.15 0.07015697 0.3913 -4.69
265539_at unknown protein --- AT2G15830 1.56 0.64 2.15 0.07007803 0.3913 -4.69
252417_at putative calcium-binding protein ca--- AT3G47480 2.37 1.24 2.15 0.07010027 0.3913 -4.69
256250_at integral membrane protein, putativ--- AT3G11320 -1.26 -0.33 -2.15 0.07009228 0.3913 -4.69
257553_at unknown protein contains Pfam prTPR2 AT3G16830 1.31 0.39 2.15 0.0700506 0.3913 -4.69
255333_at putative polyprotein --- --- -1.16 -0.22 -2.15 0.07018668 0.3913 -4.69
260287_at unknown protein contains two Kelc--- AT1G80440 1.33 0.41 2.15 0.0702297 0.3913 -4.69
263845_at phenylalanine ammonia lyase (PALpal1 AT2G37040 -1.82 -0.86 -2.15 0.07021913 0.3913 -4.69
248578_at putative protein contains similarity emb1879 AT5G49820 1.26 0.34 2.15 0.070226 0.3913 -4.69



254321_at trehalose-6-phosphate phosphata CPuORF27AT4G22590 / -1.36 -0.44 -2.15 0.07013937 0.3913 -4.69
258485_at putative stearoyl-acyl carrier protei --- AT3G02630 1.14 0.19 2.15 0.07029362 0.3913 -4.69
255601_at putative protein (fragment) various--- AT4G01030 1.21 0.28 2.15 0.07030171 0.3913 -4.69
267464_at putative pectinesterase --- AT2G19150 -1.19 -0.26 -2.15 0.0703088 0.3913 -4.69
259874_at unknown protein --- AT1G76660 1.28 0.35 2.15 0.07029294 0.3913 -4.69
265332_at hypothetical protein predicted by g --- AT2G18410 1.23 0.30 2.15 0.07037732 0.3914 -4.70
249748_at thaumatin-like protein --- AT5G24620 -1.20 -0.27 -2.15 0.0703818 0.3914 -4.70
258047_at putative 4-coumarate:CoA ligase 24CL2 AT3G21240 -1.93 -0.95 -2.15 0.07034459 0.3914 -4.70
256134_at aminoalcoholphosphotransferase i AAPT1 AT1G13560 1.17 0.22 2.15 0.07036973 0.3914 -4.70
250626_at putative protein p100 co-activator --- AT5G07350 -1.19 -0.25 -2.15 0.07040103 0.3914 -4.70
258689_at putative GTPase activating protein --- AT3G07940 -1.16 -0.22 -2.15 0.07055161 0.3915 -4.70
245219_at viral resistance protein, putative si --- AT1G58807 / -1.18 -0.24 -2.15 0.07049827 0.3915 -4.70
260777_at mitochondrial carrier protein, putat--- AT1G14560 -1.19 -0.25 -2.15 0.07053425 0.3915 -4.70
249508_at unknown protein --- AT5G38380 1.18 0.24 2.15 0.07047693 0.3915 -4.70
246962_s_at transcription factor-like protein lighBZIP9 AT5G24800 1.36 0.45 2.15 0.07054992 0.3915 -4.70
244912_at cytochrome c biogenesis orf382 Pr--- AT2G07783 -1.28 -0.35 -2.15 0.07047792 0.3915 -4.70
245917_at putative protein HCNP, Homo sap--- AT5G28740 -1.20 -0.26 -2.15 0.07050646 0.3915 -4.70
250737_at putative protein similar to unknown--- AT5G06370 1.26 0.34 2.15 0.070504 0.3915 -4.70
253698_at nucleotide pyrophosphatase - like --- AT4G29680 -1.18 -0.24 -2.15 0.07063686 0.3917 -4.70
246921_at putative protein small unique nucle--- AT5G25080 1.30 0.37 2.15 0.07063963 0.3917 -4.70
263165_at putataive transport protein Similar --- AT1G03060 1.15 0.21 2.15 0.070651 0.3917 -4.70
262296_at putative cyclin similar to cyclin GB:CYCT1;3 AT1G27630 -1.17 -0.23 -2.14 0.07071054 0.3920 -4.70
266916_at hypothetical protein predicted by g --- AT2G45860 1.31 0.39 2.14 0.07073206 0.3920 -4.70
250769_at putative protein similar to unknown--- AT5G05680 1.36 0.45 2.14 0.07079089 0.3922 -4.70
264435_at putative glutathione S-transferase ATGSTU18AT1G10360 -1.36 -0.44 -2.14 0.07084048 0.3922 -4.70
266112_x_at hypothetical protein predicted by g --- --- -1.22 -0.29 -2.14 0.07084727 0.3922 -4.70
253288_at hypothetical protein --- AT4G34310 -1.20 -0.26 -2.14 0.0708374 0.3922 -4.70
258184_at two-component phosphorelay medAHP1 AT3G21510 -1.27 -0.34 -2.14 0.07096346 0.3924 -4.70
245674_at chitinase, putative similar to chitina--- AT1G56680 -1.16 -0.22 -2.14 0.07094925 0.3924 -4.70
257881_at putative serine carboxypeptidase I scpl33 AT3G17180 -1.24 -0.31 -2.14 0.07091996 0.3924 -4.70
267152_at hypothetical protein predicted by g --- AT2G31040 -1.28 -0.35 -2.14 0.07094308 0.3924 -4.70
247262_at putative protein contains similarity AtFAAH AT5G64440 1.20 0.26 2.14 0.07093574 0.3924 -4.70
256360_at hypothetical protein --- AT1G66440 -1.27 -0.34 -2.14 0.07103988 0.3926 -4.70
254069_at putative protein similarity to antiseATNUDT10AT4G25434 -1.27 -0.35 -2.14 0.07104524 0.3926 -4.71
264043_at putative cyclin D CYCD2;1 AT2G22490 1.16 0.22 2.14 0.07108923 0.3926 -4.71



253518_at hypothetical protein --- AT4G31400 1.23 0.29 2.14 0.0710728 0.3926 -4.71
253874_at putative protein stem-specific prot --- AT4G27450 1.53 0.61 2.14 0.07108044 0.3926 -4.71
264876_at hypothetical protein --- AT2G17410 -1.19 -0.26 -2.14 0.07112146 0.3927 -4.71
264833_at putative protein phosphatase simila--- AT1G03590 -1.32 -0.40 -2.14 0.0711744 0.3929 -4.71
263099_at putative non-LTR retroelement rev --- --- -1.25 -0.32 -2.14 0.07120434 0.3930 -4.71
256442_at hypothetical protein predicted by g --- AT3G10930 2.38 1.25 2.14 0.07123971 0.3931 -4.71
256649_at serine/arginine-rich protein, putativSCL30A AT3G13570 1.25 0.32 2.14 0.07127175 0.3931 -4.71
258252_at putative polygalacturonase similar --- AT3G15720 -1.42 -0.50 -2.14 0.07126949 0.3931 -4.71
263134_at dTDP-glucose 4,6-dehydratase, p RHM1 AT1G78570 -1.28 -0.36 -2.14 0.07132375 0.3932 -4.71
251528_at putative protein hypothetical prote --- AT3G58600 1.23 0.29 2.14 0.07132336 0.3932 -4.71
247149_at unknown protein  ;supported by ful --- AT5G65660 1.44 0.53 2.14 0.07135218 0.3932 -4.71
261524_at hypothetical protein predicted by g --- AT1G14300 1.21 0.28 2.14 0.07139378 0.3934 -4.71
251469_at putative protein strictosidine synth --- AT3G59530 -1.16 -0.22 -2.14 0.07143329 0.3934 -4.71
253000_at putative protein other predicted pro--- AT4G38360 -1.23 -0.30 -2.14 0.07142923 0.3934 -4.71
266760_at putative RAV-like B3 domain DNA NGA1 AT2G46870 -1.25 -0.32 -2.14 0.07154371 0.3939 -4.71
257628_at cytochrome P450, putative containCYP71B26 AT3G26290 1.45 0.54 2.14 0.07170497 0.3940 -4.71
262890_at nucleoporin, putative similar to nucNUP155 AT1G14850 1.30 0.38 2.13 0.07172592 0.3940 -4.71
244944_s_at ribosomal protein L16 --- --- -1.28 -0.36 -2.14 0.0716448 0.3940 -4.71
258430_at phospholipase D, putative similar PLDP1 AT3G16785 -1.16 -0.21 -2.14 0.07162674 0.3940 -4.71
247556_at putative protein predicted protein, --- AT5G61040 -1.24 -0.31 -2.14 0.07169092 0.3940 -4.71
259378_at unknown protein  supported by full --- AT3G16310 1.43 0.52 2.14 0.07159067 0.3940 -4.71
262657_at ribonuclease contains similarity to --- AT1G14210 1.51 0.59 2.14 0.07167532 0.3940 -4.71
256834_at cyclophilin, putative similar to cycl --- AT3G22920 -1.16 -0.22 -2.13 0.0717481 0.3940 -4.71
253645_at putative protein G protein beta subVIP3 AT4G29830 1.17 0.23 2.13 0.07174383 0.3940 -4.71
253094_at putative protein DnaJ-like protein, --- AT4G37480 1.15 0.20 2.14 0.07165995 0.3940 -4.71
252961_at putative protein KIAA0169 gene, H--- AT4G38760 -1.21 -0.28 -2.14 0.07165673 0.3940 -4.71
264210_at putative myb-related transcription MYB3 AT1G22640 1.29 0.37 2.13 0.0718003 0.3940 -4.72
254711_at putative protein --- AT4G18060 1.21 0.28 2.13 0.07179088 0.3940 -4.72
259322_at unknown protein --- AT3G05270 -1.24 -0.31 -2.13 0.07180311 0.3940 -4.72
258480_at unknown protein  ;supported by ful --- AT3G02640 1.20 0.27 2.13 0.07182629 0.3940 -4.72
266948_at unknown protein --- AT2G18850 1.34 0.43 2.13 0.07184763 0.3940 -4.72
245044_at unknown protein Alternative splice --- AT2G26500 1.14 0.19 2.13 0.07190865 0.3940 -4.72
245272_at hypothetical protein ; supported by --- AT4G17250 1.41 0.50 2.13 0.07194643 0.3940 -4.72
251107_at putative protein several hypothetica--- AT5G01610 1.23 0.29 2.13 0.071941 0.3940 -4.72
260128_at hypothetical protein similar to Yml0--- AT1G36310 1.20 0.26 2.13 0.07192241 0.3940 -4.72



259563_s_at hypothetical protein --- AT1G20590 / 1.16 0.21 2.13 0.07188869 0.3940 -4.72
263044_at spore germination protein c2 simil --- AT1G23360 1.19 0.25 2.13 0.07195112 0.3940 -4.72
264423_at hypothetical protein predicted by g --- AT1G61690 1.22 0.29 2.13 0.07198608 0.3941 -4.72
248005_at unknown protein --- AT5G56240 -1.24 -0.31 -2.13 0.07203706 0.3943 -4.72
248944_at putative protein similar to unknown--- AT5G45500 1.25 0.32 2.13 0.07209199 0.3945 -4.72
245595_at hypothetical protein --- AT4G14170 -1.16 -0.22 -2.13 0.07213837 0.3947 -4.72
262565_at hypothetical protein predicted by g --- AT1G34320 1.19 0.25 2.13 0.0721772 0.3947 -4.72
267346_at coronatine-insensitive 1 (COI1), A COI1 AT2G39940 1.25 0.33 2.13 0.07217586 0.3947 -4.72
264918_at interferon-induced GTP-binding pr--- AT1G60530 -1.18 -0.24 -2.13 0.07219104 0.3947 -4.72
256625_at uteroglobin promoter-binding prote--- AT3G20010 -1.33 -0.41 -2.13 0.07222524 0.3948 -4.72
248941_s_at putative protein similar to unknown--- AT5G45460 / 1.23 0.30 2.13 0.07224666 0.3948 -4.72
251120_at chloroplast ribosomal L1 - like pro --- AT3G63490 1.24 0.31 2.13 0.07232818 0.3952 -4.72
259422_at unknown protein --- AT1G13810 1.29 0.36 2.13 0.072461 0.3957 -4.72
259920_at putative phenylalanyl-tRNA synthe --- AT1G72550 1.18 0.24 2.13 0.07246092 0.3957 -4.72
260540_at hypothetical protein predicted by g --- AT2G43500 -1.16 -0.21 -2.13 0.07253151 0.3960 -4.73
266828_at putative flavonol 3-O-glucosyltrans --- AT2G22930 -1.15 -0.21 -2.13 0.07255342 0.3960 -4.73
259549_at unknown protein ;supported by full --- AT1G35290 1.18 0.24 2.13 0.07258051 0.3961 -4.73
251686_at putative protein hypothetical protei ATATG18DAT3G56440 -1.17 -0.22 -2.13 0.07266037 0.3963 -4.73
247797_at predicted protein --- AT5G58780 -1.22 -0.28 -2.13 0.07264614 0.3963 -4.73
247005_at adenylylsulfate kinase-like protein  --- AT5G67520 -1.26 -0.33 -2.13 0.07272254 0.3963 -4.73
247407_at putative protein predicted proteins --- AT5G62900 1.25 0.32 2.13 0.07270465 0.3963 -4.73
246754_at transcription factor - like protein H NF-YC8 AT5G27910 -1.25 -0.33 -2.13 0.07273512 0.3963 -4.73
247243_at nodulin-like protein --- AT5G64700 -1.32 -0.40 -2.13 0.07274398 0.3963 -4.73
260363_at unknown protein similar to hypothe--- AT1G70550 -1.24 -0.31 -2.13 0.07275305 0.3963 -4.73
265116_at unknown protein ; supported by ful --- AT1G62480 2.24 1.16 2.12 0.07286244 0.3968 -4.73
248704_at putative protein pectinesterase-likesks3 AT5G48450 -1.26 -0.33 -2.12 0.07290544 0.3970 -4.73
261801_at hypothetical protein similar to hypoAAE14 AT1G30520 1.26 0.34 2.12 0.07297358 0.3970 -4.73
263864_at hypothetical protein predicted by g CPZ AT2G04530 1.19 0.26 2.12 0.07295279 0.3970 -4.73
253921_at glutamine amidotransferase/cyclasAT-HF AT4G26900 1.21 0.27 2.12 0.07300899 0.3970 -4.73
264420_at hypothetical protein predicted by g --- AT1G43320 -1.16 -0.21 -2.12 0.07299333 0.3970 -4.73
262315_at unknown protein ;supported by full --- AT1G70990 1.43 0.52 2.12 0.0729891 0.3970 -4.73
267144_at unknown protein GPAT6 AT2G38110 1.50 0.59 2.12 0.07299068 0.3970 -4.73
249846_at cation-transporting ATPase --- AT5G23630 -1.15 -0.20 -2.12 0.07307234 0.3972 -4.73
267442_at unknown protein  ;supported by ful --- AT2G19080 1.16 0.21 2.12 0.07314411 0.3975 -4.73
258003_at expansin At-EXP5 identical to expaEXPA5 AT3G29030 -1.79 -0.84 -2.12 0.07321576 0.3975 -4.73



247644_s_at translation elongation factor eEF-1 --- AT1G07920 / 1.18 0.24 2.12 0.07318845 0.3975 -4.73
249020_at helicase-like protein CHR4 AT5G44800 1.21 0.28 2.12 0.07324191 0.3975 -4.73
263979_at En/Spm-like transposon protein relPDF1 AT2G42840 -1.27 -0.35 -2.12 0.07324936 0.3975 -4.73
260275_at hypothetical protein predicted by g --- AT1G80610 -1.18 -0.24 -2.12 0.07319362 0.3975 -4.73
250696_at putative protein similar to unknown--- AT5G06790 1.13 0.18 2.12 0.07320059 0.3975 -4.73
265088_at hypothetical protein similar to DNASWI2 AT1G03750 1.15 0.20 2.12 0.07350133 0.3975 -4.74
257515_at zinc finger protein, putative similarDOT5 AT1G13290 -1.17 -0.22 -2.12 0.07351171 0.3975 -4.74
250852_at putative protein BRL protein, Hom--- AT5G04670 -1.15 -0.21 -2.12 0.07348417 0.3975 -4.74
263638_at unknown protein --- AT2G25310 1.15 0.20 2.12 0.07352867 0.3975 -4.74
262544_at hypothetical protein predicted by g --- AT1G15420 -1.22 -0.28 -2.12 0.07345959 0.3975 -4.74
267561_at putative protein kinase contains a p--- AT2G45590 -1.34 -0.42 -2.12 0.07347503 0.3975 -4.74
253607_at small nuclear ribonucleoprotein ho--- AT4G30330 1.26 0.33 2.12 0.07336063 0.3975 -4.74
255150_at putative xylan endohydrolase --- AT4G08160 1.33 0.42 2.12 0.0734118 0.3975 -4.74
267253_at putative serine carboxypeptidase I --- AT2G22960 -1.15 -0.20 -2.12 0.0733761 0.3975 -4.74
263879_at hypothetical protein predicted by g --- AT2G22030 -1.16 -0.21 -2.12 0.07342279 0.3975 -4.74
264738_at unknown protein contains similarity--- AT1G62250 -1.23 -0.30 -2.12 0.07339669 0.3975 -4.74
256443_at hypothetical protein similar to hypo--- AT3G10960 -1.37 -0.46 -2.12 0.07332066 0.3975 -4.74
254937_at putative aldolase similar to 2,4-dih--- AT4G10750 1.16 0.22 2.12 0.07342151 0.3975 -4.74
252561_at histone H2B  ;supported by full-len HTB9 AT3G45980 1.28 0.36 2.12 0.07327404 0.3975 -4.74
257388_at putative non-LTR retroelement rev --- --- -1.13 -0.18 -2.12 0.07345204 0.3975 -4.74
262719_at hypothetical protein predicted by g --- --- 1.19 0.25 2.12 0.07345774 0.3975 -4.74
254467_at receptor protein kinase - like prote--- AT4G20450 -1.21 -0.28 -2.12 0.07362378 0.3980 -4.74
245936_at putative protein predicted proteins --- AT5G19850 -1.24 -0.31 -2.12 0.07365553 0.3980 -4.74
263532_s_at putative protein RIO1 protein, Sac--- AT2G24990 / 1.26 0.34 2.12 0.07367435 0.3980 -4.74
253496_at glutathione peroxidase - like prote ATGPX7 AT4G31870 -1.67 -0.74 -2.11 0.07405573 0.3982 -4.75
258538_at putative tRNA pseudouridine synth--- AT3G06950 1.17 0.23 2.11 0.07395697 0.3982 -4.74
262326_at hypothetical protein similar to putat--- AT1G64140 / -1.16 -0.21 -2.11 0.07392855 0.3982 -4.74
259036_at putative laccase similar to laccase LAC7 AT3G09220 -1.16 -0.21 -2.11 0.07395892 0.3982 -4.74
258482_at putative chaperonin similar to chap--- AT3G02530 1.22 0.29 2.11 0.07402331 0.3982 -4.75
252424_at putative protein activating signal c --- AT3G47610 1.25 0.32 2.12 0.07374561 0.3982 -4.74
264588_at unknown protein contains similarity--- AT2G17730 1.43 0.52 2.12 0.07383173 0.3982 -4.74
261225_at unknown protein ;supported by full --- AT1G20100 1.17 0.22 2.11 0.07402911 0.3982 -4.75
254121_at putative protein putative protein F6--- AT4G24760 1.36 0.44 2.11 0.07391437 0.3982 -4.74
252449_at FtsH protease, putative contains sftsh7 AT3G47060 -1.14 -0.19 -2.12 0.073814 0.3982 -4.74
262091_at Myb-family transcription factor, pu MYB72 AT1G56160 -1.17 -0.23 -2.11 0.07394449 0.3982 -4.74



266634_at putative G-box binding bZIP transc--- AT2G35530 -1.17 -0.22 -2.12 0.07382702 0.3982 -4.74
265688_at putative calmodulin-binding protein--- AT2G24300 1.14 0.19 2.11 0.07391505 0.3982 -4.74
248903_at 3-oxoacyl-[acyl-carrier-protein] synKAS I AT5G46290 1.36 0.45 2.11 0.07400087 0.3982 -4.74
265261_at putative APG isolog protein --- AT2G42990 1.72 0.78 2.12 0.07382534 0.3982 -4.74
247170_at putative protein contains similarity --- AT5G65530 -1.15 -0.20 -2.11 0.07405033 0.3982 -4.75
251483_at putative protein hypothetical prote --- AT3G59650 1.21 0.28 2.11 0.07389029 0.3982 -4.74
245073_at putative glucosyltransferase --- AT2G23210 -1.19 -0.25 -2.11 0.07405173 0.3982 -4.75
266691_at hypothetical protein predicted by g --- AT2G19890 1.21 0.27 2.11 0.07398498 0.3982 -4.74
266842_at FtsH protease, putative contains sftsh4 AT2G26140 -1.21 -0.28 -2.11 0.07397488 0.3982 -4.74
251665_at responce reactor 4  ; supported by ARR9 AT3G57040 1.57 0.65 2.11 0.07409476 0.3983 -4.75
262754_at putative inosine-5-monophosphate --- AT1G16350 1.22 0.28 2.11 0.07410743 0.3983 -4.75
253537_at putative protein  ; supported by full HCF153 AT4G31560 1.20 0.26 2.11 0.07419914 0.3983 -4.75
247612_at ATPase - like protein ATPase, Sol--- AT5G60730 1.20 0.26 2.11 0.07416319 0.3983 -4.75
250637_at glycine-rich protein atGRP-7 GRP17 AT5G07530 -1.19 -0.25 -2.11 0.07413787 0.3983 -4.75
248649_at putative protein contains similarity APRR4 AT5G49240 -1.21 -0.27 -2.11 0.07420374 0.3983 -4.75
248270_at putative protein similar to unknownORG1 AT5G53450 -1.46 -0.55 -2.11 0.07417912 0.3983 -4.75
259669_at short chain alcohol dehydrogenas ABA2 AT1G52340 1.23 0.30 2.11 0.07413451 0.3983 -4.75
267611_at unknown protein SPX2 AT2G26660 1.36 0.44 2.11 0.0742979 0.3986 -4.75
247065_s_at disease resistance protein-like --- AT5G66900 / 1.24 0.32 2.11 0.07428457 0.3986 -4.75
264261_at putative nicotianamine synthase si NAS3 AT1G09240 1.94 0.96 2.11 0.07433238 0.3986 -4.75
264531_at hypothetical protein predicted by g --- AT1G30790 -1.17 -0.23 -2.11 0.07433989 0.3986 -4.75
258630_at putative CCHC-type zinc finger pro--- AT3G02820 1.29 0.37 2.11 0.07437791 0.3987 -4.75
249000_at putative protein contains similarity --- AT5G44980 -1.19 -0.25 -2.11 0.07445385 0.3990 -4.75
245039_at putative beta-1,3-glucanase  ;supp--- AT2G26600 -1.19 -0.25 -2.11 0.07449427 0.3991 -4.75
252060_at putative protein other hypothetical PAD4 AT3G52430 1.79 0.84 2.11 0.07447919 0.3991 -4.75
247424_at LIM7 - like protein LIM7, Lilium lonAtVEX1 AT5G62850 -1.19 -0.24 -2.11 0.07451983 0.3991 -4.75
260980_at hypothetical protein predicted by g --- AT1G53600 -1.26 -0.34 -2.11 0.07455915 0.3992 -4.75
263251_at unknown protein  ; supported by cD--- AT2G31410 1.40 0.49 2.11 0.07464515 0.3995 -4.75
250421_at putative protein OCP3 AT5G11270 1.24 0.31 2.11 0.07464556 0.3995 -4.75
253567_at protein kinase-like protein serine/t --- AT4G31230 -1.25 -0.32 -2.11 0.07476343 0.3997 -4.75
264735_s_at hypothetical protein similar to hypo--- AT1G62000 / -1.24 -0.31 -2.11 0.0747249 0.3997 -4.75
247724_at putative protein predicted protein, MBD6 AT5G59380 1.17 0.22 2.11 0.07474948 0.3997 -4.75
248105_at cell division protein FtsZ chloroplasFTSZ1-1 AT5G55280 1.25 0.33 2.11 0.07473922 0.3997 -4.75
262772_at puative calcium-transporting ATPa ACA.l AT1G13210 -1.41 -0.50 -2.11 0.07475714 0.3997 -4.75
261421_at hypothetical protein similar to unknIQD30 AT1G18840 1.50 0.58 2.11 0.074804 0.3997 -4.76



247765_at cytochrome P450 CYP86A1 CYP86A1 AT5G58860 1.38 0.47 2.11 0.07480449 0.3997 -4.76
248327_at putative protein similar to unknown--- AT5G52750 2.66 1.41 2.10 0.07496739 0.4004 -4.76
254890_at phospholipid hydroperoxide glutathATGPX6 AT4G11600 -1.19 -0.25 -2.10 0.07496885 0.4004 -4.76
255113_at putative protein various hypothetic--- --- -1.17 -0.22 -2.10 0.07500564 0.4005 -4.76
246596_at CARBONIC ANHYDRASE 2  ; supCA2 AT5G14740 1.18 0.24 2.10 0.07507809 0.4008 -4.76
256017_at unknown protein ;supported by full JAZ1 AT1G19180 -1.71 -0.77 -2.10 0.07510173 0.4008 -4.76
262790_at putative translation initiation factor TIF3H1 AT1G10840 1.13 0.18 2.10 0.07515612 0.4009 -4.76
256067_at unknown protein ;supported by full --- AT1G07170 1.25 0.32 2.10 0.07516506 0.4009 -4.76
248692_s_at hypothetical protein --- AT4G15070 / 1.19 0.25 2.10 0.075145 0.4009 -4.76
254915_s_at cysteine proteinase contains simila--- AT4G11310 / -2.20 -1.14 -2.10 0.07519163 0.4009 -4.76
257193_at Expressed protein ; supported by f --- AT3G13160 1.16 0.21 2.10 0.075267 0.4012 -4.76
262846_at endomembrane protein, putative s--- AT1G14670 1.20 0.26 2.10 0.07537496 0.4013 -4.76
261833_at ATP citrate-lyase, putative similar ACLA-1 AT1G10670 1.18 0.24 2.10 0.07539842 0.4013 -4.76
253714_at putative protein adaptor protein - H--- AT4G29380 1.18 0.24 2.10 0.07538321 0.4013 -4.76
263173_at hypothetical protein predicted by g BRX-LIKE3 AT1G54180 -1.16 -0.21 -2.10 0.07540467 0.4013 -4.76
262866_at cytochrome p450, putative similar CYP89A6 AT1G64940 -1.15 -0.20 -2.10 0.07538942 0.4013 -4.76
259720_at hypothetical protein predicted by g --- AT1G61080 -1.21 -0.27 -2.10 0.07540332 0.4013 -4.76
261424_at unknown protein --- AT1G18700 1.14 0.19 2.10 0.07538714 0.4013 -4.76
266072_at putative trehalose-6-phosphate synATTPS11 AT2G18700 1.34 0.42 2.10 0.07550951 0.4015 -4.76
262068_at splicing factor Prp8, putative similaSUS2 AT1G80070 1.27 0.34 2.10 0.07546612 0.4015 -4.76
266744_at putative nucleoside triphosphatase--- AT2G02970 -1.15 -0.20 -2.10 0.0755007 0.4015 -4.76
265554_at hypothetical protein predicted by g --- AT2G07505 -1.15 -0.20 -2.10 0.07548575 0.4015 -4.76
263379_at putative CCCH-type zinc finger proCZF1 AT2G40140 2.00 1.00 2.10 0.07555209 0.4015 -4.77
254158_at putative protein dihydrofolate redu--- AT4G24380 -2.04 -1.03 -2.10 0.07554185 0.4015 -4.77
258717_at unknown protein  ; supported by cDSYP71 AT3G09740 1.14 0.19 2.10 0.0756537 0.4018 -4.77
258643_at unknown protein  ;supported by ful ATAB2 AT3G08010 1.15 0.20 2.10 0.07565405 0.4018 -4.77
265031_at serine/threonine protein kinase, pu--- AT1G61590 1.15 0.20 2.10 0.07562941 0.4018 -4.77
262531_at putative leucine-rich receptor prote--- AT1G17230 / -1.26 -0.33 -2.10 0.07570815 0.4019 -4.77
248322_at putative protein similar to unknown--- AT5G52760 3.67 1.87 2.10 0.07569308 0.4019 -4.77
257972_at putative protein kinase, ATN1 alm ATN1 AT3G27560 1.20 0.26 2.10 0.07578534 0.4019 -4.77
248677_at unknown protein --- AT5G48860 -1.19 -0.25 -2.10 0.07575475 0.4019 -4.77
259173_at beta-glucosidase identical to beta-gBGLU25 AT3G03640 1.36 0.44 2.10 0.0757643 0.4019 -4.77
254560_at kinase-like protein protein kinase r--- AT4G19110 / -1.15 -0.20 -2.10 0.07577877 0.4019 -4.77
260327_at putative RING zinc finger protein P--- AT1G63840 1.33 0.41 2.10 0.0758309 0.4019 -4.77
257080_at unknown protein --- AT3G15240 -1.14 -0.19 -2.10 0.0758399 0.4019 -4.77



247109_at putative protein similar to unknownATPSK5 AT5G65870 -1.43 -0.52 -2.10 0.07583729 0.4019 -4.77
265567_at unknown protein predicted by gene--- AT2G05580 -1.22 -0.28 -2.10 0.07588018 0.4020 -4.77
259025_at hypothetical protein predicted by g --- --- -1.24 -0.32 -2.10 0.07586588 0.4020 -4.77
245621_at AMP-binding protein AAE15 AT4G14070 1.28 0.36 2.10 0.07592878 0.4020 -4.77
256904_at unknown protein --- AT3G23980 -1.15 -0.20 -2.10 0.07592405 0.4020 -4.77
251297_at germin-like protein (GLP10) GLP10 AT3G62020 1.57 0.65 2.10 0.07599265 0.4022 -4.77
259727_at ferrodoxin precursor identical to FEFED A AT1G60950 1.15 0.21 2.10 0.07598006 0.4022 -4.77
247823_at putative protein predicted proteins --- AT5G58450 -1.14 -0.19 -2.09 0.07604299 0.4024 -4.77
256119_at guanine nucleotide regulatory prot--- AT1G18070 -1.19 -0.25 -2.09 0.07608424 0.4025 -4.77
261628_at hypothetical protein predicted by g --- AT1G50000 -1.16 -0.21 -2.09 0.07614459 0.4027 -4.77
259642_at hypothetical protein predicted by g --- AT1G69030 -1.29 -0.37 -2.09 0.07624826 0.4029 -4.77
256855_at 30S ribosomal protein S20 contain --- AT3G15190 1.23 0.30 2.09 0.07626397 0.4029 -4.77
256225_at unknown protein ; supported by ful --- AT1G56220 1.27 0.35 2.09 0.07619869 0.4029 -4.77
260247_at putative disease resistance proteinAtRLP16 AT1G74200 -1.15 -0.20 -2.09 0.07621975 0.4029 -4.77
252893_at hypothetical protein --- AT4G39420 -1.14 -0.18 -2.09 0.07625481 0.4029 -4.77
253889_at forever young gene (FEY) FEY AT4G27760 1.15 0.21 2.09 0.0764612 0.4033 -4.78
265602_at putative retroelement pol polyprote--- --- -1.21 -0.27 -2.09 0.07642941 0.4033 -4.78
245719_at DNA gyrase subunit B - like protein--- AT5G04110 -1.17 -0.23 -2.09 0.07639872 0.4033 -4.78
265238_s_at hypothetical protein --- AT2G07696 -1.28 -0.36 -2.09 0.07643064 0.4033 -4.78
265378_at putative GATA-type zinc finger tran--- AT2G18380 1.18 0.23 2.09 0.07645487 0.4033 -4.78
251348_at putative protein hypothetical prote --- AT3G61010 1.28 0.36 2.09 0.07645171 0.4033 -4.78
265873_at putative beta-1,3-glucanase  ;supp--- AT2G01630 1.22 0.29 2.09 0.07643049 0.4033 -4.78
250648_at late embryogenesis abundant prote--- AT5G06760 -1.20 -0.26 -2.09 0.07649369 0.4033 -4.78
246103_at putative protein AN3 AT5G28640 -1.14 -0.19 -2.09 0.07654676 0.4034 -4.78
261747_at unknown protein similar to putative--- AT1G08350 1.25 0.32 2.09 0.07652393 0.4034 -4.78
265129_at putative zinc finger protein similar SUF4 AT1G30970 -1.19 -0.25 -2.09 0.0765661 0.4034 -4.78
249380_at glutaredoxin -like protein glutaredo--- AT5G40370 -1.16 -0.21 -2.09 0.07657224 0.4034 -4.78
259595_at CONSTANS family zinc finger pro --- AT1G28050 -1.29 -0.37 -2.09 0.07663824 0.4036 -4.78
255625_at GBF2, G-box binding factor  ;suppGBF2 AT4G01120 1.31 0.39 2.09 0.07665788 0.4036 -4.78
257623_at cytochrome P450, putative containCYP71B23 AT3G26210 1.67 0.74 2.09 0.07677663 0.4038 -4.78
262882_at cytochrome p450, putative similar CYP89A2 AT1G64900 -1.62 -0.69 -2.09 0.07674124 0.4038 -4.78
263004_at hypothetical protein contains similaATNEK1 AT1G54510 1.20 0.27 2.09 0.07674686 0.4038 -4.78
255632_at putative actin-depolymerizing factoADF8 AT4G00680 -1.14 -0.19 -2.09 0.07678224 0.4038 -4.78
262401_at small GTP-binding protein, putativRABG3E AT1G49300 1.15 0.20 2.09 0.07679214 0.4038 -4.78
248077_at putative protein contains similarity --- AT5G55770 1.17 0.22 2.09 0.0767098 0.4038 -4.78



252672_at hypothetical protein --- AT3G44230 -1.15 -0.20 -2.09 0.07682896 0.4039 -4.78
261285_at Ca2+-dependent membrane-bindinANNAT1 AT1G35720 -1.56 -0.64 -2.09 0.07687135 0.4040 -4.78
249484_at cytochrome P450 - like protein cytBR6OX1 AT5G38970 -1.16 -0.22 -2.09 0.07699963 0.4046 -4.78
266980_at 60S ribosomal protein L35  ;suppo --- AT2G39390 1.37 0.45 2.09 0.07705848 0.4048 -4.78
257072_at myrosinase-associated protein, pu--- AT3G14220 -1.38 -0.47 -2.09 0.07708419 0.4048 -4.78
AFFX-r2-Ec-bioE. coli /GEN=bioB /DB_XREF=gb:J--- --- -1.38 -0.47 -2.09 0.07709653 0.4048 -4.78
267586_at hypothetical protein predicted by g --- AT2G41950 1.25 0.33 2.08 0.07719369 0.4052 -4.79
252505_at dehydrogenase -like protein alcoh --- AT3G46170 -1.20 -0.26 -2.08 0.07717619 0.4052 -4.79
262610_at putative mitochondrial uncoupling p--- AT1G14140 1.14 0.19 2.08 0.07730569 0.4056 -4.79
246352_at hypothetical protein --- --- -1.14 -0.19 -2.08 0.07733901 0.4057 -4.79
252488_at glucuronosyl transferase-like prote--- AT3G46700 -1.17 -0.22 -2.08 0.07736675 0.4058 -4.79
252586_at dof6 zinc finger protein --- AT3G45610 1.19 0.26 2.08 0.07739907 0.4059 -4.79
246855_at putative protein various predicted --- AT5G26280 1.58 0.66 2.08 0.07748003 0.4059 -4.79
252236_at zinc-finger-like protein Cys2/His2- --- AT3G49930 1.19 0.25 2.08 0.07746834 0.4059 -4.79
259194_at RNA helicase, DRH1 identical to RDRH1 AT3G01540 -1.14 -0.19 -2.08 0.07747519 0.4059 -4.79
247957_at protein phosphatase 2C ABI2 (PP2ABI2 AT5G57050 -1.37 -0.45 -2.08 0.07746147 0.4059 -4.79
260855_at phosphatidylinositol-4-phosphate 5--- AT1G21920 1.28 0.35 2.08 0.07751421 0.4060 -4.79
262714_s_at unknown protein similar to gb|AJ22--- AT1G07950 / 1.16 0.22 2.08 0.07753882 0.4060 -4.79
256064_at Expressed protein ; supported by f --- AT1G07020 1.18 0.24 2.08 0.07759974 0.4061 -4.79
259131_at unknown protein similar to hypotheSP1L3 AT3G02180 1.17 0.23 2.08 0.07765491 0.4061 -4.79
256996_at unknown protein similar to unknow--- AT3G25850 -1.15 -0.20 -2.08 0.07763961 0.4061 -4.79
245079_at putative retroelement pol polyprote--- --- -1.15 -0.20 -2.08 0.07763623 0.4061 -4.79
255669_at predicted protein MBD3 AT4G00416 -1.14 -0.19 -2.08 0.07763176 0.4061 -4.79
245601_at hypothetical protein --- AT4G14240 -1.20 -0.27 -2.08 0.07760788 0.4061 -4.79
254788_at putative protein other predicted pro--- AT4G12790 -1.16 -0.21 -2.08 0.07771009 0.4062 -4.79
261418_at mitochondrial ribosomal protein, p --- AT1G07830 1.29 0.36 2.08 0.0777092 0.4062 -4.79
265936_at putative potassium/proton antiporteATKEA4 AT2G19600 -1.22 -0.28 -2.08 0.0777974 0.4064 -4.79
247860_at bis(5'-adenosyl)-triphosphatase-like--- AT5G58240 1.17 0.23 2.08 0.07780561 0.4064 -4.79
254730_at putative protein GTPase activating--- AT4G13730 1.15 0.21 2.08 0.07780916 0.4064 -4.79
253920_at histone H2A- like protein histone HHTA2 AT4G27230 1.29 0.36 2.08 0.07787983 0.4066 -4.79
255491_at putative zinc finger protein similar AtIDD12 AT4G02670 -1.14 -0.19 -2.08 0.07788753 0.4066 -4.79
249190_at unknown protein  ;supported by ful BKI1 AT5G42750 1.20 0.27 2.08 0.07789467 0.4066 -4.80
253004_at putative protein --- AT4G38280 / 1.26 0.33 2.08 0.07794991 0.4068 -4.80
260867_at hypothetical protein predicted by g TED6 AT1G43790 1.74 0.80 2.08 0.07810351 0.4069 -4.80
255546_at putative CHP-rich zinc finger prote --- AT4G01910 1.49 0.57 2.08 0.07803438 0.4069 -4.80



247048_at photoreceptor-interacting protein-li --- AT5G66560 -1.42 -0.51 -2.08 0.07811738 0.4069 -4.80
253329_at hypothetical protein --- AT4G33480 1.16 0.21 2.08 0.07812728 0.4069 -4.80
256072_at WD-40 repeat protein identical to WATARCA AT1G18080 1.41 0.49 2.08 0.07814941 0.4069 -4.80
253752_at putative protein  ;supported by full- --- AT4G28910 -1.23 -0.30 -2.08 0.07799915 0.4069 -4.80
255198_at contains similarity to an Arabidops--- --- -1.16 -0.21 -2.08 0.07805437 0.4069 -4.80
248094_at trigger factor-like protein --- AT5G55220 1.25 0.32 2.08 0.07809493 0.4069 -4.80
261456_at hypothetical protein predicted by g --- AT1G21050 2.22 1.15 2.08 0.07814385 0.4069 -4.80
260507_at unknown protein contains similarityWPP2 AT1G47200 1.25 0.32 2.08 0.07805199 0.4069 -4.80
266074_at putative small nuclear ribonucleopr--- AT2G18740 1.31 0.39 2.08 0.07824014 0.4069 -4.80
252228_at porin - like protein porin, MesembrVDAC5 AT3G49920 1.15 0.21 2.07 0.07826669 0.4069 -4.80
250108_at homeobox-leucine zipper protein HATHB-3 AT5G15150 -1.23 -0.30 -2.07 0.07828777 0.4069 -4.80
267289_at putative protein kinase contains a p--- AT2G23770 -1.15 -0.21 -2.07 0.07829942 0.4069 -4.80
245047_at PSII 32 KDa protein --- --- -1.17 -0.22 -2.08 0.07817844 0.4069 -4.80
247615_at putative protein various predicted --- AT5G60250 -1.15 -0.20 -2.08 0.07824743 0.4069 -4.80
257989_at unknown protein ; supported by cDVPS9A AT3G19770 -1.19 -0.25 -2.07 0.0782836 0.4069 -4.80
266091_at hypothetical protein predicted by g emb1513 AT2G37920 1.22 0.29 2.07 0.07826242 0.4069 -4.80
254179_at putative protein various predicted --- AT4G23910 1.27 0.34 2.07 0.0784107 0.4070 -4.80
253745_at putative protein the C-terminus of --- AT4G29090 -1.17 -0.23 -2.07 0.07840758 0.4070 -4.80
265869_at putative two-component response ARR14 AT2G01760 1.24 0.31 2.07 0.07839709 0.4070 -4.80
249313_at unknown protein --- AT5G41560 1.16 0.21 2.07 0.07835485 0.4070 -4.80
247916_at adenosylmethionine-8-amino-7-oxoBIO1 AT5G57590 -1.19 -0.25 -2.07 0.07837697 0.4070 -4.80
252618_at lipoxygenase AtLOX2  ; supported LOX2 AT3G45140 -1.26 -0.33 -2.07 0.07843553 0.4071 -4.80
248633_at arginine methyltransferase-like proPRMT4A AT5G49020 1.19 0.26 2.07 0.07845324 0.4071 -4.80
262414_at acyl CoA synthetase, putative sim LACS2 AT1G49430 1.91 0.93 2.07 0.07847975 0.4071 -4.80
262112_at unknown protein ;supported by full --- AT1G02870 1.25 0.32 2.07 0.07855062 0.4072 -4.80
255153_at putative protein several hypothetica--- AT4G08210 -1.23 -0.30 -2.07 0.07852881 0.4072 -4.80
262781_s_at proteasome epsilon chain precursoPBE1 AT1G13060 / 1.22 0.29 2.07 0.07854803 0.4072 -4.80
260481_at ferredoxin precusor isolog  ;supporATFD1 AT1G10960 -1.34 -0.42 -2.07 0.07862875 0.4074 -4.80
256966_at pollen specific protein, putative simsks13 AT3G13400 1.15 0.20 2.07 0.07861917 0.4074 -4.80
259746_at hypothetical protein predicted by g --- AT1G71060 1.26 0.34 2.07 0.07868855 0.4077 -4.80
250750_at glucuronosyl transferase-like prote UGT76C2 AT5G05860 / -1.18 -0.24 -2.07 0.07870777 0.4077 -4.81
251402_at SRG1 - like protein SRG1 protein, --- AT3G60290 1.50 0.59 2.07 0.07874366 0.4077 -4.81
245144_at putative methionine aminopeptidasMAP1A AT2G45240 1.19 0.25 2.07 0.07874505 0.4077 -4.81
257513_s_at hypothetical protein --- AT1G12340 / 1.19 0.25 2.07 0.07877429 0.4077 -4.81
250617_at Mei2-like protein Mei2-like protein AML4 AT5G07290 -1.21 -0.28 -2.07 0.07881448 0.4078 -4.81



253971_at fructose-bisphosphate aldolase - l --- AT4G26530 -1.43 -0.51 -2.07 0.07885045 0.4079 -4.81
266761_at putative alcohol dehydrogenase --- AT2G47130 1.50 0.58 2.07 0.07887073 0.4079 -4.81
245471_at probable ribosomal protein --- AT4G16030 -1.16 -0.21 -2.07 0.07893203 0.4082 -4.81
256699_at hypothetical protein predicted by g --- AT3G20690 -1.21 -0.28 -2.07 0.07897201 0.4083 -4.81
256050_at leucine zipper protein, putative simATEXO70BAT1G07000 1.18 0.24 2.07 0.07900047 0.4083 -4.81
258784_at unknown protein --- AT3G11770 1.32 0.41 2.07 0.07900913 0.4083 -4.81
258021_at hypothetical protein predicted genePUB25 AT3G19380 1.66 0.73 2.07 0.07905786 0.4084 -4.81
250433_at histone H3 - like protein histone H --- AT5G10400 1.21 0.27 2.07 0.07906045 0.4084 -4.81
263319_at putative anion exchange protein id BOR1 AT2G47160 -1.39 -0.47 -2.07 0.07908281 0.4084 -4.81
258945_at calmodulin-domain protein kinase CPK2 AT3G10660 -1.14 -0.19 -2.07 0.07910722 0.4084 -4.81
250986_at putative protein --- AT5G02850 1.17 0.23 2.07 0.07912821 0.4084 -4.81
267230_at unknown protein ARL AT2G44080 2.37 1.24 2.07 0.07917095 0.4086 -4.81
265050_at jasmonate inducible protein, putat --- AT1G52070 -1.16 -0.21 -2.07 0.07921153 0.4087 -4.81
265148_at unknown protein --- AT1G51160 1.18 0.24 2.07 0.07936372 0.4094 -4.81
256279_at protein phosphatase 2C, putative --- AT3G12620 -1.13 -0.18 -2.06 0.07951463 0.4101 -4.82
246870_at ferrochelatase-I FC1 AT5G26030 -1.70 -0.76 -2.06 0.07955562 0.4102 -4.82
263945_at hypothetical protein predicted by g --- AT2G36030 -1.24 -0.31 -2.06 0.07960099 0.4103 -4.82
247770_at putative protein predicted proteins --- AT5G58930 1.53 0.62 2.06 0.07962115 0.4103 -4.82
253775_at putative protein T01B08.14 gene, --- AT4G28440 1.15 0.20 2.06 0.0796484 0.4104 -4.82
258183_at unknown protein  ;supported by ful --- AT3G21550 1.73 0.79 2.06 0.07973889 0.4105 -4.82
244945_at cytochrome c biogenesis orf206 --- --- -1.23 -0.30 -2.06 0.07974698 0.4105 -4.82
265524_at hypothetical protein --- --- -1.14 -0.19 -2.06 0.07976767 0.4105 -4.82
250373_at putative protein --- AT5G11470 -1.14 -0.19 -2.06 0.0797789 0.4105 -4.82
249337_at putative protein contains similarity --- AT5G41080 1.88 0.91 2.06 0.07973004 0.4105 -4.82
247340_at unknown protein --- AT5G63700 -1.15 -0.21 -2.06 0.07978594 0.4105 -4.82
247058_at dolichyl-di-phosphooligosaccharideDGL1 AT5G66680 1.21 0.27 2.06 0.07980908 0.4106 -4.82
253758_at Expressed protein ;supported by c emb2726 AT4G29060 1.22 0.29 2.06 0.07987892 0.4107 -4.82
245496_at LET1 like protein --- AT4G16440 -1.17 -0.23 -2.06 0.07986754 0.4107 -4.82
247099_at putative protein contains similarity --- AT5G66500 -1.21 -0.27 -2.06 0.0799293 0.4109 -4.82
245050_at PSII K protein --- --- -1.14 -0.18 -2.06 0.0799741 0.4110 -4.82
256845_x_at hypothetical protein similar to putat--- --- -1.17 -0.23 -2.06 0.08002333 0.4112 -4.82
264608_at putative acetyl-CoA acyltransferasePKT4 AT1G04710 -1.18 -0.24 -2.06 0.08009579 0.4114 -4.82
266547_at similar to eyes absent protein  ;supATEYA AT2G35320 1.15 0.20 2.06 0.08009467 0.4114 -4.82
250816_at coatomer delta subunit (delta-coat --- AT5G05010 1.24 0.31 2.06 0.08011504 0.4114 -4.82
253965_at hypothetical protein --- AT4G26490 1.24 0.31 2.06 0.08016397 0.4115 -4.82



252285_at calmodulin-binding heat-shock - lik--- AT3G49050 1.18 0.24 2.06 0.0801478 0.4115 -4.82
251977_at putative protein auxin-induced pro --- AT3G53250 -1.15 -0.20 -2.06 0.08019616 0.4115 -4.82
251855_at sugar-phosphate isomerase - like --- AT3G54690 1.40 0.48 2.06 0.08030151 0.4116 -4.82
250938_at putative protein various predicted --- AT5G03180 1.26 0.33 2.06 0.08026941 0.4116 -4.82
255948_at hypothetical protein predicted by g --- AT1G22060 1.15 0.20 2.06 0.08028762 0.4116 -4.82
251353_at putative protein hypothetical prote --- AT3G61080 -1.24 -0.31 -2.06 0.0803262 0.4116 -4.82
246180_at putative protein predicted proteins --- AT5G20840 -1.17 -0.22 -2.06 0.08033783 0.4116 -4.83
257460_at auxin induced protein, putative sim--- AT1G75580 -1.17 -0.22 -2.06 0.0803135 0.4116 -4.82
262283_at unknown protein ;supported by full --- AT1G68590 1.24 0.32 2.06 0.08034195 0.4116 -4.83
256791_at hypothetical protein predicted by g --- --- -1.25 -0.32 -2.06 0.08035501 0.4116 -4.83
265990_at putative prolylcarboxypeptidase --- AT2G24280 -1.30 -0.38 -2.06 0.08039008 0.4117 -4.83
262161_at signal peptidase subunit, putative --- AT1G52600 1.16 0.22 2.06 0.08051608 0.4121 -4.83
265779_at unknown protein --- AT2G07360 -1.29 -0.37 -2.06 0.08048091 0.4121 -4.83
260223_at putative exonuclease contains Pfa --- AT1G74390 1.18 0.23 2.06 0.08051702 0.4121 -4.83
249610_at putative protein --- AT5G37360 -1.40 -0.49 -2.06 0.08055887 0.4122 -4.83
252210_at DNA binding protein OBP1 AT3G50410 -1.30 -0.37 -2.05 0.08057238 0.4122 -4.83
246465_at quinone oxidoreductase - like prot --- AT5G17000 -1.33 -0.41 -2.05 0.08059926 0.4122 -4.83
255082_at putative protein polyphosphoinosit--- AT4G09160 -1.17 -0.22 -2.05 0.08064215 0.4123 -4.83
252361_at hypothetical protein --- AT3G48490 1.41 0.49 2.05 0.08065376 0.4123 -4.83
248020_at putative protein strong similarity to --- AT5G56490 -1.15 -0.20 -2.05 0.08069546 0.4123 -4.83
263285_at unknown protein DOT1 AT2G36120 -1.36 -0.44 -2.05 0.08069462 0.4123 -4.83
256367_at C-x8-C-x5-C-x3-H type Zinc finger--- AT1G66810 -1.19 -0.25 -2.05 0.08073247 0.4124 -4.83
264196_at putative RING zinc finger protein C--- AT1G22670 1.16 0.22 2.05 0.0807438 0.4124 -4.83
248774_at unknown protein --- AT5G47830 -1.16 -0.21 -2.05 0.08077071 0.4124 -4.83
261802_at hypothetical protein similar to hypo--- AT1G30550 1.18 0.24 2.05 0.08088805 0.4129 -4.83
249510_at putative protein similar to unknown--- AT5G38510 -1.19 -0.25 -2.05 0.08102716 0.4130 -4.83
266036_s_at 20S proteasome subunit (PAA2) idPAA2 AT2G05840 / 1.17 0.23 2.05 0.08101444 0.4130 -4.83
266453_at putative protein kinase contains a p--- AT2G43230 -1.15 -0.20 -2.05 0.08099814 0.4130 -4.83
252163_at hypothetical protein --- AT3G50610 -1.18 -0.24 -2.05 0.08099293 0.4130 -4.83
262671_at calcium-dependent protein kinase CPK29 AT1G76040 -1.24 -0.31 -2.05 0.08101581 0.4130 -4.83
262007_at hypothetical protein predicted by g --- AT1G64580 -1.18 -0.24 -2.05 0.08094388 0.4130 -4.83
246142_at putative protein --- AT5G19970 -1.15 -0.20 -2.05 0.0810029 0.4130 -4.83
255750_at hypothetical protein predicted by g --- AT1G31960 -1.17 -0.23 -2.05 0.08105375 0.4131 -4.83
251207_at putative protein  ;supported by full- --- AT3G63050 -1.36 -0.44 -2.05 0.08111745 0.4133 -4.83
250076_at putative protein; similar to unknown--- AT5G16660 1.20 0.27 2.05 0.08120094 0.4135 -4.84



261491_at hypothetical protein contains similaFLP AT1G14350 -1.56 -0.64 -2.05 0.08119367 0.4135 -4.84
245386_at hypothetical protein ;supported by RALFL32 AT4G14010 -1.47 -0.56 -2.05 0.08127962 0.4136 -4.84
260356_at unknown protein  ; supported by fuATMINE1 AT1G69390 1.17 0.23 2.05 0.08130488 0.4136 -4.84
252344_s_at putative protein --- AT3G44160 / -1.17 -0.23 -2.05 0.08123888 0.4136 -4.84
254355_at Ribosomal protein L7Ae - like NHP--- AT4G22380 1.30 0.37 2.05 0.08130681 0.4136 -4.84
266420_at putative RNA-binding protein  ; sup--- AT2G38610 1.14 0.19 2.05 0.08125766 0.4136 -4.84
246822_at putative protein predicted proteins --- AT5G26960 -1.20 -0.27 -2.05 0.08134097 0.4137 -4.84
245340_at elicitor like protein ; supported by fu--- AT4G14420 1.28 0.36 2.05 0.08137136 0.4137 -4.84
261298_at cytochrome c oxidase assembly p --- AT1G48510 -1.16 -0.22 -2.05 0.0814284 0.4139 -4.84
264705_at putative leucyl-tRNA synthetase St--- AT1G09620 1.20 0.27 2.05 0.08150293 0.4142 -4.84
262365_at disease resistance protein, putativ--- AT1G72870 -1.21 -0.28 -2.05 0.08152458 0.4143 -4.84
251637_at hypothetical protein --- AT3G57570 1.19 0.26 2.05 0.08154909 0.4143 -4.84
252223_at MYB -like protein DNA-binding proTRB3 AT3G49850 1.28 0.35 2.05 0.08159928 0.4144 -4.84
255552_at S-adenosylmethionine synthase 2 SAM-2 AT4G01850 1.19 0.25 2.05 0.08167386 0.4145 -4.84
258351_at hypothetical protein contains similaCNBT1 AT3G17700 1.29 0.37 2.05 0.08169144 0.4145 -4.84
260017_at hypothetical protein predicted by g --- --- -1.30 -0.38 -2.05 0.08168855 0.4145 -4.84
251286_at putative protein Bcl-2-interacting p--- AT3G61710 1.16 0.22 2.05 0.08166692 0.4145 -4.84
255679_at putative acetyl CoA thioesterase --- AT4G00520 -1.25 -0.32 -2.05 0.08171188 0.4146 -4.84
261533_at hypothetical protein predicted by g --- AT1G71690 -1.24 -0.31 -2.04 0.08177257 0.4148 -4.84
267099_at DNA-(apurinic or apyrimidinic site) ARP AT2G41460 1.30 0.38 2.04 0.08180258 0.4148 -4.84
250054_at potassium-dependent sodium-calcCAX7 AT5G17860 1.55 0.63 2.04 0.08193867 0.4153 -4.84
256356_s_at hypothetical protein --- AT1G66500 / -1.20 -0.26 -2.04 0.08193565 0.4153 -4.84
257663_at hypothetical protein predicted by g --- AT3G20260 1.18 0.23 2.04 0.08200729 0.4156 -4.85
252872_at putative serine/threonine protein kSNRK2.7 AT4G40010 -1.15 -0.20 -2.04 0.08202181 0.4156 -4.85
264684_at unknown protein HEXO3 AT1G65590 -1.38 -0.47 -2.04 0.08208036 0.4157 -4.85
254462_at putative protein  ;supported by full- --- AT4G20150 1.14 0.19 2.04 0.08208754 0.4157 -4.85
248111_at wax synthase-like protein --- AT5G55330 -1.16 -0.22 -2.04 0.08212934 0.4158 -4.85
261222_at anter-specific proline-rich protein A--- AT1G20120 -1.16 -0.21 -2.04 0.08217652 0.4159 -4.85
264082_at unknown protein  ;supported by ful --- AT2G28570 1.17 0.23 2.04 0.0821892 0.4159 -4.85
266130_at putative transcription activator --- AT2G44980 1.30 0.37 2.04 0.08217493 0.4159 -4.85
248379_at RAR1 (gb|AAF18433.1) non-consePBS2 AT5G51700 1.18 0.24 2.04 0.08221153 0.4159 -4.85
258798_at hypothetical protein predicted by g --- AT3G04540 -1.19 -0.25 -2.04 0.08223272 0.4159 -4.85
258461_at hypothetical protein predicted by g --- AT3G17340 -1.15 -0.20 -2.04 0.08229202 0.4161 -4.85
264299_s_at hypothetical protein predicted by g --- AT1G78850 / -1.47 -0.56 -2.04 0.08241455 0.4163 -4.85
250745_at putative protein strong similarity to --- AT5G05850 1.29 0.36 2.04 0.08242372 0.4163 -4.85



247250_at FAS2 (dbj|BAA77766.1)  ; supporteFAS2 AT5G64630 1.30 0.38 2.04 0.08238942 0.4163 -4.85
262238_at hypothetical protein predicted by g --- AT1G48300 -1.31 -0.39 -2.04 0.0824233 0.4163 -4.85
253347_at putative protein --- AT4G33610 -1.16 -0.21 -2.04 0.08241446 0.4163 -4.85
263265_at hypothetical protein predicted by g --- AT2G38820 1.30 0.38 2.04 0.08245862 0.4164 -4.85
265969_at En/Spm-like transposon protein rel --- --- -1.17 -0.23 -2.04 0.08251681 0.4166 -4.85
250529_at RNA helicase-like protein --- AT5G08610 1.26 0.33 2.04 0.08262042 0.4167 -4.85
267523_at unknown protein --- AT2G30600 -1.19 -0.25 -2.04 0.08263765 0.4167 -4.85
257324_at hypothetical protein --- --- -1.58 -0.66 -2.04 0.08262531 0.4167 -4.85
253754_at glycine-rich protein like glycine-ric --- AT4G29020 -1.79 -0.84 -2.04 0.08258184 0.4167 -4.85
249150_at inorganic phosphate transporter (d PHT6 AT5G43340 -1.16 -0.21 -2.04 0.08259145 0.4167 -4.85
254676_at putative protein Hypothetical prote --- AT4G18460 1.22 0.29 2.04 0.08262009 0.4167 -4.85
263380_at hypothetical protein --- AT2G40200 -1.17 -0.23 -2.04 0.08265958 0.4167 -4.85
250822_at unknown protein --- AT5G05230 1.15 0.21 2.04 0.08273629 0.4170 -4.85
255923_at hypothetical protein contains Pfam --- AT1G22180 -1.56 -0.64 -2.04 0.08278481 0.4171 -4.85
264439_at adenine phosphoribosyltransferas APT1 AT1G27450 1.18 0.24 2.04 0.08279137 0.4171 -4.85
258323_at unknown protein similar to putative--- AT3G22750 1.26 0.33 2.04 0.08281207 0.4171 -4.85
256520_at hypothetical protein CYP96A14PAT1G66030 -1.17 -0.22 -2.04 0.08283076 0.4171 -4.85
259174_at hypothetical protein similar to putaUNE7 AT3G03690 -1.13 -0.18 -2.04 0.08292875 0.4172 -4.86
256792_at hypothetical protein predicted by g --- AT3G22150 1.43 0.52 2.03 0.08294638 0.4172 -4.86
252368_at cytochrome P450-like protein cytoCYP94B3 AT3G48520 -1.48 -0.57 -2.04 0.08288992 0.4172 -4.86
263633_at putative SCARECROW gene regulSCL21 AT2G04890 1.22 0.29 2.04 0.08291909 0.4172 -4.86
265106_s_at putative membrane-associated sal --- AT1G62590 / -1.14 -0.19 -2.03 0.08294061 0.4172 -4.86
259093_at unknown protein similar to putative--- AT3G04860 1.38 0.46 2.03 0.08312122 0.4179 -4.86
255950_at hypothetical protein predicted by g --- AT1G22110 -1.24 -0.31 -2.03 0.08312703 0.4179 -4.86
247403_at putative protein hypersensitive-ind--- AT5G62740 1.17 0.23 2.03 0.08318677 0.4179 -4.86
260894_at hypothetical protein contains simila--- AT1G29220 1.16 0.21 2.03 0.08318049 0.4179 -4.86
252444_at putative protein Na+-dependent inPHT4;3 AT3G46980 1.14 0.19 2.03 0.0831759 0.4179 -4.86
257487_at hypothetical protein predicted by g --- AT1G71850 -1.36 -0.44 -2.03 0.08326949 0.4180 -4.86
246015_at putative protein predicted proteins --- AT5G10700 1.16 0.22 2.03 0.08324518 0.4180 -4.86
250288_at auxin-responsive - like protein Nt-g--- AT5G13350 -1.19 -0.25 -2.03 0.08325003 0.4180 -4.86
259917_at hypothetical protein predicted by g --- AT1G72580 1.17 0.23 2.03 0.08325337 0.4180 -4.86
250277_at putative protein DRT100 protein p --- AT5G12940 2.35 1.23 2.03 0.08347738 0.4189 -4.86
246684_at putative protein nucleoid DNA-bindCDR1 AT5G33340 -1.24 -0.31 -2.03 0.08351127 0.4189 -4.86
245490_at hypothetical protein LDL3 AT4G16310 -1.20 -0.26 -2.03 0.08348564 0.4189 -4.86
257781_at spastin protein, putative similar to --- AT3G27120 -1.14 -0.19 -2.03 0.08351771 0.4189 -4.86



249222_at putative protein similar to unknown--- AT5G42450 1.14 0.19 2.03 0.08357976 0.4190 -4.86
259632_at nicotianamine synathase, putativeNAS4 AT1G56430 -1.51 -0.60 -2.03 0.08358338 0.4190 -4.86
256083_at hypothetical protein predicted by g --- AT1G20730 -1.14 -0.19 -2.03 0.08361497 0.4191 -4.86
248144_at glucose-6-phosphate/phosphate traGPT1 AT5G54800 -1.22 -0.28 -2.03 0.08365145 0.4192 -4.86
250198_at expressed protein contains similarNAP14 AT5G14100 1.29 0.36 2.03 0.08373162 0.4193 -4.87
248401_at putative protein similar to unknownHCF208 AT5G52110 1.37 0.45 2.03 0.08371842 0.4193 -4.87
257303_at hypothetical protein predicted by g --- AT3G30230 -1.17 -0.23 -2.03 0.08372434 0.4193 -4.87
256652_at hypothetical protein similar to putatLPAT5 AT3G18850 -1.50 -0.58 -2.03 0.08380787 0.4196 -4.87
259138_s_at putative DNA gyrase subunit B sim--- AT3G10270 / 1.19 0.25 2.03 0.08383848 0.4196 -4.87
254429_at Expressed protein ; supported by f --- AT4G21105 1.17 0.23 2.03 0.08384665 0.4196 -4.87
263645_at putative GTP-binding protein --- AT2G04720 -1.13 -0.18 -2.03 0.08386486 0.4196 -4.87
256745_at UDP-glucose dehydrogenase, put --- AT3G29360 -1.22 -0.28 -2.03 0.08397606 0.4199 -4.87
252984_at cinnamyl-alcohol dehydrogenase EELI3-2 AT4G37990 -1.67 -0.74 -2.03 0.0839591 0.4199 -4.87
253676_at cytidine deaminase - like protein c --- AT4G29570 1.22 0.28 2.03 0.08398733 0.4199 -4.87
263875_at unknown protein  ;supported by ful 02-ספט AT2G21970 1.29 0.37 2.03 0.08404653 0.4200 -4.87
253584_at putative protein several hypothetica--- AT4G30700 1.17 0.23 2.03 0.08401991 0.4200 -4.87
AFFX-DapX-5_B. subtilis /GEN=dapB /DB_XREF=--- --- -1.40 -0.49 -2.03 0.08404068 0.4200 -4.87
258109_at hypothetical protein contains Pfam HGL1 AT3G23640 -1.18 -0.24 -2.03 0.08413206 0.4202 -4.87
252393_at putative protein predicted proteins --- AT3G47910 -1.20 -0.26 -2.03 0.08414205 0.4202 -4.87
252824_at histone H3.3  ; supported by cDNA--- AT4G40030 1.19 0.25 2.02 0.08428187 0.4204 -4.87
259872_at putative translation initiation factor --- AT1G76810 1.16 0.21 2.02 0.08429617 0.4204 -4.87
255996_s_at receptor-like serine threonine kina --- AT1G29730 / -1.21 -0.28 -2.02 0.08425747 0.4204 -4.87
260648_at unknown protein --- AT1G08050 1.33 0.41 2.02 0.08427195 0.4204 -4.87
257024_at CDPK-related kinase identical to G--- AT3G19100 -1.27 -0.34 -2.02 0.08421675 0.4204 -4.87
258547_at unknown protein --- AT3G06895 1.14 0.19 2.02 0.08422276 0.4204 -4.87
265273_at unknown protein --- AT2G28320 -1.19 -0.25 -2.02 0.08427262 0.4204 -4.87
260143_at sucrose transport protein SUC1 ideSUC1 AT1G71880 1.47 0.56 2.02 0.08433633 0.4205 -4.87
265678_at putative RAD50 DNA repair proteinRAD50 AT2G31970 1.30 0.37 2.02 0.08442907 0.4205 -4.87
256424_at unknown protein ;supported by full --- AT1G33490 1.17 0.23 2.02 0.08441919 0.4205 -4.87
261370_at cell division-related protein, putativ--- AT1G53050 -1.16 -0.22 -2.02 0.08443189 0.4205 -4.87
250229_at putative protein contains similarity NACA3 AT5G13850 1.31 0.39 2.02 0.0843938 0.4205 -4.87
248799_at ethylene responsive element bindinERF5 AT5G47230 2.37 1.24 2.02 0.08445025 0.4205 -4.87
257824_at unknown protein  ; supported by cD--- AT3G25290 -1.37 -0.45 -2.02 0.08442875 0.4205 -4.87
253320_at putative protein ThiJ protein, Esch--- AT4G34020 1.17 0.23 2.02 0.08446929 0.4205 -4.87
265210_at 60S ribosomal protein L24  ;suppo RPL24A AT2G36620 1.67 0.74 2.02 0.08449635 0.4205 -4.87



255242_at putative protein putative retrotrans--- --- -1.16 -0.21 -2.02 0.08452167 0.4206 -4.87
255687_at hypothetical protein KEA2 AT4G00630 -1.38 -0.47 -2.02 0.08457014 0.4206 -4.87
265925_at hypothetical protein predicted by g --- AT2G18610 -1.17 -0.22 -2.02 0.08457655 0.4206 -4.88
258571_at hypothetical protein predicted by g anac048 AT3G04420 -1.20 -0.26 -2.02 0.0845544 0.4206 -4.87
250342_at putative protein predicted protein, --- AT5G11870 -1.25 -0.32 -2.02 0.08460494 0.4206 -4.88
255692_at putative protein GPAT8 AT4G00400 1.69 0.75 2.02 0.08478554 0.4209 -4.88
260332_at hypothetical protein predicted by g --- AT1G70470 1.13 0.18 2.02 0.08478845 0.4209 -4.88
251751_at putative protein predicted proteins --- AT3G55720 -1.14 -0.18 -2.02 0.0847969 0.4209 -4.88
252575_at receptor like protein kinase recept --- AT3G45440 -1.25 -0.33 -2.02 0.08479649 0.4209 -4.88
260553_at unknown protein similar to T11A07--- AT2G41800 -1.16 -0.21 -2.02 0.08476142 0.4209 -4.88
262512_at Expressed protein ; supported by f --- AT1G17145 1.43 0.52 2.02 0.08471567 0.4209 -4.88
264376_at putative protein phosphatase 2C  ; --- AT2G25070 1.25 0.32 2.02 0.08478213 0.4209 -4.88
246584_at putative protein predicted protein, --- AT5G14730 1.80 0.84 2.02 0.08487306 0.4210 -4.88
265900_at unknown protein --- AT2G25730 -1.13 -0.17 -2.02 0.08486853 0.4210 -4.88
262795_at hypothetical protein predicted by g --- AT1G13130 -1.26 -0.33 -2.02 0.08487842 0.4210 -4.88
249537_at cysteine-tRNA ligase -like protein --- AT5G38830 -1.23 -0.30 -2.02 0.08484416 0.4210 -4.88
256191_at unknown protein similar to hypothe--- AT1G30130 -1.19 -0.25 -2.02 0.0849773 0.4213 -4.88
AFFX-BioB-3_aE. coli /GEN=bioB /DB_XREF=gb:J--- --- -1.61 -0.69 -2.02 0.08498722 0.4213 -4.88
245722_at unknown protein --- AT1G73430 1.25 0.32 2.02 0.08502452 0.4214 -4.88
247339_at unknown protein --- AT5G63690 1.21 0.28 2.02 0.08512175 0.4218 -4.88
249125_at 1-aminocyclopropane-1-carboxylat --- AT5G43450 1.29 0.37 2.02 0.08521375 0.4221 -4.88
247307_at UVB-resistance protein UVR8 (gb|A--- AT5G21326 / 1.16 0.22 2.02 0.08521317 0.4221 -4.88
260989_at unknown protein ; supported by cD--- AT1G53450 1.24 0.31 2.02 0.08526378 0.4222 -4.88
252676_at putative protein --- AT3G44280 1.14 0.19 2.02 0.08532555 0.4225 -4.88
254694_at putative protein --- AT4G17900 1.25 0.33 2.01 0.08551781 0.4229 -4.89
254873_at putative protein a 162 kDa compo EIF3A AT4G11420 1.16 0.21 2.01 0.08550456 0.4229 -4.89
265492_at hypothetical protein AGL95 AT2G15660 -1.17 -0.23 -2.01 0.08545701 0.4229 -4.89
261737_at hypothetical protein similar to putat--- AT1G47885 1.20 0.26 2.01 0.0855113 0.4229 -4.89
265804_at putative peptide methionine sulfoxi --- AT2G18030 1.14 0.19 2.01 0.08550667 0.4229 -4.89
258619_at isopentenyl diphosphate:dimethyla IPP2 AT3G02780 1.22 0.29 2.01 0.08553589 0.4229 -4.89
266729_at 50S ribosomal protein L7/L12 --- AT2G03130 -1.17 -0.23 -2.01 0.08551085 0.4229 -4.89
262746_at Expressed protein ; supported by f ATNUDX15AT1G28960 1.14 0.19 2.01 0.08558277 0.4229 -4.89
259484_at calcium-dependent protein kinase PEPKR1 AT1G12580 1.22 0.29 2.01 0.08558091 0.4229 -4.89
257192_at unknown protein  ;supported by ful EMB2769 AT3G13200 1.19 0.25 2.01 0.08560055 0.4229 -4.89
248385_at putative protein contains similarity --- AT5G51910 1.22 0.29 2.01 0.08563502 0.4230 -4.89



260692_at hypothetical protein predicted by g --- AT1G32430 -1.16 -0.22 -2.01 0.08566449 0.4230 -4.89
252422_at putative protein PIT1 - Arabidopsis--- AT3G47550 -1.27 -0.35 -2.01 0.08568687 0.4231 -4.89
250973_at 60S ribosomal protein - like 60S ro--- AT5G02870 1.35 0.43 2.01 0.08588415 0.4231 -4.89
248651_at unknown protein --- AT5G49260 -1.15 -0.20 -2.01 0.08587947 0.4231 -4.89
254908_at putative protein other hypothetical --- --- -1.20 -0.26 -2.01 0.08574264 0.4231 -4.89
260899_at hypothetical protein predicted by g --- AT1G21370 1.22 0.29 2.01 0.08580801 0.4231 -4.89
248031_at unknown protein  ; supported by cD--- AT5G55640 -1.14 -0.19 -2.01 0.0858735 0.4231 -4.89
267467_at putative C3HC4 zinc finger protein DRIP2 AT2G30580 1.18 0.24 2.01 0.08583086 0.4231 -4.89
253487_at ribosomal protein S6 - like ribosomRPS6 AT4G31700 1.52 0.60 2.01 0.085888 0.4231 -4.89
258188_at unknown protein  ;supported by ful --- AT3G17800 -1.22 -0.29 -2.01 0.08574742 0.4231 -4.89
266690_at malate oxidoreductase (malic enzyATNADP-MAT2G19900 1.17 0.22 2.01 0.08580749 0.4231 -4.89
266674_at hypothetical protein predicted by g --- AT2G29620 -1.15 -0.20 -2.01 0.08580068 0.4231 -4.89
250663_at putative protein prenylated rab accPRA1.B6 AT5G07110 -1.17 -0.22 -2.01 0.08599936 0.4233 -4.89
245665_at unknown protein ;supported by full --- AT1G28250 1.19 0.25 2.01 0.08598681 0.4233 -4.89
263556_at hypothetical protein predicted by g --- AT2G16365 -1.20 -0.26 -2.01 0.08600854 0.4233 -4.89
258308_at putative reverse transcriptase simil--- --- -1.36 -0.44 -2.01 0.08597359 0.4233 -4.89
255533_at putative CHP-rich zinc finger prote --- AT4G02180 -1.16 -0.21 -2.01 0.08598057 0.4233 -4.89
258243_at carbamoyl phosphate synthetase sCARA AT3G27740 1.27 0.35 2.01 0.08604559 0.4234 -4.89
257956_at unknown protein --- AT3G25400 -1.23 -0.30 -2.01 0.08609181 0.4235 -4.89
260547_at putative trypsin inhibitor  ;supporte --- AT2G43550 -1.76 -0.82 -2.01 0.08611316 0.4235 -4.89
261439_at Expressed protein ; supported by f --- AT1G28395 1.37 0.45 2.01 0.08613947 0.4235 -4.89
259252_at hypothetical protein similar to hypoIBM1 AT3G07610 -1.16 -0.21 -2.01 0.08622407 0.4238 -4.89
248805_at putative protein similar to unknown--- AT5G47480 -1.16 -0.21 -2.01 0.0862135 0.4238 -4.89
248132_at SGP1 monomeric G-protein (emb|CSGP1 AT5G54840 -1.28 -0.35 -2.01 0.08627212 0.4239 -4.89
260801_at hypothetical protein predicted by g --- AT1G78430 -1.13 -0.18 -2.01 0.08628532 0.4239 -4.89
253647_at putative protein KIAA0210 gene, H--- AT4G29950 1.21 0.27 2.01 0.08638597 0.4239 -4.90
259596_at auxin-regulated GH3 protein, putaGH3.17 AT1G28130 -1.44 -0.52 -2.01 0.08639371 0.4239 -4.90
253713_at putative protein several hypothetica--- AT4G29370 -1.16 -0.21 -2.01 0.08635406 0.4239 -4.90
249733_at 6-phosphogluconolactonase-like p emb2024 AT5G24400 1.17 0.23 2.01 0.08636338 0.4239 -4.90
249282_at CMP-sialic acid transporter-like pro--- AT5G41760 1.24 0.31 2.01 0.08630886 0.4239 -4.89
264663_at unknown protein Similar to A. thal LRR XI-23 AT1G09970 -1.61 -0.69 -2.01 0.08632977 0.4239 -4.89
245355_at 60S ribosomal protein L15 homolo --- AT4G17390 1.43 0.51 2.01 0.08652075 0.4244 -4.90
250581_at copine-like protein copine VII proteBON2 AT5G07300 1.16 0.22 2.01 0.08661816 0.4248 -4.90
259293_at putative DNA binding protein simila--- AT3G11580 1.33 0.41 2.00 0.08667367 0.4250 -4.90
262695_at vacuolor sorting protein 35, putativVPS35B AT1G75850 -1.16 -0.21 -2.00 0.08673042 0.4250 -4.90



249573_at ubiquitin-like protein (UBQ9), putaUBQ9 AT5G37640 -1.16 -0.21 -2.00 0.08670966 0.4250 -4.90
253298_at putative protein  ;supported by full- --- AT4G33560 -1.18 -0.24 -2.00 0.08673764 0.4250 -4.90
247193_at putative protein strong similarity to --- AT5G65380 -1.25 -0.32 -2.00 0.0867795 0.4251 -4.90
254190_at Expressed protein ; supported by f --- AT4G23885 1.29 0.37 2.00 0.08686816 0.4254 -4.90
253083_at aldehyde dehydrogenase like prot ALDH3F1 AT4G36250 1.39 0.48 2.00 0.08687396 0.4254 -4.90
245427_at putative protein --- AT4G17550 -1.25 -0.32 -2.00 0.08691273 0.4254 -4.90
264311_at hypothetical protein similar to hypo--- AT1G70400 -1.14 -0.19 -2.00 0.08690041 0.4254 -4.90
267510_at unknown protein  ; supported by fuSAP18 AT2G45640 1.24 0.31 2.00 0.08696092 0.4256 -4.90
252025_at putative protein chromosome asse--- AT3G52900 1.19 0.25 2.00 0.08702519 0.4258 -4.90
257154_at unknown protein  ; supported by cD--- AT3G27210 -1.23 -0.30 -2.00 0.0870477 0.4258 -4.90
265945_at putative cytokinin oxidase  ; suppo CKX2 AT2G19500 -1.17 -0.22 -2.00 0.08709452 0.4259 -4.90
246127_s_at putative protein --- --- 1.13 0.18 2.00 0.08713426 0.4261 -4.90
261821_at thioredoxin h, putative similar to thATCXXS1 AT1G11530 1.18 0.24 2.00 0.08729499 0.4266 -4.91
267350_at putative DNA-directed RNA polymeNRPD1B AT2G40030 -1.21 -0.28 -2.00 0.0872879 0.4266 -4.91
261800_at HD-Zip protein identical to HD-Zip PHV AT1G30490 -1.20 -0.27 -2.00 0.08726931 0.4266 -4.91
253282_at putative protein hypothetical prote LEJ1 AT4G34120 -1.14 -0.19 -2.00 0.08736911 0.4267 -4.91
261419_at hypothetical protein predicted by g --- AT1G07840 -1.14 -0.19 -2.00 0.08738514 0.4267 -4.91
250182_at putative protein predicted proteins --- AT5G14470 1.58 0.66 2.00 0.08736045 0.4267 -4.91
260373_at unknown protein --- AT1G73970 -1.17 -0.23 -2.00 0.08750554 0.4268 -4.91
252479_at small zinc finger-like protein TIM9  TIM9 AT3G46560 1.26 0.34 2.00 0.08744635 0.4268 -4.91
261627_at arsA homolog (hASNA-I), putative --- AT1G01910 1.15 0.20 2.00 0.08753608 0.4268 -4.91
249050_at cyclin-dependent protein kinase-lik --- AT5G44290 -1.19 -0.25 -2.00 0.08756424 0.4268 -4.91
261264_at hypothetical protein predicted by g --- AT1G26710 -1.21 -0.28 -2.00 0.08757051 0.4268 -4.91
264127_at serine/threonine protein kinase, puAGC1.7 AT1G79250 -1.13 -0.18 -2.00 0.08748949 0.4268 -4.91
264558_at putative protein kinase Similar to c --- AT1G09600 -1.15 -0.20 -2.00 0.08754724 0.4268 -4.91
252966_at putative protein various predicted --- AT4G38870 1.19 0.25 2.00 0.08753492 0.4268 -4.91
257830_at MutT-like protein contains Pfam pr ATNUDX13AT3G26690 1.37 0.45 2.00 0.08754994 0.4268 -4.91
262390_at hypothetical protein predicted by g --- AT1G49260 -1.20 -0.26 -2.00 0.08761261 0.4268 -4.91
257709_at unknown protein similar to negative--- AT3G27325 -1.26 -0.34 -2.00 0.08759482 0.4268 -4.91
266291_at putative tropinone reductase  ;supp--- AT2G29320 -1.36 -0.44 -2.00 0.08779131 0.4269 -4.91
257045_at dynamin-like protein similar to phraARC5 AT3G19720 -1.30 -0.38 -2.00 0.08769493 0.4269 -4.91
250013_at putative protein similar to unknown--- AT5G18040 1.16 0.21 2.00 0.08780907 0.4269 -4.91
259672_at DNA-directed RNA polymerase ide--- AT1G68990 -1.49 -0.58 -2.00 0.08784847 0.4269 -4.91
252044_at outer envelope membrane protein OEP7 AT3G52420 1.14 0.20 2.00 0.0878642 0.4269 -4.91
257368_at hypothetical protein predicted by g --- AT2G29860 -1.15 -0.21 -2.00 0.08772342 0.4269 -4.91



263887_at hypothetical protein predicted by g --- AT2G36980 -1.23 -0.30 -2.00 0.08771162 0.4269 -4.91
252973_s_at peptidylprolyl isomerase ROC1  ;suROC1 AT4G38740 -1.27 -0.34 -2.00 0.08787097 0.4269 -4.91
246025_at zwille/pinhead-like protein GERp9 --- AT5G21150 -1.22 -0.29 -2.00 0.08778182 0.4269 -4.91
246221_at step II splicing factor - like protein ;SMP2 AT4G37120 -1.18 -0.23 -2.00 0.0877041 0.4269 -4.91
256213_at protein kinase, putative contains P--- AT1G50990 -1.19 -0.25 -2.00 0.08775723 0.4269 -4.91
246315_at hypothetical protein --- AT3G56870 1.30 0.38 2.00 0.08765453 0.4269 -4.91
266855_at unknown protein --- AT2G26920 -1.20 -0.26 -2.00 0.08784264 0.4269 -4.91
248856_at putative protein similar to unknown--- AT5G46620 -1.15 -0.20 -1.99 0.08793429 0.4271 -4.91
255014_at MADS-box protein AGL11  ; suppoSTK AT4G09960 1.15 0.20 1.99 0.08795492 0.4271 -4.91
265593_s_at unknown protein  ;supported by ful LCV1 AT2G20120 / 1.15 0.21 1.99 0.08798754 0.4272 -4.91
245556_at HSR201 like protein --- AT4G15400 -1.14 -0.19 -1.99 0.08805875 0.4275 -4.91
264005_at unknown protein  ; supported by cDAGP2 AT2G22470 2.42 1.27 1.99 0.08808501 0.4275 -4.91
251320_at 3-methyl-2-oxobutanoate hydroxy-PANB2 AT3G61530 1.15 0.20 1.99 0.0881136 0.4275 -4.91
258936_s_at hypothetical protein similar to hypo--- --- -1.16 -0.21 -1.99 0.08812323 0.4275 -4.91
247132_at putative protein strong similarity to ARO2 AT5G66200 -1.24 -0.31 -1.99 0.08837224 0.4277 -4.92
262800_at putative ATP-dependent RNA heli emb1507 AT1G20960 1.18 0.24 1.99 0.08831911 0.4277 -4.92
255826_at putative uroporphyrinogen decarboHEME2 AT2G40490 1.18 0.24 1.99 0.08831509 0.4277 -4.92
253726_at ribosomal protein S15a homolog r rps15ae AT4G29430 1.41 0.50 1.99 0.08825882 0.4277 -4.92
247578_at putative protein predicted protein, --- AT5G61300 -1.21 -0.27 -1.99 0.08838761 0.4277 -4.92
247172_at anthocyanidin-3-glucoside rhamno --- AT5G65550 -1.16 -0.21 -1.99 0.08823203 0.4277 -4.92
265717_at unknown protein  ;supported by ful --- AT2G03510 1.23 0.29 1.99 0.08825414 0.4277 -4.92
262892_at succinic semialdehyde dehydroge ALDH5F1 AT1G79440 1.16 0.21 1.99 0.08818652 0.4277 -4.92
252871_at proliferating-cell nucleolar antigen --- AT4G40000 -1.16 -0.22 -1.99 0.08837564 0.4277 -4.92
253437_at putative protein mRNAs from Ricin--- AT4G32460 1.55 0.63 1.99 0.08835591 0.4277 -4.92
258251_at unknown protein  ; supported by fu --- AT3G15810 -1.18 -0.24 -1.99 0.08828141 0.4277 -4.92
250451_at cdc2-like protein kinase cdc2-like CDKC;1 AT5G10270 -1.20 -0.27 -1.99 0.08833336 0.4277 -4.92
246387_at hypothetical protein predicted by g --- AT1G77400 1.24 0.31 1.99 0.08841798 0.4277 -4.92
250455_at unknown protein  ; supported by fuPROPEP4 AT5G09980 -1.26 -0.33 -1.99 0.08849019 0.4278 -4.92
265973_at putative non-LTR retroelement rev --- --- -1.14 -0.19 -1.99 0.08845181 0.4278 -4.92
250719_at putative protein contains similarity --- AT5G06250 -1.21 -0.27 -1.99 0.08847243 0.4278 -4.92
265748_at putative Athila retroelement ORF1 --- --- -1.17 -0.23 -1.99 0.08849644 0.4278 -4.92
247589_at REVOLUTA or interfascicular fiber REV AT5G60690 1.19 0.25 1.99 0.0886189 0.4283 -4.92
263700_at unknown protein EST gb|Z33866 c--- AT1G31150 1.24 0.31 1.99 0.0886569 0.4284 -4.92
260537_at hypothetical protein predicted by g --- AT2G43450 -1.13 -0.18 -1.99 0.08870814 0.4284 -4.92
250599_at unknown protein  ; supported by cD--- AT5G07730 -1.24 -0.31 -1.99 0.08871562 0.4284 -4.92



251529_at ATP-dependent RNA helicase-like--- AT3G58570 -1.16 -0.21 -1.99 0.08870252 0.4284 -4.92
246561_at putative protein hypothetical prote --- AT5G15570 -1.17 -0.23 -1.99 0.08874101 0.4284 -4.92
246288_at unknown protein --- AT1G31850 1.24 0.31 1.99 0.08878607 0.4285 -4.92
262698_at AMP-binding protein, putative con --- AT1G75960 -1.47 -0.56 -1.99 0.08881252 0.4286 -4.92
255766_at unknown protein ;supported by full --- AT1G16750 1.23 0.30 1.99 0.08889712 0.4288 -4.92
260426_at putative 40S ribosomal protein SA P40 AT1G72370 1.34 0.43 1.99 0.08890244 0.4288 -4.92
257149_at prohibitin, putative similar to prohi ATPHB4 AT3G27280 1.39 0.48 1.99 0.08899828 0.4288 -4.92
249827_at unknown protein  ;supported by ful --- AT5G23330 1.21 0.27 1.99 0.08893425 0.4288 -4.92
253105_at putative protein zinc finger protein --- AT4G35840 1.26 0.34 1.99 0.08898356 0.4288 -4.92
266519_at unknown protein  ; supported by cD--- AT2G35155 -1.19 -0.26 -1.99 0.08896842 0.4288 -4.92
245248_at Expressed protein ; supported by cATB' GAMMAT4G15415 1.12 0.17 1.99 0.08900052 0.4288 -4.92
260100_at Expressed protein ; supported by f BNS AT1G73177 1.14 0.19 1.99 0.08911714 0.4292 -4.93
245307_at gibberellin oxidase-like protein non--- AT4G16770 -1.20 -0.27 -1.99 0.08909543 0.4292 -4.93
255503_at contains similarity to a protein kina--- AT4G02420 -1.76 -0.82 -1.99 0.08912466 0.4292 -4.93
255846_at putative SWI/SNF complex subunitATSWI3B AT2G33610 1.23 0.30 1.99 0.08915517 0.4292 -4.93
255759_at hypothetical protein predicted by g --- AT1G16790 1.18 0.24 1.98 0.0891965 0.4292 -4.93
247959_at unknown protein --- AT5G57080 1.25 0.32 1.98 0.08918482 0.4292 -4.93
257582_at hypothetical protein --- AT1G50720 -1.14 -0.19 -1.98 0.08923201 0.4293 -4.93
259524_at hypothetical protein --- AT1G12550 -1.26 -0.33 -1.98 0.08931316 0.4294 -4.93
254283_s_at anthocyanidin synthase - like prote--- AT4G22870 / -1.23 -0.29 -1.98 0.08928034 0.4294 -4.93
265588_at putative pathogenesis-related prote--- AT2G19970 -1.82 -0.86 -1.98 0.08932918 0.4294 -4.93
255190_x_at may be a pseudogene similar to a --- --- -1.14 -0.19 -1.98 0.08932806 0.4294 -4.93
265935_at putative senescence-associated prTET2 AT2G19580 -1.30 -0.38 -1.98 0.08935269 0.4294 -4.93
AFFX-BioB-5_aE. coli /GEN=bioB /DB_XREF=gb:J--- --- -1.31 -0.39 -1.98 0.08941738 0.4297 -4.93
249580_at putative protein predicted proteins --- AT5G37740 1.22 0.29 1.98 0.08949167 0.4297 -4.93
259813_at glutathione S-transferase, putativeATGSTF14 AT1G49860 -1.18 -0.24 -1.98 0.08948496 0.4297 -4.93
254521_at putative protein similar to unknown--- AT5G44820 1.17 0.23 1.98 0.08948278 0.4297 -4.93
264265_at unknown protein  ; supported by cD--- AT1G09280 1.22 0.29 1.98 0.08949379 0.4297 -4.93
248962_at putative protein contains similarity FKBP13 AT5G45680 1.30 0.38 1.98 0.0895276 0.4297 -4.93
247517_at 100 kDa coactivator - like protein 1--- AT5G61780 -1.21 -0.28 -1.98 0.0895337 0.4297 -4.93
246533_at putative protein --- AT5G15880 1.23 0.30 1.98 0.08955695 0.4297 -4.93
257831_at unknown protein  ;supported by ful CCB1 AT3G26710 1.21 0.27 1.98 0.08957735 0.4297 -4.93
259648_at hypothetical protein predicted by g --- --- -1.14 -0.19 -1.98 0.08965869 0.4298 -4.93
266323_at putative calcium-dependent proteinCRK3 AT2G46700 1.18 0.24 1.98 0.08965981 0.4298 -4.93
251590_at pollen-specific protein BAN102-lik AGP23 AT3G57690 -1.25 -0.32 -1.98 0.08963717 0.4298 -4.93



264775_at putative endo-1,4-beta-D-glucanasCEL5 AT1G22880 -1.21 -0.28 -1.98 0.08971153 0.4300 -4.93
248622_at xylosidase --- AT5G01980 / 1.47 0.56 1.98 0.08975535 0.4301 -4.93
254846_at Expressed protein ; supported by f PLDGAMM AT4G11830 1.22 0.28 1.98 0.08981669 0.4301 -4.93
252162_at hypothetical protein --- AT3G50590 -1.30 -0.38 -1.98 0.08978516 0.4301 -4.93
249214_at  beta-1,3-glucanase-like protein   --- AT5G42720 -1.37 -0.45 -1.98 0.08980432 0.4301 -4.93
250112_at low density lipoprotein B-like prote --- AT5G16300 -1.15 -0.21 -1.98 0.09001061 0.4309 -4.94
262639_at calmodulin, putative similar to calm--- AT1G62820 1.27 0.35 1.98 0.09002077 0.4309 -4.94
250985_at putative protein various predicted --- AT5G02830 -1.15 -0.20 -1.98 0.09021613 0.4311 -4.94
260682_at hypothetical protein predicted by g --- AT1G17510 1.17 0.23 1.98 0.09009654 0.4311 -4.94
246159_at Expressed protein ; supported by f --- AT5G20935 1.35 0.43 1.98 0.09014755 0.4311 -4.94
247566_at 40S ribsomal protein S19 - like 40 --- AT5G61170 1.43 0.51 1.98 0.09018928 0.4311 -4.94
263148_at ubiquitin, putative similar to ubiqui --- AT1G53950 -1.18 -0.24 -1.98 0.09021554 0.4311 -4.94
249625_at hypothetical protein  ;supported by --- AT5G37480 1.16 0.22 1.98 0.09013098 0.4311 -4.94
247878_at unknown protein --- AT5G57760 3.81 1.93 1.98 0.09018991 0.4311 -4.94
245179_at putative protein similarity to predic--- AT5G12400 -1.18 -0.23 -1.98 0.09023379 0.4311 -4.94
257738_at 40S ribosomal subunit protein S21--- AT3G27450 1.14 0.19 1.98 0.09009605 0.4311 -4.94
251418_at putative protein prib5, Ribes nigru --- AT3G60440 1.32 0.40 1.98 0.09024401 0.4311 -4.94
253446_at putative protein predicted protein T--- AT4G32620 -1.18 -0.24 -1.98 0.09026965 0.4311 -4.94
252595_at putative transporter protein peptid --- AT3G45690 -1.18 -0.24 -1.98 0.09029236 0.4311 -4.94
245067_at S-like ribonuclease RNS2 identicaRNS2 AT2G39780 1.18 0.24 1.98 0.0903667 0.4314 -4.94
267432_at putative UDP-N-acetylglucosamine--- AT2G35020 1.30 0.38 1.98 0.09040242 0.4315 -4.94
254999_at putative protein  ; supported by full --- AT4G09830 1.23 0.30 1.97 0.09057794 0.4316 -4.94
249359_at putative protein unnamed ORF, H --- AT5G40470 1.21 0.28 1.97 0.09062362 0.4316 -4.94
265101_at unknown protein similar to ESTs gb--- AT1G30880 1.30 0.38 1.97 0.09049139 0.4316 -4.94
266325_at putative extensin --- AT2G46630 -1.70 -0.76 -1.97 0.09051283 0.4316 -4.94
248032_at myosin heavy chain-like --- AT5G55860 -1.22 -0.29 -1.97 0.0906332 0.4316 -4.94
245466_at glucosyltransferase like protein --- AT4G16600 -1.21 -0.28 -1.97 0.09064015 0.4316 -4.94
262540_at hypothetical protein predicted by g --- AT1G34260 -1.29 -0.37 -1.98 0.09044316 0.4316 -4.94
262247_at unknown protein contains similarityD-CDES AT1G48420 -1.17 -0.22 -1.97 0.0905333 0.4316 -4.94
250265_at putative protein predicted proteins --- AT5G12900 1.26 0.34 1.97 0.09064613 0.4316 -4.94
259239_at putative 40S ribosomal protein s14--- AT3G11510 1.51 0.59 1.97 0.09064428 0.4316 -4.94
256763_at unknown protein COBL8 AT3G16860 -1.66 -0.73 -1.97 0.09064065 0.4316 -4.94
256103_at hypothetical protein similar to hypo--- AT1G13540 -1.13 -0.17 -1.97 0.09049198 0.4316 -4.94
262839_at PhD-finger protein, putative conta --- AT1G14770 1.32 0.40 1.97 0.09067339 0.4316 -4.94
265831_at unknown protein --- AT2G14460 1.42 0.51 1.97 0.0907267 0.4316 -4.94



249048_at auxin-repressed protein-like  ;supp--- AT5G44300 -1.17 -0.23 -1.97 0.09073192 0.4316 -4.94
247153_at receptor protein kinase-like proteinBAM1 AT5G65700 1.39 0.47 1.97 0.09072622 0.4316 -4.94
257378_s_at hypothetical protein predicted by g --- AT2G02290 / -1.18 -0.24 -1.97 0.09076028 0.4317 -4.94
253322_at putative protein  ;supported by full- --- AT4G33980 1.23 0.30 1.97 0.09086263 0.4318 -4.94
260336_at putative protease IV similar to proteSPPA AT1G73990 -1.21 -0.27 -1.97 0.09086223 0.4318 -4.94
249792_at putative protein contains similarity PHS1 AT5G23720 1.15 0.21 1.97 0.09086751 0.4318 -4.94
247111_at unknown protein --- AT5G65880 1.29 0.37 1.97 0.09085848 0.4318 -4.94
266666_at hypothetical protein predicted by g --- AT2G29780 -1.16 -0.22 -1.97 0.09093691 0.4319 -4.95
254161_at hypothetical protein  ;supported by --- AT4G24370 1.17 0.23 1.97 0.09094047 0.4319 -4.95
246255_at transcription initiation factor like proATPBRP AT4G36650 -1.18 -0.24 -1.97 0.09095805 0.4319 -4.95
261770_at prolyl endopeptidase, putative sim--- AT1G76140 -1.14 -0.19 -1.97 0.09097096 0.4319 -4.95
250607_at putative protein mammalian inositoIPK2a AT5G07370 1.13 0.18 1.97 0.09102277 0.4320 -4.95
245889_at PEE-rich protein  ;supported by ful --- AT5G09480 1.39 0.47 1.97 0.09100901 0.4320 -4.95
251706_at nodulin-like protein MtN21 - Medic--- AT3G56620 1.20 0.27 1.97 0.09104559 0.4320 -4.95
258641_at unknown protein  ;supported by ful --- AT3G08030 1.73 0.79 1.97 0.09137406 0.4322 -4.95
259080_at putative mitogen activated protein WNK1 AT3G04910 -1.21 -0.27 -1.97 0.09126161 0.4322 -4.95
259534_at hypothetical protein --- AT1G12290 1.20 0.27 1.97 0.09136508 0.4322 -4.95
252644_at putative protein KIAA0073, Homo CYP71 AT3G44600 1.21 0.27 1.97 0.09115332 0.4322 -4.95
252773_at putative protein predicted proteins --- --- -1.15 -0.20 -1.97 0.09114451 0.4322 -4.95
245091_at unknown protein --- AT2G40910 -1.18 -0.24 -1.97 0.09129149 0.4322 -4.95
265670_s_at unknown protein  ;supported by ful --- AT2G32190 / 1.63 0.71 1.97 0.09137972 0.4322 -4.95
264579_at Expressed protein ; supported by f --- AT1G05205 1.25 0.32 1.97 0.09112276 0.4322 -4.95
266361_at putative O-GlcNAc transferase --- AT2G32450 1.36 0.44 1.97 0.09138078 0.4322 -4.95
248657_at peptidylprolyl isomerase ROF2 AT5G48570 -2.76 -1.47 -1.97 0.09124517 0.4322 -4.95
262806_at putative pyrophosphate-dependent--- AT1G20950 1.28 0.36 1.97 0.09131245 0.4322 -4.95
261540_at unknown protein --- AT1G63610 1.19 0.25 1.97 0.09117244 0.4322 -4.95
260530_at putative peptidyl-prolyl cis-trans iso--- AT2G47320 1.15 0.20 1.97 0.09131678 0.4322 -4.95
250994_at dnaK-type molecular chaperone h --- AT5G02490 -1.56 -0.64 -1.97 0.09126946 0.4322 -4.95
247611_at putative protein predicted proteins --- AT5G60710 1.14 0.20 1.97 0.09128611 0.4322 -4.95
255067_at putative phosphotyrosyl phosphata--- AT4G08960 -1.13 -0.18 -1.97 0.09130218 0.4322 -4.95
263136_at trehalose-6-phosphate synthase, pATTPS1 AT1G78580 -1.17 -0.23 -1.97 0.09141872 0.4323 -4.95
267082_at CPDK-related protein kinase CDPKCRK1 AT2G41140 1.15 0.20 1.97 0.0914431 0.4323 -4.95
253032_at guanine nucleotide-exchange prot --- AT4G38200 -1.15 -0.20 -1.97 0.09154535 0.4326 -4.95
250088_at APG5 (autophagy 5)-like protein APG5 AT5G17290 1.17 0.23 1.97 0.0915755 0.4326 -4.95
247626_at receptor like protein kinase recept --- AT5G60300 / -1.62 -0.69 -1.97 0.09157093 0.4326 -4.95



261924_at peptide transporter, putative simila--- AT1G22550 -1.48 -0.57 -1.97 0.09158832 0.4326 -4.95
250920_at putative protein  ;supported by full- --- AT5G03390 -1.33 -0.41 -1.97 0.09168508 0.4330 -4.95
254944_at putative protein proliferation poten--- AT4G10930 -1.12 -0.17 -1.97 0.09174161 0.4331 -4.95
256737_at farnesyltranstransferase, putative --- AT3G29420 -1.15 -0.20 -1.97 0.09175015 0.4331 -4.95
247585_at putative protein predicted proteins --- AT5G60680 1.23 0.30 1.96 0.09181441 0.4332 -4.95
248875_at disease resistance protein-like --- AT5G46470 -1.30 -0.38 -1.96 0.09182368 0.4332 -4.95
259030_at putative alpha-hemolysin similar to --- AT3G09310 1.13 0.17 1.96 0.09182454 0.4332 -4.95
251493_at putative protein hypothetical prote --- AT3G59300 -1.21 -0.28 -1.96 0.09186565 0.4333 -4.95
263480_at putative root iron transporter proteiZIP7 AT2G04032 -1.20 -0.26 -1.96 0.09196518 0.4336 -4.96
248889_at unknown protein ;supported by full --- AT5G46230 1.30 0.38 1.96 0.09197238 0.4336 -4.96
248499_at putative protein contains similarity PAP27 AT5G50400 -1.14 -0.19 -1.96 0.09199348 0.4336 -4.96
259761_at putative acyl-CoA synthetase simil LACS9 AT1G77590 1.26 0.34 1.96 0.09201621 0.4337 -4.96
250248_at transporter-like protein ZIF1 AT5G13740 -1.41 -0.50 -1.96 0.09217384 0.4342 -4.96
259103_at unknown protein  ; supported by cD--- AT3G11690 -1.46 -0.55 -1.96 0.09219617 0.4342 -4.96
262492_at unknown protein Contains similarit --- AT1G21630 1.17 0.23 1.96 0.09223492 0.4342 -4.96
246859_at putative protein various predicted --- AT5G25950 -1.17 -0.22 -1.96 0.09222796 0.4342 -4.96
254781_at putative protein putative protein F2--- AT4G12840 -1.15 -0.21 -1.96 0.09220976 0.4342 -4.96
263962_at putative protein kinase contains a p--- AT2G36350 -1.25 -0.33 -1.96 0.09235196 0.4347 -4.96
250400_at protein phosphatase 2C -like prote--- AT5G10740 1.29 0.37 1.96 0.09236906 0.4347 -4.96
257401_at hypothetical protein identical to hypSRO2 AT1G23550 1.22 0.29 1.96 0.09240724 0.4348 -4.96
255482_at putative chloroplast outer envelop TOC159 AT4G02510 1.16 0.21 1.96 0.09254679 0.4353 -4.96
266960_at putative retroelement pol polyprote--- --- -1.20 -0.26 -1.96 0.09255741 0.4353 -4.96
245995_at putative protein various predicted --- --- -1.24 -0.32 -1.96 0.09260052 0.4354 -4.96
246040_at peptidyl-prolyl cis-trans isomerase --- AT5G19370 1.16 0.22 1.96 0.0926257 0.4354 -4.96
256599_at hypothetical protein predicted by g --- AT3G14760 -1.16 -0.21 -1.96 0.09264495 0.4354 -4.96
247735_at thymidylate kinase - like protein thZEU1 AT5G59440 1.38 0.46 1.96 0.09276436 0.4359 -4.96
254084_at ubiquitin activating enzyme - like pSAE1A AT4G24940 1.32 0.40 1.96 0.09288525 0.4364 -4.97
251614_at hypothetical protein --- AT3G57970 -1.21 -0.27 -1.96 0.09292828 0.4365 -4.97
259038_at unknown protein predicted by gensPTAC13 AT3G09210 1.18 0.23 1.96 0.09294984 0.4365 -4.97
255631_at hypothetical protein BSK3 AT4G00710 1.14 0.19 1.96 0.0929904 0.4365 -4.97
255118_at nitrilase 1 like protein nitrilase 1 - M--- AT4G08790 1.20 0.27 1.96 0.09298584 0.4365 -4.97
256113_at unknown protein ;supported by full --- AT1G16810 1.19 0.25 1.96 0.09301406 0.4366 -4.97
253782_at hypothetical protein --- AT4G28590 1.14 0.19 1.96 0.09306985 0.4367 -4.97
264811_at hypothetical protein predicted by g --- AT1G08640 1.14 0.19 1.95 0.09317258 0.4368 -4.97
266237_at DNA-directed RNA polymerase 14ATRPC14 AT2G29540 1.29 0.36 1.96 0.09314323 0.4368 -4.97



248224_at thylakoid lumenal 17.4 kD protein, --- AT5G53490 1.25 0.32 1.95 0.09317962 0.4368 -4.97
260730_at lipoamide dehydrogenase precursomtLPD1 AT1G48030 -1.24 -0.31 -1.96 0.09311779 0.4368 -4.97
AFFX-r2-Bs-thr B. subtilis /GEN=thrC, thrB /DB_XR--- --- -1.37 -0.45 -1.95 0.09318017 0.4368 -4.97
267063_at hypothetical protein predicted by g --- AT2G41120 1.24 0.30 1.95 0.09320403 0.4368 -4.97
259741_at unknown protein --- AT1G71020 -1.24 -0.32 -1.95 0.09337382 0.4373 -4.97
261190_at ribosomal protein L11, putative simPRPL11 AT1G32990 1.18 0.24 1.95 0.09337103 0.4373 -4.97
250888_at putative protein trichohyalin, Oryct--- AT5G04460 -1.28 -0.35 -1.95 0.09334448 0.4373 -4.97
260725_at Expressed protein ; supported by f --- AT1G48170 1.17 0.23 1.95 0.09332233 0.4373 -4.97
250569_at myc-like protein myc-like regulatorBIM1 AT5G08130 -1.36 -0.44 -1.95 0.09341521 0.4373 -4.97
247299_at putative protein contains similarity --- AT5G63900 -1.15 -0.20 -1.95 0.09343416 0.4373 -4.97
246111_at putative protein --- AT5G20170 -1.18 -0.23 -1.95 0.09341338 0.4373 -4.97
253918_at putative protein  ; supported by full PHOS34 AT4G27320 1.17 0.23 1.95 0.09348985 0.4374 -4.97
253900_at translation initiation factor  ; suppo --- AT4G27130 1.16 0.22 1.95 0.09357309 0.4377 -4.97
246264_at hypothetical protein FRL2 AT1G31814 -1.17 -0.23 -1.95 0.0935925 0.4377 -4.97
259790_s_at auxin-induced protein, putative sim--- AT1G29430 / 1.63 0.70 1.95 0.09369916 0.4378 -4.97
265032_at ribosomal protein identical to ribosoRPL3B AT1G61580 1.41 0.50 1.95 0.09367695 0.4378 -4.97
252110_at disease resistance-like protein TM--- AT3G51560 -1.15 -0.20 -1.95 0.09368946 0.4378 -4.97
261726_at putative auxin-independent growth --- AT1G76270 -1.31 -0.39 -1.95 0.09370515 0.4378 -4.97
245950_at putative protein predicted protein, --- AT5G19570 1.27 0.35 1.95 0.0936816 0.4378 -4.97
253550_at putative protein kinase serine/thre SIP3 AT4G30960 -1.32 -0.40 -1.95 0.09387334 0.4380 -4.98
265015_at putative Ta11-1 reverse transcripta--- --- -1.13 -0.17 -1.95 0.09381306 0.4380 -4.98
258241_at hypothetical protein similar to hypoLBD25 AT3G27650 -1.24 -0.31 -1.95 0.09378343 0.4380 -4.97
248644_at disease resistance protein-like --- AT5G49140 -1.13 -0.18 -1.95 0.09389561 0.4380 -4.98
245045_at unknown protein similar to glycopro--- AT2G26590 1.14 0.19 1.95 0.09386334 0.4380 -4.98
263807_at putative indole-3-glycerol phospha --- AT2G04400 -2.02 -1.02 -1.95 0.09390895 0.4380 -4.98
252519_at hypothetical protein --- AT3G46360 -1.17 -0.23 -1.95 0.09389959 0.4380 -4.98
244925_at NADH dehydrogenase subunit 7 --- --- -1.21 -0.28 -1.95 0.09383646 0.4380 -4.98
263382_at putative anthranilate N-hydroxycinn--- AT2G40230 -1.22 -0.29 -1.95 0.09400278 0.4382 -4.98
265464_at putative myosin heavy chain --- AT2G37080 1.14 0.18 1.95 0.09398196 0.4382 -4.98
266990_at putative ABC transporter ATATH8 AT2G39190 -1.35 -0.43 -1.95 0.09401919 0.4382 -4.98
259336_at hypothetical protein C-term portionSDG20 AT3G03750 1.28 0.36 1.95 0.09395344 0.4382 -4.98
263813_s_at putative TNP1-like transposon prot--- --- -1.16 -0.22 -1.95 0.09402822 0.4382 -4.98
250463_at transcription factor OBF4 TGA4 AT5G10030 1.20 0.26 1.95 0.0940545 0.4382 -4.98
266898_at unknown protein ; supported by cD--- AT2G45990 -1.20 -0.27 -1.95 0.09409167 0.4382 -4.98
260210_at putative xyloglucan fucosyltransfe FUT3 AT1G74420 -1.22 -0.29 -1.95 0.09408685 0.4382 -4.98



267573_at putative tropinone reductase --- AT2G30670 -1.14 -0.18 -1.95 0.09413305 0.4383 -4.98
255065_s_at putative arginase similar to argina --- AT4G08870 / -1.73 -0.79 -1.95 0.09425104 0.4383 -4.98
258963_at putative myotubularin similar to my--- AT3G10550 -1.18 -0.24 -1.95 0.09419796 0.4383 -4.98
264192_at hypothetical protein predicted by g ATATG18HAT1G54710 -1.13 -0.18 -1.95 0.09424885 0.4383 -4.98
257855_at hypothetical protein predicted by g --- AT3G13040 -1.16 -0.21 -1.95 0.09425684 0.4383 -4.98
264804_at putative receptor kinase, CLV1 sim--- AT1G08590 -1.20 -0.27 -1.95 0.09423634 0.4383 -4.98
251955_at putative protein predicted proteins --- AT3G53680 -1.17 -0.23 -1.95 0.09420466 0.4383 -4.98
249464_at putative protein crp1, Zea mays, PEMB2745 AT5G39710 -1.47 -0.55 -1.95 0.09428388 0.4384 -4.98
250746_at glucuronosyl transferase-like prote --- AT5G05880 -1.15 -0.20 -1.95 0.09435228 0.4386 -4.98
256682_at putative protein dihydrolipoamide SLTA3 AT3G52200 1.14 0.19 1.95 0.09443494 0.4389 -4.98
264621_at putative protein kinase contains a p--- AT2G17700 1.19 0.25 1.95 0.09446207 0.4389 -4.98
249373_at putative protein vanilloid receptor --- AT5G40670 -1.18 -0.23 -1.94 0.09451616 0.4391 -4.98
255926_at AP2 domain containing protein RA--- AT1G22190 1.40 0.48 1.94 0.09463634 0.4394 -4.98
247891_at GTP binding protein-like --- AT5G57960 1.16 0.22 1.94 0.09461961 0.4394 -4.98
247808_at contains similarity to unknown prot ECT10 AT5G58190 -1.14 -0.19 -1.94 0.09461284 0.4394 -4.98
265184_at unknown protein  ;supported by ful --- AT1G23710 1.84 0.88 1.94 0.0946609 0.4394 -4.98
248161_at unknown protein --- AT5G54480 -1.18 -0.23 -1.94 0.09474139 0.4397 -4.98
266636_at glycine decarboxylase complex H- GDCH AT2G35370 -1.19 -0.25 -1.94 0.0947696 0.4397 -4.98
247386_at putative protein similar to unknownemb2746 AT5G63420 1.16 0.21 1.94 0.09494069 0.4403 -4.99
254446_at tubulin beta-9 chain  ;supported byTUB9 AT4G20890 1.15 0.20 1.94 0.09494056 0.4403 -4.99
251720_at putative protein --- AT3G56160 -1.36 -0.45 -1.94 0.09498155 0.4404 -4.99
267274_at putative mitochondrial carrier prote--- AT2G30160 1.24 0.31 1.94 0.09497762 0.4404 -4.99
252510_at putative protein serine/threonine-s--- AT3G46270 -1.16 -0.22 -1.94 0.09501109 0.4404 -4.99
252117_at mucin -like protein hemomucin, DrYLS2 AT3G51430 1.29 0.37 1.94 0.09508948 0.4406 -4.99
252920_at putative endo-1,4-beta-glucanase AtGH9B17 AT4G39000 -1.19 -0.25 -1.94 0.09507912 0.4406 -4.99
249576_at putative protein predicted protein, --- AT5G37690 1.14 0.19 1.94 0.09518322 0.4409 -4.99
258791_at hevein-like protein precursor (PR- PR4 AT3G04720 1.53 0.61 1.94 0.09526811 0.4410 -4.99
261073_at hypothetical protein predicted by g --- AT1G07300 1.17 0.22 1.94 0.09531461 0.4410 -4.99
254306_at putative protein  ; supported by cD ATCES1 AT4G22330 1.14 0.18 1.94 0.09530603 0.4410 -4.99
256154_at hypothetical protein predicted by g --- AT3G08490 -1.20 -0.26 -1.94 0.09525416 0.4410 -4.99
266136_at unknown protein  ;supported by ful --- AT2G45060 1.12 0.17 1.94 0.09527144 0.4410 -4.99
265288_at putative glutaredoxin  ;supported b --- AT2G20270 1.23 0.30 1.94 0.09530868 0.4410 -4.99
250407_at chorismate mutase CM2  ; support ATCM2 AT5G10870 1.16 0.22 1.94 0.09535791 0.4411 -4.99
248655_at 60S ribosomal protein L13a  ;supp --- AT5G48760 1.24 0.31 1.94 0.09538077 0.4411 -4.99
265016_at unknown protein similar to deacety--- AT1G24420 -1.13 -0.18 -1.94 0.09549563 0.4415 -4.99



260466_at phosphatidylinositol-4-phosphate 5--- AT1G10900 -1.40 -0.48 -1.94 0.09547991 0.4415 -4.99
264341_at hypothetical protein predicted by g --- AT1G70270 -1.14 -0.19 -1.94 0.09558723 0.4418 -4.99
254159_at putative DNA-binding protein DNAWRKY7 AT4G24240 1.38 0.46 1.94 0.09562964 0.4419 -4.99
263385_at ABA-regulated gene (ATEM6)  ; suGEA6 AT2G40170 -1.20 -0.27 -1.94 0.0956365 0.4419 -4.99
260844_at peroxisomal targeting signal type 2PEX7 AT1G29260 1.15 0.20 1.94 0.09577016 0.4424 -5.00
263410_at predicted protein ;supported by full --- AT2G04039 -1.30 -0.38 -1.94 0.09587366 0.4426 -5.00
263045_at hypothetical protein predicted by g --- AT2G05370 -1.16 -0.22 -1.94 0.09587007 0.4426 -5.00
246108_at putative protein retinal glutamic ac--- AT5G28630 -1.43 -0.52 -1.94 0.09588167 0.4426 -5.00
258512_at beta-glucosidase, putative similar --- AT3G06510 / -1.13 -0.17 -1.93 0.09604376 0.4432 -5.00
261352_at DNA repair protein RAD23, putativRAD23 AT1G79650 -1.18 -0.23 -1.93 0.09602959 0.4432 -5.00
250727_at putative protein similar to unknown--- AT5G06430 1.15 0.20 1.93 0.09606163 0.4432 -5.00
254232_at tyrosine transaminase like protein CORI3 AT4G23600 -1.72 -0.78 -1.93 0.09621039 0.4436 -5.00
245043_at putative cyclin  ;supported by full-leRCY1 AT2G26430 1.30 0.38 1.93 0.09624308 0.4436 -5.00
246050_s_at protein phosphatase 2A regulatory--- AT5G28850 / 1.13 0.18 1.93 0.09620973 0.4436 -5.00
251332_at putative protein putative protein At--- AT3G61670 1.25 0.32 1.93 0.09624851 0.4436 -5.00
245707_at NAC2-like protein anac077 AT5G04400 -1.19 -0.25 -1.93 0.09623039 0.4436 -5.00
261395_at unknown protein similar to putative--- AT1G79700 1.46 0.55 1.93 0.0962728 0.4436 -5.00
265934_at unknown protein EER5 AT2G19560 1.13 0.18 1.93 0.09632093 0.4437 -5.00
260964_at E2, ubiquitin-conjugating enzyme ATUBC2-1 AT1G45050 1.14 0.18 1.93 0.09638483 0.4437 -5.00
259521_at ATP-dependent Clp protease proteCLP2 AT1G12410 1.21 0.27 1.93 0.09635147 0.4437 -5.00
245937_at putative protein 22kDa peroxisoma--- AT5G19750 1.32 0.40 1.93 0.09634776 0.4437 -5.00
250566_at putative helix-loop-helix DNA bind TCP17 AT5G08070 -1.24 -0.32 -1.93 0.09638617 0.4437 -5.00
251356_at putative protein hypothetical protei AtPP2-A13 AT3G61060 1.21 0.27 1.93 0.09644348 0.4437 -5.00
265022_at putative agp1 similar to GB:CAA48BCP1 AT1G24520 -1.23 -0.29 -1.93 0.09644793 0.4437 -5.00
258155_at protein kinase C-receptor/G-prote RACK1C_AAT3G18130 1.61 0.69 1.93 0.09645279 0.4437 -5.00
265909_at unknown protein  ;supported by ful --- AT2G25720 1.18 0.24 1.93 0.09656427 0.4442 -5.00
266476_at unknown protein  ;supported by ful --- AT2G31090 1.23 0.30 1.93 0.09658574 0.4442 -5.00
262700_at unknown protein --- AT1G76020 -1.22 -0.29 -1.93 0.09661995 0.4442 -5.00
258503_at unknown protein --- AT3G02500 -1.21 -0.27 -1.93 0.09666422 0.4444 -5.00
264004_at Expressed protein ; supported by f --- AT2G22425 1.20 0.26 1.93 0.09672876 0.4446 -5.00
265914_at En/Spm-like transposon protein rel --- --- -1.13 -0.18 -1.93 0.09676581 0.4446 -5.00
267290_at putative SET-domain transcriptiona--- AT2G23740 -1.20 -0.27 -1.93 0.09676987 0.4446 -5.01
248722_at pyrophosphate-fructose-6-phosphaPFK2 AT5G47810 -1.13 -0.17 -1.93 0.09687025 0.4448 -5.01
247225_at inositol-1, 4, 5-trisphosphate 5-phoBST1 AT5G65090 -1.19 -0.25 -1.93 0.09687324 0.4448 -5.01
245292_at Expressed protein ; supported by c--- AT4G15093 -1.22 -0.28 -1.93 0.09687873 0.4448 -5.01



260991_at hypothetical protein predicted by g --- AT1G12160 1.14 0.19 1.93 0.09698014 0.4451 -5.01
259362_s_at serin threonin-kinase, putative sim--- AT1G13350 / 1.19 0.25 1.93 0.09702317 0.4451 -5.01
257389_at hypothetical protein predicted by g --- AT2G17970 -1.15 -0.20 -1.93 0.09698625 0.4451 -5.01
AFFX-r2-Bs-da B. subtilis /GEN=dapB /DB_XREF=--- --- -1.37 -0.46 -1.93 0.09701579 0.4451 -5.01
260938_at hypothetical protein contains simila--- AT1G45170 1.20 0.27 1.93 0.09707029 0.4452 -5.01
250368_at putative protein  ; supported by cD --- AT5G11280 1.20 0.26 1.93 0.0970761 0.4452 -5.01
247059_at UTP-glucose glucosyltransferase  UGT72E2 AT5G66690 -1.16 -0.21 -1.93 0.0971223 0.4453 -5.01
254020_at beta-carotene hydroxylase  ; suppoBETA-OHA AT4G25700 1.69 0.76 1.93 0.09718653 0.4455 -5.01
266349_at unknown protein predicted by gens--- AT2G01460 -1.17 -0.23 -1.93 0.09720899 0.4455 -5.01
263981_at unknown protein  ;supported by ful PAR1 AT2G42870 1.67 0.74 1.93 0.09725801 0.4457 -5.01
251930_at putative protein several hypotheticaATRBL4 AT3G53780 1.21 0.27 1.92 0.09739508 0.4459 -5.01
245365_at hypothetical protein ;supported by --- AT4G17720 -1.30 -0.38 -1.92 0.09738426 0.4459 -5.01
260215_at unknown protein --- AT1G74530 1.17 0.22 1.92 0.09739213 0.4459 -5.01
252205_at hypothetical protein various predic--- AT3G50350 -1.22 -0.29 -1.92 0.09739033 0.4459 -5.01
267633_at hypothetical protein predicted by g --- AT2G42180 -1.13 -0.18 -1.92 0.09742417 0.4460 -5.01
254894_at putative phospholipase D-gamma PLDGAMM AT4G11840 1.26 0.34 1.92 0.097485 0.4462 -5.01
249199_at putative protein similar to unknownBPC6 AT5G42520 1.17 0.22 1.92 0.09761731 0.4467 -5.01
256957_at hypothetical protein predicted by g --- AT3G13420 -1.17 -0.22 -1.92 0.09764333 0.4467 -5.01
259646_at n-calpain-1 large subunit, putative DEK1 AT1G55350 -1.16 -0.21 -1.92 0.09771478 0.4469 -5.01
254030_at putative acidic ribosomal protein a--- AT4G25890 1.47 0.56 1.92 0.0977758 0.4470 -5.01
264326_at unknown protein --- AT1G04230 -1.20 -0.26 -1.92 0.0977617 0.4470 -5.01
261633_at hypothetical protein predicted by g --- AT1G49930 1.15 0.20 1.92 0.09780897 0.4471 -5.02
255001_at AIG1-like protein AIG1 - Arabidops--- AT4G09930 -1.22 -0.28 -1.92 0.09787747 0.4473 -5.02
256842_at hypothetical protein predicted by g --- --- -1.15 -0.21 -1.92 0.09804254 0.4480 -5.02
260026_at 60S ribosomal protein L18A, putatRPL18AA AT1G29970 1.17 0.22 1.92 0.09805721 0.4480 -5.02
265508_at hypothetical protein predicted by g --- AT2G15930 -1.13 -0.18 -1.92 0.09807776 0.4480 -5.02
256350_at hypothetical protein contains similaPGSIP4 AT1G54940 -1.14 -0.19 -1.92 0.09810683 0.4480 -5.02
251621_at protein kinase - like protein wall-as--- AT3G57700 1.32 0.40 1.92 0.09813025 0.4480 -5.02
247846_at putative protein --- AT5G58100 1.17 0.22 1.92 0.09820739 0.4483 -5.02
249421_at DegP protease contains similarity tDEG8 AT5G39830 -1.18 -0.24 -1.92 0.09827648 0.4485 -5.02
265498_at putative C2H2-type zinc finger prot--- AT2G15740 -1.14 -0.19 -1.92 0.09838597 0.4488 -5.02
253260_at hypothetical protein --- AT4G34420 / -1.17 -0.23 -1.92 0.09838207 0.4488 -5.02
263471_at hypothetical protein predicted by g RAP AT2G31890 1.19 0.25 1.92 0.09851897 0.4489 -5.02
247357_at receptor-like protein kinase  ; supp --- AT5G63710 -1.17 -0.23 -1.92 0.09842433 0.4489 -5.02
245575_at centromere protein homolog --- AT4G14760 -1.16 -0.22 -1.92 0.09849939 0.4489 -5.02



266119_at protease inhibitor II identical to GBLCR69 AT2G02100 -1.74 -0.80 -1.92 0.09847214 0.4489 -5.02
249172_at putative protein similar to unknown--- AT5G42950 1.18 0.24 1.92 0.09852924 0.4489 -5.02
261258_at unknown protein --- AT1G26640 1.21 0.28 1.92 0.09845862 0.4489 -5.02
253185_at putative protein bZIP protein - Ara --- AT4G35240 1.20 0.27 1.92 0.09853458 0.4489 -5.02
256180_at light repressible receptor protein k --- AT1G51810 -1.12 -0.17 -1.92 0.09857407 0.4490 -5.02
255151_at putative protein oxysterol-binding ORP1C AT4G08180 -1.12 -0.16 -1.92 0.0986073 0.4490 -5.02
250608_at pectin methyl-esterase-like protein--- AT5G07420 -1.14 -0.19 -1.92 0.09867802 0.4492 -5.02
265800_at similar to ch-TOG protein from HomMOR1 AT2G35630 1.18 0.24 1.92 0.09866957 0.4492 -5.02
263087_s_at putative sugar transporter --- AT2G16120 / -1.17 -0.22 -1.91 0.09872109 0.4493 -5.02
262455_at Mlo protein, putative similar to MloMLO2 AT1G11310 1.24 0.31 1.91 0.09875821 0.4494 -5.02
248298_at putative protein similar to unknown--- AT5G53110 -1.29 -0.37 -1.91 0.09879035 0.4494 -5.02
258994_at unknown protein similar to putativeRAPTOR1 AT3G08850 1.14 0.19 1.91 0.09892938 0.4496 -5.03
255615_at hypothetical protein --- AT4G01290 -1.12 -0.17 -1.91 0.09893274 0.4496 -5.03
256641_at hypothetical protein similar to putat--- --- -1.20 -0.27 -1.91 0.09891992 0.4496 -5.03
259114_at 26S proteasome AAA-ATPase subRPT5A AT3G05530 1.15 0.21 1.91 0.09891017 0.4496 -5.03
262878_at hypothetical protein predicted by g NDF2 AT1G64770 1.20 0.26 1.91 0.09885671 0.4496 -5.03
247207_at putative protein similar to unknown--- AT5G65000 1.13 0.17 1.91 0.09902722 0.4498 -5.03
253456_at putative protein norbin, Rattus nor --- AT4G32050 -1.21 -0.28 -1.91 0.09902101 0.4498 -5.03
248596_at putative protein contains similarity AtMYB111 AT5G49330 1.43 0.52 1.91 0.09899157 0.4498 -5.03
249807_at pectinacetylesterase --- AT5G23870 -1.25 -0.33 -1.91 0.09906809 0.4498 -5.03
257758_at eukaryotic translation elongation fa--- AT3G22980 -1.19 -0.25 -1.91 0.09904856 0.4498 -5.03
248299_at unknown protein  ;supported by ful --- AT5G53080 1.17 0.22 1.91 0.09918718 0.4501 -5.03
261736_at hypothetical protein simlar to hypot--- AT1G47810 -1.15 -0.20 -1.91 0.09920352 0.4501 -5.03
247426_at putative protein contains similarity --- AT5G62570 1.35 0.43 1.91 0.0991732 0.4501 -5.03
247968_at 40S ribosomal protein S30 homolo --- AT5G56670 1.41 0.50 1.91 0.09924519 0.4502 -5.03
262508_at serine/threonine kinase, putative s--- AT1G11300 1.43 0.52 1.91 0.09927536 0.4503 -5.03
246155_at putative protein predicted proteins --- AT5G20030 1.13 0.18 1.91 0.09940657 0.4507 -5.03
245211_at putative protein similarity to sec10SEC10 AT5G12370 1.13 0.17 1.91 0.09938128 0.4507 -5.03
250266_at histone H3 -like protein histone H3--- AT5G12910 -1.18 -0.24 -1.91 0.09943697 0.4507 -5.03
247842_at SPP30 - like protein SPP30, Solan--- AT5G58030 1.14 0.19 1.91 0.09941989 0.4507 -5.03
260535_at hypothetical protein predicted by g --- AT2G43390 -1.13 -0.18 -1.91 0.09946581 0.4507 -5.03
254458_at putative protein heat shock proteinATERDJ2B AT4G21180 1.29 0.37 1.91 0.09949578 0.4507 -5.03
250448_at putative protein lignostilbene-alpha--- AT5G10820 -1.30 -0.38 -1.91 0.09954088 0.4508 -5.03
259280_at putative polypyrimidine tract-bindinPTB1 AT3G01150 1.13 0.18 1.91 0.09953491 0.4508 -5.03
248104_at S-adenosyl-L-methionine:salicylic aIAMT1 AT5G55250 1.45 0.53 1.91 0.09959864 0.4509 -5.03



255070_at isoamylase-like protein probable isISA3 AT4G09020 -1.15 -0.20 -1.91 0.09967529 0.4512 -5.03
261986_s_at cytochrome P450, putative similar CYP76C5 AT1G33720 / -1.52 -0.60 -1.91 0.09974789 0.4512 -5.03
258045_at ubiquitin-specific protease 7 (UBPUBP7 AT3G21280 1.18 0.24 1.91 0.09974507 0.4512 -5.03
253784_at putative protein WREBP-1, NicotiaPHR1 AT4G28610 -1.18 -0.24 -1.91 0.09974056 0.4512 -5.03
267466_at putative GDSL-motif lipase/hydrola--- AT2G19010 1.15 0.20 1.91 0.09975871 0.4512 -5.03
252164_at hypothetical protein nodH - Rhizob--- AT3G50620 -1.39 -0.48 -1.91 0.09980393 0.4512 -5.03
265988_at hypothetical protein predicted by g --- AT2G24255 -1.15 -0.20 -1.91 0.09980314 0.4512 -5.03
245252_at ethylene responsive element bindinATERF-1 AT4G17500 1.61 0.69 1.91 0.09982936 0.4513 -5.03
261623_at hypothetical protein similar to reticuATSEC1A AT1G01980 -1.17 -0.22 -1.91 0.09985985 0.4513 -5.04
248885_at putative protein similar to unknown--- AT5G46150 1.15 0.21 1.91 0.09989429 0.4514 -5.04
257662_at low affinity calcium antiporter CAXCAX2 AT3G13320 1.15 0.20 1.91 0.09990888 0.4514 -5.04
251858_at aquaporin MIP - like protein aquapPIP2;5 AT3G54820 -1.29 -0.37 -1.91 0.10006125 0.4515 -5.04
257726_at hypothetical protein predicted by g --- AT3G18360 -1.15 -0.21 -1.91 0.10002605 0.4515 -5.04
257798_at unknown protein NAI2 AT3G15950 -1.24 -0.31 -1.91 0.10003494 0.4515 -5.04
264138_at beta-Amyrin Synthase, putative si --- AT1G78950 -1.18 -0.24 -1.91 0.10001099 0.4515 -5.04
264567_s_at putative peroxidase ATP12a Stron --- AT1G05240 / -1.18 -0.24 -1.91 0.10007352 0.4515 -5.04
267606_at putative beta-ketoacyl-CoA syntha KCS11 AT2G26640 1.14 0.19 1.91 0.09998521 0.4515 -5.04
265226_at unknown protein  ; supported by cD--- AT2G28430 1.14 0.18 1.91 0.10002332 0.4515 -5.04
261433_s_at endoplasmic reticulum-type calcium--- AT1G07670 / 1.13 0.18 1.91 0.1001385 0.4517 -5.04
258755_at hypothetical protein identical to hyp--- AT3G11945 / 1.19 0.25 1.90 0.10024353 0.4517 -5.04
245438_at growth regulator like protein --- AT4G16650 1.16 0.21 1.90 0.10022853 0.4517 -5.04
263980_at hypothetical protein predicted by g --- AT2G42770 -1.21 -0.28 -1.90 0.10018323 0.4517 -5.04
250558_at flavonoid 3-hydroxylase - like proteTT7 AT5G07990 -1.19 -0.25 -1.90 0.10022028 0.4517 -5.04
252880_at putative protein ;supported by full-l --- AT4G39730 -1.29 -0.37 -1.90 0.10021491 0.4517 -5.04
254096_at acid phosphatase - like protein ac --- AT4G25150 -1.18 -0.24 -1.90 0.10030459 0.4519 -5.04
265001_at hypothetical protein contains simila--- AT1G67350 1.16 0.21 1.90 0.10032672 0.4519 -5.04
261639_at tubulin alpha-2/alpha-4 chain, putaTUA2 AT1G50010 1.59 0.67 1.90 0.10036749 0.4520 -5.04
252633_x_at putative protein HISTONE DEACEhda17 AT3G44490 / 1.13 0.17 1.90 0.1004658 0.4523 -5.04
245768_at hypothetical protein similar to putat--- AT1G33590 -1.42 -0.50 -1.90 0.1004808 0.4523 -5.04
260729_at regulatory protein, putative containKU80 AT1G48050 1.14 0.18 1.90 0.10052434 0.4524 -5.04
265486_at unknown protein predicted by gens--- AT2G15560 1.21 0.27 1.90 0.10055716 0.4524 -5.04
245754_at hypothetical protein predicted by g --- AT1G35183 1.14 0.19 1.90 0.10056444 0.4524 -5.04
245718_at putative protein --- AT5G04110 -1.21 -0.27 -1.90 0.10060059 0.4525 -5.04
248026_at putative protein similar to unknown--- AT5G55710 1.18 0.24 1.90 0.1006617 0.4526 -5.04
252103_at putative protein various predicted --- AT3G51410 1.14 0.19 1.90 0.10065435 0.4526 -5.04



258834_at GTP cyclohydrolase I similar to GT--- AT3G07270 1.20 0.27 1.90 0.10077058 0.4530 -5.04
254496_at hyuC-like protein 5-substituted hydATAAH AT4G20070 1.50 0.59 1.90 0.10077799 0.4530 -5.04
250794_at putative protein contains similarity --- AT5G05270 -1.15 -0.21 -1.90 0.10080675 0.4530 -5.04
248523_s_at ubiquitin activating enzyme  ;suppoSAE1B AT5G50580 / -1.20 -0.27 -1.90 0.10086276 0.4532 -5.04
265884_at unknown protein --- AT2G42320 -1.21 -0.28 -1.90 0.10093077 0.4532 -5.05
261347_at unknown protein ELF7 AT1G79730 -1.18 -0.24 -1.90 0.10090055 0.4532 -5.05
254552_at putative protein several hypothetica--- AT4G19900 -1.16 -0.21 -1.90 0.10092823 0.4532 -5.05
263297_at putative ADP-ribosylation factor  ; sATARFB1AAT2G15310 -1.28 -0.35 -1.90 0.10098291 0.4533 -5.05
264625_at hypothetical protein Contains similaSNF4 AT1G09020 1.16 0.22 1.90 0.10099989 0.4533 -5.05
258396_at unknown protein similar to unknow--- AT3G15460 -1.34 -0.43 -1.90 0.10109686 0.4537 -5.05
255591_at putative expansin ATEXPA17 AT4G01630 -1.17 -0.22 -1.90 0.10127344 0.4541 -5.05
256614_at hypothetical protein predicted by g --- AT3G29300 -1.16 -0.21 -1.90 0.10123632 0.4541 -5.05
257723_at hypothetical protein predicted by g --- AT3G18500 -1.22 -0.29 -1.90 0.10122273 0.4541 -5.05
261619_x_at hypothetical protein --- --- 1.15 0.20 1.90 0.10125843 0.4541 -5.05
246028_at AKIN beta1  ; supported by full-len --- AT5G21170 1.27 0.35 1.90 0.10134791 0.4543 -5.05
251656_at putative protein N-ACETYLGLUCO--- AT3G57170 -1.17 -0.22 -1.90 0.1013292 0.4543 -5.05
260684_at transcription factor, putative similaNF-YA8 AT1G17590 1.23 0.30 1.90 0.10140936 0.4543 -5.05
245876_at chaperonin precursor, putative sim--- AT1G26230 -1.31 -0.39 -1.90 0.1014209 0.4543 -5.05
260011_at hypothetical protein similar to hypo--- AT1G68110 1.20 0.27 1.90 0.10140423 0.4543 -5.05
251584_at putative protein At2g42580 - Arab TTL4 AT3G58620 -1.46 -0.55 -1.90 0.10149336 0.4545 -5.05
258722_at putative pathogenesis-related prote--- AT3G09590 -1.16 -0.21 -1.90 0.10148684 0.4545 -5.05
264433_at beta-glucosidase, putative similar BGLU45 AT1G61810 2.07 1.05 1.90 0.10159742 0.4546 -5.05
252619_at putative protein several hypothetica--- AT3G45210 1.33 0.41 1.90 0.10159205 0.4546 -5.05
264848_at unknown protein  ;supported by ful --- AT2G17350 1.13 0.18 1.89 0.10163013 0.4546 -5.05
247871_at xyloglucan endotransglycosylase  --- AT5G57530 -1.13 -0.18 -1.89 0.10170648 0.4546 -5.05
262065_at hypothetical protein predicted by g --- AT1G56180 1.30 0.38 1.89 0.10168645 0.4546 -5.05
266084_at hypothetical protein predicted by g --- AT2G37810 -1.22 -0.28 -1.90 0.10157496 0.4546 -5.05
261959_s_at polyprotein, putative similar to poly--- --- -1.19 -0.25 -1.89 0.10165439 0.4546 -5.05
251441_at SKP1/ASK1 (At5), putative similarASK5 AT3G60020 1.14 0.19 1.89 0.1016655 0.4546 -5.05
247687_at protein serine /threonine kinase - l --- AT5G59740 -1.18 -0.24 -1.89 0.10173582 0.4546 -5.05
250691_at glycolate oxidase subunit D-like; D --- AT5G06580 1.13 0.17 1.89 0.1017374 0.4546 -5.05
262393_at hypothetical protein contains simila--- AT1G49490 1.17 0.23 1.90 0.10160975 0.4546 -5.05
264201_at unknown protein ;supported by full --- AT1G22630 1.26 0.34 1.89 0.10176921 0.4546 -5.05
261544_at unknown protein --- AT1G63540 -1.23 -0.30 -1.89 0.10182397 0.4547 -5.05
257860_at Expressed protein ; supported by c--- AT3G13062 1.26 0.33 1.89 0.10184357 0.4547 -5.05



260455_at hypothetical protein predicted by g --- AT1G72500 -1.46 -0.55 -1.89 0.10187805 0.4547 -5.05
246410_at hypothetical protein predicted by g --- AT1G57760 1.14 0.19 1.89 0.10185146 0.4547 -5.05
253304_at putative protein  ;supported by full- --- AT4G33640 1.18 0.24 1.89 0.1018806 0.4547 -5.05
254801_at endoxyloglucan transferase-like p --- AT4G13080 -1.12 -0.17 -1.89 0.10192465 0.4547 -5.05
252894_at hypothetical protein --- AT4G39440 -1.19 -0.25 -1.89 0.10192859 0.4547 -5.05
265252_at putative Na+/H+ antiporter SOS1 AT2G01980 -1.14 -0.18 -1.89 0.10194946 0.4547 -5.05
246265_at phosphoribosyl-ATP pyrophosphoAT-IE AT1G31860 1.38 0.47 1.89 0.10206152 0.4551 -5.06
255689_at hypothetical protein --- AT4G00670 -1.13 -0.18 -1.89 0.10211247 0.4553 -5.06
248771_at unknown protein --- AT5G47790 1.19 0.26 1.89 0.1022368 0.4556 -5.06
251075_at putative protein leucine-rich recep --- AT5G01890 1.38 0.46 1.89 0.10222463 0.4556 -5.06
265806_at putative auxin-regulated protein --- AT2G18010 1.59 0.67 1.89 0.10221023 0.4556 -5.06
250553_at putative protein PTD008, Homo sa--- AT5G07960 1.20 0.26 1.89 0.10226905 0.4556 -5.06
246084_at putative protein predicted proteinsATBRXL4 AT5G20540 -1.17 -0.23 -1.89 0.10230463 0.4557 -5.06
263702_at hypothetical protein identical to hyp--- AT1G31240 -1.16 -0.21 -1.89 0.10234805 0.4558 -5.06
246217_at APETALA2 protein ; supported by AP2 AT4G36920 -1.32 -0.40 -1.89 0.1024251 0.4558 -5.06
254874_at putative protein beta-phosphogluc --- AT4G11570 -1.22 -0.28 -1.89 0.10238896 0.4558 -5.06
258409_at hypothetical protein similar to GB:A--- AT3G17640 1.34 0.42 1.89 0.10240562 0.4558 -5.06
248836_at NBS/LRR disease resistance prote--- AT5G47260 -1.21 -0.28 -1.89 0.10239685 0.4558 -5.06
255960_at unknown protein ; supported by cD--- AT1G22140 1.21 0.28 1.89 0.10266043 0.4562 -5.06
262092_at unknown protein --- AT1G56150 1.59 0.67 1.89 0.10254554 0.4562 -5.06
245573_at hypothetical protein --- AT4G14730 -1.13 -0.18 -1.89 0.10259867 0.4562 -5.06
257098_at hypothetical protein --- --- -1.15 -0.20 -1.89 0.10263918 0.4562 -5.06
247115_at kinesin-like calmodulin-binding pro ZWI AT5G65930 -1.20 -0.27 -1.89 0.10262929 0.4562 -5.06
258162_at dehydrogenase, putative similar to--- AT3G17810 -1.23 -0.30 -1.89 0.10265807 0.4562 -5.06
253430_at putative protein --- AT4G32430 -1.18 -0.24 -1.89 0.10259475 0.4562 -5.06
253557_at putative protein wall-associated ki --- AT4G31110 / 1.13 0.18 1.89 0.10271992 0.4563 -5.06
261463_at hypothetical protein predicted by g --- AT1G07730 / -1.14 -0.19 -1.89 0.10275064 0.4563 -5.06
247521_at putative protein ATP/GTP nucleot --- AT5G61450 -1.18 -0.24 -1.89 0.10274185 0.4563 -5.06
257579_at hypothetical protein predicted by g --- AT3G11000 -1.18 -0.24 -1.89 0.10275984 0.4563 -5.06
252670_at dnaJ protein homolog atj3  ;supporATJ3 AT3G44110 -1.20 -0.26 -1.89 0.10280535 0.4564 -5.06
245804_at hypothetical protein predicted by g --- AT1G46696 -1.14 -0.19 -1.89 0.10290427 0.4568 -5.06
250326_at putative protein strong similarity to MSL10 AT5G12080 -1.23 -0.30 -1.89 0.10298534 0.4570 -5.06
260325_at putative monodehydroascorbate reMDAR6 AT1G63940 1.23 0.29 1.89 0.10299139 0.4570 -5.06
267215_at hypothetical protein --- AT2G02630 -1.12 -0.17 -1.89 0.10303163 0.4571 -5.07
252183_at UTP-glucose glucosyltransferase UGT72E1 AT3G50740 -1.21 -0.28 -1.89 0.10310184 0.4571 -5.07



257618_at protein kinase, putative similar to T--- AT3G24715 -1.13 -0.17 -1.89 0.10306446 0.4571 -5.07
245540_at ABC transporter like protein PDR2 AT4G15230 -1.61 -0.69 -1.88 0.10316003 0.4571 -5.07
261443_at glutaredoxin, putative similar to gluGRX480 AT1G28480 -1.58 -0.66 -1.88 0.10314642 0.4571 -5.07
249784_at putative protein similar to unknown--- AT5G24280 -1.24 -0.31 -1.88 0.10313605 0.4571 -5.07
251033_at hypothetical protein  ;supported by --- AT5G01960 -1.12 -0.17 -1.88 0.10312995 0.4571 -5.07
249462_at putative protein predicted proteinsEMB2744 AT5G39680 -1.18 -0.24 -1.88 0.10319491 0.4572 -5.07
255017_at hypothetical protein  ;supported by CNX7 AT4G10100 1.17 0.22 1.88 0.1032709 0.4574 -5.07
254804_at putative protein putative oxidoredu--- AT4G13010 -1.19 -0.25 -1.88 0.10329865 0.4574 -5.07
255670_at Expressed protein ; supported by f RHB1A AT4G00335 1.13 0.18 1.88 0.10334248 0.4575 -5.07
266219_at putative para-aminobenzoate syntemb1997 AT2G28880 1.16 0.21 1.88 0.10336812 0.4576 -5.07
261867_at unknown protein ; supported by cD--- AT1G50575 -1.18 -0.24 -1.88 0.10339036 0.4576 -5.07
261487_at hypothetical protein predicted by g --- AT1G14340 1.15 0.20 1.88 0.10342535 0.4576 -5.07
263565_at unknown protein FUT4 AT2G15390 1.66 0.73 1.88 0.10345736 0.4577 -5.07
261168_at unknown protein --- AT1G04940 / -1.31 -0.39 -1.88 0.10348919 0.4577 -5.07
245792_at pinoresinol-lariciresinol reductase,PRR1 AT1G32100 1.60 0.68 1.88 0.10354445 0.4577 -5.07
252995_at hypothetical protein  ;supported by --- AT4G38370 1.21 0.27 1.88 0.103525 0.4577 -5.07
252734_at putative protein merozoite surfaceMEE38 AT3G43160 -1.17 -0.22 -1.88 0.10351352 0.4577 -5.07
252090_at 5B protein like protein cysteine-ric --- AT3G52130 -1.15 -0.20 -1.88 0.10362995 0.4577 -5.07
247372_at unknown protein  ;supported by ful --- AT5G63280 1.26 0.33 1.88 0.10357597 0.4577 -5.07
263240_s_at unknown protein  ; supported by cD--- AT1G72590 / 1.25 0.32 1.88 0.10360156 0.4577 -5.07
253466_at homeodomain containing protein 1KNAT5 AT4G32040 1.19 0.26 1.88 0.10362116 0.4577 -5.07
248338_at HCF106 (gb|AAD32652.1)  ; suppoHCF106 AT5G52440 1.19 0.25 1.88 0.10372884 0.4579 -5.07
261161_at hypothetical protein contains Pfam--- AT1G34420 -1.30 -0.38 -1.88 0.10372997 0.4579 -5.07
253195_at putative protein dihydroflavonol-4- --- AT4G35420 1.18 0.23 1.88 0.10372402 0.4579 -5.07
256486_at chloroplast nucleoid DNA binding --- AT1G31450 -1.17 -0.22 -1.88 0.10378327 0.4580 -5.07
247413_at NBS/LRR disease resistance prote--- AT5G63020 1.20 0.26 1.88 0.10377706 0.4580 -5.07
246801_at threonyl-tRNA synthetase  ; suppo --- AT5G26830 1.15 0.20 1.88 0.10398596 0.4587 -5.07
253411_at homeobox gene ATH1 ATH1 AT4G32980 -1.35 -0.43 -1.88 0.10395936 0.4587 -5.07
249629_at kinesin -like protein Krm protein, L--- AT5G37590 -1.24 -0.31 -1.88 0.10399902 0.4587 -5.07
251479_at serine/threonine-specific kinase leATHLECRKAT3G59700 1.49 0.58 1.88 0.10410429 0.4587 -5.07
257965_at unknown protein  ;supported by ful --- AT3G19900 1.26 0.33 1.88 0.10410673 0.4587 -5.07
267380_at putative thromboxane-A synthase  CYP711A1 AT2G26170 -1.39 -0.48 -1.88 0.10410391 0.4587 -5.07
248522_at predicted protein --- AT5G50565 / 1.15 0.20 1.88 0.10411592 0.4587 -5.08
261849_at pectin methylesterase, putative sim--- AT1G11370 -1.18 -0.24 -1.88 0.10404218 0.4587 -5.07
260203_at NAM-like protein similar to NAM (nANAC019 AT1G52890 1.32 0.40 1.88 0.10421603 0.4591 -5.08



250008_at triacylglycerol lipase-like protein tr --- AT5G18630 1.36 0.44 1.88 0.10422991 0.4591 -5.08
248085_at putative protein similar to unknownSVL1 AT5G55480 -1.37 -0.45 -1.88 0.10425345 0.4591 -5.08
253683_at cytidine deaminase 4 (CDA4) --- AT4G29650 -1.15 -0.21 -1.88 0.10428287 0.4591 -5.08
257016_at protein kinase, putative similar to P--- AT3G28690 1.18 0.24 1.88 0.10431414 0.4592 -5.08
250846_at sulphite reductase  ; supported by SIR AT5G04590 -1.33 -0.41 -1.88 0.10437519 0.4593 -5.08
253410_at putative protein various predicted --- AT4G32970 1.22 0.28 1.88 0.10442809 0.4594 -5.08
261626_at unknown protein ; supported by cD--- AT1G01990 1.20 0.26 1.88 0.10443406 0.4594 -5.08
248746_at NADH dehydrogenase 10.5K chain--- AT5G47890 1.28 0.35 1.88 0.10449619 0.4596 -5.08
251508_at putative protein mitochondrial RNA--- AT3G58970 -1.20 -0.26 -1.88 0.10451894 0.4596 -5.08
256496_at hypothetical protein similar to hypo--- AT1G31510 -1.17 -0.22 -1.88 0.10460717 0.4597 -5.08
252545_at putative protein --- AT3G45820 1.18 0.24 1.88 0.10460326 0.4597 -5.08
267145_at putative acetyltransferase ATMAK3 AT2G38130 1.17 0.23 1.88 0.10455021 0.4597 -5.08
262317_at unknown protein  ;supported by ful EDA4 AT2G48140 1.34 0.42 1.88 0.10459189 0.4597 -5.08
249236_at putative protein similar to unknown--- AT5G41950 1.14 0.19 1.87 0.10464483 0.4597 -5.08
255255_at coded for by A. thaliana cDNA T44--- AT4G05070 1.29 0.36 1.87 0.10470201 0.4598 -5.08
265060_at HD-Zip protein, putative similar to ATHB-15 AT1G52150 -1.41 -0.49 -1.87 0.10468779 0.4598 -5.08
260178_at hypothetical protein similar to unkn--- AT1G70720 -1.17 -0.22 -1.87 0.10491225 0.4606 -5.08
257160_at hypothetical protein predicted by g --- --- -1.25 -0.33 -1.87 0.10504071 0.4611 -5.08
248307_at selenium-binding protein-like --- AT5G52850 -1.18 -0.24 -1.87 0.1051532 0.4614 -5.08
245358_at PRL1 protein ;supported by full-lenPRL1 AT4G15900 1.19 0.25 1.87 0.1051372 0.4614 -5.08
266090_at unknown protein --- AT2G38000 -1.20 -0.26 -1.87 0.10515545 0.4614 -5.08
253579_at SERINE CARBOXYPEPTIDASE IBRS1 AT4G30610 1.44 0.52 1.87 0.10518099 0.4614 -5.08
246036_at alpha-galactosidase - like protein aAtAGAL2 AT5G08370 -1.37 -0.46 -1.87 0.10527474 0.4615 -5.09
251895_at class IV chitinase (CHIV) ATEP3 AT3G54420 -1.49 -0.58 -1.87 0.10525091 0.4615 -5.09
259037_at hypothetical protein predicted by g --- AT3G09350 -1.67 -0.74 -1.87 0.10525345 0.4615 -5.09
266226_at histone H4 identical to GB:M17133HIS4 AT2G28740 1.28 0.35 1.87 0.1052924 0.4615 -5.09
255940_at prolyl endopeptidase, putative sim--- AT1G20380 -1.14 -0.18 -1.87 0.10534193 0.4616 -5.09
247345_at putative protein contains similarity --- AT5G63760 1.19 0.25 1.87 0.10536464 0.4617 -5.09
246017_at putative protein predicted proteins --- AT5G10730 -1.14 -0.19 -1.87 0.10544429 0.4618 -5.09
251480_at putative protein inducible carbony --- AT3G59710 -1.22 -0.28 -1.87 0.10545635 0.4618 -5.09
251556_at putative protein predicted proteins --- AT3G58840 -1.23 -0.30 -1.87 0.10542503 0.4618 -5.09
259019_at hypothetical protein similar to serolCHIP AT3G07370 1.17 0.23 1.87 0.10551929 0.4620 -5.09
248871_at putative protein strong similarity to --- AT5G46680 -1.18 -0.24 -1.87 0.10561835 0.4620 -5.09
249734_at putative protein strong similarity to IRE1-1 AT5G24360 -1.13 -0.17 -1.87 0.10566387 0.4620 -5.09
262353_at hypothetical protein similar to hypo--- AT1G64210 -1.13 -0.17 -1.87 0.10558589 0.4620 -5.09



250982_at putative protein zinc finger protein JKD AT5G03150 -1.30 -0.38 -1.87 0.10564658 0.4620 -5.09
247350_at unknown protein --- AT5G63830 -1.17 -0.23 -1.87 0.10556343 0.4620 -5.09
251187_at putative protein putative proteins - AtATG18a AT3G62770 -1.13 -0.17 -1.87 0.10566956 0.4620 -5.09
266095_at 3-oxo-5-alpha-steroid 4-dehydrogeDET2 AT2G38050 -1.24 -0.31 -1.87 0.10566511 0.4620 -5.09
261550_at hypothetical protein --- AT1G63450 -1.15 -0.20 -1.87 0.10576381 0.4623 -5.09
257396_at predicted protein EPF1 AT2G20875 -1.21 -0.28 -1.87 0.10579111 0.4624 -5.09
256727_at hypothetical protein --- AT3G52240 1.19 0.25 1.87 0.10587364 0.4626 -5.09
264129_at hypothetical protein predicted by g --- AT1G79170 -1.18 -0.24 -1.87 0.10591507 0.4627 -5.09
266611_at putative auxin-regulated protein GH3.1 AT2G14960 -1.16 -0.21 -1.87 0.10606172 0.4632 -5.09
261789_at 40S ribosomal protein S12, putativ--- AT1G15930 1.38 0.47 1.87 0.10605138 0.4632 -5.09
250226_at putative protein contains similarity --- AT5G13780 1.18 0.24 1.87 0.10610716 0.4633 -5.09
256055_at mitochondrial carrier protein, putat--- AT1G07030 -1.15 -0.20 -1.87 0.10613013 0.4633 -5.09
247942_at putative protein similar to unknown--- AT5G57120 1.24 0.31 1.86 0.10636898 0.4634 -5.10
248757_at putative protein contains similarity --- AT5G47680 1.14 0.19 1.86 0.10637761 0.4634 -5.10
248398_at sorbitol dehydrogenase-like protein--- AT5G51970 1.19 0.25 1.86 0.1063323 0.4634 -5.10
246095_at homeotic gene regulator - like prot--- AT5G19310 1.27 0.35 1.86 0.10636089 0.4634 -5.10
258514_at unknown protein  ; supported by fu --- AT3G06610 1.14 0.19 1.86 0.10631783 0.4634 -5.09
266315_at unknown protein  ; supported by cDSE AT2G27100 -1.13 -0.18 -1.86 0.10625912 0.4634 -5.09
265030_at receptor-like kinase, putative simil --- AT1G61610 -1.37 -0.45 -1.86 0.10635188 0.4634 -5.10
258567_at apyrase (Atapy1) identical to apyraATAPY1 AT3G04080 1.21 0.28 1.86 0.10620397 0.4634 -5.09
265657_at unknown protein  ; supported by cD--- AT2G13840 1.18 0.23 1.86 0.10638316 0.4634 -5.10
251810_at putative protein predicted pectate---- AT3G55250 1.21 0.28 1.86 0.10621879 0.4634 -5.09
266998_at hypothetical protein predicted by g --- AT2G34400 -1.17 -0.22 -1.86 0.10626259 0.4634 -5.09
259545_at hypothetical protein ; supported by AAE1 AT1G20560 -1.17 -0.22 -1.86 0.10645043 0.4635 -5.10
252139_at putative protein hypothetical prote --- AT3G51050 -1.15 -0.20 -1.86 0.10642358 0.4635 -5.10
264145_at latex-abundant protein, putative si AtMC7 AT1G79310 -1.12 -0.17 -1.86 0.10643347 0.4635 -5.10
262567_at hypothetical protein contains simila--- AT1G34300 1.27 0.34 1.86 0.1065338 0.4637 -5.10
249452_at Sec7/gnom -like protein GNOM, A--- AT5G39500 1.15 0.21 1.86 0.1065215 0.4637 -5.10
256870_at cytochrome P450, putative containCYP71B34 AT3G26300 1.32 0.40 1.86 0.10659206 0.4638 -5.10
263694_at putative reverse transcriptase stron--- --- -1.13 -0.17 -1.86 0.10662067 0.4638 -5.10
265452_at putative bHLH transcription factor ATAIB AT2G46510 -1.61 -0.69 -1.86 0.10661026 0.4638 -5.10
261482_at unknown protein ;supported by full THH1 AT1G14530 -1.17 -0.22 -1.86 0.10664509 0.4638 -5.10
259832_at transfactor, putative similar to GI:4--- AT1G69580 -1.46 -0.55 -1.86 0.10666263 0.4638 -5.10
251121_at putative protein  ; supported by cD AGG1 AT3G63420 1.24 0.31 1.86 0.10670622 0.4639 -5.10
248920_at magnesium chelatase subunit of pCHLI2 AT5G45930 1.17 0.23 1.86 0.10677441 0.4641 -5.10



259165_at homeobox-leucine zipper protein HATHB-1 AT3G01470 / 1.35 0.44 1.86 0.10684189 0.4642 -5.10
262199_at unknown protein ; supported by cD--- AT1G53800 -1.23 -0.29 -1.86 0.10683138 0.4642 -5.10
246879_at endopeptidase - like protein O-sia --- AT5G26110 1.16 0.22 1.86 0.10693389 0.4643 -5.10
256818_at hypothetical protein contains Pfam --- AT3G21420 -1.14 -0.19 -1.86 0.10694631 0.4643 -5.10
259366_at allene oxide cyclase, putative simiAOC4 AT1G13280 -1.25 -0.32 -1.86 0.10691729 0.4643 -5.10
250801_at pectinesterase --- AT5G04960 1.15 0.20 1.86 0.10690492 0.4643 -5.10
250107_at ids-4 protein - like ids-4 protein, H SPX4 AT5G15330 1.24 0.32 1.86 0.10704186 0.4646 -5.10
244953_s_at NADH dehydrogenase subunit 6 --- AT2G07731 -1.27 -0.35 -1.86 0.1071753 0.4646 -5.10
260874_at hypothetical protein predicted by g emb2170 AT1G21390 -1.19 -0.25 -1.86 0.10714373 0.4646 -5.10
248521_s_at nodulin-like protein ; supported by --- AT5G50520 / 1.16 0.21 1.86 0.10717185 0.4646 -5.10
267617_at heme oxygenase 1 (HO1) identicalTED4 AT2G26670 1.27 0.35 1.86 0.10714193 0.4646 -5.10
262614_at putative pattern formation protein EGN AT1G13980 1.28 0.36 1.86 0.10710951 0.4646 -5.10
250204_at leucine zipper protein-like ATEXO70CAT5G13990 -1.18 -0.24 -1.86 0.10709014 0.4646 -5.10
249276_at DNA polymerase alpha subunit IV POLA3 AT5G41880 2.00 1.00 1.86 0.10718596 0.4646 -5.10
249317_at glutathione transferase ATGSTT2 AT5G41240 -1.15 -0.20 -1.86 0.10725628 0.4648 -5.10
258459_at hypothetical protein predicted by g--- --- -1.17 -0.22 -1.86 0.1072533 0.4648 -5.10
251234_s_at putative dTDP-glucose 4-6-dehydr UXS4 AT2G47650 / 1.24 0.32 1.86 0.10734467 0.4651 -5.10
248664_at peptidyl-prolyl cis-trans isomerase-FKBP15-2 AT5G48580 1.24 0.31 1.86 0.10738239 0.4651 -5.10
253804_at putative protein --- AT4G28230 -1.18 -0.24 -1.86 0.10743313 0.4652 -5.10
261249_at hypothetical protein predicted by g --- AT1G05880 -1.16 -0.22 -1.86 0.10742138 0.4652 -5.10
260920_at amp-binding protein, putative simi --- AT1G21530 -1.13 -0.18 -1.86 0.10746797 0.4652 -5.11
259096_at putative 40S ribosomal protein S3A--- AT3G04840 1.40 0.49 1.86 0.10753628 0.4654 -5.11
253863_at putative protein D.melanogaster P--- AT4G27420 -1.19 -0.25 -1.86 0.10753936 0.4654 -5.11
258103_at hypothetical protein contains Pfam IPT7 AT3G23630 -1.21 -0.27 -1.86 0.10757498 0.4654 -5.11
261932_at hypothetical protein predicted by g --- AT1G22420 -1.13 -0.18 -1.86 0.107606 0.4655 -5.11
264611_at putative pectate lyase A11 similar t--- AT1G04680 1.82 0.87 1.85 0.1078471 0.4655 -5.11
255428_at putative LRR receptor-like protein SRF3 AT4G03390 -1.16 -0.21 -1.85 0.10796231 0.4655 -5.11
257452_at hypothetical protein predicted by g --- AT1G05740 -1.14 -0.18 -1.85 0.10772534 0.4655 -5.11
256043_at hypothetical protein contains Pfam --- AT1G07210 1.25 0.32 1.85 0.10779913 0.4655 -5.11
262227_s_at 26S proteasome ATPase subunit, --- AT1G53750 / 1.14 0.19 1.85 0.10779565 0.4655 -5.11
255549_at predicted protein of unknown funct GPAT3 AT4G01950 -2.05 -1.03 -1.86 0.10767495 0.4655 -5.11
254106_at geranylgeranylated protein ATGP4ATGP4 AT4G24990 1.19 0.26 1.85 0.10776305 0.4655 -5.11
248490_at putative protein similar to unknown--- AT5G50940 -1.46 -0.55 -1.85 0.10793725 0.4655 -5.11
261210_at vacuolar ATP synthase subunit C,DET3 AT1G12840 1.13 0.18 1.86 0.10765421 0.4655 -5.11
249159_at Nicotiana lesion-inducing like  ; sup--- AT5G43460 1.23 0.30 1.85 0.1077174 0.4655 -5.11



260001_at putative S-adenosyl-L-methionine:tTSM1 AT1G67990 -1.20 -0.26 -1.85 0.10786718 0.4655 -5.11
265416_at unknown protein  ; supported by fu --- AT2G37120 1.42 0.50 1.85 0.10794719 0.4655 -5.11
266039_s_at hypothetical protein --- AT2G07739 -1.19 -0.25 -1.85 0.10785439 0.4655 -5.11
253049_at putative protein ; supported by cDNMEE59 AT4G37300 1.38 0.46 1.85 0.1078451 0.4655 -5.11
247371_at histone deacetylase  ;supported byHDA6 AT5G63110 -1.16 -0.21 -1.85 0.1079542 0.4655 -5.11
263288_at cyclophilin-like protein  ;supported --- AT2G36130 1.20 0.26 1.85 0.10788225 0.4655 -5.11
252325_at acetolactate synthase  ; supported CSR1 AT3G48560 1.13 0.17 1.85 0.10783614 0.4655 -5.11
255365_at putative phosphofructokinase beta MEE51 AT4G04040 1.15 0.20 1.85 0.10810509 0.4660 -5.11
256430_at DREB2B transcription factor identicDREB2B AT3G11020 -1.15 -0.21 -1.85 0.10812191 0.4660 -5.11
257932_at unknown protein contains Pfam proHCF107 AT3G17040 -1.18 -0.24 -1.85 0.10835018 0.4667 -5.11
252065_at putative protein  ;supported by full- --- AT3G51610 1.20 0.26 1.85 0.10830138 0.4667 -5.11
251774_at nematode resistance protein-like p--- AT3G55840 -1.74 -0.80 -1.85 0.10834573 0.4667 -5.11
254490_at CTP synthase like protein CTP sy --- AT4G20320 1.27 0.34 1.85 0.10832206 0.4667 -5.11
258602_at putative protein phosphatase-2C (P--- AT3G02750 -1.13 -0.17 -1.85 0.10852589 0.4673 -5.11
245481_at hypothetical protein --- AT4G16170 1.15 0.20 1.85 0.10858461 0.4674 -5.12
AFFX-r2-Ec-bioE. coli /GEN=bioC /DB_XREF=gb: --- --- -1.38 -0.46 -1.85 0.10858469 0.4674 -5.12
247592_at high affinity nitrate transporter pro NRT2.3 AT5G60780 -1.14 -0.19 -1.85 0.10861686 0.4675 -5.12
257786_at hypothetical protein predicted by g --- AT3G26990 1.22 0.29 1.85 0.10864478 0.4675 -5.12
246436_at putative protein cisplatin resistanc --- AT5G17440 1.13 0.18 1.85 0.10871937 0.4676 -5.12
254078_at putative protein various predicted --- AT4G25710 1.18 0.23 1.85 0.10870902 0.4676 -5.12
267599_at putative serine/threonine protein ki --- AT2G32850 -1.14 -0.19 -1.85 0.10877401 0.4677 -5.12
247802_at putative protein RING-H2 zinc fingATL63 AT5G58580 -1.18 -0.24 -1.85 0.10877884 0.4677 -5.12
250618_at putative protein hypothetical protei ATBAG3 AT5G07220 -1.15 -0.20 -1.85 0.10890199 0.4678 -5.12
248718_at farnesyl diphosphate synthase pre FPS1 AT5G47770 1.27 0.34 1.85 0.10895768 0.4678 -5.12
265671_at 40S ribosomal protein S12  ;suppo--- AT2G32060 1.39 0.47 1.85 0.10897583 0.4678 -5.12
262204_at unknown protein  ; supported by fu --- AT2G01100 1.15 0.21 1.85 0.10897361 0.4678 -5.12
266201_at similar to MtN3 protein  ;supported --- AT2G39060 -1.17 -0.23 -1.85 0.1088498 0.4678 -5.12
259046_at calmodulin-like protein similar to c --- AT3G03400 -1.16 -0.22 -1.85 0.10890547 0.4678 -5.12
265360_s_at putative Athila retroelement ORF1 --- --- -1.16 -0.21 -1.85 0.10887117 0.4678 -5.12
AFFX-BioC-3_aE. coli /GEN=bioC /DB_XREF=gb: --- --- -1.41 -0.50 -1.85 0.10881733 0.4678 -5.12
264905_at putative Mlo protein MLO7 AT2G17430 -1.15 -0.20 -1.85 0.10891898 0.4678 -5.12
256858_at hypothetical protein predicted by g --- AT3G15140 -1.24 -0.32 -1.85 0.10914129 0.4681 -5.12
266059_at predicted protein ;supported by cD --- AT2G40765 1.34 0.43 1.85 0.10911618 0.4681 -5.12
258144_at hypothetical protein --- AT3G18180 -1.13 -0.18 -1.85 0.10919273 0.4681 -5.12
254209_at Expressed protein ; supported by c--- AT4G23490 1.27 0.34 1.85 0.109158 0.4681 -5.12



264135_at S-locus protein, putative similar to --- AT1G79030 -1.15 -0.20 -1.85 0.10915903 0.4681 -5.12
251179_at putative protein ABP130 protein, H--- AT3G63460 1.12 0.17 1.85 0.1091787 0.4681 -5.12
245464_at hypothetical protein UGLYAH AT4G17050 -1.23 -0.30 -1.85 0.10908336 0.4681 -5.12
267181_at putative alcohol dehydrogenase  ; --- AT2G37760 -1.33 -0.41 -1.85 0.10923009 0.4681 -5.12
251549_at putative protein predicted proteins --- AT3G58890 -1.15 -0.20 -1.85 0.10923486 0.4681 -5.12
262153_at unknown protein --- AT1G52710 -1.13 -0.17 -1.84 0.10925899 0.4681 -5.12
266822_at 60S ribosomal protein L30  ;suppo --- AT2G44860 1.24 0.31 1.84 0.1092953 0.4682 -5.12
254693_at bHLH protein - like bHLH protein, --- AT4G17880 -1.58 -0.66 -1.84 0.10931233 0.4682 -5.12
264178_at latex-abundant protein, putative si AMC1 AT1G02170 1.18 0.23 1.84 0.10940268 0.4685 -5.12
258783_at unknown protein --- AT3G11760 1.17 0.23 1.84 0.10946244 0.4686 -5.12
264807_at putative presenilin similar to presen--- AT1G08700 1.22 0.28 1.84 0.10952618 0.4688 -5.12
246417_at quinone oxidoreductase - like prot --- AT5G16990 -1.24 -0.31 -1.84 0.1095574 0.4689 -5.12
247343_at unknown protein --- AT5G63740 -1.15 -0.20 -1.84 0.10959676 0.4689 -5.12
265561_s_at putative glycine-rich protein --- AT1G47480 / -1.23 -0.30 -1.84 0.1096552 0.4691 -5.12
255233_at putative protein ADRENODOXIN PMFDX1 AT4G05450 -1.17 -0.23 -1.84 0.10976129 0.4695 -5.13
256211_at gibberellin 20-oxidase, putative simGA2OX7 AT1G50960 -1.13 -0.17 -1.84 0.10982334 0.4695 -5.13
248565_at putative protein similar to unknown--- AT5G49710 1.23 0.30 1.84 0.10982102 0.4695 -5.13
256457_at 3-methyladenine DNA glycosylase--- AT1G75230 -1.34 -0.43 -1.84 0.10983035 0.4695 -5.13
259001_at hypothetical protein predicted by g --- AT3G01960 1.50 0.58 1.84 0.10986246 0.4695 -5.13
255685_s_at putative tetrahydrofolate synthase --- AT4G00600 / 1.27 0.34 1.84 0.10997997 0.4697 -5.13
260805_at glutathione transferase, putative s ATGSTU23AT1G78320 -1.13 -0.18 -1.84 0.10999079 0.4697 -5.13
260191_at putative protein kinase Pfam HMM --- AT1G67580 1.14 0.18 1.84 0.10997865 0.4697 -5.13
254972_at putative protein more than 10 puta --- AT4G10440 -1.17 -0.23 -1.84 0.10996484 0.4697 -5.13
252180_at putative protein cyclin-dependent KRP2 AT3G50630 -1.26 -0.33 -1.84 0.11005481 0.4698 -5.13
246437_at putative protein hypersensitivity-re--- AT5G17540 -1.14 -0.19 -1.84 0.1100462 0.4698 -5.13
245416_at putative protein --- AT4G17350 -1.19 -0.25 -1.84 0.11003184 0.4698 -5.13
259034_at putative pectinacetylesterase simila--- AT3G09410 1.26 0.34 1.84 0.11008642 0.4698 -5.13
260921_at amp-binding protein, putative simi --- AT1G21540 -1.26 -0.33 -1.84 0.11010416 0.4698 -5.13
245145_at putative dihydrodipicolinate syntha DHDPS2 AT2G45440 1.29 0.36 1.84 0.11013109 0.4698 -5.13
259564_at hypothetical protein --- AT1G20540 1.13 0.18 1.84 0.11014608 0.4698 -5.13
259146_at putative glycerol-3-phosphate dehySDP6 AT3G10370 -1.21 -0.28 -1.84 0.110175 0.4698 -5.13
256450_at NADPH oxidoreductase, putative s--- AT1G75290 -1.14 -0.19 -1.84 0.1101996 0.4698 -5.13
251392_at dihydrodipicolinate synthase precuDHDPS1 AT3G60880 1.15 0.20 1.84 0.11024415 0.4699 -5.13
261615_at unknown protein --- AT1G33050 1.17 0.23 1.84 0.11031738 0.4702 -5.13
263805_at unknown protein  ; supported by cD--- AT2G40400 -1.13 -0.17 -1.84 0.11035312 0.4702 -5.13



267080_at unknown protein  ; supported by cD--- AT2G41190 1.46 0.55 1.84 0.1104053 0.4704 -5.13
245842_at proline-rich protein, putative similaRXF26 AT1G58430 -1.13 -0.18 -1.84 0.11044735 0.4704 -5.13
253214_at putative protein karyopherin alphaARO1 AT4G34940 1.14 0.19 1.84 0.11044809 0.4704 -5.13
247444_at putative protein strong similarity to HIPL2 AT5G62630 1.45 0.53 1.84 0.11052206 0.4706 -5.13
261250_at unknown protein --- AT1G05890 1.15 0.20 1.84 0.11054287 0.4706 -5.13
252991_at protein kinase like protein protein --- AT4G38470 -1.62 -0.69 -1.84 0.11061808 0.4708 -5.13
245492_at putative protein SPK1 AT4G16340 1.16 0.22 1.84 0.11064538 0.4709 -5.13
256145_at lipid transfer protein, putative simil--- AT1G48750 -1.43 -0.52 -1.84 0.11067842 0.4709 -5.13
247992_at unknown protein --- AT5G56520 1.15 0.21 1.84 0.11070383 0.4709 -5.13
256967_at hypothetical protein predicted by g--- AT3G21060 -1.18 -0.23 -1.84 0.11080091 0.4713 -5.13
260685_at Expressed protein ; supported by f GLYR2 AT1G17650 1.24 0.31 1.83 0.11088062 0.4713 -5.13
248635_at unknown protein --- AT5G49050 -1.15 -0.20 -1.83 0.11086844 0.4713 -5.13
264626_at unknown protein AS2 AT1G65620 -1.26 -0.33 -1.83 0.11088797 0.4713 -5.13
245263_at PSII D1 protein processing enzyme--- AT4G17740 1.14 0.19 1.83 0.11087466 0.4713 -5.13
249860_at prolylcarboxypeptidase-like protein--- AT5G22860 -2.32 -1.21 -1.83 0.11100238 0.4715 -5.14
247483_at aldose reductase-like protein --- AT5G62420 -1.20 -0.27 -1.83 0.11098881 0.4715 -5.14
262757_at putative Na/H antiporter similar to gATCHX1 AT1G16380 -1.16 -0.22 -1.83 0.11097209 0.4715 -5.14
249497_at putative protein predicted proteins --- AT5G39220 -1.19 -0.25 -1.83 0.11102865 0.4715 -5.14
255268_at putative protein ubiquitin, Tetrahym--- AT4G05230 -1.18 -0.23 -1.83 0.11109801 0.4716 -5.14
262356_at hypothetical protein predicted by g --- AT1G73000 -1.14 -0.19 -1.83 0.11114659 0.4716 -5.14
250209_at putative protein similar to unknown--- AT5G14030 1.21 0.27 1.83 0.11107827 0.4716 -5.14
254036_at putative peroxidase peroxidase (E--- AT4G25980 -1.15 -0.20 -1.83 0.11111252 0.4716 -5.14
266698_at copia-like retroelement pol polypro SNF7.2 AT2G19830 1.17 0.22 1.83 0.11113441 0.4716 -5.14
251105_at putative protein unknown protein AATSCAR4 AT5G01730 -1.39 -0.47 -1.83 0.11135343 0.4716 -5.14
251087_at putative protein unknown protein T--- AT5G01460 1.14 0.19 1.83 0.11137933 0.4716 -5.14
254951_at putative protein various kinesin ligh--- AT4G10840 1.14 0.19 1.83 0.11120506 0.4716 -5.14
264356_at putative DNA repair protein Strong UVH6 AT1G03190 1.15 0.20 1.83 0.1111949 0.4716 -5.14
250921_at Expressed protein ; supported by f --- AT5G03460 1.21 0.28 1.83 0.11135575 0.4716 -5.14
245963_at putative protein HPt phosphotrans--- AT5G19710 -1.13 -0.17 -1.83 0.11135145 0.4716 -5.14
265971_at putative retroelement pol polyprote--- --- -1.14 -0.19 -1.83 0.11133559 0.4716 -5.14
251346_at putative protein hypothetical prote --- AT3G60980 1.15 0.21 1.83 0.11127846 0.4716 -5.14
266959_at putative DNA replication licensing MCM5 AT2G07690 1.58 0.66 1.83 0.1113238 0.4716 -5.14
262851_at putative RNA helicase Contains DE--- AT1G20920 -1.18 -0.24 -1.83 0.11126393 0.4716 -5.14
256460_at 60S ribosomal protein L30, putativ--- AT1G36240 1.17 0.23 1.83 0.1113732 0.4716 -5.14
256284_at unknown protein PSF2 AT3G12530 1.25 0.33 1.83 0.11147259 0.4719 -5.14



250664_at putative protein 10-deacetylbacca --- AT5G07080 1.39 0.48 1.83 0.11166626 0.4721 -5.14
261825_at endo-xyloglucan transferase, puta --- AT1G11545 2.33 1.22 1.83 0.11162527 0.4721 -5.14
260193_at putative amino acid permease sim --- AT1G67640 -1.22 -0.28 -1.83 0.11165104 0.4721 -5.14
249162_at Expressed protein ; supported by f --- AT5G42765 1.22 0.29 1.83 0.11163065 0.4721 -5.14
251311_at FUSCA PROTEIN FUS6  ; supportFUS6 AT3G61140 -1.15 -0.20 -1.83 0.11159444 0.4721 -5.14
251397_at putative protein cim1 protein, GlycATEXPB5 AT3G60570 -1.21 -0.28 -1.83 0.11155802 0.4721 -5.14
263427_at hypothetical protein predicted by g --- AT2G22260 -1.14 -0.18 -1.83 0.11159726 0.4721 -5.14
247126_at protein phosphatase 2C-like protei --- AT5G66080 -1.25 -0.32 -1.83 0.11169355 0.4722 -5.14
252107_at sugar transporter-like protein sugaTMT3 AT3G51490 -1.22 -0.29 -1.83 0.11177389 0.4722 -5.14
259384_at putative lectin contains Pfam profi --- AT3G16450 -1.20 -0.26 -1.83 0.11176202 0.4722 -5.14
245119_at unknown protein  ; supported by cD--- AT2G41640 1.96 0.97 1.83 0.11176195 0.4722 -5.14
254653_at polygalacturonase-like protein exo--- AT4G18180 1.12 0.16 1.83 0.11177888 0.4722 -5.14
266913_at hypothetical protein predicted by g ROPGEF4 AT2G45890 -1.13 -0.17 -1.83 0.11187229 0.4723 -5.14
254605_at protein kinase - like protein protein--- AT4G18950 -1.43 -0.51 -1.83 0.1118969 0.4723 -5.14
252394_at heat shock protein-like protein hea--- AT3G47940 1.22 0.29 1.83 0.11194631 0.4723 -5.14
252471_at phosphoprotein phosphatase  ;supTOPP5 AT3G46820 -1.17 -0.23 -1.83 0.11191881 0.4723 -5.14
265153_at unusual floral organ (UFO), AtFBXUFO AT1G30950 -1.17 -0.23 -1.83 0.1118915 0.4723 -5.14
255613_at putative RING zinc finger protein --- AT4G01270 1.18 0.24 1.83 0.11194966 0.4723 -5.14
254312_s_at hypothetical protein --- --- 1.18 0.24 1.83 0.11191625 0.4723 -5.14
258425_at unknown protein --- AT3G16760 -1.12 -0.17 -1.83 0.1120412 0.4726 -5.14
262357_at jacalin, putative similar to jacalin G--- AT1G73040 -1.58 -0.66 -1.83 0.11242528 0.4728 -5.15
260500_at Expressed protein ; supported by c--- AT2G41705 1.13 0.18 1.83 0.11238075 0.4728 -5.15
259393_at trehalose-6-phosphate synthase, pATTPS7 AT1G06410 -1.17 -0.22 -1.83 0.11217602 0.4728 -5.15
250384_at putative protein various predicted --- AT5G11500 -1.15 -0.20 -1.83 0.11227462 0.4728 -5.15
249906_at unknown protein --- AT5G22730 1.13 0.18 1.83 0.11237933 0.4728 -5.15
252450_s_at receptor kinase-like protein recept --- AT3G47090 / 1.34 0.43 1.83 0.11241029 0.4728 -5.15
259706_at unknown protein similar to GB:AAD--- AT1G77540 1.18 0.24 1.83 0.1124529 0.4728 -5.15
248207_at tyrosine aminotransferase --- AT5G53970 1.54 0.62 1.82 0.11246089 0.4728 -5.15
261958_at peptide transporter, putative predi --- AT1G64500 -1.35 -0.43 -1.83 0.1122405 0.4728 -5.15
267270_at hypothetical protein predicted by g --- AT2G02550 -1.21 -0.27 -1.83 0.11227554 0.4728 -5.15
259883_at putative ribophorin I (dolichyl-dipho--- AT1G76400 1.20 0.26 1.83 0.11243293 0.4728 -5.15
253966_at fructose-bisphosphate aldolase --- AT4G26520 -1.21 -0.28 -1.83 0.11221912 0.4728 -5.15
246330_at aldehyde oxidase  ; supported by cAAO2 AT3G43600 1.42 0.51 1.83 0.11235657 0.4728 -5.15
267222_at putative polygalacturonase --- AT2G43880 -1.14 -0.19 -1.83 0.11214777 0.4728 -5.15
245830_at hypothetical protein predicted by g --- AT1G57790 1.14 0.19 1.83 0.11241945 0.4728 -5.15



251433_at putative protein SERINE/THREON--- AT3G59830 -1.12 -0.17 -1.83 0.11225837 0.4728 -5.15
247252_at unknown protein --- AT5G64770 -1.78 -0.83 -1.83 0.1122696 0.4728 -5.15
250375_at putative protein L-gulono-gamma- --- AT5G11540 1.16 0.21 1.83 0.11232025 0.4728 -5.15
257977_at hypothetical protein predicted by g --- AT3G20850 -1.15 -0.20 -1.82 0.11250351 0.4728 -5.15
253104_at thaumatin-like protein thaumatin-li --- AT4G36010 -1.66 -0.73 -1.82 0.11249304 0.4728 -5.15
252182_at U1 snRNP 70K protein  ; supportedU1-70K AT3G50670 1.15 0.20 1.82 0.11253116 0.4728 -5.15
249248_at unknown protein --- AT5G42320 -1.18 -0.24 -1.82 0.112557 0.4728 -5.15
252480_at putative protein methyl-CpG-bindi MBD5 AT3G46580 1.12 0.17 1.82 0.11257528 0.4728 -5.15
259077_s_at reversibly glycosylated polypeptideRGP1 AT3G02230 / -1.33 -0.41 -1.82 0.11276369 0.4735 -5.15
263174_at jasmonate inducible protein, putat ESP AT1G54040 -1.48 -0.57 -1.82 0.1127991 0.4735 -5.15
253654_at putative protein several hypothetica--- AT4G30060 -1.37 -0.46 -1.82 0.11278498 0.4735 -5.15
259067_at F-box protein family, AtFBL12 con--- AT3G07550 -1.14 -0.18 -1.82 0.11287592 0.4736 -5.15
258779_at putative protein kinase contains Pf --- AT3G11870 -1.13 -0.17 -1.82 0.11286974 0.4736 -5.15
259966_at unknown protein SOB3 AT1G76500 -1.17 -0.23 -1.82 0.1129342 0.4737 -5.15
266996_at putative cytochrome P450  ;supporCYP710A2 AT2G34490 -2.31 -1.21 -1.82 0.11294037 0.4737 -5.15
248287_at putative protein similar to unknown--- AT5G52970 1.24 0.31 1.82 0.11319883 0.4744 -5.15
251475_at putative protein other hypothetical --- AT3G59660 -1.28 -0.35 -1.82 0.11314091 0.4744 -5.15
246292_at putative protein hnRNP A/B relate UBA2A AT3G56860 -1.19 -0.25 -1.82 0.11319195 0.4744 -5.15
253877_at Expressed protein ; supported by c--- AT4G27435 -1.36 -0.44 -1.82 0.11316267 0.4744 -5.15
264714_at receptor-like protein kinase, putati --- AT1G69990 -1.17 -0.23 -1.82 0.11318656 0.4744 -5.15
265188_at putative aldehyde dehydrogenase ALDH2B7 AT1G23800 -1.21 -0.28 -1.82 0.11324961 0.4745 -5.15
258596_at unknown protein LSH2 AT3G04510 -1.18 -0.24 -1.82 0.11331432 0.4745 -5.16
250661_at nucleoid DNA-binding-like protein  --- AT5G07030 -2.41 -1.27 -1.82 0.11332156 0.4745 -5.16
263546_at putative dihydrofolate reductase-th --- AT2G21550 1.19 0.26 1.82 0.11328577 0.4745 -5.16
254641_at ras-like GTP-binding protein stron ATRABA1DAT4G18800 1.26 0.33 1.82 0.11339356 0.4748 -5.16
267084_at unknown protein  ; supported by cD--- AT2G41180 1.74 0.80 1.82 0.11349787 0.4750 -5.16
259682_at transcription factor DREB1A, puta --- AT1G63040 -1.23 -0.30 -1.82 0.11347801 0.4750 -5.16
264190_at heme activated protein, putative s NF-YC3 AT1G54830 -1.12 -0.17 -1.82 0.11353804 0.4751 -5.16
246071_at ids4-like protein ids-4 protein - Ho SPX1 AT5G20150 1.48 0.56 1.82 0.11384485 0.4752 -5.16
248409_at putative protein contains similarity LPA2 AT5G51540 / 1.19 0.26 1.82 0.11382304 0.4752 -5.16
254817_at putative SWH1 protein SWH1 protORP2B AT4G12460 1.17 0.22 1.82 0.11368488 0.4752 -5.16
257647_at Expressed protein ; supported by c--- AT3G25805 1.30 0.38 1.82 0.11366332 0.4752 -5.16
260610_at putative SF16 protein {Helianthus aIQD14 AT2G43680 1.27 0.34 1.82 0.11381523 0.4752 -5.16
254669_at HhoA protease precursor, putativeDEG5 AT4G18370 1.22 0.29 1.82 0.11366588 0.4752 -5.16
262819_at putative cytochrome P450 strong sCYP77B1 AT1G11600 -1.14 -0.19 -1.82 0.11386109 0.4752 -5.16



261065_at hypothetical protein predicted by g --- AT1G07500 -1.21 -0.28 -1.82 0.1137549 0.4752 -5.16
255908_s_at unknown protein ;supported by full --- AT1G18000 / -1.16 -0.22 -1.82 0.11382894 0.4752 -5.16
250371_at putative protein 23 kDa polypeptid--- AT5G11450 1.19 0.25 1.82 0.11366936 0.4752 -5.16
255139_s_at extensin-like protein hydroxyprolin--- AT4G08400 / -1.12 -0.17 -1.82 0.11384122 0.4752 -5.16
251600_at protein kinase - like protein wall-as--- AT3G57710 -1.12 -0.16 -1.82 0.11364408 0.4752 -5.16
262571_at hypothetical protein predicted by g --- AT1G15430 1.41 0.49 1.82 0.11382655 0.4752 -5.16
259525_at hypothetical protein ATEXPA7 AT1G12560 1.14 0.19 1.82 0.11374434 0.4752 -5.16
246958_at putative protein similar to unknown--- AT5G24690 1.22 0.29 1.82 0.11388631 0.4753 -5.16
253640_at putative protein  ;supported by full- --- AT4G30630 -1.13 -0.18 -1.82 0.11405074 0.4757 -5.16
245218_s_at viral resistance protein, putative, 5--- AT1G58848 / -1.13 -0.17 -1.82 0.11402846 0.4757 -5.16
247604_at putative phytochelatin synthetase COBL5 AT5G60950 2.01 1.00 1.82 0.11403005 0.4757 -5.16
249917_at putative protein strong similarity to --- AT5G22460 2.05 1.03 1.81 0.11414989 0.4760 -5.16
260094_at GDP-4-keto-6-deoxy-D-mannose- GER1 AT1G73250 1.20 0.27 1.81 0.11422273 0.4761 -5.16
257518_at hypothetical protein --- AT3G03880 1.13 0.17 1.81 0.11427311 0.4761 -5.16
263372_at 60S ribosomal protein L14  ;suppo --- AT2G20450 1.38 0.46 1.81 0.11424042 0.4761 -5.16
253089_at putative protein hypothetical prote --- AT4G36290 1.13 0.18 1.81 0.1142646 0.4761 -5.16
264609_at unknown protein  ;supported by ful --- AT1G04530 1.31 0.39 1.81 0.11425247 0.4761 -5.16
249574_at putative protein embryonic abundaPDLP7 AT5G37660 1.16 0.22 1.81 0.11429571 0.4761 -5.16
266484_at putative putative sister-chromatide SCC3 AT2G47980 1.16 0.22 1.81 0.1143434 0.4762 -5.16
265601_at hypothetical protein predicted by g --- AT2G14390 -1.16 -0.22 -1.81 0.11437007 0.4762 -5.16
267473_at hypothetical protein predicted by g --- AT2G02750 -1.16 -0.21 -1.81 0.11443399 0.4764 -5.16
267279_at hypothetical protein predicted by g --- AT2G19460 1.37 0.46 1.81 0.11450322 0.4766 -5.17
255398_at hypothetical protein --- AT4G03740 -1.15 -0.21 -1.81 0.11453178 0.4766 -5.17
265753_at putative Athila retroelement ORF1 --- --- -1.11 -0.16 -1.81 0.11465015 0.4770 -5.17
246908_at dehydration-induced protein RD22 RD22 AT5G25610 1.90 0.92 1.81 0.11473676 0.4772 -5.17
253661_at putative protein bZIP protein - Ara --- AT4G30130 -1.16 -0.22 -1.81 0.114726 0.4772 -5.17
264406_at putative phragmoplastin similar to ADL6 AT1G10290 1.17 0.23 1.81 0.11475921 0.4772 -5.17
260038_at Expressed protein ; supported by f --- AT1G68875 1.13 0.18 1.81 0.11479749 0.4773 -5.17
263437_at putative disease resistance respon--- AT2G28670 -1.18 -0.24 -1.81 0.1148596 0.4775 -5.17
253374_at hypothetical protein  ; supported by--- AT4G33140 -1.14 -0.18 -1.81 0.11490198 0.4775 -5.17
258880_at hypothetical protein similar to symATG8H AT3G06420 1.39 0.48 1.81 0.11489225 0.4775 -5.17
255505_at SAR1/GTP-binding secretory factoATSAR2 AT4G02080 1.15 0.21 1.81 0.11497037 0.4777 -5.17
251670_at putative protein translation releasi --- AT3G57190 -1.20 -0.26 -1.81 0.11500942 0.4777 -5.17
267598_at hypothetical protein predicted by g --- AT2G33010 -1.19 -0.25 -1.81 0.1150132 0.4777 -5.17
247325_at putative protein contains similarity SC35 AT5G64200 1.14 0.19 1.81 0.11514415 0.4777 -5.17



257050_at putative protein phosphatase type --- AT3G15260 1.21 0.27 1.81 0.11512467 0.4777 -5.17
259992_at putative heat shock transcription faHSFA8 AT1G67970 1.28 0.35 1.81 0.1151211 0.4777 -5.17
249631_at sen1-like protein SEN1 - Saccharo--- AT5G37160 -1.15 -0.21 -1.81 0.11508894 0.4777 -5.17
257363_at hypothetical protein predicted by g BAP2 AT2G45760 -1.22 -0.28 -1.81 0.11512496 0.4777 -5.17
266594_at hypothetical protein --- AT2G46190 1.12 0.16 1.81 0.11507438 0.4777 -5.17
245399_at membrane channel like protein ;su TIP2;2 AT4G17340 1.32 0.40 1.81 0.11525185 0.4780 -5.17
266057_at putative methionyl-tRNA synthetas --- AT2G40660 1.14 0.18 1.81 0.1152648 0.4780 -5.17
250543_at DR1-like protein TATA-binding proNF-YB12 AT5G08190 1.16 0.21 1.81 0.11531254 0.4781 -5.17
258847_at unknown protein  ; supported by fu --- AT3G03100 1.13 0.18 1.81 0.11558783 0.4785 -5.17
255830_at putative PRP19-like spliceosomal p--- AT2G33340 1.32 0.40 1.81 0.11563531 0.4785 -5.17
265309_at putative myosin heavy chain XIG AT2G20290 -1.24 -0.31 -1.81 0.11550598 0.4785 -5.17
258837_at putative 60S ribosomal protein L13--- AT3G07110 1.41 0.50 1.81 0.11562514 0.4785 -5.17
256815_at unknown protein contains Pfam pro--- AT3G21380 -1.15 -0.20 -1.81 0.11548257 0.4785 -5.17
267472_at putative basic blue protein (plantacARPN AT2G02850 -1.17 -0.23 -1.81 0.11558935 0.4785 -5.17
251586_at zinc finger-like protein several zinc GIS AT3G58070 -1.21 -0.28 -1.81 0.11550324 0.4785 -5.17
246590_at cyclic nucleotide and calmodulin-r CNGC18 AT5G14870 1.13 0.17 1.81 0.11561569 0.4785 -5.17
265848_at putative sugar transporter INT3 AT2G35740 -1.25 -0.32 -1.81 0.11556806 0.4785 -5.17
264391_at pectate lyase-like protein Similar to--- AT1G11920 -1.16 -0.21 -1.81 0.11560662 0.4785 -5.17
259894_at hypothetical protein predicted by g --- AT1G71430 1.18 0.24 1.81 0.11557132 0.4785 -5.17
266347_at putative ATP-dependent DNA helic--- AT2G01440 1.21 0.27 1.81 0.11566318 0.4786 -5.17
265714_at putative integral membrane proteinATUPS4 AT2G03520 -1.13 -0.18 -1.81 0.11570994 0.4787 -5.18
257608_at chaperonin, putative similar to CH HSP60-3A AT3G13860 1.16 0.21 1.80 0.1157623 0.4787 -5.18
266073_at putative signal recognition particle --- AT2G18770 1.15 0.20 1.80 0.11576942 0.4787 -5.18
262074_at glutathione S-transferase, putativeATGSTU15AT1G59670 1.29 0.37 1.80 0.11583462 0.4787 -5.18
264146_at hypothetical protein contains similaCER1 AT1G02205 3.87 1.95 1.80 0.11579433 0.4787 -5.18
251870_at putative protein Various predicted --- AT3G54510 -1.14 -0.19 -1.80 0.11582557 0.4787 -5.18
249204_at unknown protein  ;supported by ful --- AT5G42570 -1.15 -0.20 -1.80 0.11588075 0.4788 -5.18
246619_at transmembrane protein FT27/PFT2--- AT5G36290 1.13 0.17 1.80 0.11591012 0.4789 -5.18
247509_at heat shock factor 6 HSFB2A AT5G62020 1.19 0.25 1.80 0.11595848 0.4790 -5.18
258240_at oleosin isoform identical to oleosin OLEO4 AT3G27660 -1.17 -0.22 -1.80 0.11601412 0.4791 -5.18
247722_at GTP-binding protein rab11 - like GATRABA2DAT5G59150 1.16 0.21 1.80 0.11604018 0.4792 -5.18
258367_at putative protein kinase similar to prWAG2 AT3G14370 -1.16 -0.22 -1.80 0.11610477 0.4793 -5.18
259141_at putative cytoskeleton-associated p --- AT3G10220 1.16 0.21 1.80 0.11613233 0.4794 -5.18
263504_s_at hypothetical protein --- AT2G07677 -1.14 -0.19 -1.80 0.11624665 0.4796 -5.18
265803_at hypothetical protein predicted by g --- AT2G18115 -1.20 -0.26 -1.80 0.11627817 0.4796 -5.18



251448_at allyl alcohol dehydrogenase-like p --- AT3G59845 -1.14 -0.19 -1.80 0.1162487 0.4796 -5.18
255309_at hypothetical protein SFR6 AT4G04920 -1.13 -0.18 -1.80 0.11621797 0.4796 -5.18
258591_at hypothetical protein  ; supported by--- AT3G04360 -1.14 -0.19 -1.80 0.11628692 0.4796 -5.18
251750_at glucuronosyl transferase - like pro --- AT3G55710 1.22 0.29 1.80 0.11635293 0.4798 -5.18
247759_at copper transport protein - like ;sup COPT3 AT5G59040 -1.13 -0.18 -1.80 0.11638299 0.4798 -5.18
258061_at unknown protein  ; supported by cD--- AT3G25910 1.16 0.21 1.80 0.11640505 0.4798 -5.18
263305_at unknown protein  ;supported by ful BPC1 AT2G01930 1.23 0.30 1.80 0.11642129 0.4798 -5.18
254793_at hypothetical protein --- AT4G12930 -1.16 -0.21 -1.80 0.11643757 0.4798 -5.18
250490_at pectin methylesterase - like protei --- AT5G09760 1.38 0.46 1.80 0.11650471 0.4799 -5.18
254581_at putative protein membrane-associ --- AT4G19440 -1.22 -0.29 -1.80 0.11650033 0.4799 -5.18
261445_at unknown protein ; supported by cDNSL1 AT1G28380 -1.41 -0.49 -1.80 0.11653118 0.4799 -5.18
249670_at unknown protein --- AT5G35890 1.15 0.20 1.80 0.11657224 0.4800 -5.18
254527_at putative protein KIAA0682 protein --- AT4G19610 -1.12 -0.16 -1.80 0.11661917 0.4800 -5.18
256914_at hypothetical protein --- AT3G23880 1.26 0.33 1.80 0.11662909 0.4800 -5.18
256912_at hypothetical protein predicted by g --- AT3G23850 -1.15 -0.21 -1.80 0.1167402 0.4801 -5.18
245531_at hydroxynitrile lyase like protein scpl30 AT4G15100 -1.23 -0.30 -1.80 0.11669284 0.4801 -5.18
265348_at putative RNA-binding protein --- AT2G22600 -1.16 -0.22 -1.80 0.11674751 0.4801 -5.18
261074_at hypothetical protein predicted by g --- AT1G07290 -1.15 -0.20 -1.80 0.11667 0.4801 -5.18
263625_at F-box protein family, AtFBX9 cont --- AT2G04920 -1.14 -0.19 -1.80 0.11674431 0.4801 -5.18
247276_at putative protein contains similarity HEN4 AT5G64390 -1.27 -0.34 -1.80 0.1167982 0.4802 -5.18
251537_at putative protein several hypothetica--- AT3G58470 1.30 0.37 1.80 0.1169036 0.4805 -5.18
260414_at nitrate transporter (NTL1) identical ATNRT1:2 AT1G69850 1.18 0.24 1.80 0.11691923 0.4805 -5.19
267624_at putative protein kinase BIK1 AT2G39660 1.38 0.46 1.80 0.11696608 0.4806 -5.19
246776_at kinesin-like protein kinesin-like hea--- AT5G27550 -1.23 -0.30 -1.80 0.11698729 0.4806 -5.19
266626_at hypothetical protein predicted by g --- AT2G35360 1.22 0.29 1.80 0.11702014 0.4807 -5.19
267199_at hypothetical protein predicted by g --- AT2G30990 -1.59 -0.67 -1.80 0.11711546 0.4808 -5.19
245400_at ATP-dependent Clp protease prot --- AT4G17040 1.19 0.26 1.80 0.11707009 0.4808 -5.19
265529_at hypothetical protein predicted by g --- --- -1.13 -0.18 -1.80 0.11710728 0.4808 -5.19
245703_at S-adenosyl-L-methionine:salicylic a--- AT5G04380 -1.14 -0.19 -1.80 0.11712907 0.4808 -5.19
265603_at hypothetical protein predicted by g --- --- 1.17 0.22 1.80 0.11718385 0.4809 -5.19
247292_at unknown protein --- AT5G64490 1.17 0.23 1.80 0.1174016 0.4817 -5.19
267108_at hypothetical protein predicted by g --- AT2G14830 -1.13 -0.18 -1.80 0.11742383 0.4817 -5.19
262118_at beta-glucosidase, putative similar BGLU11 AT1G02850 1.59 0.67 1.79 0.11746442 0.4817 -5.19
265160_at unknown protein similar to EST gb --- AT1G31050 -1.19 -0.25 -1.79 0.11758927 0.4817 -5.19
265579_at hypothetical protein predicted by g --- AT2G20070 -1.15 -0.20 -1.79 0.11749322 0.4817 -5.19



261552_at receptor protein kinase, putative c --- AT1G63430 1.17 0.23 1.79 0.11752746 0.4817 -5.19
256477_at unknown protein --- --- -1.15 -0.21 -1.79 0.11762084 0.4817 -5.19
AFFX-DapX-3_B. subtilis /GEN=jojG /DB_XREF=g--- --- -1.19 -0.25 -1.79 0.11763363 0.4817 -5.19
258228_at unknown protein similar to unknow--- AT3G27610 1.13 0.18 1.79 0.11763667 0.4817 -5.19
247390_at putative protein similar to unknown--- AT5G63520 1.13 0.18 1.79 0.11760633 0.4817 -5.19
258411_at hypothetical protein predicted by g --- AT3G17280 -1.14 -0.20 -1.79 0.11747464 0.4817 -5.19
247829_at protein kinase - like protein kinase--- AT5G58520 -1.22 -0.29 -1.79 0.11755641 0.4817 -5.19
251993_at peroxiredoxin - like protein peroxir --- AT3G52960 1.18 0.24 1.79 0.11766458 0.4818 -5.19
254965_at putative protein other hypothetical --- AT4G11090 -1.13 -0.18 -1.79 0.11774214 0.4819 -5.19
256668_at hypothetical protein similar to hypo--- AT3G32190 -1.17 -0.23 -1.79 0.11776463 0.4819 -5.19
246678_at putative protein predicted replicatio--- --- 1.17 0.23 1.79 0.11772561 0.4819 -5.19
250909_at S-receptor kinase - like protein S-r--- AT5G03700 1.67 0.74 1.79 0.11777367 0.4819 -5.19
267370_at unknown protein  ;supported by ful --- AT2G44525 1.12 0.16 1.79 0.11787594 0.4822 -5.19
263206_at unknown protein similar to ESTs g--- AT1G10590 1.12 0.16 1.79 0.11802669 0.4827 -5.19
256132_at hypothetical protein similar to hypo--- AT1G13610 -1.15 -0.20 -1.79 0.11812923 0.4829 -5.19
259097_at unknown protein similar to GB:AAD--- AT3G04830 1.14 0.18 1.79 0.1181421 0.4829 -5.19
253230_at putative protein  ; supported by full --- AT4G34700 1.16 0.21 1.79 0.11813467 0.4829 -5.19
247025_at zeaxanthin epoxidase precursor  ; ABA1 AT5G67030 -1.20 -0.26 -1.79 0.11820673 0.4831 -5.20
251554_at putative protein predicted protein, --- AT3G58670 1.17 0.23 1.79 0.11823272 0.4831 -5.20
259014_at putative glucan endo-1-3-beta-gluc--- AT3G07320 -1.25 -0.33 -1.79 0.11842666 0.4832 -5.20
245692_at myc - like protein BHLH101 AT5G04150 -1.22 -0.29 -1.79 0.11879634 0.4832 -5.20
245398_at hydroxyproline-rich glycoprotein ho--- AT4G14900 1.27 0.34 1.79 0.11836013 0.4832 -5.20
262744_at anthranilate N-hydroxycinnamoyl/b--- AT1G28680 1.29 0.37 1.79 0.11871122 0.4832 -5.20
260062_at hypothetical protein contains Pfam --- AT1G73710 -1.19 -0.25 -1.79 0.11864874 0.4832 -5.20
245052_at putative pectinesterase --- AT2G26440 -1.20 -0.26 -1.79 0.11833214 0.4832 -5.20
260823_at hypothetical  protein predicted by gDRIP1 AT1G06770 1.15 0.20 1.79 0.11852345 0.4832 -5.20
249320_at disease resistance protein-like non--- AT5G40910 1.24 0.31 1.79 0.11849204 0.4832 -5.20
251504_at putative protein putative multidrug TT12 AT3G59030 -1.17 -0.23 -1.79 0.118391 0.4832 -5.20
251847_at tryptophan synthase alpha chain ; TSA1 AT3G54640 -1.87 -0.90 -1.79 0.11862514 0.4832 -5.20
254176_at hypothetical protein hypothetical p--- AT4G24200 -1.15 -0.20 -1.79 0.11841594 0.4832 -5.20
250552_at putative protein microtubule bindin--- AT5G07890 -1.14 -0.19 -1.79 0.11845867 0.4832 -5.20
257262_at zinc finger protein, putative contai --- AT3G21890 -1.31 -0.39 -1.79 0.11855325 0.4832 -5.20
264184_at early nodule-specific protein, puta --- AT1G54790 1.16 0.21 1.79 0.11867048 0.4832 -5.20
266954_at hypothetical protein predicted by g --- AT2G34530 -1.14 -0.18 -1.79 0.11853505 0.4832 -5.20
246468_at UDP glucose:flavonoid 3-o-glucosUGT78D2 AT5G17050 -1.29 -0.37 -1.79 0.11873316 0.4832 -5.20



264427_at hypothetical protein predicted by g --- AT1G61770 1.17 0.23 1.79 0.11876052 0.4832 -5.20
246239_at putative protein --- AT4G36790 1.15 0.20 1.79 0.1187652 0.4832 -5.20
257036_at hypothetical protein predicted by g --- AT3G19120 1.14 0.19 1.79 0.11847813 0.4832 -5.20
262858_at major latex protein type3 identical t--- AT1G14940 -1.15 -0.20 -1.79 0.11857613 0.4832 -5.20
251541_at citrate synthase -like protein citrateCSY2 AT3G58750 1.22 0.28 1.79 0.11872387 0.4832 -5.20
247387_at unknown protein --- AT5G63460 -1.14 -0.19 -1.79 0.11846337 0.4832 -5.20
251106_at putative protein peroxisomal Ca-d --- AT5G01500 -1.65 -0.72 -1.79 0.11873531 0.4832 -5.20
264331_at hypothetical protein contains non-c--- AT1G04130 -1.16 -0.21 -1.79 0.11867161 0.4832 -5.20
256362_at hypothetical protein --- AT1G66450 -1.16 -0.21 -1.79 0.11832822 0.4832 -5.20
263163_at fructokinase, putative predicted byFZL AT1G03160 -1.37 -0.45 -1.79 0.11879772 0.4832 -5.20
262166_at myb-related transcription activator --- AT1G74840 1.20 0.27 1.79 0.11889204 0.4835 -5.20
261462_at hypothetical protein predicted by g --- AT1G07850 -1.18 -0.23 -1.79 0.118955 0.4837 -5.20
246887_at hexose transporter - like protein he--- AT5G26250 -1.15 -0.21 -1.79 0.119001 0.4837 -5.20
248912_at GDSL-motif lipase/hydrolase-like p--- AT5G45670 -1.20 -0.26 -1.79 0.1190089 0.4837 -5.20
260922_at hypothetical protein predicted by g --- AT1G21560 -1.15 -0.20 -1.79 0.11909246 0.4839 -5.20
262023_at hypothetical protein predicted by g --- AT1G35500 -1.16 -0.21 -1.79 0.11907239 0.4839 -5.20
263920_at unknown protein  ;supported by ful --- AT2G36410 1.20 0.26 1.78 0.11915423 0.4840 -5.20
251184_at small nuclear ribonucleoprotein-lik--- AT3G62840 1.12 0.16 1.78 0.11923107 0.4841 -5.20
249704_at Myb-related transcription factor LB TT2 AT5G35550 -1.20 -0.27 -1.78 0.11925599 0.4841 -5.20
261432_at hypothetical protein predicted by g --- AT1G07680 -1.14 -0.18 -1.78 0.11927144 0.4841 -5.20
251060_at putative protein serine/threonine pATSR1 AT5G01820 -1.75 -0.81 -1.78 0.11925366 0.4841 -5.20
251125_at putative protein - kinase protein ki --- AT5G01060 1.13 0.17 1.78 0.11926267 0.4841 -5.20
251928_at putative protein hypothetical prote --- AT3G53980 -1.57 -0.65 -1.78 0.11939726 0.4845 -5.20
253942_at putative protein --- AT4G27010 1.26 0.34 1.78 0.11946529 0.4847 -5.21
250097_at putative protein similar to unknown--- AT5G17280 1.18 0.24 1.78 0.11952006 0.4848 -5.21
252265_at putative protein SRG1 protein - ArDIN11 AT3G49620 -1.80 -0.84 -1.78 0.11979547 0.4851 -5.21
248046_at receptor protein kinase-like protein --- AT5G56040 -1.22 -0.28 -1.78 0.11977216 0.4851 -5.21
266471_at putative GTP-binding protein --- AT2G31060 1.27 0.34 1.78 0.11979447 0.4851 -5.21
251605_at receptor-like protein kinase severa --- AT3G57830 -1.18 -0.24 -1.78 0.11968473 0.4851 -5.21
248108_at molybdopterin synthase sulphurylaCNX5 AT5G55130 1.17 0.23 1.78 0.11978153 0.4851 -5.21
266655_at putative protein kinase contains a pAtAUR2 AT2G25880 -1.20 -0.27 -1.78 0.11962567 0.4851 -5.21
246402_at jasmonate inducible protein, putat --- AT1G57570 -1.13 -0.17 -1.78 0.11977491 0.4851 -5.21
251465_at transporter-like protein UDP-galacUTR6 AT3G59360 1.12 0.17 1.78 0.11966474 0.4851 -5.21
256476_at TNP2-like transposon protein simil --- --- -1.14 -0.19 -1.78 0.11971947 0.4851 -5.21
254582_at putative protein TMV resistance pr--- AT4G19470 1.14 0.18 1.78 0.11971543 0.4851 -5.21



257861_at putative transporter similar to SV2 --- AT3G13050 -1.18 -0.24 -1.78 0.11982622 0.4851 -5.21
249931_at putative protein similar to unknownQQT1 AT5G22370 1.22 0.29 1.78 0.11985017 0.4851 -5.21
261814_at unknown protein --- AT1G08310 1.96 0.97 1.78 0.11988551 0.4852 -5.21
251173_at putative protein hypothetical prote --- AT3G63270 1.12 0.17 1.78 0.11996542 0.4854 -5.21
266008_at hypothetical protein predicted by g --- AT2G37390 1.18 0.24 1.78 0.11997162 0.4854 -5.21
256105_at hypothetical protein predicted by g LSH8 AT1G16910 -1.17 -0.23 -1.78 0.12002174 0.4854 -5.21
250149_at cinnamoyl CoA reductase - like pr --- AT5G14700 -2.06 -1.04 -1.78 0.12000608 0.4854 -5.21
256695_at unknown protein --- AT3G32090 -1.17 -0.22 -1.78 0.12005267 0.4854 -5.21
256875_at cytochrome P450, putative containCYP71B37 AT3G26330 -1.17 -0.23 -1.78 0.12007484 0.4854 -5.21
261585_at NAC domain protein, putative sim ANAC001 AT1G01010 1.27 0.34 1.78 0.12024237 0.4855 -5.21
260940_at 26S proteasome regulatory particl --- AT1G45000 1.18 0.24 1.78 0.12012722 0.4855 -5.21
254469_at hypothetical protein --- AT4G20470 -1.14 -0.19 -1.78 0.12019116 0.4855 -5.21
267331_at putative salt-inducible protein --- AT2G19280 -1.19 -0.25 -1.78 0.12025183 0.4855 -5.21
247755_at subtilisin-like serine protease contaATSBT4.12AT5G59090 1.13 0.18 1.78 0.12023303 0.4855 -5.21
266141_at protease inhibitor II contains a gamPDF2.1 AT2G02120 -1.13 -0.18 -1.78 0.12020988 0.4855 -5.21
259529_at hypothetical protein --- AT1G12400 1.14 0.19 1.78 0.12012398 0.4855 -5.21
259639_at unknown protein ;supported by full --- AT1G52380 -1.17 -0.23 -1.78 0.12025082 0.4855 -5.21
253365_at putative protein various predicted --- AT4G33170 -1.15 -0.20 -1.78 0.12027882 0.4855 -5.21
263309_at putative replication protein A1 --- --- -1.23 -0.30 -1.78 0.12030868 0.4855 -5.21
251341_at ribosomal protein S13 -like AtRPS--- AT3G60770 1.33 0.41 1.78 0.12039158 0.4858 -5.21
265081_at hypothetical protein contains Zinc MGP AT1G03840 -1.16 -0.21 -1.78 0.12045472 0.4860 -5.21
259426_at hypothetical protein contains similaLEA14 AT1G01470 -1.17 -0.23 -1.78 0.1206323 0.4866 -5.21
255929_at hypothetical protein predicted by g --- AT1G12650 1.18 0.24 1.78 0.12068019 0.4866 -5.21
250571_at hypothetical protein --- AT5G08200 -1.22 -0.29 -1.78 0.12075844 0.4866 -5.22
254208_at Expressed protein ; supported by f --- AT4G24175 1.17 0.23 1.78 0.12074152 0.4866 -5.22
254324_at putative protein various predicted --- AT4G22640 1.19 0.25 1.78 0.12071226 0.4866 -5.22
264969_at hypothetical protein contains simila--- AT1G67320 1.39 0.47 1.78 0.12073362 0.4866 -5.22
249034_at putative protein contains similarity NUC AT5G44160 1.17 0.22 1.78 0.12072714 0.4866 -5.22
261085_at hypothetical protein similar to hypoIQD7 AT1G17480 -1.14 -0.18 -1.78 0.12081682 0.4866 -5.22
262038_at invertase, putative similar to neutr CINV1 AT1G35580 1.27 0.34 1.78 0.12082486 0.4866 -5.22
262691_at TPR-repeat protein contains multip--- AT1G62740 -1.21 -0.28 -1.78 0.1207939 0.4866 -5.22
256041_at unknown protein --- AT1G07230 1.20 0.27 1.78 0.12085868 0.4866 -5.22
255444_at LUMINIDEPENDENS protein  ; supLD AT4G02560 -1.15 -0.20 -1.77 0.12092868 0.4868 -5.22
256110_at Ser Thr protein kinase, putative si --- AT1G16900 1.22 0.29 1.77 0.12095782 0.4868 -5.22
262108_at unknown protein similar to unknow--- AT1G02740 1.18 0.24 1.77 0.12097329 0.4868 -5.22



260755_at hypothetical protein predicted by g --- AT1G48980 1.14 0.19 1.77 0.12103418 0.4870 -5.22
265433_at unknown protein --- AT2G20950 1.21 0.28 1.77 0.12117179 0.4872 -5.22
244980_at ribosomal protein L36 --- --- -1.15 -0.20 -1.77 0.12141592 0.4872 -5.22
266641_at Expressed protein ; supported by f --- AT2G35605 1.16 0.21 1.77 0.12136619 0.4872 -5.22
266774_at hypothetical protein predicted by g ATRBL1 AT2G29050 -1.20 -0.26 -1.77 0.12122594 0.4872 -5.22
250622_at putative transcription factor AP2 do--- AT5G07310 -1.13 -0.18 -1.77 0.12148717 0.4872 -5.22
258532_at ribosomal protein L29, putative sim--- AT3G06700 1.43 0.52 1.77 0.12148018 0.4872 -5.22
261846_at hypothetical protein similar to hypo--- AT1G11540 -1.17 -0.22 -1.77 0.12115669 0.4872 -5.22
259352_at unknown protein --- AT3G05170 -1.28 -0.36 -1.77 0.12123558 0.4872 -5.22
249682_at putative protein similar to unknown--- AT5G36080 -1.13 -0.17 -1.77 0.12150049 0.4872 -5.22
265397_at hypothetical protein predicted by g --- --- -1.13 -0.18 -1.77 0.12138732 0.4872 -5.22
261160_at hypothetical protein --- AT1G34480 -1.15 -0.20 -1.77 0.12124991 0.4872 -5.22
266978_at putative disease resistance respon--- AT2G39430 -1.15 -0.20 -1.77 0.12143854 0.4872 -5.22
250859_at cytochrom P450 - like protein cytoCYP77A4 AT5G04660 -1.11 -0.15 -1.77 0.12117927 0.4872 -5.22
256664_at DNA-3-methlyadenine glycosylase --- AT3G12040 1.21 0.27 1.77 0.1213267 0.4872 -5.22
248900_at putative protein strong similarity to PRP39-2 AT5G46400 1.23 0.30 1.77 0.12140252 0.4872 -5.22
263487_at hypothetical protein predicted by g --- AT2G31850 -1.14 -0.19 -1.77 0.1213035 0.4872 -5.22
251736_at putative protein acetyl-CoA carbox--- AT3G56130 1.29 0.36 1.77 0.12124554 0.4872 -5.22
247869_at CCHH finger protein 2-like protein ZFP2 AT5G57520 -1.11 -0.15 -1.77 0.12120363 0.4872 -5.22
262702_at putative protein phosphatase 2C s --- AT1G16220 -1.16 -0.22 -1.77 0.12130867 0.4872 -5.22
264662_at putative sucrose/H+ symporter simSUT4 AT1G09960 -1.22 -0.29 -1.77 0.12139709 0.4872 -5.22
255928_at unknown protein --- AT1G12640 1.25 0.32 1.77 0.1215556 0.4872 -5.22
256159_at Expressed protein ; supported by f JAZ8 AT1G30135 -1.90 -0.92 -1.77 0.12154495 0.4872 -5.22
260087_at hypothetical protein predicted by g --- AT1G73200 -1.21 -0.28 -1.77 0.12157917 0.4872 -5.22
245622_at A6 anther-specific protein MEE48 AT4G14080 1.17 0.22 1.77 0.12162518 0.4873 -5.22
251827_at chalcone isomerase  ;supported byTT5 AT3G55120 1.22 0.29 1.77 0.12170076 0.4875 -5.22
255059_at putative protein downy mildew res --- AT4G09420 1.40 0.48 1.77 0.12181091 0.4876 -5.22
264613_at lipoyltransferase identical to GB:BALIP2 AT1G04640 1.16 0.22 1.77 0.12179751 0.4876 -5.22
248870_at putative protein similar to unknown--- AT5G46710 1.61 0.69 1.77 0.12181292 0.4876 -5.22
247922_at putative protein similar to unknown--- AT5G57500 -1.43 -0.52 -1.77 0.12177638 0.4876 -5.22
261238_at hypothetical protein predicted by g --- AT1G32810 -1.16 -0.21 -1.77 0.12189708 0.4878 -5.22
246549_at putative protein predicted proteins --- AT5G15050 1.32 0.40 1.77 0.1219245 0.4878 -5.22
251194_at putative protein --- AT3G62920 1.26 0.33 1.77 0.12195191 0.4878 -5.22
265374_at hypothetical protein  ;supported by PSBX AT2G06520 1.13 0.17 1.77 0.12194994 0.4878 -5.22
257969_at hypothetical protein predicted by g --- AT3G27520 1.28 0.35 1.77 0.12192416 0.4878 -5.22



266173_at unknown protein --- AT2G02410 1.13 0.18 1.77 0.12199623 0.4879 -5.23
248946_at putative protein similar to unknown--- AT5G45530 -1.13 -0.18 -1.77 0.12202153 0.4879 -5.23
254102_at acyl carrier - like protein acyl carrieACP4 AT4G25050 1.18 0.24 1.77 0.12211159 0.4880 -5.23
249774_at squalene monooxygenase SQP1 AT5G24150 -1.29 -0.36 -1.77 0.12208702 0.4880 -5.23
247827_at putative protein various predicted LSH5 AT5G58500 -1.19 -0.25 -1.77 0.12210992 0.4880 -5.23
265488_at hypothetical protein predicted by g --- AT2G15610 -1.16 -0.21 -1.77 0.12222871 0.4881 -5.23
267249_at hypothetical protein predicted by g --- AT2G23040 -1.13 -0.18 -1.77 0.12221765 0.4881 -5.23
262322_at hypothetical protein similar to hypo--- AT1G27590 -1.19 -0.25 -1.77 0.12222976 0.4881 -5.23
266286_at putative tropinone reductase --- AT2G29160 / -1.16 -0.22 -1.77 0.1221922 0.4881 -5.23
251427_at beta-glucosidase-like protein severBGLU16 AT3G60130 -1.23 -0.29 -1.77 0.12233533 0.4883 -5.23
257209_at hypothetical protein --- AT3G14920 1.12 0.16 1.77 0.12252877 0.4883 -5.23
253867_at putative protein tRNA nucleotidyltr--- AT4G27490 1.26 0.34 1.77 0.12239829 0.4883 -5.23
254765_at hypothetical protein --- AT4G13270 1.17 0.23 1.77 0.12253634 0.4883 -5.23
259113_at hypothetical protein predicted by g--- AT3G05510 1.17 0.23 1.77 0.12232407 0.4883 -5.23
257928_at hypothetical protein contains Pfam PPR40 AT3G16890 -1.12 -0.16 -1.77 0.12247608 0.4883 -5.23
256100_at unknown protein --- AT1G13750 1.55 0.63 1.77 0.12254182 0.4883 -5.23
245590_at hypothetical protein --- AT4G15060 -1.14 -0.19 -1.77 0.1223954 0.4883 -5.23
265242_at hypothetical protein --- AT2G07705 -1.28 -0.36 -1.77 0.12249362 0.4883 -5.23
263493_at putative ATP-dependent RNA helic--- AT2G42520 -1.23 -0.29 -1.77 0.12243083 0.4883 -5.23
245009_at ribosomal protein S4 --- --- 1.12 0.17 1.77 0.12247943 0.4883 -5.23
252956_at farnesylated protein (ATFP6)  ; supATFP6 AT4G38580 1.43 0.51 1.77 0.12239888 0.4883 -5.23
248954_at unknown protein  ; supported by cD--- AT5G45420 -1.13 -0.17 -1.76 0.1226786 0.4888 -5.23
254202_at putative protein hydroxymuconic s--- AT4G24140 1.26 0.34 1.76 0.12274801 0.4890 -5.23
263844_at unknown protein  ; supported by cD--- AT2G36930 1.37 0.46 1.76 0.12289144 0.4895 -5.23
254732_at hypothetical protein --- AT4G13750 1.23 0.30 1.76 0.12292796 0.4895 -5.23
266158_at putative ABC transporter --- AT2G28070 1.22 0.28 1.76 0.12299193 0.4897 -5.23
266531_at putative plasma membrane intrins --- AT2G16835 -1.12 -0.16 -1.76 0.12300826 0.4897 -5.23
254492_at endomembrane-associated proteinPCAP1 AT4G20260 1.17 0.22 1.76 0.12304226 0.4897 -5.23
251740_at peptidylprolyl isomerase ROC2 AT3G56070 1.33 0.41 1.76 0.1232167 0.4900 -5.23
246253_at myb-related protein MYB73 AT4G37260 -1.22 -0.28 -1.76 0.12321737 0.4900 -5.23
248103_at ubiquitin-like protein SMT3-like  ; s SUMO2 AT5G55160 1.24 0.31 1.76 0.12323087 0.4900 -5.23
259435_at hypothetical protein similar to putat--- AT1G01450 -1.13 -0.17 -1.76 0.123232 0.4900 -5.23
254413_at myb-related protein M4  ;supportedATMYB102 AT4G21440 -1.26 -0.34 -1.76 0.12318172 0.4900 -5.23
255855_at ABC transporter, putative similar t PDR11 AT1G66950 -1.20 -0.27 -1.76 0.12323145 0.4900 -5.23
256190_at 9-cis-epoxycarotenoid dioxygenasNCED5 AT1G30100 -1.15 -0.20 -1.76 0.12326005 0.4900 -5.23



254860_at putative C-4 sterol methyl oxidaseSMO1-1 AT4G12110 -1.18 -0.24 -1.76 0.12334505 0.4902 -5.24
246567_at alpha-mannosidase -like protein mGMII AT5G14950 -1.12 -0.17 -1.76 0.12342663 0.4905 -5.24
261242_at subtilisin-like serine protease contaSBT3.3 AT1G32960 -1.28 -0.36 -1.76 0.12350188 0.4905 -5.24
251406_at putative protein various predicted --- AT3G60260 -1.29 -0.37 -1.76 0.12347825 0.4905 -5.24
262801_at unknown protein  ;supported by ful --- AT1G21010 1.43 0.52 1.76 0.12349324 0.4905 -5.24
264633_at step II splicing factor, putative sim SMP1 AT1G65660 -1.16 -0.21 -1.76 0.12362756 0.4907 -5.24
256230_at FKBP-type peptidyl-prolyl cis-trans--- AT3G12340 1.20 0.26 1.76 0.12362744 0.4907 -5.24
249524_at putative protein similar to unknown--- AT5G38520 -1.26 -0.33 -1.76 0.12362428 0.4907 -5.24
245798_at hypothetical protein predicted by g --- AT1G45545 1.12 0.16 1.76 0.12362161 0.4907 -5.24
246950_at transcription initiation factor IID-asTAF5 AT5G25150 -1.13 -0.17 -1.76 0.12375199 0.4911 -5.24
247745_at copper transport protein COPT1 AT5G59030 1.12 0.17 1.76 0.12384204 0.4914 -5.24
245907_at ubiquitin-like protein ubiquitins - dif --- AT5G09340 1.12 0.16 1.76 0.12386538 0.4914 -5.24
256965_at branched chain alpha-keto acid deDIN4 AT3G13450 1.36 0.45 1.76 0.12392214 0.4915 -5.24
255820_at putative protein kinase contains a p--- AT2G40580 -1.17 -0.23 -1.76 0.12401998 0.4918 -5.24
260762_at I-box binding factor, putative simila--- AT1G49015 -1.15 -0.20 -1.76 0.12407307 0.4919 -5.24
255686_at putative potassium/H+ antiporter KEA2 AT4G00630 -1.19 -0.25 -1.76 0.12416136 0.4922 -5.24
256793_at unknown protein  ;supported by ful --- AT3G22160 1.39 0.47 1.75 0.12442894 0.4922 -5.24
264616_at unknown protein --- AT2G17740 2.28 1.19 1.76 0.12440361 0.4922 -5.24
255817_at unknown protein  ;supported by ful PDLP3 AT2G33330 1.33 0.42 1.75 0.1244221 0.4922 -5.24
262932_at glutathione-s-transferase, putative--- AT1G65820 1.21 0.28 1.76 0.12432032 0.4922 -5.24
259152_at hypothetical protein similar to putat--- AT3G10210 1.12 0.16 1.76 0.12431029 0.4922 -5.24
247791_at cyclophilin ROC7  ;supported by fuROC7 AT5G58710 1.21 0.27 1.75 0.12452339 0.4922 -5.24
249237_at putative protein similar to unknown--- AT5G42050 1.24 0.31 1.75 0.12453505 0.4922 -5.24
247569_at Cf-5 disease resistance protein - l --- AT5G61240 -1.23 -0.30 -1.76 0.12421445 0.4922 -5.24
244997_at RNA polymerase beta' subunit-2 --- --- 1.16 0.21 1.75 0.12448175 0.4922 -5.24
252106_at putative glutamate receptor putativATGLR3.6 AT3G51480 -1.21 -0.27 -1.76 0.12431192 0.4922 -5.24
261682_at unknown protein similar to hypothe--- AT1G47330 -1.18 -0.24 -1.76 0.12422967 0.4922 -5.24
258607_at thioredoxin f1 identical to thioredoxTRXF1 AT3G02730 -1.20 -0.26 -1.76 0.12433893 0.4922 -5.24
265630_at unknown protein similar to ovarian --- AT2G27350 -1.13 -0.17 -1.75 0.12454274 0.4922 -5.24
259864_at hypothetical protein predicted by g --- AT1G72800 -1.29 -0.37 -1.75 0.12456231 0.4922 -5.24
246369_at light repressible receptor protein k --- AT1G51910 -1.19 -0.25 -1.76 0.12429664 0.4922 -5.24
257162_s_at ammonium transporter, putative s AMT1;3 AT3G24290 / -1.13 -0.18 -1.75 0.12445892 0.4922 -5.24
246945_s_at putative membrane protein hypoth--- AT5G25040 / 1.16 0.22 1.75 0.12450153 0.4922 -5.24
260649_at storage protein, putative similar to ACA7 AT1G08080 1.14 0.19 1.75 0.12457163 0.4922 -5.24
255971_at transposon related protein similar t --- --- -1.12 -0.16 -1.76 0.1243825 0.4922 -5.24



257108_x_at hypothetical protein --- --- -1.13 -0.17 -1.75 0.12463172 0.4923 -5.25
252254_at hypothetical protein  ; supported byDMS3 AT3G49250 1.13 0.17 1.75 0.12463766 0.4923 -5.25
248231_at putative protein contains similarity --- AT5G53770 1.17 0.22 1.75 0.12481084 0.4927 -5.25
266493_at Mutator-like transposase similar to --- --- -1.14 -0.19 -1.75 0.12482069 0.4927 -5.25
252071_at putative protein DNA helicase hom--- AT3G51690 -1.11 -0.15 -1.75 0.12481441 0.4927 -5.25
260437_at hypothetical protein predicted by g --- AT1G68380 -1.15 -0.20 -1.75 0.12477834 0.4927 -5.25
262960_at unknown protein ; supported by cD--- AT1G54320 1.15 0.20 1.75 0.12489188 0.4928 -5.25
265887_at biotin holocarboxylase synthetase HCS1 AT2G25710 1.18 0.24 1.75 0.12490713 0.4928 -5.25
254747_at serine/threonine-specific protein ki MHK AT4G13020 -1.15 -0.21 -1.75 0.12493597 0.4929 -5.25
256096_at unknown protein --- AT1G13650 -1.37 -0.45 -1.75 0.12498822 0.4929 -5.25
263973_at 60S ribosomal protein L11B RPL16A AT2G42740 1.28 0.35 1.75 0.12497864 0.4929 -5.25
246807_at ion channel - like protein ligand gaGLR2.1 AT5G27100 -1.22 -0.29 -1.75 0.12507168 0.4932 -5.25
257832_at light regulated protein, putative simCCL AT3G26740 1.14 0.19 1.75 0.12521988 0.4933 -5.25
262132_at ribosomal protein L22, putative sim--- AT1G02830 -1.14 -0.19 -1.75 0.1251891 0.4933 -5.25
247939_at putative protein contains similarity ATLIG4 AT5G57160 1.14 0.19 1.75 0.12520889 0.4933 -5.25
262954_at rubredoxin, putative similar to rubr--- AT1G54500 1.19 0.25 1.75 0.12515566 0.4933 -5.25
245433_at hypothetical protein --- AT4G17140 1.14 0.19 1.75 0.12514003 0.4933 -5.25
267291_at putative C2H2-type zinc finger prot--- AT2G23740 -1.28 -0.36 -1.75 0.12524238 0.4933 -5.25
245139_at putative AT-hook DNA-binding pro --- AT2G45430 -1.15 -0.21 -1.75 0.12536039 0.4937 -5.25
258274_at putative cytochrome c oxidase sub--- AT3G15640 1.18 0.24 1.75 0.12541361 0.4938 -5.25
252029_s_at putative RNA binding protein hete --- AT3G52660 / 1.13 0.17 1.75 0.12542189 0.4938 -5.25
247568_at putative protein predicted proteins --- AT5G61260 1.33 0.41 1.75 0.12547793 0.4939 -5.25
248837_at putative protein similar to unknown--- AT5G47260 1.11 0.15 1.75 0.12549854 0.4939 -5.25
260487_at RNA-binding protein, putative sim Y14 AT1G51510 -1.14 -0.19 -1.75 0.12553791 0.4940 -5.25
246741_at glycine rich protein - like glycine ri emb1644 AT5G27720 1.18 0.23 1.75 0.12560157 0.4941 -5.25
264277_at polygalacturonase isoenzyme 1 be--- AT1G60390 -1.16 -0.21 -1.75 0.12572978 0.4945 -5.25
266982_at unknown protein  ; supported by cD--- AT2G39500 1.19 0.26 1.75 0.12575122 0.4945 -5.25
248555_at DNA repair protein-like --- AT5G50340 1.16 0.21 1.75 0.12584171 0.4948 -5.25
263077_at putative mitotic control protein dis3EMB2763 AT2G17510 1.12 0.17 1.75 0.12586941 0.4948 -5.25
253388_at putative protein  ; supported by cD --- AT4G32910 1.23 0.30 1.75 0.12602481 0.4952 -5.26
247054_at zinc finger protein --- AT5G66730 -1.16 -0.21 -1.75 0.12603019 0.4952 -5.26
263238_at putative auxin-induced protein --- AT2G16580 1.12 0.17 1.75 0.12601451 0.4952 -5.26
256637_at unknown protein similar to membra--- AT3G12030 1.21 0.28 1.75 0.12603849 0.4952 -5.26
260912_at ATP-dependent Clp protease proteCLPP5 AT1G02560 1.14 0.18 1.75 0.12611793 0.4952 -5.26
251350_at cytochrome P450 monooxygenaseCYP76C7 AT3G61040 -1.25 -0.32 -1.75 0.12613095 0.4952 -5.26



247255_at putative protein similar to unknown--- AT5G64780 1.31 0.39 1.75 0.12611699 0.4952 -5.26
258258_at transcriptional regulator (FUSCA3 FUS3 AT3G26790 -1.13 -0.18 -1.75 0.12611801 0.4952 -5.26
260895_at unknown protein similar to unknow--- AT1G29250 1.32 0.40 1.75 0.12619604 0.4954 -5.26
248000_at WD-repeat protein-like  ;supported --- AT5G56190 -1.17 -0.23 -1.74 0.12624324 0.4955 -5.26
256099_at cytochrome P450, putative similar CYP78A5 AT1G13710 -1.24 -0.31 -1.74 0.12629346 0.4955 -5.26
263442_at hypothetical protein --- AT2G28605 1.13 0.17 1.74 0.12630635 0.4955 -5.26
251627_at glucan endo-1,3-beta-D-glucosidaBG1 AT3G57270 -1.16 -0.21 -1.74 0.12635357 0.4956 -5.26
251651_at putative protein transcription initiat--- AT3G57370 1.11 0.15 1.74 0.12633602 0.4956 -5.26
264325_at putative phosphoribosylanthranilate--- AT1G04150 -1.20 -0.26 -1.74 0.12640395 0.4956 -5.26
246980_at peptidylprolyl isomerase (cyclophil --- AT5G67530 -1.14 -0.19 -1.74 0.12638833 0.4956 -5.26
252070_at short-chain alcohol dehydrogenas --- AT3G51680 -1.19 -0.25 -1.74 0.12643329 0.4956 -5.26
264360_at putative isoamylase Similar to gi|1DBE1 AT1G03310 -1.19 -0.25 -1.74 0.12648709 0.4956 -5.26
245095_at putative protein kinase contains a p--- AT2G40860 -1.23 -0.29 -1.74 0.1265082 0.4956 -5.26
244941_at hypothetical protein --- --- -1.18 -0.23 -1.74 0.12650453 0.4956 -5.26
256873_at cytochrome P450, putative containCYP71B34 AT3G26300 / -1.16 -0.22 -1.74 0.12654588 0.4957 -5.26
252356_at putative protein various predicted p--- --- -1.20 -0.27 -1.74 0.12656931 0.4957 -5.26
249563_at similar to unknown protein (pir |T03--- AT5G38360 1.14 0.19 1.74 0.12659202 0.4957 -5.26
265729_at putative glucan synthase ATGSL03 AT2G31960 1.20 0.26 1.74 0.12665416 0.4958 -5.26
258611_at unknown protein  ;supported by ful --- AT3G02860 -1.15 -0.20 -1.74 0.12665925 0.4958 -5.26
245960_at subtilisin-like protein subtilisin/kex S1P AT5G19660 1.11 0.16 1.74 0.1266753 0.4958 -5.26
257782_at hypothetical protein predicted by g --- AT3G27120 / -1.16 -0.21 -1.74 0.12671274 0.4959 -5.26
256184_at epsilon subunit of mitochondrial F1--- AT1G51650 1.22 0.29 1.74 0.12683991 0.4960 -5.26
258412_at unknown protein similar to pop3 peHS1 AT3G17210 1.16 0.21 1.74 0.12680343 0.4960 -5.26
257142_at cytochrome P450, putative containCYP705A18AT3G20090 1.20 0.27 1.74 0.12682785 0.4960 -5.26
253199_at clathrin assembly protein AP19 ho --- AT4G35410 1.34 0.42 1.74 0.12680126 0.4960 -5.26
251899_at nucleoid DNA-binding - like protein--- AT3G54400 1.96 0.97 1.74 0.1269087 0.4960 -5.26
267411_at putative disease resistance protein--- AT2G34930 -2.13 -1.09 -1.74 0.1270742 0.4960 -5.26
265872_at unknown protein  ;supported by ful atnudt17 AT2G01670 1.23 0.30 1.74 0.1270708 0.4960 -5.26
260806_at RNA recognition motif-containing p--- AT1G78260 -1.12 -0.16 -1.74 0.12687817 0.4960 -5.26
247259_at CPR5 protein, putative Constitutiv CPR5 AT5G64930 1.22 0.28 1.74 0.12700688 0.4960 -5.26
252583_at putative protein several hypothetica--- AT3G45540 -1.15 -0.21 -1.74 0.12698901 0.4960 -5.26
248457_at putative protein contains similarity --- AT5G51420 -1.21 -0.27 -1.74 0.12701107 0.4960 -5.26
260773_at gibberellin 2- oxidase identical to gATGA2OX1AT1G78440 -1.17 -0.23 -1.74 0.12690753 0.4960 -5.26
263830_at hypothetical protein predicted by g --- AT2G40260 -1.15 -0.20 -1.74 0.12694857 0.4960 -5.26
260219_at hypothetical protein contains Pfam --- AT1G74630 -1.14 -0.19 -1.74 0.12708027 0.4960 -5.26



259472_at hypothetical protein contains simila--- AT1G18910 1.14 0.19 1.74 0.1270667 0.4960 -5.26
254840_at hypothetical protein --- AT4G11930 -1.21 -0.28 -1.74 0.12711739 0.4961 -5.26
259193_at putative thylakoid lumen rotamase CYP38 AT3G01480 1.22 0.29 1.74 0.12716845 0.4962 -5.26
250752_at cytochrome P450 90A1 (sp|Q4256 CPD AT5G05690 -1.19 -0.25 -1.74 0.12725899 0.4964 -5.26
251808_at AP3-complex beta-3A adaptin sub--- AT3G55480 1.16 0.22 1.74 0.12726494 0.4964 -5.26
248897_at KCO-like protein 3 (emb|CAB4038 KCO3 AT5G46360 -1.16 -0.22 -1.74 0.12737847 0.4967 -5.27
259167_at putative oleosin similar to oleosin G--- AT3G01570 1.13 0.18 1.74 0.12738911 0.4967 -5.27
262809_at putative glycogen synthase strong ATSS3 AT1G11720 -1.42 -0.51 -1.74 0.12748807 0.4970 -5.27
258868_at putative exportin1 (XPO1) protein sXPO1B AT3G03110 1.16 0.22 1.74 0.12753685 0.4970 -5.27
245807_at AP2 domain containing protein RA RAP2.1 AT1G46768 1.35 0.43 1.74 0.12753197 0.4970 -5.27
254749_at putative protein various predicted --- AT4G13130 1.11 0.15 1.74 0.12755706 0.4970 -5.27
251843_x_at extensin precursor -like protein ex ATHRGP1 AT3G54590 -1.30 -0.38 -1.74 0.12765229 0.4973 -5.27
256542_at unknown protein PMI1 AT1G42550 1.20 0.26 1.74 0.12779338 0.4975 -5.27
257797_at hypothetical protein contains Pfam --- AT3G15940 -1.17 -0.22 -1.74 0.12773622 0.4975 -5.27
262602_at unknown protein ESTs gb|AA6508--- AT1G15270 1.13 0.17 1.74 0.12782997 0.4975 -5.27
265157_at putative reverse transcriptase simil--- --- -1.15 -0.20 -1.74 0.1278353 0.4975 -5.27
257172_at hypothetical protein predicted by g--- AT3G23700 1.19 0.26 1.74 0.12779864 0.4975 -5.27
266444_at putative extensin --- AT2G43150 1.19 0.25 1.74 0.12779425 0.4975 -5.27
250256_at GTP-binding protein typA (tyrosine --- AT5G13650 1.14 0.19 1.74 0.12791077 0.4976 -5.27
261063_at transcription factor scarecrow-like --- AT1G07520 1.65 0.72 1.74 0.12791294 0.4976 -5.27
266205_s_at putative dTDP-glucose 4-6-dehydr AXS2 AT1G08200 / -1.17 -0.23 -1.73 0.12807402 0.4981 -5.27
251931_at putative protein glyoxal oxidase (g--- AT3G53950 1.26 0.33 1.73 0.1280705 0.4981 -5.27
267240_at hypothetical protein predicted by g --- AT2G02680 -1.17 -0.22 -1.73 0.12810768 0.4981 -5.27
253065_at putative protein predicted proteinsAtGRF2 AT4G37740 -1.21 -0.27 -1.73 0.12810661 0.4981 -5.27
248294_at RNA-binding protein-like --- AT5G53060 -1.17 -0.22 -1.73 0.12814947 0.4981 -5.27
255484_at putative protein similar to A. thalia --- AT4G02540 1.18 0.24 1.73 0.12815138 0.4981 -5.27
249307_s_at DNA excision repair cross-complemXPB1 AT5G41360 / 1.15 0.20 1.73 0.12835458 0.4988 -5.27
254709_at Expressed protein ; supported by cAGD8 AT4G17890 -1.19 -0.25 -1.73 0.12843925 0.4990 -5.27
264444_at putative squamosa-promoter bindin--- AT1G27360 -1.14 -0.19 -1.73 0.12849056 0.4991 -5.27
263519_at 40S ribosomal protein S25  ; suppo--- AT2G21580 1.31 0.39 1.73 0.12861838 0.4995 -5.27
256369_at hypothetical protein predicted by g --- AT1G66790 / -1.11 -0.15 -1.73 0.12862517 0.4995 -5.27
264254_at unknown protein --- AT1G09150 1.12 0.16 1.73 0.12876425 0.4997 -5.28
251664_at leucine zipper-containing protein ACRD1 AT3G56940 1.17 0.23 1.73 0.12874257 0.4997 -5.28
258372_at ubiquitin-specific protease 25 (UBPUBP25 AT3G14400 -1.14 -0.18 -1.73 0.12881933 0.4997 -5.28
262214_at germin subunit, putative similar to --- AT1G74820 -1.14 -0.18 -1.73 0.1288333 0.4997 -5.28



256839_at calmodulin, putative similar to calm--- AT3G22930 1.17 0.23 1.73 0.12880347 0.4997 -5.28
246243_at trichohyalin like protein --- AT4G36520 -1.12 -0.17 -1.73 0.12873031 0.4997 -5.28
267613_at putative second messenger-depenPID2 AT2G26700 1.15 0.20 1.73 0.1288434 0.4997 -5.28
258682_at putative ribosomal-protein S6 kinaS6K2 AT3G08720 1.42 0.51 1.73 0.12899822 0.4997 -5.28
248369_at arginine/serine-rich splicing factor ATRSP41 AT5G52040 1.20 0.26 1.73 0.12901303 0.4997 -5.28
262157_at unknown protein contains similarity--- AT1G52670 1.16 0.21 1.73 0.12903235 0.4997 -5.28
260749_at hypothetical protein predicted by g --- AT1G49110 -1.17 -0.23 -1.73 0.12904117 0.4997 -5.28
263209_at Expressed protein ; supported by f --- AT1G10522 1.32 0.40 1.73 0.12904535 0.4997 -5.28
267591_at Expressed protein ; supported by f RTFL8 AT2G39705 1.48 0.57 1.73 0.12894268 0.4997 -5.28
250828_at unknown protein ; supported by cD--- AT5G05250 -2.11 -1.08 -1.73 0.12899925 0.4997 -5.28
248675_at putative protein similar to unknownICK6 AT5G48820 -1.26 -0.33 -1.73 0.12896215 0.4997 -5.28
262833_at cyclin, putative contains Pfam profSDS AT1G14750 -1.12 -0.16 -1.73 0.12906362 0.4997 -5.28
251941_at putative protein ribosomal protein --- AT3G53470 1.15 0.20 1.73 0.12905541 0.4997 -5.28
249153_s_at putative protein strong similarity to --- AT5G43390 / -1.16 -0.21 -1.73 0.12918848 0.5001 -5.28
263918_at putative proline transporter  ;suppoProT3 AT2G36590 -1.66 -0.73 -1.73 0.1292144 0.5001 -5.28
262824_at putative DNA binding protein simil RBP45B AT1G11650 1.12 0.16 1.73 0.12933388 0.5002 -5.28
257806_at hypothetical protein predicted by g --- AT3G18670 -1.14 -0.19 -1.73 0.12948911 0.5002 -5.28
265387_at unknown protein  ;supported by ful --- AT2G20670 1.45 0.54 1.73 0.12931487 0.5002 -5.28
252967_at amidophosphoribosyltransferase -ATASE3 AT4G38880 1.15 0.20 1.73 0.12937416 0.5002 -5.28
257255_at hypothetical protein contains Pfam --- AT3G21960 -1.15 -0.20 -1.73 0.12935975 0.5002 -5.28
249844_at putative protein similar to unknown--- AT5G23590 1.17 0.22 1.73 0.12951777 0.5002 -5.28
267198_at putative gibberellin-regulated prote--- AT2G30810 1.12 0.17 1.73 0.12951896 0.5002 -5.28
247565_at putative protein Atu, Drosophila mVIP4 AT5G61150 -1.14 -0.19 -1.73 0.12948736 0.5002 -5.28
248135_at putative protein similar to unknown--- AT5G54890 1.20 0.26 1.73 0.12949717 0.5002 -5.28
247370_at putative protein similar to unknown--- AT5G63320 -1.30 -0.38 -1.73 0.12945111 0.5002 -5.28
256469_at zinc-finger protein, putative similarLOL1 AT1G32540 -1.26 -0.34 -1.73 0.12952199 0.5002 -5.28
262114_at unknown protein contains similarityNLA AT1G02860 1.29 0.36 1.73 0.12947365 0.5002 -5.28
263409_at predicted protein --- AT2G04063 -1.14 -0.19 -1.73 0.12935031 0.5002 -5.28
250872_at putative protein SF16 protein, comIQD12 AT5G03960 1.14 0.19 1.73 0.12951975 0.5002 -5.28
260221_at GAST1-like protein similar to GAS--- AT1G74670 1.97 0.98 1.73 0.1296681 0.5003 -5.28
261076_at unknown protein ;supported by full SMO2-1 AT1G07420 1.13 0.17 1.73 0.12961625 0.5003 -5.28
263488_at hypothetical protein predicted by g --- AT2G31840 1.20 0.26 1.73 0.12969742 0.5003 -5.28
245524_at cytochrome c oxidoreductase like p--- AT4G15920 -1.48 -0.57 -1.73 0.12962304 0.5003 -5.28
266848_at unknown protein  ;supported by ful --- AT2G25950 1.21 0.28 1.73 0.12963862 0.5003 -5.28
251400_at putative protein prib5, Ribes nigru --- AT3G60420 1.77 0.83 1.73 0.12969048 0.5003 -5.28



253440_at putative protein ;supported by full-l TIFY8 AT4G32570 1.11 0.15 1.73 0.12974436 0.5004 -5.28
257640_at hypothetical protein --- AT3G25750 -1.19 -0.25 -1.73 0.1297536 0.5004 -5.28
253916_at hypothetical protein  ;supported by --- AT4G27240 1.29 0.37 1.73 0.12980661 0.5004 -5.28
248800_at 40S ribosomal protein S19  ; suppoRPS19 AT5G47320 1.15 0.20 1.73 0.1298045 0.5004 -5.28
261616_at NAC domain containing protein, p ANAC014 AT1G33060 1.11 0.15 1.73 0.12985282 0.5005 -5.28
247456_at iron-regulated transporter - like proAtZIP12 AT5G62160 -1.14 -0.19 -1.72 0.1299227 0.5007 -5.28
253206_at putative squalene synthase non-coSQS1 AT4G34640 1.16 0.21 1.72 0.12995675 0.5007 -5.28
256552_at hypothetical protein predicted by g --- AT3G31350 -1.17 -0.23 -1.72 0.13004304 0.5010 -5.29
265849_at hypothetical protein predicted by g --- AT2G35736 1.22 0.28 1.72 0.13009801 0.5010 -5.29
265221_s_at putative glutamate decarboxylase  GAD3 AT2G02000 / -1.67 -0.74 -1.72 0.13013711 0.5010 -5.29
260337_at unknown protein WRKY57 AT1G69310 1.17 0.23 1.72 0.13017761 0.5010 -5.29
255881_at phosphomannose isomerase, putaDIN9 AT1G67070 -1.53 -0.61 -1.72 0.13019021 0.5010 -5.29
260142_at unknown protein  ; supported by cD--- AT1G71900 1.18 0.23 1.72 0.13019557 0.5010 -5.29
254988_at putative protein Ran GTPase activGTC2 AT4G10670 -1.15 -0.20 -1.72 0.13007967 0.5010 -5.29
245683_at ubiquitin-specific protease 8 (UBPUBP8 AT5G22030 -1.13 -0.17 -1.72 0.13020019 0.5010 -5.29
263104_at unknown protein --- AT2G05120 1.16 0.22 1.72 0.13030257 0.5013 -5.29
249684_s_at cytochrome P450-like --- AT5G36110 / -1.13 -0.17 -1.72 0.13031813 0.5013 -5.29
248460_at Expressed protein ; supported by f --- AT5G50915 1.65 0.72 1.72 0.13054878 0.5013 -5.29
256972_at unknown protein --- AT3G21140 1.15 0.20 1.72 0.1304245 0.5013 -5.29
263054_at putative cation transport protein --- AT2G04620 1.14 0.19 1.72 0.130367 0.5013 -5.29
264046_at putative non-LTR retroelement rev --- AT2G22440 -1.15 -0.20 -1.72 0.13035176 0.5013 -5.29
255466_at putative protein similar to A. thalia --- AT4G03000 1.16 0.21 1.72 0.13053389 0.5013 -5.29
261105_at unknown protein ;supported by full NRS/ER AT1G63000 -1.20 -0.26 -1.72 0.13050829 0.5013 -5.29
253317_at putative protein --- AT4G33960 1.38 0.46 1.72 0.13056252 0.5013 -5.29
264255_at putative SF2/ASF splicing modula --- AT1G09140 -1.21 -0.27 -1.72 0.13046329 0.5013 -5.29
249505_at putative protein --- --- -1.32 -0.40 -1.72 0.13053096 0.5013 -5.29
248715_at  ATFP4, putative  --- AT5G48290 1.22 0.29 1.72 0.13043509 0.5013 -5.29
252425_at putative protein auxin-induced basAtTCP14 AT3G47620 -1.24 -0.31 -1.72 0.1305133 0.5013 -5.29
249803_at putative protein similar to unknown--- AT5G23780 -1.15 -0.20 -1.72 0.13059604 0.5013 -5.29
258029_at serine/threonine-protein kinase, P ATPK7 AT3G27580 1.13 0.17 1.72 0.13063971 0.5014 -5.29
254925_at beta-adaptin - like protein beta-ad --- AT4G11380 1.17 0.23 1.72 0.13069843 0.5015 -5.29
250919_at putative protein myosin heavy cha--- AT5G03660 1.18 0.24 1.72 0.1306852 0.5015 -5.29
266496_at putative zinc finger protein --- --- -1.16 -0.21 -1.72 0.13074576 0.5016 -5.29
265791_at putative transcription factor MEE65 AT2G01280 -1.17 -0.23 -1.72 0.13076725 0.5016 -5.29
250988_at putative protein thyroid receptor inUPL4 AT5G02880 1.12 0.17 1.72 0.13089911 0.5020 -5.29



250990_at serine/threonine-specific protein ki NAK AT5G02290 1.30 0.38 1.72 0.13094428 0.5021 -5.29
263118_at putative 3-methylcrotonyl-CoA carMCCA AT1G03090 1.41 0.50 1.72 0.1309989 0.5022 -5.29
260606_at putative splicing factor --- AT2G43770 1.23 0.30 1.72 0.1310746 0.5024 -5.29
260930_at GTP-binding protein Sar1, putative--- AT1G02620 1.32 0.40 1.72 0.13131493 0.5030 -5.29
251177_at cyclophylin -like protein CDC28/cd--- AT3G63400 1.18 0.24 1.72 0.13127917 0.5030 -5.29
262761_at unknown protein ESTs gb|AA3957--- AT1G10720 -1.22 -0.28 -1.72 0.1313096 0.5030 -5.29
264002_at putative DnaJ protein  ;supported b--- AT2G22360 -1.20 -0.27 -1.72 0.13127245 0.5030 -5.29
258085_at unknown protein  ; supported by cD--- AT3G26100 -1.17 -0.23 -1.72 0.13141413 0.5030 -5.29
258034_at hypothetical protein predicted by g --- AT3G21300 1.39 0.48 1.72 0.13139998 0.5030 -5.29
246599_at putative protein ATP-dependent R--- AT5G14900 -1.12 -0.16 -1.72 0.13137224 0.5030 -5.29
250849_at putative protein NAC2, ArabidopsiNAC2 AT5G04410 -1.14 -0.19 -1.72 0.13139847 0.5030 -5.29
263189_at hypothetical protein similar to hypo--- AT1G36100 1.13 0.18 1.72 0.13143591 0.5030 -5.29
267312_at unknown protein --- AT2G34750 1.20 0.26 1.72 0.13149177 0.5032 -5.30
259305_at unknown protein  ;supported by ful --- AT3G05070 1.15 0.20 1.72 0.1315186 0.5032 -5.30
256901_at hypothetical protein contains simila--- --- -1.11 -0.15 -1.72 0.1315654 0.5033 -5.30
251743_at Yippee-like protein Yippee protein --- AT3G55890 1.36 0.44 1.72 0.13164593 0.5033 -5.30
266494_at putative receptor-like protein kinas PRK2A AT2G07040 -1.14 -0.18 -1.72 0.13162091 0.5033 -5.30
264193_at CRK1 protein, putative similar to C--- AT1G54610 -1.12 -0.16 -1.72 0.13165564 0.5033 -5.30
248221_at vacuolar sorting protein-like; embryVPS26A AT5G53530 1.12 0.16 1.72 0.13160764 0.5033 -5.30
255962_at glycine-rich RNA-binding protein, --- AT1G22330 -1.65 -0.72 -1.71 0.13193899 0.5035 -5.30
253674_at UDP-N-acetylglucosamine O-acylt--- AT4G29540 1.15 0.20 1.71 0.1318044 0.5035 -5.30
245454_at disease resistance RPP5 like prote--- AT4G16920 1.12 0.16 1.71 0.13186583 0.5035 -5.30
265010_at T-complex chaperonin protein , ep--- AT1G24510 1.23 0.30 1.72 0.13174303 0.5035 -5.30
261749_at dehydrin, putative similar to dehydERD14 AT1G76180 1.14 0.19 1.71 0.13181144 0.5035 -5.30
249509_at strong similarity to unknown protein--- AT5G38390 -1.11 -0.16 -1.71 0.13193592 0.5035 -5.30
255828_at hypothetical protein predicted by g --- AT2G40630 1.13 0.17 1.71 0.13190548 0.5035 -5.30
256153_at ubiquitin-like (UBQ12), putative simUBQ12 AT1G55060 -1.17 -0.23 -1.71 0.13190373 0.5035 -5.30
259842_at phosphoethanolamine N-methyltraCPuORF32AT1G73600 / -2.72 -1.44 -1.71 0.13178127 0.5035 -5.30
263153_s_at myrosinase-associated protein, pu--- AT1G54000 / -1.37 -0.46 -1.71 0.13192849 0.5035 -5.30
253540_at putative protein various predicted --- AT4G31615 -1.14 -0.18 -1.71 0.13197305 0.5036 -5.30
258079_at hypothetical protein predicted by g --- AT3G25940 1.15 0.20 1.71 0.13204559 0.5036 -5.30
260374_at unknown protein TAF2 AT1G73960 -1.14 -0.19 -1.71 0.13201884 0.5036 -5.30
251696_at putative protein --- --- -1.18 -0.24 -1.71 0.13202376 0.5036 -5.30
254262_at putative protein annexin VII, Dictyo--- AT4G23470 1.19 0.25 1.71 0.13211657 0.5038 -5.30
245748_at unknown protein contains similarity--- AT1G51140 -1.31 -0.39 -1.71 0.13218839 0.5040 -5.30



248095_at putative protein strong similarity to ATMAP65-1AT5G55230 1.20 0.27 1.71 0.13221778 0.5040 -5.30
258076_at 50S ribosomal protein L15, chloro RPL15 AT3G25920 1.22 0.28 1.71 0.13236337 0.5044 -5.30
247513_at quinone oxidoreductase - like prot --- AT5G61510 1.21 0.28 1.71 0.13237167 0.5044 -5.30
249764_at septum site-determining MinD (dbj MIND AT5G24020 1.19 0.25 1.71 0.13244623 0.5046 -5.30
251630_at putative protein unknown protein - --- AT3G57420 1.13 0.17 1.71 0.13255666 0.5048 -5.30
262722_at sterol glucosyltransferase, putative--- AT1G43620 -1.13 -0.18 -1.71 0.13253595 0.5048 -5.30
265115_at rho GDP-dissociation inhibitor, put--- AT1G62450 -1.14 -0.19 -1.71 0.13251386 0.5048 -5.30
258903_at hypothetical protein similar to zinc --- AT3G06410 1.23 0.30 1.71 0.13264133 0.5050 -5.30
257844_at prolyl 4-hydroxylase, putative simi --- AT3G28480 1.21 0.27 1.71 0.13273893 0.5053 -5.30
249224_at mitochondrial carrier protein-like --- AT5G42130 1.12 0.16 1.71 0.13275448 0.5053 -5.30
250278_at 2-oxoglutarate/malate translocatorDiT1 AT5G12860 1.27 0.35 1.71 0.1328616 0.5056 -5.31
246655_at hypothetical protein --- AT5G35230 -1.14 -0.19 -1.71 0.13296561 0.5059 -5.31
255513_at PROLIFERA similar to S. cerevisiaPRL AT4G02060 1.76 0.81 1.71 0.13299715 0.5059 -5.31
257093_at hypothetical protein  ;supported by --- AT3G20570 1.26 0.34 1.71 0.13332493 0.5061 -5.31
264169_at hypothetical protein predicted by g --- AT1G02020 1.10 0.14 1.71 0.13335933 0.5061 -5.31
267044_at nodulin-like protein --- AT2G34357 1.27 0.35 1.71 0.13308474 0.5061 -5.31
251059_at serine/threonine protein kinase AT CIPK15 AT5G01810 1.45 0.54 1.71 0.13336164 0.5061 -5.31
255704_at putative proline-rich protein  ;suppo--- AT4G00170 -1.12 -0.16 -1.71 0.13326778 0.5061 -5.31
256256_at unknown protein ; supported by ful --- AT3G11230 1.15 0.20 1.71 0.13328228 0.5061 -5.31
256241_at nascent polypeptide associated co--- AT3G12390 1.28 0.36 1.71 0.13330332 0.5061 -5.31
265202_at unknown protein AT2G36810--- -1.15 -0.21 -1.71 0.13323779 0.5061 -5.31
256257_at arginine-tRNA-protein transferase ATE2 AT3G11240 1.13 0.17 1.71 0.13332642 0.5061 -5.31
266247_at hypothetical protein predicted by g --- AT2G27660 -1.19 -0.25 -1.71 0.13309578 0.5061 -5.31
256962_at glucan endo-1,3-beta-glucosidase--- AT3G13560 1.44 0.53 1.71 0.13319707 0.5061 -5.31
253839_at putative protein prolactin-induced --- AT4G27890 -1.16 -0.22 -1.71 0.13322076 0.5061 -5.31
263418_at putative selenium-binding protein --- AT2G17210 -1.14 -0.19 -1.71 0.1330709 0.5061 -5.31
266821_at putative ethylene response elemenERF13 AT2G44840 -2.03 -1.02 -1.71 0.13330383 0.5061 -5.31
266803_at putative protein kinase contains a pAPK1B AT2G28930 1.37 0.46 1.71 0.13315312 0.5061 -5.31
259695_at hypothetical protein predicted by g --- AT1G63170 -1.17 -0.23 -1.71 0.13347216 0.5064 -5.31
250485_at Expressed protein ; supported by f PROPEP5 AT5G09990 -1.28 -0.35 -1.71 0.13349807 0.5064 -5.31
245498_at hypothetical protein --- AT4G16470 -1.13 -0.17 -1.71 0.13355148 0.5065 -5.31
261732_at hypothetical protein predicted by g --- AT1G47770 -1.15 -0.20 -1.71 0.13358564 0.5066 -5.31
251818_at vacuolar protein sorting protein 33ATVPS33 AT3G54860 1.15 0.20 1.71 0.13363732 0.5066 -5.31
252982_at Histone deacetylase  ; supported bHD1 AT4G38130 1.15 0.20 1.71 0.13364164 0.5066 -5.31
266780_at putative ligand-gated ion channel pATGLR2.8 AT2G29110 -1.24 -0.31 -1.70 0.13372757 0.5067 -5.31



260189_at putative urease similar to urease GURE AT1G67550 1.17 0.23 1.70 0.1337233 0.5067 -5.31
262688_at PPR-repeat protein contains multip--- AT1G62680 -1.13 -0.18 -1.70 0.13371336 0.5067 -5.31
260909_at hypothetical protein predicted by g --- AT1G02670 1.17 0.22 1.70 0.1337394 0.5067 -5.31
256974_at unknown protein similar to putative--- --- -1.12 -0.17 -1.70 0.13380428 0.5068 -5.31
246039_at putative protein serine-arginine-ric--- AT5G19480 -1.13 -0.18 -1.70 0.13383043 0.5068 -5.31
259584_at hypothetical protein predicted by g --- AT1G28080 -1.12 -0.17 -1.70 0.13391884 0.5070 -5.31
251115_at putative protein symplekin - HomoESP4 AT5G01400 1.15 0.20 1.70 0.13391205 0.5070 -5.31
258930_at unknown protein predicted by gen --- AT3G10040 -1.14 -0.19 -1.70 0.13398436 0.5072 -5.31
258065_at putative pyruvate kinase similar to --- AT3G25960 -1.17 -0.22 -1.70 0.13402389 0.5072 -5.31
265396_at predicted protein --- AT2G21040 -1.22 -0.29 -1.70 0.13409156 0.5073 -5.31
261349_at Expressed protein ; supported by f AT1G79610--- 1.12 0.17 1.70 0.13407472 0.5073 -5.31
251703_at putative protein hypothetical protei --- AT3G56670 -1.20 -0.26 -1.70 0.13421427 0.5077 -5.31
259961_at auxin-induced protein kinase, putaWAG1 AT1G53700 -1.16 -0.21 -1.70 0.1342523 0.5077 -5.31
260962_at pectin methylesterase, putative simPME7 AT1G44980 1.15 0.20 1.70 0.13424992 0.5077 -5.31
262648_at putative ribulose-1,5 bisphosphate--- AT1G14030 1.14 0.19 1.70 0.1343324 0.5078 -5.32
252321_at hypothetical protein  ;supported by --- AT3G48510 -1.16 -0.21 -1.70 0.13433219 0.5078 -5.32
259181_at unknown protein similar to putative--- AT3G01690 -1.21 -0.27 -1.70 0.13441528 0.5080 -5.32
250427_at putative protein myosin heavy cha--- AT5G10500 -1.12 -0.17 -1.70 0.13442098 0.5080 -5.32
258226_at putative phospholipase D similar t PLDALPHAAT3G15730 -1.15 -0.20 -1.70 0.13464957 0.5085 -5.32
264240_at protein kinase, putative Simisimila --- AT1G54820 -1.73 -0.79 -1.70 0.13461963 0.5085 -5.32
260769_at Expressed protein ; supported by f --- AT1G49010 1.27 0.35 1.70 0.13461329 0.5085 -5.32
252957_at glycine-rich protein 2 (GRP2)  ; supGRP2 AT4G38680 -1.30 -0.38 -1.70 0.13465131 0.5085 -5.32
256890_at glycine-rich RNA binding protein, pGRP4 AT3G23830 1.35 0.43 1.70 0.13476367 0.5086 -5.32
245413_at asparagine--tRNA ligase NS1 AT4G17300 1.14 0.19 1.70 0.13473211 0.5086 -5.32
264651_at putative histone H2A Strong similaH2AXA AT1G08880 1.27 0.34 1.70 0.13474712 0.5086 -5.32
262615_at initiation factor 5A-4 identical to initELF5A-1 AT1G13950 1.18 0.24 1.70 0.1347304 0.5086 -5.32
246509_at valine--tRNA ligase-like protein sevEMB2247 AT5G16715 1.25 0.33 1.70 0.13478901 0.5086 -5.32
256075_at mitogen-activated protein kinase, ATMPK8 AT1G18150 -1.18 -0.24 -1.70 0.13488827 0.5089 -5.32
252332_at putative protein --- AT3G48810 -1.21 -0.27 -1.70 0.13493285 0.5090 -5.32
258625_at hypothetical protein predicted by g PDLP4 AT3G04370 -1.14 -0.19 -1.70 0.135052 0.5093 -5.32
258265_at putative beta-1,3-glucanase precu--- AT3G15800 -1.15 -0.21 -1.70 0.13511651 0.5095 -5.32
264422_at unknown protein similar to unknowLCV2 AT1G43130 1.15 0.20 1.70 0.13514065 0.5095 -5.32
256891_at hypothetical protein contains simila--- AT3G19030 1.20 0.26 1.70 0.13518385 0.5095 -5.32
266138_at unknown protein  ; supported by fu --- AT2G28060 1.16 0.21 1.70 0.13518929 0.5095 -5.32
248999_at putative protein contains similarity --- AT5G44970 -1.13 -0.17 -1.70 0.13526961 0.5097 -5.32



254135_at putative protein MSP1 protein, Sa --- AT4G24860 -1.15 -0.20 -1.70 0.13526873 0.5097 -5.32
246358_x_at hypothetical protein --- AT2G06570 -1.15 -0.20 -1.70 0.13530444 0.5097 -5.32
256937_at hypothetical protein predicted by g --- AT3G22620 2.49 1.32 1.70 0.13532775 0.5097 -5.32
256713_at putative peroxidase --- AT2G34060 1.26 0.33 1.70 0.13542891 0.5098 -5.32
260413_at hypothetical protein predicted by g --- AT1G69800 1.21 0.27 1.70 0.13540143 0.5098 -5.32
245771_at hypothetical protein predicted by g --- AT1G30250 2.05 1.03 1.70 0.1354417 0.5098 -5.32
262186_at hypothetical protein --- AT1G77960 -1.34 -0.42 -1.70 0.13539518 0.5098 -5.32
266746_s_at putative glutathione S-transferase  ATGSTF3 AT2G02930 / 1.80 0.85 1.70 0.13556838 0.5099 -5.32
258149_at hypothetical protein contains Pfam EMB1270 AT3G18110 1.18 0.24 1.70 0.13554561 0.5099 -5.32
260002_at putative ABC transporter similar toATNAP3 AT1G67940 1.25 0.32 1.70 0.13549895 0.5099 -5.32
259007_at putative MYB family transcription faMYB3R-3 AT3G09370 -1.19 -0.25 -1.70 0.13555604 0.5099 -5.32
246642_s_at putative protein predicted proteins --- --- -1.11 -0.15 -1.70 0.13550977 0.5099 -5.32
252950_at putative protein phospholipase C (--- AT4G38690 -1.36 -0.44 -1.69 0.13563386 0.5099 -5.32
261199_at unknown protein --- AT1G12950 -1.12 -0.16 -1.69 0.13568045 0.5099 -5.32
259416_at Expressed protein ; supported by c--- AT1G02305 1.19 0.25 1.70 0.13561885 0.5099 -5.32
263956_at putative homeodomain transcriptio BLH1 AT2G35940 -1.28 -0.35 -1.69 0.13569923 0.5099 -5.32
256363_at unknown protein ; supported by cD--- AT1G66510 -1.29 -0.37 -1.69 0.13568876 0.5099 -5.32
250414_at putative protein Glr5, Arabidopsis GLR2.6 AT5G11180 -1.13 -0.17 -1.69 0.13576158 0.5101 -5.33
263456_at unknown protein --- AT2G22125 1.20 0.27 1.69 0.13580638 0.5102 -5.33
253225_at Rho1Ps homolog  Rac-like protein ARAC3 AT4G35020 1.17 0.22 1.69 0.13593333 0.5106 -5.33
245818_at cytochrome b561, putative similar --- AT1G26100 -1.29 -0.37 -1.69 0.13596217 0.5106 -5.33
247441_at receptor - like protein kinase - like --- AT5G62710 1.16 0.22 1.69 0.13600366 0.5107 -5.33
259391_s_at delta 9 desaturase, putative simila--- AT1G06350 / -1.15 -0.20 -1.69 0.13603118 0.5107 -5.33
248699_at putative protein similar to unknownATZIP4 AT5G48390 -1.20 -0.26 -1.69 0.13605523 0.5107 -5.33
256445_at hypothetical protein predicted by g --- AT3G11160 -1.15 -0.21 -1.69 0.13614253 0.5109 -5.33
264118_at unknown protein --- AT1G79150 -1.36 -0.45 -1.69 0.13621345 0.5111 -5.33
265861_at hypothetical protein predicted by g --- AT2G01790 -1.15 -0.20 -1.69 0.13624338 0.5111 -5.33
260563_at putative glucosyltransferase UGT74F1 AT2G43840 -1.17 -0.23 -1.69 0.13623176 0.5111 -5.33
258466_at hypothetical protein contains simil --- AT3G06040 1.17 0.23 1.69 0.13638029 0.5115 -5.33
263063_s_at putative peroxidase --- AT2G18140 / -1.24 -0.31 -1.69 0.1364077 0.5115 -5.33
264880_at hypothetical protein contains simila--- AT1G61210 -1.17 -0.23 -1.69 0.13645035 0.5116 -5.33
246165_at putative protein --- --- -1.12 -0.16 -1.69 0.13654031 0.5117 -5.33
264577_at putative peroxidase Strong similari RCI3 AT1G05260 -1.12 -0.17 -1.69 0.13653284 0.5117 -5.33
266768_s_at ubiquitin extension protein (UBQ6) UBQ6 AT2G47110 / 1.23 0.30 1.69 0.13660225 0.5118 -5.33
253161_at senescence-associated protein senSEN1 AT4G35770 1.43 0.52 1.69 0.13660948 0.5118 -5.33



256341_at deoxyguanosine kinase, putative s--- AT1G72040 -1.30 -0.37 -1.69 0.13658406 0.5118 -5.33
264582_at putative ovule-specific homeotic prHDG2 AT1G05230 -1.14 -0.19 -1.69 0.13670068 0.5120 -5.33
258121_s_at putative geranylgeranyl pyrophosp GGPS3 AT3G14530 / -1.17 -0.23 -1.69 0.13672373 0.5120 -5.33
265027_at putative ribonuclease III similar to ENFD2 AT1G24450 1.19 0.25 1.69 0.1367991 0.5122 -5.33
245156_at calcium-dependent protein kinase CPK7 AT5G12480 1.15 0.20 1.69 0.13688288 0.5124 -5.33
263913_at putative receptor-like protein kinas --- AT2G36570 -1.25 -0.33 -1.69 0.13695337 0.5126 -5.33
261174_at 26S proteasome regulatory subun--- AT1G04810 1.17 0.23 1.69 0.13701504 0.5128 -5.33
261649_at putative clathrin-coat assembly pro--- AT1G27700 -1.14 -0.19 -1.69 0.13709527 0.5128 -5.33
244957_at hypothetical protein AT2G07835--- -1.15 -0.20 -1.69 0.13707614 0.5128 -5.33
258369_at putative pectin methylesterase simATPME3 AT3G14310 -1.17 -0.22 -1.69 0.13705814 0.5128 -5.33
256644_at unknown protein similar to hypothe--- --- -1.13 -0.18 -1.69 0.13716368 0.5129 -5.33
252867_at putative protein hypothetical prote --- AT4G39870 -1.17 -0.22 -1.69 0.13714644 0.5129 -5.33
259178_at unknown protein similar to hypotheRGLG1 AT3G01650 1.19 0.25 1.69 0.13719199 0.5129 -5.33
261879_at cytochrome P450, putative similar CYP705A27AT1G50520 -1.13 -0.17 -1.69 0.13726411 0.5130 -5.34
250980_at putative protein --- AT5G03130 1.36 0.44 1.69 0.13725795 0.5130 -5.34
256261_at ras-related GTP-binding protein coRABA4D AT3G12160 -1.14 -0.19 -1.69 0.13745374 0.5132 -5.34
264593_at putative GTP-binding protein  ; supARAC1 AT2G17800 -1.15 -0.20 -1.69 0.13736941 0.5132 -5.34
246279_at homeodomain protein ATHB40 AT4G36740 -1.20 -0.27 -1.69 0.13744018 0.5132 -5.34
254921_at putative protein hypothetical prote --- AT4G11300 1.23 0.30 1.69 0.13736348 0.5132 -5.34
251409_at Expressed protein ; supported by f --- AT3G60245 1.40 0.48 1.69 0.13743807 0.5132 -5.34
248623_at putative protein similar to unknown--- AT5G49170 1.56 0.65 1.69 0.13746072 0.5132 -5.34
259061_at putative GTP-binding protein simil AtRABA5b AT3G07410 1.31 0.39 1.69 0.13746272 0.5132 -5.34
257234_at hypothetical protein predicted by g --- AT3G14880 -1.19 -0.26 -1.69 0.13753913 0.5134 -5.34
244982_at ribosomal protein L14 --- --- -1.17 -0.23 -1.68 0.1376098 0.5134 -5.34
245362_at homeobox-leucine zipper protein HHAT1 AT4G17460 -1.21 -0.28 -1.68 0.13767404 0.5134 -5.34
261513_at unknown protein contains Pfam pr--- AT1G71840 -1.16 -0.22 -1.68 0.13768018 0.5134 -5.34
266738_at unknown protein predicted by gene--- AT2G47010 -1.21 -0.28 -1.68 0.13762152 0.5134 -5.34
246181_at pectinesterase - like protein proba--- AT5G20860 -1.12 -0.16 -1.68 0.13764993 0.5134 -5.34
248729_at cycloartenol synthase THAS1 AT5G48010 -1.11 -0.16 -1.68 0.13762771 0.5134 -5.34
252794_at putative protein predicted proteins --- --- -1.12 -0.16 -1.68 0.13776977 0.5137 -5.34
254667_at glycine-rich cell wall protein-like gl --- AT4G18280 -1.31 -0.39 -1.68 0.13798336 0.5137 -5.34
245323_at cysteine proteinase inhibitor like pr --- AT4G16500 -1.19 -0.25 -1.68 0.13794829 0.5137 -5.34
246838_at flap endonuclease - like protein Os--- AT5G26680 1.15 0.20 1.68 0.13796786 0.5137 -5.34
253270_at cyclin delta-3 CYCD3;1 AT4G34160 1.22 0.29 1.68 0.1378696 0.5137 -5.34
247158_at branched-chain amino acid aminot ATBCAT-5 AT5G65780 1.13 0.18 1.68 0.13790185 0.5137 -5.34



258012_at unknown protein similar to GB:CAB--- AT3G19310 -1.11 -0.15 -1.68 0.13787456 0.5137 -5.34
253967_at putative protein probable membra --- AT4G26550 1.22 0.29 1.68 0.13800037 0.5137 -5.34
265255_at unknown protein  ; supported by cD--- AT2G28420 -1.26 -0.33 -1.68 0.13795781 0.5137 -5.34
256487_at disease resistance gene, putative --- AT1G31540 -1.20 -0.27 -1.68 0.13786732 0.5137 -5.34
252896_at cytochrome P450 - like protein cytCYP96A9 AT4G39480 -1.13 -0.17 -1.68 0.13794416 0.5137 -5.34
257097_at hypothetical protein predicted by g --- --- -1.12 -0.17 -1.68 0.13804715 0.5137 -5.34
263395_at putative mitochondrial inner memb ATTIM44-1 AT2G20500 / -1.13 -0.18 -1.68 0.13803849 0.5137 -5.34
253173_at putative protein pEARLI 4, Arabido--- AT4G35110 -1.49 -0.58 -1.68 0.1381354 0.5139 -5.34
253360_at aminopeptidase- like protein amin APM1 AT4G33090 1.16 0.22 1.68 0.13816546 0.5140 -5.34
266188_at unknown protein --- AT2G39000 1.17 0.22 1.68 0.13830097 0.5140 -5.34
249501_s_at expansin-like protein expansin - P ATEXP26 AT5G39270 / -1.11 -0.16 -1.68 0.13827149 0.5140 -5.34
252086_at hypothetical protein --- AT3G52030 -1.15 -0.20 -1.68 0.13826027 0.5140 -5.34
264844_at putative glycosylation enzyme  ; su--- AT1G03520 1.19 0.26 1.68 0.13823571 0.5140 -5.34
266196_at putative protein kinase contains a p--- AT2G39110 -1.14 -0.19 -1.68 0.13828641 0.5140 -5.34
248678_at U6 snRNA-associated Sm-like protSAD1 AT5G48870 1.16 0.21 1.68 0.13836262 0.5142 -5.34
258357_at putative leucine-rich repeat transmSRF7 AT3G14350 -1.27 -0.35 -1.68 0.13840839 0.5143 -5.34
250656_at putative protein contains similarity --- AT5G06970 1.21 0.27 1.68 0.13853601 0.5143 -5.34
251522_at hypothetical protein --- AT3G59430 -1.16 -0.21 -1.68 0.13844446 0.5143 -5.34
248264_at putative protein similar to unknown--- AT5G53310 1.16 0.21 1.68 0.13850687 0.5143 -5.34
265024_at Expressed protein ; supported by f --- AT1G24600 1.33 0.41 1.68 0.13851434 0.5143 -5.34
266885_at putative small GTP-binding proteinRAB6A AT2G44610 1.17 0.22 1.68 0.13845944 0.5143 -5.34
246137_at putative protein predicted proteinsLSH1 AT5G28490 -1.42 -0.50 -1.68 0.13854188 0.5143 -5.34
254533_at putative protein ARI protein - Dros--- AT4G19670 -1.22 -0.29 -1.68 0.13860978 0.5144 -5.34
252951_at disease resistance response like p--- AT4G38700 -1.25 -0.32 -1.68 0.13870556 0.5144 -5.35
248928_at Rac-like gtp binding protein ARAC2ARAC2 AT5G45970 -1.11 -0.14 -1.68 0.13874594 0.5144 -5.35
252229_at putative protein lea32, Arabidopsis--- AT3G49890 -1.18 -0.24 -1.68 0.13863356 0.5144 -5.34
255871_at putative small nuclear ribonucleoprU2B'' AT2G30260 1.16 0.21 1.68 0.13874481 0.5144 -5.35
260301_at hypothetical protein  ;supported by --- AT1G80290 1.16 0.22 1.68 0.13872813 0.5144 -5.35
260357_at unknown protein ;supported by full AFP1 AT1G69260 -1.19 -0.25 -1.68 0.13866512 0.5144 -5.34
250827_at cellulose synthase catalytic subuni CEV1 AT5G05170 1.21 0.27 1.68 0.1389264 0.5146 -5.35
261069_at small G protein, putative similar toATRABA2BAT1G07410 -1.12 -0.16 -1.68 0.13892423 0.5146 -5.35
263076_at putative protein kinase/endoribonu IRE1A AT2G17520 -1.14 -0.19 -1.68 0.13888853 0.5146 -5.35
246002_at ripening-related protein - like grip2--- AT5G20740 1.34 0.42 1.68 0.13888587 0.5146 -5.35
262718_at hypothetical protein similar to putat--- --- -1.14 -0.20 -1.68 0.13887747 0.5146 -5.35
262725_at hypothetical protein predicted by g --- AT1G43580 1.28 0.36 1.68 0.13883681 0.5146 -5.35



246322_at S-locus protein, putative similar to --- AT1G16680 1.13 0.18 1.68 0.13897161 0.5147 -5.35
264099_at replicase, putative similar to replic --- AT1G79050 1.15 0.20 1.68 0.13910332 0.5151 -5.35
251089_at heat shock protein 40-like heat sh --- AT5G01390 1.13 0.18 1.68 0.13913618 0.5151 -5.35
263549_at unknown protein MEE3 AT2G21650 1.76 0.82 1.68 0.1391542 0.5151 -5.35
252787_at putative protein several En/Spm-lik--- --- -1.11 -0.14 -1.68 0.13920959 0.5152 -5.35
260150_at putative oxidoreductase similar to g--- AT1G52820 -1.16 -0.21 -1.68 0.13928868 0.5154 -5.35
266056_at hypothetical protein predicted by g ATATG18CAT2G40810 -1.12 -0.17 -1.68 0.13927841 0.5154 -5.35
254503_at hypothetical protein  ;supported by PTAC9 AT4G20010 1.16 0.21 1.68 0.139353 0.5154 -5.35
255683_at putative malate oxidoreductase --- AT4G00570 -1.17 -0.22 -1.68 0.13938407 0.5154 -5.35
261408_s_at histone H4 identical to GB:M36659--- AT1G07660 / 1.20 0.27 1.68 0.139376 0.5154 -5.35
246695_at putative protein --- --- -1.19 -0.25 -1.68 0.13938159 0.5154 -5.35
265506_at putative non-LTR retroelement rev --- --- -1.17 -0.23 -1.68 0.13945288 0.5155 -5.35
259063_at putative 5B-anther specific protein --- AT3G07450 1.11 0.15 1.67 0.13958664 0.5156 -5.35
245568_at hypothetical protein --- AT4G14650 -1.20 -0.26 -1.68 0.13955705 0.5156 -5.35
250732_at putative protein contains similarity --- AT5G06480 1.27 0.34 1.68 0.13950508 0.5156 -5.35
262423_at hypothetical protein predicted by g --- AT1G23450 -1.13 -0.18 -1.67 0.1395801 0.5156 -5.35
253279_at putative protein B subunit of propioMCCB AT4G34030 1.30 0.37 1.68 0.13952648 0.5156 -5.35
262173_at betaine aldehyde dehydrogenase,ALDH10A8 AT1G74920 -1.15 -0.21 -1.67 0.13965259 0.5157 -5.35
251726_at protein kinase NPK1-related prote --- AT3G56280 1.11 0.14 1.67 0.13966829 0.5157 -5.35
257749_at actin 2 identical to GB:AAB37098 ACT2 AT3G18780 1.13 0.17 1.67 0.13965581 0.5157 -5.35
248442_at DEAD-box protein abstrakt --- AT5G51280 1.17 0.23 1.67 0.13985459 0.5162 -5.35
246905_at putative protein  ;supported by full- --- AT5G25570 -1.32 -0.40 -1.67 0.13983743 0.5162 -5.35
252673_at CCR4-associated factor 1-like pro --- AT3G44240 -1.14 -0.19 -1.67 0.13988865 0.5162 -5.35
249579_at ADP-ribosylation factor - like proteATARLA1A AT5G37680 1.14 0.19 1.67 0.14003944 0.5165 -5.35
266942_at putative ATP binding protein TXND9 AT2G18990 1.24 0.31 1.67 0.14007678 0.5165 -5.35
264168_at unknown protein Similar to yeast g --- AT1G02080 1.15 0.21 1.67 0.14005909 0.5165 -5.35
263196_at hypothetical protein predicted by g --- AT1G36070 1.24 0.31 1.67 0.14005945 0.5165 -5.35
248541_at protein kinase ATN1-like protein --- AT5G50180 1.20 0.27 1.67 0.14007228 0.5165 -5.35
250755_at DnaJ-like protein  ; supported by c --- AT5G05750 1.18 0.24 1.67 0.14009806 0.5165 -5.35
259770_s_at phosphoribosylanthranilate isome PAI3 AT1G07780 / 1.24 0.31 1.67 0.14015683 0.5166 -5.35
250604_at putative protein heparanase precuPIP1B AT2G45960 / 1.23 0.30 1.67 0.14023109 0.5167 -5.36
263125_at hypothetical protein predicted by g --- AT1G78470 -1.14 -0.19 -1.67 0.14020364 0.5167 -5.35
259785_at unknown protein ;supported by full --- AT1G29490 1.17 0.23 1.67 0.14023394 0.5167 -5.36
264078_at putative beta-galactosidase BGAL8 AT2G28470 -1.58 -0.66 -1.67 0.14044999 0.5168 -5.36
260407_at putative protein kinase Pfam HMM --- AT1G69910 -1.12 -0.16 -1.67 0.14056911 0.5168 -5.36



259605_at unknown protein PUB45 AT1G27910 -1.27 -0.35 -1.67 0.14039968 0.5168 -5.36
258011_at putative homeobox protein, HAT3 HAT3.1 AT3G19510 1.19 0.25 1.67 0.14058494 0.5168 -5.36
246837_at pectin acetylesterase precursor - l --- AT5G26670 -1.26 -0.34 -1.67 0.14054401 0.5168 -5.36
253734_at putative serine/threonine-specific --- AT4G29180 -1.15 -0.20 -1.67 0.14054954 0.5168 -5.36
254557_at hypothetical protein  ;supported by --- AT4G19140 -1.30 -0.38 -1.67 0.14060508 0.5168 -5.36
263644_at hypothetical protein predicted by g --- AT2G04730 -1.14 -0.19 -1.67 0.14037387 0.5168 -5.36
252329_at putative protein several hypothetica--- AT3G48760 -1.12 -0.17 -1.67 0.14056051 0.5168 -5.36
256795_at 20S proteasome subunit PAC1 idePAC1 AT3G22110 1.12 0.16 1.67 0.14054114 0.5168 -5.36
251553_at DNA-binding WRKY - like protein AWRKY69 AT3G58710 -1.18 -0.24 -1.67 0.14035769 0.5168 -5.36
253328_at putative protein ABC-type transpo ATNAP13 AT4G33460 -1.14 -0.19 -1.67 0.14055283 0.5168 -5.36
250948_at putative protein --- AT5G03490 -1.25 -0.32 -1.67 0.1402993 0.5168 -5.36
259658_at hypothetical protein predicted by g NDF5 AT1G55370 1.22 0.28 1.67 0.14061301 0.5168 -5.36
247332_at unknown protein  ; supported by cD--- AT5G63440 -1.18 -0.24 -1.67 0.14048948 0.5168 -5.36
247268_at putative protein contains similarity --- AT5G64080 -1.19 -0.25 -1.67 0.14068827 0.5170 -5.36
246400_at hypothetical protein contains simila--- AT1G57540 1.12 0.17 1.67 0.1407273 0.5171 -5.36
247284_at Isp4-like protein  ; supported by ful OPT4 AT5G64410 -1.35 -0.44 -1.67 0.14078117 0.5171 -5.36
247221_at Expressed protein ; supported by cLIP1 AT5G64813 1.11 0.15 1.67 0.14084147 0.5171 -5.36
250840_at putative protein predicted protein, --- --- -1.20 -0.26 -1.67 0.14084547 0.5171 -5.36
255467_at putative leucine-rich repeat protein--- AT4G03010 -1.14 -0.19 -1.67 0.14080941 0.5171 -5.36
265448_at putative DOF zinc finger protein DAG2 AT2G46590 1.18 0.24 1.67 0.1408038 0.5171 -5.36
256314_at hypothetical protein TOC75-I AT1G35860 -1.15 -0.20 -1.67 0.14100552 0.5176 -5.36
245168_at 3-ketoacyl-CoA thiolase  ;supporte PKT3 AT2G33150 1.18 0.24 1.67 0.14121838 0.5178 -5.36
266224_at chloroplast membrane protein (ALBALB3 AT2G28800 1.12 0.16 1.67 0.14123305 0.5178 -5.36
264003_at Expressed protein ; supported by f GEM AT2G22475 -1.19 -0.25 -1.67 0.14118711 0.5178 -5.36
249721_at Expressed protein ; supported by f LSU4 AT5G24655 -1.11 -0.15 -1.67 0.14119856 0.5178 -5.36
260574_at hypothetical protein predicted by g --- AT2G47300 -1.16 -0.21 -1.67 0.14122155 0.5178 -5.36
255355_at hypothetical protein --- --- -1.15 -0.20 -1.67 0.1412458 0.5178 -5.36
261650_at envelope Ca2+-ATPase identical toACA1 AT1G27770 1.27 0.35 1.67 0.14125365 0.5178 -5.36
259684_at unknown protein --- AT1G63070 -1.14 -0.19 -1.67 0.14111767 0.5178 -5.36
255647_at Ca2+-transporting ATPase - like prECA2 AT4G00900 1.18 0.24 1.67 0.14137907 0.5180 -5.36
267594_at hypothetical protein predicted by g --- AT2G33000 -1.13 -0.18 -1.67 0.14140723 0.5180 -5.36
263179_at unknown protein similar to unknow--- AT1G05710 1.29 0.36 1.67 0.14141309 0.5180 -5.36
263003_at protein phosphatase 2A 72 kDa re--- AT1G54450 -1.12 -0.16 -1.67 0.14135757 0.5180 -5.36
251921_at 40S ribosomal protein S21 homolo--- AT3G53890 1.38 0.46 1.67 0.14137726 0.5180 -5.36
257071_at unknown protein  ; supported by cDATCSLC04 AT3G28180 -1.23 -0.30 -1.67 0.1415563 0.5180 -5.36



261005_at hypothetical protein similar to reticu--- AT1G26420 1.46 0.55 1.67 0.14155023 0.5180 -5.36
249403_at putative protein intracellular protei --- AT5G40270 1.19 0.25 1.67 0.1415426 0.5180 -5.36
263255_at unknown protein similar to steroid --- AT1G10490 1.20 0.27 1.67 0.14151461 0.5180 -5.36
262981_at unknown protein ;supported by full --- AT1G75590 1.19 0.25 1.66 0.14166344 0.5180 -5.36
264283_at hypothetical protein contains simila--- AT1G61850 -1.15 -0.20 -1.66 0.14161497 0.5180 -5.36
264233_at ribosomal protein, putative similar --- AT1G67430 1.32 0.40 1.66 0.14161217 0.5180 -5.36
245031_at putative mitochondrial carrier prote--- AT2G26360 -1.12 -0.16 -1.66 0.14159918 0.5180 -5.36
262182_at hypothetical protein predicted by g --- AT1G77890 -1.14 -0.18 -1.66 0.14166484 0.5180 -5.36
260571_at MAP kinase (ATMPK6) identical toATMPK6 AT2G43790 1.12 0.17 1.67 0.14151087 0.5180 -5.36
253259_at putative protein ethylene-responsi RRTF1 AT4G34410 -1.51 -0.60 -1.66 0.14167252 0.5180 -5.36
261914_at dirigent protein, putative similar to --- AT1G65870 -1.21 -0.28 -1.66 0.14172055 0.5181 -5.36
259919_at putative exportin, tRNA (nuclear e PSD AT1G72560 1.20 0.26 1.66 0.14177615 0.5182 -5.37
262721_at thioredoxin, putative similar to thioAty2 AT1G43560 1.17 0.23 1.66 0.14181338 0.5182 -5.37
246957_at unknown protein --- AT5G24670 -1.11 -0.15 -1.66 0.14180987 0.5182 -5.37
262687_at PPR-repeat protein contains multip--- AT1G62670 1.12 0.16 1.66 0.14182254 0.5182 -5.37
253835_at putative beta-glucosidase beta-gluBGLU9 AT4G27820 -1.16 -0.22 -1.66 0.14185563 0.5182 -5.37
265357_at E2, ubiquitin-conjugating enzyme, UBC29 AT2G16740 -1.21 -0.27 -1.66 0.14196786 0.5185 -5.37
256690_at hypothetical protein predicted by g --- AT3G32160 -1.17 -0.23 -1.66 0.14197602 0.5185 -5.37
250556_at diacylglycerol kinase (ATDGK1) ; sDGK1 AT5G07920 -1.33 -0.41 -1.66 0.14200445 0.5185 -5.37
251735_at putative protein ferritin 2 precurso ATFER3 AT3G56090 1.37 0.45 1.66 0.14204496 0.5185 -5.37
262762_at phosphoribosyl diphosphate syntha--- AT1G10700 -1.72 -0.78 -1.66 0.14206116 0.5185 -5.37
256376_s_at unknown protein PXMT1 AT1G66690 / 1.52 0.60 1.66 0.14211762 0.5186 -5.37
265596_at hypothetical protein predicted by g CAF1 AT2G20020 1.32 0.40 1.66 0.14214394 0.5186 -5.37
262589_s_at hypothetical protein Strong similari --- AT1G15150 / -1.14 -0.18 -1.66 0.14215741 0.5186 -5.37
253097_at cytochrome P450-like protein CYP81D5 AT4G37320 -1.44 -0.52 -1.66 0.14216037 0.5186 -5.37
246853_at putative protein --- AT5G26890 -1.13 -0.17 -1.66 0.14233562 0.5191 -5.37
258519_at unknown protein --- AT3G06760 -1.18 -0.24 -1.66 0.14243227 0.5193 -5.37
260738_at hypothetical protein predicted by g --- AT1G14990 1.13 0.18 1.66 0.14243099 0.5193 -5.37
258565_at unknown protein  ; supported by cD--- AT3G04350 1.23 0.29 1.66 0.14245633 0.5193 -5.37
245877_at unknown protein --- AT1G26220 -1.20 -0.26 -1.66 0.14249179 0.5194 -5.37
265411_at unknown protein --- AT2G16630 1.60 0.67 1.66 0.14274292 0.5195 -5.37
259912_at hypothetical protein iqd8 AT1G72670 -1.17 -0.23 -1.66 0.142642 0.5195 -5.37
258652_at putative Ras-like GTP-binding prot ATRABC2BAT3G09910 -1.27 -0.35 -1.66 0.14273866 0.5195 -5.37
252396_at hypothetical protein --- AT3G47980 1.13 0.17 1.66 0.1425623 0.5195 -5.37
251672_at MADS-box transcription factor-likeAGL16 AT3G57230 1.13 0.18 1.66 0.14270221 0.5195 -5.37



260075_at putative integral membrane protein--- AT1G73700 -1.19 -0.25 -1.66 0.1426342 0.5195 -5.37
257321_at hypothetical protein --- --- -1.30 -0.38 -1.66 0.14274225 0.5195 -5.37
260569_at putative signal recognition particle --- AT2G43640 1.16 0.21 1.66 0.14265962 0.5195 -5.37
247236_at putative protein similar to unknown--- AT5G64590 -1.15 -0.20 -1.66 0.14270159 0.5195 -5.37
247362_at putative protein strong similarity to ATPAP29 AT5G63140 1.27 0.34 1.66 0.14273434 0.5195 -5.37
249481_at frnE protein - like frnE protein, Dei --- AT5G38900 1.68 0.75 1.66 0.14286713 0.5198 -5.37
255199_at coded for by A. thaliana cDNA N64--- AT4G07390 -1.13 -0.17 -1.66 0.142912 0.5198 -5.37
248964_at cytochrome P450 CYP707A3 AT5G45340 1.47 0.55 1.66 0.14290652 0.5198 -5.37
248760_at unknown protein  ;supported by ful --- AT5G47570 1.20 0.26 1.66 0.14297234 0.5199 -5.37
265650_at hypothetical protein predicted by g --- AT2G27460 -1.14 -0.19 -1.66 0.14297669 0.5199 -5.37
261887_at CCR4-associated factor, putative\ --- AT1G80780 1.11 0.16 1.66 0.14306787 0.5201 -5.37
266106_at putative microtubule-associated pr ATATG8E AT2G45170 1.24 0.31 1.66 0.14312777 0.5203 -5.37
267601_at hypothetical protein predicted by g --- AT2G32980 1.15 0.20 1.66 0.14340063 0.5209 -5.38
246419_at UDP glucose:flavonoid 3-o-glucosUGT78D3 AT5G17030 -1.12 -0.17 -1.66 0.14337013 0.5209 -5.38
266751_at putative peptide chain release facto--- AT2G47020 -1.13 -0.18 -1.66 0.14335802 0.5209 -5.38
264161_at antigen receptor, putative similar t --- AT1G65420 1.15 0.20 1.66 0.14340154 0.5209 -5.38
258549_at putative arginine methyltransferasePRMT4B AT3G06930 -1.11 -0.15 -1.66 0.14349643 0.5210 -5.38
257757_at hypothetical protein predicted by g PGSIP1 AT3G18660 1.13 0.18 1.66 0.1434661 0.5210 -5.38
260147_at putative oxidoreductase similar to  --- AT1G52790 1.13 0.18 1.66 0.14349647 0.5210 -5.38
250977_at importin alpha - like protein import IMPA-9 AT5G03070 -1.16 -0.21 -1.66 0.1434946 0.5210 -5.38
260754_at unknown protein --- AT1G49000 1.37 0.45 1.65 0.14362224 0.5212 -5.38
253166_at putative protein putative ligand-ga GLUR2 AT4G35290 -1.23 -0.30 -1.66 0.14360347 0.5212 -5.38
259687_at unknown protein --- AT1G63110 1.18 0.24 1.65 0.14365612 0.5213 -5.38
263048_s_at unknown protein  ;supported by ful --- AT2G05310 / 1.17 0.22 1.65 0.14371459 0.5213 -5.38
247821_at WD-40 repeat protein MSI1 (sp|O2MSI1 AT5G58230 1.16 0.21 1.65 0.14373607 0.5213 -5.38
253154_at putative protein predicted protein, --- AT4G35710 -1.15 -0.21 -1.65 0.14370574 0.5213 -5.38
257034_at hypothetical protein predicted by g --- AT3G19184 -1.12 -0.16 -1.65 0.14380096 0.5215 -5.38
253340_s_at WD-repeat protein -like protein WDCDC20.2 AT4G33260 / 1.14 0.18 1.65 0.14382714 0.5215 -5.38
251851_at structural maintenance of chromosTTN8 AT3G54670 1.15 0.20 1.65 0.14386597 0.5215 -5.38
265467_at putative receptor-like protein kinas --- AT2G37050 1.22 0.28 1.65 0.14387508 0.5215 -5.38
257655_at unknown protein contains Pfam pr--- AT3G13350 1.32 0.40 1.65 0.14391897 0.5216 -5.38
248251_at unknown protein --- AT5G53220 1.13 0.17 1.65 0.14395622 0.5216 -5.38
245288_at transcriptional adaptor like protein ADA2B AT4G16420 -1.14 -0.19 -1.65 0.14414664 0.5220 -5.38
245935_at hypothetical protein --- AT5G19840 -1.12 -0.17 -1.65 0.14413182 0.5220 -5.38
255038_at neutral invertase like protein DaucCINV2 AT4G09510 -1.35 -0.43 -1.65 0.14420022 0.5220 -5.38



262690_at PPR-repeat protein contains multip--- AT1G62720 -1.13 -0.18 -1.65 0.14420034 0.5220 -5.38
248408_at ripening-related protein-like --- AT5G51520 1.12 0.16 1.65 0.14418308 0.5220 -5.38
247964_at profilin-like protein ; supported by f PRF3 AT5G56600 -1.22 -0.29 -1.65 0.14413807 0.5220 -5.38
250908_at GT2 -like protein GT2, ArabidopsisPTL AT5G03680 -1.13 -0.18 -1.65 0.14421764 0.5220 -5.38
251744_at putative protein CHLOROPLAST 3--- AT3G56010 1.18 0.23 1.65 0.14426714 0.5221 -5.38
249346_at amino acid permease LTH1 AT5G40780 1.18 0.24 1.65 0.14441387 0.5225 -5.38
250057_at putative protein  ; supported by full --- AT5G17840 1.12 0.16 1.65 0.14445289 0.5226 -5.38
259915_at unknown protein --- AT1G72790 -1.39 -0.47 -1.65 0.14483071 0.5229 -5.39
259380_at putative ABC transporter similar to PDR1 AT3G16340 -1.17 -0.23 -1.65 0.14480276 0.5229 -5.38
245932_at 3'(2'),5'-bisphosphate nucleotidase--- AT5G09290 -1.35 -0.43 -1.65 0.14467201 0.5229 -5.38
266040_at hypothetical protein --- AT2G07738 -1.12 -0.16 -1.65 0.14456848 0.5229 -5.38
253043_at putative protein predicted protein, LBD39 AT4G37540 1.29 0.37 1.65 0.14465103 0.5229 -5.38
257689_at myb-related protein, putative myb-AtMYB10 AT3G12820 -1.15 -0.20 -1.65 0.1448007 0.5229 -5.38
245874_at unknown protein --- AT1G26250 -1.15 -0.20 -1.65 0.14478486 0.5229 -5.38
248514_s_at unknown protein --- AT5G50510 / -1.12 -0.17 -1.65 0.1446965 0.5229 -5.38
259615_at dessication-related protein, putativ--- AT1G47980 -1.17 -0.22 -1.65 0.144797 0.5229 -5.38
267119_at putative cellulose synthase ATCSLB01 AT2G32610 -1.11 -0.15 -1.65 0.14468601 0.5229 -5.38
259390_at hypothetical protein predicted by g --- AT1G06340 -1.14 -0.19 -1.65 0.1448079 0.5229 -5.38
254950_at putative protein  ;supported by full- --- AT4G10810 1.11 0.15 1.65 0.14468833 0.5229 -5.38
259385_at hypothetical protein predicted by g --- AT1G13470 2.56 1.36 1.65 0.1448253 0.5229 -5.38
256456_at unknown protein ; supported by ful --- AT1G75180 -1.28 -0.36 -1.65 0.14520923 0.5232 -5.39
253808_at predicted proline-rich protein hydro--- AT4G28300 -1.18 -0.24 -1.65 0.1450374 0.5232 -5.39
266064_at expressed protein --- AT2G18780 1.19 0.25 1.65 0.14516221 0.5232 -5.39
249161_at 20S proteasome subunit PAF1 (gbPAF1 AT5G42790 1.11 0.15 1.65 0.14497568 0.5232 -5.39
250361_at putative protein various predicted --- AT5G11370 1.12 0.16 1.65 0.1452071 0.5232 -5.39
264656_at unknown protein Contains similarit --- AT1G09010 1.13 0.17 1.65 0.14512455 0.5232 -5.39
260154_at putative histone H2A similar to histHTA9 AT1G52740 1.20 0.27 1.65 0.1451579 0.5232 -5.39
254809_at putative protein auxin-induced pro --- AT4G12410 -1.21 -0.28 -1.65 0.14522897 0.5232 -5.39
247588_at protein disulfide isomerase precur ATPDIL1-4 AT5G60640 1.14 0.19 1.65 0.14511724 0.5232 -5.39
256596_at hypothetical protein predicted by g --- AT3G28540 -1.28 -0.36 -1.65 0.14505059 0.5232 -5.39
267020_at hypothetical protein predicted by g --- AT2G39320 -1.15 -0.20 -1.65 0.14512623 0.5232 -5.39
254718_at putative protein disease resistance--- AT4G13580 -1.14 -0.19 -1.65 0.14520928 0.5232 -5.39
264698_at unknown protein --- AT1G70200 1.14 0.19 1.65 0.14509103 0.5232 -5.39
265392_at lipoic acid synthase (LIP1)  ; suppoLIP1 AT2G20860 1.13 0.17 1.65 0.1452641 0.5233 -5.39
265042_at unknown protein Similar to acid ph--- AT1G04040 1.50 0.58 1.65 0.14529702 0.5233 -5.39



261313_at hypothetical protein predicted by g --- AT1G52970 -1.11 -0.16 -1.65 0.14537516 0.5235 -5.39
251337_at proteasome component C5  ;suppoPBF1 AT3G60820 1.11 0.16 1.65 0.14544734 0.5236 -5.39
258885_at putative uridylate kinase similar to --- AT3G10030 1.12 0.17 1.65 0.14543288 0.5236 -5.39
252821_at putative protein  ;supported by full- --- AT4G39860 1.38 0.46 1.65 0.14548308 0.5237 -5.39
250531_at GTP-binding protein LepA homolog--- AT5G08650 1.22 0.29 1.65 0.14550978 0.5237 -5.39
260626_at storage protein, putative similar to --- AT1G08040 -1.16 -0.21 -1.65 0.14556577 0.5237 -5.39
254707_at putative protein inositol polyphospAT5PTASE AT4G18010 1.40 0.49 1.65 0.14556857 0.5237 -5.39
259943_at unknown protein --- AT1G71480 -1.23 -0.30 -1.65 0.1456016 0.5238 -5.39
252739_at putative protein mRNA, Homo sap--- AT3G43250 -1.14 -0.19 -1.65 0.14565096 0.5239 -5.39
252536_at putative transporter protein peptid --- AT3G45700 1.17 0.23 1.64 0.14571822 0.5240 -5.39
261796_at non-phototropic hypocotyl, putativ --- AT1G30440 1.14 0.19 1.64 0.14595604 0.5242 -5.39
247506_at Mei2-like protein Mei2-like protein AML1 AT5G61960 -1.12 -0.16 -1.64 0.14589998 0.5242 -5.39
264389_at unknown protein similar to hypothe--- AT1G11960 -1.25 -0.32 -1.64 0.14593911 0.5242 -5.39
253749_at phytochrome-associated protein PAPAP2 AT4G29080 -1.94 -0.95 -1.64 0.14580837 0.5242 -5.39
263629_at hypothetical protein predicted by g --- AT2G04850 -1.24 -0.31 -1.64 0.14595728 0.5242 -5.39
248911_at tumor-related protein-like DOG1 AT5G45830 -1.20 -0.26 -1.64 0.14583323 0.5242 -5.39
253795_at tyrosine transaminase-like protein --- AT4G28420 -1.15 -0.20 -1.64 0.14584534 0.5242 -5.39
249916_at histone H2B like protein (emb|CAAHTB2 AT5G22880 1.23 0.30 1.64 0.14586866 0.5242 -5.39
258495_at unknown protein  ;supported by ful --- AT3G02690 -1.13 -0.17 -1.64 0.14601282 0.5243 -5.39
266239_at unknown protein  ; supported by cD--- AT2G29530 1.33 0.41 1.64 0.14614252 0.5247 -5.39
256102_at unknown protein --- AT1G13680 -1.12 -0.16 -1.64 0.14623668 0.5250 -5.39
247399_at putative protein similar to unknown--- AT5G62960 -1.28 -0.35 -1.64 0.14651947 0.5250 -5.40
253208_at putative protein --- AT4G34830 1.13 0.18 1.64 0.14626785 0.5250 -5.39
252766_at putative protein hypothetical protei --- --- -1.19 -0.26 -1.64 0.14634023 0.5250 -5.39
253701_at choline monooxygenase - like prot--- AT4G29890 1.19 0.25 1.64 0.14638814 0.5250 -5.39
255763_at hypothetical protein predicted by g --- AT1G16730 -1.17 -0.23 -1.64 0.14632085 0.5250 -5.39
259606_at hypothetical protein predicted by g MAP65-8 AT1G27920 -1.12 -0.16 -1.64 0.1464031 0.5250 -5.39
261960_at hypothetical protein similar to putat--- --- -1.11 -0.14 -1.64 0.1464855 0.5250 -5.40
248439_at putative protein similar to unknown--- AT5G51250 -1.13 -0.17 -1.64 0.14651866 0.5250 -5.40
256334_at oligopeptide transporter, putative s--- AT1G72120 / -1.21 -0.27 -1.64 0.14634327 0.5250 -5.39
248371_at gibberellin 20-oxidase (emb|CAA58GA20OX2 AT5G51810 1.39 0.48 1.64 0.1464329 0.5250 -5.40
246096_at beta-1,3-glucanase bg4  ;supporteBETAG4 AT5G20330 1.15 0.21 1.64 0.14648399 0.5250 -5.40
251907_at putative protein 85p protein - Med --- AT3G53760 1.26 0.34 1.64 0.14647131 0.5250 -5.40
262337_at hypothetical protein similar to hypo--- AT1G64260 -1.16 -0.22 -1.64 0.14657634 0.5251 -5.40
258449_s_at putative RNA helicase similar to RNPMH1 AT3G22310 / -1.22 -0.28 -1.64 0.14663982 0.5251 -5.40



247414_at unknown protein EMB2759 AT5G63050 1.18 0.23 1.64 0.14661443 0.5251 -5.40
264461_s_at hypothetical protein --- AT1G10190 / -1.10 -0.14 -1.64 0.14667274 0.5251 -5.40
253432_at putative protein various predicted p--- AT4G32450 -1.12 -0.16 -1.64 0.14665362 0.5251 -5.40
261271_at Expressed protein ; supported by f --- AT1G26795 -1.15 -0.20 -1.64 0.14688142 0.5257 -5.40
267431_at unknown protein  ;supported by ful MEE26 AT2G34870 1.15 0.20 1.64 0.14688784 0.5257 -5.40
261912_s_at unknown protein --- AT1G66000 / -1.16 -0.22 -1.64 0.146888 0.5257 -5.40
252319_at putative protein putative protein - A--- AT3G48710 1.20 0.27 1.64 0.14695123 0.5258 -5.40
266807_at hypothetical protein --- AT2G29920 -1.17 -0.23 -1.64 0.14699904 0.5258 -5.40
267365_at putative phosphoribosyl pyrophosp--- AT2G44530 1.11 0.15 1.64 0.14698848 0.5258 -5.40
258340_at hypothetical protein predicted by g --- AT3G22770 -1.11 -0.16 -1.64 0.14701316 0.5258 -5.40
260871_at hypothetical protein predicted by g --- AT1G29040 1.11 0.15 1.64 0.14720874 0.5259 -5.40
254224_at calcium-dependent protein kinase CDPK6 AT4G23650 1.13 0.17 1.64 0.14716639 0.5259 -5.40
259774_at plasma membrane associated pro --- AT1G29520 1.21 0.28 1.64 0.14717432 0.5259 -5.40
264498_at Expressed protein ; supported by f DIS2 AT1G30825 1.16 0.21 1.64 0.14718135 0.5259 -5.40
256151_at multispanning membrane protein, --- AT1G55130 1.20 0.27 1.64 0.14713416 0.5259 -5.40
259926_at putative DNA-3-methyladenine glyc--- AT1G75090 1.11 0.15 1.64 0.14720223 0.5259 -5.40
262925_at hypothetical protein YSL7 AT1G65730 -1.15 -0.20 -1.64 0.14717059 0.5259 -5.40
259023_at unknown protein  ; supported by cD--- AT3G07510 1.25 0.32 1.64 0.14726464 0.5259 -5.40
245430_at hypothetical protein FIP2 AT4G17060 -1.11 -0.15 -1.64 0.1472537 0.5259 -5.40
251783_at ribosomal L23a - like protein variouRPL23AB AT3G55280 1.33 0.41 1.64 0.14733841 0.5261 -5.40
261402_at wall-associated kinase 4, putative RFO1 AT1G79670 1.26 0.33 1.64 0.14749524 0.5264 -5.40
245966_at AP2 domain containing protein RA RAP2.11 AT5G19790 -1.15 -0.20 -1.64 0.14750091 0.5264 -5.40
264177_at hypothetical protein contains Pfam --- AT1G02150 1.14 0.18 1.64 0.1474789 0.5264 -5.40
266731_at unknown protein --- AT2G03260 -1.12 -0.16 -1.64 0.14760572 0.5267 -5.40
254604_at cadmium-induced protein --- AT4G19070 -1.16 -0.21 -1.64 0.14765983 0.5268 -5.40
255035_at putative protein --- AT4G09550 1.21 0.27 1.64 0.14773584 0.5270 -5.40
248138_at pyruvate decarboxylase (gb|AAB16PDC2 AT5G54960 -1.20 -0.26 -1.63 0.1479022 0.5274 -5.40
261409_at zinc finger protein OBP2 identical tOBP2 AT1G07640 1.15 0.20 1.63 0.14801213 0.5274 -5.41
248589_at von Hippel-Lindau binding protein (PDF3 AT5G49510 1.12 0.17 1.63 0.14803202 0.5274 -5.41
257570_at dirigent protein, putative similar to --- AT3G13662 -1.13 -0.18 -1.63 0.14798708 0.5274 -5.40
255079_s_at 14-3-3 protein GF14chi (grf1) idenGF14 PHI AT1G35160 / 1.12 0.16 1.63 0.1479367 0.5274 -5.40
251049_at putative protein rab11 binding prot--- AT5G02430 -1.15 -0.20 -1.63 0.1480207 0.5274 -5.41
257197_at selenium binding protein, putative SBP3 AT3G23800 -1.13 -0.17 -1.63 0.14796182 0.5274 -5.40
266684_at 40S ribosomal protein S15A rps15ab AT2G19720 1.12 0.16 1.63 0.14794682 0.5274 -5.40
255584_at putative reverse transcriptase-like --- --- -1.12 -0.17 -1.63 0.14805856 0.5274 -5.41



258965_at hypothetical protein similar to hypo--- AT3G10530 -1.30 -0.37 -1.63 0.14813451 0.5274 -5.41
247107_at senescence-associated protein almSTR16 AT5G66040 -1.24 -0.31 -1.63 0.14814007 0.5274 -5.41
266794_at hypothetical protein --- AT2G02980 1.13 0.17 1.63 0.14817502 0.5274 -5.41
257670_at unknown protein --- AT3G20340 -1.35 -0.43 -1.63 0.14815494 0.5274 -5.41
266739_at unknown protein predicted by gens--- AT2G46730 1.14 0.19 1.63 0.1481484 0.5274 -5.41
263940_at putative calcium-dependent proteinCPK25 AT2G35890 -1.12 -0.16 -1.63 0.14820433 0.5275 -5.41
255699_at putative pectinesterase PME38 AT4G00190 -1.12 -0.16 -1.63 0.14830383 0.5276 -5.41
251805_at putative protein RING-H2 finger prSDIR1 AT3G55530 -1.13 -0.17 -1.63 0.14830355 0.5276 -5.41
256437_s_at putative clathrin heavy chain simila--- AT3G08530 / 1.12 0.16 1.63 0.14827636 0.5276 -5.41
263334_at putative nonsense-mediated mRNA--- AT2G03820 -1.14 -0.19 -1.63 0.14834737 0.5276 -5.41
260788_at cysteine proteinase contains simila--- AT1G06260 -1.13 -0.17 -1.63 0.14837058 0.5276 -5.41
260766_at unknown protein similar to hypothe--- AT1G48960 -1.15 -0.20 -1.63 0.14854663 0.5279 -5.41
265306_at unknown protein --- AT2G20320 -1.21 -0.28 -1.63 0.14864603 0.5279 -5.41
252215_at kinesin -like protein KINESIN-LIKEKICP-02 AT3G50240 1.45 0.54 1.63 0.14864556 0.5279 -5.41
255219_at hypothetical protein --- AT4G07720 -1.12 -0.17 -1.63 0.14847487 0.5279 -5.41
252218_at putative protein some putative prot --- AT3G50150 -1.13 -0.18 -1.63 0.14854694 0.5279 -5.41
264033_at hypothetical protein predicted by g --- AT2G03580 -1.16 -0.22 -1.63 0.14857806 0.5279 -5.41
257544_at putative DNA-binding protein simila--- AT3G20880 -1.18 -0.23 -1.63 0.14859626 0.5279 -5.41
266969_at similar to gibberellin-regulated prot --- AT2G39540 -1.17 -0.23 -1.63 0.14849342 0.5279 -5.41
244903_at hypothetical protein --- --- -1.41 -0.50 -1.63 0.14860406 0.5279 -5.41
249964_at MAP kinase -like protein ATMPK9MPK16 AT5G19010 -1.14 -0.18 -1.63 0.14871752 0.5279 -5.41
252546_at DNA-binding protein  - like DNA-b --- AT3G45830 -1.13 -0.18 -1.63 0.14872092 0.5279 -5.41
247505_at signal recognition particle - like pro--- AT5G61970 1.11 0.15 1.63 0.14871714 0.5279 -5.41
262001_at myrosinase binding protein, putati --- AT1G33790 -1.16 -0.21 -1.63 0.14880265 0.5281 -5.41
247069_at pectinesterase like protein  ;suppo sks17 AT5G66920 1.39 0.48 1.63 0.14909689 0.5282 -5.41
254041_at Expressed protein ; supported by f --- AT4G25830 -1.53 -0.62 -1.63 0.14906034 0.5282 -5.41
254061_at putative protein several hypothetica--- AT4G25360 -1.14 -0.19 -1.63 0.14915809 0.5282 -5.41
252413_at 40S ribosomal protein S20-like pro--- AT3G47370 1.30 0.38 1.63 0.14912802 0.5282 -5.41
253592_at hypothetical protein ;supported by --- AT4G30840 -1.13 -0.17 -1.63 0.14885645 0.5282 -5.41
264581_at hypothetical protein predicted by g --- AT1G05210 1.33 0.41 1.63 0.14889222 0.5282 -5.41
265415_at unknown protein  ;supported by ful PSB29 AT2G20890 1.15 0.20 1.63 0.14907104 0.5282 -5.41
252037_at putative calmodulin calmodulin - TCAM9 AT3G51920 1.23 0.30 1.63 0.14893944 0.5282 -5.41
264599_at putative myosin heavy chain similaXIA AT1G04600 -1.13 -0.18 -1.63 0.14907777 0.5282 -5.41
261950_at zinc finger protein, putative similar--- AT1G64620 -1.22 -0.29 -1.63 0.14917844 0.5282 -5.41
259224_at putative thymidine kinase similar to--- AT3G07800 1.20 0.26 1.63 0.14894859 0.5282 -5.41



267485_at putative MYB family transcription faMYB88 AT2G02820 -1.18 -0.23 -1.63 0.14916373 0.5282 -5.41
246751_at pectin methyl-esterase - like prote --- AT5G27870 -1.11 -0.15 -1.63 0.14899384 0.5282 -5.41
244927_at hypothetical protein --- AT2G07776 -1.18 -0.24 -1.63 0.1490633 0.5282 -5.41
249384_at putative protein hypothetical prote --- AT5G39890 -1.12 -0.16 -1.63 0.14898847 0.5282 -5.41
261625_at hypothetical protein predicted by g --- AT1G01930 -1.12 -0.16 -1.63 0.14924619 0.5284 -5.41
255818_at hypothetical protein predicted by g --- AT2G33570 1.45 0.54 1.63 0.14929439 0.5284 -5.41
246219_at aminopeptidase-like protein ; supp APP1 AT4G36760 1.20 0.27 1.63 0.14931408 0.5284 -5.41
253031_at putative protein cellulose synthaseCSLD4 AT4G38190 -1.15 -0.20 -1.63 0.14932469 0.5284 -5.41
255424_at putative glycosylation enzyme sim--- AT4G03340 1.14 0.18 1.63 0.14937694 0.5285 -5.41
266712_at unknown protein --- AT2G46750 -1.17 -0.23 -1.63 0.1494465 0.5287 -5.41
259602_at disease resistance protein, putativ--- AT1G56520 1.12 0.16 1.63 0.14961224 0.5291 -5.41
267387_at hypothetical protein predicted by g --- AT2G44440 -1.11 -0.15 -1.63 0.14960853 0.5291 -5.41
247156_at lysosomal Pro-X carboxypeptidase--- AT5G65760 1.14 0.19 1.63 0.14964854 0.5291 -5.42
249957_at putative protein predicted proteins --- AT5G18900 1.17 0.23 1.63 0.1496858 0.5291 -5.42
267461_at putative auxin-regulated protein  ;s --- AT2G33830 1.17 0.23 1.63 0.14972893 0.5291 -5.42
247269_at alternative oxidase 2 (sp|O22049) AOX2 AT5G64210 -1.13 -0.17 -1.63 0.1497318 0.5291 -5.42
252645_at bZIP transcription factor -like proteDPBF2 AT3G44460 -1.14 -0.19 -1.63 0.1497057 0.5291 -5.42
249755_at unknown protein  ;supported by ful --- AT5G24580 1.48 0.57 1.63 0.14984045 0.5294 -5.42
259729_at hypothetical protein predicted by g --- AT1G77640 1.46 0.54 1.62 0.15002907 0.5296 -5.42
254132_at putative protein hypothetical prote ATHB22 AT4G24660 -1.23 -0.30 -1.62 0.15001448 0.5296 -5.42
249842_at putative protein contains similarity --- AT5G23550 1.12 0.17 1.62 0.14991854 0.5296 -5.42
249056_at putative protein similar to unknown--- AT5G44470 -1.13 -0.17 -1.62 0.14997107 0.5296 -5.42
266805_at hypothetical protein  ;supported by --- AT2G30010 2.19 1.13 1.62 0.1500328 0.5296 -5.42
266385_at pathogenesis-related PR-1-like proPR1 AT2G14610 5.86 2.55 1.62 0.15001645 0.5296 -5.42
252741_at putative protein predicted protein, --- AT3G43280 1.12 0.17 1.62 0.15008805 0.5297 -5.42
257329_at hypothetical protein --- --- -1.23 -0.29 -1.62 0.1501301 0.5298 -5.42
266725_at SKP1/ASK1 (At14), putative similaASK14 AT2G03170 -1.13 -0.17 -1.62 0.1501888 0.5299 -5.42
246324_at arginine/serine-rich protein, putativSR45 AT1G16610 -1.13 -0.18 -1.62 0.1502554 0.5301 -5.42
263905_at putative beta-fructofuranosidase (inAtcwINV4 AT2G36190 -1.21 -0.27 -1.62 0.15030924 0.5301 -5.42
251620_at putative protein hypothetical prote --- AT3G58060 -1.17 -0.23 -1.62 0.15028997 0.5301 -5.42
253107_at putative protein predicted proteins --- AT4G35880 -1.18 -0.24 -1.62 0.15038293 0.5302 -5.42
257449_at hypothetical protein predicted by g --- AT2G31420 -1.14 -0.19 -1.62 0.15041389 0.5302 -5.42
263151_at hypothetical protein predicted by g --- AT1G54120 -1.39 -0.48 -1.62 0.15040723 0.5302 -5.42
246682_at putative protein EXOSTOSIN-1 (PXGD1 AT5G33290 -1.16 -0.22 -1.62 0.15044321 0.5302 -5.42
245897_at potassium transport protein-like se KUP7 AT5G09400 -1.20 -0.26 -1.62 0.15047861 0.5303 -5.42



265475_at ferredoxin--nitrite reductase  ; suppNIR1 AT2G15620 1.22 0.28 1.62 0.15056382 0.5305 -5.42
266881_at putative casein kinase II beta subuCKB4 AT2G44680 1.14 0.19 1.62 0.15065714 0.5306 -5.42
250882_at putative protein  ;supported by full- --- AT5G04000 -1.13 -0.17 -1.62 0.1506395 0.5306 -5.42
248048_at nicotianamine synthase NAS2 AT5G56080 -1.14 -0.19 -1.62 0.15072972 0.5307 -5.42
263648_at hypothetical protein predicted by g --- AT1G04390 -1.17 -0.23 -1.62 0.15072188 0.5307 -5.42
258548_at hypothetical protein ULP1A AT3G06910 -1.18 -0.24 -1.62 0.15083733 0.5310 -5.42
255051_at RNA-directed DNA polymerase -lik--- --- -1.23 -0.29 -1.62 0.15088061 0.5311 -5.42
257131_at mitochondrial carrier protein, putat--- AT3G20240 -1.12 -0.16 -1.62 0.15095064 0.5313 -5.42
245600_at hypothetical protein --- AT4G14230 -1.18 -0.24 -1.62 0.15097683 0.5313 -5.42
258331_at putative coatomer complex subunit--- AT3G15980 1.16 0.22 1.62 0.15100376 0.5313 -5.42
264013_at unknown protein FIO1 AT2G21070 1.11 0.15 1.62 0.15112262 0.5316 -5.42
253705_at hexokinase  ; supported by cDNA: HXK1 AT4G29130 -1.22 -0.28 -1.62 0.15113401 0.5316 -5.42
259438_at unknown protein similar to putativeAN AT1G01510 1.21 0.28 1.62 0.15121729 0.5318 -5.42
259732_at putative replication factor C similar --- AT1G77470 1.15 0.20 1.62 0.15124081 0.5318 -5.42
254329_at putative protein oxysterol-binding ORP2A AT4G22540 -1.15 -0.20 -1.62 0.15131177 0.5318 -5.43
248386_at DNA-directed RNA polymerase II sNRPB6A AT5G51940 1.15 0.20 1.62 0.15131805 0.5318 -5.43
247388_s_at transcription factor Hap5a-like prot NF-YC1 AT3G48590 / 1.30 0.38 1.62 0.15128383 0.5318 -5.43
244914_at hypothetical protein --- --- -1.13 -0.18 -1.62 0.15140618 0.5321 -5.43
251417_at putative protein prib5, Ribes nigru AT3G60420--- 1.11 0.15 1.62 0.15147693 0.5322 -5.43
254549_at putative protein various predicted p--- AT4G19880 1.20 0.27 1.62 0.15163552 0.5326 -5.43
248041_at unknown protein  ;supported by ful emb2731 AT5G55940 1.11 0.15 1.62 0.1516228 0.5326 -5.43
257556_at hypothetical protein predicted by g --- AT3G28100 1.39 0.47 1.62 0.15169909 0.5328 -5.43
253462_at synaptobrevin-like protein synaptoATVAMP71AT4G32150 1.17 0.22 1.62 0.15182065 0.5328 -5.43
252975_s_at putative protein other predicted proROPGEF1 AT4G38430 1.13 0.17 1.62 0.15186308 0.5328 -5.43
246574_at copper amine oxidase, putative sim--- AT1G31670 -1.28 -0.35 -1.62 0.15179584 0.5328 -5.43
250850_at putative protein  ; supported by cD --- AT5G04550 -1.17 -0.23 -1.62 0.15175132 0.5328 -5.43
252315_at putative protein PrMC3 - Pinus radCXE12 AT3G48690 -1.17 -0.23 -1.62 0.15186102 0.5328 -5.43
252538_at putative transporter protein peptid --- AT3G45720 -1.12 -0.16 -1.62 0.15173134 0.5328 -5.43
266999_at putative HMG protein ; supported b--- AT2G34450 1.19 0.25 1.62 0.15190823 0.5328 -5.43
247020_at putative protein strong similarity to --- AT5G67020 -1.20 -0.26 -1.62 0.15191053 0.5328 -5.43
251373_at GATA transcription factor 4  ; supp--- AT3G60530 1.55 0.63 1.62 0.15190079 0.5328 -5.43
258774_at putative alpha-L-arabinofuranosidaASD1 AT3G10740 1.47 0.56 1.62 0.15194769 0.5328 -5.43
258123_at putative MAP kinase similar to blasMPK9 AT3G18040 -1.29 -0.37 -1.61 0.15212524 0.5329 -5.43
245136_at putative auxin-regulated protein --- AT2G45210 1.38 0.47 1.61 0.15212466 0.5329 -5.43
266701_at profilin 1  ; supported by cDNA: gi_PRF1 AT2G19760 -1.11 -0.15 -1.61 0.15208472 0.5329 -5.43



257055_at Expressed protein ; supported by f --- AT3G15351 1.13 0.18 1.62 0.15202449 0.5329 -5.43
264294_at hypothetical protein similar to heat --- AT1G78750 1.14 0.19 1.61 0.15209984 0.5329 -5.43
262192_at hypothetical protein predicted by g --- AT1G77830 -1.12 -0.16 -1.62 0.15205963 0.5329 -5.43
266020_at hypothetical protein SDG11 AT2G05900 -1.17 -0.23 -1.61 0.15215612 0.5330 -5.43
261948_at unknown protein ;supported by full --- AT1G64680 -1.26 -0.33 -1.61 0.15219226 0.5330 -5.43
251915_at putative protein peroxisomal Ca-d --- AT3G53940 -1.18 -0.24 -1.61 0.15232442 0.5333 -5.43
266452_at hypothetical protein predicted by g --- AT2G43320 -1.22 -0.29 -1.61 0.15232123 0.5333 -5.43
249628_at putative protein tropomyosin gene--- AT5G37590 -1.17 -0.23 -1.61 0.15238657 0.5334 -5.43
262764_at putative cytochrome P450 monooxCYP86C3 AT1G13140 -1.13 -0.18 -1.61 0.15237762 0.5334 -5.43
252499_s_at subtilisin-like serine protease cont --- AT3G46840 / 1.14 0.19 1.61 0.15244344 0.5335 -5.43
257267_at unknown protein similar to TCP3 GTCP4 AT3G15030 -1.15 -0.20 -1.61 0.15254591 0.5335 -5.43
266370_at hypothetical protein predicted by g --- AT2G41350 1.11 0.15 1.61 0.15249167 0.5335 -5.43
257376_at hypothetical protein predicted by g --- AT2G32350 -1.14 -0.19 -1.61 0.15259929 0.5335 -5.43
259968_at unknown protein --- AT1G76530 -1.14 -0.19 -1.61 0.15259125 0.5335 -5.43
254474_at putative protein predicted proteins --- AT4G20390 -1.21 -0.27 -1.61 0.1526032 0.5335 -5.43
267348_at unknown protein --- AT2G39960 1.12 0.17 1.61 0.15262329 0.5335 -5.43
246326_at unknown protein ; supported by cDREV7 AT1G16590 1.12 0.17 1.61 0.15257165 0.5335 -5.43
246445_at glucose 6 phosphate/phosphate tr --- AT5G17630 1.16 0.21 1.61 0.15267489 0.5336 -5.43
257558_s_at hypothetical protein contains Pfam --- AT3G22000 / -1.13 -0.17 -1.61 0.15279706 0.5340 -5.43
253055_at putative protein cyclin delta-1, AraCYCD5;1 AT4G37630 -1.20 -0.26 -1.61 0.15285747 0.5341 -5.43
246743_at putative protein predicted proteins --- AT5G27750 1.15 0.21 1.61 0.1529221 0.5341 -5.44
255570_at putative carrier protein similar to mADNT1 AT4G01100 1.15 0.20 1.61 0.15293014 0.5341 -5.44
247442_s_at tubulin beta-2/beta-3 chain (sp|P29TUB2 AT5G62690 / 1.25 0.32 1.61 0.15290914 0.5341 -5.43
256006_at hypothetical protein --- AT1G34070 -1.12 -0.16 -1.61 0.15298976 0.5342 -5.44
257638_at terpene synthase-related protein coATTPS-CINAT3G25820 / -1.13 -0.17 -1.61 0.15305057 0.5343 -5.44
266868_at hypothetical protein predicted by g --- AT2G44630 1.13 0.18 1.61 0.15305807 0.5343 -5.44
265881_at hypothetical protein predicted by g --- AT2G42480 -1.15 -0.20 -1.61 0.15308554 0.5343 -5.44
264039_at putative cold-regulated protein  ;su --- AT2G03740 1.13 0.17 1.61 0.1530713 0.5343 -5.44
261784_at hypothetical protein predicted by g --- AT1G08220 -1.13 -0.17 -1.61 0.15311059 0.5343 -5.44
266735_at putative pectinesterase  ; supporte --- AT2G46930 -1.18 -0.24 -1.61 0.15334983 0.5349 -5.44
258956_at hypothetical protein predicted by g --- AT3G01440 -1.47 -0.55 -1.61 0.15334388 0.5349 -5.44
262715_at putative myb-related transcription fMYB58 AT1G16490 -1.10 -0.14 -1.61 0.15341152 0.5349 -5.44
253730_at putative protein hypothetical prote --- AT4G29480 1.25 0.32 1.61 0.15342466 0.5349 -5.44
261147_at unknown protein ;supported by full --- AT1G19690 1.25 0.32 1.61 0.15339861 0.5349 -5.44
257012_at RNA-binding protein, putative sim TEL1 AT3G26120 -1.12 -0.17 -1.61 0.15353451 0.5351 -5.44



263224_at putative GTP-binding protein Simila--- AT1G30580 1.19 0.25 1.61 0.15352869 0.5351 -5.44
259088_at unknown protein, contains TNFR/N--- AT3G04970 -1.21 -0.27 -1.61 0.15350873 0.5351 -5.44
249027_at ATP dependent copper transporterRAN1 AT5G44790 1.18 0.24 1.61 0.15369012 0.5352 -5.44
258160_at glutamine synthetase, putative simGLN1.3 AT3G17820 -1.26 -0.33 -1.61 0.15367807 0.5352 -5.44
252626_at putative protein predicted protein, --- AT3G44940 -1.18 -0.24 -1.61 0.15363137 0.5352 -5.44
260451_at putative AP2 domain transcription --- AT1G72360 -1.59 -0.67 -1.61 0.15359584 0.5352 -5.44
265777_at hypothetical protein predicted by g --- AT2G07340 1.12 0.17 1.61 0.15373107 0.5352 -5.44
264469_at hypothetical protein similar to hypoLBD40 AT1G67100 -1.12 -0.17 -1.61 0.15372794 0.5352 -5.44
256977_at hypothetical protein predicted by g--- --- -1.14 -0.19 -1.61 0.15369889 0.5352 -5.44
267201_at putative protein kinase contains a p--- AT2G31010 -1.27 -0.34 -1.61 0.15379649 0.5353 -5.44
257173_at S-adenosyl-L-homocysteinas, putaSAHH2 AT3G23810 -1.65 -0.72 -1.61 0.15382464 0.5353 -5.44
252740_at pectinesterase -like protein PECT --- AT3G43270 -1.23 -0.30 -1.61 0.15387984 0.5353 -5.44
247932_at putative protein similar to unknown--- AT5G56920 -1.11 -0.15 -1.61 0.15385156 0.5353 -5.44
249687_at putative protein oxidosqualene cycATPEN3 AT5G36150 -1.13 -0.18 -1.61 0.15395481 0.5353 -5.44
265612_at hypothetical protein predicted by g --- AT2G25390 / 1.12 0.17 1.61 0.15398436 0.5353 -5.44
262473_at chloroplast FtsH protease almost FTSH1 AT1G50250 -1.18 -0.24 -1.61 0.15398832 0.5353 -5.44
255447_at hypothetical protein similar to A. th--- AT4G02790 1.27 0.34 1.61 0.15397348 0.5353 -5.44
263282_at Expressed protein ; supported by f --- AT2G14095 1.14 0.18 1.61 0.1539218 0.5353 -5.44
245243_at hypothetical protein predicted by g --- AT1G44414 -1.12 -0.16 -1.61 0.15400833 0.5353 -5.44
248957_at 26S proteasome subunit-like prote --- AT5G45620 1.13 0.18 1.61 0.1541736 0.5358 -5.44
262457_at hypothetical protein similar to hypo--- AT1G11200 1.25 0.32 1.61 0.15422328 0.5359 -5.44
257868_at unknown protein RIN4 AT3G25070 -1.18 -0.24 -1.60 0.1543415 0.5360 -5.44
254456_at putative protein ribophorin II precuHAP6 AT4G21150 1.17 0.22 1.60 0.15434774 0.5360 -5.44
253895_at NWMU3 - 2S albumin 3 precursor AT2S3 AT4G27160 -1.12 -0.16 -1.60 0.15430843 0.5360 -5.44
261820_at hypothetical protein predicted by g --- AT1G11420 -1.20 -0.26 -1.60 0.15429487 0.5360 -5.44
259199_at putative signal peptidase similar to --- AT3G08980 1.12 0.16 1.60 0.15426172 0.5360 -5.44
267423_at putative potassium transporter KUP11 AT2G35060 -1.26 -0.33 -1.60 0.15448011 0.5363 -5.44
257600_at hypothetical protein predicted by g CLE41 AT3G24770 -1.17 -0.23 -1.60 0.15449253 0.5363 -5.44
257951_at putative SGP1 monomeric G-proteSGP2 AT3G21700 -1.36 -0.44 -1.60 0.15464654 0.5367 -5.45
257736_at hypothetical protein predicted by g --- AT3G27410 1.14 0.19 1.60 0.1546658 0.5367 -5.45
250546_at nhp2-like protein high mobility grou--- AT5G08180 1.30 0.37 1.60 0.15477564 0.5368 -5.45
261381_at hypothetical protein predicted by g SDE3 AT1G05460 -1.11 -0.16 -1.60 0.15472055 0.5368 -5.45
261127_at unknown protein ; supported by cD--- AT1G04790 1.18 0.24 1.60 0.15478501 0.5368 -5.45
262138_at NBS/LRR disease resistance prote--- AT1G52660 -1.16 -0.21 -1.60 0.1547525 0.5368 -5.45
246986_at receptor-like protein kinase  ;suppoRLK AT5G67280 -1.49 -0.57 -1.60 0.15480327 0.5368 -5.45



254279_at Expressed protein ; supported by f --- AT4G22750 1.14 0.19 1.60 0.15487581 0.5370 -5.45
264258_at hypothetical protein predicted by g --- AT1G09220 -1.15 -0.20 -1.60 0.15500895 0.5373 -5.45
251615_at putative protein hypothetical prote --- AT3G57980 -1.22 -0.28 -1.60 0.15500918 0.5373 -5.45
257624_at cytochrome P450 monooxygenaseCYP71B3 AT3G26220 1.63 0.70 1.60 0.15511809 0.5373 -5.45
254797_at putative protein --- AT4G13030 1.24 0.32 1.60 0.15512483 0.5373 -5.45
255060_at putative protein TMV resistance pr--- AT4G09430 -1.16 -0.21 -1.60 0.15512915 0.5373 -5.45
262627_at hypothetical protein --- AT1G06580 -1.15 -0.20 -1.60 0.15512841 0.5373 -5.45
260452_at putative SRF-type transcription fac --- AT1G72350 -1.22 -0.29 -1.60 0.15507035 0.5373 -5.45
259604_at 20S proteasome beta subunit (PBGPBG1 AT1G56450 1.13 0.18 1.60 0.155157 0.5373 -5.45
253093_at putative protein SPINDLY protein, SRFR1 AT4G37460 -1.13 -0.18 -1.60 0.15530532 0.5376 -5.45
251339_at putative protein various predicted --- AT3G60780 -1.18 -0.24 -1.60 0.15529886 0.5376 -5.45
263547_at hypothetical protein predicted by g --- AT2G21680 -1.16 -0.21 -1.60 0.15525982 0.5376 -5.45
246640_x_at putative protein predicted proteins --- --- -1.14 -0.19 -1.60 0.15542615 0.5377 -5.45
260081_at unknown protein --- AT1G78170 1.80 0.85 1.60 0.15537444 0.5377 -5.45
256449_at mutator transposase MUDRA, put --- --- -1.13 -0.18 -1.60 0.15543844 0.5377 -5.45
264393_at unknown protein Contains similarit --- AT1G11880 1.14 0.19 1.60 0.15543649 0.5377 -5.45
255756_at endo-beta-1,4-D-glucanase, putat AtGH9B5 AT1G19940 -1.14 -0.19 -1.60 0.15566508 0.5377 -5.45
266838_at similar to jasmonate-inducible prote--- AT2G25980 -1.13 -0.18 -1.60 0.15561383 0.5377 -5.45
256720_at putative DOF zinc finger protein --- AT2G34140 -1.30 -0.38 -1.60 0.15554573 0.5377 -5.45
252253_at Expressed protein ; supported by f --- AT3G49300 -1.10 -0.14 -1.60 0.15556116 0.5377 -5.45
255990_at glycyl tRNA synthetase, putative s--- AT1G29870 -1.14 -0.19 -1.60 0.15564681 0.5377 -5.45
251467_at putative protein putative proteins - --- AT3G59470 1.17 0.22 1.60 0.15563866 0.5377 -5.45
245920_at putative protein --- --- -1.10 -0.14 -1.60 0.15563576 0.5377 -5.45
254412_at putative protein chloroplast DNA-bB160 AT4G21430 -1.23 -0.30 -1.60 0.15564976 0.5377 -5.45
258828_at putative purple acid phosphatase sPAP15 AT3G07130 -1.15 -0.20 -1.60 0.15547679 0.5377 -5.45
245625_at transport protein --- AT4G14160 1.13 0.18 1.60 0.15568977 0.5377 -5.45
AFFX-BioDn-3_E. coli /GEN=bioD /DB_XREF=gb: --- --- -1.34 -0.43 -1.60 0.15577154 0.5379 -5.45
264563_s_at unknown protein --- AT1G55750 / 1.15 0.20 1.60 0.15575111 0.5379 -5.45
263763_at Expressed protein ; supported by c--- AT2G21385 1.26 0.34 1.60 0.15582272 0.5380 -5.45
251551_at transcriptional coactivator - like proMBF1B AT3G58680 1.10 0.14 1.60 0.15589899 0.5381 -5.45
258112_at putative cytochrome P450 similar t CYP72A10 AT3G14640 -1.14 -0.19 -1.60 0.15594615 0.5382 -5.45
262407_at hypothetical protein predicted by g --- AT1G34630 1.25 0.33 1.60 0.15607267 0.5383 -5.45
253353_at pathogenesis-related protein - like --- AT4G33730 -1.11 -0.16 -1.60 0.15605127 0.5383 -5.45
255528_at hypothetical protein --- AT4G02090 -1.12 -0.16 -1.60 0.15605506 0.5383 -5.45
258119_at putative MAP kinase similar to GB:MPK19 AT3G14720 -1.15 -0.21 -1.60 0.15606271 0.5383 -5.45



250017_at unknown protein --- AT5G18140 1.23 0.30 1.60 0.15613246 0.5385 -5.45
257941_at putative UDP-glucose glucosyltran UGT71B8 AT3G21800 -1.12 -0.17 -1.60 0.15616925 0.5385 -5.45
254724_at putative protein IFA-binding protei --- AT4G13630 -1.16 -0.22 -1.60 0.15623539 0.5387 -5.45
260715_at hypothetical protein predicted by g --- AT1G48200 1.27 0.35 1.60 0.15629821 0.5388 -5.45
255440_at predicted protein of unknown funct --- AT4G02530 1.16 0.22 1.60 0.15633372 0.5388 -5.46
247642_at putative protein various predicted p--- AT5G60590 1.13 0.17 1.60 0.15637013 0.5389 -5.46
245116_at unknown protein  ; supported by cD--- AT2G41620 1.30 0.38 1.60 0.15642106 0.5390 -5.46
246083_at zinc finger protein - like probable zAL5 AT5G20510 1.12 0.17 1.59 0.15652418 0.5392 -5.46
251940_at putative protein lysine decarboxyla--- AT3G53450 -1.13 -0.18 -1.59 0.1565026 0.5392 -5.46
248241_at unknown protein --- AT5G53960 -1.12 -0.17 -1.59 0.156585 0.5393 -5.46
259991_at putative S-adenosyl-L-methionine:s--- AT1G68040 -1.14 -0.18 -1.59 0.15664572 0.5394 -5.46
262076_at hypothetical protein identical to GBATMPK2 AT1G59580 1.17 0.23 1.59 0.15667135 0.5394 -5.46
245269_at hypothetical protein ; supported by --- AT4G14500 -1.14 -0.19 -1.59 0.15673033 0.5395 -5.46
256882_at RNA-binding protein, putative sim --- AT3G26420 / 1.18 0.24 1.59 0.15673046 0.5395 -5.46
266103_at putative VAMP-associated protein PVA12 AT2G45140 -1.14 -0.19 -1.59 0.15676434 0.5395 -5.46
247571_at snap25a  ;supported by full-length SNAP33 AT5G61210 1.12 0.16 1.59 0.15677536 0.5395 -5.46
256193_at hypothetical protein similar to hypo--- AT1G30200 -1.13 -0.17 -1.59 0.15684818 0.5395 -5.46
255456_at hypothetical protein ;supported by --- AT4G02920 -1.13 -0.18 -1.59 0.15683008 0.5395 -5.46
266208_at putative tRNA isopentenylpyrophosATIPT2 AT2G27760 -1.24 -0.31 -1.59 0.15682424 0.5395 -5.46
253834_at protein phosphatase homolog (PPH--- AT4G27800 -1.16 -0.21 -1.59 0.1569463 0.5396 -5.46
253051_at cyclin cyc1  ; supported by cDNA: gCYCB1;1 AT4G37490 -1.19 -0.25 -1.59 0.15693333 0.5396 -5.46
253257_at extra-large G-protein - like extra-laXLG2 AT4G34390 1.17 0.22 1.59 0.15698222 0.5397 -5.46
262039_at adenine phosphoribosyltransferaseAPT2 AT1G80050 -1.19 -0.25 -1.59 0.15708144 0.5399 -5.46
248575_at ATP-dependent Clp protease ATP--- AT5G49840 -1.12 -0.16 -1.59 0.15717091 0.5400 -5.46
265885_at hypothetical protein predicted by g --- AT2G42330 -1.19 -0.25 -1.59 0.15715438 0.5400 -5.46
259886_at putative protein kinase similar to pr--- AT1G76370 -1.12 -0.17 -1.59 0.15715437 0.5400 -5.46
AFFX-Athal-ActArabidopsis thaliana /REF=U37281--- --- -1.17 -0.22 -1.59 0.15724625 0.5401 -5.46
267447_at putative GTP-binding protein ArRABA1h AT2G33870 -1.11 -0.15 -1.59 0.15724411 0.5401 -5.46
253401_at putative protein hypothetical prote --- AT4G32870 2.14 1.09 1.59 0.15730252 0.5402 -5.46
253348_at putative protein SMT4 protein - Sa--- AT4G33620 1.11 0.15 1.59 0.15734712 0.5402 -5.46
262835_at Na+ H+ antiporter, putative similarATNHX8 AT1G14660 1.13 0.17 1.59 0.15736028 0.5402 -5.46
263324_at hypothetical protein predicted by g --- AT2G04220 -1.12 -0.17 -1.59 0.15741351 0.5403 -5.46
253861_at putative protein MSP1 protein, Sa --- AT4G27680 -1.13 -0.18 -1.59 0.15767869 0.5406 -5.46
265845_at unknown protein --- AT2G35610 1.10 0.14 1.59 0.15757474 0.5406 -5.46
256127_at small GTP-binding protein (RAB11AtRABA6b AT1G18200 -1.16 -0.21 -1.59 0.15761741 0.5406 -5.46



253898_s_at tryptophan synthase beta-subunit (TSB2 AT4G27070 / -1.47 -0.55 -1.59 0.15756216 0.5406 -5.46
254561_at putative protein  ; supported by cD --- AT4G19160 1.23 0.29 1.59 0.15770244 0.5406 -5.46
251352_at putative protein hypothetical prote PEX11E AT3G61070 1.18 0.24 1.59 0.15764742 0.5406 -5.46
260082_at putative mitochondrial carrier prote--- AT1G78180 1.18 0.24 1.59 0.157541 0.5406 -5.46
259401_at hypothetical protein contains similaCSTF77 AT1G17760 -1.24 -0.31 -1.59 0.15763891 0.5406 -5.46
252981_at putative protein gene T10 protein --- AT4G38260 1.19 0.25 1.59 0.15771456 0.5406 -5.46
248122_at unknown protein --- AT5G54700 -1.13 -0.17 -1.59 0.15775426 0.5407 -5.46
260311_at hypothetical protein predicted by g --- AT1G70570 1.11 0.14 1.59 0.1578492 0.5408 -5.46
261089_at protein kinase APK1A identical to SAPK1A AT1G07570 1.22 0.29 1.59 0.15783435 0.5408 -5.46
251249_at putative protein 10-deacetylbacca --- AT3G62160 1.14 0.19 1.59 0.15780636 0.5408 -5.46
257610_at zinc finger protein, putative similarAtIDD11 AT3G13810 1.35 0.43 1.59 0.15789124 0.5408 -5.46
245460_at disease resistance RPP5 like proteRLM3 AT4G16990 -1.29 -0.36 -1.59 0.15791898 0.5409 -5.46
263548_at glycine-rich RNA binding protein 7CCR2 AT2G21660 / -1.14 -0.19 -1.59 0.15806012 0.5409 -5.47
261011_at cytochrome b5 similar to cytochromCB5-A AT1G26340 1.15 0.21 1.59 0.1580768 0.5409 -5.47
261553_at hypothetical protein --- AT1G63420 -1.15 -0.21 -1.59 0.15804787 0.5409 -5.47
257597_at protein kinase, putative similar to p--- AT3G24790 -1.12 -0.16 -1.59 0.15806265 0.5409 -5.47
245370_at Expressed protein ; supported by f --- AT4G16840 1.28 0.35 1.59 0.15808398 0.5409 -5.47
251496_at putative protein crp1 protein, invol --- AT3G59040 1.12 0.16 1.59 0.15795131 0.5409 -5.46
254591_at heat shock transcription factor - lik--- AT4G18870 1.10 0.13 1.59 0.15797399 0.5409 -5.46
248976_at putative protein strong similarity to ARAD2 AT5G44930 -1.17 -0.23 -1.59 0.15824989 0.5413 -5.47
259456_s_at unknown protein similar to putative--- --- -1.14 -0.19 -1.59 0.15832827 0.5415 -5.47
248890_at disease resistance protein-like --- AT5G46270 -1.13 -0.17 -1.59 0.15838266 0.5416 -5.47
261693_at hypothetical protein similar to hypoDCP1 AT1G08370 1.11 0.15 1.59 0.15840068 0.5416 -5.47
259592_at lipid transfer protein, putative cont LTPG1 AT1G27950 1.47 0.56 1.59 0.15852769 0.5419 -5.47
263731_at metalloproteinase, putative similar--- AT1G59970 -1.48 -0.57 -1.59 0.15855426 0.5419 -5.47
264769_at hypothetical protein predicted by g --- AT1G61350 1.32 0.40 1.59 0.15854655 0.5419 -5.47
253743_at putative protein vegetative storage--- AT4G28940 1.10 0.14 1.59 0.15863262 0.5421 -5.47
261032_at unknown protein ;supported by full --- AT1G17430 1.45 0.53 1.58 0.15875499 0.5421 -5.47
265730_at 60S ribosomal protein L27 --- AT2G32220 1.51 0.59 1.58 0.15876943 0.5421 -5.47
262175_at unknown protein ; supported by cDNDH-O AT1G74880 -1.19 -0.25 -1.58 0.15874421 0.5421 -5.47
263024_at hypothetical protein predicted by g --- AT1G23980 -1.17 -0.23 -1.58 0.15877961 0.5421 -5.47
246720_at putative protein predicted proteins --- AT5G28950 -1.10 -0.14 -1.58 0.15875906 0.5421 -5.47
253389_at hypothetical protein  ;supported by --- AT4G32680 1.12 0.16 1.59 0.1586612 0.5421 -5.47
258992_at unknown protein similar to unknow--- AT3G08930 1.10 0.14 1.58 0.15887439 0.5423 -5.47
251420_at transcription factor - like protein tra--- AT3G60490 -1.19 -0.25 -1.58 0.15897201 0.5425 -5.47



255515_at putative pistil-specific protein simil --- AT4G02250 -1.12 -0.16 -1.58 0.15894994 0.5425 -5.47
266005_at unknown protein RSZ33 AT2G37340 1.18 0.24 1.58 0.1592061 0.5428 -5.47
264884_at unknown protein ;supported by full --- AT1G61170 -1.30 -0.38 -1.58 0.1591307 0.5428 -5.47
248693_at regulator of chromosome condensa--- AT5G48330 -1.21 -0.27 -1.58 0.15914996 0.5428 -5.47
252657_at hypothetical protein --- AT3G44780 -1.11 -0.15 -1.58 0.15924158 0.5428 -5.47
258117_at hypothetical protein predicted by g --- AT3G14700 -1.13 -0.17 -1.58 0.15916129 0.5428 -5.47
245294_at casein kinase I ; supported by cDNCKI1 AT4G14340 -1.13 -0.18 -1.58 0.15913881 0.5428 -5.47
265578_at unknown protein --- AT2G20100 -1.16 -0.22 -1.58 0.15924006 0.5428 -5.47
252003_at hypothetical protein emm32, StrepZPR3 AT3G52770 -1.13 -0.18 -1.58 0.15924418 0.5428 -5.47
263459_at ankyrin-like protein --- AT2G31820 -1.21 -0.28 -1.58 0.15934312 0.5430 -5.47
AFFX-r2-Bs-ph B. subtilis /GEN=pheA /DB_XREF=--- --- -1.32 -0.40 -1.58 0.15933001 0.5430 -5.47
263074_at putative HMG protein  ;supported bHMGB4 AT2G17560 1.17 0.22 1.58 0.15943068 0.5430 -5.47
250396_at zinc finger -like protein CCHH fing --- AT5G10970 -1.34 -0.42 -1.58 0.15940233 0.5430 -5.47
256665_at hypothetical protein predicted by g --- AT3G20700 1.18 0.24 1.58 0.15944192 0.5430 -5.47
245811_at hypothetical protein similar to putat--- --- -1.14 -0.19 -1.58 0.15939294 0.5430 -5.47
245270_at tubulin alpha-6 chain (TUA6) ; sup TUA6 AT4G14960 1.28 0.35 1.58 0.1595049 0.5430 -5.47
259149_at putative phenylalanine ammonia-lyPAL4 AT3G10340 1.77 0.83 1.58 0.15949347 0.5430 -5.47
258690_at putative phosphatidylinositol-4-pho--- AT3G07960 -1.12 -0.17 -1.58 0.15962674 0.5432 -5.47
256432_at hypothetical protein similar to hypo--- AT3G10990 -1.11 -0.16 -1.58 0.15965687 0.5432 -5.47
250659_at MtN21 nodulin protein-like --- AT5G07050 -1.16 -0.22 -1.58 0.15963385 0.5432 -5.47
261874_at ethylene responsive element bindinERF3 AT1G50640 1.16 0.22 1.58 0.15961358 0.5432 -5.47
263236_at putative response regulator 3 simi ARR4 AT1G10470 -1.24 -0.31 -1.58 0.1597056 0.5433 -5.47
260529_at putative chloroplast protein CP12  CP12-1 AT2G47400 1.11 0.15 1.58 0.15971793 0.5433 -5.47
252178_at putative protein various predicted p--- AT3G50750 -1.36 -0.44 -1.58 0.1597731 0.5433 -5.48
256570_at unknown protein  ; supported by cD--- AT3G19540 -1.11 -0.15 -1.58 0.16019895 0.5433 -5.48
253792_at ammonium transporter - like prote AMT1;4 AT4G28700 -1.17 -0.22 -1.58 0.16017345 0.5433 -5.48
254886_at putative protein bp4A protein, BrasLCR17 AT4G11760 -1.14 -0.19 -1.58 0.15985038 0.5433 -5.48
258902_at putative pyruvate dehydrogenase PDK AT3G06483 -1.11 -0.15 -1.58 0.16022162 0.5433 -5.48
251825_at ABC transporter - like protein ATP--- AT3G55100 -1.14 -0.19 -1.58 0.16018232 0.5433 -5.48
256988_s_at adenosine triphosphatase, putativ --- AT3G28710 / 1.11 0.15 1.58 0.16000332 0.5433 -5.48
248484_at carbonyl reductase-like protein --- AT5G51030 1.11 0.14 1.58 0.1600884 0.5433 -5.48
253853_at putative diacylglycerol kinase (frag--- AT4G28130 -1.13 -0.17 -1.58 0.1599486 0.5433 -5.48
245051_at putative WRKY-type DNA-binding WRKY15 AT2G23320 1.35 0.43 1.58 0.16012689 0.5433 -5.48
255114_at putative protein various putative re --- --- -1.20 -0.26 -1.58 0.15991103 0.5433 -5.48
256942_at hypothetical protein similar to unknLSH4 AT3G23290 -1.44 -0.53 -1.58 0.16008819 0.5433 -5.48



247699_at GTP-binding protein ara-3 GTP-bi --- AT5G59840 1.25 0.32 1.58 0.15986599 0.5433 -5.48
256066_at hypothetical protein similar to hypo--- AT1G06980 -1.43 -0.51 -1.58 0.16007647 0.5433 -5.48
261966_x_at hypothetical protein similar to putat--- --- 1.12 0.17 1.58 0.16019074 0.5433 -5.48
257966_at unknown protein  ;supported by ful --- AT3G19800 -1.20 -0.27 -1.58 0.15998221 0.5433 -5.48
261888_at ribosomal protein, putative similar --- AT1G80800 1.15 0.20 1.58 0.15988923 0.5433 -5.48
264871_at pyruvate dehydrogenase E1 alpha IAR4 AT1G24180 1.25 0.32 1.58 0.16000196 0.5433 -5.48
266454_at putative bHLH transcription factor --- AT2G22750 1.14 0.19 1.58 0.16021148 0.5433 -5.48
247244_at putative protein similar to unknown--- AT5G64710 -1.12 -0.16 -1.58 0.16018 0.5433 -5.48
244970_at ribosomal protein L20 --- --- 1.26 0.33 1.58 0.16022366 0.5433 -5.48
260839_at unknown protein --- AT1G43690 -1.11 -0.15 -1.58 0.16025145 0.5433 -5.48
258687_at unknown protein --- AT3G07860 1.19 0.25 1.58 0.16038354 0.5433 -5.48
261685_at 3-beta-hydroxysteroid dehydrogenAT3BETAHAT1G47290 1.32 0.40 1.58 0.16030375 0.5433 -5.48
258915_at unknown protein similar to hypotheVPS60.1 AT3G10640 1.17 0.22 1.58 0.16036876 0.5433 -5.48
254626_at hypothetical protein  ; supported by--- AT4G18400 1.15 0.21 1.58 0.16037958 0.5433 -5.48
256913_at unknown protein --- AT3G23870 -1.24 -0.31 -1.58 0.16032915 0.5433 -5.48
247406_at response regulator 6 (ARR6)  ; supARR6 AT5G62920 -1.38 -0.47 -1.58 0.16066254 0.5442 -5.48
248079_at unknown protein --- AT5G55790 1.19 0.25 1.58 0.16070419 0.5443 -5.48
264304_at Expressed protein ; supported by f --- AT1G78895 1.17 0.22 1.58 0.16085837 0.5447 -5.48
267368_at citrate synthase similar to GB:X17ATCS AT2G44350 -1.15 -0.21 -1.58 0.16092224 0.5447 -5.48
252176_at protein kinase ATN1 -like protein p--- AT3G50720 -1.16 -0.21 -1.58 0.16096166 0.5447 -5.48
265224_at putative pectinesterase --- AT2G36710 -1.13 -0.18 -1.58 0.16094628 0.5447 -5.48
245739_at mitotic cyclin a2-type, putative simCYCA1;1 AT1G44110 1.12 0.16 1.58 0.16092446 0.5447 -5.48
266861_at putative choline kinase  ;supportedemb1187 AT2G26830 1.15 0.21 1.57 0.16103446 0.5449 -5.48
253506_at putative protein EREBP-4 homolo --- AT4G31980 -1.23 -0.30 -1.57 0.16106938 0.5449 -5.48
263117_at putative lipoamide dehydrogenase--- AT1G03040 -1.11 -0.15 -1.57 0.16110045 0.5450 -5.48
258585_at unknown protein C-term similar to emb2458 AT3G04340 1.13 0.18 1.57 0.16115244 0.5451 -5.48
266438_at putative carboxyphosphonoenolpy --- AT2G43180 1.17 0.23 1.57 0.16120289 0.5451 -5.48
255387_at putative nodulin similar to M. trunc--- AT4G03630 -1.18 -0.23 -1.57 0.16123455 0.5451 -5.48
267644_s_at unknown protein highly similar to T--- AT2G32870 / -1.21 -0.28 -1.57 0.16121491 0.5451 -5.48
247847_at putative protein predicted proteins --- AT5G58110 1.22 0.29 1.57 0.16128359 0.5452 -5.48
246900_at putative protein flavin-containing mYUC6 AT5G25620 -1.18 -0.24 -1.57 0.16130389 0.5452 -5.48
266094_at Expressed protein ; supported by f --- AT2G37975 1.15 0.20 1.57 0.16134108 0.5452 -5.48
245446_at enoyl-CoA hydratase --- AT4G16800 -1.14 -0.19 -1.57 0.16143734 0.5455 -5.48
246130_at putative protein various predicted --- --- -1.21 -0.27 -1.57 0.1615353 0.5457 -5.49
250993_at putative protein HSPC172, Homo --- AT5G02280 1.15 0.20 1.57 0.1615623 0.5457 -5.49



247658_at actin depolymerizing factor 3 - likeADF3 AT5G59880 1.11 0.15 1.57 0.16163459 0.5459 -5.49
267024_s_at putative aquaporin (plasma membrNIP2;1 AT2G29870 / -1.16 -0.22 -1.57 0.16166605 0.5459 -5.49
264503_at hypothetical protein Similar to Ara --- AT1G09410 -1.12 -0.16 -1.57 0.16171757 0.5460 -5.49
249685_at putative protein similar to unknownCCB3 AT5G36120 1.11 0.16 1.57 0.16186435 0.5460 -5.49
248913_at unknown protein  ;supported by ful --- AT5G45760 1.13 0.17 1.57 0.16183883 0.5460 -5.49
258444_at expressed protein supported by cDTIC AT3G22380 -1.13 -0.18 -1.57 0.16176636 0.5460 -5.49
244924_at hypothetical protein --- --- -1.14 -0.19 -1.57 0.16180261 0.5460 -5.49
247135_at auxin-induced protein-like --- AT5G66260 -1.10 -0.14 -1.57 0.16183305 0.5460 -5.49
249921_at reverse-transcriptase - like protein --- AT5G19270 -1.13 -0.17 -1.57 0.16189095 0.5460 -5.49
262104_at hypothetical protein predicted by g LPA1 AT1G02910 1.13 0.18 1.57 0.16188186 0.5460 -5.49
248782_at palmitoyl-protein thioesterase prec --- AT5G47340 -1.13 -0.18 -1.57 0.16193582 0.5460 -5.49
261452_s_at hypothetical protein predicted by g --- --- 1.13 0.18 1.57 0.16198739 0.5460 -5.49
247986_at unknown protein --- AT5G56880 -1.16 -0.22 -1.57 0.16198556 0.5460 -5.49
245431_at hypothetical protein --- AT4G17080 1.13 0.18 1.57 0.16195969 0.5460 -5.49
249651_at auxin response factor 8 (ARF8)  ; sARF8 AT5G37020 -1.26 -0.33 -1.57 0.16203635 0.5460 -5.49
266544_at similar to late embryogenesis abun--- AT2G35300 -1.11 -0.15 -1.57 0.16203351 0.5460 -5.49
249604_x_at putative protein RING-H2 finger pr--- AT5G37230 -1.14 -0.19 -1.57 0.16208558 0.5461 -5.49
251489_at putative protein putative proteins - --- AT3G59460 -1.15 -0.20 -1.57 0.16212193 0.5462 -5.49
259491_at chlorophyll binding protein, putativLHCB6 AT1G15820 1.15 0.20 1.57 0.1622417 0.5465 -5.49
264303_s_at E2, ubiquitin-conjugating enzyme, UBC35 AT1G16890 / 1.13 0.18 1.57 0.16227962 0.5465 -5.49
260638_at unknown protein similar to putative--- AT1G62390 1.24 0.31 1.57 0.16232563 0.5466 -5.49
248612_at putative protein contains similarity --- AT5G49530 -1.22 -0.28 -1.57 0.16234053 0.5466 -5.49
253202_at Expressed protein ; supported by f --- AT4G34555 1.29 0.37 1.57 0.16254088 0.5471 -5.49
253075_at putative disease resistance protein--- AT4G36150 1.12 0.16 1.57 0.16252961 0.5471 -5.49
263333_at unknown protein  ; supported by cD--- AT2G03890 1.19 0.25 1.57 0.16258721 0.5471 -5.49
255258_at contains similarity to Arabidopsis th--- AT4G05060 1.15 0.20 1.57 0.16264193 0.5471 -5.49
261712_at alcohol dehydrogenase, putative s--- AT1G32780 1.14 0.19 1.57 0.16266134 0.5471 -5.49
256879_at unknown protein similar to auxin-in--- AT3G26370 1.10 0.14 1.57 0.1626079 0.5471 -5.49
245636_at hypothetical protein similar to hypo--- AT1G25240 -1.17 -0.23 -1.57 0.16264568 0.5471 -5.49
247106_at WD repeat protein-like ;supported --- AT5G66240 1.15 0.20 1.57 0.16268587 0.5471 -5.49
259928_at DNA polymerase type I, putative s--- AT1G34380 1.24 0.31 1.57 0.16283802 0.5472 -5.49
255791_at plastid protein identical to GB:Z860DAL1 AT2G33430 1.19 0.25 1.57 0.16283394 0.5472 -5.49
257854_at putative CREB-binding protein sim HAC5 AT3G12980 -1.13 -0.18 -1.57 0.16288836 0.5472 -5.49
256525_at unknown protein ;supported by full --- AT1G66180 1.29 0.37 1.57 0.16287746 0.5472 -5.49
258753_at hypothetical protein predicted by g ATEXO70HAT3G09530 -1.10 -0.14 -1.57 0.16277183 0.5472 -5.49



257557_at terpene synthase-related protein, --- AT3G14490 -1.17 -0.23 -1.57 0.16278736 0.5472 -5.49
256001_at unknown protein contains similarity--- AT1G29850 -1.19 -0.25 -1.57 0.16285054 0.5472 -5.49
250588_at SMC-like protein --- AT5G07660 -1.12 -0.17 -1.57 0.16293364 0.5473 -5.49
AFFX-r2-Ec-bioE. coli /GEN=bioB /DB_XREF=gb:J--- --- -1.40 -0.48 -1.57 0.16295973 0.5473 -5.49
246789_at long-chain-fatty-acid--CoA ligase-lLACS7 AT5G27600 -1.12 -0.16 -1.57 0.16302067 0.5474 -5.49
249081_at protein phosphatase 2A 62 kDa B --- AT5G44090 1.13 0.18 1.57 0.16313397 0.5475 -5.49
251367_at SKP1 interacting partner 4 (SKIP4SKIP4 AT3G61350 1.16 0.21 1.57 0.16308785 0.5475 -5.49
253603_at putative protein SP8 binding proteWRKY32 AT4G30935 -1.11 -0.16 -1.57 0.16312862 0.5475 -5.49
251724_at putative protein --- AT3G56250 1.14 0.19 1.57 0.16308208 0.5475 -5.49
245321_at Expressed protein ; supported by f --- AT4G15545 -1.11 -0.15 -1.57 0.16321086 0.5476 -5.49
266295_at tubulin beta-7 chain identical to GBTUB7 AT2G29550 -1.29 -0.37 -1.56 0.16336735 0.5477 -5.50
260884_at unknown protein similar to unknow--- AT1G29240 1.35 0.43 1.56 0.16330367 0.5477 -5.49
245324_at lactate dehydrogenase (LDH1) ;su --- AT4G17260 -1.35 -0.43 -1.56 0.16329121 0.5477 -5.49
263673_at unknown protein --- AT2G04800 -1.22 -0.28 -1.56 0.16336494 0.5477 -5.50
256616_at hypothetical protein similar to unkn--- AT3G22260 1.22 0.28 1.56 0.16334435 0.5477 -5.50
263101_s_at hypothetical protein predicted by g --- AT2G05230 / -1.13 -0.17 -1.56 0.16334939 0.5477 -5.50
257129_at cytochrome P450, putative containCYP705A19AT3G20100 -1.24 -0.31 -1.56 0.16354019 0.5480 -5.50
262891_at ent-kaurene synthase, putative simGA2 AT1G79460 -1.23 -0.29 -1.56 0.16354935 0.5480 -5.50
265126_s_at hypothetical protein similar to hypo--- AT1G55380 / -1.14 -0.19 -1.56 0.16355513 0.5480 -5.50
246714_at putative protein predicted proteins --- AT5G28220 -1.11 -0.15 -1.56 0.16351719 0.5480 -5.50
258829_at putative Sec24-like COPII protein s--- AT3G07100 1.10 0.14 1.56 0.16358044 0.5480 -5.50
259238_at putative eukaryotic translation initiaEIF3G1 AT3G11400 1.13 0.18 1.56 0.16361975 0.5480 -5.50
259406_at hypothetical protein predicted by g --- AT1G17690 -1.11 -0.16 -1.56 0.16375147 0.5481 -5.50
259653_at unknown protein --- AT1G55240 -1.11 -0.15 -1.56 0.16380289 0.5481 -5.50
250341_at MAP3K delta-1 protein kinase --- AT5G11850 -1.11 -0.15 -1.56 0.16377643 0.5481 -5.50
249930_at synaptobrevin-like protein ATVAMP71AT5G22360 1.13 0.17 1.56 0.16382052 0.5481 -5.50
267160_at putative WD-40 repeat protein --- AT2G37670 1.11 0.15 1.56 0.16383423 0.5481 -5.50
263910_at hypothetical protein predicted by g --- AT2G36550 1.13 0.17 1.56 0.16376019 0.5481 -5.50
264810_at putative GPI-anchor transamidase --- AT1G08750 1.15 0.20 1.56 0.16379825 0.5481 -5.50
259775_at hypothetical protein predicted by g --- AT1G29530 1.24 0.31 1.56 0.16378504 0.5481 -5.50
257730_at unknown protein contains Pfam pro--- AT3G18420 -1.19 -0.26 -1.56 0.1641595 0.5489 -5.50
252916_at kinesin like protein kinesin-related --- AT4G38950 1.13 0.18 1.56 0.16419878 0.5489 -5.50
260499_at unknown protein  ; supported by cD--- AT2G41760 -1.12 -0.16 -1.56 0.16418648 0.5489 -5.50
247147_at putative protein contains similarity GTE7 AT5G65630 -1.19 -0.25 -1.56 0.16414106 0.5489 -5.50
266657_at unknown protein  ;supported by ful --- AT2G25910 -1.10 -0.14 -1.56 0.16416751 0.5489 -5.50



246065_at calcium-dependent protein kinase CPK34 AT5G19360 -1.13 -0.18 -1.56 0.1641297 0.5489 -5.50
259473_at hypothetical protein predicted by g --- AT1G19025 1.16 0.22 1.56 0.16437892 0.5494 -5.50
246489_at 14-3-3 protein GF14upsilon (grf5) iGRF5 AT5G16050 1.14 0.19 1.56 0.16453309 0.5496 -5.50
252653_at putative kinesin-like protein similar--- AT3G44730 1.14 0.19 1.56 0.16451102 0.5496 -5.50
248372_at putative protein similar to unknown--- AT5G51850 1.11 0.15 1.56 0.16453522 0.5496 -5.50
265695_at putative replication protein A1  ;supRPA2 AT2G24490 1.41 0.49 1.56 0.16453804 0.5496 -5.50
256446_at RING zinc finger protein contains --- AT3G11110 -1.24 -0.32 -1.56 0.16461444 0.5497 -5.50
256172_at hypothetical protein --- AT1G51745 -1.12 -0.16 -1.56 0.16462094 0.5497 -5.50
257073_at hypothetical protein predicted by g --- AT3G19650 -1.17 -0.23 -1.56 0.16468353 0.5498 -5.50
250916_at monodehydroascorbate reductaseATMDAR2 AT5G03630 -1.48 -0.56 -1.56 0.1648043 0.5499 -5.50
251871_at hypothetical protein --- AT3G54520 -1.10 -0.14 -1.56 0.16472 0.5499 -5.50
254900_at hypothetical protein RALFL28 AT4G11510 -1.11 -0.15 -1.56 0.16479818 0.5499 -5.50
251873_at putative protein KIAA0122 gene , --- AT3G54230 -1.10 -0.14 -1.56 0.16481638 0.5499 -5.50
265279_at hypothetical protein predicted by g --- AT2G28460 1.20 0.27 1.56 0.16479949 0.5499 -5.50
248199_at membrane related protein-like  ;su --- AT5G54170 -1.31 -0.39 -1.56 0.1648743 0.5499 -5.50
246710_at putative protein predicted proteins --- --- 1.11 0.15 1.56 0.1648633 0.5499 -5.50
249826_at iron superoxide dismutase 3 (gb|AAFSD3 AT5G23310 1.19 0.25 1.56 0.16494839 0.5500 -5.50
251540_at citrate synthase -like protein citrateCSY1 AT3G58740 -1.11 -0.14 -1.56 0.16494139 0.5500 -5.50
247640_at putative protein various predicted --- AT5G60610 1.13 0.18 1.56 0.16500688 0.5501 -5.50
260322_at unknown protein --- AT1G63900 1.13 0.18 1.56 0.16503115 0.5501 -5.50
257691_at hypothetical protein predicted by g FLA14 AT3G12660 -1.20 -0.26 -1.56 0.16509315 0.5502 -5.50
267165_at putative receptor-like protein kinas RLK AT2G37710 -1.36 -0.45 -1.56 0.16513947 0.5503 -5.51
259518_at hypothetical protein ; supported by OPCL1 AT1G20510 -1.42 -0.50 -1.56 0.16516413 0.5503 -5.51
263965_at putative retroelement pol polyprote--- --- -1.13 -0.18 -1.56 0.16523659 0.5505 -5.51
265633_at F-box protein family, AtFBL6 contaEBF1 AT2G25490 -1.16 -0.21 -1.56 0.1653285 0.5507 -5.51
265891_at putative thionin --- AT2G15010 -1.12 -0.17 -1.56 0.16538623 0.5508 -5.51
262958_at water stress-induced protein, puta --- AT1G54410 -1.15 -0.21 -1.56 0.16539929 0.5508 -5.51
249479_at germin - like protein probable germ--- AT5G38960 -1.17 -0.23 -1.56 0.16545895 0.5509 -5.51
252277_at alpha NAC-like protein Nascent poNACA2 AT3G49470 -1.10 -0.14 -1.55 0.16562294 0.5514 -5.51
252134_at putative protein  ; supported by cD --- AT3G50910 -1.36 -0.44 -1.55 0.16579966 0.5518 -5.51
245648_at F5A9.12 hypothetical protein --- --- -1.13 -0.18 -1.55 0.16577715 0.5518 -5.51
264173_at unknown protein --- AT1G02160 1.12 0.17 1.55 0.16583175 0.5518 -5.51
260819_at b-Zip DNA binding protein, putativ AtbZIP52 AT1G06850 -1.27 -0.34 -1.55 0.16609083 0.5518 -5.51
257516_at unknown protein ACR4 AT1G69040 1.22 0.29 1.55 0.16599737 0.5518 -5.51
267172_at unknown protein  ;supported by ful --- AT2G37660 1.17 0.23 1.55 0.16611398 0.5518 -5.51



258922_at putative 40S ribosomal protein S17--- AT3G10610 1.37 0.46 1.55 0.16603894 0.5518 -5.51
249142_at putative protein similar to unknown--- AT5G43230 -1.15 -0.20 -1.55 0.16598554 0.5518 -5.51
259918_at putative AP2 domain transcription --- AT1G72570 -1.11 -0.16 -1.55 0.16594104 0.5518 -5.51
266817_at hypothetical protein similar to hypoHUB1 AT2G44950 -1.18 -0.24 -1.55 0.16615632 0.5518 -5.51
257480_at hypothetical protein similar to putat--- AT1G15640 -1.26 -0.34 -1.55 0.16612966 0.5518 -5.51
253573_at putative protein BEM46 PROTEIN--- AT4G31020 -1.15 -0.21 -1.55 0.16590068 0.5518 -5.51
263897_at putative shikimate kinase precurso --- AT2G21940 -1.23 -0.30 -1.55 0.16614206 0.5518 -5.51
251385_at putative protein various predicted --- AT3G60790 1.14 0.18 1.55 0.1659463 0.5518 -5.51
256323_at unknown protein ; supported by cD--- AT1G54920 -1.18 -0.24 -1.55 0.16605881 0.5518 -5.51
249351_at MAP kinase kinase 3 (ATMKK3) 10ATMKK3 AT5G40440 -1.14 -0.19 -1.55 0.16606073 0.5518 -5.51
261043_at hypothetical protein similar to unkn--- AT1G01220 1.16 0.22 1.55 0.16636089 0.5520 -5.51
260039_at CLE12 CLAVATA3/ESR-Related 1CLE12 AT1G68795 -1.16 -0.21 -1.55 0.16621947 0.5520 -5.51
267189_at putative methionine aminopeptidasMAP2A AT2G44180 1.31 0.39 1.55 0.16627276 0.5520 -5.51
250860_at amino acid transport - like protein CAT6 AT5G04770 1.31 0.39 1.55 0.1663601 0.5520 -5.51
258873_at hypothetical protein similar to unkn--- AT3G03240 1.17 0.22 1.55 0.16634751 0.5520 -5.51
251765_at putative protein --- --- -1.14 -0.18 -1.55 0.16630167 0.5520 -5.51
255308_at putative component of vesicle-medNSF AT4G04910 1.15 0.21 1.55 0.16628753 0.5520 -5.51
263926_at hypothetical protein predicted by g ATEME1A AT2G21800 -1.15 -0.20 -1.55 0.16644063 0.5521 -5.51
250688_at transcription factor-like protein  ;su NF-YA10 AT5G06510 -1.12 -0.16 -1.55 0.16649023 0.5522 -5.51
255076_at putative protein RING-H2 zinc fing--- AT4G09130 1.12 0.16 1.55 0.16651055 0.5522 -5.51
264932_at hypothetical protein similar to hypo--- AT1G61240 1.19 0.25 1.55 0.1667538 0.5529 -5.51
251935_at fructokinase - like protein fructokin--- AT3G54090 1.20 0.26 1.55 0.16679057 0.5530 -5.51
252934_at Inositol monophosphatase - like p IMPL2 AT4G39120 1.18 0.24 1.55 0.16684793 0.5530 -5.51
263554_at putative Ta11-like non-LTR retroele--- --- -1.24 -0.31 -1.55 0.16688176 0.5530 -5.51
258769_at putative alpha-hydroxynitrile lyase MES17 AT3G10870 -1.24 -0.31 -1.55 0.16685811 0.5530 -5.51
264574_at putative zinc transporter Similar to ZIP5 AT1G05300 -1.30 -0.37 -1.55 0.16691336 0.5531 -5.51
246042_at cinnamyl-alcohol dehydrogenase ---- AT5G19440 -1.32 -0.41 -1.55 0.16696968 0.5531 -5.52
263923_at Expressed protein ; supported by c--- AT2G36485 -1.19 -0.25 -1.55 0.16697435 0.5531 -5.52
265790_at putative amino acid or GABA permBAT1 AT2G01170 -1.19 -0.25 -1.55 0.16707339 0.5534 -5.52
258871_at putative 26S proteosome regulator --- AT3G03060 -1.33 -0.41 -1.55 0.16724983 0.5535 -5.52
250935_at polyubiquitin (UBQ3) identical to GUBQ3 AT5G03240 1.23 0.30 1.55 0.16729996 0.5535 -5.52
265002_at putative lysine/histidine-specific peLHT2 AT1G24400 -1.20 -0.27 -1.55 0.16725443 0.5535 -5.52
246364_at hypothetical protein --- --- -1.11 -0.15 -1.55 0.16716919 0.5535 -5.52
247152_at oligopeptidase A  ; supported by cD--- AT5G65620 1.11 0.15 1.55 0.16720848 0.5535 -5.52
267449_at hypothetical protein predicted by g --- AT2G33690 -1.10 -0.14 -1.55 0.16730872 0.5535 -5.52



258581_at hypothetical protein predicted by g --- AT3G04160 1.12 0.17 1.55 0.16730208 0.5535 -5.52
266018_at putative preprotein translocase SESCY1 AT2G18710 1.11 0.16 1.55 0.16723589 0.5535 -5.52
266912_at hypothetical protein predicted by g --- AT2G45900 1.57 0.65 1.55 0.16744239 0.5539 -5.52
249122_at putative protein similar to unknownARD4 AT5G43850 -1.20 -0.26 -1.55 0.16762099 0.5544 -5.52
262338_at Expressed protein ; supported by f --- AT1G64185 1.19 0.25 1.55 0.1676457 0.5544 -5.52
259505_at hypothetical protein contains simila--- AT1G15810 1.18 0.23 1.55 0.16772513 0.5545 -5.52
266384_at hypothetical protein predicted by g --- AT2G14660 -1.15 -0.20 -1.55 0.16772996 0.5545 -5.52
252520_at receptor-like protein kinase homol --- AT3G46370 -1.33 -0.41 -1.55 0.16776763 0.5545 -5.52
252214_at putative protein EREBP-3 homolo CEJ1 AT3G50260 1.36 0.44 1.55 0.16787074 0.5545 -5.52
248367_at actin depolymerizing factor-like  ;suADF10 AT5G52360 -1.16 -0.21 -1.55 0.16782401 0.5545 -5.52
254818_at pEARLI 1-like protein Arabidopsis --- AT4G12470 1.69 0.75 1.55 0.16789106 0.5545 -5.52
263498_at unknown protein  ; supported by cDLSH10 AT2G42610 -1.80 -0.85 -1.55 0.16790066 0.5545 -5.52
260035_at peroxidase ATP23a identical to pe --- AT1G68850 1.25 0.32 1.55 0.16791611 0.5545 -5.52
252639_at acyl CoA reductase -like protein a FAR5 AT3G44550 1.10 0.14 1.55 0.16787451 0.5545 -5.52
265295_at putative DNA replication licensing fMCM9 AT2G14050 1.16 0.21 1.54 0.16800267 0.5547 -5.52
250466_at putative protein TETRATRICOPEP--- AT5G10090 -1.11 -0.15 -1.54 0.16804595 0.5548 -5.52
263957_at unknown protein  ; supported by cD--- AT2G35880 1.12 0.16 1.54 0.16808834 0.5549 -5.52
265382_at putative gluconokinase  ;supported--- AT2G16790 1.25 0.32 1.54 0.168124 0.5549 -5.52
267205_at unknown protein --- AT2G30820 -1.14 -0.19 -1.54 0.16819746 0.5550 -5.52
253541_at putative protein various predicted --- AT4G31630 -1.11 -0.16 -1.54 0.16821329 0.5550 -5.52
254592_at heat shock transcription factor - likHSF A4A AT4G18880 1.47 0.55 1.54 0.1683495 0.5552 -5.52
255176_s_at putative DNA-directed RNA polym--- AT1G01210 / 1.13 0.17 1.54 0.16829814 0.5552 -5.52
259087_at hypothetical protein, contains Dna--- AT3G04980 1.10 0.14 1.54 0.1683498 0.5552 -5.52
260863_at hypothetical protein predicted by g --- --- -1.20 -0.27 -1.54 0.16832255 0.5552 -5.52
261152_at hypothetical protein predicted by g --- AT1G04930 -1.21 -0.27 -1.54 0.16839712 0.5552 -5.52
246469_at putative protein predicted protein, --- AT5G17070 -1.12 -0.17 -1.54 0.16850758 0.5554 -5.52
255837_at unknown protein RIC1 AT2G33460 -1.13 -0.18 -1.54 0.16849465 0.5554 -5.52
252318_at glutamate-1-semialdehyde aminotrGSA2 AT3G48730 1.22 0.28 1.54 0.16848131 0.5554 -5.52
248570_at receptor protein kinase-like --- AT5G49780 -1.12 -0.16 -1.54 0.16853913 0.5554 -5.52
264594_at hypothetical protein ; supported by ATSERAT3AT2G17640 1.14 0.19 1.54 0.16875811 0.5554 -5.52
253037_at putative protein other predicted AraGAUT3 AT4G38270 -1.13 -0.17 -1.54 0.16879615 0.5554 -5.52
266272_at hypothetical protein predicted by g --- AT2G29600 -1.13 -0.18 -1.54 0.16877798 0.5554 -5.52
251797_at putative protein AT-hook protein 1AGF2 AT3G55560 1.18 0.24 1.54 0.16869546 0.5554 -5.52
256669_s_at hypothetical protein similar to hypo--- AT3G32200 / -1.15 -0.21 -1.54 0.1687036 0.5554 -5.52
264718_at receptor-like kinase, putative simil --- AT1G70130 -1.11 -0.15 -1.54 0.16867571 0.5554 -5.52



262759_at unknown protein --- AT1G10800 -1.12 -0.16 -1.54 0.16861185 0.5554 -5.52
250511_at putative protein similar to unknown--- AT5G09960 1.13 0.18 1.54 0.1686464 0.5554 -5.52
246999_at photoreceptor-interacting protein-li NPY3 AT5G67440 1.26 0.34 1.54 0.16872256 0.5554 -5.52
259231_at protein phosphatase 2C (PP2C) id PP2CA AT3G11410 -1.25 -0.33 -1.54 0.1687527 0.5554 -5.52
266268_at unknown protein predicted by gene--- AT2G29510 1.12 0.16 1.54 0.16888445 0.5556 -5.53
247949_at cytochrome P450 CYP81F2 AT5G57220 1.79 0.84 1.54 0.16902708 0.5556 -5.53
250339_at NADP dependent malic enzyme - ATNADP-MAT5G11670 -1.18 -0.24 -1.54 0.16905511 0.5556 -5.53
260523_at putative salt-inducible protein EMB2654 AT2G41720 1.19 0.26 1.54 0.16908539 0.5556 -5.53
265389_at putative riboflavin synthase alpha c--- AT2G20690 -1.15 -0.20 -1.54 0.16890958 0.5556 -5.53
263381_at putative MADS-box protein AGL48 AT2G40210 -1.12 -0.16 -1.54 0.1690771 0.5556 -5.53
260728_at Pto kinase interactor 1, putative si --- AT1G48210 1.28 0.36 1.54 0.16910428 0.5556 -5.53
253434_at potassium channel - protein AKT5 AT4G32500 -1.13 -0.17 -1.54 0.16907992 0.5556 -5.53
244986_at ribosomal protein S19 --- --- 1.22 0.29 1.54 0.16904152 0.5556 -5.53
248339_at prolyl tRNA synthetase OVA6 AT5G52520 1.14 0.19 1.54 0.16907665 0.5556 -5.53
259948_at unknown protein similar to LIGATI --- AT1G71350 1.21 0.27 1.54 0.16924112 0.5557 -5.53
248308_at putative protein similar to unknown--- AT5G52530 1.12 0.17 1.54 0.16920543 0.5557 -5.53
255518_at putative pectinesterase similar to s --- AT4G02300 -1.14 -0.19 -1.54 0.16920772 0.5557 -5.53
259506_at protein phosphatase type 2C, puta--- AT1G43900 -1.13 -0.17 -1.54 0.16915483 0.5557 -5.53
248200_at O-methyltransferase  ;supported byATOMT1 AT5G54160 -1.41 -0.49 -1.54 0.16923551 0.5557 -5.53
256035_at Ran-binding protein (atranbp1a) id SIRANBP AT1G07140 1.15 0.20 1.54 0.1695551 0.5566 -5.53
258970_at putative serine carboxypeptidase pscpl49 AT3G10410 -1.18 -0.24 -1.54 0.16970812 0.5568 -5.53
252304_at hypothetical protein --- AT3G49230 -1.10 -0.14 -1.54 0.16970858 0.5568 -5.53
260389_at Expressed protein ; supported by f --- AT1G74055 1.20 0.27 1.54 0.16962643 0.5568 -5.53
256214_x_at hypothetical protein predicted by g --- AT1G51000 -1.13 -0.17 -1.54 0.16972173 0.5568 -5.53
253158_at putative protein protein kinase 6, G--- AT4G35780 1.17 0.23 1.54 0.16969798 0.5568 -5.53
264446_at putative nuclear transport factor siNTF2A AT1G27310 1.14 0.19 1.54 0.16983152 0.5570 -5.53
252988_at putative cold-regulated protein col --- AT4G38410 1.27 0.34 1.54 0.16984559 0.5570 -5.53
249053_at berberine bridge enzyme-like prote--- AT5G44440 1.15 0.20 1.54 0.16986566 0.5570 -5.53
262521_at unknown protein Location of est 27--- AT1G17130 -1.13 -0.18 -1.54 0.16995463 0.5571 -5.53
261162_at hypothetical protein predicted by g --- AT1G34440 -1.15 -0.21 -1.54 0.16997517 0.5571 -5.53
261134_at cytochrome P450, putative similar CYP722A1 AT1G19630 -1.12 -0.17 -1.54 0.17004486 0.5571 -5.53
260660_at hypothetical protein contains Pfam --- AT1G19485 -1.16 -0.22 -1.54 0.1699353 0.5571 -5.53
251937_at putative protein predicted protein, CPuORF46AT3G53400 / -1.48 -0.57 -1.54 0.16991647 0.5571 -5.53
251807_at methionyl-tRNA synthetase (AtcpMOVA1 AT3G55400 1.17 0.22 1.54 0.17004282 0.5571 -5.53
262360_at receptor protein kinase, putative s --- AT1G73080 / -1.67 -0.74 -1.54 0.17004742 0.5571 -5.53



265638_at similar to PIG-L --- AT2G27340 1.12 0.17 1.54 0.17008687 0.5571 -5.53
252922_at putative protein --- AT4G39040 1.13 0.17 1.54 0.17016364 0.5573 -5.53
245361_at hypothetical protein ;supported by --- AT4G17790 1.27 0.34 1.54 0.17021672 0.5574 -5.53
261484_at E2, ubiquitin-conjugating enzyme UBC1 AT1G14400 1.12 0.16 1.54 0.17026682 0.5574 -5.53
248887_at Expressed protein ; supported by f --- AT5G46115 -1.14 -0.19 -1.54 0.17024929 0.5574 -5.53
263111_s_at hypothetical protein contains simila--- AT1G65190 / -1.19 -0.25 -1.53 0.17037157 0.5576 -5.53
259471_at hypothetical protein contains simila--- AT1G19040 -1.10 -0.14 -1.53 0.17043133 0.5578 -5.53
254859_at putative protein Arabidopsis thalia --- AT4G12060 1.17 0.23 1.53 0.17051951 0.5580 -5.53
252349_at cell division cycle protein 23 homoAPC8 AT3G48150 1.22 0.29 1.53 0.17054254 0.5580 -5.53
248795_at Myb-related transcription activator---- AT5G47390 1.11 0.15 1.53 0.17077707 0.5580 -5.54
247173_at poly(A)-binding protein II-like  ; sup--- AT5G65260 1.15 0.21 1.53 0.17065232 0.5580 -5.53
246733_at serine protease-like protein serine --- AT5G27660 -1.14 -0.19 -1.53 0.17077399 0.5580 -5.54
252275_at ubiquitin-specific protease 26 (UB UBP26 AT3G49600 -1.19 -0.25 -1.53 0.17072723 0.5580 -5.54
267577_at unknown protein  ; supported by cD--- AT2G30710 1.10 0.14 1.53 0.17064154 0.5580 -5.53
262344_at cytochrome b245 beta chain homoATRBOH F AT1G64060 -1.41 -0.50 -1.53 0.17068101 0.5580 -5.54
244973_at PSII T protein --- --- -1.33 -0.41 -1.53 0.17068224 0.5580 -5.54
255272_at putative protein (ubiquitin like) to va--- AT4G05270 -1.10 -0.14 -1.53 0.17078218 0.5580 -5.54
254028_s_at putative protein N.crassa mRNA foORP4B AT4G25850 / 1.12 0.16 1.53 0.17076481 0.5580 -5.54
260712_at protein phosphatase 2C, putative HAB2 AT1G17550 1.18 0.24 1.53 0.17084493 0.5581 -5.54
255477_at coded for by A. thaliana cDNA R64--- AT4G02370 1.17 0.23 1.53 0.17090415 0.5583 -5.54
246698_at putative protein --- --- -1.12 -0.16 -1.53 0.17095178 0.5583 -5.54
253184_at putative protein protein kinase AP BSK1 AT4G35230 1.14 0.19 1.53 0.17117944 0.5587 -5.54
262533_at hypothetical protein Pfam --- AT1G17090 1.14 0.19 1.53 0.17116464 0.5587 -5.54
246047_at putative protein predicted proteins --- --- -1.13 -0.18 -1.53 0.17109419 0.5587 -5.54
254623_at protein ch-42 precursor, chloropla CHLI1 AT4G18480 1.18 0.24 1.53 0.17120832 0.5587 -5.54
265906_at hypothetical protein predicted by g --- AT2G25565 -1.14 -0.18 -1.53 0.17113758 0.5587 -5.54
AFFX-DapX-M_B. subtilis /GEN=dapB, jojF /DB_X --- --- -1.22 -0.29 -1.53 0.17121507 0.5587 -5.54
253544_at hypothetical protein --- AT4G31280 -1.11 -0.15 -1.53 0.17124641 0.5587 -5.54
255969_at Expressed protein ; supported by f --- AT1G22330 -1.28 -0.36 -1.53 0.1713277 0.5587 -5.54
252410_at putative protein br-1 protein (NITRNOA1 AT3G47450 1.16 0.22 1.53 0.17134465 0.5587 -5.54
AFFX-ThrX-M_ B. subtilis /GEN=thrC, thrB /DB_XR--- --- -1.32 -0.40 -1.53 0.17133999 0.5587 -5.54
245507_at hypothetical protein --- AT4G15710 1.18 0.23 1.53 0.17134527 0.5587 -5.54
261911_at ribosomal protein L7, putative sim --- AT1G80750 1.27 0.35 1.53 0.17140271 0.5588 -5.54
248446_at putative protein similar to unknown--- AT5G51140 1.12 0.17 1.53 0.17152868 0.5592 -5.54
264938_at unknown protein contains similarity--- AT1G60610 1.13 0.18 1.53 0.17158064 0.5593 -5.54



253419_at putative protein predicted proteins --- AT4G32780 -1.15 -0.20 -1.53 0.17160271 0.5593 -5.54
257901_at hypothetical protein predicted by g --- --- -1.13 -0.17 -1.53 0.1716365 0.5593 -5.54
258276_at putative signal peptidase 21kDa su--- AT3G15710 -1.16 -0.21 -1.53 0.17167606 0.5593 -5.54
257889_at S1 self-incompatibility protein, put --- AT3G17080 -1.16 -0.21 -1.53 0.17175488 0.5595 -5.54
262909_at serine/threonine protein phosphataPP2A-1 AT1G59830 1.14 0.19 1.53 0.17180997 0.5596 -5.54
267241_at hypothetical protein predicted by g --- AT2G02490 / -1.11 -0.15 -1.53 0.17184883 0.5596 -5.54
264622_at putative vacuolar sorting protein 35VPS35A AT2G17790 -1.14 -0.19 -1.53 0.17186762 0.5596 -5.54
245442_at hypothetical protein --- AT4G16710 1.11 0.15 1.53 0.17190742 0.5597 -5.54
252358_at putative protein cfxY protein, Alcal--- AT3G48425 1.12 0.16 1.53 0.1719795 0.5598 -5.54
265403_at putative Ta11-like non-LTR retroele--- --- -1.14 -0.19 -1.53 0.17204617 0.5599 -5.54
250701_at bZIP transcription factor-like protei --- AT5G06839 -1.14 -0.19 -1.53 0.17207984 0.5599 -5.54
259627_at unknown protein ; supported by cD--- AT1G42960 1.14 0.20 1.53 0.1720773 0.5599 -5.54
261093_at non-LTR reverse transcriptase, puAT1G62880--- 1.16 0.21 1.53 0.17212282 0.5600 -5.54
267304_at putative Fe(II) transport protein ZIP6 AT2G30080 -1.17 -0.23 -1.53 0.17219409 0.5601 -5.54
266630_at putative serpin --- AT2G35580 1.11 0.16 1.53 0.17223291 0.5602 -5.54
254751_at hypothetical protein --- AT4G13150 -1.12 -0.16 -1.53 0.17232397 0.5603 -5.54
251354_at putative protein hypothetical prote --- AT3G61090 -1.11 -0.15 -1.53 0.17232691 0.5603 -5.54
260109_at hypothetical protein predicted by g TET10 AT1G63260 -1.16 -0.22 -1.53 0.17238265 0.5604 -5.54
264209_at RAS-related protein, RAB7 identicRABG3B AT1G22740 1.16 0.21 1.53 0.17241248 0.5605 -5.54
254356_at hypothetical protein  ;supported by --- AT4G22190 -1.16 -0.21 -1.53 0.17247452 0.5606 -5.54
256016_at hypothetical protein predicted by g --- AT1G19240 1.15 0.21 1.53 0.17256964 0.5608 -5.54
262964_at hypothetical protein predicted by g --- AT1G54380 1.20 0.27 1.53 0.17266224 0.5610 -5.55
262028_at DNA binding protein, putative simi --- AT1G35560 -1.12 -0.16 -1.52 0.17283938 0.5615 -5.55
264770_at unknown protein similar to unknow--- AT1G23030 -1.30 -0.38 -1.52 0.17291503 0.5616 -5.55
251854_at putative protein various predicted --- AT3G54800 -1.12 -0.16 -1.52 0.17292661 0.5616 -5.55
266079_at unknown protein LCD1 AT2G37860 -1.16 -0.22 -1.52 0.17292303 0.5616 -5.55
267071_at unknown protein --- AT2G40980 -1.12 -0.16 -1.52 0.17299942 0.5617 -5.55
252281_at putative protein various predicted p--- AT3G49320 1.18 0.24 1.52 0.17306199 0.5618 -5.55
248972_at putative protein similar to unknownATDSS1(V)AT5G45010 1.22 0.29 1.52 0.17307245 0.5618 -5.55
256512_at Expressed protein ; supported by f --- AT1G33265 1.16 0.21 1.52 0.17309878 0.5618 -5.55
259553_x_at hypothetical protein ATEXT3 AT1G21310 1.36 0.44 1.52 0.17314241 0.5619 -5.55
264753_at receptor kinase, putative similar to--- AT1G61490 1.10 0.14 1.52 0.17317876 0.5619 -5.55
252291_s_at peroxidase  ;supported by full-leng PRXCB AT3G49110 / -1.26 -0.33 -1.52 0.17322589 0.5619 -5.55
259191_at unknown protein --- AT3G01720 -1.16 -0.22 -1.52 0.17325904 0.5619 -5.55
252718_at putative protein predicted proteins --- AT3G43940 -1.14 -0.19 -1.52 0.17326299 0.5619 -5.55



248142_at putative protein similar to unknown--- AT5G55040 -1.12 -0.16 -1.52 0.17329585 0.5620 -5.55
254128_at ubiquitin-specific protease 16 (UB UBP16 AT4G24560 -1.10 -0.14 -1.52 0.17332933 0.5620 -5.55
255797_at putative steroid dehydrogenase  ; s--- AT2G33630 1.20 0.26 1.52 0.17336851 0.5620 -5.55
260057_at putative protein phosphatase 2C s --- AT1G78200 1.11 0.16 1.52 0.17342689 0.5621 -5.55
245988_at putative protein predicted protein, --- AT5G20610 -1.18 -0.23 -1.52 0.17346078 0.5621 -5.55
253737_at Expressed protein ; supported by f --- AT4G28703 1.42 0.51 1.52 0.17342621 0.5621 -5.55
263135_at flavanone 3-hydroxylase, putative --- AT1G78550 1.17 0.22 1.52 0.1734693 0.5621 -5.55
245891_at amino acid transport protein AAP2 AAP2 AT5G09220 -1.39 -0.47 -1.52 0.17350914 0.5621 -5.55
254258_at hypothetical protein TET5 AT4G23410 1.16 0.21 1.52 0.17362097 0.5624 -5.55
255956_at Expressed protein ; supported by f DD46 AT1G22015 -1.14 -0.19 -1.52 0.1736675 0.5625 -5.55
259483_at hypothetical protein predicted by g --- AT1G43980 -1.12 -0.16 -1.52 0.1737485 0.5626 -5.55
267285_at unknown protein --- AT2G23690 -1.24 -0.31 -1.52 0.17393088 0.5631 -5.55
263759_at hypothetical protein predicted by g --- AT2G21290 1.14 0.18 1.52 0.17408116 0.5634 -5.55
262071_at unknown protein ;supported by full CF9 AT1G59510 1.15 0.20 1.52 0.1741298 0.5634 -5.55
254674_at EREBP - like protein EREBP-1 (E --- AT4G18450 -1.10 -0.14 -1.52 0.17405953 0.5634 -5.55
247451_at MYB99  ; supported by cDNA: gi_1ATMYB99 AT5G62320 1.14 0.19 1.52 0.17404899 0.5634 -5.55
250035_at putative protein contains similarity --- AT5G18230 1.11 0.15 1.52 0.17412593 0.5634 -5.55
251579_at putative protein Bet1 homolog - RaBS14A AT3G58170 1.12 0.16 1.52 0.17430558 0.5638 -5.55
249779_at putative protein similar to unknown--- AT5G24230 -1.12 -0.16 -1.52 0.17429625 0.5638 -5.55
260946_at hypothetical protein predicted by g --- AT1G06010 1.15 0.20 1.52 0.17437166 0.5639 -5.55
246004_at germin-like protein  ; supported by GER3 AT5G20630 3.09 1.63 1.52 0.17446112 0.5641 -5.55
251161_at putative protein hypothetical prote --- AT3G63290 1.14 0.19 1.52 0.1745264 0.5642 -5.56
252547_at putative protein many predicted pr--- AT3G45840 -1.15 -0.20 -1.52 0.17452845 0.5642 -5.56
253875_at putative protein ENOD20 gene, M --- AT4G27520 -1.28 -0.35 -1.52 0.17476412 0.5646 -5.56
256268_at retinoblastoma-related protein, pu RBR1 AT3G12280 1.17 0.23 1.52 0.17471599 0.5646 -5.56
247970_at cytosolic malate dehydrogenase --- AT5G56720 -1.12 -0.17 -1.52 0.17473892 0.5646 -5.56
247651_at histone H2A - like protein histone HTA6 AT5G59870 1.64 0.71 1.52 0.17476132 0.5646 -5.56
249240_at putative protein similar to unknown--- AT5G42220 -1.16 -0.21 -1.52 0.17478525 0.5646 -5.56
255822_at putative expansin  ;supported by fuATEXPA8 AT2G40610 2.63 1.39 1.52 0.17482944 0.5647 -5.56
256325_at hypothetical protein --- AT3G02330 -1.15 -0.20 -1.52 0.17491167 0.5648 -5.56
250541_at putative proline-rich protein surfac --- AT5G09520 1.25 0.32 1.52 0.17491944 0.5648 -5.56
257894_at unknown protein ; supported by cD--- AT3G17100 1.27 0.34 1.52 0.17500691 0.5649 -5.56
258741_at Lon protease, putative similar to L LON4 AT3G05790 -1.11 -0.15 -1.52 0.17498843 0.5649 -5.56
246943_at putative protein kinase serine/thre --- AT5G25440 -1.22 -0.28 -1.52 0.17513905 0.5650 -5.56
264262_at Expressed protein ; supported by f --- AT1G09200 1.71 0.77 1.52 0.17516166 0.5650 -5.56



249918_at putative protein predicted protein, --- AT5G19240 -1.47 -0.55 -1.52 0.17511106 0.5650 -5.56
254172_at clathrin coat assembly like protein --- AT4G24550 1.11 0.16 1.52 0.17507033 0.5650 -5.56
259021_at hypothetical protein predicted by g --- AT3G07540 1.26 0.33 1.52 0.17514818 0.5650 -5.56
253655_at Expressed protein ;supported by c LCR59 AT4G30070 1.10 0.14 1.52 0.17505633 0.5650 -5.56
247837_at N-hydroxycinnamoyl/benzoyltransf --- AT5G57840 -1.18 -0.24 -1.52 0.17522213 0.5651 -5.56
254299_at hypothetical protein  ;supported by NYE1 AT4G22920 1.28 0.35 1.51 0.17543019 0.5653 -5.56
247271_at nuclear protein-like --- AT5G64270 1.15 0.20 1.51 0.17543409 0.5653 -5.56
253700_at threonine synthase MTO2 AT4G29840 -1.20 -0.27 -1.51 0.17539865 0.5653 -5.56
262128_at late embryogenesis-abundant prot--- AT1G52690 -2.11 -1.08 -1.51 0.17542808 0.5653 -5.56
255985_at putative protein contains similarity --- AT1G34150 1.11 0.15 1.51 0.17531507 0.5653 -5.56
250910_at heat shock transcription factor -likeHSFA3 AT5G03720 1.44 0.52 1.51 0.17541124 0.5653 -5.56
245797_at defective chloroplasts and leaves --- AT1G45230 1.09 0.13 1.51 0.17579734 0.5656 -5.56
248631_at putative protein strong similarity to --- AT5G49000 -1.16 -0.21 -1.51 0.17566861 0.5656 -5.56
265375_at unknown protein  ;supported by ful VPS2.1 AT2G06530 -1.17 -0.22 -1.51 0.17575261 0.5656 -5.56
253079_s_at putative protein F56F10.1, Caeno --- AT4G36190 / -1.18 -0.24 -1.51 0.17558402 0.5656 -5.56
250964_at putative protein various predicted --- AT5G03010 -1.16 -0.21 -1.51 0.17580813 0.5656 -5.56
261171_at unknown protein --- AT1G04880 -1.12 -0.17 -1.51 0.17573592 0.5656 -5.56
262823_at ATP-dependent Clp protease proteCLPP6 AT1G11750 1.12 0.17 1.51 0.17575464 0.5656 -5.56
265003_at protein kinase, putative similar to p--- AT1G26970 1.10 0.13 1.51 0.17580272 0.5656 -5.56
250898_at putative protein  ; supported by cD ADK2 AT5G03300 1.17 0.22 1.51 0.17576383 0.5656 -5.56
256719_at En/Spm-like transposon protein rel --- --- -1.12 -0.17 -1.51 0.17567766 0.5656 -5.56
251972_at nodulin / glutamate-ammonia ligas--- AT3G53170 1.14 0.19 1.51 0.17574552 0.5656 -5.56
252574_at receptor like protein kinase recept --- AT3G45430 -1.14 -0.19 -1.51 0.17591517 0.5659 -5.56
262758_at hypothetical protein predicted by g --- AT1G10780 1.14 0.18 1.51 0.17596144 0.5659 -5.56
249406_at putative protein MtN21, Medicago --- AT5G40210 -1.15 -0.21 -1.51 0.17599455 0.5660 -5.56
255569_at putative CAAX prenyl protease  ; s ATSTE24 AT4G01320 1.12 0.16 1.51 0.17601467 0.5660 -5.56
249112_at ATP sulfurylase precursor (gb|AADAPS4 AT5G43780 -1.26 -0.34 -1.51 0.17608589 0.5660 -5.56
252112_at putative protein merozoite surface--- AT3G51580 -1.15 -0.20 -1.51 0.17607706 0.5660 -5.56
264307_at hypothetical protein contains simila--- AT1G61900 1.16 0.21 1.51 0.17614496 0.5661 -5.56
266839_at unknown protein ELF3 AT2G25930 1.11 0.16 1.51 0.17628186 0.5665 -5.56
264361_at unknown protein Strong similarity t --- AT1G03300 1.13 0.18 1.51 0.17636275 0.5667 -5.56
247113_at unknown protein ;supported by full --- AT5G65960 1.13 0.17 1.51 0.1763802 0.5667 -5.56
257017_at beta-xylosidase, putative similar to--- AT3G19620 -1.12 -0.17 -1.51 0.17645817 0.5668 -5.57
261284_at hypothetical protein predicted by g --- --- -1.14 -0.19 -1.51 0.17651422 0.5669 -5.57
259789_at Expressed protein ; supported by f COR414-TMAT1G29395 1.14 0.19 1.51 0.17660316 0.5669 -5.57



246220_at putative protein ; supported by cDN--- AT4G37210 1.11 0.16 1.51 0.17656145 0.5669 -5.57
250654_at receptor protein kinase-like protein --- AT5G06940 1.14 0.19 1.51 0.17662053 0.5669 -5.57
246872_at extensin - like protein hydroxyprol --- AT5G26080 1.15 0.20 1.51 0.17658872 0.5669 -5.57
245528_at pyruvate,orthophosphate dikinase PPDK AT4G15530 1.16 0.22 1.51 0.17669007 0.5670 -5.57
260676_at integral membrane protein, putativ--- AT1G19450 -1.26 -0.34 -1.51 0.17705524 0.5670 -5.57
259089_at hypothetical protein similar to GB:C--- AT3G04960 1.12 0.17 1.51 0.176861 0.5670 -5.57
249198_s_at putative protein similar to unknown--- AT5G42350 / 1.13 0.17 1.51 0.17697359 0.5670 -5.57
266847_at hypothetical protein predicted by g emb1345 AT2G26060 1.16 0.22 1.51 0.17682263 0.5670 -5.57
249635_at putative glucan synthase glucan syATGSL09 AT5G36870 -1.13 -0.18 -1.51 0.17687748 0.5670 -5.57
247317_at putative protein contains similarity anac103 AT5G64060 -1.14 -0.19 -1.51 0.17718362 0.5670 -5.57
262084_at hypothetical protein predicted by g --- AT1G56080 -1.14 -0.20 -1.51 0.1768745 0.5670 -5.57
259974_at putative phosphate transporter sim--- AT1G76430 -1.16 -0.22 -1.51 0.17712919 0.5670 -5.57
250380_at putative protein --- AT5G11600 1.13 0.17 1.51 0.17675236 0.5670 -5.57
258452_at alternative oxidase 1a precursor id AOX1A AT3G22370 -1.48 -0.57 -1.51 0.17715221 0.5670 -5.57
249555_at putative protein predicted protein, --- AT5G38300 -1.13 -0.18 -1.51 0.17703161 0.5670 -5.57
251203_at putative protein putative transcript --- AT3G63070 -1.11 -0.15 -1.51 0.17694963 0.5670 -5.57
255149_at KNAT1 homeobox-like protein KNAT1 AT4G08150 -1.14 -0.19 -1.51 0.17672657 0.5670 -5.57
253625_at signal recognition particle recepto --- AT4G30600 -1.11 -0.15 -1.51 0.17698677 0.5670 -5.57
256294_at unknown protein --- AT1G69450 -1.15 -0.21 -1.51 0.17714998 0.5670 -5.57
259539_at axi 1 protein, putative similar to ax--- AT1G20550 1.14 0.19 1.51 0.17670749 0.5670 -5.57
259502_at unknown protein ; supported by cD--- AT1G15670 1.29 0.37 1.51 0.17709297 0.5670 -5.57
265361_at putative retroelement pol polyprote--- --- 1.12 0.16 1.51 0.17717846 0.5670 -5.57
256156_at phosphoinositide specific phospho ATPLC2 AT3G08510 -1.12 -0.17 -1.51 0.17714289 0.5670 -5.57
259499_at PRLI-interacting factor L, putative --- AT1G15730 1.17 0.22 1.51 0.17690884 0.5670 -5.57
261774_at unknown protein --- AT1G76260 1.24 0.31 1.51 0.17683855 0.5670 -5.57
248895_at receptor protein kinase FLS2 AT5G46330 -1.31 -0.39 -1.51 0.17720967 0.5670 -5.57
248281_at unknown protein --- AT5G52980 -1.11 -0.15 -1.51 0.17727864 0.5671 -5.57
262788_at unknown protein ESTs gb|T75618 --- AT1G10690 1.18 0.24 1.51 0.17735201 0.5673 -5.57
257268_at unknown protein --- AT3G17450 -1.19 -0.25 -1.51 0.17746302 0.5676 -5.57
247261_at ZW10-like protein  ; supported by c--- AT5G64460 1.12 0.17 1.51 0.17748941 0.5676 -5.57
263866_at putative farnesylated protein  ;supp--- AT2G36950 1.22 0.28 1.51 0.17756214 0.5677 -5.57
252251_at hypothetical protein --- AT3G49820 -1.11 -0.15 -1.51 0.17754636 0.5677 -5.57
262796_at cysteine proteinase XCP2 identica XCP2 AT1G20850 1.39 0.47 1.51 0.1776062 0.5677 -5.57
249327_at anion channel protein (gb|AAC057 ATCLC-A AT5G40890 -1.29 -0.36 -1.51 0.17765217 0.5677 -5.57
248559_at unknown protein --- AT5G50010 / -1.13 -0.18 -1.51 0.17764382 0.5677 -5.57



265566_at hypothetical protein predicted by g --- AT2G05600 1.14 0.19 1.51 0.17769277 0.5678 -5.57
259796_at hypothetical protein predicted by g --- --- -1.15 -0.20 -1.51 0.17772157 0.5678 -5.57
255046_at H+-transporting ATP synthase-likeATPD AT4G09650 1.15 0.20 1.50 0.17788616 0.5680 -5.57
253583_at translation initiation factor-like prot--- AT4G30680 -1.16 -0.22 -1.50 0.17794619 0.5680 -5.57
266526_at putative tetracycline transporter pro--- AT2G16980 -1.14 -0.19 -1.50 0.1778851 0.5680 -5.57
265814_at hypothetical protein similar to hypo--- AT2G17930 1.13 0.17 1.50 0.1778668 0.5680 -5.57
245410_at putative protein ATMAP70-5AT4G17220 -1.12 -0.16 -1.50 0.17792733 0.5680 -5.57
AFFX-ThrX-3_aB. subtilis /GEN=thrB /DB_XREF=g--- --- -1.23 -0.30 -1.50 0.17791216 0.5680 -5.57
249872_at unknown protein --- AT5G23130 1.44 0.52 1.50 0.17813253 0.5683 -5.57
264101_at unknown protein similar to putativeHAC1 AT1G79000 1.15 0.21 1.50 0.17808066 0.5683 -5.57
246416_at putative protein predicted proteins --- AT5G16920 -1.13 -0.17 -1.50 0.17810016 0.5683 -5.57
252599_at receptor-like protein kinase recept --- AT3G45390 -1.17 -0.23 -1.50 0.17812204 0.5683 -5.57
265161_at putative vacuolar sorting receptor s--- AT1G30900 1.62 0.69 1.50 0.17814933 0.5683 -5.57
251265_at ATP-dependent RNA helicase-like--- AT3G62310 1.17 0.23 1.50 0.17824234 0.5684 -5.57
267269_at unknown protein CAND1 AT2G02560 1.14 0.19 1.50 0.178245 0.5684 -5.57
257216_at 4-methyl-5(b-hydroxyethyl)-thiazol--- AT3G14990 1.30 0.38 1.50 0.17830723 0.5685 -5.57
258892_at unknown protein --- AT3G05670 -1.12 -0.16 -1.50 0.17834248 0.5686 -5.57
251175_at homocysteine S-methyltransferaseHMT2 AT3G63250 1.13 0.17 1.50 0.17845182 0.5687 -5.58
267021_at hypothetical protein predicted by g --- AT2G39300 1.10 0.14 1.50 0.17845451 0.5687 -5.58
263745_at hypothetical protein predicted by g CHR34 AT2G21450 -1.11 -0.16 -1.50 0.17846875 0.5687 -5.58
260667_at very-long-chain fatty acid condensKCS4 AT1G19440 -1.12 -0.16 -1.50 0.17875319 0.5688 -5.58
266215_at putative endoxyloglucan glycosyltraEXGT-A1 AT2G06850 1.44 0.53 1.50 0.17869485 0.5688 -5.58
248942_at putative protein similar to unknown--- AT5G45480 -1.15 -0.20 -1.50 0.17877168 0.5688 -5.58
258910_at putative RNA helicase similar to R--- AT3G06480 1.12 0.16 1.50 0.17852469 0.5688 -5.58
254341_at serine/threonine protein kinase likeSRF8 AT4G22130 -1.38 -0.47 -1.50 0.17854634 0.5688 -5.58
249381_at acidic ribosomal protein P2 -like a --- AT5G40040 -1.16 -0.21 -1.50 0.17878991 0.5688 -5.58
247090_at putative protein similar to unknown--- AT5G66370 -1.13 -0.17 -1.50 0.17869604 0.5688 -5.58
252597_at putative protein several hypothetica--- --- -1.15 -0.21 -1.50 0.17875303 0.5688 -5.58
261703_at OsNAC7 protein, putative similar tANAC012 AT1G32770 -1.11 -0.15 -1.50 0.17861947 0.5688 -5.58
252447_at beta-D-glucan exohydrolase - like --- AT3G47040 -1.12 -0.16 -1.50 0.17874216 0.5688 -5.58
253526_at putative zinc finger protein hypoth --- AT4G31420 1.12 0.16 1.50 0.17867774 0.5688 -5.58
247543_at DNA binding protein - like DNA bin--- AT5G61600 1.45 0.54 1.50 0.17864245 0.5688 -5.58
260174_at unknown protein  ;supported by ful --- AT1G71940 -1.12 -0.16 -1.50 0.17886246 0.5689 -5.58
251360_at putative protein embryonic abunda--- AT3G61210 1.12 0.16 1.50 0.17892724 0.5690 -5.58
260525_at putative pre-mRNA splicing factor --- AT2G47250 1.11 0.15 1.50 0.1789866 0.5690 -5.58



264429_at hypothetical protein similar to mem--- AT1G61670 -1.11 -0.15 -1.50 0.17899451 0.5690 -5.58
251542_at putative protein protein-tyrosine ki --- AT3G58760 -1.16 -0.22 -1.50 0.1789669 0.5690 -5.58
245681_at alkaline/neutral invertase, putative--- AT1G56560 -1.11 -0.15 -1.50 0.17906513 0.5691 -5.58
261448_at tonoplast intrinsic protein, alpha (a--- AT1G21140 -1.21 -0.28 -1.50 0.17904121 0.5691 -5.58
265728_at hypothetical protein predicted by g --- AT2G31990 1.18 0.24 1.50 0.17918798 0.5693 -5.58
246650_at putative protein p76, Homo sapien--- AT5G35160 1.13 0.18 1.50 0.17918466 0.5693 -5.58
265651_at hypothetical protein predicted by g --- AT2G13900 1.11 0.16 1.50 0.17918322 0.5693 -5.58
267224_at hypothetical protein predicted by g --- AT2G43990 1.16 0.21 1.50 0.17921496 0.5693 -5.58
261728_at pectinesterase, putative similar to sks5 AT1G76160 -1.23 -0.30 -1.50 0.17932327 0.5694 -5.58
259292_at unknown protein --- AT3G11560 1.13 0.18 1.50 0.17932576 0.5694 -5.58
245527_at putative epoxide hydrolase --- AT4G15955 -1.17 -0.22 -1.50 0.17933029 0.5694 -5.58
252048_at expressed protein supported by cD--- AT3G52500 -1.18 -0.24 -1.50 0.17936723 0.5694 -5.58
264054_at unknown protein SVP AT2G22540 1.15 0.20 1.50 0.179486 0.5694 -5.58
264549_at putative ser/thr protein kinase simil--- AT1G09440 1.12 0.16 1.50 0.17953395 0.5694 -5.58
260037_at putative DNA-binding protein (RAVRAV2 AT1G68840 1.60 0.68 1.50 0.17945798 0.5694 -5.58
250010_at AP2-domain DNA-binding protein --- AT5G18450 -1.17 -0.23 -1.50 0.179505 0.5694 -5.58
250593_at putative protein similar to unknown--- AT5G07740 -1.11 -0.15 -1.50 0.17953487 0.5694 -5.58
247257_at proteasome regulatory subunit-likeRPN5B AT5G64760 1.29 0.36 1.50 0.17943706 0.5694 -5.58
253548_at Expressed protein ; supported by f --- AT4G30993 1.18 0.24 1.50 0.17944214 0.5694 -5.58
265264_at hypothetical protein predicted by g --- AT2G42930 -1.11 -0.16 -1.50 0.1796323 0.5696 -5.58
245708_at pectate lyase-like protein --- AT5G04310 -1.15 -0.21 -1.50 0.17976618 0.5697 -5.58
249954_at putative protein  ;supported by full- --- AT5G18920 1.09 0.13 1.50 0.17973207 0.5697 -5.58
257241_at hypothetical protein contains Pfam --- AT3G24210 1.16 0.21 1.50 0.17973381 0.5697 -5.58
247091_at peroxidase (emb CAA66964.1) --- AT5G66390 1.14 0.19 1.50 0.17975952 0.5697 -5.58
257580_at hypothetical protein --- AT3G06210 1.14 0.19 1.50 0.17983391 0.5699 -5.58
248238_at putative protein similar to unknown--- AT5G53900 1.18 0.24 1.50 0.17985362 0.5699 -5.58
265955_at putative ABC transporter PDR5 AT2G37280 1.13 0.17 1.50 0.17993716 0.5701 -5.58
253253_at putative protein auxin-regulated ge--- AT4G34750 1.12 0.17 1.50 0.18002973 0.5703 -5.58
248804_at nodulin-like protein --- AT5G47470 -1.13 -0.18 -1.50 0.18010957 0.5704 -5.58
247324_at putative protein strong similarity to --- AT5G64190 -1.57 -0.65 -1.50 0.18013942 0.5705 -5.58
254863_at putative protein predicted protein WATNUDX14AT4G11980 -1.15 -0.20 -1.50 0.18020811 0.5706 -5.58
267157_at putative MYB family transcription faAS1 AT2G37630 1.21 0.27 1.49 0.18025976 0.5706 -5.58
254627_at Expressed protein ; supported by f --- AT4G18395 -1.11 -0.15 -1.50 0.18024164 0.5706 -5.58
247119_at ATP-dependent RNA helicase-like --- AT5G65900 -1.10 -0.13 -1.49 0.18030397 0.5707 -5.58
266051_at rhodanese-like family protein --- AT2G40760 1.18 0.24 1.49 0.1803813 0.5708 -5.58



253438_at glycine hydroxymethyltransferase SHM3 AT4G32520 1.17 0.23 1.49 0.18048572 0.5709 -5.59
253162_at phosphoserine aminotransferase  ;PSAT AT4G35630 -1.57 -0.65 -1.49 0.18046313 0.5709 -5.59
266906_at Expressed protein ; supported by f --- AT2G34585 1.18 0.24 1.49 0.18046041 0.5709 -5.59
252764_at nucleic acid binding protein-like nuAL3 AT3G42790 1.13 0.17 1.49 0.18051239 0.5709 -5.59
260086_at hypothetical protein predicted by g --- AT1G63240 -1.18 -0.24 -1.49 0.18054656 0.5710 -5.59
258298_at unknown protein  ; supported by cD--- AT3G23300 1.18 0.23 1.49 0.18064324 0.5710 -5.59
248918_at senescence-specific cysteine proteSAG12 AT5G45890 -1.17 -0.23 -1.49 0.18062232 0.5710 -5.59
263655_at hypothetical protein predicted by g --- AT1G04500 1.12 0.17 1.49 0.18064739 0.5710 -5.59
248404_at trehalose-6-phosphate phosphatasATTPPA AT5G51460 1.29 0.37 1.49 0.18067891 0.5711 -5.59
266796_at predicted by genscan --- AT2G02880 1.13 0.17 1.49 0.18076809 0.5712 -5.59
266159_at putative chloroplast nucleoid DNA --- AT2G28030 -1.11 -0.15 -1.49 0.18076898 0.5712 -5.59
261229_at RAC-like GTP-binding protein ARAROP2 AT1G20090 1.10 0.14 1.49 0.1808811 0.5714 -5.59
260029_at endoplasmic reticulum alpha-man --- AT1G30000 -1.11 -0.15 -1.49 0.18090998 0.5714 -5.59
259207_at unknown protein --- AT3G09050 1.16 0.22 1.49 0.18089261 0.5714 -5.59
260386_at putative strictosidine synthase sim --- AT1G74010 1.52 0.61 1.49 0.181154 0.5714 -5.59
256468_at ferredoxin, putative similar to GB:D--- AT1G32550 1.15 0.20 1.49 0.1810613 0.5714 -5.59
259649_at Serine/arginine-rich protein, putati TAF7 AT1G55300 -1.12 -0.16 -1.49 0.18103854 0.5714 -5.59
266883_at putative triacylglycerol lipase DAD1 AT2G44810 -1.12 -0.17 -1.49 0.18115272 0.5714 -5.59
249130_at putative protein contains similarity --- AT5G43100 1.11 0.15 1.49 0.18106684 0.5714 -5.59
257657_at Expressed protein ; supported by f --- AT3G13235 1.11 0.15 1.49 0.18098503 0.5714 -5.59
261510_at hypothetical protein predicted by g --- AT1G71760 1.12 0.17 1.49 0.18114365 0.5714 -5.59
261739_at hypothetical protein similar to hypoPEX11A AT1G47750 1.11 0.15 1.49 0.18114291 0.5714 -5.59
266603_at hypothetical protein predicted by g --- AT2G46040 1.12 0.17 1.49 0.18115441 0.5714 -5.59
253373_at lysine-ketoglutarate reductase/sacc--- AT4G33150 1.41 0.50 1.49 0.18136064 0.5717 -5.59
251288_at exonuclease RRP41  ; supported bRRP41 AT3G61620 1.18 0.24 1.49 0.18128649 0.5717 -5.59
248682_at cytochrome b5 (dbj|BAA74840.1)  CB5-D AT5G48810 1.12 0.16 1.49 0.18135018 0.5717 -5.59
259475_at unknown protein ;supported by full --- AT1G19140 -1.22 -0.29 -1.49 0.18134044 0.5717 -5.59
264000_at putative mitochondrial dicarboxylatUCP5 AT2G22500 -1.57 -0.65 -1.49 0.18135262 0.5717 -5.59
245403_at putative protein --- AT4G17590 -1.11 -0.15 -1.49 0.18146691 0.5720 -5.59
246528_at putative mitochondrial carrier prote--- AT5G15640 -1.23 -0.30 -1.49 0.18151583 0.5720 -5.59
253058_at ribosomal - like protein ribosomal --- AT4G37660 1.19 0.26 1.49 0.18158798 0.5721 -5.59
252159_at hypothetical protein --- AT3G50540 -1.12 -0.16 -1.49 0.18158569 0.5721 -5.59
258250_at putative delta 9 desaturase similar FAD5 AT3G15850 -1.11 -0.15 -1.49 0.18168158 0.5722 -5.59
249253_at putative protein similar to unknown--- AT5G42060 1.14 0.19 1.49 0.18166134 0.5722 -5.59
252980_at putative protein Human multiple ex--- AT4G38040 1.10 0.14 1.49 0.18170771 0.5722 -5.59



262676_at SKP1/ASK1 (At1) identical to Skp SKP1 AT1G75950 -1.10 -0.13 -1.49 0.18175245 0.5723 -5.59
253295_at putative aspartate--tRNA ligase as--- AT4G33760 1.20 0.26 1.49 0.18179082 0.5723 -5.59
262597_at unknown protein Strong similarity --- AT1G15470 -1.17 -0.23 -1.49 0.18183792 0.5724 -5.59
255982_at hypothetical protein contains similaOHP2 AT1G34000 1.12 0.16 1.49 0.18201545 0.5727 -5.59
248268_at importin beta --- AT5G53480 -1.15 -0.20 -1.49 0.18203677 0.5727 -5.59
262205_at hypothetical protein predicted by g --- AT2G01080 -1.13 -0.18 -1.49 0.18203662 0.5727 -5.59
262358_at mandelonitrile lyase, putative simi --- AT1G73050 -1.15 -0.20 -1.49 0.18196302 0.5727 -5.59
255848_at hypothetical protein predicted by g --- AT2G33640 -1.14 -0.18 -1.49 0.18219603 0.5729 -5.59
250171_at prohibitin - like protein prohibitin, AATPHB5 AT5G14300 -1.12 -0.17 -1.49 0.18217076 0.5729 -5.59
267148_at hypothetical protein predicted by g --- AT2G23470 -1.16 -0.21 -1.49 0.18212077 0.5729 -5.59
AFFX-PheX-5_ B. subtilis /GEN=pheA /DB_XREF=--- --- -1.30 -0.38 -1.49 0.18217554 0.5729 -5.59
254358_at putative protein light induced prote--- AT4G22310 1.09 0.13 1.49 0.18223919 0.5730 -5.59
262916_at glutathione S-transferase, putativeATGSTU16AT1G59700 1.22 0.29 1.49 0.18230082 0.5730 -5.59
257409_at unknown protein predicted by gens--- AT2G17470 -1.14 -0.19 -1.49 0.18229478 0.5730 -5.59
248410_at putative protein similar to unknown--- AT5G51570 1.12 0.17 1.49 0.18237303 0.5731 -5.59
247349_at putative protein similar to unknown--- AT5G63820 -1.11 -0.16 -1.49 0.18237113 0.5731 -5.59
265043_at Expressed protein ; supported by cATNAP4 AT1G03900 1.13 0.18 1.49 0.18243029 0.5731 -5.59
252014_at putative protein predicted proteins --- AT3G52870 -1.43 -0.51 -1.49 0.1824253 0.5731 -5.59
266281_at putative protein kinase contains a p--- AT2G29250 -1.14 -0.19 -1.49 0.18247189 0.5731 -5.60
259860_at putative protein kinase similar to le --- AT1G80640 1.18 0.24 1.49 0.18246054 0.5731 -5.60
263904_at putative ABC transporter related toPDR6 AT2G36380 -1.42 -0.51 -1.49 0.18250527 0.5731 -5.60
257953_at predicted protein supported by full-PEX22 AT3G21865 1.21 0.28 1.49 0.18253143 0.5731 -5.60
251132_at putative protein Myb-related transc--- AT5G01200 1.18 0.24 1.49 0.18259731 0.5731 -5.60
259452_at En/Spm-like transposon protein, p --- --- -1.13 -0.17 -1.49 0.18257726 0.5731 -5.60
253905_s_at putative protein retrotransposon O--- --- -1.10 -0.14 -1.49 0.1826343 0.5732 -5.60
265610_at unknown protein  ;supported by ful --- AT2G25430 -1.10 -0.14 -1.49 0.18270516 0.5733 -5.60
255473_at putative protein similar to several p--- AT4G02450 -1.11 -0.15 -1.49 0.18276381 0.5734 -5.60
253200_at vacuolar H+-transporting ATPase 1AVA-P1 AT4G34720 1.15 0.21 1.49 0.18279964 0.5735 -5.60
252852_at hypothetical protein  ;supported by --- AT4G39900 1.29 0.37 1.48 0.18287963 0.5736 -5.60
261360_at hypothetical protein predicted by g --- --- -1.13 -0.18 -1.48 0.18287963 0.5736 -5.60
264157_at xyloglucan endotransglycosylase, XTH17 AT1G65310 -1.25 -0.32 -1.48 0.18295926 0.5737 -5.60
248629_at mitochondrial carrier protein-like --- AT5G48970 -1.18 -0.23 -1.48 0.18303165 0.5737 -5.60
264305_at Expressed protein ; supported by f LSH7 AT1G78815 -1.11 -0.15 -1.48 0.18303208 0.5737 -5.60
250365_at putative protein serine threonine ty--- AT5G11410 -1.22 -0.28 -1.48 0.183028 0.5737 -5.60
260731_at P-type ATPase, putative similar to --- AT1G17500 -1.15 -0.20 -1.48 0.18306711 0.5738 -5.60



262787_at putative clathrin-coat assembly pro--- AT1G10730 1.21 0.27 1.48 0.18317069 0.5738 -5.60
255894_at nuclear poly(A) polymerase, putat --- AT1G17980 -1.13 -0.17 -1.48 0.18315344 0.5738 -5.60
253530_at putative protein hypothetical prote --- AT4G31530 1.24 0.31 1.48 0.1831506 0.5738 -5.60
248924_at GDSL-motif lipase/hydrolase-like p--- AT5G45960 1.11 0.15 1.48 0.18328978 0.5741 -5.60
245404_at putative protein --- AT4G17610 -1.16 -0.21 -1.48 0.18331943 0.5741 -5.60
245473_at hypothetical protein --- AT4G16050 1.11 0.15 1.48 0.18336192 0.5742 -5.60
250937_at putative protein various predicted --- AT5G03230 1.23 0.30 1.48 0.18341585 0.5742 -5.60
264696_at unknown protein --- AT1G70230 -1.33 -0.41 -1.48 0.18339451 0.5742 -5.60
261390_at hypothetical protein similar to hypo--- AT1G35040 -1.11 -0.15 -1.48 0.18351709 0.5743 -5.60
254455_at hypothetical protein --- AT4G21140 -1.20 -0.27 -1.48 0.18353365 0.5743 -5.60
265044_at hypothetical protein Similar to humVPS2.3 AT1G03950 -1.16 -0.21 -1.48 0.18346827 0.5743 -5.60
266863_at putative ripening-associated protei ATCDPMEKAT2G26930 1.12 0.16 1.48 0.1834968 0.5743 -5.60
263283_at hypothetical protein predicted by g --- AT2G36090 -1.12 -0.16 -1.48 0.18368778 0.5746 -5.60
247168_at putative protein contains similarity --- AT5G65860 1.16 0.21 1.48 0.18370073 0.5746 -5.60
247122_at putative protein non-consensus ATATSAC1B AT5G66020 -1.18 -0.24 -1.48 0.18379397 0.5748 -5.60
257223_at 50S ribosomal protein L12-B identRPL12-B AT3G27840 -1.15 -0.20 -1.48 0.18381679 0.5748 -5.60
248334_s_at unknown protein  ; supported by cD--- AT5G52370 / 1.23 0.30 1.48 0.18387224 0.5749 -5.60
267333_at putative WD-40 repeat protein con --- AT2G19430 1.11 0.15 1.48 0.18387669 0.5749 -5.60
251365_at putative DNA-binding protein At2g--- AT3G61310 1.17 0.22 1.48 0.18417238 0.5752 -5.60
264336_at hypothetical protein contains simila--- AT1G70360 1.15 0.20 1.48 0.18419742 0.5752 -5.60
253536_at RSZp22 splicing factor ;supported SRZ-22 AT4G31580 -1.10 -0.13 -1.48 0.18416434 0.5752 -5.60
266198_at unknown protein predicted by gens--- AT2G38890 -1.13 -0.17 -1.48 0.1841624 0.5752 -5.60
266734_at hypothetical protein predicted by g --- AT2G46900 1.15 0.20 1.48 0.18415718 0.5752 -5.60
258304_at hypothetical protein predicted by g --- --- -1.09 -0.13 -1.48 0.18415855 0.5752 -5.60
262497_at putative 20S proteasome beta subPBC1 AT1G21720 1.13 0.17 1.48 0.18411557 0.5752 -5.60
253710_at putative protein hypothetical prote anac075 AT4G29230 -1.16 -0.21 -1.48 0.18409129 0.5752 -5.60
254624_at hypothetical protein  ;supported by --- AT4G18580 -1.12 -0.17 -1.48 0.18428572 0.5754 -5.60
257671_at hypothetical protein predicted by g --- AT3G20450 1.15 0.20 1.48 0.18435067 0.5754 -5.60
246354_at hypothetical protein --- AT1G38950 -1.13 -0.18 -1.48 0.18444126 0.5754 -5.60
255058_s_at putative protein various hypothetic--- --- -1.10 -0.14 -1.48 0.18430448 0.5754 -5.60
251254_at putative protein anion exchanger 3--- AT3G62270 -1.15 -0.20 -1.48 0.18443054 0.5754 -5.60
256197_at hypothetical protein --- --- -1.18 -0.24 -1.48 0.18434263 0.5754 -5.60
253406_at putative protein GATA transcriptio --- AT4G32890 -1.24 -0.31 -1.48 0.18441277 0.5754 -5.60
245954_at far-red impaired response protein FRS10 AT5G28530 -1.14 -0.18 -1.48 0.18437789 0.5754 -5.60
258288_at unknown protein LSH4 --- -1.28 -0.35 -1.48 0.18455601 0.5756 -5.61



262323_at 6-phosphogluconate dehydrogena--- AT1G64190 1.10 0.14 1.48 0.18465552 0.5759 -5.61
245952_at putative protein predicted proteins --- AT5G28500 1.16 0.21 1.48 0.18471323 0.5760 -5.61
251595_at putative protein galactose oxidase--- AT3G57620 -1.13 -0.18 -1.48 0.18475875 0.5760 -5.61
264968_at stress related protein, putative sim--- AT1G67360 -1.33 -0.41 -1.48 0.18478099 0.5760 -5.61
248512_at protein translocation complex Sec6SIG2 AT1G08540 / 1.27 0.35 1.48 0.18488378 0.5763 -5.61
259733_at nucellin-like protein similar to nuce --- AT1G77480 1.22 0.29 1.48 0.18496651 0.5763 -5.61
255186_at putative transposon protein similar --- --- -1.20 -0.26 -1.48 0.18493605 0.5763 -5.61
253067_at myb transcription factor - like proteMYB87 AT4G37780 -1.12 -0.16 -1.48 0.18496415 0.5763 -5.61
247904_at putative protein contains similarity AIL5 AT5G57390 1.16 0.22 1.48 0.18511674 0.5765 -5.61
247050_at At14a protein-like --- AT5G66660 -1.18 -0.24 -1.48 0.18511737 0.5765 -5.61
255717_at coded for by A. thaliana cDNA H76--- AT4G00350 -1.12 -0.16 -1.48 0.18509403 0.5765 -5.61
261330_at transcription factor, putative similaMCM2 AT1G44900 1.53 0.61 1.48 0.18509601 0.5765 -5.61
262879_at plastid RNA polymerase sigma-subSIGA AT1G64860 1.14 0.19 1.48 0.18521608 0.5766 -5.61
261489_at hypothetical protein contains simila--- AT1G14450 1.09 0.13 1.48 0.18520504 0.5766 -5.61
250798_at peroxidase --- AT5G05340 2.04 1.03 1.48 0.18525623 0.5767 -5.61
245148_at putative pectinesterase  ; supporte --- AT2G45220 1.70 0.76 1.48 0.18532279 0.5767 -5.61
261027_at cyclic nucleotide and calmodulin-r ATCNGC10AT1G01340 1.42 0.50 1.48 0.18530057 0.5767 -5.61
260006_at phosphatidylinositol synthase (PIS ATPIS1 AT1G68000 1.10 0.13 1.47 0.18539928 0.5768 -5.61
263675_x_at En/Spm-like transposon protein rel --- --- -1.18 -0.24 -1.47 0.18541413 0.5768 -5.61
253224_at invertase - like protein mRNA, Liliu--- AT4G34860 -1.20 -0.27 -1.47 0.18550335 0.5769 -5.61
264367_at unknown protein ESTs gb|T21276--- AT1G03350 -1.12 -0.16 -1.47 0.18564422 0.5769 -5.61
255672_at hypothetical protein  ; supported byEDA8 AT4G00310 -1.14 -0.19 -1.47 0.18554259 0.5769 -5.61
247229_at putative protein contains similarity --- AT5G65160 -1.20 -0.26 -1.47 0.18559352 0.5769 -5.61
264162_at acyl carrier protein, putative similamtACP2 AT1G65290 1.15 0.20 1.47 0.18566255 0.5769 -5.61
246505_at putative protein hypothetical prote --- AT5G16250 1.23 0.30 1.47 0.18565853 0.5769 -5.61
254584_at putative protein probable membra VPS54 AT4G19490 1.11 0.15 1.47 0.18546854 0.5769 -5.61
262318_at putative hypersensitivity-related pro--- AT1G27620 1.13 0.18 1.47 0.18559215 0.5769 -5.61
258603_at putative heat shock transcription faATHSFA1EAT3G02990 1.18 0.24 1.47 0.18554442 0.5769 -5.61
263053_at similar to glucose inhibited division --- AT2G13440 -1.13 -0.18 -1.47 0.18572246 0.5769 -5.61
265759_at putative membrane transporter --- AT2G13100 -1.11 -0.14 -1.47 0.18570555 0.5769 -5.61
261956_at oxidoreductase, putative similar to--- AT1G64590 -1.23 -0.30 -1.47 0.18575673 0.5769 -5.61
259654_at hypothetical protein predicted by g --- AT1G55220 -1.13 -0.18 -1.47 0.18578227 0.5769 -5.61
256186_at 4-coumarate:CoA ligase 1 identica 4CL1 AT1G51680 -1.35 -0.43 -1.47 0.18583398 0.5770 -5.61
259998_at hypothetical protein similar to unknBPC3 AT1G68120 -1.18 -0.24 -1.47 0.18589507 0.5771 -5.61
252611_at oxidosqualene cyclase - like prote LAS1 AT3G45130 -1.34 -0.42 -1.47 0.18590446 0.5771 -5.61



252743_at guanine nucleotide-exchange - likeATMIN7 AT3G43300 1.11 0.15 1.47 0.18594882 0.5772 -5.61
260866_at polyprotein, putative similar to poly--- --- -1.14 -0.18 -1.47 0.18617048 0.5778 -5.61
258254_at unknown protein contains Pfam pro--- AT3G26780 / 1.17 0.23 1.47 0.1862317 0.5779 -5.61
264327_at putative translation initiation factorEIF2 GAMMAT1G04170 1.11 0.15 1.47 0.18631588 0.5780 -5.61
264114_at hypothetical protein predicted by g CDT1A AT2G31270 1.31 0.39 1.47 0.18631833 0.5780 -5.61
263691_at 60s ribosomal protein L34 identica--- AT1G26880 1.25 0.32 1.47 0.18644424 0.5782 -5.61
250308_at calcium-dependent protein kinase CPK17 AT5G12180 -1.16 -0.21 -1.47 0.18644818 0.5782 -5.61
257414_at hypothetical protein similar to hypo--- AT1G62110 -1.12 -0.16 -1.47 0.18656572 0.5785 -5.61
253742_at putative protein retrofit - Oryza lon--- --- 1.14 0.19 1.47 0.186586 0.5785 -5.61
261464_at disease resistance response prote--- AT1G07730 / -1.14 -0.19 -1.47 0.18665064 0.5786 -5.62
264715_at hypothetical protein contains simila--- AT1G70180 -1.13 -0.17 -1.47 0.18671412 0.5787 -5.62
245870_at hypothetical protein similar to hypo--- AT1G26300 -1.11 -0.16 -1.47 0.18681167 0.5790 -5.62
253552_at ubiquitin-specific protease 24 (UB UBP24 AT4G30890 -1.12 -0.16 -1.47 0.18683791 0.5790 -5.62
264681_s_at permease 1-like protein permease--- AT1G65550 / -1.15 -0.20 -1.47 0.1869042 0.5790 -5.62
256906_at hypothetical protein contains Pfam --- AT3G24000 -1.16 -0.21 -1.47 0.18690976 0.5790 -5.62
246396_at carbonic anhydrase, putative similBCA6 AT1G58180 -1.20 -0.26 -1.47 0.18697357 0.5791 -5.62
255958_at high affinity sulphate transporter, pSULTR1;3 AT1G22150 1.15 0.20 1.47 0.18697199 0.5791 -5.62
260355_at transcription factor CRC identical toCRC AT1G69180 1.17 0.22 1.47 0.18707464 0.5793 -5.62
261183_at hypothetical protein predicted by g EMB2756 AT1G34550 -1.15 -0.21 -1.47 0.18720657 0.5793 -5.62
259053_at unknown protein similar to hypothe--- AT3G03320 1.13 0.18 1.47 0.1871281 0.5793 -5.62
251189_at putative protein putative mitochon --- AT3G62650 -1.18 -0.24 -1.47 0.1872097 0.5793 -5.62
256019_at cytochrome P-450, putative simila --- AT1G58260 / -1.12 -0.16 -1.47 0.18721433 0.5793 -5.62
260993_at hypothetical protein predicted by g FMO GS-O AT1G12140 -1.10 -0.13 -1.47 0.18715039 0.5793 -5.62
264248_at hypothetical protein predicted by g --- AT1G78700 1.18 0.23 1.47 0.18730419 0.5794 -5.62
248591_at xylulose kinase  ; supported by cD --- AT5G49650 -1.14 -0.19 -1.47 0.18734047 0.5794 -5.62
257848_at hypothetical protein predicted by g --- AT3G13030 1.16 0.21 1.47 0.18734963 0.5794 -5.62
265502_at putative poly(A) binding protein --- AT2G15500 -1.15 -0.20 -1.47 0.1872526 0.5794 -5.62
263210_at Expressed protein ; supported by c--- AT1G10585 -2.83 -1.50 -1.47 0.18733379 0.5794 -5.62
264642_at putative CCAAT-binding transcriptiNF-YB4 AT1G09030 -1.12 -0.17 -1.47 0.18746431 0.5795 -5.62
253563_at putative protein predicted protein, --- AT4G31150 1.16 0.22 1.47 0.187453 0.5795 -5.62
249841_at unknown protein --- AT5G23520 -1.12 -0.17 -1.47 0.18743837 0.5795 -5.62
256483_at hypothetical protein --- AT1G31410 -1.16 -0.21 -1.47 0.18749606 0.5795 -5.62
248391_at putative protein similar to unknown--- AT5G52030 -1.13 -0.18 -1.47 0.18762351 0.5798 -5.62
267369_at unknown protein  ;supported by ful --- AT2G44420 1.14 0.19 1.47 0.18762886 0.5798 -5.62
252971_at extensin - like protein proline-rich PRP4 AT4G38770 2.13 1.09 1.47 0.18770832 0.5798 -5.62



257741_at hypothetical protein predicted by g --- AT3G27340 1.18 0.24 1.47 0.18775494 0.5798 -5.62
265860_at hypothetical protein predicted by g --- AT2G01810 -1.11 -0.15 -1.47 0.1877576 0.5798 -5.62
258507_at neutral invertase, putative similar t--- AT3G06500 -1.32 -0.40 -1.47 0.18769298 0.5798 -5.62
251653_at putative protein regulatory protein BOP1 AT3G57130 -1.15 -0.20 -1.47 0.18789061 0.5802 -5.62
265824_at putative glucosyltransferase  ;suppATCSLA07 AT2G35650 1.17 0.23 1.47 0.18801297 0.5802 -5.62
263799_at unknown protein  ; supported by cD--- AT2G24550 1.20 0.26 1.46 0.18807648 0.5802 -5.62
251262_at hypothetical protein  ; supported by--- AT3G62080 1.20 0.27 1.46 0.18820173 0.5802 -5.62
251070_at translation initiation factor eIF-2 be--- AT5G01940 1.23 0.29 1.47 0.1880098 0.5802 -5.62
246564_at putative protein hypothetical prote --- AT5G15610 1.10 0.14 1.46 0.18815316 0.5802 -5.62
249251_at putative protein similar to unknown--- AT5G42000 1.16 0.22 1.46 0.18802847 0.5802 -5.62
262784_at unknown protein strong similarity tSEX1 AT1G10760 -1.20 -0.27 -1.46 0.18805817 0.5802 -5.62
245961_at putative protein predicted proteins --- AT5G19670 1.15 0.20 1.46 0.18813845 0.5802 -5.62
260506_at Cyclin, putative similar to GB:CABCYCA3;2 AT1G47210 1.26 0.34 1.46 0.18813999 0.5802 -5.62
260468_at transcription factor RUSH-1alpha is--- AT1G11100 1.18 0.23 1.46 0.1881582 0.5802 -5.62
264850_at unknown protein similar to F5J6.8 --- AT2G17340 -1.12 -0.16 -1.46 0.1881772 0.5802 -5.62
260881_at unknown protein contains similarity--- AT1G21550 1.72 0.78 1.46 0.18810874 0.5802 -5.62
255809_at putative protein predicted protein, --- AT4G10300 -1.14 -0.19 -1.46 0.18822909 0.5802 -5.62
246929_at putative protein  ; supported by full --- AT5G25210 1.17 0.23 1.46 0.18834612 0.5805 -5.62
251741_at putative protein predicted protein, UGP3 AT3G56040 1.28 0.35 1.46 0.18838813 0.5805 -5.62
248676_at putative protein similar to unknownATSDI1 AT5G48850 -1.52 -0.61 -1.46 0.18844891 0.5806 -5.62
267506_at unknown protein  ;supported by ful --- AT2G45520 -1.11 -0.15 -1.46 0.18852192 0.5806 -5.62
267037_at hypothetical protein  ; supported by--- AT2G38320 1.13 0.18 1.46 0.18847358 0.5806 -5.62
265653_at hypothetical protein --- --- 1.10 0.14 1.46 0.1885158 0.5806 -5.62
252380_at ABC-type transport protein-like proATH2 AT3G47740 -1.12 -0.16 -1.46 0.1886163 0.5808 -5.62
262341_at E2, ubiquitin-conjugating enzyme, UBC28 AT1G64230 1.15 0.20 1.46 0.18877399 0.5809 -5.63
246583_at protein kinase -like protein Ste-20 --- AT5G14720 -1.15 -0.20 -1.46 0.18882728 0.5809 -5.63
265090_at putative protein phosphatase 2A H--- AT1G03960 1.13 0.17 1.46 0.18882234 0.5809 -5.63
252030_at hypothetical protein predicted prot --- AT3G52690 -1.10 -0.14 -1.46 0.18870011 0.5809 -5.63
252660_at putative protein --- AT3G44440 -1.11 -0.15 -1.46 0.18881558 0.5809 -5.63
260158_at unknown protein --- AT1G79910 -1.13 -0.18 -1.46 0.18869121 0.5809 -5.62
262041_at HPt phosphotransmitter, putative sAHP6 AT1G80100 1.15 0.20 1.46 0.18875869 0.5809 -5.63
AFFX-r2-At-Act Arabidopsis thaliana /REF=U3728--- --- -1.10 -0.14 -1.46 0.18894765 0.5812 -5.63
261387_at hypothetical protein predicted by g --- AT1G05410 1.23 0.30 1.46 0.18899001 0.5813 -5.63
264800_at hypothetical protein similar to IFA-b--- AT1G08800 1.15 0.21 1.46 0.18904657 0.5814 -5.63
265484_at unknown protein  ; supported by cDOTP51 AT2G15820 1.13 0.18 1.46 0.18931826 0.5815 -5.63



259295_at hypothetical protein predicted by g --- AT3G05340 -1.16 -0.21 -1.46 0.18929641 0.5815 -5.63
248680_at pantoate-beta-alanine ligase  ;suppPANC AT5G48840 -1.14 -0.19 -1.46 0.18920821 0.5815 -5.63
249810_at unknown protein --- AT5G23920 -1.20 -0.27 -1.46 0.18933253 0.5815 -5.63
266988_at putative myrosinase-binding protei JAL22 AT2G39310 -1.20 -0.27 -1.46 0.18921059 0.5815 -5.63
258013_at unknown protein --- AT3G19320 -1.16 -0.22 -1.46 0.1893238 0.5815 -5.63
264087_at hypothetical protein predicted by g emb1381 AT2G31340 -1.12 -0.16 -1.46 0.1892765 0.5815 -5.63
255653_at Similar to receptor kinase --- AT4G00960 1.10 0.14 1.46 0.18926117 0.5815 -5.63
247848_at resistance protein - like disease re--- AT5G58120 -1.16 -0.21 -1.46 0.18915204 0.5815 -5.63
252051_at putative protein similarity hypothet--- AT3G52570 1.11 0.16 1.46 0.18934454 0.5815 -5.63
249076_at putative protein similar to unknownTOM22-V AT5G43970 1.18 0.24 1.46 0.18942801 0.5817 -5.63
257700_at unknown protein similar to unknowALIS1 AT3G12740 1.15 0.20 1.46 0.18948177 0.5818 -5.63
251143_at putative protein SqdX protein, SynSQD2 AT5G01220 1.26 0.33 1.46 0.18970184 0.5820 -5.63
265438_at hypothetical protein --- AT2G20970 -1.10 -0.14 -1.46 0.18964654 0.5820 -5.63
267128_at putative acetone-cyanohydrin lyaseMES1 AT2G23620 -1.15 -0.20 -1.46 0.18974442 0.5820 -5.63
257609_at Expressed protein ; supported by f --- AT3G13845 1.14 0.19 1.46 0.18968431 0.5820 -5.63
264699_at unknown protein ;supported by full --- AT1G69980 / 1.10 0.14 1.46 0.18968014 0.5820 -5.63
248537_at putative protein similar to unknown--- AT5G50100 -1.17 -0.22 -1.46 0.18972075 0.5820 -5.63
265642_at putative nitrilase  ;supported by ful NLP1 AT2G27450 -1.17 -0.22 -1.46 0.18962691 0.5820 -5.63
260901_at flavin-containing monooxygenasesYUC11 AT1G21430 -1.16 -0.21 -1.46 0.18981833 0.5821 -5.63
258629_at stelar K+ outward rectifying channeSKOR AT3G02850 -1.10 -0.13 -1.46 0.18982204 0.5821 -5.63
260209_at putative AP2 domain transcription CPuORF53AT1G68550 / -1.14 -0.19 -1.46 0.18985563 0.5821 -5.63
246051_at epimerase/dehydratase - like proteGME AT5G28840 1.16 0.21 1.46 0.18989896 0.5821 -5.63
253620_at receptor-like kinase homolog som --- AT4G30520 1.14 0.18 1.46 0.18990033 0.5821 -5.63
266122_at putative helicase  ; supported by cDETL1 AT2G02090 -1.12 -0.16 -1.46 0.19000248 0.5824 -5.63
264748_at hypothetical protein predicted by g EMB25 AT1G70070 1.10 0.14 1.46 0.1901092 0.5824 -5.63
262574_at unknown protein ESTs gb|R30529--- AT1G15230 1.22 0.29 1.46 0.19006303 0.5824 -5.63
247905_at unknown protein --- AT5G57400 -1.10 -0.13 -1.46 0.19014335 0.5824 -5.63
248568_at receptor protein kinase-like --- AT5G49760 -1.15 -0.20 -1.46 0.1900693 0.5824 -5.63
252847_at putative transposase hypothetical --- AT3G42170 1.14 0.19 1.46 0.19016381 0.5824 -5.63
251068_at putative protein several protein kin STN8 AT5G01920 1.21 0.28 1.46 0.19012042 0.5824 -5.63
257379_x_at Mutator-like transposase similar to --- --- -1.12 -0.16 -1.46 0.19022682 0.5825 -5.63
264170_at hypothetical protein --- AT1G02260 1.13 0.17 1.46 0.19038805 0.5829 -5.63
265146_at putative glucosyl transferase --- AT1G51210 -1.25 -0.32 -1.46 0.19050298 0.5832 -5.63
246284_at putative protein --- AT4G36780 1.13 0.18 1.46 0.19058269 0.5833 -5.63
267335_s_at  putative beta-1,3-glucanase  --- AT1G64760 / 1.21 0.27 1.46 0.19056484 0.5833 -5.63



248985_at GTP-binding protein-like; root hair --- AT5G45160 1.11 0.15 1.46 0.19063802 0.5834 -5.63
250690_at ABC transporter-like protein  ; supp--- AT5G06530 1.20 0.26 1.45 0.19077729 0.5837 -5.63
254963_at putative protein single strand DNAMTSSB AT4G11060 1.14 0.19 1.45 0.19079918 0.5837 -5.63
256883_at unknown protein  ; supported by cD--- AT3G26440 1.43 0.51 1.45 0.19083918 0.5838 -5.64
255306_at putative calcium dependent proteinCPK23 AT4G04740 -1.19 -0.25 -1.45 0.19086737 0.5838 -5.64
248731_at phosphoribosylanthranilate transfe --- AT5G48060 1.14 0.19 1.45 0.19090568 0.5838 -5.64
267089_at unknown protein --- AT2G38300 -1.17 -0.22 -1.45 0.19095144 0.5838 -5.64
247369_at unknown protein --- AT5G63340 1.14 0.19 1.45 0.19096508 0.5838 -5.64
246543_at putative protein --- AT5G15060 -1.09 -0.13 -1.45 0.19100776 0.5839 -5.64
250820_at receptor-like protein kinase --- AT5G05160 -1.15 -0.20 -1.45 0.19105832 0.5839 -5.64
248133_at unknown protein --- AT5G54850 1.18 0.24 1.45 0.1910358 0.5839 -5.64
248880_at putative protein contains similarity --- AT5G46200 -1.11 -0.15 -1.45 0.19112671 0.5840 -5.64
260870_at GTP-binding protein(RAB1Y), putaATRAB18 AT1G43890 1.14 0.20 1.45 0.19117195 0.5841 -5.64
246074_at hypothetical protein  ; supported by--- AT5G20130 1.11 0.15 1.45 0.19125722 0.5841 -5.64
257320_at hypothetical protein --- AT2G07749 -1.14 -0.19 -1.45 0.19124702 0.5841 -5.64
250029_at galactose-1-phosphate uridyl trans --- AT5G18200 -1.15 -0.20 -1.45 0.19127465 0.5841 -5.64
245841_s_at ribosomal protein S2, putative simXW6 AT1G58380 / 1.21 0.27 1.45 0.19148469 0.5845 -5.64
262361_at unknown protein contains similarityGTE3 AT1G73150 -1.12 -0.16 -1.45 0.19146615 0.5845 -5.64
245104_at hypothetical protein predicted by g --- AT2G41600 1.12 0.16 1.45 0.19144011 0.5845 -5.64
254716_at putative protein LEA protein , CiceUNE15 AT4G13560 -1.19 -0.25 -1.45 0.19146217 0.5845 -5.64
255608_at hypothetical protein --- AT4G01140 -1.16 -0.22 -1.45 0.19167123 0.5845 -5.64
267075_at putative bZIP transcription factor coEEL AT2G41070 1.11 0.15 1.45 0.19162675 0.5845 -5.64
261357_at hypothetical protein predicted by g --- --- -1.10 -0.14 -1.45 0.19153797 0.5845 -5.64
257654_at DnaJ protein, putative contains Pf --- AT3G13310 1.45 0.53 1.45 0.19160112 0.5845 -5.64
261176_at hypothetical protein predicted by g --- AT1G04780 1.11 0.15 1.45 0.19160856 0.5845 -5.64
248320_at putative protein similar to unknown--- AT5G52720 1.14 0.19 1.45 0.19167671 0.5845 -5.64
249593_at putative protein SIAH1 protein, Bra--- AT5G37900 -1.12 -0.16 -1.45 0.19155711 0.5845 -5.64
250906_at 1,4-alpha-glucan branching enzymSBE2.2 AT5G03650 -1.14 -0.18 -1.45 0.19170972 0.5845 -5.64
261478_at unknown protein MIOX1 AT1G14520 -1.19 -0.25 -1.45 0.19173891 0.5845 -5.64
264017_s_at putative ER lumen protein retaining--- AT2G21190 / 1.11 0.16 1.45 0.19183068 0.5847 -5.64
256112_at guanine nucleotide regulatory protATRABA1BAT1G16920 1.39 0.48 1.45 0.19207078 0.5848 -5.64
AFFX-Athal-GAArabidopsis thaliana /REF=M6411 GAPC1 --- 1.17 0.23 1.45 0.19210434 0.5848 -5.64
254353_s_at putative protein probable membra --- AT4G22285 / 1.18 0.23 1.45 0.19185798 0.5848 -5.64
258832_at putative protein kinase similar to A --- AT3G07070 -1.13 -0.18 -1.45 0.19212923 0.5848 -5.64
262900_at hypothetical protein contains similaSNL5 AT1G59890 1.15 0.20 1.45 0.19204895 0.5848 -5.64



257804_at protein kinase, putative similar to s--- AT3G18810 -1.11 -0.15 -1.45 0.19199418 0.5848 -5.64
250101_at putative protein contains similarity BGLU2 AT5G16580 -1.24 -0.31 -1.45 0.19192695 0.5848 -5.64
263889_at putative ABC transporter ATNAP12 AT2G37010 -1.14 -0.19 -1.45 0.19210815 0.5848 -5.64
255262_at putative protein equilibrative nucle--- AT4G05140 -1.12 -0.16 -1.45 0.19214339 0.5848 -5.64
261118_at protease, putative similar to SP:P3--- AT1G75460 -1.13 -0.17 -1.45 0.19216545 0.5848 -5.64
262233_at hypothetical protein contains similaCHR18 AT1G48310 1.11 0.15 1.45 0.19204634 0.5848 -5.64
264263_at Expressed protein ; supported by f AtPP2-B15 AT1G09155 1.12 0.16 1.45 0.19193134 0.5848 -5.64
251622_at dnaJ-like protein DNAJ protein - S--- AT3G57340 1.10 0.14 1.45 0.19207659 0.5848 -5.64
256994_s_at limonene cyclase, putative similar ATTPS-CINAT3G25820 / -1.12 -0.16 -1.45 0.19219558 0.5848 -5.64
249552_s_at receptor serine/threonine protein k--- AT5G38240 / -1.24 -0.31 -1.45 0.19235577 0.5850 -5.64
256262_at unknown protein --- AT3G12150 1.16 0.21 1.45 0.19237284 0.5850 -5.64
261973_at hypothetical protein predicted by g --- AT1G64610 1.19 0.25 1.45 0.19251996 0.5850 -5.64
258180_at unknown protein --- AT3G21480 1.22 0.28 1.45 0.19233966 0.5850 -5.64
252811_at putative protein several hypothetica--- --- -1.13 -0.17 -1.45 0.19240952 0.5850 -5.64
248092_at ubiquitin-like protein SUMO3 AT5G55170 1.43 0.52 1.45 0.19249106 0.5850 -5.64
249227_at peroxidase (emb|CAA66960.1) --- AT5G42180 -1.12 -0.16 -1.45 0.19241533 0.5850 -5.64
257710_at unknown protein  ;supported by ful --- AT3G27350 1.13 0.18 1.45 0.19242959 0.5850 -5.64
258204_at hypothetical protein predicted by g AtGRF5 AT3G13960 -1.15 -0.20 -1.45 0.19253064 0.5850 -5.64
246780_at seryl-tRNA synthetase  ; supported--- AT5G27470 1.13 0.17 1.45 0.19249313 0.5850 -5.64
265256_at hypothetical protein predicted by g --- AT2G28390 -1.09 -0.13 -1.45 0.19257361 0.5851 -5.64
260760_at hypothetical protein predicted by g --- AT1G49170 1.16 0.21 1.45 0.19262066 0.5851 -5.64
247335_at RNA helicase --- AT5G63630 1.13 0.17 1.45 0.19270233 0.5851 -5.64
256152_at ethylene-responsive RNA helicase--- AT1G55150 -1.10 -0.14 -1.45 0.192718 0.5851 -5.64
253682_at cytidine deaminase 5 (CDA5) --- AT4G29640 -1.15 -0.21 -1.45 0.19270861 0.5851 -5.64
254510_at cadinene synthase like protein (+) --- AT4G20210 -1.16 -0.21 -1.45 0.19266995 0.5851 -5.64
266905_at putative katanin  ;supported by full---- AT2G34560 -1.18 -0.24 -1.45 0.19277883 0.5852 -5.64
253039_at squalene epoxidase - like protein sSQE3 AT4G37760 -1.27 -0.34 -1.45 0.19286178 0.5852 -5.64
265940_at putative nucleosome assembly proNAP1;2 AT2G19480 1.12 0.16 1.45 0.19298772 0.5852 -5.64
251391_at putative protein weak homology w--- AT3G60910 1.15 0.20 1.45 0.19289061 0.5852 -5.64
255221_at putative protein various predicted p--- AT4G05150 1.14 0.19 1.45 0.1929448 0.5852 -5.64
245803_at cysteine proteinase RD21A identic RD21 AT1G47128 1.16 0.21 1.45 0.1928214 0.5852 -5.64
263570_at aldehyde oxidase identical to GP:3AAO3 AT2G27150 1.22 0.29 1.45 0.19301472 0.5852 -5.65
249643_at putative transposase putative tran --- --- -1.15 -0.20 -1.45 0.193082 0.5852 -5.65
264740_at unknown protein --- AT1G62070 -1.12 -0.16 -1.45 0.19292098 0.5852 -5.64
263390_at hypothetical protein similar to Ta1- --- --- -1.10 -0.14 -1.45 0.19294728 0.5852 -5.64



249542_at putative protein transcription facto NF-YC12 AT5G38140 1.17 0.23 1.45 0.19303085 0.5852 -5.65
257467_at hypothetical protein similar to hypoLBD4 AT1G31320 1.22 0.29 1.45 0.19303268 0.5852 -5.65
262545_at prolin rich protein, putative similar --- AT1G31250 1.12 0.17 1.45 0.19306297 0.5852 -5.65
255707_at predicted protein MEE50 AT4G00231 -1.10 -0.14 -1.45 0.19311957 0.5852 -5.65
262115_at Expressed protein ; supported by f --- AT1G02813 -1.12 -0.17 -1.45 0.19315579 0.5853 -5.65
258074_at unknown protein --- AT3G25890 -1.37 -0.45 -1.45 0.19325682 0.5854 -5.65
262941_at hypothetical protein predicted by g EMB2217 AT1G79490 -1.19 -0.25 -1.45 0.1932726 0.5854 -5.65
246541_at ubiquitin-fusion degradation protei --- AT5G15400 1.12 0.16 1.45 0.19328363 0.5854 -5.65
247087_at putative protein contains similarity --- AT5G66330 1.23 0.30 1.45 0.1933133 0.5854 -5.65
258327_at unknown protein contains similarityPAP85 AT3G22640 -1.10 -0.14 -1.45 0.19331651 0.5854 -5.65
253953_at putative protein extensin precurso --- AT4G26750 -1.20 -0.26 -1.44 0.19345797 0.5856 -5.65
266217_at unknown protein AT2G28830--- -1.11 -0.15 -1.44 0.19344764 0.5856 -5.65
265112_at hypothetical protein predicted by g --- AT1G62530 -1.10 -0.13 -1.44 0.19361091 0.5860 -5.65
267476_at putative pectate lyase --- AT2G02720 -1.11 -0.16 -1.44 0.1936176 0.5860 -5.65
254233_at 98b like protein 98b - Daucus caro--- AT4G23800 1.21 0.28 1.44 0.19368516 0.5861 -5.65
248352_at low-temperature-induced 65 kD proLTI65 AT5G52300 1.49 0.58 1.44 0.19377229 0.5863 -5.65
262463_at hexose transporter, putative similaSTP9 AT1G50310 -1.23 -0.30 -1.44 0.1938336 0.5864 -5.65
260218_at putative RING zinc finger protein c--- AT1G74620 -1.09 -0.13 -1.44 0.19392815 0.5866 -5.65
AFFX-r2-Ec-bioE. coli /GEN=bioC /DB_XREF=gb: --- --- -1.30 -0.38 -1.44 0.19401562 0.5868 -5.65
255300_at putative phosphatidylglycerotransfeCLS AT4G04870 -1.18 -0.23 -1.44 0.19417083 0.5871 -5.65
255246_at putative protein hypothetical prote --- --- -1.15 -0.20 -1.44 0.19417315 0.5871 -5.65
252186_at putative protein --- AT3G50810 1.14 0.19 1.44 0.19429968 0.5872 -5.65
247281_at immunophilin (gb|AAB57847.1)  ;suFKBP12 AT5G64350 1.11 0.15 1.44 0.19428771 0.5872 -5.65
245057_at En/Spm-like transposon protein rel --- AT2G26490 -1.09 -0.13 -1.44 0.19426433 0.5872 -5.65
248074_at putative protein similar to unknownFLA1 AT5G55730 -1.38 -0.47 -1.44 0.19444943 0.5875 -5.65
252683_at putative protein predicted proteins --- AT3G44380 -1.16 -0.21 -1.44 0.19445045 0.5875 -5.65
257665_at unknown protein --- AT3G20430 -1.11 -0.15 -1.44 0.19453523 0.5877 -5.65
249075_at putative protein similar to unknown--- AT5G44000 -1.16 -0.22 -1.44 0.19456424 0.5877 -5.65
260005_at unknown protein  ;supported by ful --- AT1G67920 1.47 0.56 1.44 0.19461826 0.5878 -5.65
257990_at putative myc-like DNA-binding prot--- AT3G19860 1.17 0.23 1.44 0.19469269 0.5878 -5.65
265619_at hypothetical protein --- AT2G27320 -1.16 -0.22 -1.44 0.194706 0.5878 -5.65
252617_at n-acetylglucosaminyl-phosphatidy SETH2 AT3G45100 1.11 0.15 1.44 0.19464391 0.5878 -5.65
259683_at unknown protein --- AT1G63050 1.20 0.27 1.44 0.19469951 0.5878 -5.65
250621_at membrane protein membrane protATRBL3 AT5G07250 -1.13 -0.17 -1.44 0.19481673 0.5878 -5.65
246979_s_at putative protein hypothetical protei --- AT5G24990 / -1.16 -0.21 -1.44 0.19480276 0.5878 -5.65



247919_at putative protein similar to unknown--- AT5G57650 1.14 0.19 1.44 0.19477632 0.5878 -5.65
260021_at unknown protein --- AT1G30010 -1.22 -0.29 -1.44 0.19479336 0.5878 -5.65
263839_at putative cis-Golgi SNARE protein  MEMB11 AT2G36900 1.19 0.25 1.44 0.19484321 0.5878 -5.65
246897_at putative protein predicted proteins --- AT5G25560 -1.15 -0.20 -1.44 0.19491034 0.5879 -5.65
247177_at unknown protein ; supported by cD--- AT5G65300 -1.43 -0.52 -1.44 0.19493948 0.5879 -5.65
249814_at putative protein similar to unknown--- AT5G23840 -1.11 -0.15 -1.44 0.19496328 0.5879 -5.65
261129_at tubulin alpha-2/alpha-4 chain ident TUA4 AT1G04820 1.35 0.43 1.44 0.19506404 0.5880 -5.65
267193_at hypothetical protein predicted by g --- AT2G30900 -1.12 -0.16 -1.44 0.19511755 0.5880 -5.65
251126_at putative protein various predicted --- AT5G01070 -1.11 -0.15 -1.44 0.19510421 0.5880 -5.65
254786_at putative protein gamma-interferon --- AT4G12890 -1.13 -0.18 -1.44 0.19511876 0.5880 -5.65
248296_at protochlorophyllide reductase; oxid--- AT5G53090 1.16 0.21 1.44 0.19511414 0.5880 -5.65
251290_at transcription factor BBFa DAG1 AT3G61850 1.14 0.18 1.44 0.19513119 0.5880 -5.65
259358_at hypothetical protein similar to putatGATL3 AT1G13250 1.42 0.51 1.44 0.19519696 0.5881 -5.66
256390_at putative MAP kinase similar to MA ATMKK8 AT3G06230 -1.11 -0.15 -1.44 0.19521094 0.5881 -5.66
253631_at nucleotide sugar epimerase-like p GAE1 AT4G30440 -1.16 -0.22 -1.44 0.19535039 0.5883 -5.66
263696_at putative aspartate kinase-homoserAK-HSDH I AT1G31230 -1.21 -0.27 -1.44 0.19537951 0.5883 -5.66
253269_at hypothetical protein --- AT4G34140 -1.11 -0.15 -1.44 0.19536132 0.5883 -5.66
253120_at putative protein phospholipase D, PLDDELTAAT4G35790 1.17 0.22 1.44 0.1954542 0.5884 -5.66
263036_at hypothetical protein predicted by g --- AT1G23890 1.14 0.19 1.44 0.19545619 0.5884 -5.66
254309_s_at putative protein predicted protein, --- AT4G22390 / -1.15 -0.20 -1.44 0.19548784 0.5884 -5.66
265461_at unknown protein similarity to ubiqu --- AT2G46500 -1.12 -0.16 -1.44 0.19550414 0.5884 -5.66
253215_at putative protein AT.I.24-7, Arabido--- AT4G34950 -1.36 -0.44 -1.44 0.19561092 0.5884 -5.66
253366_at putative protein predicted protein, --- AT4G33180 -1.16 -0.22 -1.44 0.19560851 0.5884 -5.66
265329_at putative succinate dehydrogenase SDH1-2 AT2G18450 -1.13 -0.18 -1.44 0.19558371 0.5884 -5.66
265213_at clathrin protein  family Similar to cla--- AT1G05020 1.18 0.24 1.44 0.19562373 0.5884 -5.66
251729_at alpha-galactosidase-like protein a --- AT3G56310 1.23 0.30 1.44 0.19577036 0.5887 -5.66
247617_at receptor like protein kinase recept --- AT5G60270 1.31 0.39 1.44 0.19577211 0.5887 -5.66
258163_at aldose 1-epimerase, putative simil--- AT3G17940 1.11 0.16 1.44 0.19584823 0.5889 -5.66
257681_at hypothetical protein predicted by g --- AT3G13370 -1.09 -0.13 -1.44 0.19587857 0.5889 -5.66
246937_at phospholipase D1-like protein phoPLDALPHAAT5G25370 1.11 0.15 1.44 0.19592585 0.5890 -5.66
254438_at translation initiation factor eIF3 - li --- AT4G20980 1.15 0.21 1.44 0.19598736 0.5890 -5.66
259644_at unknown protein --- AT1G68910 1.15 0.20 1.44 0.19599396 0.5890 -5.66
247351_at putative protein contains similarity ANAC102 AT5G63790 1.35 0.43 1.43 0.19610772 0.5891 -5.66
247011_at putative protein contains similarity FRO1 AT5G67590 1.21 0.28 1.44 0.19606467 0.5891 -5.66
255755_s_at polygalacturonase, putative simila --- AT1G43050 / -1.13 -0.17 -1.43 0.19608801 0.5891 -5.66



251503_at ABC transporter-like protein putatiATMRP14 AT3G59140 -1.23 -0.30 -1.43 0.1962394 0.5891 -5.66
260775_at 14-3-3 protein GF14omega (grf2) i GRF2 AT1G78300 1.16 0.21 1.43 0.19615416 0.5891 -5.66
251082_at chlorophyll a/b-binding protein CP2--- AT5G01530 1.09 0.12 1.43 0.19624419 0.5891 -5.66
264595_at putative vesicle-associated memb VAMP721 AT1G04750 1.17 0.22 1.43 0.19621932 0.5891 -5.66
251587_at hypothetical protein --- AT3G58080 -1.20 -0.26 -1.43 0.19622971 0.5891 -5.66
253732_at putative protein several hypothetica--- AT4G29140 -1.12 -0.16 -1.43 0.19635345 0.5893 -5.66
264288_at Expressed protein ; supported by f --- AT1G62045 1.12 0.16 1.43 0.19635796 0.5893 -5.66
250717_at putative protein similar to unknown--- AT5G06200 -1.16 -0.21 -1.43 0.19640442 0.5894 -5.66
262566_at auxin response factor 1, putative sARF12 AT1G34310 1.19 0.25 1.43 0.19649852 0.5894 -5.66
247645_at late embryonic abundant protein - --- AT5G60530 -1.12 -0.16 -1.43 0.19650255 0.5894 -5.66
265500_at putative non-LTR retroelement rev --- --- -1.20 -0.26 -1.43 0.1965718 0.5894 -5.66
246151_at putative protein predicted proteins --- AT5G19950 1.14 0.18 1.43 0.19653624 0.5894 -5.66
253664_at NADPH-ferrihemoprotein reductas ATR2 AT4G30210 -1.42 -0.50 -1.43 0.1965559 0.5894 -5.66
250036_at putative protein predicted proteins --- AT5G18340 -1.16 -0.22 -1.43 0.19646955 0.5894 -5.66
264014_at putative auxin-regulated protein --- AT2G21210 -1.45 -0.53 -1.43 0.19667724 0.5896 -5.66
249372_at glucose-6-phosphate dehydrogenaG6PD6 AT5G40760 -1.25 -0.32 -1.43 0.19670399 0.5896 -5.66
253147_at protein kinase - like protein serine/CONNEXINAT4G35600 1.23 0.29 1.43 0.19668175 0.5896 -5.66
248536_at ankyrin-like protein --- AT5G50140 -1.12 -0.16 -1.43 0.19680301 0.5897 -5.66
265133_s_at unknown protein similar to hypothe--- AT1G51240 / 1.10 0.14 1.43 0.19680183 0.5897 -5.66
245451_at disease resistance RPP5 like proteSNC1 AT4G16890 1.10 0.14 1.43 0.196803 0.5897 -5.66
249669_at putative protein similar to unknown--- --- -1.11 -0.15 -1.43 0.19685356 0.5897 -5.66
247527_at leucine-rich receptor-like protein k --- AT5G61480 1.19 0.25 1.43 0.19699349 0.5898 -5.66
253830_at Expressed protein ; supported by f --- AT4G27652 -1.65 -0.72 -1.43 0.19696166 0.5898 -5.66
264273_s_at hypothetical protein contains simila--- AT1G60300 / -1.17 -0.23 -1.43 0.19698368 0.5898 -5.66
246539_at putative protein geranylgeranylateMUB2 AT5G15460 -1.10 -0.13 -1.43 0.19694172 0.5898 -5.66
265268_at putative protein kinase contains a p--- AT2G42960 1.12 0.17 1.43 0.19692931 0.5898 -5.66
248139_at putative protein similar to unknown--- AT5G54970 2.17 1.11 1.43 0.19703157 0.5898 -5.66
266994_at MADS-box protein (AGL29) AGL29 AT2G34440 -1.14 -0.19 -1.43 0.19720437 0.5901 -5.66
250789_at putative protein contains similarity --- AT5G05630 -1.13 -0.17 -1.43 0.19720654 0.5901 -5.66
250631_at pectin methyl-esterase-like protein--- AT5G07430 -1.10 -0.14 -1.43 0.19716432 0.5901 -5.66
254708_at ubiquitin-specific protease 20 (UB UBP20 AT4G17895 -1.12 -0.16 -1.43 0.1973533 0.5901 -5.66
251925_at hypothetical protein  ;supported by --- AT3G54000 1.20 0.26 1.43 0.19734392 0.5901 -5.66
255779_at unknown protein similar to beta-1, PDCB3 AT1G18650 1.28 0.36 1.43 0.19731164 0.5901 -5.66
252931_at putative ubiquitin-dependent prote--- AT4G38930 -1.12 -0.16 -1.43 0.19732455 0.5901 -5.66
247546_at Expressed protein ; supported by f --- AT5G61605 -1.13 -0.17 -1.43 0.19726001 0.5901 -5.66



261579_at soluble inorganic pyrophosphataseAtPPa1 AT1G01050 1.10 0.14 1.43 0.19739289 0.5902 -5.66
258918_at putative cytochrome P450 similar t UNE9 AT3G10560 -1.19 -0.25 -1.43 0.19742894 0.5902 -5.67
247856_at receptor-like protein kinase --- AT5G58300 1.17 0.23 1.43 0.19753621 0.5903 -5.67
254725_at putative protein various predicted --- AT4G13650 1.14 0.19 1.43 0.19756322 0.5903 -5.67
262643_at unknown protein ;supported by full --- AT1G62770 -1.23 -0.30 -1.43 0.19752078 0.5903 -5.67
254168_at Mlo-like protein Mlo protein - HordMLO13 AT4G24250 1.14 0.18 1.43 0.19756078 0.5903 -5.67
263423_at hypothetical protein predicted by g --- AT2G31700 -1.11 -0.15 -1.43 0.19759226 0.5903 -5.67
246816_at putative protein --- AT5G27230 1.11 0.15 1.43 0.19762168 0.5903 -5.67
255885_at sterol-C-methyltransferase identicaSMT2 AT1G20330 1.12 0.16 1.43 0.19765901 0.5904 -5.67
264910_at resistance protein, putative similar--- AT1G61100 1.27 0.35 1.43 0.19770402 0.5904 -5.67
256932_at unknown protein --- AT3G22520 1.11 0.15 1.43 0.19795385 0.5905 -5.67
249121_at aluminum-induced protein-like  ; su--- AT5G43830 1.12 0.17 1.43 0.19793366 0.5905 -5.67
261923_at UDP-glucose glucosyltransferase,AtUGT85A3AT1G22380 -1.14 -0.18 -1.43 0.19788172 0.5905 -5.67
259068_at unknown protein PEX13 AT3G07560 1.13 0.17 1.43 0.19792649 0.5905 -5.67
250999_at putative protein predicted proyeins--- AT5G02630 1.17 0.22 1.43 0.19790359 0.5905 -5.67
255890_at rhodanese-like family protein predi --- AT1G17850 1.22 0.29 1.43 0.19796649 0.5905 -5.67
250164_at putative protein various predicted --- AT5G15280 -1.16 -0.22 -1.43 0.19783017 0.5905 -5.67
252778_at putative protein replication protein --- --- -1.11 -0.15 -1.43 0.19783477 0.5905 -5.67
252889_at hypothetical protein --- AT4G39380 1.15 0.20 1.43 0.19782769 0.5905 -5.67
266961_at Athila retroelement ORF1-like prote--- --- -1.14 -0.19 -1.43 0.19802671 0.5906 -5.67
266054_at hypothetical protein predicted by g --- AT2G40640 1.16 0.21 1.43 0.1981387 0.5907 -5.67
256467_at copia-type polyprotein, putative sim--- --- -1.12 -0.16 -1.43 0.19816486 0.5907 -5.67
259386_at hypothetical protein contains similaNUB AT1G13400 -1.13 -0.18 -1.43 0.19816102 0.5907 -5.67
265409_at unknown protein PIP2;8 AT2G16830 / -1.13 -0.17 -1.43 0.19814648 0.5907 -5.67
264501_at putative lipase Similar to nodulins --- AT1G09390 1.39 0.47 1.43 0.19833523 0.5908 -5.67
258742_at hypothetical protein predicted by g --- AT3G05800 -1.25 -0.32 -1.43 0.19829877 0.5908 -5.67
262188_at Avr9 elicitor response protein, puta--- AT1G77810 -1.14 -0.19 -1.43 0.19837977 0.5908 -5.67
248274_at isp4 protein ATOPT9 AT5G53510 -1.11 -0.15 -1.43 0.1984088 0.5908 -5.67
250764_at putative protein similar to unknown--- AT5G05960 -2.37 -1.25 -1.43 0.19828724 0.5908 -5.67
244932_at PSI 9KDa protein --- --- -1.14 -0.19 -1.43 0.19842682 0.5908 -5.67
262623_at integral membrane protein, putativ--- AT1G06470 -1.14 -0.19 -1.43 0.19853364 0.5908 -5.67
265308_at putative protein kinase contains a pALE2 AT2G20300 1.09 0.13 1.43 0.19847954 0.5908 -5.67
250712_at human RAN binding protein 16-like--- AT5G06120 -1.13 -0.18 -1.43 0.19854787 0.5908 -5.67
250517_at serine-type carboxypeptidase II-likscpl35 AT5G08260 1.37 0.46 1.43 0.19848644 0.5908 -5.67
263235_at serine/threonine protein phosphataPP2A-2 AT1G10430 1.13 0.17 1.43 0.19856848 0.5908 -5.67



263001_at hypothetical protein contains similaTAF6B4 AT1G54360 1.22 0.29 1.43 0.19836127 0.5908 -5.67
254614_at putatative protein various predicte --- AT4G19191 -1.16 -0.21 -1.43 0.19831381 0.5908 -5.67
260146_at putative non-phototropic hypocotyl --- AT1G52770 1.36 0.44 1.43 0.19856018 0.5908 -5.67
260981_at hypothetical protein predicted by g --- AT1G53460 1.15 0.20 1.43 0.19866143 0.5910 -5.67
257984_at putative cell differentiation protein --- AT3G20800 1.16 0.22 1.43 0.19864177 0.5910 -5.67
265235_s_at hypothetical protein --- AT2G07719 -1.13 -0.18 -1.43 0.19871814 0.5910 -5.67
264159_at unknown protein ;supported by full --- AT1G65270 1.10 0.14 1.43 0.19877266 0.5911 -5.67
254198_at hypothetical protein --- AT4G24090 1.13 0.18 1.43 0.19875261 0.5911 -5.67
247918_at putative protein contains similarity --- AT5G57610 -1.16 -0.21 -1.42 0.19884678 0.5912 -5.67
258935_at unknown protein predicted by gen --- AT3G10120 -1.23 -0.30 -1.42 0.19928578 0.5924 -5.67
252364_at hypothetical protein  ;supported by --- AT3G48450 -1.51 -0.59 -1.42 0.19935246 0.5926 -5.67
252769_at arabinose kinase - like protein put --- AT3G42850 -1.12 -0.16 -1.42 0.19942234 0.5927 -5.67
246595_at formate dehydrogenase (FDH)  ;suFDH AT5G14780 1.12 0.16 1.42 0.19964299 0.5930 -5.67
263953_at hypothetical protein predicted by g OFP15 AT2G36050 -1.24 -0.31 -1.42 0.19963 0.5930 -5.67
257554_at synaptobrevin, putative similar to SVAMP728 AT3G24890 1.12 0.17 1.42 0.19956601 0.5930 -5.67
248707_at putative protein similar to unknown--- AT5G48550 -1.13 -0.17 -1.42 0.19960606 0.5930 -5.67
257509_at unknown protein --- AT1G63190 1.13 0.18 1.42 0.20014623 0.5932 -5.68
262654_at putative mandelonitrile lyase simila--- AT1G14180 -1.16 -0.22 -1.42 0.1997939 0.5932 -5.68
254425_at putative membrane associated pro--- AT4G21450 1.10 0.14 1.42 0.2001523 0.5932 -5.68
252018_at putative protein various predicted AtPP2-A15 AT3G53000 -1.17 -0.23 -1.42 0.2000362 0.5932 -5.68
246763_at NHE1 Na+/H+ exchanger  ; suppo NHX1 AT5G27150 1.21 0.27 1.42 0.20020601 0.5932 -5.68
263097_at hypothetical protein predicted by g PDV2 AT2G16070 -1.15 -0.21 -1.42 0.20020249 0.5932 -5.68
AFFX-r2-At-UbqArabidopsis thaliana /REF=U8496--- --- -1.09 -0.12 -1.42 0.20000384 0.5932 -5.68
255610_at putative phosphatidylinositol kinasATPIPK10 AT4G01190 -1.11 -0.16 -1.42 0.19998311 0.5932 -5.68
261329_at hypothetical protein predicted by g --- AT1G44890 -1.13 -0.17 -1.42 0.19996484 0.5932 -5.68
250579_at putative protein terminal ear1, ZeaMCT2 AT5G07930 -1.11 -0.15 -1.42 0.19989296 0.5932 -5.68
266477_at CLE4 CLAVATA3/ESR-Related 4 (CLE6 AT2G31085 -1.14 -0.19 -1.42 0.19977756 0.5932 -5.68
245344_at F-box protein family, AtFBL4 conta--- AT4G15475 1.15 0.20 1.42 0.20019845 0.5932 -5.68
264959_at hypothetical protein predicted by g --- AT1G77090 -1.14 -0.19 -1.42 0.20009258 0.5932 -5.68
254668_at neoxanthin cleavage enzyme - likeNCED2 AT4G18350 -1.15 -0.21 -1.42 0.20015812 0.5932 -5.68
248365_at putative protein strong similarity to --- AT5G52500 -1.12 -0.17 -1.42 0.20019418 0.5932 -5.68
248002_at Expressed protein ; supported by f ATARP8 AT5G56180 -1.17 -0.23 -1.42 0.20004711 0.5932 -5.68
254364_at glycine-rich protein glycine-rich ce --- AT4G22020 -1.14 -0.19 -1.42 0.19980568 0.5932 -5.68
245209_at putative protein similarity to predic--- AT5G12340 -1.49 -0.58 -1.42 0.20008799 0.5932 -5.68
249007_at unknown protein  ;supported by ful --- AT5G44650 1.21 0.28 1.42 0.20014647 0.5932 -5.68



257125_at t-complex polypeptide 1 homologu ATTCP-1 AT3G20050 1.14 0.19 1.42 0.20038451 0.5935 -5.68
254433_at putative protein tripeptidyl-peptida TPP2 AT4G20850 1.10 0.14 1.42 0.20045977 0.5935 -5.68
248730_at putative protein similar to unknown--- AT5G48050 -1.15 -0.21 -1.42 0.20053374 0.5935 -5.68
250033_at eukaryotic cap-binding protein (gb| NCBP AT5G18110 1.11 0.15 1.42 0.20054712 0.5935 -5.68
263580_at hypothetical protein similar to hypo--- AT2G17140 1.13 0.18 1.42 0.20053512 0.5935 -5.68
250624_at putative protein --- AT5G07330 -1.13 -0.17 -1.42 0.20051965 0.5935 -5.68
251708_at Expressed protein ; supported by c--- AT3G56580 1.16 0.21 1.42 0.20045756 0.5935 -5.68
257138_at hypothetical protein predicted by g --- AT3G28870 -1.10 -0.13 -1.42 0.20036086 0.5935 -5.68
254580_at putative protein  ; supported by cD --- AT4G19390 -1.11 -0.16 -1.42 0.20042479 0.5935 -5.68
259958_at leucine-rich repeat transmembran SRF6 AT1G53730 1.13 0.17 1.42 0.20059942 0.5936 -5.68
247141_at putative protein strong similarity to --- AT5G65560 -1.19 -0.25 -1.42 0.200667 0.5937 -5.68
258111_at putative cytochrome P450 similar t CYP72A9 AT3G14630 -1.16 -0.21 -1.42 0.20071099 0.5938 -5.68
247614_at putative protein --- AT5G60240 -1.10 -0.14 -1.42 0.20076557 0.5939 -5.68
254267_at dihydroorotase  ; supported by cDNPYR4 AT4G22930 1.13 0.18 1.42 0.20084179 0.5940 -5.68
261266_at expansin 10 identical to GB:AAF61ATEXPA10 AT1G26770 1.18 0.23 1.42 0.20087283 0.5941 -5.68
254500_at vacuolar sorting receptor-like prote--- AT4G20110 1.29 0.37 1.42 0.20104853 0.5941 -5.68
251376_at scarecrow - like protein scarecrow--- AT3G60630 -1.20 -0.26 -1.42 0.20103003 0.5941 -5.68
244910_s_at hypothetical protein --- --- -1.12 -0.16 -1.42 0.20098075 0.5941 -5.68
266941_at peroxidase (ATP22a) identical to G--- AT2G18980 -1.15 -0.20 -1.42 0.20098459 0.5941 -5.68
261787_at hypothetical protein predicted by g --- AT1G16020 -1.12 -0.16 -1.42 0.2009526 0.5941 -5.68
256600_at hypothetical protein predicted by g --- AT3G14850 -1.47 -0.56 -1.42 0.20105833 0.5941 -5.68
258530_at hypothetical protein predicted by g --- AT3G06840 1.14 0.18 1.42 0.20090573 0.5941 -5.68
249608_at multispanning membrane protein ---- AT5G37310 1.13 0.18 1.42 0.20114834 0.5942 -5.68
267209_at unknown protein  ;supported by ful --- AT2G30930 -1.16 -0.21 -1.42 0.20128308 0.5943 -5.68
261122_at ornithine carbamoyltransferase preOTC AT1G75330 1.17 0.23 1.42 0.20122793 0.5943 -5.68
265439_at senescence-associated protein con--- AT2G21045 -1.57 -0.65 -1.42 0.20126027 0.5943 -5.68
261828_at unknown protein ; supported by cD--- AT1G11360 1.11 0.15 1.42 0.20118689 0.5943 -5.68
260833_at lipase, putative similar to lipase G --- AT1G06800 -1.31 -0.39 -1.42 0.20125424 0.5943 -5.68
248929_at myrosinase-binding protein-like; jas--- AT5G46000 -1.13 -0.17 -1.42 0.20134445 0.5944 -5.68
261163_x_at auxin response factor, putative simARF21 AT1G34410 -1.09 -0.13 -1.42 0.20142363 0.5944 -5.68
256352_at proline-rich protein, putative similaATPRP1 AT1G54970 -1.15 -0.21 -1.42 0.20142577 0.5944 -5.68
248304_at polypyrimidine tract-binding RNA trPTB2 AT5G53180 1.10 0.13 1.42 0.20137983 0.5944 -5.68
258140_at Expressed protein ; supported by cALDH2C4 AT3G24503 -1.35 -0.43 -1.42 0.20151167 0.5946 -5.68
266416_at unknown protein  ; supported by fu --- AT2G38710 1.18 0.24 1.42 0.20159478 0.5946 -5.68
252503_at putative protein hypothetical prote --- AT3G46910 -1.13 -0.17 -1.42 0.20157667 0.5946 -5.68



259235_at hypothetical protein predicted by g --- AT3G11600 -1.32 -0.40 -1.42 0.20160597 0.5946 -5.68
260614_at hypothetical protein contains Pfam --- AT1G53390 -1.10 -0.14 -1.41 0.20172135 0.5949 -5.68
265200_s_at putative glucosyl transferase an ESUGT73C6 AT2G36790 / 1.35 0.43 1.41 0.20177352 0.5949 -5.68
264954_at carboxyphosphonoenolpyruvate m--- AT1G77060 -1.17 -0.23 -1.41 0.20190552 0.5950 -5.68
253425_at putative protein myosin heavy cha--- AT4G32190 -1.21 -0.28 -1.41 0.201851 0.5950 -5.68
267107_at hypothetical protein predicted by g --- --- -1.12 -0.17 -1.41 0.2018823 0.5950 -5.68
264721_at hypothetical protein predicted by g --- AT1G23000 1.12 0.17 1.41 0.20189907 0.5950 -5.68
246343_at putative protein --- AT3G56720 -1.09 -0.12 -1.41 0.2019321 0.5950 -5.69
251704_at putative protein unknown protein 1--- AT3G56360 -1.32 -0.40 -1.41 0.20195824 0.5950 -5.69
245948_at putative protein  ;supported by full- --- AT5G19540 -1.18 -0.24 -1.41 0.20199672 0.5951 -5.69
252074_at putative protein DNA helicase hom--- AT3G51700 1.12 0.16 1.41 0.20206768 0.5952 -5.69
256524_at glutamine synthetase, putative simATGSR2 AT1G66200 1.13 0.17 1.41 0.20212749 0.5953 -5.69
252419_at putative protein --- AT3G47510 -1.28 -0.36 -1.41 0.20220011 0.5954 -5.69
256359_at protein kinase, putative contains P--- AT1G66460 -1.10 -0.14 -1.41 0.20221451 0.5954 -5.69
256478_at unknown protein --- --- -1.13 -0.18 -1.41 0.2022772 0.5955 -5.69
252544_at respiratory burst oxidase - like pro --- AT3G45810 -1.14 -0.19 -1.41 0.20230598 0.5955 -5.69
249083_at prohibitin non-consensus TT accepATPHB7 AT5G44140 1.12 0.16 1.41 0.20234771 0.5956 -5.69
257611_at unknown protein --- AT3G26580 1.16 0.22 1.41 0.20240647 0.5956 -5.69
259055_at unknown protein  ;supported by ful UNE6 AT3G03340 1.11 0.16 1.41 0.20242877 0.5956 -5.69
257916_at unknown protein similar to hypothe--- AT3G23210 -1.20 -0.26 -1.41 0.20242827 0.5956 -5.69
267482_s_at unknown protein --- AT2G02770 / -1.33 -0.41 -1.41 0.20250514 0.5957 -5.69
245885_at putative protein phi-1 - Nicotiana t EXL4 AT5G09440 1.23 0.30 1.41 0.2025714 0.5958 -5.69
257293_at unknown protein similar to symbiosAPG8H AT3G15580 1.18 0.23 1.41 0.20269895 0.5960 -5.69
262327_at hypothetical protein similar to hypo--- AT1G64130 -1.12 -0.16 -1.41 0.20265811 0.5960 -5.69
264629_at hypothetical protein similar to hypo--- AT1G65540 -1.15 -0.20 -1.41 0.20269513 0.5960 -5.69
247361_at unknown protein  ;supported by ful --- AT5G63480 1.16 0.21 1.41 0.20272598 0.5960 -5.69
254170_at LG27/30-like gene LG27/30 gene --- AT4G24430 1.10 0.13 1.41 0.20279346 0.5960 -5.69
244919_at cytochrome c biogenesis orf203 Pr--- AT2G07768 / -1.12 -0.17 -1.41 0.20277736 0.5960 -5.69
259867_at hypothetical protein predicted by g --- AT1G76740 1.09 0.13 1.41 0.2028235 0.5960 -5.69
249986_at putative protein predicted proteins --- AT5G18460 -1.30 -0.38 -1.41 0.20335219 0.5964 -5.69
248292_at putative protein similar to unknown--- AT5G53030 -1.19 -0.25 -1.41 0.20326397 0.5964 -5.69
259273_s_at serine/threonine specific protein k --- AT3G01300 / 1.12 0.16 1.41 0.20321705 0.5964 -5.69
262313_at unknown protein ;supported by full --- AT1G70900 1.18 0.24 1.41 0.20326165 0.5964 -5.69
266673_at putative thiamin biosynthesis proteTHIC AT2G29630 -1.20 -0.27 -1.41 0.20333043 0.5964 -5.69
263322_at putative ribonuclease E RNEE/G AT2G04270 1.20 0.27 1.41 0.20335756 0.5964 -5.69



256494_at hypothetical protein predicted by g --- AT1G31520 -1.11 -0.15 -1.41 0.20337045 0.5964 -5.69
254053_s_at SRG1-like protein strong homolog--- AT4G25300 / 1.23 0.30 1.41 0.20313596 0.5964 -5.69
257406_at hypothetical protein predicted by g--- AT1G27060 1.15 0.20 1.41 0.20314796 0.5964 -5.69
262089_s_at hypothetical protein predicted by g --- AT1G55980 / -1.17 -0.22 -1.41 0.20311297 0.5964 -5.69
252042_at putative serine/threonine protein k --- AT3G51990 -1.15 -0.20 -1.41 0.20304493 0.5964 -5.69
264668_at putative 2,3-bisphosphoglycerate- --- AT1G09780 1.16 0.21 1.41 0.20318319 0.5964 -5.69
251609_at putative protein hypothetical prote --- AT3G57900 -1.09 -0.12 -1.41 0.20310768 0.5964 -5.69
256987_at hypothetical protein predicted by g --- AT3G28560 1.11 0.15 1.41 0.20326293 0.5964 -5.69
245503_at kinase like protein --- AT4G15650 -1.10 -0.14 -1.41 0.20327798 0.5964 -5.69
246381_at hypothetical protein --- --- -1.21 -0.27 -1.41 0.20335957 0.5964 -5.69
258511_at unknown protein  ;supported by ful --- AT3G06590 1.14 0.19 1.41 0.20345064 0.5966 -5.69
247980_at putative protein similar to unknownGNC AT5G56860 -1.37 -0.45 -1.41 0.20347722 0.5966 -5.69
254778_at putative protein --- AT4G12750 -1.15 -0.21 -1.41 0.2035093 0.5966 -5.69
252755_at putative protein hypothetical protei --- --- -1.12 -0.16 -1.41 0.20353867 0.5966 -5.69
249587_at putative protein copper homeostas--- AT5G37860 1.09 0.13 1.41 0.20358406 0.5967 -5.69
258821_at putative wound-induced basic prot--- AT3G07230 1.15 0.20 1.41 0.20367964 0.5968 -5.69
257873_at P-glycoprotein, putative similar to PGP17 AT3G28380 -1.14 -0.19 -1.41 0.20369527 0.5968 -5.69
246277_at hypothetical protein --- AT4G36460 1.13 0.18 1.41 0.20373439 0.5969 -5.69
258939_at unknown protein predicted by gen --- AT3G10020 -1.26 -0.33 -1.41 0.20377738 0.5969 -5.69
261724_at Expressed protein ; supported by f --- AT1G76185 1.11 0.16 1.41 0.20381878 0.5970 -5.69
258563_at putative long-chain-fatty-acid--CoALACS6 AT3G05970 1.13 0.17 1.41 0.20390211 0.5970 -5.69
249944_at NAM (no apical meristem)-like protanac089 AT5G22290 1.32 0.40 1.41 0.20389906 0.5970 -5.69
258897_at unknown protein --- AT3G05730 2.16 1.11 1.41 0.20403132 0.5971 -5.69
246947_at cytochrome P450-like protein CYTCYP71B11 AT5G25120 1.11 0.15 1.41 0.20425996 0.5971 -5.70
253126_at putative protein probable membra --- AT4G36050 1.22 0.29 1.41 0.20399162 0.5971 -5.69
250562_at putative protein TOM5 AT5G08040 1.14 0.19 1.41 0.20393853 0.5971 -5.69
264852_at similar to Mlo proteins from H. vulgMLO8 AT2G17480 -1.32 -0.40 -1.41 0.20423038 0.5971 -5.69
263950_at hypothetical protein predicted by g HVA22J AT2G36020 -1.09 -0.12 -1.41 0.20431549 0.5971 -5.70
250343_at putative protein density regulated --- AT5G11900 -1.12 -0.16 -1.41 0.20405876 0.5971 -5.69
257252_at glutathione reductase, cytosolic id ATGR1 AT3G24170 -1.25 -0.32 -1.41 0.20428415 0.5971 -5.70
265051_at jasmonate inducible protein, putat --- AT1G52100 -1.16 -0.22 -1.41 0.20412092 0.5971 -5.69
260271_at unknown protein similar to unknow--- AT1G63690 1.11 0.15 1.41 0.20404687 0.5971 -5.69
247144_at DOF zinc finger protein-like --- AT5G65590 -1.19 -0.25 -1.41 0.20419576 0.5971 -5.69
247192_at histone H3 (sp|P05203)  ; supporte--- AT5G65360 1.87 0.90 1.41 0.20426792 0.5971 -5.70
252386_at putative protein various predicted --- AT3G47840 -1.15 -0.20 -1.41 0.20416529 0.5971 -5.69



247196_at putative protein similar to unknownAIL7 AT5G65510 1.10 0.14 1.41 0.20408896 0.5971 -5.69
257330_at hypothetical protein --- --- -1.11 -0.16 -1.41 0.20418264 0.5971 -5.69
249347_at putative protein similar to unknown--- AT5G40830 1.25 0.32 1.41 0.20432468 0.5971 -5.70
260073_at putative protein kinase contains Pf --- AT1G73660 -1.16 -0.21 -1.41 0.20438207 0.5972 -5.70
246701_at cysteine synthase  ;supported by fuCYSD2 AT5G28020 -1.14 -0.19 -1.41 0.20444525 0.5973 -5.70
251054_at receptor like protein kinase recept LECRKA4.1AT5G01540 1.69 0.76 1.40 0.20453887 0.5975 -5.70
253148_at cyclin 2b protein CYCB2;2 AT4G35620 -1.14 -0.19 -1.40 0.20456584 0.5975 -5.70
253385_at putative protein predicted protein, --- AT4G32930 1.11 0.15 1.40 0.20474222 0.5977 -5.70
261592_at double-stranded RNA-specific edit--- AT1G01760 -1.13 -0.18 -1.40 0.20482696 0.5977 -5.70
258211_at hypothetical protein predicted by g --- AT3G17890 1.16 0.22 1.40 0.2047378 0.5977 -5.70
261202_at flower pigmentation protein ATAN ATAN11 AT1G12910 1.13 0.17 1.40 0.20475247 0.5977 -5.70
265607_at hypothetical protein predicted by g --- AT2G25370 1.10 0.14 1.40 0.20467628 0.5977 -5.70
253370_at pectinesterase - like protein pectin--- AT4G33230 1.15 0.21 1.40 0.20478317 0.5977 -5.70
257048_at hypothetical protein predicted by g --- AT3G19740 -1.10 -0.14 -1.40 0.20480448 0.5977 -5.70
265481_at unknown protein  ; supported by cD--- AT2G15960 1.12 0.17 1.40 0.20489283 0.5978 -5.70
262962_at NADP-isocitrate dehydrogenase, pICDH AT1G54340 -1.09 -0.12 -1.40 0.20491568 0.5978 -5.70
263050_at unknown protein  ; supported by cDATVPS11 AT2G05170 -1.12 -0.16 -1.40 0.20494147 0.5978 -5.70
247573_at anthocyanin 5-aromatic acyltransf AACT1 AT5G61160 1.85 0.89 1.40 0.20512184 0.5979 -5.70
258070_at hypothetical protein predicted by g --- AT3G26040 -1.15 -0.20 -1.40 0.20511202 0.5979 -5.70
259621_at unknown protein --- AT1G42710 -1.10 -0.14 -1.40 0.20510776 0.5979 -5.70
251247_at hypothetical protein --- AT3G62140 -1.15 -0.20 -1.40 0.20501188 0.5979 -5.70
255311_at putative protein --- --- 1.10 0.14 1.40 0.20504417 0.5979 -5.70
254471_s_at putative protein parts of other prot --- --- -1.11 -0.15 -1.40 0.20511376 0.5979 -5.70
246372_at hypothetical protein predicted by g --- AT1G51900 -1.11 -0.15 -1.40 0.20519982 0.5980 -5.70
266155_at cytochrome p450, putative similar CYP89A5 AT1G64950 / -1.30 -0.38 -1.40 0.20532976 0.5983 -5.70
250936_at putative protein  ;supported by full- --- AT5G03120 -1.25 -0.33 -1.40 0.20546218 0.5986 -5.70
248388_at putative protein contains similarity --- AT5G51980 1.13 0.18 1.40 0.20548416 0.5986 -5.70
267388_at putative beta-glucosidase BGLU15 AT2G44450 -1.25 -0.32 -1.40 0.20556386 0.5986 -5.70
248832_at putative protein similar to unknown--- AT5G47170 -1.10 -0.14 -1.40 0.20555287 0.5986 -5.70
264614_s_at putative aldehyde oxidase similar t --- AT1G02590 / -1.12 -0.16 -1.40 0.20551544 0.5986 -5.70
256964_at unknown protein  ;supported by ful AGP12 AT3G13520 -1.13 -0.18 -1.40 0.20570562 0.5986 -5.70
264511_at putative galactinol synthase similarAtGolS3 AT1G09350 -1.45 -0.53 -1.40 0.20566459 0.5986 -5.70
250803_at putative protein contains similarity --- AT5G04980 -1.19 -0.26 -1.40 0.20574218 0.5986 -5.70
261116_at sec14 cytosolic factor, putative sim--- AT1G75370 -1.12 -0.16 -1.40 0.20577473 0.5986 -5.70
265563_s_at hypothetical protein predicted by g --- --- -1.09 -0.12 -1.40 0.20575982 0.5986 -5.70



247732_at putative protein various predicted --- AT5G59600 -1.10 -0.13 -1.40 0.20560731 0.5986 -5.70
250175_at putative protein CGI-67, Homo sa --- AT5G14390 1.23 0.29 1.40 0.20571252 0.5986 -5.70
247766_at FtsH protease, putative contains sftsh9 AT5G58870 -1.13 -0.18 -1.40 0.20577088 0.5986 -5.70
254183_at putative protein predicted protein, --- AT4G23960 -1.13 -0.17 -1.40 0.20581952 0.5987 -5.70
257661_at unknown protein contains Pfam pr--- AT3G13340 -1.09 -0.13 -1.40 0.20584937 0.5987 -5.70
265693_at putative poly(A) binding protein --- AT2G24350 1.13 0.17 1.40 0.20587708 0.5987 -5.70
253359_at putative protein kinase protein kina--- AT4G33080 1.15 0.20 1.40 0.20594336 0.5988 -5.70
263741_at hypothetical protein predicted by g --- AT2G20620 -1.15 -0.21 -1.40 0.20604776 0.5990 -5.70
263093_at putative replication protein A1 --- --- -1.10 -0.14 -1.40 0.20607726 0.5990 -5.70
246420_at putative protein various predicted p--- AT5G16870 1.14 0.20 1.40 0.20610877 0.5990 -5.70
245892_at putative lipid transfer protein lipid t--- AT5G09370 -1.17 -0.23 -1.40 0.20616435 0.5991 -5.70
263998_at unknown protein --- AT2G22510 1.27 0.35 1.40 0.20644148 0.5999 -5.70
255676_at putative beta-amylase similar to theBAM2 AT4G00490 -1.30 -0.38 -1.40 0.20665917 0.6000 -5.71
261348_at hypothetical protein contains similaTED3 AT1G79810 -1.10 -0.14 -1.40 0.20659472 0.6000 -5.71
251717_at putative protein EXOENZYMES RLAF3 AT3G55850 1.16 0.21 1.40 0.20662299 0.6000 -5.71
256189_at hypothetical protein predicted by g --- AT1G30140 -1.11 -0.15 -1.40 0.20666162 0.6000 -5.71
261580_at unknown protein ;supported by full IQD18 AT1G01110 -1.19 -0.25 -1.40 0.20657935 0.6000 -5.71
253910_at putative receptor like kinase recep--- AT4G27290 -1.10 -0.14 -1.40 0.20655516 0.6000 -5.70
253801_at hypothetical protein --- AT4G28170 1.11 0.16 1.40 0.20665832 0.6000 -5.71
246139_at putative protein predicted protein, --- AT5G19900 -1.14 -0.19 -1.40 0.20685872 0.6001 -5.71
263842_at Expressed protein ; supported by f --- AT2G36835 1.18 0.24 1.40 0.20683285 0.6001 -5.71
257994_at unknown protein --- AT3G19920 -1.17 -0.23 -1.40 0.20680009 0.6001 -5.71
264729_at putative metal-binding protein high --- AT1G22990 1.22 0.29 1.40 0.20674978 0.6001 -5.71
264723_at putative salt-inducible protein simil --- AT1G22960 -1.11 -0.15 -1.40 0.20678562 0.6001 -5.71
262530_at putative receptor protein kinase ApAtRLP2 AT1G17240 1.14 0.19 1.40 0.20687245 0.6001 -5.71
258380_at PP1/PP2A phosphatases pleiotrop--- AT3G16650 -1.13 -0.17 -1.40 0.20689886 0.6001 -5.71
258882_at unknown protein  ; supported by fu --- AT3G06330 -1.13 -0.17 -1.40 0.20696093 0.6001 -5.71
266318_at Mutator-like transposase similar to FRS3 AT2G27110 -1.09 -0.12 -1.40 0.20693986 0.6001 -5.71
259976_at hypothetical protein  ;supported by CP12-3 AT1G76560 1.22 0.28 1.40 0.20706075 0.6004 -5.71
254129_at putative tRNA isopentenyltransferaIPT4 AT4G24650 -1.11 -0.14 -1.40 0.2071148 0.6004 -5.71
256378_at receptor protein kinase, putative c --- AT1G66830 -1.11 -0.15 -1.40 0.20711624 0.6004 -5.71
245100_at ubiquitin-specific protease 5 (UBPUBP5 AT2G40930 -1.11 -0.16 -1.40 0.20720627 0.6005 -5.71
253076_at NAM like protein P.hybrida NAM gANAC076 AT4G36160 1.11 0.16 1.40 0.20719543 0.6005 -5.71
258683_at putative protein kinase contains Pf ATSIK AT3G08760 1.22 0.29 1.40 0.20728498 0.6006 -5.71
265276_at hypothetical protein predicted by g --- AT2G28400 1.20 0.26 1.40 0.20728191 0.6006 -5.71



256615_at hypothetical protein predicted by g --- AT3G22250 -1.15 -0.20 -1.39 0.20735637 0.6007 -5.71
249485_at receptor protein kinase - like prote--- AT5G39020 1.37 0.46 1.39 0.20744962 0.6007 -5.71
256986_at unknown protein --- AT3G28700 1.17 0.23 1.39 0.20747417 0.6007 -5.71
264279_s_at glycoprotein(EP1), putative similar--- AT1G78820 / 1.17 0.22 1.39 0.20747105 0.6007 -5.71
257483_at hypothetical protein contains similaICK5 AT1G49620 1.12 0.16 1.39 0.20749245 0.6007 -5.71
245083_at putative integral membrane proteinATRER1C1AT2G23310 1.12 0.17 1.39 0.20746076 0.6007 -5.71
262121_at endo-1,4-beta-glucanase precursoATCEL2 AT1G02800 -1.14 -0.19 -1.39 0.20753305 0.6007 -5.71
259462_at hypothetical protein contains simila--- AT1G18940 -1.17 -0.23 -1.39 0.20757632 0.6007 -5.71
253923_at hypothetical protein Arabidopsis thTOR1 AT4G27060 1.12 0.16 1.39 0.207589 0.6007 -5.71
256779_at beta-fructofuranosidase, putative sAtcwINV5 AT3G13784 -1.09 -0.13 -1.39 0.20763441 0.6008 -5.71
255681_at predicted protein of unknown funct DGD2 AT4G00550 1.14 0.19 1.39 0.20779167 0.6011 -5.71
266162_at putative bHLH transcription factor FRU AT2G28160 -1.12 -0.16 -1.39 0.20780728 0.6011 -5.71
258084_at putative B regulatory subunit of pro--- AT3G26020 -1.19 -0.25 -1.39 0.20776293 0.6011 -5.71
262480_at receptor kinase, putative similar to--- AT1G11340 -1.23 -0.30 -1.39 0.20787157 0.6012 -5.71
252441_at putative protein  ; supported by cD PTAC16 AT3G46780 -1.19 -0.25 -1.39 0.20793742 0.6013 -5.71
253810_at putative NADH dehydrogenase NANDB1 AT4G28220 1.33 0.41 1.39 0.20801389 0.6014 -5.71
255351_x_at putative transposon protein similar --- --- 1.13 0.17 1.39 0.20802283 0.6014 -5.71
248252_at putative protein similar to unknownAGP22 AT5G53250 1.38 0.46 1.39 0.20811555 0.6015 -5.71
262656_at unknown protein location of EST T--- AT1G14200 -1.12 -0.17 -1.39 0.20809336 0.6015 -5.71
253934_at putative beta-1,3-glucanase beta- --- AT4G26830 -1.11 -0.15 -1.39 0.2082562 0.6018 -5.71
249991_at zinc finger -like protein zinc finger --- AT5G18550 -1.12 -0.16 -1.39 0.20834649 0.6020 -5.71
261036_at developmentally regulated GTP-b ATDRG1 AT1G17470 1.10 0.14 1.39 0.20842188 0.6020 -5.71
264986_at glutathione transferase, putative s ATGSTU13AT1G27130 -1.55 -0.64 -1.39 0.20841297 0.6020 -5.71
246814_at acyl carrier protein precursor - likeACP5 AT5G27200 -1.10 -0.14 -1.39 0.20839571 0.6020 -5.71
254410_at serine/threonine kinase - like prote --- AT4G21410 1.35 0.43 1.39 0.20845823 0.6020 -5.71
258424_at hypothetical protein predicted by g --- AT3G16750 1.13 0.18 1.39 0.20849952 0.6021 -5.71
259908_at RNA polymerase subunit identical ATRPAC42AT1G60850 -1.17 -0.23 -1.39 0.20869067 0.6024 -5.71
256078_at hypothetical protein predicted by g --- AT1G20670 -1.12 -0.16 -1.39 0.2086735 0.6024 -5.71
250130_at amylogenin; reversibly glycosylatab--- AT5G16510 -1.16 -0.22 -1.39 0.20864642 0.6024 -5.71
253785_s_at ABC transporter - like protein ABCATM2 AT4G28620 / 1.12 0.16 1.39 0.20870769 0.6024 -5.71
246941_at putative protein several hypothetica--- AT5G25415 -1.11 -0.15 -1.39 0.20881549 0.6026 -5.71
245871_at hypothetical protein predicted by g --- AT1G26290 1.15 0.21 1.39 0.20883906 0.6026 -5.71
261028_at hypothetical protein predicted by g --- AT1G26620 -1.12 -0.16 -1.39 0.20889544 0.6027 -5.71
255013_at putative protein  ;supported by full- --- AT4G10000 1.14 0.18 1.39 0.20900106 0.6029 -5.72
259555_at hypothetical protein --- --- -1.11 -0.14 -1.39 0.20906782 0.6030 -5.72



267437_at hypothetical protein predicted by g --- AT2G19200 -1.11 -0.15 -1.39 0.20923317 0.6032 -5.72
260263_at hypothetical protein predicted by g JAG AT1G68480 -1.09 -0.13 -1.39 0.20917199 0.6032 -5.72
245589_at subtilisin-like serine protease conta--- AT4G15040 -1.17 -0.23 -1.39 0.20924004 0.6032 -5.72
258024_at hypothetical protein predicted by g --- AT3G19360 1.24 0.31 1.39 0.20921903 0.6032 -5.72
261895_at metal ion transporter identical to G NRAMP1 AT1G80830 1.31 0.39 1.39 0.20928813 0.6033 -5.72
254907_at putative disease resistance respon--- AT4G11190 -1.11 -0.15 -1.39 0.20933945 0.6034 -5.72
267035_at putative beta-alanine-pyruvate amiAGT3 AT2G38400 -1.40 -0.48 -1.39 0.20949908 0.6035 -5.72
258487_at unknown protein  ;supported by ful LBD41 AT3G02550 1.58 0.66 1.39 0.20947079 0.6035 -5.72
256838_at ADP-ribosylation factor, putative sATARFC1 AT3G22950 1.14 0.19 1.39 0.20947965 0.6035 -5.72
257346_at pseudogene, putative retroelemen--- --- -1.12 -0.16 -1.39 0.20948691 0.6035 -5.72
256236_at hypothetical protein predicted by g --- AT3G12350 -1.14 -0.18 -1.39 0.20954312 0.6036 -5.72
250585_at putative protein contains similarity --- AT5G07620 -1.28 -0.35 -1.39 0.2096234 0.6036 -5.72
254169_at putative protein  ; supported by cD --- AT4G24290 -1.15 -0.20 -1.39 0.20960893 0.6036 -5.72
259071_at unknown protein similar to hin1 GBNHL2 AT3G11650 1.21 0.27 1.39 0.20967801 0.6037 -5.72
248762_at Expressed protein ; supported by f --- AT5G47455 1.20 0.26 1.39 0.20965694 0.6037 -5.72
262888_at RNA-directed RNA polymerase, p RDR1 AT1G14790 1.31 0.39 1.39 0.20978606 0.6038 -5.72
251375_at putative protein various predicted --- AT3G60410 -1.18 -0.23 -1.39 0.20994829 0.6038 -5.72
250952_at putative protein ATIREG2 AT5G03570 -1.16 -0.21 -1.39 0.20994582 0.6038 -5.72
266096_at putative vacuolar protein sorting-asVCL1 AT2G38020 1.11 0.15 1.39 0.20991879 0.6038 -5.72
262742_at GTP-binding protein, putative simiAtRABA1i AT1G28550 -1.11 -0.15 -1.39 0.20989518 0.6038 -5.72
246506_at putative protein hypothetical prote --- AT5G16110 1.15 0.21 1.39 0.20982291 0.6038 -5.72
266652_at unknown protein --- AT2G25760 1.10 0.14 1.39 0.2099683 0.6038 -5.72
252302_at putative protein hypothetical prote --- AT3G49190 1.10 0.13 1.39 0.20987377 0.6038 -5.72
259778_at hypothetical protein predicted by g --- AT1G29610 -1.10 -0.14 -1.39 0.20977615 0.6038 -5.72
258544_at disease resistance gene (RPM1) idRPM1 AT3G07040 -1.22 -0.29 -1.39 0.21007992 0.6039 -5.72
249958_at plasma membrane associated pro --- AT5G18970 1.17 0.22 1.39 0.21008121 0.6039 -5.72
247639_s_at undecaprenyl diphosphate syntha --- AT5G60500 / -1.09 -0.12 -1.39 0.21005218 0.6039 -5.72
259109_at putative serine threonine protein ph--- AT3G05580 -1.19 -0.25 -1.39 0.21018525 0.6040 -5.72
258008_at putative late embryogenesis abund--- AT3G19430 -1.11 -0.15 -1.39 0.21022105 0.6040 -5.72
250979_at putative protein --- AT5G03090 -1.17 -0.23 -1.39 0.21017738 0.6040 -5.72
266369_at hypothetical protein predicted by g BOP2 AT2G41370 -1.18 -0.23 -1.39 0.2102081 0.6040 -5.72
254241_at serine/threonine kinase - like proteCRK11 AT4G23190 1.47 0.56 1.38 0.21038056 0.6042 -5.72
267619_at putative receptor-like protein kinas --- AT2G26730 -1.23 -0.30 -1.38 0.21048507 0.6042 -5.72
251669_at putative protein hypothetical prote --- AT3G57180 1.26 0.33 1.38 0.21046872 0.6042 -5.72
250387_at putative protein predicted proteins --- AT5G11290 -1.10 -0.13 -1.38 0.21054918 0.6042 -5.72



253068_at putative protein Kaposi's sarcoma --- AT4G37820 1.11 0.16 1.38 0.21051042 0.6042 -5.72
266099_at putative alpha-carboxyltransferase CAC3 AT2G38040 1.17 0.23 1.38 0.21041705 0.6042 -5.72
266061_at putative translation initiation factor --- AT2G18720 -1.12 -0.17 -1.38 0.2105437 0.6042 -5.72
254622_at hypothetical protein contains simila--- AT4G18375 1.20 0.26 1.38 0.21043751 0.6042 -5.72
255405_s_at hypothetical protein similar to A. th --- AT4G03440 / -1.16 -0.21 -1.38 0.2103513 0.6042 -5.72
265364_at putative retroelement pol polyprote--- --- 1.10 0.14 1.38 0.2104465 0.6042 -5.72
246578_at MADS-box protein, putative similaAGL86 AT1G31630 -1.10 -0.14 -1.38 0.21058615 0.6042 -5.72
265363_at hypothetical protein predicted by g --- --- -1.10 -0.13 -1.38 0.21069342 0.6044 -5.72
251954_at putative protein predicted protein, CPuORF51AT3G53668 / 1.28 0.36 1.38 0.21071522 0.6044 -5.72
261680_at hypothetical protein similar to hypo--- AT1G47350 -1.09 -0.13 -1.38 0.21070651 0.6044 -5.72
256585_at hypothetical protein --- AT3G28760 -1.18 -0.24 -1.38 0.21082892 0.6045 -5.72
258673_at unknown protein --- AT3G08620 1.17 0.23 1.38 0.2108617 0.6045 -5.72
255987_s_at putative protein predicted proteins --- AT5G35050 1.10 0.13 1.38 0.21086175 0.6045 -5.72
264386_at putative pyrophosphate-fructose-6--- AT1G12000 1.26 0.33 1.38 0.21088574 0.6045 -5.72
251655_at hypothetical protein AT3G57157--- 1.16 0.21 1.38 0.21091451 0.6045 -5.72
259459_at En/Spm-like transposon protein, p --- --- -1.11 -0.14 -1.38 0.21098343 0.6047 -5.72
258433_at translationally controlled tumor pro TCTP AT3G16640 1.14 0.19 1.38 0.21101923 0.6047 -5.72
265468_at hypothetical protein predicted by g --- AT2G37210 -1.12 -0.16 -1.38 0.21117764 0.6050 -5.72
256298_at DNA-binding protein contains PfamAGL94 AT1G69540 -1.12 -0.16 -1.38 0.21118338 0.6050 -5.72
245659_at hypothetical protein predicted by g --- AT1G28260 1.23 0.30 1.38 0.21123003 0.6051 -5.72
247124_at prolyl 4-hydroxylase, alpha subun --- AT5G66060 1.10 0.14 1.38 0.21132028 0.6052 -5.72
266312_at 20S proteasome subunit C8 (PAG1PAG1 AT2G27020 1.13 0.18 1.38 0.21131995 0.6052 -5.72
257843_at hypothetical protein predicted by g--- --- -1.10 -0.14 -1.38 0.21145539 0.6054 -5.73
260042_at hypothetical protein C-term similar --- AT1G68820 1.20 0.27 1.38 0.2114576 0.6054 -5.73
249361_at protein kinase - like protein protein--- AT5G40540 1.25 0.33 1.38 0.21159237 0.6056 -5.73
251244_at pectinacetylesterase precursor-like--- AT3G62060 1.13 0.17 1.38 0.21162368 0.6056 -5.73
255544_at predicted protein of unknown funct --- AT4G01880 -1.15 -0.20 -1.38 0.21166149 0.6056 -5.73
248882_at cullin ;supported by full-length cDNCUL4 AT5G46210 1.10 0.13 1.38 0.21167972 0.6056 -5.73
263329_at hypothetical protein contains C3HC--- AT2G15260 1.11 0.15 1.38 0.21163435 0.6056 -5.73
259828_at RING-H2 zinc finger protein ATL3 --- AT1G72220 1.14 0.19 1.38 0.21156249 0.6056 -5.73
246559_at putative protein YTM1 - Homo sap--- AT5G15550 1.20 0.26 1.38 0.21180525 0.6057 -5.73
263356_at putative RNA-binding protein  ; supUBA1A AT2G22090 -1.10 -0.14 -1.38 0.21177836 0.6057 -5.73
251092_at putative protein  ;supported by full- --- AT5G01470 -1.12 -0.16 -1.38 0.21181125 0.6057 -5.73
251976_at disease resistance - like protein diAtRLP45 AT3G53240 1.14 0.19 1.38 0.21182549 0.6057 -5.73
246585_at myb transcription factor werewolf ( ATMYB66 AT5G14750 -1.10 -0.14 -1.38 0.21194725 0.6060 -5.73



267632_at hypothetical protein predicted by g --- AT2G42160 1.18 0.24 1.38 0.21203786 0.6062 -5.73
248713_at putative protein contains similarity NSP5 AT5G48180 1.28 0.35 1.38 0.2120679 0.6062 -5.73
253244_at putative protein SEC14 protein, SaCOW1 AT4G34580 1.16 0.21 1.38 0.21216695 0.6063 -5.73
251640_at putative protein  ;supported by full- --- AT3G57450 -1.52 -0.61 -1.38 0.21217437 0.6063 -5.73
259981_at unknown protein  ; supported by fu --- AT1G76450 1.14 0.19 1.38 0.21225086 0.6064 -5.73
245517_at hypothetical protein --- AT4G15840 -1.09 -0.12 -1.38 0.2122835 0.6064 -5.73
245167_s_at putative synaptobrevin  ;supported ATVAMP72AT2G33110 / 1.10 0.13 1.38 0.21229594 0.6064 -5.73
256612_at hypothetical protein predicted by g --- AT3G29280 1.14 0.19 1.38 0.21235584 0.6065 -5.73
264818_at hypothetical protein similar to hypoNAF1 AT1G03530 1.27 0.35 1.38 0.21247975 0.6067 -5.73
263168_at putative glutaredoxin Strong simila --- AT1G03020 -1.43 -0.52 -1.38 0.21247986 0.6067 -5.73
261722_at acyl-(acyl carrier protein) thioesterFATB AT1G08510 1.10 0.14 1.38 0.21308005 0.6068 -5.73
265931_at unknown protein  ;supported by ful --- AT2G18520 1.15 0.21 1.38 0.21272249 0.6068 -5.73
258925_at unknown protein similar to hypothe--- AT3G10420 1.14 0.19 1.37 0.21321207 0.6068 -5.73
266302_at ethylene-insensitive3-like1 (EIL1) i EIL1 AT2G27050 1.15 0.20 1.38 0.21312674 0.6068 -5.73
257982_at unknown protein similar to TYPE IIATTOP6B AT3G20780 -1.15 -0.20 -1.37 0.21321142 0.6068 -5.73
258143_at hypothetical protein --- AT3G18170 -1.19 -0.25 -1.38 0.213135 0.6068 -5.73
247429_at putative protein strong similarity to --- AT5G62620 1.16 0.22 1.38 0.21263481 0.6068 -5.73
258151_at beta-glucosidase, putative similar BGLU44 AT3G18080 -1.24 -0.31 -1.38 0.21282205 0.6068 -5.73
254881_at hypothetical protein --- AT4G11700 -1.10 -0.14 -1.38 0.21281848 0.6068 -5.73
264012_at hypothetical protein predicted by g --- AT2G21080 -1.15 -0.20 -1.38 0.21253493 0.6068 -5.73
262095_at hypothetical protein predicted by g --- AT1G56090 1.16 0.21 1.38 0.21315178 0.6068 -5.73
263355_at putative RNA-binding protein  ;sup --- AT2G22100 -1.15 -0.20 -1.38 0.21286362 0.6068 -5.73
261440_at hypothetical protein predicted by g --- AT1G28510 1.11 0.15 1.38 0.21305083 0.6068 -5.73
248066_at putative protein contains similarity QRT1 AT5G55590 -1.12 -0.17 -1.37 0.21320298 0.6068 -5.73
251782_at beta-N-acetylhexosaminidase -like HEXO1 AT3G55260 1.17 0.23 1.38 0.21275959 0.6068 -5.73
258255_at hypothetical protein predicted by g --- AT3G26800 -1.10 -0.14 -1.38 0.212963 0.6068 -5.73
252865_at Expressed protein ; supported by f --- AT4G39753 -1.17 -0.22 -1.38 0.21294796 0.6068 -5.73
249560_at putative protein LCR80 AT5G38330 -1.18 -0.24 -1.38 0.21265616 0.6068 -5.73
245366_at Expressed protein ; supported by f AtMAPR4 AT4G14965 1.10 0.14 1.38 0.21283659 0.6068 -5.73
265110_at hypothetical protein predicted by g --- AT1G62490 -1.15 -0.20 -1.38 0.21302489 0.6068 -5.73
256790_at ARR1 protein, putative similar to AARR1 AT3G16857 1.12 0.16 1.37 0.21319849 0.6068 -5.73
258803_at unknown protein similar to elicitor rWRKY39 AT3G04670 1.12 0.17 1.38 0.2126115 0.6068 -5.73
266037_at putative protein kinase contains a p--- AT2G05940 -1.41 -0.49 -1.38 0.21284071 0.6068 -5.73
254906_at putative disease resistance respon--- AT4G11180 -1.11 -0.15 -1.38 0.21260646 0.6068 -5.73
245402_at putative protein --- AT4G17585 1.13 0.17 1.38 0.21296635 0.6068 -5.73



265758_at hypothetical protein similar to myos--- --- -1.10 -0.13 -1.38 0.21263941 0.6068 -5.73
266508_at hypothetical protein predicted by g --- AT2G47920 1.15 0.20 1.38 0.2131441 0.6068 -5.73
250136_at putative protein de novo DNA met DRM1 AT5G15380 -1.22 -0.29 -1.37 0.21326713 0.6068 -5.73
256244_at sulphate transporter, putative simi SULTR4;2 AT3G12520 -1.11 -0.14 -1.37 0.21327171 0.6068 -5.73
257755_at unknown protein  ; supported by fu --- AT3G18760 1.21 0.28 1.37 0.21332074 0.6069 -5.73
259310_s_at Expressed protein ; supported by c--- AT3G05160 / -1.15 -0.20 -1.37 0.21342881 0.6071 -5.73
251989_at RNA helicase -like protein RNA heLOS4 AT3G53110 1.13 0.17 1.37 0.21347326 0.6071 -5.73
257281_s_at hypothetical protein predicted by g --- AT3G29680 / 1.14 0.19 1.37 0.21348503 0.6071 -5.73
255056_at putative protein helix-loop-helix pr TT8 AT4G09820 -1.09 -0.13 -1.37 0.21355579 0.6072 -5.73
265618_at hypothetical protein predicted by g --- AT2G25460 -1.13 -0.17 -1.37 0.21359821 0.6073 -5.73
255433_at putative xyloglucan endotransglycoXTH9 AT4G03210 1.29 0.37 1.37 0.21363645 0.6073 -5.73
249309_at homeotic protein BEL1 homolog  ; BEL1 AT5G41410 1.14 0.19 1.37 0.21374855 0.6075 -5.73
266187_at putative retroelement pol polyprote--- AT2G38970 1.20 0.27 1.37 0.21379744 0.6075 -5.74
253378_at hypothetical protein --- AT4G33310 -1.10 -0.14 -1.37 0.21373029 0.6075 -5.73
246866_at putative protein various predicted --- AT5G25960 1.11 0.15 1.37 0.21377307 0.6075 -5.73
255599_at cyclic nucleotide gated channel (CATCNGC13AT4G01010 1.25 0.32 1.37 0.21389964 0.6077 -5.74
261987_at hypothetical protein predicted by g --- AT1G33710 -1.09 -0.12 -1.37 0.21393259 0.6077 -5.74
248174_at 50S ribosomal protein L24, chloro --- AT5G54600 1.12 0.16 1.37 0.2140197 0.6079 -5.74
254610_at putative protein predicted protein, --- AT4G18890 1.12 0.16 1.37 0.21421043 0.6081 -5.74
248236_at putative protein contains similarity --- AT5G53870 -1.65 -0.72 -1.37 0.21414457 0.6081 -5.74
247469_at Expressed protein ; supported by cAGL42 AT5G62165 1.70 0.77 1.37 0.21419894 0.6081 -5.74
265604_s_at hypothetical protein predicted by g --- --- 1.12 0.16 1.37 0.21421008 0.6081 -5.74
267314_at putative myosin heavy chain --- AT2G34730 1.16 0.22 1.37 0.21430099 0.6083 -5.74
264223_s_at receptor kinase, putative similar to--- AT1G67520 / 1.32 0.40 1.37 0.21436962 0.6083 -5.74
249140_at F-box protein family, AtFBX6 cont --- AT5G43190 -1.17 -0.22 -1.37 0.21439449 0.6083 -5.74
247241_at unknown protein --- AT5G64680 1.22 0.29 1.37 0.21434838 0.6083 -5.74
251470_at putative protein hypothetical prote --- AT3G59570 -1.14 -0.20 -1.37 0.21449914 0.6085 -5.74
263110_at unknown protein ;supported by full --- AT1G65220 1.15 0.20 1.37 0.21452927 0.6086 -5.74
252350_at ataxia-telangiectasia mutated prot ATM AT3G48190 1.10 0.14 1.37 0.2146329 0.6087 -5.74
257355_at hypothetical protein predicted by g --- AT2G38150 1.11 0.15 1.37 0.21462347 0.6087 -5.74
248065_at putative protein similar to unknown--- AT5G55580 1.16 0.21 1.37 0.21493054 0.6088 -5.74
252475_s_at putative protein several hypotheticaPCL1 AT3G46640 / -1.15 -0.20 -1.37 0.21502373 0.6088 -5.74
245359_at carnitine racemase like protein ;su IBR10 AT4G14430 1.22 0.29 1.37 0.21501674 0.6088 -5.74
256304_at Expressed protein ; supported by c--- AT1G69523 -1.21 -0.28 -1.37 0.21475665 0.6088 -5.74
248759_at putative protein similar to unknown--- AT5G47610 1.29 0.37 1.37 0.21475485 0.6088 -5.74



264550_at hypothetical protein predicted by g --- AT1G09450 -1.19 -0.26 -1.37 0.21486441 0.6088 -5.74
258756_at hypothetical protein similar to hypo--- AT3G11960 1.12 0.17 1.37 0.21497185 0.6088 -5.74
264486_at hypothetical protein contains simila--- AT1G77180 1.14 0.19 1.37 0.21493405 0.6088 -5.74
258082_at Expressed protein ; supported by f CLE27 AT3G25905 1.24 0.31 1.37 0.21472878 0.6088 -5.74
249061_at putative protein similar to unknown--- AT5G44550 -1.11 -0.15 -1.37 0.21501204 0.6088 -5.74
253614_at putative protein heat shock protein--- AT4G30350 1.21 0.28 1.37 0.21503177 0.6088 -5.74
252850_at putative protein  ;supported by full- --- AT4G39880 1.15 0.20 1.37 0.21482855 0.6088 -5.74
251894_at putative protein predicted proteins --- AT3G54380 1.13 0.18 1.37 0.21494907 0.6088 -5.74
244958_at hypothetical protein --- --- -1.10 -0.14 -1.37 0.21492933 0.6088 -5.74
266818_at unknown protein HUB1 AT2G44950 -1.14 -0.19 -1.37 0.21508534 0.6088 -5.74
251436_at putative protein hypothetical prote ARGOS AT3G59900 1.69 0.75 1.37 0.21507212 0.6088 -5.74
251802_at E2, ubiquitin-conjugating enzyme UBC14 AT3G55380 1.10 0.14 1.37 0.21514389 0.6089 -5.74
249983_at putative protein S-receptor kinase --- AT5G18470 2.06 1.04 1.37 0.21521289 0.6089 -5.74
263521_at hypothetical protein predicted by g --- AT2G24960 1.17 0.22 1.37 0.21518626 0.6089 -5.74
262472_at hypothetical protein similar to putat--- AT1G50160 -1.11 -0.15 -1.37 0.21536471 0.6093 -5.74
251487_at cysteine synthase OASC AT3G59760 -1.25 -0.32 -1.37 0.21558129 0.6094 -5.74
259486_at embryo abundance protein (EMB2--- AT1G15710 -1.13 -0.18 -1.37 0.21564148 0.6094 -5.74
265104_at unknown protein 3'-end of protein cATO2 AT1G31020 1.12 0.16 1.37 0.21563861 0.6094 -5.74
264388_at hypothetical protein contains simila--- AT1G11970 -1.14 -0.19 -1.37 0.21558929 0.6094 -5.74
261657_at pathogenesis-related protein 1b p --- AT1G50050 1.12 0.16 1.37 0.21556932 0.6094 -5.74
251405_at plasma membrane H+-ATPase - liAHA7 AT3G60330 -1.10 -0.14 -1.37 0.21553911 0.6094 -5.74
267258_at hypothetical protein predicted by g --- AT2G23140 1.10 0.14 1.37 0.21546423 0.6094 -5.74
261797_at cation-chloride co-transporter, put --- AT1G30455 1.12 0.17 1.37 0.21560991 0.6094 -5.74
245309_at putative protein ; supported by cDN--- AT4G15140 1.20 0.27 1.37 0.21569131 0.6095 -5.74
262280_at unknown protein --- AT1G68580 1.24 0.31 1.37 0.21589002 0.6097 -5.74
251853_at putative protein various Arabidopsi --- AT3G54790 1.11 0.14 1.37 0.21591242 0.6097 -5.74
252713_at calmodulin 7  ; supported by full-le CAM7 AT3G43810 1.12 0.17 1.37 0.21589732 0.6097 -5.74
263341_at hypothetical protein predicted by g --- --- -1.12 -0.17 -1.37 0.21586722 0.6097 -5.74
260572_at putative molybdopterin synthase la--- AT2G43760 1.10 0.14 1.37 0.21584931 0.6097 -5.74
249211_at putative protein similar to unknown--- AT5G42680 1.27 0.34 1.37 0.21589733 0.6097 -5.74
265414_at nodulin-like protein --- AT2G16660 -1.34 -0.42 -1.37 0.21596057 0.6097 -5.74
266199_at putative calcium-dependent proteinCPK20 AT2G38910 -1.10 -0.14 -1.37 0.2160569 0.6099 -5.74
246587_at putative protein predicted proteins --- --- -1.12 -0.17 -1.37 0.21604817 0.6099 -5.74
250609_at peptide methionine sulfoxide reducPMSR3 AT5G07470 -1.10 -0.14 -1.36 0.21620867 0.6099 -5.74
265778_at unknown protein --- AT2G07360 1.10 0.14 1.37 0.21612742 0.6099 -5.74



255442_at predicted NADH dehydrogenase 2--- AT4G02580 1.10 0.14 1.36 0.21627275 0.6099 -5.75
246913_at GATA transcription factor - like GA--- AT5G25830 -1.16 -0.21 -1.36 0.21617125 0.6099 -5.74
262349_at unknown protein  ;supported by ful --- AT2G48130 1.17 0.23 1.36 0.2161626 0.6099 -5.74
256292_at unknown protein --- AT1G69430 -1.13 -0.18 -1.36 0.21623268 0.6099 -5.74
263392_at putative PttA-like transposon prote --- --- -1.10 -0.13 -1.36 0.21626299 0.6099 -5.75
246728_at putative protein various predicted --- AT5G28040 -1.09 -0.13 -1.37 0.21610621 0.6099 -5.74
253969_at putative protein hypothetical prote CSN6B AT4G26430 1.21 0.28 1.36 0.21636261 0.6099 -5.75
254423_at Lsd1 like protein zinc-finger protei LOL2 AT4G21610 1.15 0.21 1.36 0.21639697 0.6099 -5.75
260600_at hypothetical protein predicted by g --- AT1G55950 -1.12 -0.17 -1.36 0.21633815 0.6099 -5.75
246320_at unknown protein --- AT1G16560 1.18 0.24 1.36 0.21639237 0.6099 -5.75
245607_at kinesin like protein --- AT4G14330 -1.12 -0.16 -1.36 0.21643285 0.6099 -5.75
255882_x_at hypothetical protein contains simila--- AT1G20280 1.13 0.17 1.36 0.21657826 0.6102 -5.75
260918_at hypothetical protein predicted by g --- AT1G21510 -1.10 -0.14 -1.36 0.21659075 0.6102 -5.75
248961_at subtilisin-like protease --- AT5G45650 -1.38 -0.46 -1.36 0.21666516 0.6104 -5.75
257224_at P-type ATPase, putative similar to --- AT3G27870 1.13 0.18 1.36 0.21674588 0.6105 -5.75
266410_at unknown protein EMB2765 AT2G38770 1.10 0.14 1.36 0.21691939 0.6108 -5.75
262641_at unknown protein ;supported by full --- AT1G62730 1.08 0.12 1.36 0.21698453 0.6108 -5.75
247746_at uncoupling protein AtUCP2  ;suppoATUCP2 AT5G58970 1.16 0.21 1.36 0.2169522 0.6108 -5.75
250158_at putative protein --- AT5G15190 -1.21 -0.28 -1.36 0.21698757 0.6108 -5.75
250887_at putative protein --- --- 1.13 0.17 1.36 0.21694581 0.6108 -5.75
262769_at actin-like protein strong similarity toDIS1 AT1G13180 -1.14 -0.19 -1.36 0.21707798 0.6110 -5.75
265550_at hypothetical protein predicted by g --- --- -1.11 -0.15 -1.36 0.21722606 0.6113 -5.75
248860_at putative protein contains similarity --- AT5G46670 1.11 0.15 1.36 0.21723267 0.6113 -5.75
247302_at unknown protein  ;supported by ful VPS20.1 AT5G63880 -1.11 -0.15 -1.36 0.21725073 0.6113 -5.75
266514_at putative zinc-finger protein (B-box --- AT2G47890 1.16 0.22 1.36 0.21740735 0.6116 -5.75
259500_at unknown protein ; supported by cD--- AT1G15740 1.16 0.21 1.36 0.2174463 0.6117 -5.75
254847_at putative phospholipase D-gamma PLDGAMM AT4G11850 1.31 0.39 1.36 0.2174876 0.6117 -5.75
257112_at cytochrome P450, putative containCYP705A2 AT3G20120 1.12 0.16 1.36 0.21753652 0.6118 -5.75
264965_at hypothetical protein predicted by g --- AT1G60560 1.14 0.19 1.36 0.21758166 0.6118 -5.75
266576_at hypothetical protein predicted by g --- AT2G23940 1.11 0.15 1.36 0.21758776 0.6118 -5.75
252606_at carboxypeptidase precursor-like p scpl48 AT3G45010 -1.33 -0.41 -1.36 0.21764775 0.6118 -5.75
259248_at putative heat-shock protein similar --- AT3G07770 -1.27 -0.35 -1.36 0.21772722 0.6119 -5.75
246850_at Lon protease homolog 2 precurso LON1 AT5G26860 1.27 0.34 1.36 0.21777052 0.6119 -5.75
258772_at putative ubiquinol-cytochrome C re--- AT3G10860 1.14 0.19 1.36 0.21774979 0.6119 -5.75
267121_at putative GDSL-motif lipase/hydrola--- AT2G23540 1.23 0.30 1.36 0.21770111 0.6119 -5.75



245887_at putative protein CD2 cytoplasmic d--- AT5G09390 1.08 0.12 1.36 0.21781474 0.6119 -5.75
256817_at F-box protein family, AtFBW1 con --- AT3G21410 1.13 0.18 1.36 0.21786151 0.6120 -5.75
256310_at unknown protein ; supported by cDERD4 AT1G30360 1.18 0.24 1.36 0.21800531 0.6121 -5.75
267000_at Expressed protein ; supported by f --- AT2G34310 -1.22 -0.29 -1.36 0.21806139 0.6121 -5.75
255356_x_at putative transposon protein --- --- -1.12 -0.16 -1.36 0.21802647 0.6121 -5.75
262838_at major latex protein, putative simila--- AT1G14960 -1.12 -0.17 -1.36 0.21797441 0.6121 -5.75
263141_at hypothetical protein similar to unkn--- AT1G65210 -1.10 -0.14 -1.36 0.2179487 0.6121 -5.75
250241_at photoreceptor-interacting protein-li --- AT5G13600 1.15 0.20 1.36 0.21807426 0.6121 -5.75
255980_at hypothetical protein ;supported by --- AT1G33970 1.13 0.17 1.36 0.21812027 0.6122 -5.75
267186_at unknown protein  ; supported by cD--- AT2G44090 -1.11 -0.15 -1.36 0.21823313 0.6124 -5.75
246982_s_at unknown protein --- AT2G10560 / -1.25 -0.32 -1.36 0.2182463 0.6124 -5.75
260914_at beta-xylosidase, putative similar toBXL2 AT1G02640 1.33 0.41 1.36 0.21833701 0.6124 -5.75
263541_at unknown protein  ; supported by fu --- AT2G24860 -1.11 -0.15 -1.36 0.21830444 0.6124 -5.75
247994_at RNA-binding protein-like --- AT5G56140 1.13 0.18 1.36 0.21833118 0.6124 -5.75
258801_at unknown protein predicted by gen --- AT3G04560 1.09 0.12 1.36 0.21854626 0.6129 -5.75
257349_at unknown protein --- AT2G30630 -1.11 -0.15 -1.36 0.21853983 0.6129 -5.75
260396_at putative heme oxygenase similar toho3 AT1G69720 -1.20 -0.27 -1.36 0.21864443 0.6131 -5.75
259815_at hypothetical protein predicted by g --- AT1G49870 -1.11 -0.15 -1.36 0.21873669 0.6132 -5.75
250402_at putative protein unnamed ORF cD--- AT5G10940 -1.10 -0.14 -1.36 0.21881611 0.6133 -5.76
265061_at hypothetical protein contains simila--- AT1G61640 -1.29 -0.37 -1.36 0.21881069 0.6133 -5.76
266376_at putative endoxyloglucan glycosyltra--- AT2G14620 1.15 0.20 1.36 0.21887302 0.6133 -5.76
245526_at putative protein NRPD4 AT4G15950 1.09 0.13 1.36 0.21885494 0.6133 -5.76
260640_at viral resistance protein, putative si --- AT1G53350 1.27 0.35 1.36 0.21897804 0.6135 -5.76
253492_at enoyl-CoA hydratase - like protein --- AT4G31810 1.31 0.39 1.35 0.21916302 0.6138 -5.76
264131_at unknown protein --- AT1G79150 -1.18 -0.24 -1.35 0.21917944 0.6138 -5.76
260127_at hypothetical protein similar to hypo--- AT1G36320 1.17 0.22 1.36 0.21913596 0.6138 -5.76
257031_at fucosyltransferase, putative simila FUT11 AT3G19280 -1.12 -0.16 -1.36 0.21913815 0.6138 -5.76
247820_at serine/threonine protein kinase ; suSIP1 AT5G58380 -1.16 -0.21 -1.35 0.21920787 0.6138 -5.76
262343_at phosphoprotein phosphatase 1 ideTOPP3 AT1G64040 1.10 0.14 1.35 0.21927901 0.6139 -5.76
261453_at O-methyltransferase, putative sim --- AT1G21130 1.29 0.37 1.35 0.21928302 0.6139 -5.76
245751_s_at hypothetical protein contains simila--- AT1G25682 / -1.22 -0.28 -1.35 0.219372 0.6140 -5.76
259619_at hypothetical protein --- AT1G42980 -1.13 -0.18 -1.35 0.21935338 0.6140 -5.76
248250_at cyclic nucleotide-regulated ion cha CNGC1 AT5G53130 1.25 0.32 1.35 0.2194129 0.6140 -5.76
253925_at putative protein ; supported by cDNSHV3 AT4G26690 -1.23 -0.30 -1.35 0.21947971 0.6141 -5.76
261499_at cytochrome P450 (CYP93A1), putCYP705A24AT1G28430 -1.13 -0.17 -1.35 0.21955737 0.6143 -5.76



257136_at hypothetical protein predicted by g ASML2 AT3G12890 -1.12 -0.16 -1.35 0.21958677 0.6143 -5.76
246020_at putative protein  ; supported by cD --- AT5G10710 1.11 0.15 1.35 0.21970718 0.6144 -5.76
263248_at putative endonuclease  ;supported ATNTH1 AT2G31450 -1.11 -0.15 -1.35 0.21968926 0.6144 -5.76
253892_at hypothetical protein  ;supported by --- AT4G27620 -1.11 -0.15 -1.35 0.21965827 0.6144 -5.76
248971_at putative protein contains similarity --- AT5G45000 1.19 0.25 1.35 0.21979706 0.6144 -5.76
260735_at disease resistance protein, putativ--- AT1G17610 1.23 0.30 1.35 0.21975952 0.6144 -5.76
249496_s_at putative protein predicted proteins --- AT5G39140 / -1.11 -0.15 -1.35 0.21977065 0.6144 -5.76
247881_at putative protein similar to unknown--- AT5G57700 1.30 0.38 1.35 0.21988113 0.6144 -5.76
247518_at putative protein many predicted pr--- AT5G61800 -1.13 -0.17 -1.35 0.21987243 0.6144 -5.76
264206_at putative topoisomerase strong sim --- AT1G22730 1.14 0.19 1.35 0.21986263 0.6144 -5.76
252166_at protein kinase SPK-2  ;supported bSNRK2.2 AT3G50500 1.14 0.19 1.35 0.21997815 0.6145 -5.76
267246_at putative WRKY-type DNA binding WRKY25 AT2G30250 -1.23 -0.30 -1.35 0.21995066 0.6145 -5.76
253091_at cytochrome p450 - like protein cyt CYP81D2 AT4G37360 -1.11 -0.15 -1.35 0.21996096 0.6145 -5.76
263035_at splicing factor, putative similar to RRSZP21 AT1G23860 1.15 0.20 1.35 0.22007161 0.6146 -5.76
267097_at unknown protein predicted by gens--- AT2G41440 -1.10 -0.13 -1.35 0.22008575 0.6146 -5.76
263207_at putative endoxyloglucan transferasXTH33 AT1G10550 1.56 0.64 1.35 0.2202893 0.6149 -5.76
257314_at integral membrane protein, putativ--- AT3G26590 -1.31 -0.39 -1.35 0.22034289 0.6149 -5.76
261742_at hypothetical protein predicted by g --- AT1G08390 1.10 0.14 1.35 0.22032718 0.6149 -5.76
260851_at nodulin-like protein similar to MtN2--- AT1G21890 -1.12 -0.16 -1.35 0.22035396 0.6149 -5.76
254783_at hydrolase-like protein 2-hydroxy-6 --- AT4G12830 -1.28 -0.36 -1.35 0.22027799 0.6149 -5.76
248003_at putative protein contains similarity --- AT5G56220 1.45 0.54 1.35 0.22022773 0.6149 -5.76
250235_s_at ubiquinol--cytochrome-c reductase--- AT5G13430 / 1.10 0.13 1.35 0.22044094 0.6150 -5.76
256052_at spliceosomal protein (U2B), putati --- AT1G06960 1.12 0.16 1.35 0.22049019 0.6150 -5.76
257384_at unknown protein --- AT2G15110 -1.11 -0.15 -1.35 0.22047828 0.6150 -5.76
257897_at HAL3A protein identical to GB:AADHAL3A AT3G18030 1.16 0.21 1.35 0.22042703 0.6150 -5.76
251860_at Gluthatione reductase, chloroplastGR AT3G54660 -1.09 -0.12 -1.35 0.22053845 0.6150 -5.76
253233_at putative protein various predicted p--- AT4G34290 1.20 0.26 1.35 0.22059381 0.6151 -5.76
261902_at unknown protein ; supported by ful PLMT AT1G80860 1.11 0.14 1.35 0.22068571 0.6152 -5.76
261638_at Expressed protein ; supported by f --- AT1G49975 1.24 0.31 1.35 0.22067225 0.6152 -5.76
254254_at hypothetical protein --- AT4G23330 1.13 0.18 1.35 0.22068705 0.6152 -5.76
246287_at unknown protein --- AT1G31870 -1.11 -0.15 -1.35 0.2207173 0.6152 -5.76
255753_at myb factor, putative similar to mybMYB51 AT1G18570 1.82 0.86 1.35 0.2209597 0.6153 -5.76
261753_at unknown protein --- AT1G76340 1.13 0.18 1.35 0.22094319 0.6153 -5.76
258550_at putative mudrA protein similar to m--- --- -1.13 -0.17 -1.35 0.22096855 0.6153 -5.76
247457_at putative protein various predicted --- AT5G62170 -1.10 -0.14 -1.35 0.2208647 0.6153 -5.76



258477_at hypothetical protein predicted by g NBS1 AT3G02680 1.10 0.13 1.35 0.2208932 0.6153 -5.76
256820_at far-red impaired response protein,FHY3 AT3G22170 -1.10 -0.13 -1.35 0.22088772 0.6153 -5.76
251442_at putative protein multisynthetase co--- AT3G59980 1.19 0.25 1.35 0.22090278 0.6153 -5.76
251623_at MADS transcription factor-like pro AGL18 AT3G57390 1.09 0.13 1.35 0.22101157 0.6154 -5.76
263391_at putative monogalactosyldiacylglyceMGDC AT2G11810 1.22 0.28 1.35 0.22108013 0.6155 -5.76
255259_at coded for by A. thaliana cDNA W43NDB2 AT4G05020 -1.62 -0.69 -1.35 0.22108841 0.6155 -5.76
252085_s_at serine-type carboxypeptidase like scpl37 AT3G52000 / -1.09 -0.12 -1.35 0.2211961 0.6157 -5.76
256223_at unknown protein ;supported by full emb1303 AT1G56200 1.13 0.18 1.35 0.22127292 0.6158 -5.76
247260_at putative protein contains similarity --- AT5G64500 1.16 0.22 1.35 0.22133343 0.6158 -5.77
255304_at putative potassium transporter simKEA3 AT4G04850 -1.20 -0.26 -1.35 0.22132773 0.6158 -5.77
245706_at putative protein --- AT5G04310 1.11 0.16 1.35 0.22140829 0.6160 -5.77
261884_at  myrosinase precursor, putative  --- AT1G80910 -1.13 -0.17 -1.35 0.22144864 0.6160 -5.77
259849_at phosphoglycerate dehydrogenase--- AT1G72190 1.09 0.13 1.35 0.22151845 0.6161 -5.77
257705_at unknown protein  ; supported by cD--- AT3G12760 1.08 0.12 1.35 0.22153861 0.6161 -5.77
253747_at serine threonine-specific kinase lik--- AT4G29050 1.23 0.30 1.35 0.22162406 0.6161 -5.77
265225_at putative PHD-type zinc finger prote--- AT2G36720 1.11 0.15 1.35 0.22158835 0.6161 -5.77
258152_at chaperonin subunit, putative simila--- AT3G18190 1.13 0.18 1.35 0.22160243 0.6161 -5.77
245687_at unknown protein DEG15 AT1G28320 -1.09 -0.12 -1.35 0.22178385 0.6162 -5.77
257725_at DNA mismatch repair protein MSHMSH2 AT3G18524 1.16 0.22 1.35 0.2218534 0.6162 -5.77
250676_at harpin-induced protein-like  ; suppoNHL3 AT5G06320 1.20 0.27 1.35 0.22173225 0.6162 -5.77
251155_at putative protein outer envelope me--- AT3G63160 1.10 0.13 1.35 0.22177316 0.6162 -5.77
257042_s_at hypothetical protein predicted by g --- AT3G28640 / -1.10 -0.14 -1.35 0.22166891 0.6162 -5.77
259719_at unknown protein contains gamma- LCR66 AT1G61070 -1.10 -0.14 -1.35 0.2217551 0.6162 -5.77
253626_at F-box protein family, AtFBL19 con--- AT4G30640 1.20 0.26 1.35 0.22180728 0.6162 -5.77
248350_at putative protein similar to unknown--- AT5G52160 -1.11 -0.14 -1.35 0.2218391 0.6162 -5.77
255476_at hypothetical protein similar to reve--- --- -1.13 -0.17 -1.35 0.22190144 0.6162 -5.77
246323_at hypothetical protein predicted by g --- AT1G16690 -1.14 -0.18 -1.35 0.22194032 0.6162 -5.77
264988_at glutathione transferase, putative s ATGSTU14AT1G27140 -1.16 -0.22 -1.35 0.22203937 0.6164 -5.77
265330_at unknown protein GUT15 --- 1.13 0.17 1.35 0.22211188 0.6165 -5.77
265054_x_at mutator-like transposase, putative --- --- -1.15 -0.20 -1.35 0.22208768 0.6165 -5.77
253408_at putative protein phosphoprotein ph--- AT4G32950 -1.09 -0.13 -1.34 0.22229331 0.6166 -5.77
259781_at reverse transcriptase, putative sim--- --- -1.13 -0.18 -1.34 0.22230875 0.6166 -5.77
246303_at putative carrier protein peroxisoma--- AT3G51870 1.20 0.26 1.34 0.22226008 0.6166 -5.77
246466_at sugar transporter - like protein D-X--- AT5G17010 -1.17 -0.23 -1.34 0.22230307 0.6166 -5.77
260831_at glutaredoxin, putative similar to glu--- AT1G06830 1.80 0.84 1.34 0.22224818 0.6166 -5.77



246078_s_at putative protein probable mitosis a--- AT5G20430 / -1.19 -0.25 -1.34 0.22221103 0.6166 -5.77
261299_at unknown protein --- AT1G48550 1.15 0.20 1.34 0.2223675 0.6167 -5.77
252834_at putative protein RING-H2 zinc fing--- AT4G40070 -1.25 -0.32 -1.34 0.22257898 0.6168 -5.77
250028_at putative protein similar to unknown--- AT5G18130 1.11 0.15 1.34 0.22260795 0.6168 -5.77
252249_at putative protein heat shock protein--- AT3G49770 -1.14 -0.18 -1.34 0.22256389 0.6168 -5.77
255579_at putative bHLH DNA-binding protein--- AT4G01460 1.26 0.33 1.34 0.22249324 0.6168 -5.77
262003_at unknown protein --- AT1G64460 -1.12 -0.16 -1.34 0.2225158 0.6168 -5.77
259032_at hypothetical protein similar to hypo--- AT3G09380 -1.09 -0.13 -1.34 0.22264276 0.6168 -5.77
252795_at putative protein predicted proteins --- --- -1.11 -0.15 -1.34 0.22263154 0.6168 -5.77
256515_at terpene synthase, putative contain--- AT1G66020 -1.12 -0.16 -1.34 0.22257841 0.6168 -5.77
256300_at unknown protein similar to N-term NAP AT1G69490 1.48 0.56 1.34 0.22293969 0.6171 -5.77
250542_at hypothetical protein (fragment at B --- AT5G08270 1.23 0.30 1.34 0.222911 0.6171 -5.77
247321_s_at phosphatidylinositol 4-kinase (embPI-4KBETA AT5G09350 / 1.15 0.21 1.34 0.22285909 0.6171 -5.77
262619_at 3-hydroxyisobutyryl-coenzyme A h--- AT1G06550 -1.39 -0.48 -1.34 0.22291358 0.6171 -5.77
263354_at hypothetical protein predicted by g --- AT2G22060 -1.09 -0.12 -1.34 0.22280534 0.6171 -5.77
263005_at hypothetical protein predicted by g --- AT1G54540 1.20 0.26 1.34 0.22293336 0.6171 -5.77
256374_at DNA ligase I, putative similar to D --- AT1G66730 -1.13 -0.18 -1.34 0.22290514 0.6171 -5.77
262477_at hypothetical protein contains simila--- AT1G11220 -1.17 -0.23 -1.34 0.223012 0.6173 -5.77
250503_at putative protein similar to unknown--- AT5G09820 -1.17 -0.22 -1.34 0.22308927 0.6174 -5.77
249277_at GDSL-motif lipase/hydrolase-like p--- AT5G41890 1.34 0.42 1.34 0.22321101 0.6177 -5.77
264397_at hypothetical protein --- AT1G11820 -1.17 -0.22 -1.34 0.22323857 0.6177 -5.77
260498_at putative AP2 domain transcription --- AT2G41710 1.14 0.19 1.34 0.2233816 0.6179 -5.77
257002_at oligouridylate binding protein, puta--- AT3G14100 -1.14 -0.19 -1.34 0.22358519 0.6179 -5.77
258671_at putative vacuolar ATP synthase suVHA-E2 AT3G08560 -1.15 -0.20 -1.34 0.22350283 0.6179 -5.77
248776_at unknown protein --- AT5G47900 -1.11 -0.15 -1.34 0.22351816 0.6179 -5.77
263227_at Expressed protein ; supported by c--- AT1G30750 -1.13 -0.18 -1.34 0.22346291 0.6179 -5.77
252021_at putative protein predicted protein, --- AT3G53070 -1.13 -0.18 -1.34 0.22345573 0.6179 -5.77
250724_at harpin-induced protein-like --- AT5G06330 -1.20 -0.26 -1.34 0.22349584 0.6179 -5.77
263116_s_at unknown protein Similar to gb|U51 --- AT1G03140 / 1.13 0.18 1.34 0.22343028 0.6179 -5.77
248513_at unknown protein --- AT5G50500 -1.09 -0.13 -1.34 0.22356508 0.6179 -5.77
258427_at putative DNA-binding protein simil --- AT3G16600 1.09 0.13 1.34 0.2235986 0.6179 -5.77
266628_at unknown protein --- AT2G35330 1.09 0.13 1.34 0.22372653 0.6181 -5.77
258961_at hypothetical protein similar to myb--- AT3G10580 1.09 0.12 1.34 0.22372566 0.6181 -5.77
246598_at dolichyl-phosphate-mannose--glyc--- AT5G14850 -1.14 -0.19 -1.34 0.22382289 0.6183 -5.77
263277_at hypothetical protein predicted by g --- AT2G14110 -1.10 -0.14 -1.34 0.22384033 0.6183 -5.77



265241_at hypothetical protein --- --- -1.13 -0.18 -1.34 0.22390355 0.6183 -5.78
255377_at hypothetical protein --- AT4G03500 -1.13 -0.18 -1.34 0.22390068 0.6183 -5.78
262631_at hypothetical protein predicted by g --- AT1G06500 -1.11 -0.15 -1.34 0.2239619 0.6183 -5.78
250653_at putative protein strong similarity to --- AT5G06930 -1.28 -0.36 -1.34 0.22398521 0.6183 -5.78
265957_at hypothetical protein predicted by g --- AT2G37300 -1.08 -0.12 -1.34 0.22394591 0.6183 -5.78
255748_at hypothetical protein predicted by g --- AT1G32000 -1.09 -0.12 -1.34 0.22407653 0.6185 -5.78
263474_at hypothetical protein predicted by g --- AT2G31725 -1.14 -0.20 -1.34 0.22415499 0.6186 -5.78
251875_at putative protein various predicted --- AT3G54270 -1.14 -0.19 -1.34 0.22423484 0.6187 -5.78
256167_at hypothetical protein similar to putat--- --- 1.10 0.14 1.34 0.22423853 0.6187 -5.78
260217_at hypothetical protein contains Pfam --- AT1G74600 -1.09 -0.13 -1.34 0.2243071 0.6188 -5.78
258972_at hypothetical protein predicted by g --- AT3G01920 -1.19 -0.25 -1.34 0.22437319 0.6188 -5.78
267006_at putative membrane transporter  ; s --- AT2G34190 -1.12 -0.17 -1.34 0.22437664 0.6188 -5.78
248736_at terpene synthase --- AT5G48110 1.11 0.15 1.34 0.22437485 0.6188 -5.78
254851_at putative disease resistance protein--- AT4G12010 1.22 0.28 1.34 0.22440916 0.6188 -5.78
262427_s_at thioglucosidase, putative similar toBGLU34 AT1G47600 / 1.10 0.13 1.34 0.22462073 0.6193 -5.78
252465_x_at putative protein several hypothetica--- --- -1.11 -0.15 -1.34 0.22467036 0.6194 -5.78
262174_at putative GDP-mannose pyrophosp--- AT1G74910 1.15 0.20 1.34 0.22471292 0.6194 -5.78
265673_at unknown protein  ;supported by ful --- AT2G32090 -1.15 -0.20 -1.34 0.22487508 0.6198 -5.78
248638_at fatty acid elongase; beta-ketoacyl-CKCS21 AT5G49070 -1.09 -0.12 -1.34 0.2249253 0.6199 -5.78
257537_at hypothetical protein predicted by g --- AT3G22350 -1.15 -0.20 -1.34 0.22495643 0.6199 -5.78
250337_at putative protein SF21 protein, Hel --- AT5G11790 -1.42 -0.50 -1.34 0.22507884 0.6201 -5.78
263499_at unknown protein  ; supported by cDTTL3 AT2G42580 1.19 0.26 1.34 0.22518313 0.6203 -5.78
252280_at SF16 -like protein SF16 protein, p iqd21 AT3G49260 1.32 0.40 1.33 0.22541725 0.6203 -5.78
266414_at mevalonate diphosphate decarbox MVD1 AT2G38700 1.12 0.16 1.33 0.22557929 0.6203 -5.78
260968_at hypothetical protein predicted by g --- AT1G12250 -1.13 -0.18 -1.33 0.22561495 0.6203 -5.78
263600_at hypothetical protein predicted by g DRD1 AT2G16390 -1.12 -0.17 -1.33 0.22544505 0.6203 -5.78
253469_at putative protein gene C42D8.3, CaATPANK2 AT4G32180 1.11 0.15 1.33 0.22554606 0.6203 -5.78
256856_at Expressed protein ; supported by f --- AT3G15110 1.17 0.23 1.33 0.22556909 0.6203 -5.78
265545_at putative protein kinase contains a pNCRK AT2G28250 1.13 0.17 1.33 0.225476 0.6203 -5.78
261072_at hexose transporter, putative similaATSTP2 AT1G07340 -1.14 -0.18 -1.33 0.22538933 0.6203 -5.78
246847_at putative protein ferroportin1, Mus ATIREG3 AT5G26820 -1.20 -0.27 -1.33 0.22560111 0.6203 -5.78
249114_at putative protein similar to unknown--- --- 1.14 0.19 1.33 0.22548403 0.6203 -5.78
244956_s_at hypothetical protein --- --- -1.12 -0.17 -1.33 0.22542173 0.6203 -5.78
260140_at Myb-related transcription factor, puMYB90 AT1G66390 -1.13 -0.18 -1.33 0.22552842 0.6203 -5.78
248348_at putative protein similar to unknown--- AT5G52190 1.11 0.15 1.33 0.22530566 0.6203 -5.78



262519_at putative ribokinase Except for first --- AT1G17160 -1.19 -0.25 -1.34 0.22520959 0.6203 -5.78
257974_at unknown protein similar to NA-DAM--- AT3G20820 -1.40 -0.49 -1.33 0.22534892 0.6203 -5.78
256847_at early nodule-specific protein, puta --- AT3G27950 1.11 0.15 1.33 0.22545676 0.6203 -5.78
248866_s_at putative protein contains similarity --- AT5G46810 / 1.10 0.14 1.33 0.22546426 0.6203 -5.78
266004_at unknown protein predicted by gensALS3 AT2G37330 1.09 0.13 1.33 0.22570472 0.6204 -5.78
254362_at Expressed protein ; supported by f --- AT4G22160 -1.16 -0.21 -1.33 0.225763 0.6205 -5.78
265713_at putative integral membrane proteinUPS2 AT2G03530 1.37 0.45 1.33 0.22582969 0.6205 -5.78
256364_at wrky-type DNA binding protein, puWRKY67 AT1G66550 -1.13 -0.17 -1.33 0.22578859 0.6205 -5.78
246791_at putative protein predicted proteins --- AT5G27280 -1.13 -0.18 -1.33 0.22582505 0.6205 -5.78
255714_at contains weak similarity to S. cerev--- AT4G00300 -1.13 -0.17 -1.33 0.22587215 0.6205 -5.78
264527_at putative reticuline oxidase-like pro --- AT1G30760 -1.27 -0.35 -1.33 0.22600451 0.6208 -5.78
264917_at unknown protein contains Pfam pro--- AT1G60500 -1.09 -0.12 -1.33 0.22610562 0.6209 -5.78
257971_at unknown protein similar to hypotheGC6 AT3G27530 1.18 0.24 1.33 0.22607896 0.6209 -5.78
245809_at squalene monooxygenase, putativXF1 AT1G58440 -1.14 -0.18 -1.33 0.2261562 0.6210 -5.78
250304_at elongation factor 1B alpha-subunit --- AT5G12110 -1.39 -0.48 -1.33 0.22622687 0.6211 -5.78
251984_at phenylalanine ammonia-lyase  ;supPAL2 AT3G53260 -1.53 -0.61 -1.33 0.22627319 0.6212 -5.78
249295_at putative protein contains similarity --- AT5G41280 -1.09 -0.13 -1.33 0.22633755 0.6212 -5.78
264653_at unknown protein Contains similari AMI1 AT1G08980 1.17 0.22 1.33 0.22634303 0.6212 -5.78
255556_at putative NifU-like metallocluster asNFU1 AT4G01940 1.15 0.20 1.33 0.22644802 0.6213 -5.78
258376_at hypothetical protein similar to GB:A--- AT3G17680 1.10 0.13 1.33 0.22642263 0.6213 -5.78
264590_at unknown protein  ;supported by ful --- AT2G17710 1.62 0.70 1.33 0.22641604 0.6213 -5.78
258982_at putative serine/threonine protein k --- AT3G08870 1.19 0.25 1.33 0.22677532 0.6213 -5.79
263347_at putative U4/U6 small nuclear ribon --- AT2G05720 -1.15 -0.20 -1.33 0.22662077 0.6213 -5.79
256221_at DnaJ protein, putative contains Pf --- AT1G56300 -1.10 -0.14 -1.33 0.22678146 0.6213 -5.79
262516_at putative glutathione transferase OnATGSTU26AT1G17190 -1.12 -0.16 -1.33 0.22651478 0.6213 -5.79
264623_at putative NPK1-related protein kina ANP1 AT1G09000 -1.10 -0.13 -1.33 0.22667767 0.6213 -5.79
265556_at putative Athila retroelement ORF1---- --- -1.12 -0.16 -1.33 0.22666299 0.6213 -5.79
258941_at putative monodehydroascorbate reMDHAR AT3G09940 -2.24 -1.16 -1.33 0.22674912 0.6213 -5.79
247526_at putative protein C2H2 zinc-finger p--- AT5G61470 -1.10 -0.14 -1.33 0.22674881 0.6213 -5.79
259445_at dioxygenase, putative similar to di GA2OX6 AT1G02400 1.87 0.90 1.33 0.2266073 0.6213 -5.79
254705_at putative protein  ; supported by cD --- AT4G17870 1.19 0.25 1.33 0.22666714 0.6213 -5.79
257307_at myb-like transcription factor, putat MYB121 AT3G30210 -1.15 -0.21 -1.33 0.22657932 0.6213 -5.79
252076_at LS1-like protein AT-LS1 product - --- AT3G51660 -1.34 -0.42 -1.33 0.22669693 0.6213 -5.79
266513_at unknown protein --- AT2G47700 -1.14 -0.19 -1.33 0.22686336 0.6213 -5.79
249672_at nucleolar protein-like --- AT5G35910 1.14 0.19 1.33 0.22682834 0.6213 -5.79



264636_at hypothetical protein predicted by g --- AT1G65490 -1.26 -0.34 -1.33 0.2269195 0.6213 -5.79
259446_at hypothetical protein contains simila--- AT1G02410 -1.14 -0.20 -1.33 0.22691648 0.6213 -5.79
253369_at F-box protein family, AtFBL15 con--- AT4G33210 -1.08 -0.12 -1.33 0.22688196 0.6213 -5.79
246563_at putative protein --- AT5G15581 -1.13 -0.18 -1.33 0.22700712 0.6215 -5.79
266133_at putative C2H2-type zinc finger prot--- AT2G45120 -1.11 -0.14 -1.33 0.22703065 0.6215 -5.79
258913_at unknown protein similar to putative--- AT3G06450 1.16 0.22 1.33 0.22708479 0.6215 -5.79
259051_at unknown protein similar to CGI-86--- AT3G03330 1.12 0.16 1.33 0.22719238 0.6216 -5.79
261857_at hypothetical protein predicted by g --- AT1G50620 1.27 0.35 1.33 0.22717419 0.6216 -5.79
258194_at unknown protein  ; supported by fu --- AT3G29170 1.15 0.21 1.33 0.2273064 0.6216 -5.79
258985_at hypothetical protein similar to hypo--- AT3G08960 -1.10 -0.14 -1.33 0.22731382 0.6216 -5.79
260470_at hypothetical protein predicted by g --- AT1G11120 -1.14 -0.19 -1.33 0.22727046 0.6216 -5.79
255095_at MEKK1/MAP kinase kinase kinaseMEKK1 AT4G08500 -1.17 -0.23 -1.33 0.22732014 0.6216 -5.79
258005_at cysteine proteinase contains simila--- AT3G19390 1.52 0.61 1.33 0.22718873 0.6216 -5.79
265064_at hypothetical protein contains similaENT7 AT1G61630 -1.18 -0.24 -1.33 0.22725076 0.6216 -5.79
245663_at steroid sulfotransferase, putative s--- AT1G28170 -1.10 -0.14 -1.33 0.22739326 0.6217 -5.79
265599_at unknown protein AT2G14255--- -1.11 -0.15 -1.33 0.22757773 0.6218 -5.79
266679_at putative helicase ; supported by cD--- AT2G03270 -1.12 -0.17 -1.33 0.22747066 0.6218 -5.79
263935_at unknown protein PUB23 AT2G35930 -1.92 -0.94 -1.33 0.22756734 0.6218 -5.79
256059_at hypothetical protein contains simila--- AT1G06990 -1.14 -0.18 -1.33 0.2275634 0.6218 -5.79
266640_at Expressed protein ; supported by f --- AT2G35585 1.14 0.19 1.33 0.22749656 0.6218 -5.79
260804_at hypothetical protein predicted by g --- AT1G78410 2.21 1.14 1.33 0.22768524 0.6220 -5.79
248019_at putative protein similar to unknown--- AT5G56480 -1.11 -0.15 -1.33 0.22773284 0.6220 -5.79
257759_at hypothetical protein --- AT3G23070 1.18 0.24 1.33 0.22772355 0.6220 -5.79
248600_at putative protein contains similarity --- AT5G49390 1.13 0.17 1.33 0.22765853 0.6220 -5.79
262902_x_at hypothetical protein similar to putat--- AT1G59930 -1.19 -0.25 -1.33 0.2278244 0.6220 -5.79
259128_at unknown protein similar to pushoveBIG AT3G02260 1.18 0.24 1.33 0.22781595 0.6220 -5.79
249565_at contains similarity to S1 self-incom--- AT5G38440 -1.11 -0.15 -1.33 0.22781114 0.6220 -5.79
254431_at reticuline oxidase - like protein ret --- AT4G20840 1.19 0.25 1.33 0.22792741 0.6222 -5.79
245930_at transcriptional co-activator-like pro--- AT5G09240 1.19 0.25 1.33 0.22816092 0.6227 -5.79
264553_s_at putative cinnamyl alcohol dehydro --- AT1G09480 / 1.13 0.18 1.33 0.2281582 0.6227 -5.79
254219_at putative protein --- AT4G23760 1.11 0.15 1.33 0.22825845 0.6228 -5.79
251633_at putative protein metalloendopeptid--- AT3G57460 1.23 0.30 1.33 0.22824258 0.6228 -5.79
265250_at putative receptor protein kinase simBRL2 AT2G01950 1.17 0.23 1.33 0.22828353 0.6228 -5.79
266721_at unknown protein FT1 AT2G03220 1.15 0.21 1.32 0.22839784 0.6229 -5.79
256724_at unknown protein  ;supported by ful --- AT2G34040 1.12 0.17 1.32 0.22844024 0.6229 -5.79



249757_at Expressed protein ; supported by f --- AT5G24316 -1.13 -0.17 -1.32 0.2284138 0.6229 -5.79
262269_at hypothetical protein predicted by g --- --- -1.10 -0.13 -1.33 0.22835856 0.6229 -5.79
252860_at putative protein bZIP protein, Arab--- AT4G39790 -1.09 -0.13 -1.32 0.22852196 0.6230 -5.79
264760_at syntaxin-related protein Nt-syr1, p SYP124 AT1G61290 -1.16 -0.21 -1.32 0.22850581 0.6230 -5.79
256926_at hypothetical protein predicted by g --- AT3G22540 -1.16 -0.21 -1.32 0.22856074 0.6230 -5.79
249575_at low-molecular-weight heat shock p--- AT5G37670 1.17 0.23 1.32 0.22869648 0.6231 -5.79
263428_at ubiquitin-specific protease 4 (UBP4ATUBP4 AT2G22310 1.12 0.16 1.32 0.22873892 0.6231 -5.79
261771_at hypothetical protein contains simila--- AT1G76150 -1.08 -0.12 -1.32 0.22866037 0.6231 -5.79
264412_at hypothetical protein similar to putat--- AT1G43260 -1.10 -0.14 -1.32 0.22869399 0.6231 -5.79
246156_at putative protein predicted proteins --- AT5G20090 1.13 0.17 1.32 0.22872505 0.6231 -5.79
248068_at unknown protein --- AT5G55610 1.17 0.22 1.32 0.22877417 0.6232 -5.79
263990_at putative phosphoprotein phosphataPP5.2 AT2G42810 1.11 0.15 1.32 0.22885985 0.6233 -5.79
AFFX-BioDn-5_E. coli /GEN=bioD /DB_XREF=gb: --- --- -1.29 -0.36 -1.32 0.22894903 0.6234 -5.79
245582_at hypothetical protein LOI1 AT4G14850 -1.16 -0.22 -1.32 0.2289514 0.6234 -5.79
245981_at putative protein  ;supported by full- --- AT5G13100 1.13 0.17 1.32 0.22906999 0.6235 -5.79
250673_at serine threonine protein kinase-lik CIPK2 AT5G07070 -1.16 -0.21 -1.32 0.22915675 0.6235 -5.80
253264_at protein kinase - like protein proteinOST1 AT4G33950 1.09 0.13 1.32 0.22907977 0.6235 -5.79
256973_at unknown protein similar to putative--- AT3G20980 -1.11 -0.15 -1.32 0.22912482 0.6235 -5.80
262111_at hypothetical protein predicted by g --- AT1G02960 -1.11 -0.14 -1.32 0.22915893 0.6235 -5.80
245598_at hypothetical protein --- AT4G14200 1.15 0.21 1.32 0.22916766 0.6235 -5.80
250971_at putative protein ABI3-interacting pPRR7 AT5G02810 -1.12 -0.16 -1.32 0.22913273 0.6235 -5.80
246628_at signal recognition particle 54 kDa --- AT1G48900 -1.08 -0.11 -1.32 0.22926853 0.6237 -5.80
247103_at putative protein similar to unknownDAR7 AT5G66610 -1.10 -0.14 -1.32 0.22943813 0.6241 -5.80
262568_at hypothetical protein contains similaAtRLP5 AT1G34290 -1.13 -0.17 -1.32 0.22950465 0.6242 -5.80
252604_at high-affinity nitrate transporter - likNRT2.6 AT3G45060 1.41 0.50 1.32 0.22956396 0.6242 -5.80
260519_at unknown protein --- AT1G51540 1.09 0.13 1.32 0.22958395 0.6242 -5.80
257874_at hypothetical protein --- AT3G17110 -1.12 -0.17 -1.32 0.2296513 0.6244 -5.80
261998_at putative gag-pol polyprotein simila--- --- -1.11 -0.15 -1.32 0.22985921 0.6248 -5.80
245289_at Expressed protein ; supported by c--- AT4G15470 -1.09 -0.12 -1.32 0.22994527 0.6249 -5.80
245934_at putative protein NAC1 - Medicago anac082 AT5G09330 1.15 0.20 1.32 0.22992541 0.6249 -5.80
258660_at hypothetical protein predicted by g --- AT3G09850 -1.12 -0.17 -1.32 0.22999909 0.6249 -5.80
266077_at putative non-LTR retroelement rev --- --- -1.12 -0.16 -1.32 0.2299859 0.6249 -5.80
250316_at cystatin (emb|CAA03929.1)  ; suppATCYS1 AT5G12140 -1.11 -0.15 -1.32 0.2307803 0.6250 -5.80
266932_s_at putative RNA helicase --- AT1G63250 / -1.19 -0.24 -1.32 0.23058891 0.6250 -5.80
263598_at putative xyloglucan-specific glucanEXGT-A3 AT2G01850 1.12 0.16 1.32 0.23059315 0.6250 -5.80



256419_at RNA-binding protein similar to GI:8--- AT1G33470 1.12 0.17 1.32 0.23008878 0.6250 -5.80
260651_at hypothetical protein predicted by g --- AT1G32460 -1.10 -0.14 -1.32 0.2307707 0.6250 -5.80
245260_at kinase like protein ; supported by c--- AT4G16360 1.09 0.13 1.32 0.23031236 0.6250 -5.80
248777_at putative protein similar to unknown--- AT5G47920 -1.12 -0.16 -1.32 0.23060792 0.6250 -5.80
251388_at putative protein protein regulating MAP65-4 AT3G60840 -1.12 -0.17 -1.32 0.23078204 0.6250 -5.80
266137_at unknown protein  ;supported by ful --- AT2G45010 1.11 0.15 1.32 0.23016655 0.6250 -5.80
265071_at transcription initiation factor TFIID- TBP2 AT1G55520 1.11 0.15 1.32 0.23058646 0.6250 -5.80
256679_at putative protein similar to ATP syntATPQ AT3G52300 1.12 0.16 1.32 0.23011527 0.6250 -5.80
264137_at lupeol synthase, putative similar toATLUP2 AT1G78960 -1.18 -0.24 -1.32 0.23039159 0.6250 -5.80
250456_at 26S proteasome p55 protein-like  ; EMB2107 AT5G09900 1.16 0.21 1.32 0.23043823 0.6250 -5.80
256636_at S-locus related protein SLR1 homo--- AT3G12000 -1.10 -0.14 -1.32 0.2305556 0.6250 -5.80
259291_at unknown protein similar to unknow--- AT3G11550 1.14 0.18 1.32 0.23075431 0.6250 -5.80
254720_at DNA (cytosine-5-)-methyltransferaMEE57 AT4G13610 -1.12 -0.16 -1.32 0.23030515 0.6250 -5.80
264975_at hypothetical protein predicted by g --- AT1G27070 -1.11 -0.16 -1.32 0.23033931 0.6250 -5.80
245652_at  F-box protein family, putative  --- AT4G13960 -1.12 -0.17 -1.32 0.23033836 0.6250 -5.80
246687_at putative protein proline-rich protein--- AT5G33370 -1.15 -0.20 -1.32 0.23044031 0.6250 -5.80
249012_at flavonoid 3,5-hydroxylase-like; cyt CYP706A3 AT5G44620 -1.11 -0.15 -1.32 0.23022705 0.6250 -5.80
245614_at retrovirus-related like polyprotein --- --- -1.12 -0.17 -1.32 0.23032315 0.6250 -5.80
266030_x_at hypothetical protein predicted by g --- --- -1.13 -0.17 -1.32 0.23077622 0.6250 -5.80
254272_at predicted protein hypothetical prot --- AT4G22850 -1.09 -0.12 -1.32 0.23042863 0.6250 -5.80
265490_s_at putative polygalacturonase --- AT2G15450 / -1.11 -0.15 -1.32 0.23066574 0.6250 -5.80
255827_at unknown protein  ; supported by cD--- AT2G40600 1.13 0.17 1.32 0.23045035 0.6250 -5.80
256382_at unknown protein ;supported by full --- AT1G66860 -1.32 -0.40 -1.32 0.23071605 0.6250 -5.80
256798_at uracil-DNA glycosylase, putative s--- AT3G18630 1.15 0.20 1.32 0.23047237 0.6250 -5.80
248546_at putative protein similar to unknown--- AT5G50270 1.08 0.12 1.32 0.23067985 0.6250 -5.80
258957_at feebly-like protein contains similari DOX1 AT3G01420 -1.16 -0.22 -1.32 0.23105735 0.6250 -5.80
260939_at hypothetical protein contains simila--- AT1G45180 -1.31 -0.39 -1.32 0.23088177 0.6250 -5.80
263880_at unknown protein  ;supported by ful --- AT2G21960 -1.16 -0.21 -1.32 0.23084974 0.6250 -5.80
264952_at Tub family protein, putative contai AtTLP1 AT1G76900 -1.09 -0.13 -1.32 0.23088335 0.6250 -5.80
247315_at unknown protein --- AT5G64010 1.11 0.15 1.32 0.23110516 0.6250 -5.80
257393_at unknown protein --- AT2G20080 -1.09 -0.12 -1.32 0.23108114 0.6250 -5.80
248652_at putative protein contains similarity SHV2 AT5G49270 -1.18 -0.24 -1.32 0.23110587 0.6250 -5.80
247336_at putative protein similar to unknown--- AT5G63640 1.14 0.19 1.32 0.23097061 0.6250 -5.80
246044_at calcium-dependent protein kinase  CDPK19 AT5G19450 -1.15 -0.20 -1.32 0.23092312 0.6250 -5.80
260821_at unknown protein contains Pfam proCRTISO AT1G06820 1.13 0.18 1.32 0.23103724 0.6250 -5.80



264780_at putative protein kinase similar to MEDR1 AT1G08720 -1.14 -0.19 -1.32 0.23102444 0.6250 -5.80
257992_at hypothetical protein similar to hypo--- AT3G19880 1.15 0.20 1.32 0.23111907 0.6250 -5.80
266853_at putative salt-inducible protein --- AT2G26790 -1.10 -0.14 -1.32 0.23134073 0.6252 -5.80
249401_at putative protein LIM7, Lily, EMBL: --- AT5G40260 -1.09 -0.13 -1.32 0.23131842 0.6252 -5.80
258620_at putative MYB family transcription faMYB107 AT3G02940 1.08 0.11 1.32 0.23131777 0.6252 -5.80
267357_at putative nematode-resistance proteHSPRO2 AT2G40000 1.31 0.39 1.32 0.23132701 0.6252 -5.80
250705_at diadenosine 5,5-P1,P4-tetraphospATNUDX27AT5G06340 1.14 0.18 1.32 0.23132309 0.6252 -5.80
245554_at cytochrome P450 like protein CYP705A4 AT4G15380 -1.09 -0.12 -1.32 0.23138276 0.6253 -5.80
251973_at nodulin / glutamate-ammonia ligas--- AT3G53180 -1.21 -0.27 -1.31 0.2315717 0.6253 -5.80
257008_at myrosinase-associated protein, puESM1 AT3G14210 -1.63 -0.70 -1.31 0.2315779 0.6253 -5.80
264031_at unknown protein --- AT2G03780 1.13 0.18 1.32 0.23146874 0.6253 -5.80
265419_at putative secretory carrier-associate--- AT2G20840 1.14 0.18 1.32 0.23153689 0.6253 -5.80
265901_at putative selenium-binding protein --- AT2G25580 -1.13 -0.18 -1.31 0.23154675 0.6253 -5.80
254647_at hypothetical protein --- AT4G18540 -1.09 -0.12 -1.32 0.23148124 0.6253 -5.80
254059_at Arabidopsis mitochondrion-localizeATHSP23.6AT4G25200 1.14 0.19 1.31 0.23159771 0.6253 -5.80
255415_at hypothetical protein --- AT4G03160 -1.09 -0.12 -1.31 0.23179543 0.6257 -5.80
256550_at En/Spm-like transposon protein, p --- --- -1.09 -0.13 -1.31 0.23178916 0.6257 -5.80
264673_at Expressed protein ; supported by f ATATP-PRTAT1G09795 -1.11 -0.15 -1.31 0.23184046 0.6258 -5.81
250831_at unknown protein --- AT5G04920 -1.10 -0.14 -1.31 0.23195456 0.6260 -5.81
260176_at unknown protein similar to Pi starv --- AT1G71950 -1.12 -0.16 -1.31 0.23199525 0.6260 -5.81
248136_at RNA helicase-like protein --- AT5G54910 -1.21 -0.27 -1.31 0.23209303 0.6261 -5.81
251461_at putative protein --- AT3G59780 1.14 0.19 1.31 0.23210911 0.6261 -5.81
252590_at putative protein kinase NPK1-relat--- AT3G45670 -1.11 -0.15 -1.31 0.23206914 0.6261 -5.81
263657_at putative casein kinase I similar to GCKL13 AT1G04440 -1.22 -0.28 -1.31 0.23228098 0.6265 -5.81
253451_at putative myb-protein transforming PC-MYB1 AT4G32730 -1.10 -0.14 -1.31 0.2323532 0.6265 -5.81
257284_at TNP1-like protein similar to TNP1 p--- --- 1.08 0.11 1.31 0.23235298 0.6265 -5.81
252662_at putative protein Sec24A protein, HCEF AT3G44340 1.12 0.16 1.31 0.23248712 0.6268 -5.81
265564_s_at hypothetical protein predicted by g --- --- -1.11 -0.15 -1.31 0.23253517 0.6269 -5.81
264187_at unknown protein ;supported by full --- AT1G54860 -1.09 -0.12 -1.31 0.23256917 0.6269 -5.81
250006_at putative protein 2'-hydroxyisoflavoPCB2 AT5G18660 1.32 0.40 1.31 0.23273045 0.6270 -5.81
245477_at hypothetical protein ARR2 AT4G16110 1.11 0.16 1.31 0.23273792 0.6270 -5.81
247723_at protein phosphatase 2C - like ABA--- AT5G59220 -1.22 -0.29 -1.31 0.23269848 0.6270 -5.81
258775_at hydroxyacylglutathione hydrolase GLY2 AT3G10850 1.11 0.15 1.31 0.23276516 0.6270 -5.81
261882_at GTP-binding protein, putative simiPDE318 AT1G80770 1.11 0.15 1.31 0.23265336 0.6270 -5.81
260653_at pyruvate kinase, plastid isozyme, PKp3 AT1G32440 1.12 0.16 1.31 0.23277349 0.6270 -5.81



247693_at putative protein leucine zipper-conATEXO70HAT5G59730 -1.39 -0.47 -1.31 0.2328376 0.6271 -5.81
260409_at Expressed protein ; supported by f SHW1 AT1G69935 -1.20 -0.26 -1.31 0.2329211 0.6273 -5.81
254436_at putative protein receptor kinase-lik--- AT4G20940 -1.10 -0.13 -1.31 0.23295954 0.6273 -5.81
245608_at protein kinase --- AT4G14350 -1.16 -0.22 -1.31 0.23309933 0.6276 -5.81
253250_at hypothetical protein --- AT4G34690 -1.09 -0.12 -1.31 0.23311259 0.6276 -5.81
AFFX-r2-At-Act Arabidopsis thaliana /REF=U3728--- --- 1.11 0.15 1.31 0.23318993 0.6277 -5.81
256366_at protein kinase, putative contains P--- AT1G66880 1.26 0.33 1.31 0.23344909 0.6278 -5.81
245702_at calcium lipid binding protein - like GSYTC AT5G04220 1.17 0.22 1.31 0.23336482 0.6278 -5.81
258811_at unknown protein similar to putative--- AT3G03990 -1.18 -0.24 -1.31 0.23354488 0.6278 -5.81
254073_at splicing factor At-SRp40 contains RSP35 AT4G25500 1.12 0.16 1.31 0.23330221 0.6278 -5.81
251759_at tetrahydrofolylpolyglutamate synthATDFD AT3G55630 -1.21 -0.28 -1.31 0.23346417 0.6278 -5.81
253768_at putative protein --- AT4G28550 -1.18 -0.24 -1.31 0.23343862 0.6278 -5.81
263124_at beta-Amyrin Synthase, putative si --- AT1G78480 1.15 0.20 1.31 0.23349441 0.6278 -5.81
258539_at putative RNA-binding protein cont --- AT3G06970 -1.10 -0.13 -1.31 0.23339237 0.6278 -5.81
251040_at ribonuclease II-like protein ribonucEMB2730 AT5G02250 1.19 0.25 1.31 0.2333874 0.6278 -5.81
260724_at unknown protein ;supported by full --- AT1G48140 1.10 0.14 1.31 0.23334776 0.6278 -5.81
260659_s_at hypothetical protein predicted by g --- AT1G19460 / -1.09 -0.12 -1.31 0.23353732 0.6278 -5.81
258975_at putative WRKY-like transcriptional WRKY45 AT3G01970 1.13 0.18 1.31 0.23402532 0.6282 -5.81
261594_at DNA-binding factor, putative similaAT-GTL1 AT1G33240 1.13 0.17 1.30 0.23500417 0.6282 -5.82
251951_s_at putative protein predicted proteins --- AT1G55710 / 1.11 0.15 1.31 0.23473523 0.6282 -5.82
247907_at unknown protein --- AT5G57460 1.10 0.13 1.30 0.23506012 0.6282 -5.82
257970_at putative sucrose cleavage protein s--- AT3G27570 -1.12 -0.16 -1.30 0.23485607 0.6282 -5.82
248767_at putative protein contains similarity --- AT5G47710 1.13 0.17 1.31 0.23462086 0.6282 -5.82
264264_at unknown protein ESTs gb|T04610--- AT1G09250 -1.26 -0.33 -1.31 0.23387737 0.6282 -5.81
253909_at putative protein LEDI-3 protein, Lit--- AT4G27270 1.13 0.18 1.31 0.2337424 0.6282 -5.81
251225_at putative protein glycosyl transferasGATL7 AT3G62660 -1.16 -0.21 -1.30 0.23506754 0.6282 -5.82
245084_at putative MYB family transcription faAtMYB70 AT2G23290 -1.20 -0.26 -1.31 0.23441718 0.6282 -5.81
265316_at unknown protein --- AT2G20400 -1.17 -0.22 -1.31 0.23451376 0.6282 -5.81
267484_at E2, ubiquitin-conjugating enzyme ATUBC2 AT2G02760 1.11 0.15 1.31 0.23401854 0.6282 -5.81
258300_at putative casein kinase I similar to cckl10 AT3G23340 -1.17 -0.22 -1.30 0.23492157 0.6282 -5.82
246842_at Expressed protein ; supported by f --- AT5G26731 -1.20 -0.26 -1.31 0.2340986 0.6282 -5.81
259492_at hypothetical protein predicted by g --- AT1G15830 -1.19 -0.25 -1.30 0.23493685 0.6282 -5.82
257733_at unknown protein  ; supported by cD--- AT3G18350 1.12 0.17 1.30 0.23484766 0.6282 -5.82
260436_at unknown protein --- AT1G68140 1.14 0.19 1.31 0.23399123 0.6282 -5.81
266026_at putative non-LTR retroelement rev --- --- -1.12 -0.16 -1.30 0.23499996 0.6282 -5.82



256506_at unknown protein --- AT1G75160 -1.13 -0.17 -1.31 0.23398426 0.6282 -5.81
266924_at unknown protein  ;supported by ful --- AT2G45730 1.14 0.18 1.31 0.23470198 0.6282 -5.82
246997_at putative protein similar to unknown--- AT5G67390 1.17 0.22 1.31 0.23404896 0.6282 -5.81
250263_at putative protein --- AT5G13470 1.13 0.18 1.30 0.23493845 0.6282 -5.82
255301_at putative protein similar to transcrip ATMSRB3 AT4G04800 1.21 0.28 1.30 0.23478306 0.6282 -5.82
264994_at hypothetical protein contains simila--- AT1G67270 -1.10 -0.14 -1.31 0.23471209 0.6282 -5.82
252337_at CELL DIVISION CONTROL PROTCDC2 AT3G48750 1.19 0.24 1.31 0.23398905 0.6282 -5.81
251047_at putative protein mature-parasite-in--- AT5G02390 -1.13 -0.17 -1.31 0.23443063 0.6282 -5.81
248208_at unknown protein ATHB52 AT5G53980 -1.16 -0.21 -1.31 0.23417012 0.6282 -5.81
263058_at putative non-LTR retrolelement rev--- --- -1.11 -0.15 -1.31 0.23416677 0.6282 -5.81
266135_at putative transcription factor IIIB 70 --- AT2G45100 -1.19 -0.25 -1.31 0.23407121 0.6282 -5.81
249716_at sterile apetala (emb|CAA11128.1) SAP AT5G35770 -1.11 -0.15 -1.31 0.23462623 0.6282 -5.82
257399_at putative OBP32pep protein --- AT1G23690 -1.08 -0.11 -1.30 0.23474098 0.6282 -5.82
249165_at putative protein similar to unknownATIPK1 AT5G42810 -1.17 -0.22 -1.31 0.23383659 0.6282 -5.81
251458_at putative protein several retrotransp--- --- -1.10 -0.14 -1.31 0.23391452 0.6282 -5.81
258554_at putative DEAD/DEAH box helicase--- AT3G06980 1.10 0.14 1.30 0.23481807 0.6282 -5.82
AFFX-r2-Ec-bioE. coli /GEN=bioD /DB_XREF=gb: --- --- -1.28 -0.35 -1.31 0.23409206 0.6282 -5.81
267551_at ubiquitin-specific protease 1 (UBPUBP1 AT2G32780 -1.13 -0.18 -1.31 0.23379291 0.6282 -5.81
266031_at hypothetical protein predicted by g --- --- -1.10 -0.14 -1.30 0.23475545 0.6282 -5.82
252987_at putative growth regulator protein a--- AT4G38390 -1.13 -0.18 -1.30 0.23485617 0.6282 -5.82
253999_at 1-aminocyclopropane-1-carboxylaACS7 AT4G26200 -1.25 -0.32 -1.31 0.23434487 0.6282 -5.81
245610_at hypothetical protein --- AT4G14380 -1.12 -0.16 -1.31 0.23462225 0.6282 -5.82
262281_at peptide transporter, putative simila--- AT1G68570 -1.32 -0.40 -1.31 0.23424827 0.6282 -5.81
248572_at unknown protein --- AT5G49800 1.11 0.15 1.30 0.23494038 0.6282 -5.82
261496_at ethylene responsive element bind ERF12 AT1G28360 -1.12 -0.17 -1.31 0.23453473 0.6282 -5.82
246274_at transcription factor like protein --- AT4G36620 1.13 0.18 1.31 0.23464614 0.6282 -5.82
252082_at putative protein --- AT3G51940 -1.09 -0.13 -1.30 0.23482854 0.6282 -5.82
247928_at villin --- AT5G57320 -1.13 -0.18 -1.31 0.23467731 0.6282 -5.82
247605_at DNA binding protein - like putativeTCP5 AT5G60970 -1.13 -0.18 -1.31 0.23421562 0.6282 -5.81
254733_at putative polygalacturonase polyga--- AT4G13760 -1.10 -0.13 -1.31 0.23451321 0.6282 -5.81
247915_at putative protein similar to unknown--- AT5G57570 -1.10 -0.14 -1.30 0.23501613 0.6282 -5.82
252962_at splicing factor - like protein splicing--- AT4G38780 -1.12 -0.16 -1.30 0.23481699 0.6282 -5.82
265388_s_at unknown protein  ;supported by ful --- AT2G20990 / 1.10 0.14 1.30 0.23520196 0.6284 -5.82
260872_at hypothetical protein predicted by g --- AT1G21350 1.17 0.23 1.30 0.23515167 0.6284 -5.82
263768_x_at putative Athila retroelement ORF1 --- --- -1.08 -0.11 -1.30 0.23517842 0.6284 -5.82



266565_at putative serine carboxypeptidase I scpl23 AT2G24010 -1.12 -0.16 -1.30 0.23525752 0.6284 -5.82
261621_at hypothetical protein similar to guanEDA10 AT1G01960 1.10 0.14 1.30 0.23523322 0.6284 -5.82
253981_at putative protein ;supported by full-l --- AT4G26670 1.10 0.14 1.30 0.23531813 0.6285 -5.82
247500_at putative protein B2 protein, Daucu--- AT5G61910 -1.17 -0.23 -1.30 0.23538034 0.6285 -5.82
264188_at histone H2A, putative similar to hisGAMMA-H2AT1G54690 1.24 0.31 1.30 0.23546219 0.6286 -5.82
246965_at methyltransferase-like protein met --- AT5G24840 1.18 0.24 1.30 0.23545709 0.6286 -5.82
255501_at hypothetical protein --- AT4G02400 -1.17 -0.23 -1.30 0.23555506 0.6287 -5.82
265571_s_at unknown protein --- AT2G28020 / 1.10 0.14 1.30 0.2355196 0.6287 -5.82
262898_at hypothetical protein predicted by g --- AT1G59850 -1.12 -0.17 -1.30 0.23556314 0.6287 -5.82
249694_at glucose-6-phosphate dehydrogenaG6PD1 AT5G35790 -1.09 -0.12 -1.30 0.23565414 0.6288 -5.82
265449_at putative arginine/serine-rich splicin --- AT2G46610 1.17 0.23 1.30 0.23563785 0.6288 -5.82
259895_at unknown protein ;supported by full PFI AT1G71440 1.10 0.13 1.30 0.23580565 0.6288 -5.82
258316_at unknown protein --- AT3G22660 1.18 0.23 1.30 0.23593367 0.6288 -5.82
246759_at putative protein kinesin heavy cha--- AT5G27950 1.15 0.21 1.30 0.23583714 0.6288 -5.82
260714_at chaperonin CPN10 identical to SP:CPN10 AT1G14980 -1.22 -0.28 -1.30 0.23592616 0.6288 -5.82
AFFX-r2-At-UbqArabidopsis thaliana /REF=U8496--- --- -1.10 -0.13 -1.30 0.2358688 0.6288 -5.82
251466_at putative protein hypothetical prote --- AT3G59340 -1.13 -0.18 -1.30 0.23580549 0.6288 -5.82
254927_at putative protein hypothetical prote --- AT4G11400 -1.13 -0.17 -1.30 0.23591769 0.6288 -5.82
248978_at putative protein contains similarity AtPP2-A8 AT5G45070 -1.15 -0.20 -1.30 0.23593445 0.6288 -5.82
259701_at unknown protein similar to GB:AAC--- AT1G77770 1.14 0.19 1.30 0.23577081 0.6288 -5.82
261153_at unknown protein ;supported by full --- AT1G04850 1.11 0.15 1.30 0.23575165 0.6288 -5.82
265390_at unknown protein  ; supported by fu --- AT2G20820 1.10 0.14 1.30 0.23596274 0.6288 -5.82
250505_at cellulose synthase catalytic subuni CESA5 AT5G09870 -1.16 -0.22 -1.30 0.23602403 0.6289 -5.82
246344_at putative protein predicted proteins --- AT3G56730 1.22 0.29 1.30 0.23613142 0.6290 -5.82
251618_at putative protein unknown protein A--- AT3G58020 1.17 0.23 1.30 0.23611467 0.6290 -5.82
249470_at putative protein predicted proteins --- AT5G39350 1.13 0.18 1.30 0.23623023 0.6290 -5.82
262792_at hypothetical protein predicted by g --- AT1G10710 -1.11 -0.15 -1.30 0.23620502 0.6290 -5.82
262663_at hypothetical protein identical to hyp--- AT1G13940 -1.12 -0.16 -1.30 0.23618814 0.6290 -5.82
256747_at unknown protein similar to CW14 G--- AT3G29180 1.12 0.16 1.30 0.23642854 0.6291 -5.82
262522_at putative amino acid transporter Ve CAT8 AT1G17120 1.12 0.16 1.30 0.23635147 0.6291 -5.82
257362_at hypothetical protein predicted by g --- AT2G45840 -1.09 -0.12 -1.30 0.2364129 0.6291 -5.82
266642_at putative chloroplast RNA binding p --- AT2G35410 -1.11 -0.15 -1.30 0.23633688 0.6291 -5.82
254829_at AIR1A-like protein putative cell wa--- AT4G12530 -1.10 -0.13 -1.30 0.23637442 0.6291 -5.82
253435_at adenylate translocator (brittle-1) - SHS1 AT4G32400 -1.17 -0.23 -1.30 0.23637055 0.6291 -5.82
250048_s_at BCS1 - like protein h-bcs1, Homo --- AT5G17740 / -1.10 -0.14 -1.30 0.23629367 0.6291 -5.82



264799_at putative violaxanthin de-epoxidaseNPQ1 AT1G08550 -1.13 -0.18 -1.30 0.23656162 0.6292 -5.82
258863_at unknown protein similar to RNA heDCL2 AT3G03300 1.19 0.25 1.30 0.23655179 0.6292 -5.82
259906_at unknown protein --- AT1G74120 -1.09 -0.13 -1.30 0.23654821 0.6292 -5.82
246774_at polygalacturonase-like protein poly--- AT5G27530 -1.11 -0.15 -1.30 0.23664756 0.6293 -5.82
253362_s_at putative protein cyclopropane-fatty--- AT4G33110 / 1.16 0.21 1.30 0.23670199 0.6294 -5.82
263881_at unknown protein  ; supported by cD--- AT2G21820 -1.11 -0.15 -1.30 0.23675257 0.6295 -5.82
246246_at putative protein --- AT4G37170 1.14 0.19 1.30 0.23683001 0.6295 -5.82
263522_at hypothetical protein --- AT2G24950 -1.09 -0.12 -1.30 0.23684321 0.6295 -5.82
267266_at putative metal ion transporter (NRANRAMP3 AT2G23150 -1.11 -0.14 -1.30 0.23682671 0.6295 -5.82
247123_at unknown protein --- AT5G66050 -1.16 -0.22 -1.30 0.23692626 0.6295 -5.82
261273_at unknown protein ; supported by cD--- AT1G26650 1.17 0.23 1.30 0.23693665 0.6295 -5.82
264980_at receptor kinase, putative similar to--- AT1G27190 1.13 0.18 1.30 0.23692592 0.6295 -5.82
264183_at unknown protein CLV2 AT1G65380 1.12 0.16 1.30 0.2370211 0.6296 -5.82
253845_at putative protein myosin heavy cha--- AT4G27980 -1.08 -0.11 -1.30 0.23705364 0.6296 -5.82
248919_at putative protein contains similarity --- AT5G45920 -1.12 -0.16 -1.30 0.23710083 0.6296 -5.82
255751_at terpene synthase family protein, p --- AT1G31950 1.13 0.17 1.30 0.23711163 0.6296 -5.82
250121_at protein kinase-like protein --- AT5G16500 1.09 0.12 1.30 0.23708207 0.6296 -5.82
245424_at putative protein --- AT4G17505 -1.10 -0.14 -1.30 0.23719751 0.6298 -5.82
264589_at hypothetical protein --- AT2G17650 1.14 0.19 1.30 0.2373003 0.6299 -5.83
260539_at putative peroxidase --- AT2G43480 1.09 0.12 1.30 0.23731441 0.6299 -5.83
266294_at putative small heat shock protein  ;--- AT2G29500 -1.61 -0.69 -1.30 0.237419 0.6300 -5.83
258822_s_at unknown protein contains Pfam pro--- AT3G07220 / 1.20 0.26 1.30 0.2374118 0.6300 -5.83
251443_at putative protein unknown protein A--- AT3G59940 1.22 0.29 1.30 0.23742319 0.6300 -5.83
252627_at putative protein --- AT3G44950 -1.13 -0.17 -1.30 0.23744174 0.6300 -5.83
254377_at subtilisin proteinase - like subtilisin--- AT4G21650 -1.69 -0.76 -1.30 0.23750542 0.6301 -5.83
254843_at putative protein TAK1 binding prot--- AT4G11860 -1.09 -0.12 -1.30 0.23760496 0.6303 -5.83
245246_at hypothetical protein predicted by g --- AT1G44224 -1.10 -0.13 -1.30 0.23778706 0.6304 -5.83
259453_at gibberelin 20-oxidase, putative, 5' ATGA20OXAT1G44090 -1.15 -0.20 -1.30 0.23766372 0.6304 -5.83
265099_at unknown protein Location of EST --- AT1G03990 -1.31 -0.39 -1.30 0.23777734 0.6304 -5.83
255540_at putative SecA-type chloroplast pro --- AT4G01800 1.16 0.22 1.30 0.23771827 0.6304 -5.83
251114_at transcription factor GT-3a --- AT5G01380 -1.45 -0.54 -1.30 0.23779831 0.6304 -5.83
255995_at receptor-like serine/threonine kinaRKF1 AT1G29750 -1.14 -0.19 -1.30 0.23775684 0.6304 -5.83
263928_at hypothetical protein predicted by g --- AT2G36330 -1.16 -0.22 -1.30 0.23785696 0.6304 -5.83
258574_at hypothetical protein --- AT3G04250 -1.11 -0.15 -1.30 0.23789514 0.6305 -5.83
261009_at hypothetical protein similar to putatMES13 AT1G26360 -1.12 -0.17 -1.30 0.23795155 0.6305 -5.83



264338_at potassium transporter, putative simKUP6 AT1G70300 1.18 0.24 1.29 0.23801549 0.6306 -5.83
257065_at diacylglycerol pyrophosphate phos--- AT3G18220 -1.17 -0.23 -1.29 0.23805181 0.6307 -5.83
253294_at hypothetical protein --- AT4G33740 1.11 0.15 1.29 0.23833972 0.6308 -5.83
256240_at unknown protein ; supported by cDatnudt16 AT3G12600 1.11 0.15 1.29 0.23839693 0.6308 -5.83
249924_at kinase associated protein phosphaKAPP AT5G19280 1.14 0.19 1.29 0.2383042 0.6308 -5.83
247623_at receptor-like protein kinase recept --- AT5G60320 -1.10 -0.14 -1.29 0.23829739 0.6308 -5.83
246100_at putative protein predicted protein, --- --- -1.11 -0.15 -1.29 0.23820017 0.6308 -5.83
258216_at unknown protein contains Pfam pro--- AT3G17980 1.14 0.19 1.29 0.23830583 0.6308 -5.83
252717_at putative protein predicted proteins --- AT3G43930 -1.21 -0.28 -1.29 0.2383851 0.6308 -5.83
253364_at F-box protein family, AtFBX13 cot --- AT4G33160 1.09 0.12 1.29 0.23832646 0.6308 -5.83
261811_at DNA polymerase epsilon catalytic TIL1 AT1G08260 1.17 0.22 1.29 0.23824897 0.6308 -5.83
267382_at unknown protein --- AT2G44300 -1.18 -0.24 -1.29 0.23834764 0.6308 -5.83
250032_at glutamate dehydrogenase (EC 1.4 GDH1 AT5G18170 1.38 0.47 1.29 0.23837965 0.6308 -5.83
251927_at hypothetical protein ER6 protein - --- AT3G53990 -1.10 -0.13 -1.29 0.23848469 0.6309 -5.83
260669_at hypothetical protein predicted by g --- AT1G19340 -1.11 -0.15 -1.29 0.23849232 0.6309 -5.83
246920_at phytocyanin-related protein-like ph--- AT5G25090 -1.09 -0.13 -1.29 0.23853328 0.6309 -5.83
260299_at putative gibberellin 3 beta-hydroxy GA3OX4 AT1G80330 -1.08 -0.12 -1.29 0.23865585 0.6312 -5.83
254814_at hypothetical protein  ; supported by--- AT4G12340 1.08 0.12 1.29 0.23868177 0.6312 -5.83
264514_at putative cinnamyl alcohol dehydro --- AT1G09500 -1.69 -0.76 -1.29 0.23875933 0.6312 -5.83
262021_at unknown protein AT1G35545--- 1.12 0.16 1.29 0.23873379 0.6312 -5.83
261136_at ribokinase, putative similar to GB:A--- AT1G19600 1.10 0.14 1.29 0.23881669 0.6313 -5.83
262299_at unknown protein Similar to gb|U04--- AT1G27520 1.11 0.15 1.29 0.23888377 0.6314 -5.83
263938_at hypothetical protein predicted by g --- AT2G35900 1.11 0.15 1.29 0.23897947 0.6315 -5.83
263627_at Expressed protein ; supported by f --- AT2G04675 -1.12 -0.16 -1.29 0.2389635 0.6315 -5.83
254077_at putative protein NorM, Vibrio para --- AT4G25640 1.14 0.18 1.29 0.23912349 0.6315 -5.83
252440_at aquaporin-like protein aquaporin - TIP5;1 AT3G47440 -1.10 -0.13 -1.29 0.23915816 0.6315 -5.83
254656_at putative protein  ;supported by full- --- AT4G18070 -1.16 -0.22 -1.29 0.23915856 0.6315 -5.83
263002_at hypothetical protein predicted by g --- AT1G54200 -1.27 -0.35 -1.29 0.23903304 0.6315 -5.83
256566_at hypothetical protein --- AT3G19530 -1.10 -0.14 -1.29 0.23907981 0.6315 -5.83
266515_at putative tubby protein AtTLP3 AT2G47900 1.16 0.21 1.29 0.23911034 0.6315 -5.83
261344_at hypothetical protein similar to hypo--- AT1G79710 1.10 0.14 1.29 0.23919142 0.6315 -5.83
260736_at hypothetical protein predicted by g --- AT1G17630 -1.10 -0.13 -1.29 0.23930287 0.6318 -5.83
258909_at putative DnaJ protein Pfam HMM --- AT3G06340 -1.09 -0.12 -1.29 0.23934253 0.6318 -5.83
249349_at putative transcription factor MYB24MYB24 AT5G40350 -1.11 -0.14 -1.29 0.23937633 0.6318 -5.83
266543_at hypothetical protein predicted by g --- AT2G35075 1.08 0.11 1.29 0.23944741 0.6319 -5.83



256651_at hypothetical protein predicted by g --- AT3G18840 -1.13 -0.18 -1.29 0.23950986 0.6320 -5.83
257238_at unknown protein  ; supported by cD--- AT3G17430 1.15 0.21 1.29 0.23956624 0.6321 -5.83
257517_at unknown protein --- AT3G16330 -1.44 -0.52 -1.29 0.23963633 0.6321 -5.83
255312_at putative transposon protein --- --- 1.10 0.14 1.29 0.23966116 0.6321 -5.83
259678_at putative 30S ribosomal protein S1 --- AT1G77750 1.17 0.22 1.29 0.23961156 0.6321 -5.83
263917_at putative AP2 domain transcription HRD AT2G36450 -1.16 -0.22 -1.29 0.23983402 0.6323 -5.83
257336_at hypothetical protein --- --- -1.09 -0.12 -1.29 0.23982486 0.6323 -5.83
245812_at hypothetical protein predicted by g --- --- -1.10 -0.14 -1.29 0.23992048 0.6323 -5.83
253113_at putative protein physical impedanc--- AT4G35985 1.20 0.26 1.29 0.23989863 0.6323 -5.83
255951_at unknown protein contains similarityMUB6 AT1G22050 -1.13 -0.18 -1.29 0.23982725 0.6323 -5.83
253177_s_at O-methyltransferase - like protein --- AT4G35150 / -1.17 -0.23 -1.29 0.23988259 0.6323 -5.83
253517_at predicted protein hypothetical prot --- AT4G31390 -1.15 -0.20 -1.29 0.23988128 0.6323 -5.83
259184_at unknown protein  ;supported by ful --- AT3G01520 -1.12 -0.16 -1.29 0.23993257 0.6323 -5.83
247288_at non-phototropic hypocotyl 3 (gb|AANPH3 AT5G64330 -1.39 -0.47 -1.29 0.2400783 0.6326 -5.84
250243_at cobalamin biosynthesis protein GUN5 AT5G13630 1.15 0.21 1.29 0.24017622 0.6326 -5.84
246006_at putative protein DIM1 protein, HomYLS8 AT5G08290 1.10 0.14 1.29 0.24025115 0.6326 -5.84
249564_at unknown protein --- AT5G38400 -1.12 -0.17 -1.29 0.24020962 0.6326 -5.84
262222_at unknown protein TRZ1 AT1G74700 -1.11 -0.16 -1.29 0.24025188 0.6326 -5.84
256150_at beta-fructofuranosidase identical toATFRUCT5AT1G55120 -1.25 -0.33 -1.29 0.24020982 0.6326 -5.84
260673_at unknown protein ; supported by ful --- AT1G19330 -1.21 -0.28 -1.29 0.24024644 0.6326 -5.84
245109_at hypothetical protein predicted by g --- AT2G41520 -1.12 -0.16 -1.29 0.24034039 0.6327 -5.84
249715_at putative protein similar to unknown--- AT5G35760 1.13 0.18 1.29 0.24036343 0.6327 -5.84
255732_at fatty acid condensing enzyme CUTKCS5 AT1G25450 / 1.32 0.40 1.29 0.24046505 0.6328 -5.84
255878_at putative bZIP transcription factor co--- AT2G40620 1.17 0.23 1.29 0.24043074 0.6328 -5.84
246653_at putative protein clathrin assembly --- AT5G35200 1.11 0.15 1.29 0.24047002 0.6328 -5.84
263029_at unknown protein --- AT1G24050 1.08 0.11 1.29 0.24061519 0.6331 -5.84
260931_at hypothetical protein predicted by g --- AT1G02550 -1.13 -0.18 -1.29 0.24065601 0.6331 -5.84
252415_at glutamine-dependent asparagine sASN1 AT3G47340 -1.99 -1.00 -1.29 0.24080405 0.6335 -5.84
248049_at putative protein contains similarity COX15 AT5G56090 1.25 0.33 1.29 0.24087181 0.6335 -5.84
260338_at putative RNA-binding protein simila--- AT1G69250 1.10 0.13 1.29 0.24086084 0.6335 -5.84
251756_at putative protein --- AT3G55820 1.10 0.13 1.29 0.24097275 0.6337 -5.84
257762_at hypothetical protein XRCC4 AT3G23100 1.10 0.14 1.29 0.24098866 0.6337 -5.84
265326_at unknown protein predicted by gens--- AT2G18220 1.15 0.21 1.29 0.24122447 0.6337 -5.84
260875_at hypothetical protein predicted by g SKP2A AT1G21410 1.23 0.30 1.29 0.24115338 0.6337 -5.84
250332_at putative protein predicted proteins --- AT5G11680 -1.13 -0.18 -1.29 0.24117119 0.6337 -5.84



256199_at unknown protein SAB AT1G58250 1.14 0.19 1.29 0.24121 0.6337 -5.84
252200_at anthranilate N-hydroxycinnamoyl/b--- AT3G50280 -1.36 -0.45 -1.29 0.24120291 0.6337 -5.84
253957_at putative protein  ; supported by cD AGP13 AT4G26320 -1.17 -0.22 -1.28 0.24125695 0.6337 -5.84
254780_s_at auxilin-like protein auxilin - bovine --- AT4G12770 1.18 0.23 1.28 0.24128318 0.6337 -5.84
249562_at disease resistance protein-like --- AT5G38350 1.11 0.15 1.28 0.2412739 0.6337 -5.84
247212_at putative protein similar to unknown--- AT5G65040 -1.09 -0.13 -1.29 0.24106885 0.6337 -5.84
259270_at putative porin similar to outer mitocVDAC1 AT3G01280 -1.12 -0.17 -1.29 0.24113784 0.6337 -5.84
266585_at putative retroelement pol polyprote--- --- -1.13 -0.18 -1.28 0.24133548 0.6338 -5.84
262969_at unknown protein --- AT1G75710 1.15 0.20 1.28 0.24146976 0.6339 -5.84
251986_at putative protein various predicted --- AT3G53310 1.25 0.32 1.28 0.24141713 0.6339 -5.84
251153_at putative protein predicted protein, NPL41 AT3G63000 1.13 0.17 1.28 0.24144458 0.6339 -5.84
262785_at putative carboxyl-terminal peptidas--- AT1G10750 -1.17 -0.23 -1.28 0.24155237 0.6340 -5.84
262206_at putative ubiquinol-cytochrome c re --- AT2G01090 1.13 0.18 1.28 0.24158382 0.6340 -5.84
262760_at hypothetical protein contains simila--- AT1G10770 -1.40 -0.49 -1.28 0.24164644 0.6341 -5.84
259993_at unknown protein --- AT1G67960 1.12 0.16 1.28 0.2416665 0.6341 -5.84
256166_at hypothetical protein --- AT1G36920 1.09 0.12 1.28 0.2417267 0.6342 -5.84
247819_at MAP kinase ; supported by cDNA: WNK4 AT5G58350 1.17 0.22 1.28 0.24195691 0.6343 -5.84
260208_s_at unknown protein similar to Ca+2-b --- AT1G70670 / -1.22 -0.29 -1.28 0.2419764 0.6343 -5.84
250187_at putative protein predicted proteins --- AT5G14370 -1.20 -0.27 -1.28 0.24202419 0.6343 -5.84
251548_at putative protein predicted protein, --- --- -1.13 -0.18 -1.28 0.24191105 0.6343 -5.84
266088_at hypothetical protein predicted by g --- AT2G37780 -1.14 -0.19 -1.28 0.24192252 0.6343 -5.84
251990_at putative protein MICRONUCLEAR--- AT3G53320 1.17 0.22 1.28 0.24205109 0.6343 -5.84
247633_at putative zinc finger protein finger p--- AT5G60470 -1.18 -0.24 -1.28 0.24194027 0.6343 -5.84
249388_at putative protein downy mildew res --- AT5G40090 -1.12 -0.16 -1.28 0.24201535 0.6343 -5.84
267231_at putative inositol polyphosphate 5'-p--- AT2G43900 1.11 0.15 1.28 0.24204832 0.6343 -5.84
245280_at Expressed protein ; supported by cVRN2 AT4G16845 -1.11 -0.15 -1.28 0.2419849 0.6343 -5.84
264380_at unknown protein predicted by gens--- AT2G25190 1.08 0.11 1.28 0.2421628 0.6344 -5.84
252797_at putative protein --- --- -1.15 -0.21 -1.28 0.24211738 0.6344 -5.84
246610_at putative protein --- AT5G35400 1.11 0.15 1.28 0.24217203 0.6344 -5.84
263591_at unknown protein ATMAP65-6AT2G01910 -1.43 -0.51 -1.28 0.24229126 0.6345 -5.84
261426_at unknown protein contains similarity--- AT1G18680 1.10 0.13 1.28 0.24225421 0.6345 -5.84
259092_at putative zeta-carotene desaturase ZDS AT3G04870 1.08 0.12 1.28 0.24227532 0.6345 -5.84
260966_at NBS/LRR disease resistance proteRPS5 AT1G12220 1.11 0.15 1.28 0.24232159 0.6345 -5.84
262708_at UV-sensitive rad23, putative simila--- AT1G16190 -1.09 -0.12 -1.28 0.2423801 0.6345 -5.84
263447_s_at putative PHD-type zinc finger proteATX2 AT1G05830 / -1.24 -0.31 -1.28 0.24236402 0.6345 -5.84



254759_at short-chain alcohol dehydrogenas --- AT4G13180 -1.17 -0.23 -1.28 0.24242806 0.6346 -5.84
264866_at putative metalloproteinase similar t--- AT1G24140 1.77 0.82 1.28 0.24246293 0.6346 -5.84
265826_at hypothetical protein predicted by g --- AT2G35795 1.09 0.13 1.28 0.24261215 0.6347 -5.84
254577_at putative protein  ;supported by full- --- AT4G19450 -1.16 -0.22 -1.28 0.24256982 0.6347 -5.84
265595_at 26S proteasome subunit 4  ;suppo --- AT2G20140 1.13 0.18 1.28 0.24257205 0.6347 -5.84
252388_at putative protein  ;supported by full- --- AT3G47850 1.11 0.16 1.28 0.24259798 0.6347 -5.84
265164_at putative OBP32pep protein --- AT1G23600 1.10 0.13 1.28 0.24270861 0.6348 -5.84
256423_at serine carboxypeptidase, putative scpl18 AT1G33540 -1.08 -0.12 -1.28 0.24269314 0.6348 -5.84
265956_at hypothetical protein predicted by g --- AT2G37290 1.08 0.11 1.28 0.24277724 0.6349 -5.84
247188_at 14-3-3 protein GF14kappa (grf8) idGRF8 AT5G65430 1.12 0.16 1.28 0.24296961 0.6353 -5.85
265068_at hypothetical protein Similar to Kine--- AT1G55550 1.09 0.13 1.28 0.24294378 0.6353 -5.85
262967_at hypothetical protein predicted by g --- AT1G75730 1.12 0.16 1.28 0.24308619 0.6355 -5.85
245142_at putative O-sialoglycoprotein endop--- AT2G45270 1.11 0.15 1.28 0.2432891 0.6360 -5.85
263065_at MAP kinase (ATMPK7) identical toATMPK7 AT2G18170 1.19 0.25 1.28 0.24346379 0.6360 -5.85
253020_at hypothetical protein --- AT4G38020 1.14 0.20 1.28 0.24343333 0.6360 -5.85
259657_at phospholipase D alpha, putative s PLDEPSILOAT1G55180 1.10 0.14 1.28 0.24335437 0.6360 -5.85
252610_x_at putative protein putative MuDR pro--- --- -1.08 -0.11 -1.28 0.24341483 0.6360 -5.85
265478_at unknown protein  ;supported by ful MEE14 AT2G15890 1.10 0.14 1.28 0.2433903 0.6360 -5.85
254287_at putative protein similaritry to hypot--- AT4G22960 1.10 0.13 1.28 0.2434547 0.6360 -5.85
257594_at unknown protein --- AT3G24740 -1.13 -0.18 -1.28 0.2435007 0.6360 -5.85
266605_at putative SNF2 subfamily transcript BRM AT2G46020 -1.10 -0.14 -1.28 0.24352936 0.6360 -5.85
249064_at putative protein contains similarity --- AT5G44250 1.09 0.12 1.28 0.24357071 0.6360 -5.85
264961_at unknown protein contains similarityPRAF1 AT1G76950 1.24 0.30 1.28 0.24359082 0.6360 -5.85
264930_at receptor-like kinase, putative simil NIK3 AT1G60800 -1.14 -0.19 -1.28 0.24378577 0.6365 -5.85
262652_at hypothetical protein One of a clustFUT9 AT1G14110 -1.10 -0.13 -1.28 0.24385695 0.6366 -5.85
254543_at putative chitinase chitinase (EC 3. --- AT4G19810 1.41 0.49 1.28 0.24403222 0.6368 -5.85
252061_at hypothetical protein phosphate ac --- AT3G52620 -1.10 -0.13 -1.28 0.24400792 0.6368 -5.85
252261_at RNA-directed RNA polymerase RNRDR6 AT3G49500 1.12 0.16 1.28 0.244027 0.6368 -5.85
260737_at receptor-like serine threonine kina --- AT1G17540 1.13 0.17 1.28 0.24407091 0.6368 -5.85
259858_at putative receptor kinase similar to r--- AT1G68400 -1.21 -0.28 -1.28 0.24420015 0.6370 -5.85
245574_at hypothetical protein IQD19 AT4G14750 -1.16 -0.21 -1.28 0.24420645 0.6370 -5.85
255605_at hypothetical protein --- AT4G01090 1.18 0.24 1.28 0.24427764 0.6372 -5.85
258462_at unknown protein --- AT3G17350 1.26 0.34 1.28 0.24438185 0.6373 -5.85
257866_at dihydroxyacetone kinase, putative --- AT3G17770 1.27 0.35 1.28 0.24439242 0.6373 -5.85
258088_at hypothetical protein predicted by g --- AT3G14580 -1.10 -0.14 -1.28 0.24443508 0.6374 -5.85



250284_at protein kinase precursor - like receCRN AT5G13290 1.17 0.22 1.27 0.24456147 0.6375 -5.85
262110_at SF2/ASF-like splicing modulator SSR1 AT1G02840 1.13 0.18 1.28 0.244534 0.6375 -5.85
254293_at putative protein SF16 protein, Hel IQD22 AT4G23060 -1.22 -0.29 -1.27 0.24463309 0.6376 -5.85
247206_at putative protein similar to unknown--- AT5G64950 -1.08 -0.11 -1.27 0.2447087 0.6376 -5.85
264069_at putative rubisco subunit binding-pr CPN60A AT2G28000 1.17 0.23 1.27 0.2446936 0.6376 -5.85
266067_s_at hypothetical protein predicted by g --- AT2G18810 / -1.08 -0.12 -1.27 0.24466086 0.6376 -5.85
250354_at putative protein predicted proteins --- AT5G11640 1.11 0.14 1.27 0.24479361 0.6376 -5.85
265614_at Expressed protein ; supported by c--- AT2G25355 1.14 0.19 1.27 0.24478052 0.6376 -5.85
259022_at putative asparaginyl-tRNA synthetNS2 AT3G07420 1.17 0.23 1.27 0.24474867 0.6376 -5.85
247935_at 30S ribosomal protein S16  ; suppo--- AT5G56940 1.15 0.20 1.27 0.24492373 0.6379 -5.85
257466_at hypothetical protein predicted by g --- AT1G62840 -1.30 -0.38 -1.27 0.24498397 0.6380 -5.85
265471_at putative peroxidase ATP2a  ;suppo--- AT2G37130 1.29 0.36 1.27 0.24514792 0.6381 -5.85
258122_at hypothetical protein contains similaATGSL04 AT3G14570 -1.19 -0.26 -1.27 0.24507258 0.6381 -5.85
257106_at unknown protein --- AT3G29060 -1.09 -0.13 -1.27 0.24512622 0.6381 -5.85
264742_at hypothetical protein similar to hypo--- AT1G62130 -1.13 -0.18 -1.27 0.24516765 0.6381 -5.85
263749_at putative phosphatidylinositol/phosp--- AT2G21520 1.12 0.16 1.27 0.24515664 0.6381 -5.85
261982_at hypothetical protein predicted by g --- AT1G33780 1.09 0.13 1.27 0.24518745 0.6381 -5.85
267352_at hypothetical protein predicted by g --- AT2G40050 1.09 0.13 1.27 0.24528916 0.6383 -5.85
261353_at hypothetical protein contains simila--- AT1G79600 -1.16 -0.22 -1.27 0.24532834 0.6383 -5.85
260286_at putative acetylornithine transaminaWIN1 AT1G80600 1.13 0.18 1.27 0.24535735 0.6383 -5.85
265760_at unknown protein --- AT2G01220 1.11 0.15 1.27 0.24540788 0.6384 -5.85
257372_at hypothetical protein predicted by g --- AT2G43220 -1.10 -0.13 -1.27 0.24550489 0.6385 -5.85
246197_at caltractin-like protein ;supported byCEN2 AT4G37010 1.39 0.48 1.27 0.24556417 0.6386 -5.85
250805_at unknown protein --- AT5G05050 -1.10 -0.13 -1.27 0.24559768 0.6386 -5.85
245903_at CLB1 - like protein CLB1 protein, SYTD AT5G11100 -1.11 -0.15 -1.27 0.24563737 0.6387 -5.85
251815_at putative protein thioredoxin-like pr CXIP1 AT3G54900 1.13 0.17 1.27 0.24567848 0.6387 -5.85
264200_at putative invertase Similar to LIM17--- AT1G22650 -1.18 -0.24 -1.27 0.24574828 0.6387 -5.85
261759_at hypothetical protein similar to putat--- AT1G15590 1.11 0.15 1.27 0.24575026 0.6387 -5.85
259236_at unknown protein  ; supported by fu --- AT3G11530 1.10 0.13 1.27 0.24583989 0.6388 -5.86
251547_at putative protein predicted proteins --- AT3G58860 -1.11 -0.15 -1.27 0.24582 0.6388 -5.86
264889_at unknown protein --- AT1G23050 -1.12 -0.17 -1.27 0.24589918 0.6389 -5.86
264282_at hypothetical protein similar to hypo--- AT1G61840 -1.11 -0.16 -1.27 0.24598061 0.6390 -5.86
251398_at zinc finger protein - like ZPT3-3, P--- AT3G60580 1.13 0.18 1.27 0.24597519 0.6390 -5.86
255088_at putative protein heat shock protein--- AT4G09350 -1.19 -0.24 -1.27 0.24601494 0.6390 -5.86
263568_at hypothetical protein predicted by g --- AT2G27160 -1.14 -0.19 -1.27 0.246091 0.6391 -5.86



265086_at hypothetical protein contains Zinc RING1B AT1G03770 1.15 0.21 1.27 0.24630115 0.6396 -5.86
248447_at putative protein contains similarity PABN1 AT5G51120 1.10 0.13 1.27 0.24634963 0.6396 -5.86
245302_at Expressed protein ; supported by cKAN3 AT4G17695 -1.19 -0.25 -1.27 0.24639609 0.6397 -5.86
255319_at putative disease resistance proteinAtRLP46 AT4G04220 1.24 0.31 1.27 0.24655248 0.6398 -5.86
253822_at hypothetical protein --- AT4G28410 -1.10 -0.13 -1.27 0.24648094 0.6398 -5.86
264647_at putative respiratory burst oxidase pATRBOHB AT1G09090 -1.12 -0.16 -1.27 0.24652583 0.6398 -5.86
257079_at unknown protein --- AT3G15240 -1.09 -0.13 -1.27 0.24649888 0.6398 -5.86
250310_at unknown protein --- AT5G12230 1.14 0.19 1.27 0.24660064 0.6398 -5.86
265581_at putative cAMP-dependent protein k--- AT2G20050 1.10 0.13 1.27 0.24660183 0.6398 -5.86
257534_at hypothetical protein predicted by g --- AT3G09670 1.10 0.13 1.27 0.24664402 0.6398 -5.86
249492_at germin-like protein (GLP2a) copy1 GER2 AT5G39130 / -1.09 -0.13 -1.27 0.24666339 0.6398 -5.86
256877_at unknown protein  ;supported by ful --- AT3G26470 1.32 0.40 1.27 0.2467208 0.6398 -5.86
252458_at putative protein various predicted --- AT3G47210 -1.10 -0.14 -1.27 0.24675855 0.6398 -5.86
252567_at zinc finger -like protein zinc finger --- AT3G46070 -1.10 -0.13 -1.27 0.24679076 0.6398 -5.86
257959_at somatic embryogenesis receptor-l NIK2 AT3G25560 -1.23 -0.30 -1.27 0.24679174 0.6398 -5.86
254654_at translation initiation factor eIF4E  ;sEIF4E AT4G18040 -1.11 -0.15 -1.27 0.24684547 0.6399 -5.86
250835_at putative protein various predicted DME AT5G04560 -1.13 -0.17 -1.27 0.24692563 0.6399 -5.86
251250_at putative protein pectin methyleste --- AT3G62180 -1.14 -0.19 -1.27 0.2469323 0.6399 -5.86
248489_at unknown protein --- AT5G51090 -1.09 -0.13 -1.27 0.24691188 0.6399 -5.86
250660_at RNA-binding protein-like --- AT5G07060 -1.08 -0.12 -1.27 0.24695982 0.6399 -5.86
262428_at hypothetical protein predicted by g --- AT1G47570 -1.10 -0.14 -1.27 0.24702968 0.6400 -5.86
261189_at hypothetical protein contains similaNACA5 AT1G33040 1.11 0.15 1.27 0.24704049 0.6400 -5.86
251263_at putative protein DNAJ PROTEIN - --- AT3G62190 1.11 0.14 1.27 0.24712685 0.6401 -5.86
261939_at cytochrome c oxidase subunit, putCOX6B AT1G22450 1.15 0.20 1.27 0.24711464 0.6401 -5.86
261268_at unknown protein similar to 50S ribo--- AT1G26740 1.12 0.17 1.27 0.24717132 0.6401 -5.86
265258_at hypothetical protein predicted by g --- AT2G20390 1.09 0.12 1.27 0.24734191 0.6404 -5.86
262193_at eukaryotic initiation factor 5 (eIF-5 --- AT1G77840 -1.16 -0.21 -1.27 0.24735799 0.6404 -5.86
245662_at hypothetical protein predicted by g --- AT1G28190 1.47 0.55 1.27 0.24741009 0.6405 -5.86
251459_at putative protein hypothetical prote --- AT3G60200 1.33 0.41 1.27 0.24750815 0.6405 -5.86
263434_at putative homeodomain transcriptio PRS AT2G28610 1.09 0.12 1.27 0.24749774 0.6405 -5.86
263446_at putative SET-domain transcriptionaATX1 AT2G31650 1.12 0.16 1.27 0.24747291 0.6405 -5.86
250996_at putative protein BcDNA.LD24793, --- AT5G02530 1.10 0.13 1.27 0.24756811 0.6406 -5.86
263218_at putative serine/threonine protein k --- AT1G30570 1.14 0.19 1.27 0.24760091 0.6406 -5.86
263903_at putative touch-induced calmodulin --- AT2G36180 1.09 0.13 1.27 0.24762983 0.6406 -5.86
267399_at hypothetical protein predicted by g --- AT2G44195 -1.08 -0.12 -1.27 0.24777343 0.6407 -5.86



AFFX-Athal-Ub Arabidopsis thaliana /REF=U84969--- --- -1.12 -0.16 -1.27 0.24774963 0.6407 -5.86
259601_s_at CACTA-element transposase, put --- --- -1.10 -0.13 -1.27 0.24774604 0.6407 -5.86
255782_at transcription factor identical to tran MP AT1G19850 -1.23 -0.30 -1.27 0.24773113 0.6407 -5.86
245859_at serine (threonine) protein kinase - ATNEK3 AT5G28290 -1.18 -0.24 -1.26 0.24806182 0.6408 -5.86
255077_at putative protein --- AT4G09150 -1.17 -0.23 -1.26 0.24798321 0.6408 -5.86
255522_at putative GTP pyrophosphokinase RSH1 AT4G02260 -1.11 -0.16 -1.26 0.24811078 0.6408 -5.86
259914_at hypothetical protein predicted by g --- AT1G72640 1.14 0.18 1.26 0.2480255 0.6408 -5.86
249740_at unknown protein --- AT5G24500 -1.16 -0.21 -1.26 0.24809315 0.6408 -5.86
248435_at oleosin-like OLEO3 AT5G51210 -1.13 -0.17 -1.26 0.24805064 0.6408 -5.86
249013_at receptor-like protein kinase GSO2 AT5G44700 1.08 0.11 1.26 0.24808493 0.6408 -5.86
248960_at subtilisin-like protease --- AT5G45640 1.16 0.21 1.27 0.24787411 0.6408 -5.86
249460_at v-SNARE - like protein v-SNARE A--- AT5G39630 -1.11 -0.15 -1.26 0.24806166 0.6408 -5.86
257286_s_at transposase, putative similar to tra--- AT1G19260 / 1.12 0.16 1.27 0.24788902 0.6408 -5.86
AFFX-r2-Ec-bioE. coli /GEN=bioB /DB_XREF=gb:J--- --- -1.28 -0.36 -1.26 0.24792831 0.6408 -5.86
250900_at putative protein  ; supported by cD ATB' ALPHAAT5G03470 1.15 0.20 1.26 0.24821083 0.6408 -5.86
259978_at putative cell division control proteinCDKB2;1 AT1G76540 1.17 0.23 1.26 0.24828335 0.6408 -5.86
AFFX-Athal-Ub Arabidopsis thaliana /REF=U84969--- --- -1.12 -0.16 -1.26 0.2481836 0.6408 -5.86
265282_at unknown protein --- AT2G20380 -1.10 -0.14 -1.26 0.24827283 0.6408 -5.86
254152_at hypothetical protein --- AT4G24410 -1.09 -0.13 -1.26 0.24832078 0.6408 -5.86
250025_at putative protein similar to unknownSIP1;2 AT5G18290 1.15 0.20 1.26 0.24833267 0.6408 -5.86
262470_at disease resistance protein, putativ--- AT1G50180 -1.11 -0.15 -1.26 0.24831088 0.6408 -5.86
256936_at prefoldin-like protein similar to  pre PDF2 AT3G22480 1.11 0.14 1.26 0.24839997 0.6410 -5.86
266378_at hypothetical protein predicted by g --- AT2G14700 -1.13 -0.17 -1.26 0.24847671 0.6410 -5.86
246353_s_at hypothetical protein --- --- -1.09 -0.13 -1.26 0.24848159 0.6410 -5.86
254081_at putative protein various predicted --- AT4G25660 -1.13 -0.17 -1.26 0.24861513 0.6411 -5.86
261133_at DYW7 protein identical to DYW7 p--- AT1G19715 -1.17 -0.23 -1.26 0.24857482 0.6411 -5.86
246319_at putative protein HYPOTHETICAL --- AT3G56680 1.10 0.14 1.26 0.24857501 0.6411 -5.86
253991_at putative nucleic acid binding protePEP AT4G26000 1.10 0.14 1.26 0.24859712 0.6411 -5.86
262037_at hypothetical protein predicted by g --- --- -1.11 -0.15 -1.26 0.24866093 0.6411 -5.86
257760_s_at putative AC-like transposase simil --- --- -1.10 -0.14 -1.26 0.24871323 0.6412 -5.87
245550_at cytochrome P450 like protein CYP705A1 AT4G15330 -1.11 -0.14 -1.26 0.24877427 0.6413 -5.87
265458_at unknown protein  ;supported by ful --- AT2G46580 -1.12 -0.17 -1.26 0.24880864 0.6413 -5.87
250698_at putative protein similar to unknown--- AT5G06810 -1.09 -0.13 -1.26 0.24898201 0.6417 -5.87
259784_at auxin-induced protein, putative sim--- AT1G29450 1.24 0.31 1.26 0.24903789 0.6417 -5.87
251778_at putative protein various predicted ROPGEF6 AT3G55660 -1.13 -0.18 -1.26 0.24914438 0.6418 -5.87



251410_at uclacyanin 3  ; supported by cDNAUCC3 AT3G60280 -1.09 -0.13 -1.26 0.24910949 0.6418 -5.87
267233_s_at unknown protein --- AT2G43910 / 1.16 0.22 1.26 0.24916406 0.6418 -5.87
253460_at hypothetical protein --- AT4G32130 1.13 0.18 1.26 0.2492572 0.6419 -5.87
251019_at putative protein predicted proteins --- AT5G02420 -1.12 -0.16 -1.26 0.24923314 0.6419 -5.87
266139_at Expressed protein ; supported by f --- AT2G28085 1.24 0.30 1.26 0.24929468 0.6419 -5.87
251164_s_at putative protein protein phosphata--- AT3G63320 / 1.12 0.16 1.26 0.24931373 0.6419 -5.87
246985_at putative protein contains similarity --- AT5G67290 -1.11 -0.16 -1.26 0.24936116 0.6419 -5.87
267072_at unknown protein --- AT2G41170 -1.13 -0.18 -1.26 0.24941689 0.6419 -5.87
250000_at putative protein PGPD14 - Petunia--- AT5G18650 1.15 0.20 1.26 0.24938425 0.6419 -5.87
254407_at receptor kinase - like protein recep--- AT4G21370 -1.11 -0.15 -1.26 0.24942645 0.6419 -5.87
254852_at putative disease resistance proteinWRKY19 AT4G12020 -1.08 -0.11 -1.26 0.24951756 0.6420 -5.87
262684_s_at vacuolar ATP synthase subunit B i --- AT1G20260 / -1.13 -0.17 -1.26 0.24952598 0.6420 -5.87
253392_at potassium channel protein AtKC pATKC1 AT4G32650 1.38 0.47 1.26 0.24963892 0.6420 -5.87
257213_at mitochondrial NAD-dependent ma--- AT3G15020 -1.19 -0.26 -1.26 0.24960756 0.6420 -5.87
256377_at hypothetical protein --- AT1G66650 -1.09 -0.12 -1.26 0.24963624 0.6420 -5.87
252530_at putative protein several oxidases, --- AT3G46500 -1.11 -0.15 -1.26 0.24957347 0.6420 -5.87
250201_at ankyrin - like protein 270 kDa anky--- AT5G14230 -1.29 -0.36 -1.26 0.24996107 0.6428 -5.87
245553_at lupeol synthase like protein BARS1 AT4G15370 -1.09 -0.12 -1.26 0.2499897 0.6428 -5.87
264544_s_at unknown protein --- AT1G55790 / -1.10 -0.13 -1.26 0.25001924 0.6428 -5.87
265311_at hypothetical protein predicted by g --- AT2G20250 1.18 0.24 1.26 0.25012283 0.6430 -5.87
248171_at putative protein similar to unknownILR3 AT5G54680 1.09 0.12 1.26 0.25040751 0.6435 -5.87
266770_at putative expansin Experimental ev ATEXPA15 AT2G03090 -1.18 -0.24 -1.26 0.25038643 0.6435 -5.87
264782_at putative transcription factor similar MYB60 AT1G08810 -1.14 -0.19 -1.26 0.25035981 0.6435 -5.87
261838_at heat shock protein hsp70, putativeHsp70b AT1G16030 -1.11 -0.15 -1.26 0.25045847 0.6436 -5.87
256371_at hypothetical protein --- AT1G66770 -1.10 -0.14 -1.26 0.25051884 0.6436 -5.87
267143_at putative peptide/amino acid transp --- AT2G38100 -1.11 -0.15 -1.26 0.25053983 0.6436 -5.87
256872_at non-phototropic hypocotyl, putativ --- AT3G26490 1.10 0.14 1.26 0.25050811 0.6436 -5.87
265097_at unknown protein BARD1 AT1G04020 1.17 0.23 1.26 0.25061074 0.6437 -5.87
258996_at putative ribosome recycling factor s--- AT3G01800 -1.14 -0.19 -1.26 0.25068521 0.6437 -5.87
258048_at FtsH protease, putative contains sEMB2083 AT3G16290 -1.11 -0.15 -1.26 0.25068516 0.6437 -5.87
254981_at putative alpha NAC stong similarit --- AT4G10480 1.19 0.25 1.26 0.2507333 0.6438 -5.87
255917_at putative protein --- AT5G28560 -1.08 -0.11 -1.26 0.25075518 0.6438 -5.87
257078_at putative MAP kinase very similar to--- AT3G15220 1.10 0.14 1.26 0.25081635 0.6438 -5.87
258126_at hypothetical protein predicted by g --- AT3G24490 1.12 0.16 1.26 0.25092668 0.6439 -5.87
245368_at hypothetical protein ; supported by --- AT4G15510 1.18 0.24 1.26 0.25090266 0.6439 -5.87



266113_x_at hypothetical protein predicted by g --- --- -1.12 -0.17 -1.26 0.25091023 0.6439 -5.87
248922_at putative protein contains similarity WOX8 AT5G45980 -1.09 -0.13 -1.26 0.25115193 0.6443 -5.87
254659_at starch synthase-like protein bacte SS4 AT4G18240 -1.18 -0.24 -1.26 0.25114144 0.6443 -5.87
260954_at glyoxalase II isozyme, putative simGLX2-4 AT1G06130 1.13 0.17 1.26 0.25124781 0.6444 -5.87
258060_at protein phosphatase 2A regulatory ATB' DELTAAT3G26030 1.09 0.12 1.26 0.2512671 0.6444 -5.87
258125_s_at hypothetical protein contains Pfam --- AT3G23510 / -1.30 -0.37 -1.26 0.25123141 0.6444 -5.87
248096_at embryo-specific protein 1; Ca2+-bi --- AT5G55240 -1.10 -0.14 -1.25 0.25133137 0.6444 -5.87
251745_at putative protein zinc finger transcr SZF1 AT3G55980 1.73 0.79 1.25 0.25132893 0.6444 -5.87
259326_at putative mitochondrial processing  MPPalpha AT3G16480 1.09 0.13 1.25 0.25137456 0.6445 -5.87
248815_at putative protein contains similarity --- AT5G46920 -1.16 -0.21 -1.25 0.25148458 0.6445 -5.87
258083_at Expressed protein ; supported by f --- AT3G25855 1.12 0.16 1.25 0.25147526 0.6445 -5.87
252146_at putative protein steroid sulfotransf --- AT3G51210 -1.08 -0.11 -1.25 0.25148803 0.6445 -5.87
252298_at putative protein various predicted --- AT3G49060 -1.09 -0.13 -1.25 0.25155514 0.6446 -5.87
254737_at fatty acid elongase - like protein (c--- AT4G13840 -1.32 -0.40 -1.25 0.25173741 0.6450 -5.88
263275_at putative methylmalonate semi-aldeALDH6B2 AT2G14170 1.16 0.21 1.25 0.25201989 0.6451 -5.88
252526_at putative protein ethylene-forming e--- AT3G46480 -1.13 -0.18 -1.25 0.25196493 0.6451 -5.88
261436_at protein kinase, putative (fragment)--- AT1G07870 -1.16 -0.21 -1.25 0.25193117 0.6451 -5.88
266714_at NAM (no apical meristem)-like protEMB2301 AT2G46770 -1.11 -0.15 -1.25 0.2518876 0.6451 -5.88
246542_at transcriptional regulatory - like proSNL2 AT5G15020 1.13 0.18 1.25 0.25185823 0.6451 -5.88
255548_at putative CHP-rich zinc finger prote --- AT4G01930 -1.08 -0.12 -1.25 0.25189226 0.6451 -5.88
250708_at Expressed protein ; supported by f RBE AT5G06070 -1.10 -0.13 -1.25 0.25198386 0.6451 -5.88
260711_at myosin, putative similar to myosin MYA1 AT1G17580 1.12 0.17 1.25 0.25179328 0.6451 -5.88
260763_at RING-H2 finger protein RHA3a, pu--- AT1G49220 1.08 0.11 1.25 0.25203992 0.6451 -5.88
265076_at Rubisco subunit binding-protein beCPN60B AT1G55490 1.20 0.26 1.25 0.25198935 0.6451 -5.88
249392_at peroxidase ATP26a --- AT5G40150 1.12 0.17 1.25 0.25207158 0.6451 -5.88
257047_at hypothetical protein predicted by g --- AT3G19570 1.15 0.21 1.25 0.25221538 0.6452 -5.88
248282_at unknown protein  ;supported by ful --- AT5G52900 1.40 0.49 1.25 0.25219828 0.6452 -5.88
245901_at HOMEOBOX PROTEIN KNOTTEDKNAT4 AT5G11060 -1.17 -0.22 -1.25 0.25221103 0.6452 -5.88
254188_at UDPglucose 4-epimerase - like pr UGE2 AT4G23920 -1.24 -0.32 -1.25 0.25227694 0.6453 -5.88
253178_at putative protein predicted protein, --- AT4G35170 -1.12 -0.17 -1.25 0.25225844 0.6453 -5.88
263193_at acetyl-CoA carboxylase, putative s--- AT1G36050 1.10 0.14 1.25 0.25235832 0.6453 -5.88
254409_at serine/threonine protein kinase - li --- AT4G21400 -1.40 -0.48 -1.25 0.25236485 0.6453 -5.88
264315_at aromatic rich glycoprotein, putative--- AT1G70370 -1.42 -0.51 -1.25 0.25243831 0.6454 -5.88
253805_at putative protein --- AT4G28260 1.13 0.17 1.25 0.25241528 0.6454 -5.88
265143_at unknown protein NFU5 AT1G51390 1.12 0.17 1.25 0.25259354 0.6456 -5.88



252964_at receptor-like protein kinase - like p--- AT4G38830 -1.10 -0.14 -1.25 0.25256908 0.6456 -5.88
261863_at unknown protein ; supported by cD--- AT1G50630 1.14 0.19 1.25 0.25266258 0.6457 -5.88
256097_at unknown protein --- AT1G13670 1.09 0.12 1.25 0.25268508 0.6457 -5.88
265325_at putative integral membrane protein--- AT2G18240 1.14 0.18 1.25 0.25282367 0.6460 -5.88
255062_at hypothetical protein --- AT4G08940 1.13 0.17 1.25 0.2528549 0.6460 -5.88
264284_at protein kinase, putative similar to p--- AT1G61860 -1.11 -0.15 -1.25 0.25289422 0.6460 -5.88
254083_at PROTEIN TRANSPORT PROTEI --- AT4G24920 1.16 0.21 1.25 0.25293757 0.6461 -5.88
256212_at hypothetical protein --- AT1G50970 -1.12 -0.16 -1.25 0.25305905 0.6463 -5.88
254830_at putative protein predicted protein, --- AT4G12590 1.08 0.11 1.25 0.25311916 0.6463 -5.88
265065_at putative phytochelatin synthase ATPCS2 AT1G03980 1.09 0.13 1.25 0.25309187 0.6463 -5.88
255102_s_at putative MuDR-A-like transposon p--- --- -1.12 -0.16 -1.25 0.25317718 0.6464 -5.88
255286_at see T14P8.10 (GB:AF069298) --- AT4G04650 -1.15 -0.21 -1.25 0.25329829 0.6466 -5.88
253024_at putative protein --- AT4G38080 1.57 0.65 1.25 0.25329328 0.6466 -5.88
255434_at predicted protein of unknown funct --- AT4G03180 1.11 0.15 1.25 0.25335292 0.6466 -5.88
251064_at putative zinc finger protein several --- AT5G01860 -1.11 -0.15 -1.25 0.25338117 0.6466 -5.88
257869_at ER lumen protein retaining recepto--- AT3G25160 -1.09 -0.12 -1.25 0.25342164 0.6467 -5.88
259916_at hypothetical protein predicted by g --- AT1G72600 1.08 0.11 1.25 0.25344408 0.6467 -5.88
256569_at hypothetical protein  ; supported by--- AT3G19550 1.34 0.42 1.25 0.25354352 0.6468 -5.88
258789_at Mutator-like transposase similar to --- --- 1.11 0.15 1.25 0.25361009 0.6468 -5.88
249245_at putative protein contains similarity --- AT5G42280 -1.15 -0.20 -1.25 0.25359498 0.6468 -5.88
260709_at hypothetical protein predicted by g ATNAP6 AT1G32500 -1.12 -0.16 -1.25 0.25358347 0.6468 -5.88
258031_s_at hypothetical protein similar to hypo--- AT3G27480 / -1.13 -0.18 -1.25 0.25369168 0.6469 -5.88
257124_at hexokinase, putative similar to hexATHXK4 AT3G20040 -1.10 -0.14 -1.25 0.25370995 0.6469 -5.88
264259_at hypothetical protein This gene is co--- AT1G09290 1.17 0.22 1.25 0.25383478 0.6471 -5.88
247303_at histidinol dehydrogenase  ;support ATHDH AT5G63890 1.15 0.20 1.25 0.25387488 0.6472 -5.88
266504_at hypothetical protein predicted by g --- AT2G47820 1.12 0.17 1.25 0.25391037 0.6472 -5.88
267503_at unknown protein  ; supported by fu --- AT2G45600 1.18 0.24 1.25 0.25419419 0.6473 -5.88
259513_at hypothetical protein ; supported by ARK3 AT1G12430 -1.11 -0.15 -1.25 0.25406066 0.6473 -5.88
251602_at Expressed protein ; supported by f --- AT3G57785 1.10 0.14 1.25 0.25422702 0.6473 -5.88
256299_at expansin (At-EXP1) identical to ex ATEXPA1 AT1G69530 1.55 0.63 1.25 0.25406266 0.6473 -5.88
261509_at hypothetical protein predicted by g --- AT1G71740 -1.15 -0.20 -1.25 0.25402662 0.6473 -5.88
258235_at alternative oxidase 1c precursor id AOX1C AT3G27620 -1.12 -0.16 -1.25 0.25418296 0.6473 -5.88
259108_at putative translationally controlled tu--- AT3G05540 -1.09 -0.13 -1.25 0.25426964 0.6473 -5.88
254823_at putative protein predicted protein --- AT4G12580 1.08 0.12 1.25 0.2542754 0.6473 -5.88
252122_at putative protein hypothetical prote --- AT3G51140 1.11 0.15 1.25 0.25419361 0.6473 -5.88



251046_at kinesin -like protein kinesin, Xenop--- AT5G02370 1.09 0.12 1.25 0.25415272 0.6473 -5.88
263176_at UDP-glucose:indole-3-acetate bet UGT75B2 AT1G05530 -1.10 -0.14 -1.25 0.25429456 0.6473 -5.88
245690_at phenylalanine ammonia-lyase PALPAL3 AT5G04230 1.21 0.27 1.25 0.25409269 0.6473 -5.88
246804_at putative protein --- --- 1.09 0.12 1.25 0.25439424 0.6475 -5.88
256399_at hypothetical protein predicted by g --- AT3G06240 -1.10 -0.14 -1.25 0.25442409 0.6475 -5.88
264106_at unknown protein SERK4 AT2G13790 -1.10 -0.13 -1.25 0.25454189 0.6477 -5.88
252508_at putative protein tRNA nucleotidyltr--- AT3G46210 1.17 0.23 1.25 0.25460356 0.6478 -5.88
266206_at unknown protein  ; supported by fu --- AT2G27730 -1.14 -0.19 -1.25 0.25465389 0.6478 -5.88
262075_at hypothetical protein contains similaZCF61 AT1G59560 1.17 0.22 1.25 0.25466369 0.6478 -5.88
251791_at expansin-like protein expansin At- ATEXPA16 AT3G55500 1.27 0.34 1.25 0.25469421 0.6478 -5.89
247140_at putative protein similar to unknown--- AT5G66250 1.10 0.14 1.25 0.2547325 0.6478 -5.89
248932_at peptide transporter PTR3 AT5G46050 1.45 0.53 1.24 0.25480666 0.6480 -5.89
265882_at putative copper amine oxidase --- AT2G42490 1.16 0.21 1.24 0.25485139 0.6480 -5.89
264838_at putative AHP2 similar to GB:BAA3 AHP5 AT1G03430 1.08 0.11 1.24 0.25510681 0.6486 -5.89
263635_at hypothetical protein predicted by g --- --- -1.08 -0.11 -1.24 0.25515959 0.6486 -5.89
250141_at protein kinase MSK-3 - like proteinSK13 AT5G14640 -1.13 -0.17 -1.24 0.25526598 0.6488 -5.89
248791_at palmitoyl-protein thioesterase prec --- AT5G47350 -1.08 -0.11 -1.24 0.25526092 0.6488 -5.89
260570_at stearoyl-ACP desaturase  ; suppor SSI2 AT2G43710 1.16 0.21 1.24 0.25530056 0.6488 -5.89
259663_at hypothetical protein predicted by g PRA7 AT1G55190 1.13 0.17 1.24 0.25538855 0.6489 -5.89
256488_at hypothetical protein NFD4 AT1G31470 -1.10 -0.14 -1.24 0.25545782 0.6490 -5.89
263016_at ubiquitin extension protein, putativ--- AT1G23410 1.12 0.16 1.24 0.255459 0.6490 -5.89
257524_at hypothetical protein similar to putatDEL3 AT3G01330 1.12 0.16 1.24 0.25553916 0.6491 -5.89
246749_at putative protein  ; supported by cD --- AT5G27830 1.15 0.20 1.24 0.2556068 0.6491 -5.89
260756_at hypothetical protein contains simil --- AT1G48970 -1.09 -0.12 -1.24 0.25558422 0.6491 -5.89
265905_at putative transcription elongation fa --- AT2G25640 -1.09 -0.12 -1.24 0.25575016 0.6493 -5.89
246361_s_at hypothetical protein --- --- -1.09 -0.13 -1.24 0.2557772 0.6493 -5.89
266829_at hypothetical protein predicted by g --- AT2G22940 1.08 0.11 1.24 0.2557402 0.6493 -5.89
261192_at NAM protein, putative similar to NAANAC13 AT1G32870 -1.15 -0.20 -1.24 0.25587788 0.6493 -5.89
255232_at putative protein phosphatidylinositAGD13 AT4G05330 -1.15 -0.20 -1.24 0.25599739 0.6493 -5.89
249785_at soluble starch synthase SSI1 AT5G24300 -1.11 -0.15 -1.24 0.25590716 0.6493 -5.89
253131_at homeodomain - like protein severaWOX13 AT4G35550 -1.13 -0.17 -1.24 0.25596015 0.6493 -5.89
249559_at putative protein --- AT5G38320 1.15 0.20 1.24 0.25585803 0.6493 -5.89
246430_at calmodulin-like protein calmodulin --- AT5G17470 -1.10 -0.13 -1.24 0.2559912 0.6493 -5.89
245974_at putative protein --- --- -1.17 -0.23 -1.24 0.25600587 0.6493 -5.89
256111_at unknown protein --- AT1G16820 1.12 0.17 1.24 0.25582891 0.6493 -5.89



246699_at putative protein predicted proteins --- AT5G27990 1.15 0.21 1.24 0.25611786 0.6495 -5.89
246715_at putative protein glucose-6-phosph--- AT5G28230 -1.14 -0.19 -1.24 0.25612721 0.6495 -5.89
250408_at serine/threonine protein kinase -likCIPK5 AT5G10930 -1.19 -0.25 -1.24 0.25619574 0.6495 -5.89
266129_at hypothetical protein predicted by g CCD7 AT2G44990 -1.37 -0.46 -1.24 0.25621882 0.6495 -5.89
250289_at putative protein  ;supported by full- --- AT5G13190 -1.27 -0.34 -1.24 0.25616388 0.6495 -5.89
266613_at similar to gibberellin-regulated prot --- AT2G14900 -2.52 -1.33 -1.24 0.25625481 0.6495 -5.89
249985_at Ser/Thr specific protein kinase - lik--- AT5G18500 -1.13 -0.18 -1.24 0.2563354 0.6496 -5.89
265472_at putative RING-H2 zinc finger prote --- AT2G15580 1.13 0.17 1.24 0.25638057 0.6496 -5.89
258551_at hypothetical protein predicted by g --- AT3G06890 -1.08 -0.11 -1.24 0.25634531 0.6496 -5.89
247310_at putative protein contains similarity CHR24 AT5G63950 1.15 0.20 1.24 0.25638511 0.6496 -5.89
249433_at putative protein hypothetical prote --- AT5G39940 1.15 0.20 1.24 0.25645785 0.6496 -5.89
252609_at putative protein --- AT3G45110 -1.10 -0.14 -1.24 0.25644174 0.6496 -5.89
254646_at putative protein --- AT4G18530 -1.14 -0.19 -1.24 0.25664054 0.6498 -5.89
253023_at hypothetical protein --- AT4G38070 -1.14 -0.19 -1.24 0.25662718 0.6498 -5.89
260293_at unknown protein predicted by gen --- AT1G63670 -1.13 -0.17 -1.24 0.25663867 0.6498 -5.89
254587_at resistance protein RPP5 - like dow--- AT4G19520 -1.12 -0.16 -1.24 0.25662328 0.6498 -5.89
246423_at putative protein ribosomal protein --- AT5G16950 1.14 0.19 1.24 0.25667028 0.6498 -5.89
262675_at anter-specific proline-rich -like prot EXL6 AT1G75930 -1.12 -0.16 -1.24 0.25676116 0.6500 -5.89
267064_at calmodulin (cam2) CAM2 AT2G41110 1.22 0.29 1.24 0.25680082 0.6500 -5.89
250924_at putative protein  ;supported by full- --- AT5G03440 -1.11 -0.15 -1.24 0.25687029 0.6501 -5.89
248891_at MCM3 homolog (emb|CAA03887.1MCM3 AT5G46280 1.48 0.56 1.24 0.25691199 0.6501 -5.89
250595_at unknown protein --- AT5G07770 1.17 0.22 1.24 0.25707528 0.6503 -5.89
266931_at putative non-LTR retroelement rev --- --- -1.10 -0.14 -1.24 0.25709541 0.6503 -5.89
261080_at proliferating cellular nuclear antige PCNA1 AT1G07370 1.48 0.57 1.24 0.25711718 0.6503 -5.89
256941_at hypothetical protein --- --- -1.12 -0.16 -1.24 0.25708863 0.6503 -5.89
266653_at hypothetical protein predicted by g --- AT2G25740 -1.11 -0.16 -1.24 0.25732302 0.6507 -5.89
250252_at transporter-like protein ;supported ZIFL1 AT5G13750 -1.42 -0.50 -1.24 0.25731061 0.6507 -5.89
263989_at putative MAP kinase  ; supported bATMPK20 AT2G42880 -1.16 -0.21 -1.24 0.25747388 0.6509 -5.89
267391_at putative beta-glucosidase BGLU17 AT2G44480 -1.16 -0.21 -1.24 0.25743988 0.6509 -5.89
266830_at 1-aminocyclopropane-1-carboxylatACS4 AT2G22810 1.47 0.55 1.24 0.2575027 0.6509 -5.89
247233_at mitochondrial carrier protein-like --- AT5G64970 -1.12 -0.16 -1.24 0.25757011 0.6509 -5.89
245658_at hypothetical protein predicted by g RALFL4 AT1G28270 1.09 0.13 1.24 0.25754213 0.6509 -5.89
246276_at Cu2+-transporting ATPase-like proHMA1 AT4G37270 -1.09 -0.13 -1.24 0.25753747 0.6509 -5.89
264675_at putative phosphoribosylglycinamid--- AT1G09830 1.10 0.13 1.24 0.2578613 0.6510 -5.90
262558_at Expressed protein ; supported by f --- AT1G31335 1.11 0.16 1.24 0.25779662 0.6510 -5.90



251557_at v-ATPase subunit D (vATPD)  ; sup--- AT3G58730 -1.10 -0.14 -1.24 0.25774458 0.6510 -5.90
251662_at putative protein DNA-DIRECTED NRPE5 AT3G57080 1.13 0.18 1.24 0.25780872 0.6510 -5.90
254811_at putative protein 2-hydroxy-6-oxohe--- AT4G12230 1.11 0.15 1.24 0.25778198 0.6510 -5.90
262410_at MAGE protein, putative identical to--- AT1G34770 1.18 0.24 1.24 0.25791187 0.6510 -5.90
252851_at putative protein CLATHRIN COAT--- AT4G40080 1.29 0.36 1.24 0.25769781 0.6510 -5.89
254400_at kinesin-related protein katA  ; suppATK1 AT4G21270 -1.08 -0.12 -1.24 0.2576578 0.6510 -5.89
248751_at putative protein similar to unknown--- AT5G47540 1.11 0.15 1.24 0.25774511 0.6510 -5.90
254113_at hypothetical protein --- AT4G24900 -1.11 -0.15 -1.24 0.25786033 0.6510 -5.90
255399_at hypothetical protein --- --- -1.12 -0.17 -1.24 0.25790655 0.6510 -5.90
246049_at putative protein predicted proteins --- --- -1.12 -0.16 -1.24 0.25794107 0.6510 -5.90
259881_at Expressed protein ; supported by c--- AT1G76820 1.16 0.21 1.24 0.25800394 0.6511 -5.90
255887_at hypothetical protein contains Pfam --- AT1G20370 -1.09 -0.12 -1.24 0.25802785 0.6511 -5.90
256897_at hypothetical protein predicted by g --- AT3G24640 -1.09 -0.12 -1.24 0.25810418 0.6512 -5.90
264378_at hypothetical protein predicted by g --- AT2G25220 -1.31 -0.39 -1.24 0.2581608 0.6512 -5.90
264097_s_at NADH dehydrogenase, putative si --- AT1G16700 / 1.10 0.14 1.24 0.25815185 0.6512 -5.90
247547_at putative protein --- AT5G61360 1.17 0.23 1.24 0.25819837 0.6512 -5.90
246547_at seed maturation -like protein seed--- AT5G14970 -1.14 -0.19 -1.23 0.25823261 0.6512 -5.90
263010_at T76725 come from this gene. --- AT1G23330 -1.09 -0.13 -1.23 0.2582665 0.6512 -5.90
263015_at hypothetical protein similar to hypo--- AT1G23440 1.11 0.16 1.23 0.2584063 0.6514 -5.90
251913_at putative protein several malat dehy--- AT3G53910 -1.09 -0.13 -1.23 0.25840195 0.6514 -5.90
251739_at putative protein protein of unknow CAN AT3G56170 1.14 0.19 1.23 0.25844252 0.6515 -5.90
249662_s_at putative protein hypothetical protei --- AT5G36680 / -1.08 -0.11 -1.23 0.25852848 0.6515 -5.90
266353_at unknown protein  ;supported by ful MLP328 AT2G01520 1.18 0.24 1.23 0.25857404 0.6515 -5.90
258191_at putative vesicle transport protein s VTI13 AT3G29100 -1.09 -0.12 -1.23 0.25855012 0.6515 -5.90
247631_at putative MADS box protein variousAGL62 AT5G60440 1.08 0.11 1.23 0.25851029 0.6515 -5.90
245356_at adenosylhomocysteinase ;supporteMEE58 AT4G13940 1.16 0.21 1.23 0.25865157 0.6516 -5.90
255563_at putative CHP-rich zinc finger prote--- AT4G01740 1.10 0.13 1.23 0.25870049 0.6517 -5.90
253660_at putative protein proline-rich protein--- AT4G30140 -1.10 -0.13 -1.23 0.25874702 0.6517 -5.90
252625_at putative histone deacetylase similaHDA3 AT3G44750 1.32 0.40 1.23 0.25882675 0.6518 -5.90
254240_at Expressed protein ; supported by f SP1L5 AT4G23496 -1.10 -0.14 -1.23 0.25881036 0.6518 -5.90
257675_at ethylene responsive element bind ERF7 AT3G20310 1.13 0.17 1.23 0.25885156 0.6518 -5.90
267575_at unknown protein predicted by gens--- AT2G30690 -1.11 -0.15 -1.23 0.25888954 0.6518 -5.90
249876_at putative protein similar to unknownCaS AT5G23060 -1.13 -0.17 -1.23 0.2589477 0.6519 -5.90
245962_at putative protein predicted proteins --- AT5G19700 -1.11 -0.15 -1.23 0.2590724 0.6521 -5.90
255919_at putative protein --- --- -1.10 -0.14 -1.23 0.25917488 0.6522 -5.90



263478_at putative receptor-like protein kinas --- AT2G31880 1.34 0.42 1.23 0.25916377 0.6522 -5.90
251024_at putative protein hypothetical protei --- AT5G02180 -1.13 -0.17 -1.23 0.25920401 0.6522 -5.90
251102_at putative transporter protein Na+/H+CHX27 AT5G01690 -1.16 -0.22 -1.23 0.25923827 0.6522 -5.90
257130_at vacuolar processing enzyme/aspaDELTA-VPEAT3G20210 1.08 0.11 1.23 0.25930106 0.6523 -5.90
259666_at unknown protein ; supported by cDSR33 AT1G55310 1.10 0.14 1.23 0.25938546 0.6525 -5.90
254553_at TMV resistance protein N - like TM--- AT4G19530 -1.21 -0.27 -1.23 0.25953676 0.6526 -5.90
261086_at hypothetical protein predicted by g TRFL3 AT1G17460 1.09 0.12 1.23 0.25950648 0.6526 -5.90
263632_at Expressed protein ; supported by c--- AT2G04795 -1.30 -0.38 -1.23 0.25952278 0.6526 -5.90
262434_at lysine and histidine specific transp--- AT1G47670 1.21 0.27 1.23 0.25957795 0.6527 -5.90
247275_at beta-ureidopropionase BETA-UP AT5G64370 1.19 0.25 1.23 0.25964812 0.6528 -5.90
246703_at mitogen activated protein kinase - WNK9 AT5G28080 -1.35 -0.44 -1.23 0.25968436 0.6528 -5.90
257503_at DAG-like protein similar to DAG pr--- AT1G72530 1.14 0.19 1.23 0.2597496 0.6528 -5.90
246187_at putative protein AT5G21020--- -1.14 -0.19 -1.23 0.25972657 0.6528 -5.90
259003_at hypothetical protein similar to hypo--- AT3G02010 -1.16 -0.21 -1.23 0.25978765 0.6528 -5.90
255920_at putative protein --- AT5G28590 -1.13 -0.18 -1.23 0.25984504 0.6529 -5.90
259140_at lycopene beta cyclase identical to LYC AT3G10230 1.09 0.13 1.23 0.25990714 0.6530 -5.90
260175_at neutral invertase, putative similar t--- AT1G72000 -1.09 -0.12 -1.23 0.25998198 0.6531 -5.90
261588_at hypothetical protein predicted by g --- AT1G01670 -1.08 -0.11 -1.23 0.26015935 0.6534 -5.90
246075_at monogalactosyldiacylglycerol synthMGD2 AT5G20410 1.34 0.43 1.23 0.26016593 0.6534 -5.90
266415_at putative nonspecific lipid-transfer pLTP2 AT2G38530 1.60 0.67 1.23 0.26010875 0.6534 -5.90
253397_at putative protein kinase protein kina--- AT4G32710 -1.09 -0.12 -1.23 0.26040106 0.6535 -5.90
258989_at rhodanese-like family protein conta--- AT3G08920 1.12 0.16 1.23 0.26026362 0.6535 -5.90
263885_at unknown protein --- AT2G36940 1.10 0.13 1.23 0.26035451 0.6535 -5.90
249031_at putative protein contains similarity --- AT5G44900 -1.12 -0.16 -1.23 0.26042895 0.6535 -5.90
247809_at unknown protein --- AT5G58280 -1.11 -0.16 -1.23 0.260332 0.6535 -5.90
245944_at putative protein various predicted MSL9 AT5G19520 1.10 0.14 1.23 0.26037242 0.6535 -5.90
244907_at hypothetical protein --- --- -1.08 -0.12 -1.23 0.26041597 0.6535 -5.90
248080_at wax synthase-like protein --- AT5G55380 -1.13 -0.18 -1.23 0.26052522 0.6537 -5.90
256624_at hypothetical protein predicted by g --- AT3G19990 1.10 0.13 1.23 0.26059528 0.6538 -5.90
265523_at putative Ty3-gypsy-like retroeleme --- --- -1.09 -0.12 -1.23 0.26066706 0.6539 -5.90
266754_at hypothetical protein --- AT2G46980 -1.14 -0.19 -1.23 0.26072037 0.6540 -5.90
245166_at putative receptor-like protein kinas --- AT2G33170 1.11 0.15 1.23 0.26080913 0.6541 -5.90
254822_at polyubiquitin-like protein polyubiquUPL5 AT4G12570 -1.10 -0.13 -1.23 0.26088852 0.6542 -5.91
246621_at putative protein strong similarity to --- AT5G36230 1.08 0.11 1.23 0.26094285 0.6543 -5.91
246254_at MAP kinase like protein ATMPK14 AT4G36450 1.19 0.25 1.23 0.26099913 0.6544 -5.91



245037_at putative phosphatidylinositol-4-phoPIP5K3 AT2G26420 -1.08 -0.12 -1.23 0.26112607 0.6546 -5.91
258330_at unknown protein ROPGEF13AT3G16130 -1.11 -0.15 -1.23 0.26126526 0.6547 -5.91
267114_at Expressed protein ; supported by f --- AT2G14835 1.10 0.14 1.23 0.26127232 0.6547 -5.91
252543_at nonphototropic hypocotyl 1  ; supp PHOT1 AT3G45780 1.09 0.12 1.23 0.26125154 0.6547 -5.91
247104_at putative protein similar to unknownDAR6 AT5G66620 1.16 0.21 1.23 0.26119589 0.6547 -5.91
266834_s_at putative protein phosphatase 2C --- AT2G05050 / 1.63 0.71 1.23 0.26141872 0.6549 -5.91
249637_at hypothetical protein --- AT5G36900 -1.10 -0.13 -1.23 0.26139715 0.6549 -5.91
248549_at putative protein contains similarity --- AT5G50310 1.10 0.14 1.23 0.26150274 0.6550 -5.91
248925_at GDSL-motif lipase/hydrolase-like p--- AT5G45910 -1.13 -0.18 -1.23 0.26154115 0.6551 -5.91
254962_at putative glucanase endo-beta-1,4-AtGH9C3 AT4G11050 -1.11 -0.15 -1.23 0.26158289 0.6551 -5.91
260913_at s-adenosylmethionine synthetase iSAM1 AT1G02500 1.18 0.24 1.22 0.26173044 0.6552 -5.91
247624_at aspartyl aminopeptidase - like pro --- AT5G60160 -1.08 -0.11 -1.23 0.26165032 0.6552 -5.91
249273_at unknown protein --- AT5G41850 1.12 0.17 1.23 0.26167996 0.6552 -5.91
251908_at putative protein late embryogenis --- AT3G53770 -1.11 -0.15 -1.23 0.26171373 0.6552 -5.91
247365_at putative protein similar to unknown--- AT5G63220 1.12 0.17 1.22 0.26179522 0.6553 -5.91
254398_at photosystem II oxygen-evolving coPSBQA AT4G21280 1.11 0.15 1.22 0.26189526 0.6555 -5.91
261760_at hypothetical protein similar to putat--- AT1G15600 -1.14 -0.19 -1.22 0.26195808 0.6555 -5.91
251824_at ABC transporter - like protein ATP--- AT3G55090 -1.11 -0.15 -1.22 0.26198649 0.6555 -5.91
254494_at putative protein C65DMY30S QRT3 AT4G20050 -1.09 -0.12 -1.22 0.26198872 0.6555 -5.91
263069_at unknown protein --- AT2G17590 -1.21 -0.27 -1.22 0.26208241 0.6556 -5.91
264971_at Expressed protein ; supported by f --- AT1G67210 1.08 0.11 1.22 0.26214559 0.6557 -5.91
261803_at transcription factor, putative similaNF-YA7 AT1G30500 1.15 0.20 1.22 0.26218704 0.6558 -5.91
258413_at unknown protein  ;supported by ful --- AT3G17300 1.12 0.16 1.22 0.26242402 0.6563 -5.91
265687_s_at hypothetical protein predicted by g --- AT2G24470 / -1.09 -0.13 -1.22 0.26250592 0.6564 -5.91
255384_at hypothetical protein --- AT4G03580 -1.08 -0.11 -1.22 0.26256689 0.6564 -5.91
263197_at polyubiquitin, putative similar to po--- AT1G53930 -1.12 -0.16 -1.22 0.26256897 0.6564 -5.91
246317_at putative protein unnamed ORF - H--- AT3G56900 1.16 0.21 1.22 0.26259907 0.6564 -5.91
255004_at putative protein --- AT4G09970 1.13 0.18 1.22 0.2626408 0.6565 -5.91
249008_at putative protein contains similarity --- AT5G44680 -1.19 -0.25 -1.22 0.26270995 0.6565 -5.91
260542_at putative FKBP type peptidyl-prolyl --- AT2G43560 1.19 0.25 1.22 0.26289861 0.6565 -5.91
247166_at unknown protein --- AT5G65840 -1.21 -0.28 -1.22 0.26283243 0.6565 -5.91
259819_at unknown protein ; supported by cDATMTK AT1G49820 1.08 0.11 1.22 0.26289137 0.6565 -5.91
265928_at Ac-like transposase related to Ac/D--- --- -1.12 -0.17 -1.22 0.26289369 0.6565 -5.91
245902_at putative protein Scythe protein, Xe--- AT5G11080 -1.16 -0.21 -1.22 0.26286451 0.6565 -5.91
255250_at MYB - like protein cM4 myb transcAtMYB74 AT4G05100 -1.45 -0.54 -1.22 0.26282705 0.6565 -5.91



260742_at putative glycerol kinase identical toIAA34 AT1G15050 1.09 0.12 1.22 0.26275709 0.6565 -5.91
253263_at abscisic acid responsive elements-ABF3 AT4G34000 1.25 0.32 1.22 0.26305598 0.6567 -5.91
249942_at Nitrilase 4 (sp|P46011)  ; supportedGAPB AT1G42970 / -1.92 -0.94 -1.22 0.26303605 0.6567 -5.91
258339_at putative dynein light chain protein s--- AT3G16120 1.08 0.11 1.22 0.26302712 0.6567 -5.91
262672_at RNA pseudouridylate synthase, pu--- AT1G76050 1.10 0.14 1.22 0.26310595 0.6568 -5.91
265676_at putative CCR4-associated factor  ; --- AT2G32070 -1.09 -0.13 -1.22 0.26315521 0.6568 -5.91
246233_at putative protein --- AT4G36550 1.30 0.37 1.22 0.26328244 0.6571 -5.91
266305_at putative DNA polymerase epsilon cTIL2 AT2G27120 -1.10 -0.14 -1.22 0.2634118 0.6573 -5.91
257882_at hypothetical protein predicted by g --- AT3G16930 -1.11 -0.15 -1.22 0.26353816 0.6575 -5.91
247650_at putative protein  ;supported by full- --- AT5G59960 1.18 0.24 1.22 0.26358244 0.6575 -5.91
253699_at putative protein patatin-like proteinPLP8 AT4G29800 1.10 0.13 1.22 0.26359198 0.6575 -5.91
265825_at ubiquitin-like (UBQ7), putative simUBQ7 AT2G35635 1.11 0.15 1.22 0.26368727 0.6576 -5.91
252324_at protein translocation complex sec6--- AT3G48570 -1.11 -0.15 -1.22 0.2637062 0.6576 -5.91
262386_at hypothetical protein predicted by g --- AT1G49370 -1.13 -0.18 -1.22 0.26365806 0.6576 -5.91
264983_at hypothetical protein predicted by g --- AT1G27240 -1.09 -0.13 -1.22 0.26389906 0.6578 -5.91
252097_at putative protein hypothetical protei --- AT3G51090 -1.09 -0.13 -1.22 0.26390564 0.6578 -5.91
259129_at unknown protein predicted by gen PTF1 AT3G02150 -1.25 -0.33 -1.22 0.26389671 0.6578 -5.91
254606_at nodulin-26 - like protein major intriNLM1 AT4G19030 -1.09 -0.12 -1.22 0.2638908 0.6578 -5.91
266926_at unknown protein predicted by gens--- AT2G46000 1.14 0.19 1.22 0.26394531 0.6578 -5.91
255656_at putative protein (fragment) DNA-b --- AT4G00990 1.12 0.16 1.22 0.26404615 0.6580 -5.92
262176_at 3-ketoacyl-ACP synthase, putativeFAB1 AT1G74960 1.12 0.17 1.22 0.26405674 0.6580 -5.92
264744_at hypothetical protein predicted by g --- AT1G62050 -1.19 -0.25 -1.22 0.26410453 0.6580 -5.92
261936_at seed maturation protein PM27, pu--- AT1G22600 -1.15 -0.20 -1.22 0.26423255 0.6583 -5.92
259686_at transcription factor SCARECROW--- AT1G63100 -1.16 -0.21 -1.22 0.26426088 0.6583 -5.92
266070_at hypothetical protein predicted by g EXLB3 AT2G18660 2.86 1.52 1.22 0.26433046 0.6584 -5.92
245285_s_at selenium-binding protein like ; suppSBP1 AT4G14030 / -1.09 -0.13 -1.22 0.26445082 0.6585 -5.92
257110_x_at hypothetical protein --- --- -1.12 -0.17 -1.22 0.26443648 0.6585 -5.92
249987_at putative protein predicted proteins --- AT5G18490 1.17 0.23 1.22 0.26451163 0.6585 -5.92
245434_at hypothetical protein --- AT4G17140 -1.09 -0.12 -1.22 0.26450115 0.6585 -5.92
264408_at hypothetical protein predicted by g FRS11 AT1G10240 1.10 0.13 1.22 0.26460179 0.6586 -5.92
263121_at receptor protein kinase, putative s --- AT1G78530 -1.12 -0.17 -1.22 0.26461287 0.6586 -5.92
265049_at jasmonate inducible protein, putat --- AT1G52060 -1.08 -0.12 -1.22 0.2647605 0.6589 -5.92
256133_at hypothetical protein predicted by g --- AT1G13570 1.19 0.25 1.22 0.26485793 0.6591 -5.92
248710_at unknown protein  ;supported by ful --- AT5G48480 -1.14 -0.18 -1.22 0.26521681 0.6597 -5.92
251113_at hypothetical protein --- AT5G01370 1.13 0.17 1.21 0.26536867 0.6597 -5.92



245376_at peroxidase like protein --- AT4G17690 -1.09 -0.12 -1.21 0.26534346 0.6597 -5.92
252796_at putative protein predicted proteins --- --- -1.15 -0.20 -1.21 0.26530404 0.6597 -5.92
248449_at putative protein similar to unknown--- AT5G51110 1.09 0.12 1.21 0.26537456 0.6597 -5.92
260677_at translation elongation factor EF-1 RNL AT1G07910 1.18 0.24 1.22 0.26522379 0.6597 -5.92
259018_at unknown protein similar to unknowAIR12 AT3G07390 -1.38 -0.46 -1.21 0.26529941 0.6597 -5.92
246719_at homology to many predicted putat --- --- -1.08 -0.11 -1.21 0.26535675 0.6597 -5.92
256750_at unknown protein contains Pfam pro--- AT3G27150 -1.13 -0.18 -1.21 0.26529834 0.6597 -5.92
245188_at F12A21.19 unknown protein;  sim --- AT1G67660 -1.11 -0.15 -1.22 0.26520459 0.6597 -5.92
263339_at Mutator-like transposase similar to --- --- 1.08 0.11 1.21 0.2654781 0.6598 -5.92
252897_at cytochrome P450 - like protein cytCYP96A9 AT4G39480 / -1.10 -0.14 -1.21 0.26547913 0.6598 -5.92
250499_at beta-xylosidase - like protein beta-BXL3 AT5G09730 1.10 0.14 1.21 0.26551197 0.6598 -5.92
260161_at hypothetical protein similar to putatROPGEF12AT1G79860 1.09 0.12 1.21 0.2656113 0.6600 -5.92
257729_at histone deacetylase, putative contHDA15 AT3G18520 1.15 0.20 1.21 0.26570557 0.6601 -5.92
248384_at mandelonitrile lyase-like protein --- AT5G51930 -1.09 -0.13 -1.21 0.26572612 0.6601 -5.92
245878_at hypothetical protein contains simila--- AT1G26190 -1.12 -0.16 -1.21 0.26577089 0.6602 -5.92
246389_at amino acid carrier, putative similarAAP3 AT1G77380 1.15 0.20 1.21 0.26603634 0.6604 -5.92
259519_at hypothetical protein --- AT1G12270 1.13 0.18 1.21 0.26614643 0.6604 -5.92
251471_at putative protein GTPASE-ACTIVA--- AT3G59570 -1.11 -0.15 -1.21 0.26600204 0.6604 -5.92
248436_at putative protein contains similarity --- AT5G51220 -1.10 -0.13 -1.21 0.26626125 0.6604 -5.92
256939_at multicatalytic endopeptidase compPBD1 AT3G22630 1.15 0.20 1.21 0.26598285 0.6604 -5.92
249094_at dimethylaniline monooxygenase-likYUC5 AT5G43890 -1.13 -0.17 -1.21 0.26612475 0.6604 -5.92
251220_at cytochrome c oxidase subunit 5c-l --- AT3G62400 1.15 0.20 1.21 0.26604476 0.6604 -5.92
267262_at putative serine carboxypeptidase I SNG1 AT2G22990 1.15 0.20 1.21 0.2661769 0.6604 -5.92
251226_at proline-rich protein proline-rich proPRP3 AT3G62680 -1.11 -0.15 -1.21 0.26616476 0.6604 -5.92
256027_at putative protein --- AT1G34160 1.08 0.11 1.21 0.26623149 0.6604 -5.92
246355_at hypothetical protein --- --- -1.21 -0.28 -1.21 0.2661636 0.6604 -5.92
262948_at DNA-binding protein similar to cellu--- AT1G75560 1.10 0.14 1.21 0.26623863 0.6604 -5.92
247240_at putative protein strong similarity to CMPG2 AT5G64660 1.66 0.73 1.21 0.26619352 0.6604 -5.92
265721_at putative ABC1 protein  identical to ATATH9 AT2G40090 1.15 0.20 1.21 0.26593365 0.6604 -5.92
254370_at L1 specific homeobox gene ATML1ATML1 AT4G21750 1.13 0.18 1.21 0.26641482 0.6604 -5.92
265275_at En/Spm-like transposon protein rel --- AT2G28440 -1.19 -0.25 -1.21 0.26632379 0.6604 -5.92
250223_at glutaredoxin-like protein  ;supporteROXY2 AT5G14070 1.09 0.13 1.21 0.26638737 0.6604 -5.92
263902_at phosphoribosylformimino-5-aminoi APG10 AT2G36230 1.10 0.13 1.21 0.26636779 0.6604 -5.92
246373_at receptor-like protein kinase, putati --- AT1G51860 -1.16 -0.22 -1.21 0.26635297 0.6604 -5.92
246978_at cytochrome P450-like protein fattyCYP714A1 AT5G24910 -1.18 -0.24 -1.21 0.26645744 0.6604 -5.92



258633_at putative serine carboxypeptidase I SCPL27 AT3G07990 1.22 0.29 1.21 0.26659848 0.6606 -5.92
262449_at hypothetical protein similar to hypo--- AT1G11160 1.08 0.11 1.21 0.26657217 0.6606 -5.92
260078_at hypothetical protein predicted by g --- AT1G73790 1.11 0.15 1.21 0.26665352 0.6607 -5.92
244917_at hypothetical protein --- --- -1.09 -0.13 -1.21 0.26680685 0.6610 -5.92
255738_at hypothetical protein predicted by g --- AT1G25570 1.09 0.13 1.21 0.26681699 0.6610 -5.92
246482_at plant adhesion molecule 1 (PAM1) PAM1 AT5G15930 -1.10 -0.14 -1.21 0.26699304 0.6610 -5.92
252990_at putative protein --- AT4G38440 1.22 0.29 1.21 0.26688362 0.6610 -5.92
267229_s_at putative translation initiation factor --- AT2G44070 / 1.22 0.28 1.21 0.26702106 0.6610 -5.92
253300_at carbonate dehydratase - like proteBCA5 AT4G33580 1.17 0.22 1.21 0.26702092 0.6610 -5.92
248076_at unknown protein --- AT5G55750 1.09 0.12 1.21 0.26699904 0.6610 -5.92
254712_at hypothetical protein --- AT4G18080 -1.08 -0.11 -1.21 0.26696219 0.6610 -5.92
262185_at MADS box transcription factor, pu AGL67 AT1G77950 -1.08 -0.11 -1.21 0.26711966 0.6611 -5.92
248330_at putative protein contains similarity --- AT5G52810 1.21 0.27 1.21 0.26712498 0.6611 -5.92
265788_at putative auxin-induced protein IAA32 AT2G01200 -1.08 -0.12 -1.21 0.26721986 0.6612 -5.93
261729_s_at hexokinase, putative similar to hexHXK3 AT1G47840 -1.08 -0.11 -1.21 0.26720879 0.6612 -5.93
250254_at 24-sterol C-methyltransferase  ; suSMT1 AT5G13710 1.15 0.20 1.21 0.2674032 0.6613 -5.93
246295_at calmodulin-binding protein  ; suppoCIP111 AT3G56690 1.14 0.18 1.21 0.26737358 0.6613 -5.93
265871_at unknown protein  ;supported by ful --- AT2G01680 -1.14 -0.19 -1.21 0.26740021 0.6613 -5.93
252197_at receptor protein kinase -like protei --- AT3G50230 -1.08 -0.12 -1.21 0.26736422 0.6613 -5.93
260885_at protein kinase PK4, putative similaCIPK18 AT1G29230 1.12 0.17 1.21 0.26732623 0.6613 -5.93
265196_at hypothetical protein predicted by g SWC2 AT2G36740 -1.13 -0.18 -1.21 0.26752767 0.6616 -5.93
254109_at Pollen-specific protein precursor li SKS1 AT4G25240 -1.09 -0.12 -1.21 0.26756171 0.6616 -5.93
262926_s_at receptor kinase, putative similar toARK1 AT1G65790 / -1.31 -0.38 -1.21 0.2676675 0.6616 -5.93
261194_at unknown protein contains Pfam pr--- AT1G12770 / -1.07 -0.10 -1.21 0.26768356 0.6616 -5.93
256465_at hypothetical protein predicted by g --- AT1G32570 -1.15 -0.20 -1.21 0.26760432 0.6616 -5.93
257731_at unknown protein similar to CALCIN--- AT3G18430 -1.09 -0.13 -1.21 0.26768882 0.6616 -5.93
246331_at non-phototropic hypocotyl 3-like p --- AT3G44820 -1.12 -0.16 -1.21 0.26775744 0.6617 -5.93
264798_at putative myosin MYA1, class V (Z XIC AT1G08730 -1.10 -0.13 -1.21 0.26786185 0.6617 -5.93
248723_at acetyl-CoA:benzylalcohol acetyltra --- AT5G47950 -1.11 -0.15 -1.21 0.26783507 0.6617 -5.93
245190_at F12A21.16 hypothetical protein --- AT1G67690 1.14 0.19 1.21 0.26782092 0.6617 -5.93
261070_at disease resistance protein, putativAtRLP1 AT1G07390 -1.13 -0.18 -1.21 0.26795762 0.6618 -5.93
245623_s_at hypothetical protein --- AT4G14096 / 1.09 0.13 1.21 0.26794318 0.6618 -5.93
250449_at embryonic abundant protein -like e--- AT5G10830 -1.23 -0.30 -1.21 0.26804061 0.6619 -5.93
266620_at unknown protein --- AT2G35450 -1.12 -0.17 -1.21 0.26811556 0.6619 -5.93
248193_at homogentisate 1,2-dioxygenase  ; HGO AT5G54080 1.20 0.26 1.21 0.26812058 0.6619 -5.93



257356_s_at hypothetical protein predicted by g --- AT2G32490 / -1.11 -0.15 -1.21 0.26814113 0.6619 -5.93
260230_at putative DNA-binding protein conta--- AT1G74500 -1.10 -0.14 -1.21 0.26806238 0.6619 -5.93
266851_at similar to avrRpt2-induced protein ATPP2-A3 AT2G26820 -1.08 -0.11 -1.21 0.26819563 0.6620 -5.93
261577_at ribonucleoprotein, putative similar --- AT1G01080 1.15 0.20 1.21 0.26822843 0.6620 -5.93
256734_at unknown protein RIK AT3G29390 -1.09 -0.13 -1.21 0.26836338 0.6623 -5.93
259267_at unknown protein  ;supported by ful --- AT3G01130 1.09 0.13 1.21 0.26841582 0.6623 -5.93
265858_at putative ribophorin I --- AT2G01720 1.12 0.17 1.21 0.26857737 0.6624 -5.93
265373_at putative replication protein A1 RPA1A AT2G06510 1.20 0.26 1.21 0.26850415 0.6624 -5.93
250154_at putative aldose 1-epimerase - like --- AT5G15140 -1.08 -0.11 -1.21 0.26852776 0.6624 -5.93
261571_at hypothetical protein predicted by g--- AT1G01150 -1.09 -0.13 -1.21 0.26857626 0.6624 -5.93
263393_at hypothetical protein similar to hypo--- --- -1.09 -0.12 -1.21 0.26865343 0.6625 -5.93
246588_at putative protein predicted protein, --- AT3G06433 / -1.08 -0.11 -1.21 0.26864182 0.6625 -5.93
259394_at hypothetical protein predicted by g --- AT1G06420 -1.09 -0.12 -1.21 0.26868757 0.6625 -5.93
246488_at steroid 5alpha-reductase-like prote--- AT5G16010 -1.19 -0.26 -1.21 0.26879165 0.6626 -5.93
261293_at unknown protein ; supported by cD--- AT1G36980 1.09 0.12 1.21 0.26878272 0.6626 -5.93
252013_at putative protein --- AT3G52860 1.09 0.13 1.21 0.2688334 0.6626 -5.93
264445_at unknown protein similar to ESTs g--- AT1G27290 1.18 0.24 1.20 0.26907019 0.6630 -5.93
245721_s_at hypothetical protein similar to Ser-T--- AT1G73450 / -1.14 -0.20 -1.20 0.26902708 0.6630 -5.93
251904_at Machado-Joseph disease MJD1a --- AT3G54130 1.14 0.19 1.20 0.26906043 0.6630 -5.93
250572_at putative protein MIR834A --- 1.14 0.19 1.20 0.26916601 0.6632 -5.93
258101_at unknown protein RFR1 AT3G23590 -1.21 -0.27 -1.20 0.26919683 0.6632 -5.93
256778_at nucleosome assembly protein, putNAP1;4 AT3G13782 -1.09 -0.13 -1.20 0.26925108 0.6632 -5.93
250214_at endoxyloglucan transferase (dbj|BAEXGT-A4 AT5G13870 1.12 0.17 1.20 0.26936142 0.6634 -5.93
251268_at putative protein hypothetical protei --- AT3G62350 -1.11 -0.15 -1.20 0.26934715 0.6634 -5.93
248728_at cytochrome P450-like protein CYP708A2 AT5G48000 -1.10 -0.14 -1.20 0.26943154 0.6635 -5.93
246637_at putative protein polymorphic mem --- AT5G34870 -1.11 -0.15 -1.20 0.26945974 0.6635 -5.93
259587_at unknown protein ;supported by full --- AT1G28120 1.11 0.14 1.20 0.26964612 0.6639 -5.93
259822_at myb-related transcription factor, puMYB20 AT1G66230 1.21 0.27 1.20 0.26978561 0.6641 -5.93
266000_at putative cytochrome P450 identica CYP71B6 AT2G24180 1.21 0.28 1.20 0.26991498 0.6642 -5.93
255344_s_at putative receptor-like protein kinas --- AT4G04540 / -1.30 -0.38 -1.20 0.27005719 0.6642 -5.93
265037_at putative prohibitin 2 B-cell receptorATPHB2 AT1G03860 1.12 0.16 1.20 0.26991772 0.6642 -5.93
264124_at hypothetical protein predicted by g ATOCT2 AT1G79360 -1.11 -0.15 -1.20 0.26999846 0.6642 -5.93
246571_at putative protein --- AT5G15000 -1.08 -0.11 -1.20 0.26991538 0.6642 -5.93
247577_at putative protein flavin-containing m--- AT5G61290 -1.11 -0.15 -1.20 0.269865 0.6642 -5.93
256749_at hypothetical protein similar to putat--- --- 1.09 0.13 1.20 0.27003542 0.6642 -5.93



258593_at unknown protein --- AT3G04480 1.16 0.21 1.20 0.27006003 0.6642 -5.93
257776_at terpene synthase-related protein co--- AT3G29190 -1.11 -0.15 -1.20 0.27001961 0.6642 -5.93
248126_at protein translation factor Sui1 hom ROC5 AT4G34870 / 1.08 0.11 1.20 0.27010907 0.6642 -5.93
249852_at monosaccharide transporter STP11 AT5G23270 -1.11 -0.14 -1.20 0.27017556 0.6643 -5.93
257461_at hypothetical protein predicted by g ATPUP15 AT1G75470 -1.08 -0.11 -1.20 0.27027189 0.6643 -5.93
249183_at E2, ubiquitin-conjugating enzyme UBC18 AT5G42990 1.09 0.12 1.20 0.27023653 0.6643 -5.93
252120_at putative protein lin-10 protein - Ra--- AT3G51130 -1.11 -0.15 -1.20 0.27026597 0.6643 -5.93
264295_at hypothetical protein predicted by g --- AT1G78740 -1.08 -0.11 -1.20 0.27034469 0.6644 -5.93
245776_at hypothetical protein predicted by g --- AT1G30260 -1.19 -0.25 -1.20 0.27037748 0.6644 -5.93
246530_at Expressed protein ; supported by f --- AT5G15725 -1.09 -0.13 -1.20 0.27041367 0.6645 -5.94
258708_at putative oxidoreductase similar to p--- AT3G09580 -1.16 -0.22 -1.20 0.27048065 0.6645 -5.94
248216_at unknown protein --- AT5G53690 1.09 0.13 1.20 0.27046843 0.6645 -5.94
245456_at disease resistance RPP5 like proteRPP5 AT4G16950 -1.12 -0.17 -1.20 0.27056607 0.6646 -5.94
255297_x_at hypothetical protein --- --- -1.12 -0.16 -1.20 0.27062539 0.6647 -5.94
260573_at putative pectinesterase --- AT2G47280 -1.11 -0.15 -1.20 0.27072533 0.6648 -5.94
264948_at RNA helicase, putative similar to R--- AT1G77030 -1.09 -0.13 -1.20 0.27074372 0.6648 -5.94
255195_at may be a pseudogene --- --- -1.09 -0.12 -1.20 0.27078589 0.6649 -5.94
265911_at unknown protein  ;supported by ful --- AT2G25670 1.08 0.12 1.20 0.27084915 0.6649 -5.94
258496_at putative plant adhesion molecule s --- AT3G02460 -1.15 -0.20 -1.20 0.27089512 0.6649 -5.94
250320_at CCAAT box binding factor/ transcr NF-YA1 AT5G12840 -1.11 -0.15 -1.20 0.27089069 0.6649 -5.94
244918_at hypothetical protein AT2G07742--- -1.10 -0.14 -1.20 0.2709575 0.6649 -5.94
244993_s_at hypothetical protein --- --- 1.13 0.17 1.20 0.27094255 0.6649 -5.94
253384_at Expressed protein ; supported by f --- AT4G32915 1.12 0.16 1.20 0.2710026 0.6650 -5.94
250250_at putative protein similar to unknown--- AT5G13610 -1.11 -0.15 -1.20 0.27117602 0.6651 -5.94
249698_at unknown protein MIS12 AT5G35520 1.15 0.20 1.20 0.27115402 0.6651 -5.94
246677_at putative protein predicted proteins --- --- -1.11 -0.15 -1.20 0.2711659 0.6651 -5.94
263894_at putative cytochrome P450 CYP96A5 AT2G21910 1.11 0.15 1.20 0.27116166 0.6651 -5.94
261503_at hypothetical protein predicted by g--- AT1G71691 1.11 0.15 1.20 0.2711844 0.6651 -5.94
257800_at unknown protein  ;supported by ful --- AT3G15900 1.13 0.17 1.20 0.27122776 0.6651 -5.94
260950_s_at delta 9 desaturase, putative simila--- AT1G06090 / -1.12 -0.16 -1.20 0.27141333 0.6651 -5.94
259083_at putative kinase similar to NIMA-relaATNEK2 AT3G04810 -1.09 -0.13 -1.20 0.2715229 0.6651 -5.94
266566_at unknown protein --- AT2G24040 1.11 0.16 1.20 0.27153399 0.6651 -5.94
248263_at pectinesterase  ; supported by cDNPMEPCRF AT5G53370 -1.22 -0.28 -1.20 0.27151106 0.6651 -5.94
248204_at myosin heavy chain ATM2 AT5G54280 -1.13 -0.18 -1.20 0.27140377 0.6651 -5.94
248117_at FH protein interacting protein FIP2 FIP2 AT5G55000 1.13 0.17 1.20 0.27150981 0.6651 -5.94



258681_at unknown protein  ; supported by fu --- AT3G08610 1.11 0.15 1.20 0.27151258 0.6651 -5.94
246309_at putative transmembrane protein G ATG1 AT3G51790 -1.25 -0.32 -1.20 0.27129284 0.6651 -5.94
245158_at hypothetical protein predicted by g RALFL18 AT2G33130 -1.15 -0.20 -1.20 0.27156129 0.6651 -5.94
257563_at hypothetical protein predicted by g --- AT3G19610 1.08 0.11 1.20 0.27151103 0.6651 -5.94
245258_at lupeol synthase like protein ; suppoATPEN1 AT4G15340 -1.11 -0.15 -1.20 0.27143782 0.6651 -5.94
253919_at putative protein  ; supported by full --- AT4G27350 -1.22 -0.28 -1.20 0.27159205 0.6651 -5.94
260910_at importin alpha, putative similar to IMPA-6 AT1G02690 1.16 0.21 1.20 0.2716491 0.6652 -5.94
261422_at unknown protein NDF6 AT1G18730 -1.12 -0.17 -1.20 0.27178257 0.6653 -5.94
258431_at hypothetical protein predicted by g --- AT3G16580 1.09 0.12 1.20 0.27180142 0.6653 -5.94
266303_at putative receptor-like protein kinas --- AT2G27060 1.19 0.25 1.20 0.27181557 0.6653 -5.94
253350_at hypothetical protein --- AT4G33690 1.09 0.13 1.20 0.27174525 0.6653 -5.94
254682_at putative protein WERBP-1 - NicotiUNE16 AT4G13640 1.11 0.15 1.20 0.27183013 0.6653 -5.94
250234_at transaldolase - like protein transal --- AT5G13420 -1.15 -0.20 -1.20 0.27193354 0.6653 -5.94
257163_at DNA-binding protein, putative sim MYB305 AT3G24310 -1.10 -0.14 -1.20 0.27190819 0.6653 -5.94
251424_at putative protein 04.05.01.01 --- AT3G60560 -1.08 -0.11 -1.20 0.27189568 0.6653 -5.94
254867_at hypothetical proteins --- AT4G12240 -1.15 -0.20 -1.20 0.27208048 0.6653 -5.94
266421_at putative nonspecific lipid-transfer pLP1 AT2G38540 1.39 0.47 1.20 0.2720679 0.6653 -5.94
260074_at putative ras-related GTP-binding p AtRABA6a AT1G73640 -1.09 -0.13 -1.20 0.27196486 0.6653 -5.94
267342_at putative heme A:farnesyltransferasCOX10 AT2G44520 -1.16 -0.21 -1.20 0.27200376 0.6653 -5.94
253108_at putative bZIP transcription factor DFD AT4G35900 -1.20 -0.26 -1.20 0.27205602 0.6653 -5.94
265421_s_at predicted protein --- AT2G20616 / -1.10 -0.14 -1.20 0.27217238 0.6655 -5.94
261240_at subtilisin-like serine protease contaSBT3.5 AT1G32940 1.29 0.37 1.20 0.27221245 0.6655 -5.94
261566_at unknown protein ;supported by full --- AT1G33230 -1.13 -0.18 -1.20 0.27227507 0.6655 -5.94
252100_at crooked neck-like protein crooked --- AT3G51110 -1.19 -0.25 -1.20 0.27226013 0.6655 -5.94
260879_at hypothetical protein predicted by g --- AT1G21480 1.10 0.14 1.20 0.27240617 0.6658 -5.94
257165_at beta-1,3-glucanase, putative simila--- AT3G24330 -1.15 -0.20 -1.20 0.27249139 0.6658 -5.94
251482_s_at receptor lectin kinase 3 --- AT3G59740 / -1.11 -0.15 -1.19 0.2725017 0.6658 -5.94
267479_at hypothetical protein --- AT2G02690 1.08 0.11 1.19 0.27251437 0.6658 -5.94
256730_at floral homeotic protein AGL8, putaAGL79 AT3G30260 -1.08 -0.11 -1.19 0.27257944 0.6659 -5.94
266160_at hypothetical protein ATCHX8 AT2G28180 -1.12 -0.17 -1.19 0.27274802 0.6662 -5.94
261219_at hypothetical protein predicted by g --- AT1G19980 -1.12 -0.16 -1.19 0.27278386 0.6663 -5.94
248351_at unknown protein  ; supported by cD--- AT5G52200 -1.17 -0.22 -1.19 0.27303224 0.6667 -5.94
249714_at unknown protein --- --- -1.14 -0.18 -1.19 0.27303234 0.6667 -5.94
251999_at hypothetical protein teichoic acid b--- AT3G52700 -1.09 -0.12 -1.19 0.27308025 0.6668 -5.94
261423_at homeodomain transcription factor,AGL65 AT1G18750 -1.13 -0.17 -1.19 0.27326424 0.6671 -5.94



263494_at 14-3-3 protein GF14mu (grf9) idenGRF9 AT2G42590 1.09 0.12 1.19 0.27331695 0.6672 -5.94
264711_at hypothetical protein predicted by g --- AT1G09800 -1.10 -0.14 -1.19 0.27334664 0.6672 -5.94
258044_at Dof zinc finger protein identical to GADOF2 AT3G21270 -1.23 -0.30 -1.19 0.27348754 0.6675 -5.94
266202_at putative cinnamoyl-CoA reductase --- AT2G02400 1.09 0.12 1.19 0.27364126 0.6678 -5.94
254849_at putative protein RNA splicing-relat--- AT4G11970 -1.08 -0.11 -1.19 0.27375205 0.6680 -5.95
256248_at hypothetical protein --- AT3G66652 -1.15 -0.20 -1.19 0.27402389 0.6680 -5.95
257761_at unknown protein --- AT3G23090 -1.20 -0.26 -1.19 0.27406649 0.6680 -5.95
263067_at hypothetical protein predicted by g --- AT2G17550 1.18 0.24 1.19 0.27395505 0.6680 -5.95
263589_at hypothetical protein predicted by g --- AT2G25280 1.08 0.12 1.19 0.27403234 0.6680 -5.95
258273_at unknown protein  ;supported by ful GRX4 AT3G15660 1.08 0.11 1.19 0.27401411 0.6680 -5.95
256916_at GATA transcription factor 1 (AtGAT--- AT3G24050 1.13 0.17 1.19 0.27398681 0.6680 -5.95
262881_at unknown protein ; supported by cD--- AT1G64890 -1.19 -0.25 -1.19 0.27388847 0.6680 -5.95
247180_at histone H3 --- AT5G65350 / -1.08 -0.11 -1.19 0.27399116 0.6680 -5.95
259261_at unknown protein similar to unknow--- AT3G11390 -1.12 -0.16 -1.19 0.27406602 0.6680 -5.95
254657_s_at putative protein W15DMY32F, W2--- AT4G18210 / -1.21 -0.27 -1.19 0.27389585 0.6680 -5.95
256767_at hypothetical protein predicted by g --- AT3G13680 -1.10 -0.13 -1.19 0.27417137 0.6681 -5.95
247789_at putative protein various predicted --- AT5G58680 -1.11 -0.16 -1.19 0.27415099 0.6681 -5.95
263927_s_at putative cinnamyl-alcohol dehydrogCAD2 AT2G21730 / -1.13 -0.18 -1.19 0.27417715 0.6681 -5.95
251206_at putative protein various predicted --- AT3G63090 1.16 0.21 1.19 0.27420929 0.6681 -5.95
261609_at unknown protein similar to MAP3K --- AT1G49740 -1.17 -0.22 -1.19 0.27425912 0.6681 -5.95
265108_s_at similar to flavin-binding monooxyg--- AT1G62620 / -1.13 -0.17 -1.19 0.27429192 0.6682 -5.95
254922_at RING-H2 finger protein RHA1a -lik RHA1A AT4G11370 1.75 0.81 1.19 0.27437307 0.6682 -5.95
265171_at hypothetical protein --- AT1G23790 1.07 0.10 1.19 0.27435774 0.6682 -5.95
259833_at MYB-family transcription factor, puMYB105 AT1G69560 -1.09 -0.12 -1.19 0.27441051 0.6682 -5.95
251982_at pectate lyase -like protein pectate --- AT3G53190 1.15 0.20 1.19 0.27447248 0.6683 -5.95
250995_at dnaK-type molecular chaperone hsHSC70-1 AT5G02500 -1.14 -0.20 -1.19 0.27451723 0.6683 -5.95
259760_at hypothetical protein similar to GB:A--- AT1G77580 -1.08 -0.11 -1.19 0.27454994 0.6684 -5.95
255435_at putative component of cytochrome PETC AT4G03280 1.11 0.15 1.19 0.27479454 0.6688 -5.95
257909_at Expressed protein ; supported by f --- AT3G25480 1.13 0.17 1.19 0.27476634 0.6688 -5.95
251228_at beta-D-glucan exohydrolase-like p--- AT3G62710 -1.09 -0.13 -1.19 0.27483833 0.6688 -5.95
251660_at Expressed protein ; supported by f --- AT3G57160 1.14 0.19 1.19 0.27488593 0.6689 -5.95
259304_at putative nucleotide repair protein s ERCC1 AT3G05210 -1.10 -0.13 -1.19 0.27498325 0.6689 -5.95
266736_at putative cytochrome P450  ; suppoCYP709B1 AT2G46960 -1.09 -0.12 -1.19 0.27502433 0.6689 -5.95
249218_at pitrilysin --- AT5G42390 1.14 0.19 1.19 0.27498946 0.6689 -5.95
267238_at unknown protein  ;supported by ful --- AT2G44130 1.49 0.58 1.19 0.27502799 0.6689 -5.95



249084_at unknown protein --- AT5G44150 -1.11 -0.14 -1.19 0.27507071 0.6690 -5.95
246401_at DNA-binding protein, putative sim AtMYB50 AT1G57560 -1.17 -0.23 -1.19 0.27514834 0.6691 -5.95
253881_at putative protein Ran_GTP binding--- AT4G27640 1.09 0.13 1.19 0.27522393 0.6692 -5.95
264001_at putative peroxidase  ;supported by --- AT2G22420 -1.20 -0.27 -1.19 0.27523687 0.6692 -5.95
250273_at pre-mRNA splicing factor ATP-depEMB3011 AT5G13010 -1.09 -0.12 -1.19 0.27530834 0.6692 -5.95
264028_at putative nitrilase-associated proteinSPR1 AT2G03680 1.18 0.24 1.19 0.27529067 0.6692 -5.95
247344_at ARI-like RING zinc finger protein-li --- AT5G63750 -1.11 -0.15 -1.19 0.27538473 0.6693 -5.95
249535_at transporter -like protein N system --- AT5G38820 -1.12 -0.17 -1.19 0.27553192 0.6695 -5.95
264198_at unknown protein ESTs gb|Z34075--- AT1G22800 -1.14 -0.19 -1.19 0.27550264 0.6695 -5.95
249186_at CHP-rich zinc finger protein-like --- AT5G43040 -1.09 -0.13 -1.19 0.27556201 0.6695 -5.95
252330_at hypothetical protein --- AT3G48770 -1.14 -0.19 -1.19 0.27559253 0.6695 -5.95
257836_at hypothetical protein --- --- -1.09 -0.13 -1.19 0.27565111 0.6696 -5.95
263555_at unknown protein  ;supported by ful --- AT2G16460 1.09 0.13 1.19 0.27566542 0.6696 -5.95
260399_at putative lipoxygenase similar to lipo--- AT1G72520 -1.73 -0.79 -1.19 0.27575072 0.6697 -5.95
252357_at putative protein predicted proteins --- AT3G48410 -1.15 -0.20 -1.19 0.27587301 0.6699 -5.95
261850_at hypothetical protein predicted by g --- AT1G50470 1.14 0.19 1.19 0.27587741 0.6699 -5.95
255193_at score=10.1, E=1.2, N=1 contains sVFB3 AT4G07400 -1.11 -0.15 -1.19 0.27596297 0.6700 -5.95
259512_at hypothetical protein ; supported by KEU AT1G12360 1.08 0.11 1.19 0.27599686 0.6700 -5.95
250650_at anthranilate phosphoribosyltransfe --- AT5G06850 -1.16 -0.22 -1.19 0.27604907 0.6700 -5.95
262169_at hypothetical protein predicted by g --- AT1G74860 1.11 0.16 1.19 0.27605744 0.6700 -5.95
256330_at hypothetical protein predicted by g --- AT1G76870 1.13 0.18 1.19 0.2761402 0.6702 -5.95
262242_at hypothetical protein predicted by g --- AT1G48360 -1.12 -0.17 -1.18 0.27618565 0.6702 -5.95
256005_at hypothetical protein similar to putat--- --- -1.10 -0.13 -1.18 0.27623844 0.6702 -5.95
257919_at myb-related transcription factor, puMYB15 AT3G23250 -1.67 -0.74 -1.18 0.27631881 0.6704 -5.95
261051_at cytochrome P450, putative similar CYP703A2 AT1G01280 -1.09 -0.13 -1.18 0.27642152 0.6705 -5.95
250345_at subtilisin-like serine protease conta--- AT5G11940 -1.10 -0.14 -1.18 0.27642023 0.6705 -5.95
263810_at putative translation initiation factor --- AT2G04520 1.08 0.11 1.18 0.27648832 0.6706 -5.95
259469_at hypothetical protein predicted by g --- AT1G19100 1.09 0.13 1.18 0.27652724 0.6706 -5.95
246995_at formin-like protein --- AT5G67470 -1.17 -0.23 -1.18 0.2766172 0.6706 -5.95
256413_at hypothetical protein predicted by g --- AT3G11100 1.10 0.14 1.18 0.27664834 0.6706 -5.95
262644_at beta-VPE nearly identical to beta-VBETA-VPE AT1G62710 -1.10 -0.14 -1.18 0.27659208 0.6706 -5.95
255895_at 12-oxophytodienoate reductase, p--- AT1G17990 / 1.40 0.49 1.18 0.2766512 0.6706 -5.95
258091_at hypothetical protein predicted by g --- AT3G14560 1.34 0.43 1.18 0.2766751 0.6706 -5.95
267317_at putative proline-rich glycoprotein --- AT2G34700 -1.09 -0.13 -1.18 0.2767614 0.6707 -5.95
256905_at mitochondrial chaperonin hsp60 idHSP60 AT3G23990 -1.25 -0.32 -1.18 0.27679878 0.6707 -5.95



253651_at putative protein nucleoid DNA-bind--- AT4G30030 -1.12 -0.16 -1.18 0.27681665 0.6707 -5.95
256623_at myosin identical to myosin GB:CABATM1 AT3G19960 -1.11 -0.15 -1.18 0.27675197 0.6707 -5.95
251828_at putative protein unnamed sequenc--- AT3G55070 -1.11 -0.14 -1.18 0.27691038 0.6708 -5.95
265939_at putative Ta11-like non-LTR retroele--- AT2G19650 -1.16 -0.21 -1.18 0.27695661 0.6708 -5.95
256657_at unknown protein contains similarity--- AT3G18860 1.10 0.13 1.18 0.27697239 0.6708 -5.95
253865_at putative RING zinc finger protein A--- AT4G27470 -1.16 -0.21 -1.18 0.27704301 0.6709 -5.96
255879_at receptor-like kinase, putative simil --- AT1G67000 -1.24 -0.31 -1.18 0.27720128 0.6711 -5.96
245618_at hypothetical protein --- AT4G14510 -1.12 -0.16 -1.18 0.27719376 0.6711 -5.96
258051_at hypothetical protein predicted by g TRZ4 AT3G16260 1.13 0.18 1.18 0.27717675 0.6711 -5.96
266752_at putative ABC transporter related toABCB4 AT2G47000 1.70 0.77 1.18 0.2772753 0.6711 -5.96
251719_at putative protein PUTATIVE PROT--- AT3G56140 1.12 0.16 1.18 0.27725403 0.6711 -5.96
247536_at PREG-like - like protein PREG-likeCYCP4;2 AT5G61650 -1.12 -0.16 -1.18 0.27738454 0.6713 -5.96
263893_at putative WRKY-type DNA binding WRKY59 AT2G21900 -1.14 -0.18 -1.18 0.27749224 0.6714 -5.96
263389_at putative retroelement pol polyprote--- --- -1.09 -0.13 -1.18 0.27748457 0.6714 -5.96
250684_at zinc finger-like protein GIS2 AT5G06650 -1.10 -0.14 -1.18 0.27754459 0.6715 -5.96
259219_at hypothetical protein predicted by g --- AT3G03560 -1.16 -0.21 -1.18 0.27770822 0.6718 -5.96
252427_at hypothetical protein --- AT3G47640 -1.22 -0.28 -1.18 0.2777556 0.6719 -5.96
253689_at hypothetical protein ;supported by --- AT4G29770 -1.10 -0.13 -1.18 0.27779937 0.6719 -5.96
264863_at putative peroxidase similar to pero--- AT1G24110 -1.11 -0.15 -1.18 0.27787958 0.6720 -5.96
260701_at heat shock transcription factor HS ATHSFA1DAT1G32330 1.12 0.16 1.18 0.27794136 0.6721 -5.96
257433_at hypothetical protein predicted by g --- AT2G21990 1.09 0.12 1.18 0.27796517 0.6721 -5.96
257588_x_at En/Spm-like transposon protein, p --- --- -1.14 -0.19 -1.18 0.27801148 0.6721 -5.96
263043_at conserved hypothetical protein pre --- AT1G23350 -1.12 -0.16 -1.18 0.27807384 0.6722 -5.96
263317_s_at similar to mammalian MHC III regioSUVH7 AT1G17770 / -1.15 -0.20 -1.18 0.27813735 0.6723 -5.96
251767_at putative protein U4/U6 small nucle--- AT3G55930 -1.08 -0.11 -1.18 0.27817422 0.6723 -5.96
267547_at putative synaptobrevin ATVAMP72AT2G32670 -1.13 -0.18 -1.18 0.27823367 0.6724 -5.96
246298_at putative protein sequence in GenBETO1 AT3G51770 -1.09 -0.12 -1.18 0.27832369 0.6725 -5.96
267426_at hypothetical protein predicted by g --- AT2G34820 1.09 0.13 1.18 0.27852621 0.6728 -5.96
246157_at cytochrome-b5 reductase - like pro--- AT5G20080 -1.13 -0.17 -1.18 0.27854079 0.6728 -5.96
255643_at hypothetical protein --- AT4G00840 1.09 0.13 1.18 0.27852405 0.6728 -5.96
252954_at putative thaumatin-like protein tha --- AT4G38660 1.40 0.48 1.18 0.27860553 0.6729 -5.96
267105_at hypothetical protein predicted by g --- AT2G14760 -1.13 -0.17 -1.18 0.27865337 0.6730 -5.96
244996_at ribosomal protein S2 --- --- 1.11 0.15 1.18 0.27870409 0.6730 -5.96
258189_at unknown protein  ;supported by ful JAZ3 AT3G17860 -1.20 -0.26 -1.18 0.27877778 0.6730 -5.96
252891_at putative WRKY DNA-binding proteWRKY13 AT4G39410 -1.14 -0.19 -1.18 0.27883924 0.6730 -5.96



264116_at putative poly (ADP-ribose) polymerPARP2 AT2G31320 1.19 0.26 1.18 0.27886292 0.6730 -5.96
262043_at unknown protein PSF1 AT1G80190 1.13 0.18 1.18 0.27880908 0.6730 -5.96
248662_at unknown protein --- AT5G48690 1.10 0.13 1.18 0.27882469 0.6730 -5.96
259179_at hypothetical protein similar to putat--- AT3G01660 -1.13 -0.18 -1.18 0.27892307 0.6731 -5.96
267396_at hypothetical protein predicted by g --- AT2G44270 1.12 0.17 1.18 0.27897485 0.6731 -5.96
264644_at hypothetical protein Similar to Cae CAX11 AT1G08960 -1.11 -0.16 -1.18 0.27901237 0.6731 -5.96
264234_at hypothetical protein contains simila--- AT1G54720 -1.08 -0.11 -1.18 0.27898958 0.6731 -5.96
253572_at hypothetical protein --- AT4G31010 1.11 0.14 1.18 0.27910875 0.6733 -5.96
250346_at lysine decarboxylase - like protein --- AT5G11950 1.29 0.37 1.18 0.27913995 0.6733 -5.96
257019_at unknown protein --- AT3G19640 1.08 0.10 1.18 0.27928521 0.6734 -5.96
261581_at serine/threonine kinase, putative sCIPK9 AT1G01140 -1.14 -0.19 -1.18 0.27930858 0.6734 -5.96
252509_at putative protein serine/threonine-s--- AT3G46240 -1.08 -0.11 -1.18 0.27924343 0.6734 -5.96
255973_at hypothetical protein predicted by g --- AT3G32400 -1.08 -0.11 -1.18 0.2793171 0.6734 -5.96
246245_at putative protein --- AT4G36440 1.10 0.13 1.18 0.27937196 0.6735 -5.96
259859_at putative protein phosphatase simila--- AT1G68410 -1.26 -0.34 -1.18 0.27948519 0.6737 -5.96
249201_at putative protein similar to unknown--- AT5G42370 -1.13 -0.18 -1.18 0.27950462 0.6737 -5.96
264330_at multi-drug resistance protein Stron ATMRP5 AT1G04120 -1.09 -0.13 -1.18 0.27955471 0.6737 -5.96
264607_at putative K+ channel, beta subunit KAB1 AT1G04690 1.08 0.11 1.18 0.27963636 0.6738 -5.96
259059_at hypothetical protein --- AT3G07300 -1.10 -0.13 -1.18 0.27966823 0.6738 -5.96
265507_s_at Ac-like transposase related to Ac/D--- --- 1.09 0.13 1.18 0.27964025 0.6738 -5.96
260089_at putative ATPase contains Pfam pro--- AT1G73170 -1.08 -0.11 -1.18 0.27970479 0.6738 -5.96
256715_at hypothetical protein predicted by gMEE18 AT2G34090 -1.15 -0.21 -1.18 0.27979696 0.6739 -5.96
261776_at hypothetical protein similar to putat--- AT1G76190 -1.13 -0.18 -1.18 0.27977087 0.6739 -5.96
265169_x_at unknown protein --- AT1G23720 1.10 0.14 1.18 0.2798551 0.6739 -5.96
256933_at unknown protein contains Pfam pro--- AT3G22600 2.00 1.00 1.17 0.27997533 0.6739 -5.96
248146_at translation initiation factor-like prote--- AT5G54940 -1.10 -0.13 -1.17 0.27990656 0.6739 -5.96
255609_s_at hypothetical protein --- AT4G01180 / 1.08 0.11 1.17 0.27995691 0.6739 -5.96
262339_at WRKY DNA binding protein, putat WRKY56 AT1G64000 1.09 0.12 1.17 0.27991832 0.6739 -5.96
263311_at hypothetical protein predicted by g --- AT2G10340 -1.11 -0.15 -1.17 0.28001781 0.6740 -5.96
259424_at hypothetical protein contains simil --- AT1G13830 1.15 0.20 1.17 0.28005907 0.6740 -5.96
267178_at unknown protein  ; supported by fu --- AT2G37750 1.45 0.54 1.17 0.28012937 0.6741 -5.96
256969_at unknown protein --- AT3G21080 1.39 0.47 1.17 0.28017448 0.6741 -5.96
248741_at putative protein similar to unknownSLY2 AT5G48170 -1.16 -0.21 -1.17 0.28024954 0.6742 -5.96
251386_at putative protein rec, Homo sapien --- AT3G60800 -1.08 -0.11 -1.17 0.28028448 0.6743 -5.96
262289_at unknown protein identical to unkno--- AT1G70770 -1.09 -0.12 -1.17 0.28041907 0.6744 -5.97



263365_at putative heat shock protein --- AT2G20550 -1.16 -0.21 -1.17 0.28039447 0.6744 -5.97
266541_at unknown protein GRL AT2G35110 1.12 0.16 1.17 0.2804039 0.6744 -5.97
253478_at putative protein trichohyalin - hum --- AT4G32350 -1.17 -0.23 -1.17 0.28055836 0.6745 -5.97
263431_at unknown protein  ;supported by ful --- AT2G22170 -1.83 -0.87 -1.17 0.28057848 0.6745 -5.97
251401_at stellacyanin (uclacyanin 3) - like p --- AT3G60270 -1.13 -0.17 -1.17 0.28055088 0.6745 -5.97
249768_at receptor-like protein kinase --- AT5G24100 -1.12 -0.17 -1.17 0.28049135 0.6745 -5.97
258490_at hypothetical protein predicted by g --- AT3G02670 -1.09 -0.13 -1.17 0.28067292 0.6746 -5.97
260358_at unknown protein ; supported by cD--- AT1G69340 1.09 0.12 1.17 0.28070839 0.6746 -5.97
248316_at putative protein similar to unknown--- AT5G52670 -1.13 -0.18 -1.17 0.28083471 0.6748 -5.97
253400_at putative protein unknown protein T--- AT4G32860 -1.09 -0.12 -1.17 0.28085635 0.6748 -5.97
254756_at putative protein late embryogenesEDA21 AT4G13235 -1.10 -0.13 -1.17 0.28080015 0.6748 -5.97
259801_at blue copper protein, putative simila--- AT1G72230 1.26 0.34 1.17 0.28092195 0.6749 -5.97
249756_at Expressed protein ; supported by f --- AT5G24313 -1.09 -0.12 -1.17 0.28096533 0.6749 -5.97
246259_at amino acid permease, putative co --- AT1G31830 -1.12 -0.16 -1.17 0.28101511 0.6749 -5.97
262944_at phosphoglycerate kinase, putativePGK AT1G79550 -1.14 -0.19 -1.17 0.28116028 0.6750 -5.97
244984_at ribosomal protein S3 --- --- 1.15 0.20 1.17 0.28116945 0.6750 -5.97
252204_at putative protein predicted protein, --- AT3G50340 -1.31 -0.39 -1.17 0.28110385 0.6750 -5.97
261897_at hypothetical protein predicted by g --- AT1G80950 -1.11 -0.15 -1.17 0.2811501 0.6750 -5.97
252467_at putative protein predicted proteins --- AT3G47080 -1.13 -0.18 -1.17 0.28114422 0.6750 -5.97
254770_at extensin-like protein extensin-like --- AT4G13340 1.26 0.33 1.17 0.28143192 0.6752 -5.97
248400_at putative protein contains similarity --- AT5G52020 -1.13 -0.17 -1.17 0.28145743 0.6752 -5.97
247492_at putative protein AP2 domain conta--- AT5G61890 -1.30 -0.38 -1.17 0.28138031 0.6752 -5.97
245070_at metallothionein-like protein identica--- AT2G23240 -1.13 -0.18 -1.17 0.28145411 0.6752 -5.97
251799_at putative protein P59 PROTEIN (H --- AT3G55520 -1.13 -0.18 -1.17 0.28140966 0.6752 -5.97
246464_at quinone oxidoreductase -like prote--- AT5G16980 -1.10 -0.13 -1.17 0.28146371 0.6752 -5.97
255512_at Expressed protein ; supported by cSYP42 AT4G02195 1.13 0.17 1.17 0.28142829 0.6752 -5.97
257421_at hypothetical protein predicted by g --- AT1G12030 -1.18 -0.24 -1.17 0.28149443 0.6752 -5.97
266717_at Expressed protein ; supported by f --- AT2G46735 1.10 0.13 1.17 0.28160829 0.6754 -5.97
246633_at hypothetical protein ; supported by --- AT1G29720 1.32 0.40 1.17 0.2817598 0.6756 -5.97
261400_at protein phosphatase-2C, putative --- AT1G79630 1.15 0.20 1.17 0.28177985 0.6756 -5.97
255739_at unknown protein similar to hypotheANAC008 AT1G25580 1.14 0.19 1.17 0.28186961 0.6757 -5.97
247760_at subtilisin-like serine protease conta--- AT5G59130 -1.47 -0.55 -1.17 0.28187493 0.6757 -5.97
265880_at unknown protein --- AT2G42300 -1.15 -0.20 -1.17 0.28201474 0.6758 -5.97
257370_at hypothetical protein predicted by g --- AT2G35080 -1.10 -0.14 -1.17 0.28203702 0.6758 -5.97
259049_at unknown protein --- AT3G03370 1.12 0.17 1.17 0.28203457 0.6758 -5.97



263919_at unknown protein  ;supported by ful --- AT2G36470 1.36 0.44 1.17 0.28195137 0.6758 -5.97
258872_at hypothetical protein similar to L1 sHDG8 AT3G03260 1.14 0.19 1.17 0.28201259 0.6758 -5.97
254441_at prolamin box binding protein - like --- AT4G21050 -1.08 -0.11 -1.17 0.28218737 0.6761 -5.97
256383_at hypothetical protein ; supported by --- AT1G66820 1.11 0.16 1.17 0.28222682 0.6761 -5.97
264851_at putative calmodulin-domain protei CPK6 AT2G17290 -1.19 -0.25 -1.17 0.28229311 0.6762 -5.97
264551_at unknown protein similar to beta-1, --- AT1G09460 1.20 0.26 1.17 0.28237154 0.6763 -5.97
266609_at unknown protein  ; supported by cDSRO1 AT2G35510 -1.14 -0.19 -1.17 0.28243685 0.6764 -5.97
253789_at putative protein predicted proteins --- AT4G28570 -1.12 -0.17 -1.17 0.28303193 0.6766 -5.97
258747_at unknown protein  ; supported by fu --- AT3G05810 1.14 0.18 1.17 0.28280452 0.6766 -5.97
250355_at putative protein predicted protein, --- AT5G11700 -1.12 -0.16 -1.17 0.28308787 0.6766 -5.97
249523_at cytochrome b-561 (gb|AAD45585.1ACYB-1 AT5G38630 1.10 0.13 1.17 0.282718 0.6766 -5.97
247533_at putative protein kinase-like transm--- AT5G61570 -1.25 -0.32 -1.17 0.2827423 0.6766 -5.97
257536_at unknown protein --- AT3G02800 1.59 0.67 1.17 0.2829769 0.6766 -5.97
253494_at putative protein --- AT4G31830 -1.10 -0.14 -1.17 0.28295693 0.6766 -5.97
255471_at putative oxidoreductase similar to AOP3 AT4G03050 -1.10 -0.13 -1.17 0.28291582 0.6766 -5.97
264832_at unknown unknown --- AT1G03660 -1.13 -0.18 -1.17 0.28290891 0.6766 -5.97
259717_at putative cleavage and polyadenylaCPSF73-I AT1G61010 1.11 0.16 1.17 0.28266399 0.6766 -5.97
245884_at branched-chain alpha keto-acid de--- AT5G09300 1.14 0.19 1.17 0.2830295 0.6766 -5.97
266006_at putative ABC transporter --- AT2G37360 -1.13 -0.18 -1.17 0.282925 0.6766 -5.97
265835_at putative retroelement pol polyprote--- --- -1.12 -0.16 -1.17 0.28283735 0.6766 -5.97
255652_at putative protein MEE47 AT4G00950 -1.34 -0.42 -1.17 0.28288995 0.6766 -5.97
255324_s_at putative reverse transcriptase --- --- -1.07 -0.10 -1.17 0.2830567 0.6766 -5.97
260159_at putative helicase similar to helicase--- AT1G79890 -1.10 -0.13 -1.17 0.28286692 0.6766 -5.97
258865_at NAM-like protein (no apical meristeanac045 AT3G03200 1.08 0.11 1.17 0.28309756 0.6766 -5.97
249382_at putative protein predicted proteins --- AT5G40050 1.08 0.11 1.17 0.28296087 0.6766 -5.97
AFFX-PheX-3_ B. subtilis /GEN=pheB /DB_XREF=--- --- -1.16 -0.21 -1.17 0.2828365 0.6766 -5.97
260727_at polygalacturonase PG1, putative s--- AT1G48100 -1.13 -0.18 -1.17 0.2832255 0.6768 -5.97
245515_at hypothetical protein --- AT4G15810 -1.18 -0.24 -1.17 0.28326196 0.6768 -5.97
AFFX-LysX-M_B. subtilis /GEN=lys /DB_XREF=gb--- --- -1.17 -0.23 -1.17 0.28325346 0.6768 -5.97
260904_at unknown protein NIMIN1 AT1G02450 1.40 0.49 1.17 0.28333251 0.6769 -5.97
255073_at beta-1,3-glucanase-like protein pro--- AT4G09090 -1.08 -0.12 -1.17 0.28338568 0.6769 -5.97
254703_at putative protein  ; supported by full --- AT4G17960 1.14 0.19 1.17 0.28347916 0.6771 -5.97
256583_at hypothetical protein --- AT3G28850 -1.24 -0.32 -1.17 0.28358854 0.6772 -5.97
262377_at rubisco activase, putative similar t --- AT1G73110 1.19 0.25 1.17 0.28356043 0.6772 -5.97
265422_at putative NADH-ubiquinone oxireduNDB4 AT2G20800 -1.11 -0.15 -1.17 0.28362792 0.6772 -5.97



245945_at putative protein various predicted ROPGEF10AT5G19560 -1.08 -0.11 -1.16 0.28373329 0.6774 -5.97
253990_at putative thioredoxin thioredoxin - LACHT1 AT4G26160 1.18 0.24 1.16 0.28374595 0.6774 -5.97
265847_at unknown protein --- AT2G35750 1.09 0.12 1.16 0.28381226 0.6774 -5.97
260795_at CLE3, putative CLAVATA3/ESR-RCLE3 AT1G06225 -1.09 -0.13 -1.16 0.28378526 0.6774 -5.97
262798_at putative SPL1-related protein simi SPL14 AT1G20980 -1.10 -0.14 -1.16 0.28386818 0.6774 -5.98
265655_at unknown protein contains weak PH--- AT2G13920 -1.10 -0.13 -1.16 0.28399212 0.6777 -5.98
250319_at putative protein strong similarity to --- AT5G12120 1.08 0.11 1.16 0.28402637 0.6777 -5.98
258453_at RNA polymerase I, II and III 24.3 kNRPB5 AT3G22320 1.08 0.11 1.16 0.2846771 0.6777 -5.98
253092_at putative protein various predicted --- AT4G37380 1.18 0.23 1.16 0.28460685 0.6777 -5.98
260004_at unknown protein  ;supported by ful --- AT1G67860 -1.18 -0.24 -1.16 0.28436017 0.6777 -5.98
248646_at unknown protein  ;supported by ful --- AT5G49100 -1.21 -0.27 -1.16 0.28428601 0.6777 -5.98
247071_at putative protein similar to unknownDAR3 AT5G66640 -1.35 -0.44 -1.16 0.28466453 0.6777 -5.98
264186_at hypothetical protein predicted by g --- AT1G54570 -1.27 -0.35 -1.16 0.28455832 0.6777 -5.98
254537_at putative protein chitinase / lysozym--- AT4G19730 -1.10 -0.14 -1.16 0.28453529 0.6777 -5.98
246525_at CONSTANS  ;supported by full-lenCO AT5G15840 1.11 0.14 1.16 0.28450651 0.6777 -5.98
250473_at annexin -like protein annexin (AnnANN6 AT5G10220 1.08 0.11 1.16 0.28417431 0.6777 -5.98
261517_at unknown protein ; supported by ful --- AT1G71780 -1.11 -0.15 -1.16 0.28460731 0.6777 -5.98
251569_at putative protein several hypothetica--- AT3G58290 -1.11 -0.16 -1.16 0.28450056 0.6777 -5.98
265013_at unknown protein similar to EST gb --- AT1G24460 -1.09 -0.13 -1.16 0.28435422 0.6777 -5.98
264430_at cineole synthase, putative similar TPS14 AT1G61680 1.09 0.13 1.16 0.28442871 0.6777 -5.98
258654_at unknown protein --- AT3G09860 1.16 0.21 1.16 0.284229 0.6777 -5.98
256115_at unknown protein ; supported by cD--- AT1G16880 1.15 0.20 1.16 0.2846479 0.6777 -5.98
250096_at putative protein similar to unknown--- AT5G17190 1.10 0.14 1.16 0.28425932 0.6777 -5.98
245953_at myrosinase - binding protein - like --- AT5G28520 -1.14 -0.19 -1.16 0.28423196 0.6777 -5.98
266777_at putative AAA-type ATPase ftsh3 AT2G29080 -1.09 -0.12 -1.16 0.28456305 0.6777 -5.98
262100_s_at hypothetical protein similar to hypo--- AT1G59550 / 1.13 0.18 1.16 0.28434195 0.6777 -5.98
266800_at hypothetical protein predicted by g --- AT2G22880 -1.91 -0.93 -1.16 0.28431745 0.6777 -5.98
251202_at putative protein predicted protein, --- AT3G63040 -1.08 -0.11 -1.16 0.28424651 0.6777 -5.98
266802_at Expressed protein ; supported by c--- AT2G22900 -1.50 -0.58 -1.16 0.28473377 0.6778 -5.98
256998_at hypothetical protein predicted by g --- AT3G14180 -1.12 -0.17 -1.16 0.28477525 0.6778 -5.98
246802_at kinesin-like heavy chain non-conseATK4 AT5G27000 -1.12 -0.16 -1.16 0.28479875 0.6778 -5.98
264090_at cytochrome P-450, putative simila CYP79C1 AT1G79370 -1.10 -0.13 -1.16 0.28487917 0.6779 -5.98
245742_at aldehyde dehydrogenase, putativeALDH3H1 AT1G44170 1.16 0.21 1.16 0.28496493 0.6780 -5.98
249092_at putative protein similar to unknown--- AT5G43710 1.11 0.15 1.16 0.28491568 0.6780 -5.98
252316_at putative protein PrMC3 - Pinus radATCXE13 AT3G48700 1.09 0.13 1.16 0.28497144 0.6780 -5.98



267234_x_at putative protein kinase contains a p--- AT2G43930 1.10 0.14 1.16 0.28510427 0.6782 -5.98
250763_at short chain alcohol dehydrogenase--- AT5G06060 -1.11 -0.15 -1.16 0.28517269 0.6783 -5.98
252866_at putative protein --- AT4G39840 -1.29 -0.37 -1.16 0.2853797 0.6784 -5.98
266782_at putative ligand-gated ion channel pATGLR2.7 AT2G29120 -1.09 -0.13 -1.16 0.28542414 0.6784 -5.98
245715_s_at Expressed protein ; supported by c--- AT5G08670 / 1.11 0.15 1.16 0.28535097 0.6784 -5.98
247097_at mannan endo-1,4-beta-mannosida--- AT5G66460 1.14 0.19 1.16 0.28527532 0.6784 -5.98
257486_at unknown protein --- AT1G63590 1.08 0.12 1.16 0.28542627 0.6784 -5.98
258293_at unknown protein PHO1 AT3G23430 -1.42 -0.51 -1.16 0.28537782 0.6784 -5.98
251643_at guanylate kinase-like protein guanAGK2 AT3G57550 1.25 0.32 1.16 0.28539181 0.6784 -5.98
256426_at hypothetical protein predicted by g --- AT1G33420 1.27 0.35 1.16 0.28584373 0.6784 -5.98
262912_at oligopeptide transporter, putative s--- AT1G59740 -1.40 -0.48 -1.16 0.28568467 0.6784 -5.98
255005_at putative protein putative proteins A--- AT4G09990 -1.11 -0.15 -1.16 0.28585941 0.6784 -5.98
267126_s_at putative acetone-cyanohydrin lyaseACL AT2G23590 / -1.16 -0.22 -1.16 0.28562968 0.6784 -5.98
249788_at putative protein contains similarity ATXR6 AT5G24330 1.15 0.20 1.16 0.28589203 0.6784 -5.98
256501_at hypothetical protein predicted by g --- AT1G36756 -1.09 -0.13 -1.16 0.28584958 0.6784 -5.98
250844_at putative protein  ;supported by full-SIM AT5G04470 -1.22 -0.28 -1.16 0.28573608 0.6784 -5.98
251497_at putative protein phytochrome-assoPIL6 AT3G59060 1.11 0.15 1.16 0.28583672 0.6784 -5.98
260307_at unknown protein similar to unknow--- AT1G70620 -1.07 -0.10 -1.16 0.28589842 0.6784 -5.98
263479_x_at hypothetical protein predicted by g --- --- -1.09 -0.12 -1.16 0.28582745 0.6784 -5.98
250997_at putative protein histone H2B-2, tom--- AT5G02570 1.10 0.14 1.16 0.28573746 0.6784 -5.98
266512_at unknown protein --- AT2G47690 1.08 0.11 1.16 0.28575072 0.6784 -5.98
247458_at putative protein PrMC3, Pinus rad AtCXE20 AT5G62180 1.19 0.25 1.16 0.28590363 0.6784 -5.98
248086_at putative protein similar to unknownGEX1 AT5G55490 1.08 0.11 1.16 0.28551182 0.6784 -5.98
262416_at flavonol synthase, putative similar --- AT1G49390 1.09 0.12 1.16 0.28552621 0.6784 -5.98
247006_at unknown protein  ;supported by ful --- AT5G67490 1.07 0.10 1.16 0.28557861 0.6784 -5.98
254579_at hypothetical protein  ;supported by --- AT4G19400 -1.12 -0.16 -1.16 0.28600168 0.6786 -5.98
250471_at myo-inositol-1-phosphate synthas MIPS3 AT5G10170 -1.16 -0.21 -1.16 0.28610811 0.6787 -5.98
250923_at putative protein  ; supported by full CDC25 AT5G03455 1.12 0.16 1.16 0.28619477 0.6789 -5.98
246665_s_at putative protein predicted proteins --- --- -1.10 -0.14 -1.16 0.28621614 0.6789 -5.98
264047_at hypothetical protein predicted by g --- AT2G22410 1.10 0.13 1.16 0.28630758 0.6790 -5.98
260781_at decoy identical to GB:AAB51588 GDECOY AT1G14620 1.31 0.39 1.16 0.2864014 0.6792 -5.98
266125_at putative GATA-type zinc finger tran--- AT2G45050 1.12 0.17 1.16 0.28651581 0.6794 -5.98
247028_at DNA polymerase alpha 1 ICU2 AT5G67100 1.23 0.30 1.16 0.28654676 0.6794 -5.98
263349_at putative chromodomain-helicase-DCHR5 AT2G13370 -1.13 -0.17 -1.16 0.28658527 0.6794 -5.98
258169_at hypothetical protein --- AT3G21590 -1.10 -0.14 -1.16 0.28662056 0.6794 -5.98



263797_at putative WRKY-type DNA binding WRKY17 AT2G24570 1.38 0.47 1.16 0.28667543 0.6795 -5.98
247719_at Expressed protein ; supported by f --- AT5G59305 -1.10 -0.14 -1.16 0.2868142 0.6797 -5.98
252752_s_at putative protein hypothetical prote --- AT3G43470 / -1.08 -0.12 -1.16 0.28693057 0.6799 -5.98
267582_at putative protein kinase contains a p--- AT2G41970 1.09 0.12 1.16 0.2870019 0.6800 -5.98
256345_at hypothetical protein similar to hypo--- AT1G55030 -1.09 -0.13 -1.16 0.28708368 0.6801 -5.98
254722_at putative protein predicted protein, --- AT4G13530 1.18 0.24 1.16 0.28713914 0.6802 -5.98
257087_at purple acid phosphatase, putative PAP18 AT3G20500 -1.11 -0.16 -1.16 0.28724286 0.6804 -5.98
260609_at putative receptor protein kinase --- AT2G43690 -1.09 -0.13 -1.16 0.2872837 0.6804 -5.98
255412_at auxin-binding protein 1 precursor  ABP1 AT4G02980 -1.10 -0.13 -1.16 0.28735887 0.6805 -5.99
254939_at putative protein predicted proteins --- AT4G10800 1.15 0.20 1.16 0.28740927 0.6806 -5.99
255893_at threonyl-tRNA synthetase, putative--- AT1G17960 -1.18 -0.24 -1.15 0.28747581 0.6806 -5.99
267299_at putative glucosyltransferase --- AT2G30150 1.13 0.17 1.15 0.28754724 0.6807 -5.99
255371_at putative RPP1-like disease resista --- AT4G04110 -1.09 -0.12 -1.15 0.28752615 0.6807 -5.99
255042_at putative protein hypothetical prote --- AT4G09630 1.09 0.13 1.15 0.287697 0.6808 -5.99
267041_at unknown protein --- AT2G34315 -1.08 -0.11 -1.15 0.28766987 0.6808 -5.99
264080_at putative vacuolar proton-ATPase sVHA-A1 AT2G28520 1.08 0.11 1.15 0.28768135 0.6808 -5.99
251680_at putative protein 13S condensin XC--- AT3G57060 -1.09 -0.12 -1.15 0.28774772 0.6809 -5.99
259164_at hypothetical protein contains bromATBET10 AT3G01770 -1.14 -0.18 -1.15 0.28804239 0.6809 -5.99
252147_at putative protein several hypothetica--- AT3G51270 1.15 0.20 1.15 0.2879033 0.6809 -5.99
258817_at hypothetical protein similar to hypo--- AT3G04750 -1.08 -0.11 -1.15 0.28817147 0.6809 -5.99
245383_at SUPERMAN like protein --- AT4G17810 1.18 0.24 1.15 0.28807428 0.6809 -5.99
265083_at hypothetical protein predicted by g --- AT1G03820 1.21 0.27 1.15 0.28815964 0.6809 -5.99
261734_at hypothetical protein similar to hypo--- AT1G47790 -1.09 -0.12 -1.15 0.28808401 0.6809 -5.99
251280_at putative protein beta-1,3-glucanas--- AT3G61810 -1.09 -0.13 -1.15 0.2881954 0.6809 -5.99
262591_at hypothetical protein Similar to gb|XCCMH AT1G15220 1.09 0.12 1.15 0.28795012 0.6809 -5.99
245890_at ribosomal protein S15-like ribosom--- AT5G09490 -1.07 -0.10 -1.15 0.28804412 0.6809 -5.99
266358_at hypothetical protein predicted by g --- AT2G32280 1.23 0.30 1.15 0.28783992 0.6809 -5.99
258740_at Lon protease, putative similar to L LON3 AT3G05780 -1.13 -0.18 -1.15 0.2881118 0.6809 -5.99
248137_at putative protein contains similarity --- AT5G54950 1.10 0.13 1.15 0.28802819 0.6809 -5.99
252556_at putative protein step II splicing fac --- AT3G45950 1.07 0.10 1.15 0.28819472 0.6809 -5.99
267122_at putative acetone-cyanohydrin lyaseMES6 AT2G23550 1.09 0.12 1.15 0.28819777 0.6809 -5.99
262973_at histone H3, putative similar to HIS--- AT1G75600 -1.09 -0.12 -1.15 0.28810577 0.6809 -5.99
255116_at receptor protein kinase-like protein--- AT4G08850 1.14 0.19 1.15 0.28824894 0.6809 -5.99
261287_at hypothetical protein predicted by g --- AT1G37020 -1.07 -0.10 -1.15 0.2883627 0.6810 -5.99
247657_at Expressed protein ; supported by f --- AT5G59845 1.11 0.15 1.15 0.2883675 0.6810 -5.99



249739_at Ttg1 protein (emb CAB45372.1) TTG1 AT5G24520 1.08 0.11 1.15 0.2883904 0.6810 -5.99
253337_at putative protein acetylpolyamine ahda14 AT4G33470 -1.17 -0.23 -1.15 0.28853248 0.6813 -5.99
247338_at pyruvate kinase --- AT5G63680 -1.09 -0.13 -1.15 0.28858654 0.6814 -5.99
245991_at 24 kDa vacuolar protein - like 24 k--- AT5G20660 1.09 0.12 1.15 0.28874661 0.6814 -5.99
252736_at kinesin -like protein kinesin-like pr TES AT3G43210 -1.09 -0.13 -1.15 0.2887462 0.6814 -5.99
260612_at hypothetical protein similar to hypo--- AT1G53360 -1.08 -0.11 -1.15 0.28869993 0.6814 -5.99
258639_at polygalacturonase (PGA3) identica--- AT3G07820 1.07 0.10 1.15 0.28866951 0.6814 -5.99
265334_at putative lipid transfer protein  ; sup --- AT2G18370 1.22 0.29 1.15 0.28874893 0.6814 -5.99
247234_at putative protein similar to unknown--- AT5G64980 1.09 0.12 1.15 0.28890949 0.6817 -5.99
262650_at lipoamide dehydrogenase, putativ --- AT1G14090 1.07 0.10 1.15 0.28895283 0.6817 -5.99
249457_s_at zinc finger -like protein transcriptioVIM4 AT1G66040 / 1.13 0.18 1.15 0.28899078 0.6818 -5.99
252686_at putative protein predicted protein, --- --- -1.08 -0.12 -1.15 0.28914391 0.6820 -5.99
260285_at putative 3-isopropylmalate dehydro--- AT1G80560 1.12 0.16 1.15 0.28914089 0.6820 -5.99
263256_at unknown protein similar to ESTs gbATCPISCA AT1G10500 -1.13 -0.17 -1.15 0.28932167 0.6823 -5.99
256259_at hypothetical protein predicted by g --- AT3G12460 -1.13 -0.18 -1.15 0.28939454 0.6823 -5.99
250434_at histone H3 - like protein histone H --- AT5G10390 1.49 0.58 1.15 0.28945039 0.6823 -5.99
259382_s_at jasmonate inducible protein isolog JAL31 AT3G16420 / -1.58 -0.66 -1.15 0.28936812 0.6823 -5.99
262333_at hypothetical protein similar to putat--- AT1G64020 1.10 0.14 1.15 0.28943791 0.6823 -5.99
246394_at myrosinase binding protein, putati --- AT1G58160 -1.08 -0.11 -1.15 0.28948537 0.6824 -5.99
252152_at putative protein several hypothetica--- AT3G51350 -1.09 -0.12 -1.15 0.28961713 0.6826 -5.99
255007_at putative oxidoreductase 11beta-hyAtHSD5 AT4G10020 1.09 0.12 1.15 0.2896614 0.6826 -5.99
264006_at homeodomain transcription factor (ATHB6 AT2G22430 -1.15 -0.20 -1.15 0.28968888 0.6826 -5.99
246928_at putative protein Scythe protein - X --- AT5G25270 1.09 0.12 1.15 0.28981956 0.6829 -5.99
267319_at ABC transporter (AtMRP2) identicaATMRP2 AT2G34660 1.14 0.19 1.15 0.29081783 0.6830 -5.99
255889_at ABC transporter, putative similar t WBC11 AT1G17840 -1.14 -0.19 -1.15 0.29069565 0.6830 -5.99
266254_at putative membrane transporter NAT12 AT2G27810 1.13 0.17 1.15 0.28991097 0.6830 -5.99
245078_at putative AP2 domain transcription --- AT2G23340 -1.29 -0.37 -1.15 0.29089605 0.6830 -6.00
256091_at Expressed protein ; supported by f HMGB2 AT1G20693 1.10 0.13 1.15 0.2910231 0.6830 -6.00
246555_at putative protein 68 kDa protein - CGAUT14 AT5G15470 -1.15 -0.20 -1.15 0.29053765 0.6830 -5.99
258356_at unknown protein --- AT3G14340 1.12 0.16 1.15 0.28994612 0.6830 -5.99
250818_at Expressed protein ; supported by cALA1 AT5G04930 1.13 0.18 1.15 0.29109337 0.6830 -6.00
251683_at putative protein several hypothetic--- AT3G57120 -1.22 -0.29 -1.15 0.29091472 0.6830 -6.00
256803_at cytochrome P450, putative similar CYP705A33AT3G20960 1.08 0.12 1.15 0.29026695 0.6830 -5.99
252464_at RNA-binding protein-like protein va--- AT3G47160 1.13 0.17 1.15 0.29018502 0.6830 -5.99
257679_at glycine-rich protein, putative ident GRP5 AT3G20470 -1.34 -0.42 -1.15 0.2903626 0.6830 -5.99



251026_at hypothetical protein FHL AT5G02200 1.42 0.50 1.15 0.2903021 0.6830 -5.99
260309_at putative alanine aminotransferase AOAT2 AT1G70580 -1.13 -0.17 -1.15 0.29042059 0.6830 -5.99
259342_at unknown protein  ;supported by ful --- AT3G03890 1.14 0.19 1.15 0.29061906 0.6830 -5.99
262158_at somatic embryogenesis receptor-l --- AT1G52540 1.15 0.21 1.15 0.2901584 0.6830 -5.99
250412_at putative protein synaptobrevin-likeATVAMP71AT5G11150 -1.13 -0.17 -1.15 0.29076524 0.6830 -5.99
265774_at hypothetical protein predicted by g --- AT2G07240 -1.13 -0.18 -1.15 0.2902676 0.6830 -5.99
267474_at hypothetical protein predicted by g WHY3 AT2G02740 1.11 0.15 1.15 0.29019173 0.6830 -5.99
245755_at hypothetical protein predicted by g --- AT1G35210 1.73 0.79 1.15 0.290403 0.6830 -5.99
257698_at regulatory protein of P-starvation a--- AT3G12730 -1.10 -0.14 -1.15 0.2909666 0.6830 -6.00
265098_at unknown protein --- AT1G04010 -1.21 -0.28 -1.15 0.29045563 0.6830 -5.99
251275_at putative protein anthranilate phosp--- AT3G61720 -1.15 -0.21 -1.15 0.29045325 0.6830 -5.99
253924_at putative protein other hypothetical COBL11 AT4G27110 -1.11 -0.15 -1.15 0.29107949 0.6830 -6.00
261321_at hypothetical protein predicted by g --- AT1G44740 -1.10 -0.14 -1.15 0.29104847 0.6830 -6.00
257525_at hypothetical protein predicted by g --- AT3G04900 -1.11 -0.15 -1.15 0.29045202 0.6830 -5.99
267438_at putative GDSL-motif lipase/hydrola--- AT2G19050 -1.15 -0.20 -1.15 0.29026484 0.6830 -5.99
263425_at putative preprotein translocase SE EMB2289 AT2G31530 -1.11 -0.15 -1.15 0.29106106 0.6830 -6.00
254369_at putative protein --- AT4G21720 1.13 0.18 1.15 0.29037193 0.6830 -5.99
252815_at hypothetical protein --- --- -1.11 -0.16 -1.15 0.29091417 0.6830 -6.00
258594_at hypothetical protein predicted by g --- AT3G04490 -1.10 -0.13 -1.15 0.29070908 0.6830 -5.99
256805_at unknown protein contains similarit --- AT3G20930 1.21 0.28 1.15 0.2906716 0.6830 -5.99
265903_at putative potassium transporter/chaSPIK AT2G25600 -1.09 -0.12 -1.15 0.29028473 0.6830 -5.99
264036_at hypothetical protein similar to hypo--- AT2G03810 1.14 0.19 1.15 0.29104047 0.6830 -6.00
260114_at AIG1-like protein similar to AIG1 p--- AT1G33880 1.09 0.12 1.15 0.2902872 0.6830 -5.99
250344_at glutaredoxin - like protein glutared--- AT5G11930 -1.19 -0.25 -1.15 0.29003392 0.6830 -5.99
245802_at hypothetical protein similar to hypo--- AT1G46840 -1.08 -0.11 -1.15 0.29111478 0.6830 -6.00
256109_at hypothetical protein predicted by g --- AT1G16950 1.18 0.23 1.15 0.2908456 0.6830 -5.99
252027_at Spot 3 protein and vacuolar sortingVSR1 AT3G52850 -1.08 -0.11 -1.15 0.29080886 0.6830 -5.99
267381_at unknown protein  ; supported by cD--- AT2G26190 1.53 0.62 1.15 0.29052978 0.6830 -5.99
252391_at putative protein  ; supported by cD --- AT3G47860 -1.12 -0.16 -1.15 0.29051386 0.6830 -5.99
267045_at putative protein kinase contains a pCIPK13 AT2G34180 1.09 0.12 1.15 0.29097881 0.6830 -6.00
257780_at hypothetical protein predicted by g --- AT3G27100 1.11 0.16 1.15 0.29114749 0.6830 -6.00
262254_at unknown protein similar to GDSL-mGLIP5 AT1G53920 -1.21 -0.28 -1.15 0.29120995 0.6830 -6.00
265120_at 3-ketoacyl-acyl carrier protein synt KAS III AT1G62640 1.12 0.16 1.15 0.29123782 0.6830 -6.00
252404_at glycine--tRNA ligase precursor, chEDD1 AT3G48110 1.09 0.13 1.14 0.29138152 0.6833 -6.00
257823_at integral membrane protein, putativ--- AT3G25190 -1.10 -0.14 -1.14 0.29144369 0.6834 -6.00



259487_at hypothetical protein contains similaTRFL5 AT1G15720 -1.07 -0.10 -1.14 0.29150879 0.6834 -6.00
253383_at putative protein  ;supported by full- --- AT4G32900 1.14 0.19 1.14 0.29197781 0.6834 -6.00
251804_at beta-1,3-glucanase - like protein p--- AT3G55430 -1.14 -0.19 -1.14 0.29176666 0.6834 -6.00
248867_at bHLH transcription factor --- AT5G46830 -1.09 -0.12 -1.14 0.29191302 0.6834 -6.00
249030_at putative protein similar to unknown--- --- -1.08 -0.12 -1.14 0.29196549 0.6834 -6.00
255161_at putative reverse transcriptase --- --- 1.09 0.12 1.14 0.29175286 0.6834 -6.00
249423_at Expressed protein ; supported by f --- AT5G39785 -1.13 -0.17 -1.14 0.29168274 0.6834 -6.00
257958_at unknown protein similar to disease--- AT3G25510 -1.11 -0.15 -1.14 0.29160467 0.6834 -6.00
253130_at putative protein  ;supported by full- --- AT4G35510 -1.17 -0.22 -1.14 0.29167777 0.6834 -6.00
260782_at unknown protein ; supported by cD--- AT1G14570 1.08 0.12 1.14 0.29182508 0.6834 -6.00
255427_at hypothetical protein --- AT4G03380 -1.07 -0.10 -1.14 0.29189965 0.6834 -6.00
262549_at hypothetical protein similar to hypo--- AT1G31290 -1.09 -0.12 -1.14 0.29194853 0.6834 -6.00
265553_at putative retroelement pol polyprote--- --- 1.09 0.13 1.14 0.29153613 0.6834 -6.00
246692_at putative protein predicted protein, --- --- -1.12 -0.16 -1.14 0.29160584 0.6834 -6.00
267257_at putative casein kinase II catalytic (a--- AT2G23080 -1.07 -0.10 -1.14 0.29173575 0.6834 -6.00
255853_at hypothetical protein predicted by g --- AT1G67020 -1.08 -0.12 -1.14 0.29183359 0.6834 -6.00
261562_at actin depolymerizing factor, putativADF11 AT1G01750 1.13 0.18 1.14 0.29196731 0.6834 -6.00
252997_at putative pollen allergen pollen alleATEXLA2 AT4G38400 -1.28 -0.36 -1.14 0.29291982 0.6839 -6.00
258282_at unknown protein --- AT3G26910 1.28 0.35 1.14 0.29265817 0.6839 -6.00
256400_at putative RING zinc finger protein c--- AT3G06140 1.13 0.17 1.14 0.29299257 0.6839 -6.00
256220_at unknown protein --- AT1G56230 -1.12 -0.17 -1.14 0.2929087 0.6839 -6.00
265732_at predicted by genscan and genefind--- AT2G01300 -1.68 -0.75 -1.14 0.29235909 0.6839 -6.00
250524_at putative protein contains similarity --- AT5G08520 1.09 0.12 1.14 0.29285223 0.6839 -6.00
257408_at unknown protein similar to A. thaliaSON1 AT2G17310 -1.11 -0.15 -1.14 0.29250303 0.6839 -6.00
253467_at putative protein hypothetical prote --- AT4G32140 1.11 0.15 1.14 0.29294727 0.6839 -6.00
263510_s_at hypothetical protein --- AT2G07681 / -1.08 -0.11 -1.14 0.29296336 0.6839 -6.00
267311_at hypothetical protein --- AT2G34670 1.08 0.11 1.14 0.29287785 0.6839 -6.00
255461_at ent-kaurene synthetase A - like proGA1 AT4G02780 -1.10 -0.14 -1.14 0.29280076 0.6839 -6.00
248950_at ATP-dependent Clp protease proteCLPP4 AT5G45390 1.11 0.15 1.14 0.29224407 0.6839 -6.00
263738_at hypothetical protein predicted by g --- AT1G60060 -1.29 -0.37 -1.14 0.29275097 0.6839 -6.00
267450_at hypothetical protein predicted by g --- AT2G33720 -1.14 -0.20 -1.14 0.2928771 0.6839 -6.00
252203_at hypothetical protein --- AT3G50320 -1.08 -0.12 -1.14 0.29260769 0.6839 -6.00
252466_x_at putative protein several hypothetica--- --- -1.09 -0.13 -1.14 0.2927032 0.6839 -6.00
262727_at thaumatin, putative contains Pfam--- AT1G75800 -1.09 -0.12 -1.14 0.29261353 0.6839 -6.00
245788_at hypothetical protein similar to hypo--- AT1G32120 / 1.24 0.31 1.14 0.29264603 0.6839 -6.00



259681_at nitrate reductase 1 (NR1) identical NIA1 AT1G77760 1.93 0.95 1.14 0.29261503 0.6839 -6.00
261877_at putative indole-3-acetate beta-gluc --- AT1G50580 -1.09 -0.13 -1.14 0.29290986 0.6839 -6.00
260454_at RING-H2 zinc finger protein (ATL3 ATL3 AT1G72310 1.21 0.28 1.14 0.2928854 0.6839 -6.00
AFFX-CreX-5_aBacteriophage P1 /GEN=cre /DB_X--- --- -1.22 -0.28 -1.14 0.29265736 0.6839 -6.00
260567_at putative glucosyltransferase  ;suppUGT74F2 AT2G43820 -1.15 -0.21 -1.14 0.29301653 0.6839 -6.00
250022_at Brn1-like protein --- AT5G18210 1.18 0.24 1.14 0.29299108 0.6839 -6.00
264466_at Expressed protein ; supported by f --- AT1G10380 1.21 0.28 1.14 0.29269472 0.6839 -6.00
259284_at putative cell division related protein--- AT3G11450 1.11 0.15 1.14 0.29266652 0.6839 -6.00
258702_at hypothetical protein predicted by g --- AT3G09730 1.13 0.18 1.14 0.29249242 0.6839 -6.00
245943_at putative protein permease family p--- AT5G19500 -1.13 -0.17 -1.14 0.29246333 0.6839 -6.00
256628_at membrane import protein, putativeTOM40 AT3G20000 1.16 0.21 1.14 0.29305424 0.6839 -6.00
253070_at putative protein symbiotic ammon --- AT4G37850 -1.10 -0.14 -1.14 0.29308358 0.6839 -6.00
245775_at serine/threonine kinase, putative sCIPK23 AT1G30270 -1.10 -0.13 -1.14 0.2932854 0.6839 -6.00
259125_at unknown protein Pfam HMM hit: R --- AT3G02300 -1.08 -0.11 -1.14 0.29314495 0.6839 -6.00
255140_x_at extensin-like protein hydroxyprolin--- AT4G08410 -1.16 -0.21 -1.14 0.29319963 0.6839 -6.00
265211_at late embryogenesis abundant proteATECP63 AT2G36640 -1.08 -0.11 -1.14 0.2932127 0.6839 -6.00
246629_at unknown protein similar to hypothe--- AT1G50750 1.12 0.17 1.14 0.2931887 0.6839 -6.00
256796_at hypothetical protein predicted by g --- AT3G22210 1.17 0.23 1.14 0.29329675 0.6839 -6.00
253194_s_at hypothetical protein --- --- -1.10 -0.13 -1.14 0.29326545 0.6839 -6.00
245875_at hypothetical protein predicted by g --- AT1G26240 1.12 0.16 1.14 0.29335042 0.6840 -6.00
252943_at cinnamyl-alcohol dehydrogenase CCAD9 AT4G39330 1.89 0.92 1.14 0.29343199 0.6841 -6.00
260515_at ATP-dependent transmembrane tr--- AT1G51460 1.11 0.15 1.14 0.29347055 0.6841 -6.00
250125_at biotin carboxyl carrier protein of ac CAC1 AT5G16390 1.10 0.13 1.14 0.29351022 0.6841 -6.00
250222_at putative protein similar to unknown--- AT5G14050 1.16 0.22 1.14 0.2935826 0.6842 -6.00
249832_at disease resistance protein-like --- AT5G23400 1.12 0.16 1.14 0.29362072 0.6842 -6.00
248580_at chloride channel (emb|CAA70310. CLC-C AT5G49890 -1.13 -0.17 -1.14 0.29363574 0.6842 -6.00
247560_at putative protein predicted proteins --- AT5G61090 -1.12 -0.16 -1.14 0.29373394 0.6843 -6.00
259095_at acyl carrier protein 1 precursor (ACACP1 AT3G05020 1.25 0.32 1.14 0.29372609 0.6843 -6.00
250178_at putative protein various unknown o--- AT5G14430 1.08 0.11 1.14 0.29383295 0.6843 -6.00
258952_at putative RNase H contains Pfam p --- AT3G01410 -1.11 -0.15 -1.14 0.29383738 0.6843 -6.00
249163_at glucose-6-phosphate isomerase, c--- AT5G42740 -1.13 -0.18 -1.14 0.29382115 0.6843 -6.00
253111_at putative protein glutamic acid-rich --- AT4G35940 -1.14 -0.18 -1.14 0.29388292 0.6844 -6.00
262335_at hypothetical protein predicted by g SPO11-2 AT1G63990 -1.07 -0.10 -1.14 0.29391733 0.6844 -6.00
258914_at hypothetical protein predicted by g AGP27 AT3G06360 -1.08 -0.11 -1.14 0.29398259 0.6845 -6.00
266767_at Expressed protein ; supported by f --- AT2G46910 1.13 0.17 1.14 0.29402071 0.6845 -6.00



253897_at putative protein --- AT4G27120 1.09 0.12 1.14 0.2940922 0.6846 -6.00
247958_at putative protein similar to unknown--- AT5G57070 -1.10 -0.14 -1.14 0.29411389 0.6846 -6.00
247293_at putative protein similar to unknown--- AT5G64510 -1.36 -0.44 -1.14 0.29426653 0.6849 -6.00
260953_at transcriptional activator RF2a, put --- AT1G06070 1.10 0.14 1.14 0.29432306 0.6849 -6.00
264128_at unknown protein --- AT1G79190 1.09 0.13 1.14 0.29436646 0.6849 -6.00
249232_at dynamin-like protein (pir||S59558) ADL1 AT5G42080 1.14 0.19 1.14 0.29439229 0.6849 -6.00
246926_at putative protein --- AT5G25240 1.18 0.23 1.14 0.29460645 0.6851 -6.01
252207_at putative protein mRNA of unknow --- AT3G50370 1.10 0.14 1.14 0.29457178 0.6851 -6.01
264686_at shaggy-like protien kinase, kappa ATSK41 AT1G09840 1.08 0.11 1.14 0.29460811 0.6851 -6.01
251163_at putative protein S1R protein - Hom--- AT3G63310 1.08 0.11 1.14 0.29463672 0.6851 -6.01
263279_x_at hypothetical protein predicted by g --- --- -1.10 -0.14 -1.14 0.29460697 0.6851 -6.01
247606_at RNA helicase --- AT5G61000 1.29 0.37 1.14 0.29457848 0.6851 -6.01
265351_at putative MADS-box protein AGL17AGL17 AT2G22630 -1.10 -0.14 -1.14 0.29467655 0.6851 -6.01
262528_at H+-transporting ATPase AHA10 Id AHA10 AT1G17260 -1.12 -0.16 -1.14 0.29473862 0.6852 -6.01
260974_at receptor-like serine/threonine kina --- AT1G53440 -1.21 -0.28 -1.14 0.29476906 0.6852 -6.01
256919_at hypothetical protein predicted by g --- AT3G18970 1.11 0.14 1.14 0.29492171 0.6854 -6.01
247496_at putative protein predicted proteinsGUT1 AT5G61840 1.09 0.12 1.14 0.29492045 0.6854 -6.01
249377_at putative protein predicted proteins --- AT5G40690 1.18 0.24 1.14 0.29496066 0.6854 -6.01
257344_s_at pseudogene,  putative mutator-like--- --- -1.14 -0.19 -1.14 0.29501836 0.6855 -6.01
258475_at putative tyrosyl-tRNA synthetase s emb2768 AT3G02660 1.09 0.12 1.14 0.29511861 0.6856 -6.01
263744_at Mutator-like transposase similar to --- AT2G21420 -1.10 -0.14 -1.14 0.29517033 0.6857 -6.01
247630_at putative protein SIZ1 AT5G60410 -1.11 -0.15 -1.13 0.29523979 0.6857 -6.01
248691_at putative protein strong similarity to --- AT5G48310 -1.09 -0.12 -1.13 0.295232 0.6857 -6.01
256670_at Athila ORF 1, putative similar to A --- --- -1.09 -0.12 -1.13 0.29536194 0.6859 -6.01
255680_at hypothetical protein --- AT4G00530 1.12 0.17 1.13 0.29552781 0.6862 -6.01
265832_at putative replication protein A1 --- --- -1.08 -0.11 -1.13 0.2955807 0.6863 -6.01
AFFX-Athal-GAArabidopsis thaliana /REF=M6411 GAPC1 --- 1.15 0.20 1.13 0.29584099 0.6867 -6.01
261661_at lysophospholipase homolog, putat--- AT1G18360 -1.16 -0.21 -1.13 0.29582319 0.6867 -6.01
258944_at hypothetical protein similar to hypoFLD AT3G10390 -1.12 -0.16 -1.13 0.29578503 0.6867 -6.01
252762_at putative protein hypothetical prote --- AT3G42780 -1.13 -0.18 -1.13 0.29593288 0.6868 -6.01
266986_at putative dolichyl-phosphate beta-g --- AT2G39630 1.08 0.11 1.13 0.29597134 0.6869 -6.01
258723_at putative MYB-related protein simila--- AT3G09600 -1.09 -0.13 -1.13 0.29601792 0.6869 -6.01
245155_at putative protein similarity to predic--- AT5G12470 1.15 0.20 1.13 0.29609629 0.6869 -6.01
263772_at Expressed protein ; supported by f ELF4-L3 AT2G06255 -1.18 -0.24 -1.13 0.29607033 0.6869 -6.01
263934_at hypothetical protein predicted by g EDA12 AT2G35950 1.08 0.10 1.13 0.29625203 0.6870 -6.01



254326_at putative protein AIR1, Arabidopsis--- AT4G22610 -1.10 -0.14 -1.13 0.29616596 0.6870 -6.01
256388_at unknown protein --- AT3G06180 1.10 0.14 1.13 0.29620291 0.6870 -6.01
259869_at putative heat shock protein predict --- AT1G76770 -1.09 -0.13 -1.13 0.29622339 0.6870 -6.01
254013_at putative leucine-rich-repeat protein--- AT4G26050 -1.15 -0.20 -1.13 0.29634782 0.6872 -6.01
256207_at GTP-binding protein, putative simi --- AT1G50920 1.12 0.17 1.13 0.29641905 0.6872 -6.01
263708_at unknown protein --- AT1G09320 1.09 0.13 1.13 0.29644108 0.6872 -6.01
254644_at CLE2, putative CLAVATA3/ESR-RCLE2 AT4G18510 1.11 0.15 1.13 0.29643375 0.6872 -6.01
251628_at translation initiation factor 3 -like pEIF3E AT3G57290 1.11 0.15 1.13 0.2965904 0.6875 -6.01
264437_at unknown protein EST gb|N65787 c--- AT1G27510 1.10 0.14 1.13 0.29663282 0.6875 -6.01
267151_at aspartate aminotransferase (AAT1 ASP1 AT2G30970 -1.13 -0.18 -1.13 0.29671279 0.6876 -6.01
259980_at unknown protein  ;supported by ful --- AT1G76520 -1.20 -0.27 -1.13 0.2968588 0.6876 -6.01
249582_at calmodulin 1 (CAM1)  ; supported bCAM1 AT5G37780 1.12 0.16 1.13 0.29704994 0.6876 -6.01
253873_at hypothetical protein ;supported by PRA1.H AT4G27540 -1.09 -0.12 -1.13 0.29685485 0.6876 -6.01
255784_at hypothetical protein predicted by g --- AT1G19860 1.09 0.12 1.13 0.29708387 0.6876 -6.01
266776_at putative ubiquitin fusion-degradatio--- AT2G29070 1.11 0.16 1.13 0.29702588 0.6876 -6.01
250570_at putative protein hypothetical bacte EMB1873 AT5G08170 -1.13 -0.18 -1.13 0.2972032 0.6876 -6.01
259215_at unknown protein largely predicted DEX1 AT3G09090 1.09 0.12 1.13 0.29693998 0.6876 -6.01
265128_at hypothetical protein predicted by g --- AT1G30860 -1.12 -0.17 -1.13 0.29719276 0.6876 -6.01
257430_at hypothetical protein similar to hypo--- AT2G28580 -1.12 -0.16 -1.13 0.29714486 0.6876 -6.01
264306_at unknown protein predicted by gene--- AT1G78890 1.11 0.15 1.13 0.29719923 0.6876 -6.01
264468_at unknown protein similar to daunoru--- AT1G10310 -1.12 -0.16 -1.13 0.2968614 0.6876 -6.01
255299_at putative adenosine deaminase sim--- AT4G04880 1.10 0.14 1.13 0.29700093 0.6876 -6.01
263080_at hypothetical protein predicted by g --- --- -1.11 -0.15 -1.13 0.29717182 0.6876 -6.01
256608_at hypothetical protein predicted by g --- AT3G30840 -1.07 -0.10 -1.13 0.29711875 0.6876 -6.01
252477_at glucosyltransferase-like protein UD--- AT3G46680 -1.13 -0.18 -1.13 0.29702871 0.6876 -6.01
248671_at putative protein strong similarity to --- AT5G48750 -1.08 -0.11 -1.13 0.29720576 0.6876 -6.01
260403_at hypothetical protein predicted by g WRKY36 AT1G69810 -1.08 -0.11 -1.13 0.2973016 0.6878 -6.01
247875_at putative protein similar to unknown--- AT5G57720 1.10 0.14 1.13 0.29743537 0.6879 -6.01
251449_at Rab GDP dissociation inhibitor  ; suATGDI2 AT3G59920 1.12 0.16 1.13 0.29740995 0.6879 -6.01
263278_at dynamin-like protein DRP3B AT2G14120 -1.11 -0.15 -1.13 0.29738083 0.6879 -6.01
261778_at hypothetical protein predicted by g --- AT1G76220 -1.07 -0.10 -1.13 0.29749674 0.6879 -6.01
255016_at sucrose-phosphate synthase - likeATSPS4F AT4G10120 1.15 0.20 1.13 0.29776384 0.6880 -6.01
261591_at protein kinase, putative similar to p--- AT1G01740 -1.13 -0.18 -1.13 0.29770459 0.6880 -6.01
257887_at protein phosphatase-2c, putative s--- AT3G17090 1.11 0.16 1.13 0.29762911 0.6880 -6.01
249645_at thionin Thi2.2  ;supported by full-le THI2.2 AT5G36910 -1.13 -0.18 -1.13 0.2976557 0.6880 -6.01



267626_at putative cytochrome P450 CYP712A1 AT2G42250 -1.16 -0.21 -1.13 0.29758995 0.6880 -6.01
266423_at putative DNA-directed RNA polymeRPB5D AT2G41340 1.12 0.17 1.13 0.29769038 0.6880 -6.01
248254_at receptor protein kinase-like protein --- AT5G53320 1.13 0.17 1.13 0.29775865 0.6880 -6.01
263751_at putative kinesin heavy chain --- AT2G21300 1.17 0.22 1.13 0.2977158 0.6880 -6.01
258269_at putative acetyl-CoA carboxylase bi --- AT3G15690 1.09 0.12 1.13 0.29794737 0.6882 -6.01
265509_at putative retroelement pol polyprote--- --- -1.12 -0.17 -1.13 0.29792801 0.6882 -6.01
255566_s_at hypothetical protein --- AT3G48670 / 1.10 0.14 1.13 0.29789431 0.6882 -6.01
256522_at unknown protein ;supported by full CMPG1 AT1G66160 1.59 0.67 1.13 0.29789651 0.6882 -6.01
245476_at hypothetical protein --- AT4G16090 -1.10 -0.14 -1.13 0.29816766 0.6883 -6.02
246422_at ADP-ribosylation factor -like proteiATARFB1BAT5G17060 -1.21 -0.28 -1.13 0.29818769 0.6883 -6.02
247431_at putative protein similar to unknownSRO5 AT5G62520 -1.22 -0.29 -1.13 0.29814525 0.6883 -6.02
257364_at hypothetical protein predicted by g --- AT2G45940 1.07 0.10 1.13 0.29819584 0.6883 -6.02
249820_at putative protein contains similarity --- AT5G23650 -1.16 -0.21 -1.13 0.29809643 0.6883 -6.01
254824_s_at origin recognition complex subunitORC1B AT4G12620 / 1.14 0.18 1.13 0.29815991 0.6883 -6.02
265405_at putative protein kinase contains a p--- AT2G16750 1.18 0.24 1.13 0.29832753 0.6885 -6.02
261773_at hypothetical protein predicted by g --- AT1G76250 -1.13 -0.18 -1.13 0.29831778 0.6885 -6.02
262871_at hypothetical protein predicted by g --- AT1G65010 1.32 0.40 1.13 0.29866937 0.6885 -6.02
255474_at coded for by A. thaliana cDNA T75--- AT4G02480 1.09 0.13 1.13 0.29857845 0.6885 -6.02
245796_at unknown protein similar to unknowRCD1 AT1G32230 1.09 0.13 1.13 0.298965 0.6885 -6.02
264450_s_at unknown protein similar to hypotheSNL6 AT1G10250 / 1.16 0.21 1.13 0.29879849 0.6885 -6.02
255839_at putative CONSTANS-like B-box zin--- AT2G33500 1.08 0.11 1.13 0.29846648 0.6885 -6.02
261608_at unknown protein similar to putative--- AT1G49650 -1.10 -0.14 -1.13 0.29876319 0.6885 -6.02
254969_at hypothetical protein  ;supported by --- AT4G10360 1.09 0.12 1.13 0.29840607 0.6885 -6.02
249633_at sucrose synthase-like protein sucrSUS5 AT5G37180 -1.09 -0.12 -1.13 0.29847452 0.6885 -6.02
264624_at zinc finger protein ATZF1, putativeERD6 AT1G08930 1.13 0.18 1.13 0.29904135 0.6885 -6.02
245033_at putative disease resistance protein--- AT2G26380 -1.09 -0.12 -1.13 0.29881097 0.6885 -6.02
254114_at putative protein (fragment) MtN21 --- AT4G24980 -1.12 -0.16 -1.13 0.29886444 0.6885 -6.02
257001_at Sm protein, putative similar to GB --- AT3G14080 1.10 0.13 1.13 0.29899069 0.6885 -6.02
257360_at unknown protein --- AT2G39240 -1.08 -0.11 -1.13 0.29910515 0.6885 -6.02
254050_s_at hypothetical protein  ; supported by--- AT4G25670 / 1.09 0.13 1.13 0.29868169 0.6885 -6.02
250949_at putative protein --- AT5G03510 1.08 0.11 1.13 0.29893701 0.6885 -6.02
244966_at cytochrome b6-f complex, subunit --- --- -1.15 -0.20 -1.13 0.29876464 0.6885 -6.02
265810_at unknown protein --- AT2G18090 -1.16 -0.21 -1.13 0.29910742 0.6885 -6.02
253933_at hypothetical protein --- AT4G26820 1.11 0.15 1.13 0.29894253 0.6885 -6.02
257156_at hypothetical protein predicted by g --- AT3G24260 1.08 0.12 1.13 0.29898419 0.6885 -6.02



247121_at putative protein contains similarity --- AT5G66010 1.11 0.15 1.13 0.29850393 0.6885 -6.02
259656_at protein kinase, putative contains P--- AT1G55200 -1.09 -0.12 -1.13 0.29909481 0.6885 -6.02
254729_at putative protein purple acid phosp PAP23 AT4G13700 -1.11 -0.15 -1.13 0.2986239 0.6885 -6.02
266820_at putative AP2 domain transcription --- AT2G44940 -1.27 -0.35 -1.13 0.29855573 0.6885 -6.02
264747_at unknown protein --- AT1G70150 1.12 0.17 1.13 0.29870341 0.6885 -6.02
257768_at RING zinc finger protein, putative --- AT3G23060 -1.12 -0.17 -1.13 0.29874896 0.6885 -6.02
250267_at putative protein predicted proteins --- AT5G12930 1.45 0.53 1.12 0.29920921 0.6887 -6.02
260380_at hypothetical protein predicted by g --- AT1G73870 -1.20 -0.27 -1.12 0.29922833 0.6887 -6.02
252588_at putative protein potential transcrip --- AT3G45630 -1.09 -0.12 -1.12 0.29927111 0.6887 -6.02
249847_at serine carboxypeptidase II-like pro SCPL34 AT5G23210 1.15 0.20 1.12 0.29947895 0.6889 -6.02
259290_at putative cyclin similar to cyclin cyc1CYCB1;3 AT3G11520 -1.14 -0.18 -1.12 0.29950324 0.6889 -6.02
256342_at unknown protein ; supported by ful --- AT1G72020 1.09 0.13 1.12 0.29942212 0.6889 -6.02
265856_at hypothetical protein predicted by g LBD16 AT2G42430 1.13 0.18 1.12 0.29948838 0.6889 -6.02
262063_at unknown protein identical to unkno--- AT1G80000 1.11 0.15 1.12 0.29949486 0.6889 -6.02
255460_at hypothetical protein similar to A. th --- AT4G02800 1.08 0.12 1.12 0.29955096 0.6889 -6.02
260791_at lipase-like protein similar to lipase --- AT1G06250 -1.09 -0.13 -1.12 0.29958548 0.6889 -6.02
248115_at putative protein strong similarity to --- AT5G54870 1.18 0.23 1.12 0.2997068 0.6891 -6.02
255305_at putative ABC transporter similar toATABC1 AT4G04770 1.13 0.17 1.12 0.2998342 0.6892 -6.02
255524_at hypothetical protein similar to pectiATPMEPCRAT4G02330 1.52 0.61 1.12 0.2998146 0.6892 -6.02
253371_at putative protein FAB1 protein, Sac--- AT4G33240 1.11 0.14 1.12 0.29981537 0.6892 -6.02
248607_at NaCl-inducible Ca2+-binding prote ATCP1 AT5G49480 -1.26 -0.34 -1.12 0.30002367 0.6896 -6.02
252514_at GTP-binding protein ara-3  ; suppoATRAB8A AT3G46060 1.08 0.11 1.12 0.30009848 0.6897 -6.02
252063_at lipid transfer protein-like protein lipLTP12 AT3G51590 -1.10 -0.13 -1.12 0.30013509 0.6897 -6.02
249738_at 60s acidic ribosomal protein P1 --- AT5G24510 1.08 0.11 1.12 0.30018637 0.6898 -6.02
248474_at pyruvate dehydrogenase E1 compMAB1 AT5G50850 1.11 0.16 1.12 0.30023498 0.6898 -6.02
252088_at putative protein --- AT3G52100 / 1.12 0.16 1.12 0.30025928 0.6898 -6.02
265868_at unknown protein  ;supported by ful PUX2 AT2G01650 1.13 0.18 1.12 0.30047142 0.6898 -6.02
264906_at putative mitochondrial phosphate t --- AT2G17270 1.13 0.18 1.12 0.30043441 0.6898 -6.02
259967_at putative DNA-binding protein conta--- AT1G76510 1.08 0.11 1.12 0.30036215 0.6898 -6.02
264783_at putative calcium-dependent protei PPCK1 AT1G08650 -1.20 -0.27 -1.12 0.30047114 0.6898 -6.02
265045_s_at putative protein kinase, ADK1 duaADK1 AT1G03930 / -1.19 -0.25 -1.12 0.30044394 0.6898 -6.02
254086_at putative proteasome regulatory su--- AT4G24820 1.08 0.10 1.12 0.3003311 0.6898 -6.02
257695_at hypothetical protein contains Pfam HUA1 AT3G12680 1.10 0.14 1.12 0.30036001 0.6898 -6.02
256892_at hypothetical protein contains simil --- AT3G19000 1.17 0.23 1.12 0.30056685 0.6899 -6.02
246019_at putative protein predicted proteins --- AT5G10690 1.12 0.17 1.12 0.30054162 0.6899 -6.02



248665_at Expressed protein ; supported by f --- AT5G48655 1.08 0.11 1.12 0.30074917 0.6902 -6.02
252553_at putative protein --- AT3G45910 1.09 0.12 1.12 0.30087973 0.6903 -6.02
250093_at hypothetical protein --- AT5G17370 -1.08 -0.11 -1.12 0.30088049 0.6903 -6.02
251101_at putative transporter protein Na+/H+CHX26 AT5G01680 -1.07 -0.10 -1.12 0.30082489 0.6903 -6.02
261220_at ER lumen protein-retaining recepto--- AT1G19970 -1.23 -0.30 -1.12 0.30106762 0.6904 -6.02
248423_at putative protein contains similarity --- AT5G51670 1.15 0.20 1.12 0.30098701 0.6904 -6.02
260941_at peroxidase, putative similar to per --- AT1G44970 -1.15 -0.20 -1.12 0.30108927 0.6904 -6.02
252492_at chloroplast import-associated cha TOC75-III AT3G46740 1.11 0.15 1.12 0.30108905 0.6904 -6.02
247984_s_at IAA-amino acid hydrolase homologILL1 AT5G56650 / 1.14 0.19 1.12 0.30106356 0.6904 -6.02
245522_at hypothetical protein --- AT4G15890 -1.09 -0.12 -1.12 0.30112044 0.6904 -6.02
264133_at hypothetical protein predicted by g --- AT1G79080 1.10 0.13 1.12 0.30131626 0.6908 -6.02
262419_at hypothetical protein identical to hyp--- AT1G50380 1.13 0.18 1.12 0.30177295 0.6910 -6.02
252286_at putative protein --- AT3G49070 -1.07 -0.10 -1.12 0.30144565 0.6910 -6.02
258201_at hypothetical protein predicted by g --- AT3G13910 -1.19 -0.25 -1.12 0.30184137 0.6910 -6.03
247474_at putative protein predicted proteins --- AT5G62280 1.73 0.79 1.12 0.30172836 0.6910 -6.02
251146_at neoxanthin cleavage enzyme nc1 CCD1 AT3G63520 1.13 0.18 1.12 0.30183616 0.6910 -6.03
265644_at hypothetical protein predicted by g ATEPR1 AT2G27380 -1.08 -0.12 -1.12 0.30167172 0.6910 -6.02
251223_at putative transcription factor MYB11ATMYB11 AT3G62610 -1.08 -0.11 -1.12 0.30185828 0.6910 -6.03
260098_at tumor-related protein, putative sim--- AT1G73320 -1.17 -0.23 -1.12 0.30160872 0.6910 -6.02
258287_at putative sulfate transporter similar SULTR3;4 AT3G15990 -1.27 -0.35 -1.12 0.3016816 0.6910 -6.02
256878_at major latex protein, putative simila--- AT3G26460 -1.12 -0.16 -1.12 0.30185811 0.6910 -6.03
248991_at putative protein contains similarity --- AT5G45220 -1.15 -0.20 -1.12 0.30158585 0.6910 -6.02
247035_at putative protein similar to unknownALC AT5G67110 1.08 0.12 1.12 0.30178536 0.6910 -6.02
254717_at histone H2A.F/Z - like protein histoHTA4 AT4G13570 -1.11 -0.16 -1.12 0.30156716 0.6910 -6.02
254297_at hypothetical protein --- AT4G23110 1.08 0.11 1.12 0.30183562 0.6910 -6.03
259276_at putative peroxidase very similar to --- AT3G01190 1.08 0.11 1.12 0.30149101 0.6910 -6.02
250873_at lipase -like protein lipase Arab-1, A--- AT5G03980 -1.10 -0.13 -1.12 0.30190226 0.6911 -6.03
262990_at E2, ubiquitin-conjugating enzyme, MMZ1 AT1G23260 1.08 0.12 1.12 0.30200596 0.6911 -6.03
265231_s_at hypothetical protein --- AT2G07713 -1.09 -0.12 -1.12 0.30201995 0.6911 -6.03
255375_at putative athila-like protein --- --- -1.08 -0.12 -1.12 0.30204746 0.6911 -6.03
250778_at unknown protein ;supported by full --- AT5G05500 -1.09 -0.13 -1.12 0.30201687 0.6911 -6.03
258500_at S-adenosylmethionine decarboxylaCPuORF9 AT3G02468 / 1.10 0.13 1.12 0.30215693 0.6912 -6.03
257123_at hypothetical protein --- AT3G20030 -1.07 -0.10 -1.12 0.30211655 0.6912 -6.03
267138_s_at similar to SOR1 from the fungus C PDX1.1 AT2G38210 / -1.23 -0.30 -1.12 0.30215329 0.6912 -6.03
256255_at MYB-family transcription factor, pu--- AT3G11280 1.07 0.10 1.12 0.30227466 0.6912 -6.03



257000_at hypothetical protein predicted by g --- AT3G14120 1.15 0.20 1.12 0.30224343 0.6912 -6.03
261217_at hypothetical protein contains similaUBP11 AT1G32850 -1.08 -0.11 -1.12 0.30224702 0.6912 -6.03
264401_at dihydroflavonol 4-reductase, putatBAN AT1G61720 -1.07 -0.10 -1.12 0.30240801 0.6915 -6.03
261469_at unknown protein AtRLP4 AT1G28340 1.09 0.12 1.12 0.3024505 0.6915 -6.03
253862_at NOZZLE/SPOROCYTELESS  ; su SPL AT4G27330 -1.12 -0.17 -1.12 0.30261731 0.6917 -6.03
252835_at putative protein several hypothetica--- AT3G42060 1.11 0.14 1.12 0.30257142 0.6917 -6.03
251314_at putative protein several hypothetica--- AT3G61180 -1.07 -0.10 -1.12 0.30264891 0.6917 -6.03
248124_at putative protein contains similarity ATG18F AT5G54730 1.10 0.14 1.12 0.3026237 0.6917 -6.03
265786_at putative replication protein A1 --- --- 1.07 0.10 1.12 0.30271052 0.6917 -6.03
246280_at hypothetical protein --- AT4G36660 -1.21 -0.28 -1.12 0.30280919 0.6919 -6.03
252890_at brassinosteroid insensitive 1 gene BRI1 AT4G39400 -1.09 -0.12 -1.12 0.30302415 0.6919 -6.03
264362_at unknown protein ESTs gb|H36966--- AT1G03290 1.14 0.19 1.12 0.30299935 0.6919 -6.03
255152_at Rab-like protein Rab11 protein - A--- AT4G08190 -1.07 -0.10 -1.12 0.30298803 0.6919 -6.03
255849_at hypothetical protein predicted by g --- AT2G33320 -1.08 -0.12 -1.12 0.30297412 0.6919 -6.03
261671_at hypothetical protein similar to hypo--- AT1G18340 1.16 0.22 1.12 0.30302833 0.6919 -6.03
265846_at putative serine carboxypeptidase I scpl28 AT2G35770 -1.10 -0.14 -1.12 0.30293761 0.6919 -6.03
262674_at anter-specific proline-rich -like prot EXL4 AT1G75910 -1.11 -0.15 -1.12 0.30295284 0.6919 -6.03
247311_at DNA polymerase III catalytic subunEMB2780 AT5G63960 1.10 0.14 1.11 0.30312607 0.6921 -6.03
262209_at hypothetical protein contains simila--- AT1G74720 -1.11 -0.15 -1.11 0.303194 0.6921 -6.03
263512_at hypothetical protein predicted by g --- --- 1.08 0.12 1.11 0.30317245 0.6921 -6.03
263848_at putative reverse transcriptase --- --- -1.10 -0.14 -1.11 0.30323935 0.6921 -6.03
258478_at unknown protein --- AT3G02710 1.09 0.13 1.11 0.30328505 0.6921 -6.03
252174_at putative protein APRIL protein, Ho--- AT3G50690 -1.08 -0.11 -1.11 0.3033584 0.6922 -6.03
267500_s_at putative cytochrome P450 CYP704A1 AT2G44890 / 1.16 0.21 1.11 0.30346615 0.6924 -6.03
264724_at putative JUN kinase activator prot CSN5A AT1G22920 1.08 0.11 1.11 0.30358 0.6926 -6.03
256634_s_at hypothetical protein predicted by g --- --- 1.08 0.11 1.11 0.30361789 0.6926 -6.03
260177_at hypothetical protein predicted by g --- AT1G70650 1.15 0.20 1.11 0.30369927 0.6927 -6.03
264215_at cytochrome P450, putative similar CYP96A3 AT1G65340 -1.08 -0.11 -1.11 0.30369448 0.6927 -6.03
251393_at putative protein symbiosis-related ATG8G AT3G60640 1.14 0.19 1.11 0.30383756 0.6928 -6.03
252887_at putative protein various predicted --- AT4G39240 -1.07 -0.10 -1.11 0.30384404 0.6928 -6.03
252965_at putative auxin-induced protein aux--- AT4G38860 1.25 0.32 1.11 0.30384596 0.6928 -6.03
267053_s_at peroxidase --- AT2G38380 / 1.21 0.27 1.11 0.30387334 0.6928 -6.03
249614_at putative protein predicted proteinsWSD1 AT5G37300 -1.07 -0.10 -1.11 0.30389507 0.6928 -6.03
250876_at hypothetical protein --- AT5G04030 -1.08 -0.12 -1.11 0.3039708 0.6928 -6.03
254046_at hypothetical protein --- AT4G26020 -1.08 -0.11 -1.11 0.30394207 0.6928 -6.03



252411_at putative protein PMP31 protein - CPEX11B AT3G47430 -1.20 -0.27 -1.11 0.30418001 0.6929 -6.03
248719_at respiratory burst oxidase protein  ; RBOHD AT5G47910 -1.36 -0.44 -1.11 0.30417576 0.6929 -6.03
247134_at putative protein similar to unknown--- AT5G66230 -1.09 -0.12 -1.11 0.30409047 0.6929 -6.03
248468_at UDP-glucose:protein transglucosylRGP4 AT5G50750 -1.11 -0.15 -1.11 0.30420104 0.6929 -6.03
259538_at putative serine/threonine kinase ; s--- AT1G12310 1.11 0.16 1.11 0.30424325 0.6929 -6.03
246964_at putative protein crp1 protein - Zea --- AT5G24830 -1.11 -0.15 -1.11 0.30421484 0.6929 -6.03
259797_at unknown protein --- --- -1.11 -0.16 -1.11 0.30422594 0.6929 -6.03
264606_at unknown protein  ;supported by ful --- AT1G04660 -1.13 -0.18 -1.11 0.30452303 0.6932 -6.03
249907_at putative protein DNA repair proteinRAD5 AT5G22750 1.09 0.12 1.11 0.30444867 0.6932 -6.03
249775_at squalene monooxygenase 1,2 (sq SQE6 AT5G24160 -1.16 -0.22 -1.11 0.30441515 0.6932 -6.03
256429_at unknown protein --- AT3G11040 1.12 0.16 1.11 0.30450337 0.6932 -6.03
262774_at chloroplast nucleoid DNA binding --- AT1G13230 -1.08 -0.11 -1.11 0.30443479 0.6932 -6.03
251359_at putative protein several hypothetica--- AT3G61170 -1.08 -0.11 -1.11 0.30446677 0.6932 -6.03
262949_at pectinesterase, putative similar to sks18 AT1G75790 -1.09 -0.13 -1.11 0.30458529 0.6932 -6.03
250479_at GTP-binding protein GTP-binding AtRABH1e AT5G10260 1.10 0.13 1.11 0.30466844 0.6934 -6.03
246227_at hypothetical protein --- AT4G36510 -1.11 -0.14 -1.11 0.30471678 0.6934 -6.03
259820_at subtilisin-like serine protease conta--- AT1G66210 1.10 0.14 1.11 0.30473608 0.6934 -6.03
265091_s_at hypothetical protein similar to Anth --- AT1G03495 / -1.12 -0.17 -1.11 0.30486195 0.6935 -6.03
253441_at putative protein Fidipidine, Drosop--- AT4G32560 -1.09 -0.13 -1.11 0.30485547 0.6935 -6.03
248854_at putative protein contains similarity --- AT5G46580 1.11 0.15 1.11 0.30490919 0.6936 -6.03
247453_at putative protein similar to unknown--- AT5G62440 1.12 0.17 1.11 0.30504447 0.6936 -6.03
245300_at hypothetical protein ; supported by CBL6 AT4G16350 -1.08 -0.11 -1.11 0.30500479 0.6936 -6.03
247484_at putative protein predicted proteins --- AT5G62110 -1.09 -0.12 -1.11 0.30506148 0.6936 -6.03
265463_at unknown protein IRX9 AT2G37090 1.15 0.20 1.11 0.30501939 0.6936 -6.03
256361_at formyl transferase, putative contai pde194 AT1G66520 1.12 0.17 1.11 0.30510917 0.6937 -6.03
257799_at protein kinase, putative similar to s--- AT3G15890 1.10 0.13 1.11 0.30521868 0.6938 -6.03
252460_at putative protein predicted protein, --- --- -1.07 -0.10 -1.11 0.30524182 0.6938 -6.03
248986_at putative protein similar to unknown--- AT5G45170 -1.12 -0.16 -1.11 0.30527072 0.6938 -6.03
252512_at receptor protein kinase -like recep--- AT3G46290 -1.09 -0.12 -1.11 0.30531218 0.6938 -6.03
264172_at unknown protein VAD1 AT1G02120 1.14 0.19 1.11 0.30536549 0.6939 -6.03
250819_at putative protein strong similarity to --- AT5G05100 1.10 0.14 1.11 0.30555516 0.6942 -6.03
257166_at hypothetical protein similar to putat--- AT3G24710 -1.09 -0.13 -1.11 0.30555762 0.6942 -6.03
252206_at centrin ATCEN2 AT3G50360 -1.10 -0.13 -1.11 0.30559898 0.6942 -6.04
257127_at hypothetical protein predicted by g TTN9 AT3G20070 1.11 0.15 1.11 0.30567904 0.6943 -6.04
265716_at unknown protein  ;supported by ful --- AT2G03350 1.13 0.18 1.11 0.30572869 0.6944 -6.04



258186_s_at protein kinase, putative similar to s--- AT1G48490 / -1.08 -0.12 -1.11 0.30580352 0.6944 -6.04
247512_at putative protein predicted protein, --- AT5G61720 -1.08 -0.11 -1.11 0.30578132 0.6944 -6.04
260034_at putative DNA-binding protein Pfam--- AT1G68810 1.29 0.37 1.11 0.30584493 0.6944 -6.04
259259_at spindly (gibberellin signal transduc SPY AT3G11540 -1.09 -0.13 -1.11 0.30591622 0.6945 -6.04
251970_at glucosyltransferase - like protein gUGT73D1 AT3G53150 -1.17 -0.22 -1.11 0.30600346 0.6946 -6.04
266085_at hypothetical protein --- AT2G37800 1.11 0.15 1.11 0.30601194 0.6946 -6.04
256673_at unknown protein FLA15 AT3G52370 -1.42 -0.51 -1.11 0.30605609 0.6946 -6.04
263690_at putative DNA-binding protein Simi AtHB23 AT1G26960 -1.17 -0.23 -1.11 0.30611165 0.6947 -6.04
267627_at putative ATP-dependent RNA helic--- AT2G42270 -1.18 -0.24 -1.11 0.30614225 0.6947 -6.04
262635_at 4-hydroxyphenylpyruvate dioxygenPDS1 AT1G06570 1.20 0.26 1.11 0.30618722 0.6947 -6.04
260690_at RING finger protein, putative simil NHL8 AT1G32340 1.07 0.10 1.11 0.30623265 0.6948 -6.04
254880_at putative protein Crp1, Zea mays, A--- AT4G11690 -1.11 -0.16 -1.11 0.30628506 0.6948 -6.04
250077_at putative protein --- AT5G16680 -1.08 -0.11 -1.11 0.30639705 0.6950 -6.04
247728_at putative protein --- --- 1.09 0.13 1.11 0.3064238 0.6950 -6.04
258393_at unknown protein similar to unknow--- AT3G15480 1.15 0.21 1.11 0.30652416 0.6951 -6.04
260524_at unknown protein --- AT2G47230 -1.09 -0.12 -1.11 0.30650678 0.6951 -6.04
263666_at putative pre-mRNA splicing factor --- AT1G04510 1.13 0.18 1.11 0.30674822 0.6955 -6.04
247963_at  beta-1,3-glucanase-like protein  --- AT5G56590 1.09 0.12 1.11 0.30679504 0.6956 -6.04
249146_at putative protein contains similarity --- AT5G43310 -1.09 -0.12 -1.11 0.30699207 0.6956 -6.04
253956_at fimbrin-like protein (ATFIM1)  ; supFIM1 AT4G26700 -1.16 -0.22 -1.11 0.30699368 0.6956 -6.04
256412_at hypothetical protein predicted by g ELO1 AT3G11220 1.10 0.14 1.11 0.30692925 0.6956 -6.04
266625_at putative peroxidase --- AT2G35380 -1.09 -0.13 -1.11 0.3069825 0.6956 -6.04
266455_at putative bHLH transcription factor --- AT2G22760 -1.23 -0.30 -1.11 0.30697587 0.6956 -6.04
246646_at putative protein  ;supported by full- --- AT5G35090 -1.09 -0.13 -1.11 0.30687516 0.6956 -6.04
251684_at putative protein --- AT3G56410 1.16 0.22 1.11 0.30702824 0.6956 -6.04
247216_at 4-alpha-glucanotransferase  ; suppDPE1 AT5G64860 -1.13 -0.17 -1.10 0.30711881 0.6957 -6.04
246914_at putative protein various predicted --- AT5G25860 1.12 0.17 1.10 0.30715861 0.6958 -6.04
250600_at dimethylaniline monooxygenase-lik--- AT5G07800 1.09 0.12 1.10 0.30730984 0.6958 -6.04
253721_at hypothetical protein  ;supported by --- AT4G29250 -1.12 -0.17 -1.10 0.30731439 0.6958 -6.04
262936_at hypothetical protein similar to putatATCHX2 AT1G79400 -1.13 -0.17 -1.10 0.30729028 0.6958 -6.04
257604_s_at hypothetical protein predicted by g --- AT1G11810 / 1.09 0.12 1.10 0.30731589 0.6958 -6.04
260919_at hypothetical protein predicted by g --- AT1G21520 / 1.39 0.48 1.10 0.3074588 0.6959 -6.04
257651_at polygalacturonase, putative simila --- AT3G16850 -1.19 -0.26 -1.10 0.30747308 0.6959 -6.04
245234_at myb-like protein similarity to ATMYAtMYB18 AT4G25560 1.10 0.14 1.10 0.30742994 0.6959 -6.04
260200_at unknown protein  ; supported by fu --- AT1G67620 1.10 0.13 1.10 0.30745247 0.6959 -6.04



256141_at lysine and histidine specific transp--- AT1G48640 -1.07 -0.10 -1.10 0.30751909 0.6960 -6.04
253688_at putative protein  ;supported by full- --- AT4G29590 -1.14 -0.19 -1.10 0.30765555 0.6961 -6.04
261404_at alpha galactosyltransferase, putat --- AT1G18690 1.16 0.22 1.10 0.30765134 0.6961 -6.04
246569_at lysophospholipase -like protein lys--- AT5G14980 1.08 0.11 1.10 0.30767613 0.6961 -6.04
248586_at putative protein similar to unknown--- AT5G49610 1.10 0.13 1.10 0.30773753 0.6961 -6.04
251781_at P-glycoprotein - like P-glycoproteinPGP20 AT3G55320 -1.09 -0.13 -1.10 0.30773943 0.6961 -6.04
257304_at hypothetical protein predicted by g --- --- -1.08 -0.11 -1.10 0.30780249 0.6962 -6.04
255886_at plastocyanin, putative similar to pl DRT112 AT1G20340 1.08 0.12 1.10 0.30790529 0.6963 -6.04
259628_at hypothetical protein contains Pfam --- AT1G56440 -1.14 -0.18 -1.10 0.30801833 0.6964 -6.04
262387_s_at hypothetical protein contains simila--- AT1G49340 / 1.09 0.13 1.10 0.30803854 0.6964 -6.04
260779_at splicing factor, putative similar to h--- AT1G14650 1.10 0.13 1.10 0.30804829 0.6964 -6.04
259354_at unknown protein --- AT3G05220 -1.16 -0.21 -1.10 0.30800595 0.6964 -6.04
257985_at hypothetical protein predicted by g --- AT3G20810 1.12 0.16 1.10 0.30808458 0.6964 -6.04
255735_at transmembrane protein, putative s--- AT1G25520 1.18 0.24 1.10 0.30814434 0.6965 -6.04
251451_s_at putative protein several hypothetica--- AT3G60040 / 1.10 0.13 1.10 0.30821128 0.6966 -6.04
257775_at short-chain alcohol dehydrogenas --- AT3G29260 -1.10 -0.14 -1.10 0.30832995 0.6968 -6.04
267570_at putative RNA helicase A identical HVT1 AT2G30800 1.11 0.15 1.10 0.30837189 0.6968 -6.04
255774_at unknown protein --- AT1G18620 -1.22 -0.28 -1.10 0.30913779 0.6968 -6.04
261618_at unknown protein --- AT1G33110 -1.22 -0.28 -1.10 0.3086361 0.6968 -6.04
257587_at 3'-5' exonuclease, putative contain--- AT1G56310 1.08 0.12 1.10 0.3092273 0.6968 -6.04
266939_at plasma membrane proton ATPase AHA1 AT2G18960 1.07 0.10 1.10 0.30931263 0.6968 -6.04
250811_at cysteine proteinase inhibitor-like pr--- AT5G05110 1.18 0.24 1.10 0.30925288 0.6968 -6.04
247885_at putative protein similar to unknown--- AT5G57830 -1.16 -0.21 -1.10 0.30861754 0.6968 -6.04
262741_at hypothetical protein --- AT1G28760 -1.08 -0.11 -1.10 0.3089361 0.6968 -6.04
250770_at laccase (diphenol oxidase) LAC12 AT5G05390 -1.13 -0.18 -1.10 0.30920805 0.6968 -6.04
247591_at high-affinity nitrate transporter AC NRT2.4 AT5G60770 -1.08 -0.12 -1.10 0.30853074 0.6968 -6.04
248502_at putative protein strong similarity to --- AT5G50450 -1.13 -0.17 -1.10 0.30884397 0.6968 -6.04
258402_at unknown protein very similar to un --- AT3G15450 1.23 0.30 1.10 0.30927712 0.6968 -6.04
253473_at putative protein mixed-lineage pro --- AT4G32250 1.18 0.24 1.10 0.30900924 0.6968 -6.04
251994_at protein kinase - like protein kinaseKIPK AT3G52890 1.19 0.25 1.10 0.30901946 0.6968 -6.04
267048_at hypothetical protein predicted by g --- AT2G34200 1.13 0.17 1.10 0.30878831 0.6968 -6.04
264808_at unknown protein similar to EST gb PRA1.E AT1G08770 -1.09 -0.12 -1.10 0.3086929 0.6968 -6.04
254461_at receptor kinase - like protein SRK3--- AT4G21230 1.13 0.18 1.10 0.30895146 0.6968 -6.04
253642_at hypothetical protein  ;supported by --- AT4G29960 1.11 0.15 1.10 0.30873531 0.6968 -6.04
249891_at unknown protein --- AT5G22590 1.07 0.09 1.10 0.30897385 0.6968 -6.04



259843_at hypothetical protein predicted by g --- AT1G73570 -1.13 -0.17 -1.10 0.30912085 0.6968 -6.04
250871_at putative protein --- AT5G03930 1.10 0.14 1.10 0.3084533 0.6968 -6.04
261525_at hypothetical protein predicted by g --- AT1G14330 -1.12 -0.17 -1.10 0.30889754 0.6968 -6.04
262010_at hypothetical protein predicted by g --- --- -1.10 -0.14 -1.10 0.30905057 0.6968 -6.04
257416_at unknown protein --- AT2G17750 1.11 0.15 1.10 0.30896469 0.6968 -6.04
255326_at hypothetical protein --- --- -1.07 -0.10 -1.10 0.30878647 0.6968 -6.04
246672_at putative protein --- --- 1.08 0.11 1.10 0.3087382 0.6968 -6.04
252564_at actin depolymerizing factor 1 (ADFADF1 AT3G46010 1.10 0.13 1.10 0.30928631 0.6968 -6.04
264762_at receptor kinase, putative similar to--- AT1G61460 -1.11 -0.15 -1.10 0.30907838 0.6968 -6.04
245596_at hypothetical protein AtPRD1 AT4G14180 1.09 0.12 1.10 0.30898735 0.6968 -6.04
251903_at putative protein 24 kDa seed matu--- AT3G54120 1.24 0.30 1.10 0.30884648 0.6968 -6.04
251198_at putative protein PGP237-11, Petu --- AT3G62970 1.09 0.12 1.10 0.30928303 0.6968 -6.04
245916_at putative protein --- AT5G28720 1.10 0.14 1.10 0.30934369 0.6968 -6.04
263126_at hypothetical protein predicted by g --- AT1G78460 -1.34 -0.43 -1.10 0.3096314 0.6973 -6.05
256722_at hypothetical protein predicted by g --- AT2G34050 1.18 0.24 1.10 0.30961111 0.6973 -6.05
254116_at hypothetical protein --- AT4G24730 -1.08 -0.12 -1.10 0.30967654 0.6974 -6.05
259328_at putative lectin contains Pfam profi ATMLP-300AT3G16440 -1.11 -0.15 -1.10 0.30970799 0.6974 -6.05
266082_at hypothetical protein predicted by g --- AT2G37830 -1.13 -0.18 -1.10 0.30979656 0.6975 -6.05
245183_at putative protein similarity to predic--- AT5G12440 1.12 0.17 1.10 0.30989707 0.6975 -6.05
244913_at hypothetical protein --- --- 1.09 0.13 1.10 0.30989247 0.6975 -6.05
250534_at NADH dehydrogenase  ;supported CI51 AT5G08530 -1.09 -0.12 -1.10 0.30992273 0.6975 -6.05
249261_at putative protein similar to unknown--- --- -1.12 -0.17 -1.10 0.30983597 0.6975 -6.05
259922_at protein phosphatase 2C (AtP2C-HHAB1 AT1G72770 -1.15 -0.20 -1.10 0.3099635 0.6975 -6.05
251560_at squamosa promoter-binding prote SPL15 AT3G57920 -1.12 -0.17 -1.10 0.31003154 0.6976 -6.05
260428_at putative translation initiation factor --- AT1G72340 -1.13 -0.18 -1.10 0.310053 0.6976 -6.05
259527_at hypothetical protein --- AT1G12600 -1.07 -0.10 -1.10 0.31009106 0.6976 -6.05
262997_at disease resistance protein, putativRPP27 AT1G54470 1.08 0.11 1.10 0.31011442 0.6976 -6.05
245723_at hypothetical protein predicted by g --- AT1G73400 1.12 0.16 1.10 0.31022069 0.6977 -6.05
249019_at unknown protein --- AT5G44780 -1.24 -0.30 -1.10 0.31019806 0.6977 -6.05
248694_at unknown protein --- AT5G48340 -1.09 -0.12 -1.10 0.31027871 0.6977 -6.05
265189_at unknown protein  ; supported by cD--- AT1G23840 1.21 0.27 1.10 0.31029072 0.6977 -6.05
263444_at putative MADS-box protein AGL46 AT2G28700 1.10 0.14 1.10 0.31033867 0.6978 -6.05
264659_at unknown protein Similar to S. pom ATOPT2 AT1G09930 -1.09 -0.12 -1.10 0.31041765 0.6979 -6.05
245919_at putative protein various predicted --- AT5G28780 -1.07 -0.10 -1.10 0.3104695 0.6979 -6.05
259862_at hypothetical protein  ;supported by TRFL6 AT1G72650 1.11 0.15 1.10 0.31051509 0.6979 -6.05



255562_at G/T DNA mismatch repair enzyme MSH6 AT4G02070 -1.12 -0.16 -1.10 0.31053253 0.6979 -6.05
248112_at wax synthase-like protein --- AT5G55350 -1.12 -0.16 -1.10 0.31070291 0.6981 -6.05
261211_at uridine diphosphate glucose epimeUGE1 AT1G12780 1.17 0.22 1.10 0.31068514 0.6981 -6.05
254835_s_at flavonoid 3,5-hydroxylase -like proCYP706A5 AT4G12310 / -1.19 -0.25 -1.10 0.31077582 0.6981 -6.05
253604_at hypothetical protein --- AT4G30970 -1.08 -0.11 -1.10 0.3107771 0.6981 -6.05
245846_at P-type transporting ATPase, putat --- AT1G26130 -1.12 -0.17 -1.10 0.31071529 0.6981 -6.05
257520_at hypothetical protein --- AT3G07710 -1.10 -0.14 -1.10 0.31074967 0.6981 -6.05
245530_at splicing factor like protein --- --- -1.10 -0.14 -1.10 0.31084024 0.6981 -6.05
250374_at putative protein EMF1 AT5G11530 1.17 0.23 1.10 0.31093226 0.6982 -6.05
251128_at putative protein crp1 protein, Zea --- AT5G01110 -1.07 -0.10 -1.10 0.31093583 0.6982 -6.05
266608_at hypothetical protein predicted by g --- AT2G35500 1.13 0.17 1.10 0.31093894 0.6982 -6.05
253989_at uncharacterized protein  ;supported--- AT4G26130 -1.15 -0.20 -1.10 0.3111242 0.6983 -6.05
265404_at putative beta-galactosidase BGAL13 AT2G16730 -1.13 -0.17 -1.10 0.31114324 0.6983 -6.05
248888_at potassium channel protein KAT1 (pKAT1 AT5G46240 -1.25 -0.33 -1.09 0.3112085 0.6983 -6.05
258522_at hypothetical protein predicted by g --- AT3G06660 1.14 0.19 1.09 0.31121996 0.6983 -6.05
265924_at putative geranylgeranyl pyrophosp --- AT2G18620 -1.07 -0.10 -1.09 0.31123154 0.6983 -6.05
252555_at putative protein alpha-xylosidase, --- AT3G45940 1.07 0.10 1.10 0.31114158 0.6983 -6.05
253064_at bZIP transcription factor - like prot AtbZIP7 AT4G37730 -1.10 -0.13 -1.09 0.31116532 0.6983 -6.05
262265_at hypothetical protein predicted by g --- --- -1.13 -0.17 -1.09 0.3112923 0.6984 -6.05
250131_at unknown protein  ; supported by cD--- AT5G16550 -1.15 -0.20 -1.09 0.31140342 0.6986 -6.05
261573_at hypothetical protein identical to hyo--- AT1G01180 -1.08 -0.11 -1.09 0.31143082 0.6986 -6.05
248656_at fimbrin 2 (gb|AAB97844.1)  ; suppo--- AT5G48460 1.28 0.36 1.09 0.31153489 0.6987 -6.05
244992_s_at ribosomal protein S7 --- --- -1.10 -0.14 -1.09 0.31151838 0.6987 -6.05
266518_at hypothetical protein predicted by g --- AT2G35170 -1.10 -0.14 -1.09 0.31157578 0.6987 -6.05
256471_at hypothetical protein predicted by g --- --- -1.08 -0.11 -1.09 0.31167302 0.6987 -6.05
252262_at putative protein several hypothetica--- AT3G49510 -1.08 -0.10 -1.09 0.31162169 0.6987 -6.05
260997_at zinc-finger protein (ZPT4-4), putat --- AT1G26610 -1.08 -0.11 -1.09 0.31164795 0.6987 -6.05
246177_at putative protein predicted proteins --- AT5G28420 -1.08 -0.11 -1.09 0.31180769 0.6989 -6.05
249249_at unknown protein --- AT5G42330 1.10 0.14 1.09 0.31183101 0.6989 -6.05
255883_at unknown protein similar to putative--- AT1G20270 -1.11 -0.15 -1.09 0.31189919 0.6989 -6.05
265528_at hypothetical protein predicted by g --- --- -1.07 -0.10 -1.09 0.31190037 0.6989 -6.05
254162_at transcription factor IIA small subun--- AT4G24440 1.13 0.17 1.09 0.31198628 0.6991 -6.05
250099_at unknown protein  ; supported by cD--- AT5G17300 -1.11 -0.16 -1.09 0.31204353 0.6991 -6.05
265204_at hypothetical protein predicted by g --- AT2G36650 -1.07 -0.10 -1.09 0.31204903 0.6991 -6.05
262664_at hypothetical protein predicted by g --- AT1G13970 -1.09 -0.12 -1.09 0.31210808 0.6991 -6.05



255968_at Expressed protein ; supported by f --- AT1G22270 1.11 0.15 1.09 0.31227793 0.6993 -6.05
254837_at putative protein --- AT4G12360 -1.11 -0.15 -1.09 0.31222104 0.6993 -6.05
267098_at hypothetical protein predicted by g --- AT2G41451 -1.11 -0.15 -1.09 0.31226346 0.6993 -6.05
253029_at hypothetical protein FRS9 AT4G38170 1.20 0.27 1.09 0.31231849 0.6993 -6.05
265773_at unknown protein  ; supported by cDRPH1 AT2G48070 1.10 0.14 1.09 0.31235846 0.6993 -6.05
250957_at photoreceptor-interacting protein - --- AT5G03250 1.07 0.10 1.09 0.31248797 0.6995 -6.05
249243_s_at beta-glucosidase BGLU13 AT5G42260 / 1.08 0.11 1.09 0.31251037 0.6995 -6.05
266331_at putative RGA1, giberellin repsonseRGA1 AT2G01570 -1.11 -0.15 -1.09 0.31248107 0.6995 -6.05
254750_at putative protein --- AT4G13150 1.12 0.16 1.09 0.31274948 0.6998 -6.05
257973_at unknown protein --- AT3G20720 1.11 0.15 1.09 0.31291048 0.6998 -6.05
246580_at ABC transporter, putative contains--- AT1G31770 -1.12 -0.16 -1.09 0.31291219 0.6998 -6.05
248485_at calcium-binding transporter-like pro--- AT5G51050 -1.13 -0.18 -1.09 0.31282003 0.6998 -6.05
251331_s_at tubulin gamma-1 chain TUBG1 AT3G61650 / 1.25 0.32 1.09 0.31281485 0.6998 -6.05
247024_at Expressed protein ; supported by f --- AT5G66985 -1.11 -0.15 -1.09 0.31289327 0.6998 -6.05
256721_at hypothetical protein predicted by gWAVE1 AT2G34150 1.11 0.15 1.09 0.31281654 0.6998 -6.05
265093_at unknown protein similar to NBD-lik --- AT1G03905 -1.12 -0.16 -1.09 0.31278017 0.6998 -6.05
249706_at histone deacetylase HDA7 AT5G35600 -1.09 -0.12 -1.09 0.31290545 0.6998 -6.05
250413_at adenine phosphoribosyltransferas APT5 AT5G11160 1.14 0.19 1.09 0.31295339 0.6998 -6.05
263497_at cold-regulated protein cor15a prec COR15A AT2G42540 -1.61 -0.69 -1.09 0.31298817 0.6998 -6.05
259312_at putative RING-H2 zinc finger prote ATL6 AT3G05200 1.28 0.36 1.09 0.31300427 0.6998 -6.05
254119_at putative pectate lyase pectate lyas--- AT4G24780 -1.42 -0.50 -1.09 0.3131131 0.6999 -6.05
246565_at biotin carboxyl carrier protein precBCCP2 AT5G15530 -1.09 -0.13 -1.09 0.31317454 0.6999 -6.05
251918_at photoassimilate-responsive protei --- AT3G54040 1.08 0.12 1.09 0.31323903 0.6999 -6.05
246713_at mRNA capping enzyme - like capp--- AT5G28210 -1.11 -0.15 -1.09 0.31321726 0.6999 -6.05
248893_at unknown protein --- AT5G46310 1.10 0.14 1.09 0.31321303 0.6999 -6.05
264694_at receptor serine/threonine kinase P--- AT1G70250 -1.08 -0.10 -1.09 0.31335538 0.7001 -6.06
253136_at putative protein leucine-rich protei --- AT4G35470 -1.10 -0.13 -1.09 0.31357957 0.7002 -6.06
251650_at hypothetical protein --- AT3G57360 1.13 0.18 1.09 0.31354786 0.7002 -6.06
255729_at hypothetical protein similar to putat--- AT1G25470 / -1.09 -0.13 -1.09 0.31358679 0.7002 -6.06
254838_at hypothetical protein --- AT4G12380 -1.12 -0.17 -1.09 0.31347803 0.7002 -6.06
257847_at hypothetical protein predicted by g --- AT3G13020 1.09 0.13 1.09 0.3135172 0.7002 -6.06
252992_at putative protein phosphatase-2c p --- AT4G38520 1.14 0.19 1.09 0.31351057 0.7002 -6.06
253643_at hypothetical protein  ;supported by --- AT4G29780 1.37 0.45 1.09 0.31352129 0.7002 -6.06
246803_at tSNARE AtTLG2a  ; supported by cSYP41 AT5G26980 1.08 0.12 1.09 0.31366797 0.7003 -6.06
248480_at ATP-dependent Clp protease ATP-CLPC1 AT5G50920 1.09 0.12 1.09 0.3137128 0.7003 -6.06



253779_at receptor-like protein kinase 5 precuHAE AT4G28490 -1.21 -0.27 -1.09 0.31382929 0.7004 -6.06
250922_at Expressed protein ; supported by f --- AT5G03345 1.09 0.13 1.09 0.31381689 0.7004 -6.06
266901_at hypothetical protein predicted by g JAZ7 AT2G34600 -1.30 -0.38 -1.09 0.31388166 0.7005 -6.06
248975_at unknown protein  ; supported by cD--- AT5G45040 1.09 0.13 1.09 0.31396101 0.7006 -6.06
263106_at hypothetical protein predicted by g --- AT2G05160 1.11 0.15 1.09 0.31405764 0.7007 -6.06
256871_at WD-repeat protein, putative conta --- AT3G26480 -1.18 -0.24 -1.09 0.31406232 0.7007 -6.06
245704_at glycine-rich protein KTF1 AT5G04290 -1.08 -0.11 -1.09 0.31410469 0.7007 -6.06
263262_at unknown protein --- AT2G38830 -1.09 -0.13 -1.09 0.31418203 0.7008 -6.06
257635_at cytochrome P450 monooxygenaseCYP71B4 AT3G26280 1.11 0.15 1.09 0.31432895 0.7011 -6.06
253794_at putative protein dimethylaniline mo--- AT4G28720 1.28 0.36 1.09 0.31445486 0.7013 -6.06
246153_s_at RAN1 small Ras-like GTP-binding RAN-1 AT5G20010 / 1.16 0.21 1.09 0.31452632 0.7014 -6.06
249434_at putative protein GTP-binding prote --- AT5G39960 1.13 0.17 1.09 0.31478591 0.7015 -6.06
250155_at putative protein predicted proteins --- AT5G15160 -1.25 -0.32 -1.09 0.31479585 0.7015 -6.06
261715_at hypothetical protein similar to hypo--- AT1G18485 1.09 0.13 1.09 0.31477106 0.7015 -6.06
263907_at abscisic acid insensitive 5 (ABI5) cABI5 AT2G36270 -1.12 -0.16 -1.09 0.31467126 0.7015 -6.06
260259_at unknown protein similar to unknow--- AT1G74300 -1.09 -0.13 -1.09 0.31462304 0.7015 -6.06
254782_at putative calmodulin calmodulin - CUNE14 AT4G12860 -1.10 -0.14 -1.09 0.3147799 0.7015 -6.06
253062_at putative protein predicted protein, NPY5 AT4G37590 1.26 0.33 1.09 0.31472323 0.7015 -6.06
263867_at putative aquaporin (tonoplast intrinGAMMA-TI AT2G36830 1.19 0.25 1.09 0.31520357 0.7015 -6.06
261480_at phytochrome kinase substrate 1, pPKS2 AT1G14280 -1.38 -0.46 -1.09 0.31507859 0.7015 -6.06
253917_at hypothetical protein  ;supported by --- AT4G27380 1.14 0.19 1.09 0.31498444 0.7015 -6.06
258780_at putative ubiquitin carboxyl-terminalUBP13 AT3G11910 1.07 0.10 1.09 0.3152171 0.7015 -6.06
246351_at unknown protein contains similarit --- AT1G16570 1.08 0.12 1.09 0.3150862 0.7015 -6.06
258899_at Expressed protein ; supported by f --- AT3G05675 1.11 0.15 1.09 0.31518664 0.7015 -6.06
263440_at unknown protein predicted by gensATEXO70HAT2G28640 -1.07 -0.10 -1.09 0.31490034 0.7015 -6.06
246686_at putative protein predicted proteins --- --- -1.12 -0.16 -1.09 0.31524633 0.7015 -6.06
257877_at hypothetical protein --- AT3G17140 -1.09 -0.13 -1.09 0.31490212 0.7015 -6.06
261865_at sterol delta7 reductase identical to DWF5 AT1G50430 1.15 0.20 1.09 0.31516414 0.7015 -6.06
246577_at MADS box transcription factor, pu AGL92 AT1G31640 -1.08 -0.12 -1.08 0.31528829 0.7015 -6.06
257476_at unknown protein --- AT1G80960 -1.07 -0.10 -1.09 0.31496369 0.7015 -6.06
264768_at hypothetical protein similar to putat--- AT1G61410 -1.09 -0.12 -1.08 0.31526202 0.7015 -6.06
261549_at DNA-binding protein, putative con --- AT1G63470 -1.11 -0.15 -1.09 0.31517018 0.7015 -6.06
249660_at putative protein similar to unknown--- AT5G36720 / -1.12 -0.16 -1.09 0.31484931 0.7015 -6.06
258343_at unknown protein similar to hypothe--- AT3G22810 -1.10 -0.14 -1.09 0.31516798 0.7015 -6.06
259485_at ATP synthase gamma-subunit, puATPC2 AT1G15700 1.21 0.28 1.08 0.31533381 0.7015 -6.06



258879_at unknown protein  ; supported by fu --- AT3G03270 -1.20 -0.26 -1.08 0.31545373 0.7017 -6.06
247908_at GS1-like protein ;supported by full-GS1 AT5G57440 1.22 0.28 1.08 0.31551704 0.7018 -6.06
258564_at poly(A) polymerase, putative simil --- AT3G06560 -1.09 -0.12 -1.08 0.31555015 0.7018 -6.06
251864_at pectate lyase - like protein pectatePMR6 AT3G54920 1.12 0.16 1.08 0.31571386 0.7020 -6.06
259773_at auxin-induced protein, putative sim--- AT1G29500 1.37 0.45 1.08 0.31592009 0.7020 -6.06
259665_at unknown protein ; supported by cD--- AT1G55160 1.12 0.16 1.08 0.31592714 0.7020 -6.06
255635_at Shaggy related protein kinase tethaATSK32 AT4G00720 -1.10 -0.14 -1.08 0.31588534 0.7020 -6.06
253657_at cadmium-transporting ATPase-likeHMA2 AT4G30110 -1.25 -0.33 -1.08 0.31588905 0.7020 -6.06
264664_at putative elongation factor similar to--- AT1G09660 1.14 0.19 1.08 0.31599518 0.7020 -6.06
261289_at hypothetical protein predicted by g --- AT1G37000 1.08 0.11 1.08 0.31589764 0.7020 -6.06
262915_at response regulator 3 identical to reARR3 AT1G59940 -1.11 -0.15 -1.08 0.3159271 0.7020 -6.06
250050_at putative protein predicted protein, VAR3 AT5G17790 1.10 0.13 1.08 0.31595657 0.7020 -6.06
266009_at putative kinesin heavy chain --- AT2G37420 1.09 0.12 1.08 0.31592648 0.7020 -6.06
252579_at putative protein hypothetical prote --- AT3G45510 -1.08 -0.11 -1.08 0.31596663 0.7020 -6.06
248249_at protein phosphatase 2C-like  ; sup --- AT5G53140 1.09 0.12 1.08 0.31623006 0.7023 -6.06
249665_at unknown protein --- AT5G35830 -1.10 -0.14 -1.08 0.31619919 0.7023 -6.06
264105_x_at hypothetical protein --- AT2G13760 -1.10 -0.14 -1.08 0.31617512 0.7023 -6.06
259317_at hypothetical protein identical to hypHYP1 AT3G01100 -1.10 -0.13 -1.08 0.31622707 0.7023 -6.06
248290_at Ca2+-transporting ATPase-like pro--- AT5G53010 1.10 0.14 1.08 0.31632037 0.7024 -6.06
250176_at putative protein cytochrome P450 CYP724A1 AT5G14400 -1.12 -0.17 -1.08 0.31634057 0.7024 -6.06
262094_at SAR DNA binding protein, putativeNOP56 AT1G56110 1.21 0.27 1.08 0.31645046 0.7025 -6.06
261386_at unknown protein ;supported by full --- AT1G05430 1.10 0.14 1.08 0.31642256 0.7025 -6.06
254673_at membrane-bound small GTP-bindAtRABA1e AT4G18430 1.29 0.37 1.08 0.31649177 0.7025 -6.06
254010_at putative protein  ;supported by full- --- AT1G72125 / 1.08 0.12 1.08 0.31654454 0.7025 -6.06
252747_at putative protein retrotransposon fi --- --- -1.10 -0.14 -1.08 0.31651872 0.7025 -6.06
247720_at dTDP-glucose 4-6-dehydratase - l UXS3 AT5G59290 1.11 0.14 1.08 0.31664051 0.7026 -6.06
264373_at putative vesicle transport protein CSEC22 AT1G11890 -1.12 -0.17 -1.08 0.31676002 0.7026 -6.06
256711_at unknown protein contains Pfam pro--- AT3G30390 1.15 0.20 1.08 0.3167429 0.7026 -6.06
264098_at hypothetical protein predicted by g --- AT1G79260 1.16 0.21 1.08 0.31668678 0.7026 -6.06
250614_at putative protein homeodomain pro--- AT5G07260 -1.07 -0.09 -1.08 0.3167259 0.7026 -6.06
249428_at putative protein predicted protein K--- AT5G39870 -1.07 -0.10 -1.08 0.3167965 0.7027 -6.06
253899_at putative protein protein disulfide-isATPDIL5-4 AT4G27080 1.10 0.14 1.08 0.31689376 0.7028 -6.06
265267_at hypothetical protein predicted by g --- AT2G42920 1.11 0.16 1.08 0.31702671 0.7030 -6.06
254688_at DnaJ-like protein DnaJ-like proteinJ20 AT4G13830 1.09 0.12 1.08 0.31717132 0.7031 -6.06
263560_s_at unknown protein FUT5 AT2G15350 / -1.10 -0.14 -1.08 0.31712628 0.7031 -6.06



251131_at laccase - like protein laccase prec LAC10 AT5G01190 1.07 0.10 1.08 0.31717237 0.7031 -6.06
244947_at hypothetical protein --- --- -1.11 -0.15 -1.08 0.31726306 0.7033 -6.06
250213_at H-protein promoter binding factor-1TBP1 AT5G13820 1.13 0.18 1.08 0.31750078 0.7036 -6.07
251980_at putative protein endopeptidase Cl --- AT3G53270 -1.07 -0.10 -1.08 0.31752571 0.7036 -6.07
245781_at S-ribonuclease binding protein SBSBP1 AT1G45976 1.11 0.15 1.08 0.31747626 0.7036 -6.07
266815_at F-box protein family, AtFBX5 cont --- AT2G44900 -1.10 -0.14 -1.08 0.31757021 0.7036 -6.07
248831_at putative protein contains similarity --- AT5G47160 -1.10 -0.13 -1.08 0.31760272 0.7036 -6.07
251477_at putative protein --- AT3G59680 1.07 0.10 1.08 0.31757739 0.7036 -6.07
256260_at hypothetical protein --- AT3G12440 1.08 0.10 1.08 0.31760199 0.7036 -6.07
264025_at AUX1-like amino acid permease  ; --- AT2G21050 1.34 0.43 1.08 0.31765563 0.7036 -6.07
248354_at putative protein contains similarity --- AT5G52330 1.09 0.12 1.08 0.31773726 0.7037 -6.07
265139_at unknown protein --- AT1G51310 1.11 0.15 1.08 0.31793863 0.7037 -6.07
250394_at putative protein yllC, Enterococcus--- AT5G10910 1.11 0.15 1.08 0.31778271 0.7037 -6.07
260691_s_at hypothetical protein predicted by g --- --- -1.09 -0.13 -1.08 0.31788045 0.7037 -6.07
251695_at putative protein hypothetical protei --- AT3G56590 -1.15 -0.21 -1.08 0.31793431 0.7037 -6.07
264032_at unknown protein GEK1 AT2G03800 -1.10 -0.13 -1.08 0.31796634 0.7037 -6.07
253110_at hypothetical protein --- AT4G35930 1.14 0.19 1.08 0.31792368 0.7037 -6.07
255099_at hypothetical protein --- --- -1.08 -0.11 -1.08 0.31784038 0.7037 -6.07
251772_at cyclophilin-like protein ROC7, cycl--- AT3G55920 -1.11 -0.15 -1.08 0.31804235 0.7038 -6.07
260639_at hypothetical protein predicted by g --- AT1G53180 1.24 0.31 1.08 0.31811394 0.7038 -6.07
257692_at hypothetical protein contains simila--- AT3G12840 -1.08 -0.11 -1.08 0.31807166 0.7038 -6.07
246582_at hypothetical protein predicted by g --- AT1G31750 -1.22 -0.29 -1.08 0.31809403 0.7038 -6.07
249686_at putative protein contains similarity CYP716A2 AT5G36140 -1.07 -0.10 -1.08 0.31825907 0.7041 -6.07
254180_at putative protein hin1 protein homo--- AT4G23930 1.16 0.21 1.08 0.31842088 0.7042 -6.07
264781_at putative plastid RNA polymerase s SIG2 AT1G08540 1.12 0.17 1.08 0.31842631 0.7042 -6.07
266469_at myb-related protein MYB14 AT2G31180 1.09 0.12 1.08 0.31837709 0.7042 -6.07
255318_at hypothetical protein --- AT4G04190 1.10 0.14 1.08 0.31860828 0.7046 -6.07
265281_at unknown protein  ; supported by fu --- AT2G28370 1.11 0.15 1.08 0.31872995 0.7047 -6.07
253985_at caffeoyl-CoA O-methyltransferase --- AT4G26220 -1.10 -0.14 -1.08 0.31875125 0.7047 -6.07
260646_at hypothetical protein similar to CHP--- AT1G53340 1.14 0.19 1.08 0.31870674 0.7047 -6.07
253931_at putative CDP-diacylglycerol synthe--- AT4G26770 1.09 0.13 1.08 0.31881939 0.7047 -6.07
250669_at polygalacturonase inhibiting proteinPGIP2 AT5G06870 -1.29 -0.37 -1.08 0.31887804 0.7048 -6.07
260049_at DNA-directed RNA polymerase suNRPA2 AT1G29940 -1.18 -0.24 -1.08 0.31891433 0.7048 -6.07
267404_at hypothetical protein predicted by g atnudt22 AT2G33980 -1.09 -0.13 -1.08 0.31903394 0.7050 -6.07
259047_at unknown protein DegP7 AT3G03380 1.07 0.10 1.08 0.31933169 0.7056 -6.07



256454_at NADPH oxidoreductase, putative s--- AT1G75280 -1.27 -0.34 -1.08 0.31939151 0.7057 -6.07
253236_at putative protein ARI protein, DrosoARI1 AT4G34370 1.07 0.10 1.07 0.31949406 0.7058 -6.07
261254_at Expressed protein ; supported by f --- AT1G05805 -1.10 -0.13 -1.07 0.31957237 0.7059 -6.07
262929_at hypothetical protein ;supported by --- AT1G65720 1.13 0.17 1.07 0.31968195 0.7061 -6.07
245242_at chlorophyll a oxygenase identical t CH1 AT1G44446 -1.12 -0.16 -1.07 0.31988649 0.7061 -6.07
247705_at putative protein  ;supported by full- --- AT5G59460 1.09 0.12 1.07 0.31982179 0.7061 -6.07
247460_at AtOXA1  ;supported by full-length cOXA1 AT5G62050 -1.07 -0.09 -1.07 0.31988765 0.7061 -6.07
267192_at hypothetical protein predicted by g --- AT2G30890 -1.11 -0.15 -1.07 0.31984221 0.7061 -6.07
264230_at hypothetical protein predicted by g --- AT1G67460 -1.08 -0.12 -1.07 0.31974879 0.7061 -6.07
260972_at hypothetical protein contains simila--- AT1G53530 1.09 0.12 1.07 0.31990443 0.7061 -6.07
265552_at putative plasma membrane proton AHA6 AT2G07560 1.09 0.12 1.07 0.31989459 0.7061 -6.07
261241_at subtilisin-like serine protease conta--- AT1G32950 -1.08 -0.12 -1.07 0.319973 0.7062 -6.07
247013_at putative protein strong similarity to BT4 AT5G67480 1.16 0.22 1.07 0.32039444 0.7065 -6.07
245118_at putative thioredoxin reductase TheNTRC AT2G41680 1.08 0.12 1.07 0.32040792 0.7065 -6.07
247810_at 26S proteasome AAA-ATPase subRPT3 AT5G58290 1.08 0.11 1.07 0.32025942 0.7065 -6.07
266511_at putative ATP-dependent RNA helic--- AT2G47680 1.11 0.15 1.07 0.32038348 0.7065 -6.07
252239_at putative protein putative protein - D--- AT3G49990 1.16 0.21 1.07 0.32032267 0.7065 -6.07
247507_at putative protein predicted protein, APO3 AT5G61930 1.19 0.25 1.07 0.32043186 0.7065 -6.07
262883_at ammonium transporter, puitative sATAMT1;2 AT1G64780 -1.16 -0.22 -1.07 0.32038276 0.7065 -6.07
248170_at ankyrin-repeat-containing protein-l --- AT5G54620 -1.12 -0.17 -1.07 0.32022335 0.7065 -6.07
258859_at Expressed protein ; supported by f --- AT3G02120 1.07 0.10 1.07 0.32048632 0.7065 -6.07
260534_at hypothetical protein predicted by g --- --- 1.08 0.11 1.07 0.32027987 0.7065 -6.07
249745_at phloem-specific lectin-like protein AtPP2-B12 AT5G24560 -1.11 -0.14 -1.07 0.3204852 0.7065 -6.07
261587_at hypothetical protein predicted by g --- AT1G01660 -1.08 -0.12 -1.07 0.32033426 0.7065 -6.07
250504_at putative protein similar to unknown--- AT5G09840 -1.11 -0.15 -1.07 0.32058149 0.7066 -6.07
261214_at Mutator-like protein similar to many--- --- -1.12 -0.16 -1.07 0.32059999 0.7066 -6.07
261000_at hypothetical protein predicted by g --- AT1G26540 1.08 0.11 1.07 0.32060742 0.7066 -6.07
255331_at hypothetical protein  ; supported by--- AT4G04330 -1.09 -0.13 -1.07 0.32063972 0.7066 -6.07
258587_at hypothetical protein predicted by g --- AT3G04310 -1.17 -0.23 -1.07 0.32086483 0.7070 -6.07
250678_at selenium-binding protein-like --- AT5G06540 1.08 0.11 1.07 0.32098737 0.7071 -6.07
262394_at unknown protein emb1273 AT1G49510 1.15 0.20 1.07 0.32103048 0.7071 -6.07
257177_at cyanate lyase (CYN) identical to cyCYN AT3G23490 1.13 0.18 1.07 0.32103816 0.7071 -6.07
255381_at RMA1 RING zinc finger protein ideRMA1 AT4G03510 1.18 0.24 1.07 0.3210135 0.7071 -6.07
255329_at hypothetical protein --- AT4G04370 -1.07 -0.10 -1.07 0.32108622 0.7072 -6.07
246647_at putative protein predicted proteins --- --- -1.08 -0.11 -1.07 0.32123914 0.7074 -6.07



AFFX-TrpnX-3_B. subtilis /GEN=trpC, trpF /DB_XR--- --- -1.07 -0.09 -1.07 0.32126802 0.7074 -6.07
244987_s_at ribosomal protein L2 --- --- 1.07 0.10 1.07 0.32127829 0.7074 -6.07
260852_at transmembrane protein, putative s--- AT1G21900 1.08 0.11 1.07 0.32137803 0.7075 -6.08
252914_at putative protein dehydrin, Glycine --- AT4G39130 -1.12 -0.16 -1.07 0.32144365 0.7076 -6.08
248318_at unknown protein --- AT5G52690 1.08 0.11 1.07 0.32146544 0.7076 -6.08
252335_at putative protein putative protein - A--- AT3G48860 1.10 0.14 1.07 0.32166289 0.7077 -6.08
248926_at Ole e I (main olive allergen)-like pr --- AT5G45880 -1.17 -0.23 -1.07 0.32165808 0.7077 -6.08
246289_at putative protein predicted protein A--- AT3G56880 1.17 0.23 1.07 0.3215649 0.7077 -6.08
246215_at putative cytoskeletal protein ; supp--- AT4G37180 -1.23 -0.30 -1.07 0.32165998 0.7077 -6.08
253816_at hypothetical protein  ;supported by emb1923 AT4G28210 1.11 0.15 1.07 0.32164363 0.7077 -6.08
249004_at unknown protein --- AT5G44570 -1.11 -0.16 -1.07 0.32169529 0.7077 -6.08
256563_at unknown protein RALFL27 AT3G29780 -1.09 -0.13 -1.07 0.32172759 0.7077 -6.08
253204_at GTP binding protein beta subunit  AGB1 AT4G34460 1.07 0.10 1.07 0.32185125 0.7077 -6.08
263611_at hypothetical protein predicted by g --- AT2G16450 -1.07 -0.10 -1.07 0.32180199 0.7077 -6.08
247263_at putative protein similar to unknown--- AT5G64470 1.12 0.17 1.07 0.32184445 0.7077 -6.08
245049_at ribosomal protein S16 --- --- 1.15 0.20 1.07 0.32186574 0.7077 -6.08
254047_at hypothetical protein --- AT4G26040 -1.12 -0.16 -1.07 0.32191728 0.7078 -6.08
247081_at AtRAD17 (dbj|BAA90479.1)  ; suppATRAD17 AT5G66130 1.11 0.14 1.07 0.32216198 0.7079 -6.08
255130_at hypothetical protein  ; supported by--- AT4G08240 -1.10 -0.14 -1.07 0.3221121 0.7079 -6.08
263408_at predicted protein --- AT2G04060 -1.08 -0.11 -1.07 0.32202227 0.7079 -6.08
245132_at hypothetical protein predicted by g --- AT2G45320 1.14 0.18 1.07 0.3222711 0.7079 -6.08
263047_at putative phosphoserine aminotrans--- AT2G17630 1.19 0.26 1.07 0.32231046 0.7079 -6.08
255934_at cytochrome P450, putative similar CYP87A2 AT1G12740 -1.08 -0.11 -1.07 0.32206264 0.7079 -6.08
261506_at choline kinase, putative similar to ATCK1 AT1G71697 1.18 0.24 1.07 0.32228841 0.7079 -6.08
249131_at putative protein contains similarity APUM14 AT5G43110 1.07 0.10 1.07 0.32222163 0.7079 -6.08
244975_at PSII 10KDa phosphoprotein --- --- -1.10 -0.13 -1.07 0.32221729 0.7079 -6.08
263531_s_at hypothetical protein predicted by g --- AT2G25020 / 1.07 0.10 1.07 0.32231345 0.7079 -6.08
263884_at hypothetical protein predicted by g --- AT2G36920 1.07 0.10 1.07 0.32217324 0.7079 -6.08
255725_at hypothetical protein similar to putatPFT1 AT1G25540 -1.07 -0.10 -1.07 0.32236631 0.7079 -6.08
249262_at putative protein similar to unknown--- AT5G41720 -1.09 -0.12 -1.07 0.32241276 0.7080 -6.08
257621_at calmodulin-domain protein kinase CCPK9 AT3G20410 1.17 0.23 1.07 0.32244561 0.7080 -6.08
247495_at putative protein predicted protein, IPK2BETA AT5G61760 -1.11 -0.15 -1.07 0.32266945 0.7082 -6.08
251795_at putative protein MtN24, Medicago --- AT3G55390 1.14 0.19 1.07 0.32265283 0.7082 -6.08
245415_at G2484-1 protein ATG2484-1AT4G17330 1.08 0.11 1.07 0.32262051 0.7082 -6.08
267029_at unknown protein ATIREG1 AT2G38460 -1.11 -0.14 -1.07 0.32268865 0.7082 -6.08



250417_at putative protein predicted proteins --- AT5G11230 1.11 0.15 1.07 0.32265953 0.7082 -6.08
265996_at putative leucine aminopeptidase id --- AT2G24200 -1.21 -0.27 -1.07 0.32276827 0.7083 -6.08
254382_at hypothetical protein --- AT4G21890 -1.13 -0.18 -1.07 0.32295217 0.7084 -6.08
254217_at putative protein other hypothetical --- AT4G23720 -1.07 -0.10 -1.07 0.32296386 0.7084 -6.08
245583_at hypothetical protein --- AT4G14920 -1.09 -0.12 -1.07 0.32292521 0.7084 -6.08
258095_at dual-specificity protein phosphatas --- AT3G23610 1.10 0.14 1.07 0.32291663 0.7084 -6.08
248538_at putative protein contains similarity --- AT5G50110 1.12 0.16 1.07 0.32310167 0.7086 -6.08
261644_s_at hypothetical protein contains similaATCSA-1 AT1G19750 / 1.10 0.13 1.07 0.32317493 0.7087 -6.08
263491_at phosphoenolpyruvate carboxylase ATPPC2 AT2G42600 1.10 0.14 1.07 0.32316781 0.7087 -6.08
255967_at protein phosphatase type 2C, puta--- AT1G22280 -1.11 -0.15 -1.07 0.3232278 0.7087 -6.08
264328_at putative IAA1 protein Match to IAA IAA10 AT1G04100 -1.13 -0.18 -1.07 0.32326749 0.7087 -6.08
267490_at putative receptor-like protein kinas --- AT2G19130 -1.18 -0.24 -1.07 0.3233026 0.7087 -6.08
249325_at urophorphyrin III methylase (gb|AAUPM1 AT5G40850 1.12 0.16 1.07 0.32334004 0.7088 -6.08
249723_at putative protein similar to unknown--- AT5G35430 -1.07 -0.10 -1.07 0.32337601 0.7088 -6.08
263183_at putative glucan synthase Highly simCALS1 AT1G05570 1.29 0.37 1.07 0.32356001 0.7091 -6.08
253186_at putative protein predicted proteins --- AT4G35270 1.13 0.18 1.06 0.32359592 0.7091 -6.08
259882_at unknown protein similar to hypothe--- AT1G76670 -1.10 -0.13 -1.06 0.32371452 0.7092 -6.08
266943_at putative reverse transcriptase --- --- -1.13 -0.18 -1.06 0.32372608 0.7092 -6.08
248482_at unknown protein --- AT5G50970 -1.08 -0.11 -1.06 0.32373623 0.7092 -6.08
260153_at putative lipase similar to monoglyc --- AT1G52760 -1.18 -0.24 -1.06 0.32386964 0.7094 -6.08
246104_at DNA-binding protein - like DNA-binWRKY74 AT5G28650 1.08 0.10 1.06 0.32402138 0.7097 -6.08
265738_at NADC homolog identical to GP|121QPT AT2G01350 -1.09 -0.13 -1.06 0.32405837 0.7097 -6.08
267139_s_at hypothetical protein predicted by g --- AT2G38195 / -1.07 -0.10 -1.06 0.3240329 0.7097 -6.08
246622_at protein phosphatase-2C PP2C-like--- AT5G36250 -1.07 -0.10 -1.06 0.32424989 0.7097 -6.08
249181_at putative protein contains similarity --- AT5G42920 1.09 0.13 1.06 0.32423985 0.7097 -6.08
252242_at F-box protein family, AtFBL16 conVFB2 AT3G50080 -1.09 -0.13 -1.06 0.32426425 0.7097 -6.08
258156_at unknown protein  ; supported by cD--- AT3G18050 1.18 0.24 1.06 0.32414094 0.7097 -6.08
258020_at unknown protein  ;supported by ful NHD1 AT3G19490 -1.09 -0.12 -1.06 0.32425452 0.7097 -6.08
262617_at unknown protein POR C AT1G03630 / 1.08 0.12 1.06 0.32424359 0.7097 -6.08
246034_at putative protein FH protein interac --- AT5G08350 -1.16 -0.21 -1.06 0.32439305 0.7098 -6.08
257519_at unknown protein --- AT3G01210 -1.10 -0.14 -1.06 0.32437395 0.7098 -6.08
246689_at putative protein predicted proteins --- --- 1.07 0.09 1.06 0.32446256 0.7099 -6.08
262046_at hypothetical protein predicted by g OFP14 AT1G79960 -1.11 -0.15 -1.06 0.32450782 0.7100 -6.08
248311_at beta-carotene hydroxylase BETA-OHA AT5G52570 1.16 0.21 1.06 0.32459721 0.7101 -6.08
266593_at hypothetical protein predicted by g --- AT2G46200 1.09 0.13 1.06 0.32462039 0.7101 -6.08



263088_at putative replication protein A1 --- --- 1.08 0.11 1.06 0.32466172 0.7101 -6.08
245777_at unknown protein contains similarityatnudt21 AT1G73540 -1.46 -0.55 -1.06 0.32471519 0.7101 -6.08
246304_at acyl-coA dehydrogenase Mus musACX4 AT3G51840 1.13 0.17 1.06 0.32476894 0.7102 -6.08
267504_at unknown protein  ;supported by ful --- AT2G45530 1.11 0.15 1.06 0.32485825 0.7102 -6.08
257424_at hypothetical protein predicted by g --- AT1G78840 -1.12 -0.17 -1.06 0.32484094 0.7102 -6.08
255002_at AIG1-like protein AIG1 - Arabidops--- AT4G09940 -1.09 -0.13 -1.06 0.32480632 0.7102 -6.08
263186_at lectin receptor kinase, putative sim--- --- -1.13 -0.17 -1.06 0.32497025 0.7102 -6.08
252587_at putative protein Human (H326) tra--- AT3G45620 1.18 0.24 1.06 0.32493218 0.7102 -6.08
263573_at unknown protein similar to A. thalia--- AT2G17150 -1.12 -0.17 -1.06 0.32500871 0.7102 -6.08
266764_at putative pectinesterase  ;supported--- AT2G47050 -1.10 -0.13 -1.06 0.32501455 0.7102 -6.08
249594_at putative protein SIAH1 protein, Bra--- AT5G37910 -1.08 -0.11 -1.06 0.32509807 0.7103 -6.08
249085_at putative protein similar to unknown--- AT5G44170 -1.10 -0.13 -1.06 0.32513885 0.7103 -6.08
260238_at AtHVA22a identical to AtHVA22a ATHVA22A AT1G74520 1.11 0.16 1.06 0.32514276 0.7103 -6.08
253455_at putative protein --- AT4G32020 -1.16 -0.22 -1.06 0.32507764 0.7103 -6.08
254815_at putative pollen-specific protein polSKU5 AT4G12420 1.17 0.22 1.06 0.32537497 0.7105 -6.08
250437_at AtAGP4  ; supported by cDNA: gi_ AGP4 AT5G10430 -1.41 -0.50 -1.06 0.32535537 0.7105 -6.08
256697_at hypothetical protein contains similaAtOCT4 AT3G20660 1.20 0.26 1.06 0.32536734 0.7105 -6.08
248696_at putative protein similar to unknown--- AT5G48360 -1.09 -0.12 -1.06 0.3253486 0.7105 -6.08
251300_at hypothetical protein  ;supported by --- AT3G61980 1.13 0.17 1.06 0.32548195 0.7107 -6.09
251958_at putative protein predicted proteins --- AT3G53560 1.17 0.23 1.06 0.3255707 0.7107 -6.09
256781_at dirigent protein, putative similar to --- AT3G13650 -1.87 -0.90 -1.06 0.32556019 0.7107 -6.09
264843_at putative 1-aminocyclopropane-1-c --- AT1G03400 1.16 0.21 1.06 0.325603 0.7107 -6.09
262369_at hypothetical protein predicted by g --- AT1G73010 1.44 0.52 1.06 0.32581805 0.7109 -6.09
262575_at putative ABC transporter Similar toPDR7 AT1G15210 -1.09 -0.13 -1.06 0.32582329 0.7109 -6.09
253527_at pathogenesis-related protein homo--- AT4G31470 -1.09 -0.13 -1.06 0.32588463 0.7109 -6.09
255665_at hypothetical protein CRP AT4G00450 1.08 0.11 1.06 0.32584976 0.7109 -6.09
252165_at hypothetical protein  ;supported by --- AT3G50550 1.10 0.14 1.06 0.3257078 0.7109 -6.09
249270_at putative protein similar to unknown--- AT5G41780 -1.07 -0.10 -1.06 0.32587431 0.7109 -6.09
246406_at disease resistance protein RPP1-W--- AT1G57650 -1.06 -0.09 -1.06 0.32581169 0.7109 -6.09
251326_at putative protein stamina pistilloidiaHWS AT3G61590 1.12 0.17 1.06 0.32592077 0.7109 -6.09
252428_at putative protein rjs - Mus musculu --- AT3G47660 -1.10 -0.14 -1.06 0.32598701 0.7109 -6.09
249597_at putative protein probable quinone --- AT5G37960 -1.07 -0.10 -1.06 0.32606416 0.7110 -6.09
260197_at F12A21.25 hypothetical protein --- AT1G67623 -1.08 -0.11 -1.06 0.32607149 0.7110 -6.09
245695_at rec - like protein --- AT5G04270 1.09 0.13 1.06 0.32619288 0.7112 -6.09
267259_at Expressed protein ; supported by f --- AT2G23090 / 1.09 0.13 1.06 0.32624647 0.7112 -6.09



249289_at N-hydroxycinnamoyl/benzoyltransf --- AT5G41040 1.41 0.49 1.06 0.32628182 0.7112 -6.09
265820_at hypothetical protein predicted by g --- AT2G17940 -1.11 -0.15 -1.06 0.32633601 0.7113 -6.09
252785_at putative protein AND-1 protein - H--- AT3G42660 1.17 0.23 1.06 0.32642703 0.7114 -6.09
248411_at unknown protein --- AT5G51580 -1.07 -0.10 -1.06 0.32644348 0.7114 -6.09
248948_at putative protein strong similarity to --- AT5G45560 1.13 0.18 1.06 0.32651322 0.7115 -6.09
253878_at trehalose-6-phosphate synthase - TPS4 AT4G27550 -1.08 -0.11 -1.06 0.32676431 0.7120 -6.09
260848_at pectinesterase, putative similar to sks8 AT1G21850 -1.12 -0.17 -1.06 0.32683443 0.7120 -6.09
262686_at proteasome regulatory subunit S3 --- AT1G75990 1.10 0.14 1.06 0.32691865 0.7120 -6.09
254812_at nucleotide sugar epimerase -like pGAE5 AT4G12250 1.22 0.29 1.06 0.32692369 0.7120 -6.09
254995_at putative protein --- AT4G10370 -1.10 -0.14 -1.06 0.3269299 0.7120 -6.09
254616_at shaggy-like protein kinase etha (ECBIN2 AT4G18710 -1.08 -0.11 -1.06 0.32707832 0.7121 -6.09
257435_at putative RSZp22 splicing factor --- AT2G24590 1.12 0.16 1.06 0.32708547 0.7121 -6.09
245316_at hypothetical protein ;supported by --- AT4G14000 -1.09 -0.13 -1.06 0.32708867 0.7121 -6.09
248735_at laccase (diphenol oxidase) TT10 AT5G48100 -1.08 -0.11 -1.06 0.32701199 0.7121 -6.09
255171_at hypothetical protein --- AT4G07990 -1.08 -0.11 -1.06 0.32720736 0.7121 -6.09
256061_at unknown protein ;supported by full --- AT1G07040 1.15 0.20 1.06 0.32717465 0.7121 -6.09
251594_at putative protein DOC4, Mus musc --- AT3G57630 -1.30 -0.38 -1.06 0.32717751 0.7121 -6.09
265033_at PSI type III chlorophyll a/b-bindingLHCA3 AT1G61520 1.07 0.09 1.06 0.32721909 0.7121 -6.09
258632_s_at putative MAP3K epsilon protein ki MAPKKK7 AT3G07980 / -1.12 -0.17 -1.06 0.32758313 0.7122 -6.09
262509_at hypothetical protein similar to hypoCRR22 AT1G11290 -1.10 -0.14 -1.06 0.32749578 0.7122 -6.09
261039_at Expressed protein ; supported by f ELF4-L4 AT1G17455 1.14 0.19 1.06 0.32764971 0.7122 -6.09
255701_at predicted protein of unknown funct JLO AT4G00220 1.08 0.11 1.06 0.32746011 0.7122 -6.09
252712_at glutathione transferase-like proteinATGSTU27AT3G43800 -1.16 -0.22 -1.06 0.32753652 0.7122 -6.09
247017_at putative protein similar to unknown--- AT5G66980 1.07 0.10 1.06 0.32742793 0.7122 -6.09
245495_at hypothetical protein --- AT4G16400 -1.07 -0.09 -1.06 0.3275376 0.7122 -6.09
255900_at hypothetical protein predicted by g --- AT1G17830 / -1.27 -0.35 -1.06 0.32733238 0.7122 -6.09
249033_at putative protein contains similarity --- AT5G44920 -1.09 -0.12 -1.06 0.32765325 0.7122 -6.09
262105_at pectin esterase, putative similar to--- AT1G02810 -1.11 -0.16 -1.06 0.32763174 0.7122 -6.09
250629_at respiratory burst oxidase protein A ATRBOHA AT5G07390 -1.09 -0.13 -1.06 0.32758605 0.7122 -6.09
253315_at putative protein various predicted --- AT4G33900 -1.09 -0.12 -1.06 0.32731009 0.7122 -6.09
249364_at putative protein predicted protein, --- AT5G40590 -1.08 -0.11 -1.06 0.3275641 0.7122 -6.09
256444_at hypothetical protein predicted by g --- AT3G11060 -1.08 -0.11 -1.06 0.32774744 0.7123 -6.09
266372_at putative two-component response ATRR3 AT2G41310 1.10 0.14 1.06 0.32776829 0.7123 -6.09
265989_at unknown protein --- AT2G24260 -1.08 -0.11 -1.05 0.32788283 0.7125 -6.09
256490_at unknown protein ;supported by full --- AT1G31460 -1.13 -0.17 -1.05 0.32796266 0.7126 -6.09



250244_at putative protein similar to unknownABO1 AT5G13680 1.15 0.21 1.05 0.32808957 0.7128 -6.09
253777_at SOF1 protein-like protein SOF1 (in--- AT4G28450 1.24 0.30 1.05 0.32831555 0.7129 -6.09
266836_at hypothetical protein predicted by g --- AT2G26000 -1.12 -0.16 -1.05 0.32828684 0.7129 -6.09
260905_at hypothetical protein predicted by g --- AT1G02710 -1.07 -0.09 -1.05 0.32825579 0.7129 -6.09
250047_at BCS1 - like protein h-bcs1, Homo --- AT5G17730 -1.10 -0.14 -1.05 0.32830302 0.7129 -6.09
261449_at putative ATPase similar to GB:AAF--- AT1G21120 1.16 0.21 1.05 0.32820391 0.7129 -6.09
246983_at receptor protein kinase-like protein --- AT5G67200 1.13 0.18 1.05 0.32822171 0.7129 -6.09
245640_at helix-loop-helix protein homolog, p--- AT1G25330 -1.09 -0.12 -1.05 0.32839809 0.7130 -6.09
250987_at putative protein crp1 protein, Zea --- AT5G02860 -1.10 -0.14 -1.05 0.32868973 0.7132 -6.09
247890_at cyclic nucleotide and calmodulin-reATCNGC5 AT5G57940 -1.10 -0.14 -1.05 0.32860102 0.7132 -6.09
266465_at putative auxin-responsive protein  GH3.9 AT2G47750 -1.09 -0.13 -1.05 0.3285628 0.7132 -6.09
252594_at putative transporter protein peptid --- AT3G45680 -1.15 -0.21 -1.05 0.32867267 0.7132 -6.09
263492_at putative seed maturation protein --- AT2G42560 -1.09 -0.13 -1.05 0.32861728 0.7132 -6.09
267066_at hypothetical protein predicted by g --- AT2G41040 -1.13 -0.18 -1.05 0.32863995 0.7132 -6.09
255796_at similar to mammalian MHC III regioSUVH2 AT2G33290 -1.09 -0.12 -1.05 0.32888881 0.7134 -6.09
252725_at putative protein mudrA transposas--- --- -1.08 -0.11 -1.05 0.32884731 0.7134 -6.09
260131_at unknown protein contains Pfam pro--- AT1G66310 1.09 0.12 1.05 0.32886143 0.7134 -6.09
255376_x_at putative athila-like protein --- --- -1.12 -0.17 -1.05 0.32884859 0.7134 -6.09
258578_at germin-like protein contains Pfam p--- AT3G04200 -1.14 -0.19 -1.05 0.32899838 0.7134 -6.09
255158_s_at hypothetical protein --- --- 1.08 0.11 1.05 0.32900415 0.7134 -6.09
257185_at ABC transporter, putative similar t ATMRP7 AT3G13100 -1.16 -0.21 -1.05 0.32899244 0.7134 -6.09
253137_at protein kinase - like protein protein--- AT4G35500 1.11 0.16 1.05 0.32908727 0.7135 -6.09
265383_at putative WD-40 repeat protein, MSMSI2 AT2G16780 1.13 0.17 1.05 0.32913555 0.7136 -6.09
262123_at hypothetical protein predicted by g --- AT1G59630 -1.10 -0.14 -1.05 0.32924523 0.7138 -6.09
260477_at Ser/Thr protein kinase isolog --- AT1G11050 1.41 0.50 1.05 0.32933274 0.7138 -6.09
248848_at disease resistance protein-like --- AT5G46520 -1.06 -0.09 -1.05 0.32935344 0.7138 -6.09
259455_x_at unknown protein --- AT1G44030 -1.11 -0.16 -1.05 0.32945059 0.7140 -6.09
253060_at putative protein predicted protein, --- AT4G37710 -1.23 -0.30 -1.05 0.32964053 0.7142 -6.10
247944_at putative protein similar to unknown--- AT5G57100 1.10 0.14 1.05 0.3297051 0.7142 -6.10
250893_at putative protein predicted proteins EMB175 AT5G03795 / -1.08 -0.11 -1.05 0.32974596 0.7142 -6.10
258659_at B' regulatory subunit of PP2A (AtBATB' BETA AT3G09880 1.09 0.12 1.05 0.32979216 0.7142 -6.10
266007_at unknown protein --- AT2G37380 -1.11 -0.14 -1.05 0.32958576 0.7142 -6.10
257751_at hypothetical protein predicted by g MKS1 AT3G18690 1.34 0.42 1.05 0.32977234 0.7142 -6.10
257812_at hypothetical protein --- AT3G25090 1.10 0.14 1.05 0.32963759 0.7142 -6.10
249919_at putative protein predicted protein, --- AT5G19250 1.10 0.14 1.05 0.32975065 0.7142 -6.10



253535_at putaive DNA-binding protein DNA-WRKY11 AT4G31550 1.37 0.46 1.05 0.32985297 0.7143 -6.10
249640_at cationic amino acid transporter -likCAT3 AT5G36940 1.14 0.19 1.05 0.33015797 0.7148 -6.10
245847_at MYB DNA-binding - like protein m MYB64 AT5G11050 1.10 0.14 1.05 0.3301452 0.7148 -6.10
256370_at MATE efflux family protein, putativ--- AT1G66780 -1.08 -0.12 -1.05 0.33022042 0.7148 -6.10
254535_at aspartate kinase-homoserine dehyAK-HSDH I AT4G19710 1.08 0.11 1.05 0.33026031 0.7149 -6.10
257260_at hypothetical protein predicted by g --- AT3G22104 -1.12 -0.17 -1.05 0.33035929 0.7150 -6.10
259370_at hypothetical protein predicted by g --- AT1G69050 1.11 0.15 1.05 0.33036485 0.7150 -6.10
257207_at hypothetical protein predicted by g --- AT3G14900 1.10 0.14 1.05 0.33041344 0.7150 -6.10
244968_at ribosomal protein L33 --- --- 1.10 0.13 1.05 0.33057775 0.7153 -6.10
253209_at putative protein membrane-associ --- AT4G34830 -1.11 -0.15 -1.05 0.33061069 0.7153 -6.10
247884_at lipid transfer protein; glossy1 homoCER3 AT5G57800 -1.25 -0.32 -1.05 0.33092485 0.7154 -6.10
247627_at cysteine proteinase AALP identica AALP AT5G60360 1.08 0.11 1.05 0.33080006 0.7154 -6.10
247280_at phi-1-like protein  ;supported by fulEXL2 AT5G64260 -1.20 -0.26 -1.05 0.33078098 0.7154 -6.10
250903_at putative protein coil protein PO22, --- AT5G03600 -1.12 -0.16 -1.05 0.33093417 0.7154 -6.10
246735_at histone H2A-like protein histone HHTA7 AT5G27670 1.10 0.14 1.05 0.3308668 0.7154 -6.10
252817_at putative protein hypothetical protei --- --- -1.10 -0.14 -1.05 0.33084171 0.7154 -6.10
253417_at putative protein PC-MYB1 AT4G32730 -1.08 -0.12 -1.05 0.33092671 0.7154 -6.10
248632_at unknown protein SLD5 AT5G49010 1.19 0.26 1.05 0.33087409 0.7154 -6.10
263553_at putative purple acid phosphatase pPAP10 AT2G16430 1.11 0.15 1.05 0.33101543 0.7155 -6.10
246591_at putative cation transport protein pu--- AT5G14880 1.11 0.15 1.05 0.33103953 0.7155 -6.10
245262_at predicted protein ; supported by cD--- AT4G16563 1.16 0.21 1.05 0.33155308 0.7155 -6.10
260254_at putative glycerophosphodiester ph --- AT1G74210 1.08 0.12 1.05 0.33121436 0.7155 -6.10
250233_at putative protein weak homology w IQD11 AT5G13460 -1.34 -0.42 -1.05 0.33148785 0.7155 -6.10
258656_at putative Ras-like GTP-binding prot ATRABE1EAT3G09900 1.13 0.17 1.05 0.33120196 0.7155 -6.10
249822_at unknown protein --- AT5G23710 1.09 0.13 1.05 0.33150867 0.7155 -6.10
256440_at unknown protein  ;supported by ful --- AT3G10970 1.08 0.11 1.05 0.33156999 0.7155 -6.10
248187_at zinc-binding protein-like  ; supporte--- AT5G53940 1.09 0.13 1.05 0.33136348 0.7155 -6.10
266548_at unknown protein  ;supported by ful RPA AT2G35210 1.13 0.18 1.05 0.33114075 0.7155 -6.10
244933_at NADH dehydrogenase ND4L --- --- -1.09 -0.13 -1.05 0.33153445 0.7155 -6.10
246673_at ribosomal protein S1 ;supported byRPS1 AT5G30510 1.08 0.11 1.05 0.33128489 0.7155 -6.10
260635_at unknown protein --- AT1G62420 / 1.11 0.15 1.05 0.33131416 0.7155 -6.10
251789_at serine/threonine-specific protein k --- AT3G55450 -1.11 -0.15 -1.05 0.33117702 0.7155 -6.10
255911_at receptor-like kinase, putative simil --- AT1G66930 1.07 0.10 1.05 0.33132803 0.7155 -6.10
250084_at unknown protein SDG40 AT5G17240 -1.14 -0.18 -1.05 0.33157831 0.7155 -6.10
246927_s_at nodulin - like protein nodulin, Glyc --- AT5G25250 / 1.16 0.21 1.05 0.33143742 0.7155 -6.10



251748_at putative protein predicted protein, --- AT3G55680 -1.11 -0.15 -1.05 0.33138434 0.7155 -6.10
263388_at En/Spm-like transposon protein rel --- --- 1.10 0.14 1.05 0.33148206 0.7155 -6.10
267378_at hypothetical protein --- AT2G26200 1.07 0.10 1.05 0.33185306 0.7159 -6.10
250397_at histon H3 protein HISTONE H3.2, --- AT5G10980 1.06 0.09 1.05 0.33182892 0.7159 -6.10
246268_at cytochrome P450, putative containCYP97A3 AT1G31800 -1.11 -0.15 -1.05 0.33183444 0.7159 -6.10
260013_at putative annexin similar to annexinANN5 AT1G68090 -1.07 -0.10 -1.05 0.33183418 0.7159 -6.10
260617_at Expressed protein ; supported by f --- AT1G53345 1.10 0.14 1.05 0.33188709 0.7159 -6.10
255870_at hypothetical protein predicted by g --- AT2G30280 1.08 0.11 1.05 0.3319504 0.7159 -6.10
245395_at hypothetical protein ;supported by --- AT4G17420 -1.11 -0.15 -1.05 0.33198772 0.7160 -6.10
265531_at hypothetical protein predicted by g AtGRF6 AT2G06200 -1.09 -0.12 -1.05 0.33202339 0.7160 -6.10
250041_at putative protein p53 inducible prot PIR121 AT5G18410 1.07 0.10 1.04 0.33212564 0.7160 -6.10
257653_at hypothetical protein --- AT3G13225 -1.10 -0.14 -1.04 0.33211286 0.7160 -6.10
254978_at subtilisin-like serine protease conta--- AT4G10540 1.07 0.10 1.05 0.33208599 0.7160 -6.10
258818_at putative ethylene receptor (EIN4) EIN4 AT3G04580 -1.10 -0.14 -1.04 0.33217469 0.7160 -6.10
249409_at putative protein KED, Nicotiana ta --- AT5G40340 -1.29 -0.36 -1.04 0.33234756 0.7163 -6.10
262135_at AP2 domain containing protein, puRAP2.4 AT1G78080 1.18 0.24 1.04 0.3325362 0.7166 -6.10
259547_at gypsy/Ty3 element polyprotein, pu--- --- -1.09 -0.12 -1.04 0.33254788 0.7166 -6.10
262689_at unknown protein ANAC026 AT1G62700 1.09 0.12 1.04 0.33259063 0.7166 -6.10
258132_at protein kinase, putative similar to GATPERK1 AT3G24550 -1.13 -0.18 -1.04 0.33263703 0.7167 -6.10
251678_at putative protein conserved hypoth EDA7 AT3G56990 1.08 0.11 1.04 0.33272734 0.7168 -6.10
250786_at putative protein strong similarity to SDN2 AT5G05540 1.12 0.17 1.04 0.33277246 0.7168 -6.10
250742_at putative protein similar to unknown--- AT5G05800 1.10 0.13 1.04 0.33285624 0.7169 -6.10
260501_at unknown protein  ; supported by cD--- AT2G41770 1.12 0.17 1.04 0.3329368 0.7171 -6.10
245472_at hypothetical protein --- AT4G16040 -1.11 -0.15 -1.04 0.33312146 0.7172 -6.10
257574_at hypothetical protein predicted by g --- AT3G20710 -1.09 -0.13 -1.04 0.33311215 0.7172 -6.10
256764_at hypothetical protein predicted by g --- AT3G29310 1.11 0.15 1.04 0.33310338 0.7172 -6.10
252233_at AtMYB84  ;supported by full-lengthMYB84 AT3G49690 1.10 0.13 1.04 0.33314794 0.7172 -6.10
256984_at hypothetical protein predicted by g --- AT3G13480 -1.10 -0.14 -1.04 0.33320856 0.7173 -6.10
259009_at thioglucosidase 3D precursor identPYK10 AT3G09260 -1.15 -0.20 -1.04 0.33331343 0.7175 -6.10
267403_at MADS-box protein (AGL33) AGL33 AT2G26320 -1.06 -0.09 -1.04 0.33344263 0.7176 -6.10
267383_at unknown protein --- AT2G44360 1.07 0.10 1.04 0.33344833 0.7176 -6.10
257821_at Expressed protein ; supported by f RALFL26 AT3G25170 -1.07 -0.10 -1.04 0.33354654 0.7178 -6.10
255349_at hypothetical protein --- AT4G03830 -1.07 -0.09 -1.04 0.33359001 0.7178 -6.10
248968_at pectin acetylesterase  ;supported b--- AT5G45280 1.19 0.25 1.04 0.33369792 0.7179 -6.10
266833_at hypothetical protein predicted by g --- --- 1.06 0.09 1.04 0.3336805 0.7179 -6.10



263698_at hypothetical protein similar to a mu--- --- -1.11 -0.15 -1.04 0.33374727 0.7179 -6.10
249233_at putative protein contains similarity --- AT5G42150 -1.26 -0.33 -1.04 0.33389168 0.7180 -6.11
245327_at hypothetical protein ; supported by --- AT4G16850 1.08 0.11 1.04 0.33390417 0.7180 -6.11
252989_at putative pectinesterase pectinestesks9 AT4G38420 1.40 0.49 1.04 0.33388366 0.7180 -6.11
257054_at Expressed protein ; supported by f MT3 AT3G15353 -1.07 -0.09 -1.04 0.33405503 0.7182 -6.11
261411_at histone H2B identical to GB:CAA7HTB1 AT1G07790 -1.14 -0.18 -1.04 0.33405486 0.7182 -6.11
259713_at unknown protein similar to phosph--- AT1G77610 -1.13 -0.17 -1.04 0.33407831 0.7182 -6.11
253580_at putative protein RING-H2 finger pr--- AT4G30400 -1.21 -0.27 -1.04 0.33428958 0.7183 -6.11
267367_at unknown protein  ;supported by ful --- AT2G44210 -1.13 -0.18 -1.04 0.33428314 0.7183 -6.11
263203_at hypothetical protein predicted by g chr31 AT1G05490 -1.07 -0.09 -1.04 0.33419548 0.7183 -6.11
247036_at putative protein contains similarity --- AT5G67130 1.12 0.17 1.04 0.33423493 0.7183 -6.11
246739_at putative protein predicted protein, --- AT5G27800 -1.08 -0.11 -1.04 0.33414096 0.7183 -6.11
264247_at potassium transporter, putative sim--- AT1G60160 1.19 0.26 1.04 0.33418885 0.7183 -6.11
258432_at unknown protein  ;supported by ful RALFL23 AT3G16570 1.15 0.20 1.04 0.33448024 0.7186 -6.11
251571_at putative protein several hypothetica--- AT3G58330 -1.08 -0.11 -1.04 0.33450631 0.7186 -6.11
262584_at hypothetical protein Strong similar --- AT1G15440 -1.20 -0.27 -1.04 0.33455157 0.7186 -6.11
263916_at hypothetical protein predicted by g --- AT2G36440 -1.09 -0.13 -1.04 0.33459443 0.7187 -6.11
257164_at mismatch binding protein, putativeMSH1 AT3G24320 1.09 0.12 1.04 0.33478516 0.7187 -6.11
262685_at unknown protein ; supported by cD--- AT1G76010 1.13 0.18 1.04 0.33467573 0.7187 -6.11
253003_s_at putative protein tapetum specific p--- AT4G38300 / -1.10 -0.13 -1.04 0.33476157 0.7187 -6.11
263336_x_at hypothetical protein predicted by g --- --- -1.08 -0.11 -1.04 0.33470382 0.7187 -6.11
246643_s_at putative protein various predicted --- --- -1.08 -0.11 -1.04 0.33476133 0.7187 -6.11
254857_at putative protein acetylcholine reguSEC1B AT4G12120 -1.10 -0.13 -1.04 0.33481906 0.7187 -6.11
253979_at putative protein other putative prote--- AT4G26680 1.09 0.12 1.04 0.33490422 0.7188 -6.11
263115_at Expressed protein ; supported by c--- AT1G03055 -1.17 -0.22 -1.04 0.33489591 0.7188 -6.11
255993_at hypothetical protein contains simila--- AT1G29770 -1.07 -0.10 -1.04 0.33506481 0.7191 -6.11
265435_s_at putative major intrinsic (channel) p --- AT1G31885 / -1.11 -0.15 -1.04 0.33526768 0.7194 -6.11
251328_at putative protein putative protein AtATPOB1 AT3G61600 1.07 0.10 1.04 0.33532626 0.7195 -6.11
265246_at putative pectinesterase ATPMEPCRAT2G43050 -1.10 -0.14 -1.04 0.33540525 0.7195 -6.11
263535_at hypothetical protein predicted by g --- AT2G24970 1.10 0.14 1.04 0.3354044 0.7195 -6.11
251545_at zinc transporter -like protein zinc t MTPA2 AT3G58810 -1.12 -0.17 -1.04 0.33547457 0.7196 -6.11
266147_at putative C-1-tetrahydrofolate synth --- AT2G12230 -1.06 -0.09 -1.04 0.33550574 0.7196 -6.11
245579_at hypothetical protein --- AT4G14810 -1.07 -0.10 -1.04 0.33553826 0.7196 -6.11
255494_at predicted protein of unknown func --- AT4G02710 1.08 0.11 1.04 0.33559815 0.7197 -6.11
263298_at unknown protein  ; supported by cDTIC21 AT2G15290 -1.07 -0.10 -1.04 0.3357341 0.7197 -6.11



255520_at putative ribosomal protein L19 sim --- AT4G02230 1.15 0.21 1.04 0.33576358 0.7197 -6.11
259933_at Expressed protein ; supported by f --- AT1G34350 1.11 0.16 1.04 0.33572222 0.7197 -6.11
252750_at putative protein hypothetical prote --- AT3G43420 -1.07 -0.09 -1.04 0.33573191 0.7197 -6.11
265865_at hypothetical protein predicted by g --- AT2G01740 1.07 0.10 1.04 0.33579739 0.7197 -6.11
263971_at hypothetical protein predicted by g AtRLP29 AT2G42800 -1.11 -0.15 -1.04 0.33584933 0.7198 -6.11
248259_at proline-rich cell wall protein-like  ;s --- AT5G53330 1.09 0.12 1.04 0.33594823 0.7199 -6.11
260056_at hypothetical protein predicted by g --- AT1G78140 1.14 0.19 1.04 0.33607436 0.7201 -6.11
251866_at putative protein MSP58 - nucleola emb1967 AT3G54350 -1.07 -0.10 -1.04 0.33607487 0.7201 -6.11
258473_s_at putative stearoyl-acyl carrier protei --- AT3G02610 / 1.14 0.19 1.04 0.33614653 0.7201 -6.11
245539_at ABC transporter homolog PDR2 AT4G15230 -1.11 -0.15 -1.04 0.33615375 0.7201 -6.11
250565_at putative protein various predicted E13L3 AT5G08000 1.11 0.15 1.03 0.33646657 0.7203 -6.11
262131_at hypothetical protein predicted by g RALF1 AT1G02900 -1.34 -0.42 -1.04 0.3363962 0.7203 -6.11
253212_s_at xanthine dehydrogenase - like proXDH1 AT4G34890 / 1.12 0.16 1.03 0.33646056 0.7203 -6.11
262364_at disease resistance protein, putativ--- AT1G72860 -1.08 -0.11 -1.03 0.33642672 0.7203 -6.11
266623_at unknown protein --- AT2G35390 -1.12 -0.16 -1.03 0.3364825 0.7203 -6.11
257099_s_at disease resistance protein, putativ--- AT3G24982 / 1.07 0.09 1.04 0.33631929 0.7203 -6.11
247851_at outer membrane lipoprotein - like oTIL AT5G58070 -1.19 -0.25 -1.03 0.33645756 0.7203 -6.11
266417_at putative non-green plastid inner en--- AT2G38550 1.11 0.14 1.03 0.33657765 0.7205 -6.11
251566_at putative protein several hypothetica--- AT3G58210 -1.07 -0.09 -1.03 0.33664174 0.7205 -6.11
257489_at hypothetical protein predicted by g --- AT1G07330 -1.08 -0.12 -1.03 0.33677 0.7206 -6.11
260125_at putative heat shock protein similar --- AT1G36390 1.12 0.17 1.03 0.33675098 0.7206 -6.11
256307_at pectate lyase, putative contains Pf--- AT1G30350 -1.07 -0.10 -1.03 0.33671539 0.7206 -6.11
256209_at electron transport flavoprotein, putETFALPHAAT1G50940 -1.09 -0.12 -1.03 0.33685769 0.7207 -6.11
256313_s_at RNA-binding protein, putative con APUM17 AT1G35850 / 1.07 0.10 1.03 0.33684565 0.7207 -6.11
257634_s_at cytochrome P450, putative similar CYP71B19 AT3G26170 / 1.18 0.24 1.03 0.33703608 0.7207 -6.11
245760_s_at receptor serine/threonine kinase P--- AT1G66910 / 1.21 0.28 1.03 0.33726956 0.7207 -6.11
255081_at MLH1 protein  ; supported by cDNAMLH1 AT4G09140 1.16 0.21 1.03 0.33711351 0.7207 -6.11
257427_at hypothetical protein predicted by g --- AT1G79060 -1.15 -0.20 -1.03 0.33715078 0.7207 -6.11
252064_at putative protein various predicted --- AT3G51520 1.08 0.11 1.03 0.33719113 0.7207 -6.11
245034_at putative serpin --- AT2G26390 -1.11 -0.15 -1.03 0.33720776 0.7207 -6.11
252495_at putative protein hypothetical protei --- AT3G46770 -1.09 -0.13 -1.03 0.33706704 0.7207 -6.11
255914_at hypothetical protein predicted by g --- AT1G20290 -1.10 -0.14 -1.03 0.33714337 0.7207 -6.11
249062_at putative protein contains similarity --- AT5G44270 1.09 0.13 1.03 0.33724037 0.7207 -6.11
261188_at hypothetical protein contains simila--- --- -1.09 -0.13 -1.03 0.33709546 0.7207 -6.11
266681_at copia-like retroelement pol polypro --- --- -1.06 -0.09 -1.03 0.33700979 0.7207 -6.11



248714_at polygalacturonase  ;supported by f --- AT5G48140 1.07 0.10 1.03 0.3369971 0.7207 -6.11
262422_at hypothetical protein similar to hypo--- AT1G23440 -1.10 -0.14 -1.03 0.33749435 0.7211 -6.11
266880_at hypothetical protein predicted by g --- AT2G44770 -1.10 -0.14 -1.03 0.33761097 0.7213 -6.11
249996_at glutaredoxin -like protein glutaredo--- AT5G18600 1.18 0.24 1.03 0.33764881 0.7213 -6.11
252885_at glycine-rich protein (clone AtGRP8GR-RBP8 AT4G39260 -1.13 -0.18 -1.03 0.33772949 0.7214 -6.11
253063_at plasma membrane-type calcium ATACA2 AT4G37640 -1.16 -0.22 -1.03 0.33772116 0.7214 -6.11
250711_at cell division related protein-like --- AT5G06110 1.08 0.12 1.03 0.33776219 0.7214 -6.11
266813_at unknown protein --- AT2G44920 1.11 0.15 1.03 0.33782042 0.7214 -6.11
266167_at unknown protein  ;supported by ful YLS5 AT2G38860 -1.33 -0.41 -1.03 0.33850129 0.7217 -6.12
253857_at putative protein hypothetical chloro--- AT4G27990 1.09 0.12 1.03 0.33830502 0.7217 -6.12
252095_at epoxide hydrolase-like protein epo--- AT3G51000 1.11 0.15 1.03 0.33822001 0.7217 -6.12
251492_at putative protein CGI-136 protein - TXR1 AT3G59280 1.07 0.10 1.03 0.33853777 0.7217 -6.12
256365_at arginyl-tRNA synthetase nearly ide--- AT1G66530 1.14 0.19 1.03 0.33803881 0.7217 -6.11
261816_at unknown protein CHX6B AT1G08135 -1.08 -0.11 -1.03 0.3383509 0.7217 -6.12
264297_at hypothetical protein similar to hypo--- AT1G78710 -1.06 -0.09 -1.03 0.33840216 0.7217 -6.12
248966_at unknown protein ;supported by full --- AT5G45360 1.09 0.13 1.03 0.33855537 0.7217 -6.12
261656_at unknown protein similar to kinesin-ARK2 AT1G01950 1.24 0.31 1.03 0.33831583 0.7217 -6.12
252019_at late embryogenesis abundant prot--- AT3G53040 -1.07 -0.09 -1.03 0.33856355 0.7217 -6.12
267267_at putative cytochrome P450 CYP71B9 AT2G02580 1.09 0.12 1.03 0.33836724 0.7217 -6.12
245520_at delta-cadinene synthase like prote ATTS1 AT4G15870 -1.09 -0.12 -1.03 0.33823848 0.7217 -6.12
246694_at putative protein --- --- -1.08 -0.12 -1.03 0.33847143 0.7217 -6.12
250445_at nucleoid DNA-binding protein cnd4--- AT5G10760 1.78 0.83 1.03 0.33821404 0.7217 -6.12
251171_at putative protein several hypothetica--- AT3G63220 -1.07 -0.10 -1.03 0.33849607 0.7217 -6.12
253059_s_at putative protein other predicted proHHP5 AT4G37680 / -1.15 -0.20 -1.03 0.33818548 0.7217 -6.12
261316_at MAP kinase BnMAP4K alpha1, puATMAP4K AAT1G53165 1.08 0.11 1.03 0.33810356 0.7217 -6.11
256470_at hypothetical protein predicted by g --- AT1G42570 -1.07 -0.10 -1.03 0.33844827 0.7217 -6.12
261878_at cytochrome P450, putative similar CYP705A25AT1G50560 1.08 0.11 1.03 0.33853353 0.7217 -6.12
248505_at putative protein similar to unknown--- AT5G50360 -1.10 -0.14 -1.03 0.33877128 0.7220 -6.12
263501_s_at hypothetical protein --- AT2G07673 -1.09 -0.12 -1.03 0.33877115 0.7220 -6.12
262102_at hypothetical protein contains similaCUL2 AT1G02980 -1.07 -0.10 -1.03 0.33872715 0.7220 -6.12
253001_at Expressed protein ; supported by c--- AT4G38490 1.07 0.09 1.03 0.33894408 0.7223 -6.12
250221_at protoporphyrinogen oxidase - like HEMG2 AT5G14220 1.14 0.19 1.03 0.33899832 0.7223 -6.12
245169_at unknown protein predicted by gene--- AT2G33220 -1.07 -0.10 -1.03 0.33905514 0.7224 -6.12
265913_at Expressed protein ; supported by f --- AT2G25625 1.24 0.31 1.03 0.33915486 0.7224 -6.12
247004_at putative protein similar to unknownDG1 AT5G67570 1.09 0.13 1.03 0.33916457 0.7224 -6.12



259837_at aquaporin, putative similar to delta--- AT1G52180 -1.14 -0.19 -1.03 0.33925584 0.7224 -6.12
253025_at hypothetical protein --- AT4G38120 1.13 0.18 1.03 0.3391213 0.7224 -6.12
247052_at homeodomain transcription factor-lHB53 AT5G66700 -1.09 -0.13 -1.03 0.33921885 0.7224 -6.12
261855_at unknown protein --- AT1G50510 1.11 0.15 1.03 0.33925289 0.7224 -6.12
264513_at putative glucose-6-phosphate dehG6PD4 AT1G09420 1.09 0.12 1.03 0.33938444 0.7224 -6.12
251444_at putative protein ETHIONINE AMINMAP2B AT3G59990 1.07 0.10 1.03 0.33936899 0.7224 -6.12
259200_at unknown protein similar to hypothe--- AT3G09070 1.08 0.12 1.03 0.33940127 0.7224 -6.12
265365_at En/Spm-like transposon protein rel --- --- -1.07 -0.10 -1.03 0.33931634 0.7224 -6.12
257458_at hypothetical protein predicted by g --- AT2G05400 -1.07 -0.10 -1.03 0.3394639 0.7225 -6.12
263022_s_at gamma-adaptin, putative similar to--- AT1G23900 / -1.12 -0.16 -1.03 0.33958051 0.7226 -6.12
255970_s_at hypothetical protein predicted by g --- --- -1.07 -0.10 -1.03 0.339564 0.7226 -6.12
250026_at putative protein similar to unknown--- AT5G18090 -1.10 -0.13 -1.03 0.33980438 0.7227 -6.12
266944_at unknown protein predicted by gene--- AT2G18870 / 1.09 0.12 1.03 0.3397189 0.7227 -6.12
260092_at putative serine carboxypeptidase sscpl3 AT1G73280 -1.07 -0.10 -1.03 0.33981184 0.7227 -6.12
257030_at unknown protein --- --- -1.08 -0.11 -1.03 0.33974883 0.7227 -6.12
257328_s_at hypothetical protein --- --- -1.12 -0.16 -1.03 0.33982207 0.7227 -6.12
261501_at wall-associated kinase 1, putative --- AT1G28390 -1.13 -0.17 -1.03 0.33977027 0.7227 -6.12
248097_at protein phosphatase X isoform 2 (gPPX2 AT5G55260 1.10 0.14 1.03 0.33997291 0.7230 -6.12
265961_at unknown protein  ;supported by ful --- AT2G37400 1.14 0.19 1.03 0.34006384 0.7230 -6.12
265335_at Expressed protein ; supported by f --- AT2G18245 1.07 0.09 1.03 0.34008882 0.7230 -6.12
251201_at putative protein predicted protein, --- AT3G63020 -1.07 -0.09 -1.03 0.3400852 0.7230 -6.12
249195_s_at disease resistance response prote --- AT5G42500 / -1.13 -0.18 -1.03 0.34022982 0.7232 -6.12
248389_at AP2 domain transcription factor-lik CBF4 AT5G51990 -1.09 -0.12 -1.03 0.34022086 0.7232 -6.12
256770_at hypothetical protein predicted by g--- AT3G13700 / 1.11 0.16 1.03 0.34031368 0.7232 -6.12
255585_at putative NAM-like protein anac069 AT4G01550 1.14 0.19 1.03 0.34029054 0.7232 -6.12
250514_at GDP dissociation inhibitor GDP di --- AT5G09550 -1.08 -0.11 -1.03 0.34039351 0.7233 -6.12
253800_at putative protein probable cell wall --- AT4G28160 -1.10 -0.14 -1.03 0.34058678 0.7237 -6.12
264999_at hypothetical protein contains simila--- AT1G67310 1.08 0.11 1.03 0.34065425 0.7238 -6.12
262862_at hypothetical protein predicted by g --- AT1G64830 -1.13 -0.18 -1.03 0.34069088 0.7238 -6.12
262551_at putative heat shock transcription faRUB1 AT1G31340 1.12 0.16 1.02 0.34081815 0.7240 -6.12
254016_at putative transcription factor ArabidCGA1 AT4G26150 -1.16 -0.22 -1.02 0.34101265 0.7240 -6.12
260453_s_at unknown protein --- AT1G72510 / -1.12 -0.16 -1.02 0.34113075 0.7240 -6.12
254052_at UMP/CMP kinase like protein UMP--- AT4G25280 -1.10 -0.14 -1.02 0.34108379 0.7240 -6.12
258100_at unknown protein --- AT3G23550 -1.51 -0.60 -1.02 0.34113208 0.7240 -6.12
249676_at serine/threonine protein kinase-like--- AT5G35960 -1.10 -0.13 -1.02 0.34090847 0.7240 -6.12



266871_at unknown protein --- AT2G44710 -1.06 -0.09 -1.02 0.34117249 0.7240 -6.12
248672_at disease resistance protein --- AT5G48770 1.10 0.13 1.02 0.340935 0.7240 -6.12
265158_at hypothetical protein predicted by g --- AT1G31040 -1.07 -0.10 -1.02 0.34087531 0.7240 -6.12
258739_s_at unknown protein similar to hypothe--- AT1G54300 / -1.07 -0.10 -1.02 0.34104121 0.7240 -6.12
266485_at putative phospholipase  ;supported--- AT2G47630 1.20 0.27 1.02 0.34116373 0.7240 -6.12
252270_at putative protein  ;supported by full- --- AT3G49560 -1.10 -0.14 -1.02 0.34118667 0.7240 -6.12
257980_at hypothetical protein predicted by g --- AT3G20760 -1.09 -0.12 -1.02 0.34135567 0.7243 -6.12
259923_at putative protein kinase contains Pf --- AT1G72760 1.07 0.10 1.02 0.34138557 0.7243 -6.12
254598_at xyloglucan endo-transglycosylase --- AT4G18990 1.19 0.26 1.02 0.34155646 0.7243 -6.12
245059_at unknown protein  ;supported by ful RHC2A AT2G39720 1.07 0.10 1.02 0.34149616 0.7243 -6.12
264654_s_at putative sugar transport protein, E --- AT1G08890 / -1.15 -0.20 -1.02 0.34147167 0.7243 -6.12
261672_at unknown protein contains similarityATARP4 AT1G18450 1.12 0.16 1.02 0.34154818 0.7243 -6.12
262251_at hypothetical protein predicted by g --- AT1G53760 1.16 0.21 1.02 0.34182645 0.7243 -6.12
255507_at AtKAP alpha similar to AtKAP, GeMOS6 AT4G02150 -1.07 -0.10 -1.02 0.34186974 0.7243 -6.12
250127_at putative protein similar to unknown--- AT5G16380 -1.11 -0.15 -1.02 0.34188462 0.7243 -6.12
266050_at putative SNF2/SWI2 family transcr --- AT2G40770 -1.07 -0.10 -1.02 0.3417451 0.7243 -6.12
256416_at ferritin subunit, putative similar to fATFER2 AT3G11050 -1.10 -0.14 -1.02 0.34178153 0.7243 -6.12
258266_at hypothetical protein predicted by g --- AT3G15860 -1.11 -0.15 -1.02 0.341852 0.7243 -6.12
254884_at H+-transporting ATPase - like prot--- AT4G11730 -1.07 -0.09 -1.02 0.34193686 0.7243 -6.12
258102_at unknown protein contains Pfam pro--- AT3G23600 -1.11 -0.15 -1.02 0.34186862 0.7243 -6.12
262771_at hypothetical protein predicted by g --- AT1G13200 1.10 0.14 1.02 0.34174946 0.7243 -6.12
255414_at hypothetical protein --- AT4G03156 1.07 0.09 1.02 0.34167498 0.7243 -6.12
250450_at putative transcription factor MYB92ATMYB92 AT5G10280 1.06 0.09 1.02 0.34158348 0.7243 -6.12
265686_at hypothetical protein predicted by g --- AT2G24460 1.07 0.10 1.02 0.34194115 0.7243 -6.12
263784_at Expressed protein ; supported by f --- AT2G46375 1.08 0.11 1.02 0.34181316 0.7243 -6.12
249503_at expansin-like protein expansin - P ATEXPA24 AT5G39310 1.08 0.11 1.02 0.34202262 0.7244 -6.12
249693_at histidine kinase-like protein  ; supp AHK2 AT5G35750 -1.15 -0.20 -1.02 0.34214909 0.7245 -6.12
266362_at unknown protein --- AT2G32430 -1.10 -0.14 -1.02 0.34215536 0.7245 -6.12
257555_at hypothetical protein predicted by g --- AT3G24780 1.12 0.16 1.02 0.34209807 0.7245 -6.12
258469_at unknown protein contains Pfam proPRXIIF AT3G06050 -1.08 -0.11 -1.02 0.34222828 0.7246 -6.12
260302_at putative sulfate transporter contain --- AT1G80310 / -1.12 -0.16 -1.02 0.34237213 0.7246 -6.12
255463_at putative polyprotein of LTR transp --- --- -1.09 -0.12 -1.02 0.34238059 0.7246 -6.12
252144_at ribosomal protein L8 homolog ribo--- AT3G51190 1.08 0.10 1.02 0.34228111 0.7246 -6.12
259442_at (1-4)-beta-mannan endohydrolase--- AT1G02310 -1.15 -0.21 -1.02 0.34230575 0.7246 -6.12
256009_at AP2 domain transcription factor, p --- AT1G19210 -1.35 -0.43 -1.02 0.34239867 0.7246 -6.12



267163_at unknown protein --- AT2G37520 1.11 0.15 1.02 0.34249917 0.7248 -6.13
260366_at putative protein kinase similar to C --- AT1G70460 1.08 0.11 1.02 0.34252958 0.7248 -6.13
260375_at unknown protein --- AT1G73950 -1.09 -0.12 -1.02 0.3426166 0.7248 -6.13
259398_at hypothetical protein predicted by g PRA1.F1 AT1G17700 -1.28 -0.35 -1.02 0.34262357 0.7248 -6.13
265391_at Expressed protein ; supported by cGAUT10 AT2G20810 1.07 0.10 1.02 0.3429159 0.7250 -6.13
245611_at hypothetical protein --- AT4G14390 -1.13 -0.17 -1.02 0.34280079 0.7250 -6.13
262938_at hypothetical protein predicted by g --- AT1G79540 -1.09 -0.13 -1.02 0.34284237 0.7250 -6.13
247785_at subtilisin-like serine protease conta--- AT5G58820 1.07 0.09 1.02 0.34291761 0.7250 -6.13
263146_at lipase, putative similar to lipase G GLIP2 AT1G53940 -1.10 -0.14 -1.02 0.34292421 0.7250 -6.13
265193_at unknown protein ESTs gb|T144077--- AT1G05070 1.08 0.11 1.02 0.34283088 0.7250 -6.13
263640_at hypothetical protein predicted by g --- AT2G25270 1.08 0.11 1.02 0.34293436 0.7250 -6.13
266638_at putative fibrillin  ;supported by full-l --- AT2G35490 -1.09 -0.12 -1.02 0.34300943 0.7251 -6.13
259723_at putative iron-regulated transporter IRT3 AT1G60960 -1.20 -0.26 -1.02 0.34304979 0.7251 -6.13
262208_at hypothetical protein predicted by g --- AT1G74800 1.10 0.14 1.02 0.34314892 0.7253 -6.13
264539_at hypothetical protein predicted by g --- AT1G55590 -1.09 -0.13 -1.02 0.34320247 0.7253 -6.13
252542_at nuclear receptor binding factor-like--- AT3G45770 1.07 0.10 1.02 0.34328428 0.7254 -6.13
247157_at nuclear matrix constituent protein 1LINC4 AT5G65770 -1.08 -0.12 -1.02 0.34329871 0.7254 -6.13
254345_at hypothetical protein  ;supported by --- AT4G22000 1.14 0.19 1.02 0.34350057 0.7257 -6.13
247967_at putative protein similar to unknownanac099 AT5G56620 -1.07 -0.09 -1.02 0.34354671 0.7257 -6.13
253728_at putative protein unknown protein c--- AT4G29410 1.14 0.19 1.02 0.34355057 0.7257 -6.13
254628_at Expressed protein ; supported by f --- AT4G18593 -1.07 -0.09 -1.02 0.34373519 0.7260 -6.13
264584_at unknown protein Similar to Synech--- AT1G05140 -1.10 -0.13 -1.02 0.34371721 0.7260 -6.13
246374_at light repressible receptor protein k --- AT1G51840 -1.07 -0.09 -1.02 0.34381152 0.7260 -6.13
259325_at unknown protein --- AT3G05320 1.64 0.72 1.02 0.34381911 0.7260 -6.13
251269_at putative protein Pm5 protein - Hom--- AT3G62360 1.11 0.15 1.02 0.34389627 0.7260 -6.13
267471_at putative ferrochelatase precusor  ; FC2 AT2G30390 -1.15 -0.20 -1.02 0.34385543 0.7260 -6.13
262849_at unknown protein ; supported by cD--- AT1G14710 1.23 0.29 1.02 0.34386707 0.7260 -6.13
246448_at putative protein putative N-acetlytr--- AT5G16800 1.09 0.12 1.02 0.34393754 0.7260 -6.13
245199_at Expressed protein ; supported by f KCR1 AT1G67730 1.10 0.14 1.02 0.34407841 0.7262 -6.13
248184_at CHP-rich zinc finger protein-like --- AT5G54050 1.07 0.10 1.02 0.34410766 0.7262 -6.13
254215_at putative Na+/H+-exchanging proteATCHX17 AT4G23700 -1.39 -0.48 -1.02 0.3443619 0.7266 -6.13
253431_at putative protein predicted protein, --- AT4G32440 1.09 0.12 1.02 0.34470787 0.7266 -6.13
267106_s_at putative vacuolar sorting receptor i ATVSR3 AT2G14720 / 1.11 0.15 1.02 0.34432221 0.7266 -6.13
246969_at glutamic acid-rich protein other glu --- AT5G24880 -1.09 -0.13 -1.02 0.34462136 0.7266 -6.13
263397_s_at putative GDSL-motif lipase/hydrola--- AT2G31540 / -1.06 -0.09 -1.02 0.34470607 0.7266 -6.13



260740_at thioredoxin, putative contains PfamATQSOX1 AT1G15020 1.07 0.10 1.02 0.34473274 0.7266 -6.13
246129_at putative protein predicted protein, --- --- 1.07 0.09 1.02 0.34470244 0.7266 -6.13
247950_at unknown protein --- AT5G57230 -1.08 -0.11 -1.02 0.34463483 0.7266 -6.13
260482_at endomembrane protein EMP70 pre--- AT1G10950 1.08 0.11 1.02 0.34441736 0.7266 -6.13
245653_at heat shock transcription factor like FBD1 AT4G13985 1.09 0.12 1.02 0.34467991 0.7266 -6.13
265018_s_at hypothetical protein predicted by g --- AT2G13770 1.08 0.11 1.02 0.34469924 0.7266 -6.13
259569_at hypothetical protein --- AT1G20480 1.10 0.13 1.02 0.34453869 0.7266 -6.13
256038_at hypothetical protein similar to polyg--- AT1G19170 1.10 0.14 1.02 0.34442024 0.7266 -6.13
245523_at drought-induced protein like ATDI21 AT4G15910 -1.12 -0.17 -1.02 0.34455374 0.7266 -6.13
260179_at unknown protein similar to hypotheHWI1 AT1G70690 1.20 0.26 1.02 0.34480888 0.7266 -6.13
256498_at hypothetical protein --- --- -1.07 -0.10 -1.02 0.34479999 0.7266 -6.13
248421_at unknown protein  ;supported by ful --- AT5G51510 1.09 0.12 1.02 0.34493467 0.7268 -6.13
251897_at RING finger - like protein DNA-bin --- AT3G54360 -1.10 -0.14 -1.02 0.34494866 0.7268 -6.13
248864_at bHLH protein-like --- AT5G46760 -1.07 -0.10 -1.02 0.34509646 0.7270 -6.13
254439_s_at carbonic anhydrase -like protein c ACA6 AT4G20990 / -1.06 -0.09 -1.02 0.34507988 0.7270 -6.13
262072_at hypothetical protein predicted by g ZCF37 AT1G59590 1.23 0.30 1.02 0.34514345 0.7270 -6.13
260780_at valyl-tRNA synthetase, putative simTWN2 AT1G14610 1.07 0.10 1.01 0.34551948 0.7277 -6.13
258227_at 6-4 photolyase (UVR3) identical toUVR3 AT3G15620 1.35 0.44 1.01 0.34559542 0.7278 -6.13
247068_at putative protein similar to unknown--- AT5G66800 -1.10 -0.13 -1.01 0.34562814 0.7278 -6.13
264343_at unknown protein  ; supported by fu --- AT1G11850 -1.14 -0.19 -1.01 0.3456948 0.7279 -6.13
266401_s_at putative cell division control proteinCDKB1;2 AT2G38620 / -1.07 -0.10 -1.01 0.34589514 0.7283 -6.13
267118_at hypothetical protein --- AT2G32590 1.10 0.13 1.01 0.34593622 0.7283 -6.13
261891_at transcriptional regulator, putative s--- AT1G80790 -1.07 -0.10 -1.01 0.34606869 0.7283 -6.13
246750_at putative protein predicted proteinsAT5G27860--- 1.14 0.19 1.01 0.34611367 0.7283 -6.13
258205_at unknown protein --- AT3G13965 1.08 0.11 1.01 0.34603241 0.7283 -6.13
253339_at metal-transporting P-type ATPase PAA1 AT4G33520 -1.13 -0.18 -1.01 0.3460923 0.7283 -6.13
248965_at nodulin-like protein --- AT5G45370 1.11 0.15 1.01 0.34604523 0.7283 -6.13
259318_at unknown protein similar to HYP1 GHYP1 AT3G01100 1.11 0.15 1.01 0.34618454 0.7283 -6.13
260395_at homeobox gene 13 protein identicaATHB13 AT1G69780 -1.20 -0.27 -1.01 0.34621309 0.7283 -6.13
257057_at hypothetical protein predicted by g --- --- -1.06 -0.09 -1.01 0.34616582 0.7283 -6.13
255745_at hypothetical protein predicted by g --- AT1G32030 -1.06 -0.09 -1.01 0.34627063 0.7283 -6.13
248788_at DNA-binding protein-like --- AT5G47430 -1.07 -0.10 -1.01 0.34630862 0.7283 -6.13
248658_at chromosome condensation proteinATSMC3 AT5G48600 1.08 0.11 1.01 0.34628291 0.7283 -6.13
264719_at receptor-like kinase, putative simil --- AT1G70110 -1.12 -0.17 -1.01 0.34634689 0.7283 -6.13
259171_at hypothetical protein predicted by g --- AT3G03590 1.09 0.12 1.01 0.34654406 0.7287 -6.13



247277_at putative protein similar to unknown--- AT5G64420 1.09 0.12 1.01 0.34662406 0.7287 -6.13
266718_at putative zinc transporter  ;supporteZAT AT2G46800 -1.09 -0.12 -1.01 0.34659872 0.7287 -6.13
263534_at putative steroid binding protein  ;suAtMAPR2 AT2G24940 / -1.09 -0.13 -1.01 0.34675003 0.7288 -6.13
257235_at ras-related GTP-binding protein coAtRABA1g AT3G15060 1.33 0.41 1.01 0.34678593 0.7288 -6.13
248990_at disease resistance protein-like --- AT5G45210 -1.08 -0.11 -1.01 0.34673776 0.7288 -6.13
258694_at putative non-phototropic hypocotyl --- AT3G08660 -1.17 -0.22 -1.01 0.34686109 0.7288 -6.13
246836_s_at putative protein MADS box protein--- AT5G26650 / 1.07 0.10 1.01 0.34687427 0.7288 -6.13
254757_at putative protein other putative or hyROPGEF9 AT4G13240 1.08 0.12 1.01 0.34682289 0.7288 -6.13
261391_at hypothetical protein similar to hypo--- AT1G35030 -1.09 -0.13 -1.01 0.34700571 0.7290 -6.14
255325_at putative membrane trafficking factoPUX4 AT4G04210 -1.08 -0.11 -1.01 0.34708674 0.7291 -6.14
253071_at putative protein various predicted p--- AT4G37880 -1.08 -0.11 -1.01 0.34727609 0.7291 -6.14
265135_at unknown protein similar to unknow--- AT1G51270 -1.08 -0.12 -1.01 0.34726604 0.7291 -6.14
249831_at putative protein contains similarity --- AT5G23340 1.16 0.22 1.01 0.34713539 0.7291 -6.14
245669_at hypothetical protein contains similaLEC2 AT1G28300 -1.10 -0.14 -1.01 0.34725282 0.7291 -6.14
255254_at hypothetical protein --- AT4G05030 -1.11 -0.15 -1.01 0.34719572 0.7291 -6.14
251378_at putative protein --- AT3G60660 1.08 0.11 1.01 0.34724789 0.7291 -6.14
255924_at unknown protein contains similarity--- AT1G22170 -1.10 -0.14 -1.01 0.34742502 0.7294 -6.14
245688_at prolin-rich protein, putative similar AGP31 AT1G28290 -1.54 -0.62 -1.01 0.34745764 0.7294 -6.14
259826_at arm repeat-containing protein, put PUB17 AT1G29340 -1.14 -0.19 -1.01 0.34753907 0.7295 -6.14
263377_at AP2 domain transcription factor (A ABI4 AT2G40220 -1.07 -0.10 -1.01 0.34762454 0.7296 -6.14
245666_at hypothetical protein predicted by g --- AT1G28280 1.18 0.24 1.01 0.34769024 0.7296 -6.14
252568_at receptor-like protein kinase recept --- AT3G45410 -1.14 -0.18 -1.01 0.34767758 0.7296 -6.14
265239_s_at hypothetical protein --- AT2G07692 -1.09 -0.13 -1.01 0.34773846 0.7296 -6.14
255847_at putative thioredoxin ACHT3 AT2G33270 -1.07 -0.09 -1.01 0.34781072 0.7297 -6.14
266266_at putative enolase (2-phospho-D-gly --- AT2G29560 1.10 0.14 1.01 0.34789094 0.7298 -6.14
245667_at FH protein interacting protein FIP1 FIP1 AT1G28200 1.08 0.11 1.01 0.34787522 0.7298 -6.14
257770_at unknown protein  ;supported by ful LFR AT3G22990 1.09 0.12 1.01 0.34800166 0.7299 -6.14
246174_s_at putative protein hypothetical prote --- AT5G28340 / -1.07 -0.10 -1.01 0.3480609 0.7300 -6.14
259823_at beta-1,3-glucanase precursor, put --- AT1G66250 1.10 0.14 1.01 0.34819044 0.7300 -6.14
247118_at uridylyl transferases-like  ; supporteACR1 AT5G65890 -1.14 -0.19 -1.01 0.34828765 0.7300 -6.14
259039_at unknown protein  ;supported by ful --- AT3G09250 -1.08 -0.11 -1.01 0.34828578 0.7300 -6.14
246522_at bZIP DNA-binding protein-like putaAtbZIP3 AT5G15830 1.23 0.30 1.01 0.34812771 0.7300 -6.14
254912_at respiratory burst oxidase homolog--- AT4G11230 -1.08 -0.11 -1.01 0.34828192 0.7300 -6.14
259944_at hypothetical protein predicted by g --- AT1G71470 1.08 0.11 1.01 0.34823031 0.7300 -6.14
255811_at heat shock protein 22.0 ; supportedATHSP22.0AT4G10250 -1.10 -0.14 -1.01 0.34809984 0.7300 -6.14



260243_at hypothetical protein similar to putat--- AT1G63720 1.23 0.29 1.01 0.34843725 0.7300 -6.14
267534_at putative CCCH-type zinc finger pro--- AT2G41900 -1.08 -0.11 -1.01 0.3483677 0.7300 -6.14
259107_at hypothetical protein predicted by g --- AT3G05460 -1.07 -0.10 -1.01 0.34839963 0.7300 -6.14
260652_at putative MYB family transcription f--- AT1G32360 1.07 0.10 1.01 0.34841353 0.7300 -6.14
257289_at hypothetical protein --- AT3G29690 1.07 0.10 1.01 0.34861707 0.7303 -6.14
267187_s_at putative methylenetetrahydrofolateMTHFR2 AT2G44160 / -1.12 -0.17 -1.01 0.34866163 0.7304 -6.14
245054_at unknown protein --- AT2G26460 -1.10 -0.13 -1.01 0.34895403 0.7305 -6.14
263239_at amidophosphoribosyltransferase idATASE1 AT2G16570 -1.09 -0.13 -1.01 0.34895569 0.7305 -6.14
260404_at unknown protein similar to activato --- --- 1.14 0.19 1.01 0.34888791 0.7305 -6.14
261130_at unknown protein ; supported by cDPRMT10 AT1G04870 1.17 0.22 1.01 0.3489441 0.7305 -6.14
249904_at unknown protein --- AT5G22700 -1.08 -0.11 -1.01 0.34894782 0.7305 -6.14
249729_at 6-phosphogluconolactonase-like p --- AT5G24410 -1.09 -0.12 -1.01 0.34897869 0.7305 -6.14
266844_at hypothetical protein predicted by g --- AT2G26120 -1.09 -0.13 -1.01 0.34888098 0.7305 -6.14
248770_at unknown protein --- AT5G47740 -1.11 -0.14 -1.01 0.34894329 0.7305 -6.14
264298_at hypothetical protein contains simila--- AT1G78690 1.09 0.12 1.01 0.34910578 0.7306 -6.14
259428_at MAP kinase, putative similar to MAATMPK11 AT1G01560 1.52 0.60 1.01 0.34908861 0.7306 -6.14
251809_at putative protein predicted proteins --- AT3G55600 1.09 0.12 1.01 0.34917152 0.7307 -6.14
253017_at cinnamyl alcohol dehydrogenase -CAD6 AT4G37970 -1.07 -0.10 -1.01 0.34941632 0.7308 -6.14
266092_at hypothetical protein predicted by g --- AT2G37880 -1.08 -0.12 -1.01 0.34933911 0.7308 -6.14
262383_at disease resistance protein, putativ--- AT1G72940 1.48 0.56 1.01 0.34926885 0.7308 -6.14
267059_at putative carboxymethylenebutenol --- AT2G32520 1.08 0.11 1.01 0.34942877 0.7308 -6.14
263622_at hypothetical protein predicted by g --- AT2G04870 -1.08 -0.11 -1.01 0.34944424 0.7308 -6.14
267616_at unknown protein  ;supported by ful --- AT2G26680 1.09 0.12 1.01 0.34940133 0.7308 -6.14
266459_at unknown protein supported by full- --- AT2G47970 -1.08 -0.12 -1.01 0.34937003 0.7308 -6.14
252779_at putative protein --- AT3G42990 -1.08 -0.11 -1.01 0.34961657 0.7310 -6.14
250824_at putative protein contains similarity --- AT5G05200 -1.11 -0.15 -1.01 0.34961893 0.7310 -6.14
260171_at hypothetical protein predicted by g --- AT1G71910 1.22 0.29 1.00 0.3496582 0.7310 -6.14
250376_at putative protein --- AT5G11550 1.15 0.20 1.00 0.34966194 0.7310 -6.14
256479_at unknown protein --- AT1G33400 1.11 0.16 1.00 0.34979172 0.7311 -6.14
262439_at hypothetical protein identical to hyp--- AT1G47730 -1.07 -0.09 -1.00 0.34977997 0.7311 -6.14
255237_at hypothetical protein --- --- -1.07 -0.10 -1.00 0.34980981 0.7311 -6.14
250056_at putative protein predicted proteins --- AT5G17660 1.19 0.25 1.00 0.34993358 0.7313 -6.14
253050_at putative protein probable arabinogAGP18 AT4G37450 -1.30 -0.37 -1.00 0.35011654 0.7315 -6.14
248198_at putative protein contains similarity --- AT5G54200 1.18 0.24 1.00 0.35022049 0.7315 -6.14
253485_at Expressed protein ; supported by f WRKY18 AT4G31800 1.19 0.26 1.00 0.35033988 0.7315 -6.14



256237_at leucine rich repeat protein, putativ DRT100 AT3G12610 2.26 1.18 1.00 0.35025994 0.7315 -6.14
246341_x_at putative protein predicted proteins --- AT3G43150 1.11 0.15 1.00 0.35036648 0.7315 -6.14
245586_at hypothetical protein --- AT4G14980 -1.08 -0.11 -1.00 0.35025897 0.7315 -6.14
256536_at peptide chain release factor, putat --- AT1G33330 1.08 0.11 1.00 0.35025044 0.7315 -6.14
264619_at putative chloroplast nucleoid DNA- --- AT2G17760 -1.09 -0.13 -1.00 0.35039988 0.7315 -6.14
257717_at unknown protein EMB1865 AT3G18390 1.11 0.15 1.00 0.35017031 0.7315 -6.14
246081_s_at myosin-like protein unconventiona--- AT5G20470 / 1.13 0.18 1.00 0.35005815 0.7315 -6.14
256592_at hypothetical protein predicted by g --- --- 1.07 0.09 1.00 0.35036874 0.7315 -6.14
250576_at cytochrome P450-like protein seve--- AT5G08250 1.09 0.12 1.00 0.35031071 0.7315 -6.14
256704_at deacetylvindoline 4-O-acetyltransf --- AT3G30280 -1.08 -0.10 -1.00 0.35043999 0.7315 -6.14
262986_at unknown protein similar to hypothe--- AT1G23390 1.17 0.22 1.00 0.3505098 0.7315 -6.14
254099_at protein-methionine-S-oxide reducta--- AT4G25130 1.13 0.17 1.00 0.35051553 0.7315 -6.14
258760_at putative membrane protein similar --- AT3G10780 -1.16 -0.22 -1.00 0.35074358 0.7318 -6.14
266947_at hypothetical protein predicted by g --- AT2G18830 -1.10 -0.13 -1.00 0.35072395 0.7318 -6.14
246178_s_at putative protein predicted proteins --- --- 1.10 0.14 1.00 0.3509179 0.7321 -6.14
248786_at unknown protein --- AT5G47410 1.15 0.20 1.00 0.35095362 0.7321 -6.14
255413_at putative alcohol dehydrogenase sim--- AT4G03140 1.09 0.13 1.00 0.35099405 0.7322 -6.14
262234_at putative G protein coupled recepto GCR1 AT1G48270 -1.12 -0.17 -1.00 0.35110064 0.7322 -6.14
258463_at putative protein kinase similar to P --- AT3G17410 1.10 0.14 1.00 0.35109717 0.7322 -6.14
245860_at putative protein predicted proteins --- AT5G28310 -1.09 -0.13 -1.00 0.3510577 0.7322 -6.14
265217_s_at unknown protein ESTs gb|H76594 --- AT1G05090 / 1.12 0.17 1.00 0.35128003 0.7325 -6.14
255500_at NAD+ ADP-ribosyltransferase APP AT4G02390 1.11 0.15 1.00 0.35132425 0.7325 -6.14
266102_at unknown protein --- AT2G40720 1.09 0.12 1.00 0.35136051 0.7325 -6.14
263987_at putative lipase  ; supported by cDN--- AT2G42690 -1.12 -0.16 -1.00 0.35139079 0.7325 -6.14
247186_at putative protein contains similarity --- AT5G65470 1.15 0.20 1.00 0.35146199 0.7325 -6.14
253812_at putative wound induced protein wo--- AT4G28240 1.10 0.14 1.00 0.35156529 0.7325 -6.15
253219_at MYB-like protein myb-related proteAtMYB32 AT4G34990 -1.16 -0.21 -1.00 0.35162084 0.7325 -6.15
249207_at C2H2-type zinc finger protein-like --- AT5G42640 -1.08 -0.11 -1.00 0.3514927 0.7325 -6.15
258057_at unknown protein AAR3 AT3G28970 -1.07 -0.10 -1.00 0.3516307 0.7325 -6.15
262440_at serpin, putative similar to serpin G--- AT1G47710 -1.12 -0.17 -1.00 0.35151965 0.7325 -6.15
246297_at putative protein hypothetical prote --- AT3G51760 -1.12 -0.17 -1.00 0.35164233 0.7325 -6.15
259722_at putative DNA helicase similar to ATATRECQ4BAT1G60930 -1.06 -0.09 -1.00 0.35165875 0.7325 -6.15
259143_at calmodulin-like protein similar to c --- AT3G10190 1.12 0.16 1.00 0.35303559 0.7326 -6.15
256661_at hypothetical protein similar to putat--- AT3G11964 1.08 0.11 1.00 0.35347981 0.7326 -6.15
250613_at putative protein SF16 protein, poll IQD24 AT5G07240 -1.10 -0.14 -1.00 0.35208279 0.7326 -6.15



246892_at putative protein predicted protein, --- AT5G25500 1.09 0.12 1.00 0.35360114 0.7326 -6.15
262737_at hypothetical protein SRD2 AT1G28560 -1.10 -0.13 -1.00 0.35355463 0.7326 -6.15
256379_at hypothetical protein predicted by g --- AT1G66840 -1.12 -0.16 -1.00 0.35265321 0.7326 -6.15
250525_at putative protein contains similarity ILP1 AT5G08550 -1.08 -0.11 -1.00 0.35289951 0.7326 -6.15
250875_at putative protein fimbriae-associate--- AT5G04020 -1.23 -0.29 -1.00 0.35256031 0.7326 -6.15
259013_at unknown protein similar to putativeemb1990 AT3G07430 1.08 0.11 1.00 0.3531102 0.7326 -6.15
251255_at putative protein early nodule-spec --- AT3G62280 -1.07 -0.10 -1.00 0.35214064 0.7326 -6.15
260543_at putative membrane transporter INT1 AT2G43330 1.13 0.18 1.00 0.351998 0.7326 -6.15
248465_at putative protein contains similarity --- AT5G51200 1.12 0.17 1.00 0.35293695 0.7326 -6.15
262148_at chloroplast-localized small heat sh--- AT1G52560 -1.19 -0.25 -1.00 0.35291658 0.7326 -6.15
245672_at polygalacturonase, putative simila --- AT1G56710 1.11 0.16 1.00 0.35215326 0.7326 -6.15
255045_at putative protein hypothetical prote --- AT4G09690 -1.09 -0.13 -1.00 0.35260702 0.7326 -6.15
263167_at unknown protein Belongs to PF|01--- AT1G03030 1.10 0.13 1.00 0.35363351 0.7326 -6.15
263396_at unknown protein  ;supported by ful --- AT2G31710 1.09 0.12 1.00 0.35223531 0.7326 -6.15
256545_at hypothetical protein predicted by g --- --- -1.09 -0.12 -1.00 0.35272459 0.7326 -6.15
260198_at F12A21.23 hypothetical protein --- AT1G67635 -1.07 -0.10 -1.00 0.35298444 0.7326 -6.15
259458_at glycine-rich protein, putative simila--- AT1G44085 -1.09 -0.13 -1.00 0.35244276 0.7326 -6.15
245350_at nuclear antigen homolog ;supporte--- AT4G16830 1.09 0.13 1.00 0.35328008 0.7326 -6.15
252751_at putative protein RING-H2 zinc fing--- AT3G43430 1.18 0.24 1.00 0.35306294 0.7326 -6.15
265697_at hypothetical protein predicted by g --- AT2G32170 1.08 0.11 1.00 0.35364342 0.7326 -6.15
250506_at ABC transporter, ATP-binding pro GCN2 AT5G09930 -1.09 -0.13 -1.00 0.35352274 0.7326 -6.15
251403_at putative protein RING finger prote --- AT3G60300 1.12 0.16 1.00 0.35206529 0.7326 -6.15
254976_at subtilisin-like serine protease conta--- AT4G10510 -1.08 -0.11 -1.00 0.35173954 0.7326 -6.15
253807_at putative GPI-anchored protein GP--- AT4G28280 -1.11 -0.15 -1.00 0.35316424 0.7326 -6.15
264061_at putative cyclin-dependent kinase reCKS2 AT2G27970 1.19 0.25 1.00 0.35311607 0.7326 -6.15
266958_at putative trans-prenyltransferase GPS1 AT2G34630 -1.12 -0.16 -1.00 0.35226104 0.7326 -6.15
264272_at hypothetical protein contains similaANAC023 AT1G60280 -1.07 -0.10 -1.00 0.35215752 0.7326 -6.15
247711_at receptor-like protein kinase recept --- AT5G59270 -1.09 -0.12 -1.00 0.35177554 0.7326 -6.15
256684_at geranylgeranyl pyrophosphate syn--- AT3G32040 -1.11 -0.15 -1.00 0.35316436 0.7326 -6.15
248452_at putative protein contains similarity --- AT5G51300 1.07 0.09 1.00 0.35195019 0.7326 -6.15
249967_at putative protein --- AT5G19050 1.08 0.12 1.00 0.35290787 0.7326 -6.15
255439_at putative phospho-ser/thr phosphataBSL1 AT4G03080 1.08 0.11 1.00 0.35234871 0.7326 -6.15
259498_at unknown protein similar to putativeGOS11 AT1G15880 1.08 0.11 1.00 0.35340274 0.7326 -6.15
251016_at pathogenesis related protein - like --- AT5G02730 -1.14 -0.19 -1.00 0.35327641 0.7326 -6.15
265537_at putative retroelement pol polyprote--- --- -1.10 -0.13 -1.00 0.35209655 0.7326 -6.15



252155_at putative protein --- AT3G50920 1.11 0.15 1.00 0.35365369 0.7326 -6.15
263736_at nucleic acid-binding protein, putat --- AT1G60000 -1.12 -0.17 -1.00 0.35330599 0.7326 -6.15
248343_at putative protein contains similarity AtMYB19 AT5G52260 1.07 0.09 1.00 0.35323663 0.7326 -6.15
265883_at unknown protein --- AT2G42310 1.08 0.11 1.00 0.35222412 0.7326 -6.15
245259_at kinesin like protein ; supported by cPAKRP1 AT4G14150 -1.07 -0.10 -1.00 0.35359012 0.7326 -6.15
266550_s_at Expressed protein ; supported by c--- AT2G35070 / -1.31 -0.39 -1.00 0.35257029 0.7326 -6.15
255328_at putative leucyl tRNA synthetase EMB2369 AT4G04350 1.11 0.16 1.00 0.35282058 0.7326 -6.15
266523_at putative transportin TRN1 AT2G16950 -1.08 -0.11 -1.00 0.3526257 0.7326 -6.15
264472_at hypothetical protein predicted by g SWEETIE AT1G67140 1.11 0.15 1.00 0.35350584 0.7326 -6.15
256726_at unknown protein --- AT3G52210 -1.12 -0.16 -1.00 0.35201858 0.7326 -6.15
252892_at hypothetical protein --- AT4G39420 -1.07 -0.10 -1.00 0.35194923 0.7326 -6.15
AFFX-TrpnX-M B. subtilis /GEN=trpD, trpC /DB_XR--- --- -1.07 -0.10 -1.00 0.35261882 0.7326 -6.15
247421_at SIAH1 - like protein SIAH1, Brassi--- AT5G62800 1.10 0.14 1.00 0.3522156 0.7326 -6.15
266115_at protease inhibitor II  ;supported by LCR72 AT2G02140 1.15 0.20 1.00 0.35189916 0.7326 -6.15
249170_at abscisic acid responsive elements---- AT5G42910 -1.07 -0.10 -1.00 0.35260286 0.7326 -6.15
253885_at putative protein essential for embrVPS26B AT4G27690 1.10 0.14 1.00 0.35266009 0.7326 -6.15
257656_at Expressed protein ; supported by f --- AT3G13228 1.07 0.10 1.00 0.35348504 0.7326 -6.15
252719_at putative protein predicted protein, --- AT3G43950 -1.08 -0.11 -1.00 0.35334379 0.7326 -6.15
260861_at hypothetical protein predicted by g --- --- -1.08 -0.12 -1.00 0.35345919 0.7326 -6.15
251687_at quinone reductase-like protein zet --- AT3G56460 1.07 0.10 1.00 0.35322631 0.7326 -6.15
248917_at putative protein similar to unknown--- AT5G45850 -1.06 -0.09 -1.00 0.35324213 0.7326 -6.15
261675_at hypothetical protein predicted by g --- AT1G18290 1.08 0.12 1.00 0.35207014 0.7326 -6.15
247799_at subtilisin-like serine protease conta--- AT5G58840 -1.12 -0.16 -1.00 0.35316461 0.7326 -6.15
249600_s_at oxidoreductase-like protein zeta-c --- AT5G37940 / -1.06 -0.09 -1.00 0.35313934 0.7326 -6.15
246863_at nodulin - like protein early nodulin --- AT5G25940 1.18 0.24 1.00 0.35375499 0.7326 -6.15
265245_at unknown protein --- AT2G43060 1.16 0.22 1.00 0.35373869 0.7326 -6.15
267416_at putative phosphatidylinositol-glyca SETH1 AT2G34980 -1.08 -0.11 -1.00 0.35380581 0.7327 -6.15
254133_at putative protein various predicted A--- AT4G24810 1.07 0.10 1.00 0.35398686 0.7329 -6.15
259367_at hypothetical protein predicted by g --- AT1G69070 -1.13 -0.18 -1.00 0.35402859 0.7329 -6.15
253851_at putative transcription factor MYB41AtMYB41 AT4G28110 -1.10 -0.13 -1.00 0.35409586 0.7329 -6.15
257693_at hypothetical protein predicted by g --- AT3G12850 -1.14 -0.19 -1.00 0.35406683 0.7329 -6.15
257921_at hypothetical protein contains Pfam--- AT3G23270 -1.07 -0.10 -1.00 0.35404178 0.7329 -6.15
248872_at Expressed protein ; supported by f MSP2 AT5G46795 -1.09 -0.12 -1.00 0.35403273 0.7329 -6.15
259835_at unknown protein TRZ3 AT1G52160 -1.08 -0.11 -0.99 0.35419164 0.7329 -6.15
263671_at hypothetical protein predicted by g --- AT2G04830 -1.08 -0.11 -0.99 0.35419695 0.7329 -6.15



256548_at hypothetical protein contains simila--- AT3G14770 1.52 0.61 0.99 0.35416032 0.7329 -6.15
259116_at putative peptide transporter similar --- AT3G01350 1.15 0.20 0.99 0.3542656 0.7329 -6.15
260578_at unknown protein predicted by gens--- AT2G47350 -1.08 -0.11 -0.99 0.35423371 0.7329 -6.15
248531_at putative protein contains similarity --- AT5G49950 -1.09 -0.12 -0.99 0.35438547 0.7329 -6.15
255135_at putative protein several hypothetica--- --- -1.08 -0.12 -0.99 0.35442714 0.7329 -6.15
254185_at cellulose synthase catalytic subunCSLG3 AT4G23990 -1.14 -0.19 -0.99 0.35439516 0.7329 -6.15
259035_at hypothetical protein predicted by g --- AT3G09430 1.07 0.10 0.99 0.35439939 0.7329 -6.15
251978_at CYTOCHROME P450 - like protei CYP71B30PAT3G53290 -1.10 -0.14 -0.99 0.35441853 0.7329 -6.15
264731_at hypothetical protein predicted by g --- AT1G62150 1.09 0.12 0.99 0.35447105 0.7329 -6.15
249174_at putative protein similar to unknown--- AT5G42900 -1.16 -0.21 -0.99 0.35452061 0.7329 -6.15
266825_at unknown protein --- AT2G22890 -1.18 -0.23 -0.99 0.35459247 0.7330 -6.15
261699_at hypothetical protein identical to hyp--- AT1G32660 -1.09 -0.12 -0.99 0.35462688 0.7330 -6.15
247525_at pseudo-response regulator 1  ; supTOC1 AT5G61380 -1.06 -0.09 -0.99 0.35483479 0.7333 -6.15
250521_at selenium-binding protein-like --- AT5G08490 -1.08 -0.11 -0.99 0.3548603 0.7333 -6.15
255898_at hypothetical protein similar to hypo--- AT1G17930 -1.08 -0.11 -0.99 0.35482459 0.7333 -6.15
257747_at hypothetical protein predicted by g --- AT3G18700 1.07 0.09 0.99 0.35487784 0.7333 -6.15
250519_at GDSL-motif lipase/acylhydrolase-li --- AT5G08460 -1.09 -0.13 -0.99 0.35493247 0.7333 -6.15
261593_at unknown protein --- AT1G33170 1.58 0.66 0.99 0.35497298 0.7334 -6.15
261537_at carbonyl reductase, putative simila--- AT1G01800 1.06 0.09 0.99 0.35501266 0.7334 -6.15
260490_at ATP-dependent transmembrane trCER5 AT1G51500 1.17 0.23 0.99 0.35543117 0.7335 -6.15
263693_at hypothetical protein predicted by g ATPP2-A9 AT1G31200 1.22 0.29 0.99 0.35542483 0.7335 -6.15
252245_at putative protein various predicted --- AT3G49710 1.14 0.19 0.99 0.35546982 0.7335 -6.15
249529_at putative protein predicted proteins --- AT5G38730 -1.13 -0.17 -0.99 0.35536887 0.7335 -6.15
250649_at thioredoxin-like  ; supported by cDNWCRKC1 AT5G06690 1.10 0.13 0.99 0.35525873 0.7335 -6.15
250508_at selenium-binding protein-like --- AT5G09950 -1.08 -0.11 -0.99 0.3555414 0.7335 -6.15
256011_at respiratory burst oxidase protein, p--- AT1G19230 1.08 0.12 0.99 0.35556797 0.7335 -6.15
266737_at putative alcohol dehydrogenase  ; --- AT2G47140 -1.09 -0.13 -0.99 0.35519865 0.7335 -6.15
247337_at putative protein similar to unknownPDF2.5 AT5G63660 1.07 0.09 0.99 0.35550122 0.7335 -6.15
253523_at putative protein myosin heavy cha--- AT4G31340 1.08 0.12 0.99 0.3551565 0.7335 -6.15
260433_at MtN21-like protein similar to MtN21--- AT1G68170 1.09 0.13 0.99 0.35517102 0.7335 -6.15
246742_at TOPP8 serine/threonine protein phTOPP8 AT5G27840 -1.06 -0.09 -0.99 0.35536588 0.7335 -6.15
266517_at glycine decarboxylase complex H- --- AT2G35120 -1.20 -0.26 -0.99 0.35547181 0.7335 -6.15
256863_at CCHC-type zinc finger protein, pu --- AT3G24070 -1.07 -0.09 -0.99 0.35535922 0.7335 -6.15
260767_s_at unknown protein ; supported by ful --- AT1G49140 / 1.08 0.11 0.99 0.35554118 0.7335 -6.15
257496_s_at hypothetical protein predicted by g --- AT2G43730 / -1.10 -0.14 -0.99 0.35536989 0.7335 -6.15



245764_s_at hypothetical protein contains similaATCSA-1 AT1G19750 / -1.07 -0.10 -0.99 0.3556341 0.7335 -6.15
258886_at putative importin alpha similar to GIMPA-7 AT3G05720 -1.08 -0.11 -0.99 0.35571579 0.7336 -6.15
253182_at putative protein ctf, Mycobacterium--- AT4G35190 -1.15 -0.20 -0.99 0.35568793 0.7336 -6.15
266962_at hypothetical protein predicted by g --- AT2G39435 / 1.08 0.12 0.99 0.35579774 0.7336 -6.15
247355_at unknown protein  ; supported by fuSPT42 AT5G63670 1.08 0.11 0.99 0.35577509 0.7336 -6.15
266185_at unknown protein --- AT2G38950 1.07 0.10 0.99 0.35585112 0.7336 -6.15
265965_at putative glutamate/ornithine acetylt--- AT2G37500 1.09 0.12 0.99 0.35609851 0.7339 -6.15
262290_at Expressed protein ; supported by f --- AT1G70985 1.12 0.17 0.99 0.35608443 0.7339 -6.15
266322_at putative auxin-regulated protein --- AT2G46690 1.17 0.23 0.99 0.35608622 0.7339 -6.15
250435_at putative protein various predicted RING1 AT5G10380 1.18 0.24 0.99 0.35623303 0.7342 -6.16
255074_at putative protein RING-H2 zinc fing--- AT4G09100 -1.09 -0.12 -0.99 0.35633702 0.7342 -6.16
267133_at unknown protein --- AT2G23440 -1.09 -0.12 -0.99 0.35635068 0.7342 -6.16
250005_at putative protein predicted proteins --- AT5G18760 -1.07 -0.10 -0.99 0.35629712 0.7342 -6.16
247178_at Expressed protein ; supported by c--- AT5G65205 1.20 0.26 0.99 0.35647476 0.7343 -6.16
263838_at putative s-adenosylmethionine synMAT3 AT2G36880 -1.22 -0.29 -0.99 0.35645212 0.7343 -6.16
258474_at hypothetical protein predicted by g --- AT3G02650 1.13 0.17 0.99 0.35661365 0.7344 -6.16
255691_at hypothetical protein ANTR2 AT4G00370 1.09 0.13 0.99 0.35661396 0.7344 -6.16
259408_at protein phosphatase 2A 65 kDa rePP2AA2 AT3G25800 -1.07 -0.10 -0.99 0.35663498 0.7344 -6.16
261622_at hypothetical protein predicted by g --- AT1G01970 -1.09 -0.12 -0.99 0.35658099 0.7344 -6.16
255011_at cytochrome c several plant cytochCYTC-2 AT4G10040 -1.29 -0.37 -0.99 0.35683324 0.7346 -6.16
264538_at hypothetical protein predicted by g WRKY10 AT1G55600 -1.10 -0.14 -0.99 0.35682986 0.7346 -6.16
249825_at putative protein similar to unknown--- AT5G23390 1.08 0.11 0.99 0.35683233 0.7346 -6.16
258113_at putative cytochrome P450 similar t CYP72A11 AT3G14650 -1.14 -0.19 -0.99 0.35689396 0.7347 -6.16
262101_at hypothetical protein identical to hyp--- AT1G59535 -1.07 -0.10 -0.99 0.3570508 0.7349 -6.16
261977_at hypothetical protein contains simila--- --- -1.07 -0.10 -0.99 0.35710379 0.7350 -6.16
266772_s_at predicted by genefinder --- AT2G03020 / 1.13 0.18 0.99 0.35714222 0.7350 -6.16
249690_at acyl-peptide hydrolase-like --- AT5G36210 1.08 0.11 0.99 0.35717295 0.7350 -6.16
249066_at WD-repeat protein-like --- AT5G43920 1.07 0.09 0.99 0.35730101 0.7350 -6.16
257791_at unknown protein contains Pfam pro--- AT3G27110 -1.11 -0.15 -0.99 0.35747082 0.7350 -6.16
258765_at putative pectinesterase contains si --- AT3G10710 1.08 0.11 0.99 0.35747039 0.7350 -6.16
252792_at hypothetical protein --- --- -1.10 -0.13 -0.99 0.3574897 0.7350 -6.16
253677_at cytidine deaminase - like protein c --- AT4G29580 -1.10 -0.13 -0.99 0.35726421 0.7350 -6.16
262435_at cytochrome P450, putative similar CYP96A8 AT1G47620 -1.06 -0.09 -0.99 0.35736211 0.7350 -6.16
258942_at unknown protein predicted by gen --- AT3G09960 -1.09 -0.12 -0.99 0.35726902 0.7350 -6.16
259189_at unknown protein AGP11 AT3G01700 -1.10 -0.14 -0.99 0.35740626 0.7350 -6.16



244908_at hypothetical protein --- --- -1.14 -0.19 -0.99 0.35752091 0.7350 -6.16
258706_at unknown protein similar to putative--- AT3G09570 -1.08 -0.11 -0.99 0.35750323 0.7350 -6.16
247816_at similar to unknown protein (pir||S75--- AT5G58260 -1.20 -0.26 -0.99 0.35769177 0.7353 -6.16
260825_at hypothetical protein predicted by g --- AT1G06810 -1.08 -0.11 -0.99 0.35773284 0.7353 -6.16
262713_at unknown protein --- AT1G16520 1.16 0.21 0.99 0.35772118 0.7353 -6.16
250293_s_at auxin reponsive - like protein Nt-g --- AT5G13360 / 1.20 0.26 0.99 0.35785579 0.7354 -6.16
266183_at unknown protein ATPT2 AT2G38940 1.11 0.14 0.99 0.35790165 0.7355 -6.16
259763_at unknown protein similar to GB:AAB--- AT1G77630 1.13 0.18 0.99 0.3580802 0.7356 -6.16
255291_at putative calcium dependent proteinCPK27 AT4G04700 -1.09 -0.13 -0.99 0.3580635 0.7356 -6.16
253048_at formamidase - like protein formam--- AT4G37560 1.24 0.31 0.99 0.3580405 0.7356 -6.16
266343_at putative non-LTR retroelement rev --- --- 1.09 0.13 0.99 0.35817119 0.7356 -6.16
250294_at auxin reponsive - like protein Nt-g --- AT5G13380 -1.08 -0.11 -0.99 0.3581728 0.7356 -6.16
249561_at disease resistance - like protein di --- AT5G38340 -1.08 -0.12 -0.99 0.3581672 0.7356 -6.16
265344_at unknown protein predicted by gene--- AT2G22660 -1.12 -0.16 -0.99 0.35850239 0.7357 -6.16
249838_at unknown protein  ;supported by ful --- AT5G23460 1.11 0.15 0.99 0.35852609 0.7357 -6.16
245134_s_at unknown protein --- AT2G45250 / 1.08 0.11 0.99 0.35833665 0.7357 -6.16
259395_at GTP-binding protein(RAB11D), puARA-2 AT1G06400 -1.08 -0.11 -0.99 0.35855041 0.7357 -6.16
250885_at ABC transporter -like protein ABC ATH12 AT5G03910 1.08 0.11 0.99 0.35831305 0.7357 -6.16
263490_at F-box protein ORE9, AtFBL7 iden MAX2 AT2G42620 1.16 0.22 0.99 0.35836149 0.7357 -6.16
245418_at putative protein --- AT4G17370 -1.11 -0.15 -0.99 0.35824619 0.7357 -6.16
258510_at hypothetical protein predicted by g --- AT3G06600 -1.09 -0.13 -0.99 0.35843111 0.7357 -6.16
265734_at predicted by genscan and genefind--- AT2G01260 -1.08 -0.11 -0.99 0.35835627 0.7357 -6.16
264532_at seed imbibition protein, putative siAtSIP1 AT1G55740 -1.08 -0.11 -0.99 0.35843609 0.7357 -6.16
266858_at unknown protein GRV2 AT2G26890 1.08 0.11 0.99 0.35853997 0.7357 -6.16
260846_at unknown protein --- AT1G17300 -1.08 -0.12 -0.99 0.35863905 0.7358 -6.16
260141_at gibberellin regulatory protein, putaRGL1 AT1G66350 -1.34 -0.42 -0.99 0.35868271 0.7358 -6.16
264286_at unknown protein ;supported by full PPR336 AT1G61870 1.15 0.20 0.98 0.35875554 0.7358 -6.16
266964_at putative ABC transporter related toPGP6 AT2G39480 -1.06 -0.09 -0.98 0.35873046 0.7358 -6.16
256848_at hypothetical protein similar to hypo--- AT3G27960 -1.27 -0.35 -0.98 0.35880198 0.7359 -6.16
262922_at hypothetical protein predicted by g --- AT1G79420 1.11 0.15 0.98 0.35887149 0.7359 -6.16
263292_at putative Ta11-like non-LTR retroele--- --- -1.08 -0.11 -0.98 0.35889414 0.7359 -6.16
262082_s_at wall-associated kinase 2, putative --- AT1G56120 / -1.24 -0.31 -0.98 0.35900984 0.7360 -6.16
247190_at D-type cyclin (emb|CAB41347.1)  ;CYCD4;1 AT5G65420 1.09 0.12 0.98 0.35898416 0.7360 -6.16
264857_at putative glycosyl transferase similaLGT9 AT1G24170 1.13 0.17 0.98 0.35960317 0.7364 -6.16
251661_at putative protein NODULIN-26 - Gl SIP2;1 AT3G56950 1.11 0.15 0.98 0.35928242 0.7364 -6.16



260744_at hypothetical protein predicted by g --- AT1G15010 -1.42 -0.51 -0.98 0.35978849 0.7364 -6.16
261919_at type 2 peroxiredoxin, putative sim TPX1 AT1G65980 -1.10 -0.13 -0.98 0.35938713 0.7364 -6.16
262699_at unknown protein --- AT1G75980 1.08 0.12 0.98 0.35953094 0.7364 -6.16
246775_at putative protein GTP-binding prote MIRO1 AT5G27540 -1.07 -0.09 -0.98 0.3595657 0.7364 -6.16
245164_at mitochondrial chaperonin (HSP60) HSP60-2 AT2G33210 -1.21 -0.28 -0.98 0.35970234 0.7364 -6.16
265254_at unknown protein  ; supported by cDDRB2 AT2G28380 -1.08 -0.12 -0.98 0.3596832 0.7364 -6.16
250298_at putative protein NLI-interacting fac--- AT5G11860 -1.09 -0.12 -0.98 0.35968646 0.7364 -6.16
249606_at putative protein DNA-binding proteRVE2 AT5G37260 1.08 0.12 0.98 0.35939339 0.7364 -6.16
260211_at hypothetical protein similar to YGL --- AT1G74440 1.28 0.36 0.98 0.35984122 0.7364 -6.16
262503_at hypothetical protein predicted by g --- AT1G21670 1.17 0.23 0.98 0.35968363 0.7364 -6.16
266525_at putative tetracycline transporter proMEE15 AT2G16970 -1.09 -0.13 -0.98 0.35920411 0.7364 -6.16
257146_at unknown protein contains Pfam proGTE8 AT3G27260 -1.06 -0.09 -0.98 0.35976067 0.7364 -6.16
264291_at hypothetical protein contains simila--- AT1G78800 1.09 0.12 0.98 0.3592562 0.7364 -6.16
262256_at hypothetical protein similar to putat--- --- -1.09 -0.12 -0.98 0.35955541 0.7364 -6.16
264680_at hypothetical protein predicted by g --- AT1G65510 1.18 0.24 0.98 0.35959927 0.7364 -6.16
246491_at hypothetical protein --- AT5G16100 1.07 0.10 0.98 0.35984798 0.7364 -6.16
251390_at guanine nucleotide exchange facto--- AT3G60860 1.09 0.12 0.98 0.35981542 0.7364 -6.16
248780_at 4-nitrophenylphosphatase-like protATPGLP2 AT5G47760 -1.08 -0.11 -0.98 0.3598468 0.7364 -6.16
245655_at hypothetical protein predicted by g --- AT1G56530 -1.07 -0.09 -0.98 0.35984689 0.7364 -6.16
263061_at putative AAA-type ATPase --- AT2G18190 -1.09 -0.13 -0.98 0.35993178 0.7364 -6.16
247377_at pectate lyase  ; supported by cDNA--- AT5G63180 1.82 0.86 0.98 0.35998413 0.7364 -6.16
247532_at putative protein disease resistance--- AT5G61560 1.26 0.33 0.98 0.35995347 0.7364 -6.16
250934_at DNAJ protein - like DNAJ domain---- AT5G03030 1.14 0.18 0.98 0.35993465 0.7364 -6.16
248147_at putative protein contains similarity ATRBP45A AT5G54900 1.08 0.12 0.98 0.36019833 0.7365 -6.16
257940_at putative UDP-glucose glucosyltran --- AT3G21790 -1.10 -0.14 -0.98 0.3603192 0.7365 -6.16
267486_at putative protein kinase contains a pAPK2B AT2G02800 1.13 0.17 0.98 0.36026104 0.7365 -6.16
259064_at putative calmodulin similar to calmAGD11 AT3G07490 -1.09 -0.12 -0.98 0.36033636 0.7365 -6.16
256755_at calmodulin, putative similar to GB:--- AT3G25600 1.17 0.22 0.98 0.36028718 0.7365 -6.16
264041_at MADS-box protein (AGL3)  ; suppo 04-ספט AT2G03710 -1.18 -0.24 -0.98 0.36022953 0.7365 -6.16
257870_at prolyl 4-hydroxylase, putative simi --- AT3G28490 1.06 0.09 0.98 0.360295 0.7365 -6.16
246857_at putative protein --- AT5G25920 -1.09 -0.12 -0.98 0.36022943 0.7365 -6.16
263072_at putative protein kinase contains a p--- AT2G17530 -1.08 -0.11 -0.98 0.36028471 0.7365 -6.16
267236_at GDP dissociation inhibitor identicalATGDI1 AT2G44100 1.08 0.12 0.98 0.36056195 0.7365 -6.16
246359_x_at hypothetical protein --- --- 1.11 0.15 0.98 0.36047659 0.7365 -6.16
265879_at hypothetical protein predicted by g --- AT2G42450 -1.07 -0.10 -0.98 0.36047678 0.7365 -6.16



262734_at lipase, putative similar to lipase G --- AT1G28640 -1.07 -0.10 -0.98 0.36048371 0.7365 -6.16
256918_s_at hypothetical protein similar to hypo--- AT3G18960 / -1.11 -0.15 -0.98 0.36056359 0.7365 -6.16
255654_at Similar to receptor kinase --- AT4G00970 -1.28 -0.35 -0.98 0.36052315 0.7365 -6.16
252002_at hypothetical protein YIP1 protein, --- AT3G52760 1.08 0.11 0.98 0.36052998 0.7365 -6.16
249469_at UDP-glucose dehydrogenase-like --- AT5G39320 1.21 0.27 0.98 0.36087455 0.7368 -6.17
253087_at purple acid phosphatase like prote PAP25 AT4G36350 -1.09 -0.12 -0.98 0.36073751 0.7368 -6.16
267176_at putative zinc finger protein --- AT2G37730 -1.09 -0.12 -0.98 0.36085156 0.7368 -6.17
259532_at hypothetical protein --- AT1G12470 -1.07 -0.09 -0.98 0.36081468 0.7368 -6.17
260234_at putative lipase/acylhydrolase conta--- AT1G74460 1.11 0.15 0.98 0.36078609 0.7368 -6.16
265113_at hypothetical protein --- --- 1.08 0.11 0.98 0.36089446 0.7368 -6.17
249816_at cleavage and polyadenylation specCPSF100 AT5G23880 1.11 0.15 0.98 0.36102795 0.7369 -6.17
249959_at NADH:ubiquinone oxidoreductase--- AT5G18800 1.10 0.14 0.98 0.36100681 0.7369 -6.17
250868_at malate synthase -like protein malaMLS AT5G03860 1.12 0.17 0.98 0.36101065 0.7369 -6.17
261141_at unknown protein contains Pfam pro--- AT1G19740 1.09 0.13 0.98 0.361126 0.7370 -6.17
246889_at putative protein various predicted --- AT5G25470 -1.10 -0.14 -0.98 0.36116807 0.7370 -6.17
257150_at unknown protein  ;supported by ful --- AT3G27230 1.10 0.14 0.98 0.36130858 0.7371 -6.17
254131_at protein kinase (AFC2)  ; supported AFC2 AT4G24740 -1.09 -0.13 -0.98 0.36133129 0.7371 -6.17
250348_at putative protein --- AT5G11990 1.10 0.14 0.98 0.36130713 0.7371 -6.17
245983_at 5-formyltetrahydrofolate cyclo-liga 5-FCL AT5G13050 1.08 0.11 0.98 0.36138686 0.7372 -6.17
266250_at putative reverse transcriptase --- --- -1.08 -0.11 -0.98 0.36152077 0.7374 -6.17
249962_at pectin methyl esterase -like protei --- AT5G18990 -1.13 -0.18 -0.98 0.36159086 0.7375 -6.17
255244_at putative protein various hypothetica--- AT4G05620 -1.08 -0.11 -0.98 0.36165906 0.7375 -6.17
255178_at may be a pseudogene --- --- -1.07 -0.10 -0.98 0.36172422 0.7375 -6.17
250959_at F-box protein family, AtFBL25 con--- AT5G02920 1.08 0.11 0.98 0.36171302 0.7375 -6.17
246904_at DNA methyltransferase PMT1 - likDNMT2 AT5G25480 1.10 0.13 0.98 0.36188772 0.7377 -6.17
255385_at putative hydrolase --- AT4G03610 -1.11 -0.15 -0.98 0.36187626 0.7377 -6.17
259425_at 4,5 PIP kinase, putative similar to PIPK11 AT1G01460 1.07 0.10 0.98 0.36188308 0.7377 -6.17
261875_at receptor-like protein kinase, putati --- AT1G50610 -1.08 -0.11 -0.98 0.36198936 0.7378 -6.17
253949_at grpE like protein  ;supported by ful AR192 AT4G26780 -1.23 -0.30 -0.98 0.36209375 0.7379 -6.17
245147_at putative RAD51C-like DNA repair pATRAD51CAT2G45280 -1.16 -0.22 -0.98 0.36217693 0.7379 -6.17
259868_at thioredoxin-like protein similar to thATY1 AT1G76760 1.08 0.11 0.98 0.36215589 0.7379 -6.17
254948_at putative protein various predicted --- AT4G11000 -1.09 -0.12 -0.98 0.36211663 0.7379 -6.17
265346_at hypothetical protein --- --- -1.08 -0.11 -0.98 0.36225562 0.7380 -6.17
263837_at unknown protein --- AT2G04500 1.06 0.09 0.98 0.36226362 0.7380 -6.17
249644_at putative serine-rich protein hypoth --- AT5G37010 -1.10 -0.13 -0.98 0.3623439 0.7380 -6.17



263508_s_at hypothetical protein --- --- -1.11 -0.15 -0.98 0.36233144 0.7380 -6.17
249622_at putative protein --- AT5G37550 -1.12 -0.16 -0.98 0.36240235 0.7381 -6.17
266827_at putative serine carboxypeptidase I SCPL12 AT2G22920 -1.07 -0.10 -0.98 0.36242632 0.7381 -6.17
261892_at transcription factor, putative similaWRKY40 AT1G80840 1.63 0.70 0.98 0.36246088 0.7381 -6.17
257251_at type 1 membrane protein, putativePMP AT3G24160 -1.08 -0.11 -0.98 0.36255283 0.7381 -6.17
253153_at hypothetical protein --- AT4G35700 -1.08 -0.11 -0.98 0.36253767 0.7381 -6.17
267470_at cinnamate-4-hydroxylase moleculaC4H AT2G30490 -1.25 -0.32 -0.98 0.36267138 0.7382 -6.17
246718_at putative protein various predicted --- --- -1.09 -0.12 -0.98 0.36265302 0.7382 -6.17
248306_at unknown protein  ; supported by cDWRKY27 AT5G52830 -1.13 -0.18 -0.98 0.36265377 0.7382 -6.17
259374_at putative AP2 domain transcription --- AT3G16280 1.11 0.15 0.98 0.36284145 0.7382 -6.17
249621_at putative protein predicted proteins --- AT5G37530 -1.08 -0.12 -0.98 0.3628227 0.7382 -6.17
266190_at unknown protein --- AT2G38840 1.08 0.11 0.98 0.36280219 0.7382 -6.17
252376_at L-galactono-1,4-lactone dehydrog ATGLDH AT3G47930 -1.11 -0.16 -0.98 0.36279479 0.7382 -6.17
249149_at casein kinase I ; supported by cDNckl8 AT5G43320 1.06 0.09 0.98 0.36283946 0.7382 -6.17
262297_at hypothetical protein similar to hypo--- AT1G27600 1.07 0.09 0.98 0.36292911 0.7383 -6.17
264628_at hypothetical protein contains simila--- AT1G65540 -1.06 -0.09 -0.98 0.36297977 0.7383 -6.17
267260_at putative proline-rich protein  ; suppAGP17 AT2G23130 1.23 0.29 0.98 0.36308505 0.7384 -6.17
254798_at oleoyl-[acyl-carrier-protein] hydrola--- AT4G13050 1.15 0.20 0.98 0.36305919 0.7384 -6.17
246291_at hypothetical protein  ; supported by--- AT3G56820 1.09 0.12 0.98 0.36309031 0.7384 -6.17
248674_at non-phototropic hypocotyl-like prot --- AT5G48800 1.16 0.22 0.98 0.3632171 0.7385 -6.17
250245_at alpha-N-acetylglucosaminidase --- AT5G13690 -1.10 -0.14 -0.98 0.36319978 0.7385 -6.17
258777_at hypothetical protein predicted by g --- AT3G11850 -1.11 -0.15 -0.98 0.36326305 0.7385 -6.17
258855_at unknown protein --- AT3G02070 1.14 0.19 0.97 0.3633116 0.7385 -6.17
266545_at hypothetical protein predicted by g --- AT2G35290 -1.16 -0.22 -0.97 0.36340039 0.7387 -6.17
256451_s_at unknown protein --- AT1G75170 / 1.24 0.31 0.97 0.36359612 0.7388 -6.17
244938_at ribosomal protein S15 --- --- 1.15 0.20 0.97 0.36355342 0.7388 -6.17
251558_at putative protein  ;supported by full --- AT3G57810 -1.16 -0.21 -0.97 0.36359723 0.7388 -6.17
249438_at putative protein BCS1 nuclear genAATP1 AT5G40010 -1.10 -0.14 -0.97 0.36357725 0.7388 -6.17
252395_at H+-transporting ATPase - like protAHA4 AT3G47950 -1.13 -0.17 -0.97 0.3636412 0.7388 -6.17
259697_at putative DNA-binding protein simil --- AT1G68920 1.07 0.10 0.97 0.36368768 0.7388 -6.17
246058_at putative protein predicted proteins --- AT5G08430 -1.09 -0.12 -0.97 0.36385042 0.7391 -6.17
258244_at unknown protein  ; supported by cD--- AT3G27770 1.08 0.10 0.97 0.36407995 0.7392 -6.17
263930_at hypothetical protein predicted by g --- AT2G36300 -1.08 -0.11 -0.97 0.36425701 0.7392 -6.17
260350_at Eukaryotic initiation  factor 5A , puELF5A-3 AT1G69410 1.12 0.16 0.97 0.36420054 0.7392 -6.17
249230_at putative protein similar to unknown--- AT5G42070 1.10 0.14 0.97 0.36414452 0.7392 -6.17



248865_at putative protein similar to unknown--- AT5G46790 1.11 0.15 0.97 0.3641712 0.7392 -6.17
251816_at Expressed protein ; supported by cTON1B AT3G55005 1.11 0.15 0.97 0.36396719 0.7392 -6.17
262726_at hypothetical protein similar to putatAtTLP5 AT1G43640 -1.10 -0.14 -0.97 0.36423462 0.7392 -6.17
250410_at putative protein putative ATP/GTP--- AT5G11010 1.13 0.17 0.97 0.36418829 0.7392 -6.17
252314_at hypothetical protein --- AT3G49400 1.09 0.12 0.97 0.36421632 0.7392 -6.17
259281_at putative Myb-related transcription fMYB106 AT3G01140 -1.09 -0.12 -0.97 0.36405132 0.7392 -6.17
251067_at hypothetical protein --- AT5G01910 1.12 0.16 0.97 0.3640855 0.7392 -6.17
253106_at putative protein predicted proteins --- AT4G35870 -1.08 -0.11 -0.97 0.36428798 0.7392 -6.17
259399_at hypothetical protein similar to putat--- AT1G17710 1.11 0.15 0.97 0.36444548 0.7393 -6.17
246885_at putative protein predicted protein, --- AT5G26230 -1.23 -0.30 -0.97 0.3644526 0.7393 -6.17
263815_at hypothetical protein predicted by g --- AT2G10020 -1.13 -0.17 -0.97 0.36439964 0.7393 -6.17
262609_at unknown protein ;supported by full --- AT1G13930 -1.09 -0.13 -0.97 0.36453301 0.7394 -6.17
262362_at disease resistance protein, putativ--- AT1G72840 1.08 0.10 0.97 0.36460446 0.7395 -6.17
250842_at putative protein predicted proteinsVTE5 AT5G04490 -1.11 -0.15 -0.97 0.3646488 0.7395 -6.17
254548_at putative protein various predicted --- AT4G19865 1.15 0.20 0.97 0.36462359 0.7395 -6.17
263899_at hypothetical protein predicted by g EMB2219 AT2G21710 1.10 0.14 0.97 0.36480589 0.7395 -6.17
265436_at putative retroelement pol polyprote--- --- 1.06 0.09 0.97 0.36483686 0.7395 -6.17
249471_at putative protein predicted proteinsEDL2 AT5G39360 -1.12 -0.16 -0.97 0.36480315 0.7395 -6.17
262330_at disease resistance protein, putativRLM1 AT1G64070 1.09 0.12 0.97 0.36477118 0.7395 -6.17
265534_at En/Spm-like transposon protein rel --- --- -1.06 -0.08 -0.97 0.36474977 0.7395 -6.17
260096_at hypothetical protein predicted by g --- AT1G73240 -1.10 -0.14 -0.97 0.36491614 0.7396 -6.17
255910_at unknown protein contains similarity--- AT1G18030 1.08 0.11 0.97 0.36488857 0.7396 -6.17
265592_at hypothetical protein predicted by g --- AT2G20110 1.08 0.12 0.97 0.36500608 0.7397 -6.17
255010_at lipase-like protein monoglyceride l --- AT4G10050 -1.07 -0.10 -0.97 0.36505417 0.7397 -6.17
260030_at putative bZIP transcription factor s AtbZIP AT1G68880 -1.08 -0.11 -0.97 0.36530374 0.7401 -6.17
246940_at expressed protein glucose-6-phos--- AT5G25400 1.09 0.12 0.97 0.36531109 0.7401 -6.17
256828_at unknown protein --- AT3G22968 / -1.17 -0.23 -0.97 0.36549492 0.7404 -6.17
264943_at hypothetical protein predicted by g --- AT1G76910 -1.10 -0.14 -0.97 0.36551412 0.7404 -6.17
251050_at putative protein --- AT5G02440 1.09 0.12 0.97 0.36557172 0.7404 -6.17
261334_at unknown protein --- AT1G44960 -1.08 -0.12 -0.97 0.36579524 0.7408 -6.18
261375_at transcription factor, putative similaSPL4 AT1G53160 -1.38 -0.47 -0.97 0.36610515 0.7410 -6.18
254153_at putative protein hypothetical prote PWD AT4G24450 -1.16 -0.22 -0.97 0.36610357 0.7410 -6.18
261831_at ADP-ribosylation factor, putative sATARFA1F AT1G10630 1.12 0.16 0.97 0.36607815 0.7410 -6.18
253880_at Expressed protein ;supported by c --- AT4G27590 1.10 0.14 0.97 0.36600056 0.7410 -6.18
255693_s_at putative BRCA2 homolog BRCA2(IV) AT4G00020 / -1.08 -0.12 -0.97 0.36613038 0.7410 -6.18



267281_at putative protein kinase contains a p--- AT2G19400 -1.10 -0.14 -0.97 0.36604219 0.7410 -6.18
262424_at hypothetical protein predicted by g --- AT1G47680 1.07 0.10 0.97 0.36600663 0.7410 -6.18
263925_at putative glycine-rich RNA binding p--- AT2G21690 1.06 0.09 0.97 0.3661257 0.7410 -6.18
248434_at mitochondrial heat shock 22 kd pro--- AT5G51440 -1.51 -0.60 -0.97 0.36633577 0.7413 -6.18
259575_at unknown protein --- AT1G35320 -1.07 -0.10 -0.97 0.36637586 0.7413 -6.18
251338_at putative protein VAP27, Nicotiana VAP AT3G60600 / 1.07 0.10 0.97 0.36642011 0.7414 -6.18
251272_at homeobox-leucine zipper protein AATHB-12 AT3G61890 -1.25 -0.32 -0.97 0.36681319 0.7414 -6.18
256899_at putative kinase-like protein TMKL1TMKL1 AT3G24660 1.08 0.12 0.97 0.36667892 0.7414 -6.18
266439_s_at hypothetical protein predicted by g --- AT2G43200 1.08 0.11 0.97 0.36674546 0.7414 -6.18
250147_at putative protein predicted proteins --- AT5G14600 1.13 0.17 0.97 0.3665593 0.7414 -6.18
260582_at hypothetical protein predicted by g --- AT2G47200 1.09 0.12 0.97 0.36678639 0.7414 -6.18
250854_at aspartyl aminopeptidase -like prot --- AT5G04710 1.10 0.14 0.97 0.36666679 0.7414 -6.18
245705_at zinc finger transcription factor-like p--- AT5G04390 -1.07 -0.10 -0.97 0.36671911 0.7414 -6.18
245546_at cellulose synthase like protein ATCSLB05 AT4G15290 -1.13 -0.17 -0.97 0.36661978 0.7414 -6.18
260557_at putative endochitinase --- AT2G43610 -1.06 -0.09 -0.97 0.36668563 0.7414 -6.18
266321_at putative cytochrome P450 CYP78A6 AT2G46660 -1.11 -0.15 -0.97 0.36657608 0.7414 -6.18
267414_at putative berberine bridge enzyme MEE23 AT2G34790 1.15 0.20 0.97 0.36649235 0.7414 -6.18
245055_at hypothetical protein predicted by g --- AT2G26470 1.09 0.13 0.97 0.36675996 0.7414 -6.18
246972_s_at cytochrome P-450-like protein cytoCYP71A14 AT5G24950 / 1.18 0.24 0.97 0.36686933 0.7414 -6.18
263618_at hypothetical protein predicted by g APC2 AT2G04660 -1.10 -0.14 -0.97 0.36700613 0.7416 -6.18
249938_at Ruv DNA-helicase-like protein  ;su RIN1 AT5G22330 1.07 0.10 0.97 0.36716095 0.7416 -6.18
255294_at putative sugar transporter --- AT4G04750 1.08 0.11 0.97 0.36717392 0.7416 -6.18
267349_at 60S acidic ribosomal protein P0 --- AT2G40010 -1.07 -0.09 -0.97 0.36706211 0.7416 -6.18
248089_at salt stress inducible small GTP bin AtRAN4 AT5G55080 -1.09 -0.12 -0.97 0.3671393 0.7416 -6.18
251764_at putative protein exostose-related pEPC1 AT3G55830 1.10 0.13 0.97 0.36710956 0.7416 -6.18
265352_at cytosolic cyclophilin (ROC3)  ;suppROC3 AT2G16600 1.09 0.12 0.97 0.36741061 0.7417 -6.18
249087_at DNA binding protein EREBP-3-likeERF9 AT5G44210 -1.13 -0.18 -0.97 0.36742824 0.7417 -6.18
259909_at unknown protein ; supported by ful MEE9 AT1G60870 1.07 0.10 0.97 0.36748978 0.7417 -6.18
254961_at putative acyl-CoA synthetase acyl --- AT4G11030 -1.08 -0.12 -0.97 0.36733087 0.7417 -6.18
259580_at oxidoreductase, putative contains --- AT1G28030 1.10 0.14 0.97 0.36750928 0.7417 -6.18
248087_at unknown protein --- AT5G55060 1.06 0.09 0.97 0.36730796 0.7417 -6.18
253429_at putative protein CDC28/cdc2-like --- AT4G32420 -1.08 -0.11 -0.97 0.36740779 0.7417 -6.18
249366_at dihydroxyacetone 3-phosphate red--- AT5G40610 1.24 0.31 0.97 0.36726213 0.7417 -6.18
261228_at C-8,7 sterol isomerase identical toHYD1 AT1G20050 1.10 0.14 0.97 0.36748279 0.7417 -6.18
245645_at F5A9.19 unknown protein; similar ATMAP70-2AT1G24764 1.12 0.16 0.97 0.36746448 0.7417 -6.18



263687_at unknown protein  ;supported by ful --- AT1G26940 1.12 0.16 0.97 0.36755042 0.7417 -6.18
255034_at putative protein Phaseolus vulgari --- --- -1.07 -0.10 -0.97 0.36760842 0.7417 -6.18
250915_at homeodomain -like protein homeoHB51 AT5G03790 -1.13 -0.18 -0.97 0.36762749 0.7417 -6.18
258337_at hypothetical protein predicted by g --- AT3G16040 1.12 0.16 0.97 0.36768289 0.7417 -6.18
266053_at unknown protein --- AT2G40730 -1.09 -0.12 -0.97 0.36787377 0.7420 -6.18
262804_at putative RNA-binding protein simil --- AT1G20880 1.10 0.14 0.97 0.36791858 0.7420 -6.18
266686_at hypothetical protein --- AT2G19700 1.08 0.11 0.97 0.36791201 0.7420 -6.18
251009_at putative protein predicted proteins --- AT5G02640 -1.18 -0.24 -0.96 0.36800822 0.7421 -6.18
260280_at unknown protein contains AP2 DNA--- AT1G80580 -1.13 -0.17 -0.96 0.36798369 0.7421 -6.18
261714_at hypothetical protein similar to hypoTET16 AT1G18510 -1.11 -0.15 -0.96 0.36808625 0.7422 -6.18
266329_at unknown protein  ; supported by cDCRR3 AT2G01590 1.17 0.23 0.96 0.36814285 0.7422 -6.18
263242_at unknown protein --- AT2G31400 -1.09 -0.12 -0.96 0.36826759 0.7423 -6.18
249776_at unknown protein --- AT5G24170 -1.11 -0.15 -0.96 0.36823819 0.7423 -6.18
258350_at unknown protein similar to serine/t CIPK1 AT3G17510 -1.18 -0.24 -0.96 0.36835631 0.7424 -6.18
245393_at beta-1,3-glucanase class I precurs--- AT4G16260 1.18 0.24 0.96 0.36867378 0.7425 -6.18
249123_at beta-ketoacyl-CoA synthase  ; sup KCS20 AT5G43760 1.06 0.09 0.96 0.36927198 0.7425 -6.18
250753_at glucuronosyl transferase-like prote UGT76C2 AT5G05860 1.11 0.14 0.96 0.36931028 0.7425 -6.18
249400_at putative protein MtN24 gene, Med--- AT5G40300 1.10 0.14 0.96 0.36871447 0.7425 -6.18
264803_at hypothetical protein predicted by g --- AT1G08580 -1.12 -0.16 -0.96 0.36872395 0.7425 -6.18
265715_s_at expressed protein non-consensus --- AT1G13860 / 1.15 0.21 0.96 0.36921145 0.7425 -6.18
246989_at unknown protein --- AT5G67350 1.22 0.29 0.96 0.36890453 0.7425 -6.18
248818_at Lon protease homolog 1 precursor LON2 AT5G47040 1.11 0.15 0.96 0.36868847 0.7425 -6.18
254854_at putative protein hypothetical prote --- AT4G12130 -1.11 -0.15 -0.96 0.36902819 0.7425 -6.18
256239_at hypothetical protein predicted by g --- AT3G12470 -1.09 -0.12 -0.96 0.36886226 0.7425 -6.18
256048_at hypothetical protein contains simila--- AT1G07025 -1.07 -0.10 -0.96 0.36912015 0.7425 -6.18
246266_at 30S ribosomal protein S11, putativNFD3 AT1G31817 1.11 0.16 0.96 0.36865366 0.7425 -6.18
258644_at putative RNA-binding protein cont --- AT3G07810 -1.06 -0.09 -0.96 0.36885756 0.7425 -6.18
254117_at putative protein --- AT4G24750 1.11 0.15 0.96 0.36893553 0.7425 -6.18
266475_at putative lipase --- AT2G31100 -1.08 -0.11 -0.96 0.36897441 0.7425 -6.18
247242_at unknown protein --- AT5G64690 -1.07 -0.09 -0.96 0.3691882 0.7425 -6.18
248052_at putative protein contains similarity --- AT5G55800 -1.08 -0.11 -0.96 0.36909158 0.7425 -6.18
260122_at AIG1-like protein similar to AIG1 p--- AT1G33900 -1.09 -0.13 -0.96 0.36904832 0.7425 -6.18
256971_at unknown protein contains Pfam pro--- AT3G21100 1.11 0.15 0.96 0.36930381 0.7425 -6.18
252371_at putative protein finger protein SIG --- AT3G48070 -1.09 -0.12 -0.96 0.36901093 0.7425 -6.18
264419_s_at hypothetical protein contains simila--- AT1G43310 / -1.22 -0.29 -0.96 0.36882636 0.7425 -6.18



263873_at unknown protein predicted by gens--- AT2G21860 1.10 0.14 0.96 0.36911872 0.7425 -6.18
265402_at hypothetical protein predicted by g --- AT2G10950 -1.08 -0.11 -0.96 0.36869262 0.7425 -6.18
259844_at lipid transfer protein, putative simil--- AT1G73560 -1.08 -0.11 -0.96 0.36878436 0.7425 -6.18
265559_at putative glycine-rich protein --- AT2G05530 1.10 0.13 0.96 0.36878712 0.7425 -6.18
250837_at 8-amino-7-oxononanoate synthaseATBIOF AT5G04620 1.10 0.14 0.96 0.36869935 0.7425 -6.18
261186_at hypothetical protein predicted by g --- --- -1.07 -0.09 -0.96 0.36926396 0.7425 -6.18
256801_at cytochrome P450, putative similar CYP705A30AT3G20940 1.07 0.10 0.96 0.36909414 0.7425 -6.18
258947_at hypothetical protein similar to calm--- AT3G01830 1.51 0.60 0.96 0.36958273 0.7430 -6.18
247465_at RNA helicase ; supported by cDNAPRH75 AT5G62190 1.14 0.19 0.96 0.36992162 0.7430 -6.18
251888_at putative protein GTP-binding regu --- AT3G54190 1.07 0.09 0.96 0.3696739 0.7430 -6.18
264018_at putative triosephosphate isomeras TIM AT2G21170 1.08 0.11 0.96 0.36983708 0.7430 -6.18
265888_at putative cleavage and polyadenylaRIE1 AT2G01735 -1.07 -0.09 -0.96 0.37011513 0.7430 -6.18
258198_at putative transcription factor similar NF-YA6 AT3G14020 1.09 0.13 0.96 0.36982887 0.7430 -6.18
246014_at putative protein --- AT5G10680 -1.08 -0.11 -0.96 0.37000681 0.7430 -6.18
264682_at polygalacturonase, putative simila --- AT1G65570 -1.07 -0.09 -0.96 0.37004004 0.7430 -6.18
245795_at unknown protein contains similarity--- AT1G32160 -1.07 -0.10 -0.96 0.37011439 0.7430 -6.18
254344_at alcohol dehydrogenase like protei --- AT4G22110 -1.13 -0.18 -0.96 0.36990062 0.7430 -6.18
248022_at putative protein contains similarity APUM12 AT5G56510 -1.06 -0.09 -0.96 0.36990834 0.7430 -6.18
263764_at putative vacuolar proton-ATPase sVHA-A2 AT2G21410 -1.10 -0.13 -0.96 0.36987662 0.7430 -6.18
257549_at hypothetical protein predicted by gagl103 AT3G18650 -1.10 -0.14 -0.96 0.36963167 0.7430 -6.18
253245_at bZIP transcription factor ATB2 GBF6 AT4G34588 / -1.22 -0.29 -0.96 0.36981112 0.7430 -6.18
249292_at repair endonuclease (gb|AAF01274UVH1 AT5G41150 1.07 0.10 0.96 0.37009136 0.7430 -6.18
267254_at putative protein kinase contains a pSNRK2.9 AT2G23030 1.28 0.35 0.96 0.3700851 0.7430 -6.18
263032_at unknown protein ;supported by full --- AT1G23850 -1.20 -0.27 -0.96 0.36968267 0.7430 -6.18
252928_at putative protein more than 30 pred--- AT4G38940 1.17 0.23 0.96 0.36978932 0.7430 -6.18
265127_at hypothetical protein similar to pollesks14 AT1G55560 1.07 0.10 0.96 0.37018911 0.7430 -6.18
250019_at putative protein similar to unknown--- AT5G18160 -1.09 -0.13 -0.96 0.37034365 0.7433 -6.18
261589_at hypothetical protein predicted by g --- AT1G01690 -1.10 -0.13 -0.96 0.37039971 0.7433 -6.18
265194_at 1-aminocyclopropane-1-carboxylaEFE AT1G05010 -1.20 -0.26 -0.96 0.37054263 0.7436 -6.19
258649_at putative transitional endoplasmic rCDC48 AT3G09840 1.06 0.09 0.96 0.37065858 0.7436 -6.19
248532_at Expressed protein ; supported by cNFU2 AT5G49940 1.10 0.13 0.96 0.37070711 0.7436 -6.19
248738_at unknown protein  ;supported by ful --- AT5G48020 -1.08 -0.11 -0.96 0.37067282 0.7436 -6.19
252767_at ring-box protein-like ring-box prote--- AT3G42830 1.08 0.12 0.96 0.37068284 0.7436 -6.19
262502_at unknown protein similar to hypothePTAC6 AT1G21600 1.08 0.11 0.96 0.37085017 0.7439 -6.19
247301_at DNA topoisomerase III --- AT5G63920 1.12 0.17 0.96 0.37095169 0.7440 -6.19



260700_at hypothetical protein identical to hyp--- AT1G32260 1.09 0.13 0.96 0.37123517 0.7442 -6.19
AFFX-Athal-Ub Arabidopsis thaliana /REF=U84969--- --- -1.06 -0.09 -0.96 0.37123972 0.7442 -6.19
266447_at putative calcium binding protein ;suMSS3 AT2G43290 -1.23 -0.29 -0.96 0.37110645 0.7442 -6.19
247653_at transcriptional coactivator - like pro--- AT5G59950 -1.07 -0.10 -0.96 0.37130198 0.7442 -6.19
259274_at putative homeobox-leucine zipper ATHB20 AT3G01220 1.07 0.10 0.96 0.37121498 0.7442 -6.19
262743_at unknown protein similar to unknow--- AT1G29020 -1.08 -0.12 -0.96 0.37132844 0.7442 -6.19
255236_at  score=11.7, E=0.66,N=1   ATEHD2 AT4G05520 -1.14 -0.18 -0.96 0.37126079 0.7442 -6.19
255006_at putative protein kinase M.sativa m--- AT4G10010 1.07 0.10 0.96 0.37126896 0.7442 -6.19
251498_at putative protein hypothetical protei --- AT3G59070 1.09 0.13 0.96 0.37137086 0.7442 -6.19
264322_at unknown protein Contains similarit --- AT1G04190 1.09 0.12 0.96 0.37169452 0.7444 -6.19
247080_at 20S proteasome subunit PAD2 (gbPAD2 AT5G66140 1.08 0.12 0.96 0.37170323 0.7444 -6.19
254993_at putative protein kinase --- AT4G10730 1.07 0.10 0.96 0.3716378 0.7444 -6.19
259241_at unknown protein similar to unknow--- AT3G33530 1.07 0.09 0.96 0.37163767 0.7444 -6.19
247663_at putative protein predicted proteinsAPUM18 AT5G60110 1.07 0.09 0.96 0.37169442 0.7444 -6.19
250488_at beta-glucosidase - like protein bet --- AT5G09700 -1.08 -0.11 -0.96 0.37166597 0.7444 -6.19
251813_at Expressed protein ; supported by f TON1A AT3G55000 1.10 0.14 0.96 0.37152824 0.7444 -6.19
248615_at putative protein contains similarity AtPNG1 AT5G49570 1.13 0.18 0.96 0.37152083 0.7444 -6.19
248849_at multidrug resistance p-glycoproteinPGP7 AT5G46540 -1.07 -0.10 -0.96 0.37181609 0.7445 -6.19
260068_at putative calmodulin-binding protein--- AT1G73805 1.27 0.35 0.96 0.37183515 0.7445 -6.19
257265_at PHD-finger protein, putative conta --- AT3G14980 -1.09 -0.12 -0.96 0.3719116 0.7445 -6.19
252805_at putative protein --- AT3G42380 -1.07 -0.09 -0.96 0.3718875 0.7445 -6.19
246704_at putative protein --- AT5G28090 -1.08 -0.11 -0.96 0.37194937 0.7446 -6.19
266296_at putative glutathione S-transferase  ATGSTU7 AT2G29420 1.10 0.13 0.96 0.37206417 0.7446 -6.19
245405_at hypothetical protein --- AT4G17150 1.06 0.09 0.96 0.37216488 0.7446 -6.19
266812_at putative protein kinase contains a p--- AT2G44830 -1.11 -0.15 -0.96 0.37255756 0.7446 -6.19
251538_at putative protein PBK1 protein, Hom--- AT3G58660 -1.13 -0.18 -0.96 0.37231289 0.7446 -6.19
262375_at unknown protein ; supported by cDSUVH3 AT1G73100 1.09 0.13 0.96 0.3725785 0.7446 -6.19
265897_at hypothetical protein predicted by g MOT1 AT2G25680 -1.14 -0.19 -0.96 0.37234703 0.7446 -6.19
267454_at putative U5 small nuclear ribonucl --- AT2G33730 -1.07 -0.10 -0.96 0.37241392 0.7446 -6.19
258471_at NPK1-related protein kinase 3 ide ANP3 AT3G06030 -1.08 -0.11 -0.96 0.37236644 0.7446 -6.19
246959_at unknown protein --- AT5G24690 1.17 0.23 0.96 0.37215871 0.7446 -6.19
259875_s_at 12-oxophytodienoate reductase (OOPR1 AT1G76680 / -1.25 -0.32 -0.96 0.37233189 0.7446 -6.19
253772_at Expressed protein ; supported by f A7 AT4G28395 1.06 0.09 0.96 0.37207688 0.7446 -6.19
249538_at kanadaptin - like protein unnamed--- AT5G38840 -1.07 -0.10 -0.96 0.37213785 0.7446 -6.19
248141_at unknown protein --- AT5G55010 1.08 0.10 0.96 0.37238341 0.7446 -6.19



250587_at putative protein contains similarity --- AT5G07640 -1.07 -0.10 -0.96 0.37241583 0.7446 -6.19
266328_at unknown protein  ; supported by fu --- AT2G01600 1.06 0.09 0.96 0.37248767 0.7446 -6.19
262160_at hypothetical protein predicted by g --- AT1G52590 -1.15 -0.20 -0.96 0.37251348 0.7446 -6.19
267440_at putative anthranilate N-hydroxycinnSHT AT2G19070 -1.08 -0.11 -0.96 0.37244481 0.7446 -6.19
251464_at farnesyltransferase subunit A (FTAFTA AT3G59380 1.10 0.13 0.96 0.37257451 0.7446 -6.19
264067_x_at putative chloroplast nucleoid DNA --- AT2G28010 -1.10 -0.13 -0.96 0.37224542 0.7446 -6.19
248011_at S-adenosyl-L-methionine:salicylic aGAMT2 AT5G56300 -1.06 -0.09 -0.95 0.37264714 0.7446 -6.19
262184_at hypothetical protein contains simila--- AT1G77910 1.06 0.09 0.95 0.37266297 0.7446 -6.19
260334_at homeotic protein (ATK1) identical tKNAT2 AT1G70510 -1.07 -0.10 -0.95 0.37281177 0.7447 -6.19
264371_at pEARLI 1-like protein may be inducELP AT1G12090 -1.16 -0.22 -0.95 0.37276091 0.7447 -6.19
257500_s_at putative serine carboxypeptidase sscpl2 AT1G73300 / -1.06 -0.09 -0.95 0.37278937 0.7447 -6.19
260987_at hypothetical protein predicted by g NTMC2T6.1AT1G53590 1.10 0.14 0.95 0.37285542 0.7447 -6.19
258000_at AIG2-like protein similar to AIG2 pr--- AT3G28940 -1.15 -0.20 -0.95 0.37289164 0.7447 -6.19
266163_at hypothetical protein predicted by g --- AT2G28130 1.13 0.17 0.95 0.37316494 0.7448 -6.19
246572_at putative protein predicted proteins --- AT5G15010 -1.08 -0.12 -0.95 0.37315567 0.7448 -6.19
254222_at hypothetical protein --- AT4G23840 -1.09 -0.12 -0.95 0.37325017 0.7448 -6.19
265084_at hypothetical protein contains Cys3 SOM AT1G03790 -1.08 -0.11 -0.95 0.37326109 0.7448 -6.19
253751_at hypothetical protein ;supported by --- AT4G29070 -1.16 -0.21 -0.95 0.37305449 0.7448 -6.19
257542_at hypothetical protein predicted by g --- AT3G26050 1.07 0.09 0.95 0.37322352 0.7448 -6.19
260192_at putative DNA polymerase alpha suPOLA2 AT1G67630 1.25 0.32 0.95 0.37300055 0.7448 -6.19
245163_at putative flavin-containing monooxy--- AT2G33230 -1.10 -0.14 -0.95 0.3730738 0.7448 -6.19
266539_at similar to mammalian MHC III regioSUVH5 AT2G35160 1.09 0.12 0.95 0.37321638 0.7448 -6.19
246332_at putative protein phosphatidylcholin--- AT3G44830 -1.10 -0.14 -0.95 0.37309538 0.7448 -6.19
266472_at unknown protein --- AT2G31150 -1.06 -0.09 -0.95 0.37336653 0.7448 -6.19
260435_at putative transcription factor similar MYB62 AT1G68320 -1.20 -0.26 -0.95 0.37335671 0.7448 -6.19
248506_at adenylate kinase  ;supported by fu --- AT5G50370 -1.22 -0.29 -0.95 0.37339392 0.7448 -6.19
250157_at prx10 peroxidase - like protein prx --- AT5G15180 1.08 0.11 0.95 0.37338383 0.7448 -6.19
260641_at hypothetical protein predicted by g --- AT1G53200 1.16 0.21 0.95 0.37353301 0.7449 -6.19
263861_at hypothetical protein --- AT2G04560 -1.12 -0.17 -0.95 0.37349792 0.7449 -6.19
266390_at hypothetical protein predicted by g --- AT2G32310 -1.07 -0.10 -0.95 0.37350635 0.7449 -6.19
250439_at 14-3-3 protein GF14lambda (grf6/AGRF6 AT5G10450 1.08 0.11 0.95 0.37356855 0.7449 -6.19
245364_at hypothetical protein ;supported by --- AT4G15790 1.10 0.14 0.95 0.37380422 0.7453 -6.19
253978_at putative protein probable kinesin - --- AT4G26660 -1.10 -0.13 -0.95 0.37379253 0.7453 -6.19
258825_at unknown protein --- AT3G07180 1.07 0.10 0.95 0.37390075 0.7454 -6.19
265131_at putative polygalacuronase isoenzy JP630 AT1G23760 -1.20 -0.26 -0.95 0.37401616 0.7454 -6.19



265589_at hypothetical protein predicted by g --- AT2G20170 -1.08 -0.12 -0.95 0.37404905 0.7454 -6.19
244959_s_at hypothetical protein --- AT2G07708 -1.11 -0.15 -0.95 0.3740841 0.7454 -6.19
260658_at hypothetical protein predicted by g --- AT1G19410 -1.09 -0.13 -0.95 0.37408676 0.7454 -6.19
265358_at putative HesB-like protein  ; suppo --- AT2G16710 1.11 0.15 0.95 0.37403197 0.7454 -6.19
245971_at putative protein  ; supported by cD NPH4 AT5G20730 -1.08 -0.11 -0.95 0.37420408 0.7455 -6.19
267560_at putative cytochrome P450 CYP76C3 AT2G45580 -1.09 -0.12 -0.95 0.37417233 0.7455 -6.19
259195_at hypothetical protein predicted by g --- AT3G01730 -1.09 -0.12 -0.95 0.37414415 0.7455 -6.19
253330_at putative potassium transporter AtKKUP5 AT4G33530 1.07 0.10 0.95 0.37443205 0.7455 -6.19
247607_at putative protein various predicted --- AT5G60960 1.15 0.21 0.95 0.37444923 0.7455 -6.19
252506_at putative protein UDP-galactose traUTR5 AT3G46180 1.09 0.12 0.95 0.37442211 0.7455 -6.19
256029_at integral membrane protein, putativSTT3B AT1G34130 1.16 0.22 0.95 0.37426871 0.7455 -6.19
255720_at phosphoribulokinase precursor ide PRK AT1G32060 1.08 0.11 0.95 0.37446481 0.7455 -6.19
262550_at hypothetical protein similar to hypo--- AT1G31310 -1.08 -0.10 -0.95 0.37440254 0.7455 -6.19
255030_at putative protein retrovirus-related p--- --- 1.08 0.11 0.95 0.37431726 0.7455 -6.19
254294_at putative membrane protein memb ATRBL7 AT4G23070 -1.15 -0.20 -0.95 0.3745451 0.7456 -6.19
249283_at amino acid permease-like protein; --- AT5G41800 -1.11 -0.16 -0.95 0.37460932 0.7457 -6.19
248577_at myrosinase binding protein-like ; su--- AT5G49870 -1.06 -0.09 -0.95 0.37462362 0.7457 -6.19
263828_at putative GDSL-motif lipase/hydrola--- AT2G40250 -1.10 -0.14 -0.95 0.37466084 0.7457 -6.19
258456_at putative protein kinase similar to mWNK2 AT3G22420 1.23 0.30 0.95 0.37473459 0.7457 -6.19
258481_at putative phosphatidate phosphohy LPP3 AT3G02600 1.11 0.15 0.95 0.37475345 0.7457 -6.19
255916_at putative protein --- AT5G28550 -1.09 -0.13 -0.95 0.37481068 0.7458 -6.19
261058_at histone, putative similar to histoneHTR12 AT1G01370 1.07 0.09 0.95 0.37494157 0.7460 -6.19
259139_at hypothetical protein similar to F16N--- AT3G10240 -1.08 -0.11 -0.95 0.37498758 0.7460 -6.19
245133_at putative nucleotide sugar epimerasGAE4 AT2G45310 1.13 0.18 0.95 0.37503332 0.7460 -6.19
261207_at peroxisomal targeting signal type 2--- AT1G12830 1.13 0.17 0.95 0.37518056 0.7462 -6.19
250192_at pescadillo - like protein embryonic --- AT5G14520 1.13 0.17 0.95 0.37527238 0.7462 -6.19
267310_at unknown protein AIR9 AT2G34680 -1.23 -0.30 -0.95 0.37530807 0.7462 -6.19
264692_at DNA binding protein MybSt1, puta--- AT1G70000 1.10 0.14 0.95 0.3754135 0.7462 -6.19
267356_at putative isoamylase ISA1 AT2G39930 -1.08 -0.11 -0.95 0.37537881 0.7462 -6.19
263406_at subtilisin-like serine protease AIR3AIR3 AT2G04160 -1.23 -0.30 -0.95 0.3753292 0.7462 -6.19
261164_at hypothetical protein ;supported by --- AT1G34470 1.08 0.12 0.95 0.37539924 0.7462 -6.19
258600_at putative protein kinase contains Pf --- AT3G02810 1.08 0.11 0.95 0.37530443 0.7462 -6.19
252848_at putative protein several hypothetica--- --- -1.09 -0.12 -0.95 0.37547113 0.7463 -6.20
265349_at putative kinesin heavy chain --- AT2G22610 1.09 0.12 0.95 0.37548885 0.7463 -6.20
267527_at unknown protein --- AT2G45610 1.09 0.13 0.95 0.37553893 0.7463 -6.20



265807_at unknown protein --- AT2G17990 1.08 0.11 0.95 0.37561668 0.7464 -6.20
257178_at hemolysin-like protein similar to he --- AT3G13070 1.09 0.12 0.95 0.37575203 0.7466 -6.20
247356_at beta-galactosidase (emb|CAB6474MUM2 AT5G63800 -1.16 -0.22 -0.95 0.37578668 0.7466 -6.20
245757_at phosphate-induced (phi-1) protein PHI-1 AT1G35140 1.49 0.58 0.95 0.37612389 0.7466 -6.20
253855_at senescence-associated protein -likTET7 AT4G28050 1.22 0.29 0.95 0.37631621 0.7466 -6.20
261526_at protein kinase identical to protein kAPK2A AT1G14370 1.15 0.20 0.95 0.37598446 0.7466 -6.20
256568_at hypothetical protein  ;supported by --- AT3G19520 1.07 0.10 0.95 0.37611942 0.7466 -6.20
246390_at 1-aminocyclopropane-1-carboxyla --- AT1G77330 -1.11 -0.15 -0.95 0.37633487 0.7466 -6.20
257302_at hypothetical protein predicted by g --- AT3G30220 -1.07 -0.09 -0.95 0.37631884 0.7466 -6.20
257135_at hypothetical protein similar to oxido--- AT3G12900 -1.10 -0.13 -0.95 0.37632287 0.7466 -6.20
257505_at hypothetical protein --- AT1G47940 -1.06 -0.08 -0.95 0.37597085 0.7466 -6.20
249710_at glutamate-ammonia ligase (EC 6.3GS2 AT5G35630 1.08 0.11 0.95 0.37612769 0.7466 -6.20
251093_at putative protein several hypothetica--- AT5G01360 -1.13 -0.18 -0.95 0.37613914 0.7466 -6.20
264578_at hypothetical protein predicted by g --- AT1G05370 1.06 0.09 0.95 0.3758691 0.7466 -6.20
254055_at hypothetical protein --- AT4G25330 -1.07 -0.10 -0.95 0.37609371 0.7466 -6.20
258790_at putative RNA-binding protein similaFLK AT3G04610 1.06 0.09 0.95 0.37604087 0.7466 -6.20
247514_at peptide methionine sulfoxide redu PMSR1 AT5G61640 -1.10 -0.13 -0.95 0.3762201 0.7466 -6.20
263991_at putative retroelement pol polyprote--- --- -1.11 -0.15 -0.95 0.37626675 0.7466 -6.20
261744_at nitrogen fixation protein (nifS), put CPNIFS AT1G08490 1.09 0.12 0.95 0.37600289 0.7466 -6.20
250944_at putative protein --- AT5G03380 -1.31 -0.39 -0.95 0.37637204 0.7467 -6.20
260303_at putative protein kinase similar to C--- AT1G70520 -1.17 -0.23 -0.95 0.37649843 0.7468 -6.20
263563_at putative retroelement pol polyprote--- --- -1.08 -0.11 -0.95 0.37658987 0.7470 -6.20
265470_at putative protein with C-terminal RIN--- AT2G37150 1.10 0.13 0.95 0.37666699 0.7470 -6.20
256087_at hypothetical protein predicted by g --- AT1G20800 -1.07 -0.10 -0.95 0.37680819 0.7471 -6.20
255432_at SYR1-like syntaxin  ;supported by SYP123 AT4G03330 -1.07 -0.10 -0.95 0.3767851 0.7471 -6.20
257511_at hypothetical protein --- AT1G43000 -1.08 -0.12 -0.95 0.376811 0.7471 -6.20
245548_at cytochrome P450 like protein CYP702A3 AT4G15310 -1.06 -0.09 -0.95 0.37679777 0.7471 -6.20
246212_at putative protein ; supported by cDNSPT AT4G36930 1.26 0.33 0.95 0.37705488 0.7472 -6.20
253843_at putative protein MLL protein, GalluSDG16 AT4G27910 -1.06 -0.09 -0.95 0.37701939 0.7472 -6.20
251318_at putative protein putative protein At2GDAP1 AT3G61570 -1.07 -0.10 -0.95 0.37699317 0.7472 -6.20
264977_at unknown protein --- AT1G27090 -1.13 -0.18 -0.95 0.37706113 0.7472 -6.20
251383_at beta-tubulin cofactor - like protein TTN1 AT3G60740 1.13 0.17 0.95 0.37700852 0.7472 -6.20
263878_s_at unknown protein --- AT2G22040 / 1.09 0.13 0.95 0.37704573 0.7472 -6.20
255594_at putative ABC transporter ATABC1 AT4G01660 -1.08 -0.10 -0.95 0.37712856 0.7472 -6.20
260601_at Expressed protein ; supported by cZIP11 AT1G55910 1.14 0.19 0.95 0.37719552 0.7473 -6.20



253512_at putative protein protein phosphataWIN2 AT4G31750 -1.08 -0.11 -0.95 0.37730889 0.7475 -6.20
264697_at cyclin, putative similar to cyclin D GCYCD1;1 AT1G70210 1.40 0.49 0.94 0.37734645 0.7475 -6.20
249549_at lipid transfer - like protein lipid tran--- AT5G38180 1.08 0.11 0.94 0.37736339 0.7475 -6.20
257792_at TOM20, putative similar to TOM20TOM20-3 AT3G27080 1.09 0.13 0.94 0.37743168 0.7475 -6.20
261861_at hypothetical protein predicted by g --- AT1G50450 -1.17 -0.23 -0.94 0.37757282 0.7476 -6.20
245483_at cysteine proteinase contains simila--- AT4G16190 1.07 0.10 0.94 0.37769267 0.7476 -6.20
261110_at E2, ubiquitin-conjugating enzyme UBC16 AT1G75440 -1.11 -0.15 -0.94 0.37748765 0.7476 -6.20
267207_at putative dioxygenase --- AT2G30840 1.20 0.27 0.94 0.37762283 0.7476 -6.20
253984_at isp4 like protein isp4 protein -Schi OPT5 AT4G26590 -1.08 -0.12 -0.94 0.37759875 0.7476 -6.20
258672_at hypothetical protein --- AT3G08570 1.09 0.12 0.94 0.37771599 0.7476 -6.20
257327_at hypothetical protein --- --- -1.14 -0.19 -0.94 0.37765622 0.7476 -6.20
267276_at hypothetical protein predicted by g ASL5 AT2G30130 1.07 0.10 0.94 0.37768084 0.7476 -6.20
265290_at putative anthocyanidin-3-glucoside--- AT2G22590 -1.07 -0.10 -0.94 0.37779329 0.7477 -6.20
252704_at putative protein KIAA0161 gene, H--- AT3G43750 -1.08 -0.11 -0.94 0.37788414 0.7478 -6.20
263641_at putative non-LTR retroelement rev --- --- -1.07 -0.09 -0.94 0.37801866 0.7480 -6.20
259211_at unknown protein identical to GB:AA--- AT3G09020 1.31 0.39 0.94 0.37816924 0.7482 -6.20
260290_at hypothetical protein predicted by g--- AT1G80510 -1.08 -0.11 -0.94 0.37823988 0.7482 -6.20
245525_at dynein light chain like protein --- AT4G15930 1.06 0.08 0.94 0.37826519 0.7482 -6.20
245382_at hypothetical protein --- AT4G17800 1.08 0.11 0.94 0.37831341 0.7482 -6.20
262240_at Pto kinase interactor 1, putative si --- AT1G48220 1.08 0.11 0.94 0.37829597 0.7482 -6.20
249328_at AtRAD3 (dbj|BAA92828.1)  ; suppoATR AT5G40820 -1.09 -0.12 -0.94 0.37838643 0.7483 -6.20
254642_at putative protein hypothetical prote --- AT4G18810 -1.14 -0.19 -0.94 0.37845016 0.7484 -6.20
256671_at unknown protein IQD3 AT3G52290 -1.12 -0.16 -0.94 0.37867284 0.7487 -6.20
248556_at unknown protein --- AT5G50350 1.10 0.13 0.94 0.37874756 0.7488 -6.20
257082_at hypothetical protein COBL10 AT3G20580 -1.07 -0.10 -0.94 0.37886637 0.7490 -6.20
264405_at putative mitogen-activated protein ATMPK1 AT1G10210 1.16 0.22 0.94 0.37894769 0.7491 -6.20
266995_at putative cytochrome P450 CYP710A1 AT2G34500 1.39 0.47 0.94 0.37921555 0.7492 -6.20
252694_at nodulin -like protein nodulin-21, G --- AT3G43630 -1.08 -0.11 -0.94 0.37906506 0.7492 -6.20
249365_at putative protein predicted protein, --- AT5G40600 1.08 0.11 0.94 0.37917792 0.7492 -6.20
267216_at hypothetical protein --- AT2G02620 -1.08 -0.11 -0.94 0.37913974 0.7492 -6.20
255963_at unknown protein MBD8 AT1G22310 -1.08 -0.11 -0.94 0.3792113 0.7492 -6.20
258984_at putative DnaJ protein Pfam HMM ATERDJ3A AT3G08970 -1.09 -0.13 -0.94 0.37908753 0.7492 -6.20
264962_at auxin transport protein EIR1, puta PIN6 AT1G77110 -1.11 -0.15 -0.94 0.3793099 0.7494 -6.20
264957_at F-box protein family, AtFBL5 contaSKP2B AT1G77000 -1.14 -0.19 -0.94 0.37967223 0.7495 -6.20
246579_at hypothetical protein predicted by g --- AT1G31620 -1.09 -0.13 -0.94 0.37961528 0.7495 -6.20



264970_at glyoxalase I, putative similar to gly--- AT1G67280 1.07 0.10 0.94 0.37969604 0.7495 -6.20
257382_at hypothetical protein predicted by g WRKY54 AT2G40750 -1.68 -0.74 -0.94 0.37963572 0.7495 -6.20
267154_at glutathione S-transferase identical GSTF10 AT2G30870 -1.26 -0.33 -0.94 0.37945955 0.7495 -6.20
255050_at putative protein hypothetical prote --- --- -1.10 -0.14 -0.94 0.37947988 0.7495 -6.20
261995_at unknown protein similar to N-termin--- AT1G33850 / -1.06 -0.08 -0.94 0.37965478 0.7495 -6.20
266555_at G-box binding bZIP transcription faGBF3 AT2G46270 -1.19 -0.25 -0.94 0.37958044 0.7495 -6.20
248373_at MADS box transcription factor-like --- AT5G51860 -1.10 -0.14 -0.94 0.37953113 0.7495 -6.20
266383_at putative pathogenesis related-1 (P ATPRB1 AT2G14580 1.12 0.16 0.94 0.37952961 0.7495 -6.20
264678_at putative U2 small nuclear ribonucl U2A' AT1G09760 1.08 0.11 0.94 0.37986675 0.7497 -6.20
258854_at putative UDP-glucosyl transferase--- AT3G02100 -1.08 -0.12 -0.94 0.3799563 0.7499 -6.20
267339_at unknown protein  ; supported by cD--- AT2G39870 -1.15 -0.20 -0.94 0.38010433 0.7501 -6.20
257857_s_at unknown protein contains an RNasRRP45a AT3G12990 / 1.12 0.17 0.94 0.38022046 0.7502 -6.20
261542_at unknown protein contains Pfam pro--- AT1G63560 -1.09 -0.12 -0.94 0.38031272 0.7503 -6.20
254698_at NAM (no apical meristem) - like proanac071 AT4G17980 1.06 0.08 0.94 0.38029688 0.7503 -6.20
247897_at unknown protein  ;supported by ful TET15 AT5G57810 1.07 0.10 0.94 0.38050067 0.7506 -6.21
251539_at serine/threonine-specific protein k --- AT3G58690 1.10 0.14 0.94 0.38054579 0.7506 -6.21
249760_at (+)-delta-cadinene synthase (d-cadTPS21 AT5G23960 -1.06 -0.09 -0.94 0.38076544 0.7508 -6.21
254542_s_at putative LTR retrotransposon Bras--- --- -1.06 -0.09 -0.94 0.38071517 0.7508 -6.21
263832_at putative polygalacturonase --- AT2G40310 -1.06 -0.08 -0.94 0.38067973 0.7508 -6.21
247499_at predicted protein --- AT5G61865 1.08 0.11 0.94 0.38077542 0.7508 -6.21
255054_s_at cellulase-like protein cellulase (ECAtGH9B15 AT4G09740 / 1.08 0.11 0.94 0.38072152 0.7508 -6.21
256185_at dof zinc finger protein identical to dADOF1 AT1G51700 1.25 0.32 0.94 0.3809959 0.7508 -6.21
256068_at hypothetical protein contains similaATE1 AT1G13690 1.07 0.10 0.94 0.38113704 0.7508 -6.21
264700_at hypothetical protein predicted by g --- AT1G70100 1.10 0.13 0.94 0.38089558 0.7508 -6.21
258497_at putative flowering-time gene CONSCOL2 AT3G02380 -1.08 -0.11 -0.94 0.38097356 0.7508 -6.21
257027_at DNA repair protein, putative similaATRAD54 AT3G19210 1.07 0.10 0.94 0.38099467 0.7508 -6.21
246093_at ethylene-forming-enzyme-like diox--- AT5G20550 1.08 0.11 0.94 0.38114061 0.7508 -6.21
255721_at unknown protein ;supported by full --- AT1G31940 -1.07 -0.09 -0.94 0.38113954 0.7508 -6.21
265982_at putative retroelement pol polyprote--- --- -1.06 -0.09 -0.94 0.38104751 0.7508 -6.21
259548_at hypothetical protein similar to ripenMLP165 AT1G35260 -1.20 -0.26 -0.94 0.38085414 0.7508 -6.21
253325_at Expressed protein ; supported by f --- AT4G33925 -1.16 -0.21 -0.94 0.38105505 0.7508 -6.21
246933_at ZFP3 zinc finger protein  ; supporteZFP3 AT5G25160 -1.06 -0.08 -0.94 0.38110147 0.7508 -6.21
264777_at unknown protein similar to L-allo-t THA1 AT1G08630 1.36 0.44 0.94 0.38134085 0.7508 -6.21
251760_at Expressed protein ; supported by f --- AT3G55605 1.15 0.20 0.94 0.3813398 0.7508 -6.21
247130_at putative protein contains similarity --- AT5G66180 1.16 0.21 0.94 0.38141506 0.7508 -6.21



257248_at hypothetical protein predicted by g --- AT3G24150 -1.11 -0.15 -0.94 0.38132035 0.7508 -6.21
252390_at Expressed protein ; supported by c--- AT3G47836 1.09 0.12 0.94 0.38142961 0.7508 -6.21
262945_at unknown protein ;supported by full --- AT1G79510 -1.15 -0.20 -0.94 0.38136803 0.7508 -6.21
253226_at beta-galactosidase - like protein b BGAL11 AT4G35010 1.07 0.10 0.94 0.38127901 0.7508 -6.21
256947_at hypothetical protein contains Pfam POK2 AT3G19050 1.06 0.08 0.94 0.3814228 0.7508 -6.21
260418_s_at hypothetical protein predicted by g COX19-1 AT1G66590 / 1.20 0.26 0.94 0.38160177 0.7508 -6.21
265948_at 1-aminocyclopropane-1-carboxylatACO1 AT2G19590 -1.08 -0.12 -0.94 0.38154987 0.7508 -6.21
258536_at Rab escort protein, putative simila --- AT3G06540 1.09 0.12 0.94 0.38155193 0.7508 -6.21
256900_at pectate lyase, putative similar to p --- AT3G24670 1.09 0.13 0.94 0.38152343 0.7508 -6.21
247146_at unknown protein --- AT5G65610 1.13 0.17 0.94 0.38158087 0.7508 -6.21
257227_at monodehydroascorbate reductase MDAR4 AT3G27820 1.08 0.11 0.94 0.38190589 0.7509 -6.21
246865_s_at eukaryotic translation initiation fac TIF3B1 AT5G25780 / 1.06 0.08 0.94 0.38182248 0.7509 -6.21
247988_at putative protein similar to unknown--- AT5G56910 -1.12 -0.17 -0.94 0.38176423 0.7509 -6.21
245578_at RNA helicase like protein ATSUV3 AT4G14790 -1.10 -0.13 -0.94 0.38185399 0.7509 -6.21
250706_at deoxyhypusine synthase  ;supporteDHS AT5G05920 -1.09 -0.13 -0.94 0.38194595 0.7509 -6.21
247708_at putative protein COP1-interacting --- AT5G59550 1.33 0.41 0.94 0.38181111 0.7509 -6.21
249171_at putative protein contains similarity --- AT5G42940 1.10 0.14 0.94 0.38177583 0.7509 -6.21
255997_s_at photosystem II type I  chlorophyll aCAB3 AT1G29910 / 1.12 0.16 0.94 0.38192445 0.7509 -6.21
265155_at putative major latex protein type 1 --- AT1G30990 -1.08 -0.11 -0.94 0.3816985 0.7509 -6.21
259148_at putative ATPase similar to ATPase--- AT3G10350 -1.09 -0.13 -0.94 0.38167216 0.7509 -6.21
248081_at putative protein similar to unknownEDM2 AT5G55390 -1.07 -0.09 -0.93 0.38220804 0.7509 -6.21
260959_at unknown protein ;supported by full --- AT1G06050 -1.08 -0.11 -0.93 0.38216973 0.7509 -6.21
256521_at AMP-binding enzyme, putative co --- AT1G66120 -1.08 -0.11 -0.93 0.38222058 0.7509 -6.21
253481_at aspartate aminotransferase  ;suppASP5 AT4G31990 1.08 0.11 0.93 0.38216982 0.7509 -6.21
266602_at hypothetical protein predicted by g --- AT2G46050 -1.06 -0.08 -0.94 0.38207815 0.7509 -6.21
249305_at putative protein strong similarity to --- AT5G41490 -1.09 -0.12 -0.94 0.3820365 0.7509 -6.21
264934_at hypothetical protein predicted by g --- AT1G61090 1.07 0.10 0.93 0.38219466 0.7509 -6.21
267353_at En/Spm-like transposon protein rel --- AT2G40070 -1.10 -0.14 -0.94 0.38203531 0.7509 -6.21
258737_at unknown protein similar to unknow--- AT3G05940 -1.07 -0.10 -0.93 0.38228128 0.7509 -6.21
248806_at putative protein contains similarity --- AT5G47490 -1.07 -0.10 -0.93 0.38235328 0.7510 -6.21
264927_at phosphatidylinositol 3-kinase, putaVPS34 AT1G60490 1.06 0.08 0.93 0.38249974 0.7512 -6.21
265949_at putative vicilin storage protein (glob--- AT2G18540 1.06 0.09 0.93 0.3825457 0.7513 -6.21
249255_at Na+/H+ antiporter-like protein CHX18 AT5G41610 1.09 0.13 0.93 0.38269708 0.7514 -6.21
247379_at unknown protein --- --- -1.10 -0.14 -0.93 0.38270641 0.7514 -6.21
259780_at exonuclease, putative similar to G --- AT1G29630 1.07 0.10 0.93 0.38269411 0.7514 -6.21



252378_at receptor kinase-like protein protein--- AT3G47570 -1.13 -0.17 -0.93 0.3827809 0.7515 -6.21
251150_at putative protein Sb34 (PREG-like CYCP1;1 AT3G63120 1.09 0.12 0.93 0.38299776 0.7516 -6.21
267130_at hypothetical protein predicted by g --- AT2G23390 1.11 0.15 0.93 0.38307516 0.7516 -6.21
254508_at putative protein gene F4P9.34 chr --- AT4G20170 1.09 0.13 0.93 0.38306888 0.7516 -6.21
262067_at hypothetical protein predicted by g --- AT1G80060 -1.09 -0.13 -0.93 0.38302765 0.7516 -6.21
248392_at integral membrane protein-like --- AT5G52050 -1.48 -0.56 -0.93 0.38291243 0.7516 -6.21
255932_at mutator-like transposase, putative --- --- -1.08 -0.10 -0.93 0.38297636 0.7516 -6.21
263608_at putative glycine-rich RNA-binding p--- --- -1.09 -0.13 -0.93 0.38292735 0.7516 -6.21
256955_at L-ascorbate oxidase precursor, pusks11 AT3G13390 -1.11 -0.16 -0.93 0.38311877 0.7516 -6.21
255525_at coded for by A. thaliana cDNA T04--- AT4G02340 -1.09 -0.12 -0.93 0.38333936 0.7519 -6.21
245110_at hypothetical protein predicted by g --- AT2G41550 1.07 0.09 0.93 0.38334497 0.7519 -6.21
262864_at anthocyanidin-3-glucoside rhamno--- AT1G64920 -1.08 -0.11 -0.93 0.38340176 0.7520 -6.21
264301_at hypothetical protein contains simila--- AT1G78780 1.21 0.27 0.93 0.38346331 0.7520 -6.21
249109_at auxin-induced protein AUX2-11 (spATAUX2-11AT5G43700 1.30 0.38 0.93 0.38360326 0.7520 -6.21
265586_at pathogenesis-related protein (PR-1PR-1-LIKE AT2G19990 1.10 0.13 0.93 0.38362432 0.7520 -6.21
267373_at unknown protein CID7 AT2G26280 -1.08 -0.11 -0.93 0.38355224 0.7520 -6.21
251580_at putative protein ethylene-responsi --- AT3G58450 -1.11 -0.16 -0.93 0.38367786 0.7520 -6.21
249378_at putative protein microtubule-assoc--- AT5G40450 -1.12 -0.16 -0.93 0.38367616 0.7520 -6.21
262831_at cytochrome B561, putative similar --- AT1G14730 -1.14 -0.19 -0.93 0.38351534 0.7520 -6.21
245959_at peptide transport protein-like pept --- AT5G19640 -1.08 -0.11 -0.93 0.38364317 0.7520 -6.21
267465_at subtilisin-like serine protease contaSLP3 AT2G19170 -1.20 -0.26 -0.93 0.38378258 0.7521 -6.21
258778_s_at hypothetical protein predicted by g --- AT3G11860 / 1.09 0.12 0.93 0.38380058 0.7521 -6.21
263171_at unknown protein CCX4 AT1G54115 1.08 0.11 0.93 0.38390598 0.7522 -6.21
250163_at putative protein various predicted --- AT5G15270 -1.09 -0.12 -0.93 0.38390318 0.7522 -6.21
258384_at hypothetical protein predicted by g --- AT3G15490 1.07 0.10 0.93 0.38399187 0.7522 -6.21
257566_x_at hypothetical protein predicted by g --- --- -1.07 -0.09 -0.93 0.38397295 0.7522 -6.21
252083_at putative protein hypothetical prote --- AT3G51960 -1.20 -0.26 -0.93 0.38393652 0.7522 -6.21
257711_at 20S proteasome beta subunit (PB PBB1 AT3G27430 -1.08 -0.11 -0.93 0.3840507 0.7522 -6.21
263212_at unknown protein similar to ribonuclemb2004 AT1G10510 1.08 0.11 0.93 0.38415095 0.7523 -6.21
251291_at putative protein auxin-induced pro --- AT3G61900 -1.07 -0.10 -0.93 0.38427944 0.7524 -6.21
262196_at ubiquitin-fusion protein, putative s MUB5 AT1G77870 1.16 0.22 0.93 0.38426178 0.7524 -6.21
257981_at ethylene-insensitive 3 (EIN3) ident EIN3 AT3G20770 1.07 0.10 0.93 0.38422665 0.7524 -6.21
263781_at hypothetical protein predicted by g --- AT2G46360 1.06 0.08 0.93 0.3843397 0.7524 -6.21
246184_at beta-D-glucan exohydrolase - like --- AT5G20950 -1.13 -0.17 -0.93 0.38442697 0.7526 -6.21
260896_at flower pigmentation protein ATAN1--- AT1G29310 1.16 0.21 0.93 0.38452049 0.7526 -6.21



257888_at seed maturation protein, putative s--- AT3G16990 1.14 0.19 0.93 0.38449358 0.7526 -6.21
264853_at putative ligand-gated ion channel pGLR2 AT2G17260 / -1.09 -0.13 -0.93 0.38452813 0.7526 -6.21
250863_at F1F0-ATPase inhibitor - like prote --- AT5G04750 1.06 0.09 0.93 0.3845863 0.7526 -6.21
246117_at CAF-like protein CAF protein - AraDCL4 AT5G20320 -1.12 -0.16 -0.93 0.3849251 0.7528 -6.21
246951_at unknown protein --- AT5G04880 1.17 0.22 0.93 0.38489828 0.7528 -6.21
260768_at Expressed protein ; supported by f --- AT1G49245 1.08 0.11 0.93 0.38478438 0.7528 -6.21
247423_at putative protein predicted proteins --- AT5G62830 -1.07 -0.09 -0.93 0.38481472 0.7528 -6.21
266596_at hypothetical protein predicted by g --- AT2G46150 -1.21 -0.27 -0.93 0.38489576 0.7528 -6.21
259000_at hypothetical protein predicted by g --- AT3G01860 -1.17 -0.23 -0.93 0.38483475 0.7528 -6.21
246342_at putative protein male sterility proteFAR6 AT3G56700 1.07 0.09 0.93 0.38474798 0.7528 -6.21
249937_at putative protein seed maturation pr--- AT5G22470 -1.10 -0.14 -0.93 0.38494335 0.7528 -6.21
247701_at putative protein many predicted pr--- AT5G59900 1.07 0.10 0.93 0.38502064 0.7528 -6.21
258599_at L-allo-threonine aldolase, putative THA2 AT3G04520 -1.13 -0.17 -0.93 0.38500782 0.7528 -6.21
259133_at sugar transporter, putative similar --- AT3G05400 1.17 0.23 0.93 0.38511893 0.7529 -6.21
253273_at putative protein hypothetical prote --- AT4G34180 1.07 0.10 0.93 0.3852048 0.7530 -6.21
246010_at putative protein predicted proteins --- AT5G08440 -1.06 -0.09 -0.93 0.38522491 0.7530 -6.21
266120_at putative C2H2-type zinc finger protAtIDD5 AT2G02070 -1.08 -0.12 -0.93 0.38520118 0.7530 -6.21
261232_at unknown protein ; supported by cD--- AT1G20220 -1.07 -0.10 -0.93 0.38527315 0.7530 -6.21
248829_at putative protein contains similarity --- AT5G47130 -1.12 -0.17 -0.93 0.38541328 0.7532 -6.21
266788_at putative receptor-like protein kinas --- AT2G29000 1.06 0.08 0.93 0.38545812 0.7532 -6.21
248494_at putative protein contains similarity AtHSD6 AT5G50770 -1.08 -0.11 -0.93 0.38553586 0.7533 -6.21
259341_at unknown protein similar to hypotheATBPM4 AT3G03740 -1.07 -0.09 -0.93 0.38560919 0.7534 -6.21
245854_at adenosine nucleotide translocator  AAC2 AT5G13490 1.45 0.54 0.93 0.38569344 0.7535 -6.22
265147_at hypothetical protein --- AT1G51380 1.12 0.16 0.93 0.3859276 0.7537 -6.22
253850_at pectinesterase like protein pectinesks10 AT4G28090 -1.10 -0.13 -0.93 0.38601571 0.7537 -6.22
250416_at putative protein predicted proteins --- AT5G11220 -1.08 -0.11 -0.93 0.38591568 0.7537 -6.22
264991_s_at putative protein hypothetical protei --- AT1G67400 / -1.12 -0.16 -0.93 0.38591351 0.7537 -6.22
263394_at hypothetical protein predicted by g --- --- -1.07 -0.10 -0.93 0.38601104 0.7537 -6.22
258738_at hypothetical protein similar to hypo--- AT3G05750 1.09 0.13 0.93 0.38601186 0.7537 -6.22
247665_at putative protein various predicted --- AT5G60130 1.06 0.09 0.93 0.38610338 0.7538 -6.22
257167_at hypothetical protein predicted by gchr40 AT3G24340 -1.07 -0.09 -0.93 0.38618298 0.7539 -6.22
255504_at drought-induced-19-like 1 similar t --- AT4G02200 1.28 0.35 0.93 0.386224 0.7539 -6.22
247896_at 26S proteasome regulatory subun--- AT5G57950 1.07 0.09 0.93 0.3862625 0.7539 -6.22
251519_at putative protein hypothetical prote GUN4 AT3G59400 1.10 0.14 0.93 0.38669162 0.7545 -6.22
265377_at  putative beta-1,3-glucanase  --- AT2G05790 1.45 0.54 0.93 0.38670315 0.7545 -6.22



252212_at protein kinase -like protein NTPK1MAPKKK20AT3G50310 1.20 0.26 0.93 0.3866513 0.7545 -6.22
249350_at MYB -like protein MYB22, ArabidoMYB115 AT5G40360 -1.07 -0.10 -0.93 0.38664042 0.7545 -6.22
252057_at putative protein  ;supported by full- --- AT3G52480 1.15 0.20 0.93 0.38668536 0.7545 -6.22
249990_at hypothetical protein --- AT5G18540 -1.07 -0.10 -0.93 0.38677591 0.7545 -6.22
259845_at auxin transporter splice variant b, PIN1 AT1G73590 -1.12 -0.16 -0.93 0.38680035 0.7545 -6.22
253239_at putative serine/threonine protein k --- AT4G34500 1.12 0.17 0.93 0.38684557 0.7546 -6.22
264300_at gamma glutamyl hydrolase, putati ATGGH3 AT1G78670 1.07 0.10 0.93 0.38689161 0.7546 -6.22
264823_at putative serine/threonine protein phBSU1 AT1G03445 -1.11 -0.15 -0.92 0.38703689 0.7546 -6.22
259206_at hypothetical protein similar to putat--- AT3G09040 1.09 0.13 0.92 0.38710613 0.7546 -6.22
254340_at putative protein hypothetical prote --- AT4G22120 1.18 0.24 0.92 0.38707516 0.7546 -6.22
260603_at membrane related protein CP5, pu--- AT1G55960 1.12 0.17 0.92 0.38708232 0.7546 -6.22
266779_at putative ligand-gated ion channel pATGLR2.9 AT2G29100 -1.09 -0.12 -0.92 0.38704861 0.7546 -6.22
249281_at GTPase activator protein of Rab-lik--- AT2G36460 / -1.08 -0.11 -0.92 0.38710221 0.7546 -6.22
251865_at protein phosphatase 2A regulatory--- AT3G54930 1.07 0.09 0.92 0.38726049 0.7548 -6.22
249021_at putative protein similar to unknown--- AT5G44820 1.13 0.18 0.92 0.38725228 0.7548 -6.22
254391_at putative bifunctional nuclease bifu ENDO3 AT4G21590 -1.07 -0.10 -0.92 0.38737409 0.7549 -6.22
266676_s_at hypothetical protein predicted by g --- AT2G29605 / -1.07 -0.10 -0.92 0.38739719 0.7549 -6.22
259523_at hypothetical protein --- AT1G12500 -1.14 -0.19 -0.92 0.38745399 0.7550 -6.22
250333_at membrane translocase - like proteTIM17-3 AT5G11690 1.15 0.20 0.92 0.38761626 0.7552 -6.22
250169_at putative protein many predicted pr--- AT5G15340 -1.12 -0.17 -0.92 0.38762472 0.7552 -6.22
255020_at isoleucine-tRNA ligase - like prote --- AT4G10320 1.06 0.08 0.92 0.38766146 0.7552 -6.22
263551_at hypothetical protein contains NLS (--- AT2G17110 1.17 0.22 0.92 0.38769898 0.7552 -6.22
254385_s_at putative protein CGI-131 protein, HATMSRB7 AT4G21830 / -1.84 -0.88 -0.92 0.38775622 0.7552 -6.22
247947_at auxin transport protein EIR1 (gb|AAEIR1 AT5G57090 -1.09 -0.13 -0.92 0.38784938 0.7554 -6.22
261873_at serine/threonine kinase, putative sSD1-13 AT1G11350 -1.13 -0.18 -0.92 0.38794387 0.7554 -6.22
257217_at phosphoenolpyruvate carboxylase ATPPC3 AT3G14940 1.11 0.15 0.92 0.38791836 0.7554 -6.22
260064_at ethylene-insensitive3-like3 (EIL3) EIL3 AT1G73730 -1.10 -0.14 -0.92 0.38804656 0.7556 -6.22
255813_at hypothetical protein contains Pfam--- AT1G19930 -1.08 -0.11 -0.92 0.38818989 0.7558 -6.22
251713_at putative protein several hypothetica--- AT3G56080 -1.10 -0.14 -0.92 0.38825558 0.7558 -6.22
256273_at senescence-assocated protein, puTET6 AT3G12090 1.09 0.12 0.92 0.38831393 0.7559 -6.22
264142_at hypothetical protein predicted by g --- AT1G78930 -1.11 -0.16 -0.92 0.38846302 0.7561 -6.22
249741_at putative protein contains similarity APRR5 AT5G24470 -1.06 -0.08 -0.92 0.38862806 0.7561 -6.22
265850_at putative DnaJ protein --- AT2G35720 -1.11 -0.15 -0.92 0.38860923 0.7561 -6.22
263370_at hypothetical protein predicted by g --- AT2G20500 -1.16 -0.21 -0.92 0.38850445 0.7561 -6.22
253844_at hypothetical protein --- AT4G27930 -1.09 -0.12 -0.92 0.38856901 0.7561 -6.22



247061_at putative protein similar to unknown--- AT5G66780 -1.12 -0.17 -0.92 0.38858163 0.7561 -6.22
261412_at L-ascorbate peroxidase identical t APX1 AT1G07890 -1.15 -0.20 -0.92 0.38878069 0.7563 -6.22
252290_at putative protein various predicted --- AT3G49140 1.09 0.12 0.92 0.38887782 0.7565 -6.22
252671_at putative protein dehydrogenases o --- AT3G44190 -1.10 -0.14 -0.92 0.38895948 0.7565 -6.22
249353_at oleosin  ; supported by cDNA: gi_7OLEO2 AT5G40420 -1.09 -0.13 -0.92 0.38895724 0.7565 -6.22
254141_at glucose-6-phosphate isomerase gPGI1 AT4G24620 -1.07 -0.10 -0.92 0.38909761 0.7566 -6.22
249488_at putative protein putative transposa--- --- 1.07 0.10 0.92 0.38909615 0.7566 -6.22
252977_at Phospholipase like protein Arabido--- AT4G38560 1.22 0.29 0.92 0.38924922 0.7569 -6.22
263774_at unknown protein  ; supported by cD--- AT2G40280 -1.07 -0.10 -0.92 0.38937944 0.7569 -6.22
258907_at putative sodium proton exchanger NHX4 AT3G06370 -1.08 -0.12 -0.92 0.38933415 0.7569 -6.22
257986_at Expressed protein ; supported by f AGP40 AT3G20865 1.12 0.17 0.92 0.38936523 0.7569 -6.22
261805_at hypothetical protein almost identica--- AT1G30540 -1.08 -0.11 -0.92 0.38948847 0.7570 -6.22
246009_at Expressed protein ; supported by cATSTE14B AT5G08335 1.10 0.14 0.92 0.38946526 0.7570 -6.22
246346_at hypothetical protein --- AT3G56810 1.12 0.17 0.92 0.38963028 0.7571 -6.22
267158_at putative expansin EXP3 AT2G37640 1.46 0.55 0.92 0.38964925 0.7571 -6.22
255162_at putative transposon protein --- --- -1.06 -0.08 -0.92 0.38961394 0.7571 -6.22
259949_at hypothetical protein predicted by g --- AT1G71420 -1.08 -0.11 -0.92 0.38972562 0.7572 -6.22
259570_at hypothetical protein COR47 AT1G20440 1.15 0.20 0.92 0.38981607 0.7573 -6.22
249746_at NAC2-like protein TIP AT5G24590 -1.09 -0.12 -0.92 0.38983612 0.7573 -6.22
246290_at calmodulin-3  ;supported by full-lenCAM3 AT3G56800 1.07 0.09 0.92 0.38992622 0.7573 -6.22
252596_at receptor-like protein kinase recept --- AT3G45330 -1.06 -0.09 -0.92 0.39012909 0.7573 -6.22
254184_at hypothetical protein --- AT4G23970 -1.08 -0.11 -0.92 0.39007148 0.7573 -6.22
249624_at putative protein predicted proteins --- AT5G37570 -1.10 -0.14 -0.92 0.39000527 0.7573 -6.22
263398_at putative RAS superfamily GTP-bin AtRABA5d AT2G31680 1.08 0.11 0.92 0.38997081 0.7573 -6.22
266875_at putative flavonol synthase --- AT2G44800 -1.09 -0.12 -0.92 0.39015241 0.7573 -6.22
265836_at Mutator-like transposase similar to --- --- 1.08 0.11 0.92 0.39005103 0.7573 -6.22
253235_at putative protein hypothetical prote HDR AT4G34350 1.16 0.21 0.92 0.39002676 0.7573 -6.22
256355_at hypothetical protein predicted by g --- AT1G55040 -1.09 -0.12 -0.92 0.3900891 0.7573 -6.22
249060_at putative protein similar to unknownVPS2.2 AT5G44560 1.06 0.09 0.92 0.39022161 0.7574 -6.22
262570_at unknown protein EST gb|H77143 c--- AT1G15200 1.08 0.11 0.92 0.39032718 0.7575 -6.22
255650_s_at hypothetical protein CIP4.1 AT4G00930 / 1.09 0.12 0.92 0.39036998 0.7576 -6.22
263114_at putative photosystem I reaction cePSAD-2 AT1G03130 1.08 0.11 0.92 0.39056802 0.7577 -6.22
247859_at unknown protein --- AT5G58410 -1.06 -0.08 -0.92 0.39054665 0.7577 -6.22
260394_at putative transcription factor similar MYB122 AT1G74080 -1.44 -0.53 -0.92 0.3905295 0.7577 -6.22
248620_at putative protein similar to unknown--- AT5G49320 -1.07 -0.10 -0.92 0.39064187 0.7578 -6.22



259101_at hypothetical protein predicted by g --- AT3G11640 1.06 0.09 0.92 0.39060929 0.7578 -6.22
267204_at putative blue copper-binding protei --- AT2G31050 1.08 0.11 0.92 0.39068941 0.7578 -6.22
249619_at stelar K+ outward rectifying channGORK AT5G37500 -1.12 -0.16 -0.92 0.39076436 0.7579 -6.22
253412_at putative protein (fragment) calcineCBL10 AT4G33000 -1.09 -0.13 -0.92 0.39081215 0.7579 -6.22
256643_at unknown protein similar to putative--- --- -1.08 -0.11 -0.92 0.39085028 0.7579 -6.22
262886_at hypothetical protein KNATM AT1G14760 -1.10 -0.14 -0.92 0.39093995 0.7580 -6.23
265136_at hypothetical protein similar to disea--- AT1G51270 -1.06 -0.08 -0.92 0.39093999 0.7580 -6.23
245729_at unknown protein --- AT1G73490 1.09 0.13 0.92 0.3911971 0.7580 -6.23
256266_at unknown protein ; supported by cD--- AT3G12320 1.16 0.21 0.92 0.39111876 0.7580 -6.23
260277_at hypothetical protein predicted by g --- AT1G80520 -1.17 -0.22 -0.92 0.39114751 0.7580 -6.23
248808_at putative protein contains similarity --- AT5G47510 -1.06 -0.08 -0.92 0.39124648 0.7580 -6.23
254416_at receptor-like serine/threonine proteARK3 AT4G21380 -1.27 -0.34 -0.92 0.39098723 0.7580 -6.23
262808_at Avr9 elicitor response-like protein s--- AT1G11730 -1.07 -0.10 -0.92 0.39110783 0.7580 -6.23
257586_at hypothetical protein predicted by g --- AT1G50760 1.06 0.09 0.92 0.39104843 0.7580 -6.23
255181_at predicted protein of unknown funct --- --- -1.08 -0.12 -0.92 0.39105768 0.7580 -6.23
261158_at hypothetical protein predicted by g --- AT1G34500 1.07 0.10 0.92 0.3912145 0.7580 -6.23
263566_at hypothetical protein predicted by g --- AT2G15340 -1.09 -0.12 -0.92 0.39143093 0.7583 -6.23
257455_s_at hypothetical protein --- AT1G27870 / -1.06 -0.09 -0.92 0.39149476 0.7583 -6.23
261643_at hypothetical protein similar to hypoTAF4B AT1G27720 -1.11 -0.14 -0.92 0.39157467 0.7584 -6.23
256201_at hypothetical protein predicted by g --- AT1G58230 -1.07 -0.10 -0.92 0.3916109 0.7584 -6.23
247787_at putative protein various predicted p--- AT5G58640 1.07 0.09 0.91 0.3918262 0.7586 -6.23
260120_at hypothetical protein ATPP2-A4 AT1G33920 -1.08 -0.11 -0.91 0.39182234 0.7586 -6.23
259314_at putative glucose and ribitol dehydro--- AT3G05260 -1.12 -0.17 -0.91 0.39182669 0.7586 -6.23
258749_at hypothetical protein predicted by g --- AT3G05760 1.09 0.12 0.91 0.39185366 0.7586 -6.23
260216_at hypothetical protein contains Pfam --- AT1G74580 -1.07 -0.10 -0.92 0.39178338 0.7586 -6.23
245731_at MAP kinase, putative similar to MAMKK9 AT1G73500 1.16 0.22 0.91 0.39194438 0.7587 -6.23
260464_at disease resistance protein RPM1 isLOV1 AT1G10920 -1.07 -0.09 -0.91 0.39204164 0.7587 -6.23
258655_at putative isocitrate dehydrogenase --- AT3G09810 -1.11 -0.15 -0.91 0.39203573 0.7587 -6.23
264337_at hypothetical protein predicted by g --- AT1G70350 1.07 0.10 0.91 0.3921389 0.7589 -6.23
267214_at unknown protein  ; supported by cD--- AT2G43970 1.10 0.14 0.91 0.39220784 0.7589 -6.23
256267_at unknown protein ; supported by cD--- AT3G12260 1.07 0.10 0.91 0.39222791 0.7589 -6.23
261864_s_at 10-formyltetrahydrofolate synthetasTHFS AT1G50480 / -1.08 -0.11 -0.91 0.39237761 0.7591 -6.23
264072_at hypothetical protein --- --- -1.07 -0.09 -0.91 0.39264072 0.7592 -6.23
263802_at unknown protein  ;supported by ful --- AT2G40430 -1.14 -0.19 -0.91 0.39250666 0.7592 -6.23
249777_at putative protein similar to unknown--- AT5G24210 1.10 0.14 0.91 0.39256581 0.7592 -6.23



251546_at putative protein predicted proteins --- AT3G58830 1.12 0.17 0.91 0.39262532 0.7592 -6.23
265660_at putative disease resistance proteinAtRLP21 AT2G25470 -1.11 -0.15 -0.91 0.39255023 0.7592 -6.23
257526_s_at hypothetical protein similar to putat--- AT3G09330 / 1.07 0.09 0.91 0.39245345 0.7592 -6.23
246439_at RING-H2 zinc finger protein-like R--- AT5G17600 -1.23 -0.29 -0.91 0.39260838 0.7592 -6.23
249272_at geranylgeranyl transferase alpha s --- AT5G41820 -1.11 -0.16 -0.91 0.39272924 0.7593 -6.23
255783_at hypothetical protein contains Pfam iqd32 AT1G19870 1.11 0.16 0.91 0.39281972 0.7594 -6.23
248813_at Expressed protein ; supported by f VAM3 AT5G46860 1.11 0.15 0.91 0.39287838 0.7594 -6.23
258303_at hypothetical protein predicted by g --- --- -1.07 -0.09 -0.91 0.39287475 0.7594 -6.23
263414_at putative bZIP transcription factor co--- AT2G21230 -1.07 -0.10 -0.91 0.39297952 0.7595 -6.23
252907_at putative gamma-glutamyltransferaGGT2 AT4G39650 -1.07 -0.09 -0.91 0.39298339 0.7595 -6.23
251271_at hypothetical protein ; supported by --- AT3G62050 -1.11 -0.15 -0.91 0.3930269 0.7595 -6.23
261949_at hypothetical protein predicted by g BDG1 AT1G64670 1.20 0.27 0.91 0.39311228 0.7595 -6.23
259265_at hypothetical protein predicted by g --- AT3G01250 -1.06 -0.09 -0.91 0.39312953 0.7595 -6.23
253959_at putative protein --- AT4G26410 1.07 0.09 0.91 0.39310389 0.7595 -6.23
262370_at hypothetical protein predicted by g --- AT1G73090 1.10 0.14 0.91 0.39336205 0.7598 -6.23
264993_at glyoxal oxidase (glx1), putative sim--- AT1G67290 -1.14 -0.18 -0.91 0.39337811 0.7598 -6.23
250105_at putative protein contains similarity RAD4 AT5G16630 -1.15 -0.20 -0.91 0.39341584 0.7598 -6.23
248896_at putative protein contains similarity WRKY8 AT5G46350 1.30 0.38 0.91 0.39360137 0.7601 -6.23
262780_at putative cytochrome P450 monooxCYP71B28 AT1G13090 1.10 0.14 0.91 0.39357622 0.7601 -6.23
251688_at putative protein hypothetical prote --- AT3G56480 1.17 0.23 0.91 0.39364037 0.7601 -6.23
AFFX-CreX-3_aBacteriophage P1 /GEN=cre /DB_X--- --- -1.16 -0.22 -0.91 0.39369648 0.7601 -6.23
266490_at unknown protein --- AT2G07000 1.09 0.13 0.91 0.39374569 0.7602 -6.23
254426_at putative protein predicted protein, --- AT4G21240 -1.07 -0.10 -0.91 0.39378249 0.7602 -6.23
261021_at hypothetical protein similar to reticu--- AT1G26380 1.40 0.49 0.91 0.39386551 0.7602 -6.23
262924_s_at vacuolar ATP synthase, putative sAVA-P4 AT1G19910 / 1.09 0.12 0.91 0.39388409 0.7602 -6.23
261860_at scarecrow-like protein similar to SCSCL5 AT1G50600 1.09 0.13 0.91 0.39412395 0.7603 -6.23
263974_at hypothetical protein predicted by g --- AT2G42720 -1.08 -0.11 -0.91 0.39413862 0.7603 -6.23
262860_at unknown protein APO1 AT1G64810 1.10 0.14 0.91 0.39405747 0.7603 -6.23
264049_at putative GTP-binding protein --- AT2G22390 -1.11 -0.15 -0.91 0.39402702 0.7603 -6.23
255363_x_at hypothetical protein --- --- -1.11 -0.15 -0.91 0.39406557 0.7603 -6.23
254808_at adenine DNA glycosylase like prot--- AT4G12740 -1.06 -0.09 -0.91 0.39411956 0.7603 -6.23
247029_at TINY-like protein --- AT5G67190 1.10 0.14 0.91 0.39421347 0.7604 -6.23
261757_at hypothetical protein similar to putat--- AT1G08210 1.12 0.16 0.91 0.39426762 0.7604 -6.23
245098_at ethylene response sensor (ERS) idERS1 AT2G40940 1.18 0.23 0.91 0.39425573 0.7604 -6.23
262229_at unknown protein ; supported by cD--- AT1G68620 -1.22 -0.29 -0.91 0.39458503 0.7607 -6.23



249266_at 6-phosphogluconate dehydrogenas--- AT5G41670 1.11 0.15 0.91 0.39456023 0.7607 -6.23
261652_at dimethyladenosine transferase, puPFC1 AT1G01860 1.08 0.12 0.91 0.39447939 0.7607 -6.23
249584_s_at Membrane integral protein (MIP) - NIP4;1 AT5G37810 / -1.09 -0.12 -0.91 0.39461264 0.7607 -6.23
264734_at hypothetical protein predicted by g SLAH1 AT1G62280 -1.07 -0.10 -0.91 0.39454964 0.7607 -6.23
252790_at putative protein various predicted t --- --- -1.07 -0.09 -0.91 0.3944469 0.7607 -6.23
250100_at Expressed protein ; supported by cGLN1;4 AT5G16570 1.22 0.29 0.91 0.39468223 0.7607 -6.23
261813_at hypothetical protein contains simil --- AT1G08280 -1.11 -0.15 -0.91 0.39465625 0.7607 -6.23
258295_at unknown protein  ;supported by ful --- AT3G23400 -1.12 -0.16 -0.91 0.39478309 0.7607 -6.23
250961_at putative protein various predicted --- AT5G02980 -1.07 -0.10 -0.91 0.39475141 0.7607 -6.23
262895_at hypothetical protein predicted by g --- AT1G59800 -1.09 -0.13 -0.91 0.3948876 0.7607 -6.23
255747_s_at hypothetical protein predicted by g --- AT1G32010 / -1.07 -0.09 -0.91 0.39489996 0.7607 -6.23
259748_at putative dehydrogenase similar to --- AT1G71180 1.08 0.11 0.91 0.39484067 0.7607 -6.23
260043_at hypothetical protein predicted by g --- --- -1.09 -0.12 -0.91 0.39490414 0.7607 -6.23
255947_at hypothetical protein contains Pfam --- AT1G22040 1.07 0.10 0.91 0.39507881 0.7608 -6.23
245150_at photolyase/blue-light receptor (PHRPHR2 AT2G47590 -1.09 -0.12 -0.91 0.39501195 0.7608 -6.23
255490_at putative protein lysosomal trafficki --- AT4G02660 1.07 0.10 0.91 0.39504945 0.7608 -6.23
249096_at putative protein similar to unknown--- AT5G43910 1.15 0.20 0.91 0.39497816 0.7608 -6.23
250494_at embryogenic callus protein - like eHAM2 AT5G09740 1.09 0.13 0.91 0.39509171 0.7608 -6.23
248399_at putative protein strong similarity to --- AT5G52010 1.07 0.10 0.91 0.3951312 0.7608 -6.23
247358_at flavonol synthase FLS2 AT5G63580 1.09 0.13 0.91 0.39531551 0.7611 -6.23
245817_at hypothetical protein similar to unkn--- AT1G26160 1.06 0.09 0.91 0.3953548 0.7611 -6.23
258748_at germin-like protein similar to germi GLP8 AT3G05930 -1.09 -0.12 -0.91 0.39538359 0.7611 -6.23
263376_at putative surface protein  ; supporteFLA6 AT2G20520 -1.06 -0.09 -0.91 0.39544161 0.7611 -6.23
251730_at N2,N2-dimethylguanosine tRNA m--- AT3G56330 -1.09 -0.13 -0.91 0.39558432 0.7613 -6.23
265314_at hypothetical protein predicted by g --- AT2G20210 1.08 0.11 0.91 0.39569565 0.7615 -6.23
248939_at tyrosine-specific protein phosphata--- AT5G45790 -1.08 -0.11 -0.91 0.39573651 0.7615 -6.23
246055_at alpha-galactosidase - like protein aAtAGAL1 AT5G08380 1.18 0.24 0.91 0.39589835 0.7615 -6.23
256609_at hypothetical protein predicted by g --- --- 1.06 0.09 0.91 0.39589248 0.7615 -6.23
260621_at  carbonic anhydrase, putative  ACA5 AT1G08065 1.08 0.11 0.91 0.39589351 0.7615 -6.23
245265_at hypothetical protein ; supported by ACD6 AT4G14400 1.59 0.66 0.91 0.39584836 0.7615 -6.23
265272_at unknown protein ARF10 AT2G28350 -1.11 -0.15 -0.91 0.39597804 0.7616 -6.23
252613_at putative protein hypothetical prote --- AT3G45190 1.06 0.09 0.91 0.39608077 0.7617 -6.23
261193_at unknown protein ; supported by cD--- AT1G32920 1.24 0.31 0.91 0.3960675 0.7617 -6.23
249287_at putative protein strong similarity to --- AT5G41250 1.08 0.12 0.91 0.39614002 0.7618 -6.23
266348_at putative MAP kinase ATMPK17 AT2G01450 -1.10 -0.13 -0.91 0.39625933 0.7618 -6.24



256155_at MYB-family transcription factor, puMYB83 AT3G08500 -1.06 -0.09 -0.91 0.39635268 0.7618 -6.24
253077_at hypothetical protein --- AT4G36170 1.06 0.09 0.91 0.3964078 0.7618 -6.24
249611_at putative protein unnamed ORF, H ATSRL1 AT5G37370 -1.09 -0.12 -0.91 0.39620758 0.7618 -6.23
260378_at putative actin similar to actin GB:C ATARP4A AT1G73910 1.06 0.09 0.91 0.39630024 0.7618 -6.24
245069_at putative glucosyltransferase UGT84B2 AT2G23250 -1.07 -0.10 -0.91 0.39639046 0.7618 -6.24
253510_at hypothetical protein GDU1 AT4G31730 -1.17 -0.22 -0.91 0.39633168 0.7618 -6.24
267329_at hypothetical protein --- AT2G19250 -1.07 -0.10 -0.91 0.39644337 0.7618 -6.24
261057_at hypothetical protein predicted by g --- AT1G01230 1.08 0.11 0.91 0.39650808 0.7619 -6.24
266708_at putative chloroplast nucleoid DNA --- AT2G03200 -1.11 -0.15 -0.91 0.39654666 0.7619 -6.24
257296_at hypothetical protein predicted by g --- AT3G28020 1.08 0.11 0.91 0.39666365 0.7619 -6.24
253636_at putative protein predicted protein, --- AT4G30500 1.36 0.44 0.91 0.39667429 0.7619 -6.24
263011_at conserved hypothetical protein pro --- AT1G23250 -1.07 -0.10 -0.91 0.39662834 0.7619 -6.24
253278_at receptor protein kinase - like prote--- AT4G34220 -1.26 -0.34 -0.90 0.39672588 0.7620 -6.24
261536_at K Efflux antiporter KEA1 identical t KEA1 AT1G01790 -1.10 -0.14 -0.90 0.39685504 0.7620 -6.24
258816_at putative T-complex protein 1, theta--- AT3G03960 1.11 0.15 0.90 0.39686056 0.7620 -6.24
267420_at hypothetical protein predicted by g --- AT2G35030 -1.16 -0.21 -0.90 0.3968205 0.7620 -6.24
263613_at unknown protein --- AT2G25250 -1.16 -0.22 -0.90 0.39680471 0.7620 -6.24
244981_at ribosomal protein S8 --- --- -1.09 -0.12 -0.90 0.39709062 0.7620 -6.24
246134_at protein kinase tousled  ; supported TSL AT5G20930 1.09 0.13 0.90 0.39704332 0.7620 -6.24
259363_at methionine aminopeptidase I (MA MAP1C AT1G13270 1.08 0.11 0.90 0.39704491 0.7620 -6.24
256144_at guanine nucleotide-binding proteinRACK1B_AAT1G48630 1.23 0.30 0.90 0.3970792 0.7620 -6.24
254706_at putative protein DNA-binding prote--- AT4G17950 -1.10 -0.14 -0.90 0.39695763 0.7620 -6.24
254043_at putative protein ; supported by cDNCIL AT4G25990 1.25 0.32 0.90 0.39700534 0.7620 -6.24
250775_at putative protein contains similarity --- AT5G05460 1.15 0.20 0.90 0.39717427 0.7621 -6.24
266149_x_at En/Spm-like transposon protein rel --- --- -1.07 -0.10 -0.90 0.39739262 0.7625 -6.24
253904_at NWMU1 - 2S albumin 1 precursor --- AT4G27140 1.07 0.09 0.90 0.39746054 0.7626 -6.24
265183_at unknown protein  ;supported by ful --- AT1G23750 -1.13 -0.18 -0.90 0.39764745 0.7626 -6.24
253396_at putative protein RNA-binding proteAtLa1 AT4G32720 1.07 0.10 0.90 0.3978519 0.7626 -6.24
260268_at unknown protein  ;supported by ful --- AT1G68490 -1.07 -0.10 -0.90 0.39792841 0.7626 -6.24
261434_at receptor-like serine/threonine kina --- AT1G07650 -1.11 -0.16 -0.90 0.39785766 0.7626 -6.24
264722_at unknown protein location of EST e --- AT1G22970 1.10 0.14 0.90 0.39778728 0.7626 -6.24
257719_at unknown protein AtALMT9 AT3G18440 -1.10 -0.14 -0.90 0.39772256 0.7626 -6.24
248181_at cytochrome c biogenesis protein p --- AT5G54290 1.11 0.15 0.90 0.39788659 0.7626 -6.24
260048_at unknown protein contains Pfam pro--- AT1G73750 -1.29 -0.37 -0.90 0.39796261 0.7626 -6.24
258080_at unknown protein  ;supported by ful --- AT3G25930 -1.06 -0.08 -0.90 0.39750454 0.7626 -6.24



261630_at hypothetical protein predicted by g --- AT1G50080 -1.06 -0.09 -0.90 0.39795839 0.7626 -6.24
264600_at hypothetical protein predicted by g --- AT1G04730 1.12 0.16 0.90 0.397584 0.7626 -6.24
261834_at polygalacturonase PG1, putative s--- AT1G10640 1.07 0.09 0.90 0.39770084 0.7626 -6.24
247085_at kinesin heavy chain DNA binding p--- AT5G66310 -1.08 -0.11 -0.90 0.39787626 0.7626 -6.24
258248_at hypothetical protein predicted by g --- AT3G29140 -1.12 -0.16 -0.90 0.39759276 0.7626 -6.24
260796_at glutathione transferase, putative s ATGSTU21AT1G78360 -1.10 -0.14 -0.90 0.39779028 0.7626 -6.24
245821_at hypothetical protein similar to putat--- AT1G26270 -1.10 -0.13 -0.90 0.39804936 0.7626 -6.24
263647_at unknown protein --- AT2G04690 1.10 0.14 0.90 0.39803853 0.7626 -6.24
256047_at hypothetical protein predicted by g --- AT1G07060 -1.09 -0.12 -0.90 0.39814006 0.7627 -6.24
257952_at putative peroxidase almost identica--- AT3G21770 1.11 0.16 0.90 0.39817574 0.7627 -6.24
258359_s_at putative glycolate oxidase similar to--- AT3G14415 / -1.09 -0.13 -0.90 0.39823417 0.7628 -6.24
246834_at putative protein homeotic protein b--- AT5G26630 -1.08 -0.11 -0.90 0.39831352 0.7628 -6.24
248360_at putative protein contains similarity --- AT5G52430 1.11 0.15 0.90 0.39850513 0.7629 -6.24
264728_at unknown protein location of EST g --- AT1G22850 1.09 0.12 0.90 0.39837639 0.7629 -6.24
246512_at putative phytochelatin synthetase IRX6 AT5G15630 1.10 0.13 0.90 0.39847374 0.7629 -6.24
257499_at hypothetical protein similar to hypo--- AT1G63850 -1.15 -0.20 -0.90 0.3984414 0.7629 -6.24
252004_at purple acid phosphatase-like protePAP20 AT3G52780 1.17 0.22 0.90 0.39844518 0.7629 -6.24
249202_at cytochrome P450 CYP705A12AT5G42580 -1.07 -0.09 -0.90 0.3986076 0.7630 -6.24
252385_at putative protein Vps29, SchizosacMAG1 AT3G47810 1.07 0.09 0.90 0.39867225 0.7631 -6.24
265929_s_at putative flavonol 3-O-glucosyltrans --- AT2G18560 / -1.14 -0.19 -0.90 0.39872971 0.7631 -6.24
252876_at putative protein  ;supported by full- --- AT4G39970 -1.12 -0.17 -0.90 0.39900089 0.7635 -6.24
250832_at nicotianamine synthase (dbj|BAA74NAS1 AT5G04950 -1.32 -0.40 -0.90 0.39899566 0.7635 -6.24
245914_at putative protein outer membrane pOEP80 AT5G19620 1.08 0.11 0.90 0.39901786 0.7635 -6.24
246949_at cytochrome P450-like protein CYTCYP71B13 AT5G25140 -1.25 -0.32 -0.90 0.39922648 0.7637 -6.24
246383_at hypothetical protein predicted by g --- AT1G77360 -1.13 -0.18 -0.90 0.39919451 0.7637 -6.24
246085_at putative protein predicted proteinsATBRXL4 AT5G20540 1.09 0.12 0.90 0.39918846 0.7637 -6.24
259106_at unknown protein  ;supported by ful RALFL22 AT3G05490 1.19 0.25 0.89 0.40182057 0.7637 -6.25
266873_at putative PREG1-like negative reguCYCP4;1 AT2G44740 -1.29 -0.36 -0.90 0.40056815 0.7637 -6.24
250307_at putative protein similar to unknown--- AT5G12170 -1.14 -0.18 -0.90 0.39954704 0.7637 -6.24
259244_at unknown protein similar to zinc fingCOL9 AT3G07650 1.17 0.23 0.90 0.40165267 0.7637 -6.24
249335_at putative protein contains similarity NRPB12 AT5G41010 1.07 0.10 0.90 0.40049243 0.7637 -6.24
267081_at putative phosphatidylinositol-4-phoPIP5K5 AT2G41210 1.07 0.10 0.90 0.39971908 0.7637 -6.24
252305_at putative protein CRP1 protein, Zeaemb1796 AT3G49240 -1.11 -0.15 -0.89 0.4017432 0.7637 -6.25
249016_at putative protein contains similarity REV1 AT5G44750 -1.10 -0.13 -0.90 0.39941151 0.7637 -6.24
251008_at putative protein ;supported by full-l --- AT5G02710 1.09 0.12 0.89 0.40193388 0.7637 -6.25



251784_at putative protein photosystem II ox PPL1 AT3G55330 1.13 0.17 0.89 0.40201233 0.7637 -6.25
262098_at transcription factor, putative similaNF-YC2 AT1G56170 -1.10 -0.14 -0.90 0.40029365 0.7637 -6.24
263921_at putative fructose bisphosphate aldo--- AT2G36460 1.10 0.13 0.90 0.40144996 0.7637 -6.24
266556_at hypothetical protein predicted by g --- AT2G46230 1.09 0.12 0.90 0.39962287 0.7637 -6.24
254327_at RCc3- like protein RCc3 protein, O--- AT4G22490 -1.17 -0.23 -0.90 0.39980173 0.7637 -6.24
266382_at hypothetical protein predicted by g --- --- -1.06 -0.09 -0.90 0.40136497 0.7637 -6.24
251520_at protein kinase like GCN2 - Saccha--- AT3G59410 1.07 0.09 0.90 0.40075425 0.7637 -6.24
255468_at putative WD-repeat protein similar--- AT4G03020 1.07 0.10 0.90 0.39977516 0.7637 -6.24
264228_at hypothetical protein contains similaGCS1 AT1G67490 1.08 0.10 0.90 0.40024759 0.7637 -6.24
252219_at putative protein some putative prot --- AT3G50160 -1.09 -0.12 -0.90 0.39961174 0.7637 -6.24
264314_at unknown protein ; supported by cD--- AT1G70420 -1.13 -0.17 -0.90 0.4003061 0.7637 -6.24
246760_at putative protein predicted proteins --- AT5G27970 -1.07 -0.09 -0.90 0.40019458 0.7637 -6.24
262203_at transfactor-like protein similar to tra--- AT2G01060 1.08 0.11 0.90 0.40164642 0.7637 -6.24
261007_at hypothetical protein similar to reticu--- AT1G26400 -1.06 -0.08 -0.90 0.3996934 0.7637 -6.24
254904_at putative translation initiation factor--- AT4G11160 -1.11 -0.15 -0.90 0.40059027 0.7637 -6.24
263677_at unknown protein PDLP2 AT1G04520 -1.08 -0.11 -0.90 0.40117735 0.7637 -6.24
261326_s_at aminoacylase, putative similar to a--- AT1G44180 / 1.12 0.16 0.90 0.40036547 0.7637 -6.24
253824_at putative protein protein kinase LePMTM1 AT4G27940 1.27 0.34 0.90 0.40155915 0.7637 -6.24
253129_at glycine-rich protein glycine-rich proCSDP1 AT4G36020 1.11 0.15 0.90 0.3997796 0.7637 -6.24
245032_at En/Spm-like transposon protein rel --- --- -1.11 -0.15 -0.90 0.40070575 0.7637 -6.24
261013_at fatty acid elongase 3-ketoacyl-CoAATUPS5 AT1G26440 1.11 0.15 0.90 0.39939614 0.7637 -6.24
263465_at hypothetical protein predicted by g --- AT2G31940 -1.09 -0.13 -0.90 0.40019234 0.7637 -6.24
266278_at putative tropinone reductase --- AT2G29300 -1.21 -0.27 -0.90 0.40057865 0.7637 -6.24
264070_at putative cyclin-dependent kinase reCKS1 AT2G27960 1.11 0.15 0.89 0.40201979 0.7637 -6.25
266212_at putative retroelement pol polyprote--- --- -1.09 -0.13 -0.90 0.40146235 0.7637 -6.24
267544_at putative cytochrome b5 CB5-B AT2G32720 1.20 0.26 0.90 0.40135707 0.7637 -6.24
254015_at putative beta-galactosidase beta-gBGAL12 AT4G26140 1.12 0.16 0.90 0.40125116 0.7637 -6.24
262697_at beta-glucosidase, putative similar ATA27 AT1G75940 1.07 0.09 0.90 0.39967172 0.7637 -6.24
248272_at Expressed protein ; supported by f --- AT5G53480 1.10 0.14 0.90 0.3999063 0.7637 -6.24
267197_at hypothetical protein predicted by g --- AT2G30960 -1.07 -0.10 -0.90 0.39963676 0.7637 -6.24
253570_at hypothetical protein --- AT4G31260 -1.09 -0.12 -0.89 0.4017243 0.7637 -6.25
248114_at wax synthase-like protein --- AT5G55370 -1.08 -0.11 -0.90 0.40136842 0.7637 -6.24
255526_at hypothetical protein --- AT4G02350 1.09 0.12 0.90 0.40005023 0.7637 -6.24
261267_at unknown protein ;supported by full --- AT1G26750 1.08 0.11 0.90 0.4013408 0.7637 -6.24
250106_at putative protein strong similarity to --- AT5G16640 1.07 0.10 0.90 0.39992613 0.7637 -6.24



265782_at putative two-component response --- AT2G07440 -1.08 -0.11 -0.90 0.3996016 0.7637 -6.24
259758_s_at putative caffeic acid 3-O-methyltran--- AT1G77520 / -1.07 -0.10 -0.90 0.40037094 0.7637 -6.24
267418_at putative RING zinc finger protein --- AT2G35000 -1.09 -0.12 -0.90 0.40112938 0.7637 -6.24
267150_at putative anthranilate N-hydroxycinnSDT AT2G23510 -1.06 -0.08 -0.90 0.39985059 0.7637 -6.24
250699_at receptor-like protein kinase SRF2 AT5G06820 -1.08 -0.11 -0.90 0.39992394 0.7637 -6.24
253335_at putative protein YHR077c (NMD2,--- AT4G33500 -1.08 -0.11 -0.89 0.40201696 0.7637 -6.25
262498_at 8-oxoguanine DNA glycosylase-likeOGG1 AT1G21710 1.08 0.11 0.90 0.40159465 0.7637 -6.24
260947_at fructokinase, putative similar to fru--- AT1G06020 -1.06 -0.08 -0.90 0.39949827 0.7637 -6.24
247347_at putative protein similar to unknownSHA1 AT5G63780 -1.19 -0.25 -0.90 0.4015574 0.7637 -6.24
256832_at meiotic recombination protein (AtDDMC1 AT3G22880 1.12 0.17 0.90 0.40096976 0.7637 -6.24
249003_at putative protein contains similarity --- AT5G44500 1.08 0.11 0.90 0.40103207 0.7637 -6.24
258846_at unknown protein  ; supported by fu --- AT3G03070 1.07 0.09 0.90 0.40155253 0.7637 -6.24
261600_x_at hypothetical protein similar to hypo--- AT1G49680 / -1.06 -0.08 -0.90 0.40042717 0.7637 -6.24
249141_at putative protein similar to unknown--- AT5G43200 -1.06 -0.09 -0.90 0.40127157 0.7637 -6.24
246667_at putative protein hypothetical protei --- --- -1.07 -0.10 -0.90 0.40054704 0.7637 -6.24
260019_at polyprotein, putative simlar to GI:4--- --- -1.06 -0.09 -0.90 0.40091236 0.7637 -6.24
257514_at hypothetical protein similar to putat--- --- -1.11 -0.15 -0.89 0.40190975 0.7637 -6.25
266945_at hypothetical protein predicted by g VEL2 AT2G18880 -1.07 -0.09 -0.90 0.40022573 0.7637 -6.24
258170_at unknown protein similar to senesce--- AT3G21600 -1.19 -0.25 -0.90 0.40063207 0.7637 -6.24
246338_s_at putative protein putative integral mATCHX10 AT3G44920 / -1.06 -0.09 -0.90 0.39966015 0.7637 -6.24
261866_at scarecrow-like 3 identical to GB:AASCL3 AT1G50420 1.33 0.41 0.90 0.40030363 0.7637 -6.24
248679_at unknown protein  ;supported by ful --- AT5G48830 1.12 0.16 0.90 0.40037249 0.7637 -6.24
257158_at 3-hydroxyisobutyryl-coenzyme A h--- AT3G24360 -1.09 -0.12 -0.90 0.39950231 0.7637 -6.24
264839_at putative protochlorophyllide reduc POR C AT1G03630 1.11 0.15 0.90 0.40089231 0.7637 -6.24
265497_at putative non-LTR retroelement rev --- --- -1.18 -0.24 -0.90 0.40146384 0.7637 -6.24
254575_at putative protein various predicted --- AT4G19460 -1.20 -0.26 -0.90 0.39996219 0.7637 -6.24
264877_at putative obtusifoliol 14-alpha demeCYP51G2 AT2G17330 1.06 0.08 0.90 0.40126071 0.7637 -6.24
265201_at unknown protein --- AT2G36810 -1.06 -0.08 -0.90 0.40031206 0.7637 -6.24
255274_at putative protein various predicted --- --- 1.09 0.12 0.89 0.4018277 0.7637 -6.25
252531_at actin 12 ACT12 AT3G46520 -1.07 -0.10 -0.90 0.40128995 0.7637 -6.24
257275_at RNA-binding protein, putative con CID9 AT3G14450 1.13 0.18 0.90 0.40100884 0.7637 -6.24
265975_at putative citrate synthetase --- AT2G11270 1.10 0.13 0.90 0.40082295 0.7637 -6.24
256813_at unknown protein --- AT3G21360 -1.08 -0.11 -0.90 0.40142075 0.7637 -6.24
264278_at myrosinase binding protein, putati --- AT1G60130 -1.07 -0.09 -0.90 0.40111631 0.7637 -6.24
250074_at UDP-glucose pyrophosphorylase  --- AT5G17310 1.11 0.15 0.89 0.40173862 0.7637 -6.25



248977_at putative protein strong similarity to --- AT5G45020 1.10 0.14 0.89 0.4018595 0.7637 -6.25
253529_at putative protein hypothetical prote --- AT4G31520 -1.06 -0.09 -0.89 0.40192343 0.7637 -6.25
266797_at unknown protein AtGRF1 AT2G22840 -1.18 -0.23 -0.89 0.40197678 0.7637 -6.25
250069_at disease resistance protein-like --- AT5G17970 1.07 0.10 0.90 0.40100163 0.7637 -6.24
251830_at phosphoribosylformylglycinamidinePUR5 AT3G55010 1.14 0.19 0.89 0.40216078 0.7639 -6.25
245326_at Expressed protein ; supported by f --- AT4G14100 1.10 0.14 0.89 0.40215552 0.7639 -6.25
250847_at putative protein predicted protein, --- AT5G04480 -1.16 -0.21 -0.89 0.40223235 0.7639 -6.25
246932_at ethylene-responsive element - like--- AT5G25190 1.18 0.24 0.89 0.40259187 0.7641 -6.25
245337_at Expressed protein ; supported by f --- AT4G16566 -1.07 -0.09 -0.89 0.40242352 0.7641 -6.25
248152_at DNA repair and meiosis protein MrMRE11 AT5G54260 1.10 0.14 0.89 0.40236636 0.7641 -6.25
262500_at unknown protein Contains PF|006 FBP7 AT1G21760 1.07 0.10 0.89 0.40247092 0.7641 -6.25
258050_at unknown protein --- AT3G16200 1.09 0.12 0.89 0.40241929 0.7641 -6.25
259155_at transcription initiation factor IIB (TF--- AT3G10330 1.09 0.13 0.89 0.40255057 0.7641 -6.25
265434_at predicted protein --- AT2G20805 1.06 0.09 0.89 0.40253789 0.7641 -6.25
266169_at putative protease inhibitor  ;suppor --- AT2G38900 -1.07 -0.09 -0.89 0.40257066 0.7641 -6.25
263489_at putative inositol polyphosphate 5'-p--- AT2G31830 -1.08 -0.11 -0.89 0.40247892 0.7641 -6.25
249144_at squamosa promoter binding protei SPL2 AT5G43270 -1.08 -0.11 -0.89 0.4027939 0.7643 -6.25
247448_at putative protein predicted proteins --- AT5G62770 1.27 0.35 0.89 0.40280474 0.7643 -6.25
248724_at putative protein strong similarity to --- AT5G47970 1.13 0.18 0.89 0.40287158 0.7644 -6.25
259712_at putative 20S proteasome beta sub PBC2 AT1G77440 1.06 0.09 0.89 0.40303912 0.7646 -6.25
255393_at hypothetical protein --- --- 1.06 0.08 0.89 0.40312658 0.7647 -6.25
266936_at hypothetical protein predicted by g --- AT2G18920 -1.06 -0.08 -0.89 0.40324469 0.7649 -6.25
252972_at auxin-induced protein - like auxin- --- AT4G38840 -1.19 -0.25 -0.89 0.40329565 0.7649 -6.25
260978_at 17.6 kDa heat shock protein (AA 1--- AT1G53540 -1.18 -0.24 -0.89 0.40342292 0.7651 -6.25
256639_at hypothetical protein predicted by g --- --- -1.09 -0.12 -0.89 0.40340158 0.7651 -6.25
249474_s_at germin-like protein (GLP2a) copy2 GER2 AT5G39130 / -1.09 -0.12 -0.89 0.40355973 0.7652 -6.25
250535_at putative protein similar to unknown--- AT5G08480 1.08 0.11 0.89 0.40357005 0.7652 -6.25
263062_at putative phosphatidylinositol/phoph--- AT2G18180 -1.08 -0.11 -0.89 0.40359776 0.7652 -6.25
247000_at casein kinase II alpha subunit  ; su CKA1 AT5G67380 1.09 0.12 0.89 0.40368151 0.7653 -6.25
247619_at putative protein --- AT5G60290 -1.10 -0.14 -0.89 0.4037824 0.7654 -6.25
266386_at putative homeodomain transcriptio HDG3 AT2G32370 -1.08 -0.12 -0.89 0.40382908 0.7654 -6.25
265493_at unknown protein predicted by gens--- AT2G15670 -1.07 -0.10 -0.89 0.40395727 0.7656 -6.25
262062_s_at hypothetical protein emb1427 AT1G20570 / 1.08 0.11 0.89 0.40403889 0.7657 -6.25
260252_at putative mitochondrial carrier prote--- AT1G74240 -1.10 -0.14 -0.89 0.40416691 0.7659 -6.25
258927_at putative folylpolyglutamate synthet DFC AT3G10160 -1.07 -0.10 -0.89 0.4042488 0.7659 -6.25



255321_at putative ES43-like protein --- AT4G04260 1.08 0.11 0.89 0.40419927 0.7659 -6.25
263872_at putative cellulose synthase catalytiCESA9 AT2G21770 -1.09 -0.12 -0.89 0.40426107 0.7659 -6.25
264949_at unknown protein contains similarityMAF1 AT1G77080 1.06 0.09 0.89 0.40428761 0.7659 -6.25
254040_at possible apospory-associated like --- AT4G25900 1.13 0.17 0.89 0.40487939 0.7662 -6.25
256407_at sucrose-proton symporter, putativeATSUC7 AT1G66570 1.28 0.36 0.89 0.40516036 0.7662 -6.25
265150_at unknown protein  ; supported by cD--- AT1G51200 -1.09 -0.13 -0.89 0.40481431 0.7662 -6.25
258814_at putative short-chain type dehydrog--- AT3G03980 1.08 0.12 0.89 0.40464185 0.7662 -6.25
262807_at unknown protein strong similarity to--- AT1G11740 -1.10 -0.13 -0.89 0.40454544 0.7662 -6.25
262588_at unknown protein Similar to gb|AJ0--- AT1G15130 -1.08 -0.11 -0.89 0.40482908 0.7662 -6.25
245532_at cytochrome P450 like protein CYP97B3 AT4G15110 1.06 0.08 0.89 0.40491847 0.7662 -6.25
265447_at putative laccase (diphenol oxidase LAC6 AT2G46570 1.09 0.13 0.89 0.40501458 0.7662 -6.25
266697_at profilin 4  ; supported by full-length PRF5 AT2G19770 -1.09 -0.13 -0.89 0.40509883 0.7662 -6.25
259002_at putative glutaredoxin similar to glutROXY1 AT3G02000 -1.11 -0.15 -0.89 0.40452571 0.7662 -6.25
264417_at hypothetical protein contains simila--- --- -1.11 -0.16 -0.89 0.40507781 0.7662 -6.25
256387_at hypothetical protein --- AT3G06170 -1.10 -0.13 -0.89 0.40480007 0.7662 -6.25
263401_at hypothetical protein similar to hypo--- AT2G04070 -1.12 -0.16 -0.89 0.40473727 0.7662 -6.25
248733_at unknown protein ELP1 --- -1.08 -0.12 -0.89 0.40465533 0.7662 -6.25
266849_at putative vacuolar processing enzymALPHA-VPEAT2G25940 -1.07 -0.10 -0.89 0.40508041 0.7662 -6.25
264612_at unknown protein similar to GB:AAC--- AT1G04560 -1.10 -0.14 -0.89 0.40516811 0.7662 -6.25
252050_at hypothetical protein --- AT3G52550 -1.09 -0.12 -0.89 0.40480408 0.7662 -6.25
262893_at hypothetical protein contains simila--- AT1G59790 -1.06 -0.09 -0.89 0.40498037 0.7662 -6.25
252578_at putative protein Ariadne protein (A--- AT3G45480 1.06 0.09 0.89 0.40512852 0.7662 -6.25
250620_at embryo-specific protein 3 (ATS3)  ATS3 AT5G07190 -1.07 -0.10 -0.89 0.4050287 0.7662 -6.25
257231_at DegP protease contains similarity tDEGP12 AT3G16550 -1.06 -0.09 -0.89 0.4048568 0.7662 -6.25
264011_at unknown protein --- AT2G21090 1.08 0.11 0.89 0.4052746 0.7662 -6.25
246440_at glycine/proline-rich protein glycine --- AT5G17650 -1.16 -0.21 -0.89 0.40524802 0.7662 -6.25
252841_at putative protein replication protein --- --- -1.09 -0.12 -0.89 0.40526155 0.7662 -6.25
267268_at hypothetical protein predicted by g --- AT2G02570 1.07 0.10 0.89 0.40535752 0.7663 -6.25
260509_at natural resistance-associated macrNRAMP2 AT1G47240 -1.06 -0.08 -0.89 0.40547449 0.7664 -6.25
266850_at unknown protein --- AT2G26850 -1.06 -0.09 -0.89 0.40553092 0.7664 -6.25
257790_at gda-1, putative similar to gda-1 GB--- AT3G27090 -1.10 -0.13 -0.89 0.4055293 0.7664 -6.25
248943_s_at putative protein similar to unknown--- AT5G45440 / 1.17 0.23 0.89 0.4057121 0.7665 -6.25
260368_at AtHVA22c identical to AtHVA22c GATHVA22CAT1G69700 1.25 0.33 0.89 0.40570858 0.7665 -6.25
263071_at putative retroelement pol polyprote--- --- -1.07 -0.09 -0.89 0.40562631 0.7665 -6.25
261234_x_at hypothetical protein predicted by g --- --- -1.07 -0.10 -0.89 0.40565254 0.7665 -6.25



262277_at transmembrane protein, putative s--- AT1G68650 1.17 0.23 0.89 0.40588115 0.7667 -6.25
249151_at inorganic phosphate transporter (d PHT3 AT5G43360 1.07 0.10 0.89 0.40587816 0.7667 -6.25
245957_at putative protein predicted proteins --- AT5G19590 -1.06 -0.08 -0.89 0.40593541 0.7667 -6.25
256347_at unknown protein similar to putative--- --- 1.07 0.10 0.89 0.40604002 0.7667 -6.25
251734_at putative protein Centrosome- and --- AT3G56270 1.17 0.22 0.89 0.40600308 0.7667 -6.25
250063_at disease resistance protein - like diCSA1 AT5G17880 -1.09 -0.13 -0.89 0.40605627 0.7667 -6.25
246696_at putative protein predicted protein, --- --- 1.07 0.10 0.89 0.4060065 0.7667 -6.25
255771_at hypothetical protein contains simila--- AT1G18550 -1.07 -0.10 -0.89 0.40618207 0.7669 -6.25
259488_at hypothetical protein preedicted by --- AT1G15780 -1.10 -0.13 -0.89 0.40627371 0.7670 -6.25
259460_at unknown protein ; supported by cD--- AT1G44000 -1.14 -0.19 -0.89 0.40631736 0.7670 -6.25
250172_at putative protein --- AT5G14330 -1.10 -0.14 -0.89 0.40640583 0.7671 -6.25
253470_s_at putative protein dnaK-type molecuSDH3-2 AT4G32210 / -1.06 -0.09 -0.89 0.40650365 0.7672 -6.25
245320_at Expressed protein ; supported by f --- AT4G16444 1.07 0.09 0.89 0.40658208 0.7672 -6.25
260232_at unknown protein contains Pfam pro--- AT1G74640 -1.14 -0.18 -0.89 0.40647264 0.7672 -6.25
248498_at selenium-binding protein-like --- AT5G50390 1.07 0.10 0.89 0.40659206 0.7672 -6.25
247750_at protein kinase 6 - like protein kinas--- AT5G58950 1.07 0.10 0.89 0.40657185 0.7672 -6.25
257206_at putative lectin similar to lectin SP:P--- AT3G16530 1.42 0.50 0.88 0.40704981 0.7675 -6.25
254229_at hypothetical protein  ; supported by--- AT4G23610 1.26 0.33 0.88 0.40704209 0.7675 -6.25
260402_at putative gamma-glutamyltransferaGGT3 AT1G69820 -1.10 -0.13 -0.88 0.40679014 0.7675 -6.25
259396_at shaggy-like kinase, putative similaGSK1 AT1G06390 1.06 0.09 0.88 0.40690145 0.7675 -6.25
250774_at ATP-dependent RNA helicase-like --- AT5G05450 1.10 0.14 0.88 0.40691097 0.7675 -6.25
262884_at membrane related protein CP5, puCP5 AT1G64720 1.07 0.10 0.88 0.4069911 0.7675 -6.25
253448_at putative protein mRNA for KIAA00--- AT4G32640 -1.06 -0.09 -0.88 0.40703122 0.7675 -6.25
256135_at hypothetical protein predicted by g --- AT1G48730 -1.08 -0.12 -0.88 0.40707737 0.7675 -6.25
255698_at scarecrow-like 6 (SCL6) --- AT4G00150 -1.10 -0.13 -0.88 0.40686463 0.7675 -6.25
267324_at hypothetical protein predicted by g --- AT2G19360 -1.06 -0.08 -0.88 0.40693099 0.7675 -6.25
249001_at putative protein strong similarity to --- AT5G44990 -1.26 -0.33 -0.88 0.40747995 0.7679 -6.26
247416_at 40S ribosomal protein S15-like pro --- AT5G63070 -1.08 -0.11 -0.88 0.40741469 0.7679 -6.26
256519_at hypothetical protein predicted by g --- AT1G66110 -1.11 -0.15 -0.88 0.40737133 0.7679 -6.26
254772_at extensin-like protein extensin clas --- AT4G13390 1.05 0.07 0.88 0.4074876 0.7679 -6.26
245450_at disease resistance RPP5 like prote--- AT4G16880 -1.07 -0.10 -0.88 0.40745276 0.7679 -6.26
253950_at putative dihydrolipoamide succiny --- AT4G26910 -1.13 -0.17 -0.88 0.40757932 0.7679 -6.26
254375_at putative protein (fragment) ATP(GQQT2 AT4G21800 -1.07 -0.10 -0.88 0.40754777 0.7679 -6.26
263033_s_at unknown protein ; supported by ful --- AT1G23950 / -1.12 -0.16 -0.88 0.4075913 0.7679 -6.26
254536_at putative protein chitinase / lysozym--- AT4G19720 -1.07 -0.10 -0.88 0.40771404 0.7681 -6.26



266126_at putative metalloproteinase  ; suppo--- AT2G45040 1.13 0.17 0.88 0.40788787 0.7681 -6.26
255454_at hypothetical protein --- AT4G02910 1.06 0.09 0.88 0.40779009 0.7681 -6.26
258523_at pectin methylesterase, putative sim--- AT3G06830 -1.05 -0.08 -0.88 0.40783596 0.7681 -6.26
253686_at putative protein predicted proteins --- AT4G29750 -1.08 -0.12 -0.88 0.40785159 0.7681 -6.26
246797_at putative protein  ;supported by full- --- AT5G26790 -1.06 -0.08 -0.88 0.40790329 0.7681 -6.26
251838_at cysteine proteinase non-consensus--- AT3G54940 1.08 0.12 0.88 0.40805363 0.7683 -6.26
267610_at K+ transporter, AKT1 identical to GAKT1 AT2G26650 -1.21 -0.27 -0.88 0.40820521 0.7685 -6.26
264474_s_at ribulose-bisphosphate carboxylaseRBCS1A AT1G06820 / 1.06 0.08 0.88 0.40832276 0.7685 -6.26
252678_s_at nitrilase 2  ;supported by full-lengthNIT2 AT3G44300 / -1.07 -0.09 -0.88 0.4082982 0.7685 -6.26
267630_at unknown protein predicted by gene--- AT2G42130 1.09 0.13 0.88 0.40832528 0.7685 -6.26
257429_at putative RING zinc finger protein --- AT2G27940 1.11 0.15 0.88 0.40830718 0.7685 -6.26
250425_at lectin-like protein kinase - like lect --- AT5G10530 1.06 0.08 0.88 0.40819082 0.7685 -6.26
266132_at hypothetical protein predicted by g SPX3 AT2G45130 1.17 0.23 0.88 0.40839321 0.7685 -6.26
247849_at putative protein fibrinogen-binding--- AT5G58130 1.09 0.13 0.88 0.40854462 0.7686 -6.26
265441_at unknown protein  ;supported by ful --- AT2G20870 -1.10 -0.14 -0.88 0.40851481 0.7686 -6.26
263445_at unknown protein --- AT2G31590 -1.06 -0.09 -0.88 0.40855855 0.7686 -6.26
260342_at hypothetical protein predicted by g --- AT1G69280 -1.08 -0.12 -0.88 0.4084668 0.7686 -6.26
245006_at PSI P700 apoprotein A2 --- --- -1.05 -0.08 -0.88 0.40862891 0.7687 -6.26
255986_x_at putative protein predicted proteins --- --- -1.05 -0.08 -0.88 0.40866858 0.7687 -6.26
260868_at unknown protein ;supported by full --- AT1G43860 -1.10 -0.13 -0.88 0.40883628 0.7687 -6.26
261975_at unknown protein --- AT1G64640 -1.24 -0.31 -0.88 0.40895707 0.7687 -6.26
251563_at anthranilate phosphoribosyltransfe--- AT3G57880 -1.14 -0.18 -0.88 0.40895162 0.7687 -6.26
257373_at hypothetical protein predicted by g --- AT2G43140 1.09 0.13 0.88 0.40888622 0.7687 -6.26
263770_at Mutator-like transposase similar to --- --- -1.11 -0.15 -0.88 0.40897923 0.7687 -6.26
254006_at putative protein various predicted --- AT4G26340 -1.07 -0.10 -0.88 0.40892504 0.7687 -6.26
259212_at hypothetical protein predicted by g --- AT3G09180 1.08 0.11 0.88 0.40879314 0.7687 -6.26
262321_at hypothetical protein predicted by g --- AT1G27570 -1.07 -0.10 -0.88 0.4088383 0.7687 -6.26
263078_at hypothetical protein predicted by g --- AT2G05350 -1.08 -0.11 -0.88 0.40890664 0.7687 -6.26
252462_at putative protein various predicted --- AT3G47250 -1.07 -0.09 -0.88 0.40903872 0.7687 -6.26
262119_s_at glutathione S-transferase, putativeATGSTF6 AT1G02920 / 1.27 0.34 0.88 0.4091642 0.7688 -6.26
262767_at putative oxysterol-binding protein sORP1D AT1G13170 1.16 0.22 0.88 0.40911369 0.7688 -6.26
253476_at S-receptor kinase -like protein ser SD2-5 AT4G32300 1.15 0.21 0.88 0.40913193 0.7688 -6.26
261889_at unknown protein --- AT1G80810 -1.08 -0.11 -0.88 0.40921024 0.7688 -6.26
251711_at phosphatidylinositol-4-phosphate 5PIP5K4 AT3G56960 1.09 0.13 0.88 0.40935968 0.7690 -6.26
258099_at unknown protein similar to hypothe--- AT3G23540 1.07 0.10 0.88 0.40944006 0.7691 -6.26



258577_at putative disease resistance protein--- AT3G04220 -1.16 -0.22 -0.88 0.40944845 0.7691 -6.26
254123_at Bnm1 like protein pollen-specific pAPPB1 AT4G24640 -1.07 -0.10 -0.88 0.40957801 0.7691 -6.26
259930_at hypothetical protein predicted by g --- AT1G34355 -1.08 -0.11 -0.88 0.40961037 0.7691 -6.26
266356_at putative uclacyanin I identical to G UCC1 AT2G32300 -1.06 -0.08 -0.88 0.40951734 0.7691 -6.26
245283_at Expressed protein ; supported by cAT-HSFA5 AT4G13980 -1.08 -0.11 -0.88 0.40959207 0.7691 -6.26
253452_at hypothetical protein ; supported by --- AT4G31930 -1.07 -0.10 -0.88 0.40964429 0.7691 -6.26
249342_at putative protein ATP12 protein pre--- AT5G40660 1.08 0.11 0.88 0.40975423 0.7691 -6.26
263952_s_at unknown protein  ;supported by ful --- AT2G35810 / 1.07 0.10 0.88 0.40975701 0.7691 -6.26
265878_at putative SUPERMAN-like C2H2 zinZFP11 AT2G42410 1.06 0.09 0.88 0.40970116 0.7691 -6.26
254631_at putative protein predicted proteinsLSH9 AT4G18610 -1.17 -0.23 -0.88 0.40979839 0.7692 -6.26
258362_at unknown protein --- AT3G14280 1.32 0.40 0.88 0.40999727 0.7695 -6.26
262732_at putative protein kinase similar to gb--- AT1G16440 1.08 0.12 0.88 0.41004977 0.7695 -6.26
245449_at retrotransposon like protein --- --- -1.13 -0.17 -0.88 0.41015031 0.7696 -6.26
254359_at putative protein hypothetical prote --- AT4G22360 1.08 0.11 0.88 0.41023407 0.7697 -6.26
263342_at putative helicase --- --- 1.05 0.07 0.88 0.41024011 0.7697 -6.26
256104_at trehalose-6-phosphate synthase, pATTPS2 AT1G16980 -1.06 -0.09 -0.88 0.41040349 0.7697 -6.26
248945_at putative protein strong similarity to --- AT5G45510 1.09 0.12 0.88 0.41040923 0.7697 -6.26
263720_at putative Na/H antiporter ATCHX15 AT2G13620 -1.06 -0.09 -0.88 0.41041559 0.7697 -6.26
256843_at hypothetical protein predicted by g --- --- -1.07 -0.10 -0.88 0.41031707 0.7697 -6.26
265798_at unknown protein ; supported by cD--- AT2G35790 1.11 0.15 0.88 0.41047621 0.7698 -6.26
249397_at putative protein MtN21, Medicago --- AT5G40230 -1.10 -0.14 -0.88 0.41049021 0.7698 -6.26
261201_at unknown protein ;supported by full --- AT1G12850 1.08 0.11 0.88 0.41057979 0.7698 -6.26
257639_at hypothetical protein --- AT3G25720 -1.08 -0.11 -0.88 0.41053435 0.7698 -6.26
251738_at PROBABLE EUKARYOTIC TRANSEIF3C AT3G56150 -1.07 -0.09 -0.88 0.41059496 0.7698 -6.26
265450_at hypothetical protein predicted by g --- AT2G46620 1.12 0.16 0.88 0.41064859 0.7698 -6.26
250734_at putative protein similar to unknown--- AT5G06270 1.20 0.26 0.88 0.41068851 0.7698 -6.26
255044_at putative protein --- AT4G09680 -1.08 -0.11 -0.88 0.41099353 0.7703 -6.26
254203_at putative protein various predicted AtGRF8 AT4G24150 1.06 0.09 0.88 0.41105787 0.7704 -6.26
251624_at hypothetical protein  ;supported by --- AT3G57280 1.09 0.13 0.88 0.4110996 0.7704 -6.26
264379_at hypothetical protein predicted by g --- AT2G25200 1.14 0.19 0.88 0.41125836 0.7706 -6.26
253428_at cellulose synthase catalytic subuni CESA1 AT4G32410 1.10 0.14 0.87 0.41242178 0.7706 -6.26
263545_at unknown protein --- AT2G21560 1.19 0.24 0.87 0.41222106 0.7706 -6.26
266363_at hypothetical protein predicted by g --- AT2G41250 -1.14 -0.18 -0.87 0.41221129 0.7706 -6.26
252108_at putative protein various predicted --- AT3G51530 1.07 0.10 0.88 0.41156948 0.7706 -6.26
261666_at hypothetical protein contains simila--- AT1G18440 1.09 0.13 0.88 0.41135394 0.7706 -6.26



261969_at hypothetical protein contains simila--- AT1G65950 -1.06 -0.09 -0.88 0.41155464 0.7706 -6.26
265074_at hypothetical protein ; supported by emb1011 AT1G55540 -1.08 -0.11 -0.88 0.41151919 0.7706 -6.26
246666_at hypothetical protein --- AT5G34830 -1.06 -0.08 -0.88 0.41140965 0.7706 -6.26
263306_at putative serine carboxypeptidase I SCPL43 AT2G12480 -1.07 -0.09 -0.88 0.41159081 0.7706 -6.26
262014_at unknown protein --- AT1G35660 -1.14 -0.19 -0.87 0.41236331 0.7706 -6.26
248396_at unknown protein --- AT5G52130 -1.08 -0.11 -0.88 0.41164519 0.7706 -6.26
249572_at chromosome condensation proteinEMB2656 AT5G37630 -1.09 -0.12 -0.87 0.41200865 0.7706 -6.26
267508_at hypothetical protein predicted by g --- AT2G45700 1.07 0.10 0.88 0.41146673 0.7706 -6.26
266933_at putative Ta11-like non-LTR retroele--- AT2G07760 -1.09 -0.13 -0.87 0.41247575 0.7706 -6.26
257572_at hypothetical protein predicted by g --- AT3G16880 -1.08 -0.12 -0.87 0.41221796 0.7706 -6.26
265075_at hypothetical protein similar to embr--- AT1G55450 1.29 0.37 0.87 0.4122469 0.7706 -6.26
253896_at putative protein NBS/LRR disease--- AT4G27190 -1.07 -0.10 -0.88 0.41162494 0.7706 -6.26
258949_at unknown protein ATCFM2 AT3G01370 1.10 0.13 0.87 0.41246506 0.7706 -6.26
247045_at putative protein similar to unknown--- AT5G66930 1.09 0.12 0.87 0.41244083 0.7706 -6.26
260318_at hypothetical protein predicted by g --- AT1G63960 1.09 0.12 0.87 0.41222381 0.7706 -6.26
247900_at 60S acidic ribosomal protein P3  ; s--- AT5G57290 1.15 0.21 0.87 0.41235308 0.7706 -6.26
258131_at protein kinase, putative similar to G--- AT3G24540 -1.10 -0.14 -0.88 0.41158085 0.7706 -6.26
266241_s_at hypothetical protein predicted by g --- AT2G27800 / 1.08 0.11 0.87 0.41205599 0.7706 -6.26
251924_at histone H4-like protein several hist --- AT3G53730 1.11 0.15 0.87 0.41220597 0.7706 -6.26
266214_at putative retroelement integrase --- --- -1.06 -0.08 -0.87 0.41241453 0.7706 -6.26
247710_at receptor-like protein kinase recept --- AT5G59260 -1.06 -0.08 -0.87 0.41198107 0.7706 -6.26
251438_s_at putative protein hypothetical prote --- AT3G59930 / 1.44 0.53 0.87 0.41219619 0.7706 -6.26
259153_at unknown protein  ;supported by ful --- AT3G10250 -1.08 -0.12 -0.87 0.41243255 0.7706 -6.26
266567_at putative eukaryotic initiation factor --- AT2G24050 -1.11 -0.15 -0.87 0.41243764 0.7706 -6.26
262776_at unknown protein EST gb|T22808 c--- AT1G13020 -1.09 -0.12 -0.87 0.41222942 0.7706 -6.26
252825_at small GTP-binding protein - like S AtRABH1c AT4G39890 1.18 0.23 0.87 0.41229272 0.7706 -6.26
257343_s_at pseudogene, polyprotein similar to--- --- 1.05 0.07 0.87 0.41248568 0.7706 -6.26
265711_at unknown protein --- AT2G03360 -1.06 -0.08 -0.87 0.41176026 0.7706 -6.26
252397_at hypothetical protein --- AT3G47980 -1.11 -0.15 -0.87 0.41190651 0.7706 -6.26
251896_at putative protein predicted proteins --- AT3G54390 -1.09 -0.13 -0.87 0.41212969 0.7706 -6.26
257222_at DegP protease almost identical to DEGP1 AT3G27925 -1.09 -0.13 -0.87 0.41188015 0.7706 -6.26
251408_at palmitoyl-protein thioesterase prec--- AT3G60340 1.09 0.13 0.87 0.41265938 0.7707 -6.26
250338_at putative protein  ; supported by cD --- AT5G11760 1.06 0.09 0.87 0.41263864 0.7707 -6.26
245535_at cell wall protein like --- AT4G15160 1.08 0.11 0.87 0.41261156 0.7707 -6.26
251074_at putative protein hypothetical prote --- AT5G01800 -1.08 -0.12 -0.87 0.4126854 0.7707 -6.26



247392_at glutamate-1-semialdehyde 2,1-amGSA1 AT5G63570 1.11 0.15 0.87 0.41262944 0.7707 -6.26
246114_at seed imbitition protein-like seed imDIN10 AT5G20250 1.13 0.17 0.87 0.41277241 0.7707 -6.26
256318_s_at hypothetical protein --- --- -1.06 -0.08 -0.87 0.41278758 0.7707 -6.26
255160_at putative pathogenesis-related prote--- AT4G07820 1.06 0.08 0.87 0.41276495 0.7707 -6.26
247010_at 60S ribosomal protein L26  ;suppo --- AT5G67510 1.18 0.24 0.87 0.41291191 0.7708 -6.26
248571_at putative protein similar to unknown--- --- -1.06 -0.08 -0.87 0.41292023 0.7708 -6.26
259110_at unknown protein --- AT3G05570 -1.10 -0.14 -0.87 0.41308423 0.7711 -6.27
254468_at UDP-glucose 4-epimerase - like p --- AT4G20460 -1.07 -0.10 -0.87 0.41311281 0.7711 -6.27
252472_at GTP-binding protein Rab11  ; suppATRABA2CAT3G46830 -1.08 -0.11 -0.87 0.41318062 0.7711 -6.27
266584_s_at putative steroid sulfotransferase ST4C AT1G13430 / 1.05 0.08 0.87 0.41323128 0.7712 -6.27
254357_at nifU-like protein nifU protein homoISU1 AT4G22220 1.05 0.08 0.87 0.41364716 0.7712 -6.27
248981_at regulatory protein NPR1-like; transNPR3 AT5G45110 1.07 0.10 0.87 0.4134264 0.7712 -6.27
253205_at putative cyclase associated protei ATCAP1 AT4G34490 -1.14 -0.18 -0.87 0.41376376 0.7712 -6.27
253098_at cytochrome P450-like protein CYP81D3 AT4G37340 -1.08 -0.11 -0.87 0.41376129 0.7712 -6.27
254789_at blue copper-binding protein, 15K ( --- AT4G12880 -1.51 -0.59 -0.87 0.41359355 0.7712 -6.27
249780_at ubiquitin --- AT5G24240 -1.09 -0.12 -0.87 0.41380475 0.7712 -6.27
247725_at putative Rab5-interacting protein - --- AT5G59410 1.12 0.16 0.87 0.41383238 0.7712 -6.27
266244_at unknown protein --- AT2G27740 1.21 0.27 0.87 0.4136619 0.7712 -6.27
262693_at unknown protein --- AT1G62780 1.16 0.21 0.87 0.41374243 0.7712 -6.27
254319_at putative protein predicted proteins --- AT4G22560 -1.10 -0.14 -0.87 0.41356728 0.7712 -6.27
264109_at unknown protein --- AT2G13720 1.06 0.09 0.87 0.41373398 0.7712 -6.27
261236_at importin alpha, putative similar to --- AT1G32880 -1.07 -0.09 -0.87 0.41365767 0.7712 -6.27
250082_at polygalacturonase-like protein --- AT5G17200 -1.09 -0.12 -0.87 0.41358347 0.7712 -6.27
252774_at putative protein predicted proteins --- --- 1.09 0.12 0.87 0.41332277 0.7712 -6.27
AFFX-Athal-ActArabidopsis thaliana /REF=U37281--- --- 1.07 0.09 0.87 0.41385259 0.7712 -6.27
248381_at fructokinase 1  ; supported by cDN--- AT5G51830 1.15 0.21 0.87 0.41350815 0.7712 -6.27
245201_at F12A21.3 unknown protein;  similaCSK AT1G67840 -1.08 -0.11 -0.87 0.41343682 0.7712 -6.27
254004_at arginyl-tRNA synthetase emb1027 AT4G26300 1.05 0.08 0.87 0.41390772 0.7713 -6.27
261477_at unknown protein --- AT1G14310 1.09 0.13 0.87 0.41394214 0.7713 -6.27
254635_at extensin-like protein extensin-like --- AT4G18670 -1.08 -0.11 -0.87 0.41403864 0.7714 -6.27
246690_at hypothetical protein --- --- -1.08 -0.10 -0.87 0.41415364 0.7715 -6.27
266364_at unknown protein --- AT2G41230 1.35 0.43 0.87 0.41428254 0.7717 -6.27
255915_at putative protein --- AT5G28620 -1.07 -0.10 -0.87 0.4143268 0.7717 -6.27
247575_at RNA-binding protein - like RNA-binGR-RBP3 AT5G61030 -1.10 -0.13 -0.87 0.41439078 0.7718 -6.27
254434_at ethylene-regulated transcript 2 (ER--- AT4G20880 1.07 0.09 0.87 0.41454298 0.7718 -6.27



252504_at telomere repeat-binding protein hoTRFL1 AT3G46590 1.07 0.10 0.87 0.4145354 0.7718 -6.27
265069_at awaiting functional assignment sim--- AT1G55545 1.07 0.10 0.87 0.41458411 0.7718 -6.27
251366_at putative protein several hypothetica--- AT3G61340 1.07 0.10 0.87 0.41466716 0.7718 -6.27
250941_at putative protein --- AT5G03320 1.09 0.13 0.87 0.414476 0.7718 -6.27
263642_at putative fimbrin --- AT2G04750 -1.07 -0.09 -0.87 0.41459092 0.7718 -6.27
252140_at putative protein several hypothetica--- AT3G51070 -1.06 -0.08 -0.87 0.41465723 0.7718 -6.27
252137_at dehydrin-like protein dehydrin  Xe XERO1 AT3G50980 1.09 0.12 0.87 0.41463402 0.7718 -6.27
266911_at putative protein kinase contains a p--- AT2G45910 1.10 0.13 0.87 0.41476309 0.7719 -6.27
258657_at hypothetical protein predicted by g --- AT3G09890 -1.11 -0.15 -0.87 0.41489086 0.7721 -6.27
255406_at hypothetical protein similar to hypo--- AT4G03450 1.21 0.28 0.87 0.41490828 0.7721 -6.27
266352_at unknown protein --- AT2G01610 -1.23 -0.30 -0.87 0.41527197 0.7726 -6.27
252296_at putative protein GMFP7 isoprenyla--- AT3G48970 -1.13 -0.17 -0.87 0.41526385 0.7726 -6.27
266426_x_at hypothetical protein predicted by g --- AT2G07140 1.13 0.18 0.87 0.41531895 0.7726 -6.27
254741_s_at putative disease resistance proteinAtRLP49 AT4G13900 / -1.06 -0.08 -0.87 0.41538092 0.7727 -6.27
246769_at hypothetical protein --- AT5G27440 1.07 0.09 0.87 0.41542628 0.7727 -6.27
247540_at ethylene responsive element bind --- AT5G61590 1.17 0.23 0.87 0.41552204 0.7728 -6.27
262384_at disease resistance protein, putativ--- AT1G72950 1.10 0.13 0.87 0.41565971 0.7730 -6.27
259254_at putative P-protein: chorismate mu ADT2 AT3G07630 1.08 0.11 0.87 0.41576291 0.7732 -6.27
256861_at beta-amylase, putative similar to bBAM1 AT3G23920 -1.14 -0.19 -0.87 0.41580686 0.7732 -6.27
260236_at geranylgeranyl reductase identica --- AT1G74470 1.06 0.08 0.87 0.41602371 0.7735 -6.27
264559_at unknown protein similar to hypothe--- AT1G09610 1.05 0.08 0.87 0.41603171 0.7735 -6.27
256332_at trihelix DNA-binding protein (GT2)GT2 AT1G76890 1.17 0.23 0.87 0.41624957 0.7737 -6.27
247929_at apospory-associated protein C --- AT5G57330 -1.09 -0.12 -0.87 0.41622246 0.7737 -6.27
255663_at hypothetical protein --- AT4G00420 1.07 0.10 0.87 0.41637971 0.7739 -6.27
257109_s_at hypothetical protein --- --- 1.06 0.08 0.87 0.41642971 0.7739 -6.27
264276_at hypothetical protein contains simila--- AT1G60380 -1.06 -0.09 -0.87 0.41644324 0.7739 -6.27
260283_at hypothetical protein predicted by gPTAC17 AT1G80480 -1.06 -0.08 -0.87 0.41656432 0.7741 -6.27
260115_at AIG1-like protein similar to AIG1 p--- AT1G33870 -1.09 -0.12 -0.87 0.41661231 0.7741 -6.27
255600_s_at putative protein predicted protein, --- AT4G01020 / -1.06 -0.08 -0.87 0.41669845 0.7742 -6.27
252188_at putative clathrin coat assembly pro--- AT3G50860 -1.13 -0.17 -0.87 0.41675892 0.7742 -6.27
245023_at PSII I protein --- --- -1.13 -0.17 -0.87 0.41677673 0.7742 -6.27
252457_at zinc-finger protein-like protein DNA--- AT3G47180 1.06 0.09 0.86 0.41695863 0.7745 -6.27
258055_at putative 2Fe-2S iron-sulfur cluster NDF4 AT3G16250 -1.22 -0.29 -0.86 0.41707382 0.7745 -6.27
260722_at protein phosphatase-2C, putative --- AT1G48040 -1.12 -0.17 -0.86 0.41702577 0.7745 -6.27
245724_at hypothetical protein predicted by g --- AT1G73390 -1.12 -0.17 -0.86 0.41706111 0.7745 -6.27



258646_at MATE efflux family protein, putativFRD3 AT3G08040 -1.06 -0.09 -0.86 0.41726867 0.7748 -6.27
267131_at hypothetical protein predicted by g --- AT2G23400 1.06 0.08 0.86 0.41729699 0.7748 -6.27
249110_at disease resistance protein --- AT5G43730 -1.06 -0.08 -0.86 0.41732421 0.7748 -6.27
262870_at alcohol dehydrogenase, putative s--- AT1G64710 -1.28 -0.36 -0.86 0.41742626 0.7748 -6.27
265681_at putative protein kinase contains a p--- AT2G24370 -1.06 -0.09 -0.86 0.41739661 0.7748 -6.27
254544_at putative chitinase chitinase (EC 3. --- AT4G19820 1.09 0.12 0.86 0.41740729 0.7748 -6.27
265270_at putative ribose phosphate pyropho--- AT2G42910 1.07 0.10 0.86 0.41752997 0.7748 -6.27
257484_at unknown protein --- AT1G01650 -1.06 -0.09 -0.86 0.41751605 0.7748 -6.27
246786_at putative amino acid aminotransfer --- AT5G27410 -1.08 -0.11 -0.86 0.41747059 0.7748 -6.27
253968_at putative calcineurin B-like protein CBL7 AT4G26560 -1.07 -0.09 -0.86 0.41756674 0.7748 -6.27
252491_at disease resistance protein RPP8-l --- AT3G46730 1.06 0.08 0.86 0.41764623 0.7749 -6.27
257028_at hypothetical protein predicted by g--- AT3G19230 -1.13 -0.17 -0.86 0.41791194 0.7753 -6.27
258348_at unknown protein  ;supported by ful --- AT3G17710 -1.07 -0.10 -0.86 0.41796309 0.7754 -6.27
245210_at putative protein similarity to UVB-r--- AT5G12350 -1.06 -0.09 -0.86 0.41799963 0.7754 -6.27
262830_at purple acid phosphatase, putative PAP3 AT1G14700 1.12 0.16 0.86 0.41809831 0.7755 -6.27
264402_at HSP100/ClpB, putative similar to HCLPB4 AT2G25140 -1.15 -0.20 -0.86 0.41828361 0.7755 -6.27
260012_at Expressed protein ; supported by c--- AT1G67865 -1.14 -0.19 -0.86 0.41815472 0.7755 -6.27
251610_at putative protein hypothetical prote --- AT3G57930 1.24 0.31 0.86 0.41828319 0.7755 -6.27
261516_at hypoxanthine ribosyl transferase, --- AT1G71750 1.07 0.09 0.86 0.41830343 0.7755 -6.27
257366_s_at unknown protein --- AT2G03040 / -1.07 -0.10 -0.86 0.41826807 0.7755 -6.27
266784_at putative receptor-like protein kinas --- AT2G28960 -1.06 -0.08 -0.86 0.41830513 0.7755 -6.27
263473_at putative glucosyltransferase  ; suppUGT74D1 AT2G31750 1.21 0.27 0.86 0.41838483 0.7756 -6.27
258661_at unknown protein --- AT3G02930 1.17 0.23 0.86 0.41842151 0.7756 -6.27
247056_at SWI2/SNF2-like protein (gb|AAD28CHR1 AT5G66750 1.07 0.10 0.86 0.41864869 0.7757 -6.27
262320_at hypothetical protein predicted by g --- AT1G27550 -1.07 -0.10 -0.86 0.41854683 0.7757 -6.27
260434_at hypothetical protein predicted by g --- AT1G68330 1.12 0.16 0.86 0.41860357 0.7757 -6.27
245857_at putative protein various predicted --- --- 1.09 0.13 0.86 0.41853386 0.7757 -6.27
247353_at alcohol dehydrogenase-like protein--- AT5G63620 1.09 0.12 0.86 0.41861714 0.7757 -6.27
260865_at reverse transcriptase, putative sim--- AT1G43760 -1.08 -0.11 -0.86 0.41869014 0.7757 -6.27
256171_s_at hypothetical protein similar to rever--- --- -1.08 -0.11 -0.86 0.41873015 0.7757 -6.27
257783_at unknown protein --- AT3G26950 -1.07 -0.10 -0.86 0.41897306 0.7758 -6.28
249528_at putative protein predicted protein, --- AT5G38720 -1.12 -0.16 -0.86 0.41895954 0.7758 -6.28
256754_at unknown protein CHUP1 AT3G25690 -1.08 -0.11 -0.86 0.41883822 0.7758 -6.28
261403_at unknown protein ;supported by full SYP52 AT1G79590 -1.06 -0.09 -0.86 0.41888344 0.7758 -6.28
247482_at chromosomal protein - like chromoSMC2 AT5G62410 1.08 0.11 0.86 0.41896465 0.7758 -6.28



248959_at putative protein similar to unknown--- AT5G45630 1.20 0.26 0.86 0.41894661 0.7758 -6.28
265624_at CLAVATA3 CLE family of proteins CLV3 AT2G27250 1.08 0.11 0.86 0.41899863 0.7758 -6.28
256312_x_at hypothetical protein --- AT1G35820 -1.06 -0.09 -0.86 0.41919787 0.7760 -6.28
264144_at latex-abundant protein, putative si AtMC6 AT1G79320 1.07 0.09 0.86 0.41917616 0.7760 -6.28
266549_at Expressed protein ; supported by f EXL1 AT2G35150 -1.08 -0.11 -0.86 0.41925988 0.7761 -6.28
261377_at unknown protein ;supported by full --- AT1G18850 -1.16 -0.21 -0.86 0.41933118 0.7761 -6.28
245436_at membrane protein homolog --- AT4G16620 -1.07 -0.10 -0.86 0.4193456 0.7761 -6.28
245195_at F12A21.13 putative photosystem PSBY AT1G67740 1.07 0.10 0.86 0.41960222 0.7763 -6.28
261667_at unknown protein similar to putative--- AT1G18460 1.10 0.14 0.86 0.41958898 0.7763 -6.28
265522_at putative TPR repeat nuclear phospELF8 AT2G06210 -1.08 -0.11 -0.86 0.41953721 0.7763 -6.28
AFFX-r2-Bs-ph B. subtilis /GEN=pheB /DB_XREF=--- --- 1.12 0.17 0.86 0.41955401 0.7763 -6.28
249950_at protein kinase - like protein Pto kin--- AT5G18910 1.06 0.08 0.86 0.419662 0.7763 -6.28
249102_at patatin-like protein --- AT5G43590 1.05 0.08 0.86 0.41963307 0.7763 -6.28
252507_at putative protein predicted protein, aTNUDT9 AT3G46200 -1.11 -0.15 -0.86 0.41973111 0.7763 -6.28
263526_at hypothetical protein predicted by g --- AT2G24830 1.06 0.09 0.86 0.4198585 0.7763 -6.28
260590_at phosphoenolpyruvate carboxylaseATPPC1 AT1G53310 1.09 0.13 0.86 0.41974608 0.7763 -6.28
255768_at Expressed protein ; supported by f --- AT1G16705 -1.07 -0.09 -0.86 0.41987892 0.7763 -6.28
252949_at putative thaumatin-like protein tha --- AT4G38670 -1.14 -0.19 -0.86 0.41983029 0.7763 -6.28
255025_at putative host response protein pir7MES12 AT4G09900 -1.13 -0.17 -0.86 0.41978502 0.7763 -6.28
253143_at putative protein --- AT4G35530 1.09 0.12 0.86 0.42010517 0.7764 -6.28
246435_at hypothetical protein  ; supported by--- AT5G17460 -1.06 -0.08 -0.86 0.42010635 0.7764 -6.28
248838_at carnitine/acylcarnitine translocase-BOU AT5G46800 -1.12 -0.17 -0.86 0.42016099 0.7764 -6.28
250933_at arabinogalactan protein - like arabFLA11 AT5G03170 1.17 0.23 0.86 0.42010712 0.7764 -6.28
246296_at putative protein hypothetical prote --- AT3G56750 1.06 0.09 0.86 0.42019306 0.7764 -6.28
247489_at carbonyl reductase - like protein in--- AT5G61830 -1.08 -0.11 -0.86 0.41999373 0.7764 -6.28
246032_s_at putative protein --- --- -1.08 -0.11 -0.86 0.4201879 0.7764 -6.28
247171_at unknown protein --- AT5G65540 1.06 0.09 0.86 0.42008187 0.7764 -6.28
253935_at putative aspartate-tRNA ligase as --- AT4G26870 1.18 0.23 0.86 0.42028364 0.7765 -6.28
258866_at unknown protein --- AT3G03180 1.06 0.09 0.86 0.42051614 0.7769 -6.28
250740_at t-SNARE SED5 (gb|AAC06291.1)  SYP31 AT5G05760 -1.06 -0.08 -0.86 0.42066896 0.7770 -6.28
266680_s_at hypothetical protein predicted by g --- AT2G19850 / -1.06 -0.08 -0.86 0.42060922 0.7770 -6.28
259127_at putative translation initiation factor --- AT3G02270 1.08 0.11 0.86 0.42065276 0.7770 -6.28
266865_at omega-3 fatty acid desaturase idenFAD3 AT2G29980 1.78 0.83 0.86 0.42092651 0.7771 -6.28
256398_at putative major intrinsic protein contNIP7;1 AT3G06100 -1.06 -0.08 -0.86 0.420911 0.7771 -6.28
251270_at putative protein --- AT3G62370 -1.11 -0.15 -0.86 0.42084899 0.7771 -6.28



259175_at unknown protein --- AT3G01560 1.09 0.12 0.86 0.42079374 0.7771 -6.28
247368_at putative protein contains similarity --- AT5G63320 -1.09 -0.12 -0.86 0.42091538 0.7771 -6.28
265658_at putative aspartate aminotransferasALD1 AT2G13810 -1.32 -0.40 -0.86 0.42081246 0.7771 -6.28
260688_at hypothetical protein similar to dehy--- AT1G17665 -1.08 -0.11 -0.86 0.42096354 0.7771 -6.28
262417_at hypothetical protein similar to hypoATSIRB AT1G50170 -1.06 -0.08 -0.86 0.42139878 0.7772 -6.28
253477_at L-ascorbate peroxidase - like proteAPX6 AT4G32320 1.14 0.18 0.86 0.42117387 0.7772 -6.28
245348_at trehalose-6-phosphate synthase likATTPS5 AT4G17770 1.10 0.14 0.86 0.42141929 0.7772 -6.28
251714_at putative protein leucine-rich recep --- AT3G56370 1.18 0.23 0.86 0.42120734 0.7772 -6.28
248088_at 2-oxoglutarate dehydrogenase E2 --- AT5G55070 -1.10 -0.14 -0.86 0.42124421 0.7772 -6.28
254393_at putative NADPH quinone oxidored--- AT4G21580 -1.07 -0.10 -0.86 0.42113237 0.7772 -6.28
267640_at photomorphogenesis repressor (COCOP1 AT2G32950 -1.09 -0.13 -0.86 0.42134347 0.7772 -6.28
262989_at F28C11.5 similar to INNER NO O INO AT1G23420 -1.08 -0.11 -0.86 0.42105512 0.7772 -6.28
252119_at thioredoxin h  ;supported by full-lenATTRX1 AT3G51030 1.13 0.18 0.86 0.42117809 0.7772 -6.28
252679_at CCR4-associated factor 1-like pro --- AT3G44260 -1.42 -0.51 -0.86 0.42129169 0.7772 -6.28
258326_at unknown protein similar to putativeSOL1 AT3G22760 1.10 0.14 0.86 0.42137239 0.7772 -6.28
257469_at hypothetical protein predicted by g --- AT1G49290 1.05 0.07 0.86 0.42139684 0.7772 -6.28
262250_at Expressed protein predicted by ge --- AT1G48280 1.26 0.33 0.86 0.42148393 0.7772 -6.28
252173_at scarecrow-like 7 (SCL7) --- AT3G50650 -1.13 -0.18 -0.86 0.42158283 0.7773 -6.28
248376_at unknown protein ; supported by ful --- AT5G51880 1.07 0.10 0.86 0.42168677 0.7775 -6.28
264281_at hypothetical protein similar to putat--- AT1G61830 -1.08 -0.12 -0.86 0.42182622 0.7776 -6.28
262109_at hypothetical protein similar to cellu ATCSLD5 AT1G02730 1.14 0.19 0.85 0.42207147 0.7777 -6.28
265176_at OBP32pep protein, putative identi --- AT1G23520 -1.07 -0.09 -0.85 0.42206224 0.7777 -6.28
250162_at FtsH protease, putative similar to FTSH6 AT5G15250 -1.06 -0.08 -0.85 0.42201363 0.7777 -6.28
258352_at putative auxin-induced protein sim IAA31 AT3G17600 -1.09 -0.12 -0.85 0.42196198 0.7777 -6.28
263891_at putative glucan synthase GSL8 AT2G36850 -1.06 -0.09 -0.85 0.42203278 0.7777 -6.28
258319_at hypothetical protein similar to hypo--- AT3G22700 -1.06 -0.09 -0.85 0.4219497 0.7777 -6.28
264426_at hypothetical protein similar to hypo--- AT1G61760 -1.08 -0.11 -0.85 0.4221359 0.7778 -6.28
263590_at putative receptor-like protein kinas --- AT2G01820 -1.06 -0.09 -0.85 0.42220502 0.7778 -6.28
253663_at putative villin VLN4 AT4G30160 -1.07 -0.10 -0.85 0.42220748 0.7778 -6.28
247876_at unknown protein --- AT5G57730 1.06 0.09 0.85 0.42230476 0.7778 -6.28
254264_at putative protein various predicted --- AT4G23510 -1.07 -0.09 -0.85 0.42241387 0.7778 -6.28
262961_at exonuclease, putative similar to 5' XRN4 AT1G54490 -1.07 -0.10 -0.85 0.42240373 0.7778 -6.28
257669_at DNA mismatch repair protein, putaMSH5 AT3G20475 -1.06 -0.09 -0.85 0.42240998 0.7778 -6.28
250675_at putative protein contains similarity --- AT5G06260 -1.06 -0.08 -0.85 0.42224716 0.7778 -6.28
246150_at putative protein predicted proteins --- AT5G19930 1.12 0.17 0.85 0.42237101 0.7778 -6.28



258434_at AP2 domain containing protein RA ATEBP AT3G16770 -1.11 -0.15 -0.85 0.42248846 0.7779 -6.28
266581_at putative desiccation related protein--- AT2G46140 1.37 0.46 0.85 0.4226625 0.7780 -6.28
252271_s_at putative protein CGI-141 protein- H--- AT3G49420 / 1.06 0.08 0.85 0.42287182 0.7780 -6.28
250551_at SNAP25 - like protein SNAP25A pSNAP29 AT5G07880 -1.07 -0.10 -0.85 0.42284051 0.7780 -6.28
261568_at DNA-binding protein, putative sim NGA3 AT1G01030 -1.07 -0.10 -0.85 0.42267635 0.7780 -6.28
250686_at gamma-tubulin interacting protein-lSPC98 AT5G06680 -1.11 -0.14 -0.85 0.42282551 0.7780 -6.28
255790_at hypothetical protein predicted by g --- AT2G33560 -1.07 -0.10 -0.85 0.42272342 0.7780 -6.28
263457_at unknown protein SR1 AT2G22300 1.16 0.22 0.85 0.42273962 0.7780 -6.28
255576_at predicted protein of unknown func --- AT4G01440 -1.13 -0.17 -0.85 0.42283457 0.7780 -6.28
258546_at hypothetical protein predicted by g emb1974 AT3G07060 1.07 0.10 0.85 0.42266896 0.7780 -6.28
258588_s_at glyceraldehyde-3-phosphate dehyGAPC1 AT3G04120 1.15 0.21 0.85 0.42302236 0.7781 -6.28
264913_at hypothetical protein predicted by g --- AT1G60770 1.12 0.17 0.85 0.42303528 0.7781 -6.28
261355_at putative malate oxidoreductase simATNADP-MAT1G79750 1.08 0.11 0.85 0.4230529 0.7781 -6.28
245411_at hypothetical protein --- AT4G17240 1.13 0.17 0.85 0.42313421 0.7782 -6.28
249613_at putative protein mDj10, Mus musc--- AT5G37380 -1.09 -0.12 -0.85 0.42314949 0.7782 -6.28
257765_at hypothetical protein contains Pfam --- AT3G23020 1.06 0.09 0.85 0.42319536 0.7782 -6.28
247070_at Expressed protein ; supported by f --- AT5G66815 -1.08 -0.11 -0.85 0.42325167 0.7782 -6.28
256074_at unknown protein ; supported by cD--- AT1G18260 1.08 0.11 0.85 0.42327191 0.7782 -6.28
251527_at putative protein hypothetical prote --- AT3G58650 -1.07 -0.09 -0.85 0.42335307 0.7783 -6.28
254097_at putative Ser/Thr protein kinase se --- AT4G25160 1.06 0.08 0.85 0.42339708 0.7783 -6.28
263310_s_at hypothetical protein --- --- -1.06 -0.08 -0.85 0.42338184 0.7783 -6.28
252276_at hypothetical protein  ; supported by--- AT3G49490 -1.08 -0.11 -0.85 0.42349974 0.7784 -6.28
264601_at hypothetical protein similar to hypo--- AT1G04540 1.07 0.10 0.85 0.42355939 0.7784 -6.28
246307_at putative nuclear DNA-binding proteATG2 AT3G51800 1.11 0.15 0.85 0.4235458 0.7784 -6.28
257636_at cytochrome P450, putative containCYP71B22 AT3G26200 -1.18 -0.23 -0.85 0.42378158 0.7785 -6.28
250275_at putative protein mRNA, Moritella m--- AT5G13030 -1.10 -0.13 -0.85 0.42374162 0.7785 -6.28
265874_at hypothetical protein predicted by g --- AT2G01640 1.08 0.11 0.85 0.42371648 0.7785 -6.28
250383_at putative GTP-binding protein GTP--- AT5G11480 1.10 0.14 0.85 0.42377941 0.7785 -6.28
250004_at putative protein predicted proteins --- AT5G18750 1.10 0.13 0.85 0.42447866 0.7792 -6.28
247504_at putative protein various predicted --- AT5G61990 1.10 0.14 0.85 0.42455138 0.7792 -6.28
246008_at putative protein predicted proteins --- AT5G08320 1.08 0.12 0.85 0.42457798 0.7792 -6.28
265220_at histidine transport protein (PTR2-BPTR2 AT2G02040 1.06 0.08 0.85 0.42438952 0.7792 -6.28
255053_at putative protein RNA helicase -Mu--- AT4G09730 1.19 0.25 0.85 0.42431517 0.7792 -6.28
253720_at acid phosphatase-like protein  acid--- AT4G29270 -1.06 -0.09 -0.85 0.42442196 0.7792 -6.28
264208_at putative polyA-binding protein, PAPAB3 AT1G22760 -1.12 -0.16 -0.85 0.4242294 0.7792 -6.28



251732_at putative protein prenylated Rab acPRA1.B1 AT3G56110 1.06 0.09 0.85 0.42463407 0.7792 -6.28
256692_at hypothetical protein predicted by g --- AT3G32050 -1.05 -0.08 -0.85 0.42429698 0.7792 -6.28
249874_at putative protein contains similarity --- AT5G23070 -1.13 -0.17 -0.85 0.42465379 0.7792 -6.28
255640_at hypothetical protein --- AT4G00800 1.09 0.13 0.85 0.42439337 0.7792 -6.28
251849_at Expressed protein ; supported by cHAG1 AT3G54610 -1.08 -0.11 -0.85 0.42466885 0.7792 -6.28
263697_at hypothetical protein contains simila--- AT1G31080 -1.09 -0.12 -0.85 0.42460142 0.7792 -6.28
246639_x_at adenylate kinase -like protein pred--- --- -1.07 -0.10 -0.85 0.42434905 0.7792 -6.28
248973_at disease resistance protein-like TTR1 AT5G45050 -1.06 -0.08 -0.85 0.42423664 0.7792 -6.28
248483_at putative protein contains similarity --- AT5G50990 -1.10 -0.14 -0.85 0.42461705 0.7792 -6.28
250170_at putative protein ribulose-1,5-bisph--- AT5G14260 1.08 0.11 0.85 0.4249059 0.7793 -6.29
264103_at unknown protein --- AT2G13660 -1.08 -0.10 -0.85 0.42487674 0.7793 -6.29
249152_s_at inorganic phosphate transporter (d APT1 AT5G43350 / 1.11 0.15 0.85 0.42490438 0.7793 -6.29
258627_at unknown protein similar to peroxisoPEX12 AT3G04460 1.09 0.12 0.85 0.42480906 0.7793 -6.29
259084_at putative inner mitochondrial memb ATTIM23-3 AT3G04800 -1.07 -0.10 -0.85 0.42478519 0.7793 -6.29
265801_at fertilization-independent seed 2 proFIS2 AT2G35670 -1.07 -0.10 -0.85 0.42499062 0.7794 -6.29
247037_at putative protein similar to unknownRALFL34 AT5G67070 -1.40 -0.48 -0.85 0.42517313 0.7794 -6.29
267445_at hypothetical protein predicted by g--- AT2G33680 -1.08 -0.11 -0.85 0.42520427 0.7794 -6.29
254933_at putative RNA-directed RNA polymRDR2 AT4G11130 -1.08 -0.12 -0.85 0.42515059 0.7794 -6.29
262577_at unknown protein ESTs gb|F20110 --- AT1G15290 -1.10 -0.13 -0.85 0.42518593 0.7794 -6.29
245992_at receptor protein kinase - like recep--- AT5G20690 1.06 0.08 0.85 0.42507662 0.7794 -6.29
255182_at hypothetical protein --- --- 1.06 0.09 0.85 0.42507017 0.7794 -6.29
258280_at putative self-incompatibility protein--- AT3G26880 -1.06 -0.08 -0.85 0.42524826 0.7794 -6.29
253659_at hypothetical protein --- AT4G30150 1.07 0.10 0.85 0.42536164 0.7794 -6.29
265669_at unknown protein  ;supported by ful --- AT2G32040 -1.12 -0.16 -0.85 0.4253414 0.7794 -6.29
253016_at putative protein partial LG127/30 g--- AT4G37950 -1.05 -0.07 -0.85 0.42530487 0.7794 -6.29
247805_at ATGP1-like protein ATYKT62 AT5G58180 -1.11 -0.15 -0.85 0.42541433 0.7795 -6.29
264382_at unknown protein similarity to stromSDF2 AT2G25110 1.12 0.17 0.85 0.42544173 0.7795 -6.29
264727_at putative cytochrome C strong simil CYTC-1 AT1G22840 1.16 0.21 0.85 0.42554984 0.7795 -6.29
253327_at putative transcription factor MYB69 AT4G33450 1.09 0.12 0.85 0.42554308 0.7795 -6.29
255086_at putative protein chromosome I BA--- AT4G09300 -1.08 -0.11 -0.85 0.42575436 0.7798 -6.29
263340_at hypothetical protein predicted by g --- --- -1.06 -0.09 -0.85 0.42578633 0.7798 -6.29
255179_at putative transposon protein --- --- -1.05 -0.07 -0.85 0.42592956 0.7800 -6.29
249889_at putative protein strong similarity to --- AT5G22540 -1.24 -0.30 -0.85 0.42610568 0.7803 -6.29
254475_at putative snRNP protein small nucl smB AT4G20440 1.13 0.18 0.85 0.42624999 0.7803 -6.29
248843_at homeobox protein HB-7 AT5G46880 -1.08 -0.11 -0.85 0.42619868 0.7803 -6.29



249626_at putative protein nucleoid DNA-bind--- AT5G37540 1.14 0.19 0.85 0.42616025 0.7803 -6.29
252039_at Expressed protein ; supported by c--- AT3G52155 1.08 0.11 0.85 0.4262331 0.7803 -6.29
265185_at OBP32pep protein, putative identi --- AT1G23670 -1.08 -0.11 -0.85 0.42640018 0.7805 -6.29
264520_at putative amino acid permease GCAAP8 AT1G10010 -1.11 -0.16 -0.85 0.4264564 0.7806 -6.29
255183_at hypothetical protein --- AT4G08140 -1.08 -0.11 -0.85 0.42652171 0.7806 -6.29
251517_at putative protein hypothetical prote --- AT3G59370 -1.05 -0.07 -0.85 0.42651042 0.7806 -6.29
253615_at cyclic nucleotide and calmodulin-r CNGC17 AT4G30360 -1.10 -0.14 -0.85 0.42656832 0.7806 -6.29
261094_at hypothetical protein predicted by g --- AT1G62920 -1.10 -0.14 -0.85 0.42666311 0.7806 -6.29
245862_at putative protein --- AT5G01010 1.08 0.11 0.85 0.42663873 0.7806 -6.29
255411_at putative ribonucleoprotein similarit--- AT4G03110 -1.08 -0.11 -0.85 0.42686064 0.7807 -6.29
265823_at hypothetical protein predicted by g --- AT2G35760 -1.07 -0.10 -0.85 0.42681269 0.7807 -6.29
253232_at hypothetical protein  ;supported by TAF8 AT4G34340 -1.08 -0.11 -0.85 0.42700243 0.7807 -6.29
264224_at hypothetical protein predicted by g emb1688 AT1G67440 1.08 0.11 0.85 0.42689749 0.7807 -6.29
267273_at putative non-LTR retroelement rev --- AT2G02520 -1.06 -0.08 -0.85 0.42694299 0.7807 -6.29
256277_at omega-6 fatty acid desaturase, enFAD2 AT3G12120 -1.12 -0.17 -0.84 0.42713328 0.7807 -6.29
251399_at putative protein --- AT3G60590 1.08 0.12 0.85 0.42705988 0.7807 -6.29
247852_at ATGP1  ; supported by cDNA: gi_1YKT61 AT5G58060 1.07 0.09 0.85 0.42701322 0.7807 -6.29
263159_at RSH3 (RelA/SpoT homolog) identi RSH3 AT1G54130 -1.09 -0.13 -0.85 0.42696759 0.7807 -6.29
262437_at hypothetical protein --- --- -1.08 -0.11 -0.85 0.42708671 0.7807 -6.29
265317_at unknown protein BRK1 AT2G22640 1.07 0.09 0.85 0.42706122 0.7807 -6.29
263523_at hypothetical protein predicted by g --- --- 1.06 0.09 0.85 0.42711026 0.7807 -6.29
258182_at 1-D-deoxyxylulose 5-phosphate syDXPS1 AT3G21500 -1.22 -0.29 -0.85 0.42690894 0.7807 -6.29
247117_at 3-hydroxyisobutyryl-coenzyme A h CHY1 AT5G65940 -1.10 -0.13 -0.84 0.42720869 0.7808 -6.29
253423_at Expressed protein ; supported by cIAA29 AT4G32280 1.40 0.49 0.84 0.42732279 0.7809 -6.29
248915_at putative protein strong similarity to --- AT5G45690 -1.08 -0.11 -0.84 0.42734125 0.7809 -6.29
261665_at beta-glucan-elicitor receptor, putat--- AT1G18310 1.06 0.09 0.84 0.42738009 0.7809 -6.29
250800_at ubiquinol-cytochrome C reductase HPR AT1G68010 / 1.16 0.22 0.84 0.42746625 0.7809 -6.29
261994_at hypothetical protein contains simila--- AT1G33640 1.06 0.09 0.84 0.42743453 0.7809 -6.29
246711_at putative protein --- AT5G28190 -1.06 -0.09 -0.84 0.42754836 0.7810 -6.29
250845_at rna binding protein - like rna bindin--- AT5G04600 1.11 0.14 0.84 0.42759496 0.7810 -6.29
263947_at unknown protein  ;supported by ful --- AT2G35820 1.13 0.18 0.84 0.42785075 0.7810 -6.29
256098_at unknown protein similar to 6-phosp--- AT1G13700 1.14 0.19 0.84 0.42798572 0.7810 -6.29
251652_at putative protein hypothetical prote --- AT3G57380 1.11 0.15 0.84 0.42797383 0.7810 -6.29
257668_at sugar transporter, putative similar --- AT3G20460 -1.10 -0.14 -0.84 0.42774387 0.7810 -6.29
250815_s_at putative protein similar to unknown--- AT5G05040 / -1.09 -0.13 -0.84 0.42780086 0.7810 -6.29



248931_at peptide transporter --- AT5G46040 1.06 0.08 0.84 0.42803272 0.7810 -6.29
252201_at putative protein anthranilate N-hyd--- AT3G50295 -1.06 -0.08 -0.84 0.4278359 0.7810 -6.29
267087_at putative MYB family transcription faMYB101 AT2G32460 1.11 0.14 0.84 0.4278928 0.7810 -6.29
257326_s_at hypothetical protein --- --- -1.08 -0.11 -0.84 0.42798404 0.7810 -6.29
266654_at putative oleosin protein --- AT2G25890 -1.09 -0.13 -0.84 0.42800509 0.7810 -6.29
251361_at LIM domain protein LIM domain p --- AT3G61230 1.09 0.12 0.84 0.42791583 0.7810 -6.29
252045_at putative protein arm repeat contai PUB22 AT3G52450 -1.49 -0.57 -0.84 0.42776813 0.7810 -6.29
251844_at putative protein retinoblastoma-as--- AT3G54630 -1.08 -0.11 -0.84 0.42804623 0.7810 -6.29
252877_at hypothetical protein supported by f --- AT4G39630 1.08 0.11 0.84 0.4281229 0.7811 -6.29
255644_at coded for by A. thaliana cDNA T43--- AT4G00870 -1.06 -0.09 -0.84 0.42816674 0.7811 -6.29
258537_at putative disease resistance protein--- AT3G04210 -1.30 -0.37 -0.84 0.4283181 0.7813 -6.29
256004_at retroelement pol polyprotein, putat--- --- 1.06 0.09 0.84 0.42835325 0.7813 -6.29
265320_at unknown protein predicted by gens--- AT2G18320 -1.07 -0.10 -0.84 0.42843892 0.7814 -6.29
260111_at hypothetical protein similar to unkn--- AT1G63320 1.05 0.08 0.84 0.42852309 0.7815 -6.29
264779_at putative thioredoxin similar to ESTACHT4 AT1G08570 1.16 0.22 0.84 0.42860608 0.7816 -6.29
249728_at GTPase activator-like protein of Ra--- AT5G24390 1.08 0.11 0.84 0.42864393 0.7816 -6.29
255100_at putative MuDR-like transposon pro--- --- 1.06 0.08 0.84 0.42866394 0.7816 -6.29
246886_at CLC-d chloride channel protein CLC-D AT5G26240 1.07 0.10 0.84 0.42872201 0.7816 -6.29
248481_at putative protein similar to unknown--- AT5G50930 1.08 0.11 0.84 0.42879016 0.7817 -6.29
255317_at putative vesicle transfer ATPase --- AT4G04180 1.13 0.17 0.84 0.42889534 0.7818 -6.29
245474_at hypothetical protein --- AT4G16060 -1.08 -0.12 -0.84 0.42901803 0.7820 -6.29
266290_at putative glutathione S-transferase  ATGSTU1 AT2G29490 -1.44 -0.53 -0.84 0.42909052 0.7821 -6.29
263558_at putative phosphatidylinositol/phosp--- AT2G16380 -1.10 -0.13 -0.84 0.42916218 0.7821 -6.29
259157_at hypothetical protein predicted by g --- AT3G05440 1.06 0.08 0.84 0.4291375 0.7821 -6.29
258354_at putative zinc finger protein similar t--- AT3G14320 -1.06 -0.08 -0.84 0.42928442 0.7822 -6.29
251702_at transcription factor-like protein moBZIP49 AT3G56660 -1.09 -0.13 -0.84 0.42930723 0.7822 -6.29
263628_at unknown protein  ;supported by ful FLA7 AT2G04780 1.28 0.36 0.84 0.42943353 0.7823 -6.29
266146_at En/Spm-like transposon protein rel --- --- -1.06 -0.08 -0.84 0.42943781 0.7823 -6.29
263849_at putative retroelement pol polyprote--- --- -1.09 -0.12 -0.84 0.42950009 0.7824 -6.29
261602_at hydrogenase protein, putative sim ATPREP2 AT1G49630 -1.06 -0.08 -0.84 0.42959608 0.7825 -6.29
262168_at unknown protein ;supported by full --- AT1G74730 1.07 0.10 0.84 0.42992621 0.7826 -6.29
261569_at DNA-binding protein, putative sim LHY AT1G01060 -1.08 -0.11 -0.84 0.42975046 0.7826 -6.29
253116_at putative protein CRP1, Zea mays, --- AT4G35850 1.13 0.18 0.84 0.42995199 0.7826 -6.29
251861_at putative protein GATA transcriptio BME3 AT3G54810 -1.24 -0.31 -0.84 0.43016353 0.7826 -6.29
255003_at AIG1-like protein AIG1 - Arabidops--- AT4G09950 1.06 0.09 0.84 0.42982073 0.7826 -6.29



262279_at hypothetical protein predicted by g --- AT1G68630 1.15 0.21 0.84 0.42996155 0.7826 -6.29
263982_at hypothetical protein predicted by g --- AT2G42860 -1.09 -0.12 -0.84 0.42987921 0.7826 -6.29
253718_at serine/threonine-specific receptor --- AT4G29450 -1.08 -0.11 -0.84 0.42976378 0.7826 -6.29
266222_at hypothetical protein predicted by g --- AT2G28780 -1.07 -0.09 -0.84 0.43001901 0.7826 -6.29
263008_at unknown protein RPP27 AT1G54470 -1.06 -0.08 -0.84 0.43008507 0.7826 -6.29
262389_at hypothetical protein contains simila--- AT1G49270 -1.07 -0.09 -0.84 0.43003302 0.7826 -6.29
245826_at disease resistance protein RPS4, --- AT1G57850 -1.08 -0.11 -0.84 0.43007009 0.7826 -6.29
257568_s_at hypothetical protein --- AT3G23950 / -1.09 -0.12 -0.84 0.43009804 0.7826 -6.29
250335_at lysophospholipase - like protein ly --- AT5G11650 -1.12 -0.16 -0.84 0.43010164 0.7826 -6.29
248324_at putative protein similar to unknown--- AT5G52790 1.08 0.11 0.84 0.43015668 0.7826 -6.29
263415_at hypothetical protein similar to GB:AEMB2762 AT2G17250 -1.10 -0.14 -0.84 0.43044113 0.7827 -6.29
251641_at protease-like protein INSULIN-DE --- AT3G57470 -1.10 -0.14 -0.84 0.43043309 0.7827 -6.29
245186_at F12A21.15 hypothetical protein ARR11 AT1G67710 -1.17 -0.22 -0.84 0.43041676 0.7827 -6.29
261791_at unknown protein ; supported by ful --- AT1G16170 1.17 0.22 0.84 0.43043871 0.7827 -6.29
248356_at putative protein strong similarity to ATEXO70AAT5G52350 1.06 0.08 0.84 0.43033404 0.7827 -6.29
260739_at serine carboxypeptidase precurso scpl50 AT1G15000 -1.15 -0.20 -0.84 0.43044634 0.7827 -6.29
264027_at putative AAA-type ATPase similar CDC48B AT2G03670 1.09 0.13 0.84 0.43057517 0.7829 -6.29
250262_at putative protein peptidyl-prolyl cis---- AT5G13410 1.13 0.17 0.84 0.43060061 0.7829 -6.29
248861_at senescence-associated protein 5-l TRN2 AT5G46700 -1.24 -0.31 -0.84 0.431076 0.7830 -6.30
253314_at hypothetical protein --- AT4G33890 -1.06 -0.08 -0.84 0.43090198 0.7830 -6.30
247790_at putative PRL1 associated protein  --- AT5G58720 -1.08 -0.11 -0.84 0.43113759 0.7830 -6.30
254095_at  oleosin, 18.5K   OLEO1 AT4G25140 -1.07 -0.10 -0.84 0.4308467 0.7830 -6.30
267581_at putative RING zinc finger protein --- AT2G41980 -1.12 -0.17 -0.84 0.43106139 0.7830 -6.30
249673_at cytochrome P450-like CYP79A4P AT5G35920 -1.05 -0.07 -0.84 0.43115763 0.7830 -6.30
248215_at putative protein contains similarity --- AT5G53680 -1.10 -0.14 -0.84 0.43114887 0.7830 -6.30
256686_at non-LTR reverse transcriptase, pu--- --- -1.05 -0.08 -0.84 0.43102176 0.7830 -6.30
264552_at hypothetical protein predicted by g --- AT1G09470 -1.11 -0.15 -0.84 0.43081837 0.7830 -6.30
259537_at hypothetical protein ; supported by PHR1 AT1G12370 1.08 0.12 0.84 0.43117146 0.7830 -6.30
259230_at unknown protein  ; supported by cDOBE1 AT3G07780 -1.09 -0.12 -0.84 0.43120308 0.7830 -6.30
253086_at hypothetical protein --- AT4G36370 -1.06 -0.08 -0.84 0.43096438 0.7830 -6.30
251832_at putative protein tomato leucine zipATEXO70HAT3G55150 -1.20 -0.27 -0.84 0.43089634 0.7830 -6.30
258195_at myb protein(myb26) contains myb ATMYB26 AT3G13890 1.07 0.10 0.84 0.43086062 0.7830 -6.30
251156_at putative protein ZCF61, ArabidopsEDL3 AT3G63060 -1.09 -0.12 -0.84 0.431148 0.7830 -6.30
256559_at Athila ORF 1, putative similar to A --- --- -1.06 -0.09 -0.84 0.43092617 0.7830 -6.30
245291_at Expressed protein ; supported by c--- AT4G16155 -1.07 -0.10 -0.84 0.43130811 0.7831 -6.30



245808_at RNA binding protein identical to RNATRBP1 AT1G58470 -1.09 -0.12 -0.84 0.43137364 0.7831 -6.30
267235_at unknown protein --- AT2G43945 1.05 0.07 0.84 0.43135962 0.7831 -6.30
251266_at putative protein hypothetical prote --- AT3G62320 -1.08 -0.11 -0.84 0.43144859 0.7832 -6.30
253652_at putative protein nucleoid DNA-bind--- AT4G30040 1.05 0.08 0.84 0.43149955 0.7832 -6.30
256251_at hypothetical protein predicted by g --- AT3G11330 -1.09 -0.13 -0.84 0.43159989 0.7833 -6.30
267475_at expressed protein ; supported by fu--- AT2G02730 1.08 0.11 0.84 0.4317241 0.7835 -6.30
256243_at basic chitinase identical to basic c ATHCHIB AT3G12500 1.26 0.34 0.84 0.43192033 0.7836 -6.30
259057_at unknown protein  ; supported by cD--- AT3G03310 1.09 0.13 0.84 0.43192062 0.7836 -6.30
253575_at putative protein TINY, Arabidopsis--- AT4G31060 -1.07 -0.09 -0.84 0.43191923 0.7836 -6.30
254056_at putative protein Group I Pectineste--- AT4G25250 -1.07 -0.10 -0.84 0.43184056 0.7836 -6.30
262363_at disease resistance protein, putativ--- AT1G72850 -1.07 -0.09 -0.84 0.43199218 0.7836 -6.30
256291_at protein kinase, putative contains PAtNek7 AT3G12200 1.08 0.11 0.84 0.43197862 0.7836 -6.30
260184_s_at putative protein predicted proteins --- --- -1.05 -0.07 -0.84 0.43212221 0.7837 -6.30
257454_at hypothetical protein predicted by g --- AT1G65170 -1.09 -0.12 -0.84 0.43213771 0.7837 -6.30
254767_s_at cytochrome p450 - like protein cyt CYP71A19 AT4G13290 / -1.06 -0.08 -0.84 0.43207017 0.7837 -6.30
259841_at unknown protein ; supported by ful --- AT1G52200 -1.09 -0.13 -0.84 0.43218813 0.7837 -6.30
258718_at unknown protein  ; supported by cD--- AT3G09760 -1.07 -0.10 -0.83 0.43244743 0.7840 -6.30
245284_at phytoene dehydrogenase precursoPDS3 AT4G14210 1.10 0.14 0.83 0.43242771 0.7840 -6.30
253846_at putative protein MSP1, Saccharom--- AT4G28000 -1.06 -0.08 -0.83 0.43249098 0.7840 -6.30
266377_at Mutator-like transposase similar to --- --- -1.05 -0.07 -0.83 0.4324759 0.7840 -6.30
265627_at Expressed protein ; supported by f --- AT2G27285 1.08 0.11 0.83 0.43265892 0.7842 -6.30
267210_at dihydroxypolyprenylbenzoate methATCOQ3 AT2G30920 1.05 0.07 0.83 0.43261645 0.7842 -6.30
253103_at putative auxin-induced protein hig --- AT4G36110 -1.38 -0.47 -0.83 0.43267682 0.7842 -6.30
257220_at MYB family transcription factor (AtATMYB21 AT3G27810 -1.08 -0.11 -0.83 0.43288892 0.7845 -6.30
256265_at serine carboxypeptidase, putative scpl16 --- 1.09 0.12 0.83 0.43308167 0.7848 -6.30
265451_at unknown protein --- AT2G46490 1.06 0.08 0.83 0.43315867 0.7848 -6.30
262658_at ribonuclease contains similarity to --- AT1G14220 -1.06 -0.08 -0.83 0.43325867 0.7848 -6.30
251565_at putative protein several hypotheticaLBD29 AT3G58190 1.06 0.08 0.83 0.43320565 0.7848 -6.30
250024_at NAM (no apical meristem)-like protANAC087 AT5G18270 1.12 0.16 0.83 0.43323293 0.7848 -6.30
260354_at unknown protein  ;supported by ful --- AT1G69330 -1.10 -0.14 -0.83 0.43317558 0.7848 -6.30
249886_at unknown protein  ; supported by cD--- AT5G22320 1.11 0.15 0.83 0.4334432 0.7848 -6.30
248605_at putative protein similar to unknown--- AT5G49410 1.11 0.16 0.83 0.4333989 0.7848 -6.30
266336_at putative Fe(II)  transporter identica ZIP3 AT2G32270 -1.09 -0.12 -0.83 0.43353187 0.7848 -6.30
245844_at hypothetical protein predicted by g --- AT1G26170 1.07 0.10 0.83 0.43357877 0.7848 -6.30
261654_at hypothetical protein contains simil --- AT1G01920 -1.09 -0.13 -0.83 0.43332301 0.7848 -6.30



262336_at hypothetical protein predicted be g TOM7-2 AT1G64220 -1.06 -0.08 -0.83 0.43352448 0.7848 -6.30
258668_at hypothetical protein predicted by g --- AT3G08780 1.06 0.09 0.83 0.43365455 0.7848 -6.30
261934_at UDP-glucose glucosyltransferase,UGT85A1 AT1G22400 1.22 0.29 0.83 0.43362179 0.7848 -6.30
263068_at putative poly(A) polymerase --- AT2G17580 -1.08 -0.12 -0.83 0.43356598 0.7848 -6.30
264245_at galactinol synthase, putative similaAtGolS7 AT1G60450 -1.06 -0.09 -0.83 0.43365761 0.7848 -6.30
266078_at putative two-component response ARR16 AT2G40670 1.07 0.09 0.83 0.43347171 0.7848 -6.30
264086_at unknown protein  ;supported by ful --- AT2G31190 -1.09 -0.12 -0.83 0.43371065 0.7848 -6.30
248801_at homeobox-leucine zipper protein-li HAT2 AT5G47370 1.22 0.29 0.83 0.43375686 0.7849 -6.30
260305_at putative ADP-ribosylation factor 1 nARFA1D AT1G70490 1.08 0.11 0.83 0.43381443 0.7849 -6.30
251020_at ABC transporter -like protein NBD NAP9 AT5G02270 1.19 0.25 0.83 0.43389001 0.7850 -6.30
253471_at hypothetical protein --- --- -1.07 -0.10 -0.83 0.43393842 0.7850 -6.30
251833_at putative protein various predicted p--- AT3G55160 1.06 0.09 0.83 0.43418964 0.7854 -6.30
254035_at putative phosphatidylserine decar PSD3 AT4G25970 / 1.07 0.09 0.83 0.43424633 0.7854 -6.30
249238_at GAMM1 protein-like  ; supported b --- AT5G41970 1.07 0.09 0.83 0.43425229 0.7854 -6.30
259771_at unknown protein --- AT1G29470 1.10 0.14 0.83 0.43434273 0.7854 -6.30
245111_at putative Ta11-like non-LTR retroele--- --- -1.07 -0.10 -0.83 0.43436312 0.7854 -6.30
267623_at unknown protein --- AT2G39650 1.32 0.40 0.83 0.43436521 0.7854 -6.30
256752_at hypothetical protein predicted by g --- AT3G27180 1.12 0.16 0.83 0.43446114 0.7855 -6.30
247620_at receptor like protein kinase recept --- AT5G60310 -1.07 -0.10 -0.83 0.43460865 0.7856 -6.30
266862_at putative MYB family transcription faAtMYB104 AT2G26950 -1.05 -0.08 -0.83 0.43459971 0.7856 -6.30
255048_at gibberellin-regulated protein GASAGASA3 AT4G09600 1.06 0.08 0.83 0.43457092 0.7856 -6.30
259392_at hypothetical protein similar to hypo--- AT1G06380 -1.06 -0.09 -0.83 0.43477312 0.7858 -6.30
261655_at hypothetical protein predicted by g --- AT1G01940 1.10 0.13 0.83 0.4349882 0.7859 -6.30
260156_at NAM-like protein similar to NAM (nNAM AT1G52880 -1.12 -0.16 -0.83 0.43518366 0.7859 -6.30
249333_at GDSL-motif lipase/hydrolase-like pGLIP1 AT5G40990 -1.30 -0.37 -0.83 0.43516001 0.7859 -6.30
259876_at putative DnaJ protein similar to dn--- AT1G76700 1.13 0.18 0.83 0.43516629 0.7859 -6.30
263358_x_at hypothetical protein similar to hypo--- --- -1.07 -0.10 -0.83 0.4350116 0.7859 -6.30
249599_at putative protein AtPP protein, Bras--- AT5G37990 -1.08 -0.11 -0.83 0.43501262 0.7859 -6.30
251705_at DNA-binding protein-like DNA-bindWRKY70 AT3G56400 1.61 0.69 0.83 0.43487887 0.7859 -6.30
263267_at putative vacuolar proton-ATPase 1--- AT2G16510 1.07 0.10 0.83 0.43506088 0.7859 -6.30
245538_at p140mDia like protein --- AT4G15200 1.07 0.10 0.83 0.43508773 0.7859 -6.30
256000_at glycyl tRNA synthetase, putative s--- AT1G29880 1.08 0.10 0.83 0.43513615 0.7859 -6.30
250465_at putative protein various predicted p--- AT5G10070 -1.05 -0.08 -0.83 0.43525958 0.7860 -6.30
252175_at zinc finger protein zinc finger proteAtIDD2 AT3G50700 -1.06 -0.08 -0.83 0.43535266 0.7861 -6.30
265040_at G-box binding factor, GBF4 IdenticGBF4 AT1G03970 -1.09 -0.13 -0.83 0.43538516 0.7861 -6.30



248826_at casein kinase II beta chain ; suppoCKB1 AT5G47080 -1.09 -0.12 -0.83 0.43550816 0.7863 -6.30
252822_at Expressed protein ; supported by f --- AT4G39955 -1.08 -0.11 -0.83 0.4357167 0.7865 -6.30
255400_at hypothetical protein --- --- -1.08 -0.10 -0.83 0.43572379 0.7865 -6.30
257614_at putative non-LTR retroelement rev --- --- -1.08 -0.11 -0.83 0.43569374 0.7865 -6.30
267043_at unknown protein --- AT2G34330 -1.08 -0.11 -0.83 0.43573741 0.7865 -6.30
253367_at hypothetical protein --- AT4G33180 -1.12 -0.16 -0.83 0.43577714 0.7865 -6.30
247822_at putative protein sorting nexin 2, HoSNX2a AT5G58440 -1.08 -0.11 -0.83 0.43600181 0.7865 -6.30
251654_at putative protein several hypotheticaSDP1-LIKE AT3G57140 -1.06 -0.08 -0.83 0.43600175 0.7865 -6.30
267621_at unknown protein --- --- 1.08 0.11 0.83 0.43597827 0.7865 -6.30
260445_at ARG1 protein (Altered Response toARG1 AT1G68370 1.08 0.11 0.83 0.43599388 0.7865 -6.30
266403_at putative acid phosphatase contains--- AT2G38600 -1.08 -0.11 -0.83 0.43604734 0.7865 -6.30
264009_at putative disease resistance respon--- AT2G21110 1.06 0.09 0.83 0.43601514 0.7865 -6.30
247493_at copine - like protein copine I, HomBON1 AT5G61900 -1.14 -0.19 -0.83 0.43605123 0.7865 -6.30
252715_x_at putative protein predicted protein, --- AT3G43900 -1.08 -0.11 -0.83 0.43615664 0.7866 -6.30
251217_at Sar1-like GTP binding protein sma--- AT3G62560 1.07 0.10 0.83 0.43614734 0.7866 -6.30
262016_at unknown protein --- --- 1.05 0.07 0.83 0.436207 0.7866 -6.30
249294_at unknown protein --- AT5G41270 1.11 0.15 0.83 0.43626916 0.7867 -6.30
249419_s_at putative protein MADS-box proteinAGL98 AT5G39750 / 1.06 0.08 0.83 0.43633903 0.7867 -6.30
263205_at Ca2+-dependent lipid-binding protNTMC2T2.1AT1G05500 1.06 0.09 0.83 0.43632719 0.7867 -6.30
246553_at putative protein hypothetical prote EDL1 AT5G15440 -1.07 -0.10 -0.83 0.43641847 0.7867 -6.30
265947_at putative WD-40 repeat protein  ; su--- AT2G19540 1.12 0.16 0.83 0.43659305 0.7868 -6.30
267286_at putative seed maturation protein --- AT2G23640 -1.06 -0.08 -0.83 0.43654761 0.7868 -6.30
260348_at PPR-repeat protein, putative conta--- AT1G69350 -1.10 -0.14 -0.83 0.43657173 0.7868 -6.30
267359_at hypothetical protein predicted by g --- AT2G40020 1.09 0.13 0.83 0.43649785 0.7868 -6.30
246649_at putative protein predicted proteins --- --- 1.06 0.09 0.83 0.4365869 0.7868 -6.30
264895_at putative 10kd chaperonin strongly --- AT1G23100 1.18 0.23 0.83 0.43665347 0.7868 -6.30
247105_at putative protein similar to unknownDAR5 AT5G66630 -1.09 -0.13 -0.83 0.43672629 0.7869 -6.30
253468_at putative protein predicted gene T1--- AT4G32160 1.08 0.12 0.83 0.43682388 0.7870 -6.30
262729_at rac-like GTP binding protein (ARACARAC5 AT1G75840 1.09 0.13 0.83 0.43689078 0.7870 -6.30
256513_at unknown protein similar to phosphoSGR2 AT1G31480 1.06 0.09 0.83 0.43689492 0.7870 -6.30
247298_at glucosidase II alpha subunit RSW3 AT5G63840 1.06 0.09 0.83 0.43696449 0.7870 -6.31
249225_at TMV resistance protein-like --- AT5G42140 -1.11 -0.15 -0.83 0.4369432 0.7870 -6.31
247246_at invertase inhibitor homolog (emb|CC/VIF2 AT5G64620 1.13 0.17 0.82 0.43778577 0.7871 -6.31
258379_at putative decarboxilase similar to 5 --- AT3G16700 1.10 0.14 0.83 0.43708055 0.7871 -6.31
265114_at hypothetical protein contains similaLRX2 AT1G62440 -1.14 -0.18 -0.83 0.43757106 0.7871 -6.31



263709_at unknown protein ESTs gb|T20589--- AT1G09310 1.42 0.51 0.83 0.43745854 0.7871 -6.31
253272_at putative protein  ;supported by full- 01-ספט AT4G34190 1.10 0.14 0.82 0.43778478 0.7871 -6.31
261595_at hypothetical protein predicted by g --- AT1G33070 -1.05 -0.08 -0.82 0.43770205 0.7871 -6.31
266695_at putative CCCH-type zinc finger pro--- AT2G19810 -1.17 -0.23 -0.83 0.43726779 0.7871 -6.31
249892_at unknown protein --- AT5G22600 -1.06 -0.08 -0.83 0.4373481 0.7871 -6.31
249463_s_at putative protein predicted proteinsanac064 AT3G56530 / -1.07 -0.10 -0.82 0.43772256 0.7871 -6.31
264861_at putative glucosidase similar to a-g --- AT1G24320 -1.06 -0.08 -0.82 0.43767297 0.7871 -6.31
254154_at hypothetical protein --- AT4G24460 -1.09 -0.12 -0.82 0.43773706 0.7871 -6.31
262271_x_at hypothetical protein predicted by g --- --- -1.12 -0.16 -0.83 0.43734409 0.7871 -6.31
263620_at hypothetical protein predicted by g --- --- -1.06 -0.09 -0.82 0.43772202 0.7871 -6.31
266967_at unknown protein --- AT2G39530 -1.06 -0.08 -0.83 0.43741944 0.7871 -6.31
247062_at putative protein similar to unknown--- AT5G66810 1.14 0.19 0.83 0.43742368 0.7871 -6.31
257694_at nucleolar protein, putative nucleola--- AT3G12860 -1.06 -0.09 -0.82 0.43777263 0.7871 -6.31
261328_at unknown protein --- AT1G44835 1.07 0.10 0.83 0.43713173 0.7871 -6.31
248992_at disease resistance protein RPS4 --- AT5G45230 -1.07 -0.10 -0.82 0.43778322 0.7871 -6.31
253884_at heat shock protein 21 HSP21 AT4G27670 -1.08 -0.11 -0.83 0.43719704 0.7871 -6.31
251419_at putative protein various predicted --- AT3G60470 -1.06 -0.09 -0.83 0.43729523 0.7871 -6.31
252266_at putative protein ethylene-forming e--- AT3G49630 1.10 0.14 0.82 0.43782884 0.7871 -6.31
258237_at myb protein identical to ATMYB3 GATMYB21 AT3G27810 -1.06 -0.09 -0.82 0.43779718 0.7871 -6.31
257253_at unknown protein  ; supported by cD--- AT3G24190 -1.07 -0.10 -0.83 0.43754754 0.7871 -6.31
265499_at putative glucosyltransferase UGT73B5 AT2G15480 1.28 0.36 0.82 0.43794306 0.7871 -6.31
257417_at hypothetical protein predicted by g --- AT1G10110 -1.07 -0.10 -0.82 0.43788135 0.7871 -6.31
266124_at putative PREG1-like negative regucycp3;1 AT2G45080 1.08 0.11 0.82 0.4379402 0.7871 -6.31
253600_at SERINE CARBOXYPEPTIDASE Iscpl29 AT4G30810 -1.07 -0.09 -0.82 0.438037 0.7872 -6.31
258325_at putative heat shock protein similar HSFA6B AT3G22830 -1.07 -0.09 -0.82 0.43812429 0.7873 -6.31
245790_at glycerol-3-phosphate acyltransferaATS1 AT1G32200 1.08 0.11 0.82 0.4381845 0.7874 -6.31
265000_at hypothetical protein predicted by g --- AT1G67410 1.07 0.10 0.82 0.43824833 0.7874 -6.31
247548_at putative protein various predicted --- AT5G61400 -1.09 -0.13 -0.82 0.43828297 0.7874 -6.31
249415_at promoter-binding protein like ascoCDF2 AT5G39660 1.12 0.17 0.82 0.43839339 0.7876 -6.31
263517_at unknown protein  ;supported by ful RD2 AT2G21620 -1.11 -0.15 -0.82 0.43907015 0.7876 -6.31
266874_at unknown protein --- AT2G44760 -1.06 -0.08 -0.82 0.4394531 0.7876 -6.31
250762_at putative protein similar to unknown--- AT5G05990 1.16 0.21 0.82 0.43874185 0.7876 -6.31
259397_at hypothetical protein predicted by g --- AT1G17680 -1.06 -0.09 -0.82 0.43941994 0.7876 -6.31
249531_at putative protein predicted protein, AtGDU7 AT5G38770 -1.06 -0.09 -0.82 0.43919546 0.7876 -6.31
246499_at putative protein Tat-SF1 - Homo s --- AT5G16260 -1.09 -0.12 -0.82 0.4389844 0.7876 -6.31



258347_at unknown protein identical to LEA-li --- AT3G17520 -1.07 -0.10 -0.82 0.4388469 0.7876 -6.31
261144_s_at unknown protein ;supported by full --- AT1G19660 / -1.07 -0.10 -0.82 0.43890139 0.7876 -6.31
263742_at predicted protein --- AT2G20625 -1.06 -0.08 -0.82 0.43910193 0.7876 -6.31
267341_at hypothetical protein predicted by g --- AT2G44200 -1.09 -0.13 -0.82 0.4394147 0.7876 -6.31
260584_at putative beta-1,3-glucanase, C ter --- AT2G43660 -1.06 -0.09 -0.82 0.43942653 0.7876 -6.31
245435_at hypothetical protein AT4G17140--- 1.05 0.08 0.82 0.43901877 0.7876 -6.31
246125_at Expressed protein ; supported by f --- AT5G19875 -1.23 -0.30 -0.82 0.43898898 0.7876 -6.31
252612_at hypothetical protein --- AT3G45160 -1.40 -0.49 -0.82 0.43865944 0.7876 -6.31
256056_at hypothetical protein contains simila--- AT1G07190 -1.06 -0.08 -0.82 0.43915469 0.7876 -6.31
260765_at actin 8 almost identical to actin 8 GACT8 AT1G49240 1.16 0.21 0.82 0.43859353 0.7876 -6.31
265077_at hypothetical protein similar to RING--- AT1G55530 -1.10 -0.14 -0.82 0.43857806 0.7876 -6.31
247707_at scarecrow-like 11 - like scarecrow --- AT5G59450 1.32 0.40 0.82 0.43905981 0.7876 -6.31
248368_at mandelonitrile lyase-like protein  ; s--- AT5G51950 1.06 0.09 0.82 0.439222 0.7876 -6.31
266904_at putative pyruvate dehydrogenase E--- AT2G34590 -1.14 -0.19 -0.82 0.43934116 0.7876 -6.31
249394_at putative protein predicted protein, --- AT5G40180 -1.05 -0.07 -0.82 0.43923833 0.7876 -6.31
267615_at putative phytocyanin --- AT2G26720 -1.10 -0.13 -0.82 0.43897162 0.7876 -6.31
255493_at putative glutamate-/aspartate-bind--- AT4G02690 -1.06 -0.08 -0.82 0.43876458 0.7876 -6.31
255097_at predicted transposon protein simil --- --- 1.09 0.12 0.82 0.4385941 0.7876 -6.31
253015_at hypothetical protein --- AT4G37950 -1.07 -0.09 -0.82 0.4394704 0.7876 -6.31
254745_at putative protein G9A protein, Mus SUVH9 AT4G13460 -1.05 -0.07 -0.82 0.43907713 0.7876 -6.31
248617_at putative protein similar to unknown--- AT5G49590 -1.06 -0.08 -0.82 0.43921224 0.7876 -6.31
248017_at protein kinase-like protein --- AT5G56460 -1.12 -0.16 -0.82 0.43917898 0.7876 -6.31
263458_at putative GTP-binding protein ATRABH1DAT2G22290 1.08 0.11 0.82 0.43926494 0.7876 -6.31
250925_at putative protein  ; supported by full --- AT5G03370 1.08 0.11 0.82 0.43925105 0.7876 -6.31
250227_at FtsJ (dbj|BAA83750.1) --- AT5G13830 1.08 0.11 0.82 0.43875242 0.7876 -6.31
257100_at disease resistance protein, putativAtRLP41 AT3G25010 -1.08 -0.12 -0.82 0.43952656 0.7876 -6.31
258172_at unknown protein similar to HYP1 G--- AT3G21620 -1.06 -0.08 -0.82 0.43963041 0.7877 -6.31
262940_at unknown protein --- AT1G79520 -1.11 -0.15 -0.82 0.43974154 0.7878 -6.31
260162_at unknown protein GC5 AT1G79830 1.05 0.07 0.82 0.43974091 0.7878 -6.31
249806_at putative protein contains similarity --- AT5G23850 -1.15 -0.20 -0.82 0.43982138 0.7879 -6.31
251342_at putative protein SAUR-AC1, Arabi --- AT3G60690 1.10 0.13 0.82 0.43999058 0.7880 -6.31
257147_at unknown protein --- AT3G27270 1.10 0.14 0.82 0.43995241 0.7880 -6.31
252035_at beta-ketoacyl-CoA synthase like pKCS15 AT3G52160 -1.08 -0.11 -0.82 0.43994255 0.7880 -6.31
262462_at hypothetical protein predicted by g --- AT1G50350 1.06 0.08 0.82 0.43999194 0.7880 -6.31
260401_at unknown protein similar to hypothe--- AT1G69840 1.08 0.11 0.82 0.44004438 0.7880 -6.31



260784_at MYB-related protein identical to  G ATMYB13 AT1G06180 1.14 0.20 0.82 0.44025269 0.7881 -6.31
254629_at Expressed protein ; supported by f --- AT4G18425 1.09 0.12 0.82 0.44015938 0.7881 -6.31
247473_at putative protein AT-hook protein 2 --- AT5G62260 -1.09 -0.13 -0.82 0.44027846 0.7881 -6.31
265063_at receptor kinase, putative similar to--- AT1G61500 1.09 0.12 0.82 0.4401705 0.7881 -6.31
262002_at hypothetical protein predicted by g --- AT1G64450 -1.05 -0.08 -0.82 0.4403026 0.7881 -6.31
252554_s_at protein kinase - like receptor-like pMEE39 AT3G45920 / -1.06 -0.08 -0.82 0.44024084 0.7881 -6.31
245455_at disease resistance RPP5 like prote--- AT4G16930 -1.06 -0.09 -0.82 0.44051564 0.7884 -6.31
262080_at unknown protein ; supported by cDCW14 AT1G59650 1.09 0.13 0.82 0.44059848 0.7884 -6.31
254975_at putative Fe(II)/ascorbate oxidase S--- AT4G10500 -1.77 -0.83 -0.82 0.44060381 0.7884 -6.31
250804_at putative protein contains similarity --- AT5G05030 -1.08 -0.11 -0.82 0.44065337 0.7884 -6.31
264062_at unknown protein --- AT2G27950 -1.07 -0.10 -0.82 0.44063273 0.7884 -6.31
245107_at putative heat shock transcription faAT-HSFB3 AT2G41690 -1.19 -0.25 -0.82 0.44080806 0.7886 -6.31
259870_at putative heat shock protein predict --- AT1G76780 -1.05 -0.08 -0.82 0.44077783 0.7886 -6.31
260877_at unknown protein ; supported by ful --- AT1G21500 1.10 0.14 0.82 0.44119291 0.7887 -6.31
253175_at WD-40 repeat protein (MSI3)  ; supMSI3 AT4G35050 1.12 0.16 0.82 0.44102708 0.7887 -6.31
256045_at MAP3K gamma protein kinase, puMAPKKK13AT1G07150 -1.08 -0.10 -0.82 0.44100285 0.7887 -6.31
267477_at putative receptor-like protein kinas PLPB AT2G02710 1.14 0.18 0.82 0.44105712 0.7887 -6.31
245630_at hypothetical protein similar to putat--- AT1G25360 -1.07 -0.09 -0.82 0.44120396 0.7887 -6.31
252936_at putative protein transcription initiat--- AT4G39160 -1.11 -0.14 -0.82 0.44101352 0.7887 -6.31
256187_at 55 kDa B regulatory subunit of phoATB ALPHAAT1G51690 1.08 0.11 0.82 0.44121806 0.7887 -6.31
247297_at peroxidase ATP3a (emb|CAA6734 --- AT5G64100 -1.20 -0.26 -0.82 0.44112254 0.7887 -6.31
257706_at Expressed protein ; supported by c--- AT3G12685 -1.11 -0.16 -0.82 0.44096976 0.7887 -6.31
256963_at lysyl-tRNA synthetase, putative simOVA5 AT3G13490 -1.10 -0.14 -0.82 0.44120072 0.7887 -6.31
262187_at hypothetical protein --- AT1G77960 1.06 0.09 0.82 0.4413177 0.7888 -6.31
260324_at unknown protein similar to hypotheISPF AT1G63970 1.09 0.12 0.82 0.44153122 0.7891 -6.31
249762_at putative protein contains similarity --- AT5G24000 -1.06 -0.09 -0.82 0.44154912 0.7891 -6.31
257418_at hypothetical protein predicted by g --- AT1G30850 1.10 0.13 0.82 0.44158709 0.7891 -6.31
245800_at heat shock transcription factor, pu HSFB4 AT1G46264 -1.06 -0.09 -0.82 0.44163971 0.7891 -6.31
253578_at putative protein diacylglycerol kinaATDGK7 AT4G30340 1.10 0.14 0.82 0.44191216 0.7894 -6.31
248720_at protein kinase (EC 2.7.1.37) 5 (pir| D6PKL2 AT5G47750 1.07 0.09 0.82 0.44188028 0.7894 -6.31
248288_at unknown protein  ; supported by cD--- AT5G52840 1.09 0.12 0.82 0.44186177 0.7894 -6.31
246357_x_at hypothetical protein --- --- -1.07 -0.10 -0.82 0.44188199 0.7894 -6.31
261481_at nucleoside triphosphatase, putativ--- AT1G14260 -1.09 -0.12 -0.82 0.44197799 0.7894 -6.31
261818_at similar to hypethetical 62.8 KD pro--- AT1G11390 1.07 0.10 0.82 0.44199296 0.7894 -6.31
245196_at F12A21.12 similar to pectate lyase--- AT1G67750 -1.17 -0.22 -0.82 0.44205725 0.7894 -6.31



261817_at hypothetical protein predicted by g --- AT1G08180 1.15 0.21 0.82 0.44210203 0.7894 -6.31
256516_at receptor protein kinase (TMK1), puTMK1 AT1G66150 -1.11 -0.15 -0.82 0.4427007 0.7895 -6.31
250321_at zinc finger transcription factor -like--- AT5G12850 -1.07 -0.10 -0.82 0.44258812 0.7895 -6.31
259977_at unknown protein  ;supported by ful --- AT1G76590 1.18 0.24 0.82 0.44246016 0.7895 -6.31
266495_at cycloartenol synthase identical to SCAS1 AT2G07050 1.07 0.10 0.82 0.44221456 0.7895 -6.31
253632_at senescence-associated protein hoTET9 AT4G30430 1.05 0.07 0.81 0.44298644 0.7895 -6.31
266230_at hypothetical protein predicted by g --- AT2G28830 1.14 0.18 0.81 0.44312107 0.7895 -6.31
252135_at putative cold acclimation protein c COR413-PMAT3G50830 1.10 0.13 0.81 0.4431086 0.7895 -6.31
264357_at hypothetical protein Similar to hypoATRRP4 AT1G03360 1.20 0.27 0.82 0.44274337 0.7895 -6.31
266869_at putative glucosyltransferase --- AT2G44660 -1.11 -0.15 -0.81 0.44354391 0.7895 -6.32
256885_at chaperone-like ATPase contains P--- AT3G15120 -1.08 -0.11 -0.82 0.44284712 0.7895 -6.31
251862_at putative protein arm repeat contai PUB14 AT3G54850 1.06 0.09 0.82 0.44261741 0.7895 -6.31
245264_at Expressed protein ; supported by c--- AT4G17245 1.22 0.29 0.81 0.4434374 0.7895 -6.32
251648_at protein kinase - like protein S-rece--- AT3G57720 -1.09 -0.12 -0.82 0.44293309 0.7895 -6.31
245024_at ATPase alpha subunit --- --- -1.06 -0.08 -0.82 0.44249814 0.7895 -6.31
252369_at putative protein deoxycytidylate de--- AT3G48540 -1.06 -0.09 -0.81 0.44314024 0.7895 -6.31
266047_at unknown protein --- AT2G40800 1.08 0.12 0.82 0.44249238 0.7895 -6.31
250173_at MYB40 - putative transcription fact AtMYB40 AT5G14340 -1.08 -0.11 -0.82 0.44277944 0.7895 -6.31
253516_at hypothetical protein --- AT4G31360 1.11 0.15 0.82 0.4426803 0.7895 -6.31
254512_at terpene cyclase like protein vetisp --- AT4G20230 1.07 0.10 0.82 0.44242554 0.7895 -6.31
253709_at pyrophosphate-dependent phosphPFK1 AT4G29220 -1.09 -0.13 -0.81 0.4435251 0.7895 -6.32
257646_at methionine aminopeptidase, putat MAP1B AT3G25740 -1.14 -0.18 -0.82 0.4423845 0.7895 -6.31
252918_at putative protein --- AT4G38980 1.05 0.08 0.81 0.44369158 0.7895 -6.32
246360_at hypothetical protein --- --- -1.06 -0.09 -0.81 0.44348602 0.7895 -6.32
263246_at hypothetical protein predicted by g --- AT2G31460 -1.08 -0.11 -0.81 0.44302742 0.7895 -6.31
251069_at (1-4)-beta-mannan endohydrolase--- AT5G01930 1.16 0.21 0.81 0.44364374 0.7895 -6.32
249439_at thaumatin-like protein thaumatin-li --- AT5G40020 1.14 0.19 0.82 0.44272271 0.7895 -6.31
251090_at putative protein ACR1-protein - Sa--- AT5G01340 1.21 0.28 0.81 0.44319618 0.7895 -6.31
259094_at putative cysteine synthase similar tCYSD1 AT3G04940 1.10 0.14 0.82 0.44250556 0.7895 -6.31
255936_at calcium dependent protein kinase --- AT1G12680 / -1.07 -0.09 -0.82 0.44221547 0.7895 -6.31
253501_at predicted protein predicted protein HSL1 AT4G32010 -1.07 -0.09 -0.81 0.44348038 0.7895 -6.32
265180_at putative OBP32pep protein  ;suppo--- AT1G23590 -1.05 -0.07 -0.81 0.44297649 0.7895 -6.31
255815_at histone H3, putative similar to hist MGH3 AT1G19890 -1.08 -0.11 -0.81 0.44366818 0.7895 -6.32
264269_at hypothetical protein predicted by g --- AT1G60240 -1.08 -0.11 -0.82 0.44291671 0.7895 -6.31
249447_at PTEN -like protein PTEN/MMAC1 PTEN1 AT5G39400 1.10 0.14 0.81 0.44336083 0.7895 -6.32



261263_at H-protein promoter binding factor- --- AT1G26790 -1.05 -0.08 -0.81 0.44354279 0.7895 -6.32
258364_at unknown protein GLIP4 AT3G14225 -1.14 -0.19 -0.81 0.44355581 0.7895 -6.32
245686_at Expressed protein ; supported by cJ2 AT5G22060 -1.14 -0.19 -0.81 0.44346076 0.7895 -6.32
246333_at proteinkinase AtPP -like protein At--- AT3G44840 -1.07 -0.10 -0.81 0.4434495 0.7895 -6.32
247672_at senescence-associated protein - l TET4 AT5G60220 -1.05 -0.07 -0.81 0.44316284 0.7895 -6.31
247742_at random slug protein - like random --- AT5G58980 -1.08 -0.11 -0.81 0.44296264 0.7895 -6.31
256557_at hypothetical protein similar to hypo--- --- -1.06 -0.09 -0.81 0.44364856 0.7895 -6.32
258527_at branched chain alpha-keto acid deBCE2 AT3G06850 1.24 0.31 0.81 0.44322817 0.7895 -6.31
267149_s_at Mutator-like transposase similar to --- --- -1.08 -0.12 -0.82 0.4426473 0.7895 -6.31
251709_at response regulator-like protein resARR17 AT3G56380 -1.05 -0.07 -0.82 0.44286998 0.7895 -6.31
256604_at hypothetical protein predicted by g --- --- -1.06 -0.08 -0.82 0.44279802 0.7895 -6.31
267287_at putative pectinesterase sks16 AT2G23630 -1.06 -0.08 -0.81 0.44380344 0.7896 -6.32
252387_at aldose 1-epimerase - like protein a--- AT3G47800 -1.10 -0.13 -0.81 0.44379422 0.7896 -6.32
256158_at hypothetical protein contains similaATPSK1 AT1G13590 1.06 0.09 0.81 0.44390123 0.7896 -6.32
245726_at homeobox protein, putative simila HDG11 AT1G73360 -1.06 -0.09 -0.81 0.4438902 0.7896 -6.32
245656_at hypothetical protein predicted by g --- AT1G56620 -1.07 -0.09 -0.81 0.44403165 0.7897 -6.32
262274_at deaminase, putative similar to cyti TADA AT1G68720 -1.06 -0.08 -0.81 0.44401627 0.7897 -6.32
263649_at putative 1-aminocyclopropane-1-ca--- AT1G04380 -1.06 -0.08 -0.81 0.44400507 0.7897 -6.32
248438_at putative protein contains similarity EMF2 AT5G51230 1.10 0.14 0.81 0.44413931 0.7898 -6.32
257914_at Expressed protein ; supported by c--- AT3G25545 -1.08 -0.11 -0.81 0.44419435 0.7898 -6.32
261145_at thioredoxin identical to GB:CAA84ATTRX4 AT1G19730 1.07 0.09 0.81 0.44424277 0.7899 -6.32
254402_at putative protein predicted protein, --- AT4G21310 1.11 0.14 0.81 0.44430235 0.7899 -6.32
256140_at hypothetical protein contains simila--- AT1G48650 1.10 0.14 0.81 0.44435291 0.7899 -6.32
257101_at disease resistance protein, putativAtRLP42 AT3G25020 1.07 0.10 0.81 0.44440937 0.7900 -6.32
248980_at putative protein similar to unknownAtPP2-A7 AT5G45090 -1.09 -0.12 -0.81 0.44443133 0.7900 -6.32
264387_at putative growth regulator protein co--- AT1G11990 -1.07 -0.10 -0.81 0.44458417 0.7902 -6.32
252695_s_at hypothetical protein predicted prot --- --- 1.05 0.07 0.81 0.44465959 0.7902 -6.32
267645_at putative beta-glucosidase BGLU33 AT2G32860 -1.20 -0.26 -0.81 0.44479426 0.7903 -6.32
261008_at hypothetical protein contains simila--- AT1G26370 -1.08 -0.12 -0.81 0.44489201 0.7903 -6.32
247012_at putative protein contains similarity TRB2 AT5G67580 -1.07 -0.10 -0.81 0.44476873 0.7903 -6.32
262815_at putative cytochrome P450 strong sCYP71A18 AT1G11610 -1.13 -0.18 -0.81 0.44493975 0.7903 -6.32
254899_at serine/threonine kinase-like protei --- AT4G11490 -1.09 -0.12 -0.81 0.44491941 0.7903 -6.32
256475_s_at myosin heavy chain ATM2, putativ--- AT1G42680 / -1.07 -0.09 -0.81 0.44495592 0.7903 -6.32
252169_at putative protein several bacterial p --- AT3G50520 1.11 0.15 0.81 0.44494203 0.7903 -6.32
252230_at putative protein various predicted --- AT3G49810 1.24 0.31 0.81 0.44502731 0.7904 -6.32



267578_at Expressed protein ; supported by c--- AT2G30695 1.13 0.18 0.81 0.44508223 0.7904 -6.32
250259_at putative protein similar to unknown--- AT5G13800 -1.09 -0.13 -0.81 0.44518364 0.7906 -6.32
256816_at unknown protein --- AT3G21400 1.07 0.10 0.81 0.44530249 0.7906 -6.32
260869_at stearoyl acyl carrier protein desatu--- AT1G43800 -1.06 -0.08 -0.81 0.4452763 0.7906 -6.32
256869_at nodulin, putative similar to nodulin --- AT3G26420 / -1.10 -0.14 -0.81 0.44546383 0.7909 -6.32
245332_at isomerase like protein ;supported b--- AT4G15940 -1.05 -0.07 -0.81 0.44574106 0.7909 -6.32
264856_at 3-hydroxy-3-methylglutaryl-coenzyHMG2 AT2G17370 1.09 0.13 0.81 0.44554703 0.7909 -6.32
261125_at zinc finger protein 2, putative simil --- AT1G04990 1.13 0.18 0.81 0.44557502 0.7909 -6.32
262976_at unknown protein SRS5 AT1G75520 -1.08 -0.12 -0.81 0.44578794 0.7909 -6.32
266436_at putative clathrin binding protein (ep--- AT2G43160 -1.13 -0.17 -0.81 0.44563058 0.7909 -6.32
263767_at putative retroelement pol polyprote--- --- -1.05 -0.07 -0.81 0.44566097 0.7909 -6.32
246993_at Cys2/His2-type zinc finger protein AZF1 AT5G67450 1.24 0.31 0.81 0.4456931 0.7909 -6.32
253554_at putative protein predicted protein, --- AT4G30940 -1.10 -0.14 -0.81 0.44578354 0.7909 -6.32
261091_at protein kinase, putative contains P--- AT1G07550 1.06 0.09 0.81 0.44562435 0.7909 -6.32
252435_at putative protein several hypothetica--- --- -1.07 -0.10 -0.81 0.44589177 0.7909 -6.32
253346_at hypothetical protein --- AT4G33600 -1.06 -0.09 -0.81 0.44592153 0.7909 -6.32
247211_at unknown protein  ; supported by fu --- AT5G64880 -1.13 -0.17 -0.81 0.44589394 0.7909 -6.32
265362_at putative retroelement pol polyprote--- --- 1.06 0.09 0.81 0.44593035 0.7909 -6.32
248737_at unknown protein --- AT5G48120 1.10 0.14 0.81 0.44598609 0.7909 -6.32
265744_at putative CENP-B/ARS binding prot--- --- 1.05 0.07 0.81 0.44600378 0.7909 -6.32
266668_at hypothetical protein predicted by g --- AT2G29760 1.14 0.19 0.81 0.44604453 0.7909 -6.32
263898_at SKP1 interacting partner 6 (SKIP6SKIP6 AT2G21950 1.07 0.10 0.81 0.44607746 0.7909 -6.32
252820_at plasma membrane H+-ATPase-lik AHA8 AT3G42640 1.11 0.15 0.81 0.44615658 0.7910 -6.32
266151_x_at En/Spm transposon protein (mosa --- --- 1.07 0.09 0.81 0.44626256 0.7911 -6.32
255197_x_at contains similarity to Oryza sativa r--- --- -1.08 -0.11 -0.81 0.44631847 0.7911 -6.32
246128_at putative protein predicted proteins --- --- 1.07 0.10 0.81 0.44629894 0.7911 -6.32
246537_at putative protein protochlorophyllid --- AT5G15940 -1.07 -0.10 -0.81 0.44648307 0.7913 -6.32
251965_at putative protein variety of predicte --- AT3G53360 -1.07 -0.10 -0.81 0.44673135 0.7915 -6.32
254648_at lipase-like protein Pn47p, Ipomoea--- AT4G18550 1.06 0.09 0.81 0.44671973 0.7915 -6.32
263441_at putative kinesin-like spindle protein--- AT2G28620 1.05 0.08 0.81 0.44666439 0.7915 -6.32
249002_at putative protein contains similarity --- AT5G44520 -1.08 -0.12 -0.81 0.44663637 0.7915 -6.32
249855_at unknown protein --- AT5G22970 -1.07 -0.09 -0.81 0.44690582 0.7917 -6.32
246875_at pathogenesis-related protein - like --- AT5G26130 -1.06 -0.09 -0.81 0.44692047 0.7917 -6.32
251212_at putative protein hypothetical prote --- --- -1.06 -0.09 -0.81 0.44689238 0.7917 -6.32
265457_at unknown protein  ; supported by fu --- AT2G46550 1.09 0.12 0.81 0.44698296 0.7917 -6.32



261303_at unknown protein contains DNA-binHON5 AT1G48620 1.05 0.07 0.81 0.4472293 0.7920 -6.32
260849_at pectinesterase, putative similar to sks7 AT1G21860 -1.06 -0.08 -0.81 0.44721591 0.7920 -6.32
247840_at putative protein protein x 0001, Ho--- AT5G58020 -1.06 -0.08 -0.81 0.44728205 0.7921 -6.32
252707_at transporter-like protein multidrug-eZIFL2 AT3G43790 1.08 0.11 0.81 0.44741604 0.7921 -6.32
264931_at polygalacturonase, putative simila --- AT1G60590 -1.07 -0.10 -0.81 0.44741488 0.7921 -6.32
257764_at disease resistance protein, putativAtRLP36 AT3G23010 1.12 0.17 0.81 0.44738556 0.7921 -6.32
247652_at histone H2B - like protein histone HTB4 AT5G59910 -1.08 -0.11 -0.81 0.44747196 0.7921 -6.32
256206_at hypothetical protein predicted by g --- AT1G50910 -1.09 -0.13 -0.81 0.44752151 0.7922 -6.32
245714_at RNA-binding protein-like --- AT5G04280 -1.07 -0.09 -0.81 0.44772275 0.7922 -6.32
264942_at unknown protein ; supported by cD--- AT1G67340 -1.09 -0.13 -0.81 0.44761977 0.7922 -6.32
256384_at hypothetical protein --- AT1G66660 1.08 0.10 0.81 0.4476769 0.7922 -6.32
252522_at hypothetical protein --- AT1G32337 / -1.06 -0.08 -0.81 0.4476795 0.7922 -6.32
262475_at hypothetical protein predicted by g --- AT1G50340 1.07 0.10 0.81 0.44770036 0.7922 -6.32
257044_at hypothetical protein predicted by g ARC5 AT3G19720 -1.08 -0.11 -0.81 0.44804857 0.7923 -6.32
264887_at unknown protein similar to ripening--- AT1G23120 1.10 0.14 0.81 0.44789175 0.7923 -6.32
260858_at hypothetical protein predicted by g --- AT1G43770 -1.07 -0.09 -0.81 0.44817009 0.7923 -6.32
265958_at putative adenylate kinase  ;supportADK AT2G37250 1.12 0.16 0.81 0.44793942 0.7923 -6.32
260880_at hypothetical protein similar to unkn--- AT1G21380 -1.07 -0.10 -0.81 0.44809129 0.7923 -6.32
248725_at acetyl-CoA:benzylalcohol acetyltra --- AT5G47980 -1.07 -0.10 -0.81 0.44816055 0.7923 -6.32
246874_at arabinosidase - like protein arabin ASD2 AT5G26120 1.07 0.10 0.81 0.44815868 0.7923 -6.32
257622_at hypothetical protein contains Pfam--- AT3G20280 1.10 0.13 0.81 0.4479427 0.7923 -6.32
245970_at beta-galactosidase  ; supported by BGAL7 AT5G20710 -1.08 -0.11 -0.81 0.44783728 0.7923 -6.32
245958_at GNOM-like protein pattern-formati --- AT5G19610 -1.06 -0.09 -0.81 0.44799602 0.7923 -6.32
249444_at putative protein S-locus-specific g --- AT5G39370 -1.06 -0.09 -0.81 0.44802631 0.7923 -6.32
267452_at auxin response transcription factor ETT AT2G33860 -1.07 -0.10 -0.81 0.4482639 0.7924 -6.32
263712_at Expressed protein ; supported by f NFD6 AT2G20585 1.10 0.14 0.80 0.44852313 0.7927 -6.32
257904_at myb transcription factor, putative sTDF1 AT3G28470 1.05 0.08 0.80 0.44851197 0.7927 -6.32
245684_at Expressed protein ; supported by cRHF2A AT5G22000 -1.06 -0.08 -0.80 0.44848412 0.7927 -6.32
255573_at hypothetical protein --- AT4G01400 1.05 0.07 0.80 0.44870983 0.7929 -6.32
266231_at putative protein kinase PSKR1 AT2G02220 1.24 0.31 0.80 0.44875624 0.7929 -6.32
263130_at hypothetical protein predicted by g POLD3 AT1G78650 1.13 0.17 0.80 0.4487369 0.7929 -6.32
246201_at minor allergen ;supported by full-le --- AT4G36750 1.05 0.08 0.80 0.44897832 0.7932 -6.32
248380_at phosphoglucomutase (emb|CAB64PGM AT5G51820 1.14 0.19 0.80 0.44906538 0.7932 -6.32
246823_at putative protein --- AT5G26970 -1.05 -0.07 -0.80 0.44903438 0.7932 -6.32
258435_at unknown protein  ;supported by ful --- AT3G16740 1.07 0.10 0.80 0.44899869 0.7932 -6.32



245064_at Expressed protein ; supported by f --- AT2G39725 1.12 0.16 0.80 0.44918152 0.7933 -6.32
265979_at putative replication protein A1 --- --- -1.07 -0.10 -0.80 0.449155 0.7933 -6.32
252132_at putative LEA protein Picea glauca --- AT3G50790 -1.14 -0.19 -0.80 0.44937602 0.7934 -6.32
266917_at unknown protein DTA2 AT2G45830 1.06 0.08 0.80 0.44930128 0.7934 -6.32
258874_at hypothetical protein similar to unkn--- AT3G03230 1.08 0.12 0.80 0.44936495 0.7934 -6.32
261470_at ethylene-responsive element bind ERF11 AT1G28370 -1.35 -0.44 -0.80 0.44939316 0.7934 -6.32
245068_at putative glucosyltransferase UGT84B1 AT2G23260 -1.07 -0.09 -0.80 0.44939518 0.7934 -6.32
254105_at magnesium-protoporphyrin IX metCHLM AT4G25080 1.07 0.10 0.80 0.44988012 0.7938 -6.33
251525_at putative protein several hypothetica--- AT3G59000 1.08 0.10 0.80 0.45004854 0.7938 -6.33
263112_at unknown protein Strong similarity t --- AT1G03080 -1.07 -0.10 -0.80 0.44976158 0.7938 -6.33
252436_x_at putative protein several hypothetica--- --- -1.12 -0.17 -0.80 0.44997212 0.7938 -6.33
250782_at SYN1 splice variant 1 (gb AAF0898SYN1 AT5G05490 -1.07 -0.09 -0.80 0.45001595 0.7938 -6.33
249160_at putative protein similar to unknown--- AT5G42660 1.06 0.08 0.80 0.44978882 0.7938 -6.33
255418_at predicted protein of unknown funct --- AT4G03200 -1.08 -0.12 -0.80 0.45003614 0.7938 -6.33
267223_at hypothetical protein predicted by g AtITPK4 AT2G43980 -1.07 -0.10 -0.80 0.44978513 0.7938 -6.33
260233_at putative cytochrome P450 similar t CYP98A9 AT1G74550 -1.11 -0.15 -0.80 0.45000428 0.7938 -6.33
246186_at PINHEAD - like protein PINHEAD --- AT5G21030 -1.10 -0.13 -0.80 0.44981488 0.7938 -6.33
262845_at unknown protein ; supported by cD--- AT1G14740 1.13 0.18 0.80 0.45000964 0.7938 -6.33
258499_at putative RAD23 similar to RAD23 pRAD23-3 AT3G02540 1.07 0.09 0.80 0.4499458 0.7938 -6.33
249200_at 5-3 exoribonuclease 2 ; supported XRN2 AT5G42540 1.08 0.12 0.80 0.45017648 0.7939 -6.33
255487_at tryptophan synthase alpha 1-like p--- AT4G02610 1.07 0.10 0.80 0.45018158 0.7939 -6.33
266987_at unknown protein --- AT2G39280 -1.05 -0.07 -0.80 0.45018252 0.7939 -6.33
257988_at unknown protein  ; supported by cD--- AT3G20870 1.07 0.09 0.80 0.45029647 0.7940 -6.33
266182_at hypothetical protein predicted by g --- AT2G02370 -1.09 -0.12 -0.80 0.45044634 0.7942 -6.33
260589_at hypothetical protein predicted by g --- AT1G53400 1.05 0.08 0.80 0.45052947 0.7942 -6.33
256553_at hypothetical protein contains simila--- --- 1.07 0.09 0.80 0.45053923 0.7942 -6.33
264677_at hypothetical protein predicted by g HYL1 AT1G09700 -1.05 -0.07 -0.80 0.45058341 0.7943 -6.33
253376_at hypothetical protein Arabidopsis th--- AT4G33290 -1.05 -0.07 -0.80 0.45062907 0.7943 -6.33
257200_at hypothetical protein predicted by g --- --- 1.05 0.07 0.80 0.45069195 0.7943 -6.33
266971_at unknown protein --- AT2G39580 -1.14 -0.19 -0.80 0.45074579 0.7944 -6.33
266153_at hypothetical protein --- --- -1.06 -0.08 -0.80 0.45081746 0.7944 -6.33
257864_at hypothetical protein predicted by g --- AT3G17740 -1.09 -0.13 -0.80 0.4509491 0.7946 -6.33
247669_at putative protein transcriptional rep --- AT5G60170 -1.09 -0.12 -0.80 0.45107827 0.7948 -6.33
249177_at unknown protein  ;supported by ful --- AT5G42850 1.06 0.09 0.80 0.45159651 0.7950 -6.33
247882_at Expressed protein ; supported by f --- AT5G57785 -1.24 -0.31 -0.80 0.45132288 0.7950 -6.33



265012_at putative b-keto acyl reductase simKCR2 AT1G24470 -1.07 -0.09 -0.80 0.45130838 0.7950 -6.33
259234_at unknown protein similar to unknow--- AT3G11620 -1.07 -0.10 -0.80 0.45171997 0.7950 -6.33
258824_at unknown protein --- AT3G07190 1.09 0.12 0.80 0.4519236 0.7950 -6.33
251910_at serine/threonine-specific kinase lik--- AT3G53810 1.27 0.35 0.80 0.45157749 0.7950 -6.33
248835_at NBS/LRR disease resistance prote--- AT5G47250 1.12 0.16 0.80 0.45172153 0.7950 -6.33
259852_at disulfide bond formation protein, pAERO1 AT1G72280 -1.15 -0.21 -0.80 0.45183619 0.7950 -6.33
256782_at dirigent protein, putative similar to --- AT3G13660 -1.05 -0.07 -0.80 0.45177592 0.7950 -6.33
261554_at PPR-repeat protein contains multip--- AT1G63400 1.05 0.07 0.80 0.45165434 0.7950 -6.33
265367_at hypothetical protein predicted by g --- --- 1.05 0.07 0.80 0.45169173 0.7950 -6.33
267583_at unknown protein --- AT2G41960 -1.05 -0.07 -0.80 0.45162889 0.7950 -6.33
265921_at putative C2H2-type zinc finger prot--- AT2G18490 -1.06 -0.08 -0.80 0.45191323 0.7950 -6.33
262478_at hypothetical protein similar to hypo--- AT1G11170 -1.07 -0.10 -0.80 0.45179918 0.7950 -6.33
265059_at unknown protein ; supported by cDAR791 AT1G52080 -1.09 -0.13 -0.80 0.45169823 0.7950 -6.33
246285_at putative protein --- AT4G36980 1.05 0.08 0.80 0.45179581 0.7950 -6.33
256740_at hypothetical protein predicted by g --- AT3G29330 1.06 0.08 0.80 0.45159489 0.7950 -6.33
265371_at putative PttA-like transposon prote --- --- -1.06 -0.08 -0.80 0.4514406 0.7950 -6.33
248653_at disease resistance protein-like --- AT5G49290 -1.06 -0.09 -0.80 0.45187868 0.7950 -6.33
261393_at NAM (no apical meristem)-like proSMB AT1G79580 -1.06 -0.08 -0.80 0.45161764 0.7950 -6.33
260135_at calmodulin-related protein similar --- AT1G66400 -1.23 -0.30 -0.80 0.45155992 0.7950 -6.33
265233_s_at hypothetical protein --- AT2G07718 -1.07 -0.10 -0.80 0.45210516 0.7952 -6.33
260785_at hypothetical protein predicted by g --- AT1G06200 -1.06 -0.09 -0.80 0.45213532 0.7952 -6.33
250953_at putative protein  ;supported by full-DPB AT5G03415 1.10 0.14 0.80 0.45219599 0.7953 -6.33
260799_at UDP-glucose glucosyltransferase,AtUGT85A4AT1G78270 1.08 0.11 0.80 0.45228401 0.7953 -6.33
250567_at hypothetical protein --- AT5G08090 1.07 0.10 0.80 0.45228335 0.7953 -6.33
265582_at putative RING zinc finger protein --- AT2G20030 -1.08 -0.11 -0.80 0.45233157 0.7953 -6.33
262701_at hypothetical protein predicted by g --- AT1G16480 1.08 0.11 0.80 0.45237697 0.7953 -6.33
267012_at similar to latex allergen from HeveaPLP6 AT2G39220 1.18 0.24 0.80 0.45241412 0.7953 -6.33
247404_at permease 1 - like protein permeas--- AT5G62890 1.15 0.20 0.80 0.45245034 0.7953 -6.33
245458_at kinase like protein --- AT4G16970 1.07 0.09 0.80 0.45252429 0.7954 -6.33
245915_s_at tubulin alpha-5 chain-like protein t TUA3 AT5G19770 / 1.07 0.09 0.80 0.45268354 0.7955 -6.33
261184_at pol polyprotein, putative similar to --- --- -1.08 -0.11 -0.80 0.45265737 0.7955 -6.33
265517_at putative S1 self-incompatibility prot--- AT2G06090 -1.06 -0.08 -0.80 0.45262395 0.7955 -6.33
260800_at unknown protein TSD2 AT1G78240 -1.10 -0.13 -0.80 0.45276031 0.7956 -6.33
259482_at receptor-like serine/threonine kinaRKF2 AT1G19090 -1.07 -0.10 -0.80 0.45286391 0.7956 -6.33
258089_at hypothetical protein predicted by g --- AT3G14740 1.13 0.18 0.80 0.45284652 0.7956 -6.33



247726_at telomere repeat-binding protein TRP1 AT5G59430 -1.08 -0.12 -0.80 0.45292006 0.7957 -6.33
267549_at hypothetical protein predicted by g --- AT2G32640 -1.19 -0.26 -0.80 0.4530262 0.7958 -6.33
247264_at putative protein contains similarity XND1 AT5G64530 -1.16 -0.22 -0.80 0.45310246 0.7959 -6.33
255218_at putative athila transposon protein --- --- -1.05 -0.07 -0.80 0.45312492 0.7959 -6.33
257380_at hypothetical protein predicted by g --- AT2G28090 -1.08 -0.11 -0.80 0.45324056 0.7959 -6.33
263190_at mutator-like transposase, putative --- --- -1.05 -0.07 -0.80 0.45324871 0.7959 -6.33
257564_at unknown protein --- AT3G28610 -1.09 -0.13 -0.80 0.45321476 0.7959 -6.33
250422_at putative protein KIAA0255 gene, H--- AT5G10840 1.11 0.15 0.80 0.45331398 0.7959 -6.33
248472_at cyclin-dependent protein kinase-lik --- AT5G50860 -1.07 -0.10 -0.80 0.45335398 0.7960 -6.33
258027_at hypothetical protein predicted by g --- AT3G19515 1.07 0.09 0.80 0.45353619 0.7961 -6.33
246059_at putative protein KED, Nicotiana ta --- AT5G08450 -1.06 -0.08 -0.80 0.45352003 0.7961 -6.33
254826_at putative protein predicted protein, --- AT4G12640 1.08 0.11 0.80 0.45346687 0.7961 -6.33
245143_at unknown protein  ;supported by ful ZPR1 AT2G45450 -1.15 -0.20 -0.80 0.45368676 0.7963 -6.33
260776_at zinc finger protein, putative similar--- AT1G14580 1.16 0.22 0.79 0.45377384 0.7964 -6.33
250889_at putative protein exostose-related p--- AT5G04500 -1.07 -0.09 -0.79 0.45388342 0.7965 -6.33
267521_at hypothetical protein predicted by g --- AT2G30480 -1.09 -0.12 -0.79 0.45388422 0.7965 -6.33
256911_at glutamine:fructose-6-phosphate a --- AT3G24090 1.25 0.32 0.79 0.45398564 0.7966 -6.33
253326_at putative protein polygalacturonase--- AT4G33440 -1.07 -0.10 -0.79 0.45410218 0.7967 -6.33
247395_at putative protein predicted proteins --- AT5G62910 1.07 0.10 0.79 0.45409865 0.7967 -6.33
246450_at Heat Shock Factor 3 HSF3 AT5G16820 1.06 0.08 0.79 0.45424632 0.7967 -6.33
258576_at putative 40S ribosomal protein S16--- AT3G04230 1.09 0.13 0.79 0.45423397 0.7967 -6.33
267306_at Ran binding protein (AtRanBP1b) i --- AT2G30060 -1.07 -0.10 -0.79 0.45417947 0.7967 -6.33
258664_at E2, ubiquitin-conjugating enzyme, UBC12 AT3G08700 -1.07 -0.10 -0.79 0.45434539 0.7968 -6.33
255536_at Expressed protein ; supported by f --- AT4G01575 -1.11 -0.15 -0.79 0.45472675 0.7969 -6.33
257369_at hypothetical protein predicted by g BPC7 AT2G35550 1.07 0.10 0.79 0.45485007 0.7969 -6.33
257892_at unknown protein similar to ER6 pro--- AT3G17020 1.06 0.09 0.79 0.45471796 0.7969 -6.33
249303_at putative protein strong similarity to --- AT5G41460 1.11 0.14 0.79 0.45483363 0.7969 -6.33
261084_at tropinone reductase-I, putative sim--- AT1G07440 -1.11 -0.15 -0.79 0.45451157 0.7969 -6.33
247409_at dihydroneopterin aldolase-like prot --- AT5G62980 1.10 0.14 0.79 0.45478655 0.7969 -6.33
249411_at raffinose synthase -like protein raf SIP1 AT5G40390 1.18 0.24 0.79 0.45453207 0.7969 -6.33
256329_at unknown protein SEC5A AT1G76850 -1.05 -0.07 -0.79 0.45444452 0.7969 -6.33
261783_at vacuolar assembly protein vps41, --- AT1G08190 -1.08 -0.10 -0.79 0.45475602 0.7969 -6.33
247579_at cytochrome P450 - like protein cytCYP89A3 AT5G61320 -1.06 -0.08 -0.79 0.4547423 0.7969 -6.33
261239_at Avr9 elicitor response protein, puta--- AT1G32930 -1.06 -0.08 -0.79 0.45481571 0.7969 -6.33
259623_at hypothetical protein predicted by g --- AT1G42700 -1.08 -0.11 -0.79 0.45447858 0.7969 -6.33



265769_at unknown protein weak similarity to --- AT2G48090 -1.07 -0.10 -0.79 0.45462833 0.7969 -6.33
246013_at vacuolar calcium binding protein - --- AT5G10660 -1.06 -0.08 -0.79 0.45466907 0.7969 -6.33
258696_at hypothetical protein predicted by g HCF152 AT3G09650 1.11 0.15 0.79 0.45490614 0.7969 -6.33
250075_at putative protein --- AT5G17670 1.12 0.17 0.79 0.45504685 0.7971 -6.33
264076_at unknown protein --- AT2G28540 1.05 0.07 0.79 0.45516718 0.7972 -6.33
256667_at hypothetical protein predicted by g --- AT3G32180 -1.05 -0.07 -0.79 0.45522614 0.7973 -6.33
263858_at hypothetical protein predicted by g --- AT2G04370 -1.06 -0.08 -0.79 0.45537171 0.7975 -6.33
247082_at putative protein contains similarity ATGRIP AT5G66030 1.07 0.10 0.79 0.45549155 0.7976 -6.33
258997_at hypothetical protein similar to unkn--- AT3G01810 1.12 0.16 0.79 0.45576421 0.7978 -6.33
256482_at protein kinase, putative contains PFEI1 AT1G31420 -1.06 -0.09 -0.79 0.45581 0.7978 -6.33
245851_at putative protein HERC2 - Homo saKEG AT5G13530 -1.06 -0.09 -0.79 0.45570556 0.7978 -6.33
248535_at putative protein contains similarity --- AT5G50120 -1.08 -0.11 -0.79 0.45585425 0.7978 -6.33
251079_at hypothetical protein --- AT5G02000 -1.06 -0.08 -0.79 0.45571661 0.7978 -6.33
245814_at mitotic checkpoint protein, putative--- AT1G49910 -1.08 -0.11 -0.79 0.45565305 0.7978 -6.33
265379_at similar to late embryogenesis abun--- AT2G18340 -1.06 -0.08 -0.79 0.45583057 0.7978 -6.33
261662_at MAP kinase kinase 5, putative simATMKK7 AT1G18350 1.06 0.09 0.79 0.45568015 0.7978 -6.33
248534_at putative protein contains similarity --- AT5G50030 -1.06 -0.09 -0.79 0.45598664 0.7979 -6.33
259450_at hypothetical protein predicted by g DRL1 AT1G13870 1.07 0.10 0.79 0.45596997 0.7979 -6.33
261109_at cytokinin oxidase, putative similar CKX5 AT1G75450 -1.33 -0.41 -0.79 0.45608946 0.7980 -6.33
244985_at ribosomal protein L22 --- --- 1.10 0.14 0.79 0.45613824 0.7980 -6.33
246877_at putative protein various predicted --- AT5G26150 -1.05 -0.07 -0.79 0.45619097 0.7980 -6.33
245412_at hypothetical protein --- AT4G17280 -1.11 -0.14 -0.79 0.45616927 0.7980 -6.33
254662_at putative protein phospho-N-acetyl TRANS11 AT4G18270 -1.10 -0.14 -0.79 0.45621449 0.7980 -6.33
267305_at high affinity K+ transporter (AtKUP ATKT1 AT2G30070 -1.13 -0.18 -0.79 0.45630962 0.7981 -6.33
246825_at putative protein various predicted --- AT5G26260 1.06 0.08 0.79 0.45641284 0.7982 -6.34
265173_at unknown protein --- AT1G23530 -1.06 -0.09 -0.79 0.45645671 0.7982 -6.34
260678_at hypothetical protein predicted by g --- AT1G07970 1.05 0.07 0.79 0.45660925 0.7984 -6.34
263790_at hypothetical protein predicted by g --- AT2G24530 -1.08 -0.12 -0.79 0.45668184 0.7985 -6.34
261648_at salt-tolerance zinc finger protein id STZ AT1G27730 1.30 0.38 0.79 0.45674582 0.7985 -6.34
260810_s_at retroelement protein, putative simi --- --- 1.06 0.09 0.79 0.45679478 0.7986 -6.34
255452_at hypothetical protein similar to A. th--- AT4G02880 1.06 0.08 0.79 0.45689893 0.7986 -6.34
265964_at putative RNA-binding protein  ; sup--- AT2G37510 -1.07 -0.10 -0.79 0.45688149 0.7986 -6.34
262518_at putative glutathione transferase OnATGSTU24AT1G17170 -1.64 -0.72 -0.79 0.45716512 0.7987 -6.34
251446_at Expressed protein ; supported by f --- AT3G59840 1.06 0.08 0.79 0.457139 0.7987 -6.34
252930_at putative endo-1,4-beta-glucanase AtGH9B18 AT4G39010 -1.08 -0.11 -0.79 0.45698357 0.7987 -6.34



246393_at phosphoglycerate kinase, putative--- AT1G58150 -1.07 -0.09 -0.79 0.45702956 0.7987 -6.34
264897_at dynein light subunit lc6, flagellar o --- AT1G23220 1.07 0.10 0.79 0.4571687 0.7987 -6.34
250814_at E2, ubiquitin-conjugating enzyme, UBC22 AT5G05080 1.07 0.10 0.79 0.45706185 0.7987 -6.34
247647_at respiratory burst oxidase protein - --- AT5G60010 -1.07 -0.09 -0.79 0.45712908 0.7987 -6.34
251431_at protein synthesis initiation factor - EIF4G AT3G60240 1.05 0.08 0.79 0.45728944 0.7988 -6.34
257214_at hypothetical protein  ;supported by --- AT3G15040 1.08 0.11 0.79 0.45739417 0.7989 -6.34
247291_at unknown protein --- AT5G64480 1.07 0.09 0.79 0.45752662 0.7990 -6.34
245518_at ATP-dependent RNA helicase like ATRH1 AT4G15850 -1.11 -0.15 -0.79 0.45753617 0.7990 -6.34
259567_at hypothetical protein --- AT1G20500 -1.07 -0.10 -0.79 0.45750072 0.7990 -6.34
250357_at putative protein various predicted --- AT5G11730 -1.07 -0.10 -0.79 0.45755208 0.7990 -6.34
266197_at hypothetical protein predicted by g --- AT2G39120 1.06 0.09 0.79 0.45775482 0.7990 -6.34
248397_at unknown protein --- AT5G52140 1.06 0.09 0.79 0.45765451 0.7990 -6.34
AFFX-r2-Ec-bioE. coli /GEN=bioD /DB_XREF=gb: --- --- -1.18 -0.24 -0.79 0.45773619 0.7990 -6.34
248349_at progesterone-binding protein-like  MSBP1 AT5G52240 1.09 0.13 0.79 0.45772406 0.7990 -6.34
257592_at leucine-rich repeat disease resista--- AT3G24982 1.06 0.09 0.79 0.4576937 0.7990 -6.34
264749_at hypothetical protein Contains simila--- AT1G22830 -1.11 -0.15 -0.79 0.45792483 0.7992 -6.34
265323_at putative syntaxin SYP112 AT2G18260 1.09 0.12 0.79 0.45790267 0.7992 -6.34
263722_at putative vanadate resistance prote GONST1 AT2G13650 -1.07 -0.09 -0.79 0.45799637 0.7992 -6.34
250364_at putative protein serine threonine ty--- AT5G11400 -1.07 -0.09 -0.79 0.45800549 0.7992 -6.34
253372_at pectinesterase - like protein pectinPME44 AT4G33220 1.18 0.24 0.79 0.45810579 0.7992 -6.34
248687_at ADPG pyrophosphorylase small suADG1 AT5G48300 -1.14 -0.18 -0.79 0.45817958 0.7992 -6.34
256118_at hypothetical protein predicted by g KU70 AT1G16970 -1.08 -0.11 -0.79 0.45816685 0.7992 -6.34
254042_at xyloglucan endo-1,4-beta-D-gluca XTR6 AT4G25810 1.35 0.43 0.79 0.45824796 0.7992 -6.34
255129_at nodulin-like protein nodulin gene M--- AT4G08290 1.17 0.22 0.79 0.45808569 0.7992 -6.34
258022_at hypothetical protein predicted by g --- AT3G19460 -1.05 -0.07 -0.79 0.45826927 0.7992 -6.34
267245_at hypothetical protein --- AT2G02640 -1.06 -0.08 -0.79 0.45827388 0.7992 -6.34
260225_at putative glutathione S-transferase GSTU10 AT1G74590 -1.32 -0.40 -0.79 0.45848248 0.7993 -6.34
246953_at unknown protein  ;supported by ful VPS60.2 AT5G04850 1.06 0.09 0.79 0.45836025 0.7993 -6.34
262818_at hypothetical protein predicted by g --- AT1G11755 / 1.06 0.09 0.79 0.45844716 0.7993 -6.34
246345_at calcium-dependent protein kinase --- AT3G56760 1.08 0.11 0.79 0.45856522 0.7993 -6.34
264643_at unknown protein PGSIP5 AT1G08990 -1.06 -0.08 -0.79 0.4583595 0.7993 -6.34
256541_at ligand-gated ion channel, putative GLR3.3 AT1G42540 -1.09 -0.12 -0.79 0.45856221 0.7993 -6.34
248550_at putative protein similar to unknownQS AT5G50210 -1.11 -0.15 -0.79 0.45839813 0.7993 -6.34
253927_at putative protein --- AT4G26710 1.08 0.11 0.79 0.45850622 0.7993 -6.34
253013_at heat shock protein 70 like protein mtHsc70-1 AT4G37910 -1.13 -0.18 -0.79 0.45872022 0.7993 -6.34



256611_at unknown protein similar to putative--- AT3G29270 1.08 0.11 0.79 0.45864287 0.7993 -6.34
258417_at Expressed protein ; supported by c--- AT3G17365 1.09 0.12 0.79 0.45867361 0.7993 -6.34
263152_at hypothetical protein predicted by g ASIL1 AT1G54060 -1.10 -0.13 -0.79 0.45872738 0.7993 -6.34
249489_at acyltransferase -like  protein antho--- AT5G39090 -1.08 -0.11 -0.79 0.45880532 0.7994 -6.34
251000_at putative protein --- AT5G02650 1.07 0.10 0.79 0.45886902 0.7994 -6.34
254220_at putative protein Arabidopsis hypoth--- AT4G23780 -1.06 -0.08 -0.79 0.45894375 0.7995 -6.34
AFFX-Athal-25SArabidopsis thaliana /REF=X52320--- --- 1.09 0.12 0.79 0.4590615 0.7996 -6.34
246376_at auxin regulated protein IAA18, putIAA18 AT1G51950 -1.09 -0.12 -0.79 0.459099 0.7996 -6.34
249445_at putative protein predicted protein, --- AT5G39380 -1.08 -0.10 -0.79 0.45918607 0.7997 -6.34
263211_at germin-like oxalate oxidase similar GLP7 AT1G10460 1.08 0.12 0.79 0.45916376 0.7997 -6.34
244930_at hypothetical protein --- AT2G07809 1.06 0.08 0.78 0.4593319 0.7997 -6.34
267340_at unknown protein ACD11 AT2G34690 -1.06 -0.08 -0.78 0.45932023 0.7997 -6.34
255245_at hypothetical protein --- AT4G05630 -1.06 -0.08 -0.78 0.45932335 0.7997 -6.34
249977_at chaperonin 60 alpha chain - like p EMB3007 AT5G18820 1.09 0.12 0.78 0.45963951 0.8001 -6.34
260675_at unknown protein ; supported by cD--- AT1G19430 1.08 0.11 0.78 0.45967116 0.8001 -6.34
250419_at RPP1 disease resistance protein ---- AT5G11250 -1.09 -0.13 -0.78 0.45964322 0.8001 -6.34
249006_at putative protein similar to unknown--- AT5G44650 / 1.10 0.13 0.78 0.45977677 0.8001 -6.34
252836_at putative protein predicted polyprote--- --- -1.06 -0.08 -0.78 0.45975733 0.8001 -6.34
259223_at hypothetical protein WOX11 AT3G03660 -1.06 -0.09 -0.78 0.45971665 0.8001 -6.34
253590_at putative protein various predicted pHHP2 AT4G30850 -1.09 -0.12 -0.78 0.45995122 0.8003 -6.34
266109_at putative mitochondrial carrier prote--- AT2G37890 1.13 0.18 0.78 0.46003265 0.8003 -6.34
261974_at protein kinase, putative similar to mCPuORF57AT1G64628 / -1.06 -0.09 -0.78 0.46001374 0.8003 -6.34
259880_at hypothetical protein similar to hypo--- AT1G76730 -1.10 -0.14 -0.78 0.45998959 0.8003 -6.34
246175_s_at putative protein hypothetical prote --- AT5G28320 / -1.06 -0.09 -0.78 0.46002646 0.8003 -6.34
258468_at unknown protein predicted by gens--- AT3G06070 -1.17 -0.22 -0.78 0.46019194 0.8004 -6.34
255933_at membrane protein, putative simila ATRBL6 AT1G12750 -1.11 -0.14 -0.78 0.46020616 0.8004 -6.34
259404_at type 2A protein serine/threonine phATB BETA AT1G17720 -1.05 -0.07 -0.78 0.46015014 0.8004 -6.34
253766_at putative protein  ;supported by full- --- AT4G28770 -1.06 -0.09 -0.78 0.46030329 0.8004 -6.34
262789_at putative auxin-induced protein stro --- AT1G10810 -1.06 -0.08 -0.78 0.4603046 0.8004 -6.34
256054_at unknown protein --- AT1G07120 -1.05 -0.07 -0.78 0.46030305 0.8004 -6.34
AFFX-r2-Bs-thr B. subtilis /GEN=thrB /DB_XREF=g--- --- -1.11 -0.15 -0.78 0.4603272 0.8004 -6.34
261272_at Expressed protein ; supported by c--- AT1G26665 1.14 0.18 0.78 0.46072359 0.8004 -6.34
259791_at unknown protein ; supported by cD--- AT1G29700 -1.12 -0.16 -0.78 0.46072652 0.8004 -6.34
261098_at unknown protein --- AT1G62970 1.06 0.09 0.78 0.46041765 0.8004 -6.34
259546_at unknown protein --- AT1G35350 -1.17 -0.23 -0.78 0.4605297 0.8004 -6.34



250325_s_at putative protein contains similarity --- AT5G12060 / 1.05 0.08 0.78 0.46062847 0.8004 -6.34
247391_at unknown protein --- AT5G63540 -1.05 -0.08 -0.78 0.46042382 0.8004 -6.34
257837_at hypothetical protein predicted by g --- AT3G25200 -1.07 -0.10 -0.78 0.460556 0.8004 -6.34
257649_at predicted protein ARR1 AT3G16857 -1.06 -0.08 -0.78 0.46065712 0.8004 -6.34
249413_at ras - related GTP binding protein -AtRABG1 AT5G39620 -1.06 -0.08 -0.78 0.46072496 0.8004 -6.34
266937_at hypothetical protein predicted by g --- AT2G18930 -1.07 -0.09 -0.78 0.46045443 0.8004 -6.34
245922_at putative protein predicted proteins --- AT5G28810 -1.07 -0.10 -0.78 0.46059635 0.8004 -6.34
258517_at galactose kinase identical to GB:AGALK AT3G06580 -1.07 -0.09 -0.78 0.46094508 0.8004 -6.34
255802_s_at putative protein RING-H2 finger pr--- AT4G10150 / -1.06 -0.08 -0.78 0.46113711 0.8004 -6.34
252818_at putative protein several hypothetica--- --- -1.07 -0.10 -0.78 0.46118501 0.8004 -6.34
266367_s_at unknown protein --- AT2G41390 / -1.06 -0.08 -0.78 0.4612478 0.8004 -6.34
248178_at root cap protein 2-like protein --- AT5G54370 1.09 0.12 0.78 0.46101987 0.8004 -6.34
252758_at putative protein several hypothetica--- --- -1.07 -0.10 -0.78 0.46081136 0.8004 -6.34
249882_at putative protein contains similarity --- AT5G22890 -1.05 -0.07 -0.78 0.46124652 0.8004 -6.34
246190_at hypothetical protein (fragment) ;su ATBPM5 AT5G21010 -1.05 -0.07 -0.78 0.4608458 0.8004 -6.34
262537_s_at putative ubiquitin-conjugating enzyUBC34 AT1G17280 / -1.10 -0.14 -0.78 0.46119551 0.8004 -6.34
267345_at unknown protein  ; supported by cD--- AT2G44240 -1.21 -0.27 -0.78 0.46107038 0.8004 -6.34
249656_at putative protein hypothetical protei --- AT5G37130 -1.05 -0.07 -0.78 0.46121601 0.8004 -6.34
251481_at receptor lectin kinase-like protein (--- AT3G59730 -1.05 -0.07 -0.78 0.46121345 0.8004 -6.34
252888_at glucose-1-phosphate adenylyltransAPL3 AT4G39210 -1.17 -0.22 -0.78 0.46099265 0.8004 -6.34
265623_at hypothetical protein predicted by g --- AT2G27270 -1.07 -0.10 -0.78 0.46103849 0.8004 -6.34
247641_at imidazoleglycerol-phosphate synthPDX2 AT5G60540 -1.07 -0.09 -0.78 0.46130099 0.8005 -6.34
250102_at receptor-like protein kinase LRR1 AT5G16590 1.08 0.11 0.78 0.46146071 0.8005 -6.34
254363_at pectinesterase like protein pectinesks4 AT4G22010 1.11 0.15 0.78 0.4614816 0.8005 -6.34
261221_at hypothetical protein predicted by g --- AT1G19960 -1.54 -0.63 -0.78 0.4615205 0.8005 -6.34
259208_at hypothetical protein similar to GB:A--- AT3G09060 1.06 0.09 0.78 0.46152539 0.8005 -6.34
250731_at putative protein contains similarity AGL96 AT5G06500 -1.06 -0.08 -0.78 0.46141548 0.8005 -6.34
264815_at hypothetical protein similar to hypo--- AT1G03620 -1.14 -0.19 -0.78 0.46140416 0.8005 -6.34
254866_at putative protein other predicted pr --- AT4G12220 1.05 0.07 0.78 0.46159763 0.8006 -6.34
257809_at ribonucleotide reductase small subTSO2 AT3G27060 1.10 0.13 0.78 0.46183286 0.8006 -6.34
253665_at hypothetical protein --- AT4G30230 -1.12 -0.16 -0.78 0.46191617 0.8006 -6.34
260077_at thaumatin-like protein contains Pfa --- AT1G73620 -1.08 -0.11 -0.78 0.4617293 0.8006 -6.34
260213_at putative protein kinase similar to pr--- AT1G74490 1.05 0.07 0.78 0.46185828 0.8006 -6.34
254769_at hypothetical protein --- AT4G13330 1.13 0.18 0.78 0.46179641 0.8006 -6.34
262264_at Niemann-Pick C disease protein-lik--- AT1G42470 -1.18 -0.23 -0.78 0.46189198 0.8006 -6.34



251946_at putative protein predicted proteins --- AT3G53540 -1.25 -0.33 -0.78 0.46186103 0.8006 -6.34
257862_s_at unknown protein similar to N-termin--- AT3G17720 / -1.05 -0.07 -0.78 0.46183196 0.8006 -6.34
266497_at putative retroelement pol polyprote--- --- 1.07 0.10 0.78 0.46204994 0.8008 -6.34
255249_at 3(2),5-BISPHOSPHATE NUCLEO--- AT4G05090 1.11 0.15 0.78 0.46217725 0.8008 -6.34
253637_at putative protein  ; supported by full --- AT4G30390 1.10 0.14 0.78 0.46232915 0.8008 -6.34
257834_at alpha-mannosidase, putative simil --- AT3G26720 1.05 0.07 0.78 0.46229088 0.8008 -6.34
253543_at hypothetical protein --- AT4G31270 -1.06 -0.09 -0.78 0.46228272 0.8008 -6.34
247675_at putative protein large number of p --- AT5G59940 -1.09 -0.12 -0.78 0.46211357 0.8008 -6.34
259572_at hypothetical protein --- AT1G20400 -1.07 -0.10 -0.78 0.46237029 0.8008 -6.34
267232_at hypothetical protein predicted by g EDE1 AT2G44190 1.07 0.09 0.78 0.46235253 0.8008 -6.34
245391_at symbiosis-related like protein ;suppATG8F AT4G16520 1.10 0.13 0.78 0.46239029 0.8008 -6.34
263571_at putative disease resistance protein--- AT2G17050 -1.05 -0.07 -0.78 0.46228768 0.8008 -6.34
258002_at AIG2-like protein similar to AIG2 prAIG2 AT3G28930 -1.36 -0.45 -0.78 0.462477 0.8009 -6.34
AFFX-PheX-M_B. subtilis /GEN=pheA /DB_XREF=--- --- -1.13 -0.17 -0.78 0.46251939 0.8009 -6.34
263890_at putative auxin-induced protein --- AT2G37030 1.09 0.13 0.78 0.46248956 0.8009 -6.34
250853_s_at putative protein prtedicted prteins, --- AT5G04680 / 1.05 0.07 0.78 0.4625794 0.8009 -6.34
265395_at putative LRR receptor protein kinasSRF1 AT2G20850 1.09 0.12 0.78 0.46265184 0.8010 -6.34
256958_at unknown protein contains Pfam pr--- AT3G13430 1.11 0.15 0.78 0.46274592 0.8011 -6.34
255574_at putative calcium-regulated protein CBL5 AT4G01420 -1.07 -0.09 -0.78 0.46283983 0.8011 -6.34
254199_at putative protein Ste-20 related kin --- AT4G24100 -1.07 -0.09 -0.78 0.46281033 0.8011 -6.34
252724_at putative protein hypothetical prote --- AT3G43540 1.08 0.11 0.78 0.46290211 0.8012 -6.34
262345_at hypothetical protein similar to hypo--- AT1G64180 1.07 0.10 0.78 0.46301855 0.8013 -6.34
259031_at putative transcription factor similar --- AT3G09360 1.09 0.12 0.78 0.4629908 0.8013 -6.34
249231_at putative protein similar to unknownABIL4 AT5G42030 1.07 0.10 0.78 0.46319467 0.8014 -6.35
264893_at unknown protein similar to unknow--- AT1G23140 -1.08 -0.11 -0.78 0.46322893 0.8014 -6.35
254173_at putative protein Kaposi's sarcoma REN1 AT4G24580 -1.05 -0.08 -0.78 0.46322188 0.8014 -6.35
246311_at high mobility group protein 2-like  ; HMGB1 AT3G51880 1.07 0.10 0.78 0.46344274 0.8016 -6.35
253691_at putative protein predicted proteinsEMB2752 AT4G29660 -1.05 -0.07 -0.78 0.46355552 0.8016 -6.35
246536_at putative protein KIAA0594 - Homo--- AT5G15920 1.16 0.22 0.78 0.46339658 0.8016 -6.35
249119_at unknown protein  ;supported by ful --- AT5G43720 1.05 0.07 0.78 0.4636204 0.8016 -6.35
255303_at predicted protein of unknown funct DER2.2 AT4G04860 -1.06 -0.09 -0.78 0.46367631 0.8016 -6.35
246992_at N-acetyltransferase hookless1-like --- AT5G67430 -1.06 -0.09 -0.78 0.46360003 0.8016 -6.35
267307_at putative laccase LAC3 AT2G30210 -1.09 -0.12 -0.78 0.46378161 0.8016 -6.35
266877_at putative glucanase AtGH9B12 AT2G44570 -1.06 -0.09 -0.78 0.46351974 0.8016 -6.35
249304_at folylpolyglutamate synthase-like pr GLA1 AT5G41480 1.09 0.12 0.78 0.46372159 0.8016 -6.35



256500_at Ty1/copia-element polyprotein --- --- 1.07 0.09 0.78 0.46376555 0.8016 -6.35
259744_at putative ketoacyl-CoA synthase simKCS7 AT1G71160 -1.06 -0.08 -0.78 0.46361394 0.8016 -6.35
255840_at unknown protein --- AT2G33520 -1.10 -0.13 -0.78 0.46347818 0.8016 -6.35
248650_at putative protein similar to unknown--- AT5G49250 1.09 0.12 0.78 0.46367381 0.8016 -6.35
264180_at hypothetical protein contains simila--- AT1G02190 -1.06 -0.08 -0.78 0.46373641 0.8016 -6.35
257538_at hypothetical protein predicted by g --- AT3G16160 -1.05 -0.08 -0.78 0.4639589 0.8018 -6.35
265977_at putative retroelement pol polyprote--- --- 1.05 0.08 0.78 0.46414452 0.8021 -6.35
266442_at hypothetical protein --- AT2G43260 1.05 0.07 0.78 0.46429485 0.8023 -6.35
256874_at cytochrome P450, putative containCYP71B36 AT3G26320 -1.07 -0.10 -0.78 0.46437678 0.8023 -6.35
249674_at unknown protein --- AT5G35930 -1.05 -0.07 -0.78 0.4644424 0.8024 -6.35
259361_at glyceraldehyde-3-phosphate dehyGAPC2 AT1G13440 1.07 0.10 0.78 0.46451093 0.8024 -6.35
256271_at unknown protein --- AT3G12140 -1.09 -0.13 -0.78 0.46453583 0.8024 -6.35
250196_at polynucleotide phosphorylase --- AT5G14580 -1.08 -0.11 -0.77 0.46490623 0.8025 -6.35
259056_at hypothetical protein similar to Ku70--- AT3G03420 1.08 0.11 0.78 0.46469417 0.8025 -6.35
252528_at E2, ubiquitin-conjugating enzyme UBC13 AT3G46460 -1.06 -0.08 -0.77 0.46495477 0.8025 -6.35
245295_at hypothetical protein ; supported by --- AT4G16100 1.08 0.11 0.77 0.46486188 0.8025 -6.35
257438_at hypothetical protein similarity to pla--- AT2G15325 -1.05 -0.07 -0.77 0.46477711 0.8025 -6.35
250779_at eukaryotic translation initiation fact EIF2 ALPHAAT5G05470 -1.10 -0.14 -0.77 0.46479055 0.8025 -6.35
255761_at hypothetical protein predicted by g --- AT1G16770 -1.06 -0.09 -0.78 0.46465862 0.8025 -6.35
260379_at putative glucosyltransferase simila UGT89B1 AT1G73880 / 1.09 0.12 0.77 0.46493323 0.8025 -6.35
258387_at hypothetical protein predicted by g --- AT3G15550 1.07 0.10 0.77 0.46482742 0.8025 -6.35
266935_at F-box protein LKP2/ADO2, AtFBXLKP2 AT2G18915 1.06 0.08 0.77 0.46496103 0.8025 -6.35
252749_at putative protein several hypothetica--- --- -1.06 -0.09 -0.77 0.46480378 0.8025 -6.35
264243_at hypothetical protein predicted by g --- AT1G54650 1.09 0.13 0.77 0.46504262 0.8026 -6.35
251677_at putative protein hypothetical prote BHLH039 AT3G56980 -1.22 -0.29 -0.77 0.46514319 0.8027 -6.35
256931_at LEA protein, putative similar to LE--- AT3G22490 1.06 0.08 0.77 0.46519754 0.8027 -6.35
263978_at unknown protein ;supported by full MBF1A AT2G42680 1.06 0.08 0.77 0.46541465 0.8030 -6.35
265007_s_at Expressed protein ; supported by f RALFL8 AT1G61563 / -1.05 -0.07 -0.77 0.46566698 0.8033 -6.35
266615_s_at putative monooxygenase  ;support CTF2A AT2G29720 / -1.25 -0.32 -0.77 0.46564059 0.8033 -6.35
258666_at hypothetical protein KOB1 AT3G08550 -1.06 -0.08 -0.77 0.46573659 0.8033 -6.35
257521_at hypothetical protein predicted by g --- AT3G09140 1.05 0.07 0.77 0.46573339 0.8033 -6.35
267395_at unknown protein --- AT2G44250 -1.05 -0.07 -0.77 0.46561788 0.8033 -6.35
260341_at squamosa-promoter binding prote --- AT1G69170 1.09 0.12 0.77 0.4659137 0.8034 -6.35
265328_at unknown protein --- AT2G18200 -1.05 -0.07 -0.77 0.46593861 0.8034 -6.35
253159_at HMG delta protein  ;supported by f HMGB5 AT4G35570 -1.06 -0.08 -0.77 0.46592413 0.8034 -6.35



262510_at hypothetical protein similar to hypo--- AT1G11270 1.07 0.10 0.77 0.46596468 0.8034 -6.35
259542_at Expressed protein ; supported by f --- AT1G20575 1.06 0.09 0.77 0.46612712 0.8037 -6.35
263743_at coatomer alpha subunit --- AT2G21390 -1.05 -0.08 -0.77 0.46618366 0.8037 -6.35
267173_at origin recognition complex protein ORC2 AT2G37560 1.11 0.15 0.77 0.46639033 0.8040 -6.35
264280_at beta-glucosidase, putative similar BGLU46 AT1G61820 1.14 0.19 0.77 0.4666167 0.8040 -6.35
253761_at putative protein thyroid receptor in--- AT4G28820 1.07 0.10 0.77 0.46697116 0.8040 -6.35
260544_at unknown protein predicted by gens--- AT2G43540 1.10 0.13 0.77 0.46700507 0.8040 -6.35
250929_at putative protein  ; supported by cD --- AT5G03290 1.10 0.14 0.77 0.466946 0.8040 -6.35
245756_at hyoscyamine 6-dioxygenase hydro--- AT1G35190 1.09 0.13 0.77 0.46706199 0.8040 -6.35
253497_at putative protein microtubule-assoc--- AT4G31880 1.07 0.10 0.77 0.4666603 0.8040 -6.35
251160_at inositol-1,4,5-trisphosphate 5-Pho --- AT3G63240 1.07 0.10 0.77 0.46695827 0.8040 -6.35
267494_at TCP1-chaperonin cofactor A isologKIS AT2G30410 1.06 0.09 0.77 0.46680065 0.8040 -6.35
263293_x_at hypothetical protein similar to hypo--- --- 1.05 0.08 0.77 0.46686661 0.8040 -6.35
257673_at unknown protein similar to GB:BAA--- AT3G20370 -1.08 -0.11 -0.77 0.46651808 0.8040 -6.35
253509_at putative protein kainate receptor, RGLR2.4 AT4G31710 -1.07 -0.09 -0.77 0.46657708 0.8040 -6.35
250783_at cytochrome P450  ; supported by cCYP79A2 AT5G05260 -1.07 -0.10 -0.77 0.46681445 0.8040 -6.35
261441_at NAM protein, putative similar to NAANAC010 AT1G28470 1.11 0.15 0.77 0.4669753 0.8040 -6.35
248407_at pectinesterase --- AT5G51500 1.06 0.08 0.77 0.4670634 0.8040 -6.35
248203_at Myb-related transcription factor-likeMYB49 AT5G54230 1.05 0.07 0.77 0.46646341 0.8040 -6.35
265533_at putative replication protein A1 --- --- -1.05 -0.07 -0.77 0.46650804 0.8040 -6.35
246452_at putative protein predicted proteins BPA1 AT5G16840 1.06 0.09 0.77 0.46680574 0.8040 -6.35
262763_at hypothetical protein --- AT1G28690 -1.09 -0.12 -0.77 0.4666548 0.8040 -6.35
262053_at putative DnaJ protein contains PfaATERDJ2A AT1G79940 -1.07 -0.10 -0.77 0.4670702 0.8040 -6.35
257630_at cytochrome P450, putative similar CYP71B16 AT3G26150 1.06 0.08 0.77 0.46714398 0.8040 -6.35
246016_at histidine kinase - like protein sens AHK5 AT5G10720 1.07 0.10 0.77 0.46711844 0.8040 -6.35
249191_at putative protein similar to unknown--- AT5G42760 -1.09 -0.12 -0.77 0.4671987 0.8040 -6.35
250039_at disease resistance protein -like dis--- AT5G18370 -1.08 -0.11 -0.77 0.46740761 0.8043 -6.35
252849_at Histon H3  ;supported by full-length--- AT4G40040 1.06 0.09 0.77 0.46756126 0.8045 -6.35
260015_at putative S-adenosyl-L-methionine:tCCOAMT AT1G67980 1.28 0.35 0.77 0.4677684 0.8046 -6.35
252433_at putative protein putative hydrolyse--- AT3G47560 -1.10 -0.14 -0.77 0.46808764 0.8046 -6.35
261663_at hypothetical protein similar to hypoEPR1 AT1G18330 / -1.21 -0.27 -0.77 0.46841664 0.8046 -6.35
260656_at hypothetical protein predicted by g --- AT1G19380 -1.26 -0.34 -0.77 0.46833935 0.8046 -6.35
245351_at casein kinase II beta chain CKB2 ; CKB2 AT4G17640 -1.07 -0.09 -0.77 0.4679658 0.8046 -6.35
258200_at putative ATPase similar to ATPase--- AT3G13900 -1.08 -0.11 -0.77 0.46824165 0.8046 -6.35
257963_at hypothetical protein predicted by g --- AT3G19840 -1.12 -0.16 -0.77 0.46804452 0.8046 -6.35



250520_at putative protein contains similarity PEX1 AT5G08470 -1.05 -0.07 -0.77 0.46796053 0.8046 -6.35
263219_at putative serine proteinase Strong s--- AT1G30600 1.09 0.13 0.77 0.46832382 0.8046 -6.35
263577_at putative protein kinase identical to SSP AT2G17090 1.08 0.11 0.77 0.46784201 0.8046 -6.35
248663_at putative protein strong similarity to --- AT5G48590 1.05 0.07 0.77 0.46791259 0.8046 -6.35
265691_at unknown protein predicted by gens--- AT2G24330 -1.10 -0.14 -0.77 0.46789507 0.8046 -6.35
247861_at strong similarity to unknown protein--- AT5G58160 1.08 0.11 0.77 0.46843486 0.8046 -6.35
249688_at putative protein tyrosine aminotran--- AT5G36160 -1.08 -0.12 -0.77 0.46832328 0.8046 -6.35
264966_at hypothetical protein predicted by g --- AT1G60570 -1.09 -0.12 -0.77 0.46795607 0.8046 -6.35
246281_at hypothetical protein NAPRT1 AT4G36940 1.10 0.14 0.77 0.46817594 0.8046 -6.35
257589_at hypothetical protein predicted by g --- AT1G55050 1.08 0.11 0.77 0.46814814 0.8046 -6.35
261686_at unknown protein ;supported by full --- AT1G47310 1.06 0.09 0.77 0.46838189 0.8046 -6.35
258891_at unknown protein EMB2016 AT3G05680 1.06 0.08 0.77 0.46763143 0.8046 -6.35
247618_at receptor like protein kinase recept --- AT5G60280 1.07 0.10 0.77 0.46830327 0.8046 -6.35
264095_at mercaptopyruvate sulfurtransferaseMST1 AT1G79230 -1.06 -0.08 -0.77 0.46794835 0.8046 -6.35
257996_at unknown protein --- AT3G19950 -1.05 -0.07 -0.77 0.46828255 0.8046 -6.35
266646_at unknown protein  ;supported by ful ATPH1 AT2G29700 1.07 0.10 0.77 0.46834844 0.8046 -6.35
247598_at UVB-resistance protein UVR8 - lik --- AT5G60870 -1.06 -0.09 -0.77 0.46794705 0.8046 -6.35
265203_at unknown protein --- AT2G36630 1.08 0.11 0.77 0.46850953 0.8047 -6.35
253840_at putative acyl-CoA binding protein ACBP2 AT4G27780 1.08 0.11 0.77 0.46861984 0.8048 -6.35
267462_at Expressed protein ; supported by f --- AT2G33735 -1.12 -0.16 -0.77 0.46876445 0.8049 -6.35
249246_at unknown protein --- AT5G42290 -1.06 -0.08 -0.77 0.46876003 0.8049 -6.35
256728_at glutamyl-tRNA amidotransferase s--- AT3G25660 1.09 0.13 0.77 0.46889609 0.8050 -6.35
259536_s_at putative protein hypothetical protei ATCOAB AT1G12350 / 1.05 0.07 0.77 0.46932141 0.8050 -6.35
263516_at AtRer1B  ;supported by full-length ATRER1B AT2G21600 1.07 0.10 0.77 0.46895104 0.8050 -6.35
266033_at putative translation initiation factor --- AT2G05830 -1.08 -0.11 -0.77 0.46925727 0.8050 -6.35
247049_at putative protein similar to unknown--- AT5G66440 1.32 0.40 0.77 0.46930109 0.8050 -6.35
258153_at Expressed protein ; supported by f MOS4 AT3G18165 1.08 0.11 0.77 0.46919267 0.8050 -6.35
256517_at PHD-finger protein, putative contaMMD1 AT1G66170 -1.05 -0.07 -0.77 0.46922188 0.8050 -6.35
259638_at coatomer complex subunit, putativ--- AT1G52360 1.07 0.10 0.77 0.46923775 0.8050 -6.35
259353_at putative branched-chain amino aci --- AT3G05190 1.05 0.08 0.77 0.46899804 0.8050 -6.35
263017_at putative cyclin 2 CYCB2;1 AT2G17620 -1.06 -0.08 -0.77 0.46906886 0.8050 -6.35
256357_at hypothetical protein --- AT1G66490 1.05 0.06 0.77 0.46901857 0.8050 -6.35
267589_at hypothetical protein --- --- 1.05 0.07 0.77 0.4692454 0.8050 -6.35
256654_at ribosomal protein, putative similar --- AT3G18880 1.10 0.13 0.77 0.46895929 0.8050 -6.35
265372_at Ac-like transposase related to Ac/D--- AT2G06500 -1.07 -0.10 -0.77 0.46915314 0.8050 -6.35



257403_at hypothetical protein similar to hypo--- AT1G62520 -1.06 -0.09 -0.77 0.46937068 0.8050 -6.35
264817_at hypothetical protein similar to mem--- AT1G03540 -1.06 -0.08 -0.77 0.46941188 0.8051 -6.35
266835_at putative NADH dehydrogenase (ubNDA2 AT2G29990 1.19 0.25 0.77 0.46949518 0.8051 -6.35
263222_at putative protein kinase Strong simi --- AT1G30640 -1.10 -0.14 -0.77 0.46962395 0.8052 -6.35
256288_at arginine N-methyltransferase 3, puPRMT3 AT3G12270 -1.15 -0.20 -0.77 0.46962181 0.8052 -6.35
247831_at putative protein serine/threonine-s--- AT5G58540 -1.12 -0.16 -0.77 0.4696887 0.8052 -6.35
262302_at hypothetical protein predicted by g --- AT1G70910 -1.07 -0.10 -0.77 0.4696732 0.8052 -6.35
249043_at berberine bridge enzyme --- AT5G44360 1.05 0.07 0.77 0.46976836 0.8053 -6.35
245906_at putative protein  ;supported by full- --- AT5G11070 -1.15 -0.20 -0.77 0.46981222 0.8053 -6.35
250415_at putative protein GLUR3 ligand-gatGLR2.5 AT5G11210 -1.22 -0.28 -0.77 0.46992559 0.8054 -6.35
254547_at putative protein --- AT4G19860 1.10 0.14 0.77 0.46988079 0.8054 -6.35
257676_at unknown protein  ;supported by ful TGD2 AT3G20320 1.06 0.09 0.77 0.469978 0.8054 -6.35
259704_at putative 3'-5' exoribonuclease simi --- AT1G77680 -1.08 -0.11 -0.77 0.46997008 0.8054 -6.35
253246_at putative protein --- AT4G34600 -1.07 -0.10 -0.77 0.47006331 0.8054 -6.36
247961_at putative protein similar to unknown--- AT5G56570 -1.05 -0.07 -0.77 0.47012947 0.8055 -6.36
256979_at Expressed protein ; supported by f PSBTN AT3G09550 / 1.07 0.10 0.76 0.47026692 0.8055 -6.36
253589_at puative protein membrane-associa--- AT4G30825 1.09 0.13 0.77 0.47020997 0.8055 -6.36
248185_at flavonol 3-O-glucosyltransferase-likUF3GT AT5G54060 -1.06 -0.09 -0.76 0.47032117 0.8055 -6.36
252283_at 60S ribosomal protein L13 (BBC1)--- AT3G48960 1.06 0.09 0.76 0.47030562 0.8055 -6.36
249293_at protein kinase-like --- AT5G41260 1.08 0.11 0.76 0.47024535 0.8055 -6.36
246242_at putative protein --- AT4G36600 -1.09 -0.13 -0.76 0.4703777 0.8056 -6.36
248346_at GTP-binding protein-like  ;supporteATGB1 AT5G52210 1.11 0.15 0.76 0.47047614 0.8056 -6.36
261364_at dynamin-like protein similar to GB: --- AT1G53140 -1.07 -0.10 -0.76 0.47045737 0.8056 -6.36
258129_at hypothetical protein predicted by g ROPGEF8 AT3G24620 -1.07 -0.09 -0.76 0.47058677 0.8057 -6.36
263901_at unknown protein  ;supported by ful --- AT2G36320 -1.09 -0.12 -0.76 0.47061229 0.8057 -6.36
249345_at putative protein  ; supported by cD --- AT5G40740 -1.07 -0.09 -0.76 0.47110841 0.8058 -6.36
258642_at unknown protein  ;supported by ful --- AT3G07910 1.06 0.08 0.76 0.47100433 0.8058 -6.36
265394_at predicted protein ; supported by cD--- AT2G20725 1.07 0.10 0.76 0.47132866 0.8058 -6.36
245194_at F12A21.5 similar to protein phosph--- AT1G67820 -1.12 -0.16 -0.76 0.47112377 0.8058 -6.36
258669_at hypothetical protein predicted by g --- AT3G08800 1.06 0.08 0.76 0.47138715 0.8058 -6.36
266411_at putative peptidyl-prolyl cis-trans iso--- AT2G38730 -1.08 -0.11 -0.76 0.4712837 0.8058 -6.36
247253_at  beta-1,3-glucanase  --- AT5G64790 1.20 0.26 0.76 0.47120407 0.8058 -6.36
246994_at putative protein similar to unknown--- AT5G67460 -1.16 -0.22 -0.76 0.47126189 0.8058 -6.36
260168_at unknown protein contains zinc fing--- AT1G71980 -1.08 -0.11 -0.76 0.47129865 0.8058 -6.36
258278_at putative self-incompatibility protein--- AT3G26860 -1.06 -0.08 -0.76 0.47086332 0.8058 -6.36



252310_at GTPase activating -like protein GT--- AT3G49350 -1.13 -0.17 -0.76 0.47100938 0.8058 -6.36
265902_at hypothetical protein predicted by g --- AT2G25590 -1.06 -0.09 -0.76 0.47102835 0.8058 -6.36
257714_at histone H3, putative similar to hist --- AT3G27360 1.07 0.10 0.76 0.47097794 0.8058 -6.36
247445_at putative protein similar to unknown--- AT5G62640 1.06 0.09 0.76 0.4708136 0.8058 -6.36
255049_at gibberellin-regulated protein GASAGASA2 AT4G09610 -1.05 -0.07 -0.76 0.47112444 0.8058 -6.36
261342_at putative replication protein similar t--- AT1G52950 -1.05 -0.07 -0.76 0.47095068 0.8058 -6.36
263313_at 14-3-3 protein (grf15), putative con--- AT2G10450 -1.06 -0.09 -0.76 0.47137596 0.8058 -6.36
256030_at hypothetical protein contains simila--- AT1G34110 1.07 0.09 0.76 0.47139256 0.8058 -6.36
257309_at hypothetical protein predicted by g --- AT3G28150 1.05 0.07 0.76 0.47100264 0.8058 -6.36
266375_at En/Spm-like transposon protein rel --- --- -1.07 -0.09 -0.76 0.47107839 0.8058 -6.36
251284_at hypothetical protein --- AT3G61840 -1.09 -0.12 -0.76 0.47071728 0.8058 -6.36
261276_at v-SNARE protein AtVTI1b, putativ VTI1B AT1G26670 1.09 0.12 0.76 0.47147715 0.8059 -6.36
244948_at hypothetical protein --- --- -1.06 -0.08 -0.76 0.47150965 0.8059 -6.36
245314_at Expressed protein ; supported by f --- AT4G16745 -1.06 -0.09 -0.76 0.47161389 0.8059 -6.36
258078_at unknown protein  ;supported by ful --- AT3G25870 1.14 0.19 0.76 0.47158709 0.8059 -6.36
259700_at unknown protein --- AT1G68980 -1.05 -0.07 -0.76 0.47176067 0.8059 -6.36
254570_s_at puatative protein various predicted--- AT4G19250 / -1.07 -0.09 -0.76 0.47172594 0.8059 -6.36
254731_at hypothetical protein --- AT4G13750 1.07 0.10 0.76 0.47173336 0.8059 -6.36
247674_at putative protein large number of p --- AT5G59930 -1.09 -0.12 -0.76 0.47172402 0.8059 -6.36
262197_at AP2 domain containing protein, puRAP2.12 AT1G53910 1.11 0.15 0.76 0.47181024 0.8060 -6.36
261104_at unknown protein --- AT1G62910 -1.07 -0.10 -0.76 0.47185484 0.8060 -6.36
252516_at histidyl-tRNA synthetase  ; supportATHRS1 AT3G46100 -1.07 -0.10 -0.76 0.4719133 0.8060 -6.36
256859_at hypothetical protein --- AT3G22940 -1.08 -0.11 -0.76 0.47192781 0.8060 -6.36
264746_at unknown protein similar to putativeWRKY6 AT1G62300 1.19 0.25 0.76 0.47225011 0.8061 -6.36
266093_at unknown protein  ;supported by ful --- AT2G37990 1.10 0.13 0.76 0.47224363 0.8061 -6.36
246552_at putative protein --- AT5G15420 1.13 0.18 0.76 0.47223151 0.8061 -6.36
250094_at 2-hydroxyphytanoyl-CoA lyase-like--- AT5G17380 -1.17 -0.22 -0.76 0.47209585 0.8061 -6.36
259935_at putative GDSL-motif lipase/acylhyd--- AT1G71250 -1.07 -0.10 -0.76 0.47210324 0.8061 -6.36
258336_at putative ethylene-inducible protein PDX1.2 AT3G16050 -1.14 -0.19 -0.76 0.47225167 0.8061 -6.36
262054_s_at putative heat-shock protein contai --- AT1G79920 / -1.09 -0.12 -0.76 0.47217542 0.8061 -6.36
260045_at putative MAP kinase similar to mitoATMPK15 AT1G73670 -1.05 -0.07 -0.76 0.47220185 0.8061 -6.36
264019_at cyclophilin (CYP2) Same as GB: A --- AT2G21130 -1.08 -0.11 -0.76 0.47236983 0.8061 -6.36
245075_at putative cytochrome P450 CYP96A1 AT2G23180 -1.07 -0.09 -0.76 0.47237695 0.8061 -6.36
265366_at putative N-acetylglucosaminyltrans--- AT2G13290 1.07 0.09 0.76 0.47267351 0.8065 -6.36
253464_at putative protein  ; supported by full --- AT4G32030 1.08 0.12 0.76 0.47265826 0.8065 -6.36



258190_at hypothetical protein predicted by g --- AT3G29080 -1.06 -0.08 -0.76 0.47266813 0.8065 -6.36
253457_at putative protein C56A3.6,Caenorh--- AT4G32060 -1.07 -0.10 -0.76 0.47292939 0.8067 -6.36
262511_at syntaxin-related protein At-SYR1, SYP125 AT1G11250 -1.08 -0.11 -0.76 0.47287137 0.8067 -6.36
250590_at exonuclease-like protein --- AT5G07710 1.06 0.08 0.76 0.47286844 0.8067 -6.36
255229_at F-box protein family, AtFBL22 con--- AT4G05490 1.05 0.06 0.76 0.47296773 0.8067 -6.36
266711_at unknown protein --- AT2G46740 -1.06 -0.08 -0.76 0.4729463 0.8067 -6.36
261746_at unknown protein ;supported by full PSAO AT1G08380 1.05 0.08 0.76 0.47308943 0.8068 -6.36
255523_at pectinesterase - like protein similar--- AT4G02320 1.06 0.09 0.76 0.47318314 0.8069 -6.36
250992_at expansin precursor - like protein eATEXPA9 AT5G02260 -1.16 -0.22 -0.76 0.47331346 0.8070 -6.36
265867_at unknown protein  ;supported by ful MEE11 AT2G01620 -1.07 -0.10 -0.76 0.47330941 0.8070 -6.36
266394_at Ras-related GTP-binding protein (AARA4 AT2G43130 1.06 0.09 0.76 0.47346877 0.8072 -6.36
247151_at unknown protein  ;supported by ful bHLH093 AT5G65640 -1.11 -0.15 -0.76 0.47351142 0.8072 -6.36
266928_at putative phosphomannomutase  ;s PMM AT2G45790 1.09 0.12 0.76 0.47349785 0.8072 -6.36
264791_at predicted protein --- AT2G17845 -1.05 -0.07 -0.76 0.47388921 0.8078 -6.36
253838_at putative zinc finger protein zinc fin --- AT4G27880 1.10 0.13 0.76 0.47405608 0.8080 -6.36
253276_at caffeoyl-CoA O-methyltransferase --- AT4G34050 -1.10 -0.13 -0.76 0.47422232 0.8080 -6.36
259074_at putative protein kinase contains Pf RPK2 AT3G02130 -1.10 -0.13 -0.76 0.47423031 0.8080 -6.36
257475_at hypothetical protein predicted by g --- AT1G80880 -1.05 -0.07 -0.76 0.47422499 0.8080 -6.36
245128_at unknown protein similar to gi23448--- AT2G45380 -1.07 -0.10 -0.76 0.47412514 0.8080 -6.36
257491_at hypothetical protein predicted by g--- AT1G06170 -1.05 -0.07 -0.76 0.47432873 0.8081 -6.36
258249_s_at unknown protein  ; supported by fu --- AT3G15820 / -1.09 -0.13 -0.76 0.47440548 0.8082 -6.36
247660_at ankyrin-like protein ankyrin 3, Mus--- AT5G60070 -1.06 -0.08 -0.76 0.4748255 0.8082 -6.36
252089_at putative protein --- AT3G52110 -1.09 -0.12 -0.76 0.47442407 0.8082 -6.36
260472_at hypothetical protein predicted by g --- AT1G10990 -1.42 -0.51 -0.76 0.47479991 0.8082 -6.36
261368_at protein kinase, putative similar to m--- AT1G53070 -1.08 -0.12 -0.76 0.47477425 0.8082 -6.36
253894_at NWMU2 - 2S albumin 2 precursor --- AT4G27150 1.05 0.08 0.76 0.47474695 0.8082 -6.36
247599_at putative protein --- AT5G60880 -1.12 -0.17 -0.76 0.47469005 0.8082 -6.36
248909_at serine threonine protein kinase ; suCIPK19 AT5G45810 -1.09 -0.12 -0.76 0.47483391 0.8082 -6.36
265822_at putative SEC1 family transport pro ATSLY1 AT2G17980 1.06 0.09 0.76 0.47459111 0.8082 -6.36
247695_at putative protein Not2p, Homo sap VIP2 AT5G59710 -1.05 -0.08 -0.76 0.47484752 0.8082 -6.36
259299_at unknown protein --- AT3G05080 1.09 0.12 0.76 0.47464363 0.8082 -6.36
252698_at amine oxidase -like protein amine --- AT3G43670 1.08 0.11 0.76 0.47471825 0.8082 -6.36
264403_at unknown protein similarity to HSR --- AT2G25150 -1.06 -0.08 -0.76 0.47450799 0.8082 -6.36
254139_at hypothetical protein --- AT4G24600 -1.07 -0.10 -0.76 0.47451822 0.8082 -6.36
251969_at Cytochrom P450 -like protein CYTLUT1 AT3G53130 -1.08 -0.11 -0.76 0.47496316 0.8083 -6.36



266052_at putative WRKY-type DNA binding WRKY55 AT2G40740 -1.12 -0.16 -0.76 0.47495937 0.8083 -6.36
249045_at berberine bridge enzyme-like prote--- AT5G44380 1.23 0.30 0.76 0.47510998 0.8083 -6.36
258823_at putative RING zinc finger protein c--- AT3G07200 1.08 0.11 0.76 0.47505516 0.8083 -6.36
253053_at putative protein beta-ketoadipate e--- AT4G37470 -1.08 -0.11 -0.76 0.4750445 0.8083 -6.36
249884_at Na+/H+ antiporter-like protein CHX9 AT5G22910 -1.06 -0.09 -0.76 0.47512305 0.8083 -6.36
267430_at unknown protein EDA3 AT2G34860 1.09 0.13 0.76 0.4753795 0.8087 -6.36
259388_at steroid sulfotransferase, putative sST4B AT1G13420 1.06 0.09 0.76 0.47547031 0.8088 -6.36
258529_at hypothetical protein predicted by g--- AT3G06740 1.09 0.12 0.76 0.47562238 0.8090 -6.36
259311_at putative SAR DNA-binding protein---- AT3G05060 -1.12 -0.17 -0.76 0.47575649 0.8091 -6.36
249104_at sucrose transporter protein ATSUC6 AT5G43610 1.06 0.08 0.76 0.47571438 0.8091 -6.36
252274_at branched-chain-amino-acid transaBCAT3 AT3G49680 -1.06 -0.08 -0.76 0.4757852 0.8091 -6.36
254601_at putative protein DNA (cytosine-5-)CMT2 AT4G19020 -1.10 -0.13 -0.75 0.47590956 0.8091 -6.36
261528_at pectate lyase, putative similar to pAT59 AT1G14420 -1.06 -0.09 -0.75 0.47588336 0.8091 -6.36
254957_at putative protein  ; supported by full --- AT4G10970 1.07 0.10 0.75 0.47597062 0.8092 -6.36
264349_at putative Proline synthetase associa--- AT1G11930 1.05 0.07 0.75 0.47610941 0.8094 -6.36
261132_at hypothetical protein predicted by g TGD1 AT1G19800 -1.06 -0.08 -0.75 0.47614623 0.8094 -6.36
252803_at putative protein various predicted --- --- -1.07 -0.10 -0.75 0.47621022 0.8094 -6.36
264580_at unknown protein EST gb|ATTS029--- AT1G05340 1.14 0.19 0.75 0.47633099 0.8095 -6.36
257335_at hypothetical protein --- --- -1.06 -0.08 -0.75 0.47636037 0.8095 -6.36
256076_at unknown protein ; supported by cD--- AT1G18060 -1.10 -0.14 -0.75 0.47647967 0.8097 -6.36
245180_at putative protein similarity to protein--- AT5G12410 1.10 0.13 0.75 0.47656797 0.8097 -6.36
256579_at hypothetical protein --- AT3G28720 1.05 0.08 0.75 0.47652923 0.8097 -6.36
266930_at hypothetical protein predicted by g --- AT2G45930 -1.08 -0.11 -0.75 0.47656486 0.8097 -6.36
264604_at hypothetical protein predicted by g --- AT1G04650 -1.08 -0.12 -0.75 0.47663976 0.8097 -6.36
253765_at hypothetical protein  ;supported by --- AT4G28740 -1.12 -0.16 -0.75 0.47674684 0.8098 -6.36
254286_at putative MADS Box / AGL protein AGL19 AT4G22950 -1.11 -0.15 -0.75 0.47753617 0.8099 -6.37
258164_at surfeit 1 identical to GB:AAF19609SURF1 AT3G17910 1.10 0.14 0.75 0.47752119 0.8099 -6.37
255598_at putative protein similar to nucleolin --- AT4G00830 1.08 0.11 0.75 0.47736602 0.8099 -6.37
263624_at putative ferredoxin-thioredoxin red --- AT2G04700 1.08 0.11 0.75 0.47735921 0.8099 -6.37
245746_at bHLH transcription factor, putative--- AT1G51070 -1.08 -0.11 -0.75 0.47717667 0.8099 -6.37
261083_at unknown protein ; supported by cD--- AT1G07310 1.07 0.10 0.75 0.4770238 0.8099 -6.36
249963_at putative protein SPECKLE-TYPE ATBPM1 AT5G19000 1.07 0.10 0.75 0.47746144 0.8099 -6.37
262179_at hypothetical protein predicted by g AGL66 AT1G77980 -1.07 -0.10 -0.75 0.47755596 0.8099 -6.37
252171_at hypothetical protein  ; supported by--- AT3G50590 1.06 0.08 0.75 0.47694552 0.8099 -6.36
265615_at putative dioxygenase  ; supported --- AT2G25450 -1.07 -0.10 -0.75 0.47688126 0.8099 -6.36



254093_at putative protein extensin, Cathara AtMC2 AT4G25110 1.18 0.23 0.75 0.47713571 0.8099 -6.37
250236_at delta subunit of mitochondrial F1-A--- AT5G13450 1.07 0.10 0.75 0.47702919 0.8099 -6.36
257917_at ethylene responsive element bind --- AT3G23220 1.05 0.07 0.75 0.47738933 0.8099 -6.37
251613_at hypothetical protein --- AT3G57960 -1.07 -0.10 -0.75 0.47752036 0.8099 -6.37
249477_s_at germin - like protein probable germ--- AT5G38930 / -1.05 -0.07 -0.75 0.47752293 0.8099 -6.37
263594_at putative purple acid phosphatase cPAP7 AT2G01880 -1.15 -0.20 -0.75 0.47754274 0.8099 -6.37
261748_at hypothetical protein predicted by g --- AT1G76070 -1.24 -0.31 -0.75 0.47755851 0.8099 -6.37
254033_at V-ATPase G-subunit like protein GVATG3 AT4G25950 -1.05 -0.06 -0.75 0.47687132 0.8099 -6.36
254828_at putative cell wall-plasma membranAIR1 AT4G12550 -1.06 -0.08 -0.75 0.47741222 0.8099 -6.37
254934_at putative Ap2 domain protein DNA-CRF1 AT4G11140 -1.07 -0.10 -0.75 0.47733717 0.8099 -6.37
255422_at putative D-type cyclin CYCD6;1 AT4G03270 1.06 0.09 0.75 0.47739811 0.8099 -6.37
267522_at hypothetical protein predicted by g --- AT2G30430 -1.07 -0.10 -0.75 0.47749286 0.8099 -6.37
263295_at putative MADS-box protein ANR1 AGL44 AT2G14210 1.05 0.07 0.75 0.47774763 0.8101 -6.37
246679_at putative protein replication protein --- --- 1.05 0.08 0.75 0.4777643 0.8101 -6.37
252407_at chloroplast NAD-dependent malateMDH AT3G47520 1.08 0.11 0.75 0.47790728 0.8102 -6.37
257114_at cytochrome P450, putative containCYP705A23AT3G20140 -1.08 -0.11 -0.75 0.47789149 0.8102 -6.37
266435_s_at hypothetical protein predicted by g --- AT2G07130 / 1.06 0.08 0.75 0.47807455 0.8105 -6.37
260550_at putative sterol dehydrogenase  ; su--- AT2G43420 -1.09 -0.12 -0.75 0.47813287 0.8105 -6.37
257450_at unknown protein similar to gb|AAD --- AT1G10530 -1.08 -0.10 -0.75 0.47823907 0.8106 -6.37
267439_at putative GDSL-motif lipase/hydrola--- AT2G19060 1.07 0.10 0.75 0.4783624 0.8107 -6.37
249701_at putative protein similar to unknown--- AT5G35460 -1.06 -0.08 -0.75 0.47834467 0.8107 -6.37
261290_at hypothetical protein predicted by g --- AT1G36990 -1.09 -0.13 -0.75 0.47833758 0.8107 -6.37
254092_at respiratory burst oxidase - like pro --- AT4G25090 -1.05 -0.07 -0.75 0.47839984 0.8107 -6.37
255785_at sulfate adenylyltransferase identicaAPS2 AT1G19920 -1.06 -0.09 -0.75 0.47848632 0.8107 -6.37
264842_at hypothetical protein predicted by g --- AT1G03700 -1.05 -0.07 -0.75 0.47848343 0.8107 -6.37
263507_s_at hypothetical protein --- --- -1.09 -0.12 -0.75 0.47853642 0.8107 -6.37
249545_at putative transmembrane protein p --- AT5G38030 1.05 0.07 0.75 0.47860341 0.8108 -6.37
245904_at sucrose-phosphate synthase -like ATSPS2F AT5G11110 1.07 0.10 0.75 0.47878606 0.8108 -6.37
253760_at putative protein (fragment) predict AT4G28815--- -1.08 -0.11 -0.75 0.47877868 0.8108 -6.37
250103_at transcription factor (gb|AAD53095. MYB43 AT5G16600 1.06 0.09 0.75 0.47874976 0.8108 -6.37
258898_at putative DNA helicase RECQI1 AT3G05740 1.11 0.15 0.75 0.4786848 0.8108 -6.37
263855_at putative non-LTR retrolelement rev--- AT2G04420 -1.06 -0.09 -0.75 0.47877426 0.8108 -6.37
246367_at light repressible receptor protein k --- AT1G51880 1.06 0.08 0.75 0.47889726 0.8109 -6.37
251693_at putative protein several hypothetica--- AT3G56550 1.07 0.09 0.75 0.4789755 0.8110 -6.37
246840_at putative protein  ;supported by full- --- AT5G26610 -1.05 -0.07 -0.75 0.47906156 0.8111 -6.37



266607_at hypothetical protein predicted by g --- AT2G46300 -1.07 -0.10 -0.75 0.47916541 0.8111 -6.37
258294_at hypothetical protein predicted by g --- AT3G23350 -1.06 -0.08 -0.75 0.47916304 0.8111 -6.37
247108_at ReMembR-H2 protein JR700 (gb|ARMR1 AT5G66160 1.07 0.10 0.75 0.47923542 0.8112 -6.37
256774_at hypothetical protein predicted by g --- AT3G13760 -1.05 -0.07 -0.75 0.47926029 0.8112 -6.37
261738_s_at hypothetical protein identical to hyp--- AT1G47813 / 1.10 0.14 0.75 0.47929417 0.8112 -6.37
264151_at hypothetical protein    predicted by --- AT1G02070 -1.07 -0.09 -0.75 0.47948077 0.8113 -6.37
262218_at hypothetical protein contains simila--- AT1G74770 1.09 0.13 0.75 0.47945807 0.8113 -6.37
264443_at Expressed protein ; supported by f --- AT1G27385 1.09 0.12 0.75 0.47945264 0.8113 -6.37
248456_at putative protein similar to unknown--- AT5G51380 -1.05 -0.07 -0.75 0.47950336 0.8113 -6.37
248495_at putative protein strong similarity to --- AT5G50780 -1.07 -0.10 -0.75 0.47968928 0.8113 -6.37
254212_at putative protein many putative pro --- AT4G23580 -1.06 -0.08 -0.75 0.47966458 0.8113 -6.37
260532_at putative ATP-dependent RNA helic--- AT2G47330 -1.05 -0.07 -0.75 0.47969479 0.8113 -6.37
250771_at NBS/LRR disease resistance prote--- AT5G05400 1.06 0.08 0.75 0.47971269 0.8113 -6.37
252691_at kinesin -like protein KLP2 protein, --- AT3G44050 -1.05 -0.08 -0.75 0.47963046 0.8113 -6.37
257261_s_at hypothetical protein contains Pfam --- AT3G21920 / -1.05 -0.07 -0.75 0.47980664 0.8114 -6.37
265095_at putative cruciferin 12S seed storagCRU2 AT1G03880 -1.06 -0.09 -0.75 0.47993652 0.8116 -6.37
266393_at late embryogenesis abundant M17M17 AT2G41260 1.05 0.07 0.75 0.4800544 0.8117 -6.37
256295_at hypothetical protein --- AT1G69470 -1.06 -0.08 -0.75 0.48014874 0.8118 -6.37
253011_at putative protein retrotransposon -l EDA40 AT4G37890 -1.13 -0.17 -0.75 0.48029494 0.8120 -6.37
266801_at putative nucleotide-binding protein EMB2001 AT2G22870 -1.13 -0.18 -0.75 0.48043177 0.8121 -6.37
246029_at leucine-rich repeat protein  ; suppo--- AT5G21090 1.06 0.08 0.75 0.48043463 0.8121 -6.37
266474_at hypothetical protein predicted by g --- AT2G31110 1.20 0.26 0.75 0.48059321 0.8123 -6.37
249399_at putative protein intracellular protei --- AT5G40290 -1.05 -0.07 -0.75 0.48068989 0.8124 -6.37
261447_at transcription factor, putative simila--- AT1G21160 1.06 0.08 0.75 0.48083963 0.8125 -6.37
263783_at putative WRKY-type DNA binding WRKY46 AT2G46400 1.29 0.36 0.75 0.48080979 0.8125 -6.37
245641_at Expressed protein ; supported by f --- AT1G25370 -1.27 -0.35 -0.75 0.4808542 0.8125 -6.37
252875_at GTP-binding protein GB3  ;supportRABA4B AT4G39990 1.06 0.08 0.75 0.48089227 0.8125 -6.37
265916_at hypothetical protein similar to En/S--- --- 1.06 0.08 0.75 0.48095738 0.8125 -6.37
250431_at cyclin protein - like cyclin D2.1 proCYCD4;2 AT5G10440 -1.06 -0.08 -0.75 0.48099495 0.8125 -6.37
245547_at cytochrome P450 like protein CYP702A2 AT4G15300 -1.05 -0.07 -0.75 0.48100089 0.8125 -6.37
261451_at unknown protein --- AT1G21060 1.20 0.26 0.75 0.48108084 0.8126 -6.37
260593_at poly(A)-specific ribonuclease, putaAHG2 AT1G55870 -1.08 -0.11 -0.75 0.48114333 0.8126 -6.37
257096_at hypothetical protein --- AT3G30820 -1.06 -0.08 -0.75 0.48117024 0.8126 -6.37
249878_at TATA-binding protein-associated pNF-YB13 AT5G23090 1.08 0.11 0.75 0.48111341 0.8126 -6.37
261383_at hypothetical protein predicted by g --- AT1G05380 -1.07 -0.09 -0.75 0.48139049 0.8129 -6.37



253399_at putative poly(A) polymerase polynnPAP AT4G32850 -1.05 -0.08 -0.75 0.48144673 0.8129 -6.37
266440_at unknown protein --- AT2G43235 / -1.06 -0.08 -0.74 0.48148051 0.8129 -6.37
256886_at hypothetical protein contains Pfam --- AT3G15130 1.05 0.07 0.74 0.48164664 0.8131 -6.37
249476_at germin - like protein probable germ--- AT5G38910 -1.08 -0.11 -0.74 0.48169115 0.8132 -6.37
263623_at hypothetical protein predicted by g --- AT2G04860 -1.05 -0.07 -0.74 0.48173964 0.8132 -6.37
253593_at putative protein hypothetical prote --- AT4G30760 1.07 0.10 0.74 0.48177516 0.8132 -6.37
254396_at peptide transporter - like protein p --- AT4G21680 1.36 0.44 0.74 0.48198622 0.8135 -6.37
253036_at putative protein other predicted pro--- AT4G38340 -1.08 -0.11 -0.74 0.48205631 0.8135 -6.37
251344_at putative protein beige-like protein ( --- AT3G60920 -1.06 -0.08 -0.74 0.48233647 0.8138 -6.37
258732_at putative alkaline/neutral invertase s--- AT3G05820 -1.06 -0.09 -0.74 0.48236151 0.8138 -6.37
251001_at putative protein --- AT5G02670 -1.08 -0.11 -0.74 0.48231697 0.8138 -6.37
255222_at putative protein Mitochondrial ATP--- AT4G05340 -1.05 -0.07 -0.74 0.48233858 0.8138 -6.37
248261_at putative protein similar to unknownPDV1 AT5G53280 -1.06 -0.08 -0.74 0.48246986 0.8139 -6.37
259617_at hypothetical protein predicted by g --- AT1G47970 -1.07 -0.10 -0.74 0.48253787 0.8140 -6.37
254174_at putative protein various predicted pYSL1 AT4G24120 1.10 0.14 0.74 0.48260972 0.8140 -6.37
254487_at calcium-binding protein - like calci --- AT4G20780 -1.25 -0.33 -0.74 0.48261291 0.8140 -6.37
254348_at putative protein p47 - Homo sapie PUX3 AT4G22150 -1.05 -0.08 -0.74 0.48265593 0.8140 -6.37
266304_at hypothetical protein --- AT2G27090 -1.06 -0.08 -0.74 0.48290054 0.8141 -6.37
256165_at hypothetical protein predicted by g --- AT1G48780 -1.08 -0.11 -0.74 0.48297228 0.8141 -6.37
258458_at Expressed protein ; supported by c--- AT3G22435 1.09 0.13 0.74 0.48294638 0.8141 -6.37
263806_at hypothetical protein predicted by g --- AT2G04305 -1.14 -0.19 -0.74 0.48279016 0.8141 -6.37
253828_at putative protein predicted protein, SLAH2 AT4G27970 -1.08 -0.11 -0.74 0.48302297 0.8141 -6.37
252490_at glucuronosyl transferase-like prote--- AT3G46720 -1.06 -0.08 -0.74 0.48286718 0.8141 -6.37
255352_at putative transposon protein similar --- --- -1.06 -0.09 -0.74 0.48293868 0.8141 -6.37
263775_at putative MYB family transcription faCPC AT2G46410 -1.06 -0.09 -0.74 0.48301945 0.8141 -6.37
254973_at putative retrotransposon Oryza au--- --- 1.07 0.09 0.74 0.48289064 0.8141 -6.37
265598_at putative protein phosphatase 2C --- AT2G14270 -1.06 -0.09 -0.74 0.48319738 0.8143 -6.37
266063_at putative SNF2/RAD54 family DNA CHR8 AT2G18760 -1.06 -0.09 -0.74 0.48329705 0.8144 -6.37
259297_at putative disease resistance proteinAtRLP30 AT3G05360 1.16 0.22 0.74 0.48369174 0.8145 -6.37
248647_at sucrose synthase SUS2 AT5G49190 -1.05 -0.07 -0.74 0.48370486 0.8145 -6.37
259702_at putative endo-1,3-beta-glucanase --- AT1G77780 -1.06 -0.08 -0.74 0.48364348 0.8145 -6.37
266781_at putative protein kinase contains a p--- AT2G28940 1.08 0.11 0.74 0.48370394 0.8145 -6.37
257935_at unknown protein --- AT3G25440 1.06 0.08 0.74 0.48374218 0.8145 -6.37
253961_at putative protein SPF1 protein, Ipo WRKY34 AT4G26440 -1.05 -0.07 -0.74 0.48352329 0.8145 -6.37
251877_at synaptobrevin -like protein vesicle ATVAMP72AT3G54300 1.07 0.10 0.74 0.48342867 0.8145 -6.37



264088_at unknown protein emb1381 AT2G31340 -1.06 -0.09 -0.74 0.48355534 0.8145 -6.37
252157_at hypothetical protein --- AT3G50430 -1.06 -0.08 -0.74 0.48358111 0.8145 -6.37
248873_at disease resistance protein-like --- AT5G46450 -1.20 -0.27 -0.74 0.48372394 0.8145 -6.37
249548_at lipid transfer - like protein lipid tran--- AT5G38170 -1.06 -0.08 -0.74 0.48364769 0.8145 -6.37
258292_at hypothetical protein predicted by g --- AT3G23330 1.07 0.10 0.74 0.48379627 0.8145 -6.37
254664_at initiation factor-2Bepsilon-like prot --- AT4G18300 -1.07 -0.09 -0.74 0.48385862 0.8146 -6.37
251104_at F-box protein family, AtFBL3 conta--- AT5G01720 -1.08 -0.11 -0.74 0.48391727 0.8146 -6.37
249923_at conglutin gamma - like protein con--- AT5G19120 1.12 0.17 0.74 0.48394169 0.8146 -6.37
262625_at hypothetical protein predicted by g --- AT1G06440 1.05 0.07 0.74 0.4840088 0.8147 -6.37
252317_at putative protein hypersensitivity-re--- AT3G48720 1.25 0.32 0.74 0.48424657 0.8148 -6.37
266500_at Expressed protein ; supported by f PLA2-ALPHAT2G06925 1.11 0.15 0.74 0.48426728 0.8148 -6.37
250597_at NAM (no apical meristem)-like protANAC080 AT5G07680 1.13 0.17 0.74 0.48416315 0.8148 -6.37
260890_at cysteine proteinase contains simila--- AT1G29090 -1.09 -0.12 -0.74 0.48416489 0.8148 -6.37
254060_at putative protein polytropic murine SHB1 AT4G25350 -1.12 -0.16 -0.74 0.48420892 0.8148 -6.37
256876_at hypothetical protein predicted by g --- AT3G26360 -1.05 -0.06 -0.74 0.48441101 0.8149 -6.38
256898_at abscisic acid-insensitive protein 3 ABI3 AT3G24650 1.05 0.08 0.74 0.48442439 0.8149 -6.38
254089_at putative protein apoptosis gene M --- AT4G24800 1.06 0.09 0.74 0.48465251 0.8153 -6.38
258267_at putative delta 9 desaturase similar --- AT3G15870 -1.05 -0.07 -0.74 0.48471879 0.8153 -6.38
255754_at auxin-induced protein, putative sim--- AT1G43040 -1.05 -0.07 -0.74 0.48478773 0.8154 -6.38
252970_at small auxin up RNA (SAUR-AC1)  SAUR15 AT4G38850 -1.10 -0.14 -0.74 0.48489293 0.8154 -6.38
257631_at cytochrome P450, putative similar CYP71B17 AT3G26160 1.09 0.13 0.74 0.48488813 0.8154 -6.38
247893_at RNA polymerase I, II and III 24.3 kRPB5C AT5G57980 -1.08 -0.11 -0.74 0.48499072 0.8155 -6.38
253495_at putative protein crp1 protein, Zea PGR3 AT4G31850 -1.09 -0.13 -0.74 0.48511982 0.8156 -6.38
264368_at hypothetical protein Contains simi --- AT1G03280 1.06 0.08 0.74 0.48509312 0.8156 -6.38
258187_at HSC70-interacting protein, putativ ATTDX AT3G17880 -1.06 -0.08 -0.74 0.48521333 0.8157 -6.38
262116_at Expressed protein ; supported by f --- AT1G02816 1.13 0.18 0.74 0.48522537 0.8157 -6.38
245207_at RING finger-like protein similarity t--- AT5G12310 -1.06 -0.09 -0.74 0.48528393 0.8157 -6.38
254354_at hypothetical protein --- AT4G22370 -1.05 -0.06 -0.74 0.48538745 0.8158 -6.38
249689_at putative protein similar to unknown--- AT5G36190 -1.05 -0.07 -0.74 0.48546364 0.8159 -6.38
261785_at hypothetical protein contains simila--- AT1G08230 -1.05 -0.08 -0.74 0.48566819 0.8159 -6.38
265285_at hypothetical protein predicted by g --- AT2G20410 -1.07 -0.10 -0.74 0.48560175 0.8159 -6.38
256306_at lipase, putative contains Pfam pro --- AT1G30370 1.52 0.61 0.74 0.48564745 0.8159 -6.38
256739_s_at hypothetical protein similar to putat--- --- 1.05 0.06 0.74 0.48555693 0.8159 -6.38
263704_at unknown protein similar to unknow--- AT1G31130 1.07 0.10 0.74 0.4856248 0.8159 -6.38
249773_at squalene monooxygenase 2 (squa SQP2 AT5G24140 -1.06 -0.08 -0.74 0.48585253 0.8162 -6.38



260003_at unknown protein  ;supported by ful IAR1 AT1G68100 1.05 0.07 0.74 0.48588431 0.8162 -6.38
251728_at cysteine-tRNA ligase-like protein s --- AT3G56300 -1.06 -0.08 -0.74 0.48601626 0.8163 -6.38
248802_at Expressed protein ; supported by c--- AT5G47435 1.06 0.09 0.74 0.4860821 0.8164 -6.38
254878_at heat shock transcription factor - likAT-HSFB2BAT4G11660 -1.11 -0.15 -0.74 0.48633884 0.8165 -6.38
263028_at protein kinase, putative similar to P--- AT1G24030 -1.08 -0.11 -0.74 0.48630772 0.8165 -6.38
253741_at putative protein various hypothetica--- AT4G28890 -1.05 -0.07 -0.74 0.48632501 0.8165 -6.38
245443_at limonene cyclase like protein --- AT4G16730 -1.70 -0.77 -0.74 0.48625653 0.8165 -6.38
260083_at putative elicitor-responsive gene si --- AT1G63220 1.22 0.29 0.74 0.48624407 0.8165 -6.38
246890_at Expressed protein ; supported by c--- AT5G25410 -1.07 -0.09 -0.74 0.48653907 0.8167 -6.38
246143_at lipophosphoglycan biosynthetic pr --- AT5G19980 1.09 0.12 0.74 0.48655453 0.8167 -6.38
249995_at protein kinase -like protein protein --- AT5G18610 -1.05 -0.07 -0.74 0.48650689 0.8167 -6.38
255322_at putative protein --- --- -1.05 -0.07 -0.74 0.48656821 0.8167 -6.38
257094_at hypothetical protein similar to tetra --- AT3G20480 1.09 0.13 0.74 0.48664581 0.8167 -6.38
258967_at hypothetical protein predicted by g--- AT3G10470 1.07 0.09 0.74 0.48666237 0.8167 -6.38
263582_at unknown protein similar to hypotheLYM2 AT2G17120 -1.10 -0.14 -0.74 0.48686084 0.8170 -6.38
254314_at extensin - like protein hybrid prolin--- AT4G22470 1.50 0.59 0.74 0.48695657 0.8171 -6.38
247983_at pyrophosphate-dependent phosph PFK7 AT5G56630 -1.17 -0.23 -0.73 0.48756276 0.8175 -6.38
257485_at hypothetical protein contains Pfam --- AT1G63580 -1.13 -0.17 -0.73 0.48733976 0.8175 -6.38
260212_at hypothetical protein predicted by g --- AT1G74480 -1.05 -0.07 -0.73 0.48738398 0.8175 -6.38
264947_at heat shock protein DnaJ, putative --- AT1G77020 1.08 0.11 0.73 0.48749103 0.8175 -6.38
252125_at putative protein hypothetical prote RTH AT3G51040 1.06 0.09 0.73 0.48743653 0.8175 -6.38
250145_at putative protein predicted protein, --- AT5G14690 -1.08 -0.11 -0.73 0.48756076 0.8175 -6.38
263752_at putative retroelement pol polyprote--- --- -1.08 -0.11 -0.73 0.487563 0.8175 -6.38
266249_at hypothetical protein predicted by g --- AT2G27630 1.05 0.07 0.73 0.48742401 0.8175 -6.38
257089_at hypothetical protein SVL3 AT3G20520 1.06 0.09 0.73 0.48749665 0.8175 -6.38
262626_at FtsH protease, putative similar to zFTSH8 AT1G06430 -1.08 -0.11 -0.73 0.48750006 0.8175 -6.38
252844_at putative protein several hypothetica--- AT3G42140 -1.07 -0.10 -0.73 0.48775682 0.8177 -6.38
257666_at bactericidal permeability-increasin --- AT3G20270 1.10 0.14 0.73 0.48780287 0.8177 -6.38
258207_at putative GTP pyrophosphokinase sRSH2 AT3G14050 1.13 0.18 0.73 0.48779555 0.8177 -6.38
252958_at putative transcription factor (MYB4MYB4 AT4G38620 -1.17 -0.22 -0.73 0.48791543 0.8179 -6.38
249868_at senescence-associated protein 5-l TET12 AT5G23030 1.06 0.09 0.73 0.48796127 0.8179 -6.38
256008_s_at allinase, putative similar to allinase--- AT1G34040 / -1.06 -0.09 -0.73 0.4880106 0.8179 -6.38
259449_at hypothetical protein similar to putat--- AT1G13800 -1.07 -0.10 -0.73 0.48804794 0.8179 -6.38
250469_at pollen allergen -like protein SAH7 --- AT5G10130 1.08 0.11 0.73 0.48813121 0.8180 -6.38
257754_at GTP binding protein, putative simi ATRAB7B AT3G18820 1.05 0.08 0.73 0.48827409 0.8181 -6.38



257023_at RNA helicase, putative similar to R--- AT3G19760 -1.06 -0.08 -0.73 0.48829025 0.8181 -6.38
256736_at terpene synthase, putative similar --- AT3G29410 1.06 0.08 0.73 0.48829238 0.8181 -6.38
252616_at serine threonine-protein kinase-lik GRIK1 AT3G45240 / -1.08 -0.11 -0.73 0.48837518 0.8181 -6.38
248024_at putative protein contains similarity --- AT5G55840 -1.07 -0.10 -0.73 0.48835842 0.8181 -6.38
246329_at putative protein gamma-tubulin int --- AT3G43610 1.07 0.09 0.73 0.48841875 0.8181 -6.38
260705_at unknown protein ;supported by full TOM2A AT1G32400 -1.05 -0.08 -0.73 0.48859885 0.8181 -6.38
252573_at zinc finger protein zinc finger prote--- AT3G45260 -1.06 -0.08 -0.73 0.48867939 0.8181 -6.38
252096_at hypothetical protein  ; supported by--- AT3G51180 -1.11 -0.15 -0.73 0.48854036 0.8181 -6.38
249480_s_at protein kinase - like protein recept --- AT5G38990 / -1.15 -0.21 -0.73 0.48868217 0.8181 -6.38
261556_s_at unknown protein --- AT1G62600 / -1.08 -0.11 -0.73 0.48866701 0.8181 -6.38
245129_at hypothetical protein predicted by g CRR4 AT2G45350 1.05 0.07 0.73 0.48857165 0.8181 -6.38
249316_s_at glutathione transferase-like ;suppo ATGSTT2 AT5G41220 / 1.06 0.09 0.73 0.48849385 0.8181 -6.38
249808_at unknown protein --- AT5G23890 -1.12 -0.16 -0.73 0.48881308 0.8183 -6.38
249796_at 26S proteasome, non-ATPase reg--- AT5G23540 1.06 0.08 0.73 0.48900668 0.8185 -6.38
255634_at hypothetical protein  ; supported byFRI AT4G00650 -1.05 -0.07 -0.73 0.48906965 0.8186 -6.38
265205_at putative poly(A) binding protein PAB7 AT2G36660 -1.06 -0.08 -0.73 0.48914244 0.8186 -6.38
262255_at hypothetical protein similar to hypo--- AT1G53790 1.05 0.07 0.73 0.48912678 0.8186 -6.38
254739_at putative disease resistance proteinAtRLP48 AT4G13880 -1.06 -0.08 -0.73 0.48926134 0.8187 -6.38
247385_at putative protein similar to unknownemb2746 AT5G63420 1.09 0.12 0.73 0.48939928 0.8188 -6.38
267166_at unknown protein --- AT2G37720 -1.04 -0.06 -0.73 0.48945891 0.8188 -6.38
251118_at putative chloroplast inner envelopeAPG1 AT3G63410 1.08 0.11 0.73 0.48944141 0.8188 -6.38
264292_at hypothetical protein predicted by g --- AT1G78790 -1.07 -0.10 -0.73 0.4893989 0.8188 -6.38
263337_at hypothetical protein predicted by g --- --- -1.05 -0.06 -0.73 0.48943051 0.8188 -6.38
265747_s_at hypothetical protein predicted by g --- AT2G06570 / -1.06 -0.09 -0.73 0.48956544 0.8189 -6.38
258794_at ankyrin-like protein similar to anky --- AT3G04710 -1.14 -0.19 -0.73 0.48985372 0.8193 -6.38
252711_at lipid-transfer protein-like protein no--- AT3G43720 -1.22 -0.28 -0.73 0.49014727 0.8193 -6.38
261259_at unknown protein --- AT1G26660 1.06 0.09 0.73 0.49029133 0.8193 -6.38
261844_at hypothetical protein predicted by g --- AT1G15940 -1.11 -0.14 -0.73 0.49015012 0.8193 -6.38
266460_at unknown protein ; supported by cDAGP26 AT2G47930 1.49 0.57 0.73 0.490122 0.8193 -6.38
259696_at unknown protein ; supported by cD--- AT1G63150 1.06 0.08 0.73 0.49031068 0.8193 -6.38
262178_at membrane protein, putative simila KOM AT1G77860 -1.09 -0.12 -0.73 0.48998259 0.8193 -6.38
260046_at Expressed protein ; supported by c--- AT1G73805 1.27 0.35 0.73 0.49013969 0.8193 -6.38
259927_at unknown protein  ; supported by cDJAC1 AT1G75100 1.10 0.14 0.73 0.49017692 0.8193 -6.38
250839_at MADS-box protein - like SLM3 MAAGL99 AT5G04640 -1.05 -0.07 -0.73 0.49030053 0.8193 -6.38
260828_at unknown protein --- AT1G06750 1.06 0.08 0.73 0.49031706 0.8193 -6.38



256849_at hypothetical protein similar to hypo--- --- -1.07 -0.09 -0.73 0.49022617 0.8193 -6.38
245135_at putative non-LTR retroelement rev --- --- -1.07 -0.09 -0.73 0.4902884 0.8193 -6.38
258543_at unknown protein --- AT3G06870 -1.07 -0.10 -0.73 0.49034342 0.8193 -6.38
259818_at unknown protein ; supported by cD--- AT1G49890 -1.09 -0.12 -0.73 0.49050876 0.8194 -6.38
245114_at transcription factor IIB (TFIIB) iden TFIIB AT2G41630 1.10 0.14 0.73 0.49051927 0.8194 -6.38
252208_at putative protein hypothetical prote --- AT3G50380 1.09 0.13 0.73 0.49054985 0.8194 -6.38
260576_at putative FCA-related protein --- AT2G47310 -1.08 -0.11 -0.73 0.49044747 0.8194 -6.38
247696_at MYB27 protein - like MYB27 proteMYB59 AT5G59780 -1.15 -0.20 -0.73 0.49080871 0.8195 -6.38
248239_at ribosomal protein L11 methyltransf --- AT5G53920 -1.09 -0.13 -0.73 0.49074125 0.8195 -6.38
256543_at unknown protein supported by full- --- AT1G42480 1.07 0.10 0.73 0.49094445 0.8195 -6.38
245468_at pectinesterase like protein --- AT4G15980 -1.05 -0.08 -0.73 0.49075576 0.8195 -6.38
267543_at 26S proteasome regulatory subuni --- AT2G32730 1.05 0.07 0.73 0.49080765 0.8195 -6.38
247857_at peroxidase --- AT5G58400 1.07 0.09 0.73 0.49088236 0.8195 -6.38
254540_s_at putative protein chitinase / lysozym--- AT4G19770 / -1.05 -0.07 -0.73 0.49063977 0.8195 -6.38
256434_at putative 60S ribosomal protein L37--- AT3G10950 -1.05 -0.07 -0.73 0.49091355 0.8195 -6.38
263750_at unknown protein --- AT2G21530 1.08 0.11 0.73 0.49077581 0.8195 -6.38
245634_at MtN21 nodulin protein, putative sim--- AT1G25270 -1.07 -0.09 -0.73 0.49095111 0.8195 -6.38
261898_at hypothetical protein predicted by g --- AT1G80720 1.13 0.17 0.73 0.49100331 0.8195 -6.38
248255_at ATP-dependent Clp protease ATP-CLPX AT5G53350 -1.07 -0.09 -0.73 0.49113116 0.8196 -6.38
247796_at Expressed protein ;supported by c --- AT5G58782 1.06 0.09 0.73 0.49112401 0.8196 -6.38
257339_s_at ATP synthase subunit 9 --- AT2G07671 -1.10 -0.13 -0.73 0.49152169 0.8197 -6.38
266464_at glutathione-conjugate transporter AATMRP4 AT2G47800 1.34 0.42 0.73 0.49150576 0.8197 -6.38
256336_at unknown protein --- AT1G72030 1.08 0.11 0.73 0.49121995 0.8197 -6.38
262536_at SOUL-like protein Similar to SOUL--- AT1G17100 -1.13 -0.17 -0.73 0.49146411 0.8197 -6.38
248222_at GTPase activator protein of Rab-lik--- AT5G53570 1.08 0.11 0.73 0.49154132 0.8197 -6.38
264569_at unknown protein EST gb|ATTS113--- --- -1.05 -0.07 -0.73 0.49139049 0.8197 -6.38
266434_s_at unknown protein --- AT2G07120 / -1.05 -0.07 -0.73 0.49130597 0.8197 -6.38
257737_at uridine kinase/uracil phosphoribos--- AT3G27440 -1.06 -0.08 -0.73 0.49131548 0.8197 -6.38
245214_at F12A21.1 hypothetical protein --- AT1G67855 1.05 0.07 0.73 0.49146551 0.8197 -6.38
264204_at putative sucrose transport protein,SUC2 AT1G22710 -1.09 -0.12 -0.73 0.49134999 0.8197 -6.38
252009_at zinc finger - like protein zinc finger--- AT3G52800 -1.09 -0.13 -0.73 0.49134843 0.8197 -6.38
254054_at putative protein DNA-binding prote--- AT4G25320 1.09 0.12 0.73 0.49179784 0.8200 -6.38
250983_at putative protein In2, Zea mays, EM--- AT5G02780 -1.25 -0.32 -0.73 0.49214575 0.8203 -6.39
249553_at receptor serine/threonine protein k--- AT5G38260 -1.09 -0.12 -0.73 0.49218677 0.8203 -6.39
262164_at unknown protein ; supported by cD--- AT1G78070 1.08 0.11 0.73 0.49221403 0.8203 -6.39



267539_at putative RING zinc finger protein  ; --- AT2G42030 1.07 0.09 0.73 0.49224541 0.8203 -6.39
248811_at putative protein contains similarity --- AT5G47310 -1.07 -0.09 -0.73 0.49222733 0.8203 -6.39
250258_at floral homeotic protein AGL15 (sp|QAGL15 AT5G13790 1.06 0.09 0.73 0.49227127 0.8203 -6.39
259268_at putative lamin similar to blue coppe--- AT3G01070 -1.05 -0.07 -0.73 0.49212169 0.8203 -6.39
265251_at unknown protein predicted by gensTET14 AT2G01960 -1.06 -0.08 -0.73 0.49210221 0.8203 -6.39
255063_at putative transposon protein similar --- --- -1.04 -0.06 -0.73 0.49215298 0.8203 -6.39
252177_at protein kinase ATN1 - like protein --- AT3G50730 -1.07 -0.10 -0.73 0.49233492 0.8203 -6.39
260579_at putative cytochrome c oxidase Vc s--- AT2G47380 1.06 0.09 0.73 0.49282435 0.8203 -6.39
254282_at hypothetical protein --- AT4G22860 1.05 0.08 0.73 0.49265534 0.8203 -6.39
252675_at putative protein hypothetical protei --- --- -1.06 -0.08 -0.73 0.49266042 0.8203 -6.39
250313_at Rab geranylgeranyltransferase, be--- AT5G12210 1.07 0.10 0.73 0.49283883 0.8203 -6.39
247583_at putative protein predicted protein, --- AT5G60750 1.06 0.08 0.73 0.49257963 0.8203 -6.39
261155_at unknown protein ;supported by full --- AT1G04960 -1.07 -0.10 -0.73 0.49241922 0.8203 -6.39
254918_at putative protein phosphatase like SGT1B AT4G11260 1.07 0.09 0.73 0.4924597 0.8203 -6.39
247420_at unknown protein --- AT5G63100 -1.09 -0.12 -0.73 0.49263585 0.8203 -6.39
252768_at putative protein hypothetical protei --- --- -1.05 -0.07 -0.73 0.49281895 0.8203 -6.39
267137_at hypothetical protein predicted by g ACPT AT2G23410 1.05 0.07 0.73 0.49257029 0.8203 -6.39
247704_at Expressed protein ; supported by f RTFL5 AT5G59510 -1.17 -0.23 -0.73 0.49280912 0.8203 -6.39
264312_at putative protein kinase similar to p--- AT1G70450 -1.06 -0.08 -0.73 0.49267607 0.8203 -6.39
257394_at hypothetical protein predicted by g --- --- 1.07 0.10 0.73 0.49243146 0.8203 -6.39
248830_at putative protein contains similarity --- AT5G47150 -1.06 -0.09 -0.73 0.49276617 0.8203 -6.39
245632_at unknown protein contains similarityATRBL10 AT1G25290 -1.06 -0.09 -0.72 0.49295603 0.8204 -6.39
260575_at hypothetical protein predicted by g --- AT2G47300 1.06 0.09 0.72 0.49364768 0.8204 -6.39
251821_at protein phosphatase 2C - like prot --- AT3G55050 -1.13 -0.17 -0.72 0.49402904 0.8204 -6.39
249147_at cytosolic malate dehydrogenase ;s --- AT5G43330 -1.08 -0.11 -0.72 0.49393021 0.8204 -6.39
260927_at hypothetical protein predicted by g CAT9 AT1G05940 -1.07 -0.10 -0.72 0.49406522 0.8204 -6.39
253542_at putative protein deubiquitinating e UBP18 AT4G31670 -1.06 -0.08 -0.72 0.49391574 0.8204 -6.39
259467_at hypothetical protein predicted by g --- AT1G19060 -1.04 -0.06 -0.72 0.49374168 0.8204 -6.39
265852_at putative RING zinc finger protein --- AT2G42350 1.11 0.15 0.72 0.49380544 0.8204 -6.39
262397_at hypothetical protein predicted by g --- AT1G49380 -1.10 -0.14 -0.72 0.49334496 0.8204 -6.39
262611_at Expressed protein ; supported by f --- AT1G14060 -1.10 -0.14 -0.72 0.49387017 0.8204 -6.39
249951_at S-adenosyl-L-methionine decarbo BUD2 AT5G18930 1.10 0.13 0.72 0.49364378 0.8204 -6.39
246348_at putative protein putative glycerol-3 --- AT3G56840 -1.04 -0.06 -0.72 0.49351595 0.8204 -6.39
259474_at unknown protein ;supported by full --- AT1G19130 1.15 0.20 0.72 0.49291112 0.8204 -6.39
251675_at helicase-like protein DNA helicaseINO80 AT3G57300 -1.05 -0.07 -0.72 0.49380537 0.8204 -6.39



249908_at putative protein similar to unknown--- AT5G22760 -1.06 -0.08 -0.72 0.49350227 0.8204 -6.39
262086_at GTP-binding protein, putative simi --- AT1G56050 1.07 0.10 0.72 0.49410822 0.8204 -6.39
253594_at Expressed protein ; supported by f --- AT4G30820 1.07 0.10 0.72 0.49398487 0.8204 -6.39
266506_at unknown protein --- AT2G47850 -1.06 -0.08 -0.72 0.49342772 0.8204 -6.39
248128_at thiazole biosynthetic enzyme precuTHI1 AT5G54770 -1.08 -0.11 -0.72 0.49402342 0.8204 -6.39
254256_at serine/threonine kinase -like prote CRK10 AT4G23180 -1.10 -0.13 -0.72 0.49311992 0.8204 -6.39
265797_at Expressed protein ; supported by f --- AT2G35710 -1.27 -0.34 -0.72 0.49379246 0.8204 -6.39
265628_at hypothetical protein predicted by g --- AT2G27290 -1.10 -0.14 -0.72 0.49371852 0.8204 -6.39
257777_x_at hypothetical protein --- --- 1.07 0.09 0.72 0.49410592 0.8204 -6.39
248539_at ribitol dehydrogenase-like  ; suppo --- AT5G50130 1.07 0.10 0.72 0.4939058 0.8204 -6.39
255253_at contains similarity to S. cerevisiae VPS28-2 AT4G05000 1.06 0.08 0.72 0.49379078 0.8204 -6.39
249980_at putative protein --- AT5G18870 1.07 0.09 0.72 0.49325034 0.8204 -6.39
245182_at putative protein similarity to TETR --- AT5G12430 -1.09 -0.12 -0.72 0.49407075 0.8204 -6.39
260625_at storage protein, putative similar to MOM AT1G08060 1.05 0.07 0.72 0.49338092 0.8204 -6.39
246670_at putative protein --- AT5G30520 -1.08 -0.11 -0.72 0.4931958 0.8204 -6.39
261514_at hypothetical protein predicted by g --- AT1G71870 -1.09 -0.12 -0.72 0.49334048 0.8204 -6.39
264244_at pantothenate kinase, putative sim ATPANK1 AT1G60440 1.06 0.08 0.72 0.49373367 0.8204 -6.39
247051_at At14a protein-like --- AT5G66670 -1.06 -0.09 -0.72 0.4941222 0.8204 -6.39
252431_at putative protein MAG2 AT3G47700 -1.09 -0.13 -0.72 0.49404557 0.8204 -6.39
246783_at sugar transporter-like protein puta SFP2 AT5G27360 -1.20 -0.26 -0.72 0.49408427 0.8204 -6.39
253082_at putative glycine-rich cell wall prote--- AT4G36230 -1.11 -0.15 -0.72 0.49338192 0.8204 -6.39
266097_at unknown protein  ; supported by cDSOUL-1 AT2G37970 -1.15 -0.20 -0.72 0.49419523 0.8204 -6.39
255922_at trehalose-6-phosphate phosphata --- AT1G22210 -1.05 -0.08 -0.72 0.49434779 0.8206 -6.39
252910_at putative protein various predicted --- AT4G39590 -1.05 -0.07 -0.72 0.49445936 0.8207 -6.39
249267_at putative protein contains similarity BTI3 AT5G41600 -1.10 -0.14 -0.72 0.494554 0.8208 -6.39
251626_at UDP-GlcNAc:dolichol phosphate N--- AT3G57220 1.06 0.09 0.72 0.49455341 0.8208 -6.39
262751_at hypothetical protein predicted by g --- AT1G16310 1.05 0.07 0.72 0.49465236 0.8208 -6.39
245120_at hypothetical protein predicted by g HOS1 AT2G39810 1.07 0.10 0.72 0.49468789 0.8208 -6.39
249909_s_at alpha-adaptin --- AT5G22770 / 1.07 0.10 0.72 0.49469523 0.8208 -6.39
245099_at unknown protein  ; supported by cDRHC1A AT2G40830 -1.09 -0.13 -0.72 0.49477649 0.8209 -6.39
247283_at 2-nitropropane dioxygenase-like pr--- AT5G64250 -1.06 -0.09 -0.72 0.4948139 0.8209 -6.39
247306_at ser/thr protein phosphatase catalytPP7 AT5G63870 -1.07 -0.10 -0.72 0.49489685 0.8209 -6.39
251251_at serine/threonine protein kinase-lik --- AT3G62220 1.06 0.09 0.72 0.49486813 0.8209 -6.39
256353_at unknown protein ; supported by ful --- AT1G55000 1.06 0.08 0.72 0.49499644 0.8210 -6.39
254378_at putative protein NADH oxidoreducDER2.1 AT4G21810 1.11 0.15 0.72 0.49501571 0.8210 -6.39



246334_at putative protein serine kinase SRP--- AT3G44850 -1.09 -0.13 -0.72 0.49522137 0.8211 -6.39
247112_at unknown protein --- AT5G65950 1.06 0.09 0.72 0.49522854 0.8211 -6.39
253872_at putative protein Arabidopsis thalia RD26 AT4G27410 1.10 0.13 0.72 0.49525283 0.8211 -6.39
265117_at putative proline-rich cell wall prote --- AT1G62500 -1.09 -0.12 -0.72 0.49522084 0.8211 -6.39
261691_at branched-chain amino acid amino --- AT1G50060 -1.05 -0.07 -0.72 0.49522051 0.8211 -6.39
257633_at hypothetical protein CYP86C2 AT3G26125 1.05 0.07 0.72 0.49531847 0.8212 -6.39
263601_s_at dihydrofolate reductase-thymidylat THY-1 AT2G16370 / 1.08 0.11 0.72 0.49539626 0.8212 -6.39
255781_at unknown protein --- AT1G19880 1.05 0.07 0.72 0.49544487 0.8212 -6.39
267571_at 3-hydroxyisobutyryl-coenzyme A h --- AT2G30650 -1.05 -0.07 -0.72 0.49566297 0.8215 -6.39
250315_at putative protein contains similarity PDE149 AT5G12130 -1.11 -0.15 -0.72 0.49567411 0.8215 -6.39
245193_at F12A21.6 hypothetical protein SUFE2 AT1G67810 1.23 0.30 0.72 0.49602821 0.8215 -6.39
250968_at putative protein  ;supported by full- --- AT5G02890 1.14 0.19 0.72 0.49596814 0.8215 -6.39
254893_at putative phospholipase D-gamma PLDGAMM AT4G11830 -1.10 -0.14 -0.72 0.49588949 0.8215 -6.39
255639_at putative protein APRR8 AT4G00760 -1.08 -0.10 -0.72 0.49604376 0.8215 -6.39
254989_at retrotransposon like protein copia---- --- -1.07 -0.09 -0.72 0.4959624 0.8215 -6.39
245126_at putative MYB family transcription faMYB12 AT2G47460 -1.05 -0.08 -0.72 0.49585296 0.8215 -6.39
255804_at putative protein IB1C3-1 protein, A--- AT4G10220 1.07 0.10 0.72 0.49607474 0.8215 -6.39
256339_at hypothetical protein --- AT1G72080 -1.06 -0.08 -0.72 0.49604151 0.8215 -6.39
261937_at peptide transporter, putative simila--- AT1G22570 -1.14 -0.19 -0.72 0.49608447 0.8215 -6.39
249362_at putative protein predicted protein, --- AT5G40550 -1.16 -0.21 -0.72 0.49592801 0.8215 -6.39
248038_at unknown protein --- AT5G55980 1.05 0.08 0.72 0.49591933 0.8215 -6.39
257685_at unknown protein --- AT3G12770 -1.07 -0.10 -0.72 0.49612984 0.8215 -6.39
255514_s_at hypothetical protein similar to MNAAGL78 AT5G65330 -1.06 -0.09 -0.72 0.49619618 0.8216 -6.39
254250_at serine/threonine kinase - like prote--- AT4G23290 -1.12 -0.17 -0.72 0.49628772 0.8217 -6.39
260132_s_at hypothetical protein --- AT1G66320 / 1.05 0.07 0.72 0.49655237 0.8221 -6.39
244954_s_at hypothetical protein --- AT2G07732 -1.13 -0.17 -0.72 0.4966544 0.8222 -6.39
AFFX-r2-P1-creBacteriophage P1 /GEN=cre /DB_X--- --- -1.10 -0.14 -0.72 0.49674342 0.8223 -6.39
262409_at hypothetical protein predicted by g --- --- -1.07 -0.10 -0.72 0.49684524 0.8223 -6.39
249132_at putative protein contains similarity --- AT5G43120 1.06 0.09 0.72 0.49684947 0.8223 -6.39
254558_at Expressed protein ; supported by f --- AT4G19185 1.05 0.08 0.72 0.49692237 0.8224 -6.39
251572_at pelota-like protein pelota PEL1 - A--- AT3G58390 1.05 0.08 0.72 0.49695699 0.8224 -6.39
262906_at unknown protein contains similarity--- AT1G59760 1.08 0.11 0.72 0.49701553 0.8224 -6.39
267003_at hypothetical protein predicted by g --- AT2G34340 1.06 0.08 0.72 0.49713543 0.8225 -6.39
253817_at hypothetical protein  ;supported by --- AT4G28310 1.17 0.23 0.72 0.49725615 0.8227 -6.39
252184_at steroid 22-alpha-hydroxylase (DWFDWF4 AT3G50660 -1.08 -0.11 -0.72 0.49731358 0.8227 -6.39



255938_at hypothetical protein contains Pfam --- AT1G12620 -1.08 -0.11 -0.72 0.49737309 0.8227 -6.39
257419_at hypothetical protein predicted by g --- AT1G30800 -1.05 -0.07 -0.72 0.49735234 0.8227 -6.39
251601_at Expressed protein ; supported by f --- AT3G57800 -1.10 -0.14 -0.72 0.49759131 0.8228 -6.39
256744_at ATHP2, putative similar to ATHP2AHP2 AT3G29350 1.07 0.10 0.72 0.49756201 0.8228 -6.39
264044_at putative pyrophosphate--fructose-6PFK5 AT2G22480 1.06 0.08 0.72 0.4976653 0.8228 -6.39
265337_at putative ADP-ribosylation factor  ;sTTN5 AT2G18390 1.09 0.13 0.72 0.49769711 0.8228 -6.39
265933_at putative esterase contains esterase--- AT2G19550 -1.07 -0.09 -0.72 0.49744755 0.8228 -6.39
245882_at mitochondrial carrier-like protein mDIC3 AT5G09470 -1.07 -0.09 -0.72 0.49766548 0.8228 -6.39
246812_at putative protein predicted proteins --- --- -1.05 -0.07 -0.72 0.49769438 0.8228 -6.39
262608_at dioxygenase-like protein very simi --- AT1G14120 -1.06 -0.09 -0.72 0.49759052 0.8228 -6.39
253932_at putative protein other Arabidopsis --- AT4G26800 -1.05 -0.07 -0.72 0.49774431 0.8228 -6.39
251603_at putative protein wall-associated ki --- AT3G57760 1.16 0.21 0.72 0.49793874 0.8230 -6.39
261717_at helix-loop-helix protein homolog, pBEE1 AT1G18400 -1.23 -0.30 -0.72 0.49805204 0.8231 -6.39
252113_at putative protein predicted protein, --- AT3G51620 1.05 0.07 0.72 0.49801659 0.8231 -6.39
252434_s_at putative protein mudrA protein - m--- --- 1.06 0.09 0.72 0.49802889 0.8231 -6.39
248983_at ras-related GTP-binding protein RHRHA1 AT5G45130 -1.05 -0.07 -0.72 0.49818481 0.8232 -6.39
248113_at wax synthase-like protein --- AT5G55360 -1.06 -0.09 -0.72 0.49825818 0.8232 -6.39
267390_at putative beta-glucosidase BGLU29 AT2G44470 1.05 0.08 0.72 0.49823862 0.8232 -6.39
255163_at putative polyprotein --- --- -1.05 -0.08 -0.72 0.49844634 0.8234 -6.39
257006_at hypothetical protein predicted by g --- AT3G14075 -1.06 -0.08 -0.72 0.49843903 0.8234 -6.39
256865_at NAD dependent epimerase, putatiGAE6 AT3G23820 -1.12 -0.16 -0.72 0.49850164 0.8234 -6.39
247139_at unknown protein  ;supported by ful --- AT5G66090 1.06 0.09 0.71 0.4988764 0.8239 -6.39
267393_at similar to axi 1 protein from Nicotia --- AT2G44500 -1.11 -0.15 -0.71 0.49884433 0.8239 -6.39
246636_at acid phosphatase-like protein purpPAP26 AT5G34850 -1.08 -0.11 -0.71 0.49889855 0.8239 -6.39
250270_at putative protein FL10, EGF respon--- AT5G12980 1.07 0.10 0.71 0.49895124 0.8239 -6.39
251183_at putative protein putative protein At--- AT3G62630 -1.20 -0.26 -0.71 0.49907901 0.8240 -6.39
257290_at hypothetical protein predicted by g --- AT3G15550 -1.05 -0.07 -0.71 0.49904963 0.8240 -6.39
253134_at putative protein procollagen-prolin --- AT4G35820 -1.05 -0.07 -0.71 0.4990547 0.8240 -6.39
260713_at disease resistance protein RPP1-W--- AT1G17615 1.05 0.07 0.71 0.49927055 0.8242 -6.39
250378_at putative oligopeptide transporter p--- AT5G11570 -1.07 -0.09 -0.71 0.49927373 0.8242 -6.39
246399_at bZIP transcription factor similar to b--- AT1G58110 1.06 0.09 0.71 0.49942456 0.8244 -6.39
259320_at putative DNA-binding protein similaWRKY58 AT3G01080 -1.18 -0.24 -0.71 0.49945394 0.8244 -6.40
245858_at CER1-like protein CER1-like, A.th --- AT5G28280 1.06 0.09 0.71 0.49949802 0.8244 -6.40
247754_at putative protein --- AT5G59080 1.15 0.20 0.71 0.49954736 0.8244 -6.40
245081_at unknown protein overlap with T20 --- --- 1.09 0.13 0.71 0.49961869 0.8244 -6.40



247329_at putative protein similar to unknown--- AT5G64150 1.11 0.15 0.71 0.49960753 0.8244 -6.40
250497_at putative protein predicted proteins --- AT5G09630 1.08 0.10 0.71 0.49972421 0.8244 -6.40
257497_at hypothetical protein predicted by g --- AT1G51430 -1.09 -0.13 -0.71 0.4997495 0.8244 -6.40
262287_at unknown protein ;supported by full --- AT1G68660 -1.06 -0.09 -0.71 0.49984558 0.8244 -6.40
253770_at protein kinase ADK1-like protein prCKL6 AT4G28540 -1.05 -0.07 -0.71 0.49969611 0.8244 -6.40
261475_at anionic peroxidase, putative simila--- AT1G14550 -1.10 -0.14 -0.71 0.4998137 0.8244 -6.40
260994_at hypothetical protein contains simila--- AT1G12130 1.06 0.09 0.71 0.49980796 0.8244 -6.40
255147_at hypothetical protein --- AT4G08460 1.06 0.09 0.71 0.49990473 0.8244 -6.40
252104_at putative protein KIAA0851 protein RHD4 AT3G51460 1.07 0.10 0.71 0.49994766 0.8245 -6.40
253545_at AIG2-like protein AIG2 protein, Ara--- AT4G31310 -1.08 -0.11 -0.71 0.50028713 0.8246 -6.40
259581_at RING zinc finger protein, putative --- AT1G28040 1.06 0.09 0.71 0.50023067 0.8246 -6.40
262638_at oxidoreductase, putative contains --- AT1G06650 -1.05 -0.07 -0.71 0.50024691 0.8246 -6.40
262147_at phospholipase D1, putative simila PLDALPHAAT1G52570 1.05 0.07 0.71 0.50022669 0.8246 -6.40
246183_at beta-glucosidase - like protein bet --- AT5G20940 -1.07 -0.09 -0.71 0.50028401 0.8246 -6.40
263303_at unknown protein  ;supported by ful --- AT2G15240 1.07 0.10 0.71 0.50030686 0.8246 -6.40
258680_at adenylate translocator identical to aAAC1 AT3G08580 1.10 0.14 0.71 0.50016988 0.8246 -6.40
259530_at hypothetical protein --- AT1G12450 1.11 0.16 0.71 0.50035116 0.8246 -6.40
260362_at putative protein kinase similar to C --- AT1G70530 1.14 0.19 0.71 0.5004583 0.8247 -6.40
248789_at putative protein strong similarity to --- AT5G47440 1.09 0.12 0.71 0.500467 0.8247 -6.40
252247_at putative protein various predicted p--- AT3G49740 -1.05 -0.08 -0.71 0.5005448 0.8248 -6.40
263082_at putative nucleotide-binding protein --- AT2G27200 -1.05 -0.07 -0.71 0.50069829 0.8249 -6.40
252909_at putative protein --- AT4G39680 1.05 0.07 0.71 0.50073049 0.8249 -6.40
249260_at Pto kinase interactor 1-like protein --- AT5G41680 -1.06 -0.08 -0.71 0.50072289 0.8249 -6.40
264460_at hypothetical protein similar to transATNFXL1 AT1G10170 1.07 0.10 0.71 0.50083671 0.8250 -6.40
259213_at putative receptor ser/thr protein kin--- AT3G09010 -1.23 -0.30 -0.71 0.5009549 0.8250 -6.40
259511_at unknown protein contains similarityATCCS AT1G12520 1.19 0.25 0.71 0.50093885 0.8250 -6.40
245072_s_at putative cytochrome P450 CYP81D7 AT2G23190 / 1.07 0.09 0.71 0.50096512 0.8250 -6.40
265600_at hypothetical protein predicted by g --- --- 1.05 0.08 0.71 0.50098191 0.8250 -6.40
254611_at Expressed protein ; supported by f --- AT4G19095 1.05 0.08 0.71 0.50113652 0.8252 -6.40
263352_at En/Spm-like transposon protein rel --- AT2G22080 -1.09 -0.12 -0.71 0.50120068 0.8253 -6.40
259011_s_at unknown protein similar to putative--- AT3G07380 / 1.06 0.08 0.71 0.50130827 0.8253 -6.40
247235_at putative protein contains similarity --- AT5G64580 1.11 0.15 0.71 0.50128662 0.8253 -6.40
249627_at NADH dehydrogenase (ubiquinon EMB1467 AT5G37510 -1.07 -0.10 -0.71 0.50126182 0.8253 -6.40
246395_at dirigent protein, putative similar to --- AT1G58170 1.06 0.08 0.71 0.50147417 0.8255 -6.40
255064_at putative phi-1-like phosphate-inducEXO AT4G08950 1.25 0.32 0.71 0.50153447 0.8255 -6.40



254928_at putative protein hypothetical prote --- AT4G11410 1.06 0.08 0.71 0.501681 0.8257 -6.40
247895_at putative protein bHLH transcription--- AT5G58010 1.06 0.08 0.71 0.50183311 0.8258 -6.40
248516_at unknown protein --- AT5G50540 / 1.07 0.10 0.71 0.50179665 0.8258 -6.40
263140_at hypothetical protein predicted by g --- AT1G65120 -1.05 -0.06 -0.71 0.50186146 0.8258 -6.40
248245_at MtN3 protein-like --- AT5G53190 -1.07 -0.10 -0.71 0.50195254 0.8259 -6.40
250646_at peroxidase (emb|CAA68212.1)  ;su--- AT5G06720 1.08 0.11 0.71 0.50267816 0.8260 -6.40
259690_at replication factor, putative similar t--- AT1G63160 1.09 0.13 0.71 0.50214487 0.8260 -6.40
249794_at putative protein contains similarity AtCXE18 AT5G23530 -1.05 -0.07 -0.71 0.50271806 0.8260 -6.40
247545_at putative protein rhoGAP, Homo sa--- AT5G61530 -1.05 -0.07 -0.71 0.50237235 0.8260 -6.40
252895_at hypothetical protein --- AT4G39450 1.05 0.08 0.71 0.50219423 0.8260 -6.40
263911_at hypothetical protein predicted by g --- AT2G36560 -1.05 -0.07 -0.71 0.50239172 0.8260 -6.40
263986_at putative citrate synthase  ;supporteCSY3 AT2G42790 1.08 0.11 0.71 0.50248114 0.8260 -6.40
246087_at putative protein predicted protein, --- AT5G20580 1.09 0.13 0.71 0.50219909 0.8260 -6.40
245675_at hypothetical protein similar to putat--- --- -1.08 -0.12 -0.71 0.50233569 0.8260 -6.40
258115_at hypothetical protein predicted by g --- AT3G14670 -1.06 -0.08 -0.71 0.50259379 0.8260 -6.40
262873_at hypothetical protein predicted by g --- AT1G64700 -1.06 -0.08 -0.71 0.50271115 0.8260 -6.40
254401_at putative protein various predicted --- AT4G21300 1.06 0.08 0.71 0.50271365 0.8260 -6.40
252185_at putative protein --- AT3G50780 1.08 0.11 0.71 0.50232822 0.8260 -6.40
259957_at putative protein kinase C-terminal r--- AT1G67890 -1.11 -0.15 -0.71 0.502369 0.8260 -6.40
250389_at putative protein probable flavin-co YUC4 AT5G11320 -1.05 -0.07 -0.71 0.50265412 0.8260 -6.40
251044_at putative protein various predicted --- AT5G02350 1.05 0.07 0.71 0.50251356 0.8260 -6.40
257942_at SKP1/ASK1 (At8), putative similarASK8 AT3G21830 -1.07 -0.10 -0.71 0.50245542 0.8260 -6.40
267480_at putative retroelement pol polyprote--- --- 1.05 0.07 0.71 0.50265515 0.8260 -6.40
252656_at hypothetical protein --- AT3G44770 -1.08 -0.11 -0.71 0.5021081 0.8260 -6.40
246444_at putative protein predicted protein T--- AT5G17570 -1.09 -0.12 -0.71 0.50237544 0.8260 -6.40
256343_at unknown protein ; supported by cD--- AT1G72090 1.07 0.09 0.71 0.50282518 0.8260 -6.40
265535_at hypothetical protein predicted by g--- AT2G15900 1.05 0.07 0.71 0.50281784 0.8260 -6.40
254813_at putative transcription factor myb-reMYB42 AT4G12350 -1.05 -0.07 -0.71 0.50284646 0.8260 -6.40
246026_at putative protein predicted protein - --- AT5G21070 -1.06 -0.08 -0.71 0.50292441 0.8261 -6.40
247593_at ABC transporter homolog PnATH GCN1 AT5G60790 -1.06 -0.09 -0.71 0.50318384 0.8264 -6.40
249223_at receptor lectin kinase-like protein --- AT5G42120 1.06 0.09 0.71 0.50317012 0.8264 -6.40
254143_at putative protein histidine-rich calci --- AT4G24680 -1.05 -0.06 -0.71 0.50329586 0.8265 -6.40
247137_at calcium-dependent protein kinase  CPK28 AT5G66210 1.14 0.19 0.71 0.5035624 0.8269 -6.40
245480_at transcription factor like protein --- AT4G16150 1.05 0.07 0.71 0.5037515 0.8269 -6.40
251659_at hypothetical protein  ;supported by BIGYIN AT3G57090 -1.06 -0.08 -0.71 0.50364343 0.8269 -6.40



261799_at unknown protein contains similarity--- AT1G30473 -1.08 -0.11 -0.71 0.50370016 0.8269 -6.40
266826_at putative amino acid acetyltransfera--- AT2G22910 -1.13 -0.17 -0.71 0.50375717 0.8269 -6.40
254311_at hypothetical protein --- AT4G22440 -1.06 -0.09 -0.71 0.50376374 0.8269 -6.40
256549_at hypothetical protein predicted by g --- --- -1.05 -0.07 -0.71 0.50380803 0.8269 -6.40
259137_at unknown protein Pfam HMM hit: E --- AT3G10300 -1.10 -0.13 -0.71 0.5040411 0.8270 -6.40
248613_at phytoene dehydrogenase-like --- AT5G49555 -1.08 -0.11 -0.71 0.50402625 0.8270 -6.40
260837_at fructose 1,6-bisphosphatase, puta --- AT1G43670 -1.11 -0.15 -0.71 0.50403095 0.8270 -6.40
262728_at receptor kinase (CLV1) identical toCLV1 AT1G75820 1.11 0.15 0.71 0.50396545 0.8270 -6.40
266575_at putative chloroplast initiation factor --- AT2G24060 1.06 0.09 0.71 0.50395562 0.8270 -6.40
266058_at glycerol-3-phosphate dehydrogenaGLY1 AT2G40690 -1.08 -0.11 -0.71 0.50403368 0.8270 -6.40
260419_at putative protein kinase contains Pf --- AT1G69730 -1.16 -0.21 -0.71 0.50423865 0.8272 -6.40
252078_at putative protein brassinosteroid-in IMK2 AT3G51740 -1.04 -0.06 -0.71 0.50427667 0.8272 -6.40
266589_at hypothetical protein predicted by g --- AT2G46250 1.08 0.11 0.71 0.50437993 0.8273 -6.40
250104_at unknown protein --- AT5G16610 1.08 0.11 0.71 0.50435657 0.8273 -6.40
260516_at unknown protein --- AT1G51450 -1.07 -0.10 -0.70 0.50454997 0.8275 -6.40
246236_at hypothetical protein --- AT4G36470 -1.07 -0.09 -0.70 0.50482939 0.8275 -6.40
247761_at phosphoprotein phosphatase 1 catTOPP2 AT5G59160 -1.06 -0.08 -0.70 0.50485214 0.8275 -6.40
253621_at putative protein component of anil --- AT4G30540 -1.06 -0.08 -0.70 0.50486922 0.8275 -6.40
261660_at kinesin heavy chain isolog, putativHIK AT1G18370 -1.05 -0.07 -0.70 0.50469774 0.8275 -6.40
258912_at unknown protein similar to hypothe--- AT3G06460 -1.09 -0.12 -0.70 0.50485127 0.8275 -6.40
255125_at putative protein SCARECROW - A--- AT4G08250 1.07 0.09 0.70 0.50486715 0.8275 -6.40
259558_at hypothetical protein WAK5 AT1G21230 1.06 0.09 0.70 0.50486043 0.8275 -6.40
251099_at putative protein KIAA0132 - Homo--- AT5G01660 -1.05 -0.08 -0.70 0.50479897 0.8275 -6.40
248258_at putative protein contains similarity --- AT5G53400 -1.12 -0.16 -0.70 0.50527498 0.8276 -6.40
254194_at auxin response factor 9 (ARF9)  ; sARF9 AT4G23980 1.09 0.12 0.70 0.50509442 0.8276 -6.40
258905_at unknown protein similar to hypothe--- AT3G06390 -1.10 -0.14 -0.70 0.50506167 0.8276 -6.40
261269_at unknown protein ; supported by ful --- AT1G26690 1.07 0.09 0.70 0.50499549 0.8276 -6.40
245638_s_at F5A9.10 unknown protein; similar --- AT1G24822 / 1.06 0.08 0.70 0.50513584 0.8276 -6.40
255659_at Expressed protein ; supported by f --- AT4G00895 1.12 0.17 0.70 0.5050533 0.8276 -6.40
249274_at unknown protein --- AT5G41860 -1.08 -0.12 -0.70 0.50500177 0.8276 -6.40
265181_at putative OBP32pep protein  ;suppo--- AT1G23510 -1.07 -0.10 -0.70 0.50505551 0.8276 -6.40
259197_at putative peroxidase similar to perox--- AT3G03670 -1.23 -0.30 -0.70 0.50518736 0.8276 -6.40
262481_at unknown protein Location of ests --- AT1G17080 1.06 0.08 0.70 0.505251 0.8276 -6.40
264375_at putative protein kinase contains a pCIPK16 AT2G25090 -1.18 -0.23 -0.70 0.50521489 0.8276 -6.40
261425_at peptide transporter, putative simila--- AT1G18880 -1.13 -0.18 -0.70 0.50533998 0.8276 -6.40



258110_at putative cytochrome P450 similar t CYP72A7 AT3G14610 1.07 0.10 0.70 0.50546909 0.8276 -6.40
263157_at aldehyde dehydrogenase homologALDH7B4 AT1G54100 1.11 0.15 0.70 0.5054351 0.8276 -6.40
252710_at cellulase-like protein cellulase, Sa AtGH9A4 AT3G43860 1.05 0.07 0.70 0.5054363 0.8276 -6.40
255709_at putative YABBY3 axial regulator  ; YAB3 AT4G00180 1.07 0.10 0.70 0.50553266 0.8277 -6.40
252753_at hypothetical protein --- AT3G43500 -1.06 -0.08 -0.70 0.50575671 0.8279 -6.40
254392_at endonuclease, putative ; supporte ENDO5 AT4G21600 1.06 0.08 0.70 0.50574698 0.8279 -6.40
248520_at 11-beta-hydroxysteroid dehydroge AtHSD1 AT5G50600 / -1.09 -0.12 -0.70 0.5058313 0.8280 -6.40
246808_at putative protein many predicted pr--- AT5G27110 -1.06 -0.08 -0.70 0.50591266 0.8280 -6.40
260104_x_at hypothetical protein predicted by g --- AT1G35410 1.06 0.09 0.70 0.50592799 0.8280 -6.40
245909_at putative protein DNA-directed RNA--- AT5G09380 -1.07 -0.10 -0.70 0.50597059 0.8280 -6.40
248214_at putative protein similar to unknown--- AT5G53670 1.08 0.12 0.70 0.50604305 0.8281 -6.40
245542_at CONSTANS like protein --- AT4G15250 -1.06 -0.08 -0.70 0.50605411 0.8281 -6.40
251599_at adenylosuccinate synthetase  ;sup ADSS AT3G57610 1.06 0.09 0.70 0.50610547 0.8281 -6.40
246513_at hypothetical protein --- AT5G15680 1.05 0.07 0.70 0.50620789 0.8282 -6.40
249205_at cycloartenol synthase MRN1 AT5G42600 -1.10 -0.14 -0.70 0.5062924 0.8282 -6.40
246685_at putative protein nucleoid DNA-bind--- AT5G33350 -1.11 -0.15 -0.70 0.50633916 0.8282 -6.40
266360_at Mutator-like transposase similar to FRS2 AT2G32250 -1.13 -0.17 -0.70 0.50644559 0.8282 -6.40
252237_at putative protein lateral suppressor --- AT3G49950 1.07 0.10 0.70 0.50635983 0.8282 -6.40
261988_at single-strand nucleic acid-binding --- AT1G33680 -1.08 -0.11 -0.70 0.50642276 0.8282 -6.40
248772_at photoreceptor-interacting protein-li --- AT5G47800 -1.13 -0.17 -0.70 0.50642196 0.8282 -6.40
254779_at hypothetical protein --- AT4G12760 1.05 0.07 0.70 0.50649578 0.8282 -6.40
249949_at SAE1-S9-protein - like SAE1-S9-p--- AT5G18880 -1.06 -0.08 -0.70 0.50652259 0.8282 -6.40
266069_at putative RING zinc finger protein MEE16 AT2G18650 -1.11 -0.14 -0.70 0.50658086 0.8283 -6.40
248816_at prematurely terminated mRNA decLBA1 AT5G47010 -1.05 -0.07 -0.70 0.50677258 0.8283 -6.40
267385_at unknown protein highly similar to G--- AT2G44380 -1.10 -0.14 -0.70 0.50667662 0.8283 -6.40
257152_at Expressed protein ; supported by f PUX1 AT3G27310 1.05 0.07 0.70 0.50677335 0.8283 -6.40
258465_at unknown protein PMEI2 AT3G17220 1.07 0.10 0.70 0.50670633 0.8283 -6.40
256786_at unknown protein  ;supported by ful --- AT3G13740 -1.07 -0.10 -0.70 0.50685207 0.8284 -6.40
263825_at putative laccase (diphenol oxidase LAC5 AT2G40370 1.14 0.19 0.70 0.50687228 0.8284 -6.40
264040_at putative uridylyl transferase  ; suppACR5 AT2G03730 -1.04 -0.06 -0.70 0.50696948 0.8285 -6.40
267069_at unknown protein ATCAMBP2AT2G41010 -1.20 -0.27 -0.70 0.50706288 0.8286 -6.40
258154_at unknown protein  ; supported by cD--- AT3G18210 -1.07 -0.10 -0.70 0.5071167 0.8286 -6.40
260431_at putative zinc finger protein similar t--- AT1G68190 1.05 0.06 0.70 0.50844077 0.8288 -6.41
265431_at (1-4)-beta-mannan endohydrolase --- AT2G20680 -1.06 -0.08 -0.70 0.50737471 0.8288 -6.41
250457_at splicing factor-like protein  ; suppor--- AT5G09880 1.06 0.09 0.70 0.50788649 0.8288 -6.41



257504_at dynein light chain, putative similar ROPGEF11AT1G52240 -1.12 -0.16 -0.70 0.5085553 0.8288 -6.41
254803_at putative protein several hypothetica--- AT4G13100 -1.09 -0.12 -0.70 0.50816704 0.8288 -6.41
266283_at putative proline-rich protein --- AT2G29210 1.06 0.09 0.70 0.50779225 0.8288 -6.41
267094_at putative diphenol oxidase  ; supporIRX12 AT2G38080 1.21 0.28 0.70 0.5082156 0.8288 -6.41
256518_at hypothetical protein --- AT1G66080 -1.07 -0.10 -0.70 0.50742141 0.8288 -6.41
247534_at pyrophosphate-dependent phosphPFK4 AT5G61580 -1.05 -0.07 -0.70 0.50747109 0.8288 -6.41
252537_at putative transporter protein peptid --- AT3G45710 -1.06 -0.08 -0.70 0.50829888 0.8288 -6.41
257596_at unknown protein --- AT3G24760 1.06 0.09 0.70 0.50847088 0.8288 -6.41
261697_at hypothetical protein identical to hyp--- AT1G32610 -1.10 -0.14 -0.70 0.50841373 0.8288 -6.41
254062_at putative protein zinc finger protein --- AT4G25380 1.22 0.28 0.70 0.50856791 0.8288 -6.41
254285_at putative cdc2 kinase homolog cdc --- AT4G22940 1.07 0.10 0.70 0.50770398 0.8288 -6.41
259836_at unknown protein ROPGEF11AT1G52240 -1.05 -0.06 -0.70 0.50742139 0.8288 -6.41
254443_at putative protein (fragment) BRCA1BRCA1 AT4G21070 1.05 0.07 0.70 0.50756859 0.8288 -6.41
253465_at putative protein ATAC98, Arabido --- AT4G32120 -1.07 -0.10 -0.70 0.50812139 0.8288 -6.41
257567_at hypothetical protein predicted by g --- AT3G23930 -1.04 -0.06 -0.70 0.50840391 0.8288 -6.41
255015_at putative protein m6A methyltransfeEMB1691 AT4G09980 -1.09 -0.13 -0.70 0.50749527 0.8288 -6.41
263399_at unknown protein ; supported by ful --- AT2G31490 1.06 0.08 0.70 0.50823419 0.8288 -6.41
266660_at hypothetical protein predicted by g --- AT2G25920 -1.09 -0.13 -0.70 0.50746029 0.8288 -6.41
258770_at hypothetical protein --- AT3G10830 1.05 0.07 0.70 0.50836249 0.8288 -6.41
254211_at phosphatase like protein phosphopSGT1A AT4G23570 1.09 0.13 0.70 0.50845687 0.8288 -6.41
249079_at putative protein contains similarity --- AT5G43930 -1.08 -0.11 -0.70 0.50843892 0.8288 -6.41
253597_at putative protein translation initiatio--- AT4G30690 1.11 0.15 0.70 0.50832643 0.8288 -6.41
267417_at putative RING zinc finger protein --- AT2G34990 -1.05 -0.07 -0.70 0.50791591 0.8288 -6.41
253145_at hypothetical protein --- AT4G35560 1.11 0.15 0.70 0.50740727 0.8288 -6.41
265574_at putative replication protein A1 --- --- -1.05 -0.07 -0.70 0.50857894 0.8288 -6.41
255633_at Expressed protein ; supported by f --- AT4G00585 1.06 0.08 0.70 0.50800657 0.8288 -6.41
267478_at hypothetical protein predicted by g --- AT2G02700 -1.05 -0.07 -0.70 0.50801292 0.8288 -6.41
257385_at hypothetical protein predicted by g --- AT2G01800 -1.06 -0.09 -0.70 0.50783578 0.8288 -6.41
263096_at class 1 non-symbiotic hemoglobin AHB1 AT2G16060 1.15 0.21 0.70 0.5085403 0.8288 -6.41
245409_at putative protein --- AT4G17200 -1.04 -0.06 -0.70 0.50816771 0.8288 -6.41
264495_at hypothetical protein predicted by g RIC2 AT1G27380 -1.05 -0.07 -0.70 0.50842439 0.8288 -6.41
263266_at hypothetical protein predicted by g --- AT2G16520 1.05 0.08 0.70 0.50759708 0.8288 -6.41
245571_at light induced protein like --- AT4G14695 1.07 0.10 0.70 0.50791783 0.8288 -6.41
248374_at MADS box transcription factor-like AGL71 AT5G51870 -1.04 -0.06 -0.70 0.50764426 0.8288 -6.41
267251_at putative casein kinase II catalytic (a--- AT2G23070 1.05 0.07 0.70 0.50868652 0.8289 -6.41



264454_at unknown protein similar to U2 sma--- AT1G10320 1.07 0.09 0.70 0.5088375 0.8290 -6.41
262146_at membrane protein, putative simila ATRBL5 AT1G52580 -1.10 -0.14 -0.70 0.50893146 0.8290 -6.41
259228_at unknown protein similar to hypothe--- AT3G07720 -1.07 -0.10 -0.70 0.50885747 0.8290 -6.41
255342_at putative receptor-like protein kinas --- AT4G04510 -1.07 -0.09 -0.70 0.50881093 0.8290 -6.41
266404_at hypothetical protein predicted by g --- AT2G38590 -1.05 -0.07 -0.70 0.50887586 0.8290 -6.41
250930_at putative protein P58 protein, Bos pATP58IPK AT5G03160 -1.13 -0.18 -0.70 0.50894664 0.8290 -6.41
256170_at receptor protein kinase, putative c --- AT1G51790 -1.10 -0.14 -0.70 0.50903708 0.8290 -6.41
265070_at branched-chain alpha-keto acid deBCDH BET AT1G55510 1.14 0.19 0.70 0.50904571 0.8290 -6.41
260723_at unknown protein --- AT1G48070 -1.05 -0.07 -0.70 0.50913761 0.8291 -6.41
265412_at putative chloroplast outer membranTOC132 AT2G16640 -1.05 -0.06 -0.70 0.50927272 0.8291 -6.41
262445_at Expressed protein ; supported by f --- AT1G47485 -1.06 -0.08 -0.70 0.50928963 0.8291 -6.41
264518_at unknown protein --- AT1G09980 -1.08 -0.11 -0.70 0.50921891 0.8291 -6.41
251974_at myb protein(MYB27) contains mybAtMYB27 AT3G53200 -1.05 -0.06 -0.70 0.50924429 0.8291 -6.41
261306_at regulatory protein HAL3B similar to--- AT1G48610 1.06 0.08 0.70 0.50937336 0.8292 -6.41
253109_at putative protein predicted protein AMCA1 AT4G35920 -1.11 -0.15 -0.70 0.51007473 0.8294 -6.41
253343_at putative protein --- AT4G33540 1.15 0.21 0.70 0.50972021 0.8294 -6.41
245895_at SIR2-family protein sirtuin type 4 (SRT2 AT5G09230 -1.06 -0.08 -0.70 0.50997742 0.8294 -6.41
267362_at hypothetical protein predicted by g --- AT2G39910 1.05 0.07 0.70 0.50985278 0.8294 -6.41
267526_at photosystem II reaction center 6.1KPSBW AT2G30570 1.04 0.06 0.70 0.50966449 0.8294 -6.41
256254_at hypothetical protein predicted by g --- AT3G11290 -1.07 -0.10 -0.70 0.50992575 0.8294 -6.41
256588_at unknown protein --- AT3G28790 -1.07 -0.09 -0.70 0.51008445 0.8294 -6.41
254090_at MtN3 - like protein MtN3 (induced --- AT4G25010 -1.07 -0.10 -0.70 0.50996783 0.8294 -6.41
263451_at putative triacylglycerol lipase --- AT2G31690 -1.04 -0.06 -0.70 0.50953094 0.8294 -6.41
247887_at unknown protein --- AT5G57880 1.05 0.07 0.70 0.51011161 0.8294 -6.41
245313_at UFD1 like protein ; supported by fu--- AT4G15420 -1.07 -0.09 -0.70 0.50970112 0.8294 -6.41
252288_at hypothetical protein --- AT3G49080 -1.08 -0.11 -0.70 0.51006827 0.8294 -6.41
266432_s_at putative gag-protease polyprotein --- --- 1.05 0.07 0.70 0.51001718 0.8294 -6.41
267243_at hypothetical protein predicted by g --- AT2G02660 1.05 0.06 0.70 0.50967444 0.8294 -6.41
245379_at heat shock transcription factor HSFHSF1 AT4G17750 1.07 0.10 0.70 0.51004601 0.8294 -6.41
260183_at hypothetical protein similar to DNA--- --- -1.04 -0.06 -0.70 0.51008319 0.8294 -6.41
252809_at putative protein various predicted --- --- -1.05 -0.07 -0.70 0.50962099 0.8294 -6.41
256331_at GT-like trihelix DNA-binding protei--- AT1G76880 -1.05 -0.08 -0.70 0.51027924 0.8296 -6.41
251178_at cytokinin oxidase -like protein cytoCKX6 AT3G63440 -1.13 -0.18 -0.69 0.51040397 0.8297 -6.41
245101_at putative cytochrome P450  ; suppoCYP98A3 AT2G40890 -1.09 -0.12 -0.69 0.51039858 0.8297 -6.41
266786_at putative non-LTR retroelement rev --- --- 1.05 0.07 0.69 0.51042101 0.8297 -6.41



249338_at putative protein similar to unknownanac095 AT5G41090 -1.04 -0.06 -0.69 0.51048622 0.8297 -6.41
259620_s_at Tam3-like transposon protein simi --- --- -1.08 -0.12 -0.69 0.51052761 0.8297 -6.41
248989_at disease resistance protein RPS4 --- AT5G45200 -1.07 -0.09 -0.69 0.51057144 0.8297 -6.41
258838_at unknown protein  ; supported by cD--- AT3G07140 1.05 0.07 0.69 0.5106241 0.8298 -6.41
245388_at hypothetical protein ;supported by --- AT4G16410 1.05 0.07 0.69 0.51069279 0.8298 -6.41
251845_at Expressed protein ; supported by f ATGCN4 AT3G54540 1.08 0.11 0.69 0.51087071 0.8298 -6.41
265287_at putative photosystem I reaction ce PSAE-2 AT2G20260 1.04 0.06 0.69 0.51089289 0.8298 -6.41
251193_at translation releasing factor RF-1 -lAPG3 AT3G62910 1.09 0.12 0.69 0.51091847 0.8298 -6.41
245231_at hypothetical protein --- AT4G25600 -1.07 -0.09 -0.69 0.51083612 0.8298 -6.41
260670_at Expressed protein ; supported by f NFD5 AT1G19520 -1.09 -0.13 -0.69 0.51080895 0.8298 -6.41
247076_at ferripyochelin-binding protein-like  GAMMA CAAT5G66510 -1.05 -0.08 -0.69 0.51074875 0.8298 -6.41
252884_at SEC14 - like protein phosphatidyli --- AT4G39170 -1.07 -0.09 -0.69 0.5110905 0.8299 -6.41
245661_at purine permease, putative similar ATPUP3 AT1G28220 -1.06 -0.09 -0.69 0.51107206 0.8299 -6.41
255975_at hypothetical protein --- --- -1.07 -0.10 -0.69 0.51108815 0.8299 -6.41
258850_at putative cellulose synthase catalytiCSLD3 AT3G03050 -1.06 -0.08 -0.69 0.51125371 0.8300 -6.41
258733_at unknown protein --- --- 1.05 0.07 0.69 0.51125594 0.8300 -6.41
246022_at putative protein predicted protein ---- AT5G21110 1.05 0.08 0.69 0.51120324 0.8300 -6.41
261343_s_at putative protein hypothetical protei --- --- -1.05 -0.07 -0.69 0.51131412 0.8301 -6.41
267537_at putative guanylate kinase  ; supporGK-1 AT2G41880 1.18 0.24 0.69 0.51140361 0.8301 -6.41
251216_at putative protein hypothetical prote --- --- -1.05 -0.07 -0.69 0.51147161 0.8302 -6.41
254290_at hypothetical protein --- AT4G23000 -1.08 -0.12 -0.69 0.51157486 0.8303 -6.41
250639_at oleosin-like protein oleosin - BrassGRP20 AT5G07560 -1.07 -0.09 -0.69 0.51162802 0.8303 -6.41
258212_at unknown protein contains Pfam pro--- AT3G17920 1.04 0.06 0.69 0.51171202 0.8304 -6.41
257422_at hypothetical protein Contains simila--- AT1G11940 -1.05 -0.07 -0.69 0.51173093 0.8304 -6.41
259494_at mitotic checkpoint protein, putative--- AT1G15850 -1.07 -0.10 -0.69 0.51176813 0.8304 -6.41
257708_at hypothetical protein predicted by g --- AT3G13330 -1.06 -0.08 -0.69 0.51185507 0.8304 -6.41
255105_at putative sulfate transporter  ; suppoSULTR1;1 AT4G08620 1.06 0.09 0.69 0.51187054 0.8304 -6.41
254571_at hypothetical protein --- AT4G19370 -1.24 -0.31 -0.69 0.51228275 0.8306 -6.41
253757_at rac GTP binding protein Arac7  ; suROP9 AT4G28950 -1.07 -0.09 -0.69 0.51220755 0.8306 -6.41
257426_at hypothetical protein contains simila--- AT1G54850 1.07 0.10 0.69 0.51208651 0.8306 -6.41
255805_at zinc-finger - like protein zinc-finger--- AT4G10240 -1.06 -0.08 -0.69 0.51230307 0.8306 -6.41
264841_at putative protein kinase similar to (Z--- AT1G03740 -1.13 -0.18 -0.69 0.51214458 0.8306 -6.41
244905_at hypothetical protein --- --- -1.06 -0.08 -0.69 0.51209329 0.8306 -6.41
256956_at expressed protein  supported by cD--- AT3G13410 1.05 0.07 0.69 0.51228199 0.8306 -6.41
265299_at putative retroelement pol polyprote--- --- -1.08 -0.12 -0.69 0.51228052 0.8306 -6.41



253416_at pyruvate decarboxylase-1 (Pdc1) --- AT4G33070 -1.08 -0.11 -0.69 0.5120951 0.8306 -6.41
256952_at mannosidase, putative similar to m--- AT3G21160 1.07 0.10 0.69 0.51238309 0.8306 -6.41
257397_at hypothetical protein predicted by g RIC6 AT2G20430 1.08 0.11 0.69 0.51240948 0.8306 -6.41
261265_at hypothetical protein predicted by g --- AT1G26800 -1.10 -0.14 -0.69 0.5124746 0.8307 -6.41
AFFX-r2-Bs-da B. subtilis /GEN=dapB, jojF /DB_X --- --- -1.11 -0.15 -0.69 0.51249515 0.8307 -6.41
256232_at unknown protein ; supported by ful FYD AT3G12570 1.04 0.06 0.69 0.51280207 0.8311 -6.41
251671_at putative protein hypothetical prote --- AT3G57210 -1.06 -0.08 -0.69 0.5128416 0.8311 -6.41
248406_at pectinesterase --- AT5G51490 -1.08 -0.11 -0.69 0.51302514 0.8314 -6.41
247503_at GCN4-complementing protein - likAGD1 AT5G61980 -1.07 -0.09 -0.69 0.51306161 0.8314 -6.41
255730_at dihydroflavonol 4-reductase, putat --- AT1G25460 -1.05 -0.08 -0.69 0.51316051 0.8314 -6.41
248201_at putative protein similar to unknownPTAC15 AT5G54180 -1.12 -0.17 -0.69 0.51314286 0.8314 -6.41
261750_at hypothetical protein contains simila--- AT1G76120 1.07 0.10 0.69 0.51320932 0.8314 -6.41
258036_at unknown protein --- AT3G21210 1.05 0.07 0.69 0.51336698 0.8316 -6.41
261741_at transcription factor, putative similaATE2F2 AT1G47870 1.06 0.08 0.69 0.5133806 0.8316 -6.41
262385_at root hair defective, putative similar--- AT1G72960 -1.05 -0.06 -0.69 0.51345841 0.8316 -6.41
247792_at Expressed protein ; supported by f --- AT5G58787 -1.10 -0.13 -0.69 0.51352622 0.8316 -6.41
250230_at putative protein similar to unknown--- AT5G13900 -1.10 -0.13 -0.69 0.51347954 0.8316 -6.41
258843_at putative protein kinase similar to hy--- AT3G04690 1.05 0.07 0.69 0.51353821 0.8316 -6.41
259070_at digalactosyldiacylglycerol synthaseDGD1 AT3G11670 -1.12 -0.16 -0.69 0.5136115 0.8317 -6.41
253826_s_at E2, ubiquitin-conjugating enzyme UBC9 AT4G27960 / 1.05 0.06 0.69 0.51389948 0.8320 -6.41
252592_at mitogen-activated protein kinase 3 NAXT1 AT3G45640 / 1.17 0.22 0.69 0.51397184 0.8320 -6.41
264226_at hypothetical protein similar to putat--- AT1G67510 -1.06 -0.08 -0.69 0.51400201 0.8320 -6.41
250683_x_at putative protein similar to unknown--- AT5G06640 -1.09 -0.12 -0.69 0.51406641 0.8320 -6.41
246405_at disease resistance protein RPP1-W--- AT1G57630 1.33 0.41 0.69 0.51407205 0.8320 -6.41
245375_at NAK like protein kinase --- AT4G17660 -1.06 -0.09 -0.69 0.51400179 0.8320 -6.41
264094_at unknown protein ;supported by full --- AT1G79200 -1.06 -0.09 -0.69 0.51413592 0.8321 -6.41
253958_at putative protein RING zinc finger p--- AT4G26400 1.06 0.09 0.69 0.51436912 0.8323 -6.41
251484_at putative protein putative protein At--- AT3G59640 1.05 0.07 0.69 0.51436541 0.8323 -6.41
265972_at putative retroelement pol polyprote--- --- -1.05 -0.06 -0.69 0.51438686 0.8323 -6.41
245617_at hypothetical protein --- AT4G14490 -1.05 -0.07 -0.69 0.51429645 0.8323 -6.41
259054_at putative hypersensitivity-related geCHAT AT3G03480 -1.35 -0.43 -0.69 0.51472642 0.8325 -6.41
255373_s_at putative protein --- --- -1.06 -0.09 -0.69 0.51466559 0.8325 -6.41
246675_at putative protein --- AT5G30420 -1.06 -0.08 -0.69 0.51471495 0.8325 -6.41
264251_at hypothetical protein identical to GB--- AT1G09190 1.08 0.11 0.69 0.51468405 0.8325 -6.41
255927_at transcriptional activator CBF1, put --- AT1G12630 -1.10 -0.14 -0.69 0.51470242 0.8325 -6.41



262814_at putative heat-shock protein strong --- AT1G11660 1.05 0.07 0.69 0.51477387 0.8325 -6.41
250914_at myb -like protein telomeric DNA biTRFL10 AT5G03780 -1.06 -0.09 -0.69 0.51493948 0.8327 -6.41
248053_at putative protein similar to unknownAtNMNAT AT5G55810 -1.06 -0.09 -0.69 0.51492953 0.8327 -6.41
267366_at unknown protein  ;supported by ful --- AT2G44310 / 1.06 0.08 0.69 0.51501473 0.8327 -6.41
247683_at serine/threonine-specific protein k --- AT5G59660 -1.07 -0.09 -0.69 0.5149913 0.8327 -6.41
249649_at putative transporter protein Na+ HCHX24 AT5G37060 -1.04 -0.06 -0.69 0.51524076 0.8330 -6.41
261725_at small nuclear ribonucleoprotein, p SmD3 AT1G76300 1.08 0.11 0.69 0.51536714 0.8331 -6.42
254621_at gene 11-1 protein - like gene 11-1 WAVE5 AT4G18600 -1.05 -0.08 -0.69 0.51553715 0.8333 -6.42
249812_at putative protein similar to unknown--- AT5G23830 -1.08 -0.11 -0.69 0.51550597 0.8333 -6.42
263185_at transport protein, putative similar t --- AT1G05520 1.05 0.07 0.69 0.51560211 0.8333 -6.42
249763_at receptor-protein kinase-like protein--- AT5G24010 -1.10 -0.13 -0.69 0.51561316 0.8333 -6.42
255214_at hypothetical protein --- --- 1.05 0.07 0.69 0.51565979 0.8333 -6.42
266195_at putative RING zinc finger protein --- AT2G39100 1.05 0.07 0.69 0.51578386 0.8335 -6.42
261570_at fatty acid elongase 3-ketoacyl-CoAKCS1 AT1G01120 -1.28 -0.36 -0.69 0.51603321 0.8335 -6.42
246453_at syntaxin homologue  ;supported bySYP21 AT5G16830 -1.06 -0.09 -0.69 0.51598623 0.8335 -6.42
255061_at putative protein disulfide isomeraseATAPRL6 AT4G08930 -1.05 -0.07 -0.69 0.51607878 0.8335 -6.42
260830_at histone H1, putative similar to hist --- AT1G06760 1.10 0.14 0.69 0.51597937 0.8335 -6.42
256765_at aminotransferase, putative similar POP2 AT3G22200 -1.07 -0.10 -0.69 0.51606786 0.8335 -6.42
262587_at unknown protein Contains PF|0056--- AT1G15490 1.10 0.14 0.69 0.51604651 0.8335 -6.42
260207_at putative phosphoglucomutase simi --- AT1G70730 1.08 0.11 0.69 0.51599364 0.8335 -6.42
253893_at putative protein hypothetical prote --- AT4G27390 -1.08 -0.11 -0.69 0.51595887 0.8335 -6.42
251088_at putative protein several hypothetica--- AT5G01480 -1.09 -0.12 -0.69 0.51615462 0.8335 -6.42
248189_at DNA mismatch repair protein MutS--- AT5G54090 1.07 0.10 0.68 0.51633156 0.8336 -6.42
259560_at hypothetical protein WAK2 AT1G21270 -1.19 -0.25 -0.68 0.5162816 0.8336 -6.42
257808_at unknown protein, putative contains--- AT3G26935 1.06 0.08 0.68 0.51633374 0.8336 -6.42
253690_at putative protein various predicted --- AT4G29550 -1.08 -0.11 -0.68 0.51639102 0.8337 -6.42
249515_at tryptophan synthase beta chain --- AT5G38530 1.21 0.27 0.68 0.5164928 0.8337 -6.42
253825_at Expressed protein ; supported by f --- AT4G28025 -1.08 -0.11 -0.68 0.51654403 0.8337 -6.42
247690_at putative protein MBD7 AT5G59800 1.11 0.15 0.68 0.5165701 0.8337 -6.42
258782_at putative dihydroneopterin aldolase --- AT3G11750 1.08 0.11 0.68 0.51656246 0.8337 -6.42
248527_at putative protein contains similarity --- AT5G50740 1.06 0.08 0.68 0.5167798 0.8338 -6.42
253667_at peroxidase ATP8a  ;supported by f--- AT4G30170 1.05 0.07 0.68 0.51682324 0.8338 -6.42
254982_at putative protein  ; supported by cD --- AT4G10470 1.07 0.09 0.68 0.5168106 0.8338 -6.42
245065_at unknown protein  ; supported by cD--- AT2G39750 1.05 0.07 0.68 0.51668149 0.8338 -6.42
263263_at putative guanylate binding protein --- AT2G38840 1.07 0.10 0.68 0.51676212 0.8338 -6.42



255209_at see GB:AF077408 --- --- -1.06 -0.09 -0.68 0.51693475 0.8339 -6.42
249435_at putative protein tail-specific thyroid--- AT5G39970 -1.04 -0.06 -0.68 0.5169035 0.8339 -6.42
245735_at myb-like transcription factor, putat MYB54 AT1G73410 1.04 0.06 0.68 0.51705365 0.8339 -6.42
247804_at strong similarity to unknown proteinSVL5 AT5G58170 -1.06 -0.08 -0.68 0.5170633 0.8339 -6.42
262720_s_at hypothetical protein similar to hypo--- AT1G43600 / 1.05 0.07 0.68 0.51707402 0.8339 -6.42
262486_at putative bzip-like transcription fact --- AT1G21740 -1.08 -0.12 -0.68 0.51717551 0.8340 -6.42
252020_at SKP1/ASK1 (At6), putative similarASK6 AT3G53060 1.04 0.06 0.68 0.51714097 0.8340 -6.42
259220_at expressed protein predicted by ge--- AT3G03550 -1.07 -0.09 -0.68 0.51727297 0.8341 -6.42
254661_at unknown protein multidrug resista --- AT4G18260 1.06 0.09 0.68 0.51732623 0.8341 -6.42
252216_at putative protein several hypothetica--- AT3G50420 1.07 0.10 0.68 0.51744407 0.8342 -6.42
258257_at putative short chain alcohol dehydr--- AT3G26770 -1.05 -0.07 -0.68 0.51741046 0.8342 -6.42
266658_at Expressed protein ; supported by f --- AT2G25735 1.32 0.40 0.68 0.51754116 0.8343 -6.42
254085_at abscisic acid-induced - like proteinHVA22D AT4G24960 -1.12 -0.17 -0.68 0.51800686 0.8344 -6.42
265087_at hypothetical protein predicted by g --- AT1G03760 1.10 0.14 0.68 0.51766883 0.8344 -6.42
257151_at blue copper protein, putative simila--- AT3G27200 1.07 0.10 0.68 0.51800539 0.8344 -6.42
255780_at hypothetical protein contains Pfam GAUT11 AT1G18580 1.07 0.09 0.68 0.51770056 0.8344 -6.42
261512_at actin capping protein beta-2, putat--- AT1G71790 1.09 0.12 0.68 0.5179942 0.8344 -6.42
245089_at putative transketolase precursor  ; --- AT2G45290 -1.29 -0.37 -0.68 0.51788466 0.8344 -6.42
248260_at putative protein similar to unknown--- AT5G53240 -1.05 -0.07 -0.68 0.5177332 0.8344 -6.42
266527_at hypothetical protein predicted by g --- --- 1.07 0.10 0.68 0.51780505 0.8344 -6.42
250594_at putative protein contains similarity --- AT5G07760 -1.06 -0.08 -0.68 0.51789055 0.8344 -6.42
249973_at GPAA1 - like protein glycosylphos--- AT5G19130 1.06 0.09 0.68 0.51799001 0.8344 -6.42
261640_at permease, putative similar to perm--- AT1G49960 1.06 0.09 0.68 0.51783291 0.8344 -6.42
256175_at unknown protein --- AT1G51670 1.05 0.07 0.68 0.51807755 0.8344 -6.42
265066_at unknown protein location of ESTs FLA9 AT1G03870 -1.10 -0.13 -0.68 0.51814807 0.8344 -6.42
246229_at pectinesterase like protein sks15 AT4G37160 1.05 0.07 0.68 0.51815339 0.8344 -6.42
246483_at receptor protein kinase-like proteinNIK1 AT5G16000 1.14 0.18 0.68 0.51832927 0.8346 -6.42
266233_at putative phloem-specific lectin AtPP2-B8 AT2G02340 -1.05 -0.07 -0.68 0.51833624 0.8346 -6.42
247721_at elongin - like protein elongin C, Dr --- AT5G59140 -1.04 -0.06 -0.68 0.51838824 0.8346 -6.42
261538_at unknown protein ; supported by cD--- AT1G01830 1.12 0.16 0.68 0.51841517 0.8346 -6.42
263612_at putative CDC21 protein MCM4 AT2G16440 1.20 0.26 0.68 0.51874259 0.8351 -6.42
250812_at putative protein similar to unknown--- AT5G04900 1.05 0.07 0.68 0.51892815 0.8352 -6.42
264333_at hypothetical protein similar to putatAtTLP4 AT1G61940 -1.05 -0.07 -0.68 0.51899249 0.8352 -6.42
253860_at hypothetical protein  ;supported by --- AT4G27700 -1.05 -0.07 -0.68 0.51884659 0.8352 -6.42
265741_at putative membrane transporter  ; s --- AT2G01320 1.11 0.15 0.68 0.51904462 0.8352 -6.42



265870_at hypothetical protein predicted by g PDLP6 AT2G01660 -1.05 -0.07 -0.68 0.51897414 0.8352 -6.42
260657_at wall-associated kinase 2, putative --- AT1G19390 1.06 0.09 0.68 0.51904464 0.8352 -6.42
245615_at reverse transcriptase like protein --- --- 1.05 0.07 0.68 0.51891409 0.8352 -6.42
244936_at NADH dehydrogenase ND1 --- --- -1.05 -0.08 -0.68 0.51910169 0.8352 -6.42
250261_at peptide transporter - like protein p --- AT5G13400 -1.12 -0.17 -0.68 0.51915267 0.8352 -6.42
260988_at MAP3K alpha protein kinase, putaMAP3KA AT1G53570 -1.09 -0.12 -0.68 0.51925939 0.8353 -6.42
250573_at putative protein --- AT5G08220 / -1.07 -0.09 -0.68 0.51928721 0.8353 -6.42
250467_at trehalose-6-phosphate phosphata --- AT5G10100 1.05 0.08 0.68 0.51933767 0.8353 -6.42
261473_at hypothetical protein similar to putat--- AT1G14490 -1.10 -0.14 -0.68 0.51945625 0.8355 -6.42
250009_at putative protein nuclear FMRP inte--- AT5G18440 1.12 0.17 0.68 0.51958644 0.8356 -6.42
248558_at permease --- AT5G49990 1.09 0.13 0.68 0.51964243 0.8356 -6.42
249994_at putative protein cell polarity protei --- AT5G18590 1.06 0.08 0.68 0.51993617 0.8356 -6.42
251690_at putative protein TATA-binding pro --- AT3G56510 -1.06 -0.08 -0.68 0.51988744 0.8356 -6.42
245301_at farnesyl-pyrophosphate synthetaseFPS2 AT4G17190 1.12 0.16 0.68 0.51996535 0.8356 -6.42
266720_s_at hypothetical protein predicted by g APRR9 AT2G46670 / 1.11 0.15 0.68 0.51988332 0.8356 -6.42
250360_at putative protein probable serine/th--- AT5G11360 1.05 0.08 0.68 0.51989511 0.8356 -6.42
246470_at putative protein predicted proteins --- AT5G17080 -1.05 -0.07 -0.68 0.519797 0.8356 -6.42
255744_at hypothetical protein predicted by g --- --- 1.04 0.06 0.68 0.51971011 0.8356 -6.42
260604_at polyphosphoinositide binding prote--- AT1G55840 -1.08 -0.11 -0.68 0.51966632 0.8356 -6.42
265138_at hypothetical protein predicted by g --- AT1G51300 1.08 0.11 0.68 0.51977647 0.8356 -6.42
252521_at hypothetical protein --- AT3G46380 -1.09 -0.12 -0.68 0.51968484 0.8356 -6.42
248974_at disease resistance protein-like --- AT5G45060 -1.05 -0.07 -0.68 0.52000318 0.8356 -6.42
263793_at putative glucosyltransferase ATCSLC08 AT2G24630 1.12 0.16 0.68 0.52008603 0.8357 -6.42
266631_at putative serpin --- AT2G35570 -1.04 -0.06 -0.68 0.52020163 0.8358 -6.42
263789_at putative GDSL-motif lipase/hydrola--- AT2G24560 1.08 0.11 0.68 0.52035124 0.8360 -6.42
246350_at hypothetical protein predicted by g --- AT1G16650 -1.07 -0.09 -0.68 0.52045284 0.8361 -6.42
246514_at DNA-directed RNA polymerase (m --- AT5G15700 -1.09 -0.12 -0.68 0.52062126 0.8363 -6.42
264845_at putative thioredoxin-m similar to thATHM1 AT1G03680 1.06 0.08 0.68 0.52083321 0.8364 -6.42
254882_s_at putative protein various predicted --- --- -1.05 -0.07 -0.68 0.52086699 0.8364 -6.42
259742_at putative proline-rich APG protein s GLIP6 AT1G71120 -1.08 -0.12 -0.68 0.52083359 0.8364 -6.42
260473_at hypothetical protein predicted by g --- AT1G10880 1.06 0.08 0.68 0.5207239 0.8364 -6.42
262821_at unknown protein EST gb|F14156 c--- AT1G11800 1.04 0.06 0.68 0.52077755 0.8364 -6.42
266373_x_at putative retroelement pol polyprote--- --- -1.06 -0.09 -0.68 0.52108937 0.8367 -6.42
258608_at unknown protein  ;supported by ful --- AT3G03020 1.11 0.15 0.68 0.52113893 0.8367 -6.42
251635_at endo-polygalacturonase ADPG1 AT3G57510 -1.07 -0.10 -0.68 0.52118316 0.8367 -6.42



245352_at indole-3-acetate beta-glucosyltransUGT84A3 AT4G15490 -1.10 -0.14 -0.68 0.52133074 0.8369 -6.42
246115_at putative protein chloroplast outer e--- AT5G20300 1.06 0.09 0.68 0.52150469 0.8370 -6.42
265041_at unknown protein Contains similarit TOM22-I AT1G04070 1.09 0.13 0.68 0.52144441 0.8370 -6.42
255787_at putative cinnamoyl-CoA reductase --- AT2G33590 -1.08 -0.11 -0.68 0.52147365 0.8370 -6.42
255991_at unknown protein --- AT1G29820 1.10 0.13 0.68 0.52158367 0.8371 -6.42
254855_s_at putative protein other predicted pr --- AT4G12140 / 1.07 0.09 0.68 0.5216169 0.8371 -6.42
250217_at nodulin-like protein --- AT5G14120 1.08 0.11 0.68 0.5219501 0.8371 -6.42
256281_at myb-family transcription factor, pu TRFL9 AT3G12560 -1.07 -0.10 -0.68 0.52184223 0.8371 -6.42
261296_at unknown protein --- AT1G48460 1.11 0.15 0.68 0.52198004 0.8371 -6.42
262395_at hypothetical protein similar to hypo--- AT1G49540 1.11 0.15 0.68 0.52195502 0.8371 -6.42
258447_at hypothetical protein predicted by g --- AT3G22450 1.05 0.07 0.68 0.52188136 0.8371 -6.42
258145_at integral membrane protein, putativ--- AT3G18200 -1.07 -0.09 -0.68 0.52183632 0.8371 -6.42
263865_at putative ABC transporter related toABCB1 AT2G36910 1.08 0.11 0.68 0.52184481 0.8371 -6.42
245328_at Expressed protein ; supported by f --- AT4G14465 1.05 0.08 0.68 0.52187173 0.8371 -6.42
252638_at acyl CoA reductase - protein acyl FAR4 AT3G44540 1.06 0.09 0.68 0.52178124 0.8371 -6.42
251387_at putative protein --- AT3G60810 -1.09 -0.13 -0.67 0.52265757 0.8372 -6.42
263182_at Expressed protein ; supported by f --- AT1G05575 1.41 0.50 0.67 0.5226672 0.8372 -6.42
254761_at Expressed protein ; supported by f CLE44 AT4G13195 -1.08 -0.11 -0.67 0.52268453 0.8372 -6.42
266087_at putative alcohol dehydrogenase --- AT2G37790 -1.07 -0.09 -0.67 0.52256382 0.8372 -6.42
251295_at putative protein several O-methyltr --- AT3G62000 -1.08 -0.10 -0.67 0.52225782 0.8372 -6.42
264797_at unknown protein similar to ESTs gb--- AT1G08710 1.06 0.08 0.67 0.52234618 0.8372 -6.42
247223_at MADS box transcription factor-like MAF4 AT5G65070 -1.04 -0.06 -0.67 0.52267976 0.8372 -6.42
248561_at unknown protein --- AT5G49680 -1.08 -0.11 -0.67 0.52247129 0.8372 -6.42
261522_at RIBOSOMAL PROTEIN, putative --- AT1G71710 -1.12 -0.16 -0.67 0.5224064 0.8372 -6.42
259952_at putative disease resistance proteinAtRLP12 AT1G71400 -1.11 -0.15 -0.67 0.522478 0.8372 -6.42
255357_at putative pectinesterase --- AT4G03930 -1.05 -0.07 -0.67 0.52242018 0.8372 -6.42
250652_at putative protein similar to unknownFLA21 AT5G06920 -1.05 -0.08 -0.67 0.5222119 0.8372 -6.42
259865_at putative casein kinase I similar to cCKL2 AT1G72710 -1.07 -0.10 -0.67 0.52268392 0.8372 -6.42
245810_at axi 1 protein, putative similar to ax--- AT1G38065 / 1.06 0.08 0.67 0.52264819 0.8372 -6.42
260090_at putative serine carboxypeptidase sscpl4 AT1G73310 1.04 0.06 0.67 0.52241138 0.8372 -6.42
252585_s_at putative protein UbcH 7-binding pr--- AT3G45570 / 1.04 0.06 0.67 0.52270154 0.8372 -6.42
260611_at putative beta-1,3-glucanase, C ter --- AT2G43670 -1.07 -0.09 -0.67 0.5225943 0.8372 -6.42
252461_at putative protein predicted protein, --- --- 1.06 0.09 0.67 0.52257556 0.8372 -6.42
266762_at putative alcohol dehydrogenase --- AT2G47120 1.05 0.07 0.67 0.52274773 0.8372 -6.42
250883_at putative protein predicted proteins --- AT5G03970 1.07 0.10 0.67 0.52281302 0.8373 -6.42



252476_at glucosyltransferase-like protein UD--- AT3G46650 -1.07 -0.10 -0.67 0.52298271 0.8375 -6.42
265707_at unknown protein --- AT2G03390 1.07 0.09 0.67 0.52310602 0.8376 -6.42
249668_at putative protein similar to unknown--- AT5G35870 1.07 0.09 0.67 0.52313535 0.8376 -6.42
265300_at unknown protein contains weak PH--- AT2G13950 -1.07 -0.09 -0.67 0.52322965 0.8377 -6.42
257531_at putative RNA-binding protein cont --- AT3G07250 1.05 0.07 0.67 0.52327142 0.8377 -6.42
253141_at putative protein hypothetical prote --- AT4G35430 / 1.06 0.09 0.67 0.5233782 0.8378 -6.42
247535_at transcriptional activator - like prote--- AT5G61620 1.08 0.11 0.67 0.52339187 0.8378 -6.42
266845_at unknown protein --- AT2G26110 1.09 0.13 0.67 0.52363843 0.8379 -6.42
253612_at putative protein D-ribulokinase - K --- AT4G30310 1.05 0.07 0.67 0.52362994 0.8379 -6.42
259750_at hypothetical protein predicted by g--- AT1G71130 1.09 0.12 0.67 0.52393329 0.8379 -6.43
260654_at hypothetical protein predicted by g --- AT1G19290 -1.07 -0.10 -0.67 0.5242515 0.8379 -6.43
245401_at hypothetical protein ;supported by --- AT4G17670 1.15 0.20 0.67 0.52362951 0.8379 -6.42
252352_at Expressed protein ; supported by f --- AT3G48185 1.07 0.10 0.67 0.52349678 0.8379 -6.42
253045_at Expressed protein ; supported by f --- AT4G37445 1.09 0.13 0.67 0.52412435 0.8379 -6.43
247437_at AtHVA22b-like protein  ; supportedHVA22B AT5G62490 -1.07 -0.09 -0.67 0.52422573 0.8379 -6.43
253706_at putative protein D-threonine dehyd--- AT4G29120 1.05 0.07 0.67 0.5242405 0.8379 -6.43
250655_at transcription factor HBP-1b (gb|AA OBF5 AT5G06960 1.05 0.07 0.67 0.52441033 0.8379 -6.43
258628_at unknown protein --- AT3G02890 1.11 0.15 0.67 0.52386752 0.8379 -6.43
264296_at protein transport protein sec61 alp--- AT1G78720 -1.09 -0.12 -0.67 0.52377393 0.8379 -6.43
265262_at putative chloroplast nucleoid DNA --- AT2G42980 -1.07 -0.10 -0.67 0.52431809 0.8379 -6.43
249754_at flavanone 3-hydroxylase-like prote DMR6 AT5G24530 1.29 0.37 0.67 0.52396813 0.8379 -6.43
264030_at putative steroid sulfotransferase --- AT2G03770 1.07 0.10 0.67 0.52433699 0.8379 -6.43
255200_at hypothetical protein --- --- -1.06 -0.08 -0.67 0.52435729 0.8379 -6.43
265376_at hypothetical protein predicted by g --- AT2G05810 1.06 0.08 0.67 0.52415465 0.8379 -6.43
262019_s_at hypothetical protein predicted by g --- --- 1.05 0.08 0.67 0.52442771 0.8379 -6.43
263653_at putative ethylene receptor (ERS2) ERS2 AT1G04310 1.07 0.10 0.67 0.52389807 0.8379 -6.43
246123_at beta-1,3-glucanase-like protein be--- AT5G20390 1.04 0.06 0.67 0.52430042 0.8379 -6.43
251692_s_at serine carboxypeptidase-like prote--- AT3G52020 / -1.05 -0.07 -0.67 0.5243855 0.8379 -6.43
253680_at cytidine deaminase 2 (CDA2) --- AT4G29620 1.05 0.07 0.67 0.52415354 0.8379 -6.43
249103_at N-carbamyl-L-amino acid amidohy UAH AT5G43600 -1.06 -0.08 -0.67 0.52439547 0.8379 -6.43
257278_at hypothetical protein predicted by g --- AT3G14480 1.08 0.10 0.67 0.52398666 0.8379 -6.43
252733_at putative protein INDOLE-3-ACETI --- AT3G43120 -1.05 -0.08 -0.67 0.5238691 0.8379 -6.43
252582_at putative protein several hypothetica--- AT3G45530 1.05 0.08 0.67 0.52378341 0.8379 -6.43
250628_at hypothetical protein --- AT5G07380 1.07 0.10 0.67 0.52359652 0.8379 -6.42
264806_at hypothetical protein predicted by g --- AT1G08610 1.11 0.15 0.67 0.52455542 0.8380 -6.43



256635_at hypothetical protein predicted by g --- AT3G28260 1.04 0.06 0.67 0.52460489 0.8380 -6.43
251259_at putative protein phosphoprotein ph--- AT3G62260 -1.09 -0.13 -0.67 0.52490893 0.8382 -6.43
252737_at putative protein KIAA0274 protein --- AT3G43220 1.05 0.07 0.67 0.52516955 0.8382 -6.43
250193_at putative protein proline-rich protein--- AT5G14540 1.06 0.08 0.67 0.52520864 0.8382 -6.43
259160_at unknown protein --- AT3G05410 1.06 0.09 0.67 0.52507949 0.8382 -6.43
250359_at putative protein predicted proteins --- AT5G11350 1.05 0.07 0.67 0.52516986 0.8382 -6.43
252775_s_at putative protein various predicted --- --- 1.05 0.07 0.67 0.5249459 0.8382 -6.43
260469_at BRCA1-associated RING domain pAGD4 AT1G10870 1.07 0.10 0.67 0.52490366 0.8382 -6.43
252800_at putative protein --- --- -1.05 -0.07 -0.67 0.52499843 0.8382 -6.43
266502_at hypothetical protein predicted by g --- AT2G47720 / -1.05 -0.07 -0.67 0.52521566 0.8382 -6.43
262194_at hypothetical protein similar to putat--- AT1G77930 -1.09 -0.12 -0.67 0.52506226 0.8382 -6.43
261215_at subtilase, putative similar to subtila--- AT1G32970 -1.05 -0.07 -0.67 0.52496896 0.8382 -6.43
249185_at CHP-rich zinc finger protein-like --- AT5G43030 1.06 0.08 0.67 0.52486815 0.8382 -6.43
254071_at hypothetical protein --- AT4G25510 1.05 0.07 0.67 0.52498449 0.8382 -6.43
265430_at hypothetical protein predicted by g --- AT2G20700 -1.10 -0.13 -0.67 0.52532019 0.8384 -6.43
260888_at hypothetical protein similar to allerg--- AT1G29140 -1.05 -0.07 -0.67 0.52572751 0.8389 -6.43
251597_at protein kinase - like protein wall-as--- AT3G57750 -1.13 -0.17 -0.67 0.52571779 0.8389 -6.43
255338_at PEROXISOMAL MEMBRANE PROPMP22 AT4G04470 1.05 0.07 0.67 0.52578392 0.8389 -6.43
248099_at DNA topoisomerase I (sp P30181) TOP1ALPHAT5G55300 1.05 0.07 0.67 0.52590316 0.8390 -6.43
247909_at unknown protein  ; supported by fu --- AT5G57370 1.06 0.09 0.67 0.52591698 0.8390 -6.43
255974_at hypothetical protein --- --- -1.06 -0.09 -0.67 0.52592577 0.8390 -6.43
265723_at putative disease resistance protein--- AT2G32140 -1.05 -0.06 -0.67 0.52626034 0.8390 -6.43
249647_at putative protein hypothetical protei --- AT5G37040 -1.07 -0.10 -0.67 0.52637643 0.8390 -6.43
252151_at putative protein several hypothetica--- AT3G51320 -1.05 -0.06 -0.67 0.52635728 0.8390 -6.43
253756_at Cdk-activating kinase CAK1At ; su CAK1AT AT4G28980 -1.04 -0.06 -0.67 0.52629755 0.8390 -6.43
254371_at beta-glucosidase -like protein betaBGLU47 AT4G21760 -1.05 -0.07 -0.67 0.52608927 0.8390 -6.43
260508_at Unknown protein ; supported by cDGAMMA CAAT1G47260 1.05 0.07 0.67 0.52617711 0.8390 -6.43
251180_at putative protein hypothetical prote --- AT3G62640 1.09 0.12 0.67 0.52617342 0.8390 -6.43
245463_at allergen like protein ATEXLB1 AT4G17030 1.12 0.17 0.67 0.52613418 0.8390 -6.43
248732_at xyloglucan endo-1,4-beta-D-gluca XTH20 AT5G48070 -1.07 -0.10 -0.67 0.52622798 0.8390 -6.43
260476_at unknown protein --- AT1G11060 -1.07 -0.10 -0.67 0.52628106 0.8390 -6.43
251077_at putative protein COP1-interacting --- AT5G01980 -1.04 -0.06 -0.67 0.52635251 0.8390 -6.43
262843_at Expressed protein ; supported by f AtHB32 AT1G14687 -1.08 -0.12 -0.67 0.52613082 0.8390 -6.43
260732_at myb-related DNA-binding protein, --- AT1G17520 1.05 0.07 0.67 0.52647024 0.8390 -6.43
253241_at fatty acid elongase 1 KCS18 AT4G34520 -1.08 -0.11 -0.67 0.52644661 0.8390 -6.43



256459_at acetyl-CoA carboxylase, putative sACC2 AT1G36180 1.07 0.10 0.67 0.52652983 0.8390 -6.43
249865_at unknown protein  ; supported by cD--- AT5G22820 1.07 0.10 0.67 0.52662685 0.8391 -6.43
266727_at putative calmodulin emb1579 AT2G03150 -1.06 -0.09 -0.67 0.52659698 0.8391 -6.43
254638_at hypothetical protein --- AT4G18740 1.09 0.12 0.67 0.52674419 0.8392 -6.43
258261_at putative RING zinc finger protein c--- AT3G15740 1.10 0.14 0.67 0.52673759 0.8392 -6.43
251086_at putative protein hypothetical prote --- AT5G01450 1.07 0.10 0.67 0.52678878 0.8392 -6.43
258973_at putative cytochrome P450 similar t CYP94B2 AT3G01900 -1.06 -0.08 -0.67 0.52699385 0.8392 -6.43
248666_at cyclin C-like protein  ;supported by --- AT5G48630 -1.07 -0.10 -0.67 0.52700537 0.8392 -6.43
246454_at Expressed protein ; supported by f DHAR3 AT5G16710 1.05 0.08 0.67 0.52697069 0.8392 -6.43
247991_at expansin  ;supported by full-length ATEXPA14 AT5G56320 -1.04 -0.06 -0.67 0.52689382 0.8392 -6.43
253074_at putative disease resistance protein--- AT4G36140 1.04 0.06 0.67 0.52693959 0.8392 -6.43
245077_at hypothetical protein predicted by g --- AT2G23160 1.08 0.11 0.67 0.52707602 0.8393 -6.43
260024_at beta-1,3-glucanase precursor, put --- AT1G30080 -1.04 -0.06 -0.67 0.52718463 0.8394 -6.43
266604_at E2, ubiquitin-conjugating enzyme UBC6 AT2G46030 -1.11 -0.14 -0.67 0.52724749 0.8394 -6.43
252026_at serine protein kinase - like serine SRPK4 AT3G53030 -1.06 -0.08 -0.67 0.52732858 0.8395 -6.43
259866_at putative calmodulin similar to calm --- AT1G76640 -1.17 -0.23 -0.67 0.52740328 0.8395 -6.43
256368_at cinnamyl alcohol dehydrogenase, --- AT1G66800 1.05 0.07 0.67 0.52740719 0.8395 -6.43
251454_at putative protein COP1-interacting --- AT3G60080 1.07 0.10 0.67 0.5273792 0.8395 -6.43
250518_at Expressed protein ; supported by c--- AT5G08139 1.05 0.07 0.67 0.52748056 0.8395 -6.43
261374_at hypothetical protein contains thiore--- AT1G52990 -1.05 -0.07 -0.67 0.52759932 0.8396 -6.43
249887_at putative protein similar to unknown--- AT5G22310 1.18 0.24 0.67 0.52765711 0.8396 -6.43
262515_at unknown protein ; supported by cD--- AT1G34200 1.08 0.12 0.67 0.52758775 0.8396 -6.43
255180_at putative polyprotein --- --- 1.05 0.06 0.67 0.52763207 0.8396 -6.43
261227_at proteasome regulatory subunit S3 EMB2719 AT1G20200 1.05 0.07 0.67 0.52771078 0.8396 -6.43
255472_at 82.09 and 30.80) similar to alternat--- AT4G02430 1.05 0.07 0.67 0.52773201 0.8396 -6.43
262914_at auxin response factor 1 identical toARF1 AT1G59750 -1.06 -0.08 -0.67 0.52782493 0.8396 -6.43
262994_at hypothetical protein predicted by g --- AT1G54420 -1.04 -0.06 -0.67 0.52789291 0.8396 -6.43
262406_at myb-related protein, putative simil AtMYB93 AT1G34670 1.06 0.09 0.67 0.52790564 0.8396 -6.43
247757_at putative protein --- AT5G59105 / 1.04 0.06 0.67 0.52789453 0.8396 -6.43
251413_at bZIP protein  ; supported by cDNA --- AT3G60320 -1.07 -0.09 -0.67 0.52796361 0.8396 -6.43
266228_at unknown protein  ; supported by fuCXIP4 AT2G28910 1.07 0.09 0.67 0.52806339 0.8397 -6.43
257561_at hypothetical protein predicted by g APUM25 AT3G24270 -1.06 -0.08 -0.66 0.52825812 0.8399 -6.43
260224_at hypothetical protein contains Pfam --- AT1G74400 -1.04 -0.06 -0.66 0.52822047 0.8399 -6.43
258302_at hypothetical protein predicted by g --- --- -1.05 -0.07 -0.66 0.52826573 0.8399 -6.43
249992_at AP2 domain -like protein AP2/EREPUCHI AT5G18560 -1.06 -0.08 -0.66 0.52845731 0.8401 -6.43



253976_at putative protein kinase protein kinaD6PKL1 AT4G26610 -1.04 -0.06 -0.66 0.52878499 0.8403 -6.43
255861_at putative vacuolar sorting receptor --- AT2G30290 1.05 0.07 0.66 0.52881438 0.8403 -6.43
250697_at putative protein contains similarity --- AT5G06800 -1.06 -0.09 -0.66 0.5286937 0.8403 -6.43
257457_at hypothetical protein predicted by g --- AT2G05430 -1.05 -0.07 -0.66 0.52874592 0.8403 -6.43
261318_at Expressed protein ; supported by f --- AT1G53035 1.25 0.32 0.66 0.52867777 0.8403 -6.43
256831_at hypothetical protein --- AT3G22870 -1.05 -0.08 -0.66 0.52874425 0.8403 -6.43
252007_at hypothetical protein MobA, Pseud --- AT3G52830 1.07 0.09 0.66 0.52882282 0.8403 -6.43
262368_at unknown protein ;supported by full --- AT1G73060 / 1.09 0.13 0.66 0.52889132 0.8403 -6.43
258077_at unknown protein  ;supported by ful --- AT3G26110 -1.06 -0.09 -0.66 0.52893103 0.8404 -6.43
248573_at cellulase homolog OR16pep precuATGH9A1 AT5G49720 1.06 0.09 0.66 0.52918105 0.8405 -6.43
261018_at unknown protein contains similarity--- AT1G26550 1.04 0.06 0.66 0.52913946 0.8405 -6.43
253445_at putative protein pAFD103 mRNA, --- AT4G32605 / 1.06 0.09 0.66 0.52919867 0.8405 -6.43
256408_at hypothetical protein --- AT1G66610 -1.07 -0.09 -0.66 0.52911759 0.8405 -6.43
259941_s_at putative DEAD/DEAH box helicase--- AT1G71280 / -1.05 -0.07 -0.66 0.52908573 0.8405 -6.43
262874_at hypothetical protein predicted by g --- AT1G65020 -1.07 -0.09 -0.66 0.52942585 0.8407 -6.43
256409_at hypothetical protein --- AT1G66620 1.06 0.09 0.66 0.52939097 0.8407 -6.43
260444_at unknown protein  ;supported by ful --- AT1G68300 1.06 0.08 0.66 0.52946931 0.8407 -6.43
247777_at putative protein MNUDC protein, H--- AT5G58740 -1.05 -0.07 -0.66 0.52969894 0.8410 -6.43
264195_at putative gibberellin-regulated prote--- AT1G22690 -1.10 -0.14 -0.66 0.53042979 0.8413 -6.43
254331_s_at cytochrome P450 - like protein flavCYP706A2 AT4G22690 / 1.16 0.22 0.66 0.53029775 0.8413 -6.43
250132_at putative protein similar to unknownKAN AT5G16560 -1.11 -0.15 -0.66 0.53024148 0.8413 -6.43
259610_at bZIP protein, putative similar to GI--- AT1G52320 1.05 0.07 0.66 0.53039659 0.8413 -6.43
267135_at cyclin-dependent kinase inhibitor p ICK1 AT2G23430 1.11 0.15 0.66 0.53015998 0.8413 -6.43
263765_at putative phosphatidylinositol phophSFH3 AT2G21540 -1.19 -0.25 -0.66 0.53031679 0.8413 -6.43
258438_at hypothetical protein predicted by g --- AT3G17230 -1.04 -0.06 -0.66 0.53024118 0.8413 -6.43
267605_at putative protein disulfide isomeraseATPDIL2-3 AT2G32920 1.07 0.10 0.66 0.53011952 0.8413 -6.43
263771_at putative Athila retroelement ORF1 --- --- -1.04 -0.06 -0.66 0.5301676 0.8413 -6.43
258069_at hypothetical protein predicted by g --- AT3G26010 -1.07 -0.10 -0.66 0.53033509 0.8413 -6.43
262418_at thioredoxin, putative similar to thioATHX AT1G50320 1.08 0.12 0.66 0.52996864 0.8413 -6.43
248504_at transcription factor Hap5a-like NF-YC6 AT5G50480 -1.08 -0.11 -0.66 0.53014408 0.8413 -6.43
253352_at pathogenesis-related protein 1 pre--- AT4G33710 -1.06 -0.09 -0.66 0.53023223 0.8413 -6.43
267397_at hypothetical protein predicted by g --- AT1G76170 -1.10 -0.14 -0.66 0.52994701 0.8413 -6.43
260935_at hypothetical protein predicted by g --- AT1G45110 -1.07 -0.10 -0.66 0.53047448 0.8413 -6.43
260751_at unknown protein SCD1 AT1G49040 1.09 0.12 0.66 0.53035173 0.8413 -6.43
267142_at putative ammonium transporter ATAMT2 AT2G38290 -1.11 -0.15 -0.66 0.5304809 0.8413 -6.43



253242_at isoflavone reductase - like protein CIB1 AT4G34530 / 1.10 0.14 0.66 0.53049579 0.8413 -6.43
251371_at putative protein CGI-94 protein, H EDA14 AT3G60360 1.10 0.13 0.66 0.53053536 0.8413 -6.43
267031_at hypothetical protein predicted by g --- AT2G38420 1.05 0.07 0.66 0.5306119 0.8413 -6.43
261840_at hypothetical protein contains similaAtTLP8 AT1G16070 1.05 0.07 0.66 0.53060933 0.8413 -6.43
254332_at leucine rich repeat receptor kinase--- AT4G22730 -1.08 -0.11 -0.66 0.53076379 0.8413 -6.43
250382_at putative protein rjs protein, Mus m--- AT5G11580 1.04 0.06 0.66 0.53080001 0.8413 -6.43
249134_at unknown protein --- AT5G43150 -1.10 -0.13 -0.66 0.53073359 0.8413 -6.43
258397_at Expressed protein ; supported by f --- AT3G15357 -1.05 -0.07 -0.66 0.53074602 0.8413 -6.43
252062_at hypothetical protein KIAA0253 pro--- AT3G52640 1.07 0.10 0.66 0.53075309 0.8413 -6.43
250836_at putative protein various predicted DME AT5G04560 1.04 0.06 0.66 0.53087529 0.8413 -6.43
258707_at putative histone H2B similar to hist --- AT3G09480 1.07 0.10 0.66 0.53127503 0.8414 -6.43
263961_at F-box protein family, AtFBL11 con--- AT2G36370 -1.07 -0.09 -0.66 0.5311639 0.8414 -6.43
247989_at pyruvate kinase  ;supported by full---- AT5G56350 -1.08 -0.11 -0.66 0.53127897 0.8414 -6.43
260231_at putative RING zinc finger protein c--- AT1G74410 -1.07 -0.10 -0.66 0.53116691 0.8414 -6.43
253084_at putative protein lateral root primor STY2 AT4G36260 -1.08 -0.12 -0.66 0.53114195 0.8414 -6.43
253711_at hypothetical protein DER1 --- -1.05 -0.07 -0.66 0.53126367 0.8414 -6.43
262069_at hypothetical protein similar to SNF --- AT1G80090 -1.06 -0.09 -0.66 0.53129378 0.8414 -6.43
245680_at hypothetical protein contains simila--- AT1G56570 1.05 0.07 0.66 0.5313035 0.8414 -6.43
259599_at serine carboxypeptidase II, putativSCPL45 AT1G28110 1.19 0.25 0.66 0.53101002 0.8414 -6.43
258802_at unknown protein predicted by gen --- AT3G04650 -1.08 -0.11 -0.66 0.53110712 0.8414 -6.43
263944_at hypothetical protein predicted by g --- --- -1.05 -0.06 -0.66 0.53138367 0.8415 -6.43
261720_at hypothetical protein similar to hypoHDA08 AT1G08460 1.09 0.13 0.66 0.53161543 0.8415 -6.43
248998_at unknown protein --- AT5G45320 -1.05 -0.07 -0.66 0.53160308 0.8415 -6.43
258582_at germin-like protein contains Pfam p--- AT3G04150 -1.04 -0.06 -0.66 0.53157064 0.8415 -6.43
259629_at disease resistance protein containsWRR4 AT1G56510 -1.07 -0.10 -0.66 0.5315831 0.8415 -6.43
247475_at IRE (root hair elongation) IRE AT5G62310 1.05 0.07 0.66 0.53155248 0.8415 -6.43
248415_at unknown protein --- AT5G51620 1.05 0.07 0.66 0.53153227 0.8415 -6.43
256309_at photosystem I subunit X precursor PSAK AT1G30380 1.05 0.07 0.66 0.53169789 0.8415 -6.43
259447_s_at ADP-ribosylation factor, putative sATARFD1AAT1G02430 / -1.05 -0.07 -0.66 0.53170487 0.8415 -6.43
254065_at gibberellin 20-oxidase - ArabidopsiGA20OX1 AT4G25420 1.14 0.19 0.66 0.53174321 0.8415 -6.43
260976_at hypothetical protein CID8 AT1G53650 1.08 0.11 0.66 0.53180861 0.8416 -6.43
253513_at peroxidase - like protein peroxidas--- AT4G31760 1.05 0.06 0.66 0.53190867 0.8417 -6.43
246931_at putative protein apoptosis-related --- AT5G25170 1.18 0.23 0.66 0.53195745 0.8417 -6.43
245333_at Expressed protein ; supported by f --- AT4G14615 1.04 0.06 0.66 0.53215943 0.8420 -6.43
247955_at nucleosome assembly protein NAP1;3 AT5G56950 -1.07 -0.09 -0.66 0.53230261 0.8421 -6.44



262904_at chaperone, putative similar to cha --- AT1G59725 1.07 0.09 0.66 0.53247531 0.8423 -6.44
261810_at ligase I, putative similar to ligase I ATLIG1 AT1G08130 1.11 0.15 0.66 0.5324916 0.8423 -6.44
260121_at AIG1-like protein similar to AIG1 p--- AT1G33910 -1.04 -0.06 -0.66 0.5325385 0.8423 -6.44
246691_at putative protein predicted proteins --- --- 1.04 0.06 0.66 0.53257767 0.8423 -6.44
262009_at hypothetical protein predicted by g --- AT1G35610 -1.06 -0.09 -0.66 0.5328982 0.8428 -6.44
267436_at putative receptor-like protein kinas FRK1 AT2G19190 -1.19 -0.25 -0.66 0.53321772 0.8430 -6.44
264329_at unknown protein Contains similari --- AT1G04140 1.05 0.07 0.66 0.53321335 0.8430 -6.44
245115_at putative esterase D  ;supported by SFGH AT2G41530 1.09 0.12 0.66 0.53320955 0.8430 -6.44
245197_at F12A21.7 hypothetical protein;sup --- AT1G67800 -1.05 -0.07 -0.66 0.53311723 0.8430 -6.44
254888_at putative protein predicted protein, --- AT4G11780 -1.05 -0.07 -0.66 0.53317233 0.8430 -6.44
263357_s_at Mutator-like transposase similar to --- --- -1.05 -0.07 -0.66 0.53329705 0.8431 -6.44
257291_at DNA-binding protein, putative sim --- AT3G15590 -1.13 -0.17 -0.66 0.5334347 0.8431 -6.44
254074_at transcriptional activator CBF1  CRTCBF1 AT4G25490 -1.12 -0.17 -0.66 0.53343768 0.8431 -6.44
255641_at contains region of similarity to beta--- AT4G00800 -1.06 -0.08 -0.66 0.53343332 0.8431 -6.44
258498_at unknown protein similar to pollen c --- AT3G02480 -1.13 -0.17 -0.66 0.53348122 0.8431 -6.44
263958_at putative salt-inducible protein --- AT2G36240 -1.04 -0.06 -0.66 0.53362214 0.8432 -6.44
256903_at hypothetical protein --- AT3G23960 -1.05 -0.07 -0.66 0.53361492 0.8432 -6.44
254511_at hypothetical protein --- AT4G20220 -1.05 -0.07 -0.66 0.53357699 0.8432 -6.44
245908_at laccase-like protein laccase - AcerLAC14 AT5G09360 -1.09 -0.12 -0.66 0.53368426 0.8432 -6.44
258041_at Expressed protein ; supported by f ZML1 AT3G21175 -1.06 -0.08 -0.66 0.53378424 0.8433 -6.44
261515_at cleavage stimulation factor, putativ--- AT1G71800 -1.05 -0.07 -0.66 0.53381465 0.8433 -6.44
261356_at predicted protein --- AT1G79660 1.08 0.11 0.66 0.5340113 0.8434 -6.44
265005_at Expressed protein ; supported by f --- AT1G61667 1.10 0.13 0.66 0.53402291 0.8434 -6.44
267603_at unknown protein  ; supported by cDATZW10 AT2G32900 1.07 0.09 0.66 0.53397449 0.8434 -6.44
267401_at unknown protein --- AT2G26210 1.05 0.07 0.65 0.53425249 0.8435 -6.44
253196_at NAD+ dependent isocitrate dehydr IDH1 AT4G35260 -1.07 -0.10 -0.65 0.5342165 0.8435 -6.44
264992_at integral membrane protein, putativ--- AT1G67300 1.07 0.09 0.65 0.53430508 0.8435 -6.44
258835_at putative RNA-binding protein cont --- AT3G07250 -1.06 -0.08 -0.65 0.53424443 0.8435 -6.44
249487_at ABC transporter -like protein TAP-TAP2 AT5G39040 -1.10 -0.14 -0.65 0.53429158 0.8435 -6.44
255741_at tRNA isopentenyl transferase, put ATIPT6 AT1G25410 -1.06 -0.08 -0.66 0.53418494 0.8435 -6.44
257446_at hypothetical protein predicted by g --- AT2G10440 1.04 0.06 0.65 0.53429368 0.8435 -6.44
246225_at putative protein ;supported by full-l LEJ2 AT4G36910 1.07 0.10 0.65 0.53434657 0.8435 -6.44
257924_at unknown protein --- AT3G23190 -1.07 -0.10 -0.65 0.53450221 0.8437 -6.44
267141_at putative MYB family transcription fa--- AT2G38090 1.07 0.10 0.65 0.53461774 0.8437 -6.44
250016_at Cu/Zn superoxide dismutase-like pCSD3 AT5G18100 1.06 0.08 0.65 0.53460545 0.8437 -6.44



249534_at bZIP transcription factor - like prot AtbZIP43 AT5G38800 1.05 0.07 0.65 0.53461341 0.8437 -6.44
245599_at RING-H2 finger protein RHF1a RHF1A AT4G14220 1.09 0.12 0.65 0.53477049 0.8438 -6.44
254368_at DNA-directed RNA polymerase (ECNRPB2 AT4G21710 1.05 0.07 0.65 0.53489066 0.8438 -6.44
261945_at unknown protein --- AT1G64530 1.10 0.14 0.65 0.53486968 0.8438 -6.44
256121_at MAP kinase, putative similar to MA--- AT1G18160 -1.05 -0.08 -0.65 0.53500122 0.8438 -6.44
264350_at putative seryl-tRNA synthetase simSRS AT1G11870 1.08 0.11 0.65 0.53497502 0.8438 -6.44
258685_at putative polygalacturonase similar --- AT3G07830 1.07 0.10 0.65 0.53488224 0.8438 -6.44
259807_at hypothetical protein predicted by g --- AT1G47920 -1.05 -0.07 -0.65 0.53503592 0.8438 -6.44
261856_at hypothetical protein --- AT1G50530 1.06 0.09 0.65 0.53494535 0.8438 -6.44
259251_at unknown protein identical to residu--- AT3G07600 -1.17 -0.23 -0.65 0.53484973 0.8438 -6.44
246163_at putative protein predicted proteins --- --- -1.06 -0.09 -0.65 0.53487826 0.8438 -6.44
254746_at putative protein hypothetical prote --- AT4G12980 1.11 0.15 0.65 0.53524094 0.8440 -6.44
259161_at carbonic anhydrase, chloroplast p CA1 AT3G01500 1.15 0.21 0.65 0.53543937 0.8440 -6.44
249821_at putative protein contains similarity --- AT5G23690 1.09 0.13 0.65 0.5355249 0.8440 -6.44
250730_at C3HC4-type RING zinc finger prote--- AT5G06490 -1.05 -0.08 -0.65 0.53546286 0.8440 -6.44
246544_at auxin transport protein - like auxin PIN8 AT5G15100 1.05 0.07 0.65 0.53544576 0.8440 -6.44
255390_at hypothetical protein similar to A. th--- --- -1.05 -0.07 -0.65 0.53554525 0.8440 -6.44
246615_at putative protein similar to unknown--- --- -1.06 -0.08 -0.65 0.53552789 0.8440 -6.44
266374_at putative retroelement pol polyprote--- --- -1.07 -0.10 -0.65 0.53535311 0.8440 -6.44
260934_at hypothetical protein predicted by g --- AT1G45100 1.04 0.06 0.65 0.53532788 0.8440 -6.44
261142_at cyclic nucleotide and calmodulin-r ATCNGC8 AT1G19780 1.04 0.06 0.65 0.53558901 0.8441 -6.44
246896_at extensin - like protein Pex1 extens--- AT5G25550 1.06 0.08 0.65 0.53563615 0.8441 -6.44
247023_at putative protein similar to unknownHEC1 AT5G67060 -1.07 -0.10 -0.65 0.53571297 0.8441 -6.44
266248_at hypothetical protein predicted by g --- AT2G27650 -1.04 -0.06 -0.65 0.53570403 0.8441 -6.44
249022_s_at polygalacturonase-like protein --- AT5G44830 / -1.05 -0.07 -0.65 0.53574875 0.8441 -6.44
266218_s_at putative cytochrome P450 CYP710A4 AT2G28850 / -1.05 -0.07 -0.65 0.53594328 0.8443 -6.44
261763_at ABC transporter, putative similar t PDR12 AT1G15520 -1.25 -0.33 -0.65 0.53631725 0.8445 -6.44
263851_at putative retroelement pol polyprote--- --- 1.15 0.20 0.65 0.53610047 0.8445 -6.44
246173_s_at putative protein hypothetical prote --- AT3G61520 / 1.08 0.11 0.65 0.53617322 0.8445 -6.44
247093_at zinc finger protein SHI-like  ; suppoSHI AT5G66350 -1.08 -0.10 -0.65 0.53629608 0.8445 -6.44
255530_at hypothetical protein --- AT4G02140 1.05 0.07 0.65 0.53616018 0.8445 -6.44
263617_at putative retroelement pol polyprote--- --- -1.06 -0.09 -0.65 0.53627781 0.8445 -6.44
248370_at homeodomain transcription factor-lHDG7 AT5G52170 -1.07 -0.09 -0.65 0.53629803 0.8445 -6.44
248297_at protochlorophyllide reductase; oxid--- AT5G53100 -1.04 -0.06 -0.65 0.53635556 0.8445 -6.44
252932_at putative proton pump vacuolar proVHA-A3 AT4G39080 -1.05 -0.08 -0.65 0.53643795 0.8445 -6.44



263215_at putative reticuline oxidase-like pro --- AT1G30710 1.06 0.08 0.65 0.53643957 0.8445 -6.44
267408_at putative CTP synthase --- AT2G34890 -1.05 -0.07 -0.65 0.53651592 0.8446 -6.44
262432_at unknown protein --- AT1G47530 1.10 0.14 0.65 0.53669679 0.8448 -6.44
255417_at F-box protein GRR1-like protein 1 GRH1 AT4G03190 -1.22 -0.29 -0.65 0.53675242 0.8448 -6.44
255957_at unknown protein ;supported by full --- AT1G22160 -1.15 -0.20 -0.65 0.53689344 0.8449 -6.44
264555_at hypothetical protein predicted by g --- AT1G09360 1.05 0.07 0.65 0.53691868 0.8449 -6.44
245096_at putative cysteine proteinase inhibit ATCYSA AT2G40880 1.06 0.08 0.65 0.53691687 0.8449 -6.44
247181_at putative protein similar to unknown--- AT5G65370 1.05 0.07 0.65 0.53681849 0.8449 -6.44
258371_at hypothetical protein contains simila--- AT3G14410 1.06 0.08 0.65 0.5371324 0.8451 -6.44
246737_at putative protein --- AT5G27710 -1.10 -0.14 -0.65 0.53714833 0.8451 -6.44
255408_at hypothetical protein similar to A. th--- AT4G03490 -1.09 -0.13 -0.65 0.53718886 0.8451 -6.44
250978_at putative protein contains transmem--- AT5G03080 -1.04 -0.06 -0.65 0.53731361 0.8452 -6.44
255104_at Expressed protein ; supported by f SAH7 AT4G08685 -1.21 -0.27 -0.65 0.53732084 0.8452 -6.44
260697_at unknown protein --- AT1G32530 1.08 0.11 0.65 0.53739371 0.8453 -6.44
256841_x_at hypothetical protein predicted by g --- --- -1.08 -0.12 -0.65 0.53752817 0.8454 -6.44
251237_at bZIP transcription factor-like prote CPuORF3 AT3G62420 / -1.05 -0.08 -0.65 0.53770756 0.8456 -6.44
257498_at hypothetical protein predicted by g --- AT1G69660 1.05 0.07 0.65 0.53787167 0.8458 -6.44
254387_at putative protein CGI-131 protein, HATMSRB9 AT4G21850 -1.40 -0.49 -0.65 0.53784108 0.8458 -6.44
266702_at hexokinase (ATHXK2)  ; supportedHXK2 AT2G19860 -1.05 -0.07 -0.65 0.53798423 0.8458 -6.44
256346_s_at unknown protein --- AT2G15040 1.04 0.06 0.65 0.53794346 0.8458 -6.44
263602_at 40S ribosomal protein S25 --- AT2G16360 1.05 0.07 0.65 0.53796486 0.8458 -6.44
251110_at putative protein various alpha amy --- AT5G01260 -1.09 -0.12 -0.65 0.53811347 0.8459 -6.44
254685_at SAUR-AC - like protein (small aux --- AT4G13790 1.14 0.19 0.65 0.53809222 0.8459 -6.44
246421_at TOM (target of myb1) -like protein --- AT5G16880 1.06 0.09 0.65 0.53820475 0.8459 -6.44
246974_at putative protein --- AT5G24980 1.06 0.09 0.65 0.53818458 0.8459 -6.44
252622_at cysteine proteinase AALP, putativ --- AT3G45310 1.06 0.08 0.65 0.53828305 0.8459 -6.44
251010_at putative protein  ;supported by full- --- AT5G02550 -1.07 -0.10 -0.65 0.53827557 0.8459 -6.44
263850_at hypothetical protein predicted by g --- AT2G04480 1.09 0.12 0.65 0.53838443 0.8460 -6.44
254630_at glycolate oxidase - like protein (S) --- AT4G18360 -1.24 -0.31 -0.65 0.53924213 0.8461 -6.44
257058_at Expressed protein ; supported by cCOX17 AT3G15352 1.22 0.28 0.65 0.53858853 0.8461 -6.44
258924_at putative diadenosine 5',5'''-P1,P4- ATNUDX26AT3G10620 -1.05 -0.07 -0.65 0.53901553 0.8461 -6.44
250144_at putative protein various predicted --- AT5G14680 1.09 0.13 0.65 0.53913687 0.8461 -6.44
247926_at protein carboxyl methylase-like --- AT5G57280 -1.12 -0.16 -0.65 0.53884958 0.8461 -6.44
262532_at hypothetical protein predicted by g --- AT1G17210 1.05 0.07 0.65 0.5391319 0.8461 -6.44
259582_at hypothetical protein --- AT1G28060 -1.06 -0.09 -0.65 0.5392763 0.8461 -6.44



260951_at hypothetical protein similar to hypo--- AT1G06145 / 1.07 0.09 0.65 0.5385515 0.8461 -6.44
257345_s_at pseudogene --- --- 1.04 0.06 0.65 0.53902545 0.8461 -6.44
258508_at protein kinase, putative similar to S--- AT3G06640 1.04 0.06 0.65 0.53870604 0.8461 -6.44
246867_at putative protein various predicted --- AT5G25990 1.04 0.06 0.65 0.53883282 0.8461 -6.44
254281_at predicted protein ileal sodium-dep --- AT4G22840 1.18 0.23 0.65 0.53913092 0.8461 -6.44
247086_at GATA-binding transcription factor-l --- AT5G66320 1.23 0.30 0.65 0.53874257 0.8461 -6.44
246790_at putative protein unknown protein F--- AT5G27610 1.07 0.10 0.65 0.53917711 0.8461 -6.44
257445_x_at hypothetical protein predicted by g --- --- -1.05 -0.07 -0.65 0.53920105 0.8461 -6.44
252735_at putative protein predicted proteins --- AT3G43170 1.05 0.07 0.65 0.53917757 0.8461 -6.44
262447_at hypothetical protein contains simila--- AT1G49250 -1.05 -0.07 -0.65 0.53923185 0.8461 -6.44
258831_at putative integral membrane protein--- AT3G07080 1.04 0.06 0.65 0.53916515 0.8461 -6.44
262554_at hypothetical protein similar to hypo--- AT1G31380 -1.05 -0.07 -0.65 0.53877451 0.8461 -6.44
255876_at hypothetical protein --- AT2G40480 1.12 0.16 0.65 0.53911396 0.8461 -6.44
252511_at putative protein serine/threonine-s--- AT3G46280 -1.15 -0.20 -0.65 0.53855214 0.8461 -6.44
264814_at putative SET-domain transcriptionaSDG37 AT2G17900 -1.08 -0.11 -0.65 0.53924161 0.8461 -6.44
256584_at unknown protein --- AT3G28750 -1.05 -0.07 -0.65 0.53935833 0.8462 -6.44
259029_at putative oxysterol-binding protein sORP3B AT3G09300 1.06 0.09 0.65 0.53940571 0.8462 -6.44
253972_at putative protein Uvi31, SchizosaccCPSUFE AT4G26500 -1.04 -0.06 -0.65 0.53944356 0.8462 -6.44
246709_s_at putative protein many predicted pr--- AT5G28160 / 1.04 0.06 0.65 0.53947638 0.8462 -6.44
249135_at putative protein similar to unknown--- AT5G43160 -1.11 -0.15 -0.65 0.53957921 0.8463 -6.44
249518_at putative protein similar to unknown--- AT5G38610 1.05 0.07 0.65 0.53964386 0.8463 -6.44
262464_at hypothetical protein contains simila--- AT1G50280 -1.10 -0.14 -0.65 0.53974184 0.8464 -6.44
267244_at putative reverse transcriptase --- AT2G02650 -1.05 -0.07 -0.65 0.53970395 0.8464 -6.44
254464_at putative protein retinoblastoma bin--- AT4G20400 1.08 0.10 0.65 0.53983457 0.8464 -6.44
250446_at nucleoid DNA-binding protein cnd4--- AT5G10770 1.10 0.14 0.65 0.53977206 0.8464 -6.44
264754_at receptor kinase, putative similar to--- AT1G61400 -1.06 -0.08 -0.65 0.53980535 0.8464 -6.44
265162_at hypothetical protein predicted by g --- AT1G30910 1.06 0.08 0.65 0.54004764 0.8464 -6.44
264984_at unknown protein ;supported by full --- AT1G27000 -1.04 -0.06 -0.65 0.54006851 0.8464 -6.44
261777_at hypothetical protein predicted by g --- AT1G76210 -1.05 -0.07 -0.65 0.54006999 0.8464 -6.44
254513_at cytochrome p450 like protein cytocCYP71A27 AT4G20240 -1.04 -0.06 -0.65 0.54000924 0.8464 -6.44
265937_at putative RING zinc finger protein --- AT2G19610 -1.06 -0.08 -0.65 0.53998438 0.8464 -6.44
246819_at WD-repeat protein - like WD-repea--- AT5G26900 -1.06 -0.08 -0.65 0.54010977 0.8464 -6.44
257113_at cytochrome P450, putative containCYP705A22AT3G20130 -1.11 -0.15 -0.65 0.54019514 0.8465 -6.44
258067_at putative mitotic checkpoint protein --- AT3G25980 -1.05 -0.07 -0.65 0.54020774 0.8465 -6.44
266398_at hypothetical protein predicted by g --- AT2G38680 -1.12 -0.16 -0.64 0.540332 0.8466 -6.44



259776_s_at eukaryotic translation initiation fac --- AT1G29550 / 1.05 0.07 0.64 0.54047867 0.8468 -6.44
257004_s_at glycolate oxidase, putative similar --- AT3G14130 / 1.05 0.06 0.64 0.54065247 0.8469 -6.44
249671_at putative protein similar to unknownLBD35 AT5G35900 -1.05 -0.08 -0.64 0.54061298 0.8469 -6.44
266389_s_at unknown protein --- AT2G31580 / -1.05 -0.06 -0.64 0.54062477 0.8469 -6.44
249581_at glutamate--ammonia ligase  ; suppGSR 1 AT5G37600 -1.05 -0.07 -0.64 0.54073849 0.8470 -6.44
256333_at Sm-like protein contains Pfam prof --- AT1G76860 1.09 0.12 0.64 0.54093071 0.8472 -6.44
247903_at unknown protein  ; supported by cD--- AT5G57340 -1.07 -0.10 -0.64 0.54101893 0.8472 -6.45
252560_at histone H2B -like protein histone HHTB11 AT3G46030 1.05 0.06 0.64 0.54100665 0.8472 -6.45
254032_at predicted protein destination facto --- AT4G25940 -1.07 -0.10 -0.64 0.54149115 0.8474 -6.45
256263_at 5,10-methylenetetrahydrofolate de--- AT3G12290 -1.06 -0.08 -0.64 0.54146781 0.8474 -6.45
250726_at putative protein similar to unknown--- AT5G06410 -1.07 -0.09 -0.64 0.54128398 0.8474 -6.45
251499_at putative protein putative callose syATGSL11 AT3G59100 1.05 0.07 0.64 0.541496 0.8474 -6.45
245541_at hypothetical protein --- AT4G15240 1.08 0.11 0.64 0.54143631 0.8474 -6.45
259959_at hypothetical protein predicted by g CYP59 AT1G53720 -1.06 -0.09 -0.64 0.54152898 0.8474 -6.45
248125_at 2S storage protein-like --- AT5G54740 -1.05 -0.08 -0.64 0.54134176 0.8474 -6.45
246930_at KNAT3 homeodomain protein  ;supKNAT3 AT5G25220 -1.07 -0.09 -0.64 0.54126153 0.8474 -6.45
255715_s_at hypothetical protein --- AT4G00320 / -1.05 -0.07 -0.64 0.54137958 0.8474 -6.45
259637_at protein disulfide isomerase precur ATPDIL1-5 AT1G52260 -1.07 -0.10 -0.64 0.54132474 0.8474 -6.45
261842_at hypothetical protein contains similaWAKL5 AT1G16160 1.07 0.10 0.64 0.54143632 0.8474 -6.45
251905_at putative protein zinc finger protein GAPB AT1G42970 / -1.06 -0.08 -0.64 0.54165944 0.8475 -6.45
255618_at hypothetical protein --- AT4G01340 1.04 0.06 0.64 0.54167918 0.8475 -6.45
248030_at transcription regulator Sir2-like pro SRT1 AT5G55760 1.07 0.10 0.64 0.54203801 0.8480 -6.45
265725_at putative alanine acetyl transferase --- AT2G32030 1.44 0.53 0.64 0.54208061 0.8480 -6.45
257181_at hypothetical protein --- AT3G13190 -1.07 -0.09 -0.64 0.54212078 0.8480 -6.45
246757_at Expressed protein ; supported by f WPP3 AT5G27940 -1.04 -0.06 -0.64 0.54224177 0.8481 -6.45
264963_at hypothetical protein predicted by g ABC4 AT1G60600 1.08 0.11 0.64 0.54225004 0.8481 -6.45
254111_at putative protein acid phosphatase PAP24 AT4G24890 -1.08 -0.11 -0.64 0.54227269 0.8481 -6.45
252632_s_at disease resistance protein -like disRPP1 AT3G44480 / 1.06 0.08 0.64 0.54240707 0.8482 -6.45
265384_at unknown protein  ;supported by ful --- AT2G20760 1.04 0.06 0.64 0.54262415 0.8483 -6.45
258714_at putative RING zinc finger protein c--- AT3G09770 -1.08 -0.11 -0.64 0.54263657 0.8483 -6.45
248667_at putative protein contains similarity --- AT5G48710 -1.04 -0.06 -0.64 0.54264342 0.8483 -6.45
267457_at putative proline-rich protein AGP30 AT2G33790 -1.05 -0.07 -0.64 0.542582 0.8483 -6.45
254018_at putative mitochondrial carrier prote--- AT4G26180 -1.06 -0.08 -0.64 0.54255412 0.8483 -6.45
253820_at hypothetical protein --- AT4G28370 1.05 0.07 0.64 0.54298444 0.8487 -6.45
256826_at hypothetical protein predicted by g --- AT3G18540 -1.04 -0.06 -0.64 0.54297313 0.8487 -6.45



256953_at flavonol 3-O-Glucosyltransferase, --- AT3G29630 -1.07 -0.10 -0.64 0.54312144 0.8489 -6.45
265549_at hypothetical protein predicted by g --- --- -1.06 -0.08 -0.64 0.54328443 0.8490 -6.45
249890_at putative protein contains similarity WRKY38 AT5G22570 1.39 0.47 0.64 0.54326219 0.8490 -6.45
260449_at unknown protein --- AT1G72390 -1.04 -0.06 -0.64 0.54333785 0.8490 -6.45
247220_at cdc2-like protein kinase  ; supporteCDKC2 AT5G64960 -1.05 -0.07 -0.64 0.54341905 0.8491 -6.45
264837_at unknown protein similar to ESTs e--- AT1G03600 1.10 0.13 0.64 0.54379673 0.8491 -6.45
260441_at unknown protein  ;supported by ful --- AT1G68260 1.13 0.17 0.64 0.54361265 0.8491 -6.45
264736_at oligopeptide transporter, putative s--- AT1G62200 1.07 0.10 0.64 0.54365019 0.8491 -6.45
265301_s_at putative MYB family transcription fa--- AT2G13960 / 1.05 0.08 0.64 0.5436574 0.8491 -6.45
259588_at unknown protein ;supported by full --- AT1G27930 1.04 0.06 0.64 0.54385688 0.8491 -6.45
256533_at unknown protein --- AT1G33250 -1.07 -0.10 -0.64 0.54373291 0.8491 -6.45
257229_at putative calmodulin-binding proteinIQD26 AT3G16490 1.07 0.10 0.64 0.54387316 0.8491 -6.45
262555_at hypothetical protein --- AT1G31400 -1.04 -0.06 -0.64 0.54362604 0.8491 -6.45
261870_at nuclear transport factor 2, putativeNTL AT1G11570 1.06 0.08 0.64 0.54387792 0.8491 -6.45
245440_at RNA helicase --- AT4G16680 -1.04 -0.06 -0.64 0.54370464 0.8491 -6.45
261781_at far-red impaired response protein,FRS4 AT1G76320 -1.06 -0.09 -0.64 0.543649 0.8491 -6.45
255119_at hypothetical protein --- --- 1.04 0.06 0.64 0.54349542 0.8491 -6.45
265307_at hypothetical protein predicted by g RIN13 AT2G20310 -1.06 -0.08 -0.64 0.54397152 0.8492 -6.45
266427_at hypothetical protein predicted by g --- AT2G07170 1.06 0.09 0.64 0.5439976 0.8492 -6.45
265518_at hypothetical protein predicted by g --- AT2G06040 -1.08 -0.11 -0.64 0.54405036 0.8492 -6.45
255055_at hypothetical protein --- AT4G09810 -1.07 -0.10 -0.64 0.54410523 0.8493 -6.45
245697_at latex-abundant protein - like ;suppoAtMC9 AT5G04200 1.26 0.34 0.64 0.54422887 0.8494 -6.45
247455_at MYB96 transcription factor-like proMYB96 AT5G62470 1.09 0.13 0.64 0.54430201 0.8494 -6.45
260699_at MAP kinase, putative similar to MAATMKK10 AT1G32320 1.05 0.07 0.64 0.5443245 0.8494 -6.45
263021_at hypothetical protein predicted by g --- AT1G23910 -1.04 -0.06 -0.64 0.54444049 0.8495 -6.45
246500_at putative protein HR21spA protein SYN4 AT5G16270 -1.06 -0.08 -0.64 0.54445854 0.8495 -6.45
256571_at hypothetical protein predicted by g --- AT3G30730 1.04 0.06 0.64 0.5444317 0.8495 -6.45
251282_at putative protein transcription facto CRF6 AT3G61630 -1.13 -0.18 -0.64 0.54493746 0.8495 -6.45
247032_at putative protein strong similarity to SDN3 AT5G67240 -1.05 -0.07 -0.64 0.54474083 0.8495 -6.45
265465_at hypothetical protein predicted by g --- AT2G37070 -1.13 -0.18 -0.64 0.5446777 0.8495 -6.45
264989_at unknown protein ; supported by cD--- AT1G27200 1.08 0.11 0.64 0.54468206 0.8495 -6.45
260255_at putative protein kinase similar to p5--- AT1G74330 -1.10 -0.14 -0.64 0.54476021 0.8495 -6.45
250271_at putative protein predicted protein, CLE40 AT5G12990 1.05 0.07 0.64 0.54494281 0.8495 -6.45
254091_at hypothetical protein --- AT4G25070 1.10 0.13 0.64 0.54488284 0.8495 -6.45
258407_at unknown protein similar to unknow--- AT3G17620 1.08 0.11 0.64 0.54456196 0.8495 -6.45



248554_at putative protein contains similarity --- AT5G50330 1.07 0.10 0.64 0.54489626 0.8495 -6.45
258757_at putative RING zinc finger protein c--- AT3G10910 / -1.09 -0.12 -0.64 0.54469684 0.8495 -6.45
249654_at putative protein hypothetical protei --- --- -1.05 -0.07 -0.64 0.54458779 0.8495 -6.45
250810_at putative protein contains similarity --- AT5G05090 1.09 0.12 0.64 0.54481619 0.8495 -6.45
266759_at unknown protein predicted by gene--- AT2G46915 -1.05 -0.07 -0.64 0.54502495 0.8496 -6.45
255288_at coded for by A. thaliana cDNA T41--- AT4G04670 -1.08 -0.11 -0.64 0.54506681 0.8496 -6.45
266687_at putative arginine N-methyltransferaPRMT1A AT2G19670 1.10 0.14 0.64 0.54510225 0.8496 -6.45
249049_at tubulin beta-4 chain (sp|P24636)  ; TUB4 AT5G44340 1.08 0.11 0.64 0.54526068 0.8497 -6.45
253928_at phosphoprotein phosphatase (PPXPPX1 AT4G26720 -1.05 -0.07 -0.64 0.54526063 0.8497 -6.45
255611_at hypothetical protein --- AT4G01210 -1.05 -0.07 -0.64 0.5453049 0.8497 -6.45
260824_at unknown protein --- AT1G06720 1.11 0.15 0.64 0.54540758 0.8498 -6.45
250323_at putative protein hydroxyproline-ric --- AT5G12880 1.21 0.27 0.64 0.54551383 0.8498 -6.45
248585_at unknown protein --- AT5G49640 1.05 0.07 0.64 0.54548736 0.8498 -6.45
248745_at unknown protein --- AT5G48250 -1.07 -0.09 -0.64 0.54551515 0.8498 -6.45
252494_at receptor-like protein kinase recept --- AT3G46760 1.05 0.08 0.64 0.54541615 0.8498 -6.45
256529_at protein kinase, putative contains P--- AT1G33260 1.10 0.14 0.64 0.5456314 0.8498 -6.45
267027_at hypothetical protein --- AT2G38330 -1.07 -0.10 -0.64 0.54561505 0.8498 -6.45
248244_at heat shock transcription factor HSF--- AT5G53640 -1.06 -0.08 -0.64 0.54563316 0.8498 -6.45
250611_at gibberellin 20-oxidase GA20OX3 AT5G07200 -1.09 -0.12 -0.64 0.54577221 0.8498 -6.45
255864_at putative pseudouridine synthase --- AT2G30320 -1.06 -0.08 -0.64 0.54581151 0.8498 -6.45
266131_at putative SCARECROW gene regul--- AT2G45160 -1.08 -0.11 -0.64 0.54584259 0.8498 -6.45
266949_s_at unknown protein ;supported by full --- AT2G18840 / 1.06 0.09 0.64 0.54581967 0.8498 -6.45
252926_at H+-transporting ATPase 16K chai ATVHA-C3 AT4G38920 1.06 0.08 0.64 0.54582975 0.8498 -6.45
247682_at serine/threonine-specific protein k --- AT5G59650 -1.06 -0.08 -0.64 0.54599489 0.8498 -6.45
246963_at putative protein nucleoid DNA-bind--- AT5G24820 1.06 0.09 0.64 0.54596119 0.8498 -6.45
267468_at unknown protein  ; supported by cD--- AT2G30530 -1.06 -0.08 -0.64 0.54590673 0.8498 -6.45
248188_at putative protein contains similarity HSFA9 AT5G54070 1.04 0.06 0.64 0.54598728 0.8498 -6.45
263676_at putative RNA-binding protein Iden CRB AT1G09340 1.07 0.10 0.64 0.54626428 0.8498 -6.45
252420_at putative protein several hypothetica--- AT3G47530 1.08 0.11 0.64 0.54633056 0.8498 -6.45
263984_at hypothetical protein predicted by g --- AT2G42670 1.05 0.07 0.64 0.546224 0.8498 -6.45
248626_at receptor protein kinase-like protein --- AT5G48940 -1.05 -0.07 -0.64 0.54624019 0.8498 -6.45
259900_at c-Jun coactivator-like protein (AJH CSN5B AT1G71230 1.04 0.06 0.64 0.54614507 0.8498 -6.45
253588_at putative protein --- AT4G30790 -1.06 -0.08 -0.64 0.54623043 0.8498 -6.45
248206_at unknown protein --- AT5G54350 -1.06 -0.09 -0.64 0.54630366 0.8498 -6.45
245508_at hypothetical protein --- AT4G15720 -1.04 -0.06 -0.64 0.54616481 0.8498 -6.45



252664_at putative protein several hypothetica--- AT3G44080 1.04 0.06 0.64 0.54609726 0.8498 -6.45
265938_at putative SF21 protein  {Helianthus --- AT2G19620 1.15 0.20 0.63 0.54689322 0.8499 -6.45
255724_at hypothetical protein BRCA2(IV) AT4G00020 -1.05 -0.07 -0.63 0.5465501 0.8499 -6.45
248636_at putative protein similar to unknown--- --- -1.05 -0.07 -0.63 0.54650446 0.8499 -6.45
257198_at DNA-binding protein, putative sim --- AT3G23690 -1.06 -0.09 -0.63 0.54649967 0.8499 -6.45
258040_at unknown protein  ;supported by ful --- AT3G21190 -1.31 -0.39 -0.63 0.54660524 0.8499 -6.45
252282_at 6-phosphogluconolactonase - like --- AT3G49360 1.05 0.06 0.63 0.5468773 0.8499 -6.45
265843_at putative acyl-CoA oxidase possiblyACX5 AT2G35690 1.05 0.08 0.63 0.5468331 0.8499 -6.45
263027_at hypothetical protein predicted by g --- AT1G24010 -1.04 -0.06 -0.63 0.54691243 0.8499 -6.45
252221_at RuvB DNA helicase - like protein D--- AT3G49830 -1.05 -0.08 -0.63 0.54672815 0.8499 -6.45
263701_at putative protein kinase C inhibitor (--- AT1G31160 1.04 0.06 0.63 0.54680225 0.8499 -6.45
249981_at putative protein predicted proteins --- AT5G18510 -1.07 -0.09 -0.63 0.54678909 0.8499 -6.45
246768_at putative protein hypothetical protei --- AT5G27400 1.04 0.06 0.63 0.54670148 0.8499 -6.45
245482_at hypothetical protein --- AT4G16180 -1.07 -0.10 -0.63 0.54685272 0.8499 -6.45
258785_at unknown protein --- --- -1.06 -0.09 -0.63 0.5468127 0.8499 -6.45
245491_at hypothetical protein LDL3 --- -1.06 -0.09 -0.63 0.54678359 0.8499 -6.45
256924_at Anthocyanin 5-aromatic acyltransfAT5MAT AT3G29590 -1.05 -0.08 -0.63 0.5469535 0.8499 -6.45
252469_at protein kinase - like protein Raf pr --- AT3G46920 -1.07 -0.10 -0.63 0.54701513 0.8499 -6.45
267250_at similar to hookless1 (HLS1) --- AT2G23060 -1.05 -0.06 -0.63 0.54724795 0.8502 -6.45
253704_at X-Pro dipeptidase - like protein (fra--- AT4G29490 -1.05 -0.08 -0.63 0.54738359 0.8503 -6.45
266665_at unknown protein --- AT2G29790 -1.06 -0.08 -0.63 0.54751801 0.8503 -6.45
263123_at beta-Amyrin Synthase, putative si --- AT1G78500 1.05 0.07 0.63 0.54739347 0.8503 -6.45
257037_at nuclear acid binding protein, putat ATRBP47B AT3G19130 1.10 0.14 0.63 0.5475329 0.8503 -6.45
250253_at putative protein contains similarity PDAT AT5G13640 -1.06 -0.08 -0.63 0.54750217 0.8503 -6.45
247661_at protein kinase - like protein kinase--- AT5G60080 -1.05 -0.06 -0.63 0.54751681 0.8503 -6.45
258870_at putative NADP-dependent oxidored--- AT3G03080 1.05 0.08 0.63 0.54775325 0.8506 -6.45
264773_at putative disease resistance respon--- AT1G22900 -1.15 -0.21 -0.63 0.54828425 0.8506 -6.45
267406_at unknown protein MEE22 AT2G34780 1.06 0.09 0.63 0.54837349 0.8506 -6.45
245745_at unknown protein contains similarity--- AT1G51110 -1.08 -0.11 -0.63 0.54840855 0.8506 -6.45
261854_at unknown protein --- AT1G50670 -1.04 -0.06 -0.63 0.54825339 0.8506 -6.45
251124_s_at laccase -like protein lac110 laccasLAC8 AT5G01040 / -1.27 -0.35 -0.63 0.54798665 0.8506 -6.45
262712_at mercaptopyruvate sulfurtransferaseATRDH2 AT1G16460 -1.06 -0.08 -0.63 0.54844869 0.8506 -6.45
264987_at unknown protein ; supported by cD--- AT1G27030 -1.12 -0.16 -0.63 0.54811863 0.8506 -6.45
246484_at UVB-resistance protein-like UVB-r--- AT5G16040 -1.06 -0.08 -0.63 0.5485127 0.8506 -6.45
253868_at proton pump interactor non-consenPPI1 AT4G27500 -1.06 -0.08 -0.63 0.54800931 0.8506 -6.45



261557_at kinesin-like protein C-terminal regio--- AT1G63640 -1.07 -0.10 -0.63 0.54848666 0.8506 -6.45
259897_at putative beta-glucanase similar to ATCEL3 AT1G71380 -1.05 -0.07 -0.63 0.54821019 0.8506 -6.45
249566_at cytochrome P450-like protein CYP735A1 AT5G38450 -1.05 -0.07 -0.63 0.54840651 0.8506 -6.45
267554_at E2, ubiquitin-conjugating enzyme, --- AT2G32790 -1.06 -0.09 -0.63 0.5481049 0.8506 -6.45
267384_at unknown protein highly similar to G--- AT2G44370 1.21 0.28 0.63 0.548218 0.8506 -6.45
267242_at hypothetical protein predicted by g --- AT2G02670 1.05 0.07 0.63 0.54836389 0.8506 -6.45
259301_at hypothetical protein predicted by g --- AT3G05110 -1.07 -0.10 -0.63 0.5481567 0.8506 -6.45
254459_at gibberellin 20-oxidase - like protei GA2OX8 AT4G21200 1.04 0.06 0.63 0.54818199 0.8506 -6.45
248169_at ankyrin-repeat-containing protein-l ANK AT5G54610 1.38 0.47 0.63 0.54824641 0.8506 -6.45
266123_at unknown protein identical to GB:AA--- AT2G45180 1.04 0.06 0.63 0.54848305 0.8506 -6.45
254200_at putative protein predicted proteins --- AT4G24110 1.26 0.33 0.63 0.54787108 0.8506 -6.45
266287_at putative tropinone reductase --- AT2G29150 -1.06 -0.09 -0.63 0.54873794 0.8509 -6.45
256902_s_at HAPp48,5 protein identical to HAP--- AT3G23910 / 1.08 0.11 0.63 0.54882699 0.8510 -6.45
261204_s_at Eukaryotic peptide chain release faERF1-2 AT1G12920 / 1.04 0.06 0.63 0.54893041 0.8510 -6.45
248560_at putative protein contains similarity ATPPOX AT5G49970 1.07 0.09 0.63 0.54890367 0.8510 -6.45
263787_at unknown protein  ; supported by cD--- AT2G46420 1.08 0.11 0.63 0.54903983 0.8511 -6.45
266225_at putative membrane channel proteinATOEP16-1AT2G28900 1.13 0.18 0.63 0.54963892 0.8511 -6.45
248405_at putative protein pectinesterase-likeSKS2 AT5G51480 -1.27 -0.35 -0.63 0.5496371 0.8511 -6.45
259411_at hypothetical protein contains Pfam --- AT1G13410 1.05 0.07 0.63 0.54956567 0.8511 -6.45
265141_at hypothetical protein predicted by g --- AT1G51350 -1.05 -0.07 -0.63 0.54943438 0.8511 -6.45
264882_at NAM protein, putative similar to NAanac025 AT1G61110 -1.05 -0.07 -0.63 0.54912397 0.8511 -6.45
251649_at Ca2+-transporting ATPase-like proACA11 AT3G57330 1.09 0.12 0.63 0.54918891 0.8511 -6.45
255271_at putative protein (ubiquitin like) to va--- AT4G05260 -1.06 -0.08 -0.63 0.54928706 0.8511 -6.45
265794_at unknown protein --- AT2G01310 -1.04 -0.06 -0.63 0.54923197 0.8511 -6.45
247463_at embryo-specific protein - like emb --- AT5G62210 1.06 0.08 0.63 0.5491177 0.8511 -6.45
245964_at putative protein C-terminus of glut --- AT5G19720 1.06 0.08 0.63 0.54951098 0.8511 -6.45
247331_at putative protein contains similarity FP3 AT5G63530 -1.11 -0.14 -0.63 0.54946435 0.8511 -6.45
255589_s_at hypothetical protein --- AT4G01590 / 1.08 0.11 0.63 0.54963831 0.8511 -6.45
258464_at kinesin-like protein similar to KLP2 POK1 AT3G17360 1.04 0.06 0.63 0.54947078 0.8511 -6.45
262541_at hypothetical protein contains simila--- --- -1.04 -0.06 -0.63 0.54961595 0.8511 -6.45
251909_at putative protein initiator-binding prTRFL4 AT3G53790 -1.06 -0.08 -0.63 0.5493161 0.8511 -6.45
260977_at hypothetical protein predicted by g --- AT1G53420 -1.05 -0.07 -0.63 0.5495648 0.8511 -6.45
245237_at putative protein similarity to ALR - SLK1 AT4G25520 -1.05 -0.07 -0.63 0.54975123 0.8511 -6.45
246054_at putative protein predicted proteins --- AT5G08360 1.05 0.07 0.63 0.54968218 0.8511 -6.45
256174_at NADP-specific glutatamate dehyd --- AT1G51720 -1.05 -0.07 -0.63 0.54974234 0.8511 -6.45



264784_s_at unknown protein similar to Arabido--- AT2G17830 / 1.05 0.08 0.63 0.54979283 0.8511 -6.45
266878_at putative RING zinc finger protein --- AT2G44580 -1.05 -0.07 -0.63 0.54991467 0.8513 -6.45
246446_at putative protein hypothetical prote --- AT5G17640 1.07 0.09 0.63 0.55003172 0.8513 -6.46
258810_at hypothetical protein similar to hypo--- AT3G03970 -1.06 -0.08 -0.63 0.55001166 0.8513 -6.46
248496_at MtN3-like protein  ;supported by fu --- AT5G50790 -1.06 -0.09 -0.63 0.55011326 0.8513 -6.46
258677_at putative ribosomal-protein S6 kinaPK1 AT3G08730 -1.06 -0.08 -0.63 0.55018452 0.8513 -6.46
257287_at hypothetical protein predicted by g --- --- -1.04 -0.06 -0.63 0.55008521 0.8513 -6.46
257850_at putative protein kinase leucine-richSRF4 AT3G13065 -1.05 -0.07 -0.63 0.55021676 0.8513 -6.46
264892_at GH3-like auxin-regulated protein h--- AT1G23160 1.05 0.07 0.63 0.5502032 0.8513 -6.46
248455_at unknown protein --- AT5G51360 1.04 0.06 0.63 0.55007688 0.8513 -6.46
256502_at Eukaryotic translation initiation fac--- AT1G36730 / -1.07 -0.10 -0.63 0.55041322 0.8515 -6.46
253290_at putative protein predicted protein F--- AT4G34330 1.05 0.07 0.63 0.55045273 0.8515 -6.46
244921_s_at hypothetical protein --- AT2G07674 / -1.08 -0.11 -0.63 0.55051477 0.8516 -6.46
252331_s_at serine palmitoyltransferase-like proSPT1 AT3G48780 / 1.06 0.08 0.63 0.55072651 0.8516 -6.46
256157_at longevity assurance protein, putat LAG13 AT1G13580 1.07 0.10 0.63 0.55065002 0.8516 -6.46
264933_at hypothetical protein predicted by g --- AT1G61160 1.06 0.08 0.63 0.55069522 0.8516 -6.46
248834_at unknown protein  ;supported by ful --- AT5G47090 -1.05 -0.07 -0.63 0.550553 0.8516 -6.46
245845_at Pto kinase interactor, putative sim PERK10 AT1G26150 -1.05 -0.07 -0.63 0.55071932 0.8516 -6.46
255156_at putative athila transposon protein --- --- -1.04 -0.05 -0.63 0.55062117 0.8516 -6.46
245227_s_at gunknown protein contains non-co --- AT1G08410 -1.08 -0.11 -0.63 0.55090939 0.8516 -6.46
252828_at DnaJ - like protein DnaJ-like prote --- AT4G39960 -1.06 -0.08 -0.63 0.55089895 0.8516 -6.46
246917_at serine-rich protein  ;supported by fu--- AT5G25280 1.10 0.14 0.63 0.55085983 0.8516 -6.46
254365_at putative protein hypothetical prote --- AT4G22030 -1.05 -0.07 -0.63 0.55081373 0.8516 -6.46
250767_at putative protein contains similarity ATNFXL2 AT5G05660 -1.04 -0.06 -0.63 0.55099462 0.8516 -6.46
249782_at dipeptidyl peptidase IV-like protein --- AT5G24260 1.05 0.07 0.63 0.55104932 0.8516 -6.46
254525_at putative protein predicted protein, --- AT4G19580 -1.06 -0.08 -0.63 0.55103919 0.8516 -6.46
247715_at putative protein predicted protein, --- AT5G59360 1.08 0.11 0.63 0.55116011 0.8516 -6.46
246024_at putative protein predicted protein ---- AT5G21130 -1.06 -0.09 -0.63 0.55112447 0.8516 -6.46
267528_at MADS-box protein (AGL6)  ; suppoAGL6 AT2G45650 -1.05 -0.07 -0.63 0.55119849 0.8516 -6.46
251231_at Glutathione transferase III-like proATGSTF13 AT3G62760 1.05 0.07 0.63 0.55127349 0.8516 -6.46
247539_at putative protein predicted protein, --- AT5G61710 1.04 0.06 0.63 0.55124273 0.8516 -6.46
262694_at unknown protein --- AT1G62790 -1.11 -0.16 -0.63 0.55121161 0.8516 -6.46
264941_at auxin-induced protein, putative sim--- AT1G60680 -1.09 -0.13 -0.63 0.55132643 0.8517 -6.46
256080_at high mobility group protein (HMG1--- AT1G20690 1.04 0.06 0.63 0.55147057 0.8518 -6.46
248262_at Avr9 elicitor response protein-like  --- AT5G53340 1.07 0.10 0.63 0.5515376 0.8519 -6.46



248794_at ethylene responsive element bindinERF2 AT5G47220 1.27 0.35 0.63 0.55166839 0.8519 -6.46
255953_at transcription factor identical to tran TGA3 AT1G22070 -1.07 -0.10 -0.63 0.55173726 0.8519 -6.46
258849_at putative UDP-glucose pyrophosphoUGP AT3G03250 -1.07 -0.09 -0.63 0.55174086 0.8519 -6.46
266289_at putative C-4 sterol methyl oxidase SMO2-2 AT2G29390 -1.05 -0.07 -0.63 0.55176307 0.8519 -6.46
264489_at putative squamosa-promoter bindin--- AT1G27370 1.11 0.15 0.63 0.55170262 0.8519 -6.46
253975_at putative protein proliferating-cell n --- AT4G26600 -1.12 -0.17 -0.63 0.5520037 0.8521 -6.46
248739_at DnaJ protein-like  ;supported by fu GFA2 AT5G48030 -1.05 -0.06 -0.63 0.55193512 0.8521 -6.46
250418_at putative protein predicted proteins --- AT5G11240 -1.10 -0.14 -0.63 0.55199587 0.8521 -6.46
252374_at response reactor 2 (ATRR2)  ; sup ARR5 AT3G48100 -1.09 -0.13 -0.63 0.55252474 0.8522 -6.46
261745_at unknown protein identical to unkno--- AT1G08500 -1.14 -0.18 -0.63 0.5524927 0.8522 -6.46
254082_at glutamine cyclotransferase precur QC AT4G25720 1.11 0.15 0.63 0.55227247 0.8522 -6.46
261946_at unknown protein --- AT1G64560 -1.06 -0.09 -0.63 0.55251828 0.8522 -6.46
258028_at hypothetical protein --- AT3G27473 -1.04 -0.05 -0.63 0.55232975 0.8522 -6.46
266145_at putative TNP2-like transposon prot--- --- 1.04 0.06 0.63 0.55251639 0.8522 -6.46
260803_at glutathione transferase, putative s ATGSTU22AT1G78340 1.05 0.07 0.63 0.55241696 0.8522 -6.46
253658_at cadmium-transporting ATPase-likeHMA3 AT4G30120 -1.05 -0.06 -0.63 0.55212723 0.8522 -6.46
257285_at unknown protein --- AT3G29760 -1.07 -0.10 -0.63 0.55214325 0.8522 -6.46
261275_at Mlo protein, putative similar to GB MLO14 AT1G26700 1.04 0.06 0.63 0.55238571 0.8522 -6.46
248821_at protein serine threonine kinase-like--- AT5G47070 1.12 0.16 0.63 0.55241122 0.8522 -6.46
249187_at cysteine proteinase RD21A simila --- AT5G43060 1.13 0.18 0.63 0.55248473 0.8522 -6.46
245030_at putative polygalacturonase --- AT2G26620 -1.04 -0.05 -0.63 0.55243784 0.8522 -6.46
251423_at regulatory protein - like regulatory CYCP3;2 AT3G60550 -1.06 -0.09 -0.62 0.55265062 0.8523 -6.46
254858_at putative protein other predicted pr --- AT4G12070 1.05 0.07 0.62 0.55277237 0.8525 -6.46
262451_at receptor-associated kinase isolog SUB AT1G11130 1.09 0.13 0.62 0.55281325 0.8525 -6.46
254322_at hypothetical protein --- AT4G22600 -1.08 -0.11 -0.62 0.55295484 0.8526 -6.46
245693_at thioredoxin - like protein WCRKC2 AT5G04260 1.06 0.08 0.62 0.55309933 0.8528 -6.46
254753_at putative protein Pto kinase interac --- AT4G13190 1.04 0.06 0.62 0.55334162 0.8528 -6.46
250070_at phosphoribosylanthranilate transfe --- AT5G17980 -1.09 -0.13 -0.62 0.55334883 0.8528 -6.46
261372_at zinc finger protein, putative similar--- AT1G53010 -1.06 -0.08 -0.62 0.55328859 0.8528 -6.46
258400_at unknown protein  ; supported by cD--- AT3G15470 -1.07 -0.09 -0.62 0.55321631 0.8528 -6.46
261815_at leucine zipper protein, putative sim--- AT1G08320 -1.07 -0.09 -0.62 0.55318309 0.8528 -6.46
263796_at unknown protein  ;supported by ful AFR AT2G24540 -1.09 -0.12 -0.62 0.55334813 0.8528 -6.46
258116_at hypothetical protein similar to terpe--- AT3G14520 -1.06 -0.09 -0.62 0.55335684 0.8528 -6.46
245493_at hypothetical protein --- --- 1.04 0.06 0.62 0.55338045 0.8528 -6.46
258904_at putative ATPase (ISW2-like) similaCHR11 AT3G06400 -1.06 -0.08 -0.62 0.55352407 0.8529 -6.46



260680_s_at GATA transcription factor 3, putati --- AT1G08000 / 1.04 0.06 0.62 0.55355952 0.8529 -6.46
250317_at tubulin beta-6 chain (sp|P29514)  ; TUB6 AT5G12250 -1.16 -0.21 -0.62 0.55350702 0.8529 -6.46
251666_at CYSTATHIONINE BETA-LYASE PCBL AT3G57050 1.07 0.09 0.62 0.55382462 0.8530 -6.46
251462_at mitogen-activated protein kinase-l ATMPK10 AT3G59790 -1.06 -0.09 -0.62 0.55382523 0.8530 -6.46
246946_at putative protein --- AT5G25070 -1.04 -0.06 -0.62 0.55377516 0.8530 -6.46
257565_at hypothetical protein predicted by g --- AT3G28620 -1.04 -0.06 -0.62 0.55385555 0.8530 -6.46
248828_at Lil3 protein --- AT5G47110 1.04 0.06 0.62 0.55376853 0.8530 -6.46
263999_at hypothetical protein predicted by g --- AT2G22370 -1.06 -0.08 -0.62 0.55378859 0.8530 -6.46
264479_at hypothetical protein similar to rece --- AT1G77280 -1.06 -0.08 -0.62 0.55449178 0.8531 -6.46
251786_at phosphatase - like protein DUAL SMKP1 AT3G55270 -1.05 -0.06 -0.62 0.55459261 0.8531 -6.46
246882_at putative protein predicted proteins --- AT5G26180 -1.04 -0.06 -0.62 0.55433146 0.8531 -6.46
258217_at unknown protein contains Pfam proXPL1 AT3G17998 / 1.09 0.12 0.62 0.55455122 0.8531 -6.46
255718_at unknown protein ;supported by full ATNSI AT1G32070 1.05 0.07 0.62 0.55421885 0.8531 -6.46
262710_at unknown protein ESTs gb|T04357 --- AT1G16210 -1.04 -0.06 -0.62 0.55439695 0.8531 -6.46
246119_at ankyrin-repeat protein patsas prot TIP1 AT5G20350 1.06 0.08 0.62 0.55431243 0.8531 -6.46
258896_at putative syntaxin protein, AtSNAP SYP43 AT3G05710 -1.05 -0.08 -0.62 0.55436028 0.8531 -6.46
246956_at unknown protein  ; supported by cDRTM2 AT5G04890 -1.05 -0.07 -0.62 0.55421468 0.8531 -6.46
249830_at dihydroorotate dehydrogenase pre PYRD AT5G23300 -1.10 -0.14 -0.62 0.55445901 0.8531 -6.46
263350_at alanine-glyoxylate aminotransferasAGT AT2G13360 1.08 0.11 0.62 0.55458739 0.8531 -6.46
249791_at amino acid transporter  ; supportedAAP7 AT5G23810 1.08 0.12 0.62 0.55436682 0.8531 -6.46
245053_at putative pectinesterase --- AT2G26450 -1.07 -0.10 -0.62 0.55439654 0.8531 -6.46
246902_at putative protein --- AT5G25640 1.04 0.06 0.62 0.55400156 0.8531 -6.46
264220_at unknown protein similar to putativeARPC3 AT1G60430 1.05 0.07 0.62 0.55420925 0.8531 -6.46
250547_at asparaginase  ; supported by cDNA--- AT5G08100 -1.05 -0.07 -0.62 0.55436349 0.8531 -6.46
264117_at hypothetical protein predicted by g --- AT2G31210 1.04 0.06 0.62 0.55406078 0.8531 -6.46
246062_at putative protein VAC8 protein, Sac--- AT5G19330 1.05 0.07 0.62 0.55450163 0.8531 -6.46
257219_at uroporphyrinogen decarboxylase, HEME1 AT3G14930 1.07 0.10 0.62 0.5549492 0.8531 -6.46
258470_at Expressed protein ; supported by f --- AT3G06035 -1.28 -0.36 -0.62 0.55491013 0.8531 -6.46
256909_at hypothetical protein predicted by g --- AT3G24060 -1.06 -0.09 -0.62 0.55487083 0.8531 -6.46
264785_at putative non-LTR retroelement rev --- --- -1.05 -0.07 -0.62 0.55482807 0.8531 -6.46
260172_s_at putative histidinol-phosphate amino--- AT1G71920 / 1.07 0.10 0.62 0.55481368 0.8531 -6.46
253100_at cytochrome P450 monooxygenaseCYP81F3 AT4G37400 -1.17 -0.23 -0.62 0.55501219 0.8531 -6.46
265668_at putative alanine acetyl transferase --- AT2G32020 -1.20 -0.26 -0.62 0.55501701 0.8531 -6.46
257852_at unknown protein --- AT3G12950 -1.06 -0.09 -0.62 0.55470556 0.8531 -6.46
255684_at putative glycosylasparaginase --- AT4G00590 -1.08 -0.11 -0.62 0.55487478 0.8531 -6.46



260911_at hypothetical protein predicted by g --- AT1G02490 1.05 0.07 0.62 0.55478941 0.8531 -6.46
255592_s_at hypothetical protein --- AT2G34280 / -1.06 -0.08 -0.62 0.55495477 0.8531 -6.46
263056_at Mutator-like transposase similar to --- --- -1.04 -0.06 -0.62 0.55507412 0.8531 -6.46
248510_at Expressed protein ; supported by f --- --- 1.04 0.06 0.62 0.55531303 0.8532 -6.46
261920_at isocitrate dehydrogenase, putative--- AT1G65930 1.05 0.08 0.62 0.55533022 0.8532 -6.46
246638_at putative protein predicted proteins --- --- -1.05 -0.07 -0.62 0.55524276 0.8532 -6.46
256523_at unknown protein ;supported by full --- AT1G66070 -1.06 -0.08 -0.62 0.55547189 0.8532 -6.46
250643_at putative protein similar to unknown--- AT5G06780 -1.04 -0.06 -0.62 0.55541322 0.8532 -6.46
255320_at putative transposon protein --- --- -1.04 -0.06 -0.62 0.55525371 0.8532 -6.46
267330_at unknown protein --- AT2G19270 -1.04 -0.05 -0.62 0.55528955 0.8532 -6.46
252150_at vacuolar sorting protein 35 homoloVPS35C AT3G51310 -1.04 -0.06 -0.62 0.55513687 0.8532 -6.46
261295_at unknown protein --- AT1G48450 1.04 0.06 0.62 0.55544653 0.8532 -6.46
248602_s_at MADS-box protein-like --- AT5G38620 / -1.04 -0.06 -0.62 0.5554337 0.8532 -6.46
264976_at peptide transporter, putative similaNRT1.6 AT1G27080 1.06 0.08 0.62 0.55557978 0.8532 -6.46
252124_at hypothetical protein  ;supported by --- AT3G51010 1.06 0.09 0.62 0.55556491 0.8532 -6.46
263025_at reverse transcriptase, putative sim--- --- 1.05 0.07 0.62 0.55570638 0.8534 -6.46
254903_at H+-transporting ATPase chain E, vTUF AT4G11150 -1.06 -0.08 -0.62 0.55578603 0.8534 -6.46
254871_at Srw1 -like protein WD repeat proteCCS52A2 AT4G11920 1.04 0.06 0.62 0.55584042 0.8534 -6.46
263581_at hypothetical protein identical to hyp--- AT2G17160 -1.06 -0.08 -0.62 0.55594001 0.8535 -6.46
248061_at putative protein contains similarity --- AT5G55340 -1.04 -0.06 -0.62 0.55610864 0.8537 -6.46
265277_at unknown protein  ;supported by ful --- AT2G28410 -1.15 -0.20 -0.62 0.55609513 0.8537 -6.46
262060_at polygalacturonase, putative simila --- AT1G80170 -1.05 -0.07 -0.62 0.55623605 0.8538 -6.46
253819_at receptor protein kinase like protein--- AT4G28350 -1.29 -0.37 -0.62 0.55621736 0.8538 -6.46
249692_s_at putative protein strong similarity to --- AT5G36670 / -1.06 -0.08 -0.62 0.55632653 0.8538 -6.46
246864_at cytochrome P450 GA3 ; supportedGA3 AT5G25900 -1.10 -0.14 -0.62 0.55641321 0.8539 -6.46
253258_at putative protein NF-180, Petromyz--- AT4G34400 -1.06 -0.08 -0.62 0.55646854 0.8539 -6.46
263327_at putative receptor-like protein kinas --- AT2G15300 -1.04 -0.06 -0.62 0.55649228 0.8539 -6.46
260990_at hypothetical protein predicted by g --- AT1G12180 -1.07 -0.09 -0.62 0.55650613 0.8539 -6.46
259308_at putative nodulin similar to nodulin G--- AT3G05180 -1.09 -0.13 -0.62 0.55659805 0.8540 -6.46
251961_at inorganic pyrophosphatase -like p AtPPa4 AT3G53620 -1.10 -0.13 -0.62 0.55694532 0.8543 -6.46
245637_at hypothetical protein similar to putat--- AT1G25230 -1.16 -0.21 -0.62 0.55699417 0.8543 -6.46
249220_at putative protein strong similarity to --- AT5G42420 1.06 0.08 0.62 0.5569637 0.8543 -6.46
267185_at unknown protein  ; supported by cDOEP37 AT2G43950 1.06 0.08 0.62 0.55695511 0.8543 -6.46
265698_at hypothetical protein predicted by g --- AT2G32160 1.05 0.07 0.62 0.55692885 0.8543 -6.46
259613_at hypothetical protein predicted by g --- AT1G48010 -1.04 -0.06 -0.62 0.55705275 0.8543 -6.46



257948_at hypothetical protein predicted by g APO4 AT3G21740 1.05 0.08 0.62 0.55713948 0.8543 -6.46
245787_at unknown protein --- AT1G32130 1.05 0.08 0.62 0.55717756 0.8543 -6.46
254320_at putative protein various predicted --- AT4G22580 1.04 0.06 0.62 0.55710127 0.8543 -6.46
258572_at hypothetical protein --- AT3G04270 1.04 0.06 0.62 0.5572615 0.8543 -6.46
246848_at putative protein --- AT5G26840 -1.05 -0.07 -0.62 0.55721474 0.8543 -6.46
246540_at nitrilase associated protein-like nit SP1L4 AT5G15600 1.07 0.10 0.62 0.55727811 0.8543 -6.46
263404_s_at hypothetical protein similar to hypo--- AT2G04090 / -1.18 -0.23 -0.62 0.55741875 0.8544 -6.46
254120_at putative mitochondrial uncoupling DIC2 AT4G24570 1.41 0.50 0.62 0.55736966 0.8544 -6.46
266966_at hypothetical protein predicted by g --- AT2G39520 -1.04 -0.05 -0.62 0.55738197 0.8544 -6.46
266968_at putative protein kinase contains a p--- AT2G39360 -1.12 -0.17 -0.62 0.55751497 0.8544 -6.46
264392_at hypothetical protein Similar to salt- --- AT1G11900 1.06 0.09 0.62 0.55749486 0.8544 -6.46
260346_at hypothetical protein predicted by g CLE10 AT1G69320 / -1.06 -0.08 -0.62 0.55759358 0.8545 -6.46
245815_at unknown protein --- AT1G26090 -1.06 -0.08 -0.62 0.55763802 0.8545 -6.46
246843_at putative protein various predicted --- AT5G26740 -1.05 -0.07 -0.62 0.55776084 0.8546 -6.46
260908_at maternal embryogenesis control pMEA AT1G02580 -1.10 -0.13 -0.62 0.55780412 0.8546 -6.46
258691_at unknown protein --- AT3G08630 -1.14 -0.19 -0.62 0.55790809 0.8547 -6.46
263221_at UDP-galactose 4-epimerase-like p MUR4 AT1G30620 -1.16 -0.22 -0.62 0.55794275 0.8547 -6.46
251369_at putative protein  ;supported by full- --- AT3G60480 1.06 0.08 0.62 0.55804937 0.8548 -6.46
250945_at putative protein --- AT5G03400 -1.05 -0.07 -0.62 0.5580697 0.8548 -6.46
254615_at RNase L inhibitor-like protein RNaRLI2 AT4G19210 1.05 0.07 0.62 0.55837061 0.8550 -6.46
250166_at putative protein many predicted pr--- AT5G15300 -1.05 -0.07 -0.62 0.55836851 0.8550 -6.46
267104_at ERD15 protein identical to GB D30ERD15 AT2G41430 -1.06 -0.08 -0.62 0.55822817 0.8550 -6.46
263244_at hypothetical protein predicted by g --- AT2G31480 -1.05 -0.07 -0.62 0.55826611 0.8550 -6.46
259262_at unknown protein similar to nifU-likeISU2 AT3G01020 -1.04 -0.06 -0.62 0.55835657 0.8550 -6.46
264750_at hypothetical protein predicted by g --- AT1G22870 -1.04 -0.06 -0.62 0.55844814 0.8550 -6.46
258277_at putative cytochrome P450 similar t PAD3 AT3G26830 -1.43 -0.52 -0.62 0.55851705 0.8551 -6.46
263824_at putative WD-40 repeat protein --- AT2G40360 1.09 0.13 0.62 0.55855309 0.8551 -6.46
264058_at F-box protein family, AtFBX7 cont --- AT2G03560 -1.05 -0.06 -0.62 0.5586441 0.8551 -6.46
263955_at putative E2F5 family transcription fE2F3 AT2G36010 -1.08 -0.11 -0.62 0.5586503 0.8551 -6.46
265844_at putative receptor-like protein kinas FEI2 AT2G35620 1.07 0.10 0.62 0.55875108 0.8552 -6.46
260099_at unknown protein  ;supported by ful --- AT1G73180 -1.04 -0.06 -0.61 0.55884546 0.8553 -6.46
252605_s_at sulfotransferase-like protein FLAV--- AT3G45070 / -1.04 -0.06 -0.61 0.5588897 0.8553 -6.46
262953_at hypothetical protein predicted by g --- AT1G75670 1.09 0.12 0.61 0.55920509 0.8554 -6.46
265440_at pEARLI 4 protein Same as GB: L4 pEARLI4 AT2G20960 1.09 0.13 0.61 0.55920081 0.8554 -6.46
250886_at putative protein --- AT5G04440 1.06 0.08 0.61 0.5591462 0.8554 -6.46



257617_at hypothetical protein --- AT3G26550 1.05 0.07 0.61 0.55923997 0.8554 -6.46
251158_at rac-GTP binding protein -like RACMIRO2 AT3G63150 -1.05 -0.07 -0.61 0.55918108 0.8554 -6.46
267631_at hypothetical protein predicted by g --- AT2G42150 -1.05 -0.06 -0.61 0.5591169 0.8554 -6.46
254022_at putative membrane transporter Ba--- AT4G25750 -1.06 -0.08 -0.61 0.55903051 0.8554 -6.46
259017_at unknown protein  ; supported by fu --- AT3G07310 -1.05 -0.07 -0.61 0.55929405 0.8555 -6.46
257547_at hypothetical protein predicted by g --- AT3G13000 1.14 0.19 0.61 0.55953055 0.8555 -6.47
261389_s_at hypothetical protein identical to hyp--- --- -1.04 -0.06 -0.61 0.55935841 0.8555 -6.47
251122_at protein kinase -like protein serine/ --- AT5G01020 1.07 0.10 0.61 0.5594257 0.8555 -6.47
248595_at drought-induced protein Di19-like pHRB1 AT5G49230 1.05 0.07 0.61 0.55952056 0.8555 -6.47
254516_at putative protein --- AT4G20290 1.06 0.08 0.61 0.55953361 0.8555 -6.47
246222_at TINY-like protein ; supported by cDRAP2.10 AT4G36900 1.11 0.15 0.61 0.55945431 0.8555 -6.47
247031_at UDP-glucuronyltransferase-like pro--- AT5G67230 -1.07 -0.10 -0.61 0.55958965 0.8555 -6.47
254266_at protein kinase - like protein serine CRK5 AT4G23130 1.17 0.22 0.61 0.55972851 0.8556 -6.47
258451_at alternative oxidase 1b precursor id AOX1B AT3G22360 -1.06 -0.08 -0.61 0.5597408 0.8556 -6.47
252268_at kinesin-like protein several kinesin---- AT3G49650 1.07 0.10 0.61 0.55989312 0.8558 -6.47
246881_at putative protein histone deacetylasHDA2 AT5G26040 -1.08 -0.12 -0.61 0.55997122 0.8559 -6.47
262374_s_at flax rust resistance protein, putativTIR AT1G72910 / 1.19 0.25 0.61 0.56007301 0.8560 -6.47
252392_s_at putative protein various predicted --- AT3G47890 / -1.07 -0.09 -0.61 0.56016025 0.8560 -6.47
248643_at putative protein strong similarity to --- AT5G49130 -1.05 -0.07 -0.61 0.56017914 0.8560 -6.47
259710_at putative aminotransferase similar --- AT1G77670 1.14 0.19 0.61 0.56028102 0.8561 -6.47
251205_at glutathione peroxidase -like protei ATGPX5 AT3G63080 1.06 0.09 0.61 0.56035261 0.8561 -6.47
245965_at pectin methylesterase-like protein --- AT5G19730 -1.09 -0.13 -0.61 0.56041511 0.8561 -6.47
252053_at syntaxin-like protein synt4  ;supporSYP122 AT3G52400 1.17 0.23 0.61 0.56041534 0.8561 -6.47
258197_at hypothetical protein predicted by g ATBRXL2 AT3G14000 -1.06 -0.08 -0.61 0.56054368 0.8563 -6.47
267263_at similar to late embryogenesis abun--- AT2G23110 1.26 0.34 0.61 0.56070637 0.8565 -6.47
254226_at putative disease resistance respon--- AT4G23690 1.33 0.41 0.61 0.56078619 0.8565 -6.47
248059_at putative protein similar to unknownTRN1 AT5G55540 -1.10 -0.13 -0.61 0.56091945 0.8566 -6.47
265103_at UDP-N-acetylglucosamine pyroph--- AT1G31070 -1.06 -0.09 -0.61 0.56094706 0.8566 -6.47
246519_at proline-rich protein other proline-ric--- AT3G23750 / -1.30 -0.38 -0.61 0.56088686 0.8566 -6.47
265062_at receptor kinase, putative similar to--- AT1G61550 -1.09 -0.12 -0.61 0.56095166 0.8566 -6.47
264400_at glucose-6-phosphate/phosphate-t GPT2 AT1G61800 1.33 0.41 0.61 0.56113245 0.8566 -6.47
266229_at putative RING zinc finger ankyrin p--- AT2G28840 1.05 0.06 0.61 0.56130625 0.8566 -6.47
260295_at putative aminopeptidase similar to --- AT1G63770 1.06 0.08 0.61 0.56129722 0.8566 -6.47
246910_at exonuclease - like protein ribonuc --- AT5G25800 1.08 0.11 0.61 0.56111813 0.8566 -6.47
266891_at putative GTP-binding protein  ; supARAC9 AT2G44690 1.06 0.08 0.61 0.56126174 0.8566 -6.47



251869_at putative protein --- AT3G54500 -1.09 -0.12 -0.61 0.56123046 0.8566 -6.47
254136_at putative protein various predicted --- AT4G24860 1.05 0.07 0.61 0.56109426 0.8566 -6.47
256034_at unknown protein ; supported by cD--- AT1G07080 -1.04 -0.06 -0.61 0.56125487 0.8566 -6.47
262942_at hypothetical protein similar to unknALIS5 AT1G79450 1.13 0.18 0.61 0.56142048 0.8567 -6.47
253500_at predicted protein RegA gene, Dict ARR10 AT4G31920 1.08 0.11 0.61 0.56142146 0.8567 -6.47
262920_at 2-dehydro-3-deoxyphosphooctona--- AT1G79500 -1.12 -0.16 -0.61 0.56149205 0.8567 -6.47
263713_at Expressed protein ; supported by f --- AT2G20595 1.06 0.08 0.61 0.56153613 0.8567 -6.47
255220_at polyubiquitin (UBQ10) identical to GUBQ10 AT4G05320 -1.06 -0.08 -0.61 0.5615635 0.8567 -6.47
262066_at hypothetical protein contains simila--- AT1G79950 1.10 0.13 0.61 0.5616781 0.8568 -6.47
246990_at subtilisin-like serine protease ARA ARA12 AT5G67360 -1.09 -0.12 -0.61 0.56168718 0.8568 -6.47
246368_at light repressible receptor protein k --- AT1G51890 -1.17 -0.22 -0.61 0.56201764 0.8570 -6.47
250109_at GASA4  ; supported by cDNA: gi_9GASA4 AT5G15230 1.33 0.41 0.61 0.56192113 0.8570 -6.47
250023_at  beta-1,3-glucanase-like protein   --- AT5G18220 -1.06 -0.08 -0.61 0.56188924 0.8570 -6.47
255307_at hypothetical protein similar to A. thRIC10 AT4G04900 -1.05 -0.08 -0.61 0.56203442 0.8570 -6.47
266685_at hypothetical protein --- AT2G19710 -1.05 -0.07 -0.61 0.56197779 0.8570 -6.47
265548_s_at putative helicase --- --- 1.04 0.05 0.61 0.5618862 0.8570 -6.47
246656_at hypothetical protein --- --- -1.05 -0.08 -0.61 0.56195083 0.8570 -6.47
261613_at abscisic acid responsive elements-ABF1 AT1G49720 -1.08 -0.11 -0.61 0.56213542 0.8570 -6.47
250358_at putative protein gibberellin-responAGP15 AT5G11740 -1.07 -0.09 -0.61 0.56226215 0.8571 -6.47
250134_at Expressed protein ; supported by c--- --- 1.06 0.08 0.61 0.56226773 0.8571 -6.47
263006_at hypothetical protein contains simila--- AT1G54240 -1.05 -0.07 -0.61 0.56230825 0.8571 -6.47
250806_at putative protein similar to unknown--- AT5G05070 -1.05 -0.07 -0.61 0.56240888 0.8572 -6.47
262442_at unknown protein identical to hypoth--- AT1G47420 1.04 0.06 0.61 0.56240646 0.8572 -6.47
265345_at copia-like retroelement pol polypro --- AT2G22680 -1.05 -0.07 -0.61 0.56247905 0.8572 -6.47
265710_at unknown protein --- AT2G03370 -1.04 -0.06 -0.61 0.56256727 0.8572 -6.47
264447_at hypothetical protein predicted by g --- AT1G27300 1.11 0.15 0.61 0.5625582 0.8572 -6.47
264171_at hypothetical protein predicted by g --- AT1G02100 -1.06 -0.08 -0.61 0.56278579 0.8574 -6.47
249430_at GTP-binding protein-like GTP-bind--- AT5G39900 -1.08 -0.11 -0.61 0.56277793 0.8574 -6.47
255897_at mutator-like transposase, putative --- --- -1.04 -0.05 -0.61 0.56271516 0.8574 -6.47
265904_at putative beta-glucosidase BGLU14 AT2G25630 1.05 0.07 0.61 0.5628496 0.8575 -6.47
263614_at putative serpin --- AT2G25240 -1.07 -0.09 -0.61 0.5629856 0.8576 -6.47
253008_at expansin -like protein expansin (GATEXPA20 AT4G38210 1.07 0.10 0.61 0.56303057 0.8576 -6.47
247464_at putative protein various predicted IQD23 AT5G62070 -1.09 -0.12 -0.61 0.56329921 0.8577 -6.47
267055_at unknown protein PRA1.B4 AT2G38360 -1.14 -0.19 -0.61 0.56333704 0.8577 -6.47
266991_at putative CDP-diacylglycerol--glyce PGP1 AT2G39290 1.04 0.06 0.61 0.56334466 0.8577 -6.47



264452_at unknown protein similar to salt-induGRP23 AT1G10270 -1.16 -0.21 -0.61 0.56320995 0.8577 -6.47
251755_at putative protein predicted protein, --- AT3G55790 -1.08 -0.11 -0.61 0.5632658 0.8577 -6.47
245737_at hypothetical protein similar to putat--- AT1G44160 1.08 0.10 0.61 0.56333094 0.8577 -6.47
253081_at putative protein F35D11.3, Caeno --- AT4G36210 1.06 0.09 0.61 0.56337417 0.8577 -6.47
246486_at putative protein  ;supported by full- --- AT5G15910 -1.05 -0.07 -0.61 0.56316434 0.8577 -6.47
256499_at unknown protein --- AT1G36640 1.10 0.13 0.61 0.56347114 0.8578 -6.47
267469_at unknown protein  ; supported by cDWRKY21 AT2G30590 1.05 0.08 0.61 0.56357103 0.8578 -6.47
257945_at SKP1/ASK1 (At10), putative similaASK10 AT3G21860 1.05 0.07 0.61 0.56355456 0.8578 -6.47
265192_at hypothetical protein predicted by g --- AT1G05060 1.06 0.09 0.61 0.56365697 0.8579 -6.47
258808_at putative pyruvate kinase similar to --- AT3G04050 1.05 0.06 0.61 0.5637191 0.8579 -6.47
261798_at hypothetical protein similar to hypoCPSF30 AT1G30460 1.06 0.08 0.61 0.56382049 0.8580 -6.47
247946_at putative protein similar to unknownCIA2 AT5G57180 -1.14 -0.19 -0.61 0.56381417 0.8580 -6.47
264764_at receptor kinase, putative similar to--- AT1G61440 -1.04 -0.06 -0.61 0.56408895 0.8582 -6.47
259413_at hypothetical protein contains simila--- AT1G02320 1.05 0.07 0.61 0.56408272 0.8582 -6.47
263859_at hypothetical protein predicted by g --- AT2G04360 -1.08 -0.11 -0.61 0.56414471 0.8583 -6.47
253938_at putative homeodomain protein hom--- AT4G26920 -1.05 -0.08 -0.61 0.56432718 0.8584 -6.47
261341_s_at putative purple acid phosphatase sPAP5 AT1G52940 / -1.04 -0.05 -0.61 0.56431499 0.8584 -6.47
249418_at putative protein predicted protein, --- AT5G39785 -1.04 -0.06 -0.61 0.56441847 0.8585 -6.47
253890_s_at putative protein contains similarity --- AT4G27585 / -1.12 -0.17 -0.61 0.56448617 0.8586 -6.47
247043_at protein kinase, 41K (EC 2.7.1.-) (pSNRK2.3 AT5G66880 1.08 0.11 0.61 0.56463935 0.8586 -6.47
254568_x_at hypothtetical protein --- --- -1.06 -0.08 -0.61 0.56471733 0.8586 -6.47
252195_at putative protein various predicted --- AT3G50190 -1.06 -0.08 -0.61 0.56468794 0.8586 -6.47
266573_at unknown protein --- AT2G23860 -1.07 -0.09 -0.61 0.56463882 0.8586 -6.47
262971_at receptor-like protein kinase, putati --- AT1G75640 -1.07 -0.10 -0.61 0.56473129 0.8586 -6.47
267574_at hypothetical protein predicted by g --- AT2G30680 1.07 0.10 0.61 0.56461307 0.8586 -6.47
249761_at acetyl-CoA:benzylalcohol acetyltra --- AT5G23970 -1.06 -0.09 -0.61 0.5648054 0.8586 -6.47
249735_at putative protein contains similarity --- AT5G24450 1.06 0.09 0.61 0.56487043 0.8586 -6.47
249737_at putative protein similar to unknown--- AT5G24480 -1.05 -0.07 -0.61 0.56484894 0.8586 -6.47
246883_at putative protein many predicted pr--- AT5G26190 1.04 0.06 0.61 0.56499601 0.8587 -6.47
248599_at putative protein contains similarity --- AT5G49380 -1.08 -0.11 -0.61 0.56499326 0.8587 -6.47
265474_at Expressed protein ; supported by c--- AT2G15690 -1.09 -0.12 -0.60 0.56507552 0.8587 -6.47
263931_at unknown protein  ;supported by ful --- AT2G36220 1.13 0.18 0.60 0.56506883 0.8587 -6.47
249475_at putative protein CGI-108 protein, H--- AT5G38890 -1.07 -0.09 -0.60 0.56514901 0.8588 -6.47
248763_at putative protein similar to unknown--- AT5G47550 1.42 0.50 0.60 0.56518782 0.8588 -6.47
253628_at xyloglucan endo-1,4-beta-D-gluca XTH18 AT4G30280 1.41 0.49 0.60 0.56524006 0.8588 -6.47



248863_at zinc finger protein Glo3-like AGD9 AT5G46750 -1.04 -0.06 -0.60 0.56528407 0.8588 -6.47
257961_at unknown protein --- AT3G19780 -1.05 -0.06 -0.60 0.5653228 0.8588 -6.47
259218_at hypothetical protein similar to puta--- AT3G03580 -1.05 -0.08 -0.60 0.56577933 0.8588 -6.47
246550_at putative protein predicted protein, --- AT5G14920 1.21 0.28 0.60 0.56568104 0.8588 -6.47
256317_at hypothetical protein predicted by g --- AT1G35900 -1.08 -0.11 -0.60 0.56573507 0.8588 -6.47
248129_at putative protein contains similarity --- AT5G54780 1.06 0.08 0.60 0.56579107 0.8588 -6.47
252238_at peroxidase ATP21a --- AT3G49960 1.05 0.07 0.60 0.56551497 0.8588 -6.47
262696_at hypothetical protein --- AT1G75870 -1.05 -0.07 -0.60 0.56577307 0.8588 -6.47
267546_at putative disease resistance proteinAtRLP23 AT2G32680 1.27 0.34 0.60 0.56553758 0.8588 -6.47
255838_at unknown protein --- AT2G33490 -1.05 -0.07 -0.60 0.5656473 0.8588 -6.47
252309_at cysteine protease contains similari --- AT3G49340 -1.05 -0.07 -0.60 0.56566662 0.8588 -6.47
266619_at similar to harpin-induced protein hi --- AT2G35460 1.06 0.09 0.60 0.56546427 0.8588 -6.47
246851_at putative protein various predicted AGL26 AT5G26870 -1.04 -0.05 -0.60 0.56552298 0.8588 -6.47
267379_at unknown protein  ; supported by cD--- AT2G26340 1.08 0.11 0.60 0.56567316 0.8588 -6.47
251550_at putative protein proline-rich protein--- AT3G58800 1.05 0.07 0.60 0.56592913 0.8590 -6.47
265177_at OBP32pep protein, putative identi --- AT1G23640 -1.04 -0.06 -0.60 0.56603676 0.8591 -6.47
248209_at flavonol 3-O-glucosyltransferase-lik--- AT5G53990 -1.07 -0.09 -0.60 0.5660848 0.8591 -6.47
245678_at unknown protein --- AT1G56610 -1.07 -0.09 -0.60 0.56612814 0.8591 -6.47
257040_at unknown protein  ; supported by cDSCO2 AT3G19220 -1.08 -0.11 -0.60 0.56636627 0.8594 -6.47
255648_at coded for by A. thaliana cDNA T20--- AT4G00910 1.04 0.06 0.60 0.56643251 0.8595 -6.47
263348_at cytoplasmic aconitate hydratase --- AT2G05710 1.07 0.10 0.60 0.56657211 0.8595 -6.47
AFFX-r2-At-GA Arabidopsis thaliana /REF=M6411--- --- 1.13 0.18 0.60 0.56650231 0.8595 -6.47
258573_at hypothetical protein contains Pfam PTAC3 AT3G04260 1.04 0.06 0.60 0.56652518 0.8595 -6.47
264339_at trehalose-6-phosphate synthase, pTPS8 AT1G70290 -1.08 -0.11 -0.60 0.56674743 0.8595 -6.47
258987_at putative SCO1 protein similar to S --- AT3G08950 -1.10 -0.14 -0.60 0.56661536 0.8595 -6.47
245514_at OEP8 like protein --- AT4G15810 -1.08 -0.11 -0.60 0.56673959 0.8595 -6.47
264213_at hypothetical protein contains similaATPP2-A5 AT1G65390 -1.28 -0.36 -0.60 0.56665001 0.8595 -6.47
247656_at actin depolymerizing factor 4 - likeADF4 AT5G59890 1.06 0.09 0.60 0.56668066 0.8595 -6.47
256530_at unknown protein --- AT1G33290 1.05 0.07 0.60 0.56688046 0.8596 -6.47
253687_at putative protein  ;supported by full- --- AT4G29520 1.25 0.32 0.60 0.56692973 0.8596 -6.47
248226_at putative protein strong similarity to --- AT5G53750 -1.16 -0.22 -0.60 0.56699692 0.8597 -6.47
247824_at putative protein Na+/H+-exchangi CHX25 AT5G58460 -1.06 -0.08 -0.60 0.56703691 0.8597 -6.47
266492_at putative protein kinase contains a p--- AT2G07020 -1.05 -0.07 -0.60 0.56707502 0.8597 -6.47
255353_at putative transposon protein similar --- --- -1.04 -0.06 -0.60 0.56720767 0.8598 -6.47
266763_at unknown protein SPL1 AT2G47070 -1.06 -0.08 -0.60 0.56717987 0.8598 -6.47



250645_at putative protein strong similarity to --- AT5G06700 -1.09 -0.13 -0.60 0.56814955 0.8599 -6.47
253040_at endo-xyloglucan transferase - like --- AT4G37800 -1.18 -0.24 -0.60 0.56777563 0.8599 -6.47
262195_at allergen, putative similar to allerge--- AT1G78040 1.12 0.16 0.60 0.56782847 0.8599 -6.47
261247_at hypothetical protein predicted by g --- AT1G20070 -1.21 -0.27 -0.60 0.56784938 0.8599 -6.47
254079_at putative protein pmt2 methyltransf --- AT4G25730 1.10 0.13 0.60 0.56791919 0.8599 -6.47
245673_at hypothetical protein similar to putat--- AT1G56690 -1.06 -0.08 -0.60 0.56765809 0.8599 -6.47
251840_at protein disulfide-isomerase-like pr ATPDIL1-3 AT3G54960 1.10 0.14 0.60 0.56821002 0.8599 -6.47
245660_at unknown protein --- AT1G28240 1.08 0.11 0.60 0.56748308 0.8599 -6.47
264562_at hypothetical protein predicted by g --- AT1G55760 1.10 0.14 0.60 0.56782777 0.8599 -6.47
259368_at aspartic protease, putative similar --- AT1G69100 -1.05 -0.06 -0.60 0.56794241 0.8599 -6.47
247184_at putative protein contains similarity UBP17 AT5G65450 -1.06 -0.09 -0.60 0.56790372 0.8599 -6.47
248057_at putative protein strong similarity to --- AT5G55520 1.04 0.06 0.60 0.56750036 0.8599 -6.47
262133_at high affinity sulphate transporter, pSULTR1;2 AT1G78000 1.17 0.23 0.60 0.56766978 0.8599 -6.47
254967_at putative protein various predicted --- AT4G10410 1.05 0.07 0.60 0.56808286 0.8599 -6.47
258165_at unknown protein  ; supported by cD--- AT3G17900 1.05 0.07 0.60 0.56811563 0.8599 -6.47
264936_at hypothetical protein predicted by g EDA16 AT1G61140 1.04 0.06 0.60 0.5678095 0.8599 -6.47
252637_at WD repeat domain protein nuclea HIRA AT3G44530 1.06 0.08 0.60 0.56805551 0.8599 -6.47
248930_at unknown protein --- AT5G46010 -1.05 -0.07 -0.60 0.56812238 0.8599 -6.47
256200_at hypothetical protein predicted by g EMB1674 AT1G58210 -1.05 -0.07 -0.60 0.56823031 0.8599 -6.47
262332_at hypothetical protein similar to putat--- AT1G64030 1.05 0.07 0.60 0.56800393 0.8599 -6.47
259703_at putative endo-1,3-beta-glucanase --- AT1G77790 1.05 0.07 0.60 0.56787004 0.8599 -6.47
252839_at putative protein PIF1 protein - Cae--- --- -1.07 -0.10 -0.60 0.56752437 0.8599 -6.47
246077_at putative protein XNP-1, Caenorha CHR42 AT5G20420 -1.07 -0.10 -0.60 0.56808432 0.8599 -6.47
264665_at unknown protein ESTs gb|H37208--- AT1G09660 1.06 0.08 0.60 0.56822205 0.8599 -6.47
253316_s_at putative protein hyphally regulated--- AT4G33930 / -1.08 -0.11 -0.60 0.56795864 0.8599 -6.47
247817_at Expressed protein ; supported by f --- AT5G58375 1.06 0.08 0.60 0.56893738 0.8599 -6.47
263656_at putative auxin-induced protein AUXSHY2 AT1G04240 -1.27 -0.35 -0.60 0.56881588 0.8599 -6.47
255561_at putative hexose transporter similar --- AT4G02050 1.08 0.11 0.60 0.56837238 0.8599 -6.47
260364_at putative alliinase similar to aliinaseTAA1 AT1G70560 -1.07 -0.10 -0.60 0.5683238 0.8599 -6.47
254879_at hypothetical protein --- AT4G11670 1.05 0.07 0.60 0.56884628 0.8599 -6.47
251533_at putative protein several hypotheticaATRBL15 AT3G58460 1.04 0.06 0.60 0.56884804 0.8599 -6.47
265479_at hypothetical protein  ;supported by --- AT2G15760 -1.24 -0.32 -0.60 0.56838857 0.8599 -6.47
250561_at glycerophosphodiester phosphodi --- AT5G08030 1.06 0.09 0.60 0.56885505 0.8599 -6.47
254618_at cellulose synthase - like protein ceIRX1 AT4G18780 1.09 0.12 0.60 0.56899154 0.8599 -6.48
248279_at putative protein similar to unknownATIM AT5G52910 1.11 0.15 0.60 0.56857795 0.8599 -6.47



247951_at oxysterol-binding protein-like ORP4C AT5G57240 -1.05 -0.07 -0.60 0.56898621 0.8599 -6.48
257616_at hypothetical protein contains Pfam --- AT3G26540 -1.06 -0.09 -0.60 0.56864919 0.8599 -6.47
248383_at putative protein contains similarity --- AT5G51900 1.04 0.06 0.60 0.56876999 0.8599 -6.47
255024_at hypothetical protein --- AT4G09860 -1.04 -0.05 -0.60 0.56857788 0.8599 -6.47
256627_at unknown protein  ; supported by cD--- AT3G19970 -1.22 -0.29 -0.60 0.5685378 0.8599 -6.47
266387_at hypothetical protein predicted by g --- AT2G32360 -1.05 -0.07 -0.60 0.56889931 0.8599 -6.47
262167_at putative RING zinc finger protein c--- AT1G74990 1.06 0.08 0.60 0.56849314 0.8599 -6.47
258263_at unknown protein --- AT3G15780 -1.09 -0.12 -0.60 0.56883294 0.8599 -6.47
249117_at heat shock transcription factor-like AT-HSFA6AAT5G43840 1.04 0.06 0.60 0.56894866 0.8599 -6.47
254288_at putative protein Human mRNA for AESP AT4G22970 -1.04 -0.06 -0.60 0.5682908 0.8599 -6.47
246785_at glutathione synthetase gsh2 non-cGSH2 AT5G27380 1.10 0.14 0.60 0.5691341 0.8600 -6.48
266011_at unknown protein --- AT2G37440 -1.05 -0.07 -0.60 0.56913345 0.8600 -6.48
261926_at unknown protein PATL2 AT1G22530 -1.06 -0.08 -0.60 0.56993021 0.8601 -6.48
252000_at hypothetical protein predicted prot --- AT3G52710 -1.06 -0.09 -0.60 0.56990452 0.8601 -6.48
260568_at endochitinase isolog --- AT2G43570 1.45 0.53 0.60 0.5699273 0.8601 -6.48
255572_at hypothetical protein  ; supported by--- AT4G01050 1.04 0.05 0.60 0.56955902 0.8601 -6.48
256146_at delta-adaptin, putative similar to d delta-ADR AT1G48760 -1.04 -0.06 -0.60 0.56930078 0.8601 -6.48
251322_at cysteine synthase AtcysC1  ;suppoCYSC1 AT3G61440 1.13 0.17 0.60 0.56987285 0.8601 -6.48
245968_at proline-rich protein extensins --- AT5G19800 / -1.06 -0.08 -0.60 0.57001781 0.8601 -6.48
257104_at ER lumen retaining receptor (HDE--- AT3G25040 1.05 0.07 0.60 0.56998035 0.8601 -6.48
264456_at unknown protein similar to T cell re--- AT1G10390 1.05 0.07 0.60 0.56994875 0.8601 -6.48
259985_at unknown protein  ; supported by cD--- AT1G76620 -1.05 -0.07 -0.60 0.5693632 0.8601 -6.48
262415_at 40S ribosomal protein S17, putativemb1129 AT1G49400 1.06 0.09 0.60 0.56989928 0.8601 -6.48
266388_at hypothetical protein predicted by g --- AT2G32340 -1.06 -0.08 -0.60 0.56937082 0.8601 -6.48
265685_at NAM (no apical meristem)-like protANAC038 AT2G24430 -1.06 -0.08 -0.60 0.56937089 0.8601 -6.48
250001_at tub family-like protein tubby-like prAtTLP11 AT5G18680 -1.08 -0.11 -0.60 0.57003998 0.8601 -6.48
246634_at epsilon-adaptin, putative similar to--- AT1G31730 1.05 0.06 0.60 0.5697664 0.8601 -6.48
247290_at putative protein similar to unknown--- AT5G64450 1.10 0.13 0.60 0.56946445 0.8601 -6.48
259831_at hypothetical protein predicted by g ZFHD1 AT1G69600 -1.04 -0.06 -0.60 0.57002061 0.8601 -6.48
263669_at putative cryptochrome 2 apoproteinCRY2 AT1G04400 1.04 0.06 0.60 0.56971322 0.8601 -6.48
256729_at hypothetical protein predicted by g --- AT3G25680 -1.05 -0.07 -0.60 0.56960136 0.8601 -6.48
259508_at hypothetical protein predicted by g --- --- -1.07 -0.10 -0.60 0.57007642 0.8601 -6.48
261504_at MADS-box protein identical to GB AGL12 AT1G71692 1.06 0.09 0.60 0.56974331 0.8601 -6.48
266974_at unknown protein --- AT2G39370 -1.04 -0.06 -0.60 0.56949964 0.8601 -6.48
255323_at putative transposon protein --- --- 1.04 0.06 0.60 0.56985084 0.8601 -6.48



259884_at hypothetical protein predicted by g --- AT1G76390 1.04 0.06 0.60 0.57034727 0.8604 -6.48
255449_at hypothetical protein --- AT4G02820 -1.07 -0.09 -0.60 0.5702814 0.8604 -6.48
257842_at P-glycoprotein, putative similar to PGP18 AT3G28390 1.04 0.06 0.60 0.57035439 0.8604 -6.48
256511_at RNA helicase, putative similar to G--- AT1G33390 -1.04 -0.06 -0.60 0.57045475 0.8604 -6.48
253356_at putative protein myosin II heavy ch--- AT4G33390 -1.05 -0.06 -0.60 0.57044106 0.8604 -6.48
261218_at ferredoxin--NADP reductase precuFNR2 AT1G20020 -1.08 -0.11 -0.60 0.57050441 0.8604 -6.48
260746_at glutathione transferase, putative s ATGSTU19AT1G78380 1.05 0.07 0.60 0.57089411 0.8605 -6.48
245925_at bZIP transcription factor family pro BZO2H3 AT5G28770 1.07 0.10 0.60 0.57067001 0.8605 -6.48
245421_at hypothetical protein --- AT4G17430 -1.04 -0.06 -0.60 0.5707657 0.8605 -6.48
257244_at receptor kinase, putative similar to--- AT3G24240 -1.09 -0.13 -0.60 0.57077209 0.8605 -6.48
249363_at DegP protease contains similarity tDegP13 AT5G40560 -1.04 -0.06 -0.60 0.57062136 0.8605 -6.48
258247_at hypothetical protein predicted by g --- AT3G29130 -1.04 -0.05 -0.60 0.57089633 0.8605 -6.48
256532_at PPR-repeat protein, putative conta--- AT1G33350 -1.07 -0.10 -0.60 0.57090625 0.8605 -6.48
260903_at polygalacturonase PG1, putative s--- AT1G02460 -1.22 -0.29 -0.60 0.57086746 0.8605 -6.48
266243_at hypothetical protein predicted by g --- AT2G27750 -1.04 -0.06 -0.60 0.5708561 0.8605 -6.48
253018_at putative protein Zn finger protein B--- AT4G38000 -1.05 -0.07 -0.60 0.57093796 0.8605 -6.48
255278_at putative WD-repeat membrane pro--- AT4G04940 1.08 0.11 0.60 0.57105569 0.8605 -6.48
256405_at calcium-dependent protein kinase CPK33 AT1G50700 -1.04 -0.06 -0.60 0.57105926 0.8605 -6.48
256491_at hypothetical protein contains simila--- AT1G31500 -1.05 -0.07 -0.60 0.57103346 0.8605 -6.48
260009_at unknown protein  ;supported by ful --- AT1G67950 1.08 0.10 0.59 0.57130695 0.8606 -6.48
253391_at hypothetical protein  ; supported by--- AT4G32590 1.07 0.10 0.60 0.57124935 0.8606 -6.48
249875_at photosystem II stability/assembly faHCF136 AT5G23120 1.08 0.11 0.60 0.5711552 0.8606 -6.48
251608_at putative protein hypothetical prote UVI4-LIKE AT3G57860 -1.06 -0.08 -0.60 0.57115177 0.8606 -6.48
250780_at expansin At-EXP2 (gb|AAB38073. ATEXPA2 AT5G05290 -1.07 -0.10 -0.60 0.5712135 0.8606 -6.48
258335_at unknown protein --- AT3G16020 1.04 0.06 0.59 0.57133876 0.8606 -6.48
258541_at hypothetical protein --- AT3G07000 -1.04 -0.05 -0.60 0.57129133 0.8606 -6.48
261808_at DNA damage repair protein, putat DRT111 AT1G30480 1.04 0.06 0.59 0.57141669 0.8606 -6.48
250002_at proline-richh protein predicted pro AGP25 AT5G18690 -1.15 -0.21 -0.59 0.57146272 0.8606 -6.48
262151_at hypothetical protein predicted by g --- AT1G52510 -1.10 -0.14 -0.59 0.57150116 0.8606 -6.48
262749_at lipase, putative contains Pfam pro --- AT1G28580 1.05 0.07 0.59 0.57154582 0.8606 -6.48
261458_at unknown protein contains DNA-J d--- AT1G21080 1.06 0.08 0.59 0.57162464 0.8607 -6.48
261156_s_at hypothetical protein predicted by g --- AT1G34490 / -1.04 -0.06 -0.59 0.57176416 0.8609 -6.48
261099_at expansin At-EXP6, putative simila ATEXPA18 AT1G62980 1.06 0.09 0.59 0.57189167 0.8609 -6.48
263026_at hypothetical protein predicted by g --- AT1G24000 1.04 0.06 0.59 0.57181963 0.8609 -6.48
247680_s_at glycine-rich protein - like glycine-ri --- AT1G61210 / 1.05 0.07 0.59 0.57192506 0.8609 -6.48



263194_at AP2 domain transcription factor, p --- AT1G36060 -1.07 -0.10 -0.59 0.57185956 0.8609 -6.48
247886_at branched-chain amino acid aminot --- AT5G57850 1.07 0.10 0.59 0.57203774 0.8609 -6.48
267009_at unknown protein --- AT2G39260 -1.04 -0.06 -0.59 0.57202307 0.8609 -6.48
258679_at putative 2,3-bisphosphoglycerate- --- AT3G08590 -1.10 -0.13 -0.59 0.57221385 0.8611 -6.48
246110_at putative protein predicted proteins --- AT5G20140 -1.08 -0.11 -0.59 0.57239084 0.8613 -6.48
267502_at putative cytochrome P450 CYP76C4 AT2G45550 -1.04 -0.06 -0.59 0.5724897 0.8614 -6.48
251056_at putative protein KIAA1303 protein RAPTOR2 AT5G01770 1.06 0.09 0.59 0.57255604 0.8615 -6.48
265491_s_at putative retroelement pol polyprote--- --- -1.04 -0.05 -0.59 0.57266541 0.8616 -6.48
245457_s_at disease resistance RPP5 like prote--- AT4G16940 / -1.05 -0.07 -0.59 0.57272925 0.8616 -6.48
259755_at unknown protein similar to glucosa--- AT1G71070 1.06 0.08 0.59 0.57278436 0.8617 -6.48
266956_at unknown protein --- AT2G34510 -1.13 -0.18 -0.59 0.57302545 0.8617 -6.48
267565_at putative cytochrome P450 CYP71A12 AT2G30750 1.22 0.28 0.59 0.57342909 0.8617 -6.48
258535_at unknown protein  ; supported by cD--- AT3G06750 -1.09 -0.13 -0.59 0.57336344 0.8617 -6.48
249703_at putative protein strong similarity to --- AT5G35560 -1.04 -0.06 -0.59 0.57283362 0.8617 -6.48
263785_at unknown protein  ; supported by cD--- AT2G46390 -1.05 -0.07 -0.59 0.57321127 0.8617 -6.48
261208_at unknown protein ; supported by cD--- AT1G12930 1.07 0.09 0.59 0.57316304 0.8617 -6.48
258860_at putative potassium transporter sim KUP3 AT3G02050 -1.08 -0.12 -0.59 0.57327639 0.8617 -6.48
262768_at putative beta-1,4-N-acetylglucosa --- AT1G12990 1.11 0.16 0.59 0.57333572 0.8617 -6.48
259454_at unknown protein similar to hypothe--- AT1G44050 -1.05 -0.08 -0.59 0.57337278 0.8617 -6.48
263162_at hypothetical protein predicted by g --- AT1G54150 1.04 0.06 0.59 0.57310902 0.8617 -6.48
249216_at serine carboxypeptidase II-like  ; suscpl42 AT5G42240 1.10 0.14 0.59 0.57310233 0.8617 -6.48
264132_at hypothetical protein predicted by g --- AT1G79100 -1.06 -0.08 -0.59 0.57342167 0.8617 -6.48
263801_at putative Athila retroelement ORF1 --- --- -1.04 -0.06 -0.59 0.57311091 0.8617 -6.48
263959_at hypothetical protein predicted by g --- AT2G36210 -1.04 -0.06 -0.59 0.57310153 0.8617 -6.48
252006_at purple acid phosphatase-like protePAP22 AT3G52820 1.24 0.32 0.59 0.57290961 0.8617 -6.48
265380_at putative retroelement pol polyprote--- --- -1.05 -0.07 -0.59 0.57329541 0.8617 -6.48
267531_at putative calcium-dependent proteinCPK14 AT2G41860 -1.04 -0.06 -0.59 0.57315786 0.8617 -6.48
251564_at myosin heavy chain MYA3 XIJ AT3G58160 -1.05 -0.07 -0.59 0.57347798 0.8617 -6.48
255775_at hypothetical protein predicted by g RBL12 AT1G18600 1.05 0.07 0.59 0.57365873 0.8619 -6.48
267320_at hypothetical protein predicted by g --- AT2G19300 -1.05 -0.07 -0.59 0.57374963 0.8620 -6.48
248501_at golgi SNARE protein MEMB12 AT5G50440 1.06 0.08 0.59 0.57388978 0.8621 -6.48
267412_at putative vacuolar sorting receptor --- AT2G34940 -1.16 -0.21 -0.59 0.57400417 0.8622 -6.48
255937_at transcriptional activator CBF1, putDDF1 AT1G12610 -1.10 -0.14 -0.59 0.57399968 0.8622 -6.48
254491_at putative protein hypothetical protei --- AT4G20300 1.07 0.10 0.59 0.57404253 0.8622 -6.48
255772_at calmodulin, putative similar to calm--- AT1G18530 -1.05 -0.07 -0.59 0.57409959 0.8622 -6.48



266569_at unknown protein --- AT2G24080 -1.04 -0.06 -0.59 0.57430487 0.8624 -6.48
259850_at hypothetical protein predicted by g --- AT1G72240 -1.07 -0.10 -0.59 0.57431199 0.8624 -6.48
259162_at unknown protein similar to unknow--- AT3G01640 -1.06 -0.08 -0.59 0.57461032 0.8628 -6.48
259412_at DNA binding protein GT-1, putativ --- AT1G13450 1.05 0.07 0.59 0.57469232 0.8628 -6.48
257659_at Expressed protein ; supported by f --- AT3G13226 -1.04 -0.06 -0.59 0.5747307 0.8628 -6.48
262305_at hypothetical protein predicted by g --- AT1G70950 -1.05 -0.06 -0.59 0.57463044 0.8628 -6.48
261721_at unknown protein ; supported by cD--- AT1G08480 1.04 0.06 0.59 0.57470935 0.8628 -6.48
249009_at unknown protein  ; supported by fuMAP18 AT5G44610 -1.08 -0.11 -0.59 0.57479696 0.8628 -6.48
265547_at hypothetical protein similar to hypo--- AT2G28305 1.10 0.14 0.59 0.57482049 0.8628 -6.48
256784_at hypothetical protein predicted by g --- AT3G13674 1.04 0.06 0.59 0.5748736 0.8628 -6.48
250765_at unknown protein  ;supported by ful --- AT5G05930 -1.07 -0.10 -0.59 0.57503516 0.8628 -6.48
257885_at S1 self-incompatibility protein, put --- AT3G16970 -1.04 -0.06 -0.59 0.57503022 0.8628 -6.48
248180_at unknown protein  ;supported by ful AGD5 AT5G54310 -1.04 -0.06 -0.59 0.57510292 0.8628 -6.48
250911_at SERINE/THREONINE-PROTEIN KCTR1 AT5G03730 -1.06 -0.09 -0.59 0.57491896 0.8628 -6.48
250290_at putative protein  ;supported by full- --- AT5G13310 1.04 0.06 0.59 0.57503476 0.8628 -6.48
254470_at putative protein other hypothetical --- --- 1.06 0.09 0.59 0.57507426 0.8628 -6.48
267576_at putative Mutator-like transposase --- --- 1.06 0.09 0.59 0.5751986 0.8628 -6.48
247185_at putative protein contains similarity --- AT5G65460 1.06 0.08 0.59 0.57519313 0.8628 -6.48
259100_at DNA-damage-repair/toleration protDRT102 AT3G04880 1.05 0.07 0.59 0.57523054 0.8628 -6.48
249532_at AtPP - like protein AtPP protein, B--- AT5G38780 1.11 0.16 0.59 0.5753155 0.8629 -6.48
257512_at unknown protein --- AT1G35250 1.04 0.06 0.59 0.57532691 0.8629 -6.48
256484_at PPR-repeat protein contains multip--- AT1G31430 1.05 0.07 0.59 0.57569616 0.8629 -6.48
259786_at lipase/hydrolase, putative contains--- AT1G29660 -1.50 -0.58 -0.59 0.57567212 0.8629 -6.48
252272_at receptor protein kinase - like proteBAM2 AT3G49670 -1.11 -0.14 -0.59 0.57572877 0.8629 -6.48
245879_at putative subunit of TOC complex cATTOC64-VAT5G09420 -1.13 -0.18 -0.59 0.57571136 0.8629 -6.48
258744_at hypothetical protein similar to plan--- AT3G05830 -1.06 -0.08 -0.59 0.57573541 0.8629 -6.48
254680_at phytochrome E PHYE AT4G18130 1.06 0.09 0.59 0.57573749 0.8629 -6.48
253601_at hypothetical protein --- AT4G30900 -1.04 -0.06 -0.59 0.57544828 0.8629 -6.48
252654_at similar to glycyl tRNA synthetase --- AT3G44740 1.04 0.06 0.59 0.57556278 0.8629 -6.48
256646_at hypothetical protein predicted by g --- AT3G13590 1.05 0.08 0.59 0.57552986 0.8629 -6.48
266021_at unknown protein --- AT2G05910 -1.08 -0.11 -0.59 0.57567479 0.8629 -6.48
259971_at unknown protein similar to SPL1-r --- AT1G76580 -1.07 -0.10 -0.59 0.57577601 0.8629 -6.48
252257_at putative protein several hypothetica--- AT3G49440 1.04 0.06 0.59 0.57589025 0.8630 -6.48
261832_at S-ribonuclease binding protein SB--- AT1G10650 -1.08 -0.11 -0.59 0.57594821 0.8631 -6.48
262829_at auxin-independent growth promote--- AT1G14970 -1.09 -0.12 -0.59 0.57602284 0.8631 -6.48



258428_at unknown protein --- AT3G16610 -1.05 -0.07 -0.59 0.57600515 0.8631 -6.48
262930_at hypothetical protein similar to hin1 --- AT1G65690 -1.10 -0.14 -0.59 0.57608602 0.8631 -6.48
262252_at RING-H2 zinc finger protein ATL3 --- AT1G53820 -1.04 -0.06 -0.59 0.57610804 0.8631 -6.48
247925_at TCH4 protein (gb|AAA92363.1)  ; sTCH4 AT5G57560 1.22 0.29 0.59 0.57618411 0.8631 -6.48
267511_at unknown protein --- AT2G45670 1.05 0.07 0.59 0.57662259 0.8632 -6.48
246249_at salt-inducible like protein --- AT4G36680 1.06 0.08 0.59 0.57685844 0.8632 -6.48
256106_at unknown protein --- AT1G16870 1.04 0.06 0.59 0.57704388 0.8632 -6.48
260152_at putative IAA6 protein similar to IAAIAA6 AT1G52830 -1.11 -0.15 -0.59 0.57693611 0.8632 -6.48
264901_at putative sulphate transporter proteAST91 AT1G23090 -1.16 -0.21 -0.59 0.57689936 0.8632 -6.48
261046_at flavonol 3-o-glucosyltransferase, p--- AT1G01390 -1.08 -0.10 -0.59 0.57681997 0.8632 -6.48
247554_at putative protein leucine zipper-conATEXO70EAT5G61010 -1.13 -0.18 -0.59 0.57688828 0.8632 -6.48
249258_at putative protein similar to unknown--- AT5G41650 1.04 0.06 0.59 0.57719164 0.8632 -6.48
256161_at unknown protein ; supported by cD--- AT1G30090 -1.05 -0.07 -0.59 0.57670747 0.8632 -6.48
253522_at predicted protein cation transport --- AT4G31290 1.14 0.19 0.59 0.57667687 0.8632 -6.48
253943_at putative protein gene F19K23.12 o--- AT4G27030 -1.14 -0.19 -0.59 0.57713552 0.8632 -6.48
253821_at extensin-like protein extensin-like --- AT4G28380 -1.05 -0.07 -0.59 0.5763942 0.8632 -6.48
267441_at putative receptor-like protein kinas --- AT2G19210 -1.04 -0.06 -0.59 0.57688755 0.8632 -6.48
249602_at porin -like protein porin, Prunus ar --- AT5G37610 1.05 0.07 0.59 0.57704596 0.8632 -6.48
253618_at nodulin-like protein MtN21 gene p --- AT4G30420 -1.04 -0.05 -0.59 0.57718586 0.8632 -6.48
253115_at putative protein  ;supported by full- --- AT4G35910 1.04 0.06 0.59 0.5768792 0.8632 -6.48
262404_at transposon-like ORF, putative sim--- --- -1.05 -0.07 -0.59 0.57655798 0.8632 -6.48
258792_at hypothetical protein predicted by g --- AT3G04640 1.17 0.23 0.59 0.57707049 0.8632 -6.48
252976_s_at Phospholipase like protein Arabido--- AT4G38550 -1.09 -0.12 -0.59 0.57639402 0.8632 -6.48
254094_at putative protein ATP-dependent D--- AT4G25120 1.06 0.08 0.59 0.57706894 0.8632 -6.48
259574_at hypothetical protein MLP168 AT1G35310 -1.04 -0.06 -0.59 0.57633054 0.8632 -6.48
253363_at hypothetical protein --- AT4G33130 1.05 0.07 0.59 0.57703986 0.8632 -6.48
254825_at putative protein Pad-1, Neurospor --- AT4G12640 -1.07 -0.09 -0.59 0.57656857 0.8632 -6.48
245157_at putative polygalacturonase --- AT2G33160 1.04 0.06 0.59 0.57702946 0.8632 -6.48
261848_at pectin methylesterase, putative sim--- AT1G11590 1.05 0.07 0.59 0.57712925 0.8632 -6.48
263564_s_at DNA-directed RNA polymerase II, NRPB3 AT2G15400 / -1.05 -0.07 -0.59 0.57725274 0.8632 -6.48
253454_at Expressed protein ; supported by c--- AT4G31875 -1.08 -0.12 -0.59 0.57731635 0.8633 -6.48
261505_at carboxypeptidase, putative similarSOL1 AT1G71696 -1.06 -0.09 -0.58 0.57765027 0.8634 -6.48
250161_at putative protein amino acid transp --- AT5G15240 -1.09 -0.12 -0.59 0.57754218 0.8634 -6.48
262027_at DNA-binding protein, putative sim HOS10 AT1G35515 -1.09 -0.13 -0.59 0.57755904 0.8634 -6.48
265324_at hypothetical protein predicted by g ATCOAD AT2G18250 1.06 0.08 0.59 0.57758467 0.8634 -6.48



261705_at hypothetical protein predicted by g --- AT1G32670 1.05 0.07 0.59 0.57754207 0.8634 -6.48
261901_at J8-like protein similar to DnaJ homJ8 AT1G80920 1.05 0.07 0.59 0.57749284 0.8634 -6.48
260059_at trehalose-6-phosphate phosphata ATTPPB AT1G78090 1.09 0.12 0.58 0.57764405 0.8634 -6.48
256177_at protein kinase, putative contains P--- AT1G51620 1.15 0.20 0.58 0.57766938 0.8634 -6.48
246501_at putative protein KIAA1012 protein --- AT5G16280 -1.05 -0.07 -0.58 0.57776542 0.8634 -6.48
252172_at putative protein predicted proteins --- AT3G50640 -1.05 -0.07 -0.58 0.57778767 0.8634 -6.48
250282_at putative protein predicted protein, --- AT5G13260 1.07 0.09 0.58 0.57792774 0.8635 -6.48
250092_at putative protein --- AT5G17360 1.04 0.05 0.58 0.57792312 0.8635 -6.48
250747_at glucuronosyl transferase-like prote --- AT5G05900 1.04 0.06 0.58 0.57790045 0.8635 -6.48
266478_at putative cysteinyl-tRNA synthetaseSYCO ARAAT2G31170 -1.08 -0.11 -0.58 0.57799199 0.8635 -6.48
266719_at MYB-related transcription factor (CCCA1 AT2G46830 -1.06 -0.09 -0.58 0.57804832 0.8635 -6.48
259698_at hypothetical protein similar to hypo--- AT1G68930 -1.06 -0.08 -0.58 0.57807273 0.8635 -6.48
245694_at EF - hand Calcium binding protein --- AT5G04170 -1.04 -0.06 -0.58 0.5782834 0.8637 -6.48
257186_at hypothetical protein predicted by g --- AT3G13130 -1.06 -0.08 -0.58 0.57826583 0.8637 -6.48
257432_at unknown protein --- AT2G21850 -1.06 -0.08 -0.58 0.57839921 0.8638 -6.48
257944_at SKP1/ASK1 (At9), putative similarASK9 AT3G21850 1.04 0.06 0.58 0.5784156 0.8638 -6.48
264826_at putative 1-aminocyclopropane-1-c2A6 AT1G03410 1.06 0.09 0.58 0.57853134 0.8639 -6.48
262355_at unknown protein --- AT1G72820 1.07 0.09 0.58 0.57856967 0.8639 -6.48
253303_at putative protein  ; supported by full --- AT4G33780 1.05 0.07 0.58 0.57869432 0.8640 -6.48
257803_at unknown protein --- AT3G18790 -1.04 -0.06 -0.58 0.5786957 0.8640 -6.48
252929_at putative fructose-bisphosphate ald--- AT4G38970 -1.05 -0.07 -0.58 0.57878103 0.8640 -6.48
265584_at unknown protein PIL5 AT2G20180 -1.04 -0.06 -0.58 0.57875487 0.8640 -6.48
255225_at U3 snoRNP-associated -like prote --- AT4G05410 -1.11 -0.15 -0.58 0.57889426 0.8640 -6.48
253569_at receptor kinase - like protein recep--- AT4G31250 1.06 0.08 0.58 0.57884754 0.8640 -6.48
260528_at putative WRKY-type DNA binding WRKY23 AT2G47260 1.12 0.16 0.58 0.57891669 0.8640 -6.48
267529_at putative protein kinase contains a pAtAUR3 AT2G45490 -1.06 -0.08 -0.58 0.57900987 0.8641 -6.49
250482_at putative protein --- AT5G10320 1.06 0.08 0.58 0.57897827 0.8641 -6.49
256710_at hypothetical protein predicted by g --- AT3G30350 -1.08 -0.11 -0.58 0.57904833 0.8641 -6.49
249143_at putative protein strong similarity to --- AT5G43230 1.04 0.05 0.58 0.57936059 0.8642 -6.49
265291_at unknown protein predicted by gens--- AT2G22720 1.05 0.07 0.58 0.5792811 0.8642 -6.49
252046_at putative protein extensin -Nicotian --- AT3G52460 -1.05 -0.08 -0.58 0.57929356 0.8642 -6.49
261906_at hypothetical protein predicted by g --- AT1G65080 1.08 0.12 0.58 0.57923871 0.8642 -6.49
260741_at hypothetical protein contains Pfam --- AT1G15040 1.46 0.55 0.58 0.57923879 0.8642 -6.49
266965_at nodulin-like protein --- AT2G39510 -1.05 -0.07 -0.58 0.57932534 0.8642 -6.49
253564_at protein kinase - like protein protein--- AT4G31170 -1.05 -0.07 -0.58 0.57940361 0.8642 -6.49



263100_at hypothetical protein predicted by g AtPOT1a AT2G05210 -1.07 -0.09 -0.58 0.57956255 0.8644 -6.49
260182_at unknown protein similar to IFA-bind--- AT1G70750 1.05 0.07 0.58 0.57968462 0.8644 -6.49
263040_at conserved hypothetical protein pre --- AT1G23300 -1.05 -0.06 -0.58 0.57965917 0.8644 -6.49
252328_at Expressed protein ; supported by c--- AT3G48570 -1.05 -0.06 -0.58 0.58028277 0.8647 -6.49
258166_at WD-repeat protein, putative conta --- AT3G21540 -1.10 -0.14 -0.58 0.58011239 0.8647 -6.49
258648_at putative auxin-independent growth --- AT3G07900 -1.08 -0.11 -0.58 0.58010287 0.8647 -6.49
245728_at steroid 22-alpha-hydroxylase, puta--- AT1G73340 -1.06 -0.08 -0.58 0.58029112 0.8647 -6.49
254405_at putative protein arm repeat contai PUB8 AT4G21350 -1.07 -0.10 -0.58 0.58024497 0.8647 -6.49
258842_at unknown protein similar to putativeCLPS3 AT3G04680 1.06 0.09 0.58 0.58008441 0.8647 -6.49
252658_at hypothetical protein --- AT3G44800 -1.06 -0.08 -0.58 0.57996724 0.8647 -6.49
257351_at putative mitochondrial carrier proteMBAC1 AT2G33820 1.06 0.08 0.58 0.58026854 0.8647 -6.49
245360_at naringenin 3-dioxygenase like prot --- AT4G16330 1.05 0.07 0.58 0.58025104 0.8647 -6.49
255096_at hypothetical protein similar to T21 --- --- -1.04 -0.06 -0.58 0.58023972 0.8647 -6.49
256316_at hypothetical protein --- AT1G35890 -1.04 -0.06 -0.58 0.58017126 0.8647 -6.49
253128_at Calcium-dependent serine/threoni CPK18 AT4G36070 -1.04 -0.06 -0.58 0.58014346 0.8647 -6.49
252563_at putative protein cim1 induced allerATEXLA1 AT3G45970 1.16 0.21 0.58 0.58050809 0.8648 -6.49
262219_at hypothetical protein predicted by g --- AT1G74750 -1.08 -0.11 -0.58 0.58049981 0.8648 -6.49
266787_at putative receptor-like protein kinas --- AT2G28990 1.04 0.06 0.58 0.58052028 0.8648 -6.49
259243_at unknown protein similar to unknow--- AT3G07565 1.04 0.06 0.58 0.58046173 0.8648 -6.49
258104_at hypothetical protein predicted by g --- AT3G23620 1.08 0.11 0.58 0.58055949 0.8648 -6.49
249989_at putative protein FACTOR ASSOC --- AT5G18525 1.05 0.07 0.58 0.5806177 0.8648 -6.49
257613_at polygalacturonase, putative simila --- AT3G26610 1.04 0.06 0.58 0.58063623 0.8648 -6.49
247758_at subtilisin-like serine protease contaATSBT4.13AT5G59120 1.06 0.08 0.58 0.58068684 0.8648 -6.49
266466_at hypothetical protein The first 3 exo --- AT2G47790 1.05 0.07 0.58 0.58074162 0.8648 -6.49
255078_at putative protein ascorbate peroxidAPX4 AT4G09010 1.07 0.09 0.58 0.58127384 0.8650 -6.49
262396_at unknown protein ;supported by full --- AT1G49470 1.10 0.14 0.58 0.5811098 0.8650 -6.49
264266_at putative protein phosphatase 2C s --- AT1G09160 1.07 0.10 0.58 0.58125123 0.8650 -6.49
245373_s_at Expressed protein ; supported by f ATARD2 AT4G14710 / -1.05 -0.07 -0.58 0.58137204 0.8650 -6.49
246001_at putative protein predicted protein, --- AT5G20790 -1.10 -0.14 -0.58 0.58140293 0.8650 -6.49
262306_s_at asparaginyl-tRNA synthetase(SYNSYNC3 AT1G70980 / 1.06 0.09 0.58 0.58090806 0.8650 -6.49
246018_at Expressed protein ; supported by f --- AT5G10695 -1.16 -0.21 -0.58 0.58111121 0.8650 -6.49
248012_at putative protein strong similarity to --- AT5G56310 -1.06 -0.09 -0.58 0.58146999 0.8650 -6.49
263367_at putative retroelement pol polyprote--- --- -1.05 -0.07 -0.58 0.58101901 0.8650 -6.49
262144_at hypothetical protein predicted by g --- AT1G52620 1.04 0.06 0.58 0.58103598 0.8650 -6.49
246996_at putative protein similar to unknownLBD37 AT5G67420 -1.08 -0.11 -0.58 0.5809871 0.8650 -6.49



261442_at Expressed protein ; supported by f --- AT1G28375 -1.05 -0.07 -0.58 0.58128791 0.8650 -6.49
265864_at putative myosin heavy chain-like p ATMAP70-3AT2G01750 -1.07 -0.09 -0.58 0.58134436 0.8650 -6.49
246526_at putative protein RXF26 - ArabidopGLIP7 AT5G15720 1.04 0.06 0.58 0.58127259 0.8650 -6.49
260439_at hypothetical protein predicted by g --- AT1G68340 1.10 0.13 0.58 0.58148131 0.8650 -6.49
262359_at disease resistance protein, putativ--- AT1G73060 / -1.05 -0.07 -0.58 0.58126902 0.8650 -6.49
254411_at hypothetical protein --- --- -1.05 -0.07 -0.58 0.5814886 0.8650 -6.49
266342_at hypothetical protein predicted by g --- AT2G01540 1.07 0.09 0.58 0.58154949 0.8650 -6.49
250042_at putative protein non-consensus G --- AT5G18420 1.05 0.07 0.58 0.58161762 0.8651 -6.49
248172_at unknown protein  ;supported by ful --- AT5G54660 -1.09 -0.12 -0.58 0.5817774 0.8652 -6.49
246082_at receptor protein kinase - like proteEFR AT5G20480 -1.14 -0.19 -0.58 0.58179231 0.8652 -6.49
254821_at hypothetical protein --- AT4G12540 -1.04 -0.06 -0.58 0.58223216 0.8653 -6.49
266675_s_at hypothetical protein predicted by g --- AT2G29610 / -1.04 -0.05 -0.58 0.58197518 0.8653 -6.49
256597_at acidic ribosomal protein P2b (rpp2--- AT3G28500 1.12 0.16 0.58 0.58221107 0.8653 -6.49
255138_at extensin-like protein extensin clas --- AT4G08380 -1.04 -0.06 -0.58 0.58217073 0.8653 -6.49
259319_at Snf1-related protein kinase KIN10 AKIN10 AT3G01090 1.04 0.05 0.58 0.58222347 0.8653 -6.49
264950_at peroxidase, putative similar to per --- AT1G77100 -1.05 -0.07 -0.58 0.58217004 0.8653 -6.49
249536_at pollen coat -like protein pollen coa--- AT5G38760 -1.04 -0.05 -0.58 0.58212199 0.8653 -6.49
252551_at phospholipase - like protein cytoso--- AT3G45880 1.06 0.09 0.58 0.58200243 0.8653 -6.49
254968_at putative protein various predicted --- AT4G10420 -1.04 -0.06 -0.58 0.58191474 0.8653 -6.49
255868_at putative MYB family transcription fa--- AT2G30380 -1.06 -0.08 -0.58 0.58213395 0.8653 -6.49
248440_at acid phosphatase --- AT5G51260 1.06 0.08 0.58 0.5823041 0.8654 -6.49
259085_at unknown protein similar to GB:CAB--- AT3G05000 1.05 0.07 0.58 0.58258487 0.8655 -6.49
250179_at putative protein --- AT5G14440 -1.05 -0.08 -0.58 0.58250223 0.8655 -6.49
257473_at unknown protein --- AT1G33840 1.06 0.09 0.58 0.58259623 0.8655 -6.49
252799_at putative protein various predicted --- --- 1.04 0.05 0.58 0.58255346 0.8655 -6.49
AFFX-LysX-3_aB. subtilis /GEN=lys /DB_XREF=gb--- --- -1.08 -0.11 -0.58 0.58257014 0.8655 -6.49
264051_at hypothetical protein predicted by g --- AT2G22340 1.05 0.06 0.58 0.58244733 0.8655 -6.49
256218_at hypothetical protein predicted by g --- AT1G56270 -1.06 -0.08 -0.58 0.58277397 0.8656 -6.49
264982_at hypothetical protein predicted by g --- AT1G27220 -1.05 -0.07 -0.58 0.58275963 0.8656 -6.49
260794_at unknown protein ; supported by cD--- AT1G06210 1.05 0.07 0.58 0.58281335 0.8656 -6.49
255185_at hypothetical protein --- AT4G07740 -1.05 -0.07 -0.58 0.58293851 0.8656 -6.49
249106_at protein transport protein SEC23 ; s--- AT5G43670 1.07 0.10 0.58 0.58291115 0.8656 -6.49
248424_at unknown protein --- AT5G51680 -1.16 -0.21 -0.58 0.58295125 0.8656 -6.49
254983_at putative protein other hypothetical MEE53 AT4G10560 -1.04 -0.06 -0.58 0.5829935 0.8656 -6.49
254541_at putative LTR retrotransposon Bras--- --- 1.04 0.05 0.58 0.58314332 0.8658 -6.49



260928_at hypothetical protein similar to putatGATL5 AT1G02720 1.05 0.07 0.58 0.58345749 0.8658 -6.49
251842_at extensin precursor -like protein ex --- AT3G54580 -1.12 -0.16 -0.58 0.58344721 0.8658 -6.49
261733_at clathrin coat assembly protein AP1--- AT1G47830 1.04 0.06 0.58 0.58344176 0.8658 -6.49
247976_at unknown protein --- --- -1.06 -0.08 -0.58 0.58329929 0.8658 -6.49
259622_at hypothetical protein predicted by g --- AT1G43010 -1.04 -0.06 -0.58 0.58326567 0.8658 -6.49
252244_at putative protein some putative prot --- AT3G50130 -1.05 -0.08 -0.58 0.58324482 0.8658 -6.49
266651_at putative casein kinase I --- AT2G25760 -1.05 -0.07 -0.58 0.58331381 0.8658 -6.49
261941_at hypothetical protein contains simila--- AT1G22490 -1.11 -0.16 -0.58 0.58343738 0.8658 -6.49
250498_at microbody NAD-dependent malatePMDH2 AT5G09660 -1.08 -0.11 -0.58 0.5835522 0.8659 -6.49
264541_at hypothetical protein predicted by g --- AT1G55660 1.06 0.08 0.58 0.58362213 0.8659 -6.49
247828_at putative protein KIAA0066, Homo --- AT5G58510 1.04 0.06 0.58 0.58360719 0.8659 -6.49
254166_at HSP90-like protein HSP90 homoloSHD AT4G24190 1.15 0.20 0.58 0.58376669 0.8660 -6.49
257119_at receptor kinase protein, putative s --- AT3G20190 1.04 0.06 0.58 0.58378524 0.8660 -6.49
259132_at putative auxin-independent growth --- AT3G02250 -1.07 -0.10 -0.58 0.58390025 0.8661 -6.49
258592_at hypothetical protein contains Pfam --- AT3G04130 -1.05 -0.07 -0.58 0.58388719 0.8661 -6.49
262453_at hypothetical protein predicted by g --- AT1G11240 1.04 0.05 0.58 0.58392065 0.8661 -6.49
250874_at putative protein --- AT5G04010 1.05 0.07 0.57 0.58422052 0.8661 -6.49
250143_at ADP-ribosylation factor - like proteATARFA1BAT5G14670 -1.05 -0.07 -0.57 0.58408124 0.8661 -6.49
262651_at hypothetical protein One of a clustFUT9 AT1G14100 / 1.05 0.07 0.57 0.58422903 0.8661 -6.49
254876_at putative phosphoribosylanthranilat--- AT4G11610 -1.06 -0.08 -0.57 0.58424026 0.8661 -6.49
267019_at hypothetical protein predicted by g --- AT2G39130 -1.05 -0.07 -0.57 0.58414499 0.8661 -6.49
247136_at senescence-associated protein con--- AT5G66170 -1.20 -0.27 -0.57 0.58416639 0.8661 -6.49
267183_at hypothetical protein predicted by g --- AT2G44020 -1.05 -0.07 -0.57 0.58411571 0.8661 -6.49
264909_at unknown protein --- AT2G17300 1.05 0.07 0.57 0.58412912 0.8661 -6.49
255737_at unknown protein ;supported by full --- AT1G25420 -1.05 -0.07 -0.57 0.58435588 0.8661 -6.49
252354_at betaine aldehyde dehydrogenase-ALDH10A9 AT3G48170 -1.04 -0.06 -0.57 0.58435258 0.8661 -6.49
252382_at ABC-type transport protein-like proATH5 AT3G47770 -1.04 -0.05 -0.57 0.58437717 0.8661 -6.49
256573_at hypothetical protein predicted by g --- AT3G14860 1.05 0.07 0.57 0.58445901 0.8662 -6.49
264864_at hypothetical protein predicted by g --- AT1G24310 1.08 0.11 0.57 0.58461294 0.8663 -6.49
247962_at protein kinase MEK1 homolog MKK6 AT5G56580 1.04 0.06 0.57 0.5847885 0.8663 -6.49
247684_at serine/threonine-specific protein k --- AT5G59670 -1.32 -0.40 -0.57 0.58479186 0.8663 -6.49
254715_at putative protein hypothetical prote --- AT4G13550 -1.07 -0.10 -0.57 0.58479535 0.8663 -6.49
267297_at putative RING zinc finger protein  ; --- AT2G23780 -1.05 -0.07 -0.57 0.58462234 0.8663 -6.49
249044_at Na+-dependent inorganic phosphaPHT4;6 AT5G44370 -1.07 -0.09 -0.57 0.58479233 0.8663 -6.49
258634_at putative RNA-binding protein cont --- AT3G08000 -1.09 -0.12 -0.57 0.58475785 0.8663 -6.49



265310_at hypothetical protein predicted by g --- AT2G20280 1.04 0.06 0.57 0.58485456 0.8663 -6.49
247428_at unknown protein --- AT5G62600 -1.04 -0.05 -0.57 0.58491883 0.8664 -6.49
250133_at thioredoxin f2 (gb|AAD35004.1)  ; sTRXF2 AT5G16400 1.09 0.12 0.57 0.58523053 0.8664 -6.49
254216_at V-ATPase subunit G (vag2 gene) VAG2 AT4G23710 -1.09 -0.13 -0.57 0.58523263 0.8664 -6.49
256183_at MAP kinase kinase 4 (ATMKK4) idMKK4 AT1G51660 1.13 0.18 0.57 0.58509885 0.8664 -6.49
257591_at leucine-rich repeat disease resistaAtRLP39 AT3G24900 -1.04 -0.05 -0.57 0.5852073 0.8664 -6.49
258826_at putative glucan synthase similar to ATGSL10 AT3G07160 -1.04 -0.05 -0.57 0.5852119 0.8664 -6.49
257998_at hypothetical protein similar to hypo--- AT3G27510 1.04 0.05 0.57 0.58508573 0.8664 -6.49
250902_at putative protein predicted proteins --- AT5G03590 1.06 0.08 0.57 0.58506894 0.8664 -6.49
260145_at putative G protein-coupled receptoGPCR AT1G52920 -1.04 -0.05 -0.57 0.58545791 0.8664 -6.49
245092_at putative TGACG-sequence-specificBZIP17 AT2G40950 -1.06 -0.08 -0.57 0.58543765 0.8664 -6.49
253836_at putative protein hypothetical prote --- AT4G27840 -1.05 -0.07 -0.57 0.58543259 0.8664 -6.49
260555_at hypothetical protein predicted by g --- AT2G41780 1.13 0.18 0.57 0.58542184 0.8664 -6.49
263559_at putative non-LTR retroelement rev --- --- 1.04 0.06 0.57 0.58546771 0.8664 -6.49
253587_at hypothetical protein --- AT4G30770 -1.05 -0.07 -0.57 0.58543208 0.8664 -6.49
253047_at Expressed protein ; supported by f --- AT4G37295 1.09 0.12 0.57 0.58554165 0.8665 -6.49
254448_at fatty acid hydroxylase - like proteinFAH2 AT4G20870 1.14 0.19 0.57 0.58565268 0.8666 -6.49
260577_at hypothetical protein predicted by g --- AT2G47340 -1.04 -0.06 -0.57 0.58567517 0.8666 -6.49
251374_at homeobox-leucine zipper protein HHAT3 AT3G60390 -1.10 -0.14 -0.57 0.58610618 0.8666 -6.49
267062_at putative spliceosome associated p --- AT2G32600 1.06 0.08 0.57 0.58592506 0.8666 -6.49
265818_at putative peptidyl-prolyl cis-trans isoPIN1AT AT2G18040 -1.04 -0.06 -0.57 0.58624661 0.8666 -6.49
255052_at rab7 -like protein rab7 protein -VigATRABG3AAT4G09720 -1.05 -0.07 -0.57 0.58572497 0.8666 -6.49
245310_at hypothetical protein ;supported by RALFL31 AT4G13950 -1.12 -0.16 -0.57 0.5862125 0.8666 -6.49
250116_at putative protein similar to unknown--- AT5G16430 -1.06 -0.09 -0.57 0.58595785 0.8666 -6.49
246909_at putative protein predicted protein, --- AT5G25770 1.12 0.16 0.57 0.58612278 0.8666 -6.49
248947_at putative protein similar to unknown--- AT5G45540 1.06 0.09 0.57 0.58589474 0.8666 -6.49
257645_at unknown protein  ;supported by ful --- AT3G25790 -1.06 -0.08 -0.57 0.58614493 0.8666 -6.49
261466_at hypothetical protein predicted by g --- AT1G07690 1.06 0.09 0.57 0.58608864 0.8666 -6.49
248202_at unknown protein --- AT5G54220 1.07 0.09 0.57 0.58588467 0.8666 -6.49
248015_at putative protein similar to unknown--- AT5G56370 1.05 0.06 0.57 0.58624138 0.8666 -6.49
251165_at putative protein different MAP kina --- AT3G63330 -1.06 -0.08 -0.57 0.58581805 0.8666 -6.49
262450_at hypothetical protein identical to hyp--- AT1G11320 -1.05 -0.08 -0.57 0.58614807 0.8666 -6.49
249312_at disease resistance protein-like --- AT5G41550 -1.06 -0.08 -0.57 0.58619678 0.8666 -6.49
245564_at hypothetical protein emb2739 AT4G14590 -1.05 -0.07 -0.57 0.58630309 0.8666 -6.49
258071_s_at unknown protein --- AT3G26070 / 1.07 0.10 0.57 0.58637665 0.8666 -6.49



263484_at putative presenilin --- AT2G29900 -1.04 -0.06 -0.57 0.58635662 0.8666 -6.49
263304_at hypothetical protein predicted by g --- AT2G01920 -1.04 -0.06 -0.57 0.58650378 0.8667 -6.49
266350_at putative protein transport protein SSTL2P AT2G01470 1.07 0.09 0.57 0.58648344 0.8667 -6.49
257074_at unknown protein --- AT3G19660 1.10 0.14 0.57 0.58701593 0.8668 -6.49
245038_at similar to latex allergen from HeveaPLA2A AT2G26560 -1.16 -0.22 -0.57 0.58690206 0.8668 -6.49
246630_at hypothetical protein predicted by g --- AT1G50730 1.08 0.12 0.57 0.58701486 0.8668 -6.49
250386_at MYB like protein MYB like protein,MYB3R-4 AT5G11510 -1.06 -0.08 -0.57 0.587194 0.8668 -6.49
253852_at putative protein diacylglycerol kina--- AT4G28130 -1.04 -0.06 -0.57 0.58701681 0.8668 -6.49
265585_at CDC27/NUC2-like protein TPR-repHBT AT2G20000 -1.06 -0.08 -0.57 0.58695329 0.8668 -6.49
247102_at putative protein similar to unknown--- AT5G66550 1.05 0.08 0.57 0.58720159 0.8668 -6.49
248284_at Expressed protein ; supported by f --- AT5G52975 -1.06 -0.08 -0.57 0.586856 0.8668 -6.49
266766_at hypothetical protein predicted by g PAP14 AT2G46880 -1.09 -0.12 -0.57 0.58700186 0.8668 -6.49
248621_at putative protein similar to unknown--- AT5G49350 -1.05 -0.07 -0.57 0.58694226 0.8668 -6.49
254935_at putative disease resistance protein--- AT4G10780 -1.05 -0.08 -0.57 0.58676139 0.8668 -6.49
248569_at receptor protein kinase-like --- AT5G49770 -1.05 -0.07 -0.57 0.58715233 0.8668 -6.49
256018_at plastid heme oxygenase, putative ho4 AT1G58300 -1.08 -0.11 -0.57 0.58695896 0.8668 -6.49
248134_at putative protein contains similarity --- AT5G54860 1.09 0.12 0.57 0.58716603 0.8668 -6.49
254257_s_at putative protein predicted proteins --- AT4G23350 / -1.04 -0.06 -0.57 0.58673142 0.8668 -6.49
249667_at unknown protein --- --- -1.04 -0.05 -0.57 0.58711951 0.8668 -6.49
249772_at unknown protein --- AT5G24130 -1.08 -0.11 -0.57 0.58669466 0.8668 -6.49
261531_at RB-binding protein -like similar to r --- AT1G63490 -1.07 -0.10 -0.57 0.58740571 0.8669 -6.49
256198_at Myb-family transcription factor, pu --- AT1G58220 -1.07 -0.09 -0.57 0.58734363 0.8669 -6.49
255726_at lysine and histidine specific transp--- AT1G25530 -1.17 -0.22 -0.57 0.58739284 0.8669 -6.49
248303_at FtsH protease, putative similar to AFTSH11 AT5G53170 1.05 0.07 0.57 0.58760255 0.8670 -6.49
248234_at putative protein contains similarity --- AT5G53850 -1.04 -0.06 -0.57 0.58752969 0.8670 -6.49
258626_at transfactor, putative similar to tran --- AT3G04450 -1.05 -0.07 -0.57 0.58762954 0.8670 -6.49
251274_at putative protein hypothetical prote --- AT3G61700 1.08 0.11 0.57 0.58761358 0.8670 -6.49
251992_at putative protein myosin heavy cha--- AT3G53350 1.06 0.09 0.57 0.58790066 0.8670 -6.49
249642_at putative protein --- AT5G36960 1.06 0.08 0.57 0.58771194 0.8670 -6.49
257025_at hypothetical protein predicted by g ATG2 AT3G19190 -1.07 -0.09 -0.57 0.58782233 0.8670 -6.49
247769_at laccase precursor - like protein lacLAC16 AT5G58910 1.04 0.06 0.57 0.58768974 0.8670 -6.49
246168_at meristem protein - like reproductiv --- AT5G32460 -1.07 -0.10 -0.57 0.58791645 0.8670 -6.49
257184_at ABC transporter, putative similar t ATMRP8 AT3G13090 -1.04 -0.06 -0.57 0.5879377 0.8670 -6.49
264732_at serpin, putative similar to serpin G--- AT1G62160 -1.04 -0.05 -0.57 0.5878785 0.8670 -6.49
264020_at putative signal sequence receptor --- AT2G21160 1.06 0.09 0.57 0.58776378 0.8670 -6.49



266161_at hypothetical protein ATCHX7 AT2G28170 -1.06 -0.09 -0.57 0.58804354 0.8671 -6.49
248242_at aldo/keto reductase-like protein --- AT5G53580 -1.06 -0.08 -0.57 0.58836982 0.8673 -6.49
260753_at RING-H2 finger protein RHA3a, pu--- AT1G49230 -1.12 -0.16 -0.57 0.58846254 0.8673 -6.49
255483_at putative glycosyltransferase similaXT2 AT4G02500 1.07 0.10 0.57 0.58857585 0.8673 -6.49
258157_at putative MYB family transcription faMYB4R1 AT3G18100 -1.07 -0.10 -0.57 0.58852126 0.8673 -6.49
250183_at putative protein various predicted --- AT5G14510 1.07 0.10 0.57 0.588223 0.8673 -6.49
266083_at hypothetical protein predicted by g --- AT2G37820 -1.04 -0.05 -0.57 0.588398 0.8673 -6.49
255646_at hypothetical protein --- AT4G00890 1.05 0.07 0.57 0.58858031 0.8673 -6.49
248842_at unknown protein --- AT5G46850 1.06 0.08 0.57 0.5884564 0.8673 -6.49
256148_at hypothetical protein similar to putat--- AT1G55090 -1.04 -0.05 -0.57 0.58827033 0.8673 -6.49
263734_at permease, putative similar to permNAT7 AT1G60030 1.07 0.09 0.57 0.58848941 0.8673 -6.49
258142_at unknown protein --- AT3G18120 1.05 0.08 0.57 0.58842025 0.8673 -6.49
255345_at putative aspartic protease  ; suppo --- AT4G04460 -1.18 -0.24 -0.57 0.58864218 0.8673 -6.49
253379_at putative protein glycogenin glucosPGSIP3 AT4G33330 1.04 0.06 0.57 0.58870586 0.8674 -6.49
261968_at disease resistance protein RPP1-W--- AT1G65850 1.04 0.05 0.57 0.58877296 0.8674 -6.49
266104_at putative phosphatidate cytidylyltran--- AT2G45150 -1.05 -0.07 -0.57 0.58881387 0.8674 -6.49
248007_at S-adenosylmethionine:2-demethylm--- AT5G56260 -1.04 -0.06 -0.57 0.58885213 0.8674 -6.49
257867_at unknown protein --- AT3G17780 -1.05 -0.07 -0.57 0.58891992 0.8674 -6.49
267004_at hypothetical protein predicted by g --- AT2G34260 1.15 0.20 0.57 0.58900093 0.8675 -6.49
258342_at hypothetical protein similar to exten--- AT3G22800 -1.09 -0.13 -0.57 0.58904248 0.8675 -6.49
262308_at unknown protein --- AT1G71010 -1.05 -0.08 -0.57 0.58930529 0.8678 -6.50
247142_at putative protein strong similarity to --- AT5G65570 -1.05 -0.07 -0.57 0.58934654 0.8678 -6.50
248781_at putative protein similar to unknown--- AT5G47870 -1.10 -0.14 -0.57 0.58938205 0.8678 -6.50
262081_at kinesin motor protein (kin2), putatiZCF125 AT1G59540 1.05 0.07 0.57 0.58949778 0.8680 -6.50
264164_at Expressed protein ; supported by f --- AT1G65295 1.06 0.08 0.57 0.58965138 0.8680 -6.50
249961_at putative protein predicted proteins --- AT5G18770 1.05 0.07 0.57 0.58965493 0.8680 -6.50
253722_at putative protein zinc finger transcr --- AT4G29190 -1.06 -0.08 -0.57 0.58958698 0.8680 -6.50
247410_at putative protein similar to unknownemb1692 AT5G62990 1.09 0.12 0.57 0.58970239 0.8680 -6.50
263175_at hypothetical protein similar to unkn--- AT1G05510 -1.04 -0.06 -0.57 0.58975273 0.8681 -6.50
246413_at unknown protein --- AT1G77310 1.05 0.07 0.57 0.58986006 0.8682 -6.50
265052_at caffeic acid O-methyltransferase, p--- AT1G51990 -1.04 -0.05 -0.57 0.58991476 0.8682 -6.50
260704_at glycine cleavage system H protein--- AT1G32470 1.14 0.19 0.57 0.5900121 0.8682 -6.50
267060_at unknown protein  ; supported by fu --- AT2G32580 -1.07 -0.10 -0.57 0.59004744 0.8682 -6.50
260967_at unknown protein contains similarity--- AT1G12230 -1.06 -0.08 -0.57 0.59010505 0.8682 -6.50
264425_at serine/threonine protein kinase, pu--- AT1G61750 -1.04 -0.06 -0.57 0.59006799 0.8682 -6.50



246146_at receptor-like protein kinase - like p--- AT5G20050 1.06 0.09 0.57 0.59014918 0.8682 -6.50
249835_s_at putative protein similar to unknown--- AT5G23490 / -1.09 -0.13 -0.57 0.59024765 0.8683 -6.50
262634_at unknown protein ; supported by cD--- AT1G06690 -1.12 -0.17 -0.57 0.59038874 0.8684 -6.50
263643_at unknown protein predicted by gene--- AT2G04740 -1.07 -0.10 -0.57 0.59038556 0.8684 -6.50
253716_at hypothetical protein --- AT4G29420 1.05 0.07 0.57 0.59034484 0.8684 -6.50
252443_at putative helicase helicase SKI2W --- AT3G46960 1.05 0.07 0.56 0.59046861 0.8684 -6.50
262534_at unknown protein contains Pfam proSHA AT1G17040 1.06 0.09 0.56 0.59108892 0.8686 -6.50
259688_at membrane protein, putative simila ATRBL2 AT1G63120 -1.07 -0.10 -0.56 0.59096 0.8686 -6.50
251645_at putative protein polygalacturonase--- AT3G57790 -1.05 -0.07 -0.56 0.59071459 0.8686 -6.50
265785_at hypothetical protein predicted by g --- AT2G07290 1.04 0.05 0.56 0.59101005 0.8686 -6.50
245699_at putative protein ;supported by full-l --- AT5G04250 -1.09 -0.12 -0.56 0.59098364 0.8686 -6.50
256810_at adenyl cyclase, putative similar to --- AT3G21465 1.05 0.07 0.56 0.59096738 0.8686 -6.50
258450_at hypothetical protein predicted by g--- --- -1.04 -0.06 -0.56 0.59108078 0.8686 -6.50
264812_at putative thaumatin-like pathogenes--- AT2G17860 -1.04 -0.06 -0.56 0.59072785 0.8686 -6.50
248846_at putative protein similar to unknown--- AT5G46500 -1.04 -0.06 -0.56 0.59077741 0.8686 -6.50
249432_at putative ATP/GTP-binding protein CLPS5 AT5G39930 -1.05 -0.06 -0.56 0.59097776 0.8686 -6.50
254678_at hypothetical protein --- AT4G18500 -1.04 -0.06 -0.56 0.59073051 0.8686 -6.50
251213_at putative protein hypothetical protei --- --- -1.04 -0.06 -0.56 0.59103964 0.8686 -6.50
266617_at unknown protein  ; supported by cD--- AT2G29670 -1.11 -0.15 -0.56 0.59095599 0.8686 -6.50
255204_at putative myosin-like protein --- --- -1.06 -0.09 -0.56 0.59105694 0.8686 -6.50
264091_at hypothetical protein predicted by g --- AT1G79110 -1.11 -0.15 -0.56 0.59117543 0.8686 -6.50
262372_at hypothetical protein predicted by g --- AT1G73130 1.08 0.11 0.56 0.59122696 0.8686 -6.50
255167_at putative protein  hypothetical prote--- --- 1.03 0.05 0.56 0.59125997 0.8686 -6.50
255370_at putative protein --- --- -1.04 -0.05 -0.56 0.59151066 0.8690 -6.50
264537_at receptor kinase, putative similar toBRL1 AT1G55610 -1.07 -0.10 -0.56 0.59155547 0.8690 -6.50
253498_at putative protein various predicted p--- AT4G31890 -1.10 -0.14 -0.56 0.59160258 0.8690 -6.50
250480_at protein serine/threonine kinase-lik --- AT5G10290 1.12 0.17 0.56 0.59172587 0.8691 -6.50
267036_at Expressed protein ; supported by f --- AT2G38465 1.09 0.12 0.56 0.59211687 0.8693 -6.50
265917_at putative disease resistance proteinAtRLP19 AT2G15080 -1.06 -0.08 -0.56 0.59279254 0.8693 -6.50
247346_at diacylglycerol kinase ATDGK2 AT5G63770 1.07 0.10 0.56 0.59272522 0.8693 -6.50
259965_at transcriptional regulator, putative fMSRB1 AT1G53670 1.06 0.08 0.56 0.59233156 0.8693 -6.50
248158_at unknown protein --- AT5G54440 1.04 0.05 0.56 0.59247568 0.8693 -6.50
248668_at putative protein similar to unknownXRI1 AT5G48720 1.08 0.11 0.56 0.59261346 0.8693 -6.50
254689_at putative pectate lyase A11  ; suppo--- AT4G13710 1.07 0.09 0.56 0.5920671 0.8693 -6.50
264189_s_at hypothetical protein similar to acyl-ACP3 AT1G54580 / 1.06 0.09 0.56 0.59256314 0.8693 -6.50



257991_at unknown protein --- AT3G19870 -1.06 -0.08 -0.56 0.59243585 0.8693 -6.50
251691_at putative protein hypothetical prote --- AT3G56520 -1.05 -0.08 -0.56 0.5924108 0.8693 -6.50
251485_at putative protein rad21 mitotic coheSYN3 AT3G59550 1.04 0.05 0.56 0.59194674 0.8693 -6.50
247940_at phosphatidylserine decarboxylase PSD2 AT5G57190 -1.14 -0.19 -0.56 0.59274052 0.8693 -6.50
251239_at putative protein several hypothetica--- AT3G62440 -1.06 -0.09 -0.56 0.59229718 0.8693 -6.50
246267_at Acyl CoA binding protein, putative ACBP6 AT1G31812 1.04 0.05 0.56 0.59192627 0.8693 -6.50
246753_at putative protein --- --- -1.05 -0.07 -0.56 0.59266794 0.8693 -6.50
258014_at hypothetical protein predicted by g --- AT3G19330 -1.07 -0.10 -0.56 0.59221931 0.8693 -6.50
254214_at putative potassium transport proteTRH1 AT4G23640 -1.05 -0.07 -0.56 0.59214388 0.8693 -6.50
253781_at putative protein predicted protein, --- AT4G28580 1.04 0.06 0.56 0.5926847 0.8693 -6.50
263976_at unknown protein --- AT2G42700 -1.05 -0.08 -0.56 0.59256888 0.8693 -6.50
257947_at putative isocitrate lyase similar to GICL AT3G21720 1.06 0.08 0.56 0.59278227 0.8693 -6.50
259369_s_at hypothetical protein similar to putat--- AT1G69150 / -1.05 -0.06 -0.56 0.59215132 0.8693 -6.50
246884_at putative protein cation transport pr--- AT5G26220 1.10 0.13 0.56 0.59242847 0.8693 -6.50
261548_at DNA-binding protein, putative con --- AT1G63480 1.06 0.08 0.56 0.59247241 0.8693 -6.50
261361_at hypothetical protein predicted by g --- --- -1.05 -0.07 -0.56 0.59274198 0.8693 -6.50
262036_at ATP-dependent RNA helicase, pu --- AT1G35530 1.06 0.09 0.56 0.59234649 0.8693 -6.50
245793_at unknown protein ;supported by full --- AT1G32220 1.10 0.14 0.56 0.59287816 0.8693 -6.50
251325_s_at Lhca2 protein  ;supported by full-leLHCA2 AT3G61470 / -1.03 -0.05 -0.56 0.59310231 0.8693 -6.50
259418_at unknown protein ; supported by cDGPAT2 AT1G02390 1.06 0.08 0.56 0.59312277 0.8693 -6.50
252682_at putative protein AtOXA1, Arabidop--- AT3G44370 -1.06 -0.08 -0.56 0.59302014 0.8693 -6.50
254388_at Expressed protein ; supported by f MSRB2 AT4G21860 -1.05 -0.06 -0.56 0.59308248 0.8693 -6.50
250943_at putative protein --- AT5G03360 1.04 0.06 0.56 0.59309675 0.8693 -6.50
255499_at putative WD-repeat protein similar--- AT4G02730 -1.04 -0.06 -0.56 0.59296821 0.8693 -6.50
245267_at major latex protein like ; supported --- AT4G14060 -1.05 -0.06 -0.56 0.59295266 0.8693 -6.50
256462_at hypothetical protein predicted by g --- AT1G36230 -1.05 -0.07 -0.56 0.59318036 0.8693 -6.50
262215_at hypothetical protein contains simila--- AT1G74790 1.11 0.15 0.56 0.59336703 0.8694 -6.50
250682_x_at putative protein similar to unknown--- AT5G06630 -1.11 -0.15 -0.56 0.59326557 0.8694 -6.50
253646_at MAP kinase kinase 2  ; supported ATMKK2 AT4G29810 -1.08 -0.11 -0.56 0.59331061 0.8694 -6.50
257191_at Expressed protein ; supported by f --- AT3G13175 -1.05 -0.07 -0.56 0.59337216 0.8694 -6.50
257208_at hypothetical protein predicted by g --- AT3G14910 1.07 0.09 0.56 0.59351859 0.8696 -6.50
253798_at predicted protein CUC2 (involved ANAC073 AT4G28500 -1.05 -0.07 -0.56 0.59355955 0.8696 -6.50
247125_at putative protein contains similarity --- AT5G66070 1.13 0.17 0.56 0.59363952 0.8696 -6.50
257447_at hypothetical protein predicted by g --- AT2G04230 -1.03 -0.05 -0.56 0.59377996 0.8697 -6.50
257046_at ATPase, putative similar to spastin--- AT3G19740 1.06 0.09 0.56 0.59385656 0.8697 -6.50



259440_at hypothetical protein predicted by g BPS1 AT1G01550 -1.04 -0.06 -0.56 0.59384824 0.8697 -6.50
248073_at pectate lyase --- AT5G55720 -1.04 -0.06 -0.56 0.59375131 0.8697 -6.50
267622_at hypothetical protein predicted by g --- AT2G39690 1.04 0.06 0.56 0.59380899 0.8697 -6.50
259769_at RNA-binding protein MEI2, putativAML5 AT1G29400 1.07 0.10 0.56 0.59392878 0.8697 -6.50
246813_at putative protein various predicted --- --- -1.04 -0.06 -0.56 0.59399954 0.8698 -6.50
248419_at putative protein similar to unknownEXL3 AT5G51550 1.08 0.12 0.56 0.59434536 0.8702 -6.50
260491_at hypothetical protein predicted by g --- AT1G51440 -1.07 -0.09 -0.56 0.59446296 0.8702 -6.50
266405_at hypothetical protein predicted by g --- AT2G38580 1.08 0.12 0.56 0.59456696 0.8702 -6.50
251245_at putative protein phytochrome-assoPIL2 AT3G62090 -1.14 -0.19 -0.56 0.59442207 0.8702 -6.50
252486_at arm repeat containing protein homPUB13 AT3G46510 1.05 0.07 0.56 0.59454615 0.8702 -6.50
249180_at 26S proteasome AAA-ATPase subRPT4A AT5G43010 1.06 0.09 0.56 0.59453006 0.8702 -6.50
245223_at gene_id:K17E7.5~unknown protein--- AT3G29791 -1.05 -0.06 -0.56 0.59456006 0.8702 -6.50
251721_s_at alpha-soluble NSF attachment protALPHA-SNAAT3G56190 / 1.05 0.07 0.56 0.59467433 0.8703 -6.50
251081_at putative protein kinase wall-assoc --- AT5G02070 -1.06 -0.08 -0.56 0.5946775 0.8703 -6.50
247655_at zinc finger protein Zat12  ;supporteRHL41 AT5G59820 1.19 0.25 0.56 0.59475453 0.8703 -6.50
260790_at hypothetical protein predicted by g --- AT1G06240 1.07 0.10 0.56 0.59481262 0.8703 -6.50
265789_at putative receptor-like protein kinas --- AT2G01210 1.05 0.06 0.56 0.59485011 0.8703 -6.50
265920_s_at unknown protein --- AT2G15120 / -1.12 -0.16 -0.56 0.5961524 0.8704 -6.50
253841_at putative beta-glucosidase beta-gluBGLU10 AT4G27830 -1.07 -0.09 -0.56 0.59653605 0.8704 -6.50
255719_at unknown protein ;supported by full --- AT1G32080 1.10 0.14 0.56 0.59521642 0.8704 -6.50
249862_at PGPD14 protein  ;supported by ful --- AT5G22920 1.10 0.14 0.56 0.59637602 0.8704 -6.50
258134_at rubisco expression protein, putativ--- AT3G24530 1.06 0.09 0.55 0.59687714 0.8704 -6.50
254181_at FtsH protease, putative contains s--- AT4G23940 -1.04 -0.05 -0.56 0.5952841 0.8704 -6.50
261049_at hypothetical protein similar to hypo--- AT1G01430 -1.07 -0.10 -0.56 0.59552151 0.8704 -6.50
266467_at Not56-like protein  ; supported by cALG3 AT2G47760 1.05 0.07 0.56 0.59580141 0.8704 -6.50
252292_at RNA polymerase III subunit - like p--- AT3G49000 1.05 0.07 0.56 0.59502078 0.8704 -6.50
250366_at putative protein predicted proteins --- AT5G11420 -1.32 -0.40 -0.55 0.59701963 0.8704 -6.50
252864_at putative protein regulatory protein --- AT4G39740 -1.09 -0.12 -0.56 0.59618007 0.8704 -6.50
262547_at hypothetical protein predicted by g --- AT1G31270 1.04 0.05 0.55 0.59688996 0.8704 -6.50
251316_s_at putative protein putative protein Bc--- AT3G61480 / -1.05 -0.07 -0.56 0.59569656 0.8704 -6.50
258320_at hypothetical protein predicted by g --- AT3G22710 1.04 0.06 0.56 0.59630485 0.8704 -6.50
266859_at putative MADS-box protein AGL41 AT2G26880 1.05 0.07 0.55 0.59695775 0.8704 -6.50
252273_at putative WD-40 repeat - protein be--- AT3G49660 -1.05 -0.07 -0.55 0.59686887 0.8704 -6.50
258353_s_at unknown protein similar to GB:AADYSL5 AT3G17650 / 1.06 0.09 0.56 0.59540441 0.8704 -6.50
259810_at Na+/H+ antiporter, putative similarATNHD2 AT1G49810 -1.04 -0.05 -0.55 0.59699952 0.8704 -6.50



263542_at putative protein transport protein S--- AT2G21630 1.07 0.09 0.56 0.59529771 0.8704 -6.50
265107_s_at similar to glucose 1-dehydrogenas --- AT1G62610 / 1.04 0.06 0.56 0.59655075 0.8704 -6.50
254318_at putative protein embryo-abundant --- AT4G22530 -1.18 -0.24 -0.56 0.59625505 0.8704 -6.50
246007_at Expressed protein ; supported by f FTRA2 AT5G08410 -1.05 -0.08 -0.56 0.59642022 0.8704 -6.50
266379_at  1,4-beta-xylan endohydrolase   --- AT2G14690 -1.05 -0.07 -0.56 0.59543905 0.8704 -6.50
247832_at putative protein predicted proteinsEOL2 AT5G58550 -1.05 -0.07 -0.56 0.59546728 0.8704 -6.50
261970_at glutamate decarboxylase (gad), puGAD2 AT1G65960 -1.06 -0.09 -0.56 0.59678073 0.8704 -6.50
248194_at Expressed protein ; supported by f --- AT5G54095 1.04 0.05 0.56 0.59653213 0.8704 -6.50
260643_at hypothetical protein contains simila--- AT1G53270 -1.04 -0.06 -0.56 0.59613017 0.8704 -6.50
264566_at hypothetical protein predicted by g --- AT1G05270 -1.05 -0.07 -0.56 0.59654289 0.8704 -6.50
246652_at extensin -like protein extensin, soy--- AT5G35190 1.04 0.06 0.56 0.59511246 0.8704 -6.50
251491_at fructokinase-like protein fructokina--- AT3G59480 -1.07 -0.09 -0.56 0.59637293 0.8704 -6.50
251351_s_at CaLB protein NTMC2T4 AT3G60950 / 1.05 0.07 0.56 0.59683102 0.8704 -6.50
246458_at putative protein various predicted --- AT5G16860 -1.05 -0.07 -0.56 0.59559373 0.8704 -6.50
254000_at galactinol synthase WSI76 proteinAtGolS6 AT4G26250 1.03 0.05 0.56 0.5962983 0.8704 -6.50
267460_at putative squamosa-promoter bindinSPL3 AT2G33810 -1.17 -0.23 -0.56 0.59641732 0.8704 -6.50
254140_at putative protein --- AT4G24610 1.07 0.10 0.56 0.59615992 0.8704 -6.50
260312_at putative disease resistance protein--- AT1G63880 -1.06 -0.08 -0.56 0.59524857 0.8704 -6.50
252979_at Expressed protein ; supported by f --- AT4G38225 -1.07 -0.10 -0.56 0.59525933 0.8704 -6.50
266773_at hypothetical protein predicted by g --- AT2G29040 1.04 0.06 0.56 0.59545867 0.8704 -6.50
263721_at hypothetical protein predicted by g --- AT2G13630 -1.04 -0.06 -0.55 0.59703405 0.8704 -6.50
249902_at unknown protein --- AT5G22680 -1.07 -0.09 -0.56 0.59551065 0.8704 -6.50
246833_at putative protein --- AT5G26620 1.04 0.05 0.56 0.5957438 0.8704 -6.50
255280_at  score=179, E=5.7e-06, N=1)   --- AT4G04960 1.10 0.14 0.56 0.5965847 0.8704 -6.50
254625_at Expressed protein ; supported by f SNI1 AT4G18470 -1.05 -0.07 -0.55 0.59700328 0.8704 -6.50
261730_s_at mutator-like transposase, putative --- --- -1.05 -0.06 -0.56 0.59539625 0.8704 -6.50
265156_at hypothetical protein predicted by g --- AT1G31000 -1.05 -0.07 -0.56 0.59610986 0.8704 -6.50
249616_s_at contains similarity to DnaJ protein --- AT5G37440 / 1.04 0.06 0.56 0.59668153 0.8704 -6.50
264627_at hypothetical protein similar to carn ECI1 AT1G65520 -1.05 -0.07 -0.56 0.59654265 0.8704 -6.50
263860_at hypothetical protein predicted by g --- --- -1.04 -0.06 -0.56 0.59549015 0.8704 -6.50
260629_at unknown protein --- AT1G62330 1.05 0.07 0.56 0.5952827 0.8704 -6.50
246659_at putative protein predicted proteins --- --- 1.04 0.06 0.56 0.59595723 0.8704 -6.50
267321_at hypothetical protein predicted by g --- AT2G19320 1.05 0.07 0.56 0.59556787 0.8704 -6.50
262303_at homeobox protein, putative simila ATHB18 AT1G70920 -1.08 -0.11 -0.56 0.59593508 0.8704 -6.50
248611_at putative protein contains similarity WRKY48 AT5G49520 -1.15 -0.21 -0.56 0.59675603 0.8704 -6.50



252373_at disease resistance protein EDS1  ;EDS1 AT3G48090 1.15 0.20 0.56 0.59655251 0.8704 -6.50
253123_at thaumatin-like protein thaumatin-li --- AT4G36000 -1.05 -0.07 -0.56 0.59640769 0.8704 -6.50
250540_at unknown protein  ; supported by cD--- AT5G08580 1.06 0.09 0.56 0.59683578 0.8704 -6.50
263803_at hypothetical protein predicted by g --- AT2G40440 -1.04 -0.06 -0.55 0.59715338 0.8705 -6.50
252873_at putative protein myosin heavy cha--- AT4G40020 -1.05 -0.07 -0.55 0.5972088 0.8705 -6.50
260276_at unknown protein --- AT1G80450 1.11 0.15 0.55 0.59725517 0.8706 -6.50
248025_at  NOI protein, nitrate-induced  NOI AT5G55850 1.05 0.08 0.55 0.59735114 0.8706 -6.50
255087_at putative protein proteins of this bac--- AT4G09340 -1.04 -0.06 -0.55 0.59742801 0.8707 -6.50
255550_at putative raffinose synthase or see AtSTS AT4G01970 -1.04 -0.06 -0.55 0.5974444 0.8707 -6.50
249116_at putative protein similar to unknown--- AT5G43820 / 1.06 0.08 0.55 0.59756959 0.8708 -6.50
247251_at cellulose synthase catalytic subuni CESA6 AT5G64740 -1.07 -0.09 -0.55 0.59790493 0.8708 -6.50
258001_at AIG2-like protein similar to AIG2 pr--- AT3G28950 1.04 0.06 0.55 0.59795303 0.8708 -6.50
258827_at hypothetical protein predicted by g --- AT3G07150 -1.06 -0.09 -0.55 0.59782753 0.8708 -6.50
262556_at hypothetical protein --- AT1G31370 -1.04 -0.06 -0.55 0.59778408 0.8708 -6.50
262140_at hypothetical protein predicted by g --- AT1G52470 1.04 0.06 0.55 0.59796764 0.8708 -6.50
261921_at hypothetical protein predicted by g --- AT1G65900 1.08 0.12 0.55 0.59791822 0.8708 -6.50
258488_at unknown protein  ;supported by ful --- AT3G02420 1.05 0.07 0.55 0.59778118 0.8708 -6.50
245287_at imidazoleglycerol-phosphate dehyd--- AT4G14910 1.06 0.09 0.55 0.59777769 0.8708 -6.50
258506_at hypothetical protein predicted by g --- AT3G06520 1.06 0.09 0.55 0.59772651 0.8708 -6.50
267052_at unknown protein --- AT2G38410 -1.05 -0.07 -0.55 0.59795341 0.8708 -6.50
258836_at hypothetical protein predicted using--- AT3G07210 1.07 0.09 0.55 0.59810087 0.8709 -6.50
258221_at Snf1-related protein kinase KIN11 AKIN11 AT3G29160 1.08 0.12 0.55 0.59809897 0.8709 -6.50
245441_at decarboxylase like protein PSD1 AT4G16700 -1.06 -0.08 -0.55 0.59814236 0.8709 -6.50
244922_s_at hypothetical protein --- AT2G07674 -1.06 -0.08 -0.55 0.59825557 0.8710 -6.50
265495_at unknown protein predicted by gens--- AT2G15695 -1.05 -0.06 -0.55 0.5984431 0.8711 -6.50
265215_at hypothetical protein predicted by g --- AT1G05040 -1.04 -0.05 -0.55 0.59847266 0.8711 -6.50
260070_at putative helix-loop-helix DNA-bindi BEE3 AT1G73830 -1.22 -0.29 -0.55 0.59835203 0.8711 -6.50
255671_at Expressed protein ; supported by f --- AT4G00355 1.05 0.07 0.55 0.59845112 0.8711 -6.50
246722_at putative protein various predicted --- --- -1.06 -0.08 -0.55 0.59836345 0.8711 -6.50
262662_at hypothetical protein similar to hypo--- AT1G13920 1.05 0.07 0.55 0.59856529 0.8711 -6.50
251657_at putative protein MULTICOPY SUP--- AT3G57000 -1.08 -0.11 -0.55 0.59867456 0.8711 -6.50
262020_at polyprotein, putative similar to gag--- --- 1.04 0.05 0.55 0.59868989 0.8711 -6.50
256539_at hypothetical protein predicted by g --- --- -1.04 -0.06 -0.55 0.59864194 0.8711 -6.50
246948_at cytochrome P450-like protein CYTCYP71B12 AT5G25130 -1.04 -0.05 -0.55 0.59898316 0.8712 -6.50
247491_at putative protein supported by cDNA--- AT5G61880 1.09 0.13 0.55 0.59901203 0.8712 -6.50



248524_s_at putative protein contains similarity --- AT5G50570 / -1.16 -0.22 -0.55 0.59879968 0.8712 -6.50
247753_at hexosyltransferase - like protein --- AT5G59070 1.12 0.17 0.55 0.59892657 0.8712 -6.50
249695_at putative protein similar to unknown--- --- -1.04 -0.06 -0.55 0.5988822 0.8712 -6.50
262079_at unknown protein ; supported by cDZCW7 AT1G59600 1.07 0.09 0.55 0.59876876 0.8712 -6.50
265163_at putative OBP32pep protein --- AT1G23580 1.03 0.05 0.55 0.59887868 0.8712 -6.50
258272_at unknown protein similar to serine/t--- AT3G15610 -1.06 -0.09 -0.55 0.59896674 0.8712 -6.50
264418_at nuclear ribonucleoprotein, putative--- AT1G43190 -1.07 -0.09 -0.55 0.59908971 0.8712 -6.50
263247_at unknown protein --- AT2G31440 -1.04 -0.05 -0.55 0.59906893 0.8712 -6.50
266223_at putative thaumatin  ;supported by f --- AT2G28790 -1.18 -0.23 -0.55 0.5991851 0.8712 -6.50
257237_at DNA nick sensor, putative contain --- AT3G14890 1.12 0.17 0.55 0.59920503 0.8712 -6.50
253723_at extensin-like protein  ;supported by--- AT4G29240 1.05 0.07 0.55 0.59924659 0.8712 -6.50
253398_at putative protein retinal pigment mi CCD8 AT4G32810 -1.11 -0.16 -0.55 0.59931284 0.8713 -6.50
246731_at putative protein RING finger rngB ACBP5 AT5G27630 1.05 0.07 0.55 0.59937215 0.8713 -6.50
266921_at putative cytochrome P450 CYP86A8 AT2G45970 1.13 0.18 0.55 0.59955568 0.8715 -6.50
265932_at hypothetical protein predicted by g LBD8 AT2G19510 1.03 0.05 0.55 0.5995661 0.8715 -6.50
255366_x_at putative transposon protein --- --- -1.05 -0.06 -0.55 0.59960997 0.8715 -6.50
255568_at putative DNA-binding protein  ; supWRKY22 AT4G01250 -1.17 -0.22 -0.55 0.5998489 0.8717 -6.50
263561_at unknown protein --- AT2G15360 -1.03 -0.05 -0.55 0.59979468 0.8717 -6.50
260023_at unknown protein ATGA2OX2AT1G30040 -1.08 -0.11 -0.55 0.59990353 0.8717 -6.50
252858_at puative protein various predicted p --- AT4G39770 -1.05 -0.07 -0.55 0.59986758 0.8717 -6.50
265207_at unknown protein --- AT2G36680 1.04 0.06 0.55 0.59998065 0.8717 -6.51
245813_at hypothetical protein contains simila--- AT1G49920 -1.06 -0.09 -0.55 0.60003198 0.8717 -6.51
258920_at class 2 non-symbiotic hemoglobin --- AT1G04380 / -1.10 -0.13 -0.55 0.60007964 0.8717 -6.51
258795_at hypothetical protein similar to puta--- AT3G04570 1.05 0.08 0.55 0.6000452 0.8717 -6.51
267604_at hypothetical protein predicted by g ZFN2 AT2G32930 -1.09 -0.13 -0.55 0.60022689 0.8718 -6.51
249837_at Expressed protein ; supported by f --- AT5G23480 -1.05 -0.06 -0.55 0.6002209 0.8718 -6.51
249250_at arm repeat containing protein --- AT5G42340 -1.04 -0.06 -0.55 0.60031862 0.8719 -6.51
252999_at putative protein other Arabidopsis --- AT4G38500 1.05 0.06 0.55 0.60037133 0.8719 -6.51
267288_at similar to cold acclimation protein W--- AT2G23680 1.15 0.20 0.55 0.60045439 0.8720 -6.51
251509_at pectinesterase precursor-like prote--- AT3G59010 1.13 0.18 0.55 0.60055058 0.8721 -6.51
254122_at CER2  ;supported by full-length cDCER2 AT4G24510 1.29 0.36 0.55 0.60075329 0.8722 -6.51
257144_at glucose-6-phosphate 1-dehydrogeG6PD5 AT3G27300 1.04 0.06 0.55 0.60072102 0.8722 -6.51
256929_at unknown protein --- --- -1.05 -0.07 -0.55 0.60082015 0.8722 -6.51
255091_at putative protein various predicted p--- --- -1.04 -0.05 -0.55 0.60079944 0.8722 -6.51
247245_at putative protein similar to unknown--- AT5G64720 -1.04 -0.06 -0.55 0.60070319 0.8722 -6.51



256160_at pyruvate dehydrogenase E1 beta PDH-E1 BEAT1G30120 -1.06 -0.09 -0.55 0.6010447 0.8723 -6.51
245994_at putative protein various predicted --- --- -1.05 -0.07 -0.55 0.60107822 0.8723 -6.51
266896_at putative ATP-dependent RNA helic--- AT2G45810 1.04 0.05 0.55 0.60107212 0.8723 -6.51
262376_at unknown protein contains similarityHTH AT1G72970 -1.04 -0.06 -0.55 0.60105299 0.8723 -6.51
250729_at ubiquitin activating enzyme 2 (UBAUBA 2 AT5G06460 -1.04 -0.06 -0.55 0.60117081 0.8724 -6.51
262045_at hypothetical protein predicted by g --- AT1G80240 / 1.07 0.10 0.55 0.60130082 0.8726 -6.51
246645_at putative protein  ;supported by full- --- AT5G35080 1.05 0.08 0.55 0.60137025 0.8726 -6.51
248563_at anthocyanidin-3-glucoside rhamno --- AT5G49690 -1.07 -0.10 -0.55 0.60144159 0.8726 -6.51
264432_at hypothetical protein similar to hypo--- AT1G61710 -1.04 -0.06 -0.55 0.6014479 0.8726 -6.51
258505_at hypothetical protein predicted by g --- AT3G06530 1.13 0.18 0.55 0.60165288 0.8727 -6.51
249932_at unknown protein --- AT5G22390 -1.13 -0.18 -0.55 0.60158834 0.8727 -6.51
251136_at mRNA capping enzyme - like prote--- AT5G01290 1.04 0.05 0.55 0.60165862 0.8727 -6.51
261003_at hypothetical protein predicted by g --- AT1G26500 1.05 0.08 0.55 0.60182825 0.8727 -6.51
245444_at limonene cyclase like protein ATTPS03 AT4G16740 1.06 0.08 0.55 0.60179541 0.8727 -6.51
265606_s_at putative non-LTR retroelement rev --- AT3G09510 1.04 0.06 0.55 0.60179134 0.8727 -6.51
258579_s_at germin-like protein contains Pfam p--- AT3G04180 / 1.04 0.05 0.55 0.60166775 0.8727 -6.51
259901_at disease resistance protein, putativAtRLP14 AT1G74180 -1.06 -0.08 -0.55 0.60183865 0.8727 -6.51
266080_at hypothetical protein predicted by g --- AT2G37840 -1.03 -0.05 -0.55 0.60179683 0.8727 -6.51
262943_at inosine-5'-monophosphate dehydr--- AT1G79470 -1.04 -0.06 -0.55 0.60249316 0.8727 -6.51
254076_at putative protein immunophilin FKB--- AT4G25340 1.08 0.12 0.55 0.6023365 0.8727 -6.51
246196_at hypothetical protein ;supported by --- AT4G37090 1.06 0.09 0.55 0.60229291 0.8727 -6.51
258883_at unknown protein predicted by gen --- AT3G09970 1.05 0.07 0.55 0.60201856 0.8727 -6.51
251308_at putative protein several hypotheticaGAUT1 AT3G61130 1.04 0.06 0.55 0.6023651 0.8727 -6.51
254430_at reticuline oxidase - like protein ret --- AT4G20820 1.11 0.15 0.55 0.60221517 0.8727 -6.51
262278_at transcription factor PERIANTHIA idPAN AT1G68640 1.05 0.08 0.55 0.60191049 0.8727 -6.51
257169_at Expressed protein ; supported by f AtSec20 AT3G24315 1.05 0.07 0.55 0.60241308 0.8727 -6.51
262612_at unknown protein location of ESTs --- AT1G14150 -1.12 -0.16 -0.55 0.60234347 0.8727 -6.51
266333_at putative ubiquitin activating enzym AXL AT2G32410 1.05 0.07 0.55 0.60248915 0.8727 -6.51
258562_at unknown protein  ;supported by ful --- AT3G05980 1.04 0.05 0.55 0.60218408 0.8727 -6.51
245591_at hypothetical protein --- AT4G14530 -1.03 -0.05 -0.55 0.60217695 0.8727 -6.51
247850_at receptor-like protein kinase --- AT5G58150 1.15 0.20 0.55 0.60234695 0.8727 -6.51
251806_at zinc finger protein OBP3  ; support OBP3 AT3G55370 -1.04 -0.06 -0.55 0.60213451 0.8727 -6.51
252783_at putative protein predicted proteins --- --- 1.04 0.05 0.55 0.60248968 0.8727 -6.51
261807_at Expressed protein ; supported by f --- AT1G30515 1.04 0.06 0.55 0.60219779 0.8727 -6.51
253960_at putative protein various predicted GAMT1 AT4G26420 1.05 0.07 0.55 0.60233706 0.8727 -6.51



257933_at aminoalcoholphosphotransferase, AAPT2 AT3G25585 1.08 0.11 0.55 0.60265167 0.8727 -6.51
255397_at putative transposon protein --- --- -1.06 -0.08 -0.55 0.60268928 0.8727 -6.51
248150_at kinesin-like protein ; supported by cATK3 AT5G54670 -1.11 -0.15 -0.55 0.60264489 0.8727 -6.51
257481_at hypothetical protein identical to hypALMT1 AT1G08430 1.04 0.06 0.55 0.60268552 0.8727 -6.51
260721_at hypothetical protein predicted by g --- AT1G48060 1.04 0.06 0.55 0.60274395 0.8728 -6.51
253859_at Expressed protein ; supported by f --- AT4G27657 -1.34 -0.42 -0.55 0.60284234 0.8728 -6.51
250981_at receptor like protein kinase recept --- AT5G03140 1.06 0.09 0.55 0.60293325 0.8729 -6.51
246597_at L-aspartate oxidase -like protein LAO AT5G14760 -1.15 -0.20 -0.55 0.60316202 0.8729 -6.51
264179_at hypothetical protein predicted by g --- AT1G02180 1.07 0.10 0.55 0.60315505 0.8729 -6.51
250790_at putative protein similar to unknown--- AT5G05640 -1.07 -0.09 -0.55 0.603069 0.8729 -6.51
250848_at 3-phosphoinositide-dependent protPDK1 AT5G04510 1.05 0.07 0.55 0.60297181 0.8729 -6.51
266722_at unknown protein FUT2 AT2G03210 1.05 0.07 0.55 0.60321185 0.8729 -6.51
259576_at RING zinc finger protein, putative --- AT1G35330 1.06 0.09 0.55 0.60304346 0.8729 -6.51
251612_at putative protein hypothetical prote --- AT3G57950 -1.05 -0.06 -0.55 0.60313504 0.8729 -6.51
258864_at unknown protein --- AT3G03210 -1.06 -0.08 -0.55 0.60321028 0.8729 -6.51
247064_at putative protein contains similarity --- AT5G66890 1.08 0.11 0.55 0.60330625 0.8730 -6.51
259376_at unknown protein C-terminus similaCDC27a AT3G16320 1.04 0.06 0.54 0.60336085 0.8730 -6.51
249070_at cellulose synthase catalytic subuni CESA4 AT5G44030 1.05 0.08 0.54 0.60344576 0.8730 -6.51
259402_at developmental protein, putative si VPS46.1 AT1G17730 1.04 0.06 0.54 0.6034791 0.8730 -6.51
249111_at unknown protein --- AT5G43770 -1.04 -0.05 -0.54 0.60343013 0.8730 -6.51
252379_at ABC-type transport protein-like proATH1 AT3G47730 1.05 0.07 0.54 0.60360509 0.8730 -6.51
266081_at putative protein kinase contains a p--- AT2G37840 -1.04 -0.06 -0.54 0.60353378 0.8730 -6.51
257908_at unknown protein contains Pfam pro--- AT3G25410 -1.05 -0.07 -0.54 0.60358293 0.8730 -6.51
245657_at unknown protein similar to recepto --- AT1G56720 1.12 0.17 0.54 0.60369991 0.8731 -6.51
258518_at unknown protein  ; supported by cD--- AT3G06570 1.04 0.05 0.54 0.60373748 0.8731 -6.51
252227_at putative protein various predicted --- AT3G49900 1.04 0.06 0.54 0.6038343 0.8731 -6.51
247322_at unknown protein --- AT5G64090 -1.04 -0.06 -0.54 0.60380421 0.8731 -6.51
249355_at hypothetical protein --- AT5G40500 1.04 0.06 0.54 0.60388074 0.8731 -6.51
265708_at unknown protein member of a larg--- AT2G03380 1.04 0.06 0.54 0.60394113 0.8732 -6.51
254270_at gamma-glutamylcysteine synthetasGSH1 AT4G23100 -1.12 -0.16 -0.54 0.60423023 0.8732 -6.51
247167_at unknown protein --- AT5G65850 1.06 0.08 0.54 0.6041235 0.8732 -6.51
265919_at putative retroelement pol polyprote--- --- -1.05 -0.07 -0.54 0.60421132 0.8732 -6.51
256138_at Nt-gh3 deduced protein, putative s--- AT1G48670 -1.06 -0.08 -0.54 0.60424637 0.8732 -6.51
254449_at putative protein predicted protein, HEN1 AT4G20910 -1.06 -0.08 -0.54 0.60414611 0.8732 -6.51
253514_at putative protein DNA-binding prote--- AT4G31805 -1.04 -0.05 -0.54 0.60420788 0.8732 -6.51



255361_at hypothetical protein --- --- -1.04 -0.05 -0.54 0.60401717 0.8732 -6.51
257471_at G-box binding factor, putative sim ATBZIP4 AT1G59530 -1.04 -0.05 -0.54 0.60414576 0.8732 -6.51
255852_at unknown protein SVL2 AT1G66970 -1.13 -0.17 -0.54 0.60435786 0.8732 -6.51
250548_at myosin heavy chain-like protein  ; sMBP2C AT5G08120 1.05 0.06 0.54 0.60435124 0.8732 -6.51
251248_at P-glycoprotein-like proetin P-glycoPGP21 AT3G62150 1.21 0.27 0.54 0.60440436 0.8732 -6.51
245782_at 60S ribosomal protein (fragment), --- AT1G35200 -1.06 -0.09 -0.54 0.60453175 0.8734 -6.51
264112_at putative 1,3-beta-D-glucan syntha CALS5 AT2G13680 -1.05 -0.07 -0.54 0.60467875 0.8735 -6.51
254478_at putative protein TRANSCRIPTION--- AT4G20330 1.06 0.08 0.54 0.60466054 0.8735 -6.51
247282_at putative protein strong similarity to AtMC3 AT5G64240 -1.05 -0.07 -0.54 0.60472287 0.8735 -6.51
264912_at auxin-induced protein, putative sim--- AT1G60750 -1.04 -0.06 -0.54 0.60477014 0.8735 -6.51
256806_at CCAAT-binding factor B chain, pu NF-YA9 AT3G20910 1.05 0.07 0.54 0.60487338 0.8736 -6.51
249387_at putative protein predicted proteins --- AT5G40070 -1.06 -0.08 -0.54 0.6049272 0.8736 -6.51
254485_at cell-cell signaling protein csgA - lik--- AT4G20760 -1.06 -0.08 -0.54 0.6051828 0.8737 -6.51
251335_at 1-aminocyclopropane-1-carboxyla --- AT3G61400 1.07 0.10 0.54 0.60520588 0.8737 -6.51
252806_at putative protein --- AT3G42390 -1.04 -0.06 -0.54 0.60518283 0.8737 -6.51
249374_at 20S proteasome beta subunit PBBPBB2 AT5G40580 1.05 0.07 0.54 0.60508544 0.8737 -6.51
261274_at myb-related protein, putative simil MYB117 AT1G26780 1.04 0.05 0.54 0.60513174 0.8737 -6.51
249697_at unknown protein --- AT5G35510 -1.04 -0.06 -0.54 0.60513395 0.8737 -6.51
266929_at putative AT-hook DNA-binding pro --- AT2G45850 -1.04 -0.06 -0.54 0.60525392 0.8737 -6.51
247436_at dehydrogenase  ; supported by cD ALDH12A1 AT5G62530 -1.06 -0.09 -0.54 0.60540545 0.8738 -6.51
245385_at hypothetical protein ;supported by --- AT4G14020 -1.07 -0.09 -0.54 0.60570933 0.8739 -6.51
261166_s_at Expressed protein ; supported by f --- AT1G34570 / 1.06 0.08 0.54 0.60611815 0.8739 -6.51
247996_at putative protein contains similarity --- AT5G56170 1.08 0.11 0.54 0.60595511 0.8739 -6.51
252496_at putative protein several hypotheticaCRR2 AT3G46790 -1.07 -0.10 -0.54 0.60595506 0.8739 -6.51
258542_at unknown protein --- AT3G07030 1.05 0.07 0.54 0.60609885 0.8739 -6.51
250066_at unknown protein --- AT5G17930 -1.07 -0.10 -0.54 0.60595679 0.8739 -6.51
252911_at cytochrome P450 -like protein cytoCYP96A12 AT4G39510 -1.13 -0.17 -0.54 0.60596999 0.8739 -6.51
246939_at AP2 domain containing protein APSHN2 AT5G25390 -1.05 -0.06 -0.54 0.60598536 0.8739 -6.51
262257_at hypothetical protein predicted by g --- AT1G53860 1.05 0.07 0.54 0.60562995 0.8739 -6.51
252040_at putative protein hypothetical prote --- AT3G52060 1.10 0.14 0.54 0.60569264 0.8739 -6.51
252727_s_at putative protein predicted proteins --- --- 1.04 0.05 0.54 0.60554733 0.8739 -6.51
266032_x_at putative replication protein A1 --- --- 1.05 0.06 0.54 0.60612186 0.8739 -6.51
264536_at hypothetical protein predicted by g PRA1.G1 AT1G55640 1.07 0.10 0.54 0.60559051 0.8739 -6.51
265745_at hypothetical protein predicted by g --- --- -1.04 -0.05 -0.54 0.60605852 0.8739 -6.51
245487_at phytochrome D PHYD AT4G16250 -1.05 -0.08 -0.54 0.60586536 0.8739 -6.51



264290_at hypothetical protein predicted by g --- AT1G78810 -1.06 -0.09 -0.54 0.60550005 0.8739 -6.51
249881_at cytochrome P450-like protein CYP86B1 AT5G23190 -1.04 -0.05 -0.54 0.60591931 0.8739 -6.51
247877_at putative protein contains similarity XBAT32 AT5G57740 1.08 0.11 0.54 0.60571603 0.8739 -6.51
266552_at unknown protein ; supported by cDAGP16 AT2G46330 1.07 0.09 0.54 0.6063439 0.8740 -6.51
262298_at unknown protein Similar to gb|AF1 --- AT1G27530 -1.04 -0.05 -0.54 0.60632677 0.8740 -6.51
261869_at hypothetical protein predicted by g --- AT1G11470 -1.05 -0.07 -0.54 0.60631201 0.8740 -6.51
260270_at putative disease resistance protein--- AT1G63730 -1.04 -0.06 -0.54 0.60623351 0.8740 -6.51
249482_at putative protein  ;supported by full- --- AT5G38980 -1.11 -0.15 -0.54 0.60643062 0.8740 -6.51
246854_at mitochondrial carrier - like protein --- AT5G26200 1.05 0.07 0.54 0.60650954 0.8740 -6.51
264404_at putative cytochrome P450 CYP82F1 AT2G25160 -1.06 -0.08 -0.54 0.60652082 0.8740 -6.51
263273_x_at En/Spm-like transposon protein rel --- --- -1.04 -0.06 -0.54 0.60650807 0.8740 -6.51
258039_at unknown protein  ;supported by ful --- AT3G21200 1.04 0.06 0.54 0.60661809 0.8740 -6.51
264890_at unknown protein --- AT1G23180 1.06 0.09 0.54 0.60661401 0.8740 -6.51
249653_at putative protein REPLICATION PR--- --- 1.04 0.06 0.54 0.60665289 0.8740 -6.51
262794_at unknown protein EST gb|N37870 cemb1745 AT1G13120 -1.05 -0.06 -0.54 0.60688035 0.8741 -6.51
250309_at putative protein similar to unknown--- AT5G12220 1.06 0.08 0.54 0.60687469 0.8741 -6.51
254177_at putative protein gene T22C1.1, Ca--- AT4G23860 1.06 0.09 0.54 0.60688116 0.8741 -6.51
256800_at hypothetical protein predicted by g --- AT3G20900 -1.05 -0.07 -0.54 0.60677191 0.8741 -6.51
248478_at ubiquitin-conjugating enzyme-like pUBC27 AT5G50870 -1.04 -0.05 -0.54 0.60699732 0.8743 -6.51
267557_at unknown protein  ; supported by cDKRP4 AT2G32710 1.06 0.08 0.54 0.6071966 0.8744 -6.51
257573_at putative SF16 protein {Helianthus aiqd9 AT2G33990 1.07 0.09 0.54 0.60719326 0.8744 -6.51
246113_at putative protein predicted proteins --- --- 1.04 0.06 0.54 0.60738871 0.8746 -6.51
263363_at putative cold-regulated protein  ;su --- AT2G03850 -1.13 -0.18 -0.54 0.60735243 0.8746 -6.51
252777_at hypothetical protein --- AT3G42970 -1.04 -0.06 -0.54 0.60756355 0.8748 -6.51
262869_s_at putative protein predicted protein, GTG1 AT1G64990 / 1.05 0.07 0.54 0.60760014 0.8748 -6.51
247596_at putative protein predicted protein, --- AT5G60840 -1.08 -0.11 -0.54 0.60816905 0.8748 -6.51
267129_at curly leaf protein (polycomb-group)CLF AT2G23380 -1.04 -0.06 -0.53 0.61037045 0.8748 -6.51
256406_at unknown protein --- AT1G50710 -1.05 -0.07 -0.53 0.61048403 0.8748 -6.51
266704_at putative N-acetyl-gamma-glutamyl---- AT2G19940 1.05 0.08 0.54 0.60813872 0.8748 -6.51
263843_at translin-like protein  ; supported by --- AT2G37020 -1.04 -0.06 -0.54 0.6092154 0.8748 -6.51
257687_at hypothetical protein predicted by g SDRB AT3G12800 1.04 0.06 0.54 0.60971957 0.8748 -6.51
260480_at Ser/Thr kinase  ;supported by full-l SNRK2.4 AT1G10940 1.03 0.05 0.54 0.60907048 0.8748 -6.51
247694_at GTP cyclohydrolase II / 3,4-dihydr --- AT5G59750 -1.05 -0.07 -0.53 0.6100957 0.8748 -6.51
262918_at hypothetical protein predicted by g --- AT1G65000 -1.05 -0.07 -0.54 0.60855725 0.8748 -6.51
252128_at transcription factor-like protein AraMNP AT3G50870 -1.04 -0.06 -0.54 0.60919506 0.8748 -6.51



249769_at sigma-like factor (emb CAA77213. SIGE AT5G24120 1.06 0.09 0.54 0.60948564 0.8748 -6.51
247401_at 1-deoxy-D-xylulose 5-phosphate reDXR AT5G62790 1.07 0.09 0.54 0.60961063 0.8748 -6.51
246523_at CONSTANS-like 1 COL1 AT5G15850 -1.07 -0.10 -0.54 0.60935493 0.8748 -6.51
255851_at hypothetical protein predicted by g --- AT1G67040 -1.05 -0.07 -0.54 0.60863691 0.8748 -6.51
264545_at photosystem I subunit V precursorPSAG AT1G55670 1.03 0.05 0.54 0.60984853 0.8748 -6.51
251453_at putative protein hypothetical prote --- AT3G60070 -1.05 -0.06 -0.54 0.60913242 0.8748 -6.51
263583_at putative NAD+ dependent isocitratIDH2 AT2G17130 1.07 0.09 0.53 0.61017257 0.8748 -6.51
251507_at putative protein CND41, chloropla --- AT3G59080 1.21 0.27 0.54 0.60963748 0.8748 -6.51
245389_at putative protein ;supported by full-l --- AT4G17480 -1.05 -0.08 -0.53 0.61048546 0.8748 -6.51
245312_at Expressed protein ; supported by f --- AT4G14600 1.06 0.08 0.54 0.60980265 0.8748 -6.51
265454_at putative ARF1 family auxin respon ARF11 AT2G46530 1.14 0.19 0.53 0.61006456 0.8748 -6.51
259541_at protein kinase, putative similar to p--- AT1G20650 1.07 0.10 0.54 0.60768413 0.8748 -6.51
249713_at putative protein contains similarity --- AT5G35690 -1.05 -0.07 -0.54 0.60792216 0.8748 -6.51
258806_at unknown protein --- AT3G04020 1.08 0.11 0.54 0.6096948 0.8748 -6.51
259647_at acetyl-CoA synthetase, putative si --- AT1G55325 1.05 0.07 0.53 0.6103091 0.8748 -6.51
260822_at RNA polymerase, putative similar --- AT1G06790 1.04 0.06 0.54 0.60948184 0.8748 -6.51
253515_at auxin induced like-protein auxin-in--- AT4G31320 -1.06 -0.08 -0.54 0.60826483 0.8748 -6.51
264167_at unknown protein Location of EST g--- AT1G02060 -1.06 -0.09 -0.54 0.60838062 0.8748 -6.51
252652_at putative chloroplast prephenate deADT4 AT3G44720 -1.17 -0.23 -0.54 0.60808801 0.8748 -6.51
248034_at serine threonine-specific protein ki D6PK AT5G55910 1.05 0.07 0.54 0.60926429 0.8748 -6.51
248645_at unknown protein GEX2 AT5G49150 -1.05 -0.07 -0.54 0.60810202 0.8748 -6.51
265587_at putative pathogenesis-related prote--- AT2G19980 1.04 0.06 0.53 0.60992936 0.8748 -6.51
266778_at putative cytochrome P450 CYP707A2 AT2G29090 1.05 0.07 0.53 0.61049571 0.8748 -6.51
252258_at putative protein several hypothetica--- AT3G49450 -1.05 -0.08 -0.53 0.61012407 0.8748 -6.51
263654_at unknown protein --- AT1G04300 1.04 0.06 0.54 0.60896528 0.8748 -6.51
260484_at putative zinc finger protein similar t--- AT1G68360 -1.05 -0.07 -0.53 0.61024551 0.8748 -6.51
265640_at putative cysteine proteinase --- AT2G27395 1.04 0.05 0.54 0.60825417 0.8748 -6.51
256586_at hypothetical protein --- AT3G28770 -1.04 -0.05 -0.54 0.60822051 0.8748 -6.51
255740_at wall-associated kinase, putative si --- AT1G25390 -1.12 -0.16 -0.54 0.60836014 0.8748 -6.51
260320_at hypothetical protein similar to putat--- AT1G63930 1.06 0.09 0.54 0.60795091 0.8748 -6.51
260757_at phytocyanin, putative similar to ph --- AT1G48940 -1.04 -0.05 -0.53 0.6101537 0.8748 -6.51
262403_s_at mutator-like transposase, putative --- --- -1.04 -0.05 -0.54 0.60801083 0.8748 -6.51
266997_at hypothetical protein predicted by g --- AT2G34410 -1.07 -0.10 -0.54 0.60849953 0.8748 -6.51
255844_at putative protein kinase contains a p--- AT2G33580 1.10 0.14 0.54 0.60842717 0.8748 -6.51
247163_at Expressed protein ; supported by c--- AT5G65685 -1.05 -0.07 -0.54 0.60958158 0.8748 -6.51



265152_s_at hypothetical protein predicted by g --- AT1G30935 / 1.04 0.05 0.53 0.61029708 0.8748 -6.51
252781_at polygalacturonase -like protein po --- AT3G42950 1.04 0.06 0.54 0.60796003 0.8748 -6.51
265621_at NAM (no apical meristem)-like protNTL8 AT2G27300 1.04 0.06 0.53 0.61034173 0.8748 -6.51
245247_at scarecrow-like 13 (SCL13) ; suppoSCL13 AT4G17230 -1.13 -0.17 -0.54 0.60917463 0.8748 -6.51
246204_at putative protein ; supported by cDN--- AT4G37020 1.04 0.06 0.54 0.60788415 0.8748 -6.51
AFFX-TrpnX-5_B. subtilis /GEN=trpE, trpD /DB_XR--- --- -1.04 -0.06 -0.54 0.60974863 0.8748 -6.51
252398_at putative protein RING-H2 finger pr--- AT3G47990 -1.04 -0.06 -0.54 0.60861907 0.8748 -6.51
266985_at putative geranylgeranyl transferasePGGT-I AT2G39550 1.05 0.07 0.53 0.60988965 0.8748 -6.51
266413_at unknown protein  ;supported by ful --- AT2G38740 -1.05 -0.07 -0.54 0.60890002 0.8748 -6.51
256283_at hypothetical protein --- AT3G12540 -1.04 -0.06 -0.54 0.60820155 0.8748 -6.51
263051_s_at En/Spm-like transposon protein rel --- --- 1.04 0.06 0.54 0.60971885 0.8748 -6.51
267117_at unknown protein --- AT2G32560 -1.04 -0.05 -0.53 0.61006678 0.8748 -6.51
259066_at hypothetical protein predicted by g --- AT3G07530 -1.06 -0.09 -0.54 0.60856389 0.8748 -6.51
267483_at unknown protein  ;supported by ful UTR1 AT2G02810 1.16 0.22 0.54 0.6088385 0.8748 -6.51
255459_at polyubiquitin (UBQ14) identical to UBQ14 AT4G02890 1.04 0.06 0.54 0.60824912 0.8748 -6.51
AFFX-r2-Bs-lysB. subtilis /GEN=lys /DB_XREF=gb--- --- -1.11 -0.15 -0.54 0.60897027 0.8748 -6.51
261196_at unknown protein SCRM2 AT1G12860 1.09 0.12 0.54 0.60791684 0.8748 -6.51
255112_at casein kinase I - Arabidopsis thalia--- AT4G08800 -1.04 -0.06 -0.54 0.60883659 0.8748 -6.51
251014_at putative protein fimbriae-associate--- AT5G02520 -1.04 -0.05 -0.54 0.60970012 0.8748 -6.51
255998_at hypothetical protein contains simila--- AT1G29780 1.04 0.05 0.54 0.60951694 0.8748 -6.51
251625_at beta-1,3-glucanase 2 (BG2) (PR-2BGL2 AT3G57260 1.70 0.77 0.53 0.61042961 0.8748 -6.51
263481_at predicted protein --- AT2G04025 -1.04 -0.05 -0.54 0.60873553 0.8748 -6.51
247088_at unknown protein --- AT5G66340 1.04 0.06 0.54 0.60830994 0.8748 -6.51
247736_at actin 4  ;supported by full-length cDACT4 AT5G59370 -1.04 -0.06 -0.54 0.60928856 0.8748 -6.51
256414_at putative nucleic acid binding protei AL2 AT3G11200 1.04 0.06 0.54 0.60951937 0.8748 -6.51
257778_at hypothetical protein predicted by g --- --- -1.05 -0.07 -0.54 0.60911731 0.8748 -6.51
257482_x_at hypothetical protein contains simila--- AT1G27820 1.06 0.09 0.54 0.60977344 0.8748 -6.51
246336_at putative protein putative integral mATCHX4 AT3G44900 -1.04 -0.05 -0.54 0.60982565 0.8748 -6.51
259925_at thaumatin-like protein similar to thaPR5 AT1G75040 1.61 0.69 0.54 0.60942145 0.8748 -6.51
261486_at nucleic acid binding protein (alfin-1AL7 AT1G14510 1.05 0.06 0.54 0.60946709 0.8748 -6.51
258766_at galactokinase-like protein similar t --- AT3G10700 -1.04 -0.06 -0.53 0.61060848 0.8749 -6.51
253568_at putative protein receptor-like kinas--- AT4G31230 -1.04 -0.06 -0.53 0.61070888 0.8750 -6.51
259166_at unknown protein  ; supported by cD--- AT3G01670 1.14 0.19 0.53 0.61102519 0.8751 -6.51
252667_at protein kinase-like protein MSTK2 NEK6 AT3G44200 -1.06 -0.08 -0.53 0.61100805 0.8751 -6.51
245806_at light-harvesting complex protein simLHCA5 AT1G45474 -1.08 -0.11 -0.53 0.61086161 0.8751 -6.51



255833_at unknown protein --- AT2G33390 1.05 0.07 0.53 0.61083738 0.8751 -6.51
255880_at hypothetical protein predicted by g --- AT1G67060 -1.04 -0.06 -0.53 0.61104664 0.8751 -6.51
260983_at hypothetical protein predicted by g --- AT1G53560 -1.08 -0.11 -0.53 0.61080448 0.8751 -6.51
265787_at Mutator-like transposase similar to --- --- -1.06 -0.08 -0.53 0.61103864 0.8751 -6.51
250200_at peroxidase ATP20a (emb|CAA673 --- AT5G14130 1.05 0.07 0.53 0.61093277 0.8751 -6.51
267073_at unknown protein --- AT2G41160 -1.06 -0.08 -0.53 0.61110402 0.8751 -6.52
261015_at 14-3-3 protein GF14iota (grf12) ideGRF12 AT1G26480 1.04 0.06 0.53 0.61116497 0.8751 -6.52
251636_at calcium-dependent protein kinase CPK32 AT3G57530 1.15 0.20 0.53 0.61157943 0.8757 -6.52
250299_at putative esterase - like protein cin --- AT5G11910 1.04 0.06 0.53 0.61167521 0.8757 -6.52
255705_at hypothetical protein  ;supported by --- AT4G00160 1.04 0.05 0.53 0.61167965 0.8757 -6.52
251192_at alpha galactosyltransferase-like prXT1 AT3G62720 1.11 0.15 0.53 0.61178225 0.8758 -6.52
249585_at 5-oxoprolinase -like protein 5-oxopOXP1 AT5G37830 1.04 0.06 0.53 0.61208341 0.8758 -6.52
257315_at proline oxidase, mitochondrial pre ERD5 AT3G30775 -1.17 -0.23 -0.53 0.61232672 0.8758 -6.52
251306_at putative DNA-binding protein DNA--- AT3G61260 1.06 0.08 0.53 0.61264221 0.8758 -6.52
248165_at putative protein similar to unknownPHOS32 AT5G54430 1.05 0.07 0.53 0.61195333 0.8758 -6.52
245709_at putative protein --- AT5G04320 1.06 0.08 0.53 0.6127645 0.8758 -6.52
250972_at putative protein various Myb relateLCL1 AT5G02840 1.07 0.10 0.53 0.61269998 0.8758 -6.52
249751_at putative protein similar to unknown--- AT5G24650 1.06 0.08 0.53 0.61210256 0.8758 -6.52
246560_at putative protein hypothetical protei --- AT5G15560 -1.04 -0.06 -0.53 0.61219915 0.8758 -6.52
254883_at putative protein histidine-rich glycoHAP2 AT4G11720 -1.05 -0.08 -0.53 0.612262 0.8758 -6.52
252804_at putative protein --- --- -1.04 -0.05 -0.53 0.61267955 0.8758 -6.52
248940_at replication protein A1-like --- AT5G45400 -1.05 -0.07 -0.53 0.61268177 0.8758 -6.52
266242_at hypothetical protein predicted by g --- AT2G27790 1.04 0.06 0.53 0.61252022 0.8758 -6.52
246531_at MADS box protein AGL2  ; support 01-ספט AT5G15800 1.05 0.07 0.53 0.61243939 0.8758 -6.52
266528_at putative disease resistance protein--- AT2G16870 -1.04 -0.05 -0.53 0.61199412 0.8758 -6.52
260130_s_at beta-glucosidase, putative similar BGLU21 AT1G66270 / 1.03 0.05 0.53 0.61212675 0.8758 -6.52
267191_at similar to Mlo proteins from H. vulgMLO15 AT2G44110 1.06 0.09 0.53 0.61266328 0.8758 -6.52
267407_at unknown protein MEE27 AT2G34880 1.05 0.06 0.53 0.61277197 0.8758 -6.52
251434_at polygalacturonase-like protein poly--- AT3G59850 -1.04 -0.06 -0.53 0.61269835 0.8758 -6.52
245511_at hypothetical protein --- AT4G15755 1.04 0.05 0.53 0.61254939 0.8758 -6.52
258793_at hypothetical protein supported by f --- AT3G04780 1.04 0.06 0.53 0.61261705 0.8758 -6.52
250071_at putative protein similar to unknown--- AT5G18000 -1.04 -0.05 -0.53 0.61269819 0.8758 -6.52
255374_at hypothetical protein --- --- -1.03 -0.05 -0.53 0.61260019 0.8758 -6.52
260269_at putative disease resistance protein--- AT1G63740 1.05 0.07 0.53 0.61222084 0.8758 -6.52
267067_at unknown protein --- AT2G41020 -1.06 -0.08 -0.53 0.61217354 0.8758 -6.52



246707_at putative protein --- --- -1.04 -0.06 -0.53 0.61207996 0.8758 -6.52
251530_at putative protein several hypothetica--- AT3G58520 1.06 0.09 0.53 0.61282398 0.8758 -6.52
257083_s_at non-race specific disease resistan --- AT3G20590 / 1.08 0.11 0.53 0.61295728 0.8760 -6.52
257983_at unknown protein --- AT3G20790 -1.12 -0.16 -0.53 0.61307514 0.8761 -6.52
258168_at hypothetical protein predicted by g --- AT3G21570 -1.04 -0.05 -0.53 0.61316763 0.8762 -6.52
259861_at unknown protein similar to ribosom--- AT1G80620 1.05 0.08 0.53 0.61332493 0.8762 -6.52
264888_at hypothetical protein --- AT1G23070 -1.04 -0.06 -0.53 0.61332086 0.8762 -6.52
247590_at putative protein predicted proteins --- AT5G60720 -1.05 -0.07 -0.53 0.61327513 0.8762 -6.52
258601_at putative histidyl tRNA synthetase s--- AT3G02760 -1.05 -0.07 -0.53 0.61352479 0.8764 -6.52
259168_at unknown protein similar to hypothe--- AT3G03570 -1.05 -0.07 -0.53 0.61354587 0.8764 -6.52
255620_at putative copper-containing glycop --- AT4G01380 -1.04 -0.05 -0.53 0.61349075 0.8764 -6.52
262709_at unknown protein ESTs gb|F15498SYP51 AT1G16240 1.05 0.07 0.53 0.61365828 0.8764 -6.52
250963_at putative protein various predicted --- AT5G03000 -1.06 -0.08 -0.53 0.61362747 0.8764 -6.52
252287_at 30S ribosomal protein S9 -like sim --- AT3G49080 1.07 0.10 0.53 0.6138183 0.8765 -6.52
246609_at putative receptor-like protein kinas--- AT5G35390 -1.04 -0.05 -0.53 0.61379598 0.8765 -6.52
255438_at putative oxidoreductase AOP1 AT4G03070 -1.10 -0.14 -0.53 0.61379049 0.8765 -6.52
261967_at En/Spm-like transposon protein, p --- --- -1.06 -0.08 -0.53 0.61384804 0.8765 -6.52
253302_at Expressed protein ; supported by f --- AT4G33660 -1.06 -0.09 -0.53 0.61403677 0.8766 -6.52
248639_at anthranilate N-benzoyltransferase HCT AT5G48930 -1.07 -0.10 -0.53 0.61400473 0.8766 -6.52
251149_at putative protein CGI-77 protein, H --- AT3G62940 -1.03 -0.05 -0.53 0.61400051 0.8766 -6.52
264246_at trehalose-6-phosphate synthase, pATTPS10 AT1G60140 1.13 0.18 0.53 0.61425068 0.8768 -6.52
245174_at putative kinesin heavy chain --- AT2G47500 -1.08 -0.11 -0.53 0.61423517 0.8768 -6.52
260663_at hypothetical protein predicted by g NFD5 AT1G19520 1.07 0.10 0.53 0.61430337 0.8768 -6.52
250861_at putative protein predicted proteins --- AT5G04740 1.05 0.07 0.53 0.61447618 0.8769 -6.52
255597_at hypothetical protein --- AT4G01730 -1.05 -0.07 -0.53 0.61446877 0.8769 -6.52
256578_at peroxidase, putative similar to per --- AT3G28200 -1.09 -0.12 -0.53 0.61483703 0.8770 -6.52
257652_at unknown protein contains Pfam proAPUM24 AT3G16810 -1.08 -0.12 -0.53 0.61495079 0.8770 -6.52
265943_at putative cytidine deaminase  ;suppCDA1 AT2G19570 -1.09 -0.13 -0.53 0.61460698 0.8770 -6.52
246428_at spindle pole body protein-like spin --- AT5G17410 1.05 0.08 0.53 0.61492719 0.8770 -6.52
248078_at putative protein contains similarity --- AT5G55780 -1.04 -0.06 -0.53 0.6148361 0.8770 -6.52
254383_at hypothetical protein --- AT4G21950 -1.04 -0.06 -0.53 0.61494483 0.8770 -6.52
246532_at putative protein beta-glucan-elicito--- AT5G15870 1.18 0.24 0.53 0.61457044 0.8770 -6.52
257502_at unknown protein --- AT1G78110 1.09 0.13 0.53 0.6149185 0.8770 -6.52
257716_at hypothetical protein predicted by g --- AT3G18300 1.04 0.06 0.53 0.61470569 0.8770 -6.52
248601_at putative protein contains similarity --- AT5G49400 1.03 0.05 0.53 0.61487893 0.8770 -6.52



252339_at hypothetical protein --- AT3G48900 1.04 0.05 0.53 0.61477023 0.8770 -6.52
253210_at putative protein predicted protein, MTN2 AT4G34840 -1.04 -0.06 -0.53 0.6151907 0.8773 -6.52
255348_at hypothetical protein --- AT4G03820 1.05 0.06 0.53 0.61522049 0.8773 -6.52
263109_at hypothetical protein similar to putat--- AT1G65180 1.05 0.07 0.53 0.61529135 0.8773 -6.52
258476_at hypothetical protein predicted by g --- AT3G02400 -1.06 -0.08 -0.53 0.61534887 0.8774 -6.52
264126_at hypothetical protein predicted by g NUA AT1G79280 -1.04 -0.05 -0.53 0.61545666 0.8774 -6.52
255202_at putative polyprotein --- --- -1.04 -0.06 -0.53 0.61543358 0.8774 -6.52
252861_at hypothetical protein --- AT4G39820 -1.07 -0.10 -0.53 0.61546825 0.8774 -6.52
262987_at conserved hypothetical protein pro --- AT1G23240 -1.07 -0.09 -0.53 0.61553675 0.8774 -6.52
247161_at putative protein similar to unknown--- AT5G65810 1.05 0.08 0.53 0.61583417 0.8775 -6.52
266588_at putative proline-rich protein  ; suppAGP9 AT2G14890 1.25 0.32 0.53 0.61570929 0.8775 -6.52
256227_at unknown protein ; supported by cD--- AT1G56290 -1.04 -0.05 -0.53 0.61599353 0.8775 -6.52
260695_at RNA helicase, putative similar to GESP3 AT1G32490 1.03 0.05 0.53 0.6158788 0.8775 -6.52
260847_s_at alanine aminotransferase, putativeAlaAT1 AT1G17290 / 1.04 0.06 0.53 0.61582735 0.8775 -6.52
254958_at nucleoside diphosphate kinase 3 (nNDPK3 AT4G11010 1.06 0.08 0.53 0.61602735 0.8775 -6.52
250890_at 3-oxoacyl-[acyl-carrier-protein] syn--- AT5G04520 1.04 0.06 0.53 0.61572991 0.8775 -6.52
245545_at UTP-glucose glucosyltransferase UGT71B5 AT4G15280 -1.05 -0.08 -0.53 0.61588219 0.8775 -6.52
247567_at putative protein various predicted --- AT5G61190 -1.06 -0.08 -0.53 0.61593825 0.8775 -6.52
245609_at disease resistance N like protein --- AT4G14368 / -1.05 -0.07 -0.53 0.61601498 0.8775 -6.52
249105_at 40S ribosomal protein S15 --- AT5G43640 -1.04 -0.06 -0.53 0.61596934 0.8775 -6.52
257576_at hypothetical protein predicted by g --- AT3G28280 -1.04 -0.06 -0.53 0.61578264 0.8775 -6.52
253479_at ferredoxin-NADP+ reductase - like--- AT4G32360 1.04 0.05 0.53 0.61617086 0.8775 -6.52
260344_at polyneuridine aldehyde esterase, MES15 AT1G69240 1.04 0.06 0.53 0.61610376 0.8775 -6.52
257180_at sun protein (fmu protein), putative --- AT3G13180 1.05 0.08 0.53 0.61613703 0.8775 -6.52
260088_at tonoplast intrinsic protein, alpha (aTIP3;1 AT1G73190 1.05 0.07 0.53 0.61636917 0.8775 -6.52
263597_at hypothetical protein predicted by g --- AT2G01870 1.11 0.15 0.52 0.61644514 0.8775 -6.52
245233_at putative protein similarity to low-te --- AT4G25580 -1.05 -0.07 -0.53 0.61632885 0.8775 -6.52
257115_at kinesin-like protein contains Pfam --- AT3G20150 1.04 0.06 0.52 0.61646915 0.8775 -6.52
251531_at putative protein hypothetical prote --- AT3G58550 -1.05 -0.07 -0.53 0.61640333 0.8775 -6.52
256662_at male sterility protein 2 (MS2) nearl MS2 AT3G11980 1.04 0.05 0.53 0.61630435 0.8775 -6.52
255334_at putative transposon protein --- --- -1.03 -0.05 -0.53 0.61628411 0.8775 -6.52
263646_at Ac-like transposase related to Ac/D--- --- 1.03 0.05 0.52 0.6165883 0.8777 -6.52
248716_at unknown protein  ;supported by ful --- AT5G48210 -1.05 -0.08 -0.52 0.61668614 0.8777 -6.52
247664_at APETALA2 protein - like APETALATOE2 AT5G60120 -1.04 -0.06 -0.52 0.61671853 0.8777 -6.52
264348_at putative NPK1-related protein kina NRT1.1 AT1G12110 -1.27 -0.35 -0.52 0.61677232 0.8777 -6.52



259809_at hypothetical protein predicted by g --- AT1G49800 -1.06 -0.09 -0.52 0.61666613 0.8777 -6.52
263059_at putative non-LTR retrolelement rev--- --- -1.04 -0.06 -0.52 0.61678466 0.8777 -6.52
263662_at ankyrin-like protein EST gb|ATTS0--- AT1G04430 1.07 0.10 0.52 0.61687473 0.8777 -6.52
262429_at polyprotein, putative similar to poly--- --- -1.05 -0.07 -0.52 0.61691127 0.8777 -6.52
265496_at copia-like retroelement pol polypro --- --- 1.03 0.05 0.52 0.61689579 0.8777 -6.52
254048_at putative protein various predicted --- AT4G25680 -1.07 -0.10 -0.52 0.61709394 0.8778 -6.52
256163_at terpene cyclase, putative similar to--- AT1G48820 1.03 0.05 0.52 0.61703246 0.8778 -6.52
259693_at hypothetical protein predicted by g --- AT1G63060 -1.05 -0.07 -0.52 0.61705975 0.8778 -6.52
254249_at serine /threonine kinase - like prot --- AT4G23280 -1.12 -0.16 -0.52 0.6172032 0.8778 -6.52
265426_at hypothetical protein predicted by g --- AT2G20740 1.05 0.07 0.52 0.6171971 0.8778 -6.52
248366_at SCARECROW transcriptional regu--- AT5G52510 1.05 0.07 0.52 0.61782112 0.8780 -6.52
255535_at putative RNaseP-associated prote--- AT4G01790 1.06 0.09 0.52 0.61766223 0.8780 -6.52
246090_at putative protein BEM46 bem1/budWAV2 AT5G20520 1.08 0.11 0.52 0.61753533 0.8780 -6.52
257619_at unknown protein ICK3 AT3G24810 1.05 0.07 0.52 0.61780808 0.8780 -6.52
259229_at unknown protein similar to transcripADA2A AT3G07740 -1.05 -0.08 -0.52 0.61771146 0.8780 -6.52
253882_at pelota (PEL1) PEL1 AT4G27650 -1.05 -0.07 -0.52 0.61776845 0.8780 -6.52
248673_at putative protein contains similarity --- AT5G48780 1.04 0.05 0.52 0.61749855 0.8780 -6.52
259792_at unknown protein ; supported by cDCAD1 AT1G29690 -1.13 -0.17 -0.52 0.61763815 0.8780 -6.52
251761_at glucuronosyl transferase - like pro --- AT3G55700 1.06 0.08 0.52 0.61779227 0.8780 -6.52
248047_at putative protein similar to unknown--- AT5G56070 1.04 0.06 0.52 0.61763505 0.8780 -6.52
264872_at putative floral homeotic protein, AG 03-ספט AT1G24260 1.06 0.09 0.52 0.61751995 0.8780 -6.52
252955_at multiubiquitin chain binding proteinRPN10 AT4G38630 -1.03 -0.05 -0.52 0.61745696 0.8780 -6.52
249617_at receptor protein kinase-like protein --- AT5G37450 1.05 0.08 0.52 0.61756146 0.8780 -6.52
252968_at putative protein unknown mRNA, --- AT4G38890 1.06 0.09 0.52 0.61789936 0.8780 -6.52
266211_at putative retroelement pol polyprote--- --- -1.04 -0.06 -0.52 0.61799473 0.8781 -6.52
266562_at unknown protein --- AT2G23970 -1.06 -0.09 -0.52 0.618014 0.8781 -6.52
254045_at pumilio-like protein abdominal segAPUM6 AT4G25880 1.04 0.05 0.52 0.61866902 0.8782 -6.52
261062_at transcription factor scarecrow-like SCL14 AT1G07530 1.04 0.06 0.52 0.61860888 0.8782 -6.52
266806_at unknown protein  ;supported by ful --- AT2G30000 1.05 0.08 0.52 0.61846607 0.8782 -6.52
257188_at hypothetical protein contains Pfam --- AT3G13150 -1.05 -0.07 -0.52 0.6184536 0.8782 -6.52
246693_at putative protein --- AT5G29070 1.04 0.06 0.52 0.61878642 0.8782 -6.52
265006_at unknown protein similar to small zi TIM13 AT1G61570 1.10 0.14 0.52 0.6186097 0.8782 -6.52
265222_at putative endosomal protein  ; supp --- AT2G01970 -1.03 -0.05 -0.52 0.61844519 0.8782 -6.52
251884_at embryonic abundant protein -like e--- AT3G54150 1.22 0.29 0.52 0.61825055 0.8782 -6.52
261674_at unknown protein --- AT1G18270 1.08 0.11 0.52 0.61862019 0.8782 -6.52



249615_x_at contains similarity to unknown prot AGL105 AT5G37420 -1.04 -0.06 -0.52 0.61838626 0.8782 -6.52
253169_at putative protein various predicted --- AT4G35120 1.05 0.07 0.52 0.61851293 0.8782 -6.52
254658_at putative protein predicted gene M0--- AT4G18230 1.04 0.06 0.52 0.61877348 0.8782 -6.52
259877_at unknown protein C-terminal portionSDG26 AT1G76710 1.05 0.07 0.52 0.61838114 0.8782 -6.52
249082_at legumin-like protein CRA1 AT5G44120 1.04 0.06 0.52 0.61850124 0.8782 -6.52
249522_at putative protein similar to unknown--- AT5G38700 -1.04 -0.06 -0.52 0.61830255 0.8782 -6.52
262034_at hypothetical protein predicted by g --- --- 1.04 0.06 0.52 0.6184443 0.8782 -6.52
245843_at unknown protein --- AT1G26180 1.05 0.07 0.52 0.61875733 0.8782 -6.52
266437_at unknown protein --- AT2G43160 1.05 0.07 0.52 0.61868266 0.8782 -6.52
246241_at patatin-like protein PLP4 AT4G37050 -1.05 -0.07 -0.52 0.61851661 0.8782 -6.52
263139_at hypothetical protein similar to hypo--- AT1G65110 -1.03 -0.05 -0.52 0.6188502 0.8782 -6.52
262579_at hypothetical protein predicted by g --- AT1G15320 1.04 0.05 0.52 0.61887182 0.8782 -6.52
263314_at putative membrane transporter --- AT2G05760 1.03 0.05 0.52 0.61892531 0.8782 -6.52
246463_at quinone oxidoreductase -like proteAT-AER AT5G16970 -1.07 -0.09 -0.52 0.61985206 0.8784 -6.52
246724_at putative protein CDPK substrate p--- AT5G29000 -1.05 -0.08 -0.52 0.61938532 0.8784 -6.52
258800_at unknown protein predicted by gen --- AT3G04550 -1.05 -0.07 -0.52 0.61913323 0.8784 -6.52
248700_at ligand-gated ion channel protein-likATGLR1.2 AT5G48400 -1.05 -0.07 -0.52 0.61925752 0.8784 -6.52
259806_at mysoin-like protein similar to GI:23--- AT1G47900 1.06 0.09 0.52 0.61940818 0.8784 -6.52
263202_at putative inositol 1,4,5-trisphosphat5PTASE13 AT1G05630 -1.11 -0.15 -0.52 0.62008959 0.8784 -6.52
265664_at unknown protein predicted by gens--- AT2G24420 1.05 0.07 0.52 0.61910269 0.8784 -6.52
266920_at hypothetical protein predicted by g --- AT2G45750 -1.05 -0.07 -0.52 0.61959561 0.8784 -6.52
246425_at cellulose synthase catalytic subuni IRX3 AT5G17420 1.10 0.13 0.52 0.62006222 0.8784 -6.52
246005_at lipoic acid synthase - like protein l --- AT5G08415 1.06 0.09 0.52 0.61975811 0.8784 -6.52
250869_at Terminal flower1 (TFL1) ; supporteTFL1 AT5G03840 -1.04 -0.06 -0.52 0.61925323 0.8784 -6.52
248257_at putative protein similar to unknown--- AT5G53410 -1.06 -0.08 -0.52 0.61988739 0.8784 -6.52
262628_at glucan synthase, putative similar t ATGSL07 AT1G06490 -1.05 -0.08 -0.52 0.61960661 0.8784 -6.52
266730_at putative RNA-binding protein --- AT2G03110 -1.04 -0.06 -0.52 0.61966062 0.8784 -6.52
263960_at putative kinesin-related cytokinesis--- AT2G36200 1.04 0.06 0.52 0.61992816 0.8784 -6.52
257091_at DNA polymerase, putative C-term POLGAMM AT3G20540 -1.06 -0.08 -0.52 0.61995003 0.8784 -6.52
246141_at TipD - like WD repeat protein TipD--- AT5G19920 -1.05 -0.07 -0.52 0.61999745 0.8784 -6.52
267086_at putative salt-inducible protein --- AT2G32630 -1.05 -0.07 -0.52 0.61973321 0.8784 -6.52
266263_at putative flavonol sulfotransferase --- AT2G27570 1.04 0.06 0.52 0.61948128 0.8784 -6.52
250476_at MADS box protein FLOWERING L FLC AT5G10140 -1.04 -0.06 -0.52 0.6200186 0.8784 -6.52
251111_at putative protein different hypothetic--- AT5G01310 1.05 0.07 0.52 0.61970058 0.8784 -6.52
266409_at hypothetical protein predicted by g --- AT2G38510 -1.05 -0.07 -0.52 0.61952331 0.8784 -6.52



259879_at putative calmodulin similar to calm CML38 AT1G76650 1.21 0.27 0.52 0.61947536 0.8784 -6.52
248648_at putative protein similar to unknown--- AT5G49220 -1.05 -0.07 -0.52 0.61993095 0.8784 -6.52
264725_at Expressed protein ; supported by f --- AT1G22885 1.09 0.12 0.52 0.61953753 0.8784 -6.52
254499_at putative protein probable membra --- AT4G20100 -1.04 -0.06 -0.52 0.6194527 0.8784 -6.52
258762_at hypothetical protein --- AT3G10750 1.06 0.08 0.52 0.61950108 0.8784 -6.52
251898_at floral homeotic protein APETALA3 AP3 AT3G54340 1.03 0.05 0.52 0.62013771 0.8784 -6.52
259338_at s-syntaxin-like protein similar to s-sSYP131 AT3G03800 -1.04 -0.05 -0.52 0.62021186 0.8784 -6.52
248148_at putative protein similar to unknown--- AT5G54930 -1.07 -0.10 -0.52 0.62024369 0.8784 -6.52
262056_at Expressed protein ; supported by f --- AT1G80245 -1.04 -0.06 -0.52 0.62039094 0.8784 -6.52
262621_at hypothetical protein --- AT1G06530 -1.04 -0.06 -0.52 0.62048556 0.8784 -6.52
253354_at putative protein RNA helicase DBP--- AT4G33370 1.08 0.11 0.52 0.620365 0.8784 -6.52
256993_at unknown protein  ; supported by cD--- AT3G28670 -1.03 -0.05 -0.52 0.62047494 0.8784 -6.52
262139_at mutator-like transposase, putative AT1G52615--- 1.04 0.05 0.52 0.62047871 0.8784 -6.52
262679_at unknown protein ; supported by cDLCR67 AT1G75830 -1.05 -0.07 -0.52 0.62045794 0.8784 -6.52
245124_at small nuclear ribonucleoprotein U1U1A AT2G47580 1.04 0.06 0.52 0.62065255 0.8785 -6.52
245397_at auxin-responsive protein IAA1 ;supIAA1 AT4G14560 -1.12 -0.17 -0.52 0.62078229 0.8785 -6.52
246138_at putative protein predicted proteins --- AT5G19870 -1.03 -0.05 -0.52 0.6206704 0.8785 -6.52
253176_at putative protein Human (H326) mR--- AT4G35140 -1.07 -0.09 -0.52 0.62088219 0.8785 -6.52
251763_at MYB transcription factor - like protMYB109 AT3G55730 1.05 0.07 0.52 0.62059568 0.8785 -6.52
262998_at hypothetical protein predicted by g --- AT1G54280 1.03 0.05 0.52 0.62088469 0.8785 -6.52
264834_at unknown protein similar to ESTs gb--- AT1G03730 1.09 0.12 0.52 0.6207145 0.8785 -6.52
250702_at peroxidase  ;supported by full-leng --- AT5G06730 -1.25 -0.32 -0.52 0.62083134 0.8785 -6.52
255976_at hypothetical protein predicted by g --- AT1G22010 -1.04 -0.05 -0.52 0.62078666 0.8785 -6.52
252072_at putative protein protein kinase PK --- AT3G51710 -1.04 -0.06 -0.52 0.62081259 0.8785 -6.52
266003_at hypothetical protein predicted by g --- AT2G37320 1.06 0.08 0.52 0.62100161 0.8785 -6.52
255661_at hypothetical protein ULP1B AT4G00690 1.04 0.05 0.52 0.62101097 0.8785 -6.52
259561_at hypothetical protein ; supported by WAK1 AT1G21250 1.26 0.33 0.52 0.62098536 0.8785 -6.52
257825_at protein kinase, putative contains P--- AT3G26700 -1.04 -0.06 -0.52 0.62119927 0.8785 -6.52
266441_at hypothetical protein predicted by g --- AT2G43250 1.04 0.06 0.52 0.62131221 0.8785 -6.52
263692_at unknown protein Location of ESTs--- AT1G26850 1.04 0.06 0.52 0.62133902 0.8785 -6.52
245767_at hypothetical protein similar to putat--- AT1G33610 -1.03 -0.05 -0.52 0.62114993 0.8785 -6.52
267190_at putative N-myristoyltransferase  ; sNMT2 AT2G44170 1.04 0.06 0.52 0.62126423 0.8785 -6.52
264831_at hypothetical protein predicted by g --- AT1G03687 -1.04 -0.06 -0.52 0.6213195 0.8785 -6.52
252024_at monodehydroascorbate reductaseATMDAR1 AT3G52880 1.05 0.08 0.52 0.62133778 0.8785 -6.52
245339_at hypothetical protein ;supported by COBL7 AT4G16120 -1.08 -0.11 -0.52 0.62167712 0.8786 -6.52



254593_s_at putative protein IEF SSP 9502, Ho--- AT4G18900 / 1.05 0.07 0.52 0.62162992 0.8786 -6.52
259603_at Expressed protein ; supported by f --- AT1G56500 1.07 0.09 0.52 0.62173391 0.8786 -6.52
251437_at putative protein hypothetical prote --- AT3G59910 1.04 0.05 0.52 0.62181117 0.8786 -6.52
252643_at acidic ribosomal protein P2 -like a --- AT3G44590 -1.11 -0.14 -0.52 0.62173749 0.8786 -6.52
245484_at enoyl-CoA hydratase like protein ECHIA AT4G16210 -1.04 -0.06 -0.52 0.62186053 0.8786 -6.52
261170_at growth regulator protein similar to G--- AT1G04910 1.04 0.06 0.52 0.62164894 0.8786 -6.52
265772_at putative protein kinase contains a pRKF3 AT2G48010 -1.06 -0.08 -0.52 0.62182154 0.8786 -6.52
263149_at unknown protein --- AT1G53970 1.04 0.06 0.52 0.62143927 0.8786 -6.52
246414_at hypothetical protein similar to hypo--- AT1G77340 1.04 0.05 0.52 0.62161187 0.8786 -6.52
244963_at PSII cytochrome b559 --- --- -1.03 -0.05 -0.52 0.62188362 0.8786 -6.52
261756_at Expressed protein ; supported by f --- AT1G08315 1.09 0.13 0.52 0.62142603 0.8786 -6.52
255800_at putative protein transposase, Ipom--- AT4G10200 -1.04 -0.05 -0.52 0.62155026 0.8786 -6.52
255606_at hypothetical protein similar to T3F --- AT4G01110 -1.06 -0.08 -0.52 0.62170158 0.8786 -6.52
246700_at cysteine synthase - like cysteine s --- AT5G28030 -1.09 -0.12 -0.52 0.62210264 0.8787 -6.52
246846_at putative protein --- AT5G26760 1.04 0.05 0.52 0.62210549 0.8787 -6.52
265455_at hypothetical protein predicted by g --- AT2G46560 1.04 0.06 0.52 0.62207641 0.8787 -6.52
255559_at putative NAK-like ser/thr protein k --- AT4G02010 1.05 0.08 0.52 0.62216342 0.8787 -6.52
262629_at heat shock protein, putative conta ACD32.1 AT1G06460 -1.04 -0.05 -0.52 0.62243581 0.8788 -6.52
249953_at FAR1 - like protein far-red impaireFRS12 AT5G18960 1.05 0.07 0.52 0.62240811 0.8788 -6.52
247774_at putative protein fruit ripening expre--- AT5G58660 1.04 0.05 0.52 0.62237657 0.8788 -6.52
246248_at hypothetical protein --- AT4G36560 -1.04 -0.05 -0.52 0.62237953 0.8788 -6.52
267295_at pregeranylgeranyl pyrophosphate GGPS2 AT2G23800 1.04 0.05 0.52 0.62236654 0.8788 -6.52
258700_at putative SF16 protein similar to SF IQD1 AT3G09710 -1.04 -0.06 -0.52 0.62251796 0.8789 -6.52
255241_at putative protein hypothetical prote --- --- -1.03 -0.05 -0.52 0.62262472 0.8790 -6.52
245005_at ribosomal protein S14 --- --- -1.07 -0.10 -0.52 0.62277442 0.8791 -6.53
267301_at ubiquitin activating enzyme 1 (UBAATUBA1 AT2G30110 1.04 0.06 0.52 0.62275656 0.8791 -6.53
259565_at hypothetical protein --- AT1G20530 1.03 0.04 0.52 0.62279319 0.8791 -6.53
262294_at hypothetical protein identical to hyp--- AT1G27610 -1.04 -0.06 -0.52 0.6229578 0.8791 -6.53
262085_at hypothetical protein predicted by g --- AT1G56060 1.21 0.27 0.52 0.62295382 0.8791 -6.53
254719_at putative protein beta 1,3-glucanas--- AT4G13600 1.05 0.06 0.52 0.62295141 0.8791 -6.53
252343_at putative protein hypothetical prote --- AT3G48610 -1.14 -0.19 -0.52 0.62301158 0.8792 -6.53
254394_at subtilisin-like serine protease conta--- AT4G21630 1.03 0.05 0.51 0.62304191 0.8792 -6.53
248689_at SCARECROW gene regulator-like PAT1 AT5G48150 1.05 0.07 0.51 0.62311664 0.8792 -6.53
257297_at unknown protein contains Pfam pr--- AT3G28040 1.11 0.15 0.51 0.62318567 0.8793 -6.53
251381_at secretory protein - like 33 kDa secPDLP8 AT3G60720 / -1.08 -0.11 -0.51 0.6233085 0.8794 -6.53



254850_at putative protein predicted proteins --- AT4G12000 -1.06 -0.09 -0.51 0.62334856 0.8794 -6.53
258416_at hypothetical protein predicted by g--- AT3G17310 -1.04 -0.06 -0.51 0.62357996 0.8796 -6.53
246060_at rev interacting protein mis3 - like r --- AT5G08420 1.03 0.05 0.51 0.62373734 0.8796 -6.53
266578_at putative cinnamoyl CoA reductase --- AT2G23910 -1.05 -0.07 -0.51 0.62367007 0.8796 -6.53
249420_at NAC domain/ NAM like protein NAanac094 AT5G39820 -1.04 -0.06 -0.51 0.62373519 0.8796 -6.53
256194_at unknown protein --- --- 1.06 0.08 0.51 0.62367845 0.8796 -6.53
261688_at unknown protein contains similarity--- AT1G47380 -1.13 -0.18 -0.51 0.62426541 0.8797 -6.53
261248_at calreticulin, putative similar to GB: --- AT1G20030 1.11 0.15 0.51 0.62430225 0.8797 -6.53
258568_at unknown protein contains Pfam pro--- AT3G04470 1.04 0.06 0.51 0.62394116 0.8797 -6.53
264973_at nitrate transporter, putative nitrate --- AT1G27040 -1.05 -0.07 -0.51 0.62423301 0.8797 -6.53
254868_at copper amine oxidase like protein --- AT4G12270 -1.05 -0.07 -0.51 0.62396492 0.8797 -6.53
250894_s_at putative protein proline-rich protein--- AT5G03810 / -1.05 -0.06 -0.51 0.62417331 0.8797 -6.53
259468_at unknown protein TTN10 AT1G19080 / 1.05 0.07 0.51 0.6239339 0.8797 -6.53
265875_at unknown protein  ; supported by cD--- AT2G01690 -1.05 -0.07 -0.51 0.6241873 0.8797 -6.53
257620_at hypothetical protein predicted by g --- AT3G24850 1.05 0.07 0.51 0.62417829 0.8797 -6.53
260562_at putative protein kinase contains a p--- AT2G43850 -1.06 -0.08 -0.51 0.62414189 0.8797 -6.53
250138_at DRH1 DEAD box protein - like DR--- AT5G14610 -1.04 -0.06 -0.51 0.62399456 0.8797 -6.53
260536_at putative electron transfer flavoproteETFQO AT2G43400 1.08 0.10 0.51 0.62393787 0.8797 -6.53
263269_at En/Spm-like transposon protein rel --- --- 1.04 0.06 0.51 0.62422185 0.8797 -6.53
254727_at hypothetical protein PTAC5 AT4G13670 1.03 0.05 0.51 0.6242299 0.8797 -6.53
257352_at putative RING3 protein IMB1 AT2G34900 1.05 0.07 0.51 0.62438404 0.8797 -6.53
250297_at putative protein predicted protein, --- AT5G11980 1.05 0.07 0.51 0.62445484 0.8798 -6.53
266899_at hypothetical protein predicted by g --- AT2G34620 1.11 0.15 0.51 0.62473767 0.8798 -6.53
265572_at putative carbonic anhydrase ATACA2 AT2G28210 -1.29 -0.37 -0.51 0.6246293 0.8798 -6.53
253803_at putative protein hypothetical prote --- AT4G28200 -1.04 -0.06 -0.51 0.62474003 0.8798 -6.53
250984_at protein kinase - like protein kinase--- AT5G02800 -1.03 -0.05 -0.51 0.62470322 0.8798 -6.53
259360_at hypothetical protein predicted by g --- AT1G13310 -1.04 -0.05 -0.51 0.62454485 0.8798 -6.53
244971_at ATP-dependent protease subunit --- --- 1.04 0.06 0.51 0.62471605 0.8798 -6.53
248321_at putative protein similar to unknown--- AT5G52740 -1.04 -0.06 -0.51 0.62468611 0.8798 -6.53
261319_at phytochrome A supressor spa1, p SPA4 AT1G53090 1.03 0.04 0.51 0.62478386 0.8798 -6.53
266184_s_at phosphate transporter (AtPT2) idenATPT2 AT2G38940 / 1.09 0.13 0.51 0.62487475 0.8799 -6.53
263325_at putative RING zinc finger protein  ; XERICO AT2G04240 1.09 0.12 0.51 0.62489262 0.8799 -6.53
257560_at galactosyltransferase, putative con--- AT3G14960 -1.03 -0.05 -0.51 0.62492506 0.8799 -6.53
246210_at ribosomal protein ; supported by cD--- AT4G36420 1.06 0.09 0.51 0.6250071 0.8799 -6.53
260108_at hypothetical protein similar to putat--- AT1G63280 -1.04 -0.06 -0.51 0.62508431 0.8800 -6.53



245825_at protein kinase, putative similar to pATSK42 AT1G57870 -1.04 -0.06 -0.51 0.62517804 0.8800 -6.53
250743_at phosphate/phosphoenolpyruvate tr--- AT5G05820 1.05 0.07 0.51 0.62547289 0.8802 -6.53
263188_at hypothetical protein predicted by g --- AT1G36095 -1.04 -0.06 -0.51 0.62538742 0.8802 -6.53
248562_at putative protein strong similarity to --- AT5G49680 1.10 0.14 0.51 0.62549594 0.8802 -6.53
246729_at putative protein --- AT5G28070 -1.04 -0.06 -0.51 0.62549547 0.8802 -6.53
257085_at ubiquitin-specific protease 14 (UB UBP14 AT3G20630 -1.07 -0.10 -0.51 0.62539844 0.8802 -6.53
267095_at putative AMP deaminase  ; suppor FAC1 AT2G38280 -1.05 -0.07 -0.51 0.62556946 0.8803 -6.53
254088_at putative protein snurportin1 m3G-c--- AT4G24880 1.06 0.08 0.51 0.62587221 0.8803 -6.53
250591_at alpha galactosyltransferase protein--- AT5G07720 -1.05 -0.07 -0.51 0.62583184 0.8803 -6.53
257683_at hypothetical protein predicted by g --- AT3G13280 -1.04 -0.06 -0.51 0.62567976 0.8803 -6.53
248426_at putative protein contains similarity --- AT5G51740 -1.04 -0.05 -0.51 0.62584686 0.8803 -6.53
267195_at putative protein kinase contains a p--- AT2G30940 1.06 0.08 0.51 0.62585587 0.8803 -6.53
267076_at calcium binding protein (CaBP-22) --- AT2G41090 1.23 0.30 0.51 0.62590712 0.8803 -6.53
254974_at putative flavanone 3-beta-hydroxy--- AT4G10490 1.04 0.05 0.51 0.62565626 0.8803 -6.53
251779_at putative protein various predicted --- --- -1.04 -0.06 -0.51 0.62574601 0.8803 -6.53
258442_at hypothetical protein predicted by g --- AT3G01015 1.04 0.05 0.51 0.62573814 0.8803 -6.53
246305_at putative protein protein At2g40060--- AT3G51890 1.05 0.07 0.51 0.6261073 0.8803 -6.53
257420_at hypothetical protein predicted by g --- AT1G77250 -1.05 -0.07 -0.51 0.62604056 0.8803 -6.53
258650_at putative protein kinase similar to pr--- AT3G09830 1.08 0.11 0.51 0.62637356 0.8803 -6.53
257212_at zinc-binding dehydrogenase, puta --- AT3G15090 -1.06 -0.08 -0.51 0.62606786 0.8803 -6.53
261635_at tubulin alpha-6 chain, putative ide --- AT1G50020 -1.05 -0.08 -0.51 0.62635841 0.8803 -6.53
257116_at arginine methyltransferase, putativPRMT6 AT3G20020 1.05 0.07 0.51 0.626354 0.8803 -6.53
250251_at putative protein contains similarity --- AT5G13670 -1.04 -0.06 -0.51 0.62616781 0.8803 -6.53
248727_at cytochrome P450 CYP705A5 AT5G47990 -1.04 -0.05 -0.51 0.62622206 0.8803 -6.53
265302_at Mutator-like transposase similar to --- --- 1.03 0.05 0.51 0.62631336 0.8803 -6.53
246498_at stearoyl-acyl carrier protein desatu--- AT5G16230 -1.11 -0.15 -0.51 0.62615792 0.8803 -6.53
252432_at hypothetical protein --- AT3G47675 / -1.03 -0.05 -0.51 0.62638902 0.8803 -6.53
251676_at hypothetical protein --- AT3G57320 1.06 0.09 0.51 0.62643435 0.8804 -6.53
252819_at putative protein several hypothetica--- --- -1.03 -0.05 -0.51 0.62652364 0.8804 -6.53
266177_at putative phloem-specific lectin ATPP2-B3 AT2G02270 1.05 0.08 0.51 0.62651275 0.8804 -6.53
262050_at unknown protein ;supported by full --- AT1G80130 -1.19 -0.25 -0.51 0.62681177 0.8806 -6.53
253357_at Dem -like protein Dem (defective e--- AT4G33400 1.04 0.06 0.51 0.62677957 0.8806 -6.53
249367_at putative protein predicted protein, --- AT5G40630 -1.04 -0.06 -0.51 0.6269204 0.8806 -6.53
250003_at hypothetical protein predicted prote--- AT5G18710 -1.04 -0.05 -0.51 0.62676843 0.8806 -6.53
247872_at putative protein similar to unknown--- AT5G57670 -1.06 -0.08 -0.51 0.62687388 0.8806 -6.53



248412_at putative protein contains similarity --- AT5G51590 -1.04 -0.06 -0.51 0.62689743 0.8806 -6.53
258260_at unknown protein  ; supported by cD--- AT3G26850 1.04 0.05 0.51 0.62733497 0.8807 -6.53
245543_at glucosyltransferase --- AT4G15260 1.05 0.07 0.51 0.62736801 0.8807 -6.53
249888_s_at zinc finger protein-like  ; supported --- AT5G22480 / 1.04 0.06 0.51 0.62727141 0.8807 -6.53
260505_at Cyclin, putative similar to GB:CABCYCA3;4 AT1G47230 -1.04 -0.05 -0.51 0.62729259 0.8807 -6.53
256108_at hypothetical protein predicted by g --- AT1G16940 -1.06 -0.08 -0.51 0.62717992 0.8807 -6.53
258017_at unknown protein --- AT3G19370 -1.08 -0.11 -0.51 0.62728124 0.8807 -6.53
260061_at cell division protein kinase similar tCDKD1;1 AT1G73690 -1.06 -0.09 -0.51 0.6271397 0.8807 -6.53
256021_at unknown protein contains Pfam proZW9 AT1G58270 1.06 0.09 0.51 0.62713958 0.8807 -6.53
254514_at hypothetical protein --- AT4G20250 -1.05 -0.07 -0.51 0.62715322 0.8807 -6.53
245165_at unknown protein predicted by gens--- AT2G33180 1.10 0.13 0.51 0.62712144 0.8807 -6.53
249928_at CCR4-associated factor-like protei --- AT5G22250 -1.26 -0.33 -0.51 0.6276731 0.8811 -6.53
261519_at unknown protein ; supported by cD--- AT1G71810 -1.06 -0.09 -0.51 0.62773614 0.8811 -6.53
262018_at hypothetical protein predicted by g --- AT1G35617 1.05 0.07 0.51 0.62784299 0.8812 -6.53
256945_at hypothetical protein similar to exten--- AT3G19020 1.04 0.06 0.51 0.62791923 0.8812 -6.53
261346_at putative aspartyl protease contains--- AT1G79720 1.04 0.06 0.51 0.6285719 0.8815 -6.53
258764_at putative pectinesterase contains si --- AT3G10720 -1.09 -0.13 -0.51 0.62941481 0.8815 -6.53
257157_at syntaxin-like protein similar to syn SYP32 AT3G24350 -1.06 -0.08 -0.51 0.62828826 0.8815 -6.53
247912_at putative protein contains similarity --- AT5G57480 1.09 0.12 0.51 0.62963323 0.8815 -6.53
261398_at hypothetical protein contains similaNHX6 AT1G79610 -1.04 -0.06 -0.51 0.62924878 0.8815 -6.53
245822_at unknown protein ; supported by cD--- AT1G26110 -1.05 -0.07 -0.51 0.62893138 0.8815 -6.53
260984_at Expressed protein ; supported by f --- AT1G53645 1.08 0.11 0.51 0.62963471 0.8815 -6.53
265092_at hypothetical protein predicted by g --- AT1G03910 -1.03 -0.05 -0.51 0.62944137 0.8815 -6.53
259924_at putative DNA-binding protein simila--- AT1G72740 1.05 0.07 0.51 0.62884831 0.8815 -6.53
267136_at putative GTP-binding protein (extraXLG1 AT2G23460 1.04 0.06 0.51 0.62966407 0.8815 -6.53
249787_at putative protein contains similarity --- AT5G24320 -1.04 -0.05 -0.51 0.6291969 0.8815 -6.53
255728_at unknown protein --- AT1G25500 -1.07 -0.10 -0.51 0.62959589 0.8815 -6.53
259626_at bZIP transcription factor, putative ATBZIP60 AT1G42990 1.16 0.21 0.51 0.62826348 0.8815 -6.53
245679_at clathrin-associated protein, putativ--- AT1G56590 1.04 0.06 0.51 0.62908416 0.8815 -6.53
267489_s_at putative DNA2-NAM7 helicase fam--- AT2G19120 / -1.06 -0.09 -0.51 0.62858023 0.8815 -6.53
248469_at putative protein similar to unknownanac097 AT5G50820 -1.05 -0.08 -0.51 0.62925809 0.8815 -6.53
256007_at allinase, putative similar to allinaseSAMC2 AT1G34065 -1.06 -0.08 -0.51 0.62937043 0.8815 -6.53
250301_at putative protein predicted proteins --- AT5G11970 1.06 0.08 0.51 0.62966708 0.8815 -6.53
264302_at ATPase 70 kDa subunit, putative sVHA-A AT1G78900 -1.05 -0.06 -0.51 0.62878111 0.8815 -6.53
257550_at hypothetical protein similar to GB:A--- AT3G18460 -1.05 -0.07 -0.51 0.62950866 0.8815 -6.53



251071_at putative protein receptor protein kin--- AT5G01950 -1.07 -0.10 -0.51 0.62838277 0.8815 -6.53
248822_at peroxidase  ;supported by full-leng --- AT5G47000 -1.04 -0.05 -0.51 0.62958588 0.8815 -6.53
257590_s_at hypothetical protein predicted by g --- AT3G24870 / -1.05 -0.07 -0.51 0.62934014 0.8815 -6.53
261780_at cyclin, putative similar to B-like cycCYCB2;4 AT1G76310 1.04 0.06 0.51 0.6288271 0.8815 -6.53
257895_at dihydrolipoamide dehydrogenase, LPD1 AT3G16950 1.08 0.12 0.51 0.62862733 0.8815 -6.53
257064_at hypothetical protein predicted by g --- AT3G18260 -1.05 -0.07 -0.51 0.62861611 0.8815 -6.53
249747_at putative protein similar to unknown--- AT5G24600 1.05 0.07 0.51 0.62883425 0.8815 -6.53
252744_at putative protein hypothetical prote --- AT3G43310 -1.04 -0.06 -0.51 0.62902447 0.8815 -6.53
250989_at cytochrome P450 - like protein cytCYP96A13 AT5G02900 -1.03 -0.05 -0.51 0.62857035 0.8815 -6.53
258185_at hypothetical protein similar to hypo--- AT3G21580 -1.05 -0.07 -0.51 0.62901738 0.8815 -6.53
254586_at TMV resistance protein N-like TMV--- AT4G19510 1.05 0.06 0.51 0.62840392 0.8815 -6.53
246347_at putative protein probable chloropla --- AT3G56830 1.04 0.06 0.51 0.62944684 0.8815 -6.53
265047_at hypothetical protein similar to unknIQD27 AT1G51960 1.04 0.06 0.50 0.62969149 0.8815 -6.53
264874_at unknown protein Location of EST g--- AT1G24240 -1.04 -0.05 -0.51 0.62838279 0.8815 -6.53
249699_at putative protein similar to unknown--- AT5G35540 -1.03 -0.04 -0.51 0.629389 0.8815 -6.53
260265_at hypothetical protein similar to hypoLBD42 AT1G68510 1.05 0.07 0.51 0.62814057 0.8815 -6.53
257259_at hypothetical protein predicted by g --- AT3G22090 1.03 0.05 0.51 0.62961336 0.8815 -6.53
247557_at putative protein --- AT5G61050 1.03 0.05 0.51 0.62814771 0.8815 -6.53
252705_at putative protein predicted proteins --- --- -1.05 -0.07 -0.51 0.62844235 0.8815 -6.53
260554_at putative zinc protease member of i --- AT2G41790 -1.03 -0.05 -0.51 0.62874344 0.8815 -6.53
247666_at putative protein various predicted --- AT5G60140 -1.03 -0.05 -0.51 0.62880774 0.8815 -6.53
245322_at Expressed protein ; supported by f --- AT4G14815 1.08 0.12 0.51 0.62907496 0.8815 -6.53
258570_at phosphoenolpyruvate carboxylasePPCK2 AT3G04530 -1.05 -0.07 -0.50 0.62991967 0.8817 -6.53
246669_at  galactinol synthase, putative  --- AT5G30500 1.05 0.07 0.50 0.63002457 0.8818 -6.53
266470_at putative non-LTR retroelement rev --- --- -1.07 -0.10 -0.50 0.63018744 0.8820 -6.53
249558_at hypothetical protein --- AT5G38310 1.15 0.20 0.50 0.63024199 0.8820 -6.53
267377_at beta-ketoacyl-CoA synthase (FIDDKCS10 AT2G26250 1.09 0.12 0.50 0.63041483 0.8820 -6.53
259597_at ATP-dependent RNA helicase, pu --- AT1G27900 -1.05 -0.07 -0.50 0.63079612 0.8820 -6.53
267298_at putative homeodomain transcriptio BLH4 AT2G23760 -1.06 -0.08 -0.50 0.63049819 0.8820 -6.53
246782_at putative protein PrMC3 - Pinus radGID1C AT5G27320 1.08 0.12 0.50 0.63072217 0.8820 -6.53
262031_x_at hypothetical protein similar to putat--- --- 1.04 0.06 0.50 0.63038144 0.8820 -6.53
260698_at unknown protein contains similarity--- AT1G32300 1.03 0.05 0.50 0.63029356 0.8820 -6.53
267328_at putative receptor-like protein kinas --- AT2G19230 1.05 0.07 0.50 0.63052773 0.8820 -6.53
267042_at putative non-LTR retroelement rev --- AT2G34320 -1.04 -0.06 -0.50 0.63062268 0.8820 -6.53
248775_at receptor kinase-like protein CCR4 AT5G47850 -1.23 -0.30 -0.50 0.63075771 0.8820 -6.53



260591_at predicted protein --- AT1G53325 1.03 0.05 0.50 0.63075837 0.8820 -6.53
260474_at lysophospholipase isolog --- AT1G11090 -1.05 -0.07 -0.50 0.630581 0.8820 -6.53
265350_at unknown protein predicted by gens--- AT2G22620 1.04 0.06 0.50 0.63078795 0.8820 -6.53
261546_at hypothetical protein --- AT1G63520 -1.04 -0.06 -0.50 0.63048044 0.8820 -6.53
263966_s_at putative TNP2-like transposon prot--- --- -1.04 -0.06 -0.50 0.63039514 0.8820 -6.53
266677_at hypothetical protein predicted by g --- AT2G29820 -1.05 -0.07 -0.50 0.63086016 0.8821 -6.53
265167_at putative OBP32pep protein --- AT1G23680 -1.04 -0.06 -0.50 0.63097279 0.8821 -6.53
252052_at beta-fructofuranosidase AtcwINV2 AT3G52600 -1.03 -0.05 -0.50 0.63102214 0.8821 -6.53
258279_at putative self-incompatibility protein--- AT3G26870 1.03 0.04 0.50 0.6310389 0.8821 -6.53
259999_at hypothetical protein predicted by g --- AT1G68080 1.06 0.08 0.50 0.63100903 0.8821 -6.53
255187_s_at putative transposon protein --- --- -1.04 -0.05 -0.50 0.63109116 0.8821 -6.53
256961_at transcription initiation factor TFIID- TBP1 AT3G13445 1.04 0.06 0.50 0.63121956 0.8822 -6.53
257358_at unknown protein predicted by gens--- AT2G40990 1.06 0.09 0.50 0.63123774 0.8822 -6.53
247865_at Expressed protein ; supported by f --- AT5G57815 1.04 0.05 0.50 0.63138194 0.8822 -6.53
266546_at putative AT-hook DNA-binding pro --- AT2G35270 -1.03 -0.05 -0.50 0.63143824 0.8822 -6.53
263103_at putative Ta11-like non-LTR retroele--- --- -1.04 -0.06 -0.50 0.63142858 0.8822 -6.53
256732_at hypothetical protein predicted by g --- --- 1.04 0.05 0.50 0.63143711 0.8822 -6.53
265198_at putative glucosyl transferase UGT73C2 AT2G36760 -1.04 -0.05 -0.50 0.63135456 0.8822 -6.53
254193_at putative protein predicted proteins --- AT4G23870 -1.13 -0.17 -0.50 0.63155338 0.8823 -6.53
253930_at embryo-specific protein 1 (ATS1) ATS1 AT4G26740 -1.04 -0.06 -0.50 0.63166451 0.8824 -6.53
261492_at acid phosphatase, putative similarSBH2 AT1G14290 -1.05 -0.08 -0.50 0.63178622 0.8825 -6.53
262124_at nucleoporin 98-like protein similar t--- AT1G59660 -1.03 -0.05 -0.50 0.63188978 0.8826 -6.53
249819_at unknown protein --- AT5G23640 1.04 0.05 0.50 0.63195172 0.8826 -6.53
265144_at putative serine/threonine protein ki --- AT1G51170 -1.06 -0.08 -0.50 0.63192574 0.8826 -6.53
255453_at hypothetical protein similar to A. th--- AT4G02900 1.05 0.08 0.50 0.63192637 0.8826 -6.53
261378_at calcium-dependent protein kinase ATCDPK1 AT1G18890 -1.06 -0.09 -0.50 0.6320498 0.8826 -6.53
253634_at putative protein ENOD20 gene pro--- AT4G30590 1.03 0.04 0.50 0.63203976 0.8826 -6.53
262681_at anter-specific proline-rich -like prot --- AT1G75890 -1.03 -0.05 -0.50 0.63210474 0.8826 -6.53
264640_at pollen allergen, putative similar to ATEXPB2 AT1G65680 -1.06 -0.09 -0.50 0.63222347 0.8827 -6.53
262782_at Expressed protein ; supported by f --- AT1G13195 1.04 0.05 0.50 0.63249042 0.8830 -6.53
263615_at putative MYB family transcription faMYB100 AT2G25230 -1.03 -0.05 -0.50 0.63261913 0.8830 -6.53
254946_at putative protein proline-rich protein--- AT4G10950 1.04 0.06 0.50 0.63257289 0.8830 -6.53
256580_s_at hypothetical protein --- AT3G28810 / -1.04 -0.05 -0.50 0.6325298 0.8830 -6.53
256950_at hypothetical protein similar to hypo--- AT3G19080 1.08 0.12 0.50 0.63263217 0.8830 -6.53
250281_at putative protein prdeicted proteins --- AT5G13240 1.06 0.08 0.50 0.63273537 0.8831 -6.53



255502_at contains similarity to a protein kina--- AT4G02410 1.17 0.23 0.50 0.63278594 0.8831 -6.53
246300_at putative transmembrane protein GSAC8 AT3G51830 -1.04 -0.05 -0.50 0.63306191 0.8835 -6.53
267588_at unknown protein --- AT2G42060 1.03 0.05 0.50 0.63314032 0.8835 -6.53
252068_at mucin -like protein hemomucin, Dr--- AT3G51440 -1.12 -0.16 -0.50 0.63321235 0.8836 -6.53
259699_at hypothetical protein predicted by g --- AT1G68940 1.03 0.05 0.50 0.63328535 0.8836 -6.53
250878_at maturase -like protein gene cob in --- AT5G04050 -1.07 -0.09 -0.50 0.63337947 0.8837 -6.53
249840_at unknown protein  ; supported by cDATLCBK1 AT5G23450 -1.03 -0.05 -0.50 0.63346289 0.8837 -6.53
248228_at unknown protein  ;supported by ful --- AT5G53800 -1.06 -0.08 -0.50 0.6336974 0.8839 -6.53
259012_at hypothetical protein similar to hypoPUB9 AT3G07360 -1.05 -0.08 -0.50 0.63372746 0.8839 -6.53
260282_at putative N-terminal acetyltransfera EMB2753 AT1G80410 1.04 0.06 0.50 0.63362381 0.8839 -6.53
248904_at Expressed protein ; supported by f --- AT5G46295 -1.04 -0.06 -0.50 0.6336968 0.8839 -6.53
263338_at hypothetical protein predicted by g --- --- 1.04 0.06 0.50 0.63378341 0.8839 -6.53
245604_at hypothetical protein --- AT4G14290 1.04 0.06 0.50 0.63383865 0.8839 -6.53
266301_at putative MYB family transcription faAtMYB81 AT2G26960 -1.06 -0.08 -0.50 0.63391968 0.8840 -6.53
262454_at bifunctional nuclease bfn1 almost i BFN1 AT1G11190 1.22 0.29 0.50 0.6339353 0.8840 -6.53
248418_at cleavage and polyadenylation specCPSF160 AT5G51660 1.04 0.06 0.50 0.6339838 0.8840 -6.53
255710_at predicted protein of unknown funct --- AT4G00030 / 1.07 0.10 0.50 0.63410689 0.8840 -6.53
263760_at unknown protein  ; supported by cDSULA AT2G21280 1.07 0.10 0.50 0.63413009 0.8840 -6.53
247713_at putative protein nonspecific lipid-tr--- AT5G59330 -1.04 -0.06 -0.50 0.63426643 0.8840 -6.53
254960_at predicted protein --- AT4G10845 -1.04 -0.06 -0.50 0.63423831 0.8840 -6.53
260123_at AIG1-like protein similar to AIG1 p--- AT1G33890 1.04 0.06 0.50 0.63406192 0.8840 -6.53
247587_at putative protein predicted proteins --- AT5G60620 -1.04 -0.06 -0.50 0.63421224 0.8840 -6.53
256463_s_at unknown protein --- --- -1.04 -0.06 -0.50 0.63426442 0.8840 -6.53
261179_at unknown protein --- AT1G04985 -1.05 -0.07 -0.50 0.63433729 0.8840 -6.53
264956_at unknown protein similar to putativeACR3 AT1G76990 1.12 0.16 0.50 0.63439699 0.8841 -6.53
265541_at hypothetical protein predicted by g SQN --- -1.04 -0.05 -0.50 0.63445568 0.8841 -6.53
246384_at glutaredoxin, putative similar to glu--- AT1G77370 -1.03 -0.05 -0.50 0.63483417 0.8842 -6.54
261038_at unknown protein ; supported by ful --- AT1G17490 -1.05 -0.07 -0.50 0.63480923 0.8842 -6.54
256210_at hypothetical protein --- AT1G50950 1.12 0.17 0.50 0.63463077 0.8842 -6.53
246891_at putative protein various predicted --- AT5G25490 -1.03 -0.05 -0.50 0.63486141 0.8842 -6.54
260860_at hypothetical protein predicted by g --- AT1G43810 -1.04 -0.06 -0.50 0.63455322 0.8842 -6.53
265473_at Expressed protein ; supported by f LCR10 AT2G15535 -1.04 -0.06 -0.50 0.63491478 0.8842 -6.54
261598_at unknown protein contains similarity--- AT1G49750 1.19 0.26 0.50 0.63492069 0.8842 -6.54
259091_at hypothetical protein predicted by g --- AT3G04890 -1.04 -0.06 -0.50 0.63477855 0.8842 -6.54
266334_at hypothetical protein predicted by g --- AT2G32380 1.07 0.09 0.50 0.63487891 0.8842 -6.54



263800_at hypothetical protein predicted by g --- AT2G24600 1.27 0.35 0.50 0.63481714 0.8842 -6.54
265134_at putative acyl-CoA : 1-acylglycerol-3LPAT3 AT1G51260 1.06 0.08 0.50 0.63487367 0.8842 -6.54
248841_at ubiquitin-specific protease 21 (UBPUBP21 AT5G46740 -1.06 -0.09 -0.50 0.6350133 0.8842 -6.54
258016_at hypothetical protein similar to poly(MPC AT3G19350 -1.04 -0.05 -0.50 0.63498099 0.8842 -6.54
264972_at meiotic asynaptic mutant asy1, puASY1 AT1G67370 1.06 0.09 0.50 0.63506528 0.8842 -6.54
254484_at hypothetical protein --- AT4G20760 -1.04 -0.05 -0.50 0.63518667 0.8842 -6.54
260999_at hypothetical protein similar to putat--- AT1G26580 1.04 0.05 0.50 0.63516981 0.8842 -6.54
250115_at salt-inducible protein-like --- AT5G16420 -1.06 -0.09 -0.50 0.63521011 0.8842 -6.54
254031_at putative protein other hypothetical --- AT4G25920 1.04 0.05 0.50 0.6353153 0.8843 -6.54
266976_at putative phospholipase --- AT2G39410 -1.06 -0.09 -0.50 0.63544026 0.8844 -6.54
261237_at hypothetical protein contains simila--- AT1G32980 -1.04 -0.06 -0.50 0.63555336 0.8844 -6.54
249425_at putative protein 5'-AMP-ACTIVAT --- AT5G39790 -1.08 -0.12 -0.50 0.63553107 0.8844 -6.54
248301_at DnaJ protein-like --- AT5G53150 -1.04 -0.05 -0.50 0.63549353 0.8844 -6.54
260297_at unknown protein contains Pfam pro--- AT1G80280 -1.04 -0.06 -0.50 0.63580891 0.8846 -6.54
251501_at putative protein several hypothetica--- AT3G59120 -1.04 -0.06 -0.50 0.63587861 0.8846 -6.54
262934_s_at hypothetical protein contains simila--- AT1G16270 / 1.05 0.08 0.50 0.63569556 0.8846 -6.54
252881_at putative protein predicted proteins --- AT4G39610 -1.06 -0.08 -0.50 0.63587872 0.8846 -6.54
253499_at putative protein zinc-finger helicas--- AT4G31900 -1.04 -0.05 -0.50 0.63586619 0.8846 -6.54
262524_at tuftelin-interacting-like protein Simi --- AT1G17070 -1.03 -0.05 -0.50 0.63575644 0.8846 -6.54
266273_at putative zinc transporter MTPB1 AT2G29410 -1.16 -0.21 -0.50 0.6359385 0.8846 -6.54
251591_at carboxyl terminal protease - like p --- AT3G57680 1.07 0.10 0.50 0.63597376 0.8846 -6.54
265890_s_at En/Spm-like transposon protein rel --- --- 1.03 0.05 0.50 0.63599546 0.8846 -6.54
251382_at pectinesterase - like protein pectin--- AT3G60730 -1.03 -0.05 -0.50 0.6360694 0.8846 -6.54
256204_at DNA polymerase A family protein, POLGAMM AT1G50840 -1.05 -0.07 -0.49 0.63674653 0.8848 -6.54
250866_at Expressed protein ; supported by f --- AT5G03905 -1.04 -0.06 -0.49 0.63639024 0.8848 -6.54
251578_at putative protein contains alternativ--- AT3G58180 1.04 0.05 0.49 0.63661897 0.8848 -6.54
251631_at putative protein several hypothetica--- AT3G57430 1.05 0.06 0.49 0.63683276 0.8848 -6.54
264929_at auxin-induced protein, putative sim--- AT1G60730 -1.19 -0.25 -0.49 0.63652483 0.8848 -6.54
263073_at unknown protein  ;supported by ful --- AT2G17500 -1.36 -0.44 -0.49 0.63646948 0.8848 -6.54
258494_at cell division protein FtsH-like prote --- AT3G02450 1.05 0.07 0.49 0.63672559 0.8848 -6.54
265008_at Mlo protein, putative similar to MloMLO6 AT1G61560 -1.16 -0.21 -0.49 0.63683405 0.8848 -6.54
264395_at putative GDP-dissociation inhibitor --- AT1G12070 -1.05 -0.07 -0.49 0.63686499 0.8848 -6.54
267495_at myb-like protein isolog ETC2 AT2G30420 1.08 0.12 0.49 0.63666343 0.8848 -6.54
257915_at superman protein identical to supe SUP AT3G23130 -1.05 -0.06 -0.49 0.6368912 0.8848 -6.54
252402_s_at putative protein predicted proteins --- AT3G48050 / -1.03 -0.05 -0.50 0.63627129 0.8848 -6.54



256320_at DnaJ protein, putative contains Pf --- AT3G12170 -1.05 -0.07 -0.49 0.63674054 0.8848 -6.54
265355_at hypothetical protein predicted by g --- AT2G16760 -1.07 -0.09 -0.49 0.63648505 0.8848 -6.54
263070_at unknown protein --- AT2G17600 1.04 0.06 0.50 0.63634028 0.8848 -6.54
256246_at betaine aldehyde dehydrogenase,ALDH22a1 AT3G66658 1.05 0.07 0.49 0.63639366 0.8848 -6.54
267514_at putative glycerate dehydrogenase --- AT2G45630 -1.11 -0.15 -0.49 0.63656421 0.8848 -6.54
254714_at myb-like protein snapdragon myb AtMYB79 AT4G13480 -1.04 -0.05 -0.49 0.63664053 0.8848 -6.54
262288_at unknown protein identical to residuCRR23 AT1G70760 -1.11 -0.15 -0.49 0.63732639 0.8849 -6.54
261701_at hypothetical protein similar to hypoHAF01 AT1G32750 1.03 0.04 0.49 0.63711778 0.8849 -6.54
256276_at geranylgeranyl transferase type II --- AT3G12070 -1.04 -0.06 -0.49 0.63722994 0.8849 -6.54
246162_at actin interacting protein ; supported--- AT4G36400 1.05 0.07 0.49 0.63737791 0.8849 -6.54
261224_at subtilisin-like serine protease similaATSBT5.2 AT1G20160 1.11 0.15 0.49 0.63737865 0.8849 -6.54
249080_at putative protein strong similarity to SUVR2 AT5G43990 -1.05 -0.08 -0.49 0.63733011 0.8849 -6.54
263500_s_at hypothetical protein --- AT2G07672 -1.05 -0.06 -0.49 0.63721822 0.8849 -6.54
255155_at hypothetical protein --- AT4G08230 -1.05 -0.07 -0.49 0.63702918 0.8849 -6.54
255407_at hypothetical protein similar to A. th--- AT4G03480 -1.06 -0.08 -0.49 0.63724938 0.8849 -6.54
252857_at putative protein various predicted --- AT4G39756 1.04 0.05 0.49 0.63729446 0.8849 -6.54
262446_at hypothetical protein predicted by g --- AT1G49310 1.11 0.15 0.49 0.63721112 0.8849 -6.54
252406_at putative protein pectinesterase - A--- AT3G47670 1.03 0.05 0.49 0.63742378 0.8849 -6.54
262025_at growth regulator, putative similar t --- AT1G35510 -1.05 -0.07 -0.49 0.63757086 0.8850 -6.54
246467_at UDP glucose:flavonoid 3-o-glucos--- AT5G17040 -1.06 -0.09 -0.49 0.63760199 0.8850 -6.54
254205_at putative protein kinesin heavy cha--- AT4G24170 1.05 0.07 0.49 0.63774187 0.8852 -6.54
256085_at hypothetical protein predicted by g --- AT1G20760 1.03 0.05 0.49 0.63785402 0.8853 -6.54
265661_at putative protein kinase contains a p--- AT2G24360 1.05 0.07 0.49 0.63790159 0.8853 -6.54
247477_at putative protein 21K protein precu --- AT5G62340 -1.06 -0.08 -0.49 0.63798955 0.8854 -6.54
260031_at putative nuclear matrix constituent LINC3 AT1G68790 -1.04 -0.06 -0.49 0.63807157 0.8854 -6.54
261359_at hypothetical protein predicted by g --- --- -1.04 -0.06 -0.49 0.63818803 0.8855 -6.54
259481_at germin, putative similar to germin GLP4 AT1G18970 1.09 0.12 0.49 0.63815079 0.8855 -6.54
266893_at hypothetical protein predicted by g RTE1 AT2G26070 1.04 0.06 0.49 0.63822838 0.8855 -6.54
249124_at disease resistance protein  ; suppo--- AT5G43740 -1.04 -0.05 -0.49 0.63827081 0.8855 -6.54
252589_s_at putative protein different transporteNAXT1 AT3G45650 / -1.11 -0.15 -0.49 0.63831041 0.8855 -6.54
263596_at putative inositol polyphosphate-5-p--- AT2G01900 1.03 0.05 0.49 0.63842905 0.8856 -6.54
265765_at hypothetical protein predicted by g --- AT2G48060 1.04 0.06 0.49 0.63851225 0.8856 -6.54
256216_at calreticulin (crt1) identical to calretiCRT1 AT1G56340 / 1.08 0.12 0.49 0.6385697 0.8857 -6.54
259618_at myb-related transcription factor (cpMYB112 AT1G48000 -1.06 -0.08 -0.49 0.63865219 0.8857 -6.54
261809_at rac GTPase activating protein, put--- AT1G08340 -1.06 -0.08 -0.49 0.63867162 0.8857 -6.54



259330_at hypothetical protein gene model pr --- AT3G16270 -1.05 -0.07 -0.49 0.63872952 0.8857 -6.54
267168_at putative alcohol dehydrogenase --- AT2G37770 1.27 0.35 0.49 0.63874571 0.8857 -6.54
249849_at putative protein similar to unknownNIC2 AT5G23230 -1.05 -0.07 -0.49 0.63879789 0.8857 -6.54
253307_at putative protein auxin-induced pro --- AT4G33670 -1.05 -0.06 -0.49 0.63889023 0.8858 -6.54
250110_at putative protein many predicted pr--- AT5G15350 -1.10 -0.14 -0.49 0.63920588 0.8858 -6.54
264726_at Expressed protein ; supported by f --- AT1G22985 1.05 0.07 0.49 0.63926024 0.8858 -6.54
254339_at glucosidase like protein furostanolBGLU3 AT4G22100 -1.04 -0.05 -0.49 0.63935758 0.8858 -6.54
259689_x_at unknown protein --- AT1G63130 -1.07 -0.10 -0.49 0.63919292 0.8858 -6.54
249512_at DNA repair protein RAD23 homolo --- AT5G38470 1.03 0.04 0.49 0.6393698 0.8858 -6.54
252933_at putative receptor-like protein kinas--- AT4G39110 -1.05 -0.07 -0.49 0.63905232 0.8858 -6.54
265082_at hypothetical protein predicted by g --- AT1G03830 -1.04 -0.05 -0.49 0.63935638 0.8858 -6.54
261629_at unknown protein --- AT1G49980 -1.04 -0.05 -0.49 0.6391315 0.8858 -6.54
251777_s_at pyruvate kinase - like protein pyru --- AT3G55650 / 1.04 0.06 0.49 0.63929082 0.8858 -6.54
260415_at putative protein kinase similar to pr--- AT1G69790 1.07 0.10 0.49 0.63915632 0.8858 -6.54
246529_at serine/threonine-specific protein ki --- AT5G15730 -1.09 -0.13 -0.49 0.63934594 0.8858 -6.54
251607_at hypothetical protein --- AT3G57850 1.04 0.05 0.49 0.63928004 0.8858 -6.54
264533_s_at H+/Ca2+ antiporter, putative similaCAX5 AT1G55720 / 1.04 0.06 0.49 0.63953073 0.8858 -6.54
254148_at hsp 70-like protein heat shock 70 cpHsc70-1 AT4G24280 1.04 0.06 0.49 0.63952963 0.8858 -6.54
266741_s_at putative disease resistance protein--- AT2G03030 / -1.03 -0.05 -0.49 0.63953425 0.8858 -6.54
253332_at peroxidase ATP17a -like protein p --- AT4G33420 -1.13 -0.18 -0.49 0.6395048 0.8858 -6.54
260973_at hypothetical protein predicted by g --- AT1G53490 1.04 0.05 0.49 0.63965041 0.8859 -6.54
266140_at nodulin-like protein  ; supported by --- AT2G28120 1.06 0.08 0.49 0.63978967 0.8860 -6.54
246275_at putative protein ; supported by full-BEE2 AT4G36540 1.22 0.29 0.49 0.63981819 0.8860 -6.54
256960_at unknown protein  ;supported by ful --- AT3G13510 -1.05 -0.07 -0.49 0.63978723 0.8860 -6.54
266972_at 40S ribosomal protein S15A --- AT2G39590 -1.04 -0.05 -0.49 0.6400065 0.8862 -6.54
266888_s_at putative thiamin pyrophosphokinasTPK1 AT1G02880 / 1.04 0.05 0.49 0.64006841 0.8862 -6.54
262665_at xyloglucan fucosyltransferase, putFUT7 AT1G14070 1.11 0.15 0.49 0.64048678 0.8863 -6.54
267550_at putative protein kinase contains a pAP4.3A AT2G32800 1.10 0.14 0.49 0.64051775 0.8863 -6.54
264914_at clathrin adaptor medium chain proHAP13 AT1G60780 -1.04 -0.06 -0.49 0.64023745 0.8863 -6.54
252513_at putative protein KIAA0776 protein --- AT3G46220 -1.04 -0.06 -0.49 0.64047906 0.8863 -6.54
251276_at putative protein hypothetical prote SDG14 AT3G61740 -1.04 -0.05 -0.49 0.64040908 0.8863 -6.54
247039_at putative protein contains similarity ATEB1C AT5G67270 -1.05 -0.08 -0.49 0.64055966 0.8863 -6.54
248317_at unknown protein --- AT5G52680 -1.04 -0.06 -0.49 0.6403166 0.8863 -6.54
259302_at unknown protein GID1A AT3G05120 -1.06 -0.08 -0.49 0.64031443 0.8863 -6.54
265424_at putative sugar transporter --- AT2G20780 -1.04 -0.06 -0.49 0.64043176 0.8863 -6.54



252812_at putative protein hypothetical protei --- --- 1.03 0.05 0.49 0.64032733 0.8863 -6.54
260054_at putative transporter contains Pfam UNE2 AT1G78130 -1.07 -0.10 -0.49 0.64054522 0.8863 -6.54
267597_at putative leucine-rich repeat diseaseAtRLP24 AT2G33020 1.08 0.11 0.49 0.6403596 0.8863 -6.54
246810_at putative protein many predicted pr--- --- -1.04 -0.05 -0.49 0.64078783 0.8865 -6.54
266351_at unknown protein  ;supported by ful --- AT2G01490 1.05 0.06 0.49 0.64087464 0.8866 -6.54
259963_at phosphate/phosphoenolpyruvate t --- AT1G53660 -1.04 -0.06 -0.49 0.64106188 0.8868 -6.54
255106_at putative protein hypothetical protei --- --- -1.03 -0.05 -0.49 0.6411116 0.8868 -6.54
246198_at geranylgeranyl pyrophosphate syn GGPS1 AT4G36810 -1.05 -0.08 -0.49 0.64136078 0.8869 -6.54
247843_at aluminium tolerance associated - liSVL4 AT5G58050 -1.05 -0.06 -0.49 0.64123589 0.8869 -6.54
265137_at F-box protein family, AtFBX10 con--- AT1G51290 -1.04 -0.06 -0.49 0.64131271 0.8869 -6.54
245162_at putative myosin heavy chain XID AT2G33240 1.07 0.09 0.49 0.64138 0.8869 -6.54
250452_at putative protein KIAA1038 protein --- AT5G10630 -1.04 -0.06 -0.49 0.64136186 0.8869 -6.54
248525_s_at unknown protein --- AT5G50610 / 1.04 0.06 0.49 0.64122345 0.8869 -6.54
246091_at putative protein various predicted --- AT5G20590 1.05 0.07 0.49 0.64159724 0.8871 -6.54
258558_at hypothetical protein predicted by g --- AT3G06000 -1.03 -0.04 -0.49 0.64161123 0.8871 -6.54
246973_at putative protein UBIQUINONE BIO--- AT5G24970 1.06 0.09 0.49 0.64180212 0.8872 -6.54
256247_at SRF-type transcription factor contaAGL91 AT3G66656 -1.03 -0.05 -0.49 0.64181416 0.8872 -6.54
266914_at putative beta-amylase BAM7 AT2G45880 1.08 0.11 0.49 0.64176797 0.8872 -6.54
256505_at unknown protein --- AT1G75200 1.06 0.08 0.49 0.64186745 0.8872 -6.54
259559_at hypothetical protein WAK3 AT1G21240 1.06 0.09 0.49 0.64198923 0.8873 -6.54
264639_at unknown protein similar to ubiquitinUCH2 AT1G65650 1.05 0.07 0.49 0.6419744 0.8873 -6.54
259480_at hypothetical protein predicted by g --- AT1G19010 1.06 0.08 0.49 0.64209901 0.8874 -6.54
254428_at putative protein Human mRNA for ZAC AT4G21160 1.04 0.05 0.49 0.64225316 0.8875 -6.54
264092_at photosystem II polypeptide, putativPSBR AT1G79040 / 1.03 0.05 0.49 0.64221353 0.8875 -6.54
263527_at putative thaumatin-like pathogenes--- AT2G24810 1.07 0.09 0.49 0.6422885 0.8875 -6.54
263038_at conserved hypothetical protein pro --- AT1G23270 -1.04 -0.05 -0.49 0.64237613 0.8876 -6.54
260758_at endo-beta-1,4-glucanase, putativeAtGH9C1 AT1G48930 -1.05 -0.07 -0.49 0.64241709 0.8876 -6.54
264946_at hypothetical protein predicted by g --- AT1G77010 1.05 0.07 0.49 0.64283067 0.8877 -6.54
250007_at beta-amylase-like proten beta-amyBMY3 AT5G18670 1.17 0.22 0.49 0.64287411 0.8877 -6.54
251723_at putative protein speckle-type prote--- AT3G56230 1.05 0.07 0.49 0.64265873 0.8877 -6.54
262647_at putative growth regulator protein s--- AT1G14020 -1.06 -0.08 -0.49 0.64302943 0.8877 -6.54
250065_at putative protein predicted proteins --- AT5G17910 -1.06 -0.08 -0.49 0.64260779 0.8877 -6.54
248300_at PP2A regulatory subunit  ;supporteTAP46 AT5G53000 -1.05 -0.07 -0.49 0.64258296 0.8877 -6.54
254239_at water channel - like protein plasmaPIP1;5 AT4G23400 1.07 0.10 0.49 0.6429283 0.8877 -6.54
245001_at PSII low MW protein --- --- -1.04 -0.06 -0.49 0.64305026 0.8877 -6.54



255903_at myb-like protein, putative similar toMYB52 AT1G17950 -1.03 -0.05 -0.49 0.64297276 0.8877 -6.54
251867_at SKP1 interacting partner 5 (SKIP5)SKIP5 AT3G54480 1.03 0.05 0.49 0.64295807 0.8877 -6.54
245177_at annexin-like protein genmodel sup--- AT5G12380 -1.04 -0.06 -0.49 0.64282078 0.8877 -6.54
266245_at putative translation initiation factor --- AT2G27700 -1.04 -0.06 -0.49 0.64287742 0.8877 -6.54
261916_at jasmonic acid, putative similar to jaanac028 AT1G65910 1.05 0.07 0.49 0.64288197 0.8877 -6.54
266724_at hypothetical protein predicted by g --- AT2G03180 -1.03 -0.05 -0.49 0.64284771 0.8877 -6.54
249041_at male sterility MS5; pollenless3 --- AT5G44330 -1.04 -0.06 -0.48 0.64310341 0.8877 -6.54
251176_at Ca2+-transporting ATPase -like pr--- AT3G63380 1.15 0.21 0.48 0.64330536 0.8877 -6.54
250965_at putative protein various predicted --- AT5G03020 1.03 0.05 0.48 0.6431751 0.8877 -6.54
256410_at hypothetical protein --- AT1G66630 -1.03 -0.04 -0.48 0.64326462 0.8877 -6.54
266025_at putative retroelement pol polyprote--- --- 1.04 0.05 0.48 0.64321436 0.8877 -6.54
247782_at putative protein predicted RNA bin--- AT5G58790 1.03 0.05 0.48 0.64327668 0.8877 -6.54
251167_at putative protein proteinase inhibito--- AT3G63360 -1.03 -0.05 -0.48 0.64374231 0.8882 -6.54
250596_at putative protein contains similarity --- AT5G07780 -1.06 -0.08 -0.48 0.64371086 0.8882 -6.54
258136_at hypothetical protein predicted by g RSY3 AT3G24560 1.04 0.06 0.48 0.64388714 0.8882 -6.54
263075_at hypothetical protein predicted by g --- AT2G17570 1.06 0.08 0.48 0.64383933 0.8882 -6.54
246493_at putative protein hypothetical protei CRS1 AT5G16180 1.04 0.06 0.48 0.64385379 0.8882 -6.54
259263_at putative UDP-glucose 6-dehydroge--- AT3G01010 1.04 0.05 0.48 0.64397355 0.8883 -6.54
255425_s_at putative protein --- AT4G02950 / -1.05 -0.07 -0.48 0.6440254 0.8883 -6.54
265296_at hypothetical protein predicted by g --- AT2G14060 -1.04 -0.05 -0.48 0.64412709 0.8884 -6.54
252160_at proline-rich protein --- AT3G50570 -1.05 -0.07 -0.48 0.64410809 0.8884 -6.54
246132_at Rad51-like protein  ; supported by ATRAD51 AT5G20850 1.03 0.04 0.48 0.64419274 0.8884 -6.54
263969_at putative VSF-1-like b-ZIP transcrip UNE4 AT2G12940 -1.04 -0.06 -0.48 0.64424046 0.8884 -6.54
263922_s_at putative pyruvate kinase  ;supporte--- AT2G36580 / -1.03 -0.05 -0.48 0.6443411 0.8884 -6.54
249504_at disease resistance protein - like di --- AT5G38850 1.08 0.11 0.48 0.64433611 0.8884 -6.54
267542_at hypothetical protein predicted by g --- AT2G32740 -1.03 -0.05 -0.48 0.64439568 0.8885 -6.54
245910_at putative protein ER66 - LycopersicEICBP.B AT5G09410 1.04 0.05 0.48 0.64454693 0.8886 -6.54
263707_at hypothetical protein Similar to gi|15--- AT1G09300 1.06 0.08 0.48 0.64497342 0.8888 -6.54
245137_at unknown protein --- AT2G45460 -1.05 -0.07 -0.48 0.64488293 0.8888 -6.54
249506_at putative protein --- AT5G38880 1.04 0.06 0.48 0.64480974 0.8888 -6.54
260552_at putative glyoxalase II  ; supported GLX2-1 AT2G43430 -1.03 -0.05 -0.48 0.64481466 0.8888 -6.54
254895_at hypothetical protein --- AT4G11870 1.05 0.07 0.48 0.64489623 0.8888 -6.54
256840_x_at unknown protein similar to putative--- --- 1.03 0.04 0.48 0.64487499 0.8888 -6.54
260668_at unknown protein ;supported by full --- AT1G19530 -1.19 -0.25 -0.48 0.64494289 0.8888 -6.54
255860_at putative protein heparanase, HomAtGUS3 AT5G34940 1.32 0.40 0.48 0.64508489 0.8889 -6.54



246977_at putative protein CONSTANS-like pCOL4 AT5G24930 -1.03 -0.05 -0.48 0.64515741 0.8890 -6.54
261209_at unknown protein ; supported by cD--- AT1G12810 1.05 0.07 0.48 0.64522891 0.8890 -6.54
246795_at putative protein --- AT5G27020 1.04 0.06 0.48 0.64526149 0.8890 -6.54
253644_at putative protein predicted protein, --- AT4G29870 1.05 0.08 0.48 0.64532774 0.8890 -6.54
251512_at putative protein several hypothetica--- AT3G59190 -1.04 -0.05 -0.48 0.64541547 0.8890 -6.54
267085_at putative cellulose synthase ATCSLB02 AT2G32620 -1.03 -0.04 -0.48 0.64567653 0.8890 -6.54
250544_at syntaxin-like protein syntaxin-relatSYP132 AT5G08080 1.05 0.07 0.48 0.6455786 0.8890 -6.54
254302_at hypothetical protein --- AT4G22800 1.03 0.04 0.48 0.64566159 0.8890 -6.54
264342_at unknown protein ; supported by ful --- AT1G12080 1.19 0.25 0.48 0.645452 0.8890 -6.54
263592_at putative non-LTR retroelement rev --- --- 1.06 0.09 0.48 0.64563863 0.8890 -6.54
266165_at putative copper/zinc superoxide disCSD2 AT2G28190 1.22 0.29 0.48 0.64565714 0.8890 -6.54
250681_at unknown protein --- AT5G06590 1.03 0.05 0.48 0.64538928 0.8890 -6.54
255213_at putative athila transposon protein --- --- -1.03 -0.04 -0.48 0.64553965 0.8890 -6.54
265980_at hypothetical protein predicted by g --- --- -1.04 -0.06 -0.48 0.64580164 0.8891 -6.54
260752_at unknown protein contains similarity--- AT1G49030 1.05 0.07 0.48 0.64584667 0.8891 -6.54
261723_at unknown protein ; supported by ful --- AT1G76200 1.04 0.05 0.48 0.64585802 0.8891 -6.54
254243_at serine/threonine kinase - like proteCRK13 AT4G23210 1.19 0.26 0.48 0.64596534 0.8892 -6.54
261497_x_at hypothetical protein contains similaAGL59 AT1G28460 1.04 0.06 0.48 0.6460959 0.8894 -6.54
258575_at putative O-linked GlcNAc transferaSEC AT3G04240 -1.04 -0.05 -0.48 0.6462846 0.8894 -6.54
252699_at hypothetical protein predicted prot --- --- -1.07 -0.09 -0.48 0.6462227 0.8894 -6.54
AFFX-r2-P1-creBacteriophage P1 /GEN=cre /DB_X--- --- -1.07 -0.09 -0.48 0.64620732 0.8894 -6.54
251822_at centromere protein - like centrome--- AT3G55060 -1.04 -0.05 -0.48 0.64626473 0.8894 -6.54
255905_at tonoplast intrinsic protein, putativeBETA-TIP AT1G17810 -1.07 -0.10 -0.48 0.64635006 0.8894 -6.54
255723_at hypothetical protein AFP3 AT3G29575 1.10 0.14 0.48 0.64656154 0.8895 -6.54
249655_at putative helicase PIF1 protein - Ca--- --- -1.04 -0.05 -0.48 0.64655086 0.8895 -6.54
254246_at protein kinase - like protein recept EMB1290 AT4G23250 1.03 0.05 0.48 0.64646676 0.8895 -6.54
254403_at subtilisin-like serine protease conta--- AT4G21323 1.03 0.04 0.48 0.64654989 0.8895 -6.54
259334_at unknown protein similar to hect do --- AT3G03790 -1.06 -0.08 -0.48 0.64656205 0.8895 -6.54
263586_at unknown protein predicted by gens--- AT2G25350 -1.05 -0.08 -0.48 0.64670161 0.8896 -6.54
254979_at subtilisin-like serine protease conta--- AT4G10550 -1.04 -0.06 -0.48 0.6469115 0.8898 -6.54
251950_at zinc finger - like protein Zat11 zinc--- AT3G53600 -1.24 -0.31 -0.48 0.64690866 0.8898 -6.54
260642_at plastid protein, putative similar to p--- AT1G53260 -1.06 -0.08 -0.48 0.64702684 0.8898 -6.54
245750_at histone H2A, putative similar to hisHTA10 AT1G51060 -1.08 -0.12 -0.48 0.64698848 0.8898 -6.54
266345_at hypothetical protein predicted by g --- AT2G01410 1.04 0.05 0.48 0.64735482 0.8899 -6.55
247691_at heat shock protein 18  ;supported bHSP18.2 AT5G59720 -1.04 -0.06 -0.48 0.64744183 0.8899 -6.55



261450_s_at O-methyltransferase, putative sim --- AT1G21110 / 1.33 0.41 0.48 0.64743064 0.8899 -6.55
258146_at putative WD-repeat protein (WDR --- AT3G18060 1.04 0.06 0.48 0.64733451 0.8899 -6.55
250632_at putative protein cyclin 2 - Trypano CYCP4;3 AT5G07450 1.05 0.06 0.48 0.64740158 0.8899 -6.55
247609_at cleavage stimulation factor 50K ch--- AT5G60940 1.04 0.05 0.48 0.64724597 0.8899 -6.54
262388_at unknown protein --- AT1G49320 1.04 0.06 0.48 0.64730274 0.8899 -6.54
247531_at putative protein protein kinase 1, P--- AT5G61550 1.04 0.06 0.48 0.64731542 0.8899 -6.55
265616_at hypothetical protein predicted by g --- AT2G25500 -1.03 -0.04 -0.48 0.64736032 0.8899 -6.55
256228_at phosphoglycerate kinase, putative--- AT1G56190 -1.05 -0.07 -0.48 0.64783908 0.8899 -6.55
247187_at putative protein similar to unknown--- AT5G65490 1.04 0.05 0.48 0.64783367 0.8899 -6.55
262791_at unknown protein EST gb|F13926 c--- AT1G10830 -1.05 -0.07 -0.48 0.64773754 0.8899 -6.55
252998_at probable H+-transporting ATPase --- AT4G38510 1.04 0.06 0.48 0.64761344 0.8899 -6.55
264542_at hypothetical protein predicted by g --- AT1G55830 1.03 0.05 0.48 0.64765437 0.8899 -6.55
249098_at DNA repair protein-like --- AT5G43530 -1.04 -0.05 -0.48 0.64787816 0.8899 -6.55
262035_at polyprotein, putative similar to poly--- --- -1.03 -0.05 -0.48 0.64786756 0.8899 -6.55
263915_at hypothetical protein predicted by g --- AT2G36430 -1.12 -0.16 -0.48 0.64764416 0.8899 -6.55
255954_at hypothetical protein predicted by g emb2204 AT1G22090 1.04 0.05 0.48 0.64766926 0.8899 -6.55
255404_at predicted protein --- AT4G03153 1.04 0.06 0.48 0.64784581 0.8899 -6.55
254292_at putative protein --- AT4G23030 -1.12 -0.17 -0.48 0.64759927 0.8899 -6.55
255378_at putative glucan synthase componeATGSL05 AT4G03550 -1.04 -0.05 -0.48 0.64808702 0.8899 -6.55
245509_at hypothetical protein --- AT4G15730 1.05 0.07 0.48 0.64812582 0.8899 -6.55
254223_at putative protein Pennisetum ciliare--- AT4G23730 1.03 0.05 0.48 0.64797649 0.8899 -6.55
247781_at dehydrodolichyl diphosphate synth--- AT5G58784 -1.05 -0.07 -0.48 0.64810811 0.8899 -6.55
266678_at hypothetical protein predicted by g --- AT2G25870 1.04 0.05 0.48 0.64795218 0.8899 -6.55
246869_at putative protein various predicted --- --- -1.03 -0.05 -0.48 0.64806046 0.8899 -6.55
256131_at bZIP transcription factor, putative AtbZIP58 AT1G13600 1.05 0.07 0.48 0.64818617 0.8900 -6.55
258921_at unknown protein N-terminus similaanac053 AT3G10500 -1.05 -0.07 -0.48 0.64917866 0.8900 -6.55
264836_at unknown protein similar to hypothe--- AT1G03610 -1.06 -0.09 -0.48 0.64852003 0.8900 -6.55
257880_at AMP-binding protein, putative con AAE7 AT3G16910 1.07 0.10 0.48 0.64890405 0.8900 -6.55
247520_at cytochrome c oxidase subunit - lik --- AT5G61310 1.07 0.10 0.48 0.64829728 0.8900 -6.55
247367_at oxygen-independent coproporphyr --- AT5G63290 1.07 0.09 0.48 0.64831683 0.8900 -6.55
259307_at unknown protein similar to MICRO --- AT3G05230 1.05 0.07 0.48 0.64864854 0.8900 -6.55
252959_at putative protein NADH dehydroge --- AT4G38640 1.04 0.06 0.48 0.64899396 0.8900 -6.55
247636_at putative protein predicted proteins --- AT5G60570 -1.04 -0.05 -0.48 0.64922908 0.8900 -6.55
255943_at UDP-glucose glucosyltransferase,AtUGT85A5AT1G22370 1.13 0.17 0.48 0.64872512 0.8900 -6.55
256452_at hypothetical protein predicted by g AtHB33 AT1G75240 1.14 0.19 0.48 0.64860591 0.8900 -6.55



246600_at putative protein disease resistanceSAG101 AT5G14930 1.08 0.10 0.48 0.64919062 0.8900 -6.55
252131_at BCS1 protein-like protein Homo saBCS1 AT3G50930 -1.20 -0.26 -0.48 0.64886921 0.8900 -6.55
267264_at putative serine carboxypeptidase I SCPL11 AT2G22970 1.11 0.15 0.48 0.64856797 0.8900 -6.55
263968_s_at PttA-like transposon protein no AT--- --- -1.04 -0.06 -0.48 0.64898957 0.8900 -6.55
251315_at putative protein protein kinase hom--- AT3G61410 -1.05 -0.06 -0.48 0.64834384 0.8900 -6.55
263550_at Expressed protein ; supported by c--- AT2G17033 1.04 0.06 0.48 0.64903737 0.8900 -6.55
245423_at putative protein --- AT4G17483 -1.05 -0.06 -0.48 0.64837948 0.8900 -6.55
249696_at copia-like retrotransposable eleme --- --- 1.03 0.05 0.48 0.64865596 0.8900 -6.55
250901_at putative protein  ; supported by cD RABC2A AT5G03530 1.14 0.18 0.48 0.64908016 0.8900 -6.55
256995_at protein kinase, putative contains s --- AT3G25840 1.04 0.06 0.48 0.64890439 0.8900 -6.55
260817_at unknown protein --- AT1G06900 1.04 0.06 0.48 0.64873197 0.8900 -6.55
259400_at receptor-like protein kinase, putati --- AT1G17750 -1.18 -0.24 -0.48 0.64880043 0.8900 -6.55
245380_at hypothetical protein --- AT4G17760 -1.05 -0.07 -0.48 0.64906176 0.8900 -6.55
265527_at putative Athila retroelement ORF1 --- --- 1.03 0.05 0.48 0.6491563 0.8900 -6.55
264617_at unknown protein --- AT2G17660 -1.08 -0.11 -0.48 0.64929758 0.8900 -6.55
266973_at hypothetical protein predicted by g --- AT2G39620 -1.04 -0.06 -0.48 0.64887414 0.8900 -6.55
249639_at disease resistance like protein TM--- AT5G36930 1.04 0.05 0.48 0.64858495 0.8900 -6.55
265558_at putative non-LTR retroelement rev --- --- 1.03 0.04 0.48 0.64930306 0.8900 -6.55
267303_at hookless1-like protein --- AT2G30090 -1.03 -0.04 -0.48 0.64934758 0.8900 -6.55
259185_at putative phosphate/phosphoenolpyPPT2 AT3G01550 -1.16 -0.22 -0.48 0.64969586 0.8900 -6.55
264701_at hypothetical protein similar to hypo--- AT1G70160 1.04 0.06 0.47 0.65009024 0.8900 -6.55
261634_at ATP-dependent Clp protease proteCLPR1 AT1G49970 1.05 0.07 0.48 0.64979645 0.8900 -6.55
261905_at hypothetical protein contains simila--- AT1G65070 -1.04 -0.05 -0.48 0.64972849 0.8900 -6.55
264587_at putative ligand-gated ion channel pATGLR3.4 AT1G05200 -1.14 -0.18 -0.48 0.6497924 0.8900 -6.55
266864_at putative hydroxymethylglutaryl-CoA--- AT2G26800 -1.05 -0.07 -0.48 0.64973985 0.8900 -6.55
253669_at dihydropteroate synthase-like prot --- AT4G30000 1.04 0.05 0.48 0.64958087 0.8900 -6.55
250208_at unknown protein  ;supported by ful anac084 AT5G14000 -1.12 -0.16 -0.47 0.65002729 0.8900 -6.55
258128_at chloroplast thylakoidal processing PLSP1 AT3G24590 1.05 0.07 0.48 0.64953838 0.8900 -6.55
245184_at F12A21.8 hypothetical protein --- AT1G67790 -1.04 -0.06 -0.47 0.64990221 0.8900 -6.55
248752_at unknown protein --- AT5G47600 -1.04 -0.05 -0.47 0.65009018 0.8900 -6.55
252623_at hypothetical protein --- AT3G45320 -1.04 -0.06 -0.47 0.65003315 0.8900 -6.55
262150_at hypothetical protein contains similaFRS6 AT1G52520 1.04 0.06 0.47 0.64996884 0.8900 -6.55
261890_at hypothetical protein predicted by g --- AT1G80970 -1.07 -0.10 -0.47 0.65008675 0.8900 -6.55
262266_at mudrA-like protein similar to mudrA--- --- 1.04 0.06 0.47 0.64999934 0.8900 -6.55
249196_at unknown protein  supported by full --- AT5G42560 -1.04 -0.05 -0.47 0.64984067 0.8900 -6.55



245113_at hypothetical protein predicted by g MIZ1 AT2G41660 -1.05 -0.08 -0.48 0.64953564 0.8900 -6.55
266486_at hypothetical protein predicted by g --- AT2G47950 -1.20 -0.26 -0.47 0.64992003 0.8900 -6.55
250976_at putative protein various predicted --- AT5G03060 -1.03 -0.05 -0.47 0.65004425 0.8900 -6.55
262249_at root hairless 1 (RHL1) similar to ro RHL1 AT1G48380 -1.04 -0.06 -0.47 0.65026613 0.8900 -6.55
265962_at nodulin-like protein  ;supported by --- AT2G37460 1.11 0.15 0.47 0.65023346 0.8900 -6.55
264776_at unknown protein location of EST g --- AT1G22860 -1.04 -0.05 -0.47 0.6502066 0.8900 -6.55
257585_at hypothetical protein predicted by g --- AT3G12420 -1.04 -0.06 -0.47 0.65026678 0.8900 -6.55
255506_at predicted glycosyl transferase simGATL6 AT4G02130 1.08 0.11 0.47 0.65033325 0.8901 -6.55
264586_at putative cytochrome P450 Similar tCYP88A3 AT1G05160 -1.04 -0.06 -0.47 0.65039639 0.8901 -6.55
267409_at hypothetical protein predicted by g --- AT2G34910 -1.03 -0.04 -0.47 0.65062125 0.8904 -6.55
247397_at Dof zinc finger protein - like Dof zi --- AT5G62940 -1.07 -0.09 -0.47 0.6507329 0.8904 -6.55
261096_at 4-coumarate:coenzyme A ligase, pACOS5 AT1G62940 -1.04 -0.06 -0.47 0.65071813 0.8904 -6.55
251988_at CYTOCHROME P450-like protein CYP71B31 AT3G53300 1.03 0.04 0.47 0.65067303 0.8904 -6.55
248529_at protein kinase ;supported by full-le --- AT5G50000 -1.06 -0.08 -0.47 0.65089911 0.8904 -6.55
263988_at floral homeodomain transcription faSHP2 AT2G42830 -1.04 -0.05 -0.47 0.65084947 0.8904 -6.55
251430_at putative protein hypothetical prote --- AT3G60110 1.04 0.06 0.47 0.65088534 0.8904 -6.55
250372_at putative protein various predicted --- AT5G11460 1.05 0.07 0.47 0.65087499 0.8904 -6.55
252868_at putative protein tubulin-folding cof POR AT4G39920 1.03 0.05 0.47 0.65109787 0.8905 -6.55
258705_at hypothetical protein predicted by g --- AT3G09470 -1.04 -0.06 -0.47 0.651084 0.8905 -6.55
249254_at unknown protein --- AT5G42110 -1.04 -0.06 -0.47 0.65134217 0.8906 -6.55
262779_at putative cytochrome P450 monoox--- AT1G13070 -1.03 -0.04 -0.47 0.65128492 0.8906 -6.55
263967_at En/Spm-like transposon protein --- --- -1.03 -0.05 -0.47 0.65133646 0.8906 -6.55
247159_at 1-aminocyclopropane-1-carboxylatACS5 AT5G65800 1.03 0.04 0.47 0.65128407 0.8906 -6.55
255122_at putative athila-like protein --- --- 1.05 0.07 0.47 0.65127308 0.8906 -6.55
247920_at putative protein contains similarity --- AT5G57670 1.05 0.07 0.47 0.65129266 0.8906 -6.55
254427_at putative protein predicted protein, emb1417 AT4G21190 1.07 0.09 0.47 0.65142709 0.8906 -6.55
257925_at unknown protein  ;supported by ful --- AT3G23170 1.20 0.26 0.47 0.65290738 0.8906 -6.55
265011_at putative chloroplast membrane proALB4 AT1G24490 -1.03 -0.04 -0.47 0.65279812 0.8906 -6.55
257625_at cytochrome P450, putative containCYP71B24 AT3G26230 1.20 0.27 0.47 0.65256961 0.8906 -6.55
266164_at putative salt-inducible protein --- AT2G28050 -1.06 -0.09 -0.47 0.65254931 0.8906 -6.55
253009_at glycine hydroxymethyltransferase SHM1 AT4G37930 -1.05 -0.07 -0.47 0.65180216 0.8906 -6.55
256272_at unknown protein --- AT3G12100 1.04 0.05 0.47 0.65226929 0.8906 -6.55
249943_at putative protein similar to unknown--- AT5G22280 1.08 0.11 0.47 0.65213958 0.8906 -6.55
261120_at homeodomain protein BELL1, putaBLH3 AT1G75410 1.06 0.08 0.47 0.65224393 0.8906 -6.55
246771_at putative protein putative replication--- --- -1.03 -0.05 -0.47 0.65270068 0.8906 -6.55



260367_at unknown protein  ;supported by ful --- AT1G69760 -1.11 -0.15 -0.47 0.65281231 0.8906 -6.55
257838_at hypothetical protein contains Pfam --- AT3G25210 1.03 0.05 0.47 0.65186684 0.8906 -6.55
245620_at hypothetical protein --- AT4G14050 -1.04 -0.06 -0.47 0.65281145 0.8906 -6.55
259946_at putative TINY similar to TINY GB:C--- AT1G71450 -1.03 -0.04 -0.47 0.65285829 0.8906 -6.55
265540_at Mutator-like transposase similar to --- --- 1.03 0.05 0.47 0.65169333 0.8906 -6.55
246116_at putative protein predicted proteins --- AT5G20310 1.04 0.06 0.47 0.65253315 0.8906 -6.55
265762_at hypothetical protein --- AT2G01240 -1.05 -0.08 -0.47 0.6526175 0.8906 -6.55
245159_at putative cellulose synthase ATCSLD1 AT2G33100 1.05 0.06 0.47 0.65151854 0.8906 -6.55
248593_at pectin methylesterase  ;supported --- AT5G49180 1.05 0.07 0.47 0.6523676 0.8906 -6.55
252279_at 1-aminocyclopropane-1-carboxylaACS9 AT3G49700 1.04 0.06 0.47 0.65207774 0.8906 -6.55
267294_at hypothetical protein predicted by g YCF37 AT2G23670 -1.05 -0.08 -0.47 0.6517621 0.8906 -6.55
248018_at putative protein strong similarity to --- AT5G56470 -1.04 -0.06 -0.47 0.65271305 0.8906 -6.55
254755_at hypothetical protein --- AT4G13220 1.04 0.06 0.47 0.65291758 0.8906 -6.55
265399_at hypothetical protein predicted by g --- AT2G11010 -1.08 -0.11 -0.47 0.65148828 0.8906 -6.55
252142_at putative protein hypothetical prote --- AT3G51120 -1.05 -0.06 -0.47 0.65287591 0.8906 -6.55
250474_at annexin -like protein annexin (AnnANNAT7 AT5G10230 -1.03 -0.04 -0.47 0.65206966 0.8906 -6.55
252346_at hypothetical protein --- AT3G48650 -1.03 -0.04 -0.47 0.65217746 0.8906 -6.55
263562_at hypothetical protein predicted by g --- AT2G15420 1.03 0.04 0.47 0.65259808 0.8906 -6.55
255316_at putative protein --- --- -1.03 -0.05 -0.47 0.65213516 0.8906 -6.55
245973_at putative protein predicted proteins --- --- 1.03 0.04 0.47 0.65281267 0.8906 -6.55
256555_at hypothetical protein similar to putat--- --- 1.03 0.05 0.47 0.65256203 0.8906 -6.55
257493_at unknown protein --- AT1G48180 -1.06 -0.08 -0.47 0.65209216 0.8906 -6.55
252708_at putative protein amine oxidase, Ca--- AT3G43820 -1.05 -0.07 -0.47 0.65268648 0.8906 -6.55
250046_at putative protein predicted proteins --- AT5G17720 1.04 0.06 0.47 0.65285584 0.8906 -6.55
249877_at transcription factor-like protein (gb|HUA2 AT5G23150 -1.03 -0.05 -0.47 0.6516255 0.8906 -6.55
251674_at hypothetical protein --- AT3G57250 -1.04 -0.05 -0.47 0.65160059 0.8906 -6.55
265269_at hypothetical protein predicted by g --- AT2G42950 1.04 0.06 0.47 0.65190678 0.8906 -6.55
244962_at NADH dehydrogenase ND4 --- --- -1.03 -0.04 -0.47 0.65166645 0.8906 -6.55
262928_at hypothetical protein --- AT1G65760 -1.04 -0.06 -0.47 0.65258878 0.8906 -6.55
259159_at unknown protein contains Pfam proACBP4 AT3G05420 -1.05 -0.07 -0.47 0.65303375 0.8907 -6.55
245097_at Expressed protein ; supported by f --- AT2G40935 -1.03 -0.04 -0.47 0.65321824 0.8909 -6.55
256090_at predicted protein --- AT1G20816 -1.05 -0.07 -0.47 0.65329445 0.8910 -6.55
245766_at En/Spm-like transposon protein, p --- --- -1.04 -0.05 -0.47 0.65349204 0.8912 -6.55
258998_at putative adenylate kinase similar to--- AT3G01820 -1.05 -0.07 -0.47 0.65359881 0.8913 -6.55
265854_at hypothetical protein predicted by g --- AT2G42370 1.03 0.05 0.47 0.65374708 0.8914 -6.55



252323_at putative protein probable transcripKING1 AT3G48530 -1.06 -0.08 -0.47 0.65377536 0.8914 -6.55
255022_at NAM/NAP like protein nap gene, AANAC070 AT4G10350 1.03 0.05 0.47 0.65371544 0.8914 -6.55
260687_at inner mitochondrial membrane proATTIM23-1 AT1G17530 1.06 0.08 0.47 0.6538368 0.8914 -6.55
265166_at putative OBP32pep protein --- AT1G23640 -1.03 -0.05 -0.47 0.65387589 0.8914 -6.55
263270_at putative replication protein A1 --- --- -1.03 -0.05 -0.47 0.65407543 0.8916 -6.55
266533_s_at putative plasma membrane intrinsi PIP2;8 AT2G16850 / 1.06 0.08 0.47 0.65413364 0.8916 -6.55
247197_at receptor-like protein kinase --- AT5G65240 1.09 0.12 0.47 0.65416203 0.8916 -6.55
247763_at RNA polymerase II NRPB7 AT5G59180 1.04 0.05 0.47 0.65420878 0.8916 -6.55
264979_s_at disease resistance protein, putativ--- AT1G27170 / 1.05 0.07 0.47 0.65425383 0.8916 -6.55
260260_at putative reductase similar to cinna--- AT1G68540 1.05 0.07 0.47 0.65428103 0.8916 -6.55
246674_at bcnt-like protein ; supported by full --- AT5G30490 -1.04 -0.05 -0.47 0.65443428 0.8917 -6.55
254947_at putative retrotransposon polyprote--- --- -1.06 -0.08 -0.47 0.65439775 0.8917 -6.55
249946_at putative protein predicted proteins --- AT5G19170 1.08 0.11 0.47 0.65441183 0.8917 -6.55
255925_at unknown protein ;supported by full --- AT1G22200 -1.05 -0.07 -0.47 0.65454776 0.8918 -6.55
257546_s_at hypothetical protein predicted by g --- AT3G28410 / -1.03 -0.04 -0.47 0.65462869 0.8918 -6.55
251932_at pasticcino 1  ; supported by cDNA:PAS1 AT3G54010 1.04 0.05 0.47 0.65490749 0.8921 -6.55
260561_at putative endochitinase --- AT2G43580 -1.05 -0.07 -0.47 0.65487246 0.8921 -6.55
265761_at putative stress protein --- AT2G01330 1.04 0.05 0.47 0.65512009 0.8921 -6.55
254588_at putative protein hypothetical protei --- AT4G18840 -1.04 -0.05 -0.47 0.65507869 0.8921 -6.55
264217_at hypothetical protein predicted by g --- AT1G60190 -1.19 -0.25 -0.47 0.65513197 0.8921 -6.55
250560_at replication factor A - like protein reRPA70B AT5G08020 1.07 0.10 0.47 0.65515319 0.8921 -6.55
246765_at glutamic acid-rich protein hypothe --- AT5G27330 -1.04 -0.06 -0.47 0.65515185 0.8921 -6.55
249586_at putative protein predicted proteins --- AT5G37840 -1.10 -0.13 -0.47 0.65506936 0.8921 -6.55
258042_at hypothetical protein similar to hypo--- AT3G21310 1.03 0.04 0.47 0.65525535 0.8922 -6.55
263841_at putative xyloglucan endo-transglyc --- AT2G36870 1.29 0.37 0.47 0.65533153 0.8923 -6.55
254619_at myb - like protein transforming proMYB98 AT4G18770 -1.04 -0.05 -0.47 0.65544474 0.8924 -6.55
256031_at choline kinase (GmCK2p), putative--- AT1G34100 1.04 0.05 0.47 0.65555333 0.8925 -6.55
253891_at putative protein  ;supported by full- --- AT4G27720 1.08 0.11 0.47 0.65566563 0.8926 -6.55
254520_at potassium transporter-like protein --- AT4G19960 1.05 0.08 0.47 0.65600318 0.8926 -6.55
246056_at katanin p80 subunit - like protein k--- AT5G08390 -1.05 -0.06 -0.47 0.65599155 0.8926 -6.55
247975_at putative protein similar to unknown--- AT5G56800 -1.03 -0.04 -0.47 0.65600484 0.8926 -6.55
251358_at shaggy-like kinase beta --- AT3G61160 1.09 0.12 0.47 0.6558493 0.8926 -6.55
259904_at hypothetical protein predicted by g --- AT1G74150 1.04 0.06 0.47 0.65587948 0.8926 -6.55
262142_at hypothetical protein predicted by g --- AT1G52640 1.04 0.06 0.47 0.65586625 0.8926 -6.55
254885_at putative protein various predicted --- AT4G11745 -1.05 -0.07 -0.47 0.65601704 0.8926 -6.55



249520_at putative protein similar to unknown--- AT5G38670 -1.03 -0.04 -0.47 0.65585844 0.8926 -6.55
261172_at hypothetical protein predicted by g --- AT1G04840 -1.04 -0.06 -0.47 0.65616826 0.8928 -6.55
254607_at hypothetical protein  ;supported by --- AT4G18920 -1.03 -0.05 -0.47 0.65628089 0.8929 -6.55
267017_at unknown protein SVR1 AT2G39140 1.09 0.12 0.47 0.65644153 0.8930 -6.55
264440_at unknown protein similar to fim pro --- AT1G27340 1.03 0.05 0.47 0.65648171 0.8930 -6.55
261090_at protein kinase, putative contains P--- AT1G07560 1.04 0.06 0.47 0.65642563 0.8930 -6.55
257796_at hypothetical protein predicted by g --- AT3G15930 -1.04 -0.06 -0.47 0.6565064 0.8930 -6.55
265683_at putative auxin-regulated protein --- AT2G24400 -1.04 -0.06 -0.47 0.65655786 0.8930 -6.55
260310_at hypothetical protein predicted by g --- AT1G70590 1.05 0.07 0.46 0.6566348 0.8930 -6.55
255293_at putative zinc finger protein --- AT4G04730 -1.04 -0.05 -0.46 0.65723443 0.8938 -6.55
245537_at hypothetical protein --- AT4G15200 -1.03 -0.05 -0.46 0.65750519 0.8940 -6.55
253192_at putative protein nuclear phosphop--- AT4G35370 -1.03 -0.05 -0.46 0.6574677 0.8940 -6.55
262747_at hypothetical protein predicted by g --- AT1G28540 -1.03 -0.05 -0.46 0.65744938 0.8940 -6.55
260809_at hypothetical protein predicted by g --- AT1G43730 -1.03 -0.05 -0.46 0.65761619 0.8940 -6.55
249767_at acidic endochitinase (dbj|BAA2186--- AT5G24090 -1.11 -0.14 -0.46 0.65759214 0.8940 -6.55
249215_at dihydroflavonol 4-reductase DFR AT5G42800 1.06 0.08 0.46 0.65769108 0.8941 -6.55
252580_at putative protein putative proteins - --- AT3G45490 -1.03 -0.05 -0.46 0.65771025 0.8941 -6.55
247131_at ferredoxin-NADP+ reductase FNR1 AT5G66190 1.03 0.05 0.46 0.65777452 0.8941 -6.55
265340_at putative AAA-type ATPase similar --- AT2G18330 1.07 0.10 0.46 0.65787949 0.8941 -6.55
256766_at Expressed protein ; supported by cPCC1 AT3G22231 1.45 0.53 0.46 0.65793351 0.8941 -6.55
248642_at putative protein similar to unknown--- AT5G49120 -1.04 -0.05 -0.46 0.65789848 0.8941 -6.55
265993_at putative disease resistance protein--- AT2G24160 1.21 0.27 0.46 0.65783789 0.8941 -6.55
258206_at hypothetical protein predicted by g CID4 AT3G14010 1.04 0.05 0.46 0.65800587 0.8941 -6.55
255448_at hypothetical protein --- AT4G02810 -1.05 -0.07 -0.46 0.65806698 0.8941 -6.55
258301_at hypothetical protein predicted by g --- --- -1.03 -0.04 -0.46 0.65802918 0.8941 -6.55
250089_at homeobox protein HDG9 AT5G17320 -1.04 -0.06 -0.46 0.6582118 0.8942 -6.55
250391_at putative protein predicted proteins --- --- -1.04 -0.06 -0.46 0.65820992 0.8942 -6.55
249516_s_at myrosinase binding protein-like; sim--- AT5G38540 / -1.04 -0.06 -0.46 0.65831902 0.8943 -6.55
255862_at hypothetical protein predicted by g --- AT2G30300 -1.04 -0.05 -0.46 0.65838097 0.8943 -6.55
265700_at putative MYB family transcription fa--- AT2G03470 1.03 0.04 0.46 0.65853149 0.8945 -6.55
251790_at elicitor responsive/phloem -like pro--- AT3G55470 1.04 0.06 0.46 0.65878583 0.8947 -6.55
256130_at unknown protein contains Pfam pro--- AT1G18170 1.04 0.06 0.46 0.65879829 0.8947 -6.55
259929_at transcription factor, putative simila--- AT1G34360 -1.04 -0.06 -0.46 0.65879384 0.8947 -6.55
258869_at hypothetical protein similar to xylosAtVGT1 AT3G03090 -1.04 -0.06 -0.46 0.65891656 0.8947 -6.55
246898_at putative protein --- AT5G25580 1.03 0.04 0.46 0.65889219 0.8947 -6.55



252423_at putative protein putative hydrolyse--- AT3G47590 1.03 0.05 0.46 0.65922694 0.8948 -6.55
264615_at unknown protein  ; supported by cD--- AT1G04590 1.06 0.09 0.46 0.65918813 0.8948 -6.55
266308_at putative cytochrome P450 CYP705A9 AT2G27010 1.04 0.06 0.46 0.6591362 0.8948 -6.55
256192_at diadenosine 5,5-P1,P4-tetraphospATNUDX25AT1G30110 1.04 0.06 0.46 0.65921323 0.8948 -6.55
264706_at hypothetical protein predicted by g --- AT1G09720 -1.03 -0.04 -0.46 0.65919723 0.8948 -6.55
252846_at putative protein several pectin met --- AT3G42160 1.03 0.04 0.46 0.65924554 0.8948 -6.55
258378_at hypothetical protein contains simila--- AT3G17490 1.03 0.05 0.46 0.65914497 0.8948 -6.55
259313_at hypothetical protein predicted by g --- AT3G05090 1.04 0.06 0.46 0.65938214 0.8948 -6.55
247537_s_at ABC transport protein - like ABC trATH15 AT5G61690 / -1.04 -0.05 -0.46 0.65934907 0.8948 -6.55
266276_at putative tropinone reductase TRI AT2G29330 -1.03 -0.04 -0.46 0.6593086 0.8948 -6.55
257472_at hypothetical protein predicted by g --- AT1G56040 1.03 0.05 0.46 0.65944698 0.8949 -6.55
249319_s_at putative protein similar to unknown--- AT5G40880 / -1.04 -0.06 -0.46 0.65949512 0.8949 -6.55
249517_at putative protein similar to unknown--- AT5G38580 1.03 0.04 0.46 0.65953715 0.8949 -6.55
254189_at putative protein cellulose synthaseCSLG2 AT4G24000 -1.11 -0.15 -0.46 0.65966955 0.8949 -6.55
257962_at hypothetical protein predicted by g --- AT3G19790 1.06 0.09 0.46 0.65979671 0.8949 -6.55
260443_at Expressed protein ; supported by f --- AT1G68185 1.03 0.04 0.46 0.65980365 0.8949 -6.55
257128_at cytochrome P450, putative containCYP705A15AT3G20080 1.05 0.07 0.46 0.65978956 0.8949 -6.55
245448_at disease resistance RPP5 like proteRPP4 AT4G16860 1.04 0.06 0.46 0.65978943 0.8949 -6.55
256287_at hypothetical protein --- AT3G12190 -1.04 -0.05 -0.46 0.6596846 0.8949 -6.55
261376_at hypothetical protein contains simila--- AT1G18660 -1.04 -0.06 -0.46 0.6598488 0.8949 -6.55
254589_at hypothetical protein --- AT4G18850 -1.04 -0.06 -0.46 0.65988896 0.8949 -6.55
260349_at mitotic checkpoint protein, putative--- AT1G69400 -1.04 -0.06 -0.46 0.66019304 0.8952 -6.55
248233_at F-box protein family, AtFBL13 con--- AT5G53840 -1.04 -0.05 -0.46 0.6601292 0.8952 -6.55
264620_at putative bZIP transcription factor ATBZIP27 AT2G17770 1.05 0.07 0.46 0.66016567 0.8952 -6.55
257858_at hypothetical protein predicted by g --- AT3G12920 1.07 0.10 0.46 0.66034674 0.8954 -6.55
249519_at putative protein similar to unknownAPE1 AT5G38660 1.05 0.07 0.46 0.6604249 0.8954 -6.55
259857_at hypothetical protein predicted by g --- AT1G68430 1.04 0.05 0.46 0.66046465 0.8954 -6.55
260862_at unknown protein SEU AT1G43850 -1.04 -0.05 -0.46 0.66053291 0.8954 -6.55
258232_at unknown protein --- AT3G27750 1.06 0.08 0.46 0.660579 0.8955 -6.56
253280_at poly(A)-binding protein non-conse PAB2 AT4G34110 1.03 0.05 0.46 0.6608963 0.8956 -6.56
258446_at hypothetical protein predicted by g --- AT3G22430 1.04 0.05 0.46 0.66086379 0.8956 -6.56
260424_at putative receptor-like protein kinas--- AT1G72460 -1.04 -0.05 -0.46 0.66086097 0.8956 -6.56
262059_at DnaJ protein, putative similar to D --- AT1G80030 -1.05 -0.08 -0.46 0.66081651 0.8956 -6.56
259345_s_at hypothetical protein predicted by g --- AT3G03700 / 1.09 0.12 0.46 0.66094217 0.8956 -6.56
255758_at hypothetical protein predicted by g --- AT1G16800 -1.03 -0.05 -0.46 0.6607367 0.8956 -6.56



246252_s_at patatin-like protein ;supported by fuPLP1 AT4G37060 / 1.03 0.04 0.46 0.66093945 0.8956 -6.56
251967_at putative protein DMR-N9 PROTEI --- AT3G53390 1.03 0.05 0.46 0.66102418 0.8956 -6.56
248167_at putative protein similar to unknown--- AT5G54530 1.05 0.07 0.46 0.66113569 0.8957 -6.56
257839_at hypothetical protein --- AT3G25080 1.03 0.05 0.46 0.66109967 0.8957 -6.56
249279_at SCARECROW gene regulator-like --- AT5G41920 -1.03 -0.04 -0.46 0.66145155 0.8957 -6.56
261689_at hypothetical protein contains simila--- AT1G50140 1.05 0.07 0.46 0.6613207 0.8957 -6.56
259136_at unknown protein --- AT3G05470 1.05 0.07 0.46 0.66127502 0.8957 -6.56
265429_at hypothetical protein predicted by g --- AT2G20710 -1.05 -0.06 -0.46 0.66156154 0.8957 -6.56
259337_at putative cationic amino acid transpCAT4 AT3G03720 1.04 0.05 0.46 0.66157231 0.8957 -6.56
252430_at CHLOROPHYLL A-B BINDING PRLHCA4 AT3G47470 1.05 0.06 0.46 0.6615228 0.8957 -6.56
264035_at hypothetical protein predicted by g --- AT2G03630 -1.04 -0.06 -0.46 0.66144058 0.8957 -6.56
255085_at putative protein several hypothetica--- --- 1.04 0.05 0.46 0.66147709 0.8957 -6.56
247969_at putative protein similar to unknown--- AT5G56700 1.06 0.09 0.46 0.66147184 0.8957 -6.56
252798_at putative protein --- AT3G42310 1.03 0.05 0.46 0.66151382 0.8957 -6.56
259414_at hypothetical protein contains Pfam --- AT1G02420 -1.04 -0.06 -0.46 0.66176696 0.8959 -6.56
250458_s_at ACTIN 2/7 (sp|P53492)  ; supporteACT7 AT5G09810 1.03 0.04 0.46 0.66191796 0.8961 -6.56
245521_at Expressed protein ;supported by c ESD4 AT4G15880 -1.03 -0.05 -0.46 0.66216633 0.8961 -6.56
258943_at hypothetical protein predicted by g--- AT3G10400 -1.04 -0.06 -0.46 0.66212738 0.8961 -6.56
247948_at putative protein strong similarity to --- AT5G57130 1.04 0.06 0.46 0.6620056 0.8961 -6.56
245727_at hypothetical protein contains simila--- AT1G73350 -1.04 -0.06 -0.46 0.66209073 0.8961 -6.56
251510_at putative protein several hypothetica--- AT3G59170 -1.03 -0.04 -0.46 0.6620216 0.8961 -6.56
258754_at hypothetical protein similar to hypo--- AT3G11920 1.04 0.06 0.46 0.66214549 0.8961 -6.56
254493_at DAG-like protein DAG precursor, A--- AT4G20020 1.07 0.09 0.46 0.66223478 0.8961 -6.56
264935_at hypothetical protein predicted by g --- AT1G61150 1.06 0.08 0.46 0.66227003 0.8961 -6.56
256660_at hypothetical protein similar to hypo--- AT3G12060 -1.04 -0.06 -0.46 0.66238002 0.8962 -6.56
246925_at cytochrome P450 71B1 - like proteCYP71B14 AT5G25180 -1.03 -0.05 -0.46 0.66256897 0.8963 -6.56
260033_at putative mutT protein contains PfaATNUDX1 AT1G68760 1.04 0.06 0.46 0.66257022 0.8963 -6.56
266897_at remorin identical to GB:M25268, a--- AT2G45820 -1.06 -0.09 -0.46 0.66253423 0.8963 -6.56
248956_at unknown protein --- AT5G45610 -1.04 -0.05 -0.46 0.66284553 0.8967 -6.56
258787_at hypothetical protein predicted by g PUB24 AT3G11840 1.18 0.24 0.46 0.6629954 0.8967 -6.56
258861_at putative helicase similar to C-termi --- AT3G02060 -1.05 -0.07 -0.46 0.66296704 0.8967 -6.56
263769_at 5S ribosomal RNA --- --- -1.04 -0.06 -0.46 0.66309284 0.8967 -6.56
257437_s_at hypothetical protein predicted by g --- AT2G16290 / -1.04 -0.05 -0.46 0.66309096 0.8967 -6.56
255921_at hypothetical protein contains Pfam APUM8 AT1G22240 -1.04 -0.05 -0.46 0.66296866 0.8967 -6.56
257069_at hypothetical protein predicted by g --- AT3G28170 -1.03 -0.05 -0.46 0.66309905 0.8967 -6.56



251733_at copper homeostasis factor  ;suppo CCH AT3G56240 1.04 0.06 0.46 0.66330846 0.8968 -6.56
263259_at putative zinc-binding protein simila PUB18 AT1G10560 1.07 0.10 0.46 0.66328346 0.8968 -6.56
258645_s_at exopolygalacturonase identical to --- AT3G07850 / -1.04 -0.05 -0.46 0.66331412 0.8968 -6.56
260281_at unknown protein --- AT1G80500 1.04 0.06 0.45 0.66355634 0.8970 -6.56
265781_at putative Athila retroelement ORF1 --- --- -1.03 -0.05 -0.45 0.66355623 0.8970 -6.56
259041_at unknown protein similar to putativeATCSLC6 AT3G07330 1.06 0.08 0.45 0.66362963 0.8970 -6.56
261002_at hypothetical protein contains simila--- AT1G26520 -1.04 -0.05 -0.45 0.66368748 0.8970 -6.56
245975_at putative protein CGI-107 protein - --- AT5G13070 -1.04 -0.06 -0.45 0.66375428 0.8970 -6.56
263683_at putative NAM protein similar to GBFEZ AT1G26870 -1.04 -0.05 -0.45 0.66370842 0.8970 -6.56
248927_at ubiquitin activating enzyme E1-likeAPG7 AT5G45900 1.04 0.06 0.45 0.66372619 0.8970 -6.56
251611_at putative protein several hypothetica--- AT3G57940 -1.05 -0.07 -0.45 0.66387483 0.8971 -6.56
258150_at hypothetical protein  ;supported by --- AT3G18160 -1.08 -0.10 -0.45 0.66401536 0.8973 -6.56
245938_at putative protein protein phosphata--- AT5G19680 -1.05 -0.07 -0.45 0.66413674 0.8974 -6.56
265910_at putative vacuolar ATP synthase pr --- AT2G25610 -1.04 -0.05 -0.45 0.66419089 0.8974 -6.56
249915_at putative protein similar to unknown--- AT5G22870 1.03 0.05 0.45 0.66439868 0.8976 -6.56
248544_at putative protein contains similarity PIMT2 AT5G50240 -1.07 -0.10 -0.45 0.6644145 0.8976 -6.56
262190_at unknown protein --- AT1G78030 -1.05 -0.07 -0.45 0.66441106 0.8976 -6.56
257323_at hypothetical protein --- AT2G07698 -1.10 -0.14 -0.45 0.66470296 0.8977 -6.56
252313_at RNA-binding - like protein RNA-binCID10 AT3G49390 1.07 0.09 0.45 0.66460374 0.8977 -6.56
253483_at putative protein anthranilate N-hyd--- AT4G31910 -1.07 -0.09 -0.45 0.66469922 0.8977 -6.56
246618_at putative protein similar to unknown--- AT5G36280 -1.03 -0.04 -0.45 0.66465354 0.8977 -6.56
251063_at protein kinase ATN1-like protein p --- AT5G01850 -1.04 -0.05 -0.45 0.66476959 0.8978 -6.56
251277_at dynamin-like protein phragmoplas ADL1B AT3G61760 -1.03 -0.04 -0.45 0.66497194 0.8980 -6.56
256293_at pinhead-like protein similar to pinheAGO7 AT1G69440 -1.06 -0.08 -0.45 0.66505152 0.8980 -6.56
256862_at dihydroxyacid dehydratase, putativ--- AT3G23940 1.09 0.12 0.45 0.6653347 0.8982 -6.56
252634_x_at putative protein predicted proteins --- --- -1.04 -0.06 -0.45 0.66528067 0.8982 -6.56
263983_at unknown protein  ;supported by ful --- AT2G42780 1.03 0.04 0.45 0.66518583 0.8982 -6.56
264073_at putative replication protein A1 --- --- 1.04 0.06 0.45 0.66538274 0.8982 -6.56
254373_at hypothetical protein  ;supported by --- AT4G21730 1.03 0.05 0.45 0.66536529 0.8982 -6.56
247129_at alpha-mannosidase --- AT5G66150 1.06 0.08 0.45 0.6654096 0.8982 -6.56
252726_at putative protein predicted proteins --- --- 1.05 0.08 0.45 0.66532703 0.8982 -6.56
265590_at SKP1/ASK1 (At17), putative similaMEO AT2G20160 -1.03 -0.05 -0.45 0.66546133 0.8982 -6.56
262348_at unknown protein similar to transcrip--- AT2G48160 -1.03 -0.05 -0.45 0.66552547 0.8982 -6.56
266650_at unknown protein --- AT2G25800 1.05 0.06 0.45 0.66711409 0.8982 -6.56
251494_at protein kinase-like protein Pto kina--- AT3G59350 -1.09 -0.12 -0.45 0.66709428 0.8982 -6.56



246988_at putative protein strong similarity to --- AT5G67340 -1.09 -0.13 -0.45 0.66570664 0.8982 -6.56
245744_at unknown protein --- AT1G51110 -1.10 -0.14 -0.45 0.66630885 0.8982 -6.56
259434_at unknown protein --- AT1G01490 1.03 0.05 0.45 0.66652434 0.8982 -6.56
251831_at pectate lyase -like protein pectate --- AT3G55140 1.03 0.04 0.45 0.66654577 0.8982 -6.56
258502_at unknown protein --- AT3G02490 1.06 0.09 0.45 0.66622192 0.8982 -6.56
245989_s_at polyubiquitin (UBQ4) identical to GUBQ4 AT5G20620 -1.04 -0.06 -0.45 0.66610159 0.8982 -6.56
259118_at unknown protein similar to unknow--- AT3G01310 1.05 0.07 0.45 0.66715905 0.8982 -6.56
260479_at hypothetical protein predicted by g --- AT1G11020 -1.03 -0.04 -0.45 0.66623512 0.8982 -6.56
258063_at putative cytochrome P450 similar t CYP72A8 AT3G14620 -1.12 -0.16 -0.45 0.66694327 0.8982 -6.56
245873_at bHLH transcription factor GBOF-1CIB5 AT1G26260 -1.05 -0.07 -0.45 0.66679455 0.8982 -6.56
252709_at putative protein predicted proteins --- AT3G43840 -1.03 -0.04 -0.45 0.66654581 0.8982 -6.56
262149_at hypothetical protein predicted by g --- AT1G52530 1.05 0.07 0.45 0.66708143 0.8982 -6.56
254291_at putative protein UDP-galactose traUTR2 AT4G23010 1.06 0.08 0.45 0.66613794 0.8982 -6.56
267026_at DREB-like AP2 domain transcriptio--- AT2G38340 1.12 0.16 0.45 0.66708154 0.8982 -6.56
257865_at protein kinase, putative contains P--- AT3G17750 -1.03 -0.04 -0.45 0.66605294 0.8982 -6.56
254118_at DNA polymerase III like protein DN--- AT4G24790 -1.03 -0.05 -0.45 0.66688985 0.8982 -6.56
262293_at heat-shock protein 90, putative ide--- AT1G27640 -1.06 -0.08 -0.45 0.6658505 0.8982 -6.56
245832_at chorismate synthase, putative simEMB1144 AT1G48850 -1.11 -0.16 -0.45 0.66644572 0.8982 -6.56
246023_at ethylene-insensitive3-like2 (EIL2) EIL2 AT5G21120 1.04 0.05 0.45 0.66627681 0.8982 -6.56
264366_at unknown protein EST gb|N96383 c--- AT1G03250 -1.05 -0.07 -0.45 0.66578756 0.8982 -6.56
255159_at putative polyprotein --- --- -1.05 -0.07 -0.45 0.66624228 0.8982 -6.56
249371_at hypothetical protein --- AT5G40750 -1.03 -0.04 -0.45 0.66603431 0.8982 -6.56
264317_at spermidine synthase, putative simSPDS2 AT1G70310 1.04 0.05 0.45 0.66573652 0.8982 -6.56
261853_at unknown protein --- AT1G50660 1.05 0.07 0.45 0.66638303 0.8982 -6.56
255509_at hypothetical protein identical to T10--- AT4G02210 -1.06 -0.08 -0.45 0.66692472 0.8982 -6.56
250018_at putative protein similar to unknown--- AT5G18150 1.12 0.16 0.45 0.66677108 0.8982 -6.56
260650_at Expressed protein ; supported by f TOM2B AT1G32370 1.03 0.05 0.45 0.66655092 0.8982 -6.56
256576_at zinc finger protein (PMZ), putative PMZ AT3G28210 -1.13 -0.17 -0.45 0.66715411 0.8982 -6.56
263543_at putative pectinesterase PE11 AT2G21610 1.03 0.04 0.45 0.66605786 0.8982 -6.56
257298_at hypothetical protein predicted by g --- AT3G28155 1.05 0.07 0.45 0.66634486 0.8982 -6.56
245836_at hypothetical protein similar to hypo--- --- 1.03 0.05 0.45 0.66626982 0.8982 -6.56
250802_at pectinesterase --- AT5G04970 -1.04 -0.05 -0.45 0.66696112 0.8982 -6.56
265014_at hypothetical protein similar to deac--- AT1G24430 -1.05 -0.08 -0.45 0.66675844 0.8982 -6.56
250926_at Expressed protein ; supported by f --- AT5G03555 1.08 0.12 0.45 0.66601598 0.8982 -6.56
246386_at beta-galactosidase, putative similaBGAL16 AT1G77410 1.05 0.07 0.45 0.66680889 0.8982 -6.56



253311_s_at putative protein xylan endohydrola--- AT4G33830 / 1.03 0.04 0.45 0.66654661 0.8982 -6.56
252729_at putative protein replication protein --- --- -1.03 -0.04 -0.45 0.66595539 0.8982 -6.56
249005_at terpene cyclase/synthase --- AT5G44630 1.03 0.04 0.45 0.66694268 0.8982 -6.56
251836_at lipase -like protein monoglyceride --- AT3G55190 1.03 0.04 0.45 0.66668539 0.8982 -6.56
259586_at unknown protein --- AT1G28100 -1.03 -0.05 -0.45 0.66901625 0.8983 -6.56
265991_at chloroplast single subunit DNA-depSCA3 AT2G24120 -1.07 -0.09 -0.45 0.66774747 0.8983 -6.56
245428_at putative protein --- AT4G17570 -1.04 -0.05 -0.45 0.66875687 0.8983 -6.56
265968_at putative protein translocase  ; suppATTIM17-2 AT2G37410 1.06 0.08 0.45 0.66849043 0.8983 -6.56
258139_at heat shock transcription factor HS HSFC1 AT3G24520 -1.05 -0.07 -0.45 0.66769476 0.8983 -6.56
267347_at hypothetical protein predicted by g --- AT2G39950 1.03 0.05 0.45 0.66796157 0.8983 -6.56
245676_at nodule-specific protein, putative si --- AT1G56670 1.04 0.05 0.45 0.66864566 0.8983 -6.56
257721_at hypothetical protein predicted by g --- AT3G18310 -1.03 -0.04 -0.45 0.66859062 0.8983 -6.56
264571_at hypothetical protein predicted by g --- AT1G05330 -1.03 -0.04 -0.45 0.66850455 0.8983 -6.56
251139_at cell division - like protein JM23 pro--- AT5G01230 1.05 0.06 0.45 0.66800372 0.8983 -6.56
257598_at PRT1 identical to GB:CAA11891 f PRT1 AT3G24800 -1.05 -0.07 -0.45 0.66897776 0.8983 -6.56
255865_at unknown protein --- AT2G30330 1.03 0.04 0.45 0.66903611 0.8983 -6.56
252502_at copper transport protein - like prot COPT2 AT3G46900 1.11 0.15 0.45 0.66892263 0.8983 -6.56
248101_at chaperone GrpE-like protein  ;supp--- AT5G55200 -1.09 -0.12 -0.45 0.66835369 0.8983 -6.56
257081_at RING zinc finger protein contains --- AT3G30460 -1.03 -0.05 -0.45 0.66800035 0.8983 -6.56
257236_at hypothetical protein --- AT3G15095 -1.05 -0.07 -0.45 0.66740849 0.8983 -6.56
262668_at flavin-containing amine oxidase co LDL1 AT1G62830 1.04 0.05 0.45 0.66881151 0.8983 -6.56
245979_at putative protein leucine zipper-conATEXO70CAT5G13150 -1.03 -0.04 -0.45 0.6677492 0.8983 -6.56
261097_at protein kinase, putative contains p--- AT1G62950 -1.06 -0.08 -0.45 0.66729934 0.8983 -6.56
257769_at indoleacetic acid (IAA)-inducible g IAA7 AT3G23050 -1.26 -0.33 -0.45 0.66726532 0.8983 -6.56
246878_at putative protein self-incompatibility--- AT5G26060 -1.05 -0.07 -0.45 0.6691049 0.8983 -6.56
254898_at serine/threonine kinase-like protei --- AT4G11480 1.15 0.21 0.45 0.66851491 0.8983 -6.56
254477_at zinc-finger protein Lsd1  ;supported--- AT4G20380 -1.05 -0.07 -0.45 0.66915007 0.8983 -6.56
245082_at hypothetical protein predicted by g --- AT2G23270 -1.26 -0.33 -0.45 0.66884257 0.8983 -6.56
256619_at hypothetical protein predicted by g --- AT3G24460 1.03 0.05 0.45 0.66807981 0.8983 -6.56
257431_at unknown protein --- AT2G36360 1.04 0.05 0.45 0.66882641 0.8983 -6.56
262125_at heat shock protein, putative similaEDA1 AT1G59680 -1.04 -0.05 -0.45 0.66786286 0.8983 -6.56
249389_at disease resistence like - protein do--- AT5G40100 -1.05 -0.06 -0.45 0.66784161 0.8983 -6.56
263208_at zinc finger protein 5, ZFP5 possiblZFP5 AT1G10480 1.05 0.06 0.45 0.66888779 0.8983 -6.56
254994_at putative methyltransferase MTA AT4G10760 -1.07 -0.09 -0.45 0.66883607 0.8983 -6.56
256162_at hypothetical protein similar to hypo--- AT1G55390 1.03 0.04 0.45 0.66902763 0.8983 -6.56



251450_at squamosa promoter binding protei SPL12 AT3G60030 -1.04 -0.06 -0.45 0.66765465 0.8983 -6.56
245613_at hypothetical protein --- AT4G14450 / 1.21 0.27 0.45 0.66879793 0.8983 -6.56
252224_at putative protein various ADP-RIBOATARLA1B AT3G49860 1.04 0.06 0.45 0.66785147 0.8983 -6.56
250807_at helicase-like transcription factor-lik --- AT5G05130 1.05 0.07 0.45 0.66918594 0.8983 -6.56
252642_at putative protein predicted protein, --- AT3G44580 1.03 0.04 0.45 0.66810319 0.8983 -6.56
254740_s_at glycine hydroxymethyltransferase --- AT2G42450 / 1.12 0.16 0.45 0.6684876 0.8983 -6.56
264492_at unknown protein similar to unknow--- AT1G27430 1.03 0.04 0.45 0.66768212 0.8983 -6.56
255115_at putative protein probable regulato APUM11 AT4G08840 1.03 0.05 0.45 0.66912686 0.8983 -6.56
245849_at leukotriene-A4 hydrolase-like prote--- AT5G13520 1.08 0.11 0.45 0.66767368 0.8983 -6.56
258147_at beta-glucosidase, putative similar BGLU43 AT3G18070 1.04 0.05 0.45 0.66830672 0.8983 -6.56
260771_at serine/threonine protein kinase, puWNK7 AT1G49160 1.07 0.09 0.45 0.669062 0.8983 -6.56
262927_at hypothetical protein shares similari --- AT1G65810 1.03 0.05 0.45 0.6688054 0.8983 -6.56
266819_at unknown protein  ;supported by ful --- AT2G44870 1.05 0.07 0.45 0.66875917 0.8983 -6.56
261980_at hypothetical protein predicted by g --- AT1G33820 1.03 0.04 0.45 0.6677572 0.8983 -6.56
264554_at putative cinnamyl alcohol dehydro --- AT1G09510 1.05 0.07 0.45 0.66850748 0.8983 -6.56
255757_at putative protein ROPGEF3 AT4G00460 1.03 0.05 0.45 0.66812788 0.8983 -6.56
255854_at unknown protein ;supported by full --- AT1G67050 1.10 0.14 0.45 0.66804083 0.8983 -6.56
246663_at putative protein --- AT5G35300 -1.03 -0.05 -0.45 0.667222 0.8983 -6.56
263436_at hypothetical protein --- AT2G28690 1.04 0.06 0.45 0.66812568 0.8983 -6.56
263166_at putative protein destination factor S--- AT1G03050 -1.03 -0.04 -0.45 0.66808782 0.8983 -6.56
261740_at hypothetical protein similar to unkn--- AT1G47740 -1.05 -0.07 -0.45 0.66991777 0.8983 -6.56
261819_at receptor-like kinase, putative simil --- AT1G11410 -1.03 -0.05 -0.45 0.67017322 0.8983 -6.56
263766_at hypothetical protein predicted by g --- AT2G21440 1.05 0.07 0.45 0.66980496 0.8983 -6.56
257092_at unknown protein DDL AT3G20550 -1.05 -0.07 -0.45 0.66931182 0.8983 -6.56
255455_at mitochondrial elongation factor Tu --- AT4G02930 1.08 0.11 0.45 0.67013032 0.8983 -6.56
248669_at putative protein contains similarity --- AT5G48730 -1.05 -0.08 -0.45 0.66974713 0.8983 -6.56
254845_at hydroxymethylglutaryl-CoA synthasMVA1 AT4G11820 -1.05 -0.07 -0.45 0.66999877 0.8983 -6.56
257607_at hypothetical protein predicted by g --- AT3G13880 1.03 0.04 0.45 0.67024015 0.8983 -6.56
257950_at putative UDP-glucose glucosyltran UGT71B6 AT3G21780 1.12 0.17 0.45 0.66966354 0.8983 -6.56
265312_at unknown protein --- AT2G20240 -1.08 -0.11 -0.45 0.6696379 0.8983 -6.56
263661_at unknown protein EST gb|T45093 c--- AT1G04290 -1.06 -0.09 -0.45 0.6695608 0.8983 -6.56
245406_at GTP-binding RAB2A like protein ATRABB1AAT4G17160 -1.03 -0.04 -0.45 0.67015061 0.8983 -6.56
261294_at dihydroxyacetone kinase, putative --- AT1G48430 1.05 0.07 0.45 0.66958021 0.8983 -6.56
256335_at hypothetical protein predicted by g --- AT1G72110 -1.04 -0.06 -0.45 0.66975201 0.8983 -6.56
260716_at peroxiredoxin identical to SP:O040ATPER1 AT1G48130 -1.05 -0.06 -0.45 0.67024915 0.8983 -6.56



251230_at beta-glucosidase-like protein severBGLU8 AT3G62750 -1.03 -0.04 -0.45 0.67016493 0.8983 -6.56
259465_at hypothetical protein similar to putat--- AT1G19025 -1.04 -0.06 -0.45 0.66933933 0.8983 -6.56
264066_at Argonaute (AGO1)-like protein AGO5 AT2G27880 1.04 0.05 0.45 0.6696931 0.8983 -6.56
261472_at hypothetical protein predicted by g --- AT1G14470 -1.03 -0.04 -0.45 0.67019597 0.8983 -6.56
256591_at hypothetical protein --- AT3G31910 -1.03 -0.04 -0.45 0.66984345 0.8983 -6.56
264650_at putative transcription factor SimilarNF-YC9 AT1G08970 -1.04 -0.05 -0.45 0.66946372 0.8983 -6.56
257439_at hypothetical protein similar to hypo--- AT2G17000 -1.03 -0.04 -0.45 0.66969107 0.8983 -6.56
266902_at hypothetical protein predicted by g --- AT2G34580 1.03 0.04 0.45 0.66951993 0.8983 -6.56
253962_at hypothetical protein --- AT4G26460 1.04 0.05 0.45 0.67025735 0.8983 -6.56
257318_at hypothetical protein --- AT2G07777 -1.03 -0.05 -0.45 0.67005065 0.8983 -6.56
249730_at calcium dependent protein kinase- --- AT5G24430 1.08 0.11 0.45 0.66942724 0.8983 -6.56
248486_at respiratory burst oxidase protein RHD2 AT5G51060 -1.03 -0.04 -0.45 0.66985052 0.8983 -6.56
264399_at postsynaptic protein CRIPT, putat --- AT1G61780 1.03 0.04 0.44 0.67041478 0.8983 -6.56
257902_at receptor kinase, putative similar to--- AT3G28450 -1.06 -0.08 -0.44 0.67040717 0.8983 -6.56
254550_at Fe(II) transport protein  ;supported IRT1 AT4G19690 1.03 0.04 0.44 0.67036346 0.8983 -6.56
267572_at 3-hydroxyisobutyryl-coenzyme A h --- AT2G30660 -1.04 -0.05 -0.44 0.67058013 0.8984 -6.56
244969_at ribosomal protein S18 --- --- 1.08 0.11 0.44 0.67057946 0.8984 -6.56
251117_at putative protein predicted protein, --- AT3G63390 1.04 0.06 0.44 0.67071655 0.8985 -6.56
258312_at putative long-chain acyl-CoA synth--- AT3G16170 1.05 0.07 0.44 0.67074143 0.8985 -6.56
262578_at hypothetical protein Similar to gi|22--- --- -1.04 -0.05 -0.44 0.67072801 0.8985 -6.56
265145_at unknown protein similar to GB:CAAPLT2 AT1G51190 -1.04 -0.05 -0.44 0.67107835 0.8988 -6.56
255101_at putative lipid transfer protein simila--- AT4G08670 1.05 0.06 0.44 0.67109316 0.8988 -6.56
253983_at putative protein SPF1 protein -Ipo WRKY20 AT4G26640 -1.04 -0.06 -0.44 0.67104175 0.8988 -6.56
247965_at putative protein similar to unknownAGP14 AT5G56540 -1.06 -0.08 -0.44 0.67124143 0.8989 -6.56
265766_at unknown protein --- AT2G48080 -1.05 -0.07 -0.44 0.67117951 0.8989 -6.56
265997_at Expressed protein ; supported by c--- AT2G24250 -1.03 -0.05 -0.44 0.67124206 0.8989 -6.56
246213_at serine C-palmitoyltransferase like pATLCB1 AT4G36480 1.04 0.06 0.44 0.67135259 0.8989 -6.56
259126_at putative NADPH-ferrihemoprotein r--- AT3G02280 -1.03 -0.04 -0.44 0.6716655 0.8992 -6.56
252452_at receptor protein kinase - like prote--- AT3G47110 -1.03 -0.04 -0.44 0.67168281 0.8992 -6.56
256026_at auxin response factor 1, putative s--- AT1G34170 1.03 0.05 0.44 0.67164741 0.8992 -6.56
263997_at hypothetical protein predicted by g --- AT2G22520 -1.03 -0.04 -0.44 0.67159245 0.8992 -6.56
261115_at hypothetical protein predicted by g --- AT1G75360 1.03 0.04 0.44 0.67175886 0.8992 -6.56
247231_at transcription factor-like protein AtMYB53 AT5G65230 1.04 0.05 0.44 0.6720166 0.8995 -6.56
249296_at kinesin-like protein --- AT5G41310 1.04 0.06 0.44 0.67204179 0.8995 -6.56
245819_at cauliflower identical to CAULIFLOWCAL AT1G26310 1.04 0.05 0.44 0.67217079 0.8996 -6.56



262275_at ATPase, putative similar to chrom --- AT1G68710 -1.04 -0.06 -0.44 0.67238286 0.8996 -6.56
250347_at putative protein --- AT5G11960 -1.03 -0.05 -0.44 0.67231618 0.8996 -6.56
248618_at myb-related transcription factor AtMYB78 AT5G49620 -1.04 -0.06 -0.44 0.67237353 0.8996 -6.56
246203_at putative protein ; supported by full- --- AT4G36610 -1.07 -0.10 -0.44 0.67241224 0.8996 -6.56
265280_at Expressed protein ; supported by f LCR5 AT2G28355 -1.03 -0.05 -0.44 0.67239823 0.8996 -6.56
257013_at hypothetical protein contains Pfam --- AT3G26920 / 1.04 0.05 0.44 0.67237736 0.8996 -6.56
267635_at rhodanese-like family protein ;supp--- AT2G42220 1.06 0.09 0.44 0.6727023 0.8997 -6.56
251098_at light-inducible protein ATLS1 --- AT5G01650 1.03 0.04 0.44 0.67282632 0.8997 -6.56
249583_at CALMODULIN-RELATED PROTETCH2 AT5G37770 -1.14 -0.18 -0.44 0.67267687 0.8997 -6.56
245335_at pore protein homolog ;supported b ATOEP16-2AT4G16160 -1.04 -0.06 -0.44 0.67278978 0.8997 -6.56
252067_at protein phosphatase 2C -like prote--- AT3G51370 1.04 0.06 0.44 0.67261476 0.8997 -6.56
261917_at hypothetical protein similar to TMV--- AT1G65920 -1.08 -0.11 -0.44 0.67275836 0.8997 -6.56
266558_at putative polygalacturonase --- AT2G23900 -1.03 -0.05 -0.44 0.67277766 0.8997 -6.56
265427_at unknown protein --- AT2G20740 1.05 0.06 0.44 0.67268493 0.8997 -6.56
254352_at hypothetical protein --- AT4G22320 1.03 0.04 0.44 0.67252734 0.8997 -6.56
246313_at PPR-repeat protein, putative conta--- AT1G31920 1.08 0.11 0.44 0.6729907 0.8998 -6.56
265102_at putative peroxidase similar to catio --- AT1G30870 1.04 0.06 0.44 0.67294391 0.8998 -6.56
263234_at hypothetical protein predicted by g --- AT1G10417 1.03 0.05 0.44 0.67300779 0.8998 -6.56
247019_at AP2 domain transcription factor-lik --- AT5G67010 -1.04 -0.05 -0.44 0.67306424 0.8998 -6.56
252408_at putative transcription factor MYB94ATMYB94 AT3G47600 -1.03 -0.04 -0.44 0.67321978 0.8999 -6.56
255441_at putative cullin-like 1 protein similar ATCUL1 AT4G02570 -1.03 -0.05 -0.44 0.6731954 0.8999 -6.56
264465_at SKP1/ASK1 (At18), putative similaASK18 AT1G10230 1.03 0.04 0.44 0.6731874 0.8999 -6.56
251304_at putative protein several O-methyltr --- AT3G61990 1.13 0.17 0.44 0.67347441 0.8999 -6.56
266311_at hypothetical protein predicted by g --- AT2G27130 1.12 0.16 0.44 0.6733959 0.8999 -6.56
245605_at ribonucleoprotein like protein --- AT4G14300 1.03 0.04 0.44 0.67347371 0.8999 -6.56
262677_at unknown protein --- AT1G75860 -1.07 -0.09 -0.44 0.67329828 0.8999 -6.56
262248_at hypothetical protein predicted by g YSL8 AT1G48370 -1.07 -0.10 -0.44 0.673442 0.8999 -6.56
255248_at Oxygen-evolving enhancer proteinPSBQ-2 AT4G05180 -1.03 -0.04 -0.44 0.67347869 0.8999 -6.56
264396_at fumarylacetoacetate hydrolase-like--- AT1G12050 -1.03 -0.04 -0.44 0.67363909 0.9000 -6.56
246575_at bystin, putative similar to bystin G --- AT1G31660 -1.06 -0.08 -0.44 0.67367173 0.9000 -6.56
247179_at putative protein contains similarity --- AT5G65320 -1.03 -0.05 -0.44 0.67362954 0.9000 -6.56
255039_at calmodulin-domain protein kinase CCPK4 AT4G09570 1.04 0.06 0.44 0.67381915 0.9001 -6.56
246880_s_at myrosinase TGG2  ; supported by TGG2 AT5G25980 / -1.12 -0.16 -0.44 0.6739254 0.9002 -6.56
265620_at unknown protein --- AT2G27310 1.12 0.16 0.44 0.67393958 0.9002 -6.56
250237_at putative protein strong similarity to --- AT5G13560 -1.04 -0.06 -0.44 0.67399127 0.9002 -6.56



256063_at Expressed protein ; supported by f STN1 AT1G07130 1.04 0.05 0.44 0.67399214 0.9002 -6.56
255801_at putative protein heat shock protein--- AT4G10130 1.03 0.04 0.44 0.67432607 0.9004 -6.56
262988_at putative alanine             aminotransGGT1 AT1G23310 -1.03 -0.04 -0.44 0.67426769 0.9004 -6.56
256051_at hypothetical protein similar to putatCHX14 AT1G06970 1.04 0.06 0.44 0.67436835 0.9004 -6.56
265743_s_at En/Spm-like transposon protein rel --- --- -1.03 -0.04 -0.44 0.67438961 0.9004 -6.56
249605_at putative protein predicted protein, --- AT5G37240 -1.04 -0.06 -0.44 0.67433442 0.9004 -6.56
248858_at AP47 50p (gb|AAB88283.1) ; supp --- AT5G46630 1.04 0.05 0.44 0.6744276 0.9004 -6.56
257354_x_at hypothetical protein predicted by g --- --- 1.04 0.06 0.44 0.67454372 0.9005 -6.57
256280_at unknown protein --- AT3G12590 1.04 0.06 0.44 0.67461293 0.9006 -6.57
259995_at putative golgi transport complex p --- AT1G67930 1.04 0.06 0.44 0.67549829 0.9007 -6.57
255842_at putative serine carboxypeptidase I scpl46 AT2G33530 1.09 0.12 0.44 0.67545605 0.9007 -6.57
263419_at putative protein kinase contains a p--- AT2G17220 1.05 0.07 0.44 0.67554723 0.9007 -6.57
253297_at beta-xylan endohydrolase -like pro--- AT4G33810 1.03 0.05 0.44 0.67556855 0.9007 -6.57
256485_at unknown protein --- AT1G31440 1.03 0.05 0.44 0.67536809 0.9007 -6.57
259419_at acyl-CoA oxidase ACX3, putative ACX6 AT1G06310 -1.03 -0.05 -0.44 0.67513491 0.9007 -6.57
255426_at putative protein --- AT4G03370 -1.03 -0.05 -0.44 0.67497546 0.9007 -6.57
250880_at putative protein Ube-1a, Mus mus --- AT5G04070 1.03 0.04 0.44 0.67551621 0.9007 -6.57
267507_at putative ribosomal protein S27  ;su--- AT2G45710 1.06 0.08 0.44 0.67518702 0.9007 -6.57
244976_at cytochrome B6 --- --- -1.03 -0.05 -0.44 0.67537449 0.9007 -6.57
267271_at hypothetical protein predicted by g ATHB21 AT2G02540 1.03 0.05 0.44 0.67555505 0.9007 -6.57
247273_at unknown protein CPuORF40AT5G64340 / -1.06 -0.08 -0.44 0.67502701 0.9007 -6.57
263308_at hypothetical protein predicted by g --- --- -1.03 -0.04 -0.44 0.67558748 0.9007 -6.57
245086_at putative translation initiation factor --- AT2G39820 -1.03 -0.05 -0.44 0.67534797 0.9007 -6.57
259651_at unknown protein --- AT1G55280 1.08 0.12 0.44 0.67541423 0.9007 -6.57
257688_at Snf2-related CBP activator proteinPIE1 AT3G12810 1.03 0.04 0.44 0.67522457 0.9007 -6.57
266726_at SKP1/ASK1 (At19), putative similaASK19 AT2G03160 -1.05 -0.07 -0.44 0.6751866 0.9007 -6.57
250601_at putative protein contains similarity --- AT5G07810 1.03 0.04 0.44 0.67540736 0.9007 -6.57
265751_at putative retroelement pol polyprote--- --- -1.03 -0.04 -0.44 0.67554046 0.9007 -6.57
247022_at unknown protein --- AT5G67050 -1.03 -0.05 -0.44 0.6747951 0.9007 -6.57
249813_at acyltransferase  ; supported by full EMB3009 AT5G23940 -1.03 -0.04 -0.44 0.67558533 0.9007 -6.57
259716_at unknown protein --- AT1G60995 / -1.05 -0.07 -0.44 0.67545173 0.9007 -6.57
264778_at unknown protein similar to C-1 (HoAIP3 AT1G08780 1.03 0.05 0.44 0.67554026 0.9007 -6.57
264786_at putative Ta11-like non-LTR retroele--- AT2G17920 -1.03 -0.05 -0.44 0.67563819 0.9007 -6.57
255769_at hypothetical protein predicted by g --- AT1G18610 1.03 0.05 0.44 0.67566996 0.9007 -6.57
259728_at putative coatomer zeta subunit sim--- AT1G60970 -1.03 -0.05 -0.44 0.67572209 0.9007 -6.57



249212_at putative protein strong similarity to --- AT5G42690 -1.04 -0.05 -0.44 0.67582252 0.9007 -6.57
249968_at putative protein predicted proteins --- AT5G19070 -1.08 -0.11 -0.44 0.67585743 0.9007 -6.57
265055_at hypothetical protein similar to hypo--- --- -1.03 -0.05 -0.44 0.67580737 0.9007 -6.57
267602_at unknown protein  ; supported by cD--- AT2G32970 -1.05 -0.07 -0.44 0.67591677 0.9007 -6.57
252978_at galactosidase like protein ss-1,4-eBGAL14 AT4G38590 -1.05 -0.06 -0.44 0.67620303 0.9008 -6.57
259423_at unknown protein similar to putative--- AT1G13880 1.05 0.07 0.44 0.67614683 0.9008 -6.57
249766_at peroxidase-like protein --- AT5G24070 -1.04 -0.05 -0.44 0.67618999 0.9008 -6.57
262301_at ripening-induced protein, putative --- AT1G70880 -1.04 -0.05 -0.44 0.6762254 0.9008 -6.57
252232_at bZIP transcription factor - like prot AtbZIP5 AT3G49760 1.03 0.04 0.44 0.67605392 0.9008 -6.57
252017_at cytochrome P450 - like protein cytCYP76G1 AT3G52970 -1.04 -0.05 -0.44 0.6761757 0.9008 -6.57
256733_at hypothetical protein predicted by g --- AT3G30370 1.03 0.05 0.44 0.67626419 0.9008 -6.57
266499_at hypothetical protein predicted by g --- --- 1.05 0.07 0.44 0.67636604 0.9009 -6.57
254875_at putative protein various predicted --- AT4G11590 -1.04 -0.05 -0.44 0.67647857 0.9010 -6.57
255682_at putative dTDP-6-deoxy-L-mannose--- AT4G00560 -1.04 -0.05 -0.44 0.67662472 0.9011 -6.57
245689_at phosphoglycerate mutase - like pro--- AT5G04120 -1.04 -0.05 -0.44 0.67658813 0.9011 -6.57
263066_at unknown protein --- AT2G17540 1.03 0.04 0.44 0.67679277 0.9011 -6.57
263013_at knotted-like homeobox protein, puKNAT6 AT1G23380 -1.04 -0.06 -0.44 0.67673827 0.9011 -6.57
260339_at putative serine/threonine kinase simSIK1 AT1G69220 1.05 0.07 0.44 0.67677704 0.9011 -6.57
263576_at hypothetical protein similar to hypo--- AT2G17080 -1.03 -0.04 -0.44 0.67679048 0.9011 -6.57
266667_at hypothetical protein predicted by g --- AT2G29770 1.03 0.04 0.44 0.67684418 0.9011 -6.57
262213_at hypothetical protein predicted by g --- AT1G74870 -1.05 -0.07 -0.44 0.6769007 0.9011 -6.57
259516_at hypothetical protein ; supported by ERD10 AT1G20450 1.07 0.10 0.44 0.67694739 0.9011 -6.57
249901_at histone deacetylase-like protein noHD2B AT5G22650 1.05 0.07 0.43 0.67769232 0.9012 -6.57
253096_at cytochrome P450-like protein CYP81D4 AT4G37330 -1.04 -0.06 -0.43 0.67731906 0.9012 -6.57
259075_at putative N2,N2-dimethylguanosine--- AT3G02320 1.04 0.05 0.44 0.67706927 0.9012 -6.57
259650_at leucoanthocyanidin dioxygenase 2--- AT1G55290 -1.04 -0.05 -0.43 0.67749955 0.9012 -6.57
252405_at putative protein RNA helicase HEL--- AT3G48120 -1.04 -0.06 -0.43 0.67776075 0.9012 -6.57
254070_at hypothetical protein --- AT4G25430 -1.05 -0.07 -0.43 0.67760549 0.9012 -6.57
259216_at hypothetical protein ; supported by --- AT3G09000 1.08 0.10 0.43 0.67739193 0.9012 -6.57
265286_at putative NADH-ubiquinone oxiredu--- AT2G20360 -1.04 -0.05 -0.43 0.67729665 0.9012 -6.57
253616_at blight-associated protein homolog EXLB2 AT4G30380 -1.03 -0.04 -0.43 0.67731182 0.9012 -6.57
260917_at unknown protein similar to hypothe--- AT1G02700 -1.04 -0.06 -0.43 0.67766652 0.9012 -6.57
255746_at heat shock transcription factor, pu --- AT1G32020 1.03 0.04 0.43 0.67769063 0.9012 -6.57
250331_at putative protein self-incompatibility--- AT5G11820 -1.04 -0.05 -0.43 0.67750182 0.9012 -6.57
263012_at homeotic protein, putative similar tKNAT6 AT1G23380 -1.03 -0.04 -0.43 0.67778834 0.9012 -6.57



250411_at putative protein --- AT5G11120 -1.03 -0.05 -0.43 0.67757302 0.9012 -6.57
256685_at hypothetical protein predicted by g --- AT3G32100 1.04 0.05 0.43 0.67718716 0.9012 -6.57
255423_at putative calmodulin --- AT4G03290 -1.03 -0.05 -0.43 0.67720122 0.9012 -6.57
266433_at unknown protein --- AT2G07110 -1.03 -0.04 -0.43 0.67774002 0.9012 -6.57
251452_at putative protein male sterility prote--- AT3G60060 -1.03 -0.04 -0.43 0.67763108 0.9012 -6.57
246388_at hypothetical protein predicted by g --- AT1G77405 -1.05 -0.07 -0.43 0.67768782 0.9012 -6.57
256884_at hypothetical protein contains Pfam --- AT3G15200 -1.06 -0.08 -0.43 0.67742083 0.9012 -6.57
263296_at unknown protein --- AT2G38800 -1.08 -0.10 -0.43 0.67787987 0.9012 -6.57
247238_at histone acetyltransferase HAM1 AT5G64610 1.03 0.04 0.43 0.67793142 0.9012 -6.57
248023_at ADP/ATP translocase-like protein  --- AT5G56450 -1.04 -0.05 -0.43 0.67791965 0.9012 -6.57
261983_at protein kinase, putative similar to c--- AT1G33770 1.06 0.08 0.43 0.67797914 0.9013 -6.57
260620_at unknown protein --- AT1G08070 1.04 0.05 0.43 0.67803443 0.9013 -6.57
267277_at putative protein transport protein S--- AT2G30050 1.04 0.05 0.43 0.67827647 0.9013 -6.57
246080_at putative protein --- AT5G20460 1.03 0.05 0.43 0.67818373 0.9013 -6.57
256235_at cysteine proteinase inhibitor, putatATCYSB AT3G12490 -1.03 -0.04 -0.43 0.67839709 0.9013 -6.57
262061_at hypothetical protein contains similaATPP2-B11AT1G80110 -1.04 -0.05 -0.43 0.67820615 0.9013 -6.57
257815_at unknown protein --- AT3G25130 1.04 0.05 0.43 0.67832075 0.9013 -6.57
256120_at hypothetical protein contains simila--- AT1G18130 -1.03 -0.04 -0.43 0.67838828 0.9013 -6.57
256124_at hypothetical protein predicted by g ATPUP9 AT1G18220 1.03 0.04 0.43 0.67831756 0.9013 -6.57
263147_at polyubiquitin, putative similar to po--- AT1G53980 -1.03 -0.04 -0.43 0.67822943 0.9013 -6.57
253727_at profilin 2  ; supported by full-length PFN2 AT4G29350 -1.04 -0.05 -0.43 0.67837279 0.9013 -6.57
266574_at hypothetical protein predicted by g --- AT2G23890 -1.07 -0.10 -0.43 0.67845808 0.9013 -6.57
262905_at thioredoxin, putative similar to thioATH7 AT1G59730 -1.03 -0.04 -0.43 0.678575 0.9014 -6.57
254171_at PsRT17-1 like protein PsRT17-1, --- AT4G24530 -1.03 -0.04 -0.43 0.67862162 0.9014 -6.57
249472_at hypothetical protein  ;supported by CRR7 AT5G39210 -1.06 -0.09 -0.43 0.67871137 0.9015 -6.57
246671_at putative protein --- --- 1.03 0.04 0.43 0.67873583 0.9015 -6.57
255992_at unknown protein --- AT1G29790 1.04 0.06 0.43 0.67893689 0.9015 -6.57
246182_at beta-1,3-glucanase - like protein p--- AT5G20870 -1.04 -0.06 -0.43 0.67901722 0.9015 -6.57
263826_at hypothetical protein predicted by g --- AT2G40410 -1.05 -0.07 -0.43 0.67895998 0.9015 -6.57
264978_at unknown protein contains Pfam pro--- AT1G27120 1.07 0.10 0.43 0.67891991 0.9015 -6.57
267354_at putative MYB family transcription faMYB25 AT2G39880 -1.06 -0.08 -0.43 0.6789682 0.9015 -6.57
252684_at disease resistence - like protein R --- AT3G44400 -1.04 -0.05 -0.43 0.6790061 0.9015 -6.57
251340_at actin - like protein actin 3, DrosophATARP7 AT3G60830 1.03 0.05 0.43 0.67909537 0.9016 -6.57
261244_at subtilisin-like serine protease simila--- AT1G20150 1.03 0.04 0.43 0.67913167 0.9016 -6.57
245299_at ras-related small GTP-binding prot ATRAB1C AT4G17530 -1.05 -0.07 -0.43 0.67919537 0.9016 -6.57



254463_at putative protein transcription initiatTAF11 AT4G20280 1.04 0.06 0.43 0.67923998 0.9016 -6.57
265654_s_at En/Spm-like transposon protein rel --- --- 1.03 0.04 0.43 0.67930347 0.9017 -6.57
247709_at D-xylose-H+ symporter - like prote--- AT5G59250 -1.04 -0.06 -0.43 0.67959242 0.9018 -6.57
266876_at hypothetical protein predicted by g --- AT2G44820 -1.04 -0.05 -0.43 0.67947903 0.9018 -6.57
264904_s_at putative thioredoxin reductase NTRA AT2G17420 / 1.05 0.07 0.43 0.67955928 0.9018 -6.57
258230_s_at hypothetical protein similar to hypoARI13 AT3G27710 / 1.03 0.04 0.43 0.67963471 0.9018 -6.57
249299_at E2, ubiquitin-conjugating enzyme UBC4 AT5G41340 1.04 0.06 0.43 0.67962556 0.9018 -6.57
257444_at hypothetical protein predicted by g --- AT2G12550 -1.04 -0.06 -0.43 0.6798989 0.9019 -6.57
265446_at unknown protein  ;supported by ful --- AT2G37110 1.04 0.05 0.43 0.68004566 0.9019 -6.57
257699_at phosphoglycerate kinase, putativePGK1 AT3G12780 1.04 0.06 0.43 0.68006149 0.9019 -6.57
267564_at putative protein kinase contains a p--- AT2G30740 -1.04 -0.06 -0.43 0.67991573 0.9019 -6.57
253289_at putative protein F10M10_100, Ara--- AT4G34320 -1.03 -0.05 -0.43 0.6800432 0.9019 -6.57
247133_at chalcone isomerase-like protein --- AT5G66220 -1.07 -0.09 -0.43 0.67979903 0.9019 -6.57
252791_at transposase - like protein putative --- --- -1.03 -0.04 -0.43 0.67993419 0.9019 -6.57
259804_at cytosolic factor, putative similar to --- AT1G72160 1.07 0.09 0.43 0.6799456 0.9019 -6.57
251460_at hypothetical protein SAC9 AT3G59770 -1.03 -0.04 -0.43 0.67996111 0.9019 -6.57
249490_s_at germin -like protein germin -like pr--- AT5G39110 / -1.10 -0.14 -0.43 0.68024925 0.9020 -6.57
245580_at hypothetical protein --- AT4G14820 -1.05 -0.07 -0.43 0.68023521 0.9020 -6.57
252569_at receptor-like protein kinase recept --- AT3G45420 -1.04 -0.05 -0.43 0.68024612 0.9020 -6.57
262910_at unknown protein ;supported by full --- AT1G59710 -1.05 -0.07 -0.43 0.68043421 0.9020 -6.57
244995_at ATPase a subunit --- --- -1.07 -0.10 -0.43 0.68076892 0.9020 -6.57
260425_at hypothetical protein similar to CCAEDA25 AT1G72440 1.09 0.12 0.43 0.6807473 0.9020 -6.57
261427_at protein kinase, putative similar to CIBS1 AT1G18670 1.07 0.09 0.43 0.68043611 0.9020 -6.57
255760_at vacuolar-type H+-translocating ino--- AT1G16780 -1.04 -0.05 -0.43 0.68073823 0.9020 -6.57
250612_s_at putative protein ARR2 protein - Ar ARR13 AT2G27070 / -1.05 -0.07 -0.43 0.68049384 0.9020 -6.57
249547_at lipid transfer - like protein P48h-10--- AT5G38160 -1.04 -0.06 -0.43 0.68074077 0.9020 -6.57
250635_at glycine-rich protein glycine-rich proGRP14 AT5G07510 -1.04 -0.06 -0.43 0.68072352 0.9020 -6.57
259044_at pollen allergen Bra r II identical to --- AT3G03430 1.03 0.04 0.43 0.68056605 0.9020 -6.57
263835_at putative eukaryotic translation initi --- AT2G40290 -1.03 -0.05 -0.43 0.68070717 0.9020 -6.57
266577_at predicted protein --- AT2G23945 1.04 0.05 0.43 0.68056516 0.9020 -6.57
256046_at unknown protein --- AT1G07135 1.15 0.20 0.43 0.68067346 0.9020 -6.57
262995_s_at hypothetical protein predicted by g --- --- 1.03 0.04 0.43 0.6804613 0.9020 -6.57
247272_at GTP cyclohydrolase II; 3,4-dihydro--- AT5G14040 / -1.10 -0.13 -0.43 0.68082417 0.9020 -6.57
262613_at putative DNA-binding protein similaWRKY4 AT1G13960 1.03 0.05 0.43 0.68085781 0.9020 -6.57
261677_at unknown protein ;supported by full --- AT1G18470 -1.05 -0.08 -0.43 0.68089752 0.9020 -6.57



264384_at putative chromodomain-helicase-DPKL AT2G25170 -1.03 -0.04 -0.43 0.68104876 0.9022 -6.57
261367_at protein kinase, putative similar to m--- AT1G53080 -1.20 -0.27 -0.43 0.68106796 0.9022 -6.57
260792_at unknown protein ;supported by full --- AT1G06270 -1.04 -0.05 -0.43 0.68130129 0.9022 -6.57
248616_at putative protein contains similarity --- AT5G49580 -1.05 -0.07 -0.43 0.68164806 0.9022 -6.57
252092_at mucin-like protein hemomucin, DroSSL4 AT3G51420 1.06 0.09 0.43 0.68148282 0.9022 -6.57
263155_at transcriptional activation factor TATAFII21 AT1G54140 1.04 0.06 0.43 0.68153633 0.9022 -6.57
254248_at serine/threonine kinase serine/thre--- AT4G23270 1.07 0.09 0.43 0.68141045 0.9022 -6.57
266397_at unknown protein --- AT2G38690 1.03 0.04 0.43 0.68124739 0.9022 -6.57
261198_at nitrate transporter, putative similarATNRT2.5 AT1G12940 -1.03 -0.04 -0.43 0.68133622 0.9022 -6.57
266430_at unknown protein --- AT2G07200 -1.03 -0.04 -0.43 0.6816692 0.9022 -6.57
245576_at hypothetical protein TCX2 AT4G14770 1.05 0.07 0.43 0.68146451 0.9022 -6.57
245997_at putative protein saur1 protein, Zea--- AT5G20810 -1.05 -0.08 -0.43 0.68161784 0.9022 -6.57
258971_at unknown protein similar to uridylyl ACR6 AT3G01990 -1.09 -0.12 -0.43 0.68143614 0.9022 -6.57
245839_at disease resistance protein, putativ--- AT1G58390 -1.03 -0.04 -0.43 0.68121881 0.9022 -6.57
257342_at pseudogene, putative polyprotein --- --- 1.06 0.08 0.43 0.68167402 0.9022 -6.57
252501_at hypothetical protein --- AT3G46880 -1.03 -0.05 -0.43 0.68129826 0.9022 -6.57
267025_at unknown protein predicted by gens--- AT2G38350 -1.03 -0.04 -0.43 0.68175581 0.9022 -6.57
249018_at CHP-rich zinc finger protein-like --- AT5G44770 1.05 0.08 0.43 0.68171741 0.9022 -6.57
245175_at putative protein disulfide-isomeraseUNE5 AT2G47470 1.06 0.09 0.43 0.68181683 0.9023 -6.57
253560_at putative protein KIAA0800 protein DCAF1 AT4G31160 -1.04 -0.05 -0.43 0.6818656 0.9023 -6.57
252581_at hypothetical protein --- AT3G45500 -1.04 -0.05 -0.43 0.68192272 0.9023 -6.57
252782_at putative protein predicted proteins --- --- -1.03 -0.04 -0.43 0.68193367 0.9023 -6.57
256700_at pseudouridine synthase, putative s--- AT3G52260 1.03 0.05 0.43 0.68205304 0.9024 -6.57
251962_at plasma membrane intrinsic protein PIP2A AT3G53420 -1.06 -0.09 -0.43 0.68210014 0.9024 -6.57
262978_at tubulin beta-1 chain identical to GBTUB1 AT1G75780 -1.24 -0.31 -0.43 0.68233674 0.9024 -6.57
266107_at hypothetical protein predicted by g --- AT2G37910 -1.05 -0.08 -0.43 0.68226569 0.9024 -6.57
255410_at putative rac GTPase activating pro--- AT4G03100 -1.03 -0.05 -0.43 0.68231365 0.9024 -6.57
254338_s_at pectate lyase like protein pectate l --- AT4G22080 / -1.03 -0.04 -0.43 0.68233366 0.9024 -6.57
257441_at putative GDSL-motif lipase/hydrola--- AT2G04020 -1.04 -0.06 -0.43 0.68231244 0.9024 -6.57
248008_at transcription factor NtWRKY4-like WRKY2 AT5G56270 1.05 0.07 0.43 0.68243108 0.9024 -6.57
260102_at unknown protein --- AT1G35470 1.04 0.06 0.43 0.68241053 0.9024 -6.57
260596_at unknown protein TIM50 AT1G55900 -1.06 -0.08 -0.43 0.68248935 0.9025 -6.57
253574_at putative protein --- AT4G31030 1.05 0.07 0.43 0.68260561 0.9026 -6.57
259405_at Expressed protein ; supported by c--- AT1G17744 1.05 0.07 0.43 0.68271489 0.9027 -6.57
246089_at ring-box protein - like ring-box pro RBX1 AT5G20570 1.03 0.04 0.43 0.68274533 0.9027 -6.57



252899_at putative protein leaf protein, Ipomo--- AT4G39530 -1.04 -0.05 -0.43 0.68297031 0.9027 -6.57
AFFX-LysX-5_aB. subtilis /GEN=lys /DB_XREF=gb--- --- -1.07 -0.09 -0.43 0.68281623 0.9027 -6.57
255350_at putative transposon protein similar --- --- -1.03 -0.04 -0.43 0.68296441 0.9027 -6.57
248363_at nodulin-like protein --- AT5G52480 -1.03 -0.04 -0.43 0.68295551 0.9027 -6.57
266740_at hypothetical protein predicted by g --- AT2G46840 -1.04 -0.05 -0.43 0.68290489 0.9027 -6.57
263023_at unknown protein --- AT1G23960 -1.07 -0.10 -0.43 0.68306821 0.9028 -6.57
260331_at hypothetical protein contains Pfam --- AT1G80270 1.16 0.21 0.43 0.68311347 0.9028 -6.57
249899_at putative protein similar to unknown--- AT5G22620 -1.06 -0.09 -0.43 0.68333171 0.9030 -6.57
256948_at unknown protein --- AT3G18930 1.03 0.05 0.43 0.68360285 0.9030 -6.57
252383_at ABC-type transport protein-like proATH6 AT3G47780 1.10 0.14 0.43 0.68347981 0.9030 -6.57
256222_at hypothetical protein predicted by g --- AT1G56210 -1.05 -0.08 -0.43 0.68352979 0.9030 -6.57
257795_at hypothetical protein predicted by g --- AT3G15910 -1.04 -0.06 -0.43 0.68361095 0.9030 -6.57
250507_at putative protein similar to unknown--- AT5G09940 1.03 0.05 0.43 0.68341876 0.9030 -6.57
254887_at putative protein various predicted --- AT4G11770 1.04 0.05 0.43 0.68354988 0.9030 -6.57
247697_at subtilisin-like protease - like protei SBT5.4 AT5G59810 1.04 0.06 0.43 0.68348061 0.9030 -6.57
256761_at hypothetical protein predicted by g --- AT3G25670 1.04 0.06 0.43 0.68366568 0.9030 -6.57
267498_at unknown protein --- AT2G45720 1.05 0.07 0.43 0.68372117 0.9031 -6.57
257015_at hypothetical protein predicted by g --- AT3G28680 1.04 0.05 0.43 0.68393265 0.9033 -6.57
262897_at hypothetical protein predicted by g CCB4 AT1G59840 -1.09 -0.12 -0.43 0.68399605 0.9033 -6.57
245512_at hypothetical protein --- AT4G15770 1.06 0.08 0.42 0.68410631 0.9034 -6.57
248883_at putative protein strong similarity to --- AT5G46190 -1.03 -0.05 -0.42 0.68429931 0.9036 -6.57
257918_at ethylene responsive element bind --- AT3G23230 -1.32 -0.40 -0.42 0.68433642 0.9036 -6.57
261420_at fatty acid elongase 3-ketoacyl-CoAKCS3 AT1G07720 1.08 0.11 0.42 0.68445174 0.9037 -6.57
257814_at acyl-(acyl carrier protein) thioesterAtFaTA AT3G25110 1.08 0.11 0.42 0.68445631 0.9037 -6.57
264688_at hypothetical protein similar to LG27--- AT1G09890 1.05 0.07 0.42 0.68457014 0.9037 -6.57
249459_at peroxidase ATP24a --- AT5G39580 1.21 0.27 0.42 0.68460171 0.9037 -6.57
256703_at MADS-box transcription factor simAGL79 AT3G30260 1.03 0.04 0.42 0.68470607 0.9038 -6.57
266339_s_at hypothetical protein predicted by g --- AT2G01360 / 1.04 0.05 0.42 0.6846745 0.9038 -6.57
245619_at hypothetical protein --- AT4G13990 -1.05 -0.07 -0.42 0.68479395 0.9038 -6.57
257256_at hypothetical protein contains Pfam --- AT3G21970 -1.03 -0.04 -0.42 0.68478145 0.9038 -6.57
248479_at unknown protein --- AT5G50910 -1.03 -0.04 -0.42 0.68485428 0.9038 -6.57
247145_at receptor protein kinase-like protein --- AT5G65600 -1.20 -0.26 -0.42 0.68490484 0.9038 -6.57
255337_at putative DNA-binding protein similWRKY42 AT4G04450 -1.05 -0.06 -0.42 0.68493373 0.9038 -6.57
246411_at hypothetical protein contains simila--- AT1G57770 -1.08 -0.11 -0.42 0.68541063 0.9040 -6.57
250012_x_at auxin-induced protein-like --- AT5G18060 1.20 0.26 0.42 0.68516682 0.9040 -6.57



246681_at chloride channel-like protein chlor --- AT5G33280 -1.03 -0.04 -0.42 0.68543764 0.9040 -6.57
255508_at putative zinc finger protein identica--- AT4G02220 1.04 0.06 0.42 0.6855219 0.9040 -6.57
249679_at unknown protein --- AT5G35980 1.03 0.04 0.42 0.68530806 0.9040 -6.57
265915_at En/Spm-like transposon protein rel --- --- 1.03 0.04 0.42 0.68518448 0.9040 -6.57
267563_at putative protein kinase contains a p--- AT2G30730 1.03 0.05 0.42 0.68524744 0.9040 -6.57
244991_s_at NADH dehydrogenase ND2 --- --- 1.03 0.05 0.42 0.68551771 0.9040 -6.57
247803_at similar to unknown protein (gb|AAF--- AT5G58340 -1.03 -0.04 -0.42 0.68555832 0.9040 -6.57
254760_at putative protein hypothetical prote --- AT4G13200 -1.03 -0.04 -0.42 0.68522512 0.9040 -6.57
248325_at unknown protein --- AT5G52800 1.03 0.04 0.42 0.68555855 0.9040 -6.57
252345_at hypothetical protein --- AT3G48640 1.05 0.07 0.42 0.68508591 0.9040 -6.57
261302_at hypothetical protein predicted by g --- AT1G48580 1.04 0.05 0.42 0.68541912 0.9040 -6.57
245976_at WRKY-like protein WRKY DNA binWRKY75 AT5G13080 -1.16 -0.21 -0.42 0.6859746 0.9041 -6.57
251428_at beta-glucosidase-like protein severDIN2 AT3G60140 1.26 0.34 0.42 0.6860757 0.9041 -6.57
251917_at putative protein --- AT3G53970 -1.03 -0.04 -0.42 0.6860121 0.9041 -6.57
245980_at putative protein  ;supported by full- --- AT5G13140 1.26 0.33 0.42 0.68595745 0.9041 -6.57
257879_at unknown protein --- AT3G17160 1.06 0.08 0.42 0.68607808 0.9041 -6.57
251407_at Arm repeat containing protein - lik --- AT3G60350 -1.04 -0.05 -0.42 0.68597717 0.9041 -6.57
263321_at ADP-ribosylation factor 1  ;support ARF1A1C AT2G47170 1.03 0.05 0.42 0.68579981 0.9041 -6.57
254700_at hypothetical protein --- AT4G18000 -1.04 -0.05 -0.42 0.68609122 0.9041 -6.57
248740_at putative protein contains similarity --- AT5G48130 -1.05 -0.06 -0.42 0.68572753 0.9041 -6.57
245820_at allyl alcohol dehydrogenase, putat--- AT1G26320 1.03 0.05 0.42 0.68582085 0.9041 -6.57
265862_at putative S-locus glycoprotein --- AT2G01780 1.04 0.05 0.42 0.68599121 0.9041 -6.57
246781_at sugar transporter-like protein puta SFP1 AT5G27350 -1.08 -0.11 -0.42 0.68620201 0.9042 -6.57
255266_at receptor protein kinase - like prote--- AT4G05200 1.03 0.05 0.42 0.68624896 0.9042 -6.57
259182_at hypothetical protein predicted by g --- AT3G01750 -1.06 -0.09 -0.42 0.68636558 0.9042 -6.57
245799_at disease resistance protein, putativAtRLP6 AT1G45616 1.03 0.05 0.42 0.68635975 0.9042 -6.57
248792_at ras-related small GTP-binding prot ATRAB1A AT5G47200 1.04 0.05 0.42 0.68640633 0.9042 -6.57
253189_at putative protein --- AT4G35335 1.05 0.08 0.42 0.68664841 0.9042 -6.57
248994_at disease resistance protein-like RPS4 AT5G45250 -1.04 -0.06 -0.42 0.68661381 0.9042 -6.57
254404_at hypothetical protein B70 AT4G21340 -1.03 -0.04 -0.42 0.68657625 0.9042 -6.57
255172_x_at putative transposon protein simila --- --- -1.05 -0.06 -0.42 0.68657285 0.9042 -6.57
246107_at putative protein various predicted --- --- 1.03 0.05 0.42 0.68653114 0.9042 -6.57
262458_at serine/threonine kinase, putative s--- AT1G11280 1.03 0.05 0.42 0.6864918 0.9042 -6.57
253970_at putative uracil phosphoribosyl tran--- AT4G26510 1.04 0.05 0.42 0.68676858 0.9044 -6.57
251313_at putative protein several hypothetica--- AT3G61360 -1.04 -0.05 -0.42 0.68682582 0.9044 -6.57



257728_at hypothetical protein predicted by g --- AT3G18295 1.04 0.06 0.42 0.68687762 0.9044 -6.57
254298_at putative protein  ;supported by full-PGR5-LIKEAT4G22890 -1.05 -0.06 -0.42 0.68697391 0.9044 -6.57
257049_at hypothetical protein predicted by g --- AT3G15250 1.05 0.06 0.42 0.68693541 0.9044 -6.57
265303_at hypothetical protein --- --- 1.03 0.05 0.42 0.68707747 0.9045 -6.57
266715_at putative RNA-binding protein --- AT2G46780 -1.04 -0.06 -0.42 0.68719812 0.9046 -6.57
255764_at unknown protein HCF173 AT1G16720 1.04 0.06 0.42 0.68752374 0.9046 -6.57
251801_at cytosolic triosephosphatisomerase TPI AT3G55440 1.03 0.04 0.42 0.68729233 0.9046 -6.57
261226_at expansin S2 precursor, putative siATEXPA11 AT1G20190 -1.25 -0.32 -0.42 0.68745674 0.9046 -6.57
258429_at putative GTP-binding protein similaTOC120 AT3G16620 1.03 0.05 0.42 0.68742603 0.9046 -6.57
257584_at hypothetical protein similar to putat--- --- -1.05 -0.07 -0.42 0.68738381 0.9046 -6.57
264998_at unknown protein similar to hypothe--- AT1G67330 -1.13 -0.17 -0.42 0.68738463 0.9046 -6.57
250352_at beta-adaptin-like protein A  ; suppo--- AT5G11490 -1.03 -0.04 -0.42 0.68721492 0.9046 -6.57
249683_x_at putative protein similar to unknown--- --- 1.04 0.06 0.42 0.68735254 0.9046 -6.57
250064_at disease resistance protein - like doDAR4 AT5G17890 1.05 0.06 0.42 0.68753076 0.9046 -6.57
263604_s_at putative replication protein A1 --- --- 1.02 0.04 0.42 0.68764674 0.9047 -6.57
245215_at F12A21.4 similar to iEP4 gb|AAD1 ATFXG1 AT1G67830 1.08 0.11 0.42 0.68772617 0.9047 -6.57
260998_at CAF protein similar to C2H2 zinc fi --- AT1G26590 -1.03 -0.05 -0.42 0.68774987 0.9047 -6.57
246535_at putative protein several hypothetica--- AT5G15900 -1.05 -0.07 -0.42 0.68789466 0.9047 -6.57
256718_at hypothetical protein predicted by g --- AT2G34120 -1.03 -0.05 -0.42 0.68785817 0.9047 -6.57
257559_at hypothetical protein contains Pfam --- AT3G22050 1.03 0.05 0.42 0.68790199 0.9047 -6.57
245510_at hypothetical protein --- AT4G15740 1.06 0.08 0.42 0.6879534 0.9048 -6.57
254864_at putative reverse transcriptase othe--- --- -1.03 -0.04 -0.42 0.68813322 0.9049 -6.57
251912_at protein kinase-like protein wall-ass--- AT3G53840 -1.04 -0.05 -0.42 0.68832896 0.9052 -6.57
265976_at putative Athila retroelement ORF1 --- --- -1.03 -0.05 -0.42 0.68839141 0.9052 -6.57
248701_at ligand-gated ion channel protein-likGLR1.3 AT5G48410 1.03 0.05 0.42 0.68964727 0.9052 -6.58
267005_at unknown protein ; supported by cD--- AT2G34460 -1.03 -0.05 -0.42 0.68972209 0.9052 -6.58
251017_at protein phosphatase - like protein --- AT5G02760 1.22 0.29 0.42 0.68957208 0.9052 -6.58
249264_s_at disease resistance protein-like --- AT5G41740 / -1.06 -0.09 -0.42 0.68941738 0.9052 -6.58
261624_at nucleotide sugar epimerase, putatGAE2 AT1G02000 -1.06 -0.09 -0.42 0.68907289 0.9052 -6.57
261365_at proton pump interactor, putative s --- AT1G53110 1.09 0.13 0.42 0.68953872 0.9052 -6.58
260107_at fructokinase, putative similar to fru--- AT1G66430 -1.14 -0.18 -0.42 0.68968744 0.9052 -6.58
246459_at receptor protein kinase -like protei --- AT5G16900 1.03 0.05 0.42 0.68919141 0.9052 -6.58
258391_at hypothetical protein predicted by g --- AT3G15420 1.05 0.07 0.42 0.68931568 0.9052 -6.58
252127_at putative protein ATP binding protePLP3a AT3G50960 -1.05 -0.07 -0.42 0.68897976 0.9052 -6.57
253533_at putative protein cellulose synthaseATCSLC5 AT4G31590 1.11 0.15 0.42 0.68849369 0.9052 -6.57



254992_at putative transcriptional regulator SPT16 AT4G10710 -1.05 -0.07 -0.42 0.68945104 0.9052 -6.58
259715_at hypothetical protein predicted by g--- AT1G60990 -1.04 -0.06 -0.42 0.68976022 0.9052 -6.58
253653_at hypothetical protein --- AT4G30050 -1.04 -0.05 -0.42 0.68906307 0.9052 -6.57
253940_at putative protein other Arabidopsis --- AT4G26950 1.04 0.06 0.42 0.68899322 0.9052 -6.57
246473_at putative protein cathepsin L-like cy--- AT5G17140 1.04 0.05 0.42 0.68965591 0.9052 -6.58
265611_at unknown protein  ;supported by ful --- AT2G25510 1.06 0.09 0.42 0.68854986 0.9052 -6.57
259269_at putative pectate lyase similar to pe --- AT3G01270 -1.04 -0.05 -0.42 0.68911211 0.9052 -6.57
245996_at putative protein predicted non-LTR--- --- -1.03 -0.04 -0.42 0.68926536 0.9052 -6.58
257305_at hypothetical protein predicted by g --- --- -1.04 -0.06 -0.42 0.68905003 0.9052 -6.57
264771_at phosphomethylpyrimidine kinase pTH1 AT1G22940 1.03 0.04 0.42 0.68968301 0.9052 -6.58
250218_at putative protein contains similarity CHC1 AT5G14170 1.05 0.06 0.42 0.68886013 0.9052 -6.57
258098_at hypothetical protein similar to kinesKINESIN-12AT3G23670 1.05 0.07 0.42 0.68924031 0.9052 -6.58
248355_at putative protein strong similarity to ATEXO70AAT5G52340 -1.03 -0.04 -0.42 0.68930865 0.9052 -6.58
252696_at hypothetical protein predicted tran--- --- -1.03 -0.04 -0.42 0.68886732 0.9052 -6.57
253380_at hypothetical protein hypothetical pPGSIP3 AT4G33330 1.04 0.05 0.42 0.68883084 0.9052 -6.57
261880_at unknown protein HIT1 AT1G50500 1.04 0.05 0.42 0.68924025 0.9052 -6.58
256042_at hypothetical protein predicted by g --- AT1G07220 -1.03 -0.04 -0.42 0.68906989 0.9052 -6.57
248033_s_at putative protein similar to unknown--- AT5G54330 / -1.03 -0.04 -0.42 0.68886842 0.9052 -6.57
247150_at putative protein similar to unknown--- AT5G65650 -1.04 -0.06 -0.42 0.68937549 0.9052 -6.58
249358_at sucrose cleavage protein -like suc --- AT5G40510 -1.04 -0.05 -0.42 0.68979925 0.9052 -6.58
262841_at aspartate-semialdehyde dehydrog--- AT1G14810 -1.05 -0.07 -0.42 0.689356 0.9052 -6.58
260298_at putative oxidoreductase contains P--- AT1G80320 -1.03 -0.04 -0.42 0.68857986 0.9052 -6.57
250468_at transcription factor TEIL/ethylene- --- AT5G10120 -1.03 -0.04 -0.42 0.6886146 0.9052 -6.57
260149_at putative oxidoreductase similar to a--- AT1G52810 -1.08 -0.11 -0.42 0.68869642 0.9052 -6.57
251463_at hypothetical protein --- AT3G59800 1.04 0.05 0.42 0.69004291 0.9053 -6.58
261997_at hypothetical protein similar C-term --- --- -1.03 -0.04 -0.42 0.69006537 0.9053 -6.58
260091_at putative serine carboxypeptidase sscpl5 AT1G73290 -1.03 -0.04 -0.42 0.69004405 0.9053 -6.58
267050_at putative RNA-binding protein  ; sup--- AT2G41060 1.04 0.05 0.42 0.69001042 0.9053 -6.58
266669_at putative flavonol 3-O-glucosyltransUGT71C1 AT2G29750 -1.04 -0.06 -0.42 0.68992019 0.9053 -6.58
262145_at unknown protein contains similarity--- AT1G52730 1.04 0.06 0.42 0.69039957 0.9057 -6.58
260864_at hypothetical protein predicted by g --- --- 1.04 0.05 0.42 0.6904874 0.9057 -6.58
255388_at hypothetical protein similar to A. th--- --- -1.03 -0.04 -0.42 0.69046531 0.9057 -6.58
253112_at putative ascorbate peroxidase ascAPX5 AT4G35970 -1.05 -0.07 -0.42 0.69064829 0.9058 -6.58
249661_x_at putative protein similar to unknown--- --- -1.04 -0.05 -0.42 0.690632 0.9058 -6.58
263439_at hypothetical protein predicted by g ATEXO70HAT2G28650 -1.04 -0.05 -0.42 0.69077734 0.9059 -6.58



244929_at NADH dehydrogenase subunit 4 --- --- -1.05 -0.08 -0.42 0.69088318 0.9060 -6.58
259142_at unknown protein similar to ankyrin --- AT3G10200 1.04 0.05 0.42 0.69089961 0.9060 -6.58
251004_at putative protein predicted protein, --- AT5G02720 -1.03 -0.05 -0.42 0.69095588 0.9060 -6.58
266908_at putative protein kinase contains a pPID AT2G34650 -1.08 -0.12 -0.42 0.69100036 0.9060 -6.58
249726_at unknown protein --- AT5G35480 1.06 0.09 0.41 0.69109145 0.9060 -6.58
248277_at ABC transporter-like protein --- AT5G52860 -1.04 -0.06 -0.42 0.69105179 0.9060 -6.58
267057_at hypothetical protein predicted by g --- AT2G32500 -1.08 -0.12 -0.41 0.69121615 0.9061 -6.58
256003_at Ta11 non-LTR retroelement prote --- AT3G31430 1.04 0.05 0.41 0.69128969 0.9062 -6.58
250228_at cell cycle switch protein FZR3 AT5G13840 -1.04 -0.06 -0.41 0.69134398 0.9062 -6.58
267208_at putative shaggy-like protein kinaseASKdZeta AT2G30980 1.03 0.04 0.41 0.69148791 0.9063 -6.58
254196_at putative protein --- AT4G24030 -1.04 -0.06 -0.41 0.69150855 0.9063 -6.58
252666_at putative protein hypothetical protei --- AT3G44180 -1.04 -0.05 -0.41 0.69147388 0.9063 -6.58
253847_at putative protein CRP1, Zea mays, --- AT4G28010 1.03 0.05 0.41 0.69154892 0.9063 -6.58
246516_at putative protein auxin-independen--- AT5G15740 1.12 0.16 0.41 0.69169477 0.9063 -6.58
260412_at putative alpha-amylase similar to aAMY3 AT1G69830 1.03 0.04 0.41 0.69173547 0.9063 -6.58
266425_at putative strictosidine synthase --- AT2G41300 1.04 0.05 0.41 0.69171127 0.9063 -6.58
253994_at protein phosphatase ABI1  ; suppoABI1 AT4G26080 1.03 0.05 0.41 0.69208994 0.9065 -6.58
259033_at putative pectinacetylesterase simila--- AT3G09405 / -1.20 -0.26 -0.41 0.6924145 0.9065 -6.58
267011_at unknown protein --- AT2G39230 1.05 0.06 0.41 0.69223974 0.9065 -6.58
266606_at putative AP2 domain transcription CRF5 AT2G46310 1.06 0.09 0.41 0.69200064 0.9065 -6.58
257269_at unknown protein contains Pfam proNPSN13 AT3G17440 1.05 0.07 0.41 0.69205953 0.9065 -6.58
258697_at putative minichromosome mainten MCM8 AT3G09660 1.04 0.06 0.41 0.69234508 0.9065 -6.58
247046_at unknown protein  ; supported by cD--- AT5G66540 -1.04 -0.05 -0.41 0.6923375 0.9065 -6.58
261111_at homeodomain protein BELL1, putaBLH11 AT1G75430 1.03 0.04 0.41 0.69223644 0.9065 -6.58
257153_at unknown protein  ; supported by cD--- AT3G27220 -1.05 -0.07 -0.41 0.69208937 0.9065 -6.58
249483_at Expressed protein ; supported by c--- AT5G38895 1.04 0.06 0.41 0.6925713 0.9065 -6.58
267487_at putative non-LTR retroelement rev --- --- -1.04 -0.05 -0.41 0.69235002 0.9065 -6.58
254532_at putative protein regulatory protein NPR4 AT4G19660 1.06 0.08 0.41 0.69246288 0.9065 -6.58
254330_at predicted protein predicted gene FLBD32 AT4G22700 -1.03 -0.04 -0.41 0.69239011 0.9065 -6.58
265079_at hypothetical protein contains simila--- AT1G55460 1.03 0.04 0.41 0.69224146 0.9065 -6.58
255912_at 2,3-oxidosqualene-triterpenoid cyc--- AT1G66960 -1.04 -0.06 -0.41 0.69205829 0.9065 -6.58
265645_at unknown protein --- AT2G27370 -1.03 -0.05 -0.41 0.69264489 0.9065 -6.58
263936_at putative ATP-dependent RNA helic--- AT2G35920 -1.04 -0.06 -0.41 0.69268558 0.9065 -6.58
252772_at hypothetical protein --- --- 1.03 0.05 0.41 0.69263753 0.9065 -6.58
253069_at hexokinase - like protein hexokinaHKL3 AT4G37840 -1.03 -0.05 -0.41 0.69264746 0.9065 -6.58



256537_at unknown protein --- AT1G33340 1.09 0.12 0.41 0.69252084 0.9065 -6.58
265649_at putative ferredoxin  ; supported by ATFD3 AT2G27510 -1.07 -0.09 -0.41 0.69293095 0.9066 -6.58
257532_at hypothetical protein similar to hypo--- AT3G04700 -1.13 -0.18 -0.41 0.69279679 0.9066 -6.58
264370_at hybrid proline-rich protein, putative--- AT1G12100 -1.03 -0.05 -0.41 0.69285456 0.9066 -6.58
251817_at small GTP-binding protein - like (frARA6 AT3G54840 -1.03 -0.04 -0.41 0.69291398 0.9066 -6.58
256990_at hypothetical protein predicted by g --- AT3G28590 -1.05 -0.07 -0.41 0.69290116 0.9066 -6.58
249311_at disease resistance protein-like --- AT5G41540 -1.04 -0.05 -0.41 0.69297007 0.9066 -6.58
265639_at putative reverse transcriptase --- --- -1.03 -0.05 -0.41 0.69308289 0.9067 -6.58
247415_at unknown protein --- AT5G63060 -1.07 -0.09 -0.41 0.69327307 0.9069 -6.58
253453_at protein phosphatase 2C - like prot --- AT4G31860 1.03 0.04 0.41 0.69342288 0.9069 -6.58
248996_at unknown protein RRS1 AT5G45260 -1.05 -0.08 -0.41 0.69338404 0.9069 -6.58
249300_at putative protein similar to unknown--- AT5G41380 -1.03 -0.05 -0.41 0.6933927 0.9069 -6.58
266538_at hypothetical protein predicted by g --- AT2G35230 1.03 0.05 0.41 0.69351111 0.9070 -6.58
261695_at Mg-chelatase, putative similar to MCHLD AT1G08520 -1.04 -0.05 -0.41 0.69365137 0.9071 -6.58
255624_at MAP kinase 4 (MPK4)  ;supported ATMPK4 AT4G01370 1.04 0.06 0.41 0.69365681 0.9071 -6.58
267405_at putative related to microbial divalenCUTA AT2G33740 1.03 0.04 0.41 0.69379275 0.9072 -6.58
254555_at putative protein curved DNA-bindi --- AT4G19570 1.03 0.05 0.41 0.69381368 0.9072 -6.58
261702_at unknown protein similar to hypothe--- AT1G32760 1.03 0.05 0.41 0.69398621 0.9074 -6.58
263595_at putative purple acid phosphatase cPAP8 AT2G01890 1.37 0.45 0.41 0.69403058 0.9074 -6.58
258375_at hypothetical protein predicted by g --- AT3G17470 -1.03 -0.04 -0.41 0.69431251 0.9076 -6.58
262514_at NAM(no apical meristem) protein, anac017 AT1G34190 -1.03 -0.04 -0.41 0.69430849 0.9076 -6.58
249332_at putative protein similar to unknown--- AT5G40980 -1.04 -0.06 -0.41 0.69434576 0.9076 -6.58
255845_at putative cinnamoyl-CoA reductase --- AT2G33600 1.05 0.08 0.41 0.69432289 0.9076 -6.58
256391_at hypothetical protein predicted by g --- AT3G06090 -1.02 -0.04 -0.41 0.69445406 0.9077 -6.58
254949_at hypothetical protein --- AT4G11020 1.03 0.05 0.41 0.69463025 0.9078 -6.58
255336_at putative transposon protein --- --- -1.03 -0.04 -0.41 0.69470364 0.9079 -6.58
248393_at putative protein contains similarity ATBAG1 AT5G52060 -1.06 -0.08 -0.41 0.69570517 0.9079 -6.58
245929_at alcohol dehydrogenase - like prote--- AT5G24760 -1.11 -0.14 -0.41 0.69506993 0.9079 -6.58
258193_at putative pectinesterase similar to pPME31 AT3G29090 -1.03 -0.04 -0.41 0.69564314 0.9079 -6.58
254546_at lectin like protein lectin 2, phloem-PP2-A2 AT4G19850 -1.10 -0.13 -0.41 0.69499968 0.9079 -6.58
251985_at thioredoxin -like protein cop c2,  C--- AT3G53220 -1.04 -0.06 -0.41 0.69495698 0.9079 -6.58
266950_at expressed protein supported by ful --- AT2G18910 -1.05 -0.07 -0.41 0.69567538 0.9079 -6.58
249285_at unknown protein --- AT5G41960 1.04 0.06 0.41 0.69551042 0.9079 -6.58
266790_at expansin AtEx6 identical to GB U3 ATEXPA6 AT2G28950 1.17 0.22 0.41 0.6957509 0.9079 -6.58
266086_at putative Na+-dependent inorganic PHT4;2 AT2G38060 -1.03 -0.05 -0.41 0.69511969 0.9079 -6.58



264802_at putative syntaxin-related protein (USYP111 AT1G08560 1.07 0.10 0.41 0.69556976 0.9079 -6.58
266522_at putative ubiquitin-conjugating enzyUBC23 AT2G16920 1.04 0.05 0.41 0.6949802 0.9079 -6.58
260151_at unknown protein  ;supported by ful --- AT1G52910 1.12 0.16 0.41 0.69523721 0.9079 -6.58
265802_at predicted protein --- AT2G35733 -1.04 -0.06 -0.41 0.69546208 0.9079 -6.58
246761_at embryonic abundant protein - like --- AT5G27980 -1.03 -0.04 -0.41 0.69503039 0.9079 -6.58
250120_at putative protein similar to unknownRIC4 AT5G16490 -1.05 -0.07 -0.41 0.69531443 0.9079 -6.58
265046_s_at mutator-like transposase, putative --- --- -1.03 -0.05 -0.41 0.69563033 0.9079 -6.58
249543_at Expressed protein ; supported by f --- --- 1.04 0.05 0.41 0.69571849 0.9079 -6.58
263360_at unknown protein --- AT2G03830 -1.03 -0.05 -0.41 0.69550849 0.9079 -6.58
251426_at URIDYLATE KINASE-like protein --- AT3G60180 1.04 0.05 0.41 0.69522559 0.9079 -6.58
265833_at Mutator-like transposase similar to --- --- -1.03 -0.04 -0.41 0.69538423 0.9079 -6.58
247148_at auxin-induced protein IAA9 (pir |T0IAA9 AT5G65670 -1.05 -0.07 -0.41 0.6949115 0.9079 -6.58
258236_at hypothetical protein predicted by g --- AT3G27800 -1.03 -0.04 -0.41 0.69521459 0.9079 -6.58
245823_at hypothetical protein predicted by g --- AT1G57906 1.04 0.05 0.41 0.69572323 0.9079 -6.58
258130_at unknown protein --- AT3G24510 1.03 0.05 0.41 0.69539925 0.9079 -6.58
245835_at hypothetical protein similar to putat--- AT1G42190 -1.03 -0.04 -0.41 0.69480281 0.9079 -6.58
264648_at putative luminal binding protein SimBIP3 AT1G09080 -1.04 -0.06 -0.41 0.69532987 0.9079 -6.58
260106_at unknown protein ;supported by full --- AT1G35420 -1.03 -0.05 -0.41 0.69588406 0.9080 -6.58
252923_at kinesin like protein kinesin motor p--- AT4G39050 -1.05 -0.06 -0.41 0.69603375 0.9081 -6.58
252685_at disease resistence - like protein R --- AT3G44410 -1.06 -0.08 -0.41 0.69611938 0.9081 -6.58
246474_at putative protein predicted protein, --- AT5G17150 -1.03 -0.05 -0.41 0.69601815 0.9081 -6.58
256032_at polyprotein, putative similar to poly--- --- -1.02 -0.03 -0.41 0.69608682 0.9081 -6.58
251159_at hypothetical protein --- AT3G63230 1.05 0.06 0.41 0.69616427 0.9081 -6.58
249448_at cdc2-like protein cdc2cAt AT5G39420 -1.04 -0.06 -0.41 0.69615386 0.9081 -6.58
251936_at putative protein crp1 protein, Zea MEE40 AT3G53700 1.04 0.06 0.41 0.69632019 0.9081 -6.58
248361_at putative protein similar to unknownEDA41 AT5G52460 -1.04 -0.05 -0.41 0.69635083 0.9081 -6.58
266564_at putative serine carboxypeptidase I scpl22 AT2G24000 1.04 0.06 0.41 0.69633266 0.9081 -6.58
258867_at hypothetical protein predicted by g --- AT3G03130 -1.03 -0.05 -0.41 0.69636453 0.9081 -6.58
261947_at ubiquitin, putative similar to poly-u --- AT1G64470 -1.04 -0.06 -0.41 0.69626203 0.9081 -6.58
262134_at sulfate transporter, putative simila AST56 AT1G77990 1.07 0.09 0.41 0.69659037 0.9083 -6.58
262292_at hypothetical protein similar to hypo--- AT1G27595 1.04 0.05 0.41 0.69665293 0.9083 -6.58
266659_at putative poly(A) polymerase  ; supp--- AT2G25850 -1.03 -0.05 -0.41 0.69674554 0.9084 -6.58
256633_at unknown protein GATL10 AT3G28340 -1.17 -0.23 -0.41 0.69671617 0.9084 -6.58
254997_s_at putative protein various predicted --- AT4G09920 / 1.03 0.04 0.41 0.69685336 0.9085 -6.58
254970_at chlorophyll a/b-binding protein - likLHCB5 AT4G10340 -1.03 -0.04 -0.41 0.69698115 0.9085 -6.58



249465_at AIG2 - like protein AIG2, ArabidopAIG2L AT5G39720 1.04 0.05 0.41 0.69698013 0.9085 -6.58
263462_at similar to Ariadne protein from Dro ARI11 AT2G31780 -1.03 -0.04 -0.41 0.69695351 0.9085 -6.58
251145_at putative protein predicted protein, --- AT3G63500 -1.04 -0.05 -0.41 0.69702257 0.9085 -6.58
249554_at CRS2 -like protein CRS2, Zea ma --- AT5G38290 1.08 0.11 0.41 0.69710587 0.9085 -6.58
251699_at cytochrome P450-like protein cytoCYP94D2 AT3G56630 1.03 0.05 0.41 0.69742019 0.9085 -6.58
256436_at hypothetical protein predicted by g --- AT3G11150 -1.03 -0.05 -0.41 0.69746604 0.9085 -6.58
248497_at putative protein strong similarity to ATEXO70F AT5G50380 1.05 0.07 0.41 0.69750913 0.9085 -6.58
257648_at RNA helicase, putative similar to R--- AT3G16840 -1.06 -0.08 -0.41 0.69739345 0.9085 -6.58
251788_at putative protein --- AT3G55420 -1.08 -0.11 -0.41 0.69738253 0.9085 -6.58
260521_at putative villin 2 VLN2 AT2G41740 -1.05 -0.07 -0.41 0.6975023 0.9085 -6.58
263777_at putative cyclic nucleotide-regulatedATCNGC12AT2G46450 -1.14 -0.19 -0.41 0.69730931 0.9085 -6.58
262919_at unknown protein ; supported by cD--- AT1G79380 -1.05 -0.06 -0.41 0.69725255 0.9085 -6.58
257228_at NADPH:quinone oxidoreductase (NNQR AT3G27890 1.03 0.04 0.41 0.69719901 0.9085 -6.58
259731_at unknown protein similar to unknow--- AT1G77460 1.08 0.11 0.41 0.69747818 0.9085 -6.58
246593_at putative protein predicted protein, --- AT5G14790 1.05 0.07 0.41 0.69763808 0.9086 -6.58
255216_s_at putative peptidase --- AT4G07670 / 1.06 0.09 0.41 0.69757278 0.9086 -6.58
264652_at putative sugar transport protein, E --- AT1G08920 -1.09 -0.12 -0.41 0.69770708 0.9086 -6.58
267056_at hypothetical protein predicted by g --- AT2G32470 1.04 0.06 0.41 0.69765083 0.9086 -6.58
260838_at hypothetical protein predicted by g --- AT1G43680 1.03 0.04 0.41 0.69773024 0.9086 -6.58
262366_at disease resistance protein, putativ--- AT1G72890 -1.09 -0.12 -0.41 0.69780322 0.9086 -6.58
263716_at 26S proteasome regulatory subuni RPN1A AT2G20580 1.03 0.04 0.41 0.69783075 0.9086 -6.58
255843_at unknown protein CPL3 AT2G33540 -1.03 -0.04 -0.41 0.69789348 0.9086 -6.58
257606_at root hair defective 3 (RHD3) ident RHD3 AT3G13870 1.04 0.06 0.41 0.69793718 0.9086 -6.58
260856_at TINY-like protein similar to TINY G--- AT1G21910 -1.14 -0.19 -0.40 0.69816119 0.9086 -6.58
250167_at myb-related protein - like myb-relaATMYB16 AT5G15310 -1.05 -0.07 -0.40 0.6989263 0.9086 -6.58
249188_at N-hydroxycinnamoyl benzoyltransf --- AT5G42830 1.09 0.12 0.40 0.69933092 0.9086 -6.58
259245_at unknown protein predicted by gen --- AT3G07660 1.04 0.05 0.40 0.69870735 0.9086 -6.58
265442_at hypothetical protein predicted by g --- AT2G20940 -1.06 -0.09 -0.40 0.69872828 0.9086 -6.58
252105_at protein phosphatase 2C-like prote --- AT3G51470 1.04 0.06 0.40 0.69886837 0.9086 -6.58
258911_at unknown protein similar to hypothe--- AT3G06470 1.04 0.05 0.40 0.69934904 0.9086 -6.58
252199_at anthranilate N-hydroxycinnamoyl/b--- AT3G50270 1.04 0.05 0.40 0.69876348 0.9086 -6.58
256776_at multispanning membrane protein, --- AT3G13772 -1.03 -0.04 -0.41 0.69801403 0.9086 -6.58
261446_at unknown protein SEC5B AT1G21170 -1.04 -0.06 -0.40 0.69910269 0.9086 -6.58
245499_at membrane transporter like protein INT4 AT4G16480 1.03 0.04 0.40 0.69839335 0.9086 -6.58
246772_at putative protein unknown protein T--- AT5G27490 1.06 0.09 0.40 0.69893969 0.9086 -6.58



249702_at axi 1 (auxin-independent growth pr--- AT5G35570 -1.08 -0.12 -0.40 0.69911866 0.9086 -6.58
255290_at coded for by A. thaliana cDNA AA0ATPC1 AT4G04640 -1.03 -0.04 -0.40 0.698493 0.9086 -6.58
255327_at putative malonyl-CoA decarboxylas--- AT4G04320 1.03 0.04 0.40 0.69846734 0.9086 -6.58
259986_at thaumatin-like protein similar to tha--- AT1G75050 -1.04 -0.05 -0.40 0.69901275 0.9086 -6.58
260381_at putative kinesin similar to kinesin-C--- AT1G73860 1.04 0.05 0.40 0.69888427 0.9086 -6.58
251766_at putative protein PA26, p53 regulat--- AT3G55890 / 1.03 0.05 0.40 0.69855638 0.9086 -6.58
245238_at putative protein similarity to cytochACYB-2 AT4G25570 1.04 0.06 0.40 0.69932539 0.9086 -6.58
246293_at SigA binding protein  ; supported bSIB1 AT3G56710 -1.15 -0.21 -0.40 0.69937213 0.9086 -6.58
259709_at Expressed protein ; supported by f --- AT1G77655 -1.04 -0.05 -0.40 0.69850439 0.9086 -6.58
265023_at unknown protein weak similarity to --- AT1G24440 -1.05 -0.06 -0.40 0.69889132 0.9086 -6.58
256373_at hypothetical protein SGA2 AT1G66740 -1.04 -0.06 -0.40 0.69936346 0.9086 -6.58
261231_at unknown protein ; supported by cD--- AT1G20110 -1.03 -0.04 -0.40 0.69931202 0.9086 -6.58
265752_at putative Athila retroelement ORF1 --- --- -1.03 -0.04 -0.40 0.6980508 0.9086 -6.58
255234_at contains similarity to Medicago trun--- AT4G05500 -1.03 -0.05 -0.40 0.69844926 0.9086 -6.58
253006_at putative amino acid transport prote--- AT4G38250 1.04 0.05 0.40 0.69866444 0.9086 -6.58
261520_at unknown protein ; supported by cDSEC6 AT1G71820 1.03 0.04 0.40 0.69921054 0.9086 -6.58
245061_at hypothetical protein ;supported by RCA AT2G39730 1.03 0.04 0.40 0.69819245 0.9086 -6.58
266412_at hypothetical protein predicted by g MAP65-5 AT2G38720 -1.03 -0.04 -0.40 0.69894817 0.9086 -6.58
252445_at beta-D-glucan exohydrolase - like --- AT3G47000 1.03 0.05 0.40 0.69918922 0.9086 -6.58
255391_at hypothetical protein similar to T6P--- --- 1.03 0.04 0.40 0.69927339 0.9086 -6.58
249853_at farnesyl cysteine carboxyl methyltr ATSTE14A AT5G23320 -1.03 -0.05 -0.40 0.69827651 0.9086 -6.58
246475_at putative protein IFA-binding protei --- AT5G16720 1.04 0.06 0.40 0.69813076 0.9086 -6.58
253168_at putative protein various predicted --- AT4G35070 -1.07 -0.10 -0.40 0.69825038 0.9086 -6.58
265992_at putative receptor-like protein kinas --- AT2G24130 -1.03 -0.04 -0.40 0.69852873 0.9086 -6.58
247016_at putative protein contains similarity --- AT5G66970 1.03 0.05 0.40 0.69944548 0.9086 -6.58
263300_at Mutator-like transposase similar to --- --- 1.03 0.04 0.40 0.69947507 0.9086 -6.58
257254_at salicylic acid carboxyl methyltrans --- AT3G21950 -1.03 -0.04 -0.40 0.69950031 0.9086 -6.58
262420_at hypothetical protein contains similaTAF15 AT1G50300 -1.03 -0.04 -0.40 0.69956558 0.9087 -6.58
263454_at putative cysteine proteinase --- AT2G22160 -1.03 -0.05 -0.40 0.69960829 0.9087 -6.58
261088_at DNA-binding protein, putative sim --- AT1G07590 -1.04 -0.06 -0.40 0.69980784 0.9089 -6.58
260110_at hypothetical protein similar to NBS --- AT1G63350 1.03 0.04 0.40 0.69986992 0.9089 -6.58
259190_at unknown protein est hit, predicted TPLATE AT3G01780 -1.05 -0.06 -0.40 0.69991895 0.9089 -6.58
264275_at hypothetical protein predicted by g anac024 AT1G60350 -1.03 -0.04 -0.40 0.70002841 0.9090 -6.58
264175_at unknown protein Similar to rice ch --- AT1G02050 1.04 0.06 0.40 0.70016606 0.9091 -6.58
252565_at actin depolymerizing factor 2 (ADFADF2 AT3G46000 -1.03 -0.04 -0.40 0.70021392 0.9091 -6.58



245240_at polyprotein, putative similar to poly--- --- 1.04 0.05 0.40 0.70022246 0.9091 -6.58
254347_at putative protein DNA-binding proteWRKY31 AT4G22070 -1.04 -0.06 -0.40 0.70020821 0.9091 -6.58
250305_at putative protein contains similarity --- AT5G12150 -1.04 -0.06 -0.40 0.70042557 0.9093 -6.58
256453_at GSH-dependent dehydroascorbat DHAR2 AT1G75270 -1.07 -0.09 -0.40 0.70050256 0.9093 -6.58
253418_at putative protein tom-1B protein, G --- AT4G32760 -1.03 -0.04 -0.40 0.70057666 0.9094 -6.58
262088_at unknown protein --- AT1G56020 -1.03 -0.04 -0.40 0.70064452 0.9094 -6.58
267040_at unknown protein --- AT2G34300 -1.08 -0.10 -0.40 0.7007462 0.9094 -6.58
266501_at unknown protein  ; supported by cDHEN2 AT2G06990 1.04 0.05 0.40 0.70092428 0.9094 -6.58
245786_at G-Box binding protein, putative sim--- AT1G32150 -1.03 -0.04 -0.40 0.70103187 0.9094 -6.58
258928_at unknown protein similar to hypotheTAF12 AT3G10070 -1.04 -0.06 -0.40 0.70080697 0.9094 -6.58
250152_at putative protein predicted proteins --- AT5G15120 1.03 0.04 0.40 0.70099263 0.9094 -6.58
267167_at putative C2H2-type zinc finger protZFP10 AT2G37740 -1.03 -0.05 -0.40 0.70101607 0.9094 -6.58
245978_at putative protein MORC microrchid --- AT5G13130 -1.04 -0.05 -0.40 0.7010414 0.9094 -6.58
248164_at putative protein similar to unknownPBP1 AT5G54490 -1.20 -0.27 -0.40 0.70084321 0.9094 -6.58
246257_at splicing factor-like protein ATU2AF65AAT4G36690 1.03 0.05 0.40 0.70101971 0.9094 -6.58
257569_at hypothetical protein --- AT3G26350 -1.05 -0.06 -0.40 0.70110037 0.9095 -6.58
247501_at putative protein predicted proteins --- AT5G61920 -1.03 -0.04 -0.40 0.7012317 0.9095 -6.58
256036_at fructose-2,6-bisphosphatase, putaF2KP AT1G07110 1.03 0.05 0.40 0.70118586 0.9095 -6.58
249263_at putative protein contains similarity --- AT5G41730 -1.03 -0.04 -0.40 0.70120647 0.9095 -6.58
264565_at hypothetical protein Similar to hypo--- AT1G05280 -1.04 -0.06 -0.40 0.70128683 0.9095 -6.58
260664_at myb-related protein, putative simil ATRL5 AT1G19510 1.07 0.10 0.40 0.70142202 0.9096 -6.58
255543_at predicted protein of unknown funct --- AT4G01870 1.09 0.13 0.40 0.70155411 0.9097 -6.58
263204_at hypothetical protein contains similachr31 AT1G05490 -1.02 -0.03 -0.40 0.70159656 0.9098 -6.58
254529_at ATP binding protein - like nucleotidINDL AT4G19540 1.03 0.04 0.40 0.70177652 0.9099 -6.58
262049_at unknown protein ;supported by full --- AT1G80180 1.04 0.05 0.40 0.70191083 0.9099 -6.58
258781_at hypothetical protein predicted by g --- AT3G11740 1.03 0.04 0.40 0.70194019 0.9099 -6.58
247326_at peroxidase ATP3a homolog  ;supp--- AT5G64110 1.15 0.20 0.40 0.70183436 0.9099 -6.58
264345_at Expressed protein ; supported by c--- AT1G11915 1.04 0.06 0.40 0.70188379 0.9099 -6.58
263699_at putative potassium transporter sim KUP10 AT1G31120 -1.05 -0.07 -0.40 0.7020212 0.9099 -6.58
264249_at vacuolar-type H+-translocating ino AVP2 AT1G78920 1.04 0.05 0.40 0.70200626 0.9099 -6.58
257294_at non-phototropic hypocotyl protein, --- AT3G15570 1.05 0.07 0.40 0.70207926 0.9099 -6.58
253306_at dynamin-like protein ADL2 DRP3A AT4G33650 -1.03 -0.04 -0.40 0.70218591 0.9099 -6.58
258848_at Expressed protein ; supported by f DCL2 AT3G03300 / 1.03 0.04 0.40 0.70212101 0.9099 -6.58
245245_at delta-aminolevulinic acid dehydrathemb2 AT1G44318 -1.03 -0.05 -0.40 0.70217486 0.9099 -6.58
259020_at unknown protein  ; supported by cD--- AT3G07470 1.04 0.06 0.40 0.70259321 0.9100 -6.58



263924_at enolase (2-phospho-D-glycerate hyLOS2 AT2G36530 1.07 0.10 0.40 0.70234498 0.9100 -6.58
262854_at unknown protein --- AT1G20870 1.03 0.05 0.40 0.70283383 0.9100 -6.58
265369_s_at putative retroelement pol polyprote--- --- 1.03 0.04 0.40 0.70271232 0.9100 -6.58
263079_at putative retroelement pol polyprote--- --- -1.03 -0.04 -0.40 0.70253515 0.9100 -6.58
259585_at hypothetical protein contains simila--- AT1G28090 1.03 0.04 0.40 0.70262094 0.9100 -6.58
263619_at putative GDP-mannose  pyrophosp--- AT2G04650 -1.03 -0.05 -0.40 0.7023342 0.9100 -6.58
246318_at putative protein predicted protein B--- AT3G56740 1.04 0.05 0.40 0.70257287 0.9100 -6.58
259503_at unknown protein ; supported by cD--- AT1G15870 1.05 0.07 0.40 0.70271974 0.9100 -6.58
256233_at ankyrin-like protein contains Pfam ITN1 AT3G12360 1.03 0.04 0.40 0.70271904 0.9100 -6.58
265981_s_at putative replication protein A1 --- --- 1.04 0.06 0.40 0.70282154 0.9100 -6.58
256084_at hypothetical protein predicted by g --- AT1G20750 1.04 0.05 0.40 0.70241192 0.9100 -6.58
260393_at putative lipase similar to lipase GB --- AT1G73920 -1.04 -0.06 -0.40 0.7027158 0.9100 -6.58
250781_at DREB2A (dbj|BAA33794.1)  ; suppDREB2A AT5G05410 -1.06 -0.09 -0.40 0.70281205 0.9100 -6.58
264794_at hypothetical protein predicted by g --- AT1G08670 -1.03 -0.04 -0.40 0.70229204 0.9100 -6.58
254515_at CLV1 receptor kinase like protein BAM3 AT4G20270 1.03 0.04 0.40 0.70240845 0.9100 -6.58
266953_at hypothetical protein predicted by g --- AT2G34540 1.03 0.05 0.40 0.70295506 0.9101 -6.58
259979_at unknown protein  ;supported by ful --- AT1G76600 1.07 0.10 0.40 0.70306139 0.9101 -6.58
254594_at putative protein --- AT4G18930 -1.05 -0.07 -0.40 0.70308367 0.9101 -6.58
263753_at putative dehydrin  ;supported by fuLEA AT2G21490 -1.02 -0.04 -0.40 0.70305119 0.9101 -6.58
252572_at putative protein Mlo-h1 protein - HMLO3 AT3G45290 1.06 0.08 0.40 0.70314966 0.9101 -6.58
263470_at putative unconventional myosin XIF AT2G31900 1.03 0.04 0.40 0.70320423 0.9101 -6.58
250792_at unknown protein  ;supported by ful --- AT5G05520 -1.03 -0.05 -0.40 0.70334349 0.9102 -6.58
245912_at putative protein sulfate transporterSULTR3;5 AT5G19600 -1.09 -0.12 -0.40 0.70334259 0.9102 -6.58
247688_at putative protein predicted proteins --- AT5G59760 -1.03 -0.04 -0.40 0.7033399 0.9102 -6.58
253508_at putative protein various predicted --- AT4G31680 -1.03 -0.05 -0.40 0.70353043 0.9103 -6.58
246856_at nucleic acid binding protein - like nAL4 AT5G26210 1.03 0.04 0.40 0.70434616 0.9104 -6.58
264510_at putative phytochrome-associated pPIF3 AT1G09530 1.06 0.08 0.40 0.7036708 0.9104 -6.58
247863_at SKP1 interacting partner 1 (SKIP1)--- AT5G57890 / -1.03 -0.05 -0.40 0.70385323 0.9104 -6.58
264560_at hypothetical protein predicted by g --- AT1G55820 -1.03 -0.04 -0.40 0.70435763 0.9104 -6.58
264674_at Expressed protein ; supported by f POLD4 AT1G09815 -1.04 -0.05 -0.40 0.70391985 0.9104 -6.58
253982_at calcineurin B-like protein 3  ;suppo ATCBL3 AT4G26570 -1.05 -0.07 -0.40 0.70379633 0.9104 -6.58
244989_s_at hypothetical protein --- --- -1.04 -0.06 -0.40 0.70410631 0.9104 -6.58
267517_at unknown protein RPT2 AT2G30520 1.04 0.05 0.40 0.70435157 0.9104 -6.58
256428_at putative disease resistance proteinAtRLP35 AT3G11080 1.06 0.08 0.40 0.70406916 0.9104 -6.58
257039_at tRNA isopentenyl transferase, put ATIPT8 AT3G19160 1.04 0.05 0.40 0.70401308 0.9104 -6.58



252963_at putative protein --- AT4G38820 1.03 0.04 0.40 0.70419138 0.9104 -6.58
250670_at polygalacturonase inhibiting proteinPGIP1 AT5G06860 1.10 0.13 0.40 0.70398449 0.9104 -6.58
247906_at putative protein similar to unknownIAA33 AT5G57420 1.04 0.06 0.40 0.70432997 0.9104 -6.58
264755_at receptor kinase, putative similar to--- AT1G61390 1.03 0.05 0.40 0.70374877 0.9104 -6.58
247227_at putative protein contains similarity --- AT5G65130 -1.03 -0.04 -0.40 0.7039202 0.9104 -6.58
261082_at unknown protein ; supported by cD--- AT1G07360 1.02 0.04 0.40 0.70421083 0.9104 -6.58
252591_at putative protein senescence-assocTET3 AT3G45600 1.06 0.08 0.40 0.70430686 0.9104 -6.58
250557_at putative protein ankyrin, Rattus noCPuORF16AT5G07840 / 1.03 0.04 0.40 0.70432656 0.9104 -6.58
264110_at unknown protein --- --- 1.02 0.03 0.40 0.70406984 0.9104 -6.58
258887_at putative phospholipase D similar toPLDP2 AT3G05630 1.05 0.07 0.40 0.70448463 0.9104 -6.58
246487_at putative protein with poly glutamic --- AT5G16030 1.06 0.09 0.40 0.70469899 0.9104 -6.58
254926_at ACC synthase (AtACS-6)  ; supporACS6 AT4G11280 1.18 0.24 0.40 0.70481014 0.9104 -6.59
248289_at unknown protein  ; supported by cD--- AT5G52880 -1.03 -0.04 -0.40 0.70478897 0.9104 -6.58
261154_at unknown protein ;supported by full --- AT1G04970 1.04 0.06 0.40 0.70471584 0.9104 -6.58
262262_at unknown protein identical to unkno--- AT1G70780 / -1.05 -0.08 -0.40 0.70463336 0.9104 -6.58
256258_at unknown protein NF-YC11 AT3G12480 -1.03 -0.04 -0.40 0.7047734 0.9104 -6.58
248640_at selenium-binding protein-like  ; sup--- AT5G48910 1.04 0.05 0.40 0.7047728 0.9104 -6.58
252904_at putative protein crp1 protein, Zea EMB2453 AT4G39620 -1.04 -0.05 -0.40 0.70457876 0.9104 -6.58
263417_at putative C2H2-type zinc finger prot--- AT2G17180 1.04 0.06 0.40 0.70459295 0.9104 -6.58
245241_at hypothetical protein contains simila--- AT1G44478 -1.03 -0.04 -0.40 0.70466272 0.9104 -6.58
258876_at putative ADP-ribosylation factor simATARFB1CAT3G03120 -1.03 -0.04 -0.39 0.70531458 0.9106 -6.59
246817_at putative protein various predicted --- AT5G27240 1.04 0.05 0.39 0.70518176 0.9106 -6.59
264548_at unknown protein ; supported by cD--- AT1G55680 -1.03 -0.05 -0.39 0.70537301 0.9106 -6.59
267455_at hypothetical protein predicted by g--- AT2G33760 1.04 0.06 0.39 0.70533588 0.9106 -6.59
260014_at hydroxypyruvate reductase (HPR) HPR AT1G68010 -1.04 -0.05 -0.39 0.70522587 0.9106 -6.59
265294_at Mutator-like transposase similar to --- --- 1.04 0.05 0.39 0.70516173 0.9106 -6.59
258605_at phi-1-like protein similar to phi-1 (pEXL6 AT3G02970 1.04 0.05 0.39 0.7052021 0.9106 -6.59
245497_at hypothetical protein --- AT4G16460 -1.04 -0.05 -0.39 0.70519041 0.9106 -6.59
266191_at putative peroxidase --- AT2G39040 -1.03 -0.05 -0.39 0.7053085 0.9106 -6.59
252810_at putative protein several hypothetica--- --- -1.04 -0.05 -0.39 0.70514014 0.9106 -6.59
264015_at putative XAP-5 protein [Homo sapiXCT AT2G21150 1.03 0.04 0.39 0.70522279 0.9106 -6.59
249675_at putative protein myrosinase-bindin --- AT5G35940 -1.02 -0.03 -0.39 0.70529793 0.9106 -6.59
253571_at putative calmodulin-binding protei --- AT4G31000 1.11 0.15 0.39 0.70577221 0.9106 -6.59
258368_at subtilisin-like serine protease conta--- AT3G14240 -1.07 -0.10 -0.39 0.70584084 0.9106 -6.59
260398_at putative RNA-binding domain contAPUM23 AT1G72320 -1.05 -0.07 -0.39 0.70598079 0.9106 -6.59



251823_at putative protein --- AT3G55080 1.03 0.04 0.39 0.70562952 0.9106 -6.59
259119_at transport protein SEC13, putative --- AT3G01340 1.03 0.04 0.39 0.70571791 0.9106 -6.59
264535_at Phosphatidylinositol Transfer Prot --- AT1G55690 1.08 0.12 0.39 0.70600895 0.9106 -6.59
247014_at RuvB DNA helicase-like protein  ; s--- AT5G67630 -1.07 -0.09 -0.39 0.70585052 0.9106 -6.59
256025_at xylan endohydrolase, putative simRXF12 AT1G58370 1.05 0.07 0.39 0.70639137 0.9106 -6.59
248517_at St12p protein --- AT5G50550 / 1.03 0.04 0.39 0.70575328 0.9106 -6.59
251283_at seven in absentia-like protein SINA--- AT3G61790 1.03 0.04 0.39 0.70566834 0.9106 -6.59
250205_at unknown protein --- AT5G14020 -1.03 -0.04 -0.39 0.70622347 0.9106 -6.59
257718_at organ separation protein, putative anac058 AT3G18400 -1.03 -0.05 -0.39 0.705626 0.9106 -6.59
255736_at unknown protein contains similarity--- AT1G25380 -1.03 -0.05 -0.39 0.7062284 0.9106 -6.59
258597_x_at hypothetical protein predicted by g --- AT3G04390 1.03 0.04 0.39 0.70613704 0.9106 -6.59
256164_at terpene cyclase, putative similar to--- AT1G48800 1.03 0.04 0.39 0.70567964 0.9106 -6.59
251868_at RNA polymerase 24kDa subunit -lRPB5E AT3G54490 -1.03 -0.05 -0.39 0.70638041 0.9106 -6.59
261836_at hypothetical protein contains similaWAKL7 AT1G16090 -1.13 -0.17 -0.39 0.70559298 0.9106 -6.59
251162_at putative protein hypothetical protei --- AT3G63300 1.03 0.04 0.39 0.70622092 0.9106 -6.59
252311_at calcium dependent protein kinase --- AT3G49370 -1.08 -0.11 -0.39 0.70586077 0.9106 -6.59
254637_at putative protein KIAA0244 gene, H--- AT4G18720 -1.03 -0.05 -0.39 0.70609526 0.9106 -6.59
264174_s_at hypothetical protein ANAC004 AT1G02230 1.05 0.06 0.39 0.70625239 0.9106 -6.59
257367_at hypothetical protein predicted by g --- AT2G25780 -1.03 -0.05 -0.39 0.70641126 0.9106 -6.59
256044_at protein phosphatase 2C, putative --- AT1G07160 -1.19 -0.25 -0.39 0.70582399 0.9106 -6.59
254058_at putative protein cylicin II - human, --- AT4G25210 -1.04 -0.05 -0.39 0.70640702 0.9106 -6.59
254017_at putative transcription factor --- AT4G26170 1.02 0.03 0.39 0.70594824 0.9106 -6.59
250377_at putative protein predicted proteins --- AT5G11560 1.04 0.06 0.39 0.7063458 0.9106 -6.59
250153_at putative protein TMV response-relWRKY72 AT5G15130 -1.08 -0.11 -0.39 0.70647192 0.9106 -6.59
267030_at unknown protein SCAR2 AT2G38440 -1.03 -0.04 -0.39 0.7065749 0.9106 -6.59
259667_at unknown protein ; supported by cD--- AT1G55270 -1.04 -0.05 -0.39 0.70659189 0.9106 -6.59
259950_at hypothetical protein predicted by g--- AT1G71410 -1.03 -0.05 -0.39 0.70672885 0.9107 -6.59
247222_at ABC transporter protein 1-like  ; suATGCN5 AT5G64840 1.05 0.08 0.39 0.70670544 0.9107 -6.59
251701_at putative protein hypothetical prote --- AT3G56650 1.03 0.05 0.39 0.70724074 0.9108 -6.59
258333_at myosin heavy chain-like protein simMFP1 AT3G16000 -1.03 -0.05 -0.39 0.70704697 0.9108 -6.59
260916_at predicted protein ; supported by cD--- AT1G02475 1.03 0.05 0.39 0.70688742 0.9108 -6.59
258525_at hypothetical protein predicted by g IBR3 AT3G06810 -1.04 -0.06 -0.39 0.70724694 0.9108 -6.59
245700_at carbonate dehydratase - like prote ACA3 AT5G04180 -1.03 -0.04 -0.39 0.70731467 0.9108 -6.59
246796_at putative protein myosin heavy cha--- AT5G26770 1.04 0.06 0.39 0.70705044 0.9108 -6.59
267228_at putative polygalacturonase --- AT2G43890 -1.03 -0.04 -0.39 0.70736566 0.9108 -6.59



262156_at hypothetical protein contains simila--- AT1G52680 -1.03 -0.05 -0.39 0.70699102 0.9108 -6.59
266785_at putative receptor-like protein kinas --- AT2G28970 1.03 0.05 0.39 0.7070449 0.9108 -6.59
260887_at ascorbate oxidase promoter-bindin--- AT1G29160 1.11 0.15 0.39 0.70735203 0.9108 -6.59
249184_at receptor kinase-like protein --- AT5G43020 -1.05 -0.07 -0.39 0.70696233 0.9108 -6.59
251589_at putative protein SINA2p zinc fingeSINAT2 AT3G58040 1.03 0.04 0.39 0.70720776 0.9108 -6.59
249193_at putative protein similar to unknownARC6 AT5G42480 -1.03 -0.04 -0.39 0.70711639 0.9108 -6.59
254025_at putative pathogenesis-related prot--- AT4G25790 1.02 0.04 0.39 0.70733876 0.9108 -6.59
264449_at hypothetical protein predicted by g NPGR1 AT1G27460 1.06 0.08 0.39 0.70766611 0.9108 -6.59
257075_at unknown protein contains Pfam pro--- AT3G19670 1.04 0.06 0.39 0.70745187 0.9108 -6.59
247334_at cdc2-like protein kinase-like proteinCDKE;1 AT5G63610 -1.02 -0.03 -0.39 0.7076895 0.9108 -6.59
250459_at unknown protein  ; supported by cD--- AT5G09860 -1.03 -0.05 -0.39 0.70754137 0.9108 -6.59
245513_at SYBL1 like protein ATVAMP72AT4G15780 1.06 0.09 0.39 0.70759369 0.9108 -6.59
267203_at hypothetical protein predicted by g --- AT2G31035 1.02 0.03 0.39 0.70767707 0.9108 -6.59
251887_at FKBP12 interacting protein (FIP37 ATFIP37 AT3G54170 1.05 0.07 0.39 0.70768472 0.9108 -6.59
263992_at putative retroelement pol polyprote--- --- 1.03 0.04 0.39 0.70769596 0.9108 -6.59
255210_at may be a pseudogene --- --- 1.03 0.04 0.39 0.70775993 0.9109 -6.59
246370_at hypothetical protein predicted by g --- AT1G51920 -1.14 -0.19 -0.39 0.70797533 0.9109 -6.59
251583_at putative protein several hypothetica--- AT3G58590 1.05 0.07 0.39 0.70802314 0.9109 -6.59
257735_at pectate lyase, putative similar to p --- AT3G27400 -1.06 -0.08 -0.39 0.70804131 0.9109 -6.59
247279_at arabinogalactan-protein (gb|AAC77AGP1 AT5G64310 1.13 0.18 0.39 0.70782096 0.9109 -6.59
249539_at putative protein AtPP - Brassica n --- AT5G38100 -1.04 -0.05 -0.39 0.70795067 0.9109 -6.59
246981_at unknown protein --- AT5G04840 1.04 0.06 0.39 0.70800412 0.9109 -6.59
255164_at hypothetical protein --- --- 1.03 0.04 0.39 0.70798732 0.9109 -6.59
254160_at putative protein  ;supported by full-SLY1 AT4G24210 -1.04 -0.06 -0.39 0.70813444 0.9109 -6.59
260196_at hypothetical protein similar to hypo--- AT1G67570 1.02 0.04 0.39 0.70829223 0.9111 -6.59
259783_at auxin-induced protein, putative simSAUR68 AT1G29510 1.16 0.21 0.39 0.70864874 0.9111 -6.59
255688_at putative RNA helicase similar to AT--- AT4G00660 1.03 0.04 0.39 0.7084785 0.9111 -6.59
263788_at putative sarcosine oxidase --- AT2G24580 -1.05 -0.07 -0.39 0.70864915 0.9111 -6.59
245900_at putative protein predicted proteins --- AT5G11040 1.04 0.05 0.39 0.70863476 0.9111 -6.59
264089_at actin depolymerizing factor 6  ;sup ADF6 AT2G31200 -1.04 -0.06 -0.39 0.70867466 0.9111 -6.59
246202_at methionyl aminopeptidase-like protMAP1D AT4G37040 -1.05 -0.07 -0.39 0.70851193 0.9111 -6.59
244952_at hypothetical protein --- --- -1.04 -0.05 -0.39 0.70859009 0.9111 -6.59
256037_at hypothetical protein predicted by g --- AT1G19160 -1.04 -0.05 -0.39 0.70860545 0.9111 -6.59
249984_at putative protein rsc43, Dictyosteliu--- AT5G18400 -1.06 -0.09 -0.39 0.70860221 0.9111 -6.59
251922_at protein kinase -like protein protein --- AT3G54030 1.06 0.09 0.39 0.7095625 0.9111 -6.59



265260_at NAM (no apical meristem)-like protanac042 AT2G43000 1.17 0.23 0.39 0.70912204 0.9111 -6.59
264645_at unknown protein Similar to Saccha--- AT1G08940 1.10 0.14 0.39 0.70933412 0.9111 -6.59
267219_at putative transport protein  ;support --- AT2G02590 -1.04 -0.06 -0.39 0.70939445 0.9111 -6.59
264517_at hypothetical protein predicted by g --- AT1G10120 1.04 0.06 0.39 0.70877077 0.9111 -6.59
249828_at succinyl-CoA synthetase, alpha su--- AT5G23250 -1.04 -0.06 -0.39 0.70929557 0.9111 -6.59
250533_at flavonol synthase (FLS) (sp|Q9633FLS AT5G08640 -1.03 -0.04 -0.39 0.70960769 0.9111 -6.59
251042_at eceriferum3 (CER3) PRT6 AT5G02310 -1.03 -0.04 -0.39 0.70885341 0.9111 -6.59
250568_at putative protein several putative AT--- AT5G08110 1.03 0.05 0.39 0.70953271 0.9111 -6.59
261397_at hexose transporter, putative similaSGB1 AT1G79820 -1.06 -0.08 -0.39 0.70920899 0.9111 -6.59
246586_at putative protein predicted protein, --- AT5G14770 -1.04 -0.06 -0.39 0.70894982 0.9111 -6.59
263430_at unknown protein  ;supported by ful --- AT2G22270 -1.04 -0.05 -0.39 0.70949894 0.9111 -6.59
261575_at hypothetical protein contains simila--- AT1G01130 -1.05 -0.07 -0.39 0.70942681 0.9111 -6.59
264860_at hypothetical protein contains ATP/G--- AT1G24290 1.03 0.04 0.39 0.70929445 0.9111 -6.59
253599_at putative protein ash1 protein, DrosSDG4 AT4G30860 -1.05 -0.07 -0.39 0.70896584 0.9111 -6.59
265829_at unknown protein --- AT2G14490 -1.03 -0.04 -0.39 0.70958624 0.9111 -6.59
266269_at putative glutathione S-transferase  ATGSTU2 AT2G29480 -1.09 -0.13 -0.39 0.70896198 0.9111 -6.59
254253_at serine/threonine kinase - like prote--- AT4G23320 -1.10 -0.14 -0.39 0.7092628 0.9111 -6.59
254775_at hypothetical protein --- AT4G13450 1.02 0.03 0.39 0.70914413 0.9111 -6.59
248979_at putative protein contains similarity AtPP2-A6 AT5G45080 -1.03 -0.05 -0.39 0.708828 0.9111 -6.59
263908_at hypothetical protein predicted by g --- AT2G36480 -1.03 -0.04 -0.39 0.70919421 0.9111 -6.59
265354_at actin depolymerizing factor 5  ;sup ADF5 AT2G16700 1.07 0.10 0.39 0.70898963 0.9111 -6.59
260893_at hypothetical protein similar to hypo--- AT1G29180 1.03 0.04 0.39 0.70916112 0.9111 -6.59
249823_s_at putative protein contains similarity --- AT5G23350 / -1.05 -0.07 -0.39 0.7097814 0.9111 -6.59
265149_at unknown protein ; supported by ful --- AT1G51400 1.04 0.05 0.39 0.70970594 0.9111 -6.59
254242_at serine /threonine kinase - like prot --- AT4G23200 -1.11 -0.15 -0.39 0.70971428 0.9111 -6.59
245153_at putative protein similarity to predic--- AT5G12450 1.02 0.03 0.39 0.70978152 0.9111 -6.59
264253_at putative kinesin similar to GB:AAB6--- AT1G09170 -1.05 -0.07 -0.39 0.70999508 0.9114 -6.59
254244_at putative protein S-receptor kinase --- AT4G23230 1.04 0.05 0.39 0.71006355 0.9114 -6.59
251377_at putative protein --- AT3G60650 -1.03 -0.04 -0.39 0.71012545 0.9114 -6.59
264115_at hypothetical protein --- AT2G31290 1.04 0.05 0.39 0.71031199 0.9116 -6.59
247300_at unknown protein FCLY AT5G63910 1.03 0.05 0.39 0.71044281 0.9117 -6.59
250739_at putative protein similar to unknownEGY2 AT5G05740 -1.05 -0.07 -0.39 0.71067082 0.9118 -6.59
261004_at hypothetical protein similar to puta--- AT1G26450 -1.05 -0.07 -0.39 0.71062665 0.9118 -6.59
260246_at hypothetical protein similar to GB:A--- AT1G74220 -1.03 -0.04 -0.39 0.71070753 0.9118 -6.59
252900_at shikimate kinase - like protein shik--- AT4G39540 -1.04 -0.06 -0.39 0.71069483 0.9118 -6.59



265793_at unknown protein --- AT2G01220 -1.04 -0.06 -0.39 0.71057094 0.9118 -6.59
249369_at putative protein Kelch motif contai --- AT5G40680 1.03 0.04 0.39 0.71063524 0.9118 -6.59
247096_at S-adenosyl-L-methionine:salicylic a--- AT5G66430 -1.02 -0.03 -0.39 0.71074998 0.9118 -6.59
261041_at hypothetical protein contains similaEER4 AT1G17440 -1.03 -0.04 -0.39 0.71084416 0.9118 -6.59
246566_at oligopeptide transporter -like prote--- AT5G14940 1.06 0.08 0.39 0.71101564 0.9119 -6.59
266840_at hypothetical protein predicted by g --- AT2G26160 1.02 0.03 0.39 0.71097934 0.9119 -6.59
265625_at hypothetical protein predicted by g --- AT2G27240 -1.04 -0.05 -0.39 0.7110278 0.9119 -6.59
249348_at unknown protein --- AT5G40860 1.04 0.05 0.39 0.7110733 0.9119 -6.59
256394_at unknown protein contains non-con --- AT3G06290 1.03 0.04 0.39 0.711213 0.9120 -6.59
257018_at unknown protein --- AT3G19630 1.03 0.05 0.39 0.71120642 0.9120 -6.59
251638_at 40S ribosomal protein S2 homolog--- AT3G57490 -1.06 -0.09 -0.39 0.71132302 0.9121 -6.59
246712_at putative protein various predicted --- --- -1.03 -0.04 -0.39 0.71134089 0.9121 -6.59
259082_at unknown protein similar to hypothe--- AT3G04820 1.05 0.07 0.39 0.71144726 0.9121 -6.59
262468_at alanine--tRNA ligase, putative simALATS AT1G50200 1.04 0.06 0.39 0.71146334 0.9121 -6.59
259026_at putative protein kinase similar to h--- AT3G09240 1.03 0.05 0.39 0.71148772 0.9121 -6.59
254038_at nitrogen fixation like protein nitrog NFU3 AT4G25910 -1.03 -0.04 -0.39 0.71179707 0.9122 -6.59
265799_at unknown protein  ; supported by cD--- AT2G35680 1.03 0.05 0.39 0.71164155 0.9122 -6.59
262548_at unknown protein contains similarityAGO2 AT1G31280 -1.04 -0.05 -0.39 0.71169078 0.9122 -6.59
260352_at Expressed protein ; supported by f PDCB4 AT1G69295 -1.03 -0.04 -0.39 0.71172886 0.9122 -6.59
245185_at F12A21.11 similar to T-Complex p--- AT1G67760 -1.04 -0.06 -0.39 0.71165268 0.9122 -6.59
253556_at serine/threonine-specific protein k --- AT4G31100 -1.02 -0.03 -0.39 0.71178051 0.9122 -6.59
267212_at similar to late embryogenesis abun--- AT2G44060 -1.03 -0.04 -0.39 0.71188239 0.9122 -6.59
250834_at putative protein various predicted DME AT5G04560 -1.04 -0.06 -0.39 0.71194289 0.9122 -6.59
254699_at putative protein predicted protein, --- AT4G17990 -1.03 -0.05 -0.39 0.71193767 0.9122 -6.59
249063_at NBD-like protein (gb|AAD20643.1) POP1 AT5G44110 -1.04 -0.06 -0.39 0.71205872 0.9123 -6.59
252913_at AtRer1A  ; supported by full-length ATRER1A AT4G39220 -1.03 -0.04 -0.38 0.71224236 0.9124 -6.59
252786_at putative protein putative DNA-helicCHR38 AT3G42670 -1.06 -0.09 -0.38 0.7122912 0.9124 -6.59
248997_at beta-amylase-like BMY2 AT5G45300 1.05 0.06 0.38 0.71230915 0.9124 -6.59
258422_at hypothetical protein predicted by g --- AT3G16710 1.03 0.04 0.38 0.71223398 0.9124 -6.59
248154_at putative protein strong similarity to --- AT5G54400 -1.12 -0.17 -0.38 0.71239429 0.9125 -6.59
258752_at hypothetical protein predicted by g ATEXO70HAT3G09520 -1.07 -0.09 -0.38 0.71244962 0.9125 -6.59
248168_at beta-glucosidase BGLU41 AT5G54570 -1.03 -0.05 -0.38 0.71248347 0.9125 -6.59
253521_at multicatalytic endopeptidase compPBA1 AT4G31300 1.05 0.07 0.38 0.71254188 0.9125 -6.59
264576_at unknown protein Similar to Arabido--- AT1G05360 1.03 0.04 0.38 0.71259805 0.9126 -6.59
248110_at wax synthase-like protein --- AT5G55320 1.03 0.04 0.38 0.71272038 0.9126 -6.59



245494_at salt-inducible protein homolog --- AT4G16390 -1.03 -0.05 -0.38 0.71269842 0.9126 -6.59
256638_at RNA-binding protein, putative sim --- AT3G19090 -1.05 -0.06 -0.38 0.71271727 0.9126 -6.59
254684_at glycine-rich RNA-binding protein AGR-RBP2 AT4G13850 -1.05 -0.07 -0.38 0.71279003 0.9126 -6.59
249978_at putative protein --- AT5G18850 -1.03 -0.05 -0.38 0.712832 0.9126 -6.59
267315_at putative CCAAT-binding transcriptiNF-YA4 AT2G34720 1.05 0.07 0.38 0.71307497 0.9128 -6.59
265423_at unknown protein --- AT2G20790 1.05 0.07 0.38 0.71318302 0.9128 -6.59
262880_at hypothetical protein contains simila--- AT1G64880 1.08 0.11 0.38 0.71320922 0.9128 -6.59
251299_at putative protein transcription facto --- AT3G61950 1.03 0.05 0.38 0.71324245 0.9128 -6.59
261631_at unknown protein contains similarity--- AT1G49940 -1.03 -0.04 -0.38 0.71325447 0.9128 -6.59
262979_s_at unknown protein similar to histone --- AT1G13370 / 1.03 0.05 0.38 0.71309962 0.9128 -6.59
253591_at putative protein hypothetical prote MUS81 AT4G30870 1.05 0.06 0.38 0.71332081 0.9129 -6.59
252701_at hypothetical protein SPOP proteinATBPM6 AT3G43700 1.04 0.06 0.38 0.71340441 0.9129 -6.59
263330_at putative leucine-rich repeat disease--- AT2G15320 -1.07 -0.09 -0.38 0.71341362 0.9129 -6.59
247162_at xyloglucan endo-transglycosylase- --- AT5G65730 1.09 0.12 0.38 0.71361069 0.9130 -6.59
251685_at putative protein unknown protein A--- AT3G56430 -1.07 -0.10 -0.38 0.71360547 0.9130 -6.59
266448_s_at unknown protein  ;supported by ful --- AT2G43210 1.03 0.04 0.38 0.71355674 0.9130 -6.59
261704_at hypothetical protein identical to hyp--- AT1G32600 -1.03 -0.04 -0.38 0.71382855 0.9132 -6.59
262507_at receptor-like protein kinase, putati --- AT1G11330 1.04 0.05 0.38 0.7139051 0.9133 -6.59
262482_at SRG1-like protein Strong homologSRG1 AT1G17020 -1.11 -0.15 -0.38 0.71409721 0.9134 -6.59
255612_at hypothetical protein --- AT4G01240 -1.04 -0.06 -0.38 0.71413069 0.9134 -6.59
260594_at hypothetical protein predicted by g --- AT1G55880 -1.02 -0.03 -0.38 0.7143055 0.9136 -6.59
251942_at ABC transporter - like protein PDRPDR9 AT3G53480 1.09 0.13 0.38 0.71431782 0.9136 -6.59
253193_at putative protein SEC7 protein, Sac--- AT4G35380 -1.04 -0.06 -0.38 0.71436438 0.9136 -6.59
250090_at glutamate decarboxylase 1 (GAD 1GAD AT5G17330 1.15 0.20 0.38 0.71547236 0.9136 -6.59
261019_at unknown protein ; supported by cD--- AT1G26470 1.03 0.05 0.38 0.71524038 0.9136 -6.59
249811_at unknown protein  ;supported by ful --- AT5G23760 -1.03 -0.04 -0.38 0.71545421 0.9136 -6.59
249356_at putative protein predicted proteins --- AT5G40520 -1.05 -0.07 -0.38 0.71479784 0.9136 -6.59
258313_at unknown protein contains RanBP1--- AT3G15970 -1.03 -0.04 -0.38 0.7159515 0.9136 -6.59
267532_at unknown protein  ;supported by ful --- AT2G42040 -1.05 -0.08 -0.38 0.71541375 0.9136 -6.59
265123_at hypothetical protein similar to putat--- AT1G55440 1.03 0.04 0.38 0.71592733 0.9136 -6.59
247874_at 101 kDa heat shock protein; HSP1--- AT5G57710 -1.05 -0.07 -0.38 0.71565752 0.9136 -6.59
256077_at hypothetical protein contains simila--- AT1G18090 -1.04 -0.05 -0.38 0.71454319 0.9136 -6.59
254273_at glycoprotein endopeptidase - like --- AT4G22720 1.05 0.07 0.38 0.71583487 0.9136 -6.59
248337_at low-temperature-induced protein 7 LTI78 AT5G52310 -1.17 -0.22 -0.38 0.71529384 0.9136 -6.59
256497_at ORF1, putative similar to ORF1 G ECS1 AT1G31580 -1.06 -0.09 -0.38 0.71550084 0.9136 -6.59



258454_at putative 40S ribosomal protein S10RPS10 AT3G22300 1.04 0.06 0.38 0.71568805 0.9136 -6.59
261829_at P-glycoprotein, putative similar to PGP10 AT1G10680 -1.04 -0.05 -0.38 0.71546083 0.9136 -6.59
262620_at hypothetical protein predicted by g --- AT1G06540 1.03 0.04 0.38 0.71578236 0.9136 -6.59
258073_at putative auxin-resistance protein, A--- AT3G25880 -1.03 -0.04 -0.38 0.71596823 0.9136 -6.59
262797_at putative sugar transporter protein TMT1 AT1G20840 1.06 0.08 0.38 0.71449226 0.9136 -6.59
265418_at AP2 domain transcription factor --- AT2G20880 1.12 0.16 0.38 0.7146783 0.9136 -6.59
264310_at hypothetical protein similar to hypo--- AT1G62030 1.03 0.05 0.38 0.71585036 0.9136 -6.59
254590_at hypothetical protein --- AT4G18860 1.03 0.04 0.38 0.7152142 0.9136 -6.59
253229_at putative protein  ;supported by full- --- AT4G34660 1.02 0.03 0.38 0.71591746 0.9136 -6.59
254768_at hypothetical protein --- AT4G13320 -1.03 -0.05 -0.38 0.71513808 0.9136 -6.59
261380_at hypothetical protein predicted by g --- AT1G05400 -1.04 -0.06 -0.38 0.71537053 0.9136 -6.59
250864_at putative protein predicted proteins --- AT5G03870 -1.03 -0.05 -0.38 0.71554888 0.9136 -6.59
256867_at hypothetical protein predicted by g --- AT3G26390 -1.03 -0.04 -0.38 0.71516021 0.9136 -6.59
246208_at hypothetical protein ; supported by SFH12 AT4G36490 -1.03 -0.04 -0.38 0.715034 0.9136 -6.59
253299_at hypothetical protein  ;supported by --- AT4G33800 1.03 0.05 0.38 0.7146868 0.9136 -6.59
259040_at putative glutathione transferase simATGSTU8 AT3G09270 1.16 0.21 0.38 0.71544446 0.9136 -6.59
263464_at putative ARI-like RING zinc finger p--- AT2G31760 1.03 0.05 0.38 0.71485624 0.9136 -6.59
266341_at hypothetical protein predicted by g --- AT2G01510 -1.03 -0.04 -0.38 0.71553819 0.9136 -6.59
260615_at mitochondrial NAD-dependent mal --- AT1G53240 1.06 0.09 0.38 0.71495468 0.9136 -6.59
252720_at putative protein predicted protein, --- AT3G43970 1.04 0.05 0.38 0.71499112 0.9136 -6.59
249863_at putative protein contains similarity VPS24.1 AT5G22950 1.02 0.03 0.38 0.71544765 0.9136 -6.59
245021_at PSII component --- --- 1.04 0.06 0.38 0.71571174 0.9136 -6.59
246185_at 5-methyltetrahydropteroyltriglutamATMS3 AT5G20980 -1.03 -0.04 -0.38 0.71577964 0.9136 -6.59
266919_at hypothetical protein predicted by g AT2G45780--- -1.03 -0.04 -0.38 0.71574108 0.9136 -6.59
245041_at AR781, similar to yeast pheromonAR781 AT2G26530 -1.16 -0.21 -0.38 0.71503874 0.9136 -6.59
264564_at hypothetical protein predicted by g --- AT1G05290 1.02 0.03 0.38 0.71490694 0.9136 -6.59
255395_at hypothetical protein --- --- 1.03 0.04 0.38 0.71526075 0.9136 -6.59
245192_at F12A21.9 hypothetical protein --- AT1G67780 1.03 0.04 0.38 0.716136 0.9137 -6.59
264846_at senescence-associated protein con--- AT2G17850 -1.03 -0.04 -0.38 0.71619352 0.9137 -6.59
255984_at inositol polyphosphate 5-phosphatIP5PI AT1G34120 -1.03 -0.04 -0.38 0.71625499 0.9137 -6.59
251307_at putative protein  ;supported by full- --- AT3G61200 -1.04 -0.05 -0.38 0.716266 0.9137 -6.59
254901_at serine/threonine kinase-like protei --- AT4G11530 -1.03 -0.04 -0.38 0.71630397 0.9137 -6.59
256137_at auxin-regulated protein, putative s --- AT1G48690 1.03 0.04 0.38 0.71631122 0.9137 -6.59
265004_at polyprotein, putative similar to poly--- --- 1.04 0.05 0.38 0.71608625 0.9137 -6.59
246557_at putative protein hypothetical prote --- AT5G15510 -1.03 -0.04 -0.38 0.71633305 0.9137 -6.59



262850_at signal response protein (GAI) identGAI AT1G14920 1.06 0.09 0.38 0.71691586 0.9138 -6.59
252130_at putative protein 1 photosystem II oPSBO2 AT3G50820 -1.03 -0.04 -0.38 0.71701086 0.9138 -6.59
247698_at putative protein predicted proteins --- AT5G59830 1.03 0.05 0.38 0.71697497 0.9138 -6.59
253010_at ovule development protein aintegu ANT AT4G37750 1.03 0.05 0.38 0.7166705 0.9138 -6.59
255252_at contains similarity to Gossypium hi --- AT4G04990 1.03 0.04 0.38 0.71697686 0.9138 -6.59
252974_at putative protein  ; supported by cD MTN1 AT4G38800 -1.03 -0.04 -0.38 0.71700473 0.9138 -6.59
255711_at putative WD repeat membrane pro --- AT4G00090 1.04 0.05 0.38 0.71668883 0.9138 -6.59
253155_at putative protein predicted protein, --- AT4G35720 -1.03 -0.05 -0.38 0.7169295 0.9138 -6.59
254842_at putative protein other hypothetical --- AT4G11950 -1.04 -0.05 -0.38 0.71696405 0.9138 -6.59
250636_at glycine-rich protein atGRP GRP18 AT5G07520 -1.03 -0.04 -0.38 0.71681996 0.9138 -6.59
253650_at EST GB:N37377 spans last intron --- AT4G30020 -1.19 -0.25 -0.38 0.71687692 0.9138 -6.59
254130_at MADS-box protein AGL24  ; suppoAGL24 AT4G24540 1.05 0.08 0.38 0.71659638 0.9138 -6.59
256610_at hypothetical protein predicted by g --- AT3G30845 1.02 0.04 0.38 0.71661404 0.9138 -6.59
257811_at nitrate transporter, putative similar--- AT3G25280 -1.03 -0.04 -0.38 0.7168765 0.9138 -6.59
264709_at putative DNA-binding protein, MybATCDC5 AT1G09770 -1.05 -0.07 -0.38 0.71730186 0.9140 -6.59
261687_at hypothetical protein predicted by g --- AT1G47280 -1.03 -0.04 -0.38 0.7171873 0.9140 -6.59
259242_at putative actin similar to actin 1 GB:ATARP6 AT3G33520 1.03 0.04 0.38 0.71724229 0.9140 -6.59
254488_at putative protein receptor-like prote--- AT4G20790 1.02 0.03 0.38 0.7172905 0.9140 -6.59
258804_at hypothetical protein similar to hypo--- AT3G04760 1.04 0.06 0.38 0.71736345 0.9140 -6.59
248567_at putative protein contains similarity --- AT5G49750 -1.03 -0.04 -0.38 0.71743925 0.9141 -6.59
263184_at UDP-glucose:indole-3-acetate bet UGT75B1 AT1G05560 1.05 0.06 0.38 0.71766426 0.9142 -6.59
253605_at putative protein probable membra --- AT4G30990 1.04 0.06 0.38 0.71762855 0.9142 -6.59
252054_at hypothetical protein  ;supported by OFP18 AT3G52540 -1.03 -0.05 -0.38 0.71766818 0.9142 -6.59
257615_at unknown protein --- AT3G26510 -1.05 -0.06 -0.38 0.71762398 0.9142 -6.59
258750_at putative pectinacetylesterase simila--- AT3G05910 -1.08 -0.11 -0.38 0.71778812 0.9142 -6.59
264093_at hypothetical protein predicted by g --- AT1G79220 -1.03 -0.04 -0.38 0.71780729 0.9142 -6.59
257899_at P-glycoprotein, putative similar to --- AT3G28345 1.03 0.04 0.38 0.717799 0.9142 -6.59
249976_at Serine/arginine rich protein - like SSCL28 AT5G18810 -1.03 -0.04 -0.38 0.71791643 0.9142 -6.59
260330_at putative RING zinc finger protein c--- AT1G80400 1.03 0.04 0.38 0.71792891 0.9142 -6.59
255103_at putative phosphoglyceride transfe --- AT4G08690 1.03 0.04 0.38 0.71811245 0.9144 -6.59
259296_at putative aminopeptidase similar to --- AT3G05350 -1.04 -0.05 -0.38 0.71811214 0.9144 -6.59
258455_at unknown protein  ;supported by ful --- AT3G22440 1.05 0.06 0.38 0.7184758 0.9145 -6.59
251506_at putative protein  ; supported by cD --- AT3G59090 1.02 0.04 0.38 0.71841791 0.9145 -6.59
245278_at syntaxin ; supported by cDNA: gi_2SYP23 AT4G17730 -1.04 -0.06 -0.38 0.71825491 0.9145 -6.59
251839_at putative protein patatin, Solanum tPLA IIIA AT3G54950 1.05 0.07 0.38 0.71854295 0.9145 -6.59



255379_at putative M-type thioredoxin similarATHM2 AT4G03520 1.02 0.04 0.38 0.71844883 0.9145 -6.59
256560_s_at vetispiradiene synthase, putative, --- AT3G31415 / -1.03 -0.04 -0.38 0.71836396 0.9145 -6.59
260326_at putative MYB family transcription faAtMYB103 AT1G63910 1.03 0.05 0.38 0.71855353 0.9145 -6.59
260272_at F-box protein family, AtFBL14 con--- AT1G80570 -1.04 -0.06 -0.38 0.71851788 0.9145 -6.59
247714_at wuschel protein - like wuschel pro WOX2 AT5G59340 -1.05 -0.07 -0.38 0.71850193 0.9145 -6.59
259825_at RNA and export factor binding pro--- AT1G66260 1.04 0.05 0.38 0.71878756 0.9146 -6.59
252853_at hypothetical protein ; supported by --- AT4G39710 -1.07 -0.10 -0.38 0.71876248 0.9146 -6.59
250759_at unknown protein --- AT5G06020 -1.03 -0.04 -0.38 0.7187518 0.9146 -6.59
248840_at unknown protein  ; supported by cD--- AT5G46770 -1.04 -0.05 -0.38 0.71870543 0.9146 -6.59
250522_at cleft lip and palate associated trans--- AT5G08500 1.03 0.04 0.38 0.71892103 0.9146 -6.59
254771_at hypothetical protein MEE56 AT4G13380 -1.03 -0.04 -0.38 0.71891944 0.9146 -6.59
248755_at putative protein strong similarity to --- AT5G47690 -1.04 -0.06 -0.38 0.71895218 0.9146 -6.59
246520_at putative protein RING-H2 finger pr--- AT5G15790 -1.03 -0.04 -0.37 0.71930713 0.9150 -6.59
261718_at wall-associated kinase, putative si --- AT1G18390 1.10 0.13 0.37 0.71938193 0.9151 -6.59
251679_at putative protein strictosidine syntha--- AT3G57030 -1.06 -0.08 -0.37 0.71975937 0.9153 -6.59
AFFX-Athal-GAArabidopsis thaliana /REF=M6411 GAPC1 --- 1.06 0.09 0.37 0.71968282 0.9153 -6.59
246179_at putative protein hypothetical prote --- AT5G28440 1.04 0.06 0.37 0.71974406 0.9153 -6.59
257053_at ethylene responsive element bindinERF4 AT3G15210 -1.11 -0.15 -0.37 0.71969981 0.9153 -6.59
255196_x_at see GB:AF058826 --- --- -1.03 -0.04 -0.37 0.71974056 0.9153 -6.59
255516_at hypothetical protein similar to exte--- AT4G02270 1.04 0.06 0.37 0.72002968 0.9155 -6.59
262443_at Expressed protein ; supported by f --- AT1G47655 1.04 0.06 0.37 0.71998568 0.9155 -6.59
260789_s_at acyl-CoA oxidase ACX3 identical toACX3 AT1G06290 / 1.03 0.04 0.37 0.72000392 0.9155 -6.59
260587_at unknown protein ; supported by cD--- AT1G53210 1.03 0.05 0.37 0.72021174 0.9157 -6.59
259554_at hypothetical protein --- --- -1.04 -0.06 -0.37 0.72055938 0.9160 -6.59
256040_at hypothetical protein similar to putat--- AT1G07270 1.03 0.04 0.37 0.72054808 0.9160 -6.59
245918_at putative protein various predicted --- --- -1.02 -0.04 -0.37 0.72053805 0.9160 -6.59
249567_at SAMT-like protein S-adenosyl-L-m--- AT5G38020 1.02 0.03 0.37 0.72069948 0.9161 -6.59
266970_at hypothetical protein predicted by g --- AT2G39560 1.03 0.04 0.37 0.72086039 0.9162 -6.59
257137_at P-glycoprotein, putative similar to ABCB19 AT3G28860 1.11 0.15 0.37 0.72101426 0.9163 -6.59
262272_at unknown protein ; supported by cD--- AT1G42440 -1.02 -0.03 -0.37 0.72122723 0.9163 -6.59
258025_at putative D-3-phosphoglycerate deh--- AT3G19480 1.05 0.07 0.37 0.72115933 0.9163 -6.59
254275_at HSP associated protein like p48, HAtHip1 AT4G22670 1.04 0.05 0.37 0.72125149 0.9163 -6.59
257763_s_at disease resistance protein, putativAtRLP37 AT3G23110 / 1.09 0.13 0.37 0.72120746 0.9163 -6.59
258401_at unknown protein  ; supported by cD--- AT3G15430 1.04 0.05 0.37 0.72118059 0.9163 -6.59
249717_at unknown protein  ;supported by ful --- AT5G35730 -1.03 -0.04 -0.37 0.72093947 0.9163 -6.59



254507_at Glu-rich protein mature-parasite-in--- AT4G20160 1.03 0.04 0.37 0.72111172 0.9163 -6.59
262103_at glutathione S-transferase, putativeGSTF5 AT1G02940 -1.05 -0.07 -0.37 0.72114875 0.9163 -6.59
260093_at putative serine carboxypeptidase sscpl6 AT1G73270 -1.03 -0.04 -0.37 0.72147736 0.9165 -6.60
265771_at unknown protein  ;supported by ful --- AT2G48030 1.04 0.05 0.37 0.72157033 0.9166 -6.60
252668_at hypothetical protein --- AT3G44210 -1.03 -0.04 -0.37 0.7216811 0.9167 -6.60
250327_at putative serine rich protein predict --- AT5G12050 1.09 0.12 0.37 0.72185723 0.9167 -6.60
255808_at putative protein predicted protein, --- AT4G10280 1.03 0.04 0.37 0.72190845 0.9167 -6.60
245390_at putative protein ;supported by full-l --- AT4G17650 1.06 0.08 0.37 0.72183063 0.9167 -6.60
264207_at unknown protein strong similarity t--- AT1G22750 -1.04 -0.06 -0.37 0.72189074 0.9167 -6.60
257383_at hypothetical protein predicted by g --- AT2G19630 1.03 0.04 0.37 0.72188018 0.9167 -6.60
259964_at glutathione transferase, putative s ATGSTU28AT1G53680 -1.03 -0.04 -0.37 0.7220899 0.9169 -6.60
265078_at hypothetical protein contains similaECT4 AT1G55500 1.06 0.08 0.37 0.72220556 0.9169 -6.60
250095_at phytoene synthase (gb|AAB65697 --- AT5G17230 1.06 0.08 0.37 0.72220959 0.9169 -6.60
252301_at putative protein various predicted EMB2261 --- 1.04 0.05 0.37 0.72236252 0.9171 -6.60
263421_at unknown protein  ;supported by ful EXL5 AT2G17230 -1.07 -0.10 -0.37 0.72244721 0.9171 -6.60
262152_s_at hypothetical protein predicted by g --- AT1G52430 / 1.03 0.04 0.37 0.72246838 0.9171 -6.60
253262_at putative serine threonine protein ki --- AT4G34440 1.03 0.04 0.37 0.72251034 0.9171 -6.60
245020_at cytochrome f --- --- 1.03 0.04 0.37 0.72266279 0.9173 -6.60
267318_at fatty acid hydroxylase (FAH1) iden FAH1 AT2G34770 1.03 0.05 0.37 0.72278589 0.9173 -6.60
248877_at putative protein similar to unknown--- AT5G46140 -1.03 -0.04 -0.37 0.722789 0.9173 -6.60
258231_at hypothetical protein contains Pfam RCK AT3G27730 -1.03 -0.04 -0.37 0.72277048 0.9173 -6.60
254191_at hypothetical protein  ;supported by --- AT4G23900 -1.04 -0.05 -0.37 0.72283394 0.9173 -6.60
245597_at salt-inducible protein homolog --- AT4G14190 1.03 0.04 0.37 0.72295042 0.9173 -6.60
256738_at geranylgeranyl pyrophosphate syn--- AT3G29430 -1.03 -0.04 -0.37 0.72297329 0.9173 -6.60
249037_at putative protein contains similarity FLA13 AT5G44130 1.11 0.15 0.37 0.72311837 0.9174 -6.60
259934_at unknown protein --- AT1G71340 1.05 0.06 0.37 0.72310839 0.9174 -6.60
249179_at Expressed protein ; supported by f --- AT5G42955 1.03 0.05 0.37 0.72309535 0.9174 -6.60
252156_at BCS1 protein-like protein BCS1 pr--- AT3G50940 1.04 0.05 0.37 0.72348545 0.9175 -6.60
252902_at putative protein various predicted --- AT4G39560 1.03 0.04 0.37 0.72342805 0.9175 -6.60
247305_at Expressed protein ; supported by f --- AT5G63905 1.08 0.12 0.37 0.72332893 0.9175 -6.60
265437_at hypothetical protein predicted by g MCM10 AT2G20980 -1.03 -0.04 -0.37 0.72345772 0.9175 -6.60
256768_at hypothetical protein predicted by gLDL2 AT3G13682 -1.03 -0.04 -0.37 0.72329298 0.9175 -6.60
263461_at putative protein kinase contains a p--- AT2G31800 1.04 0.05 0.37 0.72346108 0.9175 -6.60
251715_at putative protein putative WRKY-ty --- AT3G56390 -1.03 -0.04 -0.37 0.72342176 0.9175 -6.60
247737_at putative protein various predicted --- AT5G59200 -1.02 -0.03 -0.37 0.72356965 0.9175 -6.60



264911_at auxin-induced protein, putative sim--- AT1G60690 -1.04 -0.06 -0.37 0.72356762 0.9175 -6.60
255457_at putative photosystem I reaction cePSAD-1 AT4G02770 -1.02 -0.03 -0.37 0.72368828 0.9175 -6.60
248750_at putative protein similar to unknown--- AT5G47530 1.05 0.07 0.37 0.72363529 0.9175 -6.60
248278_at putative protein similar to unknown--- AT5G52890 1.03 0.05 0.37 0.7237123 0.9175 -6.60
251890_at SCARECROW1  ; supported by cDSCR AT3G54220 1.03 0.04 0.37 0.72385604 0.9176 -6.60
257175_s_at cyclopropane-fatty-acyl-phospholi --- AT3G23470 / 1.03 0.04 0.37 0.72403273 0.9177 -6.60
261251_at hypothetical protein predicted by g --- AT1G05920 -1.05 -0.07 -0.37 0.72398302 0.9177 -6.60
250799_at putative protein strong similarity to --- AT5G05350 1.03 0.04 0.37 0.7240158 0.9177 -6.60
262469_s_at hypothetical protein identical to hyp--- AT1G50190 / -1.03 -0.04 -0.37 0.7239245 0.9177 -6.60
257204_at Expressed protein ; supported by f RALFL24 AT3G23805 1.08 0.11 0.37 0.72439158 0.9177 -6.60
261366_at unknown protein --- AT1G53100 -1.08 -0.11 -0.37 0.72439408 0.9177 -6.60
258052_at putative hydrolase predicted by ge --- AT3G16190 -1.03 -0.05 -0.37 0.72454924 0.9177 -6.60
249396_at DegP protease contains similarity tDegP9 AT5G40200 1.03 0.04 0.37 0.72457046 0.9177 -6.60
256219_at hypothetical protein predicted by g --- AT1G56260 1.03 0.04 0.37 0.7245345 0.9177 -6.60
265551_at putative replication protein A1 --- --- -1.03 -0.04 -0.37 0.72441654 0.9177 -6.60
256028_at poly(A)-binding protein, putative s PAB1 AT1G34140 1.04 0.06 0.37 0.7242823 0.9177 -6.60
263241_at arginine decarboxylase identical toADC1 AT2G16500 1.10 0.13 0.37 0.72453777 0.9177 -6.60
252584_at putative protein several hypothetica--- AT3G45560 -1.03 -0.04 -0.37 0.7245063 0.9177 -6.60
251698_at putative protein --- AT3G56610 1.02 0.03 0.37 0.72419324 0.9177 -6.60
249379_at putative protein predicted protein, --- AT5G40460 1.07 0.10 0.37 0.72433875 0.9177 -6.60
263737_at unknown protein ;supported by full --- AT1G60010 -1.04 -0.05 -0.37 0.72457381 0.9177 -6.60
256975_at unknown protein similar to putative--- AT3G21000 1.04 0.05 0.37 0.7242308 0.9177 -6.60
266359_at putative phospholipid cytidylyltransCCT1 AT2G32260 1.03 0.04 0.37 0.72527793 0.9178 -6.60
251476_at putative protein hypothetical prote --- AT3G59670 1.05 0.07 0.37 0.72533154 0.9178 -6.60
265400_at unknown protein  ;supported by ful --- AT2G10940 1.51 0.60 0.37 0.72513425 0.9178 -6.60
259670_at protein kinase, putative similar to G--- AT1G52310 1.04 0.05 0.37 0.72523436 0.9178 -6.60
246627_s_at 5-enolpyruvylshikimate-3-phospha--- AT1G48860 / -1.08 -0.11 -0.37 0.72531984 0.9178 -6.60
262202_at TATC-like protein similar to GB:AAAPG2 AT2G01110 -1.05 -0.06 -0.37 0.72530204 0.9178 -6.60
265635_at hypothetical protein predicted by g --- AT2G25360 1.02 0.03 0.37 0.72486105 0.9178 -6.60
258604_at putative N-acetlytransferase conta --- AT3G02980 -1.04 -0.05 -0.37 0.72521741 0.9178 -6.60
265501_at putative glucosyltransferase UGT73B4 AT2G15490 -1.09 -0.12 -0.37 0.7247873 0.9178 -6.60
256802_at cytochrome P450, putative similar CYP705A32AT3G20950 -1.03 -0.04 -0.37 0.72518797 0.9178 -6.60
246706_at putative protein predicted proteins --- --- 1.05 0.07 0.37 0.72502341 0.9178 -6.60
260975_at receptor-like serine/threonine kina --- AT1G53430 -1.08 -0.11 -0.37 0.72501028 0.9178 -6.60
245452_at retrotransposon like protein --- --- -1.03 -0.04 -0.37 0.72483925 0.9178 -6.60



257436_s_at hypothetical protein predicted by g --- AT2G24650 / 1.04 0.05 0.37 0.72490876 0.9178 -6.60
251455_at citrate synthase-like protein citrateCSY5 AT3G60100 1.02 0.04 0.37 0.72511816 0.9178 -6.60
257898_s_at hypothetical protein predicted by g --- --- 1.02 0.03 0.37 0.72484512 0.9178 -6.60
259073_at unknown protein contains zinc fing--- AT3G02290 -1.06 -0.08 -0.37 0.72544489 0.9179 -6.60
253132_at NAM / CUC2 -like protein nap genNTL9 AT4G35580 -1.04 -0.05 -0.37 0.72567171 0.9181 -6.60
257465_at hypothetical protein predicted by g --- AT1G13040 -1.02 -0.03 -0.37 0.72565297 0.9181 -6.60
251208_at putative protein amino acid selectiATOEP16-4AT3G62880 -1.03 -0.04 -0.37 0.72573582 0.9181 -6.60
256534_at unknown protein --- AT1G33270 1.03 0.04 0.37 0.72578839 0.9182 -6.60
260229_at putative RING zinc finger protein c--- AT1G74370 1.04 0.05 0.37 0.72605479 0.9183 -6.60
245217_at retroelement pol polyprotein, putat--- --- 1.04 0.06 0.37 0.72602441 0.9183 -6.60
247838_at ubiquitin-specific protease 23 (UB UBP23 AT5G57990 -1.05 -0.07 -0.37 0.72600648 0.9183 -6.60
258309_at putative transposase related protei --- --- -1.03 -0.04 -0.37 0.72612185 0.9184 -6.60
247120_at amino acid transporter protein-like --- AT5G65990 -1.03 -0.04 -0.37 0.72620936 0.9184 -6.60
249032_at putative protein contains similarity --- AT5G44910 -1.13 -0.18 -0.37 0.72630144 0.9185 -6.60
265754_x_at En/Spm transposon protein (mosa --- --- 1.03 0.04 0.36 0.72638025 0.9185 -6.60
254442_at putative protein predicted protein T--- AT4G21060 -1.03 -0.04 -0.36 0.72650451 0.9187 -6.60
256354_at dormancy related protein, putative--- AT1G54870 1.04 0.05 0.36 0.72668521 0.9188 -6.60
265130_at unknown protein similar to ESTs gb--- AT1G30890 1.02 0.03 0.36 0.72675953 0.9188 -6.60
251604_at putative protein 60S RIBOSOMAL--- AT3G57820 1.03 0.04 0.36 0.72677507 0.9188 -6.60
260996_at NBS/LRR disease resistance proteRFL1 AT1G12210 1.04 0.06 0.36 0.72704599 0.9188 -6.60
254559_at putative protein glycine/proline-ric --- AT4G19200 1.04 0.06 0.36 0.72703916 0.9188 -6.60
245824_at hypothetical protein predicted by g ATPUP17 AT1G57943 1.05 0.06 0.36 0.72718241 0.9188 -6.60
260329_at putative cyclin similar to cyclin GB:CYCA2;4 AT1G80370 1.03 0.05 0.36 0.72710616 0.9188 -6.60
250947_at putative protein --- AT5G03450 -1.04 -0.05 -0.36 0.72714727 0.9188 -6.60
253739_at putative protein predicted protein. A--- AT4G28760 -1.04 -0.05 -0.36 0.72684308 0.9188 -6.60
266632_at putative serpin --- AT2G35570 -1.03 -0.04 -0.36 0.72696607 0.9188 -6.60
263506_s_at hypothetical protein --- --- -1.04 -0.05 -0.36 0.72711939 0.9188 -6.60
245408_at putative protein --- AT4G17180 1.04 0.05 0.36 0.72703145 0.9188 -6.60
262243_at hypothetical protein predicted by g --- --- 1.04 0.05 0.36 0.72707374 0.9188 -6.60
264218_at unknown protein --- AT1G60200 1.02 0.03 0.36 0.72765224 0.9191 -6.60
248417_at unknown protein --- AT5G51650 -1.02 -0.03 -0.36 0.7276909 0.9191 -6.60
250791_at nucleic acid binding protein-like  ;s AL1 AT5G05610 -1.03 -0.04 -0.36 0.72757509 0.9191 -6.60
258349_at Expressed protein ; supported by f HYH AT3G17609 -1.07 -0.10 -0.36 0.7276745 0.9191 -6.60
259805_at disease resistance protein, putativAtRLP7 AT1G47890 -1.04 -0.06 -0.36 0.72746422 0.9191 -6.60
249078_at phytochelatin synthase (gb|AAD41 CAD1 AT5G44070 1.09 0.12 0.36 0.72755816 0.9191 -6.60



245222_at contains similarity to En/Spm trans --- --- -1.02 -0.03 -0.36 0.72764109 0.9191 -6.60
254265_s_at serine threonine kinase - like proteCRK6 AT4G23140 / 1.11 0.16 0.36 0.72795367 0.9192 -6.60
257922_at ethylene receptor, putative (ETR2 ETR2 AT3G23150 -1.06 -0.08 -0.36 0.72781268 0.9192 -6.60
262596_at putative phosphatidic acid phosphaLPP2 AT1G15080 1.03 0.05 0.36 0.72793442 0.9192 -6.60
263281_at putative glycine-rich RNA-binding p--- AT2G14160 -1.03 -0.04 -0.36 0.72796614 0.9192 -6.60
258096_at hypothetical protein similar to putat--- AT3G23650 1.03 0.04 0.36 0.72780043 0.9192 -6.60
254072_at putative protein ClpC protease - S --- AT4G25370 1.03 0.05 0.36 0.72788718 0.9192 -6.60
247405_at Arac10  ; supported by cDNA: gi_3ARAC10 AT5G62880 -1.03 -0.04 -0.36 0.72809358 0.9193 -6.60
265899_s_at SKP1/ASK1 (At3), putative similarASK4 AT1G20140 / -1.03 -0.05 -0.36 0.72812885 0.9193 -6.60
251919_at putative protein Hsp70 binding pro--- AT3G53800 1.05 0.07 0.36 0.72815283 0.9193 -6.60
249426_at putative RNA helicase putative AT--- AT5G39840 -1.07 -0.10 -0.36 0.72831729 0.9193 -6.60
256917_at unknown protein contains Pfam pr--- AT3G18930 1.03 0.04 0.36 0.72829039 0.9193 -6.60
254909_at putative disease resistance respon--- AT4G11210 1.03 0.05 0.36 0.72833405 0.9193 -6.60
263373_at Expressed protein ; supported by f --- AT2G20515 -1.05 -0.07 -0.36 0.72833015 0.9193 -6.60
266293_at putative tropinone reductase  ;supp--- AT2G29360 1.03 0.04 0.36 0.7283838 0.9193 -6.60
246527_at ribosomal protein-like 40S RIBOSO--- AT5G15750 1.07 0.10 0.36 0.72846606 0.9193 -6.60
250754_at arginine-tRNA-protein transferase ATE1 AT5G05700 -1.03 -0.04 -0.36 0.72845398 0.9193 -6.60
245308_at putative protein ; supported by cDN--- AT4G17486 1.03 0.04 0.36 0.72864449 0.9193 -6.60
247740_at receptor-like protein kinase precurCRCK1 AT5G58940 1.09 0.12 0.36 0.72889777 0.9193 -6.60
246736_at putative protein hypothetical prote --- AT5G27560 -1.03 -0.04 -0.36 0.72884216 0.9193 -6.60
247888_at phytocyanin/early nodulin-like prote--- AT5G57920 1.03 0.04 0.36 0.72858502 0.9193 -6.60
259751_at putative transcription factor similar MYBL2 AT1G71030 1.03 0.04 0.36 0.72872194 0.9193 -6.60
256642_at hypothetical protein similar to hypo--- AT3G32280 -1.03 -0.04 -0.36 0.72866954 0.9193 -6.60
249623_at putative protein Ariadne-2 protein --- AT5G37560 -1.02 -0.03 -0.36 0.72886376 0.9193 -6.60
261035_at hypothetical protein contains Pfam --- --- -1.02 -0.03 -0.36 0.72880764 0.9193 -6.60
259953_at putative anion exchanger contains BOR5 AT1G74810 1.04 0.06 0.36 0.728586 0.9193 -6.60
255972_at hypothetical protein similar to hypo--- --- 1.02 0.03 0.36 0.72875939 0.9193 -6.60
259753_at putative isoprenylated protein simil --- AT1G71050 1.04 0.06 0.36 0.72909427 0.9194 -6.60
267568_at hypothetical protein predicted by g --- AT2G30780 1.03 0.04 0.36 0.72916206 0.9194 -6.60
259407_at protein phosphatase 2A regulatoryPP2AA3 AT1G13320 1.02 0.03 0.36 0.72901935 0.9194 -6.60
247559_at histone deacetylase - like GR AF- HDA18 AT5G61070 -1.02 -0.04 -0.36 0.7291305 0.9194 -6.60
258759_at putative bZIP transcription factor coBZIP28 AT3G10800 -1.03 -0.04 -0.36 0.72913099 0.9194 -6.60
251514_at pirin-like protein pirin - Lycopersico--- AT3G59260 -1.03 -0.04 -0.36 0.72910229 0.9194 -6.60
250011_at putative protein crp1 protein, maiz --- AT5G18475 -1.03 -0.04 -0.36 0.72972929 0.9197 -6.60
262342_at unknown protein similar to hypothe--- AT1G64150 1.05 0.07 0.36 0.72968856 0.9197 -6.60



260300_at gibberellin 3 beta-hydroxylase idenGA3OX2 AT1G80340 -1.05 -0.07 -0.36 0.72956198 0.9197 -6.60
253152_at putative protein predicted proteins --- AT4G35690 1.03 0.05 0.36 0.72963188 0.9197 -6.60
260495_at unknown protein similar to T11A07--- AT2G41810 1.04 0.06 0.36 0.72961608 0.9197 -6.60
265622_at unknown protein --- AT2G27280 -1.02 -0.03 -0.36 0.7297038 0.9197 -6.60
248712_at unknown protein --- AT5G48280 -1.03 -0.04 -0.36 0.72950544 0.9197 -6.60
262405_at hypothetical protein contains similaHDG10 AT1G34650 1.03 0.05 0.36 0.729893 0.9198 -6.60
250302_at fructosidase - like protein fructosidAtcwINV6 AT5G11920 1.15 0.21 0.36 0.72989542 0.9198 -6.60
255230_at ferredoxin--NADP+ reductase - lik ATRFNR1 AT4G05390 1.11 0.15 0.36 0.73014178 0.9198 -6.60
266017_at unknown protein  ; supported by cD--- AT2G18690 1.08 0.12 0.36 0.73053844 0.9198 -6.60
245711_at putative c2h2 zinc finger transcript ZAT6 AT5G04340 1.11 0.15 0.36 0.73044765 0.9198 -6.60
264597_at unknown protein --- AT1G04620 -1.04 -0.06 -0.36 0.73079092 0.9198 -6.60
264751_at putative superoxide-generating NAFRO3 AT1G23020 -1.10 -0.14 -0.36 0.73068769 0.9198 -6.60
249720_at fimbrin  ; supported by cDNA: gi_1 FIM2 AT5G35700 -1.03 -0.04 -0.36 0.73085304 0.9198 -6.60
258894_at putative disease resistance proteinAtRLP32 AT3G05650 -1.07 -0.10 -0.36 0.73033101 0.9198 -6.60
267156_at hypothetical protein predicted by g --- AT2G37610 1.03 0.04 0.36 0.73089607 0.9198 -6.60
247092_at putative protein contains similarity ATFOLT1 AT5G66380 -1.04 -0.05 -0.36 0.73021917 0.9198 -6.60
245407_at GTP-binding RAB2A like protein RABB1C AT4G17170 1.03 0.04 0.36 0.73050618 0.9198 -6.60
264649_at hypothetical protein Similar to Vicia--- AT1G09060 -1.03 -0.05 -0.36 0.72998846 0.9198 -6.60
254440_at putative protein desiccation-relate --- AT4G21020 -1.03 -0.04 -0.36 0.73029304 0.9198 -6.60
262048_at cytochrome c oxidase subunit, put--- AT1G80230 1.03 0.05 0.36 0.73076953 0.9198 -6.60
254063_at receptor kinase-like protein recept --- AT4G25390 1.06 0.09 0.36 0.73046287 0.9198 -6.60
245898_at ser/thr specific protein kinase-like --- AT5G11020 -1.04 -0.05 -0.36 0.73085812 0.9198 -6.60
266870_at putative heterogeneous nuclear rib--- AT2G44710 -1.04 -0.06 -0.36 0.72999908 0.9198 -6.60
261899_at cinnamoyl CoA reductase, putativeCCR2 AT1G80820 -1.18 -0.24 -0.36 0.73024629 0.9198 -6.60
257575_at hypothetical protein similar to hypo--- --- -1.03 -0.04 -0.36 0.73080319 0.9198 -6.60
262899_at ABC transporter, putative similar t PEN3 AT1G59870 -1.03 -0.04 -0.36 0.73091427 0.9198 -6.60
245200_at F12A21.2 hypothetical protein; sup--- AT1G67850 -1.06 -0.08 -0.36 0.73063747 0.9198 -6.60
259115_at hypothetical protein predicted by g --- AT3G01360 1.03 0.05 0.36 0.73068178 0.9198 -6.60
252145_at putative protein several putative pr --- AT3G51200 1.03 0.04 0.36 0.7302866 0.9198 -6.60
245838_at disease resistance protein, putativ--- AT1G58410 1.03 0.04 0.36 0.73080981 0.9198 -6.60
263191_at polyprotein, putative similar to poly--- --- 1.03 0.05 0.36 0.73095229 0.9198 -6.60
247901_at ubiquinone/menaquinone biosynth --- AT5G57300 -1.03 -0.04 -0.36 0.73053901 0.9198 -6.60
258361_at unknown protein similar to hypothe--- AT3G14270 1.05 0.07 0.36 0.73020596 0.9198 -6.60
256889_at PHD-finger protein, putative conta ING1 AT3G24010 1.02 0.03 0.36 0.73105385 0.9199 -6.60
253907_at putative protein dihydrokaempfero--- AT4G27250 -1.04 -0.06 -0.36 0.73106092 0.9199 -6.60



260808_at polyprotein, putative similar to poly--- --- -1.02 -0.04 -0.36 0.73114577 0.9199 -6.60
253656_at putative protein hypothetical prote emb1353 AT4G30090 1.03 0.04 0.36 0.73111361 0.9199 -6.60
257295_at serine/threonine protein kinase, puGPK1 AT3G17420 -1.05 -0.07 -0.36 0.7312838 0.9200 -6.60
254660_at receptor serine/threonine kinase-li --- AT4G18250 1.05 0.07 0.36 0.73150433 0.9201 -6.60
254569_s_at hypothetical protein --- --- 1.02 0.04 0.36 0.73152061 0.9201 -6.60
255547_at putative CHP-rich zinc finger prote --- AT4G01920 1.04 0.06 0.36 0.73152977 0.9201 -6.60
257242_at 9-cis-epoxycarotenoid dioxygenasNCED6 AT3G24220 1.03 0.04 0.36 0.73151829 0.9201 -6.60
248240_at CUC2 (dbj|BAA19529.1) CUC2 AT5G53950 1.03 0.04 0.36 0.73147451 0.9201 -6.60
260022_at unknown protein --- AT1G30020 1.03 0.04 0.36 0.73158382 0.9201 -6.60
248441_at putative protein contains similarity --- AT5G51270 -1.02 -0.03 -0.36 0.73179584 0.9203 -6.60
255026_at hypothetical protein MES12 AT4G09900 -1.06 -0.08 -0.36 0.73192013 0.9203 -6.60
260163_at putative carnitine/acylcarnitine tranBAC2 AT1G79900 1.09 0.13 0.36 0.73193329 0.9203 -6.60
249412_at putative protein predicted proteins --- AT5G40410 -1.03 -0.05 -0.36 0.73193042 0.9203 -6.60
250052_at putative protein predicted proteins --- AT5G17830 1.03 0.05 0.36 0.73228393 0.9207 -6.60
258030_at hypothetical protein predicted by g --- AT3G27590 -1.03 -0.05 -0.36 0.73261718 0.9210 -6.60
267016_at hypothetical protein predicted by g --- AT2G39160 / -1.03 -0.04 -0.36 0.73259794 0.9210 -6.60
257912_at formin-like protein AHF1 identical t AFH1 AT3G25500 1.07 0.09 0.36 0.73281681 0.9211 -6.60
262055_at unknown protein ; supported by ful --- AT1G79970 1.03 0.04 0.36 0.73276179 0.9211 -6.60
265336_at hypothetical protein predicted by g APC10 AT2G18290 1.03 0.04 0.36 0.73276759 0.9211 -6.60
266282_at putative protein kinase contains a p--- AT2G29220 1.02 0.03 0.36 0.7328277 0.9211 -6.60
264237_at hypothetical protein predicted by g --- AT1G54700 -1.02 -0.03 -0.36 0.7329466 0.9212 -6.60
250526_at pyruvate kinase --- AT5G08570 -1.03 -0.04 -0.36 0.73300064 0.9212 -6.60
244998_at RNA polymerase beta' subunit-1 --- --- -1.04 -0.06 -0.36 0.73313731 0.9212 -6.60
246648_at putative protein predicted proteins --- --- -1.03 -0.04 -0.36 0.7331457 0.9212 -6.60
260319_at hypothetical protein predicted by g --- AT1G63950 -1.03 -0.05 -0.36 0.73311974 0.9212 -6.60
249073_at vegetative storage protein-like  ;su --- AT5G44020 1.08 0.11 0.36 0.73342658 0.9213 -6.60
247528_at MIM protein  ; supported by cDNA:MIM AT5G61460 1.03 0.05 0.36 0.73336991 0.9213 -6.60
249869_at acetyl-CoA synthetase-like protein AAE17 AT5G23050 1.04 0.06 0.36 0.73338386 0.9213 -6.60
252360_at putative protein predicted protein, --- AT3G48480 -1.04 -0.05 -0.36 0.73328093 0.9213 -6.60
248937_at putative protein contains similarity AtRLP55 AT5G45770 -1.04 -0.06 -0.36 0.73344983 0.9213 -6.60
263524_x_at hypothetical protein predicted by g --- --- -1.04 -0.05 -0.36 0.73337945 0.9213 -6.60
255401_at hypothetical protein  ;supported by --- AT4G03600 -1.04 -0.05 -0.36 0.73332527 0.9213 -6.60
250231_at AP2/EREBP-like transcription factoLEP AT5G13910 -1.03 -0.04 -0.35 0.7335992 0.9213 -6.60
252784_at putative protein predicted proteins --- --- 1.02 0.03 0.35 0.7337191 0.9213 -6.60
265557_at unknown protein --- --- -1.03 -0.05 -0.35 0.73373429 0.9213 -6.60



267322_at putative leucine-rich-repeat protein--- AT2G19330 1.02 0.04 0.35 0.73362761 0.9213 -6.60
256022_at amino acid permease I identical to AAP1 AT1G58360 -1.08 -0.11 -0.35 0.73361771 0.9213 -6.60
259470_at unknown protein --- AT1G19110 1.02 0.03 0.35 0.733688 0.9213 -6.60
254435_at putative protein MS5 AT4G20900 1.03 0.04 0.35 0.7337317 0.9213 -6.60
255108_at hypothetical protein --- AT4G08740 1.04 0.05 0.35 0.7338116 0.9213 -6.60
259730_at unknown protein similar to hypothe--- AT1G77660 1.08 0.11 0.35 0.73447777 0.9214 -6.60
255767_at ribosomal protein L20, putative sim--- AT1G16740 1.03 0.04 0.35 0.73391368 0.9214 -6.60
246558_at putative protein IDN3-B - Homo saEMB2773 AT5G15540 1.03 0.05 0.35 0.73437241 0.9214 -6.60
245504_at glutaredoxin --- AT4G15660 1.05 0.07 0.35 0.73415487 0.9214 -6.60
249055_at calmodulin-like protein --- AT5G44460 1.02 0.03 0.35 0.73429828 0.9214 -6.60
248758_at RNA-binding protein-like  ;supporte--- AT5G47620 1.03 0.05 0.35 0.73445379 0.9214 -6.60
265020_at putative cytochrome P450 similar CYP86C1 AT1G24540 -1.02 -0.04 -0.35 0.73455876 0.9214 -6.60
257527_at hypothetical protein similar to hypo--- AT3G01880 -1.03 -0.04 -0.35 0.73409119 0.9214 -6.60
260750_at light repressible receptor protein k --- AT1G49100 1.03 0.04 0.35 0.73401305 0.9214 -6.60
263307_at hypothetical protein similar to myos--- --- -1.03 -0.04 -0.35 0.73429999 0.9214 -6.60
262141_s_at hypothetical protein predicted by g --- AT1G52440 / 1.02 0.03 0.35 0.73457741 0.9214 -6.60
245419_at putative protein MSH4 AT4G17380 1.02 0.03 0.35 0.73425621 0.9214 -6.60
264610_at Expressed protein ; supported by f --- AT1G04645 1.03 0.04 0.35 0.73451929 0.9214 -6.60
259329_at putative two-component phosphorAHP4 AT3G16360 1.07 0.10 0.35 0.73413153 0.9214 -6.60
259339_at putative adenylylsulfate kinase sim--- AT3G03900 -1.04 -0.05 -0.35 0.73457805 0.9214 -6.60
261830_at protein kinase, putative similar to p--- AT1G10620 1.03 0.04 0.35 0.73448828 0.9214 -6.60
255450_at putative protein similar to T5J8.18 --- AT4G02850 1.03 0.04 0.35 0.73438829 0.9214 -6.60
257126_at E2, ubiquitin-conjugating enzyme, UBC19 AT3G20060 1.04 0.05 0.35 0.7345153 0.9214 -6.60
250349_at putative receptor - like kinase rece--- AT5G12000 -1.03 -0.04 -0.35 0.73467506 0.9214 -6.60
267248_at hypothetical protein predicted by g --- AT2G30120 -1.04 -0.05 -0.35 0.73473178 0.9214 -6.60
247480_at KED - like protein KED, Nicotiana ATBAG7 AT5G62390 1.04 0.05 0.35 0.73487843 0.9215 -6.60
263727_at putative cap-binding protein  ; suppABH1 AT2G13540 1.04 0.05 0.35 0.73492566 0.9215 -6.60
253796_at hypothetical protein --- AT4G28460 -1.16 -0.21 -0.35 0.73489523 0.9215 -6.60
252906_at putative gamma-glutamyltransferaGGT1 AT4G39640 1.05 0.08 0.35 0.73494743 0.9215 -6.60
265489_at hypothetical protein predicted by g --- AT2G15640 -1.04 -0.06 -0.35 0.73486965 0.9215 -6.60
255979_at hypothetical protein UPF3 AT1G33980 1.03 0.04 0.35 0.73503377 0.9215 -6.60
262805_at putative DNA-binding protein similESC AT1G20900 1.03 0.04 0.35 0.73526868 0.9218 -6.60
264102_at hypothetical protein predicted by g ECT8 AT1G79270 -1.04 -0.06 -0.35 0.73549386 0.9220 -6.60
259221_s_at putative phospholipase similar to uNPC5 AT3G03530 / 1.17 0.23 0.35 0.73550865 0.9220 -6.60
251945_at dTDP-glucose 4-6-dehydratase -li UXS1 AT3G53520 -1.03 -0.04 -0.35 0.73579174 0.9220 -6.60



253447_at hypothetical protein --- AT4G32630 1.02 0.03 0.35 0.73573691 0.9220 -6.60
246066_at putative protein predicted proteinsSMG7 AT5G19400 -1.03 -0.04 -0.35 0.73580325 0.9220 -6.60
253271_s_at SKP1/ASK1 (At11), putative similaASK12 AT4G34210 / 1.04 0.05 0.35 0.73564393 0.9220 -6.60
259890_at inner mitochondrial membrane pro ATTIM23-2 AT1G72750 1.05 0.07 0.35 0.73579579 0.9220 -6.60
256558_at hypothetical protein predicted by g --- --- -1.03 -0.04 -0.35 0.73569271 0.9220 -6.60
255359_at putative glucose-6-phosphate/phos--- AT4G03950 -1.03 -0.04 -0.35 0.73597171 0.9220 -6.60
260066_at putative lipase/acylhydrolase conta--- AT1G73610 -1.07 -0.10 -0.35 0.73594781 0.9220 -6.60
261143_at unknown protein ATPUP14 AT1G19770 1.05 0.07 0.35 0.73585736 0.9220 -6.60
262268_at hypothetical protein predicted by g --- --- -1.02 -0.03 -0.35 0.73596442 0.9220 -6.60
250027_at putative protein similar to unknown--- AT5G18250 1.04 0.05 0.35 0.73605492 0.9221 -6.60
253404_at putative pyrophosphate--fructose- PFK6 AT4G32840 -1.03 -0.05 -0.35 0.73629581 0.9221 -6.60
260308_at putative ABC transporter contains ATTAP1 AT1G70610 -1.06 -0.08 -0.35 0.73630231 0.9221 -6.60
259674_at thaumatin-like protein similar to tha--- AT1G77700 -1.03 -0.05 -0.35 0.73621982 0.9221 -6.60
256123_at hypothetical protein predicted by g GC2 AT1G18190 -1.02 -0.03 -0.35 0.73631143 0.9221 -6.60
259856_at unknown protein  ;supported by ful --- AT1G68440 -1.07 -0.10 -0.35 0.73616103 0.9221 -6.60
254596_at putative protein proline-rich protein--- AT4G18975 -1.03 -0.04 -0.35 0.73611588 0.9221 -6.60
249176_at thioredoxin (clone GIF1) (pir||S581 ATTRX3 AT5G42980 1.02 0.03 0.35 0.7366109 0.9223 -6.60
245951_at aspartate aminotransferase Asp2  ASP2 AT5G19550 1.05 0.07 0.35 0.73672434 0.9223 -6.60
261837_s_at transcriptional regulator, putative s--- AT1G15910 / -1.04 -0.05 -0.35 0.73671475 0.9223 -6.60
262334_at hypothetical protein similar to putat--- AT1G64010 -1.03 -0.04 -0.35 0.73655708 0.9223 -6.60
266537_at Expressed protein ; supported by f --- AT2G16860 -1.03 -0.04 -0.35 0.7366486 0.9223 -6.60
254379_at putative protein calmodulin-binding--- AT4G21820 1.02 0.03 0.35 0.73656803 0.9223 -6.60
261243_at hypothetical protein predicted by g --- AT1G20180 1.08 0.11 0.35 0.73658782 0.9223 -6.60
260167_at hypothetical protein predicted by g --- AT1G71970 -1.03 -0.05 -0.35 0.73685973 0.9223 -6.60
259409_at hypothetical protein contains simila--- AT1G13330 1.03 0.04 0.35 0.73679019 0.9223 -6.60
260703_at syntaxin, putative similar to syntaxATSYP24 AT1G32270 -1.02 -0.03 -0.35 0.73686227 0.9223 -6.60
247671_at putative protein slow myosin heav --- AT5G60210 -1.02 -0.03 -0.35 0.73695509 0.9223 -6.60
252771_at receptor protein kinase -like protei --- AT3G42880 1.03 0.04 0.35 0.73695155 0.9223 -6.60
257463_at phosphatidylinositol/phosphatidylc--- AT1G14820 -1.04 -0.05 -0.35 0.73704344 0.9223 -6.60
253929_s_at putative protein H+-transporting A --- AT2G16030 / 1.03 0.04 0.35 0.73699958 0.9223 -6.60
254802_at endoxyloglucan transferase-like p --- AT4G13090 1.04 0.05 0.35 0.73707797 0.9223 -6.60
254902_at putative protein several hypothetica--- AT4G11550 -1.03 -0.04 -0.35 0.73712017 0.9223 -6.60
247328_at unknown protein  ;supported by ful --- AT5G64130 -1.04 -0.06 -0.35 0.73745554 0.9225 -6.60
261261_at putative aldehyde oxidase --- AT1G26730 -1.11 -0.15 -0.35 0.73733564 0.9225 -6.60
255092_s_at putative protein various predicted p--- --- -1.03 -0.04 -0.35 0.73744784 0.9225 -6.60



261061_at DNA-binding protein, putative con TRFL2 AT1G07540 1.03 0.04 0.35 0.73732589 0.9225 -6.60
252535_at hypothetical protein --- AT3G46150 -1.05 -0.07 -0.35 0.73745424 0.9225 -6.60
255446_at hypothetical protein similar to A. th--- AT4G02750 1.03 0.04 0.35 0.73763033 0.9225 -6.60
247380_at 4-coumarate-CoA ligase-like prote --- AT5G63380 1.04 0.05 0.35 0.73781758 0.9225 -6.60
256420_at unknown protein --- AT1G33475 / 1.04 0.05 0.35 0.73768765 0.9225 -6.60
251235_at putative protein lysophospholipase--- AT3G62860 1.05 0.07 0.35 0.73763226 0.9225 -6.60
259988_at Athila ORF 1, putative simlar to G --- --- -1.02 -0.03 -0.35 0.73782883 0.9225 -6.60
267424_at hypothetical protein predicted by g --- AT2G34800 -1.02 -0.03 -0.35 0.73780411 0.9225 -6.60
267512_at hypothetical protein predicted by g SSE1 AT2G45690 1.03 0.04 0.35 0.73763244 0.9225 -6.60
248156_at unknown protein --- AT5G54410 -1.02 -0.03 -0.35 0.73776698 0.9225 -6.60
247320_at photosystem I reaction centre subuPSAN AT5G64040 1.03 0.04 0.35 0.7379112 0.9226 -6.60
248853_at protein kinase-like protein BSK2 AT5G46570 1.04 0.05 0.35 0.73796534 0.9226 -6.60
251238_at putative protein several hypothetica--- AT3G62430 1.03 0.05 0.35 0.73816417 0.9228 -6.60
262666_at xyloglucan fucosyltransferase, putFUT6 AT1G14080 -1.06 -0.08 -0.35 0.73816597 0.9228 -6.60
249278_at putative protein strong similarity to --- AT5G41900 1.20 0.27 0.35 0.73834605 0.9228 -6.60
267275_at putative Na H antiporter ATCHX13 AT2G30240 -1.04 -0.05 -0.35 0.73848395 0.9228 -6.60
262461_at myosin, putative similar to myosin VIIIA AT1G50360 1.05 0.07 0.35 0.7384402 0.9228 -6.60
255464_s_at putative protein similar to T4I9.17 AT7SL-1 AT4G02970 / 1.02 0.04 0.35 0.73855274 0.9228 -6.60
246970_at cytochrome P450-like protein fattyCYP714A2 AT5G24900 1.05 0.07 0.35 0.73852633 0.9228 -6.60
251829_at putative protein KIAA0882 protein --- AT3G55020 1.06 0.09 0.35 0.73834204 0.9228 -6.60
253179_at putative protein various predicted --- AT4G35200 1.02 0.03 0.35 0.7383831 0.9228 -6.60
263747_at putative ubiquitin activating enzym SAE2 AT2G21470 -1.02 -0.03 -0.35 0.7385296 0.9228 -6.60
246631_at unknown protein ; supported by ful --- AT1G50740 1.03 0.04 0.35 0.73861254 0.9229 -6.60
248748_at putative protein contains similarity AMK2 AT5G47840 1.03 0.04 0.35 0.73865424 0.9229 -6.60
253926_at hnRNP-like protein  ; supported by --- AT4G26650 -1.03 -0.04 -0.35 0.73878181 0.9229 -6.60
248437_at putative protein similar to unknownEMF2 AT5G51230 -1.04 -0.05 -0.35 0.73872836 0.9229 -6.60
248783_at putative protein contains similarity --- AT5G47360 1.05 0.07 0.35 0.73879709 0.9229 -6.60
259664_at unknown protein ; supported by ful AGP21 AT1G55330 -1.19 -0.24 -0.35 0.73890063 0.9229 -6.60
247422_at putative protein PEX14 AT5G62810 -1.03 -0.04 -0.35 0.73888536 0.9229 -6.60
248182_at putative protein contains similarity --- AT5G54030 -1.02 -0.03 -0.35 0.73902038 0.9230 -6.60
260018_at hypothetical protein predicted by g --- AT1G41820 1.03 0.04 0.35 0.73898267 0.9230 -6.60
251700_at putative protein exocyst complex p--- AT3G56640 1.05 0.07 0.35 0.73907419 0.9230 -6.60
249052_at antifungal protein-like (PDF1.2) PDF1.2 AT5G44420 1.13 0.17 0.35 0.73940589 0.9231 -6.61
248028_at putative protein similar to unknown--- AT5G55620 1.07 0.10 0.35 0.73937651 0.9231 -6.60
253913_at myosin heavy chain - like protein mVIIIB AT4G27370 1.03 0.04 0.35 0.73933096 0.9231 -6.60



253641_at hypothetical protein ;supported by --- AT4G29980 -1.03 -0.05 -0.35 0.73945248 0.9231 -6.61
251232_at shock protein SRC2-like shock pro--- AT3G62780 1.09 0.13 0.35 0.73930617 0.9231 -6.60
251891_at aintegumaenta-like protein ovule dWRI1 AT3G54320 -1.02 -0.03 -0.35 0.73944248 0.9231 -6.61
263316_s_at putative ligand-gated ion channel pATGLR2.3 AT2G24710 / 1.03 0.04 0.35 0.73935504 0.9231 -6.60
245863_s_at hypothetical protein contains simila--- AT1G58050 / 1.03 0.05 0.35 0.73956058 0.9231 -6.61
245371_at hypothetical protein ;supported by --- AT4G15750 1.03 0.05 0.35 0.73952204 0.9231 -6.61
251317_at putative protein polygalacturonase--- AT3G61490 1.04 0.06 0.35 0.73975324 0.9233 -6.61
266693_at unknown protein predicted by gensMIOX2 AT2G19800 -1.16 -0.21 -0.35 0.73988892 0.9234 -6.61
250512_at Expressed protein ; supported by f --- AT5G09995 -1.03 -0.05 -0.35 0.73997306 0.9234 -6.61
266221_at putative nucleotide-sugar dehydratUXS6 AT2G28760 1.13 0.18 0.35 0.74001192 0.9234 -6.61
264346_at putative amino-cyclopropane-carbo--- AT1G12010 -1.03 -0.04 -0.35 0.73994193 0.9234 -6.61
252813_at putative protein several hypothetica--- --- 1.03 0.04 0.35 0.74017115 0.9236 -6.61
264029_at unknown protein MRH6 AT2G03720 -1.03 -0.04 -0.35 0.74018275 0.9236 -6.61
246052_at putative protein predicted proteins --- AT5G08310 1.04 0.05 0.35 0.7404554 0.9237 -6.61
252960_at hypothetical protein --- AT4G38750 1.05 0.07 0.35 0.74045869 0.9237 -6.61
250242_at putative protein similar to unknown--- AT5G13620 1.03 0.04 0.35 0.74048155 0.9237 -6.61
249323_at unknown protein FLA20 AT5G40940 1.03 0.04 0.35 0.74047562 0.9237 -6.61
249194_at kinesin heavy chain-like protein --- AT5G42490 1.02 0.03 0.35 0.74039396 0.9237 -6.61
262211_at AP2 domain containing protein, puORA47 AT1G74930 -1.11 -0.15 -0.35 0.74059216 0.9237 -6.61
257946_at hypothetical protein predicted by g --- AT3G21710 1.03 0.04 0.35 0.74057487 0.9237 -6.61
264796_at unknown protein similar to ESTs gbZIGA4 AT1G08680 -1.03 -0.04 -0.35 0.74061018 0.9237 -6.61
266662_at hypothetical protein predicted by g --- AT2G25830 1.04 0.05 0.34 0.74118044 0.9238 -6.61
247830_at putative protein predicted proteins --- AT5G58530 -1.04 -0.06 -0.34 0.74094007 0.9238 -6.61
260025_at unknown protein ;supported by full --- AT1G30070 -1.05 -0.06 -0.34 0.74089141 0.9238 -6.61
259517_at hypothetical protein ; supported by CAT1 AT1G20630 1.04 0.06 0.34 0.7412135 0.9238 -6.61
248509_at Expressed protein ; supported by f --- AT5G50335 -1.30 -0.38 -0.34 0.74120491 0.9238 -6.61
266755_at putative alcohol dehydrogenase --- AT2G47150 1.03 0.04 0.34 0.740972 0.9238 -6.61
256012_at unknown protein similar to dimethyFMO1 AT1G19250 -1.25 -0.33 -0.34 0.74091523 0.9238 -6.61
257929_at RNA Polymerase II subunit 14.5 k NRPB9A AT3G16980 1.03 0.04 0.34 0.7410259 0.9238 -6.61
259151_at kinesin-like protein similar to carbo --- AT3G10310 1.04 0.05 0.34 0.74122101 0.9238 -6.61
256181_at light repressible receptor protein k --- AT1G51820 -1.09 -0.13 -0.34 0.74122615 0.9238 -6.61
253771_at hypothetical protein  ;supported by --- AT4G28430 -1.03 -0.04 -0.34 0.74111612 0.9238 -6.61
246658_at putative protein predicted proteins --- --- 1.03 0.04 0.34 0.74111987 0.9238 -6.61
263718_at putative CCAAT-box binding trancrNF-YB7 AT2G13570 -1.03 -0.05 -0.34 0.74145219 0.9240 -6.61
254307_at putative protein various predicted --- AT4G22400 -1.05 -0.06 -0.34 0.74144184 0.9240 -6.61



258901_at putative protein phosphatase-2C s --- AT3G05640 -1.14 -0.18 -0.34 0.74149523 0.9240 -6.61
252840_at putative protein various predicted --- --- 1.02 0.04 0.34 0.74153369 0.9240 -6.61
254274_at putative DNA binding protein DNA--- AT4G22770 1.04 0.06 0.34 0.74178973 0.9242 -6.61
253228_at putative protein  ;supported by full- --- AT4G34630 -1.08 -0.11 -0.34 0.74174727 0.9242 -6.61
250917_at fructose-bisphosphate aldolase -li --- AT5G03690 -1.03 -0.05 -0.34 0.74178358 0.9242 -6.61
251998_at putative protein KIAA0010 protein UPL7 AT3G53090 1.03 0.04 0.34 0.74191833 0.9242 -6.61
256195_at hypothetical protein predicted by g --- --- -1.02 -0.03 -0.34 0.74192914 0.9242 -6.61
265763_at unknown protein --- AT2G48060 1.02 0.03 0.34 0.74186678 0.9242 -6.61
246073_at ribosomal protein L36-like ribosom--- AT5G20180 -1.03 -0.04 -0.34 0.74197496 0.9242 -6.61
264568_at putative O-GlcNAc transferase sim--- AT1G05150 1.04 0.05 0.34 0.74219615 0.9243 -6.61
247138_at 3-dehydroquinate synthase-like pro--- AT5G66120 -1.04 -0.06 -0.34 0.74210177 0.9243 -6.61
265038_at putative protein kinase highly simi --- AT1G03920 -1.03 -0.04 -0.34 0.74212675 0.9243 -6.61
267643_at hypothetical protein predicted by g RALFL17 AT2G32890 1.02 0.03 0.34 0.74217858 0.9243 -6.61
254896_at MADS-box protein AGL14 AGL14 AT4G11880 -1.02 -0.03 -0.34 0.74237986 0.9244 -6.61
261029_at unknown protein --- AT1G17330 -1.04 -0.05 -0.34 0.74238759 0.9244 -6.61
248721_at putative protein strong similarity to GAUT4 AT5G47780 -1.02 -0.03 -0.34 0.74251825 0.9246 -6.61
262261_at CLE17, putative CLAVATA3/ESR-CLE17 AT1G70895 -1.03 -0.05 -0.34 0.74264401 0.9246 -6.61
261180_at hypothetical protein predicted by g --- --- -1.03 -0.04 -0.34 0.74265428 0.9246 -6.61
261137_at auxin-induced protein, putative sim--- AT1G19830 1.02 0.03 0.34 0.74266104 0.9246 -6.61
266043_at hypothetical protein --- AT2G07724 -1.04 -0.05 -0.34 0.74287953 0.9248 -6.61
267360_at unknown protein  ;supported by ful --- AT2G40060 -1.03 -0.05 -0.34 0.74291634 0.9248 -6.61
250956_at putative protein --- AT5G03210 -1.04 -0.06 -0.34 0.74296792 0.9248 -6.61
258528_at unknown protein contains Pfam pro--- AT3G06770 -1.07 -0.09 -0.34 0.74318719 0.9250 -6.61
262207_at hypothetical protein predicted by g PTAC2 AT1G74850 1.04 0.05 0.34 0.74340748 0.9251 -6.61
251319_at putative protein POSSIBLE APOS--- AT3G61610 -1.04 -0.06 -0.34 0.74338328 0.9251 -6.61
266462_at unknown protein  ; supported by cD--- AT2G47770 1.08 0.12 0.34 0.74339765 0.9251 -6.61
260052_at 14-3-3 protein (grf13), putative conGRF13 AT1G78220 -1.03 -0.04 -0.34 0.74326215 0.9251 -6.61
255215_at putative athila transposon protein --- --- -1.02 -0.03 -0.34 0.74328988 0.9251 -6.61
262636_at DEIH-box RNA/DNA helicase iden NIH AT1G06670 1.03 0.05 0.34 0.74378077 0.9251 -6.61
260372_at unknown protein contains a region --- AT1G73980 1.03 0.04 0.34 0.74385133 0.9251 -6.61
263260_at putative protein-tyrosine phosphatOTS2 AT1G10570 -1.02 -0.04 -0.34 0.74391665 0.9251 -6.61
248067_at unknown protein --- AT5G55600 -1.03 -0.05 -0.34 0.7438837 0.9251 -6.61
257930_at hypothetical protein --- AT3G17010 -1.04 -0.05 -0.34 0.74394626 0.9251 -6.61
248726_at RAS superfamily GTP-binding protATRABA4CAT5G47960 1.13 0.18 0.34 0.74395461 0.9251 -6.61
248333_at photoassimilate-responsive protein--- AT5G52390 -1.13 -0.18 -0.34 0.74376972 0.9251 -6.61



247868_at Myb-related transcription factor-likeMYB36 AT5G57620 -1.03 -0.04 -0.34 0.74396216 0.9251 -6.61
246545_at pectate lyase -like protein pectate --- AT5G15110 -1.02 -0.03 -0.34 0.74357727 0.9251 -6.61
252648_at disease resistance protein homolo--- AT3G44630 -1.03 -0.04 -0.34 0.74369838 0.9251 -6.61
265830_at putative helicase --- --- 1.03 0.05 0.34 0.74364325 0.9251 -6.61
244974_at PSII low MW protein --- --- -1.03 -0.04 -0.34 0.74373608 0.9251 -6.61
265866_at unknown protein  ;supported by ful --- AT2G01710 1.03 0.04 0.34 0.74349452 0.9251 -6.61
260317_at E2, ubiquitin-conjugating enzyme UBC5 AT1G63800 1.05 0.07 0.34 0.7440972 0.9252 -6.61
256473_at unknown protein --- --- 1.03 0.04 0.34 0.74415787 0.9252 -6.61
251532_at putative protein F-box protein Fbl2--- AT3G58530 1.03 0.04 0.34 0.74426519 0.9253 -6.61
250700_at CDK5 activator-binding protein-like--- AT5G06830 1.03 0.04 0.34 0.74433711 0.9254 -6.61
260485_at putative amp-binding protein simila--- AT1G68270 -1.03 -0.04 -0.34 0.7444257 0.9254 -6.61
267155_at CLE7, putative CLAVATA3/ESR-r --- AT2G30925 -1.03 -0.04 -0.34 0.74444922 0.9254 -6.61
256015_at PSI type II chlorophyll a/b-binding LHCA6 AT1G19150 -1.12 -0.16 -0.34 0.74473848 0.9254 -6.61
262245_at unknown protein NPSN12 AT1G48240 -1.04 -0.05 -0.34 0.74478052 0.9254 -6.61
259762_at hypothetical protein predicted by g --- AT1G77600 -1.03 -0.04 -0.34 0.74476297 0.9254 -6.61
246167_at putative protein --- --- -1.03 -0.05 -0.34 0.74466572 0.9254 -6.61
258653_at hypothetical protein similar to auxi --- AT3G09870 1.03 0.05 0.34 0.74475513 0.9254 -6.61
260759_at hypothetical protein contains simila--- AT1G49180 -1.05 -0.07 -0.34 0.74476518 0.9254 -6.61
260278_at hypothetical protein predicted by gWRKY66 AT1G80590 -1.05 -0.06 -0.34 0.74455581 0.9254 -6.61
247466_at putative protein predicted proteins --- AT5G62090 -1.04 -0.06 -0.34 0.7445203 0.9254 -6.61
246258_at PPR-repeat protein, putative conta--- AT1G31840 1.03 0.04 0.34 0.74490146 0.9255 -6.61
248530_at putative protein strong similarity to --- AT5G49945 1.03 0.05 0.34 0.74502723 0.9255 -6.61
263684_at hypothetical protein predicted by g --- AT1G26900 1.03 0.04 0.34 0.74500506 0.9255 -6.61
260467_at unknown protein --- AT1G10890 -1.02 -0.03 -0.34 0.74498121 0.9255 -6.61
256772_at galactosidase, putative similar to BBGAL1 AT3G13750 1.10 0.13 0.34 0.74511849 0.9255 -6.61
250855_at putative protein predicted proteins --- AT5G04730 -1.03 -0.04 -0.34 0.74515915 0.9255 -6.61
255247_at hypothetical protein --- --- -1.02 -0.03 -0.34 0.74517952 0.9255 -6.61
247747_at putative protein predicted proteins --- AT5G59000 -1.04 -0.05 -0.34 0.74523952 0.9256 -6.61
266257_at putative chorismate mutase/prephePD1 AT2G27820 -1.04 -0.05 -0.34 0.74529095 0.9256 -6.61
261972_at hypothetical protein predicted by g --- AT1G64600 -1.05 -0.07 -0.34 0.7453952 0.9256 -6.61
265105_s_at unknown protein contains similarity--- AT1G62580 / 1.02 0.03 0.34 0.74535547 0.9256 -6.61
256617_at unknown protein  ; supported by fu --- AT3G22240 1.07 0.10 0.34 0.7455357 0.9257 -6.61
263695_at putative phosphoribosylglycinamid--- AT1G31220 -1.03 -0.04 -0.34 0.74558505 0.9257 -6.61
257680_at aspartate carbamoyltransferase p --- AT3G20330 -1.04 -0.05 -0.34 0.74566465 0.9258 -6.61
265978_at putative retroelement pol polyprote--- --- -1.02 -0.03 -0.34 0.74584559 0.9260 -6.61



252111_at propable disease resistance prote --- AT3G51570 1.04 0.06 0.34 0.74592633 0.9260 -6.61
267169_at putative oxidoreductase --- AT2G37540 -1.06 -0.08 -0.33 0.74805384 0.9261 -6.61
264524_at tat-binding protein, putative HighlyATBCAT-2 AT1G10070 -1.12 -0.16 -0.33 0.74803362 0.9261 -6.61
262649_at unknown protein contains similarity--- AT1G14040 1.08 0.10 0.34 0.74755744 0.9261 -6.61
256093_at predicted protein ; supported by cD--- AT1G20823 -1.10 -0.13 -0.34 0.74765958 0.9261 -6.61
250549_at N-hydroxycinnamoyl benzoyltrans --- AT5G07860 1.04 0.06 0.34 0.74716004 0.9261 -6.61
261483_at hypothetical protein predicted by g --- AT1G14270 -1.03 -0.04 -0.34 0.74770813 0.9261 -6.61
252770_at putative protein cellular nucleic ac --- AT3G42860 -1.03 -0.04 -0.34 0.74688884 0.9261 -6.61
255021_at hypothetical protein --- AT4G10330 1.03 0.04 0.34 0.74616916 0.9261 -6.61
252938_at hypothetical protein --- AT4G39190 1.08 0.12 0.33 0.74801365 0.9261 -6.61
256976_at unknown protein similar to putative--- --- -1.04 -0.06 -0.34 0.74639102 0.9261 -6.61
251773_at putative protein HSPC058, Homo --- AT3G55960 -1.05 -0.06 -0.34 0.74730157 0.9261 -6.61
259910_at putative P-type transporting ATPas--- AT1G72700 -1.05 -0.08 -0.34 0.74618484 0.9261 -6.61
264557_at putative pectinacetylesterase prec--- AT1G09550 -1.04 -0.06 -0.33 0.74790704 0.9261 -6.61
265951_at hypothetical protein predicted by g OFP7 AT2G18500 1.05 0.06 0.34 0.74744878 0.9261 -6.61
250401_at putative protein HSPC184, Homo --- AT5G10780 1.02 0.03 0.34 0.74626 0.9261 -6.61
260647_at hypothetical protein predicted by g --- AT1G08030 -1.03 -0.05 -0.33 0.74787659 0.9261 -6.61
247574_at putative protein predicted protein, --- AT5G61228 / -1.03 -0.04 -0.33 0.74802681 0.9261 -6.61
255029_x_at hypothetical protein --- AT4G09470 1.02 0.03 0.34 0.74651501 0.9261 -6.61
253823_at putative protein  ;supported by full- --- AT4G28030 1.02 0.03 0.34 0.74705939 0.9261 -6.61
255532_at hypothetical protein similar to orf a--- AT4G02170 1.04 0.05 0.34 0.74722538 0.9261 -6.61
254451_at adrenodoxin - like protein adrenod--- AT4G21090 -1.02 -0.03 -0.33 0.74797599 0.9261 -6.61
248071_at unknown protein --- AT5G55670 -1.03 -0.04 -0.34 0.74655787 0.9261 -6.61
254317_at hypothetical protein --- AT4G22510 -1.02 -0.03 -0.34 0.74645722 0.9261 -6.61
252629_at cytochrome P450 - like protein cyt --- AT3G44970 1.02 0.03 0.34 0.74603585 0.9261 -6.61
261885_at unknown protein --- AT1G80930 -1.03 -0.04 -0.34 0.74676598 0.9261 -6.61
255863_s_at putative GDSL-motif lipase/hydrola--- AT2G30220 / -1.02 -0.03 -0.34 0.74729612 0.9261 -6.61
247913_at unknown protein --- AT5G57510 -1.16 -0.21 -0.33 0.74799578 0.9261 -6.61
247462_at A9 protein precursor - like A9 prot --- AT5G62080 -1.03 -0.04 -0.33 0.74794965 0.9261 -6.61
245762_at ATP-dependent DNA helicase Rec--- AT1G27880 -1.02 -0.03 -0.34 0.74749852 0.9261 -6.61
266402_at hypothetical protein predicted by g --- AT2G38780 1.04 0.06 0.33 0.74804764 0.9261 -6.61
250219_at putative protein similar to unknownMPL1 AT5G14180 1.07 0.09 0.34 0.74647273 0.9261 -6.61
247363_at unknown protein --- AT5G63200 -1.03 -0.04 -0.34 0.74761402 0.9261 -6.61
267077_at unknown protein similar to cytoske --- AT2G40970 -1.04 -0.05 -0.34 0.74643338 0.9261 -6.61
252284_at putative protein various predicted --- AT3G49020 -1.03 -0.04 -0.34 0.74748544 0.9261 -6.61



263102_at unknown protein --- AT2G05270 -1.02 -0.03 -0.34 0.74650381 0.9261 -6.61
249905_at unknown protein --- AT5G22710 -1.03 -0.04 -0.34 0.7477579 0.9261 -6.61
246811_at putative protein --- AT5G27170 1.03 0.04 0.34 0.74608322 0.9261 -6.61
264997_at hypothetical protein contains similaHAC2 AT1G67220 1.03 0.05 0.33 0.74793273 0.9261 -6.61
261992_at unknown protein --- AT1G33680 1.03 0.04 0.34 0.74779552 0.9261 -6.61
249744_at beta-glucosidase BGLU32 AT5G24550 1.04 0.05 0.34 0.74678468 0.9261 -6.61
248588_at unknown protein  ; supported by cD--- AT5G49540 1.02 0.04 0.34 0.74763514 0.9261 -6.61
260845_at transcription factor, putative simila--- AT1G17310 -1.03 -0.04 -0.34 0.74700049 0.9261 -6.61
252763_at Expressed protein ; supported by c--- AT3G42725 -1.03 -0.04 -0.34 0.74704267 0.9261 -6.61
249451_s_at hypothetical protein --- AT5G39480 / 1.02 0.03 0.33 0.74805832 0.9261 -6.61
263198_at lipase, putative similar to lipase G GLIP3 AT1G53990 1.04 0.05 0.34 0.74638424 0.9261 -6.61
252816_at putative protein several putative pr --- AT3G42550 1.02 0.03 0.33 0.74805664 0.9261 -6.61
264596_at unknown protein similar to polygala--- AT1G04625 1.03 0.05 0.33 0.74787482 0.9261 -6.61
264632_at DegP protease contains similarity tDegP4 AT1G65640 1.02 0.03 0.33 0.74789816 0.9261 -6.61
248825_at ATP synthase delta chain, mitocho--- AT5G47030 1.03 0.04 0.34 0.74750697 0.9261 -6.61
246805_at putative protein various predicted AGL101 AT5G27050 1.03 0.04 0.34 0.74689355 0.9261 -6.61
246431_at calcium-binding protein calcium bi APC1 AT5G17480 1.02 0.03 0.34 0.74775647 0.9261 -6.61
267607_s_at epoxide hydrolase (ATsEH) identicATSEH AT2G26740 / 1.05 0.07 0.33 0.74837798 0.9261 -6.61
251395_at unknown protein  ;supported by ful FLA8 AT2G45470 1.20 0.27 0.33 0.74819683 0.9261 -6.61
263086_at putative non-LTR retrolelement rev--- AT2G16110 -1.03 -0.04 -0.33 0.74827928 0.9261 -6.61
261024_at hypothetical protein predicted by g --- AT1G12190 -1.02 -0.03 -0.33 0.74825336 0.9261 -6.61
257696_at protein kinase, putative similar to pAGC1.5 AT3G12690 -1.04 -0.06 -0.33 0.7482326 0.9261 -6.61
265684_at unknown protein --- AT2G24410 -1.02 -0.03 -0.33 0.74839008 0.9261 -6.61
256925_at hypothetical protein predicted by g --- --- -1.02 -0.03 -0.33 0.74834213 0.9261 -6.61
256527_at thionin, putative similar to thionin [ --- AT1G66100 -1.04 -0.06 -0.33 0.74851421 0.9263 -6.61
257993_at hypothetical protein similar to hypo--- AT3G19890 -1.02 -0.04 -0.33 0.74856705 0.9263 -6.61
256797_at DEAD box helicase protein, putati --- AT3G18600 1.04 0.06 0.33 0.74872474 0.9263 -6.61
260137_at unknown protein ;supported by full --- AT1G66330 -1.04 -0.06 -0.33 0.74864763 0.9263 -6.61
254567_s_at hypothetical protein --- AT4G19260 / -1.02 -0.03 -0.33 0.74872146 0.9263 -6.61
255386_at hypothetical protein --- AT4G03620 1.02 0.04 0.33 0.74877354 0.9263 -6.61
254844_at hypothetical protein supported by f --- AT4G11790 1.04 0.06 0.33 0.74885605 0.9264 -6.61
250586_at putative protein similar to unknown--- AT5G07630 -1.03 -0.05 -0.33 0.74897112 0.9264 -6.61
267313_at putative protein phosphatase 2C --- AT2G34740 -1.03 -0.05 -0.33 0.74894906 0.9264 -6.61
250118_at putative protein similar to unknown--- AT5G16460 -1.03 -0.04 -0.33 0.74901641 0.9264 -6.61
258033_at unknown protein similar to MRP-likMRP6 AT3G21250 -1.05 -0.07 -0.33 0.74914192 0.9265 -6.61



251333_at putative protein putative protein F2--- AT3G61690 -1.02 -0.03 -0.33 0.74920947 0.9265 -6.61
246664_at putative protein predicted proteins --- --- 1.03 0.04 0.33 0.74918119 0.9265 -6.61
256116_at unknown protein contains similarityCPuORF55AT1G16858 / 1.03 0.04 0.33 0.75005552 0.9265 -6.61
245334_at Expressed protein ; supported by f RALFL33 AT4G15800 1.06 0.08 0.33 0.74959549 0.9265 -6.61
255959_at phosphatidylinositol-4-phosphate 5ATPIP5K1 AT1G21980 1.10 0.14 0.33 0.74945247 0.9265 -6.61
262026_at calcium-dependent protein kinase ATCDPK2 AT1G35670 1.03 0.05 0.33 0.74976004 0.9265 -6.61
257300_at unknown protein  ; supported by fu --- AT3G28080 -1.05 -0.07 -0.33 0.74963275 0.9265 -6.61
257883_at calmodulin-binding protein, putativ--- AT3G16940 1.04 0.05 0.33 0.74968173 0.9265 -6.61
251321_at RING finger protein  ;supported by BRH1 AT3G61460 1.04 0.06 0.33 0.7499764 0.9265 -6.61
253349_at putative protein --- --- -1.02 -0.03 -0.33 0.74942075 0.9265 -6.61
250766_at putative protein similar to unknown--- AT5G05550 1.03 0.04 0.33 0.74951072 0.9265 -6.61
267541_at hypothetical protein predicted by g --- AT2G32750 -1.03 -0.05 -0.33 0.75002203 0.9265 -6.61
258439_at lipoamide dehydrogenase precursomtLPD2 AT3G17240 -1.04 -0.06 -0.33 0.74942333 0.9265 -6.61
254149_at putative protein hypothetical prote --- AT4G24300 -1.04 -0.05 -0.33 0.75007066 0.9265 -6.61
253649_at putative protein predicted protein, --- AT4G29790 -1.05 -0.07 -0.33 0.74942613 0.9265 -6.61
266209_at similar to terminal flower  ; support ATC AT2G27550 -1.04 -0.06 -0.33 0.74993369 0.9265 -6.61
265775_at Mutator-like transposase similar to --- --- 1.04 0.06 0.33 0.74971206 0.9265 -6.61
264868_at unknown protein --- AT1G24090 -1.06 -0.08 -0.33 0.74983207 0.9265 -6.61
255192_at hypothetical protein --- AT4G07380 1.02 0.04 0.33 0.74983392 0.9265 -6.61
251543_at putative protein --- AT3G58770 1.03 0.04 0.33 0.7500105 0.9265 -6.61
253292_at Expressed protein ; supported by f --- AT4G33985 1.04 0.06 0.33 0.75007527 0.9265 -6.61
264713_at hypothetical protein Similar to N. ta--- AT1G09820 -1.03 -0.04 -0.33 0.74940854 0.9265 -6.61
259973_at hypothetical protein contains Pfam --- AT1G76630 -1.04 -0.06 -0.33 0.74970616 0.9265 -6.61
259246_s_at hypothetical protein predicted by g --- AT3G07730 / 1.04 0.05 0.33 0.75021951 0.9266 -6.61
247438_at unknown protein  ; supported by cD--- AT5G62460 -1.05 -0.07 -0.33 0.75024134 0.9266 -6.61
246755_at F-box protein family contains simila--- AT5G27920 -1.06 -0.09 -0.33 0.75061692 0.9267 -6.61
249368_at putative protein predicted proteins --- AT5G40640 -1.04 -0.05 -0.33 0.75045517 0.9267 -6.61
261612_at fucosyltransferase c3 protein, putaFUT12 AT1G49710 -1.02 -0.04 -0.33 0.75062311 0.9267 -6.61
264016_at putative auxin-regulated protein --- AT2G21220 1.03 0.04 0.33 0.75061178 0.9267 -6.61
245048_at orf within trnK intron orf within trnK --- --- -1.04 -0.05 -0.33 0.75044146 0.9267 -6.61
259803_at cytosolic factor, putative similar to PATL1 AT1G72150 -1.03 -0.04 -0.33 0.75040346 0.9267 -6.61
246827_at copper binding - like protein mavic--- AT5G26330 -1.03 -0.04 -0.33 0.75060747 0.9267 -6.61
260071_at putative proline-rich protein precursESP1 AT1G73840 1.02 0.03 0.33 0.75050419 0.9267 -6.61
266186_at unknown protein AERO2 AT2G38960 -1.02 -0.03 -0.33 0.75072174 0.9267 -6.61
256073_at terminal Flower 1 (TFL1), putative E12A11 AT1G18100 -1.03 -0.04 -0.33 0.75072676 0.9267 -6.61



AFFX-r2-Bs-lysB. subtilis /GEN=lys /DB_XREF=gb--- --- 1.08 0.12 0.33 0.75095092 0.9270 -6.61
257029_at dem-like protein similar to dem  G --- AT3G19240 1.03 0.04 0.33 0.75107852 0.9271 -6.61
261812_at hypothetical protein contains simila--- AT1G08270 1.02 0.03 0.33 0.75122556 0.9272 -6.61
262692_at hypothetical protein predicted by g --- --- 1.03 0.04 0.33 0.75130556 0.9272 -6.61
253102_at Expressed protein ; supported by f --- AT4G36105 -1.04 -0.05 -0.33 0.75138149 0.9273 -6.61
256169_at receptor protein kinase, putative c --- AT1G51800 -1.12 -0.17 -0.33 0.75149444 0.9274 -6.61
254107_at putative protein putative glycerol-3--- AT4G25220 -1.03 -0.05 -0.33 0.7515269 0.9274 -6.61
254007_s_at putative protein RNA-directed DNA--- AT1G60720 -1.02 -0.03 -0.33 0.75155946 0.9274 -6.61
247485_at putative protein ARR1, ArabidopsiARR23 AT5G62120 -1.02 -0.03 -0.33 0.75182059 0.9274 -6.61
252731_at putative protein predicted proteins --- --- 1.04 0.05 0.33 0.7517155 0.9274 -6.61
255529_at CTP synthase - like protein --- AT4G02120 1.03 0.04 0.33 0.75180382 0.9274 -6.61
253056_at SHORT-ROOT (SHR) SHR AT4G37650 1.05 0.07 0.33 0.75175832 0.9274 -6.61
255823_at unknown protein  ;supported by ful LBD15 AT2G40470 1.08 0.11 0.33 0.7517586 0.9274 -6.61
247936_at lycopene epsilon cyclase  ; suppor LUT2 AT5G57030 -1.04 -0.05 -0.33 0.75194996 0.9275 -6.61
266595_at hypothetical protein predicted by g GC4 AT2G46180 -1.03 -0.04 -0.33 0.75192821 0.9275 -6.61
252226_at putative protein transcribed gene o--- AT3G49880 1.02 0.03 0.33 0.75204365 0.9276 -6.61
251404_at putative protein --- AT3G60310 -1.03 -0.04 -0.33 0.75210487 0.9276 -6.61
249809_at unknown protein --- AT5G23910 -1.02 -0.03 -0.33 0.75212719 0.9276 -6.61
257176_s_at cyclopropane-fatty-acyl-phospholi --- AT3G23510 / 1.09 0.13 0.33 0.75219953 0.9276 -6.61
257033_at metalloprotease, putative similar toATPREP1 AT3G19170 1.05 0.08 0.33 0.75227314 0.9276 -6.61
263335_x_at hypothetical protein --- --- 1.02 0.03 0.33 0.7523461 0.9276 -6.61
249526_at putative protein contains similarity --- AT5G38560 -1.03 -0.05 -0.33 0.75235682 0.9276 -6.61
258812_at unknown protein similar to GB:AADECT1 AT3G03950 1.03 0.04 0.33 0.75250755 0.9276 -6.61
246461_at putative protein AAA family protein--- AT5G16930 1.07 0.10 0.33 0.75255224 0.9276 -6.61
252022_at fructose bisphosphate aldolase - l --- AT3G52930 1.04 0.06 0.33 0.75257178 0.9276 -6.61
255273_at putative protein various predicted --- --- 1.02 0.03 0.33 0.75255081 0.9276 -6.61
252190_at putative protein various predicted --- AT3G50170 1.02 0.03 0.33 0.75242025 0.9276 -6.61
252191_at putative protein various predicted --- AT3G50180 -1.03 -0.04 -0.33 0.75281048 0.9278 -6.61
257121_at hypothetical protein similar to auxin--- AT3G20220 1.03 0.04 0.33 0.75280391 0.9278 -6.61
253375_at hypothetical protein --- AT4G33280 1.03 0.04 0.33 0.75275735 0.9278 -6.61
264958_at unknown protein ; supported by cD--- AT1G76960 -1.04 -0.06 -0.33 0.75285372 0.9278 -6.61
257779_at protein kinase, putative similar to PCDG1 AT3G26940 -1.02 -0.03 -0.33 0.75297554 0.9278 -6.61
254009_at pyruvate kinase like protein pyruva--- AT4G26390 -1.04 -0.06 -0.33 0.75317203 0.9278 -6.61
252099_at putative protein senescence-assoc--- AT3G51250 -1.03 -0.04 -0.33 0.75307391 0.9278 -6.61
256691_at hypothetical protein predicted by g --- --- 1.02 0.03 0.33 0.75313306 0.9278 -6.61



253997_at disease resistance protein RPS2  ;RPS2 AT4G26090 1.08 0.12 0.33 0.75314482 0.9278 -6.61
246845_at glutamyl-tRNA synthetase  ; suppo--- AT5G26710 -1.02 -0.03 -0.33 0.75319801 0.9278 -6.61
255935_at hypothetical protein contains Pfam --- AT1G12700 1.03 0.04 0.33 0.7530917 0.9278 -6.61
251422_at transport protein subunit - like S61--- AT3G60540 1.07 0.09 0.33 0.75293842 0.9278 -6.61
263948_at similar to harpin-induced protein hi YLS9 AT2G35980 -1.08 -0.11 -0.33 0.75341478 0.9279 -6.61
262959_at protein translation factor Sui1 hom--- AT1G54290 -1.03 -0.04 -0.33 0.75338432 0.9279 -6.61
265208_at putative giberellin beta-hydroxylase--- AT2G36690 -1.08 -0.11 -0.33 0.75338896 0.9279 -6.61
262753_at putative 3-deoxy-D-manno-2-octuloATKDSA2 AT1G16340 1.03 0.04 0.33 0.75368035 0.9280 -6.61
247366_at putative protein contains similarity --- AT5G63260 1.03 0.05 0.33 0.75385342 0.9280 -6.61
257840_at protein kinase, putative contains PAGC2-1 AT3G25250 -1.14 -0.19 -0.33 0.75368742 0.9280 -6.61
260586_at unknown protein predicted by gene--- AT2G43630 1.03 0.04 0.33 0.75370061 0.9280 -6.61
262013_s_at mudrA-like protein similar to Mu tra--- --- 1.03 0.05 0.33 0.75384895 0.9280 -6.61
257748_at hypothetical protein predicted by g PUB29 AT3G18710 1.18 0.24 0.33 0.7537693 0.9280 -6.61
257120_at protein kinase, putative contains P--- AT3G20200 1.03 0.04 0.33 0.75378357 0.9280 -6.61
250619_at A9  ;supported by full-length cDNA--- AT5G07230 -1.02 -0.03 -0.33 0.75362081 0.9280 -6.61
267427_at putative WRKY-type DNA binding WRKY35 AT2G34830 1.02 0.03 0.33 0.7535383 0.9280 -6.61
246133_at aldehyde oxidase AAO1  ; supporteAAO1 AT5G20960 -1.08 -0.11 -0.33 0.75414074 0.9282 -6.61
250303_at putative protein similar to unknown--- AT5G12100 -1.05 -0.07 -0.33 0.75421734 0.9282 -6.61
264383_at putative glutathione peroxidase CoATGPX1 AT2G25080 -1.03 -0.05 -0.33 0.75440086 0.9282 -6.61
256122_at hypothetical protein predicted by g --- AT1G18180 1.03 0.04 0.33 0.75440254 0.9282 -6.61
246164_at putative protein predicted proteins --- --- -1.03 -0.04 -0.33 0.75406313 0.9282 -6.61
252008_at hypothetical protein ; supported by --- AT3G52610 -1.03 -0.04 -0.33 0.75431298 0.9282 -6.61
267433_at putative peroxisome assembly protPEX10 AT2G26350 -1.03 -0.04 -0.33 0.75403863 0.9282 -6.61
255700_at putative transcription factor similar --- AT4G00200 1.05 0.07 0.33 0.75428193 0.9282 -6.61
264347_at putative extensin strong similarity t LRX1 AT1G12040 1.02 0.03 0.33 0.75428129 0.9282 -6.61
263670_at hypothetical protein predicted by g --- AT2G04840 -1.02 -0.03 -0.33 0.75419115 0.9282 -6.61
260475_at Serine carboxypeptidase isolog scpl31 AT1G11080 -1.06 -0.08 -0.33 0.7544024 0.9282 -6.61
260857_at unknown protein contains Pfam proLYM1 AT1G21880 -1.06 -0.09 -0.33 0.75473255 0.9284 -6.61
254144_at putative protein --- AT4G24690 -1.03 -0.04 -0.33 0.75470814 0.9284 -6.61
259266_at hypothetical protein predicted by g --- AT3G01240 -1.02 -0.03 -0.33 0.75469035 0.9284 -6.61
260783_at ethylene response factor, putative ORA59 AT1G06160 -1.08 -0.12 -0.33 0.75498976 0.9286 -6.61
258472_at unknown protein identical to unkno--- AT3G06080 -1.04 -0.06 -0.33 0.75500666 0.9286 -6.61
252320_at endoxyloglucan transferase-like p --- AT3G48580 -1.06 -0.09 -0.32 0.75623325 0.9290 -6.61
258390_at unknown protein similar to leucine---- AT3G15410 -1.03 -0.04 -0.32 0.75671131 0.9290 -6.61
263995_at putative MADS-box protein SVP AT2G22540 1.03 0.05 0.32 0.7559807 0.9290 -6.61



245330_at hypothetical protein ;supported by --- AT4G14930 -1.03 -0.05 -0.32 0.7564075 0.9290 -6.61
257658_at unknown protein  ; supported by fu --- AT3G13230 1.07 0.09 0.32 0.75561477 0.9290 -6.61
258635_at unknown protein --- AT3G08020 -1.02 -0.03 -0.32 0.75651996 0.9290 -6.61
246568_at E2F transcription factor -like prote DEL2 AT5G14960 -1.03 -0.04 -0.32 0.75618296 0.9290 -6.61
256777_at hypothetical protein predicted by g --- AT3G13780 -1.03 -0.04 -0.32 0.75589931 0.9290 -6.61
267083_at calmodulin-like protein identical to TCH3 AT2G41100 1.06 0.08 0.32 0.75655492 0.9290 -6.61
261543_at unknown protein contains Pfam pro--- AT1G63550 -1.03 -0.05 -0.32 0.75627273 0.9290 -6.61
246035_at succinyl-CoA-ligase alpha subunit --- AT5G08300 -1.07 -0.09 -0.32 0.75552485 0.9290 -6.61
252267_at putative protein NITROGEN REGU--- AT3G49640 -1.04 -0.05 -0.32 0.75673304 0.9290 -6.61
253085_s_at putative protein hypothetical prote --- AT4G36270 / 1.04 0.06 0.32 0.75552987 0.9290 -6.61
257107_at transmembrane trafficking protein --- AT3G29070 1.03 0.04 0.32 0.75590825 0.9290 -6.61
251219_at putative protein several hypothetica--- AT3G62390 -1.05 -0.07 -0.32 0.75620454 0.9290 -6.61
254929_at putative protein mitochondrial carr --- AT4G11440 -1.03 -0.04 -0.32 0.75641704 0.9290 -6.61
265737_at putative phosphatidic acid phosphaATPAP1 AT2G01180 -1.11 -0.15 -0.32 0.75593319 0.9290 -6.61
256372_at cell division protein kinase, putativCAK4 AT1G66750 -1.04 -0.05 -0.32 0.75672449 0.9290 -6.61
249166_at CHP-rich zinc finger protein-like --- AT5G42840 -1.03 -0.04 -0.32 0.75560426 0.9290 -6.61
249620_at putative protein predicted proteins --- AT5G37520 -1.02 -0.03 -0.32 0.75544432 0.9290 -6.61
247060_at succinate dehydrogenase flavopro SDH1-1 AT5G66760 -1.08 -0.11 -0.32 0.75635672 0.9290 -6.61
246228_at peroxidase like protein --- AT4G36430 1.11 0.15 0.32 0.75656368 0.9290 -6.61
259767_s_at unknown protein --- AT1G29350 / 1.02 0.04 0.32 0.75607863 0.9290 -6.61
255166_at putative protein putative centrome--- --- 1.02 0.03 0.32 0.75611836 0.9290 -6.61
256621_at unknown protein  ; supported by fu --- AT3G24450 -1.03 -0.04 -0.32 0.7557107 0.9290 -6.61
261755_at histone H2B, putative similar to GB--- AT1G08170 -1.03 -0.05 -0.32 0.75677099 0.9290 -6.61
265124_at hypothetical protein similar to putat--- AT1G55430 1.03 0.04 0.32 0.75627809 0.9290 -6.61
255492_at hypothetical protein similar to A. thEOL1 AT4G02680 1.03 0.04 0.32 0.75623883 0.9290 -6.61
254450_at putative protein prolamin box bind --- AT4G21080 1.03 0.04 0.32 0.75626622 0.9290 -6.61
267325_at unknown protein predicted by gens--- AT2G19360 -1.03 -0.04 -0.32 0.75663921 0.9290 -6.61
265407_at F-box protein family, AtFBX8 cont --- AT2G16810 1.04 0.06 0.32 0.75662254 0.9290 -6.61
262827_at putative cytochrome P450 monooxCYP71B29 AT1G13100 1.05 0.08 0.32 0.75574949 0.9290 -6.61
246256_at glucosyltransferase-like protein --- AT4G36770 -1.04 -0.06 -0.32 0.75544632 0.9290 -6.61
262015_at hypothetical protein predicted by g --- --- -1.02 -0.03 -0.32 0.7554802 0.9290 -6.61
251236_at putative protein hypothetical protei --- AT3G62380 -1.02 -0.03 -0.32 0.75563137 0.9290 -6.61
249339_at putative protein similar to unknown--- AT5G41100 1.09 0.12 0.32 0.75662635 0.9290 -6.61
246605_at putative protein predicted proteins --- --- -1.03 -0.04 -0.32 0.7555445 0.9290 -6.61
266429_at hypothetical protein predicted by g --- AT2G07190 1.03 0.04 0.32 0.75683424 0.9290 -6.61



257595_at hypothetical protein predicted by g --- AT3G24750 1.02 0.04 0.32 0.75691169 0.9290 -6.61
261762_at hypothetical protein predicted by g --- AT1G15510 1.05 0.07 0.32 0.75781267 0.9292 -6.61
247213_at unknown protein  ; supported by fuPROPEP1 AT5G64900 -1.09 -0.13 -0.32 0.75756521 0.9292 -6.61
259838_at unknown protein ;supported by full --- AT1G52220 1.02 0.03 0.32 0.75756217 0.9292 -6.61
263609_at putative LRR receptor protein kinas--- AT2G16250 -1.02 -0.03 -0.32 0.7577411 0.9292 -6.61
263243_at putative glyoxalase II GLX2-5 AT2G31350 1.03 0.04 0.32 0.75724118 0.9292 -6.61
249286_at transcription factor-like protein --- AT5G41580 -1.03 -0.04 -0.32 0.75756995 0.9292 -6.61
264661_at hypothetical protein Similar to Nico--- AT1G09950 -1.05 -0.07 -0.32 0.75750899 0.9292 -6.61
250388_at putative protein various predicted --- AT5G11310 1.06 0.08 0.32 0.75773985 0.9292 -6.61
246427_at ADP/ATP translocase-like protein ER-ANT1 AT5G17400 -1.03 -0.04 -0.32 0.75719255 0.9292 -6.61
248329_at putative protein similar to unknown--- AT5G52780 -1.04 -0.05 -0.32 0.75734138 0.9292 -6.61
251758_at transcription factor L2  ;supported --- AT3G55770 1.03 0.04 0.32 0.75768426 0.9292 -6.61
249533_at putative protein predicted protein, --- AT5G38790 -1.03 -0.04 -0.32 0.75718745 0.9292 -6.61
246481_s_at cold and ABA inducible protein kin KIN1 AT5G15960 / -1.15 -0.20 -0.32 0.75732201 0.9292 -6.61
249449_at unknown protein --- AT5G39430 1.02 0.03 0.32 0.75759323 0.9292 -6.61
246938_at cyclin 3a CYCA2;1 AT5G25380 -1.03 -0.04 -0.32 0.75757863 0.9292 -6.61
267124_at putative acetone-cyanohydrin lyaseMES19 AT2G23570 1.03 0.04 0.32 0.75781296 0.9292 -6.61
260488_at flowering protein CONSTANS, putTIFY2A AT1G51600 -1.03 -0.05 -0.32 0.75735155 0.9292 -6.61
250797_at unknown protein --- AT5G05310 1.03 0.04 0.32 0.75766521 0.9292 -6.61
266793_at homeotic protein AGL30 AGL30 AT2G03060 -1.05 -0.06 -0.32 0.7577241 0.9292 -6.61
267023_at putative protein transport protein S--- AT2G34250 1.03 0.04 0.32 0.75787827 0.9292 -6.61
249086_at putative protein strong similarity to --- AT5G44180 1.03 0.04 0.32 0.75801792 0.9292 -6.61
258311_at transport inhibitor response 1 (TIRAFB2 AT3G26810 1.03 0.04 0.32 0.75798908 0.9292 -6.61
261056_at hypothetical protein similar to hypo--- AT1G01360 -1.04 -0.05 -0.32 0.75793906 0.9292 -6.61
265706_at unknown protein --- AT2G03390 1.03 0.05 0.32 0.75806993 0.9293 -6.61
253402_at HD-zip transcription factor (athb-8)ATHB-8 AT4G32880 -1.04 -0.06 -0.32 0.75817443 0.9293 -6.61
246172_s_at fragment of 1-aminocyclopropane-ACS1 AT3G61510 / 1.04 0.05 0.32 0.75817836 0.9293 -6.61
266491_at putative retroelement pol polyprote--- --- -1.02 -0.03 -0.32 0.75832198 0.9293 -6.61
259624_at hypothetical protein similar to unkn--- AT1G43020 -1.03 -0.04 -0.32 0.75830999 0.9293 -6.61
255235_at contains similarity to transposases --- --- 1.03 0.05 0.32 0.75825189 0.9293 -6.61
248744_at putative protein contains similarity --- AT5G48250 -1.04 -0.05 -0.32 0.75836804 0.9293 -6.61
245969_at putative protein nuclear gene for c--- AT5G19830 -1.05 -0.07 -0.32 0.75856222 0.9295 -6.61
255999_at DNA-binding protein, putative sim WRKY71 AT1G29860 1.07 0.09 0.32 0.7590679 0.9295 -6.62
256852_at unknown protein contains Pfam proATRANGAPAT3G18610 -1.04 -0.05 -0.32 0.75905437 0.9295 -6.62
262189_at GTPase, putative similar to GTPas--- AT1G78010 -1.03 -0.04 -0.32 0.75899431 0.9295 -6.62



248265_at putative protein contains similarity SDG29 AT5G53430 -1.04 -0.05 -0.32 0.75889333 0.9295 -6.62
258289_at hypothetical protein predicted by g --- AT3G23450 -1.02 -0.03 -0.32 0.75907571 0.9295 -6.62
246676_at putative protein --- --- -1.02 -0.03 -0.32 0.75894726 0.9295 -6.62
263569_at putative chromosome associated pTTN7 AT2G27170 1.04 0.06 0.32 0.75904896 0.9295 -6.62
267113_at hypothetical protein predicted by g --- AT2G14850 -1.02 -0.03 -0.32 0.75892787 0.9295 -6.62
260304_at unknown protein identical to most o--- AT1G70480 -1.04 -0.06 -0.32 0.7590502 0.9295 -6.62
266066_at putative xyloglucan endo-transglycXTH21 AT2G18800 -1.04 -0.05 -0.32 0.75896669 0.9295 -6.62
254271_at serine/threonine kinase - like prote--- AT4G23150 -1.06 -0.08 -0.32 0.75903055 0.9295 -6.62
245028_at unknown protein --- AT2G26570 -1.04 -0.05 -0.32 0.75865693 0.9295 -6.61
251979_at caffeic acid O-methyltransferase - LUT1 AT3G53130 / -1.03 -0.04 -0.32 0.75928126 0.9297 -6.62
245017_at PSI I protein --- --- -1.03 -0.04 -0.32 0.75933673 0.9298 -6.62
255090_at putative protein disease resistance--- AT4G09360 -1.03 -0.04 -0.32 0.75941335 0.9298 -6.62
255340_at putative receptor-like protein kinas --- AT4G04490 1.10 0.14 0.32 0.75961243 0.9300 -6.62
263154_at Expressed protein ; supported by f --- AT1G54110 -1.03 -0.04 -0.32 0.75963581 0.9300 -6.62
262030_s_at mutator-like transposase, putative --- --- -1.03 -0.04 -0.32 0.75965961 0.9300 -6.62
259144_at putative kinesin-like centromere pr --- AT3G10180 -1.02 -0.03 -0.32 0.75981191 0.9301 -6.62
256716_at hypothetical protein predicted by g--- AT2G34100 -1.03 -0.04 -0.32 0.75983626 0.9301 -6.62
258328_at putative zinc finger protein similar t--- AT3G16090 -1.02 -0.03 -0.32 0.7599465 0.9302 -6.62
246767_at putative protein CG6949 - Drosop --- AT5G27395 1.07 0.09 0.32 0.76001991 0.9302 -6.62
264710_at putative phytochelatin synthetase sCOBL6 AT1G09790 1.02 0.04 0.32 0.76010169 0.9302 -6.62
250605_at glycine/proline-rich protein flagellifo--- AT5G07570 -1.03 -0.04 -0.32 0.76007504 0.9302 -6.62
260028_at unknown protein ; supported by cD--- AT1G29980 1.11 0.15 0.32 0.76049055 0.9303 -6.62
245773_at hypothetical protein predicted by g --- AT1G30290 1.03 0.04 0.32 0.76040144 0.9303 -6.62
258524_at acetyl-coA dehydrogenase, putativIBR3 AT3G06810 -1.03 -0.04 -0.32 0.76026781 0.9303 -6.62
255770_at hypothetical protein predicted by g --- AT1G18560 -1.03 -0.04 -0.32 0.76057099 0.9303 -6.62
261710_at hypothetical protein identical to hyp--- AT1G32730 1.03 0.04 0.32 0.76036275 0.9303 -6.62
251364_at anthranilate phosphoribosyltransfe--- AT3G61300 1.03 0.04 0.32 0.76049833 0.9303 -6.62
264268_at hypothetical protein predicted by g ULP1D AT1G60220 -1.02 -0.03 -0.32 0.7606476 0.9303 -6.62
265733_at unknown protein  ;supported by ful --- AT2G01190 1.03 0.04 0.32 0.76063384 0.9303 -6.62
259829_at oligopeptide transporter, putative s--- --- -1.03 -0.05 -0.32 0.76065654 0.9303 -6.62
252807_at putative replication protein various--- --- 1.02 0.03 0.32 0.76065268 0.9303 -6.62
246723_at putative protein various predicted --- AT5G29030 1.03 0.04 0.32 0.76043751 0.9303 -6.62
264765_at receptor kinase, putative similar to--- AT1G61430 -1.03 -0.04 -0.32 0.7604258 0.9303 -6.62
260558_at putative endochitinase --- AT2G43600 -1.03 -0.05 -0.32 0.7607986 0.9304 -6.62
251032_at putative homeodomain protein sev RPL AT5G02030 1.06 0.09 0.32 0.76094801 0.9305 -6.62



247364_at putative protein similar to unknown--- AT5G63200 1.02 0.03 0.32 0.76092362 0.9305 -6.62
259015_at unknown protein similar to hypothe--- AT3G07350 -1.07 -0.09 -0.32 0.76104362 0.9305 -6.62
258606_at unknown protein  ;supported by ful --- AT3G02840 -1.19 -0.25 -0.32 0.76111586 0.9306 -6.62
254479_at putative protein hypothetical prote --- AT4G20350 1.03 0.04 0.32 0.76116385 0.9306 -6.62
246923_at putative multispanning membrane --- AT5G25100 -1.03 -0.04 -0.32 0.76153336 0.9306 -6.62
250072_at putative protein similar to unknown--- AT5G17210 1.04 0.05 0.32 0.76157791 0.9306 -6.62
264021_at putative auxin-regulated protein  ;s --- AT2G21200 -1.06 -0.08 -0.32 0.7614238 0.9306 -6.62
251776_at eukaryotic translation initiation fac emb1624 AT3G55620 -1.04 -0.05 -0.32 0.76156479 0.9306 -6.62
266180_at putative PHD-type zinc finger proteAL6 AT2G02470 1.03 0.05 0.32 0.76153635 0.9306 -6.62
264462_at putative transcription factor similarWLIM1 AT1G10200 -1.04 -0.06 -0.32 0.76132265 0.9306 -6.62
253613_at PR-1-like protein gene PR-1 prote --- AT4G30320 -1.03 -0.04 -0.32 0.76136222 0.9306 -6.62
266692_at Ac-like transposase related to Ac D--- AT2G19960 1.02 0.03 0.32 0.76161029 0.9306 -6.62
262444_at hypothetical protein similar to putat--- AT1G47480 -1.05 -0.07 -0.32 0.76147494 0.9306 -6.62
254585_at resistence protein - like downy mil --- AT4G19500 -1.02 -0.03 -0.32 0.76137215 0.9306 -6.62
262816_at alkylation repair-like protein --- AT1G11780 -1.04 -0.05 -0.32 0.76163544 0.9306 -6.62
256493_at hypothetical protein predicted by g --- AT1G31600 -1.03 -0.04 -0.32 0.76169223 0.9306 -6.62
264690_at hypothetical protein similar to hypoSNL4 AT1G70060 -1.03 -0.05 -0.32 0.76182837 0.9307 -6.62
250725_at putative protein similar to unknown--- AT5G06400 -1.03 -0.04 -0.32 0.76183081 0.9307 -6.62
249455_s_at putative protein predicted proteins --- AT1G50870 / 1.02 0.03 0.32 0.76183533 0.9307 -6.62
261223_at hypothetical protein predicted by g HVA22H AT1G19950 -1.02 -0.03 -0.32 0.76187635 0.9307 -6.62
245213_at photosystem II 22kDa protein, put NPQ4 AT1G44575 -1.07 -0.09 -0.31 0.76232868 0.9307 -6.62
254991_at putative protein conserved hypoth --- AT4G10620 -1.03 -0.04 -0.32 0.76221494 0.9307 -6.62
250135_at putative protein --- AT5G15360 1.03 0.04 0.32 0.76227183 0.9307 -6.62
254481_at hypothetical protein  ; supported by--- AT4G20480 1.04 0.06 0.31 0.76232401 0.9307 -6.62
264077_at putative RAD51B-like DNA repair pRAD51B AT2G28560 -1.02 -0.04 -0.32 0.7621753 0.9307 -6.62
253786_at receptor protein kinase-like protein--- AT4G28650 -1.03 -0.04 -0.32 0.76213342 0.9307 -6.62
251298_at hypothetical protein contains non-c--- AT3G62040 -1.06 -0.08 -0.32 0.76228348 0.9307 -6.62
261963_at hypothetical protein predicted by g --- --- 1.03 0.04 0.32 0.76211285 0.9307 -6.62
259975_at putative cinnamoyl-CoA reductase --- AT1G76470 -1.08 -0.11 -0.32 0.76221138 0.9307 -6.62
256492_at hypothetical protein contains simila--- AT1G31490 1.03 0.04 0.32 0.761998 0.9307 -6.62
259707_at thylakoid-bound ascorbate peroxid TAPX AT1G77490 1.04 0.05 0.31 0.76254319 0.9308 -6.62
256825_at unknown protein similar to cell wallCWLP AT3G22120 1.22 0.29 0.31 0.76250256 0.9308 -6.62
262413_at hypothetical protein contains similaATAPRL4 AT1G34780 -1.03 -0.05 -0.31 0.76251412 0.9308 -6.62
247597_at GTP-binding protein - like GTP-binAtRABA1f AT5G60860 1.06 0.08 0.31 0.76276472 0.9309 -6.62
248157_at putative protein similar to unknown--- AT5G54420 1.03 0.04 0.31 0.76269873 0.9309 -6.62



264287_at hypothetical protein similar to hypo--- AT1G61930 -1.03 -0.04 -0.31 0.762731 0.9309 -6.62
258246_s_at hypothetical protein similar to putat--- --- 1.02 0.03 0.31 0.76277463 0.9309 -6.62
247114_at unknown protein  ; supported by cD--- AT5G65910 -1.03 -0.04 -0.31 0.76289982 0.9310 -6.62
245866_s_at unknown protein --- AT1G57980 / -1.11 -0.15 -0.31 0.76299863 0.9310 -6.62
255332_at predicted protein of unknown funct --- AT4G04340 -1.02 -0.03 -0.31 0.76296149 0.9310 -6.62
265080_at overlap with bases 100,099-109,1 sks12 AT1G55570 -1.03 -0.05 -0.31 0.76298586 0.9310 -6.62
265170_at putative carbonic anhydrase BCA3 AT1G23730 -1.15 -0.21 -0.31 0.76306556 0.9310 -6.62
262724_s_at PC-MYB2, putative similar to PC-M--- AT1G43330 / -1.02 -0.03 -0.31 0.76325937 0.9312 -6.62
265503_at putative non-LTR retroelement rev --- --- 1.03 0.05 0.31 0.7632563 0.9312 -6.62
255028_at putative protein Arabidopsis thalia PMP AT3G24160 / 1.05 0.08 0.31 0.76347513 0.9312 -6.62
253333_at 2-dehydro-3-deoxyphosphohepton DHS2 AT4G33510 1.03 0.04 0.31 0.76347049 0.9312 -6.62
263888_at unknown protein --- AT2G37000 -1.03 -0.05 -0.31 0.76333433 0.9312 -6.62
266128_at hypothetical protein predicted by g EMB2766 --- -1.03 -0.04 -0.31 0.76343085 0.9312 -6.62
258310_at unknown protein ICE1 AT3G26744 1.03 0.04 0.31 0.76341013 0.9312 -6.62
259893_at putative disease resistance proteinAtRLP11 AT1G71390 -1.03 -0.04 -0.31 0.76369022 0.9313 -6.62
248698_at receptor-like protein kinase ; suppo--- AT5G48380 -1.04 -0.06 -0.31 0.76367746 0.9313 -6.62
251689_at putative protein motif in hypothetic--- AT3G56500 -1.09 -0.13 -0.31 0.763746 0.9314 -6.62
252557_at putative protein cim1 induced allerATEXLA3 AT3G45960 -1.02 -0.03 -0.31 0.76385902 0.9314 -6.62
246773_at protein kinase-like protein MAP3K--- AT5G27510 -1.04 -0.05 -0.31 0.76383846 0.9314 -6.62
250892_at putative protein beta-(1-3)-glucosyATCSLA09 AT5G03760 -1.19 -0.25 -0.31 0.76404151 0.9314 -6.62
251190_at RING-H2 zinc finger protein ATL5  ATL5 AT3G62690 1.05 0.07 0.31 0.76421403 0.9314 -6.62
249956_at putative protein CGI-66 protein, H --- AT5G18940 1.02 0.03 0.31 0.7639134 0.9314 -6.62
248553_at putative protein strong similarity to --- AT5G50170 -1.05 -0.07 -0.31 0.76420925 0.9314 -6.62
249139_at Cys2/His2-type zinc finger protein AZF3 AT5G43170 -1.06 -0.08 -0.31 0.76410634 0.9314 -6.62
257249_at unknown protein --- AT3G24180 1.04 0.05 0.31 0.76422722 0.9314 -6.62
266498_at 1-aminocyclopropane-1-carboxylat --- AT2G06960 -1.02 -0.03 -0.31 0.76412973 0.9314 -6.62
259772_at hypothetical protein predicted by g --- AT1G29480 1.02 0.03 0.31 0.7642096 0.9314 -6.62
267555_at Expressed protein ; supported by f SUMO5 AT2G32765 1.03 0.04 0.31 0.7641893 0.9314 -6.62
255965_at 14-3-3 protein (grf14), putative sim--- AT1G22290 -1.02 -0.03 -0.31 0.76431716 0.9314 -6.62
265209_at putative DNA binding protein with hATHB22 AT2G36610 1.02 0.03 0.31 0.76429788 0.9314 -6.62
246409_at CRK1 protein, putative similar to C--- AT1G57700 1.04 0.05 0.31 0.76436125 0.9314 -6.62
253150_at putative protein predicted protein, --- AT4G35660 -1.02 -0.03 -0.31 0.76450445 0.9314 -6.62
261103_s_at O-methyltransferase 1, putative si --- AT1G62900 / -1.03 -0.04 -0.31 0.76451895 0.9314 -6.62
257872_at P-glycoprotein, putative similar to PGP16 AT3G28360 1.02 0.03 0.31 0.76459412 0.9314 -6.62
258840_at unknown protein similar to unknow--- AT3G04620 -1.02 -0.03 -0.31 0.76456387 0.9314 -6.62



267642_at unknown protein --- AT2G32905 / -1.02 -0.03 -0.31 0.7645147 0.9314 -6.62
258124_at Expressed protein ; supported by c--- AT3G18215 1.04 0.06 0.31 0.76463913 0.9315 -6.62
253809_at putative (1-4)-beta-mannan endoh--- AT4G28320 1.03 0.05 0.31 0.7647302 0.9315 -6.62
266843_at hypothetical protein predicted by g --- AT2G26135 1.02 0.03 0.31 0.7647948 0.9315 -6.62
263817_at hypothetical protein predicted by g --- --- 1.03 0.04 0.31 0.76483462 0.9315 -6.62
264618_at hypothetical protein predicted by g --- AT2G17680 1.02 0.03 0.31 0.76490949 0.9316 -6.62
254834_at flavonoid 3,5-hydroxylase -like proCYP706A4 AT4G12300 -1.03 -0.05 -0.31 0.76564035 0.9317 -6.62
259544_at hypothetical protein ; supported by CAT3 AT1G20620 1.02 0.03 0.31 0.76548605 0.9317 -6.62
246327_at receptor-like serine/threonine kina --- AT1G16670 1.03 0.05 0.31 0.76560876 0.9317 -6.62
265321_at putative Tub family protein AtTLP2 AT2G18280 1.02 0.03 0.31 0.76546269 0.9317 -6.62
258908_at putative dehydroquinase shikimateMEE32 AT3G06350 1.04 0.05 0.31 0.76517087 0.9317 -6.62
247973_at putative protein contains similarity --- AT5G56770 -1.02 -0.03 -0.31 0.76561424 0.9317 -6.62
260510_at hypothetical protein predicted by g --- AT1G51580 1.04 0.06 0.31 0.76555528 0.9317 -6.62
245432_at putative serine protease-like protei --- AT4G17100 1.02 0.03 0.31 0.76555153 0.9317 -6.62
267443_at hypothetical protein predicted by g --- AT2G19000 -1.02 -0.03 -0.31 0.7653619 0.9317 -6.62
260173_at NAM-like protein similar to NAM G VND7 AT1G71930 1.03 0.04 0.31 0.76534505 0.9317 -6.62
254497_at Phosphoribosylanthranilate transfe--- AT4G20080 1.04 0.06 0.31 0.76521431 0.9317 -6.62
249321_at disease resistance protein-like --- AT5G40920 1.03 0.05 0.31 0.76539213 0.9317 -6.62
261079_s_at transcription factor IIA large subun --- AT1G07470 / -1.03 -0.04 -0.31 0.76528368 0.9317 -6.62
251045_s_at putative protein various predicted --- AT2G13910 / 1.02 0.03 0.31 0.76513011 0.9317 -6.62
254539_s_at chitinase - like protein chitinase / l --- AT4G19750 / -1.02 -0.03 -0.31 0.76540686 0.9317 -6.62
250527_at serine/threonine-protein kinase SNRK2.1 AT5G08590 -1.02 -0.03 -0.31 0.76569502 0.9317 -6.62
250841_at putative protein CGI-01 protein, H --- AT5G04610 1.04 0.06 0.31 0.7657831 0.9318 -6.62
252674_at cytochrome P450-like protein CYTCYP71B38 AT3G44250 1.02 0.03 0.31 0.76591648 0.9319 -6.62
248908_at receptor kinase-like protein MEE62 AT5G45800 1.08 0.10 0.31 0.7661394 0.9319 -6.62
246109_at hypothetical protein (fragment?) --- AT5G20120 -1.03 -0.04 -0.31 0.76604208 0.9319 -6.62
250286_at auxin-responsive - like protein Nt-gPBS3 AT5G13320 1.16 0.21 0.31 0.76613848 0.9319 -6.62
257341_at pseudogene, Mutator-like transpos--- --- -1.02 -0.03 -0.31 0.76622467 0.9319 -6.62
256946_at hypothetical protein contains Pfam HAF2 AT3G19040 1.04 0.06 0.31 0.76606048 0.9319 -6.62
259600_at hypothetical protein predicted by g --- AT1G35220 1.03 0.05 0.31 0.76620945 0.9319 -6.62
251747_at putative protein various predicted --- AT3G55670 -1.02 -0.03 -0.31 0.76619195 0.9319 -6.62
247686_at receptor-like protein kinase precur--- AT5G59700 -1.08 -0.11 -0.31 0.76651739 0.9319 -6.62
265577_at unknown protein --- AT2G20100 -1.02 -0.03 -0.31 0.76644304 0.9319 -6.62
264944_at hypothetical protein similar to hypo--- AT1G76940 -1.04 -0.05 -0.31 0.76634399 0.9319 -6.62
249414_at putative transcription factor MYB89MYB89 AT5G39700 -1.03 -0.04 -0.31 0.76635323 0.9319 -6.62



260253_at disease resistance protein, putativAtRLP15 AT1G74190 -1.02 -0.03 -0.31 0.76649137 0.9319 -6.62
249998_at putative protein unnamed ORF, MFASS AT5G18580 1.02 0.03 0.31 0.76638031 0.9319 -6.62
252307_at putative protein SAE1-S9-protein, --- --- -1.03 -0.04 -0.31 0.76646251 0.9319 -6.62
256270_at unknown protein ; supported by cD--- AT3G12300 1.03 0.04 0.31 0.7666238 0.9320 -6.62
259827_at hypothetical protein --- AT1G72270 -1.02 -0.03 -0.31 0.76661944 0.9320 -6.62
252414_at putative protein sn-glycerol-3-phos--- AT3G47420 1.04 0.05 0.31 0.76682559 0.9320 -6.62
249898_at alkaline/neutral invertase  ; suppor --- AT5G22510 -1.04 -0.05 -0.31 0.7668074 0.9320 -6.62
250239_at ABC transporter-like protein --- AT5G13580 1.03 0.05 0.31 0.76678042 0.9320 -6.62
246118_at  beta-1,3-glucanase bg5   BG5 AT5G20340 1.03 0.04 0.31 0.76685697 0.9320 -6.62
256783_at casein kinase, putative similar to c--- AT3G13670 -1.02 -0.03 -0.31 0.76685434 0.9320 -6.62
247739_at 40S ribosomal protein S8 - like 40 --- AT5G59240 -1.03 -0.05 -0.31 0.76693147 0.9320 -6.62
250030_at putative protein contains similarity ATAPRL7 AT5G18120 1.02 0.03 0.31 0.76695505 0.9320 -6.62
259375_at putative APG protein similar to ante--- AT3G16370 -1.26 -0.33 -0.31 0.76702842 0.9321 -6.62
246632_at hypothetical protein similar to putat--- AT1G29710 -1.03 -0.04 -0.31 0.76730745 0.9323 -6.62
262438_at hypothetical protein identical to hyp--- AT1G47410 1.05 0.07 0.31 0.76729275 0.9323 -6.62
254310_at putative protein predicted protein, --- AT4G22430 1.02 0.03 0.31 0.76735696 0.9323 -6.62
258460_at unknown protein ECT6 AT3G17330 1.03 0.04 0.31 0.767464 0.9324 -6.62
249458_at putative protein predicted proteins --- AT5G39560 -1.02 -0.03 -0.31 0.76744778 0.9324 -6.62
252334_at mitochondrial phosphate transport--- AT3G48850 1.12 0.16 0.31 0.7677158 0.9324 -6.62
256934_at unknown protein contains Pfam pro--- AT3G22530 -1.03 -0.04 -0.31 0.76820515 0.9324 -6.62
259725_at Expressed protein ; supported by f --- AT1G61065 -1.04 -0.06 -0.31 0.76759849 0.9324 -6.62
251148_at hypothetical protein TKL AT3G63180 1.02 0.03 0.31 0.76831078 0.9324 -6.62
256606_at hypothetical protein --- AT3G32960 1.02 0.03 0.31 0.76781786 0.9324 -6.62
253342_at Expressed protein ; supported by cPAA1 AT4G33520 -1.06 -0.08 -0.31 0.76829922 0.9324 -6.62
261493_at DNA-binding protein p24, putative WHY1 AT1G14410 1.04 0.05 0.31 0.76806044 0.9324 -6.62
260958_at unknown protein identical to unkno--- AT1G06060 1.03 0.04 0.31 0.76768695 0.9324 -6.62
264166_at unknown protein ; supported by cD--- AT1G65370 -1.03 -0.04 -0.31 0.76817617 0.9324 -6.62
250224_at putative protein similar to unknown--- AT5G14150 -1.03 -0.05 -0.31 0.76778298 0.9324 -6.62
247582_at putative protein various predicted --- AT5G60760 -1.03 -0.04 -0.31 0.76790064 0.9324 -6.62
256507_at hypothetical protein predicted by g --- AT1G75150 -1.03 -0.04 -0.31 0.76808911 0.9324 -6.62
259947_at putative protein kinase similar to pr--- AT1G71530 -1.03 -0.04 -0.31 0.76808494 0.9324 -6.62
246705_x_at putative protein predicted resistan --- --- -1.03 -0.04 -0.31 0.76784198 0.9324 -6.62
255964_at hypothetical protein predicted by g ZYP1b AT1G22275 -1.02 -0.03 -0.31 0.76802419 0.9324 -6.62
261690_at branched-chain amino acid amino --- AT1G50090 -1.02 -0.03 -0.31 0.76771179 0.9324 -6.62
250249_at putative protein similar to unknown--- AT5G13760 -1.03 -0.04 -0.31 0.76829658 0.9324 -6.62



261918_at hypothetical protein --- AT1G65940 -1.02 -0.03 -0.31 0.76803179 0.9324 -6.62
264695_at lipid transfer protein, putative simil--- AT1G70250 1.03 0.04 0.31 0.76818323 0.9324 -6.62
263634_at putative retroelement gag/pol polyp--- --- 1.02 0.03 0.31 0.76861938 0.9327 -6.62
264225_at hypothetical protein predicted by g --- AT1G67420 1.04 0.06 0.31 0.7685934 0.9327 -6.62
257111_x_at hypothetical protein --- --- 1.02 0.03 0.31 0.76872581 0.9328 -6.62
247202_at GTP-binding protein  ; supported bAtRABA4a AT5G65270 1.03 0.04 0.31 0.7690264 0.9329 -6.62
245437_at RNA helicase like protein --- AT4G16630 1.04 0.05 0.31 0.76905798 0.9329 -6.62
261092_at unknown protein --- AT1G62870 1.02 0.03 0.31 0.76899462 0.9329 -6.62
249252_at putative protein contains similarity --- AT5G42010 -1.09 -0.12 -0.31 0.7690654 0.9329 -6.62
248500_at unknown protein --- AT5G50410 1.03 0.04 0.31 0.7688272 0.9329 -6.62
251588_at putative protein several putative pr --- AT3G58090 -1.03 -0.04 -0.31 0.7690356 0.9329 -6.62
245469_at reverse transcriptase like protein --- --- -1.02 -0.03 -0.31 0.76899228 0.9329 -6.62
267284_at unknown protein predicted by gens--- AT2G23700 -1.03 -0.05 -0.31 0.76914884 0.9329 -6.62
257826_at RING zinc finger protein, putative --- AT3G26730 1.02 0.03 0.31 0.76922323 0.9329 -6.62
247751_at putative protein --- AT5G59050 1.05 0.07 0.31 0.76923246 0.9329 -6.62
261245_at anter-specific proline-rich protein A--- AT1G20130 / 1.02 0.03 0.31 0.76930345 0.9329 -6.62
255810_at hypothetical protein ; supported by --- AT4G10140 -1.02 -0.04 -0.31 0.76938896 0.9330 -6.62
259960_at cell division control protein, putativ--- AT1G53710 -1.03 -0.05 -0.31 0.76935032 0.9330 -6.62
263900_at unknown protein  ;supported by ful --- AT2G36290 1.03 0.04 0.31 0.76952793 0.9330 -6.62
249239_at MAP kinase  ; supported by cDNA:CPuORF58AT5G41990 / 1.02 0.03 0.31 0.7694997 0.9330 -6.62
247354_at flavonol synthase  ;supported by fuFLS3 AT5G63590 -1.02 -0.03 -0.31 0.76950212 0.9330 -6.62
267309_at Expressed protein ; supported by f --- AT2G19385 1.04 0.05 0.30 0.76998232 0.9330 -6.62
266614_at unknown protein --- AT2G14910 1.03 0.04 0.30 0.77004873 0.9330 -6.62
255931_at hypothetical protein similar to putatAtPP2-A12 AT1G12710 1.04 0.06 0.30 0.77000802 0.9330 -6.62
266571_at unknown protein --- AT2G23830 1.05 0.07 0.30 0.76985041 0.9330 -6.62
250146_at putative protein polypeptide deformPDF1B AT5G14660 -1.04 -0.06 -0.30 0.76994055 0.9330 -6.62
248083_at unknown protein --- AT5G55420 1.08 0.12 0.30 0.76997625 0.9330 -6.62
249940_at NAC-domain protein-like  ;supporteanac090 AT5G22380 -1.03 -0.04 -0.30 0.7700166 0.9330 -6.62
260422_at hypothetical protein predicted by g --- AT1G69630 -1.02 -0.03 -0.30 0.76984131 0.9330 -6.62
260016_at Athila ORF 1, putative simlar to G --- --- -1.02 -0.03 -0.30 0.76988822 0.9330 -6.62
265783_at putative Athila retroelement ORF1 --- --- -1.03 -0.04 -0.30 0.76987107 0.9330 -6.62
263511_at En/Spm-like transposon protein rel --- --- -1.02 -0.03 -0.30 0.76988732 0.9330 -6.62
260180_at E2, ubiquitin-conjugating enzyme, MMZ2 AT1G70660 1.04 0.05 0.30 0.77000592 0.9330 -6.62
251960_at GTPase AtRAB8  ;supported by fu HEMB1 AT1G69740 / 1.02 0.04 0.30 0.77045668 0.9334 -6.62
249402_at Expressed protein ; supported by f --- AT5G40155 -1.02 -0.04 -0.30 0.77045278 0.9334 -6.62



250216_at unknown protein --- AT5G14090 -1.03 -0.04 -0.30 0.77055074 0.9334 -6.62
265223_at putative pectinesterase --- AT2G36700 -1.02 -0.03 -0.30 0.77055245 0.9334 -6.62
264038_at putative ubiquinone biosynthesis p --- AT2G03690 -1.03 -0.05 -0.30 0.77066571 0.9335 -6.62
263232_at putative light repressible receptor --- AT1G05700 -1.02 -0.03 -0.30 0.77072965 0.9335 -6.62
261017_at UDP-glucose dehydrogenase, put UGD1 AT1G26570 -1.03 -0.04 -0.30 0.77079009 0.9335 -6.62
263820_at hypothetical protein predicted by g --- --- -1.04 -0.05 -0.30 0.77081269 0.9335 -6.62
256328_at 6-phosphogluconate dehydrogena--- AT3G02360 -1.05 -0.07 -0.30 0.77093956 0.9335 -6.62
247143_at unknown protein --- AT5G65580 1.04 0.06 0.30 0.77089235 0.9335 -6.62
254743_at potassium transporter - like proteinHAK5 AT4G13420 -1.19 -0.24 -0.30 0.7709208 0.9335 -6.62
261944_at unknown protein --- AT1G64650 -1.03 -0.05 -0.30 0.77100486 0.9336 -6.62
250899_at putative protein  ; supported by cD --- AT5G03340 1.04 0.05 0.30 0.77115598 0.9337 -6.62
248545_at cysteine proteinase similar to cyste--- AT5G50260 -1.02 -0.03 -0.30 0.77124896 0.9338 -6.62
247494_at calnexin - like protein calnexin homCNX1 AT5G61790 -1.08 -0.11 -0.30 0.77136609 0.9339 -6.62
252463_at putative protein  ;supported by full- --- AT3G47070 1.05 0.07 0.30 0.77142236 0.9339 -6.62
263201_at putative ADP-glucose pyrophosphAPS2 AT1G05610 -1.03 -0.04 -0.30 0.77148661 0.9339 -6.62
257732_at unknown protein contains Pfam proAtCASP AT3G18480 -1.02 -0.04 -0.30 0.7716148 0.9340 -6.62
247194_at putative protein similar to unknown--- AT5G65480 1.04 0.05 0.30 0.77177766 0.9341 -6.62
245753_at hypothetical protein similar to putat--- --- -1.02 -0.03 -0.30 0.77173886 0.9341 -6.62
254583_at hypothetical protein --- AT4G19480 1.02 0.03 0.30 0.77171694 0.9341 -6.62
261727_at S-adenosyl-methionine-sterol-C-mSMT3 AT1G76090 1.05 0.07 0.30 0.77197308 0.9341 -6.62
259824_at copper homeostasis factor, putativATX1 AT1G66240 -1.02 -0.03 -0.30 0.7719624 0.9341 -6.62
254437_s_at putative protein --- AT3G06433 -1.04 -0.06 -0.30 0.77198145 0.9341 -6.62
255141_at putative protein several hypothetica--- --- 1.02 0.03 0.30 0.77190098 0.9341 -6.62
260471_at hypothetical protein predicted by g --- AT1G11070 -1.02 -0.03 -0.30 0.77203546 0.9341 -6.62
256564_at alpha/beta hydrolase, putative conMES11 AT3G29770 1.06 0.09 0.30 0.77208701 0.9341 -6.62
249058_at disease resistance protein-like TAO1 AT5G44510 1.03 0.04 0.30 0.77213595 0.9341 -6.62
252439_at pectinesterase-like protein pectine--- AT3G47400 1.02 0.03 0.30 0.77228129 0.9343 -6.62
265631_at putative helicase --- --- 1.02 0.03 0.30 0.77232899 0.9343 -6.62
258441_at hypothetical protein predicted by g AT3G17265--- -1.02 -0.03 -0.30 0.77237455 0.9343 -6.62
252375_at rac GTP binding protein Arac8  ; suROP10 AT3G48040 -1.03 -0.04 -0.30 0.77290245 0.9343 -6.62
258658_at putative adenosine kinase similar t ADK1 AT3G09820 1.06 0.08 0.30 0.77259065 0.9343 -6.62
259316_at unknown protein --- AT3G01175 1.03 0.04 0.30 0.772482 0.9343 -6.62
267194_s_at putative ARP2/3 protein complex sARPC1A AT2G30910 / 1.02 0.04 0.30 0.77282384 0.9343 -6.62
256381_at lipid transfer protein, putative cont --- AT1G66850 -1.03 -0.04 -0.30 0.77295001 0.9343 -6.62
256224_at GTP-binding protein (SAR1B) idenATSAR1B AT1G56330 1.04 0.05 0.30 0.77294347 0.9343 -6.62



264741_at aspartic protease, putative similar --- AT1G62290 1.08 0.11 0.30 0.77257251 0.9343 -6.62
252482_at glucosyltransferase-like protein UDUGT76E11 AT3G46670 -1.09 -0.12 -0.30 0.77262534 0.9343 -6.62
257682_at hypothetical protein predicted by g --- AT3G13240 -1.02 -0.03 -0.30 0.77283033 0.9343 -6.62
265520_at hypothetical protein predicted by g --- AT2G06020 -1.03 -0.04 -0.30 0.77278312 0.9343 -6.62
246397_at hypothetical protein contains similaAtRLP9 AT1G58190 1.02 0.03 0.30 0.77264757 0.9343 -6.62
264827_at hypothetical protein similar to anth --- AT1G03390 1.02 0.03 0.30 0.77273614 0.9343 -6.62
257603_at unknown protein --- AT3G13820 -1.02 -0.03 -0.30 0.77286636 0.9343 -6.62
264158_at hypothetical protein contains similaPTAC4 AT1G65260 1.03 0.04 0.30 0.77312108 0.9344 -6.62
262655_s_at putative mandelonitrile lyase simila--- AT1G14185 / 1.02 0.03 0.30 0.77310405 0.9344 -6.62
256893_x_at unknown protein --- --- 1.02 0.03 0.30 0.77307399 0.9344 -6.62
263949_at E2, ubiquitin-conjugating enzyme, MMZ3 AT2G36060 1.02 0.03 0.30 0.77320514 0.9345 -6.62
250188_at putative protein COP9 complex suCOP13 AT5G14250 1.02 0.03 0.30 0.77344494 0.9347 -6.62
263630_at Expressed protein ; supported by f --- AT2G04845 1.02 0.03 0.30 0.77365382 0.9349 -6.62
266480_at unknown protein  ; supported by cD--- AT2G31130 1.02 0.03 0.30 0.77379698 0.9349 -6.62
254457_at putative protein various predicted --- AT4G21170 -1.03 -0.05 -0.30 0.7741552 0.9349 -6.62
262129_at mutM homologue-1 identical to muATMMH-1 AT1G52500 -1.03 -0.04 -0.30 0.7740791 0.9349 -6.62
260952_at hypothetical protein predicted by g --- AT1G06140 -1.03 -0.05 -0.30 0.77412427 0.9349 -6.62
258332_at putative transport protein similar to --- AT3G16180 -1.07 -0.09 -0.30 0.77377575 0.9349 -6.62
253869_at hypothetical protein --- AT4G27510 1.03 0.04 0.30 0.77417629 0.9349 -6.62
246784_at signal peptidase  ; supported by cD--- AT5G27430 -1.02 -0.03 -0.30 0.77428833 0.9349 -6.62
259573_at hypothetical protein --- --- -1.02 -0.03 -0.30 0.77418862 0.9349 -6.62
256630_at unknown protein --- AT3G28230 1.02 0.04 0.30 0.77418871 0.9349 -6.62
256403_at unknown protein similar to SPOP ( BPM2 AT3G06190 -1.02 -0.03 -0.30 0.77404036 0.9349 -6.62
246485_at putative protein cell death associaAtCXE17 AT5G16080 1.10 0.14 0.30 0.7742923 0.9349 -6.62
245677_at hypothetical protein predicted by g --- AT1G56660 -1.02 -0.03 -0.30 0.77427702 0.9349 -6.62
265851_at hypothetical protein predicted by g --- AT2G42340 1.02 0.03 0.30 0.77384011 0.9349 -6.62
255372_at putative reverse transcriptase --- --- -1.04 -0.05 -0.30 0.77385281 0.9349 -6.62
265755_at En/Spm transposon hypothetical p --- --- -1.02 -0.03 -0.30 0.7739415 0.9349 -6.62
254776_at 3-hydroxyisobutyryl-coenzyme A h--- AT4G13360 1.02 0.03 0.30 0.77450708 0.9349 -6.62
256866_at unknown protein similar to alpha ga--- AT3G26380 -1.03 -0.05 -0.30 0.77463386 0.9349 -6.62
249011_at putative protein strong similarity to --- AT5G44670 1.06 0.08 0.30 0.77462946 0.9349 -6.62
247055_at putative protein similar to unknown--- AT5G66740 -1.03 -0.04 -0.30 0.774529 0.9349 -6.62
249804_at galactinol synthase AtGolS5 AT5G23790 1.02 0.03 0.30 0.77441157 0.9349 -6.62
254098_at superoxide dismutase (EC 1.15.1.1FSD1 AT4G25100 1.03 0.04 0.30 0.77463685 0.9349 -6.62
252248_at putative protein resistance gene HAtRLP44 AT3G49750 1.04 0.06 0.30 0.77455322 0.9349 -6.62



255981_at hypothetical protein ;supported by --- AT1G34020 1.03 0.04 0.30 0.7745839 0.9349 -6.62
265230_s_at hypothetical protein --- AT2G07707 -1.03 -0.05 -0.30 0.77473979 0.9349 -6.62
267065_at hypothetical protein predicted by g --- AT2G41080 -1.03 -0.04 -0.30 0.77476084 0.9349 -6.62
266629_at putative serpin --- AT2G35590 -1.02 -0.03 -0.30 0.77475179 0.9349 -6.62
246011_at putative protein auxin-induced bas--- AT5G08330 -1.05 -0.07 -0.30 0.77487869 0.9350 -6.62
263113_at unknown protein Belongs to PF|00 --- AT1G03150 -1.02 -0.03 -0.30 0.77488029 0.9350 -6.62
254419_at NADH dehydrogenase like proteinNDB3 AT4G21490 1.02 0.03 0.30 0.77489143 0.9350 -6.62
247811_at leucine zipper-containing protein leATEXO70BAT5G58430 -1.06 -0.08 -0.30 0.77510492 0.9352 -6.62
267109_at hypothetical protein predicted by g --- AT2G14810 1.03 0.04 0.30 0.77530386 0.9354 -6.62
261301_at hypothetical protein predicted by g --- AT1G48570 1.06 0.08 0.30 0.77545487 0.9354 -6.62
261068_at tropinone reductase-I, putative sim--- AT1G07450 -1.02 -0.03 -0.30 0.77541632 0.9354 -6.62
263819_x_at putative TNP2-like transposon prot--- --- 1.02 0.03 0.30 0.77539254 0.9354 -6.62
251310_at homeobox protein AnthocyaninlesHDG1 AT3G61150 1.03 0.04 0.30 0.7755678 0.9355 -6.62
258418_at unknown protein --- AT3G16660 1.09 0.12 0.30 0.77566692 0.9355 -6.62
256981_at brassinosteroid receptor kinase, p BRL3 AT3G13380 -1.04 -0.06 -0.30 0.77580816 0.9356 -6.62
251157_at mRNA binding protein precursor - CSP41A AT3G63140 -1.04 -0.05 -0.30 0.77589018 0.9356 -6.62
258214_at amidase, putative similar to amidaatToc64-III AT3G17970 1.04 0.06 0.30 0.77591815 0.9356 -6.62
252903_at putative protein various predicted --- AT4G39570 1.04 0.06 0.30 0.77588939 0.9356 -6.62
258420_at putative RNA polymerase similar t --- AT3G16680 1.02 0.03 0.30 0.77589148 0.9356 -6.62
253670_at putative protein  ; supported by full --- AT4G30010 1.03 0.04 0.30 0.77594452 0.9356 -6.62
247021_at putative protein similar to unknown--- AT5G67040 -1.03 -0.04 -0.30 0.7761504 0.9357 -6.62
254677_at chloroplast protein cs/ch-42 --- AT4G18490 1.03 0.04 0.30 0.77611542 0.9357 -6.62
256322_at unknown protein ; supported by cDAXR4 AT1G54990 1.05 0.07 0.30 0.7762253 0.9358 -6.62
256089_at hypothetical protein predicted by g --- AT1G20830 1.04 0.05 0.30 0.77629337 0.9358 -6.62
258552_at putative pectate lyase similar to pe --- AT3G07010 1.15 0.20 0.30 0.77639901 0.9359 -6.62
257402_at hypothetical protein similar to putat--- AT1G23570 -1.02 -0.03 -0.30 0.77651755 0.9360 -6.62
266172_at putative aquaporin (water channel PIP2E AT2G39010 1.05 0.07 0.30 0.77657368 0.9360 -6.62
255765_at protein kinase, putative contains P--- AT1G16760 1.02 0.03 0.30 0.77664196 0.9360 -6.62
248143_at putative protein similar to unknown--- AT5G55040 -1.02 -0.03 -0.30 0.7766536 0.9360 -6.62
251971_at glucosyltransferase - like protein gUGT73C7 AT3G53160 -1.13 -0.18 -0.30 0.77673925 0.9360 -6.62
258948_at putative sulfite oxidase similar to suSOX AT3G01910 -1.02 -0.03 -0.30 0.7768269 0.9361 -6.62
246154_at putative protein predicted protein, --- AT5G19940 -1.02 -0.03 -0.29 0.77711716 0.9361 -6.62
246732_at putative protein hypothetical prote --- AT5G27650 1.03 0.04 0.29 0.7770964 0.9361 -6.62
254916_at putative protein hypothetical prote --- AT4G11340 -1.02 -0.03 -0.29 0.77706068 0.9361 -6.62
262425_at hypothetical protein predicted by g --- AT1G47660 -1.02 -0.03 -0.29 0.77712269 0.9361 -6.62



252681_at NAC domain -like protein Tobaccoanac061 AT3G44350 1.03 0.04 0.29 0.77707594 0.9361 -6.62
264720_at hypothetical protein similar to vetis --- AT1G70080 -1.03 -0.04 -0.29 0.77701418 0.9361 -6.62
246716_s_at putative protein --- AT5G28910 / 1.02 0.03 0.29 0.77691819 0.9361 -6.62
258161_at hypothetical protein predicted by g --- AT3G17930 -1.03 -0.04 -0.29 0.77721213 0.9362 -6.62
251968_at putative protein proline-rich protein--- AT3G53100 -1.03 -0.05 -0.29 0.77743973 0.9363 -6.62
251147_at kinesin heavy chain - like protein k--- AT3G63480 -1.02 -0.03 -0.29 0.77742568 0.9363 -6.62
246657_at putative protein predicted proteins --- --- -1.02 -0.03 -0.29 0.77755028 0.9364 -6.62
247542_at autophagocytosis protein - like autATG3 AT5G61500 1.03 0.04 0.29 0.77768488 0.9364 -6.62
251939_at putative protein MICRONUCLEAR--- AT3G53440 -1.04 -0.05 -0.29 0.77766574 0.9364 -6.62
265410_at putative protein kinase contains a p--- AT2G16620 1.02 0.03 0.29 0.77765434 0.9364 -6.62
253393_at Expressed protein ; supported by cGLB3 AT4G32690 1.03 0.04 0.29 0.777812 0.9365 -6.62
259673_at putative phorbol ester / diacylglyce--- AT1G77800 1.03 0.04 0.29 0.77820983 0.9365 -6.62
265154_at putative GTP-binding protein, ERG--- AT1G30960 1.05 0.07 0.29 0.77796452 0.9365 -6.62
250751_at glucuronosyl transferase-like prote --- AT5G05890 -1.03 -0.04 -0.29 0.7779825 0.9365 -6.62
252863_at myo-inositol-1-phosphate synthaseMIPS1 AT4G39800 -1.12 -0.17 -0.29 0.77822196 0.9365 -6.62
262126_at disease resistance protein, putativCW9 AT1G59620 -1.03 -0.05 -0.29 0.77785858 0.9365 -6.62
263728_at gamma-adaptin, putative similar to--- AT1G60070 -1.02 -0.03 -0.29 0.77777248 0.9365 -6.62
265886_at putative protein phosphatase 2C  ; --- AT2G25610 / -1.05 -0.07 -0.29 0.77815577 0.9365 -6.62
256997_at subtilisin-like serine protease, puta--- AT3G14067 -1.04 -0.05 -0.29 0.7782086 0.9365 -6.62
256344_at C2H2-type zinc finger protein, putaTFIIIA AT1G72050 1.03 0.04 0.29 0.77796942 0.9365 -6.62
249664_at putative protein histone stem-loop --- AT5G36722 / -1.02 -0.03 -0.29 0.77815791 0.9365 -6.62
256561_s_at hypothetical protein similar to putat--- --- -1.02 -0.03 -0.29 0.77816627 0.9365 -6.62
252869_at putative protein --- AT4G39930 -1.02 -0.03 -0.29 0.77826412 0.9365 -6.62
267054_at hypothetical protein --- AT2G38370 -1.04 -0.06 -0.29 0.77847849 0.9366 -6.62
253118_at ras-related small GTP-binding pro ARAC6 AT4G35950 1.03 0.04 0.29 0.77854924 0.9366 -6.62
267049_at putative transcription elongation fa --- AT2G34210 1.04 0.06 0.29 0.7784441 0.9366 -6.62
266507_at unknown protein EST matches on --- AT2G47860 1.02 0.03 0.29 0.77851078 0.9366 -6.62
261529_at hypothetical protein contains simila--- AT1G14430 1.02 0.03 0.29 0.77840908 0.9366 -6.62
253038_at homeobox protein HAT22  ;suppor HAT22 AT4G37790 1.04 0.06 0.29 0.77871981 0.9367 -6.62
252728_at putative protein various predicted --- --- 1.02 0.03 0.29 0.77869361 0.9367 -6.62
247454_at unknown protein --- AT5G62440 1.05 0.07 0.29 0.77894134 0.9369 -6.62
256095_at hypothetical protein contains Pfam --- AT1G13630 -1.05 -0.06 -0.29 0.7789178 0.9369 -6.62
259989_at hypothetical protein predicted by g --- --- 1.03 0.04 0.29 0.77899072 0.9369 -6.62
255939_at hypothetical protein predicted by g --- AT1G12730 -1.03 -0.05 -0.29 0.77915698 0.9370 -6.62
258493_at Expressed protein ; supported by f --- AT3G02555 1.02 0.04 0.29 0.77922998 0.9371 -6.62



252745_at putative protein Sh3yl1 mRNA, Mu--- AT3G43230 1.03 0.04 0.29 0.77959331 0.9375 -6.62
249858_at myb-related transcription factor-likeMYB37 AT5G23000 -1.03 -0.04 -0.29 0.77977398 0.9375 -6.62
263672_at putative retroelement pol polyprote--- --- -1.02 -0.03 -0.29 0.77979092 0.9375 -6.62
265617_at putative phosphate/phosphoenolpy--- AT2G25520 1.05 0.06 0.29 0.77980797 0.9375 -6.62
263827_at unknown protein --- AT2G40420 -1.04 -0.05 -0.29 0.77968004 0.9375 -6.62
254672_at hypothetical protein --- --- -1.03 -0.04 -0.29 0.77977336 0.9375 -6.62
264316_at unknown protein ; supported by cDENT1,AT AT1G70330 -1.03 -0.04 -0.29 0.78001904 0.9375 -6.62
259250_at unknown protein --- AT3G07580 1.04 0.05 0.29 0.77989615 0.9375 -6.62
258242_at hypothetical protein predicted by g --- AT3G27640 -1.02 -0.03 -0.29 0.78001896 0.9375 -6.62
259448_at hypothetical protein similar to trans--- AT1G13790 1.03 0.04 0.29 0.77993722 0.9375 -6.62
255824_at hypothetical protein predicted by g --- AT2G40530 -1.07 -0.10 -0.29 0.78008355 0.9375 -6.62
262825_at putative chloroplast prephenate deADT1 AT1G11790 -1.04 -0.06 -0.29 0.78030031 0.9378 -6.62
257859_at Expressed protein ; supported by f --- AT3G12955 1.03 0.04 0.29 0.78035034 0.9378 -6.63
262999_at NAM protein, putative similar to NAANAC020 AT1G54330 -1.03 -0.05 -0.29 0.78049464 0.9379 -6.63
252340_at myb-like protein AtMYB45 AT3G48920 1.04 0.05 0.29 0.78055268 0.9379 -6.63
255346_at hypothetical protein --- --- -1.02 -0.02 -0.29 0.78061077 0.9379 -6.63
253427_at putative protein phosphate/phosph--- AT4G32390 -1.02 -0.03 -0.29 0.7806733 0.9379 -6.63
247373_at unknown protein  ;supported by ful --- AT5G63150 1.03 0.04 0.29 0.78082334 0.9379 -6.63
263353_at hypothetical protein predicted by g --- AT2G22070 1.02 0.03 0.29 0.78089264 0.9379 -6.63
247733_at putative protein heat shock protein--- AT5G59610 -1.04 -0.05 -0.29 0.78072061 0.9379 -6.63
257412_at unknown protein --- AT1G22980 1.02 0.03 0.29 0.78090994 0.9379 -6.63
263187_at athila ORF 1, putative similar to At--- --- 1.02 0.03 0.29 0.780903 0.9379 -6.63
249680_s_at putative protein strong similarity to --- AT3G61730 / -1.02 -0.02 -0.29 0.78083382 0.9379 -6.63
258555_at fatty acid multifunctional protein (A MFP2 AT3G06860 -1.03 -0.04 -0.29 0.78097246 0.9380 -6.63
261876_at pirin-like protein similar to pirin GB --- AT1G50590 1.06 0.09 0.29 0.78103787 0.9380 -6.63
259464_at hypothetical protein predicted by g --- AT1G18990 1.02 0.03 0.29 0.78113227 0.9380 -6.63
259078_at unknown protein predicted by geneHST AT3G05040 -1.02 -0.03 -0.29 0.78110302 0.9380 -6.63
245646_x_at F5A9.9 hypothetical protein --- AT1G24851 / 1.02 0.03 0.29 0.78113037 0.9380 -6.63
247314_at 3(2),5-bisphosphate nucleotidase SAL2 AT5G64000 1.06 0.09 0.29 0.78147318 0.9380 -6.63
254263_at Expressed protein ; supported by f --- AT4G23493 -1.02 -0.03 -0.29 0.78141177 0.9380 -6.63
260616_at hypothetical protein contains Pfam --- AT1G53280 1.03 0.05 0.29 0.78139687 0.9380 -6.63
260377_at unknown protein --- AT1G73930 -1.02 -0.03 -0.29 0.78135141 0.9380 -6.63
252776_at putative protein predicted proteins --- AT3G42940 -1.03 -0.04 -0.29 0.78144711 0.9380 -6.63
251521_at putative protein receptor kinase hoACR4 AT3G59420 -1.03 -0.04 -0.29 0.78146881 0.9380 -6.63
250206_at mitochondrial phosphate transloca --- AT5G14040 -1.04 -0.06 -0.29 0.78133891 0.9380 -6.63



250677_at putative protein similar to unknown--- AT5G06520 -1.02 -0.03 -0.29 0.78120394 0.9380 -6.63
260347_at DHHC-type zinc finger protein, pu --- AT1G69420 -1.04 -0.05 -0.29 0.78158029 0.9381 -6.63
264752_at unknown protein similar to BacillusLPR1 AT1G23010 -1.02 -0.03 -0.29 0.78165619 0.9381 -6.63
260447_at hypothetical protein similar to N-ter--- AT1G72410 1.02 0.03 0.29 0.78183936 0.9382 -6.63
263387_at unknown protein  ; supported by cD--- AT2G40160 -1.03 -0.04 -0.29 0.78183947 0.9382 -6.63
267226_at unknown protein --- AT2G44010 -1.06 -0.08 -0.29 0.78206243 0.9384 -6.63
254039_at putative protein Human GS1 (prot GPP1 AT4G25840 1.03 0.04 0.29 0.7820063 0.9384 -6.63
252278_at NAC2-like protein NAC2 - Arabidoanac062 AT3G49530 1.06 0.08 0.29 0.78208341 0.9384 -6.63
253026_at hypothetical protein --- AT4G38120 -1.03 -0.05 -0.29 0.78213663 0.9384 -6.63
257246_at pectinesterase, putative contains P--- AT3G24130 -1.02 -0.03 -0.29 0.78218023 0.9384 -6.63
255177_at strong similarity to 1-aminocycloproACS11 AT4G08040 1.08 0.10 0.29 0.78261332 0.9385 -6.63
248315_at selenium-binding protein-like MEF1 AT5G52630 -1.02 -0.03 -0.29 0.78316769 0.9385 -6.63
260313_at putative disease resistance protein--- AT1G63870 -1.03 -0.04 -0.29 0.78317616 0.9385 -6.63
262155_at glycosyl transferase, putative simi --- AT1G52420 1.03 0.04 0.29 0.78288148 0.9385 -6.63
245206_at putative protein similarity to NCA2DGS1 AT5G12290 1.03 0.04 0.29 0.78266125 0.9385 -6.63
262711_at hypothetical protein predicted by g --- AT1G16500 -1.04 -0.05 -0.29 0.78232682 0.9385 -6.63
248186_at unknown protein  ;supported by ful --- AT5G53880 1.10 0.13 0.29 0.78268667 0.9385 -6.63
262576_at unknown protein ESTs gb|R90323--- AT1G15280 -1.02 -0.03 -0.29 0.78267645 0.9385 -6.63
264879_at cotton fiber expressed protein, put--- AT1G61260 1.06 0.08 0.29 0.78308405 0.9385 -6.63
255289_at score=11/3, E=0.23, N=1 contains--- AT4G04690 -1.02 -0.03 -0.29 0.78318983 0.9385 -6.63
262483_at putative translation initiation factorFUG1 AT1G17220 1.02 0.03 0.29 0.78307181 0.9385 -6.63
247677_at oxysterol-binding protein - like oxyORP3C AT5G59420 1.02 0.03 0.29 0.78235046 0.9385 -6.63
246554_at HSP100/ClpB, putative similar to HCLPB3 AT5G15450 1.03 0.04 0.29 0.7826205 0.9385 -6.63
246899_at putative protein various predicted --- AT5G25590 1.02 0.03 0.29 0.78314722 0.9385 -6.63
258746_at germin-like protein similar to germi --- AT3G05950 -1.02 -0.03 -0.29 0.78293242 0.9385 -6.63
252243_at putative protein some putative prot --- AT3G50120 -1.05 -0.07 -0.29 0.78300034 0.9385 -6.63
267282_at unknown protein  ; supported by cD--- AT2G19390 -1.03 -0.04 -0.29 0.78308538 0.9385 -6.63
259205_at hypothetical protein similar to putat--- AT3G09030 -1.03 -0.04 -0.29 0.78280432 0.9385 -6.63
260517_at unknown protein SPP1 AT1G51420 1.02 0.03 0.29 0.78296826 0.9385 -6.63
263814_at putative TNP2-like transposon prot--- --- 1.02 0.03 0.29 0.78271919 0.9385 -6.63
256086_at hypothetical protein predicted by g --- AT1G20770 1.02 0.03 0.29 0.78269286 0.9385 -6.63
256758_at hypothetical protein similar to Athila--- --- 1.03 0.04 0.29 0.78322656 0.9385 -6.63
256395_at putative helix-loop-helix DNA-bindi MUTE AT3G06120 -1.02 -0.04 -0.29 0.7826463 0.9385 -6.63
252532_at glucosidase-like protein GLUCAN --- AT3G46570 1.04 0.05 0.29 0.78250113 0.9385 -6.63
260427_at hypothetical protein predicted by g --- AT1G72430 -1.06 -0.08 -0.29 0.78341628 0.9386 -6.63



262877_at unknown protein ;supported by full --- AT1G64850 -1.03 -0.04 -0.29 0.78343575 0.9386 -6.63
252489_at disease resistance protein RPP8-l --- AT3G46710 -1.03 -0.04 -0.29 0.783436 0.9386 -6.63
262848_at unknown protein ; supported by cDBPC2 AT1G14685 1.02 0.03 0.29 0.78357857 0.9387 -6.63
261050_at transcription factor MYC7E, putati --- AT1G01260 1.04 0.05 0.29 0.78367781 0.9387 -6.63
252655_at hypothetical protein with predicted --- AT3G44760 -1.02 -0.03 -0.29 0.78370901 0.9387 -6.63
267499_at hypothetical protein predicted by g --- AT2G45500 -1.02 -0.03 -0.29 0.78383987 0.9388 -6.63
247924_at Expressed protein --- AT5G57655 -1.05 -0.07 -0.29 0.78380168 0.9388 -6.63
253318_at extensin-like protein extensin-like --- AT4G33970 -1.02 -0.03 -0.29 0.78388292 0.9388 -6.63
257938_at cell elongation protein, Dwarf1 ideDWF1 AT3G19820 1.10 0.14 0.28 0.78430441 0.9388 -6.63
262198_at pectin methylesterase (PMEU1), pATPME2 AT1G53830 -1.08 -0.10 -0.28 0.7842728 0.9388 -6.63
262224_at hypothetical protein contains Pfam OTP43 AT1G74900 1.02 0.03 0.29 0.78403092 0.9388 -6.63
265648_at putative beta-1,3-glucanase  ;supp--- AT2G27500 1.05 0.07 0.28 0.78433842 0.9388 -6.63
248121_at putative protein contains similarity GAUT12 AT5G54690 -1.03 -0.05 -0.28 0.7843165 0.9388 -6.63
264865_at DNAJ-like heatshock protein similaARL1 AT1G24120 1.02 0.03 0.29 0.78405344 0.9388 -6.63
255145_at hypothetical protein --- --- -1.03 -0.04 -0.28 0.78424933 0.9388 -6.63
263812_at putative replication protein A1 --- --- -1.02 -0.03 -0.28 0.78427139 0.9388 -6.63
265690_at hypothetical protein predicted by g --- AT2G24320 -1.03 -0.04 -0.28 0.78434519 0.9388 -6.63
261345_at hypothetical protein predicted by g DTA4 AT1G79760 1.03 0.04 0.28 0.78429704 0.9388 -6.63
246661_at putative protein various predicted --- --- 1.02 0.03 0.28 0.78439878 0.9388 -6.63
254366_s_at LTR retrotransposon like protein re--- --- 1.02 0.03 0.28 0.78434919 0.9388 -6.63
264358_at hypothetical protein predicted by g --- AT1G03180 -1.03 -0.04 -0.28 0.78442924 0.9388 -6.63
260995_at unknown protein --- AT1G12120 -1.02 -0.03 -0.28 0.78463535 0.9389 -6.63
251389_at putative protein --- AT3G60850 -1.02 -0.03 -0.28 0.78462661 0.9389 -6.63
258761_at unknown protein --- AT3G10760 -1.04 -0.05 -0.28 0.7846167 0.9389 -6.63
246250_at cysteine proteinase similar to cysteCP1 AT4G36880 -1.13 -0.17 -0.28 0.78473999 0.9390 -6.63
252116_at putative protein  ;supported by full- --- AT3G51510 1.03 0.04 0.28 0.784814 0.9390 -6.63
246504_at hypothetical protein  ;supported by --- AT5G16160 -1.02 -0.03 -0.28 0.78489638 0.9390 -6.63
262032_at biotin holocarboxylase synthetase HCS2 AT1G37150 -1.02 -0.03 -0.28 0.78481867 0.9390 -6.63
256208_at hypothetical protein predicted by g --- AT1G50930 -1.02 -0.02 -0.28 0.78488033 0.9390 -6.63
259120_at unknown protein --- AT3G02240 1.15 0.20 0.28 0.78498476 0.9390 -6.63
260170_at putative sucrose transport protein sSUC5 AT1G71890 -1.03 -0.05 -0.28 0.78507821 0.9391 -6.63
245765_at hypothetical protein similar to putat--- AT1G33600 1.08 0.11 0.28 0.78516331 0.9391 -6.63
253256_at putative protein endothelin conver --- AT4G34360 1.03 0.04 0.28 0.78516443 0.9391 -6.63
258404_at ribosomal protein L3 RPL3P AT3G17465 1.03 0.04 0.28 0.78522702 0.9391 -6.63
262436_at En/Spm-like transposon protein, p --- AT1G47610 1.04 0.06 0.28 0.78526509 0.9391 -6.63



246145_at peroxidase peroxidase, Lycopersic--- AT5G19880 -1.07 -0.09 -0.28 0.78531072 0.9391 -6.63
247767_at putative protein various predicted AGL82 AT5G58890 -1.02 -0.03 -0.28 0.78558268 0.9394 -6.63
255367_at putative transposon protein --- --- -1.02 -0.03 -0.28 0.78569551 0.9395 -6.63
266279_at putative tropinone reductase --- AT2G29290 1.03 0.04 0.28 0.78627458 0.9395 -6.63
265347_at similar to mammalian MHC III regioSUVH6 AT2G22740 1.02 0.03 0.28 0.78614947 0.9395 -6.63
256620_at disease resistance protein, putativ--- AT3G24480 -1.04 -0.06 -0.28 0.78619438 0.9395 -6.63
245103_at putative Ta11-like non-LTR retroele--- AT2G41590 -1.02 -0.03 -0.28 0.78600004 0.9395 -6.63
257833_at transcriptional regulator protein, puLWD2 AT3G26640 1.02 0.03 0.28 0.78619687 0.9395 -6.63
259847_at unknown protein --- AT1G72170 1.03 0.04 0.28 0.78612468 0.9395 -6.63
253887_at putative protein isp4 protein, SchizOPT6 AT4G27730 1.06 0.08 0.28 0.78601443 0.9395 -6.63
267247_at hypothetical protein predicted by g --- AT2G30170 1.03 0.04 0.28 0.78618211 0.9395 -6.63
257819_at Expressed protein ; supported by f RALFL25 AT3G25165 -1.02 -0.03 -0.28 0.78618083 0.9395 -6.63
249851_at MADS-box transcription factor-like TT16 AT5G23260 -1.02 -0.02 -0.28 0.78626264 0.9395 -6.63
260926_at unknown protein GLTP2 AT1G21360 -1.02 -0.03 -0.28 0.78581325 0.9395 -6.63
252630_at putative protein --- AT3G44980 1.02 0.03 0.28 0.78587725 0.9395 -6.63
249646_at SEN1-like protein SEN1 - Sacchar--- AT5G37030 1.02 0.03 0.28 0.78618436 0.9395 -6.63
265140_at F-box protein family, AtFBX11 con--- AT1G51320 1.02 0.03 0.28 0.78643791 0.9397 -6.63
247215_at Expressed protein ; supported by f PROPEP3 AT5G64905 1.14 0.18 0.28 0.78648337 0.9397 -6.63
256675_at putative protein DNA-binding prote--- AT3G52170 1.04 0.06 0.28 0.78654987 0.9397 -6.63
267047_at putative selenium-binding protein --- AT2G34370 -1.02 -0.03 -0.28 0.78664399 0.9398 -6.63
265313_at unknown protein --- AT2G20210 -1.03 -0.04 -0.28 0.7867171 0.9398 -6.63
249856_at serine carboxypeptidase scpl47 AT5G22980 -1.04 -0.05 -0.28 0.78688422 0.9399 -6.63
257740_at hypothetical protein predicted by g--- AT3G27330 -1.02 -0.02 -0.28 0.78685736 0.9399 -6.63
264869_at hypothetical protein similar to hypo--- AT1G24350 -1.02 -0.03 -0.28 0.78696183 0.9400 -6.63
254710_at multidrug resistance protein/P-glycPGP9 AT4G18050 -1.04 -0.06 -0.28 0.78705578 0.9400 -6.63
250615_at putative protein ankyrins - different --- AT5G07270 -1.03 -0.04 -0.28 0.78732643 0.9403 -6.63
252154_at putative DNA-3-methyladenine gly--- AT3G50880 1.03 0.05 0.28 0.78742757 0.9404 -6.63
264763_at hypothetical protein contains simila--- AT1G61450 -1.02 -0.03 -0.28 0.78750406 0.9404 -6.63
262704_at hypothetical protein predicted by g ASL9 AT1G16530 -1.05 -0.07 -0.28 0.78755829 0.9404 -6.63
255571_at hypothetical protein  ; supported by--- AT4G01220 -1.04 -0.05 -0.28 0.78809561 0.9406 -6.63
259436_at hypothetical protein predicted by g --- AT1G01500 -1.02 -0.03 -0.28 0.78786548 0.9406 -6.63
247892_at putative protein contains similarity --- AT5G57970 -1.04 -0.05 -0.28 0.78826899 0.9406 -6.63
246507_at lipase-like protein monoglyceride l --- AT5G16120 1.04 0.05 0.28 0.78810634 0.9406 -6.63
258344_at hypothetical protein similar to hypoCEG AT3G22650 -1.02 -0.03 -0.28 0.78823465 0.9406 -6.63
246862_at E2, ubiquitin-conjugating enzyme, PEX4 AT5G25760 1.02 0.03 0.28 0.7879716 0.9406 -6.63



249297_at unknown protein --- AT5G41320 1.02 0.03 0.28 0.7880686 0.9406 -6.63
263213_at unknown protein Strong similarity t --- AT1G30560 -1.03 -0.04 -0.28 0.78801984 0.9406 -6.63
249590_at putative protein SIAH1, Brassica n--- AT5G37870 1.02 0.03 0.28 0.78813703 0.9406 -6.63
251061_at putative protein hypothetical prote --- AT5G01830 -1.06 -0.08 -0.28 0.78826425 0.9406 -6.63
252703_at leucine-rich repeat protein LRP -lik--- AT3G43740 -1.02 -0.03 -0.28 0.78828552 0.9406 -6.63
265746_at hypothetical protein predicted by g --- --- -1.02 -0.03 -0.28 0.78790001 0.9406 -6.63
246966_at DNA photolyase - like protein DNACRY3 AT5G24850 1.03 0.05 0.28 0.78774584 0.9406 -6.63
246160_at putative protein predicted protein, FBX2 AT5G21040 1.02 0.03 0.28 0.78808221 0.9406 -6.63
259122_at unknown protein similar to putativeCOBL1 AT3G02210 -1.03 -0.04 -0.28 0.78783578 0.9406 -6.63
246748_at putative protein predicted protein, --- AT5G27730 -1.02 -0.03 -0.28 0.7885002 0.9408 -6.63
251209_at putative protein several hypothetica--- AT3G62890 1.03 0.04 0.28 0.78865047 0.9409 -6.63
249065_at putative protein similar to unknown--- AT5G44260 -1.04 -0.06 -0.28 0.78894801 0.9410 -6.63
250777_at putative protein similar to unknown--- AT5G05440 1.10 0.13 0.28 0.78895981 0.9410 -6.63
252716_at putative protein CAF protein, ArabDCL3 AT3G43920 1.03 0.04 0.28 0.78880883 0.9410 -6.63
250756_at putative protein strong similarity to ROPGEF5 AT5G05940 -1.02 -0.03 -0.28 0.78895775 0.9410 -6.63
248051_at Atmyb103 (gb|AAD40692.1) ATMYB103 AT5G56110 1.02 0.03 0.28 0.78898827 0.9410 -6.63
262950_at transcription initiation factor, putat --- AT1G75510 1.02 0.03 0.28 0.78881345 0.9410 -6.63
263652_at unknown protein EST gb|H76414 c--- AT1G04330 -1.02 -0.03 -0.28 0.78885655 0.9410 -6.63
246325_at hypothetical protein contains similaABA3 AT1G16540 -1.06 -0.08 -0.28 0.78903501 0.9410 -6.63
257816_at glycosyl transferase, putative contQUA1 AT3G25140 1.02 0.04 0.28 0.78923228 0.9410 -6.63
247659_at DNA-directed RNA polymerase - l NRPC1 AT5G60040 1.06 0.08 0.28 0.78949716 0.9410 -6.63
248357_at putative protein similar to unknown--- AT5G52380 -1.05 -0.06 -0.28 0.78917088 0.9410 -6.63
262716_at multicatalytic endopeptidase ident PAB1 AT1G16470 1.03 0.04 0.28 0.78946821 0.9410 -6.63
259169_at unknown protein similar to unknow--- AT3G03520 -1.07 -0.10 -0.28 0.78947294 0.9410 -6.63
251585_at putative protein hypothetical prote --- AT3G58630 -1.04 -0.06 -0.28 0.78943594 0.9410 -6.63
252149_at putative protein hypothetical prote --- AT3G51290 -1.02 -0.03 -0.28 0.78935828 0.9410 -6.63
247515_at ABC family transporter - like prote ATH14 AT5G61740 -1.02 -0.03 -0.28 0.78915775 0.9410 -6.63
253491_at RNA lariat debranching enzyme - --- AT4G31770 -1.04 -0.06 -0.28 0.78924952 0.9410 -6.63
264385_at unknown protein --- AT1G12020 -1.04 -0.05 -0.28 0.78931134 0.9410 -6.63
265546_at putative proline/hydroxyproline-rich--- AT2G28240 -1.02 -0.03 -0.28 0.7894112 0.9410 -6.63
247057_at SCARECROW gene regulator --- AT5G66770 1.06 0.09 0.28 0.78961643 0.9411 -6.63
251923_at reductase-like protein abscisic aci --- AT3G53880 -1.05 -0.07 -0.28 0.78984266 0.9413 -6.63
254679_at putative protein Mei2-like protein, AML3 AT4G18120 -1.02 -0.03 -0.28 0.79000024 0.9414 -6.63
253987_at pyrophosphate-dependent phosphPFK3 AT4G26270 -1.05 -0.07 -0.28 0.79046669 0.9415 -6.63
260239_at putative receptor protein kinase si --- AT1G74360 1.11 0.15 0.28 0.79059801 0.9415 -6.63



246308_at chlorophyll synthetase  ; supportedG4 AT3G51820 -1.03 -0.04 -0.28 0.7907729 0.9415 -6.63
252473_s_at hypothetical protein several hypoth--- AT3G46610 / 1.03 0.05 0.28 0.79068198 0.9415 -6.63
254421_at VP1 like protein transcription activVAL3 AT4G21550 -1.03 -0.05 -0.28 0.79077 0.9415 -6.63
249711_at putative protein contains similarity --- AT5G35680 -1.03 -0.04 -0.28 0.79051338 0.9415 -6.63
258615_at putative aspartyl protease contains--- AT3G02740 1.03 0.04 0.28 0.79091459 0.9415 -6.63
250255_at sigma-like factor (gb|AAC97954.1) SIG4 AT5G13730 1.05 0.06 0.28 0.79042077 0.9415 -6.63
250713_at putative protein similar to unknown--- AT5G06130 -1.02 -0.03 -0.28 0.79091975 0.9415 -6.63
249771_at receptor-like protein kinase  ; supp --- AT5G24080 1.04 0.05 0.28 0.79021413 0.9415 -6.63
264767_at hypothetical protein similar to putatSD1-29 AT1G61380 1.06 0.08 0.28 0.79089975 0.9415 -6.63
264111_at hypothetical protein predicted by g --- AT2G13690 1.02 0.03 0.28 0.79019731 0.9415 -6.63
265085_at hypothetical protein predicted by g TPX2 AT1G03780 1.03 0.05 0.28 0.79051318 0.9415 -6.63
264603_at hypothetical protein predicted by g --- AT1G04670 1.02 0.03 0.28 0.79027557 0.9415 -6.63
252518_at receptor-like protein kinase homol --- AT3G46350 1.02 0.03 0.28 0.79093651 0.9415 -6.63
251097_at receptor like protein kinase recept LECRKA4.3AT5G01560 -1.09 -0.12 -0.28 0.79096713 0.9415 -6.63
262543_at Expressed protein ; supported by f --- AT1G34245 -1.02 -0.04 -0.28 0.79047057 0.9415 -6.63
251005_at putative protein various predicted --- AT5G02590 -1.06 -0.09 -0.28 0.79018289 0.9415 -6.63
261382_at hypothetical protein contains similaCVP2 AT1G05470 1.03 0.04 0.28 0.7908102 0.9415 -6.63
262564_at anionic peroxidase, putative simila--- AT1G34330 -1.02 -0.03 -0.28 0.79060577 0.9415 -6.63
265811_at unknown protein possibly related toEDA2 AT2G18080 -1.02 -0.03 -0.28 0.79065687 0.9415 -6.63
250086_at NAM (no apical meristem)-like protanac086 AT5G17260 1.02 0.03 0.28 0.79024184 0.9415 -6.63
245588_at putative protein --- AT4G15030 1.03 0.05 0.28 0.79041764 0.9415 -6.63
260622_at hypothetical protein predicted by g NF-YC10 AT1G07980 1.02 0.03 0.28 0.7913443 0.9417 -6.63
252416_at chromosome assembly protein ho ATSMC2 AT3G47460 1.02 0.02 0.28 0.79127193 0.9417 -6.63
245417_at phosphoribosylglycinamide formylt --- AT4G17360 -1.04 -0.05 -0.28 0.7913792 0.9417 -6.63
249652_at putative protein hypothetical protei --- AT5G37070 -1.03 -0.04 -0.28 0.79137462 0.9417 -6.63
252607_at xyloglucan endo-transglycosylase  XTR8 AT3G44990 -1.04 -0.06 -0.28 0.79155181 0.9419 -6.63
260832_at unknown protein ; supported by cDGAUT6 AT1G06780 -1.02 -0.04 -0.27 0.79159475 0.9419 -6.63
246263_at unknown protein --- AT1G31780 1.03 0.04 0.27 0.79169903 0.9420 -6.63
265514_s_at Mutator-like transposase similar to --- --- 1.02 0.03 0.27 0.79178381 0.9420 -6.63
253755_at 26S proteasome subunit 4-like proRPT2a AT4G29040 -1.02 -0.03 -0.27 0.79202873 0.9422 -6.63
263346_at En/Spm-like transposon protein rel --- --- -1.02 -0.03 -0.27 0.79204058 0.9422 -6.63
263064_at putative bZIP transcription factor coCPuORF1 AT2G18160 / -1.03 -0.04 -0.27 0.79213325 0.9423 -6.63
259614_at dioxygenase, putative similar to di ATGA2OX4AT1G47990 -1.02 -0.03 -0.27 0.79227971 0.9423 -6.63
261297_at hypothetical protein predicted by g JAZ4 AT1G48500 -1.02 -0.03 -0.27 0.79226334 0.9423 -6.63
261173_at hypothetical protein predicted by g --- AT1G04830 1.02 0.03 0.27 0.79220309 0.9423 -6.63



249880_at putative protein similar to unknown--- AT5G23180 1.02 0.03 0.27 0.79232363 0.9423 -6.63
245022_at PSII L protein --- --- 1.03 0.05 0.27 0.79248065 0.9425 -6.63
246408_at hypothetical protein predicted by g --- AT1G57680 -1.03 -0.04 -0.27 0.79260122 0.9425 -6.63
244988_s_at ribosomal protein L23 --- --- 1.03 0.04 0.27 0.79257428 0.9425 -6.63
266292_at putative tropinone reductase  ;suppSAG13 AT2G29350 1.15 0.20 0.27 0.79272828 0.9426 -6.63
251511_at putative protein several hypothetica--- AT3G59180 -1.02 -0.03 -0.27 0.7928201 0.9427 -6.63
252231_at hypothetical protein  ;supported by --- AT3G49720 -1.03 -0.04 -0.27 0.79346708 0.9428 -6.63
261551_at ATP dependent copper transporteHMA5 AT1G63440 1.02 0.03 0.27 0.7934542 0.9428 -6.63
244942_at hypothetical protein --- --- -1.02 -0.03 -0.27 0.79335829 0.9428 -6.63
263757_at cysteine proteinase similar to cyst --- AT2G21430 1.04 0.05 0.27 0.79315667 0.9428 -6.63
257702_at CTP-synthetase, putative similar t emb2742 AT3G12670 -1.03 -0.04 -0.27 0.7932656 0.9428 -6.63
252636_at putative protein triacylglycerol lipa --- AT3G44510 1.02 0.03 0.27 0.79349065 0.9428 -6.63
251210_at hypothetical protein  ;supported by --- AT3G62810 -1.03 -0.04 -0.27 0.79351422 0.9428 -6.63
252801_at putative protein various predicted --- --- -1.02 -0.03 -0.27 0.79327459 0.9428 -6.63
258346_at hypothetical protein predicted by g --- AT3G22690 -1.02 -0.04 -0.27 0.793268 0.9428 -6.63
267444_at hypothetical protein predicted by g --- AT2G19180 1.03 0.04 0.27 0.79345034 0.9428 -6.63
253666_at xyloglucan endo-1,4-beta-D-gluca MERI5B AT4G30270 1.02 0.03 0.27 0.79329812 0.9428 -6.63
251002_at putative protein predicted proteins --- AT5G02680 1.02 0.03 0.27 0.79325044 0.9428 -6.63
261716_at kinesin-related protein, putative si --- AT1G18410 -1.02 -0.03 -0.27 0.79305106 0.9428 -6.63
254519_at putative protein W15DMY30S --- AT4G19940 -1.03 -0.04 -0.27 0.79322589 0.9428 -6.63
254103_at putative protein  ;supported by full- --- AT4G25030 -1.06 -0.08 -0.27 0.79356229 0.9428 -6.63
266854_at putative C2H2-type zinc finger prot--- AT2G26940 -1.03 -0.04 -0.27 0.79366855 0.9428 -6.63
260608_at putative polygalacturonase --- AT2G43870 -1.19 -0.25 -0.27 0.79364568 0.9428 -6.63
246906_at Expressed protein ; supported by f --- AT5G25475 1.02 0.03 0.27 0.79375232 0.9429 -6.63
263420_at unknown protein  ; supported by fu --- AT2G17240 1.02 0.03 0.27 0.79381661 0.9429 -6.63
246382_at hypothetical protein --- --- -1.03 -0.04 -0.27 0.79395366 0.9429 -6.63
265072_at hypothetical protein predicted by g LAS AT1G55580 -1.03 -0.04 -0.27 0.79392867 0.9429 -6.63
263107_at putative cytochrome P450 CYP705A6 AT2G05180 -1.02 -0.03 -0.27 0.79392202 0.9429 -6.63
251753_at putative protein predicted protein, --- AT3G55760 1.05 0.08 0.27 0.79410498 0.9430 -6.63
253724_at Expressed protein ; supported by f LCR24 AT4G29285 -1.02 -0.03 -0.27 0.79407976 0.9430 -6.63
265780_at Mutator-like transposase similar to --- --- -1.02 -0.03 -0.27 0.79424546 0.9431 -6.63
257322_at hypothetical protein AT2G07667--- -1.02 -0.03 -0.27 0.79425172 0.9431 -6.63
253995_at Col-0 casein kinase I-like protein  ; CK1 AT4G26100 -1.03 -0.04 -0.27 0.79435254 0.9432 -6.63
261822_at unknown protein ;supported by full --- AT1G11380 -1.04 -0.06 -0.27 0.79463192 0.9434 -6.63
261212_at hypothetical protein predicted by g atnudt12 AT1G12880 -1.03 -0.05 -0.27 0.79469179 0.9434 -6.63



250053_at potassium-dependent sodium-calc--- AT5G17850 -1.03 -0.04 -0.27 0.79469755 0.9434 -6.63
264085_at putative glutamyl tRNA reductase HEMA3 AT2G31250 -1.02 -0.03 -0.27 0.79482135 0.9435 -6.63
254101_at alpha-amylase - like protein alpha AMY1 AT4G25000 -1.07 -0.09 -0.27 0.79488232 0.9435 -6.63
267326_at putative RNA-binding protein --- AT2G19380 -1.02 -0.03 -0.27 0.79494763 0.9435 -6.63
263276_at putative cytochrome P450 CYP705A13AT2G14100 1.02 0.03 0.27 0.79494423 0.9435 -6.63
262606_at hypothetical protein predicted by g --- AT1G15190 -1.03 -0.04 -0.27 0.79505408 0.9436 -6.63
249743_at beta-glucosidase BGLU31 AT5G24540 -1.13 -0.18 -0.27 0.79509158 0.9436 -6.63
265516_at putative Athila retroelement ORF1 --- --- -1.02 -0.03 -0.27 0.79513193 0.9436 -6.63
253748_at putative protein RNA-binding prote--- AT4G28990 -1.03 -0.04 -0.27 0.79517481 0.9436 -6.63
252412_at Expressed protein ; supported by f --- AT3G47295 -1.04 -0.06 -0.27 0.79530966 0.9437 -6.63
249340_at putative protein contains similarity --- AT5G41140 -1.03 -0.04 -0.27 0.79545518 0.9438 -6.63
245447_at triacylglycerol lipase like protein --- AT4G16820 -1.07 -0.10 -0.27 0.79543847 0.9438 -6.63
257353_at hypothetical protein predicted by g NPY4 AT2G23050 1.02 0.03 0.27 0.79562911 0.9439 -6.63
254260_at hypothetical protein --- AT4G23440 -1.03 -0.05 -0.27 0.79574338 0.9440 -6.63
256301_at unknown protein ;supported by full --- AT1G69510 1.02 0.03 0.27 0.79586453 0.9441 -6.63
246471_s_at putative protein predicted proteins --- AT5G17100 / 1.02 0.03 0.27 0.79586205 0.9441 -6.63
258087_at putative peroxiredoxin similar to peATPRX Q AT3G26060 1.03 0.05 0.27 0.7960728 0.9442 -6.63
261216_at catechol O-methyltransferase, put --- AT1G33030 -1.07 -0.10 -0.27 0.79602719 0.9442 -6.63
264123_at unknown protein ; supported by cD--- AT1G02270 -1.02 -0.04 -0.27 0.79606274 0.9442 -6.63
246955_at calcium-dependent protein kinase  CPK1 AT5G04870 1.05 0.08 0.27 0.79616472 0.9442 -6.63
255409_at NDX1 homeobox protein homolog --- AT4G03090 -1.02 -0.02 -0.27 0.79623897 0.9443 -6.63
266753_at auxin-induced protein (IAA20) idenIAA20 AT2G46990 -1.02 -0.03 -0.27 0.79632387 0.9443 -6.63
257767_at hypothetical protein predicted by g --- AT3G23040 1.03 0.04 0.27 0.79640995 0.9444 -6.63
263199_at hypothetical protein Similar to hex HEXO2 AT1G05590 1.03 0.04 0.27 0.79653814 0.9444 -6.63
247009_at unknown protein  ;supported by ful --- AT5G67600 1.04 0.06 0.27 0.79652221 0.9444 -6.63
251575_at putative protein basic leucine zipp BZIP61 AT3G58120 1.06 0.09 0.27 0.79666181 0.9445 -6.63
256677_at unknown protein contains Pfam prPHF1 AT3G52190 -1.02 -0.04 -0.27 0.79677468 0.9445 -6.63
246793_at putative protein seven transmemb--- AT5G27210 1.02 0.03 0.27 0.7967285 0.9445 -6.63
253864_at hypothetical protein --- AT4G27460 1.03 0.04 0.27 0.79679987 0.9445 -6.63
253197_at putative protein Cyanophora parad--- AT4G35250 1.03 0.05 0.27 0.79704002 0.9446 -6.63
248916_at receptor protein kinase-like protein --- AT5G45840 -1.05 -0.07 -0.27 0.7970457 0.9446 -6.63
263368_at putative protein kinase contains a p--- AT2G20470 -1.03 -0.04 -0.27 0.79692691 0.9446 -6.63
245004_at hypothetical protein --- --- 1.03 0.04 0.27 0.79701443 0.9446 -6.63
244949_at hypothetical protein --- --- -1.02 -0.03 -0.27 0.79714917 0.9447 -6.63
266148_x_at En/Spm-like transposon protein rel --- --- -1.02 -0.04 -0.27 0.79713176 0.9447 -6.63



258225_at unknown protein  ; supported by cD--- AT3G15630 1.05 0.08 0.27 0.79868182 0.9447 -6.63
261025_at Expressed protein ; supported by f --- AT1G01225 1.04 0.06 0.27 0.79843928 0.9447 -6.63
259675_at unknown protein similar to hypothe--- AT1G77710 1.02 0.03 0.26 0.79917834 0.9447 -6.63
256117_at unknown protein ; supported by cD--- AT1G16840 1.02 0.03 0.27 0.79890638 0.9447 -6.63
255557_at hypothetical protein  ; supported by--- AT4G01990 1.03 0.05 0.26 0.79929828 0.9447 -6.63
254087_at brefeldin A-sensitive Golgi protein --- AT4G24840 -1.02 -0.03 -0.26 0.79967781 0.9447 -6.63
250858_at I-box binding factor - like protein I---- AT5G04760 1.03 0.05 0.26 0.79989314 0.9447 -6.63
249028_at DNA-damage-inducible protein P  POLH AT5G44740 1.03 0.04 0.27 0.79759858 0.9447 -6.63
255607_at putative acetyltransferase similar t--- AT4G01130 -1.04 -0.05 -0.26 0.79936666 0.9447 -6.63
256978_at phosphoribosyamidoimidazole-sucPUR7 AT3G21110 -1.04 -0.06 -0.26 0.79992801 0.9447 -6.63
265284_at unknown protein  ;supported by ful --- AT2G20230 1.02 0.03 0.26 0.79958042 0.9447 -6.63
261178_at synaptobrevin 7B, putative similar ATVAMP72AT1G04760 1.02 0.03 0.26 0.79901709 0.9447 -6.63
246192_at translation initiation factor eIF-2 beEIF2 BETA AT5G20920 -1.02 -0.03 -0.26 0.79995091 0.9447 -6.63
263326_at unknown protein  ; supported by cD--- AT2G04280 1.03 0.04 0.26 0.79958683 0.9447 -6.63
248010_at peroxisomal targeting signal type 1PEX5 AT5G56290 -1.02 -0.03 -0.26 0.80000525 0.9447 -6.63
246460_at cellulose synthase catalytic subunCSLD2 AT5G16910 -1.04 -0.05 -0.26 0.79909061 0.9447 -6.63
263042_at conserved hypothetical protein pro --- AT1G23340 -1.02 -0.03 -0.27 0.79837331 0.9447 -6.63
266915_at hypothetical protein predicted by g --- AT2G45870 -1.02 -0.03 -0.27 0.79862783 0.9447 -6.63
260630_at subtilisin-like serine protease contaALE1 AT1G62340 -1.03 -0.04 -0.27 0.79763319 0.9447 -6.63
248458_at putative protein contains similarity EYE AT5G51430 1.02 0.03 0.26 0.80008327 0.9447 -6.63
252101_at rac-like GTP binding protein Arac1 ROP1 AT3G51300 1.02 0.03 0.26 0.7990276 0.9447 -6.63
254157_at putative protein protein induced upVEP1 AT4G24220 -1.02 -0.03 -0.27 0.79725401 0.9447 -6.63
256020_at glutamyl-tRNA reductase, putativeHEMA1 AT1G58290 1.03 0.05 0.26 0.79912733 0.9447 -6.63
259079_at unknown protein --- AT3G04950 1.03 0.04 0.27 0.79814124 0.9447 -6.63
267327_at putative protein kinase contains a p--- AT2G19410 1.02 0.03 0.26 0.79939709 0.9447 -6.63
267292_at hypothetical protein predicted by g --- AT2G23740 -1.02 -0.03 -0.27 0.79869717 0.9447 -6.63
261114_at bZIP transcription factor ATB2, puAtbZIP44 AT1G75388 / 1.13 0.18 0.27 0.79843644 0.9447 -6.63
265343_at unknown protein ; supported by ful NIC1 AT2G22570 1.04 0.06 0.26 0.79970554 0.9447 -6.63
257404_at hypothetical protein predicted by g SUVR1 AT1G04050 1.02 0.03 0.27 0.79761631 0.9447 -6.63
245225_at mitochondrial protein-like; contains--- AT3G29800 -1.03 -0.04 -0.26 0.7997966 0.9447 -6.63
260079_s_at helix-loop-helix protein 1A, putativ --- AT1G35460 / 1.02 0.03 0.27 0.79738163 0.9447 -6.63
247923_at porin-like protein  ;supported by fulVDAC4 AT5G57490 -1.02 -0.03 -0.26 0.79935722 0.9447 -6.63
248686_at 33 kDa secretory protein-like  ; sup--- AT5G48540 -1.08 -0.11 -0.27 0.79842654 0.9447 -6.63
254517_at putative protein conserved hypoth --- AT4G20310 -1.02 -0.03 -0.27 0.79779373 0.9447 -6.63
249511_at putative protein contains similarity --- AT5G38500 -1.02 -0.03 -0.26 0.79958853 0.9447 -6.63



256448_s_at unknown protein MED21 AT4G04780 / -1.02 -0.03 -0.27 0.79742902 0.9447 -6.63
261026_at hypothetical protein predicted by g --- AT1G01240 1.03 0.04 0.26 0.79938834 0.9447 -6.63
249712_at eIF4Eiso protein (emb|CAA71579. LSP1 AT5G35620 -1.03 -0.04 -0.27 0.79886277 0.9447 -6.63
245363_at hypothetical protein ;supported by --- AT4G15120 -1.07 -0.10 -0.26 0.80003786 0.9447 -6.63
247319_at glutamate-tRNA ligase ; supported ERS AT5G64050 1.02 0.03 0.26 0.7992337 0.9447 -6.63
264896_at Hypothetical protein similar to endAtGH9B6 AT1G23210 -1.02 -0.03 -0.26 0.79965646 0.9447 -6.63
266644_at unknown protein  ;supported by ful --- AT2G29660 1.03 0.04 0.27 0.79883266 0.9447 -6.63
267032_at putative protein kinase contains a pCIPK22 AT2G38490 -1.03 -0.05 -0.27 0.79832677 0.9447 -6.63
266354_at putative homeodomain transcriptio PFS2 AT2G01500 -1.02 -0.03 -0.26 0.7992002 0.9447 -6.63
264194_at putative wall-associated kinase con--- AT1G22720 -1.02 -0.03 -0.27 0.79856252 0.9447 -6.63
265859_at hypothetical protein predicted by g --- --- -1.02 -0.03 -0.27 0.79843916 0.9447 -6.63
256775_at hypothetical protein predicted by g --- AT3G13770 1.03 0.05 0.26 0.8000916 0.9447 -6.63
265526_x_at putative Athila retroelement ORF1 --- --- 1.02 0.02 0.26 0.8000193 0.9447 -6.63
247490_at LFY floral meristem identity controlLFY AT5G61850 1.02 0.03 0.26 0.7989725 0.9447 -6.63
255189_at hypothetical protein --- AT4G07350 1.02 0.03 0.26 0.80002304 0.9447 -6.63
251253_at putative zinc-finger protein zinc-fin--- AT3G62240 -1.03 -0.05 -0.26 0.799401 0.9447 -6.63
247931_at putative protein similar to unknown--- AT5G57040 1.03 0.04 0.26 0.80009523 0.9447 -6.63
265757_x_at putative PttA2-like transposon prot --- --- 1.03 0.04 0.27 0.7975059 0.9447 -6.63
255945_at putative protein --- AT5G28610 -1.03 -0.04 -0.27 0.79796824 0.9447 -6.63
263230_at putative indole-3-acetate beta-gluc --- AT1G05670 -1.04 -0.06 -0.27 0.79777588 0.9447 -6.63
267394_s_at putative cellulase AtGH9B9 AT2G44540 / 1.02 0.03 0.26 0.79998571 0.9447 -6.63
257316_at hypothetical protein predicted by g --- --- 1.02 0.03 0.27 0.79837543 0.9447 -6.63
260181_at endo-1,4-beta-glucanase identicalATGH9B1 AT1G70710 1.05 0.07 0.27 0.79859582 0.9447 -6.63
256129_at calcium-binding protein, putative s--- AT1G18210 -1.04 -0.06 -0.27 0.797907 0.9447 -6.63
265456_at Expressed protein ; supported by f SDH4 AT2G46505 1.02 0.03 0.27 0.79788047 0.9447 -6.63
255793_at Expressed protein ; supported by c--- AT2G33250 -1.03 -0.04 -0.26 0.79995758 0.9447 -6.63
258711_at ubiquitin-like protein (UBQ8) ident UBQ8 AT3G09790 -1.02 -0.03 -0.26 0.80000535 0.9447 -6.63
259636_at RNA pseudouridylate synthase, pu--- AT1G56345 -1.04 -0.06 -0.27 0.79875549 0.9447 -6.63
267103_at putative UDP-N-acetylglucosamineGPT AT2G41490 1.02 0.03 0.27 0.79815872 0.9447 -6.63
266597_at putative WRKY-type DNA binding WRKY43 AT2G46130 1.02 0.02 0.27 0.79770894 0.9447 -6.63
255807_at probable wound-induced protein w--- AT4G10270 -1.02 -0.02 -0.26 0.80008824 0.9447 -6.63
261485_at unknown protein ;supported by full UTR3 AT1G14360 1.06 0.08 0.26 0.79947047 0.9447 -6.63
245955_at hypothetical protein BGLU24 AT5G28510 1.02 0.03 0.27 0.79814197 0.9447 -6.63
252603_at putative protein --- AT3G45050 1.03 0.04 0.27 0.79778498 0.9447 -6.63
266706_at hypothetical protein predicted by g --- AT2G03320 -1.02 -0.03 -0.27 0.79721307 0.9447 -6.63



258839_at unknown protein  ; supported by cD--- AT3G07170 1.02 0.03 0.26 0.79895907 0.9447 -6.63
256402_at hypothetical protein  ; supported by--- AT3G06130 -1.05 -0.06 -0.26 0.80026927 0.9447 -6.63
248429_at putative protein contains similarity --- AT5G51770 -1.04 -0.06 -0.26 0.80028116 0.9447 -6.63
248131_at unknown protein --- AT5G54830 1.04 0.06 0.26 0.80021942 0.9447 -6.63
267002_s_at putative photosystem II type I chlorLHB1B1 AT2G34420 / 1.02 0.02 0.26 0.80029557 0.9447 -6.63
259851_at  kinesin, putative  --- AT1G72250 1.02 0.03 0.26 0.80041311 0.9447 -6.63
250638_at glycine-rich protein atGRP-6 GRP16 AT5G07540 -1.03 -0.04 -0.26 0.80038564 0.9447 -6.63
252091_at putative protein NADH dehydroge --- AT3G51390 1.02 0.03 0.26 0.80042954 0.9447 -6.63
263906_at plastid division protein (FtsZ) ident FTSZ2-1 AT2G36250 1.02 0.03 0.26 0.80049509 0.9448 -6.63
245947_at spermine synthase (ACL5)  ;suppoACL5 AT5G19530 -1.04 -0.05 -0.26 0.80059729 0.9448 -6.63
252898_at cytochrome P450 -like protein simCYP96A11 AT4G39500 1.02 0.03 0.26 0.80060976 0.9448 -6.63
265186_at Expressed protein ; supported by f --- AT1G23560 -1.03 -0.04 -0.26 0.80083099 0.9450 -6.63
252837_at putative protein hypothetical protei --- --- -1.02 -0.03 -0.26 0.80079289 0.9450 -6.63
264424_at unknown protein similar to hypothe--- AT1G61740 1.03 0.04 0.26 0.80140156 0.9450 -6.63
263108_at hypothetical protein similar to putat--- AT1G65240 -1.07 -0.10 -0.26 0.80158139 0.9450 -6.63
253948_at Avr9 elicitor response like protein --- AT4G26940 1.02 0.03 0.26 0.80143775 0.9450 -6.63
261060_at unknown protein --- AT1G17340 1.03 0.04 0.26 0.80100693 0.9450 -6.63
264320_at unknown protein --- AT1G04090 1.02 0.02 0.26 0.80125593 0.9450 -6.63
253284_at putative protein hydroxyproline-ric --- AT4G34150 -1.05 -0.06 -0.26 0.80123289 0.9450 -6.63
259951_at unknown protein --- AT1G71490 -1.02 -0.03 -0.26 0.80156374 0.9450 -6.63
247649_at KED - like protein KED, Nicotiana --- AT5G60030 -1.02 -0.03 -0.26 0.80099147 0.9450 -6.63
266688_at hypothetical protein --- AT2G19660 -1.02 -0.02 -0.26 0.80138487 0.9450 -6.63
256431_s_at putative disease resistance proteinAtRLP34 AT3G11010 / 1.04 0.06 0.26 0.80123069 0.9450 -6.63
260139_at Myb-related transcription factor, puMYB114 AT1G66380 -1.02 -0.03 -0.26 0.80112622 0.9450 -6.63
254562_at cytochrome P450 cytochrome P45CYP707A1 AT4G19230 -1.05 -0.07 -0.26 0.8012475 0.9450 -6.63
258589_at putative GDSL-motif lipase/acylhydLTL1 AT3G04290 -1.02 -0.04 -0.26 0.80124819 0.9450 -6.63
254252_at serine/threonine kinase - like prote--- AT4G23310 -1.03 -0.04 -0.26 0.80104721 0.9450 -6.63
253449_at putative protein hypothetical prote --- AT4G32700 1.02 0.03 0.26 0.80139632 0.9450 -6.63
259355_at hypothetical protein predicted by g --- AT3G05240 1.02 0.03 0.26 0.80151009 0.9450 -6.63
253488_at putative protein reproductive merisREM1 AT4G31610 1.03 0.04 0.26 0.80150153 0.9450 -6.63
252939_at NAD(P)H oxidoreductase, isoflavo--- AT4G39230 1.08 0.10 0.26 0.80171638 0.9450 -6.63
264737_at unknown protein --- AT1G62210 -1.03 -0.04 -0.26 0.80174768 0.9450 -6.63
266306_at hypothetical protein predicted by g --- AT2G26970 -1.02 -0.03 -0.26 0.8017506 0.9450 -6.63
260743_at unknown protein --- AT1G15030 -1.04 -0.06 -0.26 0.80163393 0.9450 -6.63
252481_at putative protein DCL PROTEIN, C--- AT3G46630 -1.02 -0.03 -0.26 0.80195513 0.9450 -6.63



253738_at photosystem I subunit PSI-E - like PSAE-1 AT4G28750 -1.02 -0.02 -0.26 0.80195088 0.9450 -6.63
256326_at RING zinc-finger protein, putative --- AT3G02340 1.03 0.04 0.26 0.80185647 0.9450 -6.63
247702_at putative protein  ;supported by full- --- AT5G59500 1.02 0.03 0.26 0.80195928 0.9450 -6.63
263762_at putative kinesin heavy chain  ; sup --- AT2G21380 1.03 0.05 0.26 0.80184808 0.9450 -6.63
257583_at hypothetical protein PMI2 AT1G66480 -1.09 -0.12 -0.26 0.80200694 0.9450 -6.63
263233_at hypothetical protein similar to Na/H--- AT1G05577 1.02 0.02 0.26 0.80206143 0.9450 -6.63
255358_at hypothetical protein --- AT4G03940 1.02 0.03 0.26 0.80210914 0.9450 -6.63
257155_at hypothetical protein predicted by g --- AT3G27290 -1.03 -0.04 -0.26 0.80217184 0.9451 -6.63
253505_at Cytochrome P450-like protein flav CYP82C2 AT4G31970 -1.03 -0.04 -0.26 0.80227378 0.9451 -6.63
249870_at unknown protein TGH AT5G23080 1.05 0.07 0.26 0.80225312 0.9451 -6.63
263651_at unknown protein Similar to Nicotian--- AT1G04340 -1.03 -0.04 -0.26 0.80235293 0.9451 -6.63
257375_at unknown protein --- AT2G38640 1.06 0.09 0.26 0.80231806 0.9451 -6.63
250606_s_at pectin methyl-esterase-like proteinPPME1 AT1G69940 / 1.02 0.03 0.26 0.80239701 0.9451 -6.63
265482_at hypothetical protein contains a dom--- AT2G15780 -1.17 -0.23 -0.26 0.80245153 0.9451 -6.63
255110_at peroxidase C2 precursor like prote--- AT4G08770 1.11 0.15 0.26 0.80258142 0.9452 -6.63
246335_at lethal leaf-spot 1 homolog Lls1 ACD1 AT3G44880 -1.03 -0.04 -0.26 0.80262077 0.9452 -6.63
262601_at hypothetical protein similar to GB:PATHSRP54AT1G15310 -1.03 -0.04 -0.26 0.80254839 0.9452 -6.63
253598_at ribosomal protein S11 - like riboso--- AT4G30800 -1.06 -0.08 -0.26 0.80269078 0.9452 -6.63
255697_at hypothetical protein --- AT4G00130 -1.03 -0.04 -0.26 0.80270859 0.9452 -6.63
254692_at putative protein predicted protein, --- AT4G17860 1.02 0.03 0.26 0.80305043 0.9454 -6.63
250438_at putative protein predicted protein, --- AT5G10580 -1.02 -0.03 -0.26 0.80301891 0.9454 -6.63
247066_at DNA binding protein-like --- AT5G66940 1.02 0.02 0.26 0.80300633 0.9454 -6.63
257032_at zinc finger protein, putative similar--- AT3G19140 1.02 0.02 0.26 0.80307836 0.9454 -6.63
253146_at putative protein predicted protein, --- AT4G35590 1.02 0.03 0.26 0.80302037 0.9454 -6.63
263312_at putative replication protein A1 --- --- 1.02 0.03 0.26 0.80316865 0.9454 -6.63
247199_at DNA binding protein TGA1a homolTGA1 AT5G65210 1.04 0.06 0.26 0.80321114 0.9454 -6.63
249843_at putative protein similar to unknownSGS3 AT5G23570 -1.03 -0.04 -0.26 0.80347281 0.9455 -6.63
260423_at unknown protein ATEXO70DAT1G72470 -1.05 -0.07 -0.26 0.80390109 0.9455 -6.63
252527_at dTDP-glucose 4-6-dehydratases-l UXS5 AT3G46440 1.02 0.04 0.26 0.80398662 0.9455 -6.63
249054_at unknown protein --- AT5G02870 / -1.02 -0.03 -0.26 0.80390879 0.9455 -6.63
258560_at hypothetical protein predicted by g --- AT3G06020 -1.03 -0.04 -0.26 0.80379576 0.9455 -6.63
263195_at non-specific lipid transfer protein, --- AT1G36150 -1.03 -0.04 -0.26 0.80352613 0.9455 -6.63
261167_at disulfide isomerase-related proteinATPDIL2-2 AT1G04980 1.07 0.10 0.26 0.80364779 0.9455 -6.63
257896_at basic chitinase, putative similar to --- AT3G16920 1.08 0.11 0.26 0.80395463 0.9455 -6.63
266783_at putative laccase (diphenol oxidase LAC2 AT2G29130 1.03 0.04 0.26 0.80341504 0.9455 -6.63



259004_at putative protein kinase C-terminal --- AT3G01840 1.02 0.03 0.26 0.8036159 0.9455 -6.63
248159_at unknown protein --- AT5G54460 -1.02 -0.02 -0.26 0.80374233 0.9455 -6.63
253442_at H+-transporting ATPase - like prot--- AT4G32530 -1.02 -0.03 -0.26 0.80345269 0.9455 -6.63
264974_at unknown protein contains Pfam proATHB54 AT1G27050 -1.02 -0.03 -0.26 0.80386978 0.9455 -6.63
246991_at peroxidase (emb|CAA66967.1) --- AT5G67400 1.02 0.03 0.26 0.80395345 0.9455 -6.63
254381_at putative protein membrane-associ --- AT4G21880 1.02 0.04 0.26 0.80375514 0.9455 -6.63
251515_at putative protein several hypothetica--- AT3G59270 1.02 0.02 0.26 0.80360334 0.9455 -6.63
247646_at putative protein various predicted --- AT5G59990 1.02 0.03 0.26 0.80354876 0.9455 -6.63
254003_at hypothetical protein --- AT4G26290 -1.02 -0.03 -0.26 0.80391564 0.9455 -6.63
257038_at longevity factor-like protein similarLOH2 AT3G19260 -1.04 -0.06 -0.26 0.80426531 0.9456 -6.63
264451_s_at putative lectin receptor kinase very--- --- 1.02 0.03 0.26 0.804177 0.9456 -6.63
262244_at serine threonine kinase, putative sCIPK17 AT1G48260 -1.10 -0.13 -0.26 0.80424082 0.9456 -6.63
256393_at hypothetical protein --- AT3G06280 -1.02 -0.03 -0.26 0.80427176 0.9456 -6.63
262669_at hypothetical protein --- AT1G62850 -1.02 -0.03 -0.26 0.80429579 0.9456 -6.63
260222_at putative alpha galactosyltransferasXXT5 AT1G74380 -1.04 -0.06 -0.26 0.80462072 0.9457 -6.64
245277_at glucosyltransferase like protein ; suIAGLU AT4G15550 -1.04 -0.06 -0.26 0.80472388 0.9457 -6.64
248162_at 1,4-benzoquinone reductase-like; FQR1 AT5G54500 1.04 0.05 0.26 0.8048979 0.9457 -6.64
254303_at predicted protein --- AT4G22830 -1.02 -0.03 -0.26 0.80510641 0.9457 -6.64
247771_at Ran binding protein 1 homolog - li RANBP1 AT5G58590 1.02 0.03 0.26 0.80469805 0.9457 -6.64
259659_at hypothetical protein contains simila--- AT1G55170 -1.03 -0.04 -0.26 0.80472215 0.9457 -6.64
262586_at hypothetical protein predicted by g --- AT1G15480 -1.04 -0.05 -0.26 0.80497368 0.9457 -6.64
259198_at hypothetical protein similar to F1N2--- AT3G03610 -1.02 -0.03 -0.26 0.80514449 0.9457 -6.64
250991_at metallothionein 2b  ; supported by MT2B AT5G02380 1.02 0.03 0.26 0.80519988 0.9457 -6.64
251396_at transketolase - like protein transke--- AT3G60750 -1.02 -0.03 -0.26 0.80516941 0.9457 -6.64
250715_at splicing factor 3a  ; supported by c ATO AT5G06160 -1.03 -0.04 -0.26 0.80466713 0.9457 -6.64
254987_s_at hypothetical protein --- AT4G10660 / -1.02 -0.02 -0.26 0.80471509 0.9457 -6.64
247795_at putative protein zinc finger transcr --- AT5G58620 -1.02 -0.03 -0.26 0.80503189 0.9457 -6.64
258631_at putative polygalacturonase similar QRT2 AT3G07970 1.07 0.09 0.26 0.80516472 0.9457 -6.64
258035_at putative Ca2+-transporting ATPaseACA9 AT3G21180 -1.02 -0.03 -0.26 0.80448621 0.9457 -6.64
267018_at unknown protein SVR1 AT2G39140 -1.03 -0.05 -0.26 0.80505898 0.9457 -6.64
256351_at NPK1-related protein kinase, puta ANP2 AT1G54960 -1.02 -0.03 -0.26 0.8045719 0.9457 -6.64
257425_at hypothetical protein similar to heat --- AT1G60400 1.03 0.04 0.26 0.80490136 0.9457 -6.64
257462_at hypothetical protein --- AT1G65740 -1.02 -0.03 -0.26 0.80522094 0.9457 -6.64
249182_at putative protein similar to unknown--- AT5G42960 1.02 0.03 0.26 0.80509768 0.9457 -6.64
267491_at unknown protein predicted by gens--- --- -1.03 -0.04 -0.26 0.80530857 0.9457 -6.64



247911_at putative protein contains similarity XRCC3 AT5G57450 -1.02 -0.03 -0.26 0.80539178 0.9458 -6.64
259608_at unknown protein ECT9 AT1G27960 1.02 0.03 0.26 0.80568797 0.9461 -6.64
246027_at homoserine dehydrogenase-like p --- AT5G21060 1.03 0.05 0.26 0.80576796 0.9461 -6.64
264543_at hypothetical protein predicted by g --- AT1G55780 -1.03 -0.04 -0.26 0.80576279 0.9461 -6.64
251981_at putative protein BETA-GALACTOS--- AT3G53080 1.02 0.03 0.26 0.80582628 0.9461 -6.64
250311_at unknown protein --- AT5G12240 1.02 0.02 0.26 0.80589152 0.9461 -6.64
265283_at unknown protein predicted by geneMUR3 AT2G20370 1.03 0.04 0.25 0.80634542 0.9462 -6.64
262052_at hypothetical protein identical to hyp--- --- -1.02 -0.03 -0.26 0.80620489 0.9462 -6.64
258990_at unknown protein  ;supported by ful --- AT3G08840 -1.03 -0.05 -0.26 0.80633154 0.9462 -6.64
258176_at B regulatory subunit of PP2A, puta--- AT3G21650 1.04 0.06 0.26 0.80619921 0.9462 -6.64
248151_at Lhcb3 chlorophyll a/b binding proteLHCB3 AT5G54270 1.04 0.06 0.26 0.80629297 0.9462 -6.64
260960_at calcium-binding protein, putative s--- AT1G05990 -1.02 -0.03 -0.26 0.80611966 0.9462 -6.64
258173_at putative protein kinase similar to sCERK1 AT3G21630 1.02 0.03 0.26 0.8059871 0.9462 -6.64
263874_at putative ATP synthase  ;supported --- AT2G21870 -1.03 -0.04 -0.26 0.80608792 0.9462 -6.64
247956_at cytokinin oxidase  ; supported by c CKX3 AT5G56970 1.02 0.03 0.25 0.80637692 0.9462 -6.64
255534_at CHP-rich hypothetical protein simil --- AT4G02190 -1.02 -0.03 -0.26 0.80628624 0.9462 -6.64
262855_at putative inorganic phosphate trans --- AT1G20860 -1.03 -0.04 -0.26 0.8062217 0.9462 -6.64
258171_at unknown protein --- AT3G21610 1.02 0.03 0.25 0.80656085 0.9463 -6.64
AFFX-r2-At-GA Arabidopsis thaliana /REF=M6411--- --- 1.04 0.06 0.25 0.80677076 0.9465 -6.64
249486_at receptor protein kinase - like prote--- AT5G39030 -1.02 -0.03 -0.25 0.80675663 0.9465 -6.64
248100_at beta-1,3-glucanase-like protein  ;s --- AT5G55180 1.06 0.09 0.25 0.80716256 0.9465 -6.64
265974_at unknown protein --- --- 1.04 0.05 0.25 0.80710071 0.9465 -6.64
255224_at putative protein hypothetical prote --- AT4G05400 1.03 0.04 0.25 0.80686444 0.9465 -6.64
246433_at glutamine-rich protein predicted pr--- AT5G17510 -1.03 -0.04 -0.25 0.80691825 0.9465 -6.64
247476_at putative protein --- AT5G62330 1.02 0.03 0.25 0.80713723 0.9465 -6.64
264672_at hypothetical protein predicted by g --- AT1G09750 1.19 0.25 0.25 0.80701003 0.9465 -6.64
257133_at hypothetical protein predicted by g --- AT3G17190 1.02 0.02 0.25 0.80696466 0.9465 -6.64
266015_at putative carbonyl reductase --- AT2G24190 -1.02 -0.03 -0.25 0.80709748 0.9465 -6.64
258703_at unknown protein --- AT3G09750 -1.02 -0.03 -0.25 0.80701603 0.9465 -6.64
249833_at putative protein contains similarity --- AT5G23430 -1.03 -0.04 -0.25 0.80730426 0.9465 -6.64
246849_at putative protein various predicted --- AT5G26850 1.05 0.07 0.25 0.80729679 0.9465 -6.64
264985_at unknown protein ;supported by full --- AT1G27150 -1.04 -0.05 -0.25 0.80730528 0.9465 -6.64
263520_at putative protein kinase contains a p--- AT2G42640 -1.02 -0.03 -0.25 0.80747368 0.9466 -6.64
250907_at putative protein predicted proteins --- AT5G03670 -1.02 -0.03 -0.25 0.80749487 0.9466 -6.64
259099_at unknown protein similar to GB:AAB--- AT3G05010 1.02 0.03 0.25 0.80745093 0.9466 -6.64



252702_at putative protein predicted proteins --- --- 1.02 0.03 0.25 0.80749084 0.9466 -6.64
261283_s_at hypothetical protein predicted by g --- --- 1.02 0.02 0.25 0.80762585 0.9467 -6.64
260245_at putative RNA-binding protein similaGR-RBP5 AT1G74230 1.02 0.02 0.25 0.80776405 0.9467 -6.64
247287_at unknown protein  ; supported by cD--- AT5G64230 1.04 0.05 0.25 0.80771557 0.9467 -6.64
258403_at hypothetical protein predicted by g --- AT3G15380 -1.02 -0.03 -0.25 0.80779322 0.9467 -6.64
255341_at putative receptor-like protein kinas --- AT4G04500 1.13 0.17 0.25 0.80781677 0.9467 -6.64
249638_at acetyl-CoA synthetase  ; supported--- AT5G36880 -1.05 -0.07 -0.25 0.80789858 0.9467 -6.64
261384_at hypothetical protein predicted by g --- AT1G05440 1.02 0.03 0.25 0.80800716 0.9467 -6.64
248055_at serine/threonine-specific kinase lik --- AT5G55830 -1.02 -0.03 -0.25 0.8080338 0.9467 -6.64
258598_at hypothetical protein predicted by g --- AT3G04410 -1.03 -0.04 -0.25 0.80796662 0.9467 -6.64
253144_at putative protein transcription facto --- AT4G35540 1.02 0.03 0.25 0.80815391 0.9468 -6.64
255942_at UDP-glucose glucosyltransferase i AtUGT85A2AT1G22360 -1.07 -0.10 -0.25 0.80812687 0.9468 -6.64
246984_at cytochrome P450 CYP81G1 AT5G67310 1.07 0.10 0.25 0.80830961 0.9468 -6.64
247866_at endoxyloglucan transferase (gb|AAXTR3 AT5G57550 -1.07 -0.09 -0.25 0.8084195 0.9468 -6.64
264766_at receptor kinase, putative similar to--- AT1G61420 1.05 0.07 0.25 0.80847611 0.9468 -6.64
263993_at hypothetical protein predicted by g --- --- -1.02 -0.03 -0.25 0.80845968 0.9468 -6.64
259135_at hypothetical protein predicted by g RAD9 AT3G05480 -1.03 -0.04 -0.25 0.8082443 0.9468 -6.64
257934_at serine carboxypeptidase, putative scpl21 AT3G25420 1.03 0.04 0.25 0.80837819 0.9468 -6.64
261123_at hypothetical protein predicted by g --- AT1G62860 1.03 0.04 0.25 0.80843546 0.9468 -6.64
255545_at putative polygalacturonidase simil --- AT4G01890 1.02 0.03 0.25 0.8085617 0.9469 -6.64
263091_at unknown protein --- AT2G16200 1.02 0.03 0.25 0.80866269 0.9469 -6.64
248453_at unknown protein --- AT5G51340 1.02 0.03 0.25 0.8087734 0.9470 -6.64
247921_at CONSTANS-like B-box zinc finger COL5 AT5G57660 -1.03 -0.04 -0.25 0.8088314 0.9470 -6.64
267179_at putative ADP ribosylation factor 1 GAGD7 AT2G37550 1.03 0.04 0.25 0.80892603 0.9471 -6.64
249666_at phytochrome C (sp|P14714) PHYC AT5G35840 1.03 0.04 0.25 0.80900306 0.9471 -6.64
255555_at putative protein transport factor  ; s--- AT4G01810 1.02 0.03 0.25 0.80901228 0.9471 -6.64
256101_at hypothetical protein predicted by g --- AT1G13760 -1.02 -0.03 -0.25 0.80900068 0.9471 -6.64
246375_at light repressible receptor protein k --- AT1G51830 -1.03 -0.04 -0.25 0.80913179 0.9472 -6.64
245740_at amino acid permease, putative almAAP5 AT1G44100 1.03 0.04 0.25 0.80929861 0.9473 -6.64
252577_at putative protein putative proteins - --- AT3G45460 1.02 0.02 0.25 0.80932965 0.9473 -6.64
266639_at defender against cell death proteinDAD2 AT2G35520 1.02 0.03 0.25 0.80945124 0.9474 -6.64
257187_at hypothetical protein predicted by g --- AT3G13140 -1.02 -0.03 -0.25 0.80953827 0.9474 -6.64
245840_at hypothetical protein predicted by g --- AT1G58420 1.05 0.07 0.25 0.80952816 0.9474 -6.64
248280_at putative protein similar to unknown--- AT5G52950 -1.02 -0.03 -0.25 0.80961051 0.9474 -6.64
266016_at putative RING zinc finger protein  ; --- AT2G18670 / 1.02 0.03 0.25 0.80966139 0.9474 -6.64



258363_at putative pectin methylesterase simATPMEPCRAT3G14300 -1.02 -0.03 -0.25 0.80973151 0.9475 -6.64
253871_at protochlorophyllide reductase prec PORB AT4G27440 -1.03 -0.04 -0.25 0.81013002 0.9476 -6.64
261788_at unknown protein ;supported by full NDF1 AT1G15980 1.04 0.05 0.25 0.81008614 0.9476 -6.64
266792_at putative sucrose/H+ symporter SUT2 AT2G02860 1.05 0.07 0.25 0.81014367 0.9476 -6.64
262557_at photosystem I subunit III precurso --- AT1G31330 / -1.02 -0.03 -0.25 0.81012063 0.9476 -6.64
264534_at hypothetical protein predicted by g --- AT1G55700 1.03 0.04 0.25 0.81014895 0.9476 -6.64
264407_at unknown protein similar to EST gb --- AT1G10180 -1.02 -0.03 -0.25 0.8099739 0.9476 -6.64
258492_at unknown protein --- AT3G02390 1.02 0.03 0.25 0.81010165 0.9476 -6.64
256582_at unknown protein --- AT3G28840 -1.02 -0.03 -0.25 0.80993699 0.9476 -6.64
260314_at unknown protein similar to putative--- AT1G63830 -1.04 -0.05 -0.25 0.8102418 0.9476 -6.64
246147_s_at 26S proteasome AAA-ATPase subRPT6A AT5G19990 / 1.02 0.03 0.25 0.81031681 0.9477 -6.64
257535_at hypothetical protein predicted by g --- AT3G09490 -1.04 -0.06 -0.25 0.81045931 0.9478 -6.64
261351_at hypothetical protein predicted by g --- AT1G79790 -1.02 -0.03 -0.25 0.81054622 0.9478 -6.64
252470_at protein kinase 6-like protein protei --- AT3G46930 1.06 0.08 0.25 0.81072322 0.9478 -6.64
245467_at hypothetical protein --- AT4G16610 1.03 0.04 0.25 0.81085367 0.9478 -6.64
259752_at spore coat protein-like protein simi LPR2 AT1G71040 -1.03 -0.04 -0.25 0.81087817 0.9478 -6.64
251224_at hypothetical protein --- AT3G62620 -1.02 -0.03 -0.25 0.81089857 0.9478 -6.64
256340_at DnaJ protein, putative contains Pf --- AT1G72070 1.02 0.03 0.25 0.81096253 0.9478 -6.64
250276_at putative protein mRNA, Moritella m--- AT5G13030 1.02 0.03 0.25 0.8109316 0.9478 -6.64
249770_at unknown protein ;supported by full WRKY30 AT5G24110 -1.12 -0.16 -0.25 0.81086124 0.9478 -6.64
252748_at putative protein putative proteins - --- --- -1.02 -0.03 -0.25 0.81083722 0.9478 -6.64
245102_at putative non-LTR retroelement rev --- --- -1.03 -0.04 -0.25 0.81062885 0.9478 -6.64
255174_at putative Athila-like protein --- --- -1.02 -0.02 -0.25 0.81096073 0.9478 -6.64
258178_at hypothetical protein predicted by g --- AT3G21680 1.02 0.02 0.25 0.81071514 0.9478 -6.64
260583_x_at putative polyribonucleotide phosph--- AT2G47220 1.03 0.04 0.25 0.81101244 0.9478 -6.64
247042_at putative protein similar to unknown--- AT5G67220 1.02 0.03 0.25 0.81113383 0.9478 -6.64
257742_at hypothetical protein predicted by g SDH2-1 AT3G27380 -1.02 -0.03 -0.25 0.81109709 0.9478 -6.64
263402_at hypothetical protein similar to hypo--- AT2G04050 -1.08 -0.11 -0.25 0.81125342 0.9479 -6.64
265240_s_at hypothetical protein --- AT2G07691 1.02 0.03 0.25 0.8112888 0.9479 -6.64
248697_at putative protein contains similarity --- AT5G48370 -1.04 -0.05 -0.25 0.81133632 0.9479 -6.64
251872_at putative protein predicted protein A--- AT3G54570 1.02 0.03 0.25 0.81148187 0.9481 -6.64
260391_at putative strictosidine synthase extr SS2 AT1G74020 -1.02 -0.03 -0.25 0.81159879 0.9481 -6.64
246169_at putative protein predicted protein, --- AT5G32470 -1.02 -0.03 -0.25 0.81171546 0.9481 -6.64
256888_at hypothetical protein predicted by g --- AT3G15160 -1.02 -0.03 -0.25 0.81174595 0.9481 -6.64
260623_at high-affinity nitrate transporter NRTATNRT2:1 AT1G08090 -1.02 -0.03 -0.25 0.81171262 0.9481 -6.64



245923_at putative protein predicted proteins --- AT5G28820 -1.02 -0.03 -0.25 0.81170967 0.9481 -6.64
258609_at unknown protein  ;supported by ful --- AT3G02910 1.02 0.03 0.25 0.81232829 0.9482 -6.64
252650_at putative protein --- AT3G44690 -1.02 -0.03 -0.25 0.81221618 0.9482 -6.64
246232_at hypothetical protein EMB2754 AT4G36630 -1.02 -0.03 -0.25 0.81201832 0.9482 -6.64
263659_at unknown protein EST gb|ATTS567--- AT1G04470 1.02 0.03 0.25 0.81227583 0.9482 -6.64
254531_at putative protein predicted protein, --- AT4G19650 1.03 0.04 0.25 0.81207074 0.9482 -6.64
251966_at receptor lectin kinase -like protein --- AT3G53380 1.03 0.04 0.25 0.81227586 0.9482 -6.64
259898_at hypothetical protein predicted by g --- AT1G71200 1.02 0.03 0.25 0.81194543 0.9482 -6.64
253127_at putative Myc-type transcription fac--- AT4G36060 -1.02 -0.03 -0.25 0.8122242 0.9482 -6.64
258763_s_at putative beta-mannan endohydrola--- AT3G10900 / 1.02 0.02 0.25 0.81203859 0.9482 -6.64
264398_at unknown protein similar to hypothe--- AT1G61730 -1.02 -0.03 -0.25 0.81214889 0.9482 -6.64
256702_at unknown protein contains Pfam pro--- AT3G30380 -1.03 -0.04 -0.25 0.81230681 0.9482 -6.64
256039_at hypothetical protein contains simila--- AT1G19190 1.03 0.04 0.25 0.81196919 0.9482 -6.64
252641_at putative protein predicted protein, --- AT3G44570 1.02 0.03 0.25 0.81196743 0.9482 -6.64
254578_at putative pectinacetylesterase prote--- AT4G19400 / 1.03 0.05 0.25 0.81243184 0.9482 -6.64
250395_at putative protein cylicin II, bovine, P--- AT5G10950 -1.03 -0.04 -0.25 0.81251643 0.9482 -6.64
250336_at alpha-glucosidase 1  ; supported b --- AT5G11720 1.02 0.03 0.25 0.81247715 0.9482 -6.64
265696_at putative molybdopterin biosynthesiCNX2 AT2G31955 1.04 0.05 0.25 0.81244081 0.9482 -6.64
256694_at hypothetical protein predicted gens--- --- 1.02 0.03 0.25 0.81264758 0.9483 -6.64
266975_at hypothetical protein predicted by g ATEXO70HAT2G39380 -1.05 -0.07 -0.25 0.81268062 0.9483 -6.64
260702_at calmodulin, putative similar to calm--- AT1G32250 1.02 0.03 0.25 0.81278717 0.9484 -6.64
264830_at hypothetical protein predicted by g --- AT1G03710 -1.02 -0.03 -0.25 0.81292584 0.9485 -6.64
260693_at peptide transporter PTR2-B, putat NRT1.5 AT1G32450 -1.05 -0.07 -0.25 0.81301473 0.9485 -6.64
247798_at subtilisin-like serine protease conta--- AT5G58830 -1.02 -0.02 -0.25 0.81303012 0.9485 -6.64
253993_at mitogen activated protein kinase kiMEK1 AT4G26070 1.04 0.05 0.25 0.81317624 0.9486 -6.64
262660_at putative protein kinase VIK AT1G14000 -1.02 -0.03 -0.25 0.81316101 0.9486 -6.64
264232_at putative protein kinase Pfam HMM --- AT1G67470 1.07 0.10 0.25 0.81324995 0.9486 -6.64
257627_at cytochrome P450, putative containCYP71B25 AT3G26270 -1.02 -0.03 -0.25 0.81345873 0.9488 -6.64
260503_at proteasome, 30 kda subunit (ec 3.PAF2 AT1G47250 -1.02 -0.03 -0.25 0.81367332 0.9490 -6.64
250043_at putative protein proline-rich protein--- AT5G18430 1.02 0.03 0.25 0.81365142 0.9490 -6.64
264940_at galactinol synthase, putative similaAtGolS4 AT1G60470 -1.06 -0.09 -0.24 0.81376523 0.9490 -6.64
258960_at hypothetical protein similar to myb--- AT3G10590 -1.02 -0.03 -0.24 0.81381812 0.9490 -6.64
266251_s_at unknown protein --- AT2G18320 / -1.02 -0.02 -0.24 0.81387504 0.9491 -6.64
258066_at hypothetical protein predicted by g --- AT3G25970 1.02 0.02 0.24 0.81392218 0.9491 -6.64
257105_at unknown protein --- AT3G15300 1.03 0.04 0.24 0.81401246 0.9491 -6.64



249118_at putative protein similar to unknown--- AT5G43870 1.02 0.04 0.24 0.81426322 0.9491 -6.64
252121_at GDP-D-mannose-4,6-dehydrataseMUR1 AT3G51160 1.04 0.06 0.24 0.8141587 0.9491 -6.64
252692_at cysteine proteinase contains simila--- AT3G43960 -1.05 -0.07 -0.24 0.81414648 0.9491 -6.64
255314_at putative transposon protein --- --- 1.02 0.03 0.24 0.81415545 0.9491 -6.64
252533_at putative protein predicted proteins --- AT3G46110 -1.06 -0.08 -0.24 0.81422194 0.9491 -6.64
251065_at lipid-transfer protein-like lipid-trans--- AT5G01870 1.02 0.03 0.24 0.81425947 0.9491 -6.64
250091_at unknown protein --- AT5G17340 1.02 0.02 0.24 0.81435694 0.9492 -6.64
254790_at probable photosystem I chain XI pPSAL AT4G12800 -1.02 -0.03 -0.24 0.8145545 0.9493 -6.64
267091_at Expressed protein ; supported by f --- AT2G38185 1.03 0.04 0.24 0.81460176 0.9493 -6.64
247402_at putative protein predicted proteins --- AT5G62750 -1.02 -0.03 -0.24 0.81454975 0.9493 -6.64
246037_at putative protein predicted chromos--- AT5G19420 -1.02 -0.03 -0.24 0.8145677 0.9493 -6.64
254600_at 4-coumarate-CoA ligase - like 4-co--- AT4G19010 -1.03 -0.05 -0.24 0.81465457 0.9493 -6.64
255335_at putative transposon protein --- --- 1.02 0.03 0.24 0.81480321 0.9493 -6.64
257243_at pectate lyase, putative similar to G--- AT3G24230 1.01 0.02 0.24 0.8148085 0.9493 -6.64
258137_at Expressed protein ; supported by cUBC37 AT3G24515 1.02 0.02 0.24 0.81477447 0.9493 -6.64
250034_at apyrase (gb|AAF00612.1)  ; suppo ATAPY2 AT5G18280 -1.02 -0.03 -0.24 0.81486573 0.9493 -6.64
252742_at putative protein glyceraldehyde-3- --- AT3G43290 -1.02 -0.03 -0.24 0.81504178 0.9495 -6.64
262984_at hypothetical protein predicted by g --- AT1G54460 -1.04 -0.05 -0.24 0.81512865 0.9495 -6.64
250481_at putative protein --- AT5G10310 -1.02 -0.03 -0.24 0.81522119 0.9496 -6.64
261488_at Expressed protein ; supported by f --- AT1G14345 -1.02 -0.03 -0.24 0.81524691 0.9496 -6.64
257964_at hypothetical protein similar to hypo--- AT3G19850 -1.03 -0.05 -0.24 0.81544335 0.9496 -6.64
261806_at ferrodoxin NADP oxidoreductase, ATRFNR2 AT1G30510 1.04 0.05 0.24 0.81538168 0.9496 -6.64
256252_at glucosyl transferase, putative simi --- AT3G11340 1.12 0.17 0.24 0.81549925 0.9496 -6.64
257571_at hypothetical protein predicted by g--- AT3G16870 -1.04 -0.05 -0.24 0.8155151 0.9496 -6.64
248987_at dimethylaniline monooxygenase (N--- AT5G45180 -1.02 -0.03 -0.24 0.81554397 0.9496 -6.64
266335_at putative cytochrome P450  ; suppoKAO2 AT2G32440 1.03 0.05 0.24 0.81534955 0.9496 -6.64
245239_at putative homeodomain-protein simFWA AT4G25530 -1.02 -0.03 -0.24 0.81542445 0.9496 -6.64
264377_at similar to early nodulins --- AT2G25060 -1.02 -0.02 -0.24 0.81567762 0.9497 -6.64
248286_at putative protein similar to unknown--- AT5G52870 1.05 0.06 0.24 0.81582619 0.9498 -6.64
248082_at fimbrin --- AT5G55400 -1.04 -0.05 -0.24 0.81598573 0.9499 -6.64
260816_at hypothetical protein predicted by g --- AT1G06930 -1.03 -0.04 -0.24 0.81600579 0.9499 -6.64
258370_at Expressed protein ; supported by f --- AT3G14395 -1.02 -0.03 -0.24 0.81597533 0.9499 -6.64
266316_at unknown protein  ; supported by cD--- AT2G27080 -1.10 -0.14 -0.24 0.81617593 0.9500 -6.64
262474_at hypothetical protein identical to hypFU AT1G50240 -1.02 -0.03 -0.24 0.8163863 0.9502 -6.64
249221_at serine/threonine protein kinase-like--- AT5G42440 -1.02 -0.04 -0.24 0.81650315 0.9503 -6.64



264414_s_at putative protein several hypothetica--- --- 1.03 0.05 0.24 0.81658908 0.9504 -6.64
251559_at putative protein hypothetical prote --- AT3G58010 1.03 0.04 0.24 0.81672621 0.9505 -6.64
245276_at DNA-binding homeotic protein AthbATHB-2 AT4G16780 -1.02 -0.03 -0.24 0.81713187 0.9506 -6.64
259743_at hypothetical protein predicted by g --- AT1G71140 -1.08 -0.11 -0.24 0.81695107 0.9506 -6.64
262645_at unknown protein similar to elongat SCO1 AT1G62750 -1.02 -0.04 -0.24 0.8172396 0.9506 -6.64
245888_at putative protein DNA-binding prote--- AT5G09450 1.02 0.03 0.24 0.81720954 0.9506 -6.64
257713_at succinate dehydrogenase iron-proSDH2-1 AT3G27380 -1.03 -0.05 -0.24 0.81698095 0.9506 -6.64
257331_at hypothetical protein --- --- -1.02 -0.03 -0.24 0.81710681 0.9506 -6.64
254277_at myb-like protein myb-related transMYB85 AT4G22680 -1.06 -0.09 -0.24 0.81711424 0.9506 -6.64
260097_at putative transporter similar to orga AtOCT1 AT1G73220 -1.12 -0.16 -0.24 0.81703674 0.9506 -6.64
252651_at putative protein several hypothetica--- AT3G44700 1.02 0.03 0.24 0.81721949 0.9506 -6.64
247729_at 1-aminocyclopropane-1-carboxyla --- AT5G59530 1.04 0.05 0.24 0.81767512 0.9508 -6.64
262802_at putative cell division control protei CDKB2;2 AT1G20930 -1.02 -0.02 -0.24 0.81786888 0.9508 -6.64
251944_at ABC transporter -like protein breas--- AT3G53510 1.03 0.04 0.24 0.81754227 0.9508 -6.64
261711_at unknown protein similar to hypothe--- AT1G32700 1.02 0.03 0.24 0.81761593 0.9508 -6.64
250537_at Expressed protein ; supported by f --- AT5G08565 1.03 0.05 0.24 0.81748058 0.9508 -6.64
261719_at hypothetical protein similar to hypo--- AT1G18390 1.06 0.08 0.24 0.81788103 0.9508 -6.64
249051_at berberine bridge enzyme-like prote--- AT5G44390 -1.02 -0.03 -0.24 0.8175731 0.9508 -6.64
256422_at unknown protein MOS2 AT1G33520 1.02 0.03 0.24 0.81784421 0.9508 -6.64
246766_at hypothetical protein --- AT5G27340 -1.03 -0.04 -0.24 0.81795724 0.9508 -6.64
245154_at putative protein similarity to predict--- AT5G12460 1.02 0.03 0.24 0.81777784 0.9508 -6.64
265462_at putative vetispiradiene synthase --- AT2G37140 1.02 0.03 0.24 0.81755926 0.9508 -6.64
263450_at putative calcium-dependent proteinCPK24 AT2G31500 1.02 0.02 0.24 0.81794426 0.9508 -6.64
254528_at hypothetical protein --- AT4G19620 -1.02 -0.03 -0.24 0.81785761 0.9508 -6.64
262520_at putative polygalacturonase After fi --- AT1G17150 -1.02 -0.03 -0.24 0.81787231 0.9508 -6.64
249765_at putative protein contains similarity SLAH3 AT5G24030 1.07 0.09 0.24 0.81801049 0.9508 -6.64
253390_at hypothetical protein  ;supported by --- AT4G32750 1.03 0.04 0.24 0.81804095 0.9508 -6.64
265249_at putative C2H2-type zinc finger protSGR5 AT2G01940 -1.05 -0.07 -0.24 0.81817544 0.9509 -6.64
250191_at kinase - like protein RING3 proteinATBET9 AT5G14270 -1.02 -0.03 -0.24 0.81823632 0.9509 -6.64
247738_at putative protein myosin heavy cha--- AT5G59210 1.02 0.03 0.24 0.81841211 0.9511 -6.64
260244_at putative choline kinase similar to G--- AT1G74320 -1.02 -0.03 -0.24 0.8185194 0.9512 -6.64
247015_at protease-like --- AT5G66960 -1.03 -0.04 -0.24 0.81856679 0.9512 -6.64
245204_at 1-AMINOCYCLOPROPANE-1-CA--- AT5G12270 -1.03 -0.04 -0.24 0.81864063 0.9512 -6.64
259463_at hypothetical protein predicted by g --- AT1G18950 1.03 0.05 0.24 0.81888968 0.9514 -6.64
249291_at glutathione transferase AtGST 10 (ATGSTT1 AT5G41210 -1.02 -0.03 -0.24 0.81886483 0.9514 -6.64



248533_at putative protein contains similarity --- AT5G50020 -1.03 -0.04 -0.24 0.81894587 0.9514 -6.64
257221_at MYB family transcription factor (G ATMYB0 AT3G27920 -1.02 -0.04 -0.24 0.81899482 0.9514 -6.64
255263_at 4-coumarate--CoA ligase - like pro--- AT4G05160 1.02 0.02 0.24 0.81908311 0.9515 -6.64
263578_at F-box protein family, AtFBL10 con--- AT2G17020 1.02 0.02 0.24 0.81917157 0.9515 -6.64
254146_at endo-1,4-beta-glucanase like proteATGH9A3 AT4G24260 -1.02 -0.03 -0.24 0.81922996 0.9516 -6.64
258229_at unknown protein contains Pfam pro--- AT3G27700 1.02 0.02 0.24 0.81936973 0.9516 -6.64
258007_at putative tyrosine phosphatase simiATPEN2 AT3G19420 1.03 0.04 0.24 0.81932806 0.9516 -6.64
248958_at unknown protein  ; supported by fu --- AT5G45590 -1.03 -0.04 -0.24 0.81943467 0.9516 -6.64
247101_at apospory-associated protein C-like--- AT5G66530 -1.03 -0.04 -0.24 0.81952309 0.9517 -6.64
267038_at expressed protein supported by cD--- AT2G38480 -1.05 -0.07 -0.24 0.81959223 0.9517 -6.64
255169_x_at hypothetical protein --- AT4G07940 1.02 0.03 0.24 0.81967975 0.9517 -6.64
265749_at putative retroelement pol polyprote--- --- -1.02 -0.03 -0.24 0.81963657 0.9517 -6.64
248574_at putative protein strong similarity to --- AT5G49830 1.02 0.02 0.24 0.81968521 0.9517 -6.64
261430_at hypothetical protein predicted by g --- AT1G18830 -1.03 -0.04 -0.24 0.81981248 0.9518 -6.64
245569_at RNA polymerase II fifth largest subNRPE7 AT4G14660 1.02 0.02 0.24 0.82014957 0.9519 -6.64
261195_at transport inhibitor response 1 (TIRAFB3 AT1G12820 -1.02 -0.03 -0.24 0.82005369 0.9519 -6.64
258980_at putative reversibly glycosylatable pRGP3 AT3G08900 -1.02 -0.03 -0.24 0.8201747 0.9519 -6.64
247941_at putative protein strong similarity to --- AT5G57200 -1.02 -0.02 -0.24 0.82021794 0.9519 -6.64
267634_at putative actin --- AT2G42100 -1.02 -0.02 -0.24 0.82017405 0.9519 -6.64
256687_x_at hypothetical protein predicted by g --- AT3G32120 -1.02 -0.02 -0.24 0.82020676 0.9519 -6.64
259764_at transcription factor inhibitor I kapp NPR1 AT1G64280 1.03 0.04 0.24 0.82023729 0.9519 -6.64
248604_at protein kinase --- AT5G49470 1.03 0.05 0.24 0.81996409 0.9519 -6.64
251762_at sedoheptulose-bisphosphatase preSBPASE AT3G55800 -1.02 -0.03 -0.24 0.82044537 0.9519 -6.64
248630_at putative protein strong similarity to --- AT5G48990 1.02 0.03 0.24 0.82046339 0.9519 -6.64
253188_at putative sugar transporter protein TMT2 AT4G35300 1.02 0.03 0.24 0.82042911 0.9519 -6.64
256830_at eukaryotic translation initiation fac TIF3C2 AT3G22860 -1.02 -0.03 -0.24 0.82031176 0.9519 -6.64
246806_at putative cdc20 protein --- AT5G27080 1.02 0.03 0.24 0.82046533 0.9519 -6.64
257313_at gamma tonoplast intrinsic protein nTIP2 AT3G26520 -1.02 -0.03 -0.24 0.82100693 0.9521 -6.64
258291_at putative protein kinase similar to pr--- AT3G23310 -1.02 -0.03 -0.24 0.82081617 0.9521 -6.64
265109_s_at NBS/LRR disease resistance prote--- AT1G62630 / 1.03 0.04 0.24 0.821164 0.9521 -6.64
258686_at putative polygalacturonase similar --- AT3G07840 1.02 0.02 0.24 0.82065295 0.9521 -6.64
251874_at putative protein (fragment) esteras--- AT3G54240 -1.02 -0.04 -0.24 0.82073533 0.9521 -6.64
264473_at hypothetical protein predicted by g --- AT1G67180 1.04 0.05 0.24 0.82072675 0.9521 -6.64
262465_at hypothetical protein similar to hypo--- AT1G50270 -1.02 -0.02 -0.24 0.8209336 0.9521 -6.64
257810_at TOM20, putative similar to TOM20TOM20-1 AT3G27070 1.02 0.03 0.24 0.82084841 0.9521 -6.64



264181_at ubiquitin, putative similar to ubiqui UBQ13 AT1G65350 -1.01 -0.02 -0.24 0.82113642 0.9521 -6.64
246734_at putative protein WRN (Werner synRECQSIM AT5G27680 1.02 0.03 0.24 0.82107261 0.9521 -6.64
263798_at putative ubiquitin carboxyl terminalUBP19 AT2G24640 1.02 0.02 0.24 0.82112622 0.9521 -6.64
265278_at hypothetical protein predicted by g --- AT2G28330 -1.02 -0.04 -0.24 0.82109986 0.9521 -6.64
257510_at unknown protein --- AT1G55360 -1.05 -0.07 -0.24 0.82109557 0.9521 -6.64
257552_at cellulase, putative contains Pfam p--- AT3G26130 1.02 0.02 0.24 0.82115145 0.9521 -6.64
251363_at putative transcription factor (MYB1AtMYB17 AT3G61250 -1.03 -0.05 -0.23 0.82131301 0.9522 -6.64
263055_at unknown protein --- --- 1.02 0.02 0.23 0.82136195 0.9522 -6.64
264497_at hypothetical protein predicted by g ATPUP4 AT1G30840 -1.03 -0.04 -0.23 0.82159614 0.9524 -6.64
249955_at sugar transporter - like protein pro --- AT5G18840 -1.05 -0.07 -0.23 0.8217155 0.9525 -6.64
246349_at Expressed protein ; supported by f --- AT1G51915 1.05 0.07 0.23 0.82175798 0.9525 -6.64
261230_at beta tubulin 1, putative similar to GTUB5 AT1G20010 -1.02 -0.02 -0.23 0.82195595 0.9525 -6.64
246441_at putative protein  ;supported by full- --- AT5G17560 -1.02 -0.02 -0.23 0.82187557 0.9525 -6.64
265477_at hypothetical protein predicted by g GAUT2 AT2G46480 -1.02 -0.03 -0.23 0.82183669 0.9525 -6.64
257581_s_at RAV-like DNA-binding protein, put--- AT1G50680 / 1.02 0.02 0.23 0.8219923 0.9525 -6.64
248503_at putative protein contains similarity NF-YC7 AT5G50470 -1.03 -0.04 -0.23 0.82193661 0.9525 -6.64
244961_at hypothetical protein --- --- -1.02 -0.02 -0.23 0.8220399 0.9525 -6.64
246105_at putative protein predicted helicase--- --- -1.01 -0.02 -0.23 0.8221344 0.9526 -6.64
265293_at hypothetical protein predicted by g --- --- -1.02 -0.03 -0.23 0.82228109 0.9527 -6.64
258222_at putative zinc finger protein contains--- AT3G15680 1.04 0.05 0.23 0.82235736 0.9528 -6.64
250760_at unknown protein --- AT5G06040 1.02 0.03 0.23 0.82246929 0.9528 -6.64
246412_at phosphoglucomutase-like protein --- AT5G17530 1.03 0.05 0.23 0.82266079 0.9530 -6.64
263530_at HSP100/ClpB, putative similar to H--- AT2G25030 / -1.02 -0.03 -0.23 0.82276137 0.9531 -6.64
260289_at CAD ATPase (AAA1) identical to CERH3 AT1G80350 -1.01 -0.02 -0.23 0.82287512 0.9531 -6.64
253014_at MADS-box protein AGL17 -like proAGL21 AT4G37940 -1.02 -0.02 -0.23 0.82284659 0.9531 -6.64
260266_at putative B-box zinc finger protein c --- AT1G68520 -1.03 -0.04 -0.23 0.82306114 0.9531 -6.64
265898_at hypothetical protein predicted by g --- AT2G25690 1.03 0.05 0.23 0.82319283 0.9531 -6.64
255966_at 14-3-3 protein GF14epsilon (grf10GRF10 AT1G22300 1.02 0.03 0.23 0.82308982 0.9531 -6.64
246624_at flavin-containing monooxygenase,YUC10 AT1G48910 1.02 0.03 0.23 0.82304764 0.9531 -6.64
252333_at putative protein N-terminus: sever --- AT3G48830 -1.02 -0.02 -0.23 0.82315116 0.9531 -6.64
254766_at putative protein predicted protein, TPS12 AT4G13280 1.02 0.02 0.23 0.82317246 0.9531 -6.64
265432_at hypothetical protein predicted by g --- AT2G20650 1.02 0.03 0.23 0.82319368 0.9531 -6.64
264819_at hypothetical protein similar to mem--- AT1G03510 1.03 0.04 0.23 0.82336474 0.9532 -6.64
254001_at putative protein PRE87 mRNA, Pi MIOX4 AT4G26260 -1.06 -0.08 -0.23 0.82336037 0.9532 -6.64
246570_at putative protein nonmuscle myosin--- AT5G14990 1.02 0.03 0.23 0.823242 0.9532 -6.64



257813_at Cdc45-like protein similar to Cdc4 CDC45 AT3G25100 1.02 0.02 0.23 0.82335409 0.9532 -6.64
248914_at Rab-type small GTP-binding proteiAtRABA1c AT5G45750 -1.03 -0.05 -0.23 0.82564115 0.9532 -6.64
253255_at putative auxin-regulated protein au--- AT4G34760 -1.08 -0.10 -0.23 0.82436504 0.9532 -6.64
253422_at putative protein  ;supported by full- --- AT4G32240 -1.02 -0.03 -0.23 0.82451166 0.9532 -6.64
266716_at unknown protein  ;supported by ful PSI-P AT2G46820 1.02 0.03 0.23 0.82480066 0.9532 -6.64
246070_at ribosomal protein L7Ae-like NHP2--- AT5G20160 -1.03 -0.04 -0.23 0.82632472 0.9532 -6.64
258716_at unknown protein similar to a region--- AT3G09700 1.03 0.04 0.23 0.82372169 0.9532 -6.64
260316_at hypothetical protein similar to hypo--- AT1G63810 -1.02 -0.03 -0.23 0.82574648 0.9532 -6.64
247249_at putative protein similar to unknown--- AT5G64670 1.03 0.04 0.23 0.82561946 0.9532 -6.64
256696_at unknown protein --- AT3G20650 -1.02 -0.02 -0.23 0.82625352 0.9532 -6.64
265941_s_at recA, putative similar to GB:CAA3 --- AT2G19490 / 1.03 0.04 0.23 0.82599597 0.9532 -6.64
250073_at unknown protein  ; supported by cDENH1 AT5G17170 -1.04 -0.06 -0.23 0.82578332 0.9532 -6.64
262775_at unknown protein --- AT1G13000 1.02 0.02 0.23 0.82406259 0.9532 -6.64
254192_at acyl-CoA synthetase - like protein --- AT4G23850 -1.02 -0.03 -0.23 0.82603771 0.9532 -6.64
246612_at putative protein  ;supported by full- --- AT5G35320 -1.02 -0.03 -0.23 0.82583879 0.9532 -6.64
248064_at unknown protein --- AT5G55570 -1.05 -0.07 -0.23 0.8261656 0.9532 -6.64
264441_at Expressed protein ; supported by f --- AT1G27435 1.02 0.03 0.23 0.82528366 0.9532 -6.64
247880_at putative protein similar to unknown--- AT5G57780 1.07 0.10 0.23 0.82572154 0.9532 -6.64
255093_s_at putative microfibril-associated prote--- AT4G08580 / -1.02 -0.02 -0.23 0.82566305 0.9532 -6.64
267182_at unknown protein --- AT2G23360 -1.02 -0.03 -0.23 0.82493856 0.9532 -6.64
251876_at TATA box binding protein (TBP) a RGD3 AT3G54280 -1.02 -0.03 -0.23 0.8248668 0.9532 -6.64
252179_at putative protein UDP-glucose:(glu GATL2 AT3G50760 -1.03 -0.04 -0.23 0.82457999 0.9532 -6.64
267448_at putative protein phosphatase 2C --- AT2G33700 -1.01 -0.02 -0.23 0.82626995 0.9532 -6.64
262640_at hypothetical protein --- AT1G62760 -1.16 -0.21 -0.23 0.82425422 0.9532 -6.64
264945_at MADS-box protein (MADS2), putaMAF1 AT1G77080 1.04 0.05 0.23 0.82596138 0.9532 -6.64
246030_at Expressed protein genomic seque--- AT5G21105 -1.02 -0.03 -0.23 0.82501105 0.9532 -6.64
245643_at myb-related transcription factor (cpMYB116 AT1G25340 1.02 0.03 0.23 0.82358691 0.9532 -6.64
267125_at putative acetone-cyanohydrin lyaseMES4 AT2G23580 1.02 0.02 0.23 0.82582916 0.9532 -6.64
252187_at putative protein UV inducible prote--- AT3G50850 1.02 0.03 0.23 0.82359717 0.9532 -6.64
251380_at putative protein --- AT3G60700 1.02 0.02 0.23 0.82449979 0.9532 -6.64
259016_at unknown protein HMM hit: 2Fe-2S --- AT3G07480 1.02 0.03 0.23 0.82633349 0.9532 -6.64
257357_at hypothetical protein predicted by g --- AT2G41050 1.02 0.03 0.23 0.82536933 0.9532 -6.64
249707_at putative protein similar to unknown--- AT5G35640 1.03 0.04 0.23 0.8243837 0.9532 -6.64
261045_at pathogenesis related protein, puta--- AT1G01310 1.01 0.02 0.23 0.82535071 0.9532 -6.64
255270_at putative protein (ubiquitin like) to va--- AT4G05250 1.02 0.02 0.23 0.82459838 0.9532 -6.64



256567_at amino acid permease, putative co --- AT3G19553 1.02 0.03 0.23 0.82527285 0.9532 -6.64
245273_at hypothetical protein ; supported by --- AT4G14950 -1.02 -0.03 -0.23 0.82538203 0.9532 -6.64
260113_at hypothetical protein predicted by g --- AT1G63300 1.02 0.02 0.23 0.8238623 0.9532 -6.64
256827_at hypothetical protein contains simila--- AT3G18570 -1.02 -0.02 -0.23 0.82543666 0.9532 -6.64
261001_at hypothetical protein similar to hypo--- AT1G26530 -1.02 -0.03 -0.23 0.82432943 0.9532 -6.64
251949_at receptor protein kinase -like protei --- AT3G53590 -1.02 -0.03 -0.23 0.82584352 0.9532 -6.64
262885_at alpha-tubulin, putative similar to alTUA1 AT1G64740 1.02 0.03 0.23 0.82470759 0.9532 -6.64
259432_at myb-related protein, putative simil --- AT1G01520 -1.02 -0.03 -0.23 0.82645842 0.9532 -6.64
251052_at DP-2 transcription factor - like tranDPA AT5G02470 1.02 0.03 0.23 0.82632979 0.9532 -6.64
257387_s_at putative receptor-like protein kinas --- AT2G14440 / -1.02 -0.03 -0.23 0.82392173 0.9532 -6.64
259734_at unknown protein similar to GB:AAD--- AT1G77500 -1.04 -0.06 -0.23 0.82352423 0.9532 -6.64
264867_at unknown protein FH4 AT1G24150 -1.04 -0.06 -0.23 0.82638942 0.9532 -6.64
264197_at unknown protein Similar to hypotheATSAC1 AT1G22620 1.01 0.02 0.23 0.82399194 0.9532 -6.64
260185_at hypothetical protein similar to hypo--- AT1G36030 -1.01 -0.02 -0.23 0.82629329 0.9532 -6.64
265560_at putative glycine-rich protein GRP-3 AT2G05520 1.02 0.02 0.23 0.82573244 0.9532 -6.64
255251_at see GB:U95973 similar to a family --- AT4G04980 -1.01 -0.02 -0.23 0.82637872 0.9532 -6.64
250285_at putative protein GCN4-complemenSFC AT5G13300 -1.03 -0.04 -0.23 0.82379102 0.9532 -6.64
255875_s_at putative protein kinase contains a p--- AT2G40500 / 1.02 0.03 0.23 0.82505258 0.9532 -6.64
265111_at similar to 14KD proline-rich protein --- AT1G62510 -1.10 -0.14 -0.23 0.82351707 0.9532 -6.64
263724_at putative Ta11-like non-LTR retroele--- AT2G13510 -1.02 -0.02 -0.23 0.82446074 0.9532 -6.64
262865_at cytochrome p450, putative similar CYP89A7 AT1G64930 -1.02 -0.03 -0.23 0.82610616 0.9532 -6.64
259271_at Expressed protein ; supported by f --- AT3G01170 1.02 0.03 0.23 0.82569464 0.9532 -6.64
254841_at putative protein predicted proteins --- AT4G11940 -1.02 -0.03 -0.23 0.8240411 0.9532 -6.64
263616_at unknown protein --- AT2G04680 -1.02 -0.03 -0.23 0.82464585 0.9532 -6.64
249867_at 2-isopropylmalate synthase-like proIMS2 AT5G23020 -1.09 -0.13 -0.23 0.82537886 0.9532 -6.64
266879_at putative phragmoplastin ADL1D AT2G44590 1.02 0.03 0.23 0.82579036 0.9532 -6.64
260186_at hypothetical protein predicted by g --- AT1G36020 1.02 0.03 0.23 0.82486863 0.9532 -6.64
248145_at unknown protein  ;supported by ful --- AT5G54880 -1.02 -0.03 -0.23 0.82583057 0.9532 -6.64
247678_at putative zinc transporter ZIP2 - likeZIP2 AT5G59520 -1.03 -0.05 -0.23 0.82368218 0.9532 -6.64
249934_at peroxidase ATP14a homolog --- AT5G22410 1.02 0.02 0.23 0.82349605 0.9532 -6.64
255068_at Arabidopsis thaliana flavin-type bl CRY1 AT4G08920 -1.01 -0.02 -0.23 0.82644226 0.9532 -6.64
261312_at putative NPK1-related protein kina --- AT1G05790 1.02 0.03 0.23 0.82389641 0.9532 -6.64
266392_at late embryogenesis abundant M10M10 AT2G41280 -1.02 -0.02 -0.23 0.82611998 0.9532 -6.64
248422_at putative protein strong similarity to YLS7 AT5G51640 -1.01 -0.02 -0.23 0.82620918 0.9532 -6.64
255313_at putative transposon protein --- --- 1.02 0.03 0.23 0.82504064 0.9532 -6.64



261200_at 60S ribosomal protein L27a, putat --- AT1G12960 1.02 0.03 0.23 0.82502709 0.9532 -6.64
245837_at peptidylprolyl isomerase, putative --- AT1G58450 -1.02 -0.02 -0.23 0.82602305 0.9532 -6.64
254777_at putative protein hypothetical prote --- AT4G12960 1.02 0.03 0.23 0.82478359 0.9532 -6.64
254795_at putative protein --- AT4G12990 -1.02 -0.02 -0.23 0.82416522 0.9532 -6.64
256632_at hypothetical protein --- AT3G28330 1.02 0.03 0.23 0.82450324 0.9532 -6.64
247864_s_at anthranilate synthase beta chain  ; --- AT1G24807 / -1.07 -0.10 -0.23 0.82681436 0.9534 -6.64
254308_at putative protein snRNP assembly --- AT4G22410 1.02 0.03 0.23 0.82673611 0.9534 -6.64
261437_at hypothetical protein predicted by g RAD51D AT1G07745 1.02 0.03 0.23 0.82681278 0.9534 -6.64
246314_at promoter-binding factor-like protei AREB3 AT3G56850 1.02 0.03 0.23 0.82682441 0.9534 -6.64
260000_at unknown protein similar to C-term ATMAP70-1AT1G68060 1.02 0.03 0.23 0.82714364 0.9534 -6.64
266116_at unknown protein  ;supported by ful TOM3 AT2G02180 1.02 0.03 0.23 0.82728254 0.9534 -6.64
266592_at putative fatty acid desaturase/cytoc--- AT2G46210 -1.02 -0.02 -0.23 0.82787344 0.9534 -6.64
263145_at hypothetical protein predicted by g ATEXO70DAT1G54090 -1.02 -0.04 -0.23 0.82721027 0.9534 -6.64
251885_at fructose-bisphosphatase precursor--- AT3G54050 1.03 0.04 0.23 0.82821985 0.9534 -6.64
249393_at disease resistance - like protein reAtRLP54 AT5G40170 -1.04 -0.05 -0.23 0.8273952 0.9534 -6.64
250761_at ankyrin-like protein --- AT5G06050 1.02 0.03 0.23 0.82773197 0.9534 -6.64
265770_at Expressed protein ; supported by f --- AT2G48100 1.02 0.03 0.23 0.82749475 0.9534 -6.64
254524_at hypothetical protein --- AT4G20000 -1.07 -0.09 -0.23 0.82714641 0.9534 -6.64
247237_at auxin-independent growth promote--- AT5G64600 1.02 0.03 0.23 0.82771458 0.9534 -6.64
245074_at putative protein kinase contains a p--- AT2G23200 1.06 0.09 0.23 0.82722238 0.9534 -6.64
262494_at myosin-like protein similar to myos --- AT1G21810 -1.02 -0.03 -0.23 0.82806711 0.9534 -6.64
264455_at hypothetical protein predicted by g --- AT1G10330 -1.02 -0.03 -0.23 0.82723775 0.9534 -6.64
266925_at unknown protein  ;supported by ful PEX11D AT2G45740 -1.02 -0.02 -0.23 0.82750889 0.9534 -6.64
253133_at DNA-directed RNA polymerase (ECNRPB1 AT4G35800 1.02 0.03 0.23 0.82815217 0.9534 -6.64
245833_at transposon protein, putative simila--- --- -1.02 -0.03 -0.23 0.82792791 0.9534 -6.64
259779_s_at hypothetical protein predicted by g --- AT1G29620 / 1.02 0.03 0.23 0.82731188 0.9534 -6.64
259443_at chitinase, putative similar to chitina--- AT1G02360 1.04 0.06 0.23 0.82810394 0.9534 -6.64
266101_at unknown protein  ; supported by cD--- AT2G37940 -1.05 -0.07 -0.23 0.82797031 0.9534 -6.64
252635_at putative protein predicted proteins --- AT3G44510 1.02 0.03 0.23 0.82793337 0.9534 -6.64
265393_at unknown protein  ; supported by cD--- AT2G20830 -1.03 -0.05 -0.23 0.82823268 0.9534 -6.64
256439_at putative [Mn] superoxide dismutaseMSD1 AT3G10920 -1.02 -0.03 -0.23 0.8276762 0.9534 -6.64
246366_at light repressible receptor protein k --- AT1G51850 -1.03 -0.04 -0.23 0.82753858 0.9534 -6.64
255212_at putative athila transposon protein --- --- -1.02 -0.02 -0.23 0.82696697 0.9534 -6.64
261964_at hypothetical protein similar to enve--- --- -1.01 -0.02 -0.23 0.82715109 0.9534 -6.64
247003_at putative protein similar to unknown--- AT5G67550 -1.02 -0.03 -0.23 0.82749558 0.9534 -6.64



262735_at hypothetical protein --- AT1G28630 1.02 0.03 0.23 0.8272519 0.9534 -6.64
250128_at zinc finger protein 3 (gb|AAD27875ZFN3 AT5G16540 1.03 0.04 0.23 0.82795908 0.9534 -6.64
245519_at retrotransposon like protein --- --- 1.01 0.02 0.23 0.82821114 0.9534 -6.64
248464_at putative protein similar to unknown--- AT5G51160 -1.03 -0.04 -0.23 0.82800782 0.9534 -6.64
258307_x_at hypothetical protein predicted by g--- --- 1.02 0.03 0.23 0.82761107 0.9534 -6.64
259522_at hypothetical protein --- AT1G12490 1.02 0.02 0.23 0.82780207 0.9534 -6.64
264411_at mutator-like transposase, putative --- --- 1.01 0.02 0.23 0.82769006 0.9534 -6.64
266134_s_at putative beta-expansin --- AT1G65680 / 1.02 0.03 0.23 0.82837666 0.9535 -6.64
256126_at hypothetical protein similar to MuD--- AT1G18050 1.03 0.04 0.23 0.82843337 0.9536 -6.64
249551_at putative protein predicted proteins --- AT5G38220 1.02 0.03 0.23 0.82851889 0.9536 -6.64
252621_at putative protein Ac-like transposas --- --- -1.02 -0.03 -0.23 0.82849261 0.9536 -6.64
250085_at unknown protein --- AT5G17250 -1.02 -0.03 -0.23 0.82856638 0.9536 -6.64
245563_at SNF1 like protein kinase ; supporteCIPK4 AT4G14580 -1.05 -0.07 -0.22 0.82876234 0.9537 -6.64
260599_at cytochrome P450, putative similar CYP708A1 AT1G55940 1.01 0.02 0.22 0.82872951 0.9537 -6.64
247616_at putative protein various predicted --- AT5G60260 -1.02 -0.03 -0.22 0.8288258 0.9537 -6.64
250851_at putative protein rngB protein, Dicty--- AT5G04420 -1.02 -0.03 -0.22 0.82890674 0.9537 -6.64
267074_s_at hypothetical protein predicted by g --- AT2G40955 / 1.02 0.02 0.22 0.82892099 0.9537 -6.64
249885_at putative protein strong similarity to F8H AT5G22940 1.03 0.05 0.22 0.82902004 0.9538 -6.64
253151_at putative polygalacturonase polyga--- AT4G35670 1.02 0.02 0.22 0.82910477 0.9538 -6.64
247116_at Mlo protein-like ; supported by cDNMLO10 AT5G65970 1.02 0.03 0.22 0.82925754 0.9540 -6.64
256531_at cystathionine gamma-synthase, pu--- AT1G33320 1.02 0.02 0.22 0.82935513 0.9540 -6.64
261563_at polyphosphoinositide binding prote--- AT1G01630 1.02 0.03 0.22 0.8302629 0.9541 -6.64
253066_at 1-aminocyclopropane-1-carboxylaACS8 AT4G37770 1.08 0.11 0.22 0.83037126 0.9541 -6.64
248743_at unknown protein --- AT5G48240 -1.03 -0.04 -0.22 0.83001827 0.9541 -6.64
266157_at unknown protein ATFUC1 AT2G28100 1.01 0.02 0.22 0.82977857 0.9541 -6.64
260878_at scarecrow-like 1 identical to scarecSCL1 AT1G21450 1.03 0.04 0.22 0.82956849 0.9541 -6.64
259739_at unknown protein supported by cDNSEH1H AT1G64350 -1.02 -0.03 -0.22 0.82987049 0.9541 -6.64
263840_at Expressed protein ; supported by f --- AT2G36885 -1.03 -0.04 -0.22 0.82959231 0.9541 -6.64
249453_at v-SNARE AtVTI1a SGR4 AT5G39510 1.01 0.02 0.22 0.8297177 0.9541 -6.64
251933_at putative protein mucin MUC3, Hom--- AT3G54060 -1.02 -0.03 -0.22 0.82989562 0.9541 -6.64
267566_at unknown protein predicted by gens--- AT2G30760 1.01 0.02 0.22 0.82998651 0.9541 -6.64
257727_at unknown protein --- AT3G18380 -1.02 -0.02 -0.22 0.83011168 0.9541 -6.64
265784_at hypothetical protein predicted by g --- AT2G07280 -1.02 -0.02 -0.22 0.82965004 0.9541 -6.64
250447_at putative protein KIAA0332 gene, H--- AT5G10800 1.02 0.02 0.22 0.82989979 0.9541 -6.64
247419_at unknown protein --- AT5G63080 1.02 0.03 0.22 0.83013964 0.9541 -6.64



263746_at putative retroelement pol polyprote--- --- 1.02 0.02 0.22 0.83033186 0.9541 -6.64
262057_at unknown protein ;supported by full --- AT1G80040 -1.02 -0.03 -0.22 0.82996696 0.9541 -6.64
261637_at DNA-binding protein PcMYB1, putTRB1 AT1G49950 -1.02 -0.03 -0.22 0.83014159 0.9541 -6.64
AFFX-Athal-5S Arabidopsis thaliana /REF=M6513 --- --- 1.02 0.02 0.22 0.83027806 0.9541 -6.64
266940_at unknown protein --- AT2G18970 1.02 0.03 0.22 0.83029866 0.9541 -6.64
247622_at putative protein --- AT5G60350 -1.02 -0.02 -0.22 0.83035523 0.9541 -6.64
248416_at putative protein disease resistance--- AT5G51630 1.02 0.03 0.22 0.83011528 0.9541 -6.64
252706_at putative protein predicted proteins --- --- 1.01 0.02 0.22 0.82957757 0.9541 -6.64
246604_at putative protein --- --- -1.02 -0.02 -0.22 0.83047921 0.9542 -6.64
257720_at hypothetical protein similar to GB:A--- AT3G18450 -1.02 -0.03 -0.22 0.83054972 0.9543 -6.64
252525_at putative protein hypothetical protei --- AT3G46450 -1.02 -0.03 -0.22 0.83060164 0.9543 -6.64
261769_at plastocyanin identical to plastocyanPETE1 AT1G76100 -1.02 -0.03 -0.22 0.83082213 0.9543 -6.64
256922_at hypothetical protein contains simil --- AT3G19010 -1.04 -0.06 -0.22 0.83075081 0.9543 -6.64
252289_at putative protein pre-mRNA splicing--- AT3G49130 -1.03 -0.04 -0.22 0.83079337 0.9543 -6.64
245536_at hypothetical protein SDG2 AT4G15180 -1.02 -0.02 -0.22 0.83075338 0.9543 -6.64
255157_at hypothetical protein --- --- 1.01 0.02 0.22 0.8306876 0.9543 -6.64
259892_at germin-like protein similar to germi GER1 AT1G72610 1.08 0.12 0.22 0.83089891 0.9543 -6.64
265827_at hypothetical protein predicted by g VOZ2 AT2G42400 1.01 0.02 0.22 0.83092267 0.9543 -6.64
262562_at hypothetical protein predicted by g --- AT1G34220 1.02 0.02 0.22 0.83127784 0.9546 -6.64
264453_at putative GTP-binding protein simil --- AT1G10300 1.01 0.02 0.22 0.83123968 0.9546 -6.64
266927_at aquaporin (plasma membrane intr PIP1B AT2G45960 -1.02 -0.03 -0.22 0.83141091 0.9546 -6.64
250044_at disease resistance protein RPP1-W--- AT5G17680 1.03 0.04 0.22 0.83143655 0.9546 -6.64
255708_at predicted protein --- AT4G00232 1.02 0.03 0.22 0.83136226 0.9546 -6.64
248637_at DNAJ-like protein --- AT5G49060 -1.02 -0.02 -0.22 0.83153074 0.9547 -6.64
258135_at Expressed protein ; supported by f --- AT3G24506 1.02 0.03 0.22 0.83154216 0.9547 -6.64
250015_at N-acetylglucosamine-phosphate mDRT101 AT5G18070 1.03 0.05 0.22 0.83178788 0.9549 -6.64
260797_at neoxanthin cleavage enzyme, putaNCED9 AT1G78390 1.02 0.03 0.22 0.8318738 0.9550 -6.64
246456_at telomerase reverse transcriptase  ;ATTERT AT5G16850 -1.02 -0.02 -0.22 0.83202644 0.9550 -6.64
246787_s_at cdc20-like protein putative cdc20 p--- AT5G27570 / 1.01 0.02 0.22 0.83205089 0.9550 -6.64
259145_at hypothetical protein predicted by g --- AT3G10180 1.01 0.02 0.22 0.83203611 0.9550 -6.64
256327_at unknown protein ;supported by full GAUT9 AT3G02350 -1.02 -0.03 -0.22 0.83236807 0.9551 -6.65
254784_at growth factor like protein antisenseNUDT7 AT4G12720 1.04 0.06 0.22 0.83301549 0.9551 -6.65
245626_at unknown protein ;supported by full --- AT1G56700 1.03 0.04 0.22 0.83289112 0.9551 -6.65
258238_at unknown protein RST1 AT3G27670 1.01 0.02 0.22 0.83265034 0.9551 -6.65
249088_at selenium-binding protein-like --- AT5G44230 -1.02 -0.04 -0.22 0.83235631 0.9551 -6.65



266637_at hypothetical protein  ;supported by BRXL1 AT2G35600 -1.03 -0.04 -0.22 0.8326906 0.9551 -6.65
245555_at HSR201 like protein --- AT4G15390 -1.02 -0.02 -0.22 0.83285195 0.9551 -6.65
259905_s_at hypothetical protein predicted by g --- AT1G74130 / -1.01 -0.02 -0.22 0.83313159 0.9551 -6.65
258010_at unknown protein similar to recepto --- AT3G19300 -1.02 -0.02 -0.22 0.83312114 0.9551 -6.65
247764_at subtilisin-like serine protease conta--- AT5G59190 -1.02 -0.03 -0.22 0.83226467 0.9551 -6.65
264900_at putative auxin transport protein stroPIN7 AT1G23080 1.03 0.04 0.22 0.83269078 0.9551 -6.65
252953_at putative phosphatidylinositol synthPIS2 AT4G38570 1.02 0.02 0.22 0.83279784 0.9551 -6.65
246770_at putative protein DNA-binding prote--- AT5G27460 -1.02 -0.03 -0.22 0.83290893 0.9551 -6.65
246000_at putative protein predicted proteins --- AT5G20820 -1.03 -0.05 -0.22 0.83250716 0.9551 -6.65
254595_at floral homeotic protein agamous (AAG AT4G18960 -1.01 -0.02 -0.22 0.8327556 0.9551 -6.65
248130_at unknown protein --- AT5G54790 -1.02 -0.02 -0.22 0.83296409 0.9551 -6.65
265466_at putative CCAAT-box binding trancrNF-YB8 AT2G37060 1.02 0.03 0.22 0.83229503 0.9551 -6.65
265339_at putative inorganic pyrophosphatas AtPPa2 AT2G18230 -1.03 -0.04 -0.22 0.83243414 0.9551 -6.65
265408_at Mutator-like transposase similar to --- --- -1.01 -0.02 -0.22 0.83250764 0.9551 -6.65
257943_at SKP1/ASK1 (At7), putative similarASK7 AT3G21840 1.02 0.03 0.22 0.83247554 0.9551 -6.65
254124_at hypothetical protein  ; supported by--- AT4G24500 1.02 0.03 0.22 0.8331201 0.9551 -6.65
247727_at putative ripening-related protein - l --- AT5G59490 1.02 0.03 0.22 0.83287257 0.9551 -6.65
252687_at putative protein predicted protein, --- --- 1.02 0.03 0.22 0.83244062 0.9551 -6.65
246876_at putative protein various predicted --- AT5G26140 1.02 0.02 0.22 0.83233088 0.9551 -6.65
251592_at zinc finger - like protein finger protNTT AT3G57670 1.02 0.02 0.22 0.83302294 0.9551 -6.65
248319_at unknown protein --- AT5G52710 1.02 0.02 0.22 0.83322908 0.9551 -6.65
266023_at copia-like retroelement pol polypro --- --- 1.02 0.03 0.22 0.8332107 0.9551 -6.65
259757_at putative thioredoxin similar to proteATPDIL1-2 AT1G77510 1.06 0.08 0.22 0.83344681 0.9551 -6.65
263129_at unknown protein ;supported by full --- AT1G78620 1.02 0.02 0.22 0.83332783 0.9551 -6.65
262766_at hypothetical protein predicted by g --- AT1G13160 1.03 0.04 0.22 0.8335386 0.9551 -6.65
266771_s_at unknown protein --- AT2G03010 / -1.02 -0.02 -0.22 0.83352868 0.9551 -6.65
249148_at unknown protein  ; supported by cD--- AT5G43260 -1.03 -0.04 -0.22 0.83333108 0.9551 -6.65
260859_at serine carboxypeptidase II, putativscpl44 AT1G43780 -1.02 -0.03 -0.22 0.83349793 0.9551 -6.65
248210_at ethylene-forming-enzyme-like diox --- AT5G54000 1.02 0.02 0.22 0.83340476 0.9551 -6.65
247854_at contains similarity to phosphoester --- AT5G58200 -1.02 -0.03 -0.22 0.83396297 0.9552 -6.65
263291_at unknown protein --- AT2G10920 -1.02 -0.02 -0.22 0.83398285 0.9552 -6.65
264075_at envelope-like protein identical to G--- --- -1.02 -0.03 -0.22 0.83398346 0.9552 -6.65
246126_at putative protein predicted protein, ATNUDX19AT5G20070 -1.04 -0.05 -0.22 0.83399461 0.9552 -6.65
259634_at hypothetical protein --- AT1G56380 -1.01 -0.02 -0.22 0.83396732 0.9552 -6.65
257443_at hypothetical protein predicted by g --- AT2G22050 1.02 0.02 0.22 0.83400981 0.9552 -6.65



256554_at hypothetical protein similar to putat--- --- 1.02 0.03 0.22 0.83380683 0.9552 -6.65
247662_at protein kinase - like protein kinase--- AT5G60090 1.02 0.04 0.22 0.83375637 0.9552 -6.65
258092_at Expressed protein ; supported by f --- AT3G14595 1.03 0.04 0.22 0.83413987 0.9553 -6.65
248358_at cytochrome P-450-like protein CYP715A1 AT5G52400 -1.04 -0.06 -0.22 0.83428393 0.9555 -6.65
266220_at putative dTDP-glucose 4-6-dehydr --- AT2G28755 1.02 0.03 0.22 0.83435179 0.9555 -6.65
248938_at receptor-like protein kinase --- AT5G45780 1.02 0.02 0.22 0.83443477 0.9555 -6.65
250443_at Pto kinase interactor - like protein RBK1 AT5G10520 1.09 0.12 0.22 0.83469806 0.9557 -6.65
264630_at hypothetical protein predicted by g FAS1 AT1G65470 1.02 0.03 0.22 0.83464215 0.9557 -6.65
254762_at Expressed protein ; supported by f --- AT4G13230 1.02 0.03 0.22 0.83466506 0.9557 -6.65
264522_at putative xylan endohydrolase simi --- AT1G10050 -1.02 -0.03 -0.22 0.83485278 0.9557 -6.65
255949_at hypothetical protein predicted by g --- AT1G22080 1.01 0.02 0.22 0.83479106 0.9557 -6.65
245594_at acylaminoacyl-peptidase like prote --- AT4G14570 -1.03 -0.04 -0.22 0.8348262 0.9557 -6.65
258338_at putative L-asparaginase similar to --- AT3G16150 -1.03 -0.04 -0.22 0.83498349 0.9557 -6.65
260522_x_at hypothetical protein predicted by g --- AT2G41730 1.10 0.13 0.22 0.83553066 0.9557 -6.65
251667_at putative protein DYSKERIN (NUC NAP57 AT3G57150 -1.04 -0.06 -0.22 0.83534543 0.9557 -6.65
265662_at putative C2H2-type zinc finger protFZF AT2G24500 -1.02 -0.03 -0.22 0.83589904 0.9557 -6.65
255567_at hypothetical protein  ; supported by--- AT4G01150 -1.02 -0.02 -0.21 0.83625419 0.9557 -6.65
253876_at COP1-interacting protein 7 (CIP7) CIP7 AT4G27430 -1.03 -0.04 -0.21 0.83627817 0.9557 -6.65
250404_at CCR4-ASSOCIATED FACTOR  -l --- AT5G10960 -1.01 -0.02 -0.22 0.83501991 0.9557 -6.65
253648_at pathogenesis related homeodomaiPRHA AT4G29940 -1.01 -0.02 -0.22 0.83586406 0.9557 -6.65
245040_at hypothetical protein predicted by g --- AT2G26520 1.02 0.03 0.22 0.83521164 0.9557 -6.65
249385_at thioredoxin  ; supported by full-lengATTRX2 AT5G39950 1.02 0.03 0.22 0.83523253 0.9557 -6.65
261775_at hypothetical protein predicted by g --- AT1G76280 1.02 0.03 0.22 0.83520783 0.9557 -6.65
247254_at CLE21, putative CLAVATA3/ESR-CLE21 AT5G64800 -1.03 -0.05 -0.21 0.83615424 0.9557 -6.65
253581_at stress responsive protein homolog--- AT4G30660 1.04 0.05 0.22 0.83583374 0.9557 -6.65
262863_at rhamnosyltransferase, putative sim--- AT1G64910 1.02 0.03 0.22 0.83599949 0.9557 -6.65
257551_at hypothetical protein contains simila--- --- -1.02 -0.03 -0.21 0.83640522 0.9557 -6.65
254361_at Expressed protein ; supported by f --- AT4G22212 1.02 0.03 0.22 0.83612854 0.9557 -6.65
259306_at unknown protein  ;supported by ful PNC1 AT3G05290 -1.02 -0.02 -0.22 0.83535498 0.9557 -6.65
253735_at putative protein SNF7 protein - SaSNF7.1 AT4G29160 -1.02 -0.02 -0.22 0.83585392 0.9557 -6.65
249632_at caffeic acid O-methyltransferase-li--- AT5G37170 1.02 0.02 0.22 0.83504313 0.9557 -6.65
254067_at hypothetical protein NAP8 AT4G25450 1.02 0.02 0.22 0.83593144 0.9557 -6.65
256688_at non-LTR reverse transcriptase, pu--- AT3G32130 -1.01 -0.02 -0.22 0.83604293 0.9557 -6.65
260067_at putative lipid transfer protein simila--- AT1G73780 1.02 0.03 0.21 0.83632262 0.9557 -6.65
247879_at unknown protein --- AT5G57770 1.01 0.02 0.22 0.83578369 0.9557 -6.65



249074_at putative protein contains similarity --- AT5G44080 1.02 0.02 0.22 0.83589575 0.9557 -6.65
250496_at inorganic pyrophosphatase - like pAtPPa6 AT5G09650 -1.05 -0.07 -0.21 0.83620462 0.9557 -6.65
260432_at putative DNA binding protein similaWRKY9 AT1G68150 -1.02 -0.03 -0.22 0.83491187 0.9557 -6.65
250363_at putative protein predicted proteins --- AT5G11390 -1.03 -0.04 -0.22 0.83554698 0.9557 -6.65
263575_at hypothetical protein similar to hypo--- AT2G17070 -1.02 -0.02 -0.22 0.83556856 0.9557 -6.65
265701_at unknown protein related to unchara--- AT2G03460 1.02 0.02 0.22 0.83595376 0.9557 -6.65
249896_at unknown protein  ; supported by cD--- AT5G22530 -1.02 -0.03 -0.22 0.83550875 0.9557 -6.65
248803_at selenium-binding protein-like --- AT5G47460 1.02 0.03 0.21 0.83615674 0.9557 -6.65
259814_at zinc finger protein ATZF1, putative--- AT1G49900 1.03 0.04 0.21 0.83637325 0.9557 -6.65
261679_at polyprotein, putative similar to poly--- --- 1.01 0.02 0.22 0.83535643 0.9557 -6.65
249848_at putative protein similar to unknownNIC3 AT5G23220 1.02 0.03 0.21 0.83624831 0.9557 -6.65
245982_at senescence-associated protein (SASAG29 AT5G13170 -1.09 -0.12 -0.22 0.83591991 0.9557 -6.65
249155_at unknown protein --- AT5G43480 1.01 0.02 0.21 0.83635884 0.9557 -6.65
250185_at putative protein esterase HDE, PeAtCXE16 AT5G14310 -1.02 -0.03 -0.22 0.83573351 0.9557 -6.65
257923_at hypothetical protein predicted by g --- AT3G23160 1.05 0.07 0.21 0.83681126 0.9558 -6.65
250905_at protein kinase -like protein protein --- AT5G03640 1.01 0.02 0.21 0.83680853 0.9558 -6.65
248229_at caffeic acid 3-O-methyltransferase --- AT5G53810 -1.02 -0.03 -0.21 0.83674438 0.9558 -6.65
245516_at hypothetical protein --- AT4G15820 1.02 0.03 0.21 0.8367197 0.9558 -6.65
251051_at putative zinc finger protein zinc fin --- AT5G02460 -1.02 -0.03 -0.21 0.83677105 0.9558 -6.65
255896_at basic blue protein, putative similar --- AT1G17800 1.01 0.02 0.21 0.83684176 0.9558 -6.65
256303_at disease resistance protein, putativ--- AT1G69550 -1.02 -0.03 -0.21 0.83675588 0.9558 -6.65
257257_at hypothetical protein contains Pfam --- AT3G22020 -1.01 -0.02 -0.21 0.83661377 0.9558 -6.65
255188_at contains similarity to Xenopus laev --- --- 1.01 0.02 0.21 0.8365519 0.9558 -6.65
253274_at Phosphoglycerate dehydrogenaseEDA9 AT4G34200 -1.10 -0.14 -0.21 0.83710741 0.9559 -6.65
247762_at cell wall protein --- AT5G59170 1.04 0.06 0.21 0.8371832 0.9559 -6.65
267434_at 3-beta-hydroxysteroid dehydrogen AT3BETAHAT2G26260 1.02 0.03 0.21 0.83711037 0.9559 -6.65
258786_at putative syntaxin contains Pfam pr SYP121 AT3G11820 1.04 0.06 0.21 0.8370545 0.9559 -6.65
261095_at unknown protein --- AT1G62930 1.02 0.03 0.21 0.83714733 0.9559 -6.65
246717_at putative protein --- AT5G28920 -1.02 -0.02 -0.21 0.83702699 0.9559 -6.65
254690_at N-acetylornithine deacetylase-like --- AT4G17830 -1.01 -0.02 -0.21 0.8369755 0.9559 -6.65
253044_at hypothetical protein ;supported by --- AT4G37290 1.11 0.15 0.21 0.8378342 0.9559 -6.65
246447_at putative protein SART-1 protein - DOT2 AT5G16780 1.02 0.03 0.21 0.83743364 0.9559 -6.65
254633_at putative protein (fragment) MRH1 AT4G18640 -1.03 -0.04 -0.21 0.83777035 0.9559 -6.65
248988_at putative protein contains similarity --- AT5G45190 1.02 0.03 0.21 0.83740457 0.9559 -6.65
245191_at F12A21.10 similar to terminal ear1 TEL2 AT1G67770 1.03 0.04 0.21 0.83725643 0.9559 -6.65



245647_at F5A9.22 hypothetical protein --- AT1G24706 1.01 0.02 0.21 0.83765109 0.9559 -6.65
262367_at hypothetical protein contains similaVPS46.2 AT1G73030 1.02 0.03 0.21 0.83769259 0.9559 -6.65
244911_at hypothetical protein --- --- -1.02 -0.03 -0.21 0.83796552 0.9559 -6.65
252306_at hypothetical protein --- AT3G49270 1.01 0.02 0.21 0.83785712 0.9559 -6.65
248432_at putative protein similar to unknown--- AT5G51390 -1.04 -0.06 -0.21 0.83740251 0.9559 -6.65
267453_at putative homeodomain transcriptio HB-3 AT2G33880 1.02 0.04 0.21 0.83732553 0.9559 -6.65
258224_at LEA76 homologue type2 identical t--- AT3G15670 -1.02 -0.02 -0.21 0.83799429 0.9559 -6.65
266118_at protease inhibitor II  ; supported byLCR68 AT2G02130 -1.05 -0.06 -0.21 0.83769722 0.9559 -6.65
257283_at hypothetical protein predicted by g --- AT3G29750 -1.01 -0.02 -0.21 0.83755704 0.9559 -6.65
259676_at hypothetical protein similar to putat--- AT1G77730 1.02 0.02 0.21 0.83780456 0.9559 -6.65
260661_at hypothetical protein predicted by g --- AT1G19500 -1.02 -0.03 -0.21 0.83754499 0.9559 -6.65
256079_at hypothetical protein predicted by g --- AT1G20680 -1.01 -0.02 -0.21 0.83790794 0.9559 -6.65
256923_at hypothetical protein --- AT3G29635 -1.02 -0.03 -0.21 0.8380054 0.9559 -6.65
249197_at putative protein contains similarity CML37 AT5G42380 -1.12 -0.17 -0.21 0.83762401 0.9559 -6.65
260786_s_at unknown protein similar to CryptosMEE5 AT1G06220 / 1.02 0.03 0.21 0.83813951 0.9559 -6.65
261915_at amp-binding protein, putative simi BZO1 AT1G65880 -1.01 -0.02 -0.21 0.83812316 0.9559 -6.65
263453_at hypothetical protein predicted by g --- AT2G22180 -1.01 -0.02 -0.21 0.83815237 0.9559 -6.65
267034_at unknown protein  ;supported by ful --- AT2G38310 1.05 0.07 0.21 0.838264 0.9560 -6.65
262980_at endo-beta-1,4-glucanase, putativeAtGH9B7 AT1G75680 1.08 0.11 0.21 0.83830399 0.9560 -6.65
251710_at putative protein several hypothetica--- AT3G56930 -1.03 -0.05 -0.21 0.83885311 0.9563 -6.65
248507_at putative protein strong similarity to --- AT5G50420 1.02 0.03 0.21 0.83867915 0.9563 -6.65
251681_at putative protein hypothetical prote --- AT3G57100 -1.02 -0.03 -0.21 0.8390745 0.9563 -6.65
245631_at tRNA-glutamine synthetase, putat OVA9 AT1G25350 1.02 0.02 0.21 0.8391331 0.9563 -6.65
248246_at putative protein contains similarity TRY AT5G53200 1.02 0.03 0.21 0.83901821 0.9563 -6.65
260842_at 19S proteosome subunit 9, putativATS9 AT1G29150 -1.02 -0.03 -0.21 0.83886325 0.9563 -6.65
249789_at putative protein similar to unknown--- AT5G24340 -1.02 -0.03 -0.21 0.8391631 0.9563 -6.65
266683_at hypothetical protein predicted by g GC1 AT2G19950 1.02 0.02 0.21 0.83896466 0.9563 -6.65
260136_at hypothetical protein predicted by g --- AT1G66360 1.02 0.02 0.21 0.83912827 0.9563 -6.65
252403_at hypothetical protein --- AT3G48080 -1.01 -0.02 -0.21 0.83870668 0.9563 -6.65
251769_at receptor kinase - like protein recepCCR3 AT3G55950 -1.09 -0.13 -0.21 0.83909361 0.9563 -6.65
253157_at putative protein DNA helicase TPSRecQl3 AT4G35740 -1.02 -0.03 -0.21 0.83867366 0.9563 -6.65
261523_at protein tyrosine phosphatase iden PTP1 AT1G71860 -1.02 -0.02 -0.21 0.83895281 0.9563 -6.65
253951_at putative Proline synthetase assoc --- AT4G26860 1.03 0.04 0.21 0.83914066 0.9563 -6.65
248876_at putative protein similar to unknown--- --- 1.01 0.02 0.21 0.83921983 0.9563 -6.65
245014_at ATPase beta subunit --- --- -1.01 -0.02 -0.21 0.83932887 0.9564 -6.65



264212_at putative tRNA adenylyltransferase --- AT1G22660 1.03 0.04 0.21 0.83938818 0.9564 -6.65
252133_at hypothetical protein hypothetical p--- AT3G50900 1.06 0.08 0.21 0.83956463 0.9564 -6.65
254408_at serine/threonine kinase - like proteB120 AT4G21390 1.10 0.14 0.21 0.83968801 0.9564 -6.65
261938_at hypothetical protein predicted by g --- AT1G22510 -1.03 -0.05 -0.21 0.83982755 0.9564 -6.65
256653_at hypothetical protein predicted by g --- AT3G18870 1.02 0.02 0.21 0.83976886 0.9564 -6.65
259249_at hypothetical protein predicted by g --- AT3G07790 -1.02 -0.04 -0.21 0.83972053 0.9564 -6.65
249952_at putative protein predicted proteins --- AT5G18950 -1.02 -0.03 -0.21 0.83979135 0.9564 -6.65
257014_at hypothetical protein predicted by g --- AT3G26930 1.02 0.03 0.21 0.83964183 0.9564 -6.65
256985_at myb-related protein 5 identical to GATMYB5 AT3G13540 -1.02 -0.03 -0.21 0.83967296 0.9564 -6.65
262822_at putative membrane-associated sal --- AT1G11630 -1.02 -0.02 -0.21 0.83981272 0.9564 -6.65
263362_at putative selenium-binding protein --- AT2G03880 1.01 0.02 0.21 0.83955613 0.9564 -6.65
255944_at putative protein --- --- -1.02 -0.03 -0.21 0.83990988 0.9565 -6.65
251188_at putative protein DESSICATION-R --- AT3G62730 1.02 0.03 0.21 0.83999924 0.9565 -6.65
251668_at putative protein strictosidine syntha--- AT3G57010 -1.04 -0.05 -0.21 0.83998464 0.9565 -6.65
254954_at hypothetical protein  ;supported by --- AT4G10910 1.05 0.07 0.21 0.84028413 0.9566 -6.65
264050_at putative non-LTR retroelement rev --- --- -1.02 -0.03 -0.21 0.84024045 0.9566 -6.65
264787_at putative senescence-associated prERD7 AT2G17840 -1.03 -0.04 -0.21 0.84031469 0.9566 -6.65
261260_at hypothetical protein predicted by g --- AT1G26680 -1.02 -0.02 -0.21 0.84032465 0.9566 -6.65
249390_at 60S RIBOSOMAL PROTEIN L5 -l --- AT5G40130 -1.01 -0.02 -0.21 0.84024651 0.9566 -6.65
247813_at NADP-dependent malate dehydrog--- AT5G58330 -1.02 -0.02 -0.21 0.84040541 0.9567 -6.65
257601_at hypothetical protein predicted by g --- AT3G24820 -1.02 -0.02 -0.21 0.84053338 0.9567 -6.65
248796_at VAMP (vesicle-associated membra--- AT5G47180 -1.03 -0.04 -0.21 0.84052472 0.9567 -6.65
262834_at hypothetical protein predicted by g MAP65-7 AT1G14690 1.02 0.02 0.21 0.84054113 0.9567 -6.65
267556_at putative beta-galactosidase  ; suppBGAL9 AT2G32810 1.02 0.03 0.21 0.84068761 0.9568 -6.65
260504_at Cyclin similar to GB:CAB77269 fro CYCA3;3 AT1G47220 -1.02 -0.03 -0.21 0.84073262 0.9568 -6.65
246708_at putative protein various predicted --- AT5G28150 -1.02 -0.03 -0.21 0.84102119 0.9568 -6.65
266240_at putative RNA-binding protein  ; sup--- AT2G29580 1.01 0.02 0.21 0.84109106 0.9568 -6.65
248551_at putative protein similar to unknownWR3 AT5G50200 1.05 0.07 0.21 0.84096092 0.9568 -6.65
256864_at topoisomerase II identical to topoisTOPII AT3G23890 -1.02 -0.03 -0.21 0.84107499 0.9568 -6.65
251416_at putative protein various predicted --- AT3G60400 -1.02 -0.02 -0.21 0.84083615 0.9568 -6.65
252855_at putative protein alpha-amino-epsil AGT2 AT4G39660 1.02 0.03 0.21 0.84085123 0.9568 -6.65
266610_at Ac-like transposase related to Ac/D--- --- 1.01 0.02 0.21 0.84099776 0.9568 -6.65
257479_at hypothetical protein contains similaWAKL4 AT1G16150 -1.03 -0.04 -0.21 0.84104798 0.9568 -6.65
259531_at hypothetical protein --- AT1G12460 1.03 0.04 0.21 0.84133253 0.9569 -6.65
260734_at disease resistance protein RPP1-W--- AT1G17600 -1.02 -0.03 -0.21 0.84133319 0.9569 -6.65



249344_at prohibitin (gb AAC49691.1) ;suppoATPHB3 AT5G40770 1.03 0.04 0.21 0.84139616 0.9569 -6.65
256938_at LEA protein, putative similar to LEATECP31 AT3G22500 -1.02 -0.03 -0.21 0.84133333 0.9569 -6.65
266143_at Expressed protein ; supported by c--- AT2G38905 1.02 0.03 0.21 0.8412455 0.9569 -6.65
265017_at unknown protein similar to EST em--- AT1G24390 -1.02 -0.02 -0.21 0.84139026 0.9569 -6.65
258993_at putative chlorophyll a/b-binding pr LHCB4.2 AT3G08940 1.02 0.03 0.21 0.84154258 0.9570 -6.65
255205_at putative transposon protein --- --- -1.01 -0.02 -0.21 0.84151059 0.9570 -6.65
259163_at putative protein kinase similar to A--- AT3G01490 1.02 0.03 0.21 0.84176058 0.9570 -6.65
245171_at hypothetical protein predicted by g --- AT2G47560 -1.02 -0.03 -0.21 0.84172863 0.9570 -6.65
259777_at zinc finger protein, putative similar--- AT1G29570 -1.02 -0.02 -0.21 0.8417397 0.9570 -6.65
259343_s_at putative methionine synthase simil ATMS2 AT3G03780 / 1.03 0.04 0.21 0.84168301 0.9570 -6.65
246223_at UDP-glucuronyltransferase-like proIRX14 AT4G36890 1.01 0.02 0.21 0.84186319 0.9571 -6.65
252600_at putative protein unknown protein CVPS24.2 AT3G45000 -1.02 -0.03 -0.21 0.84202806 0.9572 -6.65
259956_at unknown protein  ;supported by ful RRA2 AT1G75110 1.02 0.02 0.21 0.84210806 0.9573 -6.65
252761_at putative protein several hypothetica--- AT3G42770 1.03 0.04 0.21 0.84234455 0.9575 -6.65
253740_at Expressed protein ; supported by c--- AT4G28706 -1.02 -0.03 -0.21 0.84248478 0.9576 -6.65
253088_at ferulate-5-hydroxylase (FAH1)  ; suFAH1 AT4G36220 -1.04 -0.05 -0.21 0.84288152 0.9579 -6.65
257211_at exonuclease, putative contains Pfa--- AT3G15080 1.02 0.03 0.21 0.84303527 0.9579 -6.65
260644_at hypothetical protein contains simila--- AT1G53290 1.02 0.03 0.21 0.84290662 0.9579 -6.65
257009_at unknown protein  ; supported by cD--- AT3G14160 1.01 0.02 0.21 0.84301593 0.9579 -6.65
264221_s_at unknown protein contains similarityemb1220 AT1G60170 / -1.02 -0.02 -0.21 0.84318627 0.9579 -6.65
246651_at adenylate kinase -like protein ade --- AT5G35170 1.02 0.03 0.21 0.8429658 0.9579 -6.65
262861_at hypothetical protein similar to hypo--- AT1G64820 1.02 0.02 0.21 0.84305191 0.9579 -6.65
254518_at downy mildew resistance-like prot --- AT4G19910 -1.02 -0.02 -0.21 0.84308482 0.9579 -6.65
265094_at putative cruciferin 12S seed storag--- AT1G03890 1.01 0.02 0.21 0.84324431 0.9579 -6.65
252732_at putative protein predicted proteins --- --- -1.02 -0.02 -0.21 0.84321381 0.9579 -6.65
263468_at hypothetical protein predicted by g --- AT2G31930 -1.02 -0.03 -0.21 0.84317967 0.9579 -6.65
266024_at En/Spm-like transposon protein rel --- --- -1.01 -0.02 -0.21 0.84289294 0.9579 -6.65
259550_at hypothetical protein ;supported by AGP5 AT1G35230 1.07 0.09 0.21 0.84333458 0.9579 -6.65
266703_at unknown protein predicted by gens--- AT2G19880 -1.03 -0.04 -0.21 0.84355679 0.9581 -6.65
249154_at Nicotiana EREBP-3 like --- AT5G43410 1.07 0.10 0.21 0.84356332 0.9581 -6.65
256647_at unknown protein contains similarity--- AT3G13610 -1.14 -0.20 -0.20 0.84376974 0.9582 -6.65
256315_at hypothetical protein predicted by g --- AT1G35880 -1.02 -0.02 -0.20 0.84372608 0.9582 -6.65
249883_at Na+/H+ antiporter-like protein CHX3 AT5G22900 1.01 0.02 0.20 0.84378024 0.9582 -6.65
249352_at putative transcription factor MYB22MYB22 AT5G40430 -1.01 -0.02 -0.20 0.8437298 0.9582 -6.65
266194_at unknown protein --- AT2G39090 1.01 0.02 0.20 0.84423276 0.9582 -6.65



254476_at putative protein gamma-SNAP proGSNAP AT4G20410 -1.02 -0.02 -0.20 0.84448513 0.9582 -6.65
248526_at putative protein contains similarity --- AT5G50740 1.02 0.03 0.20 0.84453977 0.9582 -6.65
261511_at polyadenylate-binding protein 5 idePAB5 AT1G71770 1.02 0.03 0.20 0.84402835 0.9582 -6.65
245305_at Expressed protein ; supported by f --- AT4G17215 -1.06 -0.09 -0.20 0.84432444 0.9582 -6.65
253124_at putative protein unknown protein AARO3 AT4G36030 1.05 0.07 0.20 0.8445034 0.9582 -6.65
245329_at Expressed protein ; supported by f --- AT4G14365 1.04 0.06 0.20 0.84449907 0.9582 -6.65
248859_at putative protein contains similarity --- AT5G46660 1.02 0.03 0.20 0.84422606 0.9582 -6.65
247308_at receptor-like protein kinase --- AT5G63930 1.02 0.02 0.20 0.8444296 0.9582 -6.65
262350_at putative glutathione peroxidase  ;s ATGPX4 AT2G48150 1.02 0.02 0.20 0.84429742 0.9582 -6.65
255577_at putative hypoersensitive response--- AT4G01410 1.06 0.08 0.20 0.84434732 0.9582 -6.65
267120_at hypothetical protein predicted by g --- AT2G23530 1.02 0.03 0.20 0.84456385 0.9582 -6.65
251329_at putative protein hypothetical prote SYP73 AT3G61450 1.02 0.03 0.20 0.8439846 0.9582 -6.65
256540_at polyprotein, putative similar to poly--- --- 1.01 0.02 0.20 0.84425145 0.9582 -6.65
257159_at protein kinase, putative similar to p--- AT3G24400 -1.03 -0.04 -0.20 0.84412929 0.9582 -6.65
256851_at hypothetical protein predicted by g --- AT3G27930 -1.01 -0.02 -0.20 0.84399345 0.9582 -6.65
247870_at calmodulin-binding protein  ; suppo--- AT5G57580 -1.01 -0.02 -0.20 0.8445006 0.9582 -6.65
255201_at putative transposon protein --- --- -1.01 -0.02 -0.20 0.84461003 0.9582 -6.65
253338_at somatic embryogenesis receptor-l BAK1 AT4G33430 1.02 0.02 0.20 0.84465725 0.9583 -6.65
254414_at hypothetical protein HSA32 AT4G21320 -1.02 -0.03 -0.20 0.84476241 0.9583 -6.65
261790_at unknown protein ; supported by ful --- AT1G16000 1.03 0.04 0.20 0.84478185 0.9583 -6.65
266443_at putative myb-related transcription f --- AT2G43270 1.01 0.02 0.20 0.84479477 0.9583 -6.65
251243_at putative protein hypothetical prote --- AT3G61870 1.02 0.03 0.20 0.84494654 0.9583 -6.65
245927_at sterol glucosyltransferase - like pro--- AT5G24750 -1.01 -0.02 -0.20 0.84501245 0.9583 -6.65
261586_at hypothetical protein predicted by g--- AT1G01640 1.04 0.05 0.20 0.84490961 0.9583 -6.65
262012_s_at integral membrane protein, putativ--- AT1G35625 / -1.02 -0.02 -0.20 0.84484683 0.9583 -6.65
263030_at hypothetical protein predicted by g --- AT1G24060 -1.01 -0.02 -0.20 0.84500821 0.9583 -6.65
252498_at putative protein several hypothetica--- AT3G46810 1.01 0.02 0.20 0.84512018 0.9583 -6.65
248402_at dihydrodipicolinate reductase-like pcrr1 AT5G52100 1.03 0.04 0.20 0.84556007 0.9584 -6.65
249677_at DNA helicase-like --- AT5G35970 -1.03 -0.04 -0.20 0.84561207 0.9584 -6.65
248833_at Bax inhibitor-1 like  ;supported by fATBI1 AT5G47120 -1.02 -0.03 -0.20 0.84569585 0.9584 -6.65
261698_at unknown protein identical to hypoth--- AT1G32630 -1.02 -0.03 -0.20 0.84568098 0.9584 -6.65
253565_at predicted protein DAN26, Homo s --- AT4G31200 -1.02 -0.03 -0.20 0.84546888 0.9584 -6.65
246224_at putative MADS-box protein ;suppo --- AT4G36590 1.02 0.03 0.20 0.84541361 0.9584 -6.65
261508_at unknown protein --- AT1G71730 1.02 0.02 0.20 0.84563199 0.9584 -6.65
255630_at putative phosphoribosylanthranilate--- AT4G00700 1.14 0.19 0.20 0.84563009 0.9584 -6.65



257978_at putative serine/threonine protein ki ATNEK5 AT3G20860 -1.05 -0.08 -0.20 0.84557283 0.9584 -6.65
256546_at hypothetical protein contains simila--- AT3G14820 1.02 0.02 0.20 0.84563874 0.9584 -6.65
253611_at RNase L inhibitor-like protein ribonNAP15 AT4G30300 1.02 0.02 0.20 0.84525438 0.9584 -6.65
252384_at ABC-type transport protein-like proATH7 AT3G47790 -1.01 -0.02 -0.20 0.84535208 0.9584 -6.65
250195_at putative protein --- AT5G14560 1.01 0.02 0.20 0.84575681 0.9584 -6.65
247927_at unknown protein --- AT5G57310 -1.02 -0.02 -0.20 0.84578047 0.9584 -6.65
251006_at putative protein predicted proteins --- AT5G02600 1.02 0.03 0.20 0.84590022 0.9585 -6.65
256833_at calmodulin-stimulated calcium-AT --- AT3G22910 1.07 0.09 0.20 0.84589025 0.9585 -6.65
264646_at hypothetical protein Similar to HomBON3 AT1G08860 -1.02 -0.02 -0.20 0.84596695 0.9585 -6.65
251902_at uncoupling protein (ucp/PUMP)  ; sPUMP1 AT3G54110 -1.04 -0.05 -0.20 0.84608684 0.9586 -6.65
250658_at C3HC4-type RING zinc finger prote--- AT5G07040 -1.02 -0.03 -0.20 0.84627802 0.9588 -6.65
265089_at hypothetical protein similar to hypoSUVR1 AT1G04050 -1.02 -0.02 -0.20 0.84636872 0.9588 -6.65
262752_at putative mitotic cyclin similar to gb|CYCB3;1 AT1G16330 -1.02 -0.03 -0.20 0.84647274 0.9589 -6.65
253854_at putative protein zinc-finger protein --- AT4G27900 1.04 0.06 0.20 0.84667341 0.9590 -6.65
253331_at nucellin -like protein nucellin - Hor --- AT4G33490 -1.02 -0.03 -0.20 0.84666712 0.9590 -6.65
249302_at putative protein similar to unknown--- AT5G41450 1.02 0.03 0.20 0.84672586 0.9590 -6.65
256992_at hypothetical protein predicted by g --- AT3G28630 -1.02 -0.02 -0.20 0.84685973 0.9590 -6.65
249568_at glucosyltransferase-like protein UD--- AT5G38040 -1.02 -0.03 -0.20 0.84678112 0.9590 -6.65
257501_at hypothetical protein predicted by g --- --- 1.01 0.02 0.20 0.84682604 0.9590 -6.65
246097_at putative protein CGI-45 protein - HHHP1 AT5G20270 -1.04 -0.06 -0.20 0.84696979 0.9590 -6.65
254701_at putative protein predicted protein, --- AT4G18030 1.03 0.04 0.20 0.84716923 0.9590 -6.65
266181_at putative glutathione S-transferase  ATGSTZ1 AT2G02390 1.02 0.03 0.20 0.84717237 0.9590 -6.65
263085_at hypothetical protein predicted by g ARI12 AT2G16090 1.02 0.03 0.20 0.84715084 0.9590 -6.65
262382_at virus resistance protein, putative s--- AT1G72920 1.08 0.12 0.20 0.8472523 0.9590 -6.65
252264_at putative protein hypothetical prote --- AT3G49590 -1.02 -0.02 -0.20 0.84728493 0.9590 -6.65
246668_at putative protein --- --- -1.01 -0.02 -0.20 0.84707282 0.9590 -6.65
251182_at putative protein HIRA interacting pATERDJ3B AT3G62600 -1.05 -0.07 -0.20 0.84720161 0.9590 -6.65
253461_at cytochrome p450 - like protein cyt CYP96A2 AT4G32170 1.01 0.02 0.20 0.84715469 0.9590 -6.65
255123_at putative lipid transfer protein --- AT4G08530 1.02 0.02 0.20 0.84726853 0.9590 -6.65
257632_at cytochrome P450, putative similar CYP71B21 AT3G26190 1.03 0.04 0.20 0.8474178 0.9591 -6.65
248211_at flavonol 3-O-glucosyltransferase-lik--- AT5G54010 -1.01 -0.02 -0.20 0.84761081 0.9593 -6.65
264638_at flowering signals mediating proteinFT AT1G65480 -1.05 -0.06 -0.20 0.84781688 0.9594 -6.65
259283_at putative transcription factor similar MYB65 AT3G11440 -1.02 -0.02 -0.20 0.84786649 0.9594 -6.65
249854_at putative protein contains similarity --- AT5G22960 -1.02 -0.03 -0.20 0.84777192 0.9594 -6.65
244964_at PSII cytochrome b559 --- --- 1.01 0.02 0.20 0.8478299 0.9594 -6.65



249306_at RING zinc finger protein-like  ;supp--- AT5G41400 -1.04 -0.06 -0.20 0.84902528 0.9594 -6.65
248344_at hyaluronan mediated motility recep--- AT5G52280 1.03 0.04 0.20 0.84893837 0.9594 -6.65
249845_at putative protein similar to unknown--- AT5G23610 -1.01 -0.02 -0.20 0.84794595 0.9594 -6.65
266860_at putative phospholipase C --- AT2G26870 -1.03 -0.04 -0.20 0.84847072 0.9594 -6.65
249244_at FtsH protease, putative similar to VAR1 AT5G42270 1.02 0.02 0.20 0.84903693 0.9594 -6.65
251412_at RING-H2 zinc finger protein ATL4  ATL4 AT3G60220 -1.04 -0.05 -0.20 0.84833327 0.9594 -6.65
258586_s_at putative trypsin inhibitor similar to t --- AT3G04320 / -1.04 -0.06 -0.20 0.84806429 0.9594 -6.65
264354_s_at unknown protein similar to Lambda--- AT1G03200 / -1.02 -0.02 -0.20 0.84852907 0.9594 -6.65
254634_at putative protein transcription facto --- AT4G18650 -1.02 -0.02 -0.20 0.84881247 0.9594 -6.65
261429_at hypothetical protein contains similaWRKY61 AT1G18860 1.02 0.02 0.20 0.84847069 0.9594 -6.65
248425_at ACC synthase; 1-aminocyclopropaACS12 AT5G51690 -1.02 -0.03 -0.20 0.84924291 0.9594 -6.65
256680_at unknown protein ; supported by ful --- AT3G52230 1.02 0.03 0.20 0.84922906 0.9594 -6.65
247433_at E2, ubiquitin-conjugating enzyme UBC3 AT5G62540 1.02 0.04 0.20 0.84905817 0.9594 -6.65
260891_at cysteine protease contains similari --- AT1G29080 -1.02 -0.02 -0.20 0.84873017 0.9594 -6.65
250707_at putative protein similar to unknownMEE60 AT5G05950 1.02 0.03 0.20 0.84880065 0.9594 -6.65
260335_at putative strictosidine synthase sim SS3 AT1G74000 -1.04 -0.06 -0.20 0.84895044 0.9594 -6.65
259156_at hypothetical protein predicted by g SEC8 AT3G10380 1.01 0.02 0.20 0.84856843 0.9594 -6.65
255223_at putative protein predicted proteins --- AT4G05370 1.01 0.02 0.20 0.84860216 0.9594 -6.65
248949_at putative protein strong similarity to --- AT5G45570 1.01 0.02 0.20 0.84916909 0.9594 -6.65
255191_at may be a pseudogene --- --- -1.01 -0.02 -0.20 0.84898065 0.9594 -6.65
250392_at putative protein multifunctional am--- AT5G10880 -1.01 -0.02 -0.20 0.84885507 0.9594 -6.65
262955_at unknown protein ;supported by full --- AT1G54520 -1.02 -0.03 -0.20 0.84853077 0.9594 -6.65
249097_at putative protein strong similarity to --- AT5G43520 1.02 0.03 0.20 0.84860826 0.9594 -6.65
258595_at unknown protein contains Pfam pro--- AT3G04500 1.02 0.02 0.20 0.8487287 0.9594 -6.65
259258_at putative ribulose-1,5-bisphosphate--- AT3G07670 1.03 0.04 0.20 0.84828953 0.9594 -6.65
254397_at gibberellin 3 beta-hydroxylase - likGA3OX3 AT4G21690 -1.03 -0.04 -0.20 0.84808145 0.9594 -6.65
261182_at hypothetical protein predicted by g --- AT1G34575 1.01 0.02 0.20 0.84866631 0.9594 -6.65
248090_at putative protein contains similarity MAPKKK15AT5G55090 1.01 0.02 0.20 0.84858295 0.9594 -6.65
261358_s_at hypothetical protein predicted by g --- AT1G41920 / 1.02 0.02 0.20 0.84834069 0.9594 -6.65
252153_at putative protein several hypothetica--- AT3G51360 -1.02 -0.03 -0.20 0.84911629 0.9594 -6.65
261659_at unknown protein contains similarityTOR AT1G50030 -1.01 -0.02 -0.20 0.84907198 0.9594 -6.65
264149_at NAM (no apical meristem)-like proanac005 AT1G02250 -1.02 -0.02 -0.20 0.84917232 0.9594 -6.65
246476_at putative protein predicted proteins --- AT5G16730 1.02 0.03 0.20 0.84938039 0.9595 -6.65
260164_at putative D-isomer specific 2-hydrox--- AT1G79870 1.02 0.02 0.20 0.84934114 0.9595 -6.65
264521_at unknown protein Location of EST g--- AT1G10020 1.04 0.05 0.20 0.84955457 0.9595 -6.65



246911_at transcription factor TINY tny AT5G25810 -1.04 -0.06 -0.20 0.84958595 0.9595 -6.65
259441_at cathepsin B-like cysteine protease--- AT1G02300 1.02 0.03 0.20 0.84961744 0.9595 -6.65
263081_at putative homeodomain transcriptio BLH5 AT2G27220 -1.01 -0.02 -0.20 0.84955861 0.9595 -6.65
246841_at nectarin - like protein nectarin I pre--- AT5G26700 1.03 0.04 0.20 0.84948246 0.9595 -6.65
252838_at hypothetical protein --- --- -1.01 -0.02 -0.20 0.84973689 0.9596 -6.65
248336_at unknown protein  ; supported by cD--- AT5G52420 -1.03 -0.04 -0.20 0.84989928 0.9598 -6.65
264083_at ethylene reponse factor-like AP2 d ATERF15 AT2G31230 -1.06 -0.08 -0.20 0.84994179 0.9598 -6.65
245384_at glycoprotein homolog ;supported b --- AT4G16790 -1.03 -0.04 -0.20 0.85000325 0.9598 -6.65
262263_at auxin transport protein REH1, putaPIN3 AT1G70940 1.05 0.07 0.20 0.85022445 0.9598 -6.65
251856_at Peptidase - like protein ileal peptidAMP1 AT3G54720 -1.03 -0.04 -0.20 0.85021135 0.9598 -6.65
252994_at putative protein gene PC326 prote--- AT4G38480 -1.04 -0.05 -0.20 0.85021141 0.9598 -6.65
264759_at receptor protein kinase (IRK1), pu --- AT1G61480 -1.02 -0.02 -0.20 0.85026413 0.9598 -6.65
257920_at hypothetical protein predicted by g --- AT3G23260 -1.01 -0.02 -0.20 0.85016027 0.9598 -6.65
246683_at putative protein chromokinesin KIF--- AT5G33300 1.02 0.02 0.20 0.85012645 0.9598 -6.65
245172_at hypothetical protein predicted by g --- AT2G47540 1.01 0.02 0.20 0.85038385 0.9598 -6.65
250269_at anthranilate phosphoribosyltransfe--- AT5G12970 -1.02 -0.02 -0.20 0.85035856 0.9598 -6.65
246616_at aspartyl protease-like --- AT5G36260 -1.03 -0.04 -0.20 0.85049237 0.9599 -6.65
249681_s_at putative protein strong similarity to --- --- -1.02 -0.03 -0.20 0.85057516 0.9600 -6.65
248706_at unknown protein --- AT5G48530 -1.02 -0.03 -0.20 0.85070795 0.9601 -6.65
261282_at hypothetical protein predicted by g APUM10 AT1G35750 1.02 0.03 0.20 0.85091913 0.9602 -6.65
247689_at putative protein protein tyrosine ph--- AT5G59770 1.02 0.03 0.20 0.85090889 0.9602 -6.65
257871_at hypothetical protein predicted by g --- AT3G28350 1.01 0.02 0.20 0.85088186 0.9602 -6.65
258929_at unknown protein Pfam HMM hit: FK--- AT3G10060 -1.04 -0.06 -0.20 0.8511 0.9602 -6.65
249926_at E1, ubiquitin-like activating enzymECR1 AT5G19180 1.02 0.03 0.20 0.85111566 0.9602 -6.65
255952_at MADS-box protein (ZAP1), putativAGL104 AT1G22130 1.01 0.02 0.19 0.8511726 0.9602 -6.65
249498_at putative protein motif in transcriptio--- AT5G39230 1.02 0.02 0.19 0.85116145 0.9602 -6.65
257308_at unknown protein --- AT3G28120 1.01 0.02 0.19 0.85127324 0.9603 -6.65
244967_at PSI J protein --- --- 1.03 0.05 0.19 0.85123572 0.9603 -6.65
245331_at hypothetical protein ;supported by --- AT4G14410 1.01 0.02 0.19 0.85149331 0.9603 -6.65
258926_s_at unknown protein N-terminus similaanac052 AT3G10480 / -1.02 -0.03 -0.19 0.85153658 0.9603 -6.65
263089_at putative retroelement pol polyprote--- --- -1.02 -0.03 -0.19 0.85143514 0.9603 -6.65
254523_at putative protein hypothetical prote FRS1 AT4G19990 1.02 0.03 0.19 0.85137854 0.9603 -6.65
253963_at putative protein probable calcium- --- AT4G26470 1.03 0.04 0.19 0.85150244 0.9603 -6.65
249038_at putative protein contains similarity RING1A AT5G44280 -1.02 -0.02 -0.19 0.85162587 0.9604 -6.65
248695_at putative protein similar to unknown--- AT5G48350 1.02 0.03 0.19 0.85167405 0.9604 -6.65



253671_at serine threonine-specific receptor p--- AT4G29990 -1.02 -0.03 -0.19 0.85178809 0.9605 -6.65
256881_at hypothetical protein  ; supported by--- AT3G26410 -1.02 -0.02 -0.19 0.85184255 0.9605 -6.65
254167_at serine/threonine kinase-like protei CIPK8 AT4G24400 1.02 0.02 0.19 0.85187568 0.9605 -6.65
261669_at unknown protein similar to hypothe--- AT1G18490 -1.01 -0.02 -0.19 0.85202555 0.9606 -6.65
260706_at oxidase, putative similar to oxidas AOX1D AT1G32350 -1.12 -0.17 -0.19 0.85244998 0.9607 -6.65
264756_at receptor protein kinase (IRK1), pu --- AT1G61370 -1.06 -0.08 -0.19 0.85252896 0.9607 -6.65
253729_at beta-1,3-glucanase-like protein be--- AT4G29360 -1.02 -0.03 -0.19 0.8523546 0.9607 -6.65
260761_at hypothetical protein predicted by g --- AT1G49150 -1.03 -0.04 -0.19 0.85233299 0.9607 -6.65
247551_at ras-GTPase-activating protein SH --- AT5G60980 1.01 0.02 0.19 0.85254707 0.9607 -6.65
262844_at unknown protein similar to pectines--- AT1G14890 -1.04 -0.06 -0.19 0.85243055 0.9607 -6.65
251140_at lectin - like protein lectin precursor--- AT5G01090 -1.02 -0.02 -0.19 0.85232066 0.9607 -6.65
267413_at putative amino acid transporter CAT5 AT2G34960 -1.03 -0.04 -0.19 0.8525698 0.9607 -6.65
251043_s_at putative protein various predicted --- AT5G02330 / -1.02 -0.02 -0.19 0.85215226 0.9607 -6.65
259509_at mutator-like transposase, putative --- --- -1.01 -0.02 -0.19 0.85253451 0.9607 -6.65
247203_at unknown protein  ; supported by cD--- AT5G65180 1.01 0.02 0.19 0.85227749 0.9607 -6.65
263328_at hypothetical protein similar to hypo--- AT2G15280 -1.02 -0.03 -0.19 0.8527954 0.9608 -6.65
266910_at unknown protein --- AT2G45920 1.04 0.05 0.19 0.85277149 0.9608 -6.65
260206_at putative protein kinase contains Pf --- AT1G70740 1.04 0.05 0.19 0.85278475 0.9608 -6.65
261843_at unknown protein --- AT1G16180 -1.01 -0.02 -0.19 0.85292615 0.9609 -6.65
245552_at cytochrome P450 like protein CYP705A3 AT4G15360 1.01 0.02 0.19 0.85293348 0.9609 -6.65
255565_at putative CHP-rich zinc finger prote--- AT4G01760 1.01 0.02 0.19 0.85304026 0.9609 -6.65
245829_at hypothetical protein predicted by g --- AT1G57780 -1.02 -0.02 -0.19 0.85301672 0.9609 -6.65
257968_at hypothetical protein predicted by g --- AT3G27550 -1.02 -0.03 -0.19 0.85311141 0.9609 -6.65
249960_at squamosa promoter binding protei SPL7 AT5G18830 -1.02 -0.02 -0.19 0.85324233 0.9610 -6.65
257593_at phosphatidylinositol transfer prote --- AT3G24840 1.01 0.02 0.19 0.85327113 0.9610 -6.65
263143_at hypothetical protein Contains PF|0 --- AT1G03100 -1.02 -0.02 -0.19 0.85369526 0.9610 -6.65
260585_at unknown protein EMB2777 AT2G43650 1.03 0.05 0.19 0.85354552 0.9610 -6.65
261676_at Expressed protein ; supported by f --- AT1G18480 -1.02 -0.03 -0.19 0.85367613 0.9610 -6.65
259747_at putative dehydrogenase similar to --- AT1G71170 1.02 0.03 0.19 0.85370508 0.9610 -6.65
255930_at hypothetical protein predicted by g --- AT1G12660 -1.01 -0.02 -0.19 0.85361386 0.9610 -6.65
252856_at putative protein ; supported by cDN--- AT4G39690 1.01 0.02 0.19 0.85365859 0.9610 -6.65
247160_at putative protein contains similarity --- AT5G65820 1.01 0.02 0.19 0.85333877 0.9610 -6.65
254206_at thaumatin-like protein thaumatin-li --- AT4G24180 1.02 0.03 0.19 0.85342952 0.9610 -6.65
248266_at putative protein similar to unknown--- AT5G53440 1.01 0.02 0.19 0.85344732 0.9610 -6.65
266810_at hypothetical protein predicted by g --- AT2G44880 -1.01 -0.02 -0.19 0.85359917 0.9610 -6.65



265485_at putative Ta11-like non-LTR retroele--- --- -1.02 -0.03 -0.19 0.85375718 0.9610 -6.65
260906_at hypothetical protein predicted by g --- AT1G02540 1.01 0.02 0.19 0.85382731 0.9611 -6.65
264730_at hypothetical protein similar to putat--- AT1G62085 1.02 0.02 0.19 0.85390568 0.9611 -6.65
256780_at RNase L inhibitor, putative similar ATRLI1 AT3G13640 -1.02 -0.02 -0.19 0.85395246 0.9611 -6.65
246404_at hypothetical protein contains simila--- AT1G57600 1.01 0.02 0.19 0.85400506 0.9611 -6.65
253286_at hypothetical protein FUC95A AT4G34260 1.06 0.09 0.19 0.8540769 0.9611 -6.65
251593_at DNA-directed RNA polymerase I 1NRPA1 AT3G57660 1.03 0.04 0.19 0.85420964 0.9611 -6.65
251725_at putative protein --- AT3G56260 1.02 0.04 0.19 0.85441592 0.9611 -6.65
264641_at ATP-dependent Clp protease prot --- AT1G09130 1.02 0.02 0.19 0.85435891 0.9611 -6.65
252211_at putative protein predicted proteins --- AT3G50220 1.02 0.02 0.19 0.8542455 0.9611 -6.65
266111_at unknown protein --- AT2G02060 / 1.02 0.02 0.19 0.85444993 0.9611 -6.65
264937_at hypothetical protein contains similaSCPL32 AT1G61130 -1.02 -0.02 -0.19 0.85444521 0.9611 -6.65
259591_at unknown protein ;supported by full --- AT1G28150 1.01 0.02 0.19 0.85428842 0.9611 -6.65
246641_s_at Expressed protein ; supported by f --- AT5G34883 / 1.02 0.02 0.19 0.85424872 0.9611 -6.65
249500_at expansin-like protein expansin - P ATEXPA21 AT5G39260 1.02 0.03 0.19 0.85447023 0.9611 -6.65
253252_at amidophosphoribosyltransferase 2 ATASE2 AT4G34740 -1.02 -0.03 -0.19 0.85439558 0.9611 -6.65
261338_at hypothetical protein predicted by g --- AT1G44920 -1.02 -0.03 -0.19 0.85456379 0.9612 -6.65
258159_at receptor kinase, putative similar toRLK902 AT3G17840 -1.03 -0.04 -0.19 0.85492768 0.9613 -6.65
266048_at putative thioredoxin H contains a thATCXXS2 AT2G40790 1.02 0.02 0.19 0.85486067 0.9613 -6.65
245281_at DEF (CLA1) protein ; supported byCLA1 AT4G15560 -1.02 -0.03 -0.19 0.8548186 0.9613 -6.65
260296_at putative disease resistance protein--- AT1G63750 1.05 0.08 0.19 0.85486626 0.9613 -6.65
248899_at carboxy-terminal proteinase D1-like--- AT5G46390 -1.02 -0.02 -0.19 0.85490466 0.9613 -6.65
256418_at hypothetical protein --- AT3G06160 1.01 0.02 0.19 0.85472221 0.9613 -6.65
262267_at hypothetical protein predicted by g --- --- -1.01 -0.02 -0.19 0.85496703 0.9613 -6.65
248892_at unknown protein --- AT5G46300 1.01 0.02 0.19 0.85518762 0.9615 -6.65
247638_at arabinogalactan protein - like arabFLA12 AT5G60490 -1.03 -0.05 -0.19 0.85526581 0.9615 -6.65
262441_at hypothetical protein similar to hypoOSB1 AT1G47720 1.02 0.03 0.19 0.85534204 0.9616 -6.65
259749_at putative ribose 5-phosphate isome RSW10 AT1G71100 -1.03 -0.05 -0.19 0.85541143 0.9616 -6.65
263869_at unknown protein PROPEP6 AT2G22000 -1.01 -0.02 -0.19 0.85555106 0.9617 -6.65
266852_at hypothetical protein predicted by g --- AT2G26810 1.01 0.02 0.19 0.85558269 0.9617 -6.65
247934_at putative protein similar to unknown--- AT5G57000 1.02 0.02 0.19 0.85573897 0.9617 -6.65
266366_at unknown protein --- AT2G41420 1.02 0.03 0.19 0.85573206 0.9617 -6.65
258118_at unknown protein --- AT3G14710 1.02 0.03 0.19 0.85573548 0.9617 -6.65
261999_at hypothetical protein predicted by g --- AT1G33800 -1.02 -0.03 -0.19 0.85606831 0.9621 -6.65
265613_at putative DnaJ protein  ; supported --- AT2G25560 1.02 0.03 0.19 0.85624729 0.9622 -6.65



261279_at class I chitinase, putative similar toPOM1 AT1G05850 1.07 0.10 0.19 0.85643856 0.9623 -6.65
251727_at putative protein --- AT3G56290 -1.03 -0.05 -0.19 0.85637488 0.9623 -6.65
249725_at unknown protein --- AT5G35470 1.01 0.02 0.19 0.85644286 0.9623 -6.65
254295_at putative protein predicted protein, --- AT4G23080 -1.01 -0.02 -0.19 0.85657946 0.9624 -6.65
255083_s_at hypothetical protein --- --- -1.02 -0.03 -0.19 0.85682839 0.9626 -6.65
254942_at putative protein predicted proteins --- AT4G10880 -1.01 -0.02 -0.19 0.85679252 0.9626 -6.65
262371_at putative glycosyl transferase conta --- AT1G73160 1.01 0.02 0.19 0.8568935 0.9626 -6.65
267422_at putative protein kinase contains a p--- AT2G35050 -1.01 -0.02 -0.19 0.85691378 0.9626 -6.65
258064_at putative cytochrome P450 similar t CYP72A14 AT3G14680 1.04 0.06 0.19 0.85706225 0.9626 -6.65
254115_at putative protein binding protein HP--- AT4G24710 -1.01 -0.02 -0.19 0.85701982 0.9626 -6.65
245046_at putative membrane transporter  ; s PDE135 AT2G26510 1.02 0.02 0.19 0.8570988 0.9626 -6.65
262585_at hypothetical protein Is a member oBOR4 AT1G15460 1.02 0.03 0.19 0.85727185 0.9627 -6.65
261683_at hypothetical protein similar to hypo--- AT1G47300 -1.01 -0.02 -0.19 0.85728231 0.9627 -6.65
266380_at unknown protein MEE13 AT2G14680 -1.02 -0.02 -0.19 0.85722639 0.9627 -6.65
249429_at putative protein --- AT5G39880 -1.01 -0.02 -0.19 0.85739262 0.9628 -6.65
261541_at unknown protein contains Pfam pro--- AT1G63600 -1.02 -0.02 -0.19 0.85773706 0.9628 -6.65
259745_at unknown protein SAG18 AT1G71190 1.02 0.02 0.19 0.85772432 0.9628 -6.65
249903_at disease resistance protein-like --- AT5G22690 -1.05 -0.07 -0.19 0.85761465 0.9628 -6.65
264499_at Expressed protein ; supported by f --- AT1G30795 1.02 0.02 0.19 0.85760617 0.9628 -6.65
266765_at putative inorganic pyrophosphatas AtPPa3 AT2G46860 -1.01 -0.02 -0.19 0.85767242 0.9628 -6.65
246216_at cytochrome P450 like protein ; supROT3 AT4G36380 -1.02 -0.03 -0.19 0.85773842 0.9628 -6.65
257995_at putative monosaccharide transpor --- AT3G19940 1.02 0.03 0.19 0.85771646 0.9628 -6.65
257282_at TNP2-like transposon protein, puta--- --- 1.02 0.02 0.19 0.85754387 0.9628 -6.65
257273_at hypothetical protein contains Pfam UVH3 AT3G28030 1.02 0.03 0.19 0.85786321 0.9628 -6.65
264493_at unknown protein similar to multipleGUT2 AT1G27440 1.03 0.04 0.19 0.8578674 0.9628 -6.65
253007_at putative protein hypothetical prote --- AT4G38090 1.02 0.03 0.19 0.85784459 0.9628 -6.65
247712_at E2, ubiquitin-conjugating enzyme UBC7 AT5G59300 -1.02 -0.02 -0.19 0.85792322 0.9628 -6.65
258443_at unknown protein --- AT3G22290 1.02 0.02 0.19 0.85811477 0.9629 -6.65
262707_at hypothetical protein --- AT1G16290 1.02 0.03 0.19 0.85809335 0.9629 -6.65
265908_at contains similarity to S. cerevisiae --- AT4G00270 1.02 0.03 0.19 0.85819997 0.9630 -6.65
245861_at GTL1 - like protein GTL1, Arabido --- AT5G28300 1.03 0.05 0.19 0.85850689 0.9630 -6.65
259331_at putative auxin-induced protein sim --- AT3G03840 -1.02 -0.03 -0.19 0.85827107 0.9630 -6.65
245226_at gene_id:K17E7.15~unknown prote--- AT3G29970 -1.07 -0.10 -0.19 0.85834238 0.9630 -6.65
257488_s_at putative RING-finger protein --- AT1G36950 / 1.01 0.02 0.19 0.85846582 0.9630 -6.65
251596_at 1-acylcerol-3-phosphate acyltrans LPAT2 AT3G57650 1.01 0.02 0.19 0.85854217 0.9630 -6.65



264139_at hypothetical protein contains simila--- AT1G78940 -1.01 -0.02 -0.19 0.85847534 0.9630 -6.65
252917_at putative zinc finger protein zinc fin --- AT4G38960 -1.02 -0.03 -0.19 0.85838553 0.9630 -6.65
249893_at Expressed protein ; supported by f --- AT5G22555 -1.02 -0.02 -0.19 0.85844689 0.9630 -6.65
259616_at hypothetical protein contains similaC/VIF1 AT1G47960 1.02 0.03 0.18 0.85874259 0.9631 -6.65
266049_at putative translation initiation factor --- AT2G40780 1.01 0.02 0.18 0.85869285 0.9631 -6.65
260811_s_at hypothetical protein predicted by g --- --- 1.01 0.02 0.18 0.85875486 0.9631 -6.65
250970_at putative protein  ; supported by cD --- AT5G02770 1.01 0.02 0.18 0.85886607 0.9632 -6.65
252908_at putative protein --- AT4G39670 -1.08 -0.12 -0.18 0.85893659 0.9632 -6.65
265292_s_at hypothetical protein predicted by g --- --- -1.01 -0.02 -0.18 0.85897981 0.9632 -6.65
251323_at delta-8 sphingolipid desaturase  ;s --- AT3G61580 -1.02 -0.02 -0.18 0.85916564 0.9633 -6.65
258698_at unknown protein --- AT3G09690 1.02 0.02 0.18 0.85916699 0.9633 -6.65
260836_at hypothetical protein predicted by g --- --- -1.01 -0.02 -0.18 0.85914188 0.9633 -6.65
250554_at unknown protein  ;supported by ful --- AT5G07900 1.02 0.02 0.18 0.85926283 0.9633 -6.65
250918_at putative protein proline-rich protein--- AT5G03610 1.07 0.09 0.18 0.85936151 0.9634 -6.65
249169_at putative protein strong similarity to --- AT5G42880 -1.01 -0.02 -0.18 0.85937134 0.9634 -6.65
251581_at putative protein CARBON CATAB --- AT3G58560 1.02 0.02 0.18 0.85943671 0.9634 -6.65
257562_at hypothetical protein --- --- 1.02 0.02 0.18 0.85952901 0.9634 -6.65
247164_at NifS-like aminotranfserase  ; suppoNFS1 AT5G65720 -1.02 -0.02 -0.18 0.85965058 0.9635 -6.65
261181_at monosaccharide transporter, puta --- AT1G34580 1.02 0.03 0.18 0.85975812 0.9636 -6.65
255339_at hypothetical protein similar to A. th--- AT4G04480 -1.03 -0.04 -0.18 0.85976165 0.9636 -6.65
254940_at putative protein predicted proteins --- AT4G10820 -1.01 -0.02 -0.18 0.85982082 0.9636 -6.65
250186_at putative protein apospory-associa --- AT5G14500 1.02 0.03 0.18 0.85993043 0.9636 -6.65
258127_at unknown protein --- AT3G24570 1.01 0.02 0.18 0.85998567 0.9637 -6.65
253799_at putative DNA-binding protein AP2 --- AT4G28140 1.09 0.12 0.18 0.86017395 0.9637 -6.65
253750_at putative transcription factor leghem--- AT4G29000 1.02 0.03 0.18 0.86018422 0.9637 -6.65
245236_at putative DNA mismatch repair pro MSH3 AT4G25540 -1.01 -0.02 -0.18 0.86015252 0.9637 -6.65
261396_at hypothetical protein contains simila--- AT1G79800 -1.02 -0.02 -0.18 0.86024876 0.9638 -6.65
257348_at hypothetical protein predicted by g --- AT2G42140 -1.03 -0.04 -0.18 0.86027946 0.9638 -6.65
266234_at SKP1 interacting partner 3 (SKIP3SKIP3 AT2G02350 -1.02 -0.02 -0.18 0.86032518 0.9638 -6.65
250710_at MYB family transcription factor-likeMYB33 AT5G06100 1.01 0.02 0.18 0.86050492 0.9639 -6.65
248016_at putative protein similar to unknown--- AT5G56380 -1.02 -0.03 -0.18 0.86058824 0.9640 -6.65
248275_at isp4 protein ATOPT8 AT5G53520 1.01 0.02 0.18 0.86070204 0.9640 -6.65
260227_at unknown protein similar to hypothe--- AT1G74450 1.04 0.06 0.18 0.86069933 0.9640 -6.65
254296_at hypothetical protein --- AT4G23090 1.02 0.03 0.18 0.86079486 0.9640 -6.65
260932_s_at hypothetical protein contains similaPGP12 AT1G02520 / -1.06 -0.08 -0.18 0.86090319 0.9641 -6.65



AFFX-r2-Bs-da B. subtilis /GEN=jojG /DB_XREF=g--- --- -1.02 -0.03 -0.18 0.86114007 0.9642 -6.65
248443_at gibberellin 20-oxidase-like protein --- AT5G51310 1.01 0.02 0.18 0.86114209 0.9642 -6.65
251053_at Ca2+/H+ exchanger-like protein CCAX4 AT5G01490 1.03 0.04 0.18 0.861102 0.9642 -6.65
266424_at unknown protein --- AT2G41330 -1.02 -0.04 -0.18 0.86124795 0.9643 -6.65
255946_at glycine hydroxymethyltransferase,SHM6 AT1G22020 -1.01 -0.02 -0.18 0.86133562 0.9643 -6.65
AFFX-Athal-ActArabidopsis thaliana /REF=U37281ACT7 --- 1.01 0.02 0.18 0.86137029 0.9643 -6.65
248056_at unknown protein  ; supported by cDXYLT AT5G55500 -1.01 -0.02 -0.18 0.86134356 0.9643 -6.65
261339_at protein kinase, putative similar to m--- AT1G35710 1.03 0.04 0.18 0.86137907 0.9643 -6.65
245369_at Expressed protein ; supported by f --- AT4G15975 1.03 0.04 0.18 0.86142286 0.9643 -6.65
262058_at Expressed protein ; supported by f --- AT1G79990 -1.01 -0.02 -0.18 0.86176053 0.9644 -6.65
265073_at unknown protein similar to putative--- AT1G55480 1.03 0.04 0.18 0.86176024 0.9644 -6.65
254810_at putative protein pectinesterase - CPME1 AT4G12390 1.03 0.05 0.18 0.86163734 0.9644 -6.65
256081_at hypothetical protein contains Pfam WOX14 AT1G20700 -1.02 -0.02 -0.18 0.86177724 0.9644 -6.65
260631_at hypothetical protein predicted by g --- AT1G62350 1.02 0.02 0.18 0.86173559 0.9644 -6.65
247681_at serine/threonine-specific protein k --- --- -1.02 -0.03 -0.18 0.86177035 0.9644 -6.65
245293_at HSP like protein ; supported by cD --- AT4G16660 1.05 0.06 0.18 0.86182782 0.9644 -6.65
251415_at putative protein --- AT3G60380 1.01 0.02 0.18 0.86187979 0.9644 -6.65
258676_at hypothetical protein predicted by g --- AT3G08600 1.02 0.02 0.18 0.86227787 0.9644 -6.65
246858_at receptor-like protein kinase - like r --- AT5G25930 -1.05 -0.07 -0.18 0.86216005 0.9644 -6.65
246861_at putative protein phytochrome-assoIAA28 AT5G25890 -1.01 -0.02 -0.18 0.86225627 0.9644 -6.65
247265_at putative protein strong similarity to CPuORF22AT5G64550 / -1.03 -0.05 -0.18 0.86253956 0.9644 -6.65
264855_at 3-hydroxy-3-methylglutaryl-coenzyHSK AT2G17265 -1.01 -0.02 -0.18 0.86250645 0.9644 -6.65
252524_at putative protein mitochondrial ATP--- AT3G46430 1.02 0.02 0.18 0.86211886 0.9644 -6.65
251718_at putative protein hypothetical protei MRLK AT3G56100 -1.02 -0.03 -0.18 0.86244958 0.9644 -6.65
247594_at putative protein farnesylated prote--- AT5G60800 -1.02 -0.03 -0.18 0.86254329 0.9644 -6.65
266622_at hypothetical protein predicted by g --- AT2G35430 -1.02 -0.02 -0.18 0.86197359 0.9644 -6.65
264915_at hypothetical protein predicted by g --- AT1G60790 -1.01 -0.02 -0.18 0.86245512 0.9644 -6.65
256319_at trehalose-phosphatase, putative c --- AT1G35910 -1.05 -0.06 -0.18 0.86229193 0.9644 -6.65
265513_at hypothetical protein --- --- -1.01 -0.02 -0.18 0.86248099 0.9644 -6.65
247756_at subtilisin-like serine protease conta--- AT5G59100 -1.01 -0.02 -0.18 0.86213925 0.9644 -6.65
247562_at putative protein --- AT5G61120 1.01 0.02 0.18 0.86253776 0.9644 -6.65
266027_at En/Spm-like transposon protein rel --- --- 1.01 0.02 0.18 0.86252617 0.9644 -6.65
258678_at E2, ubiquitin-conjugating enzyme UBC11 AT3G08690 1.02 0.03 0.18 0.86263436 0.9645 -6.65
244979_at ribosomal protein S11 --- --- 1.01 0.02 0.18 0.86268067 0.9645 -6.65
259282_at unknown protein similar to unknowGPAT5 AT3G11430 -1.02 -0.03 -0.18 0.8627469 0.9645 -6.65



248190_at unknown protein --- AT5G54130 1.01 0.02 0.18 0.86286482 0.9646 -6.65
247981_at putative protein similar to unknownMIOX5 AT5G56640 -1.01 -0.02 -0.18 0.86298991 0.9646 -6.65
258314_at putative RAS-related GTP-binding ATRABG3CAT3G16100 -1.02 -0.02 -0.18 0.86297588 0.9646 -6.65
254005_at subtilisin-like serine protease cont UNE17 AT4G26330 -1.02 -0.03 -0.18 0.86297733 0.9646 -6.65
257070_at hypothetical protein predicted by g --- AT3G28190 -1.01 -0.02 -0.18 0.86285767 0.9646 -6.65
255111_at peroxidase C2 precursor like prote--- AT4G08780 -1.11 -0.15 -0.18 0.86314629 0.9646 -6.65
264211_at putative gigantea protein strong simGI AT1G22770 -1.01 -0.02 -0.18 0.86329886 0.9646 -6.65
248884_at putative protein similar to unknown--- AT5G46030 -1.01 -0.02 -0.18 0.86308914 0.9646 -6.65
247749_at myb-related protein - like myb-relaMYB119 AT5G58850 -1.02 -0.03 -0.18 0.86327325 0.9646 -6.65
260719_at unknown protein --- AT1G48090 1.02 0.03 0.18 0.86323168 0.9646 -6.65
259997_at unknown protein similar to N-acety --- AT1G67880 1.03 0.05 0.18 0.86306949 0.9646 -6.65
264885_s_at NBS/LRR disease resistance prote--- AT1G61180 / -1.02 -0.02 -0.18 0.86328003 0.9646 -6.65
250362_at 1-D-deoxyxylulose 5-phosphate syDXPS3 AT5G11380 -1.01 -0.02 -0.18 0.86343045 0.9647 -6.65
263083_at purple acid phosphatase precursorPAP12 AT2G27190 1.01 0.02 0.18 0.8635727 0.9647 -6.65
255347_at putative retrotransposon protein --- --- -1.01 -0.02 -0.18 0.86354752 0.9647 -6.65
262526_at putative prenyl transferase (preph SPS2 AT1G17050 -1.04 -0.06 -0.18 0.8636185 0.9647 -6.65
249178_at putative protein similar to unknownSCP2 AT5G42890 1.01 0.02 0.18 0.8648637 0.9648 -6.65
253474_at hypothetical protein --- AT4G32270 -1.02 -0.02 -0.18 0.86415385 0.9648 -6.65
255560_at hypothetical protein similar to C. e --- AT4G02030 1.01 0.02 0.18 0.86484652 0.9648 -6.65
263856_at unknown protein --- AT2G04410 1.02 0.03 0.18 0.86397123 0.9648 -6.65
258223_at unknown protein  ; supported by cDPIFI AT3G15840 -1.02 -0.02 -0.18 0.86460524 0.9648 -6.65
249859_at serine protein kinase-like protein  ; --- AT5G22840 / -1.03 -0.04 -0.18 0.86479052 0.9648 -6.65
263776_s_at putative cyclic nucleotide-regulatedATCNGC3 AT2G46430 / 1.07 0.09 0.18 0.86394868 0.9648 -6.65
261457_at Expressed protein ; supported by f --- AT1G21065 / 1.02 0.02 0.18 0.86459765 0.9648 -6.65
245725_at sucrose synthase, putative similar SUS6 AT1G73370 1.03 0.04 0.18 0.86428483 0.9648 -6.65
256822_at unknown protein contains PF00612IQD5 AT3G22190 -1.02 -0.02 -0.18 0.86390859 0.9648 -6.65
255892_at hypothetical protein contains simila--- AT1G17910 1.01 0.02 0.18 0.86417136 0.9648 -6.65
254691_at hypothetical protein  ; supported by--- AT4G17840 -1.02 -0.03 -0.18 0.86455132 0.9648 -6.65
247894_at putative protein similar to unknownCPL4 AT5G58000 / 1.02 0.04 0.18 0.86400466 0.9648 -6.65
246798_at putative protein various predicted --- AT5G26930 1.01 0.02 0.18 0.86422269 0.9648 -6.65
250493_at putative protein various predicted --- AT5G09800 -1.10 -0.13 -0.18 0.86479222 0.9648 -6.65
254597_at hypothetical protein --- AT4G18980 -1.02 -0.03 -0.18 0.86454802 0.9648 -6.65
261617_s_at hypothetical protein predicted by g --- AT1G33090 / 1.01 0.02 0.18 0.86474937 0.9648 -6.65
251731_at manganese superoxide dismutase--- AT3G56350 1.02 0.03 0.18 0.86375193 0.9648 -6.65
257145_at esterase, putative similar to estera--- AT3G27320 -1.02 -0.03 -0.18 0.8643768 0.9648 -6.65



254473_s_at putative protein kinase like protein--- AT4G20520 / -1.01 -0.02 -0.18 0.86456511 0.9648 -6.65
260446_at unknown protein --- AT1G72420 1.02 0.02 0.18 0.86390417 0.9648 -6.65
261908_at stig1-like protein similar to Stig1 G --- AT1G50650 -1.02 -0.02 -0.18 0.86413793 0.9648 -6.65
256594_at hypothetical protein similar to putat--- AT3G28520 1.01 0.02 0.18 0.8647626 0.9648 -6.65
256289_s_at serine carboxypeptidase, putative scpl14 AT3G12230 / -1.04 -0.05 -0.18 0.86418067 0.9648 -6.65
256290_at serine carboxypeptidase, putative scpl17 AT3G12203 1.01 0.02 0.18 0.86421064 0.9648 -6.65
245230_at hypothetical protein Contains Zinc --- AT4G25610 1.02 0.03 0.18 0.86429664 0.9648 -6.65
256593_at hypothetical protein similar to putat--- AT3G28510 1.04 0.06 0.18 0.864835 0.9648 -6.65
249781_at unknown protein --- AT5G24250 -1.02 -0.02 -0.18 0.86464635 0.9648 -6.65
264008_at unknown protein --- AT2G21120 -1.02 -0.03 -0.18 0.86494101 0.9649 -6.65
256014_at hypothetical protein predicted by g --- AT1G19200 1.04 0.06 0.18 0.86517972 0.9650 -6.65
248711_at putative protein similar to unknown--- AT5G48270 -1.02 -0.02 -0.18 0.86515974 0.9650 -6.65
261521_at protein kinase, putative similar to rSERK1 AT1G71830 1.04 0.05 0.18 0.86513752 0.9650 -6.65
258590_at putative response regulator protei ARR22 AT3G04280 -1.01 -0.02 -0.18 0.86527946 0.9650 -6.65
259437_at protein serine/threonine kinase, pu--- AT1G01540 -1.03 -0.04 -0.18 0.86540198 0.9651 -6.65
259461_at unknown protein --- AT1G18900 1.02 0.03 0.18 0.86542407 0.9651 -6.65
265125_at hypothetical protein similar to putat--- AT1G55410 1.01 0.02 0.18 0.86540863 0.9651 -6.65
254019_at putative protein mature-parasite-in--- AT4G26190 1.01 0.02 0.18 0.86553897 0.9651 -6.65
263964_at putative CCHC-type zinc finger pro--- AT2G12880 -1.02 -0.02 -0.18 0.865634 0.9652 -6.65
255382_at putative pre-mRNA splicing factor sEMB2770 AT4G03430 -1.01 -0.02 -0.18 0.86568494 0.9652 -6.65
263729_at hypothetical protein predicted by g --- AT1G60080 -1.01 -0.02 -0.18 0.86579394 0.9652 -6.65
256202_s_at hypothetical protein --- AT1G48150 / -1.01 -0.02 -0.18 0.8657928 0.9652 -6.65
256535_at unknown protein ANAC015 AT1G33280 1.02 0.03 0.18 0.86587402 0.9653 -6.65
260010_at putative trehalose-6-phosphate synATTPS6 AT1G68020 -1.02 -0.03 -0.18 0.86610633 0.9655 -6.66
247333_at 1-aminocyclopropane-1-carboxylic FLS5 AT5G63600 1.03 0.04 0.17 0.86644285 0.9657 -6.66
267280_at diacylglycerol O-acyltransferase ; sTAG1 AT2G19450 -1.02 -0.03 -0.17 0.86637549 0.9657 -6.66
246321_at unknown protein --- AT1G16640 -1.01 -0.02 -0.17 0.86642623 0.9657 -6.66
266612_at 22 kDa peroxisomal membrane pro--- AT2G14860 -1.01 -0.02 -0.17 0.86632851 0.9657 -6.66
254064_at putative protein hypothetical prote --- AT4G25410 1.01 0.02 0.17 0.86646548 0.9657 -6.66
256954_at E2, ubiquitin-conjugating enzyme, FUS9 AT3G13550 -1.02 -0.02 -0.17 0.86689617 0.9661 -6.66
251820_at putative protein In2-1 protein, Zea GSTL2 AT3G55040 1.03 0.04 0.17 0.86703257 0.9662 -6.66
258799_at putative 40S ribosomal protein idenRPSAb AT3G04770 1.02 0.03 0.17 0.86711904 0.9662 -6.66
245780_at unknown protein ;supported by full --- AT1G45688 1.02 0.02 0.17 0.86820093 0.9663 -6.66
267559_at putative cytochrome P450 CYP76C2 AT2G45570 -1.06 -0.09 -0.17 0.8685691 0.9663 -6.66
266284_at putative pumilio/Mpt5 family RNA-bAPUM2 AT2G29190 1.02 0.02 0.17 0.8674824 0.9663 -6.66



252688_at putative protein --- AT3G44020 -1.02 -0.02 -0.17 0.86733227 0.9663 -6.66
263939_at hypothetical protein predicted by g ATTIM44-2 AT2G36070 -1.01 -0.02 -0.17 0.86810512 0.9663 -6.66
255586_at hypothetical protein  ;supported by MEE49 AT4G01560 -1.02 -0.03 -0.17 0.8680753 0.9663 -6.66
253988_at putative protein elongation factor P--- AT4G26310 1.01 0.02 0.17 0.86870924 0.9663 -6.66
254675_at RNA helicase - like protein Cdc28 --- AT4G18465 1.02 0.03 0.17 0.86867122 0.9663 -6.66
259736_at endo-beta-1,4-glucanase, putativeAtGH9C2 AT1G64390 -1.07 -0.10 -0.17 0.86741497 0.9663 -6.66
260459_at hypothetical protein predicted by g --- AT1G68240 1.01 0.02 0.17 0.8687726 0.9663 -6.66
262467_at hypothetical protein similar to hypoFU AT1G50240 -1.02 -0.02 -0.17 0.86857302 0.9663 -6.66
265257_at succinyl-CoA ligase beta subunit  ; --- AT2G20420 1.03 0.04 0.17 0.86725387 0.9663 -6.66
256392_at putative glycosyl transferase contaGATL4 AT3G06260 -1.02 -0.02 -0.17 0.8680961 0.9663 -6.66
257350_x_at hypothetical protein predicted by g RALFL12 AT2G19040 -1.01 -0.02 -0.17 0.86809973 0.9663 -6.66
263834_at hypothetical protein --- AT2G40316 1.02 0.02 0.17 0.86815342 0.9663 -6.66
251394_at endosperm specific protein - like eFLA10 AT3G60900 -1.02 -0.02 -0.17 0.86846569 0.9663 -6.66
246356_x_at  hypothetical protein, 5' partial  --- --- -1.01 -0.02 -0.17 0.86770842 0.9663 -6.66
259147_at putative RNA binding protein similaAPUM4 AT3G10360 1.02 0.03 0.17 0.86868724 0.9663 -6.66
255126_at putative protein hypothetical prote --- AT4G08270 -1.01 -0.02 -0.17 0.8684806 0.9663 -6.66
252788_at putative protein several hypothetica--- --- -1.01 -0.02 -0.17 0.86870911 0.9663 -6.66
262004_at calcineurin B-like protein similar to CBL8 AT1G64480 -1.02 -0.03 -0.17 0.86777168 0.9663 -6.66
258177_at ubiquitin-regulatory protein, putativ--- AT3G21660 1.01 0.02 0.17 0.86875848 0.9663 -6.66
248341_at unknown protein --- AT5G52220 1.02 0.03 0.17 0.86828266 0.9663 -6.66
248769_at putative protein strong similarity to --- AT5G47730 -1.05 -0.07 -0.17 0.86773347 0.9663 -6.66
248778_at unknown protein --- AT5G47940 1.01 0.02 0.17 0.86833299 0.9663 -6.66
258758_at putative RING zinc finger protein c--- AT3G10810 1.02 0.03 0.17 0.86847228 0.9663 -6.66
266144_at hypothetical protein --- AT2G12170 1.01 0.02 0.17 0.86819588 0.9663 -6.66
248543_at putative protein similar to unknown--- AT5G50230 -1.01 -0.02 -0.17 0.86862089 0.9663 -6.66
247602_at S-receptor kinase homolog 2 prec RLK1 AT5G60900 -1.04 -0.06 -0.17 0.86845932 0.9663 -6.66
262755_at unknown protein --- AT1G16360 -1.01 -0.02 -0.17 0.86852315 0.9663 -6.66
257704_at myb-related transcription factor, puATMYB67 AT3G12720 -1.01 -0.02 -0.17 0.86768346 0.9663 -6.66
256375_at unknown protein --- AT1G66720 1.01 0.02 0.17 0.86783399 0.9663 -6.66
257464_at hypothetical protein predicted by g --- AT1G20940 -1.01 -0.02 -0.17 0.86736256 0.9663 -6.66
252721_at putative protein predicted proteins --- AT3G43990 -1.02 -0.03 -0.17 0.86761461 0.9663 -6.66
248661_at putative protein contains similarity AGL80 AT5G48670 1.02 0.03 0.17 0.86876632 0.9663 -6.66
252497_at putative protein several putative pr --- AT3G46800 -1.01 -0.02 -0.17 0.86752893 0.9663 -6.66
254836_at flavonoid 3,5-hydroxylase like protCYP706A7 AT4G12330 -1.01 -0.02 -0.17 0.86842296 0.9663 -6.66
261641_at hypothetical protein similar to hypo--- AT1G27670 1.03 0.04 0.17 0.86728103 0.9663 -6.66



265297_at putative disease resistance protein--- AT2G14080 -1.01 -0.02 -0.17 0.86887999 0.9664 -6.66
249099_at putative protein similar to unknown--- AT5G43550 -1.01 -0.01 -0.17 0.86892696 0.9664 -6.66
262223_at hypothetical protein predicted by g --- AT1G74680 -1.02 -0.03 -0.17 0.86930743 0.9664 -6.66
265019_at putative myosin heavy chain simila--- AT1G24560 -1.01 -0.02 -0.17 0.86906193 0.9664 -6.66
252478_at putative protein mitotic phosphopr --- AT3G46540 1.02 0.03 0.17 0.86912726 0.9664 -6.66
256503_at myb-related protein similar to GI:79ATRL6 AT1G75250 -1.05 -0.07 -0.17 0.86930279 0.9664 -6.66
259510_at hypothetical protein predicted by g --- AT1G43970 1.01 0.01 0.17 0.86930389 0.9664 -6.66
265248_at unknown protein  ; supported by cDPIF4 AT2G43010 1.02 0.03 0.17 0.8693189 0.9664 -6.66
262011_at hypothetical protein predicted by g --- AT1G35614 -1.02 -0.03 -0.17 0.86929899 0.9664 -6.66
249857_at C2H2-type zinc finger protein-like --- AT5G22990 1.02 0.02 0.17 0.869197 0.9664 -6.66
250877_at putative protein predicted protein, SDP1 AT5G04040 -1.02 -0.03 -0.17 0.86941259 0.9664 -6.66
266479_at unknown protein  ; supported by cDLSH3 AT2G31160 1.05 0.07 0.17 0.86939004 0.9664 -6.66
250203_at alpha-mannosidase --- AT5G13980 1.02 0.03 0.17 0.86954937 0.9665 -6.66
245221_s_at polyprotein, putative similar to poly--- --- 1.01 0.02 0.17 0.86962635 0.9666 -6.66
250202_at putative protein similar to unknown--- AT5G13970 1.02 0.02 0.17 0.8696697 0.9666 -6.66
249502_s_at expansin-like protein expansin - P ATEXPA23 AT5G39280 / 1.02 0.02 0.17 0.86985216 0.9667 -6.66
260826_at hypothetical protein predicted by g --- AT1G06710 1.01 0.02 0.17 0.86992006 0.9668 -6.66
252808_at putative protein various predicted --- --- 1.02 0.02 0.17 0.87024024 0.9671 -6.66
259557_at hypothetical protein WAK4 AT1G21210 1.01 0.02 0.17 0.87029889 0.9671 -6.66
264148_at NAM (no apical meristem)-like proANAC003 AT1G02220 1.12 0.16 0.17 0.87045862 0.9671 -6.66
259457_at auxin response factor 1, putative sARF23 AT1G43950 1.01 0.02 0.17 0.87040545 0.9671 -6.66
259042_at RGA1-like protein similar to RGA1RGL2 AT3G03450 -1.02 -0.03 -0.17 0.87041918 0.9671 -6.66
246912_at putative protein various predicted --- AT5G25820 -1.04 -0.05 -0.17 0.87050509 0.9671 -6.66
247839_at eukaryotic initiation factor 4, eIF4- --- AT5G57870 1.02 0.03 0.17 0.87057197 0.9672 -6.66
247552_at phytochelatin synthetase - like proCOB AT5G60920 1.02 0.03 0.17 0.87065949 0.9672 -6.66
259043_at unknown protein similar to putative--- AT3G03440 1.02 0.03 0.17 0.8706512 0.9672 -6.66
266071_at unknown protein --- AT2G18670 / 1.05 0.07 0.17 0.87076895 0.9672 -6.66
260458_at unknown protein --- AT1G68250 -1.01 -0.02 -0.17 0.87091385 0.9674 -6.66
253207_at putative protein small auxin up-reg--- AT4G34770 -1.04 -0.06 -0.17 0.87100744 0.9674 -6.66
252723_at hypothetical protein  ; supported by--- AT3G43520 -1.01 -0.02 -0.17 0.87114047 0.9674 -6.66
264136_at leucine-rich repeat transmembran SRF5 AT1G78980 1.02 0.03 0.17 0.87111785 0.9674 -6.66
253243_at putative protein --- AT4G34560 -1.05 -0.08 -0.17 0.87113189 0.9674 -6.66
256618_at hypothetical protein VRN5 AT3G24440 -1.03 -0.04 -0.17 0.87108511 0.9674 -6.66
265667_at putative CCAAT-binding transcriptiNF-YB11 AT2G27470 -1.01 -0.02 -0.17 0.87124186 0.9674 -6.66
252862_at putative L-ascorbate oxidase L-as --- AT4G39830 -1.04 -0.05 -0.17 0.8713009 0.9675 -6.66



264459_at putative reverse transcriptase simil--- --- 1.02 0.03 0.17 0.87142422 0.9675 -6.66
251294_at zinc transporter-like protein zinc tr MTPA1 AT3G61940 1.01 0.02 0.17 0.87141088 0.9675 -6.66
256297_at cytochrome P450, putative contain--- AT1G69500 -1.02 -0.02 -0.17 0.87167299 0.9677 -6.66
249598_at putative protein AtPP protein, Bras--- AT5G37970 -1.01 -0.02 -0.17 0.87170639 0.9677 -6.66
266473_at unknown protein --- AT2G31110 -1.04 -0.06 -0.17 0.87177077 0.9677 -6.66
267587_at unknown protein --- AT2G42080 -1.02 -0.03 -0.17 0.87184193 0.9677 -6.66
266750_s_at putative pectinesterase VGDH1 AT2G47030 / -1.01 -0.02 -0.17 0.87183609 0.9677 -6.66
249017_at C2 domain-containing protein-like --- AT5G44760 1.02 0.02 0.17 0.87191926 0.9678 -6.66
251116_at serin carboxypeptidase - like protescpl40 AT3G63470 -1.02 -0.02 -0.17 0.87204534 0.9678 -6.66
266553_at unknown protein  ; supported by cD--- AT2G46170 -1.02 -0.02 -0.17 0.87203785 0.9678 -6.66
249436_at putative protein crp1 protein - Zea --- AT5G39980 -1.02 -0.03 -0.17 0.8722019 0.9678 -6.66
253774_at NAM / CUC2 -like protein No apicaanac074 AT4G28530 -1.02 -0.03 -0.17 0.87213501 0.9678 -6.66
262087_at hypothetical protein predicted by g --- AT1G56030 -1.01 -0.02 -0.17 0.87216855 0.9678 -6.66
253630_at putative protein putative ATPase - --- AT4G30490 1.02 0.02 0.17 0.87251381 0.9681 -6.66
263386_at unknown protein  ; supported by cD--- AT2G40150 -1.03 -0.04 -0.17 0.8726806 0.9682 -6.66
259711_at putative DNA-binding protein simil --- AT1G77570 1.03 0.04 0.17 0.87274901 0.9682 -6.66
263302_at hypothetical protein predicted by g --- --- -1.01 -0.02 -0.17 0.87276033 0.9682 -6.66
260105_at hypothetical protein predicted by g --- --- 1.01 0.02 0.17 0.87272624 0.9682 -6.66
256226_at unknown protein ; supported by cDATDI19 AT1G56280 -1.02 -0.03 -0.17 0.87292195 0.9683 -6.66
265565_at putative retroelement pol polyprote--- --- -1.01 -0.02 -0.17 0.87289399 0.9683 -6.66
247200_at unknown protein  ;supported by ful --- AT5G65120 -1.02 -0.02 -0.17 0.87296981 0.9683 -6.66
253450_at putative protein MUS308 gene, Dr--- AT4G32700 1.01 0.02 0.17 0.87295628 0.9683 -6.66
259010_at unknown protein contains helix-loo --- AT3G07340 1.02 0.03 0.17 0.87303041 0.9683 -6.66
252879_at putative protein predicted proteinsNST-K1 AT4G39390 -1.03 -0.05 -0.17 0.87326842 0.9683 -6.66
253870_at putative protein --- AT4G27530 1.01 0.02 0.17 0.87324088 0.9683 -6.66
259680_at putative AUX1-like permease simi LAX3 AT1G77690 -1.06 -0.09 -0.17 0.87312931 0.9683 -6.66
251694_s_at putative protein NAM (no apical manac063 AT3G55210 / -1.01 -0.02 -0.17 0.87332795 0.9683 -6.66
249461_at putative protein predicted proteins --- AT5G39640 1.01 0.02 0.17 0.87335287 0.9683 -6.66
261121_at hypothetical protein predicted by g --- AT1G75340 -1.01 -0.02 -0.17 0.8733119 0.9683 -6.66
251384_at putative protein --- AT3G60760 -1.01 -0.02 -0.17 0.87325779 0.9683 -6.66
261990_at unknown protein --- AT1G33660 -1.01 -0.02 -0.17 0.87340968 0.9683 -6.66
263122_at prenyltransferase, putative similar SPS1 AT1G78510 1.02 0.02 0.16 0.87379988 0.9685 -6.66
245716_at Expressed protein ; supported by cNDC1 AT5G08740 1.02 0.03 0.17 0.87373725 0.9685 -6.66
261991_at hypothetical protein predicted by g --- AT1G33700 1.02 0.02 0.16 0.8738326 0.9685 -6.66
256689_at hypothetical protein predicted by g --- AT3G32150 1.01 0.02 0.17 0.8736513 0.9685 -6.66



262857_at major latex homologue type2 ident --- AT1G14930 1.01 0.02 0.17 0.8737609 0.9685 -6.66
246273_at globulin-like protein --- AT4G36700 -1.01 -0.02 -0.17 0.87376781 0.9685 -6.66
254165_at putative protein hypothetical prote --- AT4G24330 -1.02 -0.03 -0.16 0.87379302 0.9685 -6.66
253502_at Cytochrome P450-like protein cytoCYP82C4 AT4G31940 1.01 0.02 0.16 0.8740004 0.9686 -6.66
249217_at ubiquitin-like protein  ; supported b UBL5 AT5G42300 1.01 0.01 0.16 0.87412405 0.9686 -6.66
262479_at leucine-rich repeat transmembran SUB AT1G11130 -1.01 -0.02 -0.16 0.87414641 0.9686 -6.66
253532_at putative protein centromere protei --- AT4G31570 1.01 0.02 0.16 0.87416256 0.9686 -6.66
253475_at putative protein predicted protein, --- AT4G32290 -1.03 -0.04 -0.16 0.87423142 0.9687 -6.66
249128_at 1-aminocyclopropane-1-carboxylat --- AT5G43440 1.01 0.02 0.16 0.87444458 0.9687 -6.66
260027_at unknown protein CPuORF34AT1G29950 / 1.02 0.03 0.16 0.87442691 0.9687 -6.66
253848_at putative protein regulator protein, --- AT4G28020 -1.02 -0.03 -0.16 0.87441312 0.9687 -6.66
251370_at putative protein prib5, Ribes nigru --- AT3G60450 -1.04 -0.05 -0.16 0.87443768 0.9687 -6.66
262901_at hypothetical protein predicted by g --- AT1G59910 1.03 0.05 0.16 0.87457707 0.9688 -6.66
254602_at hypothetical protein EDR2 AT4G19040 -1.01 -0.02 -0.16 0.87474503 0.9688 -6.66
266355_at hypothetical protein predicted by g --- AT2G01400 1.03 0.04 0.16 0.87474502 0.9688 -6.66
257878_at hypothetical protein predicted by g --- AT3G17150 -1.01 -0.02 -0.16 0.8747546 0.9688 -6.66
267202_s_at putative oxysterol-binding protein ORP1A AT2G31020 / 1.02 0.03 0.16 0.87473974 0.9688 -6.66
258383_at hypothetical protein predicted by g --- AT3G15440 1.03 0.04 0.16 0.8748197 0.9689 -6.66
248471_at unknown protein --- AT5G50840 1.02 0.02 0.16 0.87486968 0.9689 -6.66
246455_at putative protein predicted protein F--- AT5G16790 1.01 0.02 0.16 0.87492829 0.9689 -6.66
249042_at ethylene-regulated nuclear protein --- AT5G44350 -1.03 -0.04 -0.16 0.87497078 0.9689 -6.66
245268_at hypothetical protein ; supported by PRMT7 AT4G16570 1.02 0.03 0.16 0.87508036 0.9689 -6.66
258951_at putative phosphatidylinositolglycan--- AT3G01380 1.01 0.02 0.16 0.87505787 0.9689 -6.66
249326_at unknown protein  ; supported by cDSYN2 AT5G40840 1.01 0.02 0.16 0.87515534 0.9689 -6.66
245008_at hypothetical protein --- --- 1.01 0.02 0.16 0.87544404 0.9690 -6.66
265750_x_at putative Athila retroelement ORF1 --- --- -1.02 -0.03 -0.16 0.87529601 0.9690 -6.66
252399_at putative cyclic nucleotide-gated chCNGC16 AT3G48010 -1.01 -0.02 -0.16 0.87528218 0.9690 -6.66
249156_s_at putative protein similar to unknown--- AT5G43490 / -1.01 -0.02 -0.16 0.87549809 0.9690 -6.66
262842_at xyloglucan endo-transglycosylase XTR2 AT1G14720 -1.03 -0.04 -0.16 0.87546425 0.9690 -6.66
247581_at receptor-like protein kinase precur--- AT5G61350 -1.01 -0.02 -0.16 0.87546337 0.9690 -6.66
259692_at unknown protein --- AT1G63080 1.01 0.02 0.16 0.87549592 0.9690 -6.66
258415_at putative s-adenosylmethionine synMTO3 AT3G17390 1.03 0.04 0.16 0.87573353 0.9691 -6.66
245108_at putative cytokinin oxidase CKX1 AT2G41510 1.01 0.02 0.16 0.87578334 0.9691 -6.66
250962_at putative protein various predicted --- AT5G02990 -1.01 -0.02 -0.16 0.87586402 0.9691 -6.66
258271_at hypothetical protein predicted by g --- AT3G15605 -1.01 -0.02 -0.16 0.87585062 0.9691 -6.66



253902_at NWMU4 - 2S albumin 4 precursor --- AT4G27170 -1.01 -0.02 -0.16 0.87587433 0.9691 -6.66
260072_at unknown protein supported by cDN--- AT1G73650 1.01 0.02 0.16 0.87567984 0.9691 -6.66
261527_at hypothetical protein similar to putat--- AT1G14390 -1.02 -0.02 -0.16 0.87565443 0.9691 -6.66
259635_at purple acid phosphatase, putative PAP6 AT1G56360 1.01 0.02 0.16 0.87595211 0.9691 -6.66
250939_at putative protein various predicted iqd2 AT5G03040 -1.02 -0.03 -0.16 0.87703615 0.9692 -6.66
264757_at receptor protein kinase (IRK1), pu --- AT1G61360 1.06 0.08 0.16 0.87723777 0.9692 -6.66
252246_at putative protein various predicted p--- AT3G49725 / 1.01 0.02 0.16 0.87748272 0.9692 -6.66
254827_at putative protein KIAA0255 gene, H--- AT4G12650 1.01 0.02 0.16 0.87688637 0.9692 -6.66
265675_at 70kD heat shock protein  ;supporteHSP70T-2 AT2G32120 -1.02 -0.03 -0.16 0.87699646 0.9692 -6.66
258701_at putative RNA helicase similar to R--- AT3G09720 -1.02 -0.03 -0.16 0.87626619 0.9692 -6.66
253319_at putative protein various predicted EMB2758 AT4G33990 -1.02 -0.03 -0.16 0.87627256 0.9692 -6.66
247898_at F-box protein ZTL/LFK1/ADO1, AtZTL AT5G57360 -1.01 -0.02 -0.16 0.8769212 0.9692 -6.66
264464_at putative heat-shock protein similar --- AT1G10350 -1.01 -0.02 -0.16 0.87694187 0.9692 -6.66
250460_at putative protein similar to unknown--- AT5G09850 -1.01 -0.02 -0.16 0.87746227 0.9692 -6.66
267389_at putative beta-glucosidase BGLU28 AT2G44460 -1.12 -0.17 -0.16 0.87717664 0.9692 -6.66
259335_s_at unknown protein similar to unknow--- AT3G03930 / -1.02 -0.02 -0.16 0.87689601 0.9692 -6.66
265331_at similar to gibberellin-regulated prot --- AT2G18420 -1.01 -0.02 -0.16 0.87742269 0.9692 -6.66
262217_at hypothetical protein predicted by g --- AT1G74770 1.01 0.01 0.16 0.87657194 0.9692 -6.66
260814_at histidine decarboxylase, putative semb1075 AT1G43710 1.01 0.02 0.16 0.87696147 0.9692 -6.66
258341_at unknown protein similar to centrom--- AT3G22790 1.04 0.06 0.16 0.87695626 0.9692 -6.66
249478_at germin - like protein GLP6 germin --- AT5G38950 -1.01 -0.02 -0.16 0.87645115 0.9692 -6.66
264216_at hypothetical protein similar to hypo--- AT1G60180 1.01 0.02 0.16 0.87635433 0.9692 -6.66
246534_at putative protein several hypothetica--- AT5G15890 -1.02 -0.02 -0.16 0.8765031 0.9692 -6.66
258533_at hypothetical protein --- AT3G06670 -1.01 -0.02 -0.16 0.87689049 0.9692 -6.66
245633_at unknown protein similar to putativeAtTLP10 AT1G25280 1.01 0.01 0.16 0.87613701 0.9692 -6.66
248013_at putative protein contains similarity ACA8 AT5G56330 -1.02 -0.03 -0.16 0.87664068 0.9692 -6.66
259298_at putative disease resistance proteinAtRLP31 AT3G05370 1.06 0.08 0.16 0.87698125 0.9692 -6.66
263943_at putative mitochondrial carrier prote--- AT2G35800 1.02 0.02 0.16 0.87673438 0.9692 -6.66
262740_at lipase, putative contains Pfam pro --- AT1G28590 -1.01 -0.02 -0.16 0.87738891 0.9692 -6.66
250492_at putative protein Requiem protein, ATXR5 AT5G09790 -1.01 -0.02 -0.16 0.87686135 0.9692 -6.66
263883_at hypothetical protein predicted by g --- AT2G21830 -1.01 -0.02 -0.16 0.87701751 0.9692 -6.66
262311_at homeodomain leucine zipper proteATHB18 AT1G70920 -1.01 -0.02 -0.16 0.87727643 0.9692 -6.66
250040_at putative protein predicted proteins --- AT5G18390 1.01 0.02 0.16 0.87705645 0.9692 -6.66
257095_at unknown protein  ; supported by cDATPDIL5-3 AT3G20560 -1.02 -0.02 -0.16 0.87694411 0.9692 -6.66
255144_at putative protein predicted proteins --- --- -1.01 -0.01 -0.16 0.87712683 0.9692 -6.66



256142_at hypothetical protein predicted by g --- AT1G48790 -1.01 -0.02 -0.16 0.87616175 0.9692 -6.66
244960_at ribosomal protein L32 --- --- -1.03 -0.04 -0.16 0.87734529 0.9692 -6.66
252814_at putative protein several hypothetica--- --- -1.01 -0.02 -0.16 0.87706958 0.9692 -6.66
267272_at hypothetical protein predicted by g --- --- 1.01 0.02 0.16 0.87732377 0.9692 -6.66
259201_at hypothetical protein predicted using--- AT3G09080 1.02 0.03 0.16 0.87755382 0.9692 -6.66
256057_at unknown protein contains similarityNDA1 AT1G07180 -1.03 -0.04 -0.16 0.87807318 0.9692 -6.66
259257_at unknown protein  ;supported by ful --- AT3G07760 1.01 0.02 0.16 0.87828345 0.9692 -6.66
257310_at ATP-dependent RNA helicase, pu --- AT3G26560 -1.01 -0.02 -0.16 0.87792557 0.9692 -6.66
258964_at putative 3-phosphoinositide-depen --- AT3G10540 -1.01 -0.02 -0.16 0.87834499 0.9692 -6.66
252256_at PRE-MRNA SPLICING FACTOR SRp34a AT3G49430 1.02 0.02 0.16 0.87830084 0.9692 -6.66
256321_at lipoxygenase, putative similar to li LOX1 AT1G55020 -1.06 -0.08 -0.16 0.87797439 0.9692 -6.66
264526_at putative calcium ATPase very sim ECA3 AT1G10130 1.01 0.02 0.16 0.87834286 0.9692 -6.66
258410_at putative ribosomal protein similar to--- AT3G16780 1.03 0.05 0.16 0.87832712 0.9692 -6.66
267463_at Expressed protein ; supported by f --- AT2G33845 1.02 0.03 0.16 0.87796361 0.9692 -6.66
265703_at putative ankyrin --- AT2G03430 1.02 0.02 0.16 0.87835656 0.9692 -6.66
255380_at putative calcium channel  ; supportATTPC1 AT4G03560 1.02 0.03 0.16 0.87800849 0.9692 -6.66
260080_at putative RNA-binding protein cont APUM7 AT1G78160 1.01 0.02 0.16 0.87811406 0.9692 -6.66
256949_at hypothetical protein predicted by g --- AT3G19070 1.01 0.01 0.16 0.87826974 0.9692 -6.66
253639_at putative protein component of anil --- AT4G30550 -1.02 -0.03 -0.16 0.87828701 0.9692 -6.66
254175_at putative protein CGI-82 protein - H--- AT4G24050 -1.01 -0.02 -0.16 0.87775187 0.9692 -6.66
257161_at hypothetical protein predicted by g SMAP2 AT3G24280 -1.01 -0.02 -0.16 0.87843016 0.9692 -6.66
266314_at Argonaute (AGO1)-like protein  ; suAGO4 AT2G27040 -1.02 -0.03 -0.16 0.87785937 0.9692 -6.66
261976_at hypothetical protein predicted by g --- --- 1.01 0.02 0.16 0.87847839 0.9692 -6.66
265562_at hypothetical protein predicted by g --- AT2G05500 -1.01 -0.01 -0.16 0.87780556 0.9692 -6.66
261647_at hypothetical protein similar to hypo--- AT1G27740 -1.02 -0.02 -0.16 0.8784493 0.9692 -6.66
257400_s_at hypothetical protein --- AT1G23810 / 1.01 0.01 0.16 0.8776455 0.9692 -6.66
252919_at putative endo-1,4-beta-glucanase AtGH9B16 AT4G38990 -1.02 -0.02 -0.16 0.87873946 0.9693 -6.66
252760_x_at putative protein several hypothetica--- --- -1.01 -0.02 -0.16 0.8787153 0.9693 -6.66
251312_at MADS-box protein AGL13  ; suppoAGL13 AT3G61120 -1.01 -0.02 -0.16 0.87868648 0.9693 -6.66
264079_at putative seed storage protein (vicil --- AT2G28490 1.01 0.02 0.16 0.87875028 0.9693 -6.66
265727_at putative DNA topoisomerase III be --- AT2G32000 -1.01 -0.02 -0.16 0.87878892 0.9693 -6.66
264448_at putative sensory transduction histidAHK3 AT1G27320 -1.01 -0.02 -0.16 0.87887527 0.9694 -6.66
261534_at unknown protein ;supported by full PEX11C AT1G01820 1.01 0.02 0.16 0.87900146 0.9695 -6.66
267111_s_at hypothetical protein predicted by g --- --- -1.02 -0.02 -0.16 0.8791374 0.9695 -6.66
AFFX-r2-At-Act Arabidopsis thaliana /REF=U3728--- --- 1.01 0.02 0.16 0.8790992 0.9695 -6.66



261545_at unknown protein --- AT1G63530 1.01 0.02 0.16 0.87909458 0.9695 -6.66
261288_at hypothetical protein predicted by g --- AT1G37010 -1.01 -0.02 -0.16 0.87905014 0.9695 -6.66
261031_at hypothetical protein predicted by g --- AT1G17360 -1.03 -0.04 -0.16 0.87929189 0.9695 -6.66
258305_at hypothetical protein predicted by g --- --- 1.01 0.01 0.16 0.87928651 0.9695 -6.66
254276_at predicted protein PVPR3 protein, --- AT4G22820 1.03 0.04 0.16 0.87932064 0.9695 -6.66
250574_at putative protein putative transcript --- AT5G08230 1.01 0.02 0.16 0.87950357 0.9697 -6.66
253673_at putative protein putative phosphat --- AT4G29530 -1.01 -0.02 -0.16 0.87973072 0.9698 -6.66
258665_at thioredoxin-like protein similar to thATH9 AT3G08710 -1.02 -0.03 -0.16 0.87965543 0.9698 -6.66
248212_at CHP-rich zinc finger protein-like --- AT5G54020 1.01 0.02 0.16 0.87970588 0.9698 -6.66
261474_at anionic peroxidase, putative simila--- AT1G14540 1.08 0.11 0.16 0.87983768 0.9698 -6.66
264583_at putative AVR9 elicitor response pro--- AT1G05170 1.02 0.02 0.16 0.88001401 0.9700 -6.66
257306_at hypothetical protein contains regio--- AT3G30200 1.01 0.02 0.16 0.88014189 0.9701 -6.66
251456_at beta-glucosidase-like protein severBGLU27 AT3G60120 1.11 0.15 0.16 0.8803456 0.9702 -6.66
265970_at Mutator-like transposase similar to --- --- -1.01 -0.02 -0.16 0.88030361 0.9702 -6.66
258408_at unknown protein similar to putativeATCHX19 AT3G17630 -1.01 -0.02 -0.16 0.88040005 0.9702 -6.66
264219_at unknown protein contains similarity--- AT1G60420 1.02 0.03 0.16 0.88066305 0.9703 -6.66
251879_at putative protein hin1 protein, Nicot--- AT3G54200 -1.03 -0.04 -0.16 0.88062304 0.9703 -6.66
263518_at Expressed protein ; supported by f --- AT2G21655 1.01 0.02 0.16 0.88067137 0.9703 -6.66
264042_at putative steroid sulfotransferase  ; ST AT2G03760 -1.06 -0.08 -0.16 0.88052807 0.9703 -6.66
262099_s_at auxin-regulated protein GH3, putaGH3.4 AT1G59500 / 1.07 0.10 0.16 0.88073576 0.9703 -6.66
256358_at unknown protein --- AT1G66470 1.01 0.02 0.16 0.88074683 0.9703 -6.66
260155_at unknown protein --- AT1G52870 -1.03 -0.04 -0.16 0.88059815 0.9703 -6.66
247481_at putative protein predicted protein, --- AT5G62400 1.01 0.02 0.16 0.88085061 0.9704 -6.66
257744_at hypothetical protein contains Pfam --- AT3G29230 -1.02 -0.02 -0.16 0.88094538 0.9704 -6.66
254785_at putative pollen surface protein endFLA2 AT4G12730 -1.05 -0.08 -0.15 0.88234943 0.9704 -6.66
263231_at putative indole-3-acetate beta-gluc --- AT1G05680 -1.11 -0.16 -0.15 0.88246822 0.9704 -6.66
262706_at putative ATP-dependent RNA helic--- AT1G16280 -1.02 -0.02 -0.16 0.88121038 0.9704 -6.66
254911_at putative protein  ;supported by full- --- AT4G11100 -1.01 -0.02 -0.15 0.88196141 0.9704 -6.66
264920_at hypothetical protein contains similaECHID AT1G60550 1.01 0.02 0.15 0.88243897 0.9704 -6.66
266253_at unknown protein contains non-con HDT4 AT2G27840 1.02 0.04 0.15 0.88181368 0.9704 -6.66
264022_at Expressed protein ; supported by f --- AT2G21185 -1.02 -0.02 -0.15 0.88226356 0.9704 -6.66
259294_at hypothetical protein predicted by g ATN AT3G05330 -1.02 -0.03 -0.16 0.88115705 0.9704 -6.66
260416_at putative cullin similar to cullin 3 GBCUL3B AT1G69670 1.01 0.02 0.15 0.88206258 0.9704 -6.66
263435_at putative ATP-dependent RNA helic--- AT2G28600 1.02 0.03 0.15 0.88269711 0.9704 -6.66
249023_at putative protein strong similarity to --- AT5G44850 -1.03 -0.04 -0.15 0.88191406 0.9704 -6.66



258888_at putative pectinesterase similar to p--- AT3G05620 1.02 0.03 0.16 0.88118318 0.9704 -6.66
257312_at Expressed protein ; supported by f AT3G26590--- 1.01 0.02 0.15 0.88265576 0.9704 -6.66
259415_at hypothetical protein contains simila--- AT1G02330 -1.02 -0.02 -0.15 0.88198646 0.9704 -6.66
257528_at hypothetical protein predicted by g --- AT3G02125 1.01 0.02 0.15 0.88166552 0.9704 -6.66
255260_at score=63.7, E=3.9e-15, N=8  ; sup--- AT4G05040 1.02 0.02 0.16 0.88104341 0.9704 -6.66
248702_at unknown protein --- AT5G48420 1.01 0.02 0.16 0.88101022 0.9704 -6.66
260392_at putative enolase similar to ENOLA --- AT1G74030 -1.07 -0.09 -0.15 0.88201001 0.9704 -6.66
258208_at putative acetyltransferase similar to--- AT3G13930 -1.02 -0.03 -0.15 0.88218793 0.9704 -6.66
255369_at putative NifU-like metallocluster as ISU3 AT4G04080 -1.01 -0.02 -0.15 0.88155134 0.9704 -6.66
250068_at CHP-rich zinc finger protein-like --- AT5G17960 1.01 0.02 0.15 0.88253385 0.9704 -6.66
258268_at putative WD-repeat protein contai WSIP2 AT3G15880 -1.02 -0.03 -0.15 0.88191148 0.9704 -6.66
265841_at putative glycogenin --- AT2G35710 -1.06 -0.08 -0.15 0.8823799 0.9704 -6.66
254336_at aspartic proteinase like protein ory--- AT4G22050 -1.02 -0.02 -0.15 0.88149899 0.9704 -6.66
246635_at hypothetical protein predicted by g --- AT1G31720 -1.02 -0.03 -0.15 0.88246708 0.9704 -6.66
247985_at putative protein contains similarity --- AT5G56790 -1.01 -0.02 -0.15 0.88188139 0.9704 -6.66
265218_at putative transcription factor GTF2H2 AT1G05055 1.01 0.01 0.15 0.88254034 0.9704 -6.66
248001_at calcineurin B-like protein 2 (gb|AACCBL2 AT5G55990 1.02 0.02 0.15 0.88205468 0.9704 -6.66
263587_at putative synaptobrevin ATVAMP71AT2G25340 1.01 0.02 0.15 0.88163651 0.9704 -6.66
258306_at putative transcription factor similar ATBZIP42 AT3G30530 -1.01 -0.01 -0.15 0.88143934 0.9704 -6.66
253142_at putative protein methyl-directed mMLH3 AT4G35520 1.01 0.02 0.15 0.88164987 0.9704 -6.66
264153_at disease resistance protein RPS4, ATPP2-A5 AT1G65390 1.03 0.04 0.15 0.88176028 0.9704 -6.66
251555_at shatterproof 1 (SHP1)/ agamous -l SHP1 AT3G58780 1.01 0.02 0.16 0.88133491 0.9704 -6.66
245931_at major pollen allergen-like protein p--- AT5G09280 1.02 0.02 0.15 0.88137535 0.9704 -6.66
260376_at putative cytochrome P-450 similar CYP78A10 AT1G74110 1.01 0.02 0.15 0.88213994 0.9704 -6.66
253439_at dimethylaniline monooxygenase - YUC1 AT4G32540 -1.01 -0.02 -0.15 0.88253263 0.9704 -6.66
259098_at putative ribose 5-phosphate isome--- AT3G04790 1.02 0.03 0.15 0.88176714 0.9704 -6.66
250098_at putative protein  ;supported by full- --- AT5G17350 -1.08 -0.11 -0.15 0.8826845 0.9704 -6.66
261468_s_at hypothetical protein predicted by g --- AT1G27860 / -1.02 -0.02 -0.16 0.88129069 0.9704 -6.66
263217_at putative reticuline oxidase-like pro --- AT1G30740 1.01 0.02 0.15 0.88266604 0.9704 -6.66
245071_at putative vetispiradiene synthase --- AT2G23230 1.02 0.02 0.15 0.88224385 0.9704 -6.66
258043_at unknown protein  ; supported by cD--- AT3G21290 1.01 0.01 0.15 0.88274603 0.9704 -6.66
245644_at unknown protein similar to putative--- AT1G25320 -1.01 -0.02 -0.15 0.88284391 0.9705 -6.66
258974_at unknown protein similar to brahma--- AT3G01890 -1.01 -0.02 -0.15 0.88296708 0.9705 -6.66
267618_at putative cyclin  ; supported by cDNCYCB1;4 AT2G26760 1.01 0.02 0.15 0.88298102 0.9705 -6.66
253415_at putative protein peptidyl-prolyl cis---- AT4G33060 -1.02 -0.03 -0.15 0.88289783 0.9705 -6.66



254534_at putative Fe(II) transport protein FeIRT2 AT4G19680 -1.01 -0.01 -0.15 0.88291654 0.9705 -6.66
266540_at hypothetical protein predicted by g --- AT2G35310 1.01 0.02 0.15 0.88308758 0.9705 -6.66
247621_at putative protein predicted proteins --- AT5G60340 1.01 0.02 0.15 0.88306077 0.9705 -6.66
252854_at ubiquitin-specific protease 27 (UB UBP27 AT4G39370 1.01 0.01 0.15 0.88329048 0.9707 -6.66
248584_at putative protein similar to unknown--- AT5G49960 1.02 0.03 0.15 0.88335276 0.9707 -6.66
247555_at putative protein various predicted pECT3 AT5G61020 1.02 0.03 0.15 0.88356465 0.9708 -6.66
260813_at VirE2-interacting protein VIP1 idenVIP1 AT1G43700 1.02 0.02 0.15 0.88356206 0.9708 -6.66
256799_at unknown protein  ; supported by cD--- AT3G18560 -1.03 -0.04 -0.15 0.88374552 0.9710 -6.66
260138_at calmodulin-4 identical to GB:Q035CAM4 AT1G66410 -1.01 -0.02 -0.15 0.88380577 0.9710 -6.66
250928_at putative protein EIN2 AT5G03280 1.01 0.02 0.15 0.88391011 0.9710 -6.66
261113_at hypothetical protein predicted by g --- AT1G75400 -1.02 -0.02 -0.15 0.8843527 0.9710 -6.66
258283_at hypothetical protein predicted by g --- AT3G26750 -1.01 -0.02 -0.15 0.88405249 0.9710 -6.66
246800_at glycine hydroxymethyltransferase SHM2 AT5G26780 -1.02 -0.02 -0.15 0.8843011 0.9710 -6.66
260261_at unknown protein --- AT1G68450 1.05 0.07 0.15 0.88416661 0.9710 -6.66
266952_at putative gibberellin 2-oxidase ATGA2OX3AT2G34555 -1.01 -0.02 -0.15 0.88409132 0.9710 -6.66
257361_at putative Ta11-like non-LTR retroele--- --- 1.01 0.02 0.15 0.88429453 0.9710 -6.66
246589_at glucosyltransferase -like protein gl--- AT5G14860 -1.01 -0.02 -0.15 0.88402547 0.9710 -6.66
266105_at putative transport protein SEC61 bSEC61 BETAT2G45070 1.02 0.02 0.15 0.88439303 0.9710 -6.66
262731_at hypothetical protein similar to gb|A MC8 AT1G16420 -1.09 -0.13 -0.15 0.88444126 0.9710 -6.66
261410_at metallothionein-like protein identicaMT1C AT1G07610 -1.04 -0.05 -0.15 0.88417546 0.9710 -6.66
245012_at NADH dehydrogenase D3 --- --- -1.02 -0.02 -0.15 0.88408012 0.9710 -6.66
252047_at putative protein heat shock protein--- AT3G52490 -1.01 -0.02 -0.15 0.8844443 0.9710 -6.66
264369_at Ste-20 related kinase SPAK, putat--- AT1G70430 1.01 0.02 0.15 0.88428305 0.9710 -6.66
247417_at putative protein similar to unknown--- AT5G63040 1.01 0.02 0.15 0.88391048 0.9710 -6.66
245140_at unknown protein predicted by geneLBD18 AT2G45420 1.01 0.01 0.15 0.88464938 0.9710 -6.66
249228_at SKP1/ASK1 (At2) identical to UIP2ASK2 AT5G42190 -1.02 -0.02 -0.15 0.88460457 0.9710 -6.66
257664_at hypothetical protein predicted by g EMB2743 AT3G20400 1.02 0.02 0.15 0.88457544 0.9710 -6.66
252446_at beta-D-glucan exohydrolase - like --- AT3G47010 1.01 0.01 0.15 0.8846677 0.9710 -6.66
254554_at hypothetical protein --- AT4G19550 -1.01 -0.02 -0.15 0.88467865 0.9710 -6.66
255023_at hypothetical protein --- AT4G09850 -1.01 -0.02 -0.15 0.88485948 0.9712 -6.66
250679_at putative protein contains similarity --- AT5G06550 -1.02 -0.03 -0.15 0.88498994 0.9712 -6.66
263650_at hypothetical protein predicted by g --- AT1G04360 -1.01 -0.02 -0.15 0.8849846 0.9712 -6.66
262239_at unknown protein similar to putative--- AT1G48230 1.02 0.03 0.15 0.8852353 0.9714 -6.66
255743_at unknown protein ; supported by cD--- AT1G25375 -1.01 -0.02 -0.15 0.88545008 0.9716 -6.66
248195_at membrane associated protein  ; suATMAMI AT5G54110 -1.01 -0.02 -0.15 0.88549397 0.9716 -6.66



255137_at extensin-like protein extensin prec--- AT4G08370 1.01 0.02 0.15 0.88570231 0.9718 -6.66
254483_at putative protein CRP1, Zea mays, --- AT4G20740 1.02 0.02 0.15 0.88590985 0.9718 -6.66
248309_at putative protein contains similarity --- AT5G52540 1.03 0.05 0.15 0.88590015 0.9718 -6.66
258862_at putative mitochondrial processing pMPPBETA AT3G02090 1.01 0.02 0.15 0.88592922 0.9718 -6.66
265808_at hypothetical protein predicted by g --- AT2G17960 1.01 0.02 0.15 0.88614765 0.9718 -6.66
250642_at receptor-like protein kinase severa ERL2 AT5G07180 1.01 0.01 0.15 0.88596645 0.9718 -6.66
263094_at hypothetical protein predicted by g --- AT2G16020 -1.01 -0.02 -0.15 0.88604282 0.9718 -6.66
246828_at putative protein hypothetical prote --- --- -1.01 -0.02 -0.15 0.88577659 0.9718 -6.66
251848_at Expressed protein ; supported by cBZIP25 AT3G54620 1.01 0.02 0.15 0.88597915 0.9718 -6.66
247217_s_at MADS box transcription factors-likeMAF3 AT5G65050 / -1.01 -0.01 -0.15 0.88613462 0.9718 -6.66
260202_at hypothetical protein predicted by g --- --- -1.01 -0.01 -0.15 0.88613351 0.9718 -6.66
262777_at hypothetical protein predicted by g --- AT1G13030 -1.02 -0.03 -0.15 0.88643616 0.9720 -6.66
246424_at Exportin1 (XPO1) protein  ; supporXPO1A AT5G17020 1.01 0.02 0.15 0.88648543 0.9720 -6.66
250247_at unknown protein --- AT5G13720 1.01 0.01 0.15 0.88635952 0.9720 -6.66
256656_at hypothetical protein similar to hypo--- AT3G18900 -1.01 -0.02 -0.15 0.88645477 0.9720 -6.66
267332_at hypothetical protein predicted by g --- AT2G19290 -1.01 -0.01 -0.15 0.8864007 0.9720 -6.66
247990_at unknown protein  ;supported by ful --- AT5G56360 1.01 0.02 0.15 0.8866443 0.9720 -6.66
245649_at F5A9.21 unknown protein; similar --- AT1G24706 1.01 0.02 0.15 0.8866234 0.9720 -6.66
267001_at putative urease accessory protein UREG AT2G34470 -1.02 -0.02 -0.15 0.88668304 0.9720 -6.66
249189_at putative protein similar to unknownAtHB27 AT5G42780 1.02 0.03 0.15 0.88678791 0.9721 -6.66
256082_at hypothetical protein predicted by g --- AT1G20720 1.02 0.03 0.15 0.88694804 0.9722 -6.66
254178_at hypothetical protein --- AT4G23880 1.05 0.07 0.15 0.8872091 0.9724 -6.66
265368_at hypothetical protein identical to hyp--- AT2G13350 1.02 0.02 0.15 0.88719532 0.9724 -6.66
265591_at hypothetical protein predicted by g --- AT2G20150 1.02 0.02 0.15 0.88729296 0.9725 -6.66
266733_at similar to axi 1 protein from Nicotia --- AT2G03280 1.01 0.02 0.15 0.88745501 0.9726 -6.66
249491_at germin - like protein germin-like pr--- AT5G39130 -1.01 -0.02 -0.15 0.88746852 0.9726 -6.66
267646_at putative phosphate transporter PHT5 AT2G32830 1.02 0.03 0.15 0.88779636 0.9726 -6.66
245489_at FCA gamma protein FCA AT4G16280 1.01 0.02 0.15 0.88777916 0.9726 -6.66
247205_at unknown protein  ;supported by ful PROPEP2 AT5G64890 1.06 0.08 0.15 0.8876842 0.9726 -6.66
251302_at RAV-like protein DNA-binding protNGA2 AT3G61970 1.01 0.01 0.15 0.88763912 0.9726 -6.66
264483_at unknown protein --- AT1G77230 -1.02 -0.02 -0.15 0.88759497 0.9726 -6.66
252793_at hypothetical protein --- --- -1.01 -0.01 -0.15 0.88778122 0.9726 -6.66
267302_at putative unknown protein, leucine---- AT2G30100 -1.01 -0.01 -0.15 0.88768659 0.9726 -6.66
248905_at putative protein contains similarity --- AT5G46250 -1.01 -0.02 -0.15 0.88805118 0.9726 -6.66
251500_at receptor-like protein kinase recept --- AT3G59110 -1.01 -0.02 -0.15 0.88824094 0.9726 -6.66



257540_at hypothetical protein --- AT3G21520 1.01 0.02 0.15 0.88824503 0.9726 -6.66
258819_at unknown protein similar to putative--- AT3G04590 -1.01 -0.02 -0.15 0.88824042 0.9726 -6.66
266837_x_at unknown protein --- AT2G25990 -1.01 -0.01 -0.15 0.8883221 0.9726 -6.66
259589_at unknown protein --- AT1G28135 -1.01 -0.02 -0.15 0.88832662 0.9726 -6.66
261185_at cytochrome p450, putative similar CYP94D1 AT1G34540 1.01 0.02 0.15 0.88792201 0.9726 -6.66
246337_at putative protein putative integral mCHX12 AT3G44910 -1.02 -0.02 -0.15 0.88830821 0.9726 -6.66
260187_at hypothetical protein LBD5 AT1G36000 -1.01 -0.01 -0.15 0.88809942 0.9726 -6.66
250312_at unknown protein --- AT5G12260 1.01 0.02 0.15 0.88834623 0.9726 -6.66
260854_at CCAAT-box binding factor HAP3 hLEC1 AT1G21970 1.02 0.02 0.15 0.88804459 0.9726 -6.66
249495_at germin - like protein GLP6 exon 2 GLP6 AT5G39100 -1.01 -0.02 -0.15 0.88803907 0.9726 -6.66
247195_at putative protein contains similarity --- AT5G65500 1.01 0.02 0.15 0.88840787 0.9727 -6.66
245698_at phosphate/phosphoenolpyruvate tr--- AT5G04160 1.02 0.03 0.15 0.88855243 0.9728 -6.66
263220_at hypothetical protein predicted by g emb2279 AT1G30610 -1.01 -0.02 -0.15 0.88859345 0.9728 -6.66
253421_at putative protein predicted proteins --- AT4G32340 1.02 0.02 0.15 0.88873999 0.9729 -6.66
249095_at myosin heavy chain MYA2 (pir||S5 MYA2 AT5G43900 1.02 0.03 0.15 0.88886775 0.9730 -6.66
245271_at transcription factor like protein ; su --- AT4G16430 1.01 0.01 0.15 0.88888937 0.9730 -6.66
250913_at 3-deoxy-D-manno-octulosonic acid--- AT5G03770 -1.01 -0.02 -0.14 0.889 0.9730 -6.66
249493_at acyltransferase -like protein Antho--- AT5G39080 -1.02 -0.03 -0.14 0.89046387 0.9731 -6.66
246792_at putative protein predicted proteins --- AT5G27290 1.03 0.04 0.14 0.88971226 0.9731 -6.66
262433_s_at DNA binding protein, putative simiATRBP47CAT1G47490 / -1.01 -0.01 -0.14 0.89017085 0.9731 -6.66
259899_at hypothetical protein predicted by g --- AT1G71210 1.02 0.02 0.14 0.88938327 0.9731 -6.66
253033_at putative protein aminoacylase I - S--- AT4G38220 -1.01 -0.02 -0.14 0.8906966 0.9731 -6.66
250220_at receptor protein kinase-like protein --- AT5G14210 1.03 0.04 0.14 0.89010103 0.9731 -6.66
265626_at unknown protein  ;supported by ful --- AT2G27260 -1.01 -0.02 -0.14 0.89082316 0.9731 -6.66
258015_at unknown protein --- AT3G19340 -1.01 -0.02 -0.14 0.89027359 0.9731 -6.66
249974_at putative protein predicted proteins --- AT5G18780 1.02 0.03 0.14 0.88940442 0.9731 -6.66
246901_at putative protein Leaf protein, Phar --- AT5G25630 1.01 0.02 0.14 0.89036416 0.9731 -6.66
259496_at hypothetical protein predicted by g --- AT1G15900 1.01 0.02 0.14 0.89012259 0.9731 -6.66
252421_at endochitinase-like protein BASIC --- AT3G47540 1.07 0.09 0.14 0.89079337 0.9731 -6.66
264859_at glucose-6-phosphate 1-dehydrogeG6PD3 AT1G24280 -1.04 -0.05 -0.14 0.88996988 0.9731 -6.66
259902_at disease resistance protein, putativAtRLP13 AT1G74170 1.03 0.04 0.14 0.89041193 0.9731 -6.66
253986_at putative protein predicted protein, --- AT4G26210 1.02 0.03 0.14 0.89008334 0.9731 -6.66
246088_at putative protein --- AT5G20600 1.02 0.02 0.14 0.890083 0.9731 -6.66
258023_at cinnamyl alcohol dehydrogenase idATCAD4 AT3G19450 -1.03 -0.04 -0.14 0.8907296 0.9731 -6.66
250744_at putative protein strong similarity to --- AT5G05840 -1.01 -0.02 -0.14 0.8892943 0.9731 -6.66



255175_at putative glucosyltransferase  ;suppATCSLC12 AT4G07960 1.01 0.02 0.14 0.88971475 0.9731 -6.66
252455_at putative protein various predicted --- AT3G47140 -1.01 -0.01 -0.14 0.88961412 0.9731 -6.66
249936_at putative protein similar to unknown--- AT5G22450 -1.01 -0.02 -0.14 0.89051254 0.9731 -6.66
249288_at unknown protein  ;supported by ful --- AT5G41050 -1.04 -0.05 -0.14 0.89005248 0.9731 -6.66
248810_at disease resistance protein-like ADR1-L3 AT5G47280 1.01 0.01 0.14 0.89080797 0.9731 -6.66
263658_at unknown protein EST gb|T21788 c--- AT1G04490 -1.01 -0.02 -0.14 0.88941741 0.9731 -6.66
264165_at hypothetical protein contains similaATNAP11 AT1G65410 1.01 0.01 0.14 0.88992397 0.9731 -6.66
258019_at hypothetical protein predicted by g --- AT3G19470 1.01 0.02 0.14 0.88938782 0.9731 -6.66
266029_at putative serine carboxypeptidase I scpl38 AT2G05850 1.01 0.02 0.14 0.89081173 0.9731 -6.66
257068_at non-LTR reverse transcriptase, pu--- --- 1.01 0.01 0.14 0.89084062 0.9731 -6.66
245577_at kinase like protein --- AT4G14780 1.01 0.02 0.14 0.8903349 0.9731 -6.66
249431_at polygalacturonase-like protein poly--- AT5G39910 -1.02 -0.03 -0.14 0.88925096 0.9731 -6.66
262097_at hypothetical protein predicted by g --- AT1G55990 -1.01 -0.02 -0.14 0.88927413 0.9731 -6.66
250689_at putative protein similar to unknown--- AT5G06610 1.03 0.04 0.14 0.89061616 0.9731 -6.66
253914_at putative protein late embryogenes--- AT4G27400 1.02 0.02 0.14 0.88958587 0.9731 -6.66
260456_at hypothetical protein --- AT1G72490 -1.01 -0.02 -0.14 0.89077886 0.9731 -6.66
261993_at unknown protein --- AT1G33860 1.01 0.02 0.14 0.8894936 0.9731 -6.66
255109_s_at hypothetical protein --- AT4G08760 -1.01 -0.01 -0.14 0.89014237 0.9731 -6.66
259476_at Myb-related transcription activator --- AT1G19000 1.02 0.02 0.14 0.89004578 0.9731 -6.66
261978_at Athila retroelment ORF 1, putative--- --- 1.01 0.01 0.14 0.89054803 0.9731 -6.66
248734_at putative protein similar to unknownELP1 AT5G48090 -1.02 -0.02 -0.14 0.89052 0.9731 -6.66
264074_at putative retroelement pol polyprote--- --- -1.01 -0.02 -0.14 0.89002317 0.9731 -6.66
255899_at zinc-finger protein (C-terminal), pu--- AT1G17970 -1.02 -0.03 -0.14 0.89026725 0.9731 -6.66
257386_at hypothetical protein predicted by g --- AT2G42440 1.01 0.01 0.14 0.88944711 0.9731 -6.66
247502_at putative protein predicted proteins --- AT5G61940 1.01 0.02 0.14 0.89097809 0.9732 -6.66
247576_at putative protein predicted protein, --- AT5G61280 -1.01 -0.01 -0.14 0.89104646 0.9732 -6.66
255496_at putative protein similar to plant nucBZO2H1 AT4G02640 -1.02 -0.02 -0.14 0.89118162 0.9733 -6.66
252141_at putative protein --- AT3G51100 -1.01 -0.01 -0.14 0.89132581 0.9734 -6.66
253906_at putative protein disease resistance--- AT4G27220 1.02 0.02 0.14 0.89137295 0.9734 -6.66
262965_at hypothetical protein predicted by g --- AT1G54310 1.02 0.02 0.14 0.8915007 0.9734 -6.66
255256_at see GB:AC003952 similar to a fam--- AT4G05080 1.01 0.02 0.14 0.89147063 0.9734 -6.66
258767_at putative (1-4)-beta-mannan endohy--- AT3G10890 -1.01 -0.02 -0.14 0.89149863 0.9734 -6.66
248345_at unknown protein SHOC1 AT5G52290 -1.01 -0.01 -0.14 0.8914906 0.9734 -6.66
262077_at dynamin-like protein similar to dynaADL3 AT1G59610 -1.01 -0.01 -0.14 0.89157834 0.9734 -6.66
247700_at RNA-binding protein - like cold-ind--- AT5G59860 1.01 0.01 0.14 0.89158869 0.9734 -6.66



260478_at DnaJ isolog --- AT1G11040 -1.01 -0.01 -0.14 0.89165141 0.9734 -6.66
253551_at Expressed protein ; supported by c--- AT4G30996 1.01 0.02 0.14 0.89183834 0.9735 -6.66
245062_at hypothetical protein predicted by g BPM3 AT2G39760 -1.01 -0.01 -0.14 0.89186184 0.9735 -6.66
259134_at hypothetical protein predicted by g --- AT3G05390 1.04 0.05 0.14 0.89183068 0.9735 -6.66
259479_at Expressed protein ; supported by f --- AT1G19020 1.05 0.07 0.14 0.89204417 0.9735 -6.66
250602_s_at unknown protein --- AT5G07940 / 1.01 0.02 0.14 0.89227143 0.9735 -6.66
245229_at putative protein contains EST gb:T--- AT4G25620 1.02 0.03 0.14 0.89219366 0.9735 -6.66
264964_at hypothetical protein predicted by g --- AT1G60460 -1.01 -0.02 -0.14 0.89222458 0.9735 -6.66
246551_at putative protein predicted proteins --- AT5G15070 -1.01 -0.02 -0.14 0.89225035 0.9735 -6.66
264096_at Expressed protein ; supported by f --- AT1G78995 -1.02 -0.03 -0.14 0.89236119 0.9735 -6.66
263052_at unknown protein --- AT2G13430 -1.01 -0.01 -0.14 0.89231774 0.9735 -6.66
254342_at receptor like protein (fragment) ES--- AT4G22140 -1.01 -0.01 -0.14 0.89227733 0.9735 -6.66
265035_at hypothetical protein contains Pfam --- AT1G61620 1.01 0.02 0.14 0.89232542 0.9735 -6.66
246688_at putative protein predicted proteins --- --- -1.01 -0.01 -0.14 0.89225555 0.9735 -6.66
255170_at hypothetical protein similar to A. th --- --- -1.01 -0.02 -0.14 0.89207355 0.9735 -6.66
263754_at putative DnaJ protein  ;supported b--- AT2G21510 1.03 0.04 0.14 0.89244525 0.9736 -6.66
259196_at putative ribosomal protein S2 simil RPS2 AT3G03600 1.02 0.02 0.14 0.89251404 0.9736 -6.66
261459_at O-methyltransferase, putative sim --- AT1G21100 -1.06 -0.08 -0.14 0.89295029 0.9737 -6.66
265735_at putative aldolase  ;supported by fu --- AT2G01140 1.02 0.02 0.14 0.89274051 0.9737 -6.66
246199_at putative protein ;supported by full-l --- AT4G36530 1.02 0.02 0.14 0.89274448 0.9737 -6.66
260944_at beta-galactosidase, putative similaBGAL5 AT1G45130 -1.07 -0.10 -0.14 0.8929944 0.9737 -6.66
246418_at quinone oxidoreductase -like prote--- AT5G16960 1.01 0.02 0.14 0.89288279 0.9737 -6.66
245257_at calmodulin ; supported by cDNA: gCAM8 AT4G14640 1.01 0.02 0.14 0.8929717 0.9737 -6.66
262847_at unknown protein similar to myosin ATMAP70-4AT1G14840 1.02 0.03 0.14 0.89280288 0.9737 -6.66
251911_at putative C2H2-type zinc finger prot--- AT3G53820 1.01 0.02 0.14 0.89286084 0.9737 -6.66
254870_at KI domain interacting kinase 1 -lik --- AT4G11900 1.02 0.03 0.14 0.89271376 0.9737 -6.66
245189_at F12A21.18 hypothetical protein --- AT1G67670 1.01 0.01 0.14 0.89315344 0.9738 -6.66
254806_at putative trehalose-6-phosphate ph--- AT4G12430 / -1.01 -0.02 -0.14 0.89334319 0.9739 -6.66
260710_at protein phosphatase 2C, putative --- AT1G17545 1.01 0.01 0.14 0.89326311 0.9739 -6.66
252437_at putative protein pectinesterase ho --- AT3G47380 -1.03 -0.05 -0.14 0.89339054 0.9739 -6.66
247352_at serine/threonine-protein kinase  ;suSNRK2.5 AT5G63650 -1.03 -0.04 -0.14 0.89336214 0.9739 -6.66
260889_at hypothetical protein predicted by g --- AT1G29120 1.01 0.01 0.14 0.89350759 0.9740 -6.66
248470_at unknown protein --- AT5G50830 -1.01 -0.02 -0.14 0.89351358 0.9740 -6.66
261766_at auxin-induced protein IAA5, putati IAA5 AT1G15580 1.03 0.05 0.14 0.89357813 0.9740 -6.66
250954_at putative protein  ;supported by full-ATRAB8C AT5G03520 -1.01 -0.02 -0.14 0.89377635 0.9740 -6.66



260148_at putative oxidoreductase similar to g--- AT1G52800 1.02 0.02 0.14 0.89381083 0.9740 -6.66
261883_at protein kinase, putative similar to r--- AT1G80870 -1.01 -0.02 -0.14 0.8937466 0.9740 -6.66
265659_at putative disease resistance proteinAtRLP20 AT2G25440 -1.03 -0.04 -0.14 0.89372778 0.9740 -6.66
249226_at GDSL-motif lipase/hydrolase-like p--- AT5G42170 -1.01 -0.01 -0.14 0.89365112 0.9740 -6.66
261438_at metallothionein-like protein identica--- AT1G07590 / 1.01 0.01 0.14 0.8939179 0.9741 -6.66
245123_at unknown protein  ; supported by cDCAO AT2G47450 -1.01 -0.02 -0.14 0.89404235 0.9741 -6.66
246546_at voltage-dependent anion-selective VDAC3 AT5G15090 1.02 0.02 0.14 0.89401888 0.9741 -6.66
245475_at hypothetical protein --- AT4G16080 -1.01 -0.01 -0.14 0.89420066 0.9742 -6.66
262241_at hypothetical protein predicted by g --- AT1G48390 1.01 0.01 0.14 0.89428316 0.9743 -6.66
246131_at MOLYBDOPTERIN BIOSYNTHESB73 AT5G20990 -1.01 -0.01 -0.14 0.89450914 0.9744 -6.66
255581_at putative transposon protein simila --- --- -1.01 -0.02 -0.14 0.89445703 0.9744 -6.66
253787_at serine/threonine kinase-like protei --- AT4G28670 1.01 0.02 0.14 0.89448417 0.9744 -6.66
255292_s_at putative calcium dependent proteinCPK22 AT4G04710 / 1.01 0.02 0.14 0.89457341 0.9744 -6.66
257817_at putative RNA-binding protein cont --- AT3G25150 1.01 0.02 0.14 0.89471397 0.9744 -6.66
254645_at putative protein --- AT4G18520 -1.01 -0.02 -0.14 0.89486565 0.9744 -6.66
248312_at unknown protein --- AT5G52580 -1.01 -0.02 -0.14 0.89488838 0.9744 -6.66
261476_at hypothetical protein contains simila--- AT1G14480 1.02 0.04 0.14 0.89479748 0.9744 -6.66
254395_at subtilisin-like protease subtilisin-lik--- AT4G21640 -1.01 -0.01 -0.14 0.89489368 0.9744 -6.66
249618_at putative protein predicted proteins --- AT5G37490 -1.07 -0.10 -0.14 0.89488265 0.9744 -6.66
255486_at AtMlo-h1-like protein MLO1 AT4G02600 -1.01 -0.02 -0.14 0.89485867 0.9744 -6.66
265568_s_at hypothetical protein predicted by g --- --- -1.01 -0.02 -0.14 0.89467314 0.9744 -6.66
248936_at heat shock transcription factor RHA1 AT5G45710 -1.02 -0.02 -0.14 0.89500987 0.9744 -6.66
255517_at putative endo-1,4-beta glucanase AtGH9B13 AT4G02290 1.01 0.02 0.14 0.89502325 0.9744 -6.66
253678_at cytidine deaminase 7 --- AT4G29600 1.01 0.01 0.14 0.89495403 0.9744 -6.66
248765_at MutT domain protein-like  ; supportATNUDT2 AT5G47650 1.01 0.01 0.14 0.89514096 0.9744 -6.66
245587_at putative protein --- AT4G15020 -1.02 -0.03 -0.14 0.8951456 0.9744 -6.66
248609_at unknown protein  ; supported by cD--- AT5G49440 -1.01 -0.02 -0.14 0.89520678 0.9744 -6.66
257523_at hypothetical protein similar to puta--- AT3G01620 -1.01 -0.02 -0.14 0.89524706 0.9744 -6.66
251334_at putative protein several hypothetica--- AT3G61390 -1.01 -0.02 -0.14 0.89522996 0.9744 -6.66
265190_at unknown protein  ; supported by cD--- AT1G23780 -1.01 -0.01 -0.14 0.89550029 0.9745 -6.66
266823_at hypothetical protein predicted by g --- AT2G44930 -1.01 -0.02 -0.14 0.89555727 0.9745 -6.66
250296_at heat shock protein 17.6-II  ;supportHSP17.6II AT5G12020 -1.03 -0.04 -0.14 0.89555174 0.9745 -6.66
267493_at unknown protein OFP2 AT2G30400 -1.02 -0.02 -0.14 0.89542939 0.9745 -6.66
264903_at putative phosphoglucomutase sim--- AT1G23190 1.01 0.02 0.14 0.89537389 0.9745 -6.66
253267_at putative protein TEB4 protein, Hom--- AT4G34100 -1.01 -0.02 -0.14 0.89545647 0.9745 -6.66



261495_at hypothetical protein predicted by g --- AT1G28410 -1.01 -0.02 -0.14 0.89562133 0.9745 -6.66
261413_at unknown protein ;supported by full PLL5 AT1G07630 1.03 0.04 0.14 0.89573449 0.9745 -6.66
246608_at putative protein various predicted --- AT5G35380 1.01 0.02 0.14 0.89592175 0.9745 -6.66
261597_at hypothetical protein predicted by g PUB26 AT1G49780 -1.04 -0.06 -0.14 0.8958112 0.9745 -6.66
260228_at putative cytochrome P450 similar t CYP98A8 AT1G74540 1.01 0.02 0.14 0.8958003 0.9745 -6.66
249107_at unknown protein --- AT5G43680 -1.01 -0.02 -0.14 0.89587919 0.9745 -6.66
253525_at predicted protein  ; supported by cD--- AT4G31330 1.01 0.02 0.14 0.89586324 0.9745 -6.66
261645_at hypothetical protein similar to hypo--- --- 1.01 0.01 0.14 0.89584919 0.9745 -6.66
255856_at unknown protein identical to unkno--- AT1G66940 -1.05 -0.06 -0.14 0.89623358 0.9745 -6.66
257724_at hypothetical protein predicted by g --- AT3G18510 -1.01 -0.02 -0.13 0.89686136 0.9745 -6.66
254187_at putative protein hypothetical prote --- AT4G23890 1.01 0.01 0.13 0.89689096 0.9745 -6.66
251837_s_at spliceosomal - like protein spliceos--- AT3G55200 / 1.01 0.02 0.14 0.89650361 0.9745 -6.66
246960_at unknown protein --- AT5G24710 -1.01 -0.01 -0.13 0.89691372 0.9745 -6.66
245396_at hypothetical protein ;supported by --- AT4G14870 -1.02 -0.03 -0.14 0.89629679 0.9745 -6.66
249546_at putative protein chromosome segrPMI15 AT5G38150 1.02 0.03 0.14 0.89611463 0.9745 -6.66
256613_at hypothetical protein predicted by g emb2076 AT3G29290 1.01 0.02 0.14 0.89651644 0.9745 -6.66
258978_at unknown protein  ; supported by cD--- AT3G09320 1.01 0.01 0.13 0.89683497 0.9745 -6.66
263868_at hypothetical protein predicted by g --- AT2G36840 -1.01 -0.02 -0.13 0.89680998 0.9745 -6.66
249168_at putative protein strong similarity to --- AT5G42870 1.01 0.02 0.14 0.89639446 0.9745 -6.66
252669_at putative protein hypothetical prote --- AT3G44100 1.01 0.02 0.14 0.89607565 0.9745 -6.66
253114_at GTP-binding protein GB2  ;supportATGB2 AT4G35860 1.01 0.02 0.14 0.89642889 0.9745 -6.66
251577_at putative protein several hypothetica--- AT3G58350 -1.01 -0.02 -0.13 0.89673909 0.9745 -6.66
255629_at stress-induced protein OZI1 precurATOZI1 AT4G00860 -1.02 -0.02 -0.14 0.89644074 0.9745 -6.66
251279_at hypothetical protein --- AT3G61800 -1.02 -0.03 -0.14 0.896453 0.9745 -6.66
254792_at putative protein nucleoid DNA-bind--- AT4G12920 -1.01 -0.02 -0.13 0.89688889 0.9745 -6.66
266769_s_at putative reverse transcriptase --- --- 1.01 0.02 0.13 0.89656552 0.9745 -6.66
250641_at putative bZIP protein bZIP protein --- AT5G07160 -1.01 -0.02 -0.13 0.8967122 0.9745 -6.66
266586_s_at putative protein --- --- -1.01 -0.01 -0.13 0.89679122 0.9745 -6.66
265665_at cysteine proteinase contains simila--- AT2G27420 -1.01 -0.01 -0.13 0.89688078 0.9745 -6.66
246328_at putative protein hexamer-binding p--- AT3G43590 -1.01 -0.02 -0.14 0.8964106 0.9745 -6.66
264924_at RNA polymerase subunit identical ATRPAC43AT1G60620 1.01 0.01 0.13 0.89697464 0.9746 -6.66
257240_at monooxygenase, putatve contains--- AT3G24200 -1.01 -0.01 -0.13 0.89700897 0.9746 -6.66
247487_at putative protein predicted protein, --- AT5G62150 -1.05 -0.07 -0.13 0.8970729 0.9746 -6.66
262456_at glucose transporter almost identicaSTP1 AT1G11260 -1.02 -0.03 -0.13 0.89710602 0.9746 -6.66
257997_at hypothetical protein similar to hypo--- AT3G27500 1.01 0.01 0.13 0.8971938 0.9746 -6.66



257139_at disease resistance protein, putativAtRLP43 AT3G28890 -1.02 -0.02 -0.13 0.89727274 0.9747 -6.66
264916_at ATP citrate-lyase, putative similar ACLA-2 AT1G60810 1.02 0.02 0.13 0.89792786 0.9750 -6.66
265682_at similar to avrRpt2-induced protein --- AT2G24390 1.01 0.02 0.13 0.89787061 0.9750 -6.66
246067_at membrane transporter - like protei --- AT5G19410 -1.01 -0.01 -0.13 0.89777022 0.9750 -6.66
249213_at unknown protein --- AT5G42700 1.01 0.01 0.13 0.89791705 0.9750 -6.66
255211_at may be a pseudogene --- --- -1.01 -0.01 -0.13 0.89763988 0.9750 -6.66
247411_at putative protein contains similarity --- AT5G63000 -1.01 -0.02 -0.13 0.89783568 0.9750 -6.66
253164_at Expressed protein ; supported by f --- AT4G35725 -1.01 -0.01 -0.13 0.89766111 0.9750 -6.66
245779_at hypothetical protein predicted by g --- AT1G73510 1.01 0.01 0.13 0.8979452 0.9750 -6.66
AFFX-r2-Bs-ph B. subtilis /GEN=pheA /DB_XREF=--- --- -1.03 -0.04 -0.13 0.89773937 0.9750 -6.66
254891_at putative protein Fly Fas-associate SAY1 AT4G11740 -1.01 -0.01 -0.13 0.89811464 0.9751 -6.66
246502_at stearoyl-acyl carrier protein desatu--- AT5G16240 -1.02 -0.02 -0.13 0.89818089 0.9751 -6.66
257415_at hypothetical protein similar to hypo--- AT1G70040 1.01 0.02 0.13 0.89824249 0.9752 -6.66
264141_at hypothetical protein predicted by g --- AT1G79090 1.01 0.01 0.13 0.89833196 0.9752 -6.66
260900_s_at branched-chain alpha keto-acid de--- AT1G21400 / 1.02 0.03 0.13 0.89891197 0.9753 -6.66
263411_at putative C2H2-type zinc finger prot--- AT2G28710 1.02 0.03 0.13 0.89862402 0.9753 -6.66
253992_at putative protein  ;supported by full- --- AT4G26060 -1.01 -0.02 -0.13 0.89877333 0.9753 -6.66
258174_at hypothetical protein contains Pfam --- AT3G21470 1.01 0.02 0.13 0.89848379 0.9753 -6.66
257856_at hypothetical protein predicted by g--- AT3G12930 -1.01 -0.01 -0.13 0.89864369 0.9753 -6.66
260351_at hypothetical protein predicated by --- AT1G69380 -1.02 -0.03 -0.13 0.89889615 0.9753 -6.66
247033_at SKP1 interacting partner 2 (SKIP2)SKIP2 AT5G67250 -1.01 -0.02 -0.13 0.89863561 0.9753 -6.66
252534_at Myb DNA binding protein -like MY MYB111 AT3G46130 -1.01 -0.01 -0.13 0.89890799 0.9753 -6.66
246894_at heat-shock protein - like heat-shoc--- AT5G25530 -1.02 -0.02 -0.13 0.89866879 0.9753 -6.66
248610_at SRP54 (signal recognition particle --- AT5G49500 1.01 0.01 0.13 0.8988735 0.9753 -6.66
251215_at putative protein region within disul --- AT3G62510 -1.01 -0.01 -0.13 0.89883568 0.9753 -6.66
260720_at hypothetical protein predicted by g --- AT1G48095 1.01 0.02 0.13 0.89886381 0.9753 -6.66
245743_at hypothetical protein contains simil --- AT1G51080 1.02 0.02 0.13 0.89902053 0.9753 -6.66
250491_at putative protein predicted proteins --- AT5G09780 -1.02 -0.02 -0.13 0.89903477 0.9753 -6.66
267283_at Mutator-like transposase similar to --- --- 1.01 0.01 0.13 0.89912322 0.9754 -6.66
247189_at unknown protein  ;supported by ful AGP7 AT5G65390 -1.03 -0.04 -0.13 0.8992308 0.9754 -6.66
245445_at apetala2 domain TINY like protein --- AT4G16750 1.03 0.04 0.13 0.89924312 0.9754 -6.66
262705_at putative wall-associated kinase sim--- AT1G16260 -1.04 -0.06 -0.13 0.89929128 0.9754 -6.66
252493_at hypothetical protein --- AT3G46750 1.01 0.02 0.13 0.89941763 0.9755 -6.66
253546_at hypothetical protein  ;supported by --- AT4G31030 / -1.01 -0.02 -0.13 0.89947302 0.9755 -6.66
258203_at hypothetical protein predicted by g --- AT3G13950 1.05 0.07 0.13 0.90020938 0.9755 -6.66



251273_at serine/threonine-protein kinase-lik --- AT3G61960 -1.02 -0.02 -0.13 0.90002811 0.9755 -6.66
252181_at Expressed protein ; supported by f --- AT3G50685 -1.01 -0.01 -0.13 0.9002175 0.9755 -6.66
262968_at hypothetical protein predicted by g --- AT1G75720 -1.01 -0.01 -0.13 0.89996666 0.9755 -6.66
266207_at unknown protein  ; supported by cD--- AT2G27680 1.01 0.02 0.13 0.89997674 0.9755 -6.66
258556_at UDP-glucose:sterol glucosyltransfe--- AT3G07020 1.01 0.02 0.13 0.90019237 0.9755 -6.66
254787_at putative protein hypothetical protei --- AT4G12690 -1.02 -0.03 -0.13 0.89968225 0.9755 -6.66
266236_at putative glutathione S-transferase ATGSTZ2 AT2G02380 1.01 0.01 0.13 0.8996564 0.9755 -6.66
254774_at hypothetical protein --- AT4G13440 -1.02 -0.03 -0.13 0.8997611 0.9755 -6.66
262889_at hypothetical protein --- AT1G14800 1.01 0.02 0.13 0.89981964 0.9755 -6.66
259052_at unknown protein PEX19-1 AT3G03490 -1.01 -0.01 -0.13 0.89971385 0.9755 -6.66
259931_at hypothetical protein predicted by g --- AT1G34400 -1.01 -0.02 -0.13 0.89960561 0.9755 -6.66
266559_at unknown protein --- AT2G23920 1.01 0.02 0.13 0.89965845 0.9755 -6.66
248227_at ABA-inducible protein-like  ;suppor --- AT5G53820 -1.01 -0.02 -0.13 0.90020542 0.9755 -6.66
253117_at Expressed protein ; supported by f --- AT4G35905 -1.01 -0.02 -0.13 0.90002916 0.9755 -6.66
257292_s_at hypothetical protein contains Pfam --- --- 1.01 0.01 0.13 0.9002116 0.9755 -6.66
263250_at putative fructokinase  ; supported b--- AT2G31390 -1.02 -0.03 -0.13 0.90016593 0.9755 -6.66
254486_at putative protein crp1 protein, Zea --- AT4G20770 -1.01 -0.02 -0.13 0.90032533 0.9756 -6.66
260942_s_at hypothetical protein contains simila--- AT1G45190 / -1.01 -0.02 -0.13 0.90029976 0.9756 -6.66
264431_at RNA polymerase II subunit (hsRP --- AT1G61700 -1.01 -0.02 -0.13 0.90049812 0.9757 -6.66
257577_at hypothetical protein predicted by g --- --- 1.01 0.02 0.13 0.90061144 0.9758 -6.66
257277_at disease resistance protein, putativ--- AT3G14470 1.01 0.02 0.13 0.90068688 0.9758 -6.66
266002_at hypothetical protein predicted by g --- AT2G37310 -1.01 -0.02 -0.13 0.9008389 0.9758 -6.66
252969_at putative protein vsf-1 protein, Lyco--- AT4G38900 1.01 0.01 0.13 0.9008658 0.9758 -6.66
261933_at 3-deoxy-D-arabino-heptulosonate --- AT1G22410 1.02 0.03 0.13 0.90080618 0.9758 -6.66
257846_at unknown protein --- AT3G12910 -1.04 -0.06 -0.13 0.90076414 0.9758 -6.66
258540_at hypothetical protein predicted by g --- AT3G06990 1.01 0.01 0.13 0.90092446 0.9758 -6.66
254930_at putative protein hypothetical prote --- AT4G11450 -1.02 -0.03 -0.13 0.90099855 0.9759 -6.66
251221_at putative protein ER6 protein - Lyco--- AT3G62550 1.01 0.02 0.13 0.90110422 0.9759 -6.66
248641_at unknown protein --- AT5G49110 -1.01 -0.02 -0.13 0.90129284 0.9761 -6.66
261590_at hypothetical protein predicted by g ROPGEF2 AT1G01700 -1.01 -0.01 -0.13 0.90136318 0.9761 -6.66
266979_at unknown protein  ;supported by ful PPL2 AT2G39470 -1.04 -0.06 -0.13 0.9015652 0.9762 -6.66
250453_at putative protein predicted protein, --- AT5G10620 1.01 0.02 0.13 0.90158767 0.9762 -6.66
257841_at nitrate transporter, putative similar--- AT3G25260 -1.01 -0.01 -0.13 0.90154809 0.9762 -6.66
257541_at hypothetical protein predicted by g --- AT3G25950 -1.02 -0.03 -0.13 0.90157992 0.9762 -6.66
253046_at cytochrome P450 - like protein cytCYP81D8 AT4G37370 -1.04 -0.06 -0.13 0.90230218 0.9762 -6.66



259431_at plasma membrane intrinsic proteinPIP1C AT1G01620 1.04 0.06 0.13 0.90185852 0.9762 -6.66
248420_at receptor-like protein kinase  ;suppo--- AT5G51560 1.03 0.04 0.13 0.90224829 0.9762 -6.66
264048_at unknown protein --- AT2G22400 1.01 0.02 0.13 0.90189289 0.9762 -6.66
252754_at putative protein hypothetical prote --- --- -1.02 -0.03 -0.13 0.90218289 0.9762 -6.66
247610_at putative protein predicted protein, --- AT5G60630 -1.06 -0.08 -0.13 0.90214386 0.9762 -6.66
248295_at putative protein contains similarity --- AT5G53070 -1.01 -0.02 -0.13 0.90223645 0.9762 -6.66
251616_at putative protein --- AT3G57990 -1.01 -0.01 -0.13 0.90221776 0.9762 -6.66
255265_at kinesin - like protein kinesin like prATK5 AT4G05190 1.01 0.02 0.13 0.90175736 0.9762 -6.66
265132_at unknown protein  ; supported by cD--- AT1G23830 -1.02 -0.03 -0.13 0.90230979 0.9762 -6.66
245076_at unknown protein GH3.3 AT2G23170 1.06 0.09 0.13 0.90230897 0.9762 -6.66
263818_at putative retroelement pol polyprote--- --- 1.01 0.01 0.13 0.90197938 0.9762 -6.66
249507_at similar to unknown protein (pir||T02--- AT5G38370 1.01 0.01 0.13 0.90193167 0.9762 -6.66
246053_at putative protein farnesyl cysteine c--- AT5G08340 1.01 0.02 0.13 0.90207813 0.9762 -6.66
264488_s_at unknown protein similar to EST gb --- AT1G27330 / 1.02 0.02 0.13 0.90231974 0.9762 -6.66
267217_at hypothetical protein --- AT2G02610 -1.01 -0.01 -0.13 0.90185046 0.9762 -6.66
266171_at putative CCAAT-binding transcriptiNF-YB1 AT2G38880 -1.01 -0.02 -0.13 0.90253254 0.9764 -6.66
266758_at unknown protein POL AT2G46920 -1.01 -0.02 -0.13 0.90262751 0.9764 -6.66
258986_at putative heat shock protein similar--- AT3G08910 1.01 0.02 0.13 0.90265257 0.9764 -6.66
251135_at putative protein proteophosphogly --- AT5G01280 1.01 0.01 0.13 0.90255395 0.9764 -6.66
262817_at putative reticuline oxidase strong s --- AT1G11770 1.01 0.02 0.13 0.90261483 0.9764 -6.66
266307_at putative cytochrome P450 CYP705A8 AT2G27000 1.01 0.02 0.13 0.90269983 0.9764 -6.66
248970_at urea active transporter-like protein --- AT5G45380 1.02 0.03 0.13 0.9035428 0.9764 -6.66
246057_at putative protein predicted proteins --- AT5G08400 1.01 0.01 0.13 0.90276318 0.9764 -6.66
265172_at putative spermidine synthase SPDS1 AT1G23820 -1.01 -0.01 -0.13 0.90301628 0.9764 -6.66
255821_at putative initiator tRNA phosphoribo--- AT2G40570 -1.01 -0.02 -0.13 0.90311758 0.9764 -6.66
255677_at putative calmodulin-binding heat sh--- AT4G00500 -1.02 -0.02 -0.13 0.90336491 0.9764 -6.66
245732_at unknown protein contains similarity--- AT1G73440 1.01 0.01 0.13 0.90295067 0.9764 -6.66
249577_at calmodulin-binding heat-shock pro--- AT5G37710 1.02 0.02 0.13 0.90354192 0.9764 -6.66
246385_at mitotic cyclin a2-type, putative simCYCA1;2 AT1G77390 -1.02 -0.04 -0.13 0.90343069 0.9764 -6.66
261786_at cyclic nucleotide and calmodulin-r ATCNGC7 AT1G15990 -1.01 -0.01 -0.13 0.90348659 0.9764 -6.66
262659_at putative nucleoside triphosphatase--- AT1G14240 -1.01 -0.01 -0.13 0.90343269 0.9764 -6.66
266235_at putative phloem-specific lectin AtPP2-B10 AT2G02360 1.01 0.02 0.13 0.90356195 0.9764 -6.66
263229_s_at putative polygalacturonase similar --- AT1G05650 / -1.01 -0.01 -0.13 0.90325917 0.9764 -6.66
260637_at ACC oxidase, putative similar to AACO2 AT1G62380 -1.03 -0.04 -0.13 0.90353779 0.9764 -6.66
255285_at putative protein A. thaliana hypoth--- AT4G04630 1.03 0.05 0.13 0.90316597 0.9764 -6.66



258745_at unknown protein ; supported by ful --- AT3G05920 -1.01 -0.02 -0.13 0.9029444 0.9764 -6.66
253675_at hypothetical protein --- AT4G29560 1.01 0.01 0.13 0.90321238 0.9764 -6.66
248323_at unknown protein --- AT5G52770 1.01 0.01 0.13 0.90350023 0.9764 -6.66
245212_at hypothetical protein predicted by g AT1G44224--- 1.01 0.02 0.13 0.90284242 0.9764 -6.66
262228_at protein kinase, putative similar to p--- AT1G68690 1.04 0.05 0.13 0.9031628 0.9764 -6.66
253472_at hypothetical protein --- AT4G32230 -1.01 -0.01 -0.13 0.90280885 0.9764 -6.66
259577_at unknown protein --- AT1G35340 1.01 0.02 0.13 0.90365131 0.9764 -6.66
264528_at hypothetical protein similar to Hum--- AT1G30810 1.01 0.01 0.13 0.90366771 0.9764 -6.66
254080_at fibrillarin 2 (AtFib2) identical to fibriFIB2 AT4G25630 1.03 0.04 0.13 0.90372378 0.9764 -6.66
258038_at unknown protein  ;supported by ful --- AT3G21260 -1.02 -0.03 -0.13 0.9037642 0.9764 -6.66
248276_at EspB-like protein YSL3 AT5G53550 -1.01 -0.02 -0.13 0.90404757 0.9764 -6.66
255142_at stromal ascorbate peroxidase  ; su SAPX AT4G08390 1.04 0.06 0.13 0.90413582 0.9764 -6.66
251534_at ATP-dependent RNA helicase-like--- AT3G58510 -1.02 -0.02 -0.13 0.90393653 0.9764 -6.66
258315_at Expressed protein ; supported by f --- AT3G16175 1.01 0.02 0.13 0.90417105 0.9764 -6.66
262042_at polygalacturonase, putative simila --- AT1G80140 -1.01 -0.01 -0.13 0.9040273 0.9764 -6.66
249137_at putative protein contains similarity --- AT5G43140 1.02 0.02 0.13 0.90400848 0.9764 -6.66
249834_at putative protein contains similarity FTRA1 AT5G23440 -1.01 -0.02 -0.13 0.90414603 0.9764 -6.66
261385_at lipid-transfer protein, putative simi --- AT1G05450 1.01 0.01 0.13 0.90403669 0.9764 -6.66
265341_at hypothetical protein predicted by g --- AT2G18360 1.01 0.02 0.13 0.90397027 0.9764 -6.66
262972_at unknown protein --- AT1G75620 1.01 0.02 0.12 0.90447931 0.9766 -6.66
248176_at putative protein contains similarity Fh5 AT5G54650 -1.02 -0.03 -0.12 0.9043878 0.9766 -6.66
267221_at similar to prokaryotic DNA polymerSTI AT2G02480 1.01 0.01 0.12 0.90449546 0.9766 -6.66
250078_at putative protein ORC3 AT5G16690 -1.01 -0.02 -0.12 0.90447348 0.9766 -6.66
261394_at wall-associated kinase 2, putative --- AT1G79680 1.05 0.07 0.12 0.90469358 0.9767 -6.66
259176_at putative cell division control protei CDC48C AT3G01610 1.01 0.01 0.12 0.90474722 0.9767 -6.66
252034_at putative protein  ;supported by full- --- AT3G52040 1.02 0.03 0.12 0.90483935 0.9767 -6.66
254014_at NPR1 like protein regulatory prote --- AT4G26120 1.02 0.03 0.12 0.90498676 0.9767 -6.66
249914_at protease-like protein --- AT5G22850 -1.01 -0.02 -0.12 0.90476725 0.9767 -6.66
265986_at putative receptor-like protein kinas --- AT2G24230 -1.01 -0.02 -0.12 0.90498351 0.9767 -6.66
245015_at large subunit of riblose-1,5-bispho--- --- 1.02 0.02 0.12 0.90485687 0.9767 -6.66
245534_at hypothetical protein --- AT4G15150 -1.01 -0.02 -0.12 0.90508309 0.9767 -6.66
246592_at putative protein predicted protein, --- AT5G14890 -1.01 -0.02 -0.12 0.90509285 0.9767 -6.66
247341_at unknown protein --- AT5G63720 -1.01 -0.01 -0.12 0.90497479 0.9767 -6.66
267363_at putative peroxisomal membrane ca--- AT2G39970 1.01 0.01 0.12 0.9050591 0.9767 -6.66
257411_s_at hypothetical protein predicted by g --- AT1G61320 / -1.01 -0.01 -0.12 0.90515717 0.9768 -6.66



267371_at Expressed protein ; supported by c--- AT2G44510 -1.02 -0.02 -0.12 0.9053416 0.9768 -6.66
255033_at putative protein phosphonopyruva--- AT4G09520 1.01 0.02 0.12 0.90534552 0.9768 -6.66
250640_at putative protein protein kinase Xa2--- AT5G07150 1.02 0.03 0.12 0.90536211 0.9768 -6.66
260060_at feebly-like protein similar to feebly --- AT1G73680 1.01 0.02 0.12 0.90548019 0.9769 -6.66
253577_at putative protein --- AT4G31080 1.02 0.02 0.12 0.90561307 0.9769 -6.66
263808_at hypothetical protein predicted by g --- AT2G04340 -1.01 -0.01 -0.12 0.90563412 0.9769 -6.66
264660_at putative glutamyl-tRNA reductase 2HEMA2 AT1G09940 -1.03 -0.04 -0.12 0.90566982 0.9769 -6.66
261953_at UDP-galactose 4-epimerase, putaRHD1 AT1G64440 -1.02 -0.03 -0.12 0.90558729 0.9769 -6.66
252541_at putative protein hypothetical prote --- AT3G45750 -1.01 -0.01 -0.12 0.90555961 0.9769 -6.66
254384_at heat shock protein - like heat shoc--- AT4G21870 -1.03 -0.04 -0.12 0.90577865 0.9769 -6.66
262466_at hypothetical protein similar to hypoNTMC2T5.1AT1G50260 1.01 0.02 0.12 0.90593552 0.9769 -6.66
255858_at zinc finger protein (ZFP6) identical ZFP6 AT1G67030 1.01 0.02 0.12 0.9059487 0.9769 -6.66
258768_at hypothetical protein predicted by g --- AT3G10880 -1.01 -0.01 -0.12 0.90591292 0.9769 -6.66
252438_at putative protein riboflavin biosynth--- AT3G47390 -1.01 -0.01 -0.12 0.90587828 0.9769 -6.66
265709_at hypothetical protein predicted by g --- --- -1.03 -0.04 -0.12 0.90586572 0.9769 -6.66
247435_at glutathione S-transferase-like proteATGSTU9 AT5G62480 1.06 0.08 0.12 0.90606354 0.9770 -6.66
259853_at leucine-rich receptor-like protein k --- AT1G72300 -1.01 -0.02 -0.12 0.90609553 0.9770 -6.66
260306_at hypothetical protein predicted by g EDA24 AT1G70540 -1.01 -0.01 -0.12 0.90612352 0.9770 -6.66
266795_at unknown protein --- AT2G03070 -1.01 -0.02 -0.12 0.90622672 0.9770 -6.66
264540_at hypothetical protein predicted by g --- AT1G55630 1.01 0.01 0.12 0.90633408 0.9771 -6.66
266431_at Mutator-like transposase similar to --- --- -1.01 -0.01 -0.12 0.90649396 0.9772 -6.66
250318_at dihydropyrimidinase  ; supported b --- AT5G12200 -1.01 -0.02 -0.12 0.906545 0.9772 -6.66
253165_at putative protein predicted protein, --- AT4G35320 1.02 0.03 0.12 0.90684694 0.9773 -6.66
253057_at putative protein amino-acid N-ace --- AT4G37670 -1.03 -0.04 -0.12 0.90690806 0.9773 -6.66
248269_at putative protein contains similarity ACBP1 AT5G53470 1.01 0.02 0.12 0.90663289 0.9773 -6.66
254748_at unknown protein --- --- 1.01 0.01 0.12 0.90673098 0.9773 -6.66
262993_at hypothetical protein contains simila--- AT1G54230 1.01 0.01 0.12 0.90688409 0.9773 -6.66
259028_at putative C2H2-type zinc finger proTAC1 AT3G09290 1.01 0.02 0.12 0.90686188 0.9773 -6.66
259387_at histone H3 protein, putative simila --- AT1G13370 1.01 0.01 0.12 0.90671076 0.9773 -6.66
249935_at acyl CoA reductase-like protein FAR7 AT5G22420 -1.01 -0.01 -0.12 0.90681022 0.9773 -6.66
255955_at hypothetical protein predicted by g --- AT1G22030 -1.02 -0.03 -0.12 0.90702214 0.9773 -6.66
247026_at protein kinase-like protein MAPKKK19AT5G67080 -1.05 -0.08 -0.12 0.90720875 0.9775 -6.66
252700_at hypothetical protein envelope-like,--- --- 1.01 0.02 0.12 0.90722231 0.9775 -6.66
258736_at unknown protein --- AT3G05900 1.02 0.02 0.12 0.90733236 0.9775 -6.66
254284_at putative fizzy-related protein fizzy-FZR2 AT4G22910 1.01 0.02 0.12 0.90728215 0.9775 -6.66



246362_at hypothetical protein --- --- 1.01 0.01 0.12 0.90735832 0.9775 -6.66
246371_at unknown protein contains similarity--- AT1G51940 1.01 0.02 0.12 0.90752426 0.9775 -6.66
258545_at putative GTPase contains Pfam pr --- AT3G07050 1.02 0.02 0.12 0.90773972 0.9775 -6.66
257381_at unknown protein --- AT2G37950 1.02 0.03 0.12 0.90759153 0.9775 -6.66
260560_at putative endochitinase --- AT2G43590 -1.02 -0.02 -0.12 0.90773109 0.9775 -6.66
253420_at H+-transporting ATP synthase cha--- AT4G32260 1.01 0.02 0.12 0.90760238 0.9775 -6.66
256857_at NAM-like protein similar to NAM (nCUC1 AT3G15170 1.01 0.01 0.12 0.90775414 0.9775 -6.66
265834_at hypothetical protein predicted by g --- AT2G14410 -1.01 -0.01 -0.12 0.90765529 0.9775 -6.66
249569_at putative protein Pit1 - Arabidopsis --- AT5G38070 1.01 0.02 0.12 0.90746225 0.9775 -6.66
253180_at putative protein various predicted --- AT4G35210 -1.01 -0.01 -0.12 0.90777523 0.9775 -6.66
256349_at late embryogenesis protein, putati --- AT1G54890 -1.09 -0.12 -0.12 0.9079192 0.9775 -6.66
256474_at unknown protein --- --- 1.01 0.02 0.12 0.9079381 0.9775 -6.66
246380_at cytochrome P450, putative similar CYP96A15 AT1G57750 1.01 0.02 0.12 0.90791997 0.9775 -6.66
261311_at disease resistance protein RTM1, --- AT1G05770 -1.01 -0.02 -0.12 0.90801965 0.9776 -6.66
263977_at hypothetical protein predicted by g --- AT2G42660 -1.01 -0.02 -0.12 0.90805814 0.9776 -6.66
264995_at mutator-like transposase, putative --- --- -1.01 -0.02 -0.12 0.90813247 0.9776 -6.66
255675_at MYC1 transcription factor ATMYC1 AT4G00480 -1.01 -0.01 -0.12 0.90822824 0.9776 -6.66
256427_at hypothetical protein predicted by g LBD21 AT3G11090 -1.02 -0.03 -0.12 0.90823319 0.9776 -6.66
247214_at putative protein similar to unknown--- AT5G64850 1.03 0.04 0.12 0.908504 0.9778 -6.66
249709_at putative protein similar to unknowniqd33 AT5G35670 1.01 0.02 0.12 0.90858396 0.9778 -6.66
254799_at putative protein various predicted p--- AT4G13060 -1.01 -0.01 -0.12 0.90851697 0.9778 -6.66
244994_at NADH dehydrogenase ND5 --- --- 1.01 0.02 0.12 0.90859272 0.9778 -6.66
255296_at hypothetical protein --- AT4G04790 -1.02 -0.03 -0.12 0.90871253 0.9779 -6.66
263895_at hypothetical protein predicted by g --- AT2G21920 -1.01 -0.01 -0.12 0.9087705 0.9779 -6.66
263886_at hypothetical protein predicted by g TKI1 AT2G36960 1.01 0.01 0.12 0.90882448 0.9779 -6.66
254959_at predicted protein UGE5 AT4G10955 / 1.01 0.02 0.12 0.90894387 0.9779 -6.66
252882_at Expressed protein ; supported by f --- AT4G39675 1.01 0.01 0.12 0.90885886 0.9779 -6.66
255146_at putative protein disease resistance--- AT4G08450 -1.01 -0.01 -0.12 0.90894346 0.9779 -6.66
258724_at unknown protein --- AT3G09600 -1.01 -0.01 -0.12 0.90880862 0.9779 -6.66
261940_at hypothetical protein predicted by g --- AT1G22520 1.01 0.02 0.12 0.9091338 0.9780 -6.66
245602_at Expressed protein ;supported by c --- AT4G14270 1.01 0.02 0.12 0.90936307 0.9781 -6.66
248488_at putative protein contains similarity --- AT5G51080 -1.01 -0.01 -0.12 0.90930001 0.9781 -6.66
250809_at putative protein contains similarity --- AT5G05140 -1.02 -0.03 -0.12 0.90919282 0.9781 -6.66
259324_at unknown protein MIRO3 AT3G05310 1.01 0.02 0.12 0.90925244 0.9781 -6.66
249157_at unknown protein --- AT5G43510 / 1.01 0.01 0.12 0.90935071 0.9781 -6.66



253160_at putative protein predicted protein, --- AT4G35760 1.01 0.02 0.12 0.909791 0.9781 -6.66
258637_at putative RHO GDP-dissociation inh--- AT3G07880 -1.01 -0.02 -0.12 0.90953613 0.9781 -6.66
256742_at transcription initiation factor IIB, pu--- AT3G29380 1.01 0.01 0.12 0.90977518 0.9781 -6.66
265927_at hypothetical protein --- AT2G18590 -1.01 -0.02 -0.12 0.90989851 0.9781 -6.66
247914_at xyloglucan endotransglycosylase --- AT5G57540 1.01 0.01 0.12 0.90970444 0.9781 -6.66
250758_at eukaryotic translation initiation fact EIF3G2 AT5G06000 -1.01 -0.02 -0.12 0.90983734 0.9781 -6.66
253503_at cytochrome P450-like protein cytoCYP82C3 AT4G31950 1.02 0.02 0.12 0.90951637 0.9781 -6.66
261291_at hypothetical protein predicted by g --- AT1G36970 -1.01 -0.02 -0.12 0.90976499 0.9781 -6.66
255416_at hypothetical protein --- AT4G03170 -1.01 -0.01 -0.12 0.90991147 0.9781 -6.66
263896_at hypothetical protein predicted by g --- AT2G21930 -1.01 -0.02 -0.12 0.9096498 0.9781 -6.66
256234_at 50S ribosomal protein L10, putativ--- AT3G12370 1.01 0.01 0.12 0.90959146 0.9781 -6.66
266399_at putative phospholipid cytidylyltransPECT1 AT2G38670 1.01 0.02 0.12 0.9099121 0.9781 -6.66
252558_at actin depolymerising like protein A--- AT3G45990 -1.01 -0.01 -0.12 0.90995676 0.9781 -6.66
251439_at putative protein unknown protein A--- AT3G59950 1.01 0.01 0.12 0.91010186 0.9782 -6.66
264816_at hypothetical protein similar to mem--- AT1G03560 -1.02 -0.03 -0.12 0.91006664 0.9782 -6.66
264185_at unknown protein ;supported by full --- AT1G54780 -1.01 -0.01 -0.12 0.91028936 0.9783 -6.66
258467_at unknown protein contains Pfam pro--- AT3G06060 1.01 0.02 0.12 0.9104564 0.9784 -6.66
246497_at putative protein hypothetical protei --- AT5G16220 1.02 0.03 0.12 0.91044932 0.9784 -6.66
251929_at sigma factor SigC  ; supported by cSIGC AT3G53920 -1.01 -0.01 -0.12 0.91051198 0.9784 -6.66
265821_at putative homeodomain transcriptioWUS AT2G17950 1.01 0.02 0.12 0.91055584 0.9784 -6.66
257103_at hypothetical protein contains Pfam --- AT3G25060 1.01 0.01 0.12 0.91067675 0.9785 -6.66
249247_at maize crp1 protein-like --- AT5G42310 -1.01 -0.02 -0.12 0.91073617 0.9785 -6.66
257405_at putative calmodulin similar to EST --- AT1G24620 -1.01 -0.01 -0.12 0.91091981 0.9787 -6.66
261460_at MAP kinase, putative similar to GBATMPK13 AT1G07880 -1.01 -0.01 -0.12 0.91100178 0.9787 -6.66
257926_at unknown protein contains Pfam pro--- AT3G23280 1.01 0.01 0.12 0.91107194 0.9787 -6.66
253681_at cytidine deaminase 3 (CDA3) --- AT4G29630 1.01 0.01 0.12 0.91114892 0.9788 -6.66
255642_at hypothetical protein iqd17 AT4G00820 1.02 0.02 0.12 0.91122915 0.9788 -6.66
246794_s_at putative protein predicted proteins --- AT5G06350 / -1.02 -0.03 -0.12 0.91132757 0.9789 -6.66
250351_at heat shock protein 17.6A AT-HSP17. AT5G12030 1.03 0.04 0.12 0.91168894 0.9789 -6.66
259787_at auxin-induced protein, putative sim--- AT1G29460 1.03 0.04 0.12 0.91141827 0.9789 -6.66
250523_at putative protein strong similarity to --- AT5G08510 -1.01 -0.01 -0.12 0.91154824 0.9789 -6.66
258959_at putative amino acid transporter simCAT7 AT3G10600 1.01 0.01 0.12 0.91153897 0.9789 -6.66
257448_s_at putative protein various predicted p--- AT2G11620 / 1.01 0.01 0.12 0.91166415 0.9789 -6.66
258234_at hypothetical protein similar to myb-MYB118 AT3G27785 -1.01 -0.01 -0.12 0.91164251 0.9789 -6.66
247348_at beta-galactosidase (emb CAB6474BGAL10 AT5G63810 -1.01 -0.02 -0.12 0.91165228 0.9789 -6.66



246048_at putative protein --- --- 1.01 0.01 0.12 0.9116609 0.9789 -6.66
259840_at photosystem I subunit VI precursorPSAH2 AT1G52230 -1.01 -0.02 -0.11 0.91185244 0.9789 -6.66
257063_s_at unknown protein  ;supported by ful --- AT3G18240 / 1.01 0.01 0.11 0.91180157 0.9789 -6.66
259062_at unknown protein est hits to gensca--- AT3G07440 1.01 0.02 0.11 0.9118987 0.9789 -6.66
251697_at putative protein hypothetical prote --- AT3G56600 1.01 0.01 0.11 0.91193862 0.9789 -6.66
265298_s_at putative retroelement pol polyprote--- --- -1.01 -0.01 -0.11 0.91194524 0.9789 -6.66
251199_at transport inhibitor response 1 (TIRTIR1 AT3G62980 1.02 0.02 0.11 0.91223162 0.9791 -6.66
252487_at glucosyltransferase-like protein UDUGT76E12 AT3G46660 -1.04 -0.06 -0.11 0.91221423 0.9791 -6.66
267428_at putative coatomer epsilon subunit --- AT2G34840 1.01 0.01 0.11 0.91220411 0.9791 -6.66
246744_at putative protein predicted protein, --- AT5G27760 -1.03 -0.04 -0.11 0.91229857 0.9791 -6.66
257041_at unknown protein --- AT3G28550 -1.01 -0.02 -0.11 0.91235753 0.9791 -6.66
259086_at hypothetical protein predicted by g --- AT3G04990 1.01 0.01 0.11 0.91237259 0.9791 -6.66
259466_at response regulator 5, putative simARR7 AT1G19050 1.03 0.05 0.11 0.9125522 0.9792 -6.67
249343_at succinate dehydrogenase iron-proSDH2-2 AT5G40650 -1.01 -0.02 -0.11 0.91252217 0.9792 -6.66
266723_at SKP1/ASK1 (At16), putative similaASK16 AT2G03190 1.01 0.01 0.11 0.91254035 0.9792 -6.67
255859_at putative protein embryonic abunda--- AT5G34930 -1.01 -0.02 -0.11 0.91268768 0.9793 -6.67
249271_at myosin heavy chain-like protein CIP1 AT5G41790 1.01 0.02 0.11 0.91287391 0.9794 -6.67
255173_at putative transposon protein simila --- --- 1.01 0.01 0.11 0.91297318 0.9795 -6.67
249450_at serine/threonine-specific protein k SnRK1.3 AT5G39440 -1.01 -0.01 -0.11 0.91305374 0.9795 -6.67
246407_at disease resistance protein RPS4, --- AT1G57670 1.01 0.01 0.11 0.91330196 0.9797 -6.67
250123_at putative protein contains similarity PIN5 AT5G16530 -1.01 -0.02 -0.11 0.91328317 0.9797 -6.67
249658_s_at N-glyceraldehyde-2-phosphotransf --- AT5G36700 / 1.01 0.02 0.11 0.91344419 0.9798 -6.67
264260_at putative calcium-binding protein, c--- AT1G09210 1.02 0.03 0.11 0.91344919 0.9798 -6.67
263847_at putative glucosyltransferase  ; supp--- AT2G36970 -1.03 -0.05 -0.11 0.913724 0.9798 -6.67
250232_at unknown protein --- AT5G13950 1.01 0.01 0.11 0.91368963 0.9798 -6.67
245160_at putative leucine-rich repeat diseaseAtRLP28 AT2G33080 -1.01 -0.01 -0.11 0.91371206 0.9798 -6.67
254713_at hypothetical protein --- AT4G18090 -1.01 -0.02 -0.11 0.91358939 0.9798 -6.67
251166_at heat shock transcription factor-likeAT-HSFA7BAT3G63350 -1.01 -0.01 -0.11 0.91359072 0.9798 -6.67
248761_at Expressed protein ; supported by f --- AT5G47635 1.02 0.02 0.11 0.91371946 0.9798 -6.67
251488_at calmodulin-like protein calcium-bin--- AT3G59440 1.01 0.01 0.11 0.91379791 0.9798 -6.67
257766_at auxin-inducible gene (IAA2) identi IAA2 AT3G23030 1.01 0.02 0.11 0.91384622 0.9798 -6.67
263095_at Ac-like transposase related to Ac/D--- AT2G16040 -1.01 -0.01 -0.11 0.91401531 0.9799 -6.67
257359_x_at putative protein kinase contains a p--- AT2G34290 1.01 0.01 0.11 0.91401127 0.9799 -6.67
256411_at ATP-dependent Clp protease proteCLPP3 AT1G66670 1.01 0.02 0.11 0.91409304 0.9800 -6.67
267161_at hypothetical protein predicted by g --- AT2G37680 1.01 0.01 0.11 0.91422792 0.9800 -6.67



246189_at ABI3-interacting protein 2  ;support--- AT5G20910 1.01 0.02 0.11 0.91421396 0.9800 -6.67
257170_at beta-1,3-glucanase, putative simila--- AT3G23770 -1.01 -0.02 -0.11 0.9141976 0.9800 -6.67
261053_at hypothetical protein predicted by g --- AT1G01320 1.01 0.02 0.11 0.91465075 0.9801 -6.67
262143_at unknown protein --- AT1G52630 1.01 0.01 0.11 0.9144618 0.9801 -6.67
261681_at hypothetical protein similar to hypo--- AT1G47340 1.01 0.02 0.11 0.91445056 0.9801 -6.67
260597_at hypothetical protein predicted by g --- AT1G55915 1.01 0.02 0.11 0.91463962 0.9801 -6.67
251362_at DEAD box RNA helicase RH12 --- AT3G61240 -1.01 -0.01 -0.11 0.91478047 0.9801 -6.67
262799_at hypothetical protein predicted by g --- AT1G20970 1.01 0.02 0.11 0.914831 0.9801 -6.67
255239_at contains similarity to Arabidopsis th--- --- 1.01 0.01 0.11 0.91459419 0.9801 -6.67
262083_at hypothetical protein predicted by g --- AT1G56100 1.01 0.01 0.11 0.91468986 0.9801 -6.67
248431_at auxin-responsive GH3-like protein --- AT5G51470 -1.01 -0.01 -0.11 0.91476058 0.9801 -6.67
249897_at putative protein strong similarity to --- AT5G22550 1.01 0.01 0.11 0.91483583 0.9801 -6.67
250592_at putative protein contains similarity --- AT5G07740 -1.01 -0.02 -0.11 0.91472334 0.9801 -6.67
263258_at putative permease similar to putati --- AT1G10540 1.01 0.02 0.11 0.9149281 0.9801 -6.67
255057_at hypothetical protein --- AT4G09840 1.01 0.01 0.11 0.91495749 0.9801 -6.67
252094_at multicatalytic endopeptidase comp PAD1 AT3G51260 1.01 0.02 0.11 0.91507652 0.9802 -6.67
246903_at putative protein --- AT5G25750 -1.01 -0.01 -0.11 0.91508931 0.9802 -6.67
250257_at putative protein similar to unknown--- AT5G13770 1.01 0.01 0.11 0.91514512 0.9802 -6.67
252327_at MTN3-like protein MtN3 gene prod--- AT3G48740 -1.01 -0.02 -0.11 0.91519835 0.9802 -6.67
250405_at ubiquitin-specific protease 22 (UB UBP22 AT5G10790 -1.01 -0.02 -0.11 0.91532701 0.9803 -6.67
247359_at acyltransferase-like protein ;suppo --- AT5G63560 -1.01 -0.02 -0.11 0.91538222 0.9803 -6.67
260315_at hypothetical protein similar to C-te--- AT1G63820 1.01 0.01 0.11 0.91542357 0.9803 -6.67
252194_at putative tyrosine phosphatase phoATPEN3 AT3G50110 1.01 0.01 0.11 0.9157159 0.9804 -6.67
254984_s_at putative protein Homo sapiens de UBP10 AT4G10570 / -1.01 -0.01 -0.11 0.91571342 0.9804 -6.67
263678_at hypothetical protein Similar to Babe--- AT1G04420 -1.01 -0.02 -0.11 0.91572606 0.9804 -6.67
259203_at hypothetical protein predicted by g --- AT3G09130 1.01 0.01 0.11 0.91566433 0.9804 -6.67
258220_at DnaJ, putative similar to DnaJ GB --- AT3G17830 1.01 0.02 0.11 0.91565497 0.9804 -6.67
257410_at hypothetical protein similar to polykemb2421 AT1G24340 -1.01 -0.02 -0.11 0.91582088 0.9805 -6.67
246072_at PISTILLATA  ; supported by full-lenPI AT5G20240 1.01 0.01 0.11 0.91604859 0.9805 -6.67
267022_at hypothetical protein predicted by g --- AT2G34230 -1.01 -0.01 -0.11 0.91600176 0.9805 -6.67
263892_at putative MYB family transcription faRAX2 AT2G36890 1.01 0.01 0.11 0.91606096 0.9805 -6.67
261332_s_at hypothetical protein contains simila--- --- 1.01 0.01 0.11 0.91597004 0.9805 -6.67
266396_at unknown protein --- AT2G38790 1.01 0.02 0.11 0.91634164 0.9807 -6.67
247383_at putative protein contains similarity --- AT5G63410 1.02 0.02 0.11 0.91630915 0.9807 -6.67
253221_at peptidylprolyl isomerase (cyclophil ROC5 AT4G34870 -1.01 -0.02 -0.11 0.91636462 0.9807 -6.67



254538_at putative protein chitinase / lysozym--- AT4G19740 1.01 0.01 0.11 0.91631472 0.9807 -6.67
257470_at hypothetical protein predicted by g --- AT1G53770 1.01 0.02 0.11 0.91640898 0.9807 -6.67
262966_at ER lumen protein retaining recepto--- AT1G75760 -1.01 -0.01 -0.11 0.91654287 0.9808 -6.67
255165_at putative protein putative centrome--- --- -1.02 -0.02 -0.11 0.91656596 0.9808 -6.67
246398_at auxin-induced basic helix-loop-hel --- AT1G58100 -1.01 -0.01 -0.11 0.91677764 0.9809 -6.67
260936_at hypothetical protein predicted by g --- AT1G45150 1.01 0.01 0.11 0.91696544 0.9809 -6.67
267398_at putative glucanase AtGH9B11 AT2G44560 1.01 0.01 0.11 0.91695919 0.9809 -6.67
256809_at hypothetical protein predicted by g ALY3 AT3G21430 -1.01 -0.02 -0.11 0.91693303 0.9809 -6.67
250768_at signal recognition particle receptor --- AT5G05670 1.01 0.02 0.11 0.91679752 0.9809 -6.67
258382_at hypothetical protein UBC25 AT3G15355 -1.01 -0.02 -0.11 0.91689432 0.9809 -6.67
252474_at putative protein several hypothetica--- AT3G46620 1.02 0.04 0.11 0.91701221 0.9809 -6.67
253409_at putative protein --- AT4G32960 -1.01 -0.01 -0.11 0.91713923 0.9810 -6.67
267392_at putative beta-glucosidase PEN2 AT2G44490 1.01 0.02 0.11 0.91718406 0.9810 -6.67
249057_at putative protein contains similarity DUR AT5G44480 1.03 0.04 0.11 0.91758 0.9810 -6.67
246064_at DNA binding protein ACBF - like D--- AT5G19350 1.01 0.01 0.11 0.9175312 0.9810 -6.67
247580_at putative protein traube, Mus musc--- AT5G61330 -1.01 -0.01 -0.11 0.91762705 0.9810 -6.67
248576_at methionine S-methyltransferase (g MMT AT5G49810 1.01 0.01 0.11 0.91760521 0.9810 -6.67
258727_at ethylene-responsive protein, putat --- AT3G11930 -1.01 -0.01 -0.11 0.91750038 0.9810 -6.67
266010_at putative C2H2-type zinc finger prot--- AT2G37430 -1.06 -0.09 -0.11 0.91739003 0.9810 -6.67
261996_at AIG1-like protein similar to AIG1 p--- AT1G33830 1.01 0.01 0.11 0.91762996 0.9810 -6.67
262894_at disease resistance protein, putativ--- AT1G59780 -1.01 -0.01 -0.11 0.91747491 0.9810 -6.67
246377_at low-temperature-specific protein, p--- AT1G57550 -1.01 -0.02 -0.11 0.91754993 0.9810 -6.67
256693_at hypothetical protein predicted by g --- --- 1.01 0.01 0.11 0.91746734 0.9810 -6.67
253829_at Medicago nodulin N21-like protein--- AT4G28040 1.03 0.04 0.11 0.91782362 0.9810 -6.67
260134_at Myb-related transcription factor, puMYB113 AT1G66370 -1.01 -0.02 -0.11 0.91772303 0.9810 -6.67
255009_at putative DNA-directed RNA polym--- AT4G10070 1.01 0.02 0.11 0.91798758 0.9810 -6.67
248230_at putative protein similar to unknown--- AT5G53830 1.02 0.02 0.11 0.91811698 0.9810 -6.67
252552_at putative protein --- AT3G45900 1.01 0.02 0.11 0.91794842 0.9810 -6.67
265263_at putative DNA binding protein --- AT2G42940 -1.01 -0.01 -0.11 0.91825332 0.9810 -6.67
257884_at hypothetical protein predicted by g --- AT3G16960 -1.01 -0.01 -0.11 0.91783547 0.9810 -6.67
261793_at unknown protein ; supported by cD--- AT1G16080 -1.02 -0.03 -0.11 0.91784857 0.9810 -6.67
265039_at unknown protein Location of ESTs--- AT1G04000 1.01 0.01 0.11 0.91834033 0.9810 -6.67
263403_at hypothetical protein similar to hypoTX1 AT2G04040 -1.05 -0.06 -0.11 0.91836934 0.9810 -6.67
264478_at hypothetical protein predicted by g --- AT1G77270 1.01 0.01 0.11 0.91822171 0.9810 -6.67
251091_at pyridoxine biosynthesis protein - likRSR4 AT5G01410 -1.02 -0.03 -0.11 0.91805302 0.9810 -6.67



257612_at unknown protein ARO4 AT3G26600 1.02 0.03 0.11 0.91818943 0.9810 -6.67
264795_at unknown protein similar to ESTs eZIGA4 AT1G08680 -1.02 -0.02 -0.11 0.91785609 0.9810 -6.67
267372_at putative protein kinase contains a pARSK1 AT2G26290 -1.03 -0.04 -0.11 0.91828596 0.9810 -6.67
265487_at hypothetical protein --- --- 1.01 0.01 0.11 0.91820841 0.9810 -6.67
264502_at putative 12-oxophytodienoate redu--- AT1G09400 1.01 0.02 0.11 0.91833586 0.9810 -6.67
266882_at unknown protein  ;supported by ful --- AT2G44670 1.02 0.03 0.11 0.91847926 0.9811 -6.67
256804_at hypothetical protein predicted by g --- AT3G20920 -1.01 -0.01 -0.11 0.918646 0.9812 -6.67
260679_at unknown protein --- AT1G07990 1.01 0.01 0.11 0.91886774 0.9812 -6.67
258398_at thioredoxin m4 identical to GB:AAFTRX-M4 AT3G15360 -1.01 -0.01 -0.11 0.91878589 0.9812 -6.67
254151_at F-box protein family, AtFBX14 sim--- AT4G24390 1.01 0.01 0.11 0.9188351 0.9812 -6.67
247952_at salt-inducible protein-like CYP71B10 AT5G57250 / 1.01 0.01 0.11 0.91885185 0.9812 -6.67
257117_at geranyl geranyl pyrophosphate sy --- AT3G20160 -1.01 -0.01 -0.11 0.91881385 0.9812 -6.67
260619_at glyoxalase I, putative similar to GB--- AT1G08110 1.01 0.02 0.11 0.91912198 0.9813 -6.67
263009_at hypothetical protein contains similaNHX5 AT1G54370 1.01 0.01 0.11 0.91908521 0.9813 -6.67
263463_at putative ARI-like RING zinc finger p--- AT2G31770 -1.01 -0.01 -0.11 0.91899417 0.9813 -6.67
250081_at unknown protein --- AT5G17180 1.01 0.01 0.11 0.91915051 0.9813 -6.67
260907_at hypothetical protein predicted by g --- AT1G02570 -1.01 -0.01 -0.11 0.91904753 0.9813 -6.67
257784_at geranylgeranylated protein, putativMUB4 AT3G26980 -1.03 -0.04 -0.11 0.91940593 0.9815 -6.67
263214_at hypothetical protein predicted by g --- AT1G30660 -1.01 -0.01 -0.11 0.91939033 0.9815 -6.67
265812_at hypothetical protein predicted by g --- AT2G18070 -1.01 -0.01 -0.11 0.9194323 0.9815 -6.67
245558_at hypothetical protein --- AT4G15430 -1.01 -0.01 -0.10 0.9195281 0.9815 -6.67
253586_s_at putative protein hypothetical prote --- AT4G30710 / -1.01 -0.02 -0.10 0.91952757 0.9815 -6.67
265236_s_at hypothetical protein --- AT2G07714 1.01 0.01 0.10 0.91961498 0.9815 -6.67
266041_s_at hypothetical protein --- --- -1.01 -0.01 -0.10 0.91958568 0.9815 -6.67
258484_at sterol-C5-desaturase identical to GSTE1 AT3G02580 1.01 0.01 0.10 0.91993122 0.9815 -6.67
258877_at putative expansin precursor similarATEXPA13 AT3G03220 1.02 0.03 0.10 0.92012373 0.9815 -6.67
255465_at hypothetical protein similar to A. th--- AT4G02990 -1.01 -0.01 -0.10 0.92161649 0.9815 -6.67
246282_at ATPase-like protein --- AT4G36580 1.01 0.02 0.10 0.92294928 0.9815 -6.67
248177_at putative protein strong similarity to --- AT5G54630 -1.01 -0.01 -0.10 0.92068469 0.9815 -6.67
247625_at zinc finger protein - like dof6 zinc f--- AT5G60200 -1.01 -0.02 -0.10 0.9221335 0.9815 -6.67
265907_at unknown protein  ;supported by ful --- AT2G25650 -1.01 -0.01 -0.10 0.92310094 0.9815 -6.67
246012_at Pspzf zinc finger protein - like DNA--- AT5G10650 1.01 0.02 0.10 0.92163334 0.9815 -6.67
245758_at unknown protein contains similarityKAN2 AT1G32240 1.01 0.02 0.10 0.92140173 0.9815 -6.67
255578_at predicted protein of unknown func --- AT4G01450 -1.02 -0.03 -0.10 0.92069867 0.9815 -6.67
253849_at putative protein 150-kD protein, D --- AT4G28080 -1.01 -0.01 -0.10 0.92297312 0.9815 -6.67



245581_at hypothetical protein --- AT4G14840 -1.01 -0.01 -0.10 0.92052462 0.9815 -6.67
254495_at hypothetical protein EMB1895 AT4G20060 -1.01 -0.02 -0.10 0.92216237 0.9815 -6.67
264475_s_at hypothetical protein predicted by g --- AT1G77150 / -1.01 -0.02 -0.10 0.92063103 0.9815 -6.67
257667_at 1,4-alpha-glucan branching enzymEMB2729 AT3G20440 -1.01 -0.02 -0.10 0.9229773 0.9815 -6.67
251324_at plasma membrane intrinsic protein PIP1A AT3G61430 -1.01 -0.01 -0.10 0.92024272 0.9815 -6.67
248907_at putative protein contains similarity --- AT5G46340 -1.01 -0.01 -0.10 0.9218241 0.9815 -6.67
248445_at unknown protein  ;supported by ful --- AT5G51170 1.01 0.01 0.10 0.9209155 0.9815 -6.67
247999_at E2, ubiquitin-conjugating enzyme, UBC30 AT5G56150 -1.01 -0.01 -0.10 0.92067896 0.9815 -6.67
256928_at unknown protein --- AT3G22590 -1.01 -0.01 -0.10 0.92162778 0.9815 -6.67
255208_at see GB:AL022580 --- --- -1.01 -0.01 -0.10 0.92298343 0.9815 -6.67
262810_at putative salt-inducible protein simil --- AT1G11710 -1.01 -0.02 -0.10 0.92134064 0.9815 -6.67
265381_at putative non-LTR retroelement rev --- --- 1.01 0.02 0.10 0.92225799 0.9815 -6.67
251712_at putative protein non-consensus TT--- AT3G56120 1.01 0.01 0.10 0.92176684 0.9815 -6.67
256590_at recombination signal sequence re ATHMG AT3G28730 1.01 0.02 0.10 0.92070825 0.9815 -6.67
247285_at putative protein similar to unknown--- AT5G64400 1.01 0.01 0.10 0.9214633 0.9815 -6.67
263225_at putative DNA-binding protein similWRKY14 AT1G30650 1.01 0.01 0.10 0.922753 0.9815 -6.67
259309_at putative cyclin-dependent protein k--- AT3G05050 -1.01 -0.02 -0.10 0.92084583 0.9815 -6.67
255012_at putative protein  ;supported by full- --- AT4G10030 1.01 0.02 0.10 0.92254194 0.9815 -6.67
252401_at putative protein predicted proteins --- AT3G48030 -1.01 -0.01 -0.10 0.92207594 0.9815 -6.67
264026_at glycine-rich protein (AtGRP2) SamATGRP2B AT2G21060 1.02 0.02 0.10 0.92180548 0.9815 -6.67
249793_at putative protein contains similarity --- AT5G23680 1.01 0.02 0.10 0.92004257 0.9815 -6.67
260388_at hypothetical protein predicted by g--- AT1G74070 -1.02 -0.02 -0.10 0.92294319 0.9815 -6.67
266204_at hypothetical protein predicted by g --- AT2G02410 1.01 0.02 0.10 0.92258506 0.9815 -6.67
255047_at AX110P -like protein AX110P -Da --- AT4G09670 1.01 0.01 0.10 0.92076008 0.9815 -6.67
249442_at putative protein  ; supported by cD --- AT5G39590 -1.02 -0.03 -0.10 0.92075293 0.9815 -6.67
259641_at putative protease similar to protea--- AT1G69020 1.01 0.01 0.10 0.92282656 0.9815 -6.67
248627_at putative protein similar to unknown--- AT5G48950 -1.01 -0.02 -0.10 0.9226969 0.9815 -6.67
254897_at serine/threonine kinase-like protei --- AT4G11470 -1.02 -0.03 -0.10 0.92272877 0.9815 -6.67
264801_at hypothetical protein gene overlaps emb2411 AT1G08840 -1.01 -0.01 -0.10 0.92041286 0.9815 -6.67
254156_at Rab geranylgeranyl transferase lik--- AT4G24490 1.01 0.02 0.10 0.92164467 0.9815 -6.67
253939_at putative myb-related protein myb-rMYB97 AT4G26930 -1.01 -0.02 -0.10 0.9224099 0.9815 -6.67
262765_at putative cytochrome P450 monooxCYP86C4 AT1G13150 -1.01 -0.01 -0.10 0.92262311 0.9815 -6.67
248120_at putative protein similar to unknown--- AT5G54540 -1.01 -0.01 -0.10 0.92254669 0.9815 -6.67
265994_at putative multispanning membrane --- AT2G24170 1.02 0.03 0.10 0.9218683 0.9815 -6.67
262723_at hypothetical protein predicted by g --- AT1G43630 -1.01 -0.02 -0.10 0.9222519 0.9815 -6.67



251211_s_at putative protein several hypothetica--- AT3G62470 / -1.02 -0.03 -0.10 0.92124123 0.9815 -6.67
263284_at unknown protein --- AT2G36100 -1.01 -0.01 -0.10 0.92311211 0.9815 -6.67
261862_at DNA-binding protein, putative sim --- AT1G50410 -1.01 -0.02 -0.10 0.92198861 0.9815 -6.67
265704_at hypothetical protein predicted by g --- AT2G03420 1.01 0.02 0.10 0.92004713 0.9815 -6.67
266670_at putative flavonol 3-O-glucosyltransUGT71C2 AT2G29740 -1.01 -0.01 -0.10 0.92273687 0.9815 -6.67
246121_at putative protein motif in PGPS/D1 --- AT5G20370 1.01 0.01 0.10 0.92298764 0.9815 -6.67
249437_at putative protein predicted proteins --- AT5G39990 -1.01 -0.01 -0.10 0.92066036 0.9815 -6.67
247294_at putative protein similar to unknownXRCC2 AT5G64520 -1.01 -0.01 -0.10 0.92162284 0.9815 -6.67
255168_at putative protein hypothetical prote --- --- 1.01 0.01 0.10 0.92302002 0.9815 -6.67
252576_s_at clpC-like protein AtClpC - Arabido --- AT3G45450 / -1.01 -0.02 -0.10 0.92257048 0.9815 -6.67
257828_at unknown protein --- AT3G26670 -1.01 -0.02 -0.10 0.92171082 0.9815 -6.67
258618_at Expressed protein ; supported by cGASA5 AT3G02885 1.01 0.02 0.10 0.9205924 0.9815 -6.67
246721_at putative protein glycine-rich protei --- --- 1.01 0.01 0.10 0.91992502 0.9815 -6.67
246726_at putative protein predicted protein, --- AT5G29050 1.01 0.01 0.10 0.92139598 0.9815 -6.67
262022_at hypothetical protein predicted by g --- AT1G35490 -1.01 -0.01 -0.10 0.92063388 0.9815 -6.67
260772_at unknown protein contains similarity--- AT1G49050 1.01 0.01 0.10 0.92281627 0.9815 -6.67
249072_at putative protein similar to unknown--- AT5G44060 -1.03 -0.04 -0.10 0.92260641 0.9815 -6.67
265652_x_at hypothetical protein predicted by g --- --- -1.01 -0.01 -0.10 0.92164338 0.9815 -6.67
250610_at glycine-rich protein PUTG1  ;suppoGRP19 AT5G07550 -1.01 -0.02 -0.10 0.92235161 0.9815 -6.67
262750_at unknown protein ; supported by cD--- AT1G28710 -1.01 -0.01 -0.10 0.92101296 0.9815 -6.67
257088_at unknown protein --- AT3G20510 1.02 0.03 0.10 0.9224803 0.9815 -6.67
250142_at polygalacturonase - like protein po--- AT5G14650 -1.02 -0.02 -0.10 0.92310932 0.9815 -6.67
245733_at hypothetical protein predicted by g --- AT1G73380 -1.01 -0.02 -0.10 0.92255603 0.9815 -6.67
255075_at putative protein RING-H2 zinc fing--- AT4G09110 1.01 0.01 0.10 0.92268612 0.9815 -6.67
254506_at leucine rich repeat-like protein Cf- GSO1 AT4G20140 1.01 0.02 0.10 0.92269298 0.9815 -6.67
265692_at hypothetical protein predicted by g --- AT2G24340 -1.01 -0.01 -0.10 0.92311045 0.9815 -6.67
247165_at transcription factor-like protein  ; suMYB68 AT5G65790 -1.01 -0.01 -0.10 0.92112113 0.9815 -6.67
263537_at CONSTANS-like B-box zinc finger COL3 AT2G24790 -1.01 -0.01 -0.10 0.92190111 0.9815 -6.67
252730_at putative protein --- AT3G43110 -1.01 -0.02 -0.10 0.92061592 0.9815 -6.67
248444_at putative protein similar to unknown--- --- -1.01 -0.01 -0.10 0.92220154 0.9815 -6.67
251900_at putative protein lateral root primor SRS6 AT3G54430 -1.01 -0.01 -0.10 0.92061866 0.9815 -6.67
265555_at putative Mutator-like transposase r --- --- -1.01 -0.01 -0.10 0.92099126 0.9815 -6.67
261827_at unknown protein contains similarity--- AT1G11480 1.01 0.01 0.10 0.92102265 0.9815 -6.67
256556_at mutator-like transposase, putative --- --- 1.01 0.01 0.10 0.91984262 0.9815 -6.67
262812_at hypothetical protein predicted by g --- AT1G11690 1.01 0.01 0.10 0.92315531 0.9815 -6.67



251435_at putative protein hypothetical protei --- --- 1.01 0.01 0.10 0.92330354 0.9817 -6.67
247204_at GTP binding protein-like AtRABH1a AT5G64990 -1.01 -0.01 -0.10 0.92335365 0.9817 -6.67
258773_at hypothetical protein predicted by g --- AT3G10730 -1.01 -0.01 -0.10 0.92371355 0.9818 -6.67
247637_at putative protein gcpE protein, ChlaHDS AT5G60600 1.01 0.02 0.10 0.92355035 0.9818 -6.67
245720_at RNA binding protein - like --- AT5G04210 -1.01 -0.01 -0.10 0.92378312 0.9818 -6.67
257927_at ethylene response factor 1 (ERF1) ERF1 AT3G23240 1.06 0.09 0.10 0.92350232 0.9818 -6.67
252722_at putative protein hypothetical prote --- --- -1.01 -0.01 -0.10 0.92375139 0.9818 -6.67
261281_at hypothetical protein predicted by g --- AT1G35740 -1.01 -0.01 -0.10 0.92371321 0.9818 -6.67
260850_at glucose 6 phosphate/phosphate tr --- AT1G21870 -1.01 -0.01 -0.10 0.92379117 0.9818 -6.67
257508_at bZIP transcription factor, putative --- AT1G64320 1.01 0.01 0.10 0.9237451 0.9818 -6.67
245105_at hypothetical protein predicted by g --- AT2G41610 1.01 0.02 0.10 0.9238597 0.9818 -6.67
250181_at tRNA synthase - like protein tRNA--- AT5G14460 -1.01 -0.01 -0.10 0.92422736 0.9821 -6.67
264113_at unknown protein APG9 AT2G31260 1.01 0.01 0.10 0.92420463 0.9821 -6.67
255835_at unknown protein --- AT2G33420 -1.01 -0.01 -0.10 0.92434533 0.9821 -6.67
257230_at DegP protease contains similarity tDegP11 AT3G16540 -1.01 -0.01 -0.10 0.92431911 0.9821 -6.67
259439_at 1-aminocyclopropane-1-carboxylatACS2 AT1G01480 1.04 0.06 0.10 0.92445921 0.9821 -6.67
247270_at ER66 protein-like --- AT5G64220 -1.01 -0.01 -0.10 0.92448657 0.9821 -6.67
259427_at MADS-box transcription factor, pu AGL28 AT1G01530 1.01 0.01 0.10 0.92442081 0.9821 -6.67
260382_at unknown protein --- AT1G73850 -1.01 -0.01 -0.10 0.92463841 0.9822 -6.67
255554_at Expressed protein ; supported by f --- AT4G01897 1.01 0.01 0.10 0.9246347 0.9822 -6.67
247393_at unknown protein --- AT5G63130 1.03 0.05 0.10 0.9248303 0.9822 -6.67
259794_at unknown protein --- AT1G64330 -1.01 -0.01 -0.10 0.92470458 0.9822 -6.67
254138_at hypothetical protein --- AT4G24950 1.01 0.01 0.10 0.92485679 0.9822 -6.67
260333_at putative polygalacturonase similar --- AT1G70500 1.01 0.02 0.10 0.92473507 0.9822 -6.67
266381_at putative sucrose-proton symporter ATSUC8 AT2G14670 -1.01 -0.01 -0.10 0.92482975 0.9822 -6.67
247601_at zinc finger protein OBP4 - like zincOBP4 AT5G60850 1.01 0.02 0.10 0.92507502 0.9823 -6.67
255777_at glycine-rich RNA-binding protein, GR-RBP6 AT1G18630 -1.01 -0.01 -0.10 0.92507102 0.9823 -6.67
265406_at En/Spm-like transposon protein rel --- --- -1.01 -0.01 -0.10 0.92496109 0.9823 -6.67
256514_at oxidoreductase, putative contains --- AT1G66130 1.01 0.02 0.10 0.92505753 0.9823 -6.67
253733_at hypothetical protein ATMND1 AT4G29170 -1.01 -0.01 -0.10 0.92549869 0.9823 -6.67
262476_at phosphoprotein phosphatase ident --- AT1G50370 1.01 0.01 0.10 0.9254812 0.9823 -6.67
253125_at DnaJ-like protein DnaJ-like protein--- AT4G36040 1.01 0.01 0.10 0.92535467 0.9823 -6.67
255866_at hypothetical protein predicted by g --- AT2G30350 -1.01 -0.01 -0.10 0.92527438 0.9823 -6.67
265036_at unknown protein Contains similari PRP39 AT1G04080 -1.01 -0.01 -0.10 0.92548013 0.9823 -6.67
249242_at alcohol dehydrogenase --- AT5G42250 -1.01 -0.01 -0.10 0.9252983 0.9823 -6.67



267421_at putative phosphoribosylaminoimida--- AT2G35040 -1.01 -0.01 -0.10 0.92540379 0.9823 -6.67
257845_at unknown protein GC donor splice s--- AT3G28430 1.01 0.01 0.10 0.9254336 0.9823 -6.67
265168_at putative Ser/Thr protein kinase --- AT1G23700 -1.01 -0.01 -0.10 0.92518649 0.9823 -6.67
255888_at hypothetical protein contains simila--- AT1G20300 1.02 0.03 0.10 0.92557626 0.9823 -6.67
257701_at unknown protein contains similarity--- AT3G12710 -1.03 -0.05 -0.10 0.92565458 0.9823 -6.67
263476_at putative poly(ADP-ribose) glycohydTEJ AT2G31870 -1.01 -0.01 -0.10 0.92567221 0.9823 -6.67
255396_at hypothetical protein --- --- 1.01 0.01 0.10 0.92566027 0.9823 -6.67
245274_at ankyrin like protein ; supported by --- AT4G14360 -1.01 -0.01 -0.10 0.9257522 0.9823 -6.67
256850_at hypothetical protein similar to hypo--- --- 1.01 0.01 0.10 0.92591497 0.9825 -6.67
259652_at unknown protein HUB2 AT1G55250 -1.01 -0.02 -0.10 0.9259681 0.9825 -6.67
262517_at putative glutathione transferase SeATGSTU25AT1G17180 1.05 0.07 0.10 0.92606541 0.9825 -6.67
256626_at  hypothetical protein, 5' partial   --- AT3G20015 1.02 0.03 0.10 0.92603819 0.9825 -6.67
253707_at hypothetical protein --- AT4G29200 1.01 0.01 0.10 0.92609978 0.9825 -6.67
263485_at putative villin  ; supported by cDNAVLN1 AT2G29890 -1.01 -0.01 -0.10 0.92624477 0.9826 -6.67
248014_at putative protein similar to unknown--- AT5G56340 -1.01 -0.01 -0.10 0.9263145 0.9826 -6.67
258202_at unknown protein --- AT3G13940 1.01 0.02 0.10 0.926512 0.9827 -6.67
261605_at CDPK-related protein kinase, puta--- AT1G49580 1.01 0.01 0.10 0.92650891 0.9827 -6.67
261159_s_at cyclin, putative similar to GB:AAB0CYCB1;5 AT1G34460 / 1.01 0.01 0.10 0.92651957 0.9827 -6.67
255343_at hypothetical protein --- --- 1.01 0.01 0.10 0.92654606 0.9827 -6.67
245834_at transposon protein, putative simila--- --- 1.01 0.01 0.10 0.92657177 0.9827 -6.67
264666_at hypothetical protein Similar to N. ta--- AT1G09680 -1.01 -0.01 -0.10 0.92661924 0.9827 -6.67
266285_at unknown protein --- AT2G29180 1.02 0.02 0.10 0.9268698 0.9828 -6.67
266176_at lectin-like protein AtPP2-B2 AT2G02250 -1.01 -0.01 -0.10 0.92687079 0.9828 -6.67
252005_at purple acid phosphatase-like protePAP21 AT3G52810 -1.01 -0.01 -0.10 0.92686912 0.9828 -6.67
245251_at calcineurin B-like protein 1 ; suppo CBL1 AT4G17615 -1.02 -0.03 -0.10 0.92692622 0.9828 -6.67
250165_at putative protein many predicted pr--- AT5G15290 -1.01 -0.01 -0.10 0.92701256 0.9829 -6.67
264634_at  cytochrome P450, putative  CYP702A1 AT1G65670 -1.01 -0.01 -0.09 0.92721758 0.9830 -6.67
263794_at similar to S-locus glycoproteins --- AT2G24620 1.01 0.01 0.09 0.92727686 0.9830 -6.67
259187_at putative transcription factor similar AtMYB57 AT3G01530 1.01 0.01 0.09 0.92735618 0.9831 -6.67
257010_at Expressed protein ; supported by cATEXO70DAT3G14090 -1.01 -0.02 -0.09 0.92740212 0.9831 -6.67
257787_at actin related protein, putative similARP2 AT3G27000 -1.01 -0.01 -0.09 0.92753524 0.9831 -6.67
263914_at unknown protein AtGRF3 AT2G36400 -1.01 -0.02 -0.09 0.9275903 0.9831 -6.67
254572_at putative protein predicted protein M--- AT4G19380 -1.01 -0.01 -0.09 0.92746403 0.9831 -6.67
248475_at unknown protein --- AT5G50880 -1.01 -0.01 -0.09 0.92756552 0.9831 -6.67
261131_at unknown protein --- AT1G19835 -1.01 -0.02 -0.09 0.92772259 0.9832 -6.67



255918_at putative protein --- --- -1.01 -0.01 -0.09 0.9277146 0.9832 -6.67
258520_at hypothetical protein predicted by g --- AT3G06710 -1.01 -0.01 -0.09 0.92780705 0.9832 -6.67
254735_at putative disease resistance proteinAtRLP47 AT4G13810 -1.01 -0.01 -0.09 0.927845 0.9832 -6.67
264313_at carbonic anhydrase, putative similBCA4 AT1G70410 1.01 0.01 0.09 0.9280717 0.9832 -6.67
261206_at heat shock factor protein hsf8, put --- AT1G12800 1.01 0.01 0.09 0.9279464 0.9832 -6.67
256989_at hypothetical protein predicted by g --- AT3G28580 1.04 0.06 0.09 0.92801425 0.9832 -6.67
260116_at AIG1 identical to AIG1 (exhibits R AIG1 AT1G33960 1.01 0.01 0.09 0.92805535 0.9832 -6.67
258999_at putative D-ribulose-5-phosphate 3---- AT3G01850 -1.01 -0.01 -0.09 0.92816926 0.9833 -6.67
254522_at hypothetical protein --- AT4G19980 -1.01 -0.01 -0.09 0.92821785 0.9833 -6.67
260188_at Mutator-like transposase similar to --- --- -1.01 -0.01 -0.09 0.92833083 0.9834 -6.67
261022_at unknown protein similar to NAM likANAC007 AT1G12260 -1.01 -0.01 -0.09 0.92840122 0.9834 -6.67
251473_at putative protein myrosinase-bindin--- AT3G59610 -1.01 -0.01 -0.09 0.92846523 0.9834 -6.67
259888_at hypothetical protein similar to nodu--- AT1G76350 -1.02 -0.03 -0.09 0.92856179 0.9835 -6.67
252647_at protein-tyrosine-phosphatase-like --- AT3G44620 1.01 0.02 0.09 0.92864872 0.9835 -6.67
263610_at  putative beta-1,3-glucanase   --- AT2G16230 -1.01 -0.01 -0.09 0.92884945 0.9836 -6.67
252746_at sucrose synthase -like protein SUCSUS4 AT3G43190 -1.01 -0.01 -0.09 0.92880114 0.9836 -6.67
252631_s_at putative protein predicted proteins --- --- -1.01 -0.01 -0.09 0.9288521 0.9836 -6.67
257218_at unknown protein similar to DAG pr --- AT3G15000 -1.01 -0.01 -0.09 0.92921118 0.9836 -6.67
251233_at putative protein hypothetical prote DRB4 AT3G62800 -1.01 -0.01 -0.09 0.92970983 0.9836 -6.67
254639_at putative protein various predicted DOT4 AT4G18750 1.01 0.01 0.09 0.92917262 0.9836 -6.67
248886_at phosphate/triose-phosphate transloAPE2 AT5G46110 -1.01 -0.01 -0.09 0.92929746 0.9836 -6.67
261139_at homeodomain protein, putative simBEL10 AT1G19700 1.01 0.01 0.09 0.92960918 0.9836 -6.67
254422_at putative protein hypothetical prote VPS28-1 AT4G21560 1.01 0.02 0.09 0.92946888 0.9836 -6.67
260328_at putative aspartate aminotransferas--- AT1G80360 -1.01 -0.01 -0.09 0.92916349 0.9836 -6.67
266100_at similar to axi 1 protein from Nicotia --- AT2G37980 -1.01 -0.02 -0.09 0.92899514 0.9836 -6.67
252252_at putative protein GTP-binding proteRID3 AT3G49180 1.01 0.02 0.09 0.92940039 0.9836 -6.67
262917_at hypothetical protein contains simila--- AT1G64800 -1.01 -0.01 -0.09 0.92915592 0.9836 -6.67
248934_at serine/threonine protein kinase-like--- AT5G46080 -1.03 -0.04 -0.09 0.92906927 0.9836 -6.67
245763_at transposon protein, putative simila--- AT1G27850 -1.01 -0.01 -0.09 0.92971841 0.9836 -6.67
262506_at unknown protein Similar to gb|X84 NADK2 AT1G21640 1.01 0.02 0.09 0.92967145 0.9836 -6.67
247472_at cytokinesis regulating protein - likeMAP65-9 AT5G62250 1.01 0.01 0.09 0.92921218 0.9836 -6.67
252845_at vacuolar H(+)-ATPase subunit-like--- AT3G42050 -1.01 -0.01 -0.09 0.92967213 0.9836 -6.67
258624_at unknown protein  ; supported by cD--- AT3G02950 1.01 0.01 0.09 0.92959768 0.9836 -6.67
266324_at putative rac GTPase activating pro --- AT2G46710 1.03 0.04 0.09 0.92980264 0.9836 -6.67
254861_at putative protein zinc finger protein --- AT4G12040 -1.01 -0.01 -0.09 0.92901025 0.9836 -6.67



250295_at putative protein NEF1 AT5G13390 1.01 0.01 0.09 0.92976294 0.9836 -6.67
257911_at hypothetical protein contains similaGLYR1 AT3G25530 -1.01 -0.01 -0.09 0.92978114 0.9836 -6.67
248844_s_at extA (emb CAA47807.1) --- AT5G46890 / -1.01 -0.01 -0.09 0.92955529 0.9836 -6.67
247561_at putative protein --- AT5G61110 -1.01 -0.01 -0.09 0.92940496 0.9836 -6.67
267146_at hypothetical protein predicted by g --- AT2G38160 -1.01 -0.01 -0.09 0.92989301 0.9836 -6.67
250067_at unknown protein --- AT5G17950 1.01 0.01 0.09 0.92990811 0.9836 -6.67
247603_at microtubule-associated motor - lik --- AT5G60930 -1.01 -0.01 -0.09 0.92995795 0.9836 -6.67
254856_at putative ribosomal protein (fragme--- AT4G12160 1.01 0.01 0.09 0.93003242 0.9837 -6.67
249749_at unknown protein BIN4 AT5G24630 1.01 0.01 0.09 0.93008156 0.9837 -6.67
247274_at putative protein similar to unknown--- AT5G64360 1.01 0.01 0.09 0.93010638 0.9837 -6.67
250059_at peroxidase ATP13a  ; supported by--- AT5G17820 -1.01 -0.01 -0.09 0.93026928 0.9838 -6.67
262903_at NADPH-dependent codeinone red--- AT1G59950 1.03 0.04 0.09 0.9306565 0.9840 -6.67
259060_at hypothetical protein predicted by g --- AT3G07400 1.01 0.01 0.09 0.93068679 0.9840 -6.67
245429_at Bax inhibitor-1-like protein --- AT4G17580 -1.01 -0.01 -0.09 0.93064826 0.9840 -6.67
248493_at putative protein contains similarity FSD2 AT5G51100 1.01 0.01 0.09 0.93062402 0.9840 -6.67
258893_at putative disease resistance proteinAtRLP33 AT3G05660 -1.03 -0.04 -0.09 0.9307236 0.9840 -6.67
266446_at hypothetical protein predicted by g --- AT2G43310 1.01 0.01 0.09 0.93074806 0.9840 -6.67
255368_at hypothetical protein --- --- 1.01 0.01 0.09 0.93092238 0.9842 -6.67
255901_at GDP-L-fucose synthetase, putativ GER2 AT1G17890 -1.01 -0.02 -0.09 0.93108021 0.9842 -6.67
253167_at calmodulin-domain protein kinase CCPK5 AT4G35310 1.01 0.01 0.09 0.9314171 0.9842 -6.67
255752_at secretory carrier membrane protei --- AT1G32050 1.01 0.01 0.09 0.93167369 0.9842 -6.67
245224_at gene_id:K17E7.8~unknown protein--- AT3G29796 -1.01 -0.01 -0.09 0.93112902 0.9842 -6.67
252126_at putative disease resistance protein--- AT3G50950 1.01 0.01 0.09 0.93120545 0.9842 -6.67
255621_at hypothetical protein --- AT4G01390 1.03 0.04 0.09 0.93150742 0.9842 -6.67
258878_at hypothetical protein predicted by g --- AT3G03170 1.01 0.01 0.09 0.93157462 0.9842 -6.67
261985_at terpene synthase, putative similar --- AT1G33750 -1.01 -0.01 -0.09 0.93146199 0.9842 -6.67
257371_at putative CCAAT-box binding trancrNF-YB5 AT2G47810 -1.01 -0.01 -0.09 0.93105423 0.9842 -6.67
261929_at hypothetical protein similar to axi 1 --- AT1G22460 -1.01 -0.01 -0.09 0.93163175 0.9842 -6.67
254390_at calcium-dependent protein kinase CPK15 AT4G21940 -1.01 -0.01 -0.09 0.93157878 0.9842 -6.67
252757_at putative protein several hypothetica--- --- 1.01 0.01 0.09 0.9315168 0.9842 -6.67
247519_at NAM, no apical meristem, - like pr ANAC100 AT5G61430 -1.01 -0.01 -0.09 0.93116197 0.9842 -6.67
265666_at putative rac GTPase activating pro --- AT2G27440 1.01 0.01 0.09 0.93144683 0.9842 -6.67
259264_at putative aldose 1-epimerase shows--- AT3G01260 -1.01 -0.01 -0.09 0.93145784 0.9842 -6.67
254941_s_at putative protein various reverse tra--- --- -1.01 -0.01 -0.09 0.93161809 0.9842 -6.67
256472_at unknown protein --- --- -1.01 -0.01 -0.09 0.9316162 0.9842 -6.67



248225_at unknown protein --- AT5G53740 -1.01 -0.01 -0.09 0.9317728 0.9842 -6.67
258730_at putative GTP-binding protein (ATF ATFP8 AT3G11730 1.01 0.01 0.09 0.93187095 0.9843 -6.67
252459_s_at 1-phosphatidylinositol-4,5-bisphosPLC9 AT3G47220 / -1.01 -0.01 -0.09 0.93183846 0.9843 -6.67
261310_at hypothetical protein predicted by g PDE247 AT1G05750 1.01 0.01 0.09 0.93206254 0.9844 -6.67
256574_at hypothetical protein similar to callo --- AT3G14780 1.01 0.02 0.09 0.9321781 0.9845 -6.67
245131_s_at unknown protein emb1067 AT2G45330 / 1.01 0.01 0.09 0.93230608 0.9846 -6.67
265056_at mitochondrial processing peptidas--- AT1G51980 1.01 0.01 0.09 0.93236314 0.9846 -6.67
266808_at Expressed protein ; supported by f --- AT2G29995 -1.01 -0.01 -0.09 0.93316366 0.9846 -6.67
259533_at hypothetical protein --- AT1G12530 -1.01 -0.01 -0.09 0.93288013 0.9846 -6.67
252484_at glucuronosyl transferase-like prote--- AT3G46690 1.01 0.01 0.09 0.93290734 0.9846 -6.67
250160_at putative protein various predicted ATHB30 AT5G15210 1.02 0.02 0.09 0.93320156 0.9846 -6.67
254037_at hypothetical protein hypothetical pATGDU2 AT4G25760 -1.01 -0.01 -0.09 0.93260969 0.9846 -6.67
259240_at unknown protein  ; supported by cD--- AT3G11590 -1.01 -0.01 -0.09 0.93294672 0.9846 -6.67
249513_at glucosyltransferase-like protein ; su--- AT5G38460 1.01 0.01 0.09 0.93294474 0.9846 -6.67
256746_at alpha-glucan phosphorylase, puta --- AT3G29320 1.01 0.01 0.09 0.93284567 0.9846 -6.67
248654_at importin alpha IMPA-5 AT5G49310 1.01 0.01 0.09 0.93273702 0.9846 -6.67
257011_at predicted protein CAX9 AT3G14070 1.01 0.02 0.09 0.93299258 0.9846 -6.67
265401_at hypothetical protein predicted by g --- AT2G10970 -1.01 -0.01 -0.09 0.93304853 0.9846 -6.67
245549_at cellulose synthase like protein ATCSLB06 AT4G15320 -1.01 -0.01 -0.09 0.93288612 0.9846 -6.67
246477_at putative transcription factor (MYB9AtMYB9 AT5G16770 1.01 0.02 0.09 0.93251863 0.9846 -6.67
248993_at putative protein contains similarity --- AT5G45240 1.01 0.01 0.09 0.93313268 0.9846 -6.67
252598_at putative protein putative proteins A--- --- 1.01 0.01 0.09 0.93258977 0.9846 -6.67
247523_at ribulose-5-phosphate-3-epimerase RPE AT5G61410 1.01 0.01 0.09 0.93321245 0.9846 -6.67
249802_at putative protein similar to unknown--- AT5G23770 1.01 0.01 0.09 0.93305154 0.9846 -6.67
245561_at indole-3-acetate beta-glucosyltransUGT84A4 AT4G15500 1.01 0.01 0.09 0.93258321 0.9846 -6.67
263822_at hypothetical protein predicted by g --- AT2G40240 -1.01 -0.01 -0.09 0.93275761 0.9846 -6.67
253275_at Expressed protein ; supported by f --- AT4G34215 1.01 0.01 0.09 0.93330443 0.9847 -6.67
246438_at putative protein non-phototropic hy--- AT5G17580 1.01 0.01 0.09 0.93334599 0.9847 -6.67
267609_at unknown protein similar to GP|522 --- AT2G26780 1.01 0.01 0.09 0.93351363 0.9848 -6.67
256908_at hypothetical protein similar to muci --- AT3G24040 -1.01 -0.01 -0.09 0.93361192 0.9848 -6.67
257459_at unknown protein --- AT1G24040 -1.01 -0.01 -0.09 0.93359949 0.9848 -6.67
256396_at unknown protein --- AT3G06150 -1.01 -0.02 -0.08 0.93489789 0.9848 -6.67
257076_at unknown protein --- AT3G19680 -1.02 -0.02 -0.08 0.93485595 0.9848 -6.67
255651_at putative protein --- AT4G00940 1.01 0.01 0.09 0.9344822 0.9848 -6.67
256528_at C2H2-type zinc finger protein, putaZFP4 AT1G66140 1.01 0.01 0.08 0.93491431 0.9848 -6.67



253912_at putative protein met-10+ protein, N--- AT4G27340 -1.01 -0.01 -0.09 0.93388866 0.9848 -6.67
258845_at unknown protein  ; supported by fu --- AT3G03150 -1.01 -0.01 -0.09 0.93448488 0.9848 -6.67
256149_at zinc finger protein, putative similarAtIDD7 AT1G55110 1.01 0.01 0.09 0.93451177 0.9848 -6.67
255495_at predicted protein of unknown func --- AT4G02720 1.01 0.01 0.08 0.93476935 0.9848 -6.67
257280_at 9-cis-epoxycarotenoid dioxygenasNCED3 AT3G14440 -1.01 -0.02 -0.09 0.93397786 0.9848 -6.67
251119_at putative protein nifR3 protein, Azo--- AT3G63510 1.01 0.01 0.09 0.9345723 0.9848 -6.67
249265_at E2, ubiquitin-conjugating enzyme --- AT5G41080 / -1.01 -0.01 -0.08 0.93494476 0.9848 -6.67
259202_at putative mRNA capping enzyme, R--- AT3G09100 -1.01 -0.01 -0.08 0.93495683 0.9848 -6.67
248342_at unknown protein MBD13 AT5G52230 -1.01 -0.01 -0.09 0.93378991 0.9848 -6.67
248542_at putative protein similar to unknownAT5G50190--- 1.01 0.01 0.09 0.93455086 0.9848 -6.67
257067_at unknown protein contains Pfam proCYP77A5P AT3G18270 -1.01 -0.01 -0.09 0.93386954 0.9848 -6.67
247564_at RNA helicase - like protein RNA h --- AT5G61140 1.01 0.01 0.09 0.93397446 0.9848 -6.67
253433_s_at nodulin - like protein nodulin (clone--- AT4G28365 / 1.01 0.01 0.09 0.9344621 0.9848 -6.67
254505_at Expressed protein ; supported by f --- AT4G19985 -1.01 -0.01 -0.09 0.93402718 0.9848 -6.67
265494_at putative calmodulin-like protein --- AT2G15680 1.01 0.01 0.09 0.93373835 0.9848 -6.67
246101_at putative protein --- --- 1.01 0.01 0.08 0.93492686 0.9848 -6.67
251034_at putative protein  ;supported by full-PRA1.A1 AT5G02040 -1.01 -0.01 -0.09 0.93383225 0.9848 -6.67
248935_at salt-inducible protein-like --- AT5G46100 -1.01 -0.01 -0.09 0.93441253 0.9848 -6.67
257390_x_at hypothetical protein predicted by g --- --- 1.01 0.01 0.09 0.93367022 0.9848 -6.67
267558_at unknown protein  ; supported by cDLUH AT2G32700 1.01 0.01 0.08 0.93494197 0.9848 -6.67
246799_at putative protein various predicted b--- AT5G26940 -1.01 -0.01 -0.09 0.93445142 0.9848 -6.67
262352_at hypothetical protein similar to hypo--- --- 1.01 0.02 0.09 0.93428667 0.9848 -6.67
260512_at unknown protein --- AT1G51520 -1.01 -0.01 -0.09 0.93409721 0.9848 -6.67
253725_at profilin 3  ;supported by full-length PRF4 AT4G29340 -1.01 -0.01 -0.09 0.93438386 0.9848 -6.67
259217_at unknown protein similar to F16N3 --- AT3G03620 -1.01 -0.01 -0.09 0.93413237 0.9848 -6.67
263280_x_at hypothetical protein predicted by g --- --- 1.01 0.01 0.08 0.93476484 0.9848 -6.67
256844_s_at En/Spm transposon protein, putat --- --- 1.01 0.01 0.09 0.93448855 0.9848 -6.67
263223_at coatomer-like protein, epsilon sub --- AT1G30630 1.01 0.01 0.08 0.93502389 0.9848 -6.67
247067_at putative protein strong similarity to --- AT5G66950 -1.01 -0.01 -0.08 0.93508546 0.9849 -6.67
256128_at laccase, putative similar to high-pILAC1 AT1G18140 1.01 0.01 0.08 0.93513089 0.9849 -6.67
256788_at cytochrome P450, putative similar CYP90D1 AT3G13730 -1.03 -0.04 -0.08 0.93523907 0.9849 -6.67
251468_at epsin-like protein Af10-protein - Av--- AT3G59290 -1.01 -0.01 -0.08 0.93546677 0.9850 -6.67
266408_at putative retroelement pol polyprote--- --- 1.01 0.01 0.08 0.93535839 0.9850 -6.67
250037_at disease resistance protein -like dis--- AT5G18350 -1.01 -0.01 -0.08 0.93544571 0.9850 -6.67
253181_at amino acid permease - like proteinLHT7 AT4G35180 -1.03 -0.04 -0.08 0.93548689 0.9850 -6.67



246873_at putative protein --- AT5G26100 -1.01 -0.01 -0.08 0.93550119 0.9850 -6.67
246511_at UDP-glucose dehydrogenase-like --- AT5G15490 1.02 0.02 0.08 0.93561712 0.9851 -6.67
260169_at hypothetical protein predicted  by FUT13 AT1G71990 1.01 0.02 0.08 0.93578675 0.9852 -6.67
262935_at hypothetical protein similar to putatAtOCT5 AT1G79410 1.02 0.03 0.08 0.93601539 0.9852 -6.67
255037_at DNA-binding protein  ;supported byATMYB6 AT4G09460 1.01 0.02 0.08 0.93612052 0.9852 -6.67
248809_at GTP-binding protein-like AtRABA5a AT5G47520 1.01 0.01 0.08 0.9358383 0.9852 -6.67
257629_at cellulase, putative contains Pfam p--- AT3G26140 -1.01 -0.01 -0.08 0.93610611 0.9852 -6.67
262391_at geranyl geranyl pyrophosphate sy GGPS6 AT1G49530 -1.01 -0.01 -0.08 0.93592194 0.9852 -6.67
255655_at contains similarity to gag proteins --- AT4G00980 -1.01 -0.02 -0.08 0.93613042 0.9852 -6.67
248119_at serine/threonine-specific protein ki --- AT5G54590 -1.01 -0.01 -0.08 0.93613557 0.9852 -6.67
265428_at hypothetical protein predicted by g --- AT2G20720 1.01 0.02 0.08 0.93612305 0.9852 -6.67
265643_at hypothetical protein predicted by g --- AT2G27390 / 1.01 0.02 0.08 0.93619031 0.9852 -6.67
259913_at putative GTP-binding protein simila--- AT1G72660 1.01 0.01 0.08 0.936283 0.9853 -6.67
250539_at WD-repeat protein-like  ; supported--- AT5G08560 -1.01 -0.01 -0.08 0.93643374 0.9854 -6.67
257340_at pseudogene, retroelement pol poly--- --- -1.01 -0.01 -0.08 0.93651292 0.9854 -6.67
247744_at putative protein various predicted --- AT5G59020 1.01 0.01 0.08 0.936616 0.9855 -6.67
247044_at MAP protein kinase  ; supported byMAPKKK5 AT5G66850 -1.01 -0.01 -0.08 0.93665538 0.9855 -6.67
247595_at ring finger protein - like ring finger --- AT5G60820 1.01 0.01 0.08 0.93683178 0.9855 -6.67
259662_at Expressed protein ; supported by f HUB2 AT1G55250 -1.01 -0.01 -0.08 0.93674097 0.9855 -6.67
255040_at putative protein hypothetical prote --- AT4G09580 -1.01 -0.01 -0.08 0.93680567 0.9855 -6.67
255873_at hypothetical protein predicted by g LBD13 AT2G30340 1.01 0.01 0.08 0.93685169 0.9855 -6.67
261601_at ARP protein, putative similar to ARNQR AT1G49670 -1.01 -0.01 -0.08 0.93693265 0.9855 -6.67
259365_at unknown protein ; supported by cD--- AT1G13300 1.03 0.04 0.08 0.93696142 0.9855 -6.67
258516_at myb-related protein, putative simil MYB108 AT3G06490 -1.02 -0.03 -0.08 0.93707307 0.9856 -6.67
246942_at anion exchanger-like protein chlor --- AT5G25430 -1.01 -0.01 -0.08 0.93708536 0.9856 -6.67
258290_at hypothetical protein predicted by g --- AT3G23460 -1.01 -0.01 -0.08 0.93711844 0.9856 -6.67
257377_at unknown protein PLL4 AT2G28890 -1.01 -0.02 -0.08 0.9372662 0.9857 -6.67
261518_at peroxidase ATP4a identical to GB: --- AT1G71695 1.01 0.01 0.08 0.93735348 0.9857 -6.67
250867_at putative protein predicted protein, --- AT5G03880 1.01 0.01 0.08 0.93731664 0.9857 -6.67
264494_at hypothetical protein predicted by g --- AT1G27461 -1.01 -0.01 -0.08 0.93740641 0.9857 -6.67
244983_at ribosomal protein L16 --- --- -1.01 -0.02 -0.08 0.93750281 0.9857 -6.67
254432_at reticuline oxidase -like protein retic--- AT4G20830 / 1.02 0.03 0.08 0.93751751 0.9857 -6.67
259076_at hypothetical protein predicted by g TMAC2 AT3G02140 -1.03 -0.04 -0.08 0.93760954 0.9858 -6.67
258946_at hypothetical protein predicted by g --- AT3G10650 1.01 0.01 0.08 0.93781214 0.9859 -6.67
252690_at putative protein --- --- -1.01 -0.01 -0.08 0.93793514 0.9860 -6.67



258844_at hypothetical protein predicted by g SWP AT3G04740 1.01 0.01 0.08 0.93793463 0.9860 -6.67
264878_at unknown protein --- AT2G17410 -1.01 -0.01 -0.08 0.93811183 0.9860 -6.67
257143_at cytochrome P450, putative containCYP705A20AT3G20110 1.01 0.01 0.08 0.93839587 0.9860 -6.67
262212_at response regulator 7, putative simARR15 AT1G74890 1.01 0.01 0.08 0.93819564 0.9860 -6.67
263717_at malate oxidoreductase (malic enzy--- AT2G13560 -1.01 -0.01 -0.08 0.93832135 0.9860 -6.67
246102_at putative protein various predicted --- AT5G32590 -1.01 -0.01 -0.08 0.93825509 0.9860 -6.67
247318_at 3(2),5-bisphosphate nucleotidase --- AT5G63990 1.02 0.02 0.08 0.93824291 0.9860 -6.67
246069_at zinc finger protein  ;supported by fu--- AT5G20220 -1.01 -0.02 -0.08 0.93805853 0.9860 -6.67
248375_at potassium/proton antiporter-like proKEA5 AT5G51710 1.01 0.01 0.08 0.93833719 0.9860 -6.67
255072_at outer envelope membrane protein TOC75-IV AT4G09080 -1.01 -0.01 -0.08 0.9385241 0.9860 -6.67
247883_at unknown protein --- AT5G57790 1.01 0.01 0.08 0.93855799 0.9860 -6.67
263682_at hypothetical protein similar to reverAT5G49590--- 1.01 0.01 0.08 0.93849207 0.9860 -6.67
257931_at hypothetical protein predicted by g --- AT3G17030 -1.01 -0.01 -0.08 0.93856657 0.9860 -6.67
249203_at cytochrome P450 CYP71A16 AT5G42590 1.01 0.01 0.08 0.93850787 0.9860 -6.67
249556_at Expressed protein ; supported by f --- AT5G38195 1.01 0.01 0.08 0.93858191 0.9860 -6.67
251881_at DIPHOSPHOMEVALONATE DEC--- AT3G54250 -1.01 -0.02 -0.08 0.93881494 0.9861 -6.67
264156_at unknown protein --- AT1G65280 1.00 0.01 0.08 0.93881095 0.9861 -6.67
245205_at putative protein similarity to splicin--- AT5G12280 1.01 0.01 0.08 0.93872616 0.9861 -6.67
255831_at hypothetical protein predicted by g --- AT2G33350 -1.01 -0.01 -0.08 0.93888998 0.9861 -6.67
260835_at protein kinase interactor, putative --- AT1G06700 -1.01 -0.01 -0.08 0.93885229 0.9861 -6.67
260440_at hypothetical protein predicted by g --- AT1G68160 1.01 0.01 0.08 0.93895789 0.9861 -6.67
245654_at disease resistance protein, putativ--- AT1G56540 -1.01 -0.01 -0.08 0.93903503 0.9862 -6.67
261399_at receptor protein kinase, putative s --- AT1G79620 1.01 0.01 0.08 0.93919634 0.9863 -6.67
245691_at zinc finger protein - like ELF6 AT5G04240 -1.01 -0.01 -0.08 0.93925604 0.9863 -6.67
250720_at putative protein similar to unknown--- AT5G06180 1.01 0.01 0.08 0.93935017 0.9864 -6.67
252451_at hypothetical protein --- AT3G47100 -1.01 -0.01 -0.08 0.93942329 0.9864 -6.67
249404_at ankyrin repeat protein EMB506  ; sEMB506 AT5G40160 -1.01 -0.01 -0.08 0.93959537 0.9864 -6.67
264809_at superoxidase dismutase identical t CSD1 AT1G08830 1.02 0.03 0.08 0.93951139 0.9864 -6.67
265322_at hypothetical protein predicted by g --- AT2G18270 -1.01 -0.01 -0.08 0.93958627 0.9864 -6.67
248247_at putative protein contains similarity SPCH AT5G53210 1.01 0.01 0.08 0.93967913 0.9865 -6.67
255857_at unknown protein ;supported by full ABA4 AT1G67080 1.01 0.01 0.08 0.93986239 0.9865 -6.67
250385_at aspartate aminotransferase (Asp3)ASP3 AT5G11520 1.01 0.02 0.08 0.93994645 0.9865 -6.67
246562_at putative protein unknown protein FLNG1 AT5G15580 1.04 0.05 0.08 0.93980636 0.9865 -6.67
248084_at sodium proton exchanger NHX3 AT5G55470 1.01 0.01 0.08 0.93998746 0.9865 -6.67
249578_at putative protein predicted protein, --- AT5G37730 1.00 0.01 0.08 0.93986121 0.9865 -6.67



255238_at see GB:AL022580) --- --- -1.00 -0.01 -0.08 0.93985839 0.9865 -6.67
245570_at heat shock protein 101 (HSP101),CLPB2 AT4G14670 -1.01 -0.01 -0.08 0.93997191 0.9865 -6.67
256915_at unknown protein --- AT3G23900 -1.01 -0.01 -0.08 0.94017029 0.9866 -6.67
263383_at putative protein kinase contains a p--- AT2G40120 1.01 0.01 0.08 0.94013596 0.9866 -6.67
260405_at putative glutathione transferase simATGSTU11AT1G69930 -1.04 -0.06 -0.08 0.94038151 0.9866 -6.67
253249_at GATA transcription factor 3 --- AT4G34680 1.01 0.01 0.08 0.941061 0.9866 -6.67
262837_at dynamin, putative similar to dynamADL1C AT1G14830 -1.01 -0.01 -0.08 0.9405146 0.9866 -6.67
259278_at hypothetical protein predicted by g --- AT3G01160 1.01 0.01 0.08 0.94094034 0.9866 -6.67
246262_at hypothetical protein --- AT1G31790 -1.01 -0.01 -0.08 0.94166458 0.9866 -6.67
246120_at tetratricopeptide repeat protein tet --- AT5G20360 1.01 0.01 0.08 0.94166039 0.9866 -6.67
254990_at RNA-binding protein  ;supported byCID12 AT4G10610 1.00 0.01 0.08 0.94092246 0.9866 -6.67
259830_at hypothetical protein predicted by g --- AT1G80630 -1.01 -0.01 -0.08 0.94174478 0.9866 -6.67
246971_at Protein phosphatase 2C-like prote--- AT5G24940 -1.01 -0.01 -0.08 0.94183244 0.9866 -6.67
260707_s_at Expressed protein ; supported by f --- AT1G32410 1.01 0.01 0.08 0.94127905 0.9866 -6.67
246270_at putative protein --- AT4G36500 -1.02 -0.03 -0.08 0.94138971 0.9866 -6.67
267625_at putative RNA-binding protein --- AT2G42240 -1.01 -0.01 -0.08 0.9410374 0.9866 -6.67
247998_at unknown protein --- AT5G56200 -1.01 -0.02 -0.08 0.94123741 0.9866 -6.67
252370_at putative protein --- AT3G48600 -1.01 -0.02 -0.08 0.94177849 0.9866 -6.67
259839_at peptide transporter, putative simila--- AT1G52190 -1.03 -0.05 -0.08 0.94143737 0.9866 -6.67
250693_at ubiquitin-specific protease 12 (UB UBP12 AT5G06600 -1.01 -0.01 -0.08 0.94197605 0.9866 -6.67
254613_at ankyrin-like protein ankyrin 3, Mus--- AT4G19150 -1.01 -0.01 -0.08 0.9412581 0.9866 -6.67
255330_s_at putative polyprotein --- --- -1.00 -0.01 -0.08 0.94154593 0.9866 -6.67
263318_at Expressed protein ; supported by f AtGDU4 AT2G24762 1.03 0.04 0.08 0.94178073 0.9866 -6.67
249719_at Expressed protein ; supported by f --- AT5G35735 -1.02 -0.03 -0.08 0.94157731 0.9866 -6.67
263726_at putative ABC transporter  ;supporte--- AT2G13610 -1.03 -0.04 -0.08 0.94132264 0.9866 -6.67
256735_at hypothetical protein predicted by g ATEXO70EAT3G29400 -1.01 -0.01 -0.08 0.94195361 0.9866 -6.67
251835_at lipase -like protein monoglyceride --- AT3G55180 -1.01 -0.01 -0.08 0.94069407 0.9866 -6.67
254556_at putative protein various predicted --- AT4G19220 -1.01 -0.01 -0.08 0.94160476 0.9866 -6.67
245235_at putative protein similarity to predic--- AT4G25550 -1.01 -0.01 -0.08 0.9404477 0.9866 -6.67
253355_at putative protein --- AT4G33380 1.01 0.01 0.08 0.94079034 0.9866 -6.67
266255_at putative selenium-binding protein --- AT2G27610 -1.01 -0.01 -0.08 0.94032194 0.9866 -6.67
245090_at putative integral membrane protein--- AT2G40900 1.01 0.01 0.08 0.94193741 0.9866 -6.67
257118_at hypothetical protein --- AT3G20180 -1.01 -0.01 -0.08 0.94194516 0.9866 -6.67
248414_at 50S ribosomal protein L11-like --- AT5G51610 -1.01 -0.01 -0.08 0.94149089 0.9866 -6.67
267343_at hypothetical protein predicted by g --- AT2G44260 1.03 0.04 0.08 0.94103173 0.9866 -6.67



255713_s_at predicted protein --- AT4G00234 / -1.01 -0.01 -0.08 0.94177351 0.9866 -6.67
262527_at SRG1-like protein Strong homolog--- AT1G17010 -1.01 -0.01 -0.08 0.94191389 0.9866 -6.67
253301_at pathogenesis-related protein 1 pre--- AT4G33720 -1.02 -0.03 -0.08 0.94029693 0.9866 -6.67
245220_at hypothetical protein contains simila--- AT1G59171 1.01 0.01 0.08 0.94080288 0.9866 -6.67
245990_at putative protein predicted proteins --- AT5G20640 1.01 0.01 0.08 0.94078052 0.9866 -6.67
263169_at hypothetical protein similar to unkn--- AT1G03010 1.01 0.01 0.08 0.94152181 0.9866 -6.67
254998_at choline kinase GmCK2p -like prote--- AT4G09760 1.01 0.02 0.08 0.94068013 0.9866 -6.67
262896_at chromaffin granule ATPase II homALA3 AT1G59820 -1.01 -0.01 -0.08 0.94036698 0.9866 -6.67
253030_at hypothetical protein FRS5 AT4G38180 1.01 0.01 0.08 0.94048006 0.9866 -6.67
249657_at sen1-like protein SEN1 - Saccharo--- AT5G37140 -1.00 -0.01 -0.08 0.94183899 0.9866 -6.67
246415_at putative protein (fragment) predict --- AT5G17160 -1.01 -0.01 -0.08 0.94203507 0.9866 -6.67
247224_at MADS box transcription factor-like MAF5 AT5G65080 1.01 0.01 0.08 0.9421372 0.9866 -6.67
257529_at hypothetical protein predicted by g --- AT3G03290 -1.01 -0.01 -0.08 0.94214003 0.9866 -6.67
262201_at unknown protein ORC4 AT2G01120 1.01 0.01 0.08 0.94220094 0.9867 -6.67
245336_at Expressed protein ; supported by f --- AT4G16515 1.03 0.04 0.08 0.94227831 0.9867 -6.67
251819_at phosphatidylglycerophosphate synPGPS2 AT3G55030 1.01 0.01 0.08 0.94234296 0.9867 -6.67
248868_at putative protein similar to unknown--- AT5G46780 1.01 0.02 0.07 0.94244584 0.9868 -6.67
254913_at putative protein beta-transducin re--- AT4G11270 1.01 0.01 0.07 0.94254383 0.9868 -6.67
267376_at putative receptor-like protein kinasER AT2G26330 -1.02 -0.03 -0.07 0.94273567 0.9868 -6.67
266749_at putative protein kinase contains a p--- AT2G47060 -1.01 -0.02 -0.07 0.94266596 0.9868 -6.67
255727_at hypothetical protein similar to unkn--- AT1G25510 -1.01 -0.01 -0.07 0.9426147 0.9868 -6.67
262106_at hypothetical protein similar to Wee WEE1 AT1G02970 1.01 0.01 0.07 0.94273622 0.9868 -6.67
262276_at hypothetical protein predicted by g --- AT1G68700 1.01 0.01 0.07 0.94269664 0.9868 -6.67
249895_at male sterility 2-like protein (emb|CAFAR1 AT5G22500 -1.02 -0.03 -0.07 0.94285385 0.9869 -6.67
260787_at Ring3-like bromodomain protein s GTE4 AT1G06230 -1.01 -0.01 -0.07 0.94284982 0.9869 -6.67
256302_at Expressed protein ; supported by f --- AT1G69526 -1.01 -0.01 -0.07 0.94290153 0.9869 -6.67
251096_at receptor like protein kinase recept LECRKA4.2AT5G01550 -1.01 -0.01 -0.07 0.94300345 0.9869 -6.67
253140_at RING-H2 finger protein RHA3b  ;suRHA3B AT4G35480 -1.01 -0.01 -0.07 0.94305467 0.9869 -6.67
261331_at hypothetical protein predicted by g --- --- 1.01 0.01 0.07 0.94302599 0.9869 -6.67
261461_at hypothetical protein predicted by g --- AT1G07860 -1.01 -0.01 -0.07 0.94333513 0.9870 -6.67
263514_at putative poly(ADP-ribose) glycohyd--- AT2G31860 -1.01 -0.01 -0.07 0.94336128 0.9870 -6.67
266647_at hypothetical protein predicted by g --- AT2G25870 1.01 0.01 0.07 0.94331402 0.9870 -6.67
264374_at putative two-component response ARR12 AT2G25180 1.01 0.01 0.07 0.94326562 0.9870 -6.67
264119_at myb-related protein, putative simil MYB63 AT1G79180 1.00 0.01 0.07 0.94323909 0.9870 -6.67
247953_at cytochrome P450 CYP71B10 AT5G57260 1.00 0.01 0.07 0.94343208 0.9870 -6.67



255389_at putative reverse transcriptase --- --- 1.00 0.01 0.07 0.94343334 0.9870 -6.67
245831_at unknown protein --- AT1G48840 -1.01 -0.01 -0.07 0.94350099 0.9870 -6.67
256940_at unknown protein QQS AT3G30720 -1.01 -0.01 -0.07 0.94354922 0.9870 -6.67
253827_at Expressed protein ; supported by c--- AT4G28085 -1.02 -0.03 -0.07 0.94382351 0.9870 -6.67
250685_at kinesin heavy chain-like protein --- AT5G06670 -1.00 -0.01 -0.07 0.94367914 0.9870 -6.67
267518_at unknown protein --- AT2G30500 1.02 0.02 0.07 0.94379061 0.9870 -6.67
245701_at ferredoxin-dependent glutamate syGLU1 AT5G04140 1.01 0.01 0.07 0.94365418 0.9870 -6.67
261030_at unknown protein contains similarity--- AT1G17410 1.01 0.01 0.07 0.94370888 0.9870 -6.67
262122_at polygalacturonase, putative simila PGA4 AT1G02790 -1.01 -0.01 -0.07 0.94373754 0.9870 -6.67
250334_at NADH dehydrogenase (ubiquinone--- AT5G11770 1.01 0.01 0.07 0.94388765 0.9870 -6.67
248681_at pectate lyase non-consensus AG d--- AT5G48900 1.05 0.07 0.07 0.94397861 0.9871 -6.67
260406_at putative glutathione transferase simATGSTU12AT1G69920 -1.04 -0.06 -0.07 0.94418129 0.9872 -6.67
259903_at unknown protein --- AT1G74160 1.01 0.01 0.07 0.94415547 0.9872 -6.67
248518_at putative protein similar to unknown--- AT5G50560 / 1.01 0.01 0.07 0.94431782 0.9873 -6.67
245940_at putative protein predicted proteins --- AT5G19630 -1.01 -0.01 -0.07 0.94438217 0.9873 -6.67
266406_at hypothetical protein predicted by g --- AT2G38570 1.01 0.01 0.07 0.9444244 0.9873 -6.67
247073_at 33 kDa polypeptide of oxygen-evolPSBO1 AT5G66570 1.00 0.01 0.07 0.94469927 0.9874 -6.67
258491_at unknown protein  ;supported by ful --- AT3G02700 1.01 0.01 0.07 0.94489384 0.9874 -6.67
264359_at hypothetical protein predicted by g --- AT1G03320 1.01 0.01 0.07 0.94479815 0.9874 -6.67
253261_at putative protein mRNA, partial cdsCHB3 AT4G34430 -1.01 -0.01 -0.07 0.94495936 0.9874 -6.67
260204_at hypothetical protein predicted by g --- AT1G52900 1.01 0.01 0.07 0.94514715 0.9874 -6.67
264182_at MADS-box protein, putative similaAGL23 AT1G65360 -1.01 -0.01 -0.07 0.94468848 0.9874 -6.67
248116_at putative protein contains similarity MYB120 AT5G55020 1.01 0.01 0.07 0.94510701 0.9874 -6.67
252448_at beta-D-glucan exohydrolase - like --- AT3G47050 -1.01 -0.01 -0.07 0.94486025 0.9874 -6.67
247807_at similar to unknown protein (gb|AABOFP3 AT5G58360 1.01 0.01 0.07 0.94500379 0.9874 -6.67
264758_at late embryogenesis abundant prot--- AT1G61340 -1.03 -0.04 -0.07 0.94492842 0.9874 -6.67
262553_at hypothetical protein similar to hypoRECQL2 AT1G31360 -1.01 -0.01 -0.07 0.94470927 0.9874 -6.67
248660_at RNA-binding protein-like --- AT5G48650 1.01 0.01 0.07 0.94506271 0.9874 -6.67
245470_at retrotransposon like protein --- --- 1.01 0.01 0.07 0.94492428 0.9874 -6.67
260672_at Expressed protein ; supported by f --- AT1G19480 -1.01 -0.01 -0.07 0.94502495 0.9874 -6.67
249416_at putative protein DNA DAMAGE-R --- AT5G39570 -1.01 -0.01 -0.07 0.94523032 0.9874 -6.67
262008_s_at CACTA-element, putative similar t --- --- 1.01 0.01 0.07 0.94523542 0.9874 -6.67
250773_at putative protein similar to unknown--- AT5G05430 -1.01 -0.01 -0.07 0.94532489 0.9875 -6.67
250197_at isocitrate dehydrogenase - like pro--- AT5G14590 1.01 0.01 0.07 0.94542477 0.9875 -6.67
264671_at unknown protein  ; supported by fu --- AT1G09920 1.01 0.01 0.07 0.94540317 0.9875 -6.67



252043_at putative protein mttC protein, Esch--- AT3G52390 1.01 0.01 0.07 0.94547482 0.9875 -6.67
250870_at hypothetical protein --- AT5G03920 1.01 0.01 0.07 0.94558843 0.9876 -6.67
265319_at auxin-regulated protein (IAA8)  ;su IAA8 AT2G22670 1.01 0.02 0.07 0.94571507 0.9876 -6.67
250260_at putative protein contains similarity --- AT5G13810 -1.01 -0.01 -0.07 0.94568779 0.9876 -6.67
252073_at hypothetical protein --- AT3G51750 -1.02 -0.03 -0.07 0.9458576 0.9877 -6.67
249663_s_at unknown protein --- --- 1.01 0.01 0.07 0.94586916 0.9877 -6.67
258841_at hypothetical protein similar to hypo--- AT3G04660 1.01 0.01 0.07 0.94596252 0.9878 -6.67
259072_at unknown protein similar to unknowFLA18 AT3G11700 -1.01 -0.01 -0.07 0.94627871 0.9878 -6.67
257684_s_at unknown protein contains Pfam prVCS AT3G13290 / 1.01 0.01 0.07 0.94628765 0.9878 -6.67
254044_at putative xyloglucan endo-1,4-beta XTR9 AT4G25820 -1.01 -0.01 -0.07 0.94620528 0.9878 -6.67
266907_at Expressed protein ; supported by f ATGA2OX3--- -1.01 -0.01 -0.07 0.94622975 0.9878 -6.67
256504_at cytosolic IMP-GMP specific 5'-nuc--- AT1G75210 1.01 0.01 0.07 0.94607785 0.9878 -6.67
245125_at putative histidine kinase identical toCKI1 AT2G47430 -1.01 -0.01 -0.07 0.94625138 0.9878 -6.67
263455_at hypothetical protein predicted by g --- AT2G22320 1.01 0.01 0.07 0.94625518 0.9878 -6.67
258389_at hypothetical protein predicted by g SDE5 AT3G15390 -1.01 -0.01 -0.07 0.94647476 0.9878 -6.67
250942_at putative protein --- AT5G03350 1.05 0.07 0.07 0.94664503 0.9878 -6.67
263345_s_at putative chlorophyll a/b binding proLHCB2.1 AT2G05070 / 1.01 0.02 0.07 0.94656093 0.9878 -6.67
257148_at cytochrome c, putative similar to c --- AT3G27240 1.01 0.01 0.07 0.94642976 0.9878 -6.67
261779_at hypothetical protein predicted by g --- AT1G76230 1.00 0.01 0.07 0.94664609 0.9878 -6.67
260256_at putative type II intron maturase con--- AT1G74350 -1.01 -0.01 -0.07 0.94651114 0.9878 -6.67
262191_at hypothetical protein contains simila--- --- -1.01 -0.01 -0.07 0.94644844 0.9878 -6.67
253915_at putative protein centrin, Marsilea v--- AT4G27280 1.03 0.04 0.07 0.94659663 0.9878 -6.67
258285_at photosystem I subunit VI precursorPSAH-1 AT3G16140 1.00 0.01 0.07 0.94688355 0.9878 -6.67
250060_at chromo domain protein polycomb-TFL2 AT5G17690 -1.01 -0.01 -0.07 0.94697689 0.9878 -6.67
251814_at chlorophyll a/b-binding protein  ; suLHCA1 AT3G54890 1.00 0.01 0.07 0.94691815 0.9878 -6.67
264592_at putative prolyl 4-hydroxylase, alph--- AT2G17720 1.01 0.02 0.07 0.94679108 0.9878 -6.67
256088_at putative FKBP-type peptidyl-prolyl --- AT1G20810 -1.01 -0.01 -0.07 0.94700468 0.9878 -6.67
267046_at hypothetical protein --- AT2G34360 1.01 0.01 0.07 0.94695537 0.9878 -6.67
267039_at hypothetical protein predicted by g --- AT2G34270 -1.01 -0.01 -0.07 0.94671574 0.9878 -6.67
260124_at E2, ubiquitin-conjugating enzyme, UBC31 AT1G36340 -1.01 -0.01 -0.07 0.94684565 0.9878 -6.67
245967_at proline-rich protein extensins --- AT5G19800 -1.01 -0.01 -0.07 0.94712456 0.9879 -6.67
266811_at unknown protein --- AT2G44850 1.01 0.01 0.07 0.94721875 0.9879 -6.67
248592_at unknown protein  ;supported by ful --- AT5G49280 -1.01 -0.02 -0.07 0.94734169 0.9880 -6.67
264055_at putative protein kinase contains a p--- AT2G28590 1.01 0.01 0.07 0.94733742 0.9880 -6.67
260607_at putative receptor protein kinase --- AT2G43700 1.01 0.01 0.07 0.94761832 0.9880 -6.67



263039_at mak16-like protein-related similar --- AT1G23280 1.01 0.01 0.07 0.94764589 0.9880 -6.67
260566_at cysteine synthase (cpACS1)  ;suppOASB AT2G43750 -1.01 -0.01 -0.07 0.94743835 0.9880 -6.67
250785_at unknown protein --- AT5G05510 1.01 0.01 0.07 0.94739998 0.9880 -6.67
251619_at putative protein hypothetical prote --- AT3G58050 -1.00 -0.01 -0.07 0.94763481 0.9880 -6.67
263951_at putative harpin-induced protein  ;suNHL12 AT2G35960 -1.02 -0.03 -0.07 0.94755736 0.9880 -6.67
264829_at hypothetical protein predicted by g ANAC006 AT1G03490 -1.00 -0.01 -0.07 0.94764173 0.9880 -6.67
264875_at putative glucanase AKR2B AT2G17390 -1.00 -0.01 -0.07 0.94771355 0.9880 -6.67
267196_at FtsH protease (VAR2) identical to zVAR2 AT2G30950 -1.01 -0.01 -0.07 0.94776442 0.9880 -6.67
245559_at glycine-rich protein like --- AT4G15460 1.00 0.01 0.07 0.94782456 0.9880 -6.67
253019_at putative protein crp1-hcf111 allele --- AT4G38010 -1.01 -0.01 -0.07 0.94793043 0.9881 -6.67
266332_at hypothetical protein predicted by g --- AT2G32415 -1.01 -0.01 -0.07 0.94798096 0.9881 -6.67
256447_at nitrate transporter NTL1, putative --- AT1G33440 1.01 0.01 0.07 0.94803519 0.9881 -6.67
255287_at see T10M13.1 (GB:AF001308) sim--- AT4G04660 1.01 0.01 0.07 0.94805834 0.9881 -6.67
267261_at unknown protein  ;supported by ful --- AT2G23120 -1.01 -0.01 -0.07 0.9482402 0.9881 -6.67
255667_at  phospholipase D, putative  PLDBETA2 AT4G00240 1.01 0.01 0.07 0.94823636 0.9881 -6.67
250821_at putative protein similar to unknown--- AT5G05190 1.01 0.01 0.07 0.94815632 0.9881 -6.67
263606_at putative beta-ketoacyl-CoA syntha KCS9 AT2G16280 1.01 0.01 0.07 0.94896023 0.9883 -6.67
264704_at unknown protein similar to putativeLGT8 AT1G70090 -1.01 -0.01 -0.07 0.94873103 0.9883 -6.67
256853_at hypothetical protein predicted by g --- AT3G18640 -1.00 -0.01 -0.07 0.94898569 0.9883 -6.67
256238_at unknown protein ; supported by ful ELC AT3G12400 1.01 0.01 0.07 0.94867066 0.9883 -6.67
264256_at putative importin alpha similar to GIMPA-4 AT1G09270 -1.00 -0.01 -0.07 0.94893272 0.9883 -6.67
253746_at putative protein hypothetical prote --- AT4G29100 -1.01 -0.02 -0.07 0.94898644 0.9883 -6.67
259478_at germin, putative similar to germin --- AT1G18980 -1.03 -0.05 -0.07 0.94879706 0.9883 -6.67
256868_at eukaryotic translation initiation fac EIF4B1 AT3G26400 1.01 0.01 0.07 0.94891727 0.9883 -6.67
248054_at unknown protein --- AT5G55820 1.01 0.01 0.07 0.94867724 0.9883 -6.67
263782_at hypothetical protein predicted by g --- AT2G46380 1.01 0.01 0.07 0.94902455 0.9883 -6.67
261010_at hypothetical protein predicted by g --- AT1G26350 1.01 0.01 0.07 0.94902362 0.9883 -6.67
254367_at hypothetical protein --- AT4G21700 -1.01 -0.01 -0.07 0.94893436 0.9883 -6.67
253211_at amidase - like protein amidase, Ba--- AT4G34880 1.00 0.01 0.07 0.94856704 0.9883 -6.67
261642_at ADP-glucose pyrophosphorylase, APL2 AT1G27680 -1.01 -0.01 -0.07 0.94877534 0.9883 -6.67
252326_at putative protein ferripyochelin bindGAMMA CAAT3G48680 -1.01 -0.01 -0.07 0.94908039 0.9883 -6.67
246106_at receptor-like protein kinase precur--- AT5G28680 -1.00 -0.01 -0.07 0.94913886 0.9884 -6.67
250644_at protein phosphatase 2C-like  ;supp--- AT5G06750 -1.01 -0.01 -0.07 0.94922692 0.9884 -6.67
257774_at short-chain alcohol dehydrogenas --- AT3G29250 -1.01 -0.01 -0.07 0.9492023 0.9884 -6.67
251007_at ribosomal protein L35 - like riboso --- AT5G02610 1.01 0.01 0.07 0.94951934 0.9884 -6.67



257102_at endoxyloglucan transferase, putat XTH3 AT3G25050 1.00 0.01 0.07 0.94954102 0.9884 -6.67
259351_at putative sugar transporter similar t--- AT3G05150 1.01 0.01 0.07 0.94938368 0.9884 -6.67
249241_at serine carboxypeptidase-II like scpl41 AT5G42230 1.00 0.01 0.07 0.94946752 0.9884 -6.67
265525_at putative Ty3-gypsy-like retroeleme --- --- -1.01 -0.01 -0.07 0.94942124 0.9884 -6.67
262430_s_at unknown protein --- AT1G47550 / 1.01 0.01 0.07 0.94948502 0.9884 -6.67
252341_at remorin -like protein remorin, Sola --- AT3G48940 -1.00 -0.01 -0.07 0.94945078 0.9884 -6.67
258884_at threonine dehydratase/deaminaseOMR1 AT3G10050 -1.01 -0.01 -0.07 0.94967593 0.9884 -6.67
248218_at unknown protein ;supported by full --- AT5G53710 1.01 0.01 0.07 0.94963777 0.9884 -6.67
259562_at hypothetical protein ; supported by --- AT1G21200 1.01 0.01 0.07 0.94988311 0.9884 -6.67
248305_at putative protein similar to unknownATUSP AT5G52560 1.01 0.01 0.07 0.95002626 0.9884 -6.67
265838_at putative spliceosome associated p --- AT2G14550 1.00 0.01 0.07 0.94982081 0.9884 -6.67
260827_at mudrA-like protein similar to Mu traAT1G06750--- -1.01 -0.01 -0.07 0.94984523 0.9884 -6.67
255295_at putative sugar transporter --- AT4G04760 1.00 0.01 0.07 0.94999704 0.9884 -6.67
249731_at RNA-binding protein-like CID13 AT5G24440 1.01 0.01 0.07 0.95002257 0.9884 -6.67
262836_at hypothetical protein predicted by g --- AT1G14680 -1.00 -0.01 -0.07 0.95001863 0.9884 -6.67
252049_at putative protein putative and hypot --- AT3G52510 1.00 0.01 0.07 0.95005409 0.9884 -6.67
258437_at unknown protein contains protein p--- AT3G16560 -1.01 -0.01 -0.06 0.95020607 0.9885 -6.67
266757_at unknown protein --- AT2G46940 1.01 0.01 0.06 0.95017911 0.9885 -6.67
249440_at protein kinase -like protein probab--- AT5G40030 1.00 0.01 0.06 0.95026765 0.9885 -6.67
248179_at receptor-protein kinase-like proteinTHE1 AT5G54380 -1.01 -0.02 -0.06 0.95076637 0.9885 -6.67
263287_at Expressed protein ; supported by f --- AT2G36145 -1.01 -0.02 -0.06 0.95134468 0.9885 -6.67
263533_at putative Rieske iron-sulfur protein  TIC55 AT2G24820 1.00 0.01 0.06 0.95088646 0.9885 -6.67
253954_at putative aconitase Pumpkin mRNA--- AT4G26970 -1.01 -0.01 -0.06 0.95079592 0.9885 -6.67
258381_at kinesin-like protein similar to mitoti KINESIN-13AT3G16630 1.01 0.01 0.06 0.95080741 0.9885 -6.67
251379_at putative protein various predicted A--- AT3G60680 1.01 0.01 0.06 0.95138993 0.9885 -6.67
267092_at unknown protein  ;supported by ful AUX1 AT2G38120 -1.01 -0.02 -0.06 0.95140345 0.9885 -6.67
255194_at  score=37.6, E=2.9e-07, N=3   --- AT4G07410 -1.01 -0.01 -0.06 0.9513928 0.9885 -6.67
263909_at hypothetical protein predicted by g DML1 AT2G36490 -1.01 -0.01 -0.06 0.95127078 0.9885 -6.67
261203_at Expressed protein ; supported by f --- AT1G12845 -1.02 -0.03 -0.06 0.95127604 0.9885 -6.67
253139_at ankyrin repeat-containing protein 2AKR2 AT4G35450 -1.00 -0.01 -0.06 0.9516781 0.9885 -6.67
262939_s_at glyceraldehyde-3-phosphate dehyGAPCP-2 AT1G16300 / 1.02 0.03 0.06 0.95089608 0.9885 -6.67
258931_at hypothetical protein similar to hypoDML2 AT3G10010 1.01 0.01 0.06 0.95109465 0.9885 -6.67
250225_at Expressed protein ; supported by f --- AT5G14105 1.01 0.01 0.06 0.95127413 0.9885 -6.67
252217_at putative protein some putative prot --- AT3G50140 1.01 0.01 0.06 0.95174683 0.9885 -6.67
266075_s_at unknown protein --- AT2G40710 / 1.01 0.01 0.06 0.95164015 0.9885 -6.67



263933_s_at putative harpin-induced protein --- AT2G35970 / 1.01 0.01 0.06 0.95160908 0.9885 -6.67
264496_at putative polyprotein similar to GB:A--- --- 1.01 0.01 0.06 0.95103978 0.9885 -6.67
251901_at putative protein axi1 protein, Nicot--- AT3G54100 -1.01 -0.01 -0.06 0.95147694 0.9885 -6.67
256605_at hypothetical protein predicted by g --- AT3G32940 -1.01 -0.01 -0.06 0.95116533 0.9885 -6.67
265159_at unknown protein similar to EST gb --- AT1G31060 -1.01 -0.01 -0.06 0.95081366 0.9885 -6.67
261246_at unknown protein SYTB AT1G20080 1.01 0.01 0.06 0.95036326 0.9885 -6.67
259940_at hypothetical protein --- AT1G71290 1.00 0.01 0.06 0.95047499 0.9885 -6.67
248149_at Expressed protein ; supported by f --- AT5G54855 -1.00 -0.01 -0.06 0.95172495 0.9885 -6.67
267351_at unknown protein NRPD1B AT2G40030 -1.01 -0.01 -0.06 0.95155406 0.9885 -6.67
264416_at hypothetical protein similar to putat--- AT1G43140 1.01 0.01 0.06 0.95113644 0.9885 -6.67
255148_at putative mitogen-activated protein MAPKKK10AT4G08470 1.01 0.02 0.06 0.95076602 0.9885 -6.67
264743_at receptor-like protein kinase, putati --- AT1G62090 -1.00 -0.01 -0.06 0.95143458 0.9885 -6.67
248454_at receptor protein kinase-like --- AT5G51350 -1.01 -0.01 -0.06 0.95170761 0.9885 -6.67
259111_at alpha subunit of F-actin capping pr --- AT3G05520 1.01 0.01 0.06 0.95086637 0.9885 -6.67
260242_at putative transcription factor similar EGL3 AT1G63650 -1.00 -0.01 -0.06 0.95128778 0.9885 -6.67
257936_at hypothetical protein contains simila--- --- -1.01 -0.01 -0.06 0.95147036 0.9885 -6.67
259798_at hypothetical protein predicted by g --- AT1G64310 1.01 0.01 0.06 0.95067831 0.9885 -6.67
261388_at Expressed protein ; supported by c--- AT1G05385 1.00 0.01 0.06 0.95034815 0.9885 -6.67
259520_at hypothetical protein --- AT1G12320 1.01 0.01 0.06 0.951833 0.9886 -6.67
262325_at dirigent protein, putative similar to --- AT1G64160 -1.01 -0.02 -0.06 0.95185157 0.9886 -6.67
246391_at unknown protein ; supported by cD--- AT1G77350 -1.01 -0.01 -0.06 0.95193358 0.9886 -6.67
266368_at putative embryo-abundant protein --- AT2G41380 1.03 0.04 0.06 0.95208315 0.9887 -6.67
249758_at putative protein similar to unknown--- AT5G24350 -1.01 -0.01 -0.06 0.95210592 0.9887 -6.67
265259_at putative WD-40 repeat protein sim --- AT2G20330 1.01 0.01 0.06 0.95224043 0.9888 -6.67
256678_at RNA-binding protein (cp33) identicCP33 AT3G52380 1.01 0.01 0.06 0.95231033 0.9888 -6.67
246365_at hypothetical protein --- --- 1.01 0.01 0.06 0.95247542 0.9888 -6.67
250788_at putative protein similar to unknown--- AT5G05570 1.01 0.01 0.06 0.9524538 0.9888 -6.67
258513_at protein kinase, putative contains P--- AT3G06630 1.00 0.01 0.06 0.95241648 0.9888 -6.67
263142_at unknown protein --- AT1G65230 1.01 0.01 0.06 0.95253066 0.9889 -6.67
247997_at putative protein contains similarity ATARP8 AT5G56180 -1.01 -0.01 -0.06 0.95265727 0.9889 -6.67
255537_at protoporphyrinogen oxidase  ; suppPPOX AT4G01690 1.01 0.01 0.06 0.95272003 0.9890 -6.67
263274_at putative protein kinase contains a pCRCK3 AT2G11520 1.01 0.01 0.06 0.95282348 0.9890 -6.67
263723_at putative Ta11-like non-LTR retroele--- AT2G13500 -1.00 -0.01 -0.06 0.95285584 0.9890 -6.67
256203_at hypothetical protein --- AT1G50800 1.01 0.01 0.06 0.95287553 0.9890 -6.67
257258_at hypothetical protein contains Pfam --- AT3G22040 1.01 0.01 0.06 0.95296018 0.9890 -6.67



256107_at hypothetical protein predicted by g --- AT1G16830 -1.00 -0.01 -0.06 0.95313393 0.9891 -6.67
245651_s_at F5A9.18 unknown protein; similar --- AT1G24793 / -1.01 -0.01 -0.06 0.95313362 0.9891 -6.67
256508_at unknown protein --- AT1G75140 -1.00 -0.01 -0.06 0.95322762 0.9892 -6.67
259571_at hypothetical protein --- AT1G20410 1.01 0.01 0.06 0.95349991 0.9893 -6.67
264667_s_at hypothetical protein identical to hypZW18 AT1G09980 / -1.00 -0.01 -0.06 0.9534393 0.9893 -6.67
262485_at kinesin-like protein Similar to gb|U0--- AT1G21730 -1.00 -0.01 -0.06 0.95349932 0.9893 -6.67
252886_at cellulose synthase catalytic subuni CESA2 AT4G39350 1.01 0.01 0.06 0.9538013 0.9893 -6.67
250695_at lectin-like protein kinase --- AT5G06740 1.01 0.02 0.06 0.95359185 0.9893 -6.67
247008_at ADP-ribosylation factor-like proteinATARLA1DAT5G67560 1.00 0.01 0.06 0.95364891 0.9893 -6.67
257020_at mitotic checkpoint protein, putative--- AT3G19590 1.01 0.01 0.06 0.95382749 0.9893 -6.67
248347_at putative protein contains similarity --- AT5G52250 -1.00 -0.01 -0.06 0.95389467 0.9893 -6.67
263703_at unknown protein  ;supported by ful SRX AT1G31170 -1.01 -0.01 -0.06 0.95371492 0.9893 -6.67
261444_at hypothetical protein predicted by g SYP61 AT1G28490 -1.00 -0.01 -0.06 0.95366807 0.9893 -6.67
256846_at pectin methylesterase, putative sim--- AT3G27980 1.00 0.01 0.06 0.95386603 0.9893 -6.67
256069_at hypothetical protein predicted by g AFP2 AT1G13740 -1.01 -0.01 -0.06 0.95379647 0.9893 -6.67
266732_at unknown protein --- AT2G03240 -1.01 -0.01 -0.06 0.95403049 0.9893 -6.67
259227_at putative 3  exoribonuclease contain--- AT3G07750 1.01 0.02 0.06 0.95405642 0.9893 -6.67
265576_at unknown protein CLASP AT2G20190 -1.00 -0.01 -0.06 0.95406243 0.9893 -6.67
264235_at myosin, putative similar to myosin XIE AT1G54560 1.01 0.01 0.06 0.95411267 0.9893 -6.67
253883_at hypothetical protein --- AT4G27660 -1.00 -0.01 -0.06 0.95407858 0.9893 -6.67
262452_at hypothetical protein similar to hypo--- AT1G11210 -1.00 -0.01 -0.06 0.95463746 0.9893 -6.67
247427_at putative protein similar to unknown--- AT5G62580 -1.01 -0.01 -0.06 0.95478803 0.9893 -6.67
266984_at unknown protein  ; supported by cD--- AT2G39570 1.01 0.01 0.06 0.9554829 0.9893 -6.67
252338_at putative progesterone-binding prot MAPR3 AT3G48890 1.02 0.02 0.06 0.95556986 0.9893 -6.67
252031_at putative protein 150-kD protein clu--- AT3G52140 -1.00 -0.01 -0.06 0.9547344 0.9893 -6.67
245685_at Expressed protein ; supported by cE2F1 AT5G22220 1.00 0.01 0.06 0.95462078 0.9893 -6.67
266728_at similar to late embryogenesis abun--- AT2G03140 -1.00 -0.01 -0.06 0.95549983 0.9893 -6.67
253866_at putative protein various putative pr --- AT4G27480 -1.01 -0.01 -0.06 0.95487874 0.9893 -6.67
258640_at hypothetical protein predicted by g --- AT3G07930 -1.01 -0.01 -0.06 0.95553448 0.9893 -6.67
254603_at putative protein hypothetical prote --- AT4G19045 / -1.01 -0.01 -0.06 0.95490921 0.9893 -6.67
255792_at AT-hook DNA-binding protein (AHP--- AT2G33620 -1.01 -0.01 -0.06 0.95556789 0.9893 -6.67
257270_at unknown protein  ; supported by fu --- AT3G28140 -1.00 -0.01 -0.06 0.95517867 0.9893 -6.67
260288_at nodulin-like protein similar to nodul--- AT1G80530 -1.01 -0.01 -0.06 0.95548136 0.9893 -6.67
264707_at unknown protein --- AT1G09730 1.00 0.01 0.06 0.95559132 0.9893 -6.67
263426_at putative glutathione peroxidase  ;s ATGPX2 AT2G31570 1.01 0.01 0.06 0.95561158 0.9893 -6.67



264898_at Unknown protein ; supported by fu --- AT1G23205 -1.01 -0.01 -0.06 0.95537094 0.9893 -6.67
265609_at hypothetical protein predicted by g --- AT2G25420 1.01 0.01 0.06 0.9542172 0.9893 -6.67
257301_at hypothetical protein predicted by g --- --- -1.00 -0.01 -0.06 0.95549497 0.9893 -6.67
262982_at unknown protein ;supported by full ING2 AT1G54390 -1.00 -0.01 -0.06 0.95506505 0.9893 -6.67
264063_at unknown protein --- AT2G27900 -1.00 -0.01 -0.06 0.95471593 0.9893 -6.67
246626_at hypothetical protein contains simila--- AT1G48870 -1.01 -0.01 -0.06 0.95513437 0.9893 -6.67
246680_at putative protein predicted proteins --- --- 1.01 0.01 0.06 0.95520038 0.9893 -6.67
256709_at hypothetical protein predicted by g --- --- 1.00 0.01 0.06 0.95549326 0.9893 -6.67
257492_at hypothetical protein contains similaARR19 AT1G49190 -1.00 -0.01 -0.06 0.95422656 0.9893 -6.67
250501_at carboxypeptidase - like protein GCSCPL19 AT5G09640 -1.00 -0.01 -0.06 0.95564735 0.9893 -6.67
259714_at putative gibberellin 20-oxidase simATGA20OXAT1G60980 -1.00 -0.01 -0.06 0.95481426 0.9893 -6.67
255658_at hypothetical protein  ;supported by --- AT4G00770 1.01 0.01 0.06 0.95507093 0.9893 -6.67
255282_at putative polyprotein --- --- 1.00 0.01 0.06 0.95486861 0.9893 -6.67
257490_x_at Myb homolog (CPC), putative sim ETC1 AT1G01380 1.00 0.00 0.06 0.9546676 0.9893 -6.67
259556_at hypothetical protein --- --- -1.00 -0.01 -0.06 0.9550756 0.9893 -6.67
253712_at putative protein putative NADH oxDER1 AT4G29330 -1.00 -0.01 -0.06 0.95547572 0.9893 -6.67
260662_at 2-hydroxyisoflavone reductase, pu--- AT1G19540 1.01 0.01 0.06 0.95452441 0.9893 -6.67
257957_at wall-associated serine/threonine k --- AT3G25490 1.01 0.01 0.06 0.95484464 0.9893 -6.67
252299_at putative protein various predicted --- AT3G49150 1.01 0.01 0.06 0.9545109 0.9893 -6.67
264125_at hypothetical protein predicted by g EMB1135 AT1G79350 -1.01 -0.01 -0.06 0.95543587 0.9893 -6.67
267070_at putative DnaJ protein --- AT2G41000 -1.01 -0.01 -0.06 0.9557336 0.9894 -6.67
253555_at putative protein predicted proetein--- AT4G31080 -1.01 -0.01 -0.06 0.95583652 0.9894 -6.67
259938_at hypothetical protein predicted by g --- AT1G71310 -1.00 -0.01 -0.06 0.95589667 0.9894 -6.67
260778_at splicing factor, putative similar to h--- AT1G14640 -1.01 -0.01 -0.06 0.95585757 0.9894 -6.67
254182_at putative protein various npredicted--- AT4G23950 -1.01 -0.01 -0.06 0.95595897 0.9894 -6.67
263748_at putative protein kinase contains a p--- AT2G21480 1.00 0.01 0.06 0.95606616 0.9895 -6.67
256658_at unknown protein --- AT3G12010 / -1.00 -0.01 -0.06 0.95614258 0.9895 -6.67
256305_at glutathione S-conjugate transportinMRP1 AT1G30400 1.01 0.01 0.06 0.95653822 0.9896 -6.67
253238_at putative protein (fragment) --- AT4G34480 -1.01 -0.01 -0.06 0.95688643 0.9896 -6.67
258054_at delta tonoplast integral protein (deDELTA-TIP AT3G16240 1.03 0.04 0.06 0.95640777 0.9896 -6.67
248106_at putative protein similar to unknown--- AT5G55100 -1.00 -0.01 -0.06 0.95648515 0.9896 -6.67
246918_at putative protein hypothetical prote --- AT5G25340 1.01 0.01 0.06 0.95647225 0.9896 -6.67
250515_at putative protein --- AT5G09570 -1.00 0.00 -0.06 0.95664333 0.9896 -6.67
250114_s_at AMP-binding protein AAE5 AT5G16340 / 1.01 0.01 0.06 0.95621491 0.9896 -6.67
254325_at putative protein various predicted --- AT4G22650 -1.01 -0.01 -0.06 0.95678949 0.9896 -6.67



257672_at unknown protein  ;supported by ful --- AT3G20300 -1.01 -0.01 -0.06 0.95660313 0.9896 -6.67
246752_at putative protein predicted proteins --- AT5G27890 -1.00 -0.01 -0.06 0.95649227 0.9896 -6.67
257179_at topoisomerase VIA (SPO11 gene --- AT3G13160 / -1.00 -0.01 -0.06 0.95667261 0.9896 -6.67
267334_at hypothetical protein predicted by g --- AT2G19420 -1.00 -0.01 -0.06 0.95648506 0.9896 -6.67
248123_at putative protein similar to unknown--- AT5G54720 -1.00 -0.01 -0.06 0.9568705 0.9896 -6.67
259855_at putative asparaginyl-tRNA syntheta--- AT1G68420 1.00 0.01 0.06 0.95679748 0.9896 -6.67
252628_at putative protein --- AT3G44960 -1.00 -0.01 -0.06 0.95642331 0.9896 -6.67
254125_at putative alliin lyase alliin lyase (ECTAR2 AT4G24670 -1.01 -0.01 -0.06 0.95666747 0.9896 -6.67
265327_at unknown protein --- AT2G18210 1.02 0.03 0.06 0.95681273 0.9896 -6.67
266946_at putative protein kinase contains a p--- AT2G18890 1.01 0.01 0.06 0.95730948 0.9896 -6.67
261935_at phosphoribosylanthranilate transfe--- AT1G22610 -1.00 -0.01 -0.06 0.95700872 0.9896 -6.67
256544_at Mlo-like protein similar to Mlo [HordMLO9 AT1G42560 1.01 0.01 0.06 0.95729851 0.9896 -6.67
262221_at hypothetical protein predicted by g ARC3 AT1G75010 -1.01 -0.01 -0.06 0.95731401 0.9896 -6.67
263639_at unknown protein --- AT2G25300 -1.00 -0.01 -0.06 0.95735205 0.9896 -6.67
264570_at unknown protein Similar to Caenor --- AT1G05350 1.01 0.01 0.06 0.95729181 0.9896 -6.67
252222_at putative protein various predicted --- AT3G49840 / 1.01 0.01 0.06 0.95733498 0.9896 -6.67
256278_at unknown protein ; supported by ful --- AT3G12130 1.00 0.01 0.06 0.95722879 0.9896 -6.67
248963_at unknown protein --- AT5G45700 1.00 0.01 0.06 0.95716388 0.9896 -6.67
259907_at GCN4-complementing protein, putAGD2 AT1G60860 -1.01 -0.01 -0.06 0.95703107 0.9896 -6.67
261847_at hypothetical protein predicted by g --- AT1G11560 -1.01 -0.01 -0.06 0.95742173 0.9896 -6.67
247685_at serine/threonine-specific protein k --- AT5G59680 1.01 0.02 0.06 0.95768918 0.9898 -6.67
249634_at putative protein several hypothetica--- --- 1.00 0.01 0.06 0.95767966 0.9898 -6.67
254665_at beta-1,3-glucanase-like protein str--- AT4G18340 -1.01 -0.01 -0.05 0.95830997 0.9898 -6.67
258009_at unknown protein --- AT3G19440 -1.00 0.00 -0.05 0.95795893 0.9898 -6.67
255043_at putative protein several hypothetica--- AT4G09640 -1.01 -0.01 -0.05 0.9577813 0.9898 -6.67
252038_at gamma response I protein  ; suppo--- AT3G52120 -1.01 -0.01 -0.05 0.95824742 0.9898 -6.67
265796_at Expressed protein ; supported by f --- AT2G35730 -1.02 -0.03 -0.05 0.9580905 0.9898 -6.67
246895_at putative protein predicted protein, CID6 AT5G25540 1.00 0.01 0.05 0.95823941 0.9898 -6.67
245013_at ATPase epsilon subunit --- --- 1.00 0.01 0.05 0.9579621 0.9898 -6.67
249499_at hypothetical protein --- AT5G39250 1.00 0.01 0.05 0.95821213 0.9898 -6.67
256389_at hypothetical protein predicted by g --- AT3G06220 1.00 0.01 0.05 0.95811096 0.9898 -6.67
250528_at putative protein strong similarity to --- AT5G08600 -1.00 0.00 -0.05 0.9583148 0.9898 -6.67
252523_at putative protein light repressible re--- AT3G46400 1.01 0.01 0.05 0.95786656 0.9898 -6.67
257440_at unknown protein --- AT2G24880 1.00 0.01 0.05 0.9580848 0.9898 -6.67
251095_at putative protein hypothetical prote --- AT5G01510 -1.01 -0.01 -0.05 0.9582813 0.9898 -6.67



256495_at hypothetical protein contains simila--- AT1G31530 1.01 0.01 0.05 0.95829529 0.9898 -6.67
258684_at putative protein kinase contains P --- AT3G08680 -1.01 -0.01 -0.05 0.95848344 0.9899 -6.67
247801_at putative protein ; supported by full- --- AT5G58560 1.00 0.01 0.05 0.95866115 0.9899 -6.67
248659_at cyclin C-like protein --- AT5G48640 1.00 0.01 0.05 0.95907357 0.9899 -6.67
245738_at nucellin, putative similar to nucellin--- AT1G44130 -1.01 -0.01 -0.05 0.95896395 0.9899 -6.67
263105_at putative N-acetylglucosaminyltrans--- AT2G05320 -1.00 -0.01 -0.05 0.95892762 0.9899 -6.67
262324_at hypothetical protein similar to hypoATCHX16 AT1G64170 1.02 0.03 0.05 0.95890871 0.9899 -6.67
247209_at putative protein contains similarity --- AT5G64830 1.00 0.01 0.05 0.95875508 0.9899 -6.67
261835_at hypothetical protein contains simila--- AT1G16040 1.00 0.01 0.05 0.95907506 0.9899 -6.67
256013_at unknown protein DA1 AT1G19270 1.01 0.01 0.05 0.95898934 0.9899 -6.67
245286_at cytosolic O-acetylserine(thiol)lyaseOASA1 AT4G14880 -1.00 -0.01 -0.05 0.95875877 0.9899 -6.67
255638_at predicted protein of unknown funct --- AT4G00740 -1.01 -0.01 -0.05 0.95867779 0.9899 -6.67
258032_at hypothetical protein predicted by g --- AT3G21170 1.01 0.01 0.05 0.95879612 0.9899 -6.67
245151_at putative pectinesterase  ;supported--- AT2G47550 1.03 0.04 0.05 0.95869352 0.9899 -6.67
257801_at mitogen activated protein kinase kWNK6 AT3G18750 1.00 0.01 0.05 0.95875713 0.9899 -6.67
266179_at putative phloem-specific lectin AtPP2-B5 AT2G02300 -1.00 -0.01 -0.05 0.95892703 0.9899 -6.67
265569_at unknown protein  ;supported by ful PGR5 AT2G05620 1.00 0.01 0.05 0.95920522 0.9900 -6.67
250825_at putative protein similar to unknown--- AT5G05210 1.00 0.01 0.05 0.95925414 0.9900 -6.67
266510_at unknown protein SWA1 AT2G47990 -1.01 -0.01 -0.05 0.95947519 0.9901 -6.67
263429_at putative aspartate aminotransferasAAT AT2G22250 -1.01 -0.02 -0.05 0.95974884 0.9901 -6.67
251080_at putative protein hypothetical protei ROPGEF7 AT5G02010 1.01 0.01 0.05 0.95958603 0.9901 -6.67
258509_at protein kinase, putative similar to S--- AT3G06620 1.01 0.01 0.05 0.95966836 0.9901 -6.67
256421_at hypothetical protein predicted by g --- AT1G33500 -1.00 -0.01 -0.05 0.95969354 0.9901 -6.67
261555_s_at hypothetical protein predicted by g --- AT1G63230 / 1.00 0.00 0.05 0.95950284 0.9901 -6.67
263084_at hypothetical protein predicted by g --- AT2G27180 -1.00 -0.01 -0.05 0.9597168 0.9901 -6.67
245603_at hypothetical protein --- AT4G14280 -1.00 -0.01 -0.05 0.95969337 0.9901 -6.67
261636_at branched-chain amino acid amino --- AT1G50110 -1.00 -0.01 -0.05 0.95952835 0.9901 -6.67
256731_at hypothetical protein contains Pfam --- AT3G30340 -1.00 -0.01 -0.05 0.95991467 0.9902 -6.67
245827_at disease resistance protein RPS4, --- AT1G57830 1.00 0.01 0.05 0.96000917 0.9902 -6.67
252336_at putative protein N7 protein - Medic--- AT3G48880 -1.00 -0.01 -0.05 0.9600248 0.9902 -6.67
265165_at putative OBP32pep protein --- AT1G23610 1.00 0.01 0.05 0.9599037 0.9902 -6.67
254576_at putative protein  ;supported by full-EMB3006 AT4G19350 1.00 0.01 0.05 0.95993814 0.9902 -6.67
246508_at sugar transporter-like protein puta PGLCT AT5G16150 1.01 0.01 0.05 0.96007664 0.9902 -6.67
246702_at putative cytidine deaminase - like --- AT5G28050 1.01 0.02 0.05 0.96017296 0.9902 -6.67
253576_at putative protein various predicted --- AT4G31070 -1.00 -0.01 -0.05 0.96020169 0.9902 -6.67



251775_s_at delta-1-pyrroline-5-carboxylate synP5CS1 AT2G39800 / 1.01 0.01 0.05 0.96014684 0.9902 -6.67
258239_at putative chlorophyll A-B binding proLHCB2.3 AT3G27690 -1.02 -0.03 -0.05 0.96029631 0.9902 -6.67
245304_at hypothetical protein ; supported by --- AT4G15630 1.01 0.02 0.05 0.96044715 0.9902 -6.67
264716_at matrix metalloproteinase, putative MMP AT1G70170 -1.01 -0.02 -0.05 0.9604369 0.9902 -6.67
264919_at hypothetical protein contains simila--- AT1G60540 1.00 0.01 0.05 0.96039645 0.9902 -6.67
245801_at hypothetical protein similar to hypo--- AT1G46912 -1.00 -0.01 -0.05 0.96045901 0.9902 -6.67
256136_s_at lectin receptor kinase, putative sim--- AT1G48720 -1.00 0.00 -0.05 0.96056768 0.9903 -6.67
258889_at putative pectinesterase similar to p--- AT3G05610 -1.01 -0.01 -0.05 0.9606487 0.9903 -6.67
250896_at putative protein  ; supported by cD --- AT5G03560 -1.01 -0.01 -0.05 0.96081748 0.9904 -6.67
257539_at hypothetical protein predicted by g --- AT3G29150 1.00 0.01 0.05 0.96089552 0.9904 -6.67
247667_at putative protein predicted protein, --- AT5G60150 -1.00 -0.01 -0.05 0.96072581 0.9904 -6.67
257077_at PR-1 protein, putative similar to P --- AT3G19690 -1.01 -0.01 -0.05 0.96089321 0.9904 -6.67
256895_at zinc-finger protein, putative almos --- --- 1.00 0.01 0.05 0.96093068 0.9904 -6.67
260694_at NAD+ dependent isocitrate dehyd --- AT1G32480 1.00 0.00 0.05 0.96084576 0.9904 -6.67
258501_at hypothetical protein predicted by g --- AT3G06780 -1.01 -0.01 -0.05 0.96097827 0.9904 -6.67
253685_at putative protein nucleotide pyroph --- AT4G29710 1.00 0.01 0.05 0.9611069 0.9904 -6.67
256481_at elicitor response protein, putative --- AT1G33430 -1.00 -0.01 -0.05 0.96110624 0.9904 -6.67
247608_at replication protein A1 - like probab--- AT5G60990 1.00 0.01 0.05 0.96194439 0.9905 -6.67
258735_at low temperature and salt responsivRCI2A AT3G05880 -1.01 -0.01 -0.05 0.96124714 0.9905 -6.67
263941_at unknown protein --- --- -1.00 -0.01 -0.05 0.96170434 0.9905 -6.67
251293_at hypothetical protein --- AT3G61930 -1.03 -0.04 -0.05 0.96152149 0.9905 -6.67
245584_at amine oxidase like protein ATAO1 AT4G14940 -1.00 0.00 -0.05 0.96151598 0.9905 -6.67
257168_at mrp protein, putative similar to mrpHCF101 AT3G24430 1.01 0.01 0.05 0.96184016 0.9905 -6.67
256707_at hypothetical protein predicted by g --- --- 1.00 0.00 0.05 0.96186007 0.9905 -6.67
250240_at unknown protein --- AT5G13590 1.01 0.01 0.05 0.96179719 0.9905 -6.67
256748_x_at En/Spm transposon protein, putat --- --- 1.00 0.01 0.05 0.96168413 0.9905 -6.67
250865_at putative protein predicted protein, --- AT5G03900 -1.01 -0.01 -0.05 0.96173148 0.9905 -6.67
246934_at putative protein several hypothetica--- AT5G25290 -1.00 -0.01 -0.05 0.96125775 0.9905 -6.67
261340_at hypothetical protein predicted by g APUM9 AT1G35730 -1.00 -0.01 -0.05 0.96185394 0.9905 -6.67
256968_at unknown protein NADK1 AT3G21070 -1.02 -0.03 -0.05 0.96179159 0.9905 -6.67
263932_at unknown protein --- AT2G35990 1.00 0.01 0.05 0.9613519 0.9905 -6.67
265756_at putative bZIP transcription factor s --- AT2G13150 -1.00 0.00 -0.05 0.9619035 0.9905 -6.67
248851_s_at disease resistance protein-like  ; su--- AT5G46260 / -1.00 -0.01 -0.05 0.96174039 0.9905 -6.67
254964_at 98b like protein 98b - Daucus caro--- AT4G11080 1.00 0.01 0.05 0.96155104 0.9905 -6.67
266524_at  putative importin, beta subunit   --- AT2G16960 1.00 0.01 0.05 0.96136606 0.9905 -6.67



252826_at hypothetical protein  ; supported by--- AT4G40050 -1.00 -0.01 -0.05 0.96200719 0.9905 -6.67
267170_at putative RING zinc finger protein --- AT2G37585 1.01 0.01 0.05 0.96230908 0.9906 -6.67
258062_at unknown protein  ; supported by cD--- AT3G26000 -1.01 -0.01 -0.05 0.96230221 0.9906 -6.67
263424_at putative RING zinc finger protein --- AT2G31510 -1.00 -0.01 -0.05 0.96219566 0.9906 -6.67
249206_at putative protein similar to unknownATS AT5G42630 -1.00 -0.01 -0.05 0.96227682 0.9906 -6.67
255362_at putative reverse transcriptase --- --- 1.00 0.00 0.05 0.96238623 0.9906 -6.67
245058_at hypothetical protein predicted by g --- AT2G39790 -1.00 -0.01 -0.05 0.96240366 0.9906 -6.67
264881_s_at lysine and histidine specific transp--- AT1G61270 / 1.00 0.00 0.05 0.96246158 0.9906 -6.67
245881_at putative protein --- AT5G09460 / 1.01 0.01 0.05 0.96255498 0.9907 -6.67
248824_at putative protein contains similarity --- AT5G46940 1.05 0.06 0.05 0.96253506 0.9907 -6.67
265967_at nodulin-like protein  ; supported by --- AT2G37450 -1.01 -0.01 -0.05 0.96278001 0.9908 -6.67
245488_at peroxidase like protein --- AT4G16270 1.00 0.01 0.05 0.96279842 0.9908 -6.67
247278_at fructose-bisphosphatase-like prote --- AT5G64380 -1.00 -0.01 -0.05 0.96285156 0.9908 -6.67
252485_at disease resistance protein RPP13RPP13 AT3G46530 1.00 0.01 0.05 0.96289802 0.9908 -6.67
263315_at Expressed protein ; supported by f --- AT2G05755 1.00 0.00 0.05 0.9630077 0.9909 -6.67
247773_at putative protein --- AT5G58630 -1.00 -0.01 -0.05 0.96309804 0.9909 -6.67
265048_at jasmonate inducible protein,  puta --- AT1G52050 1.00 0.01 0.05 0.96307329 0.9909 -6.67
249341_at salt-inducible protein-like --- AT5G41170 -1.01 -0.01 -0.05 0.96306819 0.9909 -6.67
250817_at SET-domain protein-like  ; supporteSUVH1 AT5G04940 -1.00 -0.01 -0.05 0.96329301 0.9910 -6.67
265954_at putative WRKY-type DNA binding TTG2 AT2G37260 -1.00 -0.01 -0.05 0.96326284 0.9910 -6.67
266300_at putative auxin transport protein  ; sPIN4 AT2G01420 -1.01 -0.02 -0.05 0.96337728 0.9910 -6.67
259350_at putative serine/threonine protein ki RBK2 AT3G05140 1.00 0.01 0.05 0.96342327 0.9910 -6.67
258004_at unknown protein similar to putativeMYB110 AT3G29020 -1.00 -0.01 -0.05 0.96365517 0.9910 -6.67
262583_at putative phosphatidylserine syntha--- AT1G15110 -1.00 -0.01 -0.05 0.96356624 0.9910 -6.67
257703_at unknown protein ; supported by ful --- AT3G12640 1.00 0.00 0.05 0.96368751 0.9910 -6.67
257245_at hypothetical protein contains Pfam--- AT3G24110 -1.00 -0.01 -0.05 0.96349864 0.9910 -6.67
266445_at unknown protein --- AT2G43070 1.00 0.01 0.05 0.96367972 0.9910 -6.67
247778_at wounding stress induced protein - --- AT5G58750 -1.00 0.00 -0.05 0.96359876 0.9910 -6.67
253183_at putative protein predicted protein, --- AT4G35220 1.00 0.00 0.05 0.96387506 0.9911 -6.67
246135_at putative protein non-consensus do--- AT5G20885 1.01 0.01 0.05 0.9639537 0.9911 -6.67
254509_at terpene cyclase like protein 5-epi- --- AT4G20200 -1.00 0.00 -0.05 0.96384564 0.9911 -6.67
263331_at unknown protein  ; supported by cD--- AT2G15270 -1.00 -0.01 -0.05 0.9638134 0.9911 -6.67
248823_s_at unknown protein  ;supported by ful --- AT5G46950 / 1.03 0.04 0.05 0.96395097 0.9911 -6.67
259891_at putative Eukaryotic initiation factor--- AT1G72730 -1.00 -0.01 -0.05 0.96402562 0.9911 -6.67
250668_at unknown protein  ; supported by fu --- AT5G07020 1.01 0.01 0.05 0.96411502 0.9911 -6.67



260323_at putative U3 small nucleolar ribonucIMP4 AT1G63780 1.01 0.01 0.05 0.96416692 0.9912 -6.67
246871_at extensin - like protein pAP8 protei --- AT5G26070 1.00 0.00 0.05 0.96456331 0.9912 -6.67
259490_at hypothetical protein preedicted by --- AT1G15800 -1.00 -0.01 -0.05 0.96450662 0.9912 -6.67
253888_at hypothetical protein ISI1 AT4G27750 -1.00 0.00 -0.05 0.96431186 0.9912 -6.67
249609_at putative protein predicted proteins --- --- -1.00 0.00 -0.05 0.9645338 0.9912 -6.67
264598_at putative dimethylaniline monooxyg --- AT1G04610 -1.00 0.00 -0.05 0.96436264 0.9912 -6.67
246158_at Expressed protein ; supported by f --- AT5G19855 1.01 0.01 0.05 0.96430641 0.9912 -6.67
263323_at putative receptor-like protein kinas --- AT2G04300 1.00 0.01 0.05 0.96446573 0.9912 -6.67
252196_at putative protein predicted protein, --- AT3G50200 1.00 0.01 0.05 0.96444887 0.9912 -6.67
254905_at RPP1-WsA-like disease resistance--- AT4G11170 -1.01 -0.02 -0.05 0.96462631 0.9912 -6.67
264685_at endo-1,4-beta-glucanase, putativeKOR2 AT1G65610 1.00 0.01 0.05 0.96476655 0.9913 -6.67
250340_at putative protein predicted proteins --- AT5G11840 -1.00 -0.01 -0.05 0.9649728 0.9914 -6.67
259260_at unknown protein similar to unknow--- AT3G11370 1.00 0.01 0.05 0.96495932 0.9914 -6.67
257955_at unknown protein  ; supported by cD--- AT3G21810 -1.01 -0.01 -0.05 0.96503138 0.9915 -6.67
253443_at putative protein beta transducin-likLUG AT4G32551 -1.00 0.00 -0.05 0.96513045 0.9915 -6.67
246079_at putative protein unconventional m --- AT5G20450 1.00 0.01 0.05 0.96511048 0.9915 -6.67
266461_at glutathione S-transferase (GST6) ATGSTF8 AT2G47730 -1.01 -0.01 -0.04 0.96555935 0.9915 -6.67
250381_at putative protein various predicted --- AT5G11610 1.01 0.01 0.04 0.96542917 0.9915 -6.67
261584_at CAF protein identical to RNA helicaDCL1 AT1G01040 1.01 0.01 0.04 0.96561954 0.9915 -6.67
261574_at cytochrome P450, putative similar CYP78A8 AT1G01190 1.01 0.01 0.04 0.96565614 0.9915 -6.67
247752_at putative protein --- AT5G59060 1.00 0.00 0.04 0.96563542 0.9915 -6.67
266529_at putative salt-inducible protein --- AT2G16880 -1.00 -0.01 -0.04 0.96553077 0.9915 -6.67
247425_at unknown protein --- AT5G62550 1.00 0.00 0.05 0.96531373 0.9915 -6.67
246581_at hypothetical protein predicted by g --- AT1G31760 -1.00 -0.01 -0.05 0.96540826 0.9915 -6.67
267386_at unknown protein --- AT2G44430 1.01 0.01 0.04 0.96559319 0.9915 -6.67
260050_at hypothetical protein predicted by g AGL64 AT1G29960 / 1.00 0.01 0.04 0.96553035 0.9915 -6.67
255722_at hypothetical protein --- AT3G29570 -1.00 -0.01 -0.05 0.96519784 0.9915 -6.67
267316_at homeodomain transcription factor (PHB AT2G34710 1.01 0.01 0.04 0.96543631 0.9915 -6.67
267600_at mitochondrial F1-ATPase, gamma--- AT2G33040 -1.01 -0.01 -0.04 0.96578029 0.9915 -6.67
245883_at ribosomal protein S15-like ribosom--- AT5G09500 1.00 0.00 0.04 0.96573744 0.9915 -6.67
257543_at hypothetical protein predicted by g --- AT3G28960 1.00 0.01 0.04 0.96579381 0.9915 -6.67
260514_at hypothetical protein predicted by g --- AT1G51480 -1.00 0.00 -0.04 0.96587922 0.9915 -6.67
258695_at putative ascorbate peroxidase stro APX2 AT3G09640 1.00 0.01 0.04 0.96597521 0.9916 -6.67
264519_at putative reverse transcriptase simil--- AT1G10000 -1.00 -0.01 -0.04 0.96608725 0.9916 -6.67
255228_at F-box protein family, AtFBL21 con--- AT4G05470 1.00 0.00 0.04 0.96605419 0.9916 -6.67



248430_at putative protein similar to unknown--- AT5G51800 1.00 0.01 0.04 0.96617373 0.9916 -6.67
248703_at dermal glycoprotein precursor, ext--- AT5G48430 -1.03 -0.04 -0.04 0.96623772 0.9917 -6.67
254145_at hypothetical protein --- AT4G24700 1.01 0.01 0.04 0.96642647 0.9917 -6.67
253080_at hypothatical protein --- --- 1.00 0.00 0.04 0.96639794 0.9917 -6.67
258833_at unknown protein --- --- 1.00 0.01 0.04 0.96634284 0.9917 -6.67
263343_at putative replication protein A1 --- --- -1.00 0.00 -0.04 0.96633811 0.9917 -6.67
245759_at hypothetical protein predicted by g --- AT1G66900 1.00 0.01 0.04 0.96652381 0.9917 -6.67
251606_at hypothetical protein --- AT3G57840 -1.00 -0.01 -0.04 0.96663658 0.9918 -6.67
245298_at hypothetical protein ; supported by --- AT4G15010 -1.00 0.00 -0.04 0.96669291 0.9918 -6.67
253595_at putative protein M1 protein, Strept --- AT4G30830 -1.00 0.00 -0.04 0.96684609 0.9919 -6.67
262300_at ripening-induced protein, putative --- AT1G70870 -1.00 0.00 -0.04 0.96690937 0.9920 -6.67
249521_at putative protein strong similarity to --- AT5G38690 -1.00 0.00 -0.04 0.96700392 0.9920 -6.67
255489_at predicted protein destination facto --- AT4G02650 / -1.00 -0.01 -0.04 0.96698932 0.9920 -6.67
256551_at unknown protein --- --- 1.00 0.01 0.04 0.96708846 0.9920 -6.67
263975_at hypothetical protein predicted by g --- AT2G42710 -1.00 -0.01 -0.04 0.96722155 0.9920 -6.67
255558_at P II nitrogen sensing protein GLB I GLB1 AT4G01900 1.00 0.01 0.04 0.96722299 0.9920 -6.67
248779_at acetoacyl-CoA-thiolase  ;supported--- AT5G47720 -1.01 -0.01 -0.04 0.96726942 0.9920 -6.67
259740_at phytochrome, putative similar to G--- AT1G64300 1.01 0.01 0.04 0.9673607 0.9920 -6.67
256565_at hypothetical protein AT3G19515--- -1.00 0.00 -0.04 0.96732009 0.9920 -6.67
248764_at putative protein contains similarity NF-YB2 AT5G47640 -1.00 -0.01 -0.04 0.96730099 0.9920 -6.67
253638_at cinnamoyl-CoA reductase - like pr --- AT4G30470 1.01 0.01 0.04 0.96750214 0.9920 -6.67
253052_at cytochrome P450-like protein ; supCYP81H1 AT4G37310 -1.01 -0.01 -0.04 0.96748321 0.9920 -6.67
265178_at Pto kinase interactor, putative sim --- AT1G23540 1.00 0.01 0.04 0.96749609 0.9920 -6.67
267364_at unknown protein  ;supported by ful ELF4 AT2G40080 -1.00 -0.01 -0.04 0.96781781 0.9920 -6.67
263942_at unknown protein FLA16 AT2G35860 1.02 0.03 0.04 0.9676834 0.9920 -6.67
257215_at RING zinc finger protein, putative --- AT3G15070 -1.00 0.00 -0.04 0.96775144 0.9920 -6.67
266060_at unknown protein unusual splice sit --- AT2G18630 1.00 0.01 0.04 0.9676575 0.9920 -6.67
251567_at putative protein several hypothetica--- AT3G58230 1.00 0.01 0.04 0.96773545 0.9920 -6.67
245752_at hypothetical protein similar to Ac-li --- AT1G35150 -1.00 0.00 -0.04 0.9676817 0.9920 -6.67
246299_at embryonic abundant protein AtEm1EM1 AT3G51810 1.00 0.00 0.04 0.96781796 0.9920 -6.67
247679_at 1-aminocyclopropane-1-carboxyla --- AT5G59540 1.01 0.01 0.04 0.96790615 0.9921 -6.67
246740_at putative protein --- AT5G27810 1.00 0.00 0.04 0.96803113 0.9921 -6.67
257026_at hypothetical protein predicted by g --- AT3G19200 1.00 0.01 0.04 0.96800833 0.9921 -6.67
266872_at unknown protein --- AT2G44730 -1.00 -0.01 -0.04 0.96810011 0.9922 -6.67
266992_at similar to Mlo proteins from H. vulgMLO12 AT2G39200 1.01 0.02 0.04 0.96834176 0.9923 -6.67



258852_at unknown protein similar to C-terminAT-P4H-2 AT3G06300 -1.00 -0.01 -0.04 0.96831195 0.9923 -6.67
256701_at transcription initiation factor IIF, be--- AT3G52270 1.00 0.01 0.04 0.96836454 0.9923 -6.67
246238_at sugar transporter like protein --- AT4G36670 1.01 0.01 0.04 0.96843703 0.9923 -6.67
265828_at hypothetical protein predicted by g --- AT2G14520 -1.00 0.00 -0.04 0.96948759 0.9925 -6.67
261197_at putative calcium-binding protein, cGAPA-2 AT1G12900 -1.00 -0.01 -0.04 0.96926109 0.9925 -6.67
259590_at hypothetical protein contains simila--- AT1G28160 1.00 0.00 0.04 0.96947191 0.9925 -6.67
267355_at putative LIM-domain protein --- AT2G39900 -1.00 -0.01 -0.04 0.96937497 0.9925 -6.67
247289_at 2-oxoglutarate/malate translocator DIT2.1 AT5G64290 1.00 0.01 0.04 0.96889394 0.9925 -6.67
255538_at putative transcription factor  ; supp MYB55 AT4G01680 1.01 0.01 0.04 0.96899186 0.9925 -6.67
266260_at putative ATPase skd1 family; suppSKD1 AT2G27600 1.00 0.00 0.04 0.96943312 0.9925 -6.67
263364_at unknown protein predicted by gens--- AT2G20540 -1.00 0.00 -0.04 0.96890699 0.9925 -6.67
254021_at putative protein cell death suppresACD1-LIKEAT4G25650 1.00 0.01 0.04 0.96889169 0.9925 -6.67
245848_at putative protein predicted proteins FY AT5G13480 -1.00 0.00 -0.04 0.96928013 0.9925 -6.67
247995_at putative protein contains similarity --- AT5G56160 -1.00 -0.01 -0.04 0.96925077 0.9925 -6.67
256562_at Ty1/Copia-type retroelement polyp --- --- 1.00 0.00 0.04 0.9692405 0.9925 -6.67
261371_at ubiquitin-conjugating enzyme, putaUBC26 AT1G53020 1.00 0.00 0.04 0.96941409 0.9925 -6.67
249259_at putative protein similar to unknown--- AT5G41660 -1.01 -0.02 -0.04 0.96887127 0.9925 -6.67
245741_at hypothetical protein similar to unkn--- AT1G44120 1.00 0.00 0.04 0.9691228 0.9925 -6.67
249370_at zinc finger - like protein predicted --- AT5G40710 -1.00 0.00 -0.04 0.9689886 0.9925 -6.67
248814_at putative protein similar to unknown--- AT5G46910 1.01 0.02 0.04 0.96912291 0.9925 -6.67
261157_at peroxidase ATP13a, putative simil--- AT1G34510 -1.00 0.00 -0.04 0.96927841 0.9925 -6.67
255084_s_at putative protein same aa sequence--- AT4G09220 / -1.00 0.00 -0.04 0.96940753 0.9925 -6.67
260340_at putative dihydropterin pyrophospho--- AT1G69190 1.00 0.00 0.04 0.96945999 0.9925 -6.67
264143_at latex-abundant protein, putative si ATMC5 AT1G79330 -1.00 0.00 -0.04 0.96958997 0.9926 -6.67
262983_at hypothetical protein similar to unkn--- AT1G54550 -1.00 0.00 -0.04 0.96974016 0.9927 -6.67
264394_at aminomethyltransferase-like precu--- AT1G11860 -1.00 -0.01 -0.04 0.9698035 0.9927 -6.67
262051_at putative coatomer protein complex--- AT1G79990 -1.00 -0.01 -0.04 0.96991818 0.9927 -6.67
248784_at putative protein similar to unknown--- AT5G47380 -1.00 -0.01 -0.04 0.96985666 0.9927 -6.67
261707_at unknown protein --- AT1G32650 1.00 0.00 0.04 0.96991128 0.9927 -6.67
248847_at disease resistance protein-like --- AT5G46510 1.00 0.00 0.04 0.96997419 0.9927 -6.67
267459_at unknown protein  ;supported by ful --- AT2G33850 1.00 0.00 0.04 0.97003671 0.9927 -6.67
AFFX-r2-Bs-lysB. subtilis /GEN=lys /DB_XREF=gb--- --- -1.01 -0.01 -0.04 0.97021978 0.9928 -6.67
256640_at hypothetical protein predicted by g --- AT3G32260 -1.00 -0.01 -0.04 0.97022297 0.9928 -6.67
253022_at putative protein --- AT4G38060 -1.01 -0.01 -0.04 0.97056293 0.9931 -6.67
266635_at unknown protein  ;supported by ful --- AT2G35470 1.00 0.01 0.04 0.97055502 0.9931 -6.67



253566_at DNA topoisomerase like- protein B --- AT4G31210 -1.01 -0.01 -0.04 0.9706505 0.9931 -6.67
245939_at oxoglutarate/malate translocator-li --- AT5G19760 -1.00 0.00 -0.04 0.97072015 0.9931 -6.67
250559_at putative protein condensin subunit--- AT5G08010 1.00 0.01 0.04 0.97080886 0.9931 -6.67
263740_at hypothetical protein predicted by g RALFL14 AT2G20660 -1.00 -0.01 -0.04 0.97078809 0.9931 -6.67
252517_at receptor-like protein kinase homol --- AT3G46340 -1.00 0.00 -0.04 0.97085803 0.9932 -6.67
266742_at predicted by genefinder and gensc--- AT2G03050 1.00 0.00 0.04 0.97091244 0.9932 -6.67
262210_at hypothetical protein predicted by g IQD31 AT1G74690 -1.01 -0.01 -0.04 0.97117703 0.9932 -6.67
249612_at putative protein CG14881, Drosop--- AT5G37290 -1.01 -0.01 -0.04 0.97126957 0.9932 -6.67
259982_at putative RING zinc finger protein cATL8 AT1G76410 1.01 0.01 0.04 0.97132035 0.9932 -6.67
245869_at hypothetical protein predicted by g --- AT1G26330 -1.00 0.00 -0.04 0.97129292 0.9932 -6.67
259987_at thaumatin-like protein (PR-5) similaATLP-3 AT1G75030 1.00 0.01 0.04 0.97130828 0.9932 -6.67
265855_at unknown protein  ;supported by ful --- AT2G42390 -1.00 0.00 -0.04 0.97130861 0.9932 -6.67
265608_at hypothetical protein predicted by g --- AT2G25380 1.00 0.00 0.04 0.97105852 0.9932 -6.67
255541_s_at P-glycoprotein-like protein pgp3 simPGP5 AT4G01820 / 1.00 0.00 0.04 0.97128543 0.9932 -6.67
247889_at putative protein similar to unknownAPO2 AT5G57930 -1.00 0.00 -0.04 0.97135372 0.9932 -6.67
252109_at putative protein mucin 5AC, Homo--- AT3G51540 1.01 0.01 0.04 0.97108266 0.9932 -6.67
246852_at putative protein various predicted b--- AT5G26880 -1.00 0.00 -0.04 0.97142847 0.9932 -6.67
252001_at plastid division protein FtsZ-like FtFTSZ2-2 AT3G52750 1.01 0.01 0.04 0.97159292 0.9932 -6.67
246226_at thiol-disulfide interchange like proteHCF164 AT4G37200 -1.00 -0.01 -0.04 0.97156256 0.9932 -6.67
253403_at putative serine/threonine protein kAtAUR1 AT4G32830 -1.00 -0.01 -0.04 0.97150789 0.9932 -6.67
250079_at putative protein similar to unknown--- AT5G16650 -1.00 0.00 -0.04 0.97176788 0.9934 -6.67
259788_at lipase/hydrolase, putative contains--- AT1G29670 1.01 0.02 0.04 0.97197088 0.9934 -6.67
261277_at hypothetical protein predicted by g --- AT1G20230 1.00 0.00 0.04 0.97192192 0.9934 -6.67
257423_at hypothetical protein predicted by g --- AT1G62010 1.00 0.00 0.04 0.97202484 0.9934 -6.67
251535_at hypothetical protein  ;supported by --- AT3G58540 1.00 0.01 0.04 0.972081 0.9934 -6.67
264034_s_at unknown protein ATUPS1 AT2G03590 / -1.00 0.00 -0.04 0.97206759 0.9934 -6.67
252697_at nodulin - like protein nodulin-21, G--- AT3G43660 -1.00 0.00 -0.04 0.97205562 0.9934 -6.67
257818_at hypothetical protein predicted by g --- AT3G25120 -1.00 0.00 -0.04 0.97214719 0.9934 -6.67
258940_at putative lipase acylhydrolase conta--- AT3G09930 -1.00 0.00 -0.04 0.97254081 0.9935 -6.67
254230_at polyprenyltransferase like protein AtPPT1 AT4G23660 -1.00 0.00 -0.04 0.9723925 0.9935 -6.67
259177_at hypothetical protein similar to putat--- AT3G01630 1.00 0.00 0.04 0.97246946 0.9935 -6.67
254670_at teosinte branched1 - like protein te--- AT4G18390 -1.00 -0.01 -0.04 0.97255754 0.9935 -6.67
257853_at hypothetical protein predicted by g--- AT3G12960 -1.00 0.00 -0.04 0.97246829 0.9935 -6.67
247296_at unknown protein  ;supported by ful --- AT5G64160 -1.00 -0.01 -0.04 0.97237927 0.9935 -6.67
258256_at unknown protein  ; supported by cD--- AT3G26890 1.00 0.00 0.04 0.97259056 0.9935 -6.67



264334_at calcium-dependent protein kinase CPK19 AT1G61950 -1.00 0.00 -0.04 0.97258805 0.9935 -6.67
252515_at heat shock protein 17  ; supported HSP17.4 AT3G46230 1.01 0.02 0.04 0.97282479 0.9937 -6.67
245170_at 60S ribosomal protein L18, 5'partia--- AT2G47570 -1.00 0.00 -0.04 0.97295335 0.9937 -6.67
258610_at IAA-amino acid hydrolase (ILR1) idILR1 AT3G02875 1.01 0.01 0.04 0.97296585 0.9937 -6.67
246170_at putative protein various predicted --- AT5G32450 -1.00 0.00 -0.04 0.97288401 0.9937 -6.67
263710_at unknown protein  ;supported by ful --- AT1G09330 1.00 0.00 0.04 0.97300389 0.9937 -6.67
264229_at unknown protein --- AT1G67480 -1.00 -0.01 -0.04 0.97290604 0.9937 -6.67
245585_at hypothetical --- AT4G14970 1.00 0.00 0.04 0.97308152 0.9937 -6.67
244909_at hypothetical protein --- --- -1.00 0.00 -0.03 0.97315178 0.9938 -6.67
246316_at putative protein predicted proteins --- AT3G56890 -1.00 0.00 -0.03 0.97359885 0.9939 -6.67
250912_at histone deacetylase -like protein hHD2C AT5G03740 1.01 0.01 0.03 0.97365128 0.9939 -6.67
249256_at putative protein strong similarity to --- AT5G41620 -1.00 -0.01 -0.03 0.9734609 0.9939 -6.67
254932_at putative translation elongation fact--- AT4G11120 -1.00 -0.01 -0.03 0.97339228 0.9939 -6.67
251582_at putative protein CARBON CATAB --- AT3G58580 1.00 0.00 0.03 0.9736441 0.9939 -6.67
255098_at hypothetical protein --- AT4G08640 1.00 0.00 0.03 0.97366241 0.9939 -6.67
245567_at germin precursor oxalate oxidase GLP9 AT4G14630 1.01 0.02 0.03 0.97340397 0.9939 -6.67
263041_at putative alliinase similar to alliinaseTAR1 AT1G23320 -1.00 0.00 -0.03 0.97364852 0.9939 -6.67
251343_at phosphatidate cytidylyltransferase--- AT3G60620 -1.01 -0.01 -0.03 0.97337131 0.9939 -6.67
265926_at RUB1-conjugating enzyme, putativ--- AT2G18600 -1.00 -0.01 -0.03 0.97375523 0.9939 -6.67
255595_at putative chitinase similar to peanu--- AT4G01700 -1.01 -0.01 -0.03 0.97383078 0.9939 -6.67
245805_at hypothetical protein predicted by g --- AT1G46336 1.00 0.00 0.03 0.97382144 0.9939 -6.67
251197_at glutaredoxin -like protein glutaredo--- AT3G62960 1.01 0.01 0.03 0.97389135 0.9939 -6.67
266121_at unknown protein  ; supported by cD--- AT2G02160 1.00 0.01 0.03 0.97394413 0.9939 -6.67
252608_at putative protein 2-phosphoglycera --- AT3G45090 -1.00 0.00 -0.03 0.97410163 0.9940 -6.67
257548_s_at hypothetical protein LBD23 AT3G26620 / 1.00 0.00 0.03 0.97412424 0.9940 -6.67
260747_at unknown protein ; supported by cD--- AT1G78420 -1.00 0.00 -0.03 0.97421107 0.9941 -6.67
264010_at putative disease resistance respon--- AT2G21100 1.00 0.01 0.03 0.97424761 0.9941 -6.67
256125_at pathogenesis-related group 5 prot ATLP-1 AT1G18250 -1.00 -0.01 -0.03 0.97434819 0.9941 -6.67
246916_at disease resistance protein - like diAtRLP52 AT5G25910 1.00 0.00 0.03 0.97431791 0.9941 -6.67
248433_at putative protein strong similarity to --- AT5G51400 -1.00 0.00 -0.03 0.97501601 0.9942 -6.67
250038_at disease resistance protein -like dis--- AT5G18360 1.00 0.01 0.03 0.97519311 0.9942 -6.67
261582_at unknown protein ; supported by cDGIF2 AT1G01160 1.00 0.00 0.03 0.97476976 0.9942 -6.67
264637_at allyl alcohol dehydrogenase, putat--- AT1G65560 -1.00 -0.01 -0.03 0.97479682 0.9942 -6.67
245216_at Expressed protein non-consensus IMPA-2 AT4G16143 1.00 0.00 0.03 0.97458483 0.9942 -6.67
254695_at putative protein predicted protein, ATL4H AT4G17905 / -1.00 0.00 -0.03 0.97452272 0.9942 -6.67



267548_at putative disease resistance proteinAtRLP22 AT2G32660 -1.01 -0.01 -0.03 0.97481541 0.9942 -6.67
265265_at unknown protein --- AT2G42900 1.00 0.01 0.03 0.97491651 0.9942 -6.67
251857_at RNA binding protein - like SEB4 p --- AT3G54770 1.00 0.00 0.03 0.97499818 0.9942 -6.67
255143_at putative protein several hypothetica--- AT4G08430 1.00 0.00 0.03 0.97519116 0.9942 -6.67
248894_at unknown protein --- AT5G46320 1.00 0.00 0.03 0.97510399 0.9942 -6.67
251523_at putative protein several hypothetica--- AT3G58975 1.00 0.00 0.03 0.97494599 0.9942 -6.67
256814_at beta-glucosidase, putative similar BGLU19 AT3G21370 -1.00 -0.01 -0.03 0.97482157 0.9942 -6.67
261280_at hypothetical protein predicted by g --- AT1G05860 1.00 0.01 0.03 0.97479729 0.9942 -6.67
264655_at unknown protein Similar to GlycineSRC2 AT1G09070 -1.01 -0.01 -0.03 0.97474735 0.9942 -6.67
266178_at putative phloem-specific lectin AtPP2-B4 AT2G02280 -1.00 0.00 -0.03 0.9751234 0.9942 -6.67
255124_at putative self-incompatability RNA-bAPUM15 AT4G08560 -1.00 0.00 -0.03 0.97516863 0.9942 -6.67
261042_at GTP-binding protein, putative simiATRABA3 AT1G01200 1.00 0.00 0.03 0.97528203 0.9942 -6.67
252883_at GTP-binding - like protein GTP-bin--- AT4G39520 -1.00 0.00 -0.03 0.97537592 0.9942 -6.67
260240_at putative tRNA isopentenyl transferaATIPT1 AT1G68460 1.00 0.00 0.03 0.97533752 0.9942 -6.67
266831_at putative squalene epoxidase SQE2 AT2G22830 1.01 0.01 0.03 0.97563398 0.9943 -6.67
266114_at hypothetical protein predicted by g --- AT2G02150 -1.00 0.00 -0.03 0.97561591 0.9943 -6.67
247256_at putative protein contains similarity --- AT5G64730 -1.00 0.00 -0.03 0.97571944 0.9943 -6.67
256538_x_at hypothetical protein predicted by g --- --- -1.00 0.00 -0.03 0.97550295 0.9943 -6.67
264176_at bZIP-like protein similar to bZIP (le--- AT1G02110 1.00 0.01 0.03 0.97570407 0.9943 -6.67
263007_at hypothetical protein contains simila--- AT1G54260 1.00 0.00 0.03 0.97560524 0.9943 -6.67
245664_at hypothetical protein predicted by g --- AT1G28327 1.00 0.00 0.03 0.97576335 0.9943 -6.67
247384_at protein kinase  ; supported by cDN--- AT5G63370 -1.00 -0.01 -0.03 0.97582911 0.9944 -6.67
249077_at alcohol dehydrogenase (EC 1.1.1.1HOT5 AT5G43940 -1.00 0.00 -0.03 0.97595875 0.9944 -6.67
247467_at putative protein predicted proteins --- AT5G62130 1.01 0.01 0.03 0.9759273 0.9944 -6.67
248220_at 26S proteasome regulatory particle--- AT5G53540 -1.00 0.00 -0.03 0.97600805 0.9944 -6.67
257413_at putative RNA-binding protein cont --- AT1G22910 -1.00 -0.01 -0.03 0.97618765 0.9945 -6.67
263804_at putative protein kinase contains a p--- AT2G40270 -1.00 0.00 -0.03 0.97618126 0.9945 -6.67
254800_at putative protein several hypothetica--- AT4G13070 1.00 0.01 0.03 0.97617647 0.9945 -6.67
266150_s_at hypothetical protein --- AT2G12290 / 1.01 0.01 0.03 0.97636645 0.9945 -6.67
248528_at putative protein similar to unknown--- AT5G50760 1.01 0.02 0.03 0.97632953 0.9945 -6.67
247783_at light harvesting pigment - like prot --- AT5G58800 1.00 0.01 0.03 0.97642617 0.9946 -6.67
265009_at putative protein kinase similar to G--- AT1G24650 -1.00 0.00 -0.03 0.97653567 0.9946 -6.67
260267_at very-long-chain fatty acid condensKCS6 AT1G68530 -1.01 -0.01 -0.03 0.97666308 0.9947 -6.67
252366_at Expressed protein ; supported by f --- AT3G48420 1.01 0.01 0.03 0.97670699 0.9947 -6.67
265512_at hypothetical protein predicted by g --- AT2G05590 1.00 0.00 0.03 0.9766774 0.9947 -6.67



250274_at putative protein predicted protein, --- AT5G13020 1.00 0.00 0.03 0.97681111 0.9947 -6.67
265385_at putative diacylglycerol kinase  ;sup--- AT2G20900 1.00 0.01 0.03 0.97681041 0.9947 -6.67
260194_at hypothetical protein similar to hypo--- AT1G67530 1.00 0.01 0.03 0.97682187 0.9947 -6.67
262739_at lipase, putative contains Pfam pro --- AT1G28650 1.00 0.01 0.03 0.97691074 0.9947 -6.67
260834_at sugar kinase, putative similar to rib--- AT1G06730 -1.00 0.00 -0.03 0.97703791 0.9948 -6.67
245208_at lateral root primordia (LRP1) LRP1 AT5G12330 -1.00 0.00 -0.03 0.97708469 0.9948 -6.67
258688_at putative eukaryotic translation initia--- AT3G07920 -1.00 0.00 -0.03 0.9771499 0.9948 -6.67
256589_at cytochrome P450, putative containCYP81D1 AT3G28740 1.01 0.02 0.03 0.9773349 0.9950 -6.67
267296_at hypothetical protein predicted by g LBD10 AT2G23660 -1.00 0.00 -0.03 0.97754214 0.9950 -6.67
249595_at putative protein SIAH1 protein, Bra--- AT5G37930 1.00 0.00 0.03 0.97742731 0.9950 -6.67
253596_s_at hypothetical protein  ; supported by--- AT4G30730 / 1.00 0.01 0.03 0.97753147 0.9950 -6.67
245566_at disease resistance RPS2 like prote--- AT4G14610 -1.00 0.00 -0.03 0.97747205 0.9950 -6.67
252901_at putative protein various predicted --- AT4G39550 -1.00 0.00 -0.03 0.97760952 0.9950 -6.67
262632_at 23 kDa polypeptide of oxygen-evolPSBP-1 AT1G06680 1.00 0.00 0.03 0.97767793 0.9950 -6.67
250951_at putative protein --- AT5G03550 1.01 0.01 0.03 0.97767084 0.9950 -6.67
253627_at low temperature and salt responsi --- AT4G30650 -1.01 -0.02 -0.03 0.97795242 0.9950 -6.67
264309_at coatomer alpha subunit, putative s--- AT1G62020 -1.00 0.00 -0.03 0.978075 0.9950 -6.67
260945_at hypothetical protein predicted by g --- AT1G05950 1.00 0.00 0.03 0.97783198 0.9950 -6.67
248519_at 11-beta-hydroxysteroid dehydroge AtHSD7 AT5G50590 / -1.00 0.00 -0.03 0.97802435 0.9950 -6.67
244955_at hypothetical protein --- --- -1.00 0.00 -0.03 0.97784257 0.9950 -6.67
261673_at lipid transfer protein, putative simil--- AT1G18280 1.01 0.01 0.03 0.97783695 0.9950 -6.67
245956_s_at luminal binding protein  ; supportedBIP2 AT5G28540 / 1.01 0.01 0.03 0.97809473 0.9950 -6.67
266621_at unknown protein --- AT2G35450 1.00 0.01 0.03 0.97805915 0.9950 -6.67
248754_at putative protein contains similarity NF-YB6 AT5G47670 1.00 0.00 0.03 0.97793955 0.9950 -6.67
259356_at unknown protein --- AT3G05250 1.00 0.00 0.03 0.97820314 0.9951 -6.67
245149_at putative SWI/SNF family transcript ATSWI3A AT2G47620 -1.00 0.00 -0.03 0.978285 0.9951 -6.67
265532_at hypothetical protein predicted by g --- --- 1.00 0.00 0.03 0.97830925 0.9951 -6.67
249939_at unknown protein  ;supported by ful --- AT5G22430 -1.00 0.00 -0.03 0.97844367 0.9952 -6.67
252347_at ribosomal protein L13 homolog rib--- AT3G48130 1.00 0.00 0.03 0.97851197 0.9952 -6.67
260359_at hypothetical protein predicted by g --- AT1G69210 1.00 0.00 0.03 0.97864765 0.9953 -6.67
264413_s_at hypothetical protein similar to hypo--- --- -1.00 0.00 -0.03 0.9787058 0.9953 -6.67
264813_at putative Ca2+-dependent ser/thr pCPK16 AT2G17890 -1.00 0.00 -0.03 0.9787153 0.9953 -6.67
245232_at actin depolymerizing factor-like proADF7 AT4G25590 -1.00 0.00 -0.03 0.978686 0.9953 -6.67
252842_at putative protein hypothetical protei --- --- -1.00 0.00 -0.03 0.97884046 0.9953 -6.67
259180_at unknown protein --- AT3G01680 -1.01 -0.01 -0.03 0.97895154 0.9954 -6.67



261782_at unknown protein --- AT1G76110 1.00 0.00 0.03 0.97905137 0.9955 -6.67
257533_at putative alpha/beta hydrolase cont --- AT3G10840 -1.00 -0.01 -0.03 0.97910601 0.9955 -6.67
248377_at unknown protein  ; supported by fu --- AT5G51720 1.00 0.01 0.03 0.97980863 0.9955 -6.67
254221_at putative polygalacturonase polyga--- AT4G23820 1.01 0.01 0.03 0.97940131 0.9955 -6.67
264324_at myosin heavy chain MYA2 Strong XIB AT1G04160 1.00 0.01 0.03 0.97976171 0.9955 -6.67
252066_at receptor-protein kinase-like proteinFER AT3G51550 -1.00 0.00 -0.03 0.97954739 0.9955 -6.67
246211_at G-box-binding factor 1 ; supported GBF1 AT4G36730 1.00 0.01 0.03 0.97944251 0.9955 -6.67
263579_at hypothetical protein similar to hypo--- AT2G17030 -1.00 0.00 -0.03 0.97951503 0.9955 -6.67
265195_at hypothetical protein --- AT2G36730 1.00 0.00 0.03 0.97950593 0.9955 -6.67
266028_at hypothetical protein predicted by g --- AT2G06000 -1.00 0.00 -0.03 0.9797204 0.9955 -6.67
246086_at beta-1,3-glucanase - like protein b--- AT5G20560 1.00 0.00 0.03 0.97960878 0.9955 -6.67
267488_at putative cadmium-transporting ATPHMA4 AT2G19110 -1.00 0.00 -0.03 0.97949594 0.9955 -6.67
265705_at unknown protein related to MO25 (--- AT2G03410 -1.01 -0.01 -0.03 0.97978397 0.9955 -6.67
247902_at plasma membrane ATPase 3 (prot AHA3 AT5G57350 -1.00 0.00 -0.03 0.97959444 0.9955 -6.67
257210_at hypothetical protein TTL2 AT3G14950 1.00 0.00 0.03 0.97962177 0.9955 -6.67
254289_at putative protein predicted protein, --- AT4G22980 -1.01 -0.01 -0.03 0.97930398 0.9955 -6.67
260559_at putative polygalacturonase --- AT2G43860 1.00 0.00 0.03 0.97949766 0.9955 -6.67
259451_at synaptosomal associated protein (SNAP30 AT1G13890 1.00 0.00 0.03 0.97980842 0.9955 -6.67
252620_at hypothetical protein --- --- -1.00 0.00 -0.03 0.97985226 0.9955 -6.67
256756_at ATPase II, putative similar to GB:A--- AT3G25610 1.00 0.01 0.03 0.98060445 0.9955 -6.67
265853_at putative RING zinc finger protein --- AT2G42360 -1.01 -0.01 -0.03 0.98023854 0.9955 -6.67
261363_at pectinesterase, putative similar to SKS6 AT1G41830 -1.01 -0.02 -0.03 0.98061136 0.9955 -6.67
245130_at putative receptor-like protein kinas --- AT2G45340 1.00 0.00 0.03 0.97998341 0.9955 -6.67
265100_at hypothetical protein predicted by g OSB4 AT1G31010 1.00 0.00 0.03 0.980256 0.9955 -6.67
247295_at putative protein similar to unknown--- AT5G64180 1.00 0.00 0.02 0.98079866 0.9955 -6.67
246762_at cyclin H-like protein cycH (CAK asCYCH;1 AT5G27620 1.00 0.00 0.03 0.98064713 0.9955 -6.67
246136_at peptide transporter - like protein p --- AT5G28470 -1.00 0.00 -0.03 0.9804392 0.9955 -6.67
267402_at putative SF16 protein {Helianthus aIQD6 AT2G26180 1.00 0.00 0.03 0.98075734 0.9955 -6.67
267100_at unknown protein --- AT2G41470 1.00 0.00 0.03 0.98048029 0.9955 -6.67
262670_s_at transposase [Escherichia coli] mus--- --- -1.00 0.00 -0.03 0.98062035 0.9955 -6.67
255315_at hypothetical protein --- --- -1.00 0.00 -0.03 0.98016748 0.9955 -6.67
253936_at STIG1 like protein STIG1 protein ---- AT4G26880 -1.00 0.00 -0.03 0.98008251 0.9955 -6.67
246271_at photosystem II oxygen-evolving co --- AT4G37230 -1.00 0.00 -0.03 0.98055883 0.9955 -6.67
255884_at hypothetical protein predicted by g --- AT1G20310 -1.01 -0.01 -0.02 0.98087283 0.9955 -6.67
264231_at hypothetical protein similar to hypo--- AT1G67450 -1.00 0.00 -0.02 0.98080305 0.9955 -6.67



256338_at hypothetical protein similar to seed--- AT1G72100 -1.00 0.00 -0.02 0.98088164 0.9955 -6.67
245856_at putative protein predicted proteins --- --- 1.00 0.00 0.02 0.98081419 0.9955 -6.67
252240_at putative protein several hypothetica--- AT3G50010 1.00 0.00 0.03 0.98019183 0.9955 -6.67
247230_at putative protein similar to unknown--- AT5G65170 1.00 0.00 0.03 0.98010302 0.9955 -6.67
248413_at putative protein strong similarity to PLE AT5G51600 1.00 0.00 0.03 0.98000387 0.9955 -6.67
266624_s_at phosphoribosyl pyrophosphate syn--- AT1G32380 / -1.00 -0.01 -0.03 0.98073099 0.9955 -6.67
245173_at putative AP2 domain transcription --- AT2G47520 1.01 0.01 0.03 0.98070949 0.9955 -6.67
263795_at putative cyclic nucleotide-regulatedATCNGC14AT2G24610 -1.00 0.00 -0.02 0.98093494 0.9955 -6.67
246061_at RAN GTPase activating protein 2  RANGAP2 AT5G19320 1.00 0.00 0.02 0.98106954 0.9956 -6.67
257976_at putative transcription factor contai PLT1 AT3G20840 -1.00 0.00 -0.02 0.98104905 0.9956 -6.67
259069_at lysyl-tRNA synthetase identical to lATKRS-1 AT3G11710 1.00 0.00 0.02 0.98118631 0.9956 -6.67
249778_at Expressed protein ; supported by f --- AT5G24165 -1.00 0.00 -0.02 0.98139246 0.9957 -6.67
247002_at putative protein strong similarity to HOS15 AT5G67320 1.00 0.00 0.02 0.98143623 0.9957 -6.67
261965_at athila ORF 1, putative similar to at --- --- -1.00 0.00 -0.02 0.98140222 0.9957 -6.67
255392_at hypothetical protein --- --- -1.00 0.00 -0.02 0.98143401 0.9957 -6.67
263970_at putative cytochrome P450 CYP718 AT2G42850 1.00 0.00 0.02 0.98149513 0.9957 -6.67
258394_at unknown protein  ;supported by ful --- AT3G15530 1.00 0.01 0.02 0.98186503 0.9958 -6.67
266288_s_at putative pumilio/Mpt5 family RNA-bAPUM1 AT2G29140 / 1.00 0.00 0.02 0.98192094 0.9958 -6.67
262913_at NADPH-dependent codeinone red--- AT1G59960 -1.01 -0.01 -0.02 0.98179726 0.9958 -6.67
265179_at unknown protein predicted by gene--- AT1G23650 1.00 0.00 0.02 0.98180242 0.9958 -6.67
246234_at putative protein --- AT4G37280 1.00 0.00 0.02 0.9816769 0.9958 -6.67
265519_at hypothetical protein --- AT2G06040 -1.00 0.00 -0.02 0.98193511 0.9958 -6.67
249805_at putative protein similar to unknown--- AT5G23800 -1.00 0.00 -0.02 0.98186941 0.9958 -6.67
246495_at putative protein hypothetical prote --- AT5G16200 -1.01 -0.01 -0.02 0.98169707 0.9958 -6.67
266900_at hypothetical protein predicted by g --- AT2G34610 1.00 0.00 0.02 0.98168787 0.9958 -6.67
262907_at hypothetical protein predicted by g CRR28 AT1G59720 1.00 0.00 0.02 0.98208734 0.9958 -6.67
251792_at probable serine/threonine-specific --- AT3G55550 -1.00 0.00 -0.02 0.98207984 0.9958 -6.67
254489_at putative protein berberine bridge e--- AT4G20800 -1.00 0.00 -0.02 0.98215495 0.9959 -6.67
256242_at actin-like protein contains Pfam proATARP5 AT3G12380 -1.00 0.00 -0.02 0.98220688 0.9959 -6.67
246919_at putative protein hypothetical prote --- AT5G25460 1.01 0.02 0.02 0.98277048 0.9960 -6.67
263756_at putative ubiquitin fusion-degradatio--- AT2G21270 -1.00 0.00 -0.02 0.98271532 0.9960 -6.67
266633_at putative DnaJ protein --- AT2G35540 1.00 0.00 0.02 0.98257129 0.9960 -6.67
267552_at putative purple acid phosphatase pPAP13 AT2G32770 1.00 0.00 0.02 0.98244804 0.9960 -6.67
260040_at Expressed protein ; supported by f IDA AT1G68765 1.01 0.01 0.02 0.98277341 0.9960 -6.67
263857_at unknown protein --- AT2G04380 -1.00 0.00 -0.02 0.98256478 0.9960 -6.67



252028_at hypothetical protein --- AT3G52640 1.00 0.00 0.02 0.98271524 0.9960 -6.67
256811_at serine/threonine-specific protein k --- AT3G21340 1.00 0.00 0.02 0.98260377 0.9960 -6.67
259540_at nodule inception protein, putative --- AT1G20640 1.00 0.00 0.02 0.98249192 0.9960 -6.67
263469_at putative Na+/H+ antiporter ATCHX21 AT2G31910 1.00 0.00 0.02 0.98257384 0.9960 -6.67
248787_at putative protein similar to unknown--- AT5G47420 1.00 0.00 0.02 0.98295875 0.9961 -6.67
258875_at unknown protein  ;supported by ful --- AT3G03160 1.00 0.00 0.02 0.98298263 0.9961 -6.67
261658_at hypothetical protein predicted by g --- AT1G50040 1.00 0.01 0.02 0.98369489 0.9962 -6.67
247488_at putative protein MtN19, Medicago --- AT5G61820 1.00 0.00 0.02 0.98321413 0.9962 -6.67
267567_at putative cytochrome P450 CYP71A13 AT2G30770 -1.01 -0.02 -0.02 0.98485308 0.9962 -6.67
266270_at putative glutathione S-transferase  ATGSTU3 AT2G29470 -1.01 -0.02 -0.02 0.98482195 0.9962 -6.67
252355_at putative protein various predicted --- AT3G48250 1.00 0.00 0.02 0.98416754 0.9962 -6.67
262136_at auxin response factor, putative simARF17 AT1G77850 1.00 0.00 0.02 0.98372248 0.9962 -6.67
263538_at hypothetical protein predicted by g --- AT2G25010 -1.00 0.00 -0.02 0.98363016 0.9962 -6.67
249173_at unknown protein --- AT5G43000 1.00 0.00 0.02 0.98435073 0.9962 -6.67
253695_at arginine methyltransferase (pam1) PRMT11 AT4G29510 -1.00 0.00 -0.02 0.9840277 0.9962 -6.67
255402_at Expressed protein hemf2 AT4G03205 1.00 0.00 0.02 0.98397415 0.9962 -6.67
262246_at leaf development protein Argonaut AGO1 AT1G48410 1.00 0.00 0.02 0.98452178 0.9962 -6.67
265480_at similar to cold acclimation protein WCOR413-PMAT2G15970 -1.00 0.00 -0.02 0.98399036 0.9962 -6.67
254545_at putative protein FKBP-type peptid --- AT4G19830 1.00 0.00 0.02 0.98353408 0.9962 -6.67
248463_at putative protein contains similarity --- AT5G51130 -1.00 -0.01 -0.02 0.98408573 0.9962 -6.67
249069_at unknown protein --- AT5G44010 -1.00 -0.01 -0.02 0.98369093 0.9962 -6.67
245853_at putative protein predicted protein A--- AT5G13500 -1.00 0.00 -0.02 0.98449447 0.9962 -6.67
257939_at monosaccharide transport protein STP4 AT3G19930 -1.00 0.00 -0.02 0.98424037 0.9962 -6.67
244935_at NADH dehydrogenase subunit --- --- 1.00 0.00 0.02 0.98350489 0.9962 -6.67
261599_at hypothetical protein similar to hypo--- AT1G49700 -1.00 0.00 -0.02 0.98449217 0.9962 -6.67
257183_at ABC transporter contains Pfam pro--- AT3G13220 -1.00 0.00 -0.02 0.98392957 0.9962 -6.67
265893_at putative disease resistance protein--- AT2G15040 / -1.00 -0.01 -0.02 0.98469378 0.9962 -6.67
245529_at SEN1 like protein MAA3 AT4G15570 -1.00 0.00 -0.02 0.98465586 0.9962 -6.67
263552_x_at unknown protein proline, tyrosine, --- AT2G24980 1.00 0.00 0.02 0.98481984 0.9962 -6.67
263688_at unknown protein Location of EST --- AT1G26920 1.01 0.01 0.02 0.98423407 0.9962 -6.67
265809_at unknown protein --- AT2G18100 1.00 0.00 0.02 0.9832291 0.9962 -6.67
253780_at protein phosphatase 2C-like prote --- AT4G28400 -1.00 -0.01 -0.02 0.98352224 0.9962 -6.67
251863_at kinesin-like protein kinesin, Synce MRH2 AT3G54870 -1.00 0.00 -0.02 0.98390461 0.9962 -6.67
257134_at hypothetical protein similar to oxido--- AT3G12870 1.00 0.00 0.02 0.98357147 0.9962 -6.67
256264_at unknown protein ; supported by ful --- AT3G12210 -1.00 0.00 -0.02 0.98431736 0.9962 -6.67



257090_at protein kinase, putative contains P--- AT3G20530 -1.00 0.00 -0.02 0.98379322 0.9962 -6.67
264631_at DegP protease contains similarity tDegP3 AT1G65630 1.00 0.00 0.02 0.98463418 0.9962 -6.67
266200_at hypothetical protein predicted by g --- AT2G38920 -1.00 0.00 -0.02 0.98426083 0.9962 -6.67
256769_at protein kinase, putative similar to p--- AT3G13690 1.00 0.00 0.02 0.98483891 0.9962 -6.67
261894_at unknown protein ;supported by full MGT1 AT1G80900 -1.00 0.00 -0.02 0.98484389 0.9962 -6.67
257893_at E2, ubiquitin-conjugating enzyme, UBC32 AT3G17000 -1.00 0.00 -0.02 0.98365626 0.9962 -6.67
264068_at putative homeodomain transcriptio BLH8 AT2G27990 -1.00 0.00 -0.02 0.98467568 0.9962 -6.67
251574_at putative protein GLUCAN ENDO-1PDCB5 AT3G58100 -1.00 0.00 -0.02 0.98447964 0.9962 -6.67
248166_at putative protein contains similarity --- AT5G54520 1.00 0.00 0.02 0.98443211 0.9962 -6.67
253323_at putative protein protein phosphata--- AT4G33920 -1.00 -0.01 -0.02 0.98361597 0.9962 -6.67
247570_at putative protein heparanase, HomAtGUS1 AT5G61250 -1.00 -0.01 -0.02 0.98341385 0.9962 -6.67
266756_at putative cytochrome P450 CYP709B2 AT2G46950 -1.01 -0.01 -0.02 0.98443733 0.9962 -6.67
263245_at hypothetical protein predicted by g --- AT2G31470 1.00 0.00 0.02 0.98446721 0.9962 -6.67
262230_at alpha-xylosidase precursor identicaXYL1 AT1G68560 1.00 0.01 0.02 0.98510055 0.9962 -6.67
253135_at cytoplasmatic aconitate hydratase --- AT4G35830 1.00 0.00 0.02 0.98504173 0.9962 -6.67
246312_at G-protein, putative contains Pfam XLG3 AT1G31930 1.00 0.01 0.02 0.9851004 0.9962 -6.67
260957_at delta 9 desaturase identical to deltaADS1 AT1G06080 1.00 0.00 0.02 0.98501979 0.9962 -6.67
265839_at putative serpin --- AT2G14540 -1.00 0.00 -0.02 0.98508076 0.9962 -6.67
253424_at putative protein ; supported by cDN--- AT4G32330 1.00 0.00 0.02 0.9856973 0.9962 -6.67
257365_x_at putative antifungal protein PDF1.2b AT2G26020 1.01 0.01 0.02 0.98544555 0.9962 -6.67
259677_at putative phosphatidylinositol-4-pho--- AT1G77740 -1.00 0.00 -0.02 0.98569158 0.9962 -6.67
260645_at hypothetical protein predicted by g TTL1 AT1G53300 1.00 0.00 0.02 0.98565636 0.9962 -6.67
263605_at hypothetical protein predicted by g --- AT2G16485 -1.00 0.00 -0.02 0.98565253 0.9962 -6.67
249557_at receptor serine/threonine kinase P PR5K AT5G38280 1.00 0.00 0.02 0.98522005 0.9962 -6.67
249407_at putative protein predicted proteins --- AT5G40320 -1.00 0.00 -0.02 0.98572521 0.9962 -6.67
262546_at iron-regulated transporter protein, ZIP10 AT1G31260 1.00 0.00 0.02 0.98531938 0.9962 -6.67
254268_at putative protein FAF1, Mus muscu--- AT4G23040 -1.00 0.00 -0.02 0.98527103 0.9962 -6.67
248459_at putative protein similar to unknownCRL AT5G51020 1.00 0.00 0.02 0.98543084 0.9962 -6.67
246363_at hypothetical protein --- AT1G40390 -1.00 0.00 -0.02 0.98528829 0.9962 -6.67
254024_at putative pathogenesis-related prot--- AT4G25780 1.00 0.00 0.02 0.9856469 0.9962 -6.67
246556_at putative protein hypothetical prote --- AT5G15480 -1.00 0.00 -0.02 0.98546557 0.9962 -6.67
263272_at hypothetical protein predicted by g --- --- 1.00 0.00 0.02 0.98546868 0.9962 -6.67
251252_at putative protein several hypothetica--- AT3G62230 1.00 0.00 0.02 0.98583521 0.9963 -6.67
252372_at aldehyde dehydrogenase (NAD+)-ALDH2B4 AT3G48000 -1.00 0.00 -0.02 0.98591463 0.9963 -6.67
250420_at HY5(bZIP transcription factor famil HY5 AT5G11260 -1.00 0.00 -0.02 0.98601279 0.9964 -6.67



250967_at putative protein In2, Zea mays, EM--- AT5G02790 -1.00 0.00 -0.02 0.98625415 0.9965 -6.67
263170_at putative peroxisome assembly factPEX6 AT1G03000 -1.00 0.00 -0.02 0.98623005 0.9965 -6.67
260084_at chromatin structure regulator, puta--- AT1G63210 1.00 0.00 0.02 0.98616879 0.9965 -6.67
249724_at disease resistance protein --- AT5G35450 1.00 0.00 0.02 0.98635114 0.9965 -6.67
253223_at L-ascorbate peroxidase ;supportedAPX3 AT4G35000 1.00 0.00 0.02 0.98634388 0.9965 -6.67
246967_at FPF1 protein FPF1 AT5G24860 -1.00 0.00 -0.02 0.98643696 0.9965 -6.67
253324_at Expressed protein ; supported by f --- AT4G33940 -1.00 0.00 -0.02 0.98651889 0.9966 -6.67
245977_at glucose-6-phosphate 1-dehydroge G6PD2 AT5G13110 1.00 0.00 0.02 0.98661613 0.9966 -6.67
260628_at hypothetical protein predicted by g --- AT1G62320 -1.00 0.00 -0.02 0.98669918 0.9967 -6.67
255690_at probable cytochrome P450 CYP86A2 AT4G00360 -1.01 -0.01 -0.02 0.98689032 0.9967 -6.67
259969_at putative pyrophosphate-dependent--- AT1G76550 1.00 0.00 0.02 0.98683079 0.9967 -6.67
262177_at isochorismate synthase (icsI) idenEDS16 AT1G74710 -1.00 -0.01 -0.02 0.98689946 0.9967 -6.67
253341_at putative protein  ; supported by cD --- AT4G33410 -1.00 0.00 -0.02 0.98684706 0.9967 -6.67
249894_at unknown protein  ; supported by cD--- AT5G22580 1.02 0.03 0.02 0.98701349 0.9967 -6.67
255649_at contains region of similarity to mou--- AT4G00920 1.00 0.00 0.02 0.98701555 0.9967 -6.67
266709_at unknown protein  ;supported by ful ATSPP AT2G03120 -1.00 0.00 -0.02 0.98707013 0.9967 -6.67
261047_at hypothetical protein predicted by g APUM22 AT1G01410 1.00 0.00 0.02 0.98721648 0.9968 -6.67
258561_at putative hexose transporter similar STP6 AT3G05960 1.00 0.00 0.02 0.98718314 0.9968 -6.67
251169_at putative protein putative protein AtMARD1 AT3G63210 -1.00 0.00 -0.02 0.98748562 0.9969 -6.67
263301_x_at hypothetical protein predicted by g --- --- -1.00 0.00 -0.02 0.98746908 0.9969 -6.67
257605_at hypothetical protein predicted by g --- AT3G13840 -1.00 0.00 -0.02 0.98748597 0.9969 -6.67
254465_at tapetum-specific A3 like protein Ar--- AT4G20420 -1.00 0.00 -0.02 0.98736216 0.9969 -6.67
257195_at hypothetical protein predicted by g --- AT3G23680 -1.00 0.00 -0.02 0.98755612 0.9969 -6.67
263495_at cold-regulated protein cor15b prec COR15B AT2G42530 1.00 0.01 0.02 0.98766914 0.9970 -6.67
246286_at unknown protein --- AT1G31910 1.00 0.00 0.02 0.98778082 0.9970 -6.67
264921_at RNA binding protein, putative simi --- AT1G60650 -1.00 0.00 -0.02 0.98780822 0.9970 -6.67
245485_at  proline-rich, APG like protein  --- AT4G16230 -1.00 0.00 -0.02 0.98785051 0.9970 -6.67
263755_at unknown protein  ;supported by ful --- AT2G21340 1.00 0.00 0.02 0.98788966 0.9970 -6.67
257678_at RNA helicase, putative contains PRTL2 AT3G20420 1.00 0.00 0.02 0.98801742 0.9970 -6.67
264352_at unknown protein Strong similarity t --- AT1G03270 -1.00 0.00 -0.02 0.9880329 0.9970 -6.67
254736_at putative disease resistance protein--- AT4G13820 -1.00 0.00 -0.02 0.98801565 0.9970 -6.67
255841_at putative tyrosine-specific transport --- AT2G33260 -1.00 0.00 -0.02 0.98792006 0.9970 -6.67
250328_at putative protein --- AT5G11780 1.00 0.00 0.02 0.98825751 0.9972 -6.67
264822_at putative ribonucleoprotein --- AT1G03457 1.00 0.00 0.02 0.9883619 0.9972 -6.67
251800_at putative protein various predicted pRBL AT3G55510 -1.00 0.00 -0.02 0.9884334 0.9973 -6.67



266582_at unknown protein  ; supported by cD--- AT2G46090 1.00 0.00 0.01 0.98847449 0.9973 -6.67
255445_at hypothetical protein --- AT4G02740 1.00 0.00 0.01 0.98857987 0.9973 -6.67
258179_at integral membrane protein, putativ--- AT3G21690 -1.00 0.00 -0.01 0.98871293 0.9974 -6.67
247400_at putative protein  ;supported by full- --- AT5G62840 1.00 0.00 0.01 0.98883626 0.9975 -6.67
253198_at putative protein various predicted p--- AT4G35360 1.00 0.00 0.01 0.98885663 0.9975 -6.67
264409_s_at hypothetical protein similar to hypo--- --- 1.00 0.00 0.01 0.9889751 0.9975 -6.67
265942_at putative casein kinase I  ;supportedckl5 AT2G19470 1.00 0.00 0.01 0.98915605 0.9976 -6.67
254877_at putative protein threonine dehydraATSR AT4G11640 -1.00 0.00 -0.01 0.98916871 0.9976 -6.67
253436_at ubiquinol-cytochrome c reductase --- AT4G32470 -1.00 0.00 -0.01 0.98920019 0.9976 -6.67
262872_at hypothetical protein predicted by g --- AT1G64690 -1.00 0.00 -0.01 0.98938745 0.9977 -6.67
256139_at Nt-gh3 deduced protein, putative s--- AT1G48660 1.00 0.00 0.01 0.9894068 0.9977 -6.67
248614_at putative protein similar to unknown--- AT5G49560 -1.00 0.00 -0.01 0.98940828 0.9977 -6.67
266076_at ATP-dependent RNA helicase ide --- AT2G40700 1.00 0.00 0.01 0.98969554 0.9977 -6.67
259994_at putative C2H2-type zinc finger proAtIDD14 AT1G68130 / 1.00 0.00 0.01 0.98950677 0.9977 -6.67
247432_at microtubule-associated protein EB ATEB1B AT5G62500 -1.00 0.00 -0.01 0.98969696 0.9977 -6.67
256547_at receptor-like serine/threonine kina --- AT3G14840 1.00 0.00 0.01 0.98959522 0.9977 -6.67
256896_at hypothetical protein predicted by g --- AT3G24630 -1.00 0.00 -0.01 0.98973497 0.9977 -6.67
256282_at unknown protein --- AT3G12550 -1.00 0.00 -0.01 0.98962 0.9977 -6.67
257428_at hypothetical protein predicted by g --- AT1G78990 -1.00 0.00 -0.01 0.98957513 0.9977 -6.67
249360_at putative protein KIAA0409 protein --- AT5G40530 1.00 0.00 0.01 0.98985276 0.9978 -6.67
257395_at putative salt-inducible protein --- AT2G15630 -1.00 0.00 -0.01 0.98995916 0.9979 -6.67
265877_at unknown protein  ; supported by cDBZIP34 AT2G42380 -1.00 0.00 -0.01 0.99040144 0.9979 -6.67
253027_at putative protein leaf protein (PnC4--- AT4G38150 -1.00 0.00 -0.01 0.99024552 0.9979 -6.67
251138_at putative protein various predicted p--- AT5G01160 1.00 0.00 0.01 0.990383 0.9979 -6.67
253265_at putative protein RING-finger prote --- AT4G34040 1.00 0.00 0.01 0.99026461 0.9979 -6.67
252802_at putative protein --- --- -1.00 0.00 -0.01 0.99030029 0.9979 -6.67
259045_at calmodulin-like protein similar to c --- AT3G03410 1.00 0.00 0.01 0.99007636 0.9979 -6.67
254204_at putative protein CGI-58 protein - H--- AT4G24160 -1.00 0.00 -0.01 0.99022006 0.9979 -6.67
245772_at hypothetical protein similar to putat--- AT1G30300 -1.00 0.00 -0.01 0.99031502 0.9979 -6.67
258734_at putative DNA-binding protein simila--- AT3G05860 1.00 0.00 0.01 0.99030638 0.9979 -6.67
260924_at hypothetical protein similar to Pto k--- AT1G21590 1.00 0.00 0.01 0.99061845 0.9980 -6.67
253042_at formamidase - like protein formam--- AT4G37550 -1.00 0.00 -0.01 0.99096325 0.9980 -6.67
266330_at unknown protein  ; supported by cDMLP329 AT2G01530 1.00 0.00 0.01 0.99073728 0.9980 -6.67
258219_at thioredoxin, putative similar to THIATTDX AT3G17880 -1.00 0.00 -0.01 0.99157807 0.9980 -6.67
250674_at laccase-like protein laccase - PopuLAC13 AT5G07130 -1.00 0.00 -0.01 0.99140012 0.9980 -6.67



252260_at putative protein several hypothetica--- AT3G49480 -1.00 0.00 -0.01 0.99150193 0.9980 -6.67
267636_at hypothetical protein predicted by g --- AT2G42110 1.00 0.00 0.01 0.99134347 0.9980 -6.67
257347_at  pseudogene, gene_id:K17E7.6  --- --- -1.00 0.00 -0.01 0.99091681 0.9980 -6.67
256712_at unknown protein similar to T14G11--- AT2G34020 1.00 0.00 0.01 0.99104344 0.9980 -6.67
264703_at serine threonine protein phosphataPP2A AT1G69960 -1.00 0.00 -0.01 0.99145805 0.9980 -6.67
255712_at hypothetical protein similar to A. th --- AT4G00280 -1.00 0.00 -0.01 0.99155791 0.9980 -6.67
249603_at putative protein predicted proteins --- AT5G37210 1.00 0.00 0.01 0.9914926 0.9980 -6.67
264241_at hypothetical protein contains simila--- AT1G54840 -1.00 0.00 -0.01 0.99111428 0.9980 -6.67
260421_at acid phosphatase, putative similarSBH1 AT1G69640 1.00 0.00 0.01 0.99104978 0.9980 -6.67
248742_at unknown protein --- AT5G48200 1.00 0.00 0.01 0.99061505 0.9980 -6.67
250432_at putative protein various predicted --- AT5G10420 1.00 0.00 0.01 0.99084624 0.9980 -6.67
261943_at plasma membrane ATPase, putat AHA9 AT1G80660 1.00 0.00 0.01 0.99077593 0.9980 -6.67
247047_at putative protein contains similarity --- AT5G66650 1.00 0.01 0.01 0.99090232 0.9980 -6.67
253345_at putative protein BCA5 AT4G33580 -1.00 0.00 -0.01 0.99141568 0.9980 -6.67
262078_at hypothetical protein predicted by g CW7 AT1G59520 -1.00 0.00 -0.01 0.99147163 0.9980 -6.67
261868_s_at hypothetical protein contains simila--- AT1G11450 / 1.00 0.00 0.01 0.99107268 0.9980 -6.67
251440_at SKP1/ASK1 (At13), putative similaASK13 AT3G60010 1.00 0.00 0.01 0.99062234 0.9980 -6.67
254632_at putative protein predicted protein, --- AT4G18630 1.00 0.00 0.01 0.99115576 0.9980 -6.67
245203_at hypothetical protein similar to prote--- --- 1.00 0.00 0.01 0.99146475 0.9980 -6.67
255217_s_at hypothetical protein --- --- -1.00 0.00 -0.01 0.99149819 0.9980 -6.67
265995_at hypothetical protein predicted by g --- AT2G24140 1.00 0.00 0.01 0.99170889 0.9981 -6.67
247439_at plasma membrane proton ATPase AHA11 AT5G62670 -1.00 0.00 -0.01 0.99176983 0.9981 -6.67
246149_at peroxidase ATP N  ;supported by f --- AT5G19890 1.00 0.01 0.01 0.99190173 0.9982 -6.67
255614_at putative myb-related DNA-binding --- AT4G01280 -1.00 0.00 -0.01 0.99198944 0.9982 -6.67
266601_at hypothetical protein predicted by g --- AT2G46060 -1.00 0.00 -0.01 0.99213251 0.9983 -6.67
257434_at hypothetical protein predicted by g --- AT2G21740 1.00 0.00 0.01 0.99212149 0.9983 -6.67
251027_at putative protein hypothetical prote --- AT5G02210 1.00 0.00 0.01 0.99211546 0.9983 -6.67
261858_at Expressed protein ; supported by f --- AT1G50570 -1.00 0.00 -0.01 0.9923786 0.9983 -6.67
250741_at putative protein contains similarity --- AT5G05790 -1.00 0.00 -0.01 0.99233416 0.9983 -6.67
250583_at zinc finger transcription factor  ; su PEI1 AT5G07500 1.00 0.00 0.01 0.99237844 0.9983 -6.67
261327_at transcription factor, putative conta --- AT1G44830 -1.00 -0.01 -0.01 0.99236761 0.9983 -6.67
250736_s_at putative protein contains similarity --- AT1G01350 / 1.00 0.00 0.01 0.99230701 0.9983 -6.67
256024_at unknown protein contains Pfam proZF14 AT1G58340 1.00 0.00 0.01 0.99249655 0.9983 -6.67
259691_at hypothetical protein predicted by g --- AT1G63200 1.00 0.00 0.01 0.99244831 0.9983 -6.67
259183_at hypothetical protein similar to putat--- AT3G01580 -1.00 0.00 -0.01 0.99250487 0.9983 -6.67



264321_at unknown protein Contains similarit --- AT1G04200 1.00 0.00 0.01 0.99289203 0.9983 -6.67
259444_at hypothetical protein predicted by g --- AT1G02370 -1.00 0.00 -0.01 0.99261799 0.9983 -6.67
259321_at unknown protein GAUT13 AT3G01040 -1.00 0.00 -0.01 0.9927976 0.9983 -6.67
247471_at putative protein receptor-like proteERL1 AT5G62230 1.00 0.00 0.01 0.99286682 0.9983 -6.67
257643_at AP2 domain transcription factor co--- AT3G25730 1.00 0.00 0.01 0.99286229 0.9983 -6.67
263057_at hypothetical protein predicted by g --- AT2G09840 -1.00 0.00 -0.01 0.99291294 0.9983 -6.67
264477_at amp-binding protein, putative simi --- AT1G77240 1.00 0.00 0.01 0.99279248 0.9983 -6.67
259214_at Expressed protein ; supported by f --- AT3G09085 -1.00 0.00 -0.01 0.99276296 0.9983 -6.67
266775_at putative SCARECROW gene regul--- AT2G29060 1.00 0.00 0.01 0.99323927 0.9984 -6.67
245318_at Expressed protein ; supported by f --- AT4G16980 1.00 0.01 0.01 0.99326336 0.9984 -6.67
245341_at Expressed protein ; supported by f --- AT4G16447 1.00 0.00 0.01 0.99323603 0.9984 -6.67
263792_at putative retroelement pol polyprote--- --- -1.00 0.00 -0.01 0.993014 0.9984 -6.67
259921_at putative protein kinase similar to pr--- AT1G72540 -1.00 0.00 -0.01 0.99310592 0.9984 -6.67
261067_at lectin, putative contains Pfam prof --- AT1G07460 1.00 0.00 0.01 0.99309566 0.9984 -6.67
245085_at putative poly(A) binding protein  ; sPAB4 AT2G23350 -1.00 0.00 -0.01 0.99313977 0.9984 -6.67
266922_s_at SKP1/ASK1-related, putative similASK20 AT2G45950 / -1.00 0.00 -0.01 0.99348831 0.9986 -6.67
262956_at eukaryotic translation initiation fac EIF4A-2 AT1G54270 -1.00 0.00 -0.01 0.99356612 0.9986 -6.67
251281_at putative protein hypothetical prote AGP20 AT3G61640 -1.00 0.00 -0.01 0.99376634 0.9987 -6.67
253240_at putative ketoacyl-CoA synthase faKCS17 AT4G34510 1.00 0.00 0.01 0.99388357 0.9987 -6.67
262840_at linker histone protein, putative conHMGA AT1G14900 1.00 0.00 0.01 0.99379384 0.9987 -6.67
257785_at geranylgeranylated protein, putativMUB4 AT3G26980 1.00 0.00 0.01 0.99375069 0.9987 -6.67
248428_at protein phosphatase-2C; PP2C-likeAHG1 AT5G51760 1.00 0.00 0.01 0.99389849 0.9987 -6.67
267593_at similar to disease resistance proteiAtRLP25 AT2G33030 -1.00 0.00 -0.01 0.99381959 0.9987 -6.67
264635_at unknown protein ;supported by full --- AT1G65500 -1.00 0.00 -0.01 0.99488769 0.9990 -6.67
247497_at Peter Pan - like protein Peter Pan PPAN AT5G61770 -1.00 0.00 -0.01 0.99510858 0.9990 -6.67
265187_at putative ADP-ribosylation factor  ; s--- AT1G23490 / 1.00 0.00 0.01 0.99514429 0.9990 -6.67
259936_at putative UDP-glucose:glycoproteinEBS1 AT1G71220 -1.00 0.00 -0.01 0.99505769 0.9990 -6.67
267520_at putative integral membrane protein--- AT2G30460 1.00 0.00 0.01 0.99459707 0.9990 -6.67
257886_at pectinesterase, putative similar to --- AT3G17060 -1.00 0.00 -0.01 0.99549332 0.9990 -6.67
258056_at hypothetical protein similar to GB:A--- AT3G29010 1.00 0.00 0.01 0.99449858 0.9990 -6.67
246835_at putative protein putative APC11 a --- AT5G26640 1.00 0.00 0.01 0.99528442 0.9990 -6.67
260556_at putative endochitinase --- AT2G43620 -1.00 0.00 -0.01 0.9952776 0.9990 -6.67
256819_at unknown protein contains Pfam pro--- AT3G21390 -1.00 0.00 -0.01 0.9951079 0.9990 -6.67
261126_at TATA binding protein-associated fTAF6 AT1G04950 1.00 0.00 0.01 0.99572094 0.9990 -6.67
265543_at unknown protein --- AT2G28270 1.00 0.00 0.01 0.99572013 0.9990 -6.67



260717_at serine/threonine phosphatase PP7--- AT1G48120 1.00 0.00 0.01 0.99508365 0.9990 -6.67
250796_at putative protein similar to unknown--- AT5G05300 1.00 0.00 0.01 0.99543405 0.9990 -6.67
267255_at putative Ca2+-ATPase --- AT2G22950 -1.00 0.00 -0.01 0.9946191 0.9990 -6.67
261910_at zinc finger protein identical to GB:AZFP1 AT1G80730 1.00 0.00 0.01 0.99474916 0.9990 -6.67
256176_at hypothetical protein predicted by g ATEXO70GAT1G51640 -1.00 0.00 -0.01 0.99469748 0.9990 -6.67
267641_at Argonaute (AGO1)-like protein AGO6 AT2G32940 1.00 0.00 0.01 0.99474834 0.9990 -6.67
252342_at endo-polygalacturonase - like prot --- AT3G48950 1.00 0.00 0.01 0.99571028 0.9990 -6.67
258969_at hypothetical protein predicted by g--- AT3G10680 -1.00 0.00 -0.01 0.99471248 0.9990 -6.67
252138_at peroxidase-like protein peroxidase--- AT3G50990 -1.00 0.00 -0.01 0.994853 0.9990 -6.67
248670_at receptor protein kinase-like protein --- AT5G48740 1.00 0.00 0.01 0.99493537 0.9990 -6.67
247530_at glycosylasparaginase - like protein--- AT5G61540 -1.00 0.00 -0.01 0.99499824 0.9990 -6.67
253744_s_at putative protein hypothetical prote --- --- 1.00 0.00 0.01 0.99506276 0.9990 -6.67
255206_at putative transposon protein --- --- 1.00 0.00 0.01 0.99564132 0.9990 -6.67
252689_at putative protein predicted proteins --- AT3G44030 -1.00 0.00 -0.01 0.99526407 0.9990 -6.67
264500_at hypothetical protein predicted by g --- AT1G09370 1.00 0.00 0.01 0.9954088 0.9990 -6.67
263540_at unknown protein --- AT2G24780 -1.00 0.00 -0.01 0.99432177 0.9990 -6.67
251811_at APETALA2 - like protein APETALASMZ AT3G54990 1.00 0.00 0.01 0.99505632 0.9990 -6.67
251682_s_at hypothetical protein --- AT3G57110 / -1.00 0.00 -0.01 0.99495852 0.9990 -6.67
249588_at protein kinase - like protein Pto kin--- AT5G37790 1.00 0.00 0.01 0.99556327 0.9990 -6.67
259854_at RING-H2 zinc finger protein ATL3 --- AT1G72200 1.00 0.00 0.01 0.99539819 0.9990 -6.67
262408_at protein phosphatase type 2C, puta--- AT1G34750 -1.00 0.00 -0.01 0.99527316 0.9990 -6.67
263257_at putative DNA polymerase Beta sim--- AT1G10520 -1.00 0.00 -0.01 0.99475029 0.9990 -6.67
245381_at MYB transcription factor like protei MYB39 AT4G17785 -1.00 0.00 -0.01 0.99567426 0.9990 -6.67
247079_at Expressed protein ; supported by cAKRP AT5G66055 -1.00 0.00 -0.01 0.99590139 0.9991 -6.67
250478_at non-phototropic hypocotyl 3-like p DOT3 AT5G10250 1.00 0.00 0.00 0.99618575 0.9993 -6.67
253528_s_at putative protein bcop gene produc--- AT4G31480 / 1.00 0.00 0.00 0.99652884 0.9993 -6.67
254334_at predicted protein --- AT4G22760 -1.00 0.00 0.00 0.99645485 0.9993 -6.67
262421_at hypothetical protein predicted by g --- AT1G50290 -1.00 0.00 0.00 0.99631706 0.9993 -6.67
250055_at NADH-cytochrome b5 reductase  ; ATCBR AT5G17770 1.00 0.00 0.00 0.9961976 0.9993 -6.67
247443_at putative protein predicted proteins --- AT5G62720 1.00 0.00 0.00 0.99615826 0.9993 -6.67
249570_at hypothetical protein --- AT5G38080 -1.00 0.00 0.00 0.99652992 0.9993 -6.67
266618_at unknown protein --- AT2G35480 -1.00 0.00 0.00 0.99657001 0.9993 -6.67
247394_at putative protein predicted proteins --- AT5G62860 1.00 0.00 0.00 0.99645109 0.9993 -6.67
263816_at putative CCHC-type zinc finger pro--- --- 1.00 0.00 0.00 0.99659046 0.9993 -6.67
245461_at hypothetical protein --- AT4G17000 -1.00 0.00 0.00 0.99626876 0.9993 -6.67



251947_at putative protein various predicted --- AT3G53550 1.00 0.00 0.00 0.99641581 0.9993 -6.67
262683_at anter-specific proline-rich -like prot --- AT1G75920 1.00 0.00 0.00 0.99674749 0.9994 -6.67
261124_at hypothetical protein predicted by g --- AT1G04900 1.00 0.00 0.00 0.9975161 0.9994 -6.67
265718_at putative WRKY DNA-binding prote WRKY3 AT2G03340 -1.00 0.00 0.00 0.99716972 0.9994 -6.67
261300_at hypothetical protein predicted by g --- AT1G48560 -1.00 0.00 0.00 0.99716972 0.9994 -6.67
264490_at putative protein import receptor simTOM20-2 AT1G27390 1.00 0.00 0.00 0.99722335 0.9994 -6.67
262778_at hypothetical protein predicted by g --- AT1G13050 -1.00 0.00 0.00 0.99682711 0.9994 -6.67
262253_s_at unknown protein contains similarity--- AT1G53880 / 1.00 0.00 0.00 0.99774861 0.9994 -6.67
257182_s_at crn-like protein similar to crn GB:CA--- AT3G13210 / 1.00 0.00 0.00 0.99728723 0.9994 -6.67
263344_at unknown protein  ;supported by ful --- AT2G04940 1.00 0.00 0.00 0.99731667 0.9994 -6.67
260841_at Expressed protein ; supported by f --- AT1G29195 -1.00 0.00 0.00 0.99777316 0.9994 -6.67
264547_at unknown protein ; supported by cDCLC-F AT1G55620 1.00 0.00 0.00 0.99697685 0.9994 -6.67
249705_at serine/threonine protein kinase-like--- AT5G35580 1.00 0.00 0.00 0.9977853 0.9994 -6.67
259332_at putative auxin-induced protein sim --- AT3G03830 -1.00 0.00 0.00 0.99764555 0.9994 -6.67
266532_at putative glucosyltransferase  ;supp--- AT2G16890 -1.00 0.00 0.00 0.99711698 0.9994 -6.67
265632_at hypothetical protein predicted by g --- AT2G14290 -1.00 0.00 0.00 0.99776075 0.9994 -6.67
252259_at putative protein acidic ribosomal p--- AT3G49460 1.00 0.00 0.00 0.99759384 0.9994 -6.67
256907_at hydoxyethylthiazole kinase, putativ--- AT3G24030 1.00 0.00 0.00 0.99770476 0.9994 -6.67
256053_at UDP-glucose glucosyltransferase,UGT71C3 AT1G07260 1.00 0.00 0.00 0.99708077 0.9994 -6.67
256762_at Expressed protein ; supported by f IDL1 AT3G25655 -1.00 0.00 0.00 0.99737491 0.9994 -6.67
250630_at hypothetical protein --- AT5G07400 1.00 0.00 0.00 0.99747408 0.9994 -6.67
247772_at putative protein various predicted --- AT5G58610 -1.00 0.00 0.00 0.99749893 0.9994 -6.67
261706_at hypothetical protein similar to hypo--- --- -1.00 0.00 0.00 0.9974294 0.9994 -6.67
264104_at En/Spm-like transposon protein rel --- --- 1.00 0.00 0.00 0.99777639 0.9994 -6.67
251568_at putative protein several hypothetica--- AT3G58280 1.00 0.00 0.00 0.99692554 0.9994 -6.67
263689_at ribonuclease, RNS3 identical to ribRNS3 AT1G26820 1.00 0.00 0.00 0.99809602 0.9995 -6.67
265289_at unknown protein predicted by gens--- AT2G22690 -1.00 0.00 0.00 0.99801911 0.9995 -6.67
261128_at ubiquitin-specific protease 2 (UBP2UBP2 AT1G04860 1.00 0.00 0.00 0.99804541 0.9995 -6.67
256464_at late-embryogenesis abundant prot--- AT1G32560 1.00 0.00 0.00 0.99792598 0.9995 -6.67
250772_at putative protein contains similarity --- AT5G05420 -1.00 0.00 0.00 0.99806274 0.9995 -6.67
252614_at serpin-like protein serpin - Hordeu--- AT3G45220 -1.00 0.00 0.00 0.99791223 0.9995 -6.67
248827_at calcium sensor protein, calcineurinCBL9 AT5G47100 -1.00 0.00 0.00 0.99824061 0.9995 -6.67
267451_at putative AP2 domain transcription --- AT2G33710 1.00 0.00 0.00 0.99815796 0.9995 -6.67
249280_at unknown protein --- AT5G41940 -1.00 0.00 0.00 0.99824429 0.9995 -6.67
245035_at unknown protein similar to GP|224 ATARD3 AT2G26400 1.00 0.00 0.00 0.99833434 0.9995 -6.67



257202_at receptor-like kinase, putative simil --- AT3G23750 1.00 0.00 0.00 0.99847958 0.9996 -6.67
261708_at unknown protein similar to hypothe--- AT1G32740 -1.00 0.00 0.00 0.99869272 0.9996 -6.67
262559_at unknown protein similar to hypothe--- AT1G31300 -1.00 0.00 0.00 0.99909547 0.9996 -6.67
261507_at RIBOSOMAL PROTEIN, putative --- AT1G71720 -1.00 0.00 0.00 0.99849189 0.9996 -6.67
258026_at abscisic acid responsive elements-ABF4 AT3G19290 1.00 0.00 0.00 0.99888625 0.9996 -6.67
263994_at putative VSF-1-like b-ZIP transcrip --- AT2G12900 1.00 0.00 0.00 0.99924682 0.9996 -6.67
258704_at putative protein kinase similar to P CCR1 AT3G09780 -1.00 0.00 0.00 0.99923881 0.9996 -6.67
263773_at putative xylulose kinase --- AT2G21370 -1.00 0.00 0.00 0.99901933 0.9996 -6.67
251168_at putative protein several hypothetica--- AT3G63370 1.00 0.00 0.00 0.99873336 0.9996 -6.67
250051_at MYB56 R2R3-MYB factor family mAtMYB56 AT5G17800 1.00 0.00 0.00 0.99856697 0.9996 -6.67
255470_at hypothetical protein --- AT4G03040 -1.00 0.00 0.00 0.99917237 0.9996 -6.67
254530_at small GTP-binding protein - like G ARA7 AT4G19640 -1.00 0.00 0.00 0.9991156 0.9996 -6.67
265813_at putative NAM (no apical meristem VND1 AT2G18060 1.00 0.00 0.00 0.99866432 0.9996 -6.67
248598_at putative protein contains similarity --- AT5G49370 -1.00 0.00 0.00 0.99863068 0.9996 -6.67
262642_at hypothetical protein predicted by g --- AT1G62690 1.00 0.00 0.00 0.99909956 0.9996 -6.67
248902_at unknown protein --- AT5G46440 1.00 0.00 0.00 0.99877071 0.9996 -6.67
261066_at hypothetical protein predicted by g --- AT1G07485 1.00 0.00 0.00 0.9989269 0.9996 -6.67
255354_at putative transposon protein --- --- -1.00 0.00 0.00 0.99914298 0.9996 -6.67
255383_at hypothetical protein --- AT4G03570 1.00 0.00 0.00 0.99914467 0.9996 -6.67
259726_at Expressed protein ; supported by f SCRL6 AT1G60985 1.00 0.00 0.00 0.99903639 0.9996 -6.67
259625_at glyceraldehyde-3-phosphate dehyGAPB AT1G42970 -1.00 0.00 0.00 0.99933508 0.9996 -6.67
261962_s_at hypothetical protein predicted by g --- --- 1.00 0.00 0.00 0.9994464 0.9997 -6.67
252389_at Expressed protein ; supported by f --- AT3G47833 -1.00 0.00 0.00 0.99957225 0.9997 -6.67
250280_at putative protein many predicted pr--- AT5G13230 -1.00 0.00 0.00 0.99974463 0.9999 -6.67
249068_at putative protein similar to unknownPDLP1 AT5G43980 1.00 0.00 0.00 0.99990249 1.0000 -6.67
247779_at putative protein damage-specific DDDB2 AT5G58760 1.00 0.00 0.00 0.99997198 1.0000 -6.67
252170_at hypothetical protein  ; supported byHR4 AT3G26560 / 1.00 0.00 0.00 1 1.0000 -6.67



mut.72 vs wt.72
ID Description Gene Sym AGI FC logFC t P.Value adj.P.Val B
262595_at putative ethylene responsive element Si SHN1 AT1G15360 313.40 8.29 71.28 6.12E-11 0.000001 10.16
257774_at  short-chain alcohol dehydrogenase, put--- AT3G29250 16.74 4.07 28.10 3.14E-08 0.000358 8.41
253101_at cytochrome P450 monooxygenase (CYPCYP91A2 AT4G37430 22.14 4.47 20.03 3.00E-07 0.002279 7.07
248701_at ligand-gated ion channel protein-like; gluGLR1.3 AT5G48410 4.53 2.18 18.33 5.40E-07 0.002314 6.65
262811_at unknown protein ESTs gb|R65381 and g--- AT1G11700 -4.93 -2.30 -18.73 4.68E-07 0.002314 6.76
256771_at unknown protein --- AT3G13700 / 3.46 1.79 17.65 6.92E-07 0.002314 6.47
260408_at putative thioredoxin similar to thioredoxi ATH8 AT1G69880 5.37 2.42 17.58 7.10E-07 0.002314 6.45
266967_at unknown protein --- AT2G39530 3.12 1.64 17.07 8.63E-07 0.002462 6.30
259272_at unknown protein similar to hypothetical p--- AT3G01290 4.88 2.29 16.41 1.12E-06 0.002585 6.10
261335_at  nodulin protein, putative similar to GB:2--- AT1G44800 2.80 1.48 16.38 1.13E-06 0.002585 6.09
259150_at unknown protein similar to unknown pro --- AT3G10320 3.15 1.66 15.54 1.60E-06 0.002832 5.81
263475_at Expressed protein ; supported by full-len--- AT2G31945 4.19 2.07 15.52 1.61E-06 0.002832 5.80
262599_at  unknown protein ESTs gb|R65145, gb|N--- AT1G15350 3.39 1.76 15.66 1.52E-06 0.002832 5.85
263809_at putative GDSL-motif lipase/hydrolase sim--- AT2G04570 18.27 4.19 15.32 1.76E-06 0.002866 5.73
256964_at unknown protein  ;supported by full-lengAGP12 AT3G13520 3.53 1.82 14.47 2.56E-06 0.003241 5.42
248700_at ligand-gated ion channel protein-like; gluATGLR1.2 AT5G48400 3.89 1.96 14.50 2.53E-06 0.003241 5.43
265724_at hypothetical protein predicted by genscaOFP16 AT2G32100 -6.07 -2.60 -14.69 2.31E-06 0.003241 5.51
259418_at unknown protein ; supported by cDNA: gGPAT2 AT1G02390 4.69 2.23 14.76 2.25E-06 0.003241 5.53
266551_at unknown protein  ; supported by cDNA: --- AT2G35260 -2.35 -1.23 -14.04 3.12E-06 0.003337 5.25
263180_at unknown protein  ;supported by full-lengURH2 AT1G05620 3.29 1.72 14.11 3.02E-06 0.003337 5.28
256062_at unknown protein ;supported by full-lengtLSH6 AT1G07090 -2.73 -1.45 -14.11 3.02E-06 0.003337 5.28
252097_at putative protein hypothetical protein F16--- AT3G51090 2.70 1.43 13.89 3.35E-06 0.003337 5.19
245642_at Expressed protein ; supported by full-len--- AT1G25275 2.48 1.31 13.79 3.50E-06 0.003337 5.15
264614_s_aputative aldehyde oxidase similar to GB --- AT1G02590 / 3.08 1.62 13.78 3.51E-06 0.003337 5.15
254453_at amino acid transport protein AAT1 AAT1 AT4G21120 5.53 2.47 13.65 3.74E-06 0.003347 5.10
264685_at  endo-1,4-beta-glucanase, putative similKOR2 AT1G65610 3.33 1.73 13.61 3.82E-06 0.003347 5.08
261819_at  receptor-like kinase, putative similar to --- AT1G11410 -2.80 -1.49 -13.43 4.16E-06 0.003498 5.00
248918_at senescence-specific cysteine protease SSAG12 AT5G45890 4.14 2.05 13.36 4.29E-06 0.003498 4.98
251706_at  nodulin-like protein MtN21 - Medicago t --- AT3G56620 3.44 1.78 13.17 4.72E-06 0.003711 4.89
266247_at hypothetical protein predicted by gensca--- AT2G27660 3.74 1.90 13.03 5.07E-06 0.003855 4.83
245130_at putative receptor-like protein kinase --- AT2G45340 -2.41 -1.27 -12.86 5.51E-06 0.003927 4.76
255074_at  putative protein RING-H2 zinc finger pro--- AT4G09100 2.91 1.54 12.92 5.35E-06 0.003927 4.78
256436_at hypothetical protein predicted by genefin--- AT3G11150 2.85 1.51 12.78 5.74E-06 0.003965 4.72



245010_at NADH dehydrogenase subunit --- --- -3.24 -1.69 -12.72 5.91E-06 0.003965 4.69
262603_at  hypothetical protein Is a member of the --- AT1G15380 10.73 3.42 12.44 6.84E-06 0.004056 4.56
252303_at  putative protein hypothetical protein Rv0--- AT3G49210 2.50 1.32 12.56 6.43E-06 0.004056 4.62
255403_at  putative GH3-like protein similar to soybDFL2 AT4G03400 -3.59 -1.84 -12.41 6.93E-06 0.004056 4.55
247723_at  protein phosphatase 2C - like ABA indu--- AT5G59220 6.98 2.80 12.62 6.23E-06 0.004056 4.65
254305_at potassium channel protein AKT3  ; suppAKT2/3 AT4G22200 -2.20 -1.14 -12.48 6.69E-06 0.004056 4.58
250646_at peroxidase (emb|CAA68212.1)  ;suppor --- AT5G06720 3.96 1.99 12.28 7.44E-06 0.004245 4.49
256631_at At14a-like protein similar to At14a protei --- AT3G28320 -6.51 -2.70 -12.21 7.72E-06 0.004294 4.45
263680_at unknown protein --- AT1G26930 2.15 1.10 12.01 8.58E-06 0.004350 4.36
245362_at homeobox-leucine zipper protein HAT1 HAT1 AT4G17460 -3.96 -1.98 -12.12 8.12E-06 0.004350 4.41
259735_at Expressed protein ; supported by full-len--- AT1G64405 5.20 2.38 12.08 8.26E-06 0.004350 4.39
259399_at hypothetical protein similar to putative p --- AT1G17710 3.55 1.83 12.05 8.43E-06 0.004350 4.37
244997_at RNA polymerase beta' subunit-2 --- --- -2.72 -1.44 -11.95 8.89E-06 0.004407 4.32
252118_at  putative protein various predicted prote --- AT3G51400 -2.08 -1.05 -11.83 9.48E-06 0.004561 4.26
248927_at ubiquitin activating enzyme E1-like proteAPG7 AT5G45900 2.84 1.50 11.81 9.60E-06 0.004561 4.25
253268_s_a glucosyltransferase -like protein immed UGT73B2 AT4G34131 / 5.43 2.44 11.37 1.22E-05 0.004734 4.03
245011_at photosystem II G protein --- --- -2.51 -1.33 -11.46 1.16E-05 0.004734 4.08
251096_at  receptor like protein kinase receptor likeLECRKA4.AT5G01550 4.90 2.29 11.40 1.20E-05 0.004734 4.04
257765_at hypothetical protein contains Pfam profil --- AT3G23020 -2.26 -1.18 -11.59 1.08E-05 0.004734 4.14
257697_at hypothetical protein predicted by genem--- AT3G12700 4.06 2.02 11.41 1.20E-05 0.004734 4.05
251642_at  imbibition protein homolog probable imbAtSIP2 AT3G57520 2.72 1.44 11.61 1.07E-05 0.004734 4.15
245730_at unknown protein ;supported by full-lengt --- AT1G73470 -2.37 -1.24 -11.68 1.03E-05 0.004734 4.19
248564_at putative protein contains similarity to AT --- AT5G49700 3.58 1.84 11.37 1.22E-05 0.004734 4.03
256050_at  leucine zipper protein, putative similar toATEXO70BAT1G07000 2.57 1.36 11.50 1.13E-05 0.004734 4.10
256602_at unknown protein --- AT3G28310 -3.42 -1.77 -11.49 1.14E-05 0.004734 4.09
247340_at unknown protein --- AT5G63700 -2.24 -1.16 -11.56 1.10E-05 0.004734 4.13
245317_at hypothetical protein ; supported by full-le--- AT4G15610 2.52 1.33 11.14 1.40E-05 0.005306 3.90
267266_at putative metal ion transporter (NRAMP) NRAMP3 AT2G23150 2.35 1.23 11.06 1.46E-05 0.005455 3.86
260391_at putative strictosidine synthase extremelySS2 AT1G74020 2.83 1.50 10.78 1.72E-05 0.005627 3.70
260581_at MYB transcription factor (Atmyb2) MYB2 AT2G47190 3.58 1.84 10.93 1.57E-05 0.005627 3.79
257650_at  protein phosphatase, putative similar to --- AT3G16800 -3.25 -1.70 -10.87 1.63E-05 0.005627 3.76
263184_at  UDP-glucose:indole-3-acetate beta-D-gUGT75B1 AT1G05560 3.60 1.85 10.89 1.61E-05 0.005627 3.77
249727_at putative protein similar to unknown proteMRU1 AT5G35490 -2.11 -1.08 -10.61 1.91E-05 0.005627 3.61
248624_at unknown protein  ; supported by cDNA: --- AT5G48790 -2.21 -1.15 -10.65 1.86E-05 0.005627 3.63
245616_at kinase like protein --- AT4G14480 -5.03 -2.33 -10.63 1.88E-05 0.005627 3.62



245016_at carboxytransferase beta subunit --- --- -2.19 -1.13 -10.67 1.84E-05 0.005627 3.64
245003_at PSII 43 KDa protein --- --- -2.47 -1.30 -10.72 1.78E-05 0.005627 3.67
256818_at hypothetical protein contains Pfam profil --- AT3G21420 2.13 1.09 10.58 1.94E-05 0.005627 3.59
261551_at  ATP dependent copper transporter, put HMA5 AT1G63440 2.27 1.18 10.59 1.93E-05 0.005627 3.60
259133_at  sugar transporter, putative similar to inte--- AT3G05400 6.13 2.62 10.65 1.86E-05 0.005627 3.63
256024_at unknown protein contains Pfam profile: PZF14 AT1G58340 9.30 3.22 10.77 1.73E-05 0.005627 3.70
257363_at hypothetical protein predicted by genscaBAP2 AT2G45760 3.12 1.64 10.57 1.95E-05 0.005627 3.59
260023_at unknown protein ATGA2OX AT1G30040 4.32 2.11 10.74 1.76E-05 0.005627 3.68
249193_at putative protein similar to unknown proteARC6 AT5G42480 -1.98 -0.99 -10.67 1.84E-05 0.005627 3.64
263715_at unknown protein  ; supported by cDNA: GPRI1 AT2G20570 -2.32 -1.22 -10.64 1.87E-05 0.005627 3.63
252511_at  putative protein serine/threonine-specifi --- AT3G46280 9.71 3.28 10.75 1.75E-05 0.005627 3.69
260364_at putative alliinase similar to aliinase prec TAA1 AT1G70560 -3.37 -1.75 -10.52 2.01E-05 0.005634 3.56
246057_at  putative protein predicted proteins, Arab--- AT5G08400 -2.17 -1.12 -10.54 1.99E-05 0.005634 3.57
264360_at  putative isoamylase Similar to gi|16527 DBE1 AT1G03310 -2.83 -1.50 -10.47 2.07E-05 0.005634 3.53
257632_at  cytochrome P450, putative similar to cy CYP71B21AT3G26190 4.92 2.30 10.50 2.04E-05 0.005634 3.54
264573_at putative pectin methylesterase Similar to--- AT1G05310 3.04 1.60 10.49 2.05E-05 0.005634 3.54
247899_at Expressed protein ; supported by full-len--- AT5G57345 -2.76 -1.46 -10.43 2.13E-05 0.005709 3.50
265945_at putative cytokinin oxidase  ; supported bCKX2 AT2G19500 2.21 1.15 10.37 2.21E-05 0.005807 3.47
259443_at  chitinase, putative similar to chitinase G--- AT1G02360 6.68 2.74 10.36 2.21E-05 0.005807 3.47
253630_at  putative protein putative ATPase - Haem--- AT4G30490 2.87 1.52 10.34 2.24E-05 0.005811 3.45
253903_at kinesin-related protein katB  ; supported ATK2 AT4G27180 -1.88 -0.91 -10.32 2.28E-05 0.005835 3.44
248563_at anthocyanidin-3-glucoside rhamnosyltra --- AT5G49690 3.85 1.94 10.29 2.31E-05 0.005864 3.42
249123_at beta-ketoacyl-CoA synthase  ; supportedKCS20 AT5G43760 1.88 0.91 10.24 2.39E-05 0.005984 3.39
245569_at RNA polymerase II fifth largest subunit l NRPE7 AT4G14660 -1.94 -0.96 -10.14 2.54E-05 0.006099 3.33
245712_at pullulanase-like protein (starch debranchATLDA AT5G04360 -2.13 -1.09 -10.14 2.55E-05 0.006099 3.33
265699_at putative esterase (contains an esterase/ --- AT2G03550 -2.31 -1.21 -10.13 2.57E-05 0.006099 3.32
257890_s_a putative protein peroxidase -  Lycopersi --- AT3G17070 / -3.02 -1.59 -10.14 2.55E-05 0.006099 3.33
251634_at  putative protein putative zinc finger prot --- AT3G57480 2.31 1.21 10.13 2.56E-05 0.006099 3.33
247586_at  mipC protein - like (aquaporin) mipC proPIP2;4 AT5G60660 2.25 1.17 10.10 2.61E-05 0.006104 3.31
258586_s_aputative trypsin inhibitor similar to trypsin--- AT3G04320 / 7.64 2.93 10.09 2.62E-05 0.006104 3.30
253609_at  H+-transporting ATPase type 2, plasmaAHA2 AT4G30190 2.58 1.37 10.04 2.71E-05 0.006253 3.27
252374_at response reactor 2 (ATRR2)  ; supportedARR5 AT3G48100 4.06 2.02 10.00 2.77E-05 0.006267 3.25
254938_at  putative oligopeptide transporter similarOPT7 AT4G10770 -2.13 -1.09 -10.00 2.78E-05 0.006267 3.25
252543_at nonphototropic hypocotyl 1  ; supported PHOT1 AT3G45780 -1.97 -0.98 -9.99 2.80E-05 0.006267 3.24
255332_at predicted protein of unknown function  ; --- AT4G04340 -1.97 -0.98 -9.93 2.90E-05 0.006426 3.20



253273_at  putative protein hypothetical protein slr2--- AT4G34180 2.03 1.02 9.89 2.98E-05 0.006534 3.18
245108_at putative cytokinin oxidase CKX1 AT2G41510 -2.11 -1.07 -9.86 3.04E-05 0.006534 3.16
253632_at  senescence-associated protein homolo TET9 AT4G30430 1.84 0.88 9.87 3.02E-05 0.006534 3.17
245008_at hypothetical protein --- --- -2.00 -1.00 -9.78 3.20E-05 0.006579 3.11
252355_at  putative protein various predicted prote --- AT3G48250 -2.15 -1.10 -9.81 3.14E-05 0.006579 3.13
264107_s_aputative receptor-like protein kinase SERK5 AT2G13790 / 2.36 1.24 9.79 3.18E-05 0.006579 3.12
246001_at  putative protein predicted protein, Arabi --- AT5G20790 5.27 2.40 9.81 3.13E-05 0.006579 3.13
254687_at cytochrome P450 monooxygenase (CYPCYP83A1 AT4G13770 / -3.25 -1.70 -9.79 3.18E-05 0.006579 3.12
266712_at unknown protein --- AT2G46750 2.61 1.38 9.73 3.31E-05 0.006725 3.08
267356_at putative isoamylase ISA1 AT2G39930 -2.21 -1.15 -9.71 3.36E-05 0.006725 3.06
245501_at hypothetical protein --- AT4G15620 5.94 2.57 9.72 3.33E-05 0.006725 3.07
250613_at  putative protein SF16 protein, pollen sp IQD24 AT5G07240 -2.57 -1.36 -9.67 3.43E-05 0.006744 3.04
246366_at  light repressible receptor protein kinase--- AT1G51850 2.95 1.56 9.68 3.41E-05 0.006744 3.05
248753_at acyl carrier protein-like mtACP3 AT5G47630 -2.07 -1.05 -9.63 3.52E-05 0.006803 3.02
255733_at unknown protein similar to unknown pro --- AT1G25400 3.71 1.89 9.64 3.50E-05 0.006803 3.02
250287_at  putative protein AP2 domain containing Rap2.6L AT5G13330 3.21 1.68 9.52 3.80E-05 0.006847 2.94
264195_at putative gibberellin-regulated protein con--- AT1G22690 -3.87 -1.95 -9.56 3.71E-05 0.006847 2.97
266132_at hypothetical protein predicted by genscaSPX3 AT2G45130 5.49 2.46 9.54 3.74E-05 0.006847 2.96
266197_at hypothetical protein predicted by gensca--- AT2G39120 -2.07 -1.05 -9.57 3.68E-05 0.006847 2.97
264053_at hypothetical protein predicted by gensca--- AT2G22560 2.76 1.46 9.53 3.77E-05 0.006847 2.95
267134_at putative protein kinase contains a protei --- AT2G23450 1.77 0.82 9.50 3.84E-05 0.006847 2.93
256873_at  cytochrome P450, putative contains PfaCYP71B34AT3G26300 / -2.27 -1.18 -9.56 3.70E-05 0.006847 2.97
248540_at FRO1 and FRO2-like protein FRO8 AT5G50160 -1.85 -0.89 -9.51 3.83E-05 0.006847 2.93
262736_at  lipase, putative contains Pfam profile: P--- AT1G28570 -2.05 -1.03 -9.54 3.75E-05 0.006847 2.95
267496_at putative lipase  ; supported by full-length--- AT2G30550 2.83 1.50 9.55 3.72E-05 0.006847 2.96
259942_at unknown protein ATWHY2 AT1G71260 -1.79 -0.84 -9.48 3.90E-05 0.006893 2.92
260235_at  putative SET protein, phospatase 2A in NRP1 AT1G74560 -1.89 -0.92 -9.45 3.97E-05 0.006893 2.90
245346_at putative beta-amylase ;supported by full CT-BMY AT4G17090 -2.51 -1.33 -9.45 3.99E-05 0.006893 2.89
257824_at unknown protein  ; supported by cDNA: --- AT3G25290 4.36 2.13 9.46 3.96E-05 0.006893 2.90
262648_at  putative ribulose-1,5 bisphosphate carb--- AT1G14030 -2.06 -1.04 -9.39 4.15E-05 0.007124 2.85
258395_at putative jasmonic acid regulatory proteinANAC055 AT3G15500 3.94 1.98 9.33 4.32E-05 0.007194 2.82
255070_at  isoamylase-like protein probable isoamyISA3 AT4G09020 -1.96 -0.97 -9.34 4.28E-05 0.007194 2.82
251762_at sedoheptulose-bisphosphatase precursoSBPASE AT3G55800 -2.17 -1.12 -9.32 4.33E-05 0.007194 2.81
256499_at unknown protein --- AT1G36640 4.06 2.02 9.34 4.28E-05 0.007194 2.83
253054_at probable N-acetyltransferase hookless 1HLS1 AT4G37580 -2.03 -1.02 -9.31 4.36E-05 0.007194 2.81



251839_at  putative protein patatin, Solanum tuberoPLA IIIA AT3G54950 3.40 1.77 9.31 4.38E-05 0.007194 2.80
245018_at hypothetical protein --- --- -1.89 -0.92 -9.29 4.43E-05 0.007194 2.79
267337_at putative anthocyanin 5-aromatic acyltran--- AT2G39980 3.13 1.65 9.28 4.47E-05 0.007194 2.78
245002_at PSII D2 protein --- --- -2.51 -1.33 -9.25 4.54E-05 0.007194 2.77
254262_at  putative protein annexin VII, Dictyosteliu--- AT4G23470 2.52 1.34 9.27 4.49E-05 0.007194 2.78
254952_at  UDP-galactose 4-epimerase - like proteUGE5 AT4G10955 / 2.36 1.24 9.25 4.54E-05 0.007194 2.77
256489_at unknown protein --- AT1G31550 -1.80 -0.85 -9.22 4.66E-05 0.007276 2.74
262653_at  dioxygenase-like protein very similar to --- AT1G14130 1.84 0.88 9.19 4.75E-05 0.007276 2.72
251155_at  putative protein outer envelope membra--- AT3G63160 -1.87 -0.91 -9.19 4.75E-05 0.007276 2.72
248910_at serine threonine protein kinase ; supportCIPK20 AT5G45820 -3.83 -1.94 -9.22 4.65E-05 0.007276 2.74
245845_at  Pto kinase interactor, putative similar toPERK10 AT1G26150 -2.06 -1.04 -9.20 4.72E-05 0.007276 2.73
262380_at  threonine synthase, putative similar to t --- AT1G72810 -2.28 -1.19 -9.17 4.82E-05 0.007329 2.71
250327_at  putative serine rich protein predicted pro--- AT5G12050 -8.39 -3.07 -9.12 4.96E-05 0.007350 2.68
257131_at  mitochondrial carrier protein, putative co--- AT3G20240 -1.88 -0.91 -9.12 4.97E-05 0.007350 2.68
254181_at  FtsH protease, putative contains similar--- AT4G23940 -1.86 -0.89 -9.13 4.93E-05 0.007350 2.69
246568_at  E2F transcription factor -like protein E2 DEL2 AT5G14960 -2.40 -1.26 -9.11 4.99E-05 0.007350 2.67
245525_at dynein light chain like protein --- AT4G15930 -1.76 -0.81 -9.12 4.96E-05 0.007350 2.68
245112_at glycerol-3-phosphate dehydrogenase  ;sGPDHC1 AT2G41540 8.21 3.04 9.10 5.05E-05 0.007381 2.66
266072_at putative trehalose-6-phosphate synthaseATTPS11 AT2G18700 3.51 1.81 9.08 5.12E-05 0.007424 2.65
252183_at  UTP-glucose glucosyltransferase - like UGT72E1 AT3G50740 -2.54 -1.35 -9.06 5.18E-05 0.007424 2.64
259370_at hypothetical protein predicted by gensca--- AT1G69050 2.41 1.27 9.05 5.21E-05 0.007424 2.63
246701_at cysteine synthase  ;supported by full-lenCYSD2 AT5G28020 -2.35 -1.23 -9.06 5.19E-05 0.007424 2.63
258920_at class 2 non-symbiotic hemoglobin identi --- AT1G04380 / -4.49 -2.17 -9.04 5.25E-05 0.007444 2.62
266279_at putative tropinone reductase --- AT2G29290 -2.58 -1.36 -9.02 5.32E-05 0.007487 2.61
260089_at putative ATPase contains Pfam profile: P--- AT1G73170 -1.81 -0.85 -9.00 5.41E-05 0.007565 2.59
250196_at polynucleotide phosphorylase --- AT5G14580 -2.40 -1.26 -8.97 5.53E-05 0.007596 2.57
248315_at selenium-binding protein-like MEF1 AT5G52630 -2.11 -1.08 -8.96 5.57E-05 0.007596 2.56
257280_at  9-cis-epoxycarotenoid dioxygenase, pu NCED3 AT3G14440 3.36 1.75 8.95 5.59E-05 0.007596 2.56
249876_at putative protein similar to unknown proteCaS AT5G23060 -2.40 -1.26 -8.96 5.58E-05 0.007596 2.56
250158_at putative protein --- AT5G15190 3.51 1.81 8.96 5.58E-05 0.007596 2.56
262259_s_ahypothetical protein predicted by genem--- AT1G53870 / -3.11 -1.64 -8.93 5.66E-05 0.007612 2.55
253860_at hypothetical protein  ;supported by full-le--- AT4G27700 -1.92 -0.94 -8.93 5.67E-05 0.007612 2.54
260101_at putative trypsin inhibitor similar to trypsin--- AT1G73260 2.82 1.50 8.85 6.01E-05 0.007831 2.49
258975_at putative WRKY-like transcriptional regul WRKY45 AT3G01970 2.29 1.20 8.81 6.16E-05 0.007831 2.46
264951_at unknown protein contains similarity to se--- AT1G76970 1.76 0.82 8.83 6.08E-05 0.007831 2.48



254133_at putative protein various predicted ABC-t --- AT4G24810 -1.82 -0.87 -8.83 6.10E-05 0.007831 2.47
255572_at hypothetical protein  ; supported by cDN--- AT4G01050 -1.72 -0.78 -8.78 6.32E-05 0.007831 2.44
252353_at  putative protein KIAA0226 gene produc--- AT3G48200 -2.07 -1.05 -8.83 6.10E-05 0.007831 2.47
265726_at putative inositol polyphosphate 5'-phosp--- AT2G32010 -2.71 -1.44 -8.78 6.30E-05 0.007831 2.44
260167_at hypothetical protein predicted by gensca--- AT1G71970 -2.27 -1.18 -8.80 6.22E-05 0.007831 2.45
249035_at putative protein contains similarity to unkGLK2 AT5G44190 -2.30 -1.20 -8.79 6.27E-05 0.007831 2.45
260648_at unknown protein --- AT1G08050 3.46 1.79 8.79 6.28E-05 0.007831 2.44
266560_at putative LRR receptor protein kinase --- AT2G23950 -2.36 -1.24 -8.80 6.21E-05 0.007831 2.45
254742_at putative protein various predicted 3-isopIIL1 AT4G13430 -1.76 -0.82 -8.82 6.12E-05 0.007831 2.47
247618_at  receptor like protein kinase receptor like--- AT5G60280 2.13 1.09 8.84 6.06E-05 0.007831 2.48
262925_at hypothetical protein YSL7 AT1G65730 2.14 1.10 8.83 6.11E-05 0.007831 2.47
266466_at hypothetical protein The first 3 exons is --- AT2G47790 -1.98 -0.98 -8.76 6.39E-05 0.007873 2.43
259430_at hypothetical protein similar to unknown pGPAT4 AT1G01610 2.94 1.56 8.71 6.63E-05 0.008128 2.39
263737_at unknown protein ;supported by full-lengt --- AT1G60010 -2.31 -1.21 -8.70 6.67E-05 0.008130 2.38
265121_at  similar to flavin-containing monooxygenFMO GS-OAT1G62560 -3.57 -1.84 -8.68 6.78E-05 0.008225 2.37
266319_s_aputative beta-ketoacyl-CoA synthase KCS13 AT2G46720 / -2.98 -1.58 -8.65 6.94E-05 0.008290 2.34
261525_at hypothetical protein predicted by genem--- AT1G14330 2.49 1.32 8.65 6.91E-05 0.008290 2.35
256880_at  major latex protein, putative similar to m--- AT3G26450 -3.36 -1.75 -8.65 6.94E-05 0.008290 2.34
257756_at  uridylate kinase, putative similar to UMP--- AT3G18680 -2.19 -1.13 -8.63 7.04E-05 0.008366 2.33
266707_at hypothetical protein predicted by gensca--- AT2G03310 -1.90 -0.93 -8.61 7.14E-05 0.008399 2.31
259596_at  auxin-regulated GH3 protein, putative s GH3.17 AT1G28130 4.73 2.24 8.61 7.11E-05 0.008399 2.32
245025_at ATPase I subunit --- --- -1.66 -0.74 -8.59 7.22E-05 0.008402 2.30
265024_at Expressed protein ; supported by full-len--- AT1G24600 4.30 2.11 8.60 7.20E-05 0.008402 2.31
249120_at unknown protein  ;supported by full-leng--- AT5G43750 -2.00 -1.00 -8.57 7.35E-05 0.008510 2.29
245738_at  nucellin, putative similar to nucellin GI:2--- AT1G44130 3.16 1.66 8.55 7.45E-05 0.008536 2.27
244992_s_aribosomal protein S7 --- --- -2.10 -1.07 -8.55 7.45E-05 0.008536 2.27
260805_at  glutathione transferase, putative similar ATGSTU2 AT1G78320 -1.78 -0.83 -8.53 7.58E-05 0.008583 2.25
247549_at putative transcription factor MYB28  ; suMYB28 AT5G61420 -3.05 -1.61 -8.53 7.58E-05 0.008583 2.25
253722_at  putative protein zinc finger transcription --- AT4G29190 -2.27 -1.19 -8.52 7.60E-05 0.008583 2.25
256466_at  plastid protein, putative similar to GI:224--- AT1G32580 -1.76 -0.81 -8.51 7.65E-05 0.008601 2.25
250213_at H-protein promoter binding factor-1 (gb|ATBP1 AT5G13820 2.63 1.39 8.48 7.83E-05 0.008755 2.22
247074_at putative protein contains similarity to pat--- AT5G66590 -2.60 -1.38 -8.43 8.15E-05 0.009004 2.18
245019_at hypothetical protein --- --- -1.71 -0.78 -8.43 8.11E-05 0.009004 2.19
253971_at  fructose-bisphosphate aldolase - like pr --- AT4G26530 -4.23 -2.08 -8.42 8.17E-05 0.009004 2.18
253485_at Expressed protein ; supported by full-lenWRKY18 AT4G31800 4.39 2.13 8.39 8.39E-05 0.009168 2.15



254347_at  putative protein DNA-binding protein ABWRKY31 AT4G22070 2.25 1.17 8.39 8.40E-05 0.009168 2.15
264467_at unknown protein similar to EST gb|AA59--- AT1G10140 2.06 1.05 8.38 8.46E-05 0.009193 2.14
257407_at unknown protein --- AT1G27100 1.90 0.93 8.36 8.58E-05 0.009279 2.13
249377_at  putative protein predicted proteins, Arab--- AT5G40690 3.46 1.79 8.34 8.67E-05 0.009285 2.12
246952_at putative protein similar to unknown proteOFP13 AT5G04820 -2.29 -1.20 -8.35 8.66E-05 0.009285 2.12
263902_at phosphoribosylformimino-5-aminoimidazAPG10 AT2G36230 -1.90 -0.93 -8.33 8.78E-05 0.009356 2.11
257196_at  AMP-binding protein, putative similar to --- AT3G23790 2.34 1.23 8.27 9.13E-05 0.009478 2.07
250180_at  early nodule-specific protein - like early --- AT5G14450 -1.93 -0.95 -8.25 9.29E-05 0.009478 2.05
264313_at  carbonic anhydrase, putative similar to BCA4 AT1G70410 -1.72 -0.78 -8.30 8.97E-05 0.009478 2.08
257164_at  mismatch binding protein, putative similMSH1 AT3G24320 -1.98 -0.99 -8.30 8.98E-05 0.009478 2.08
247386_at putative protein similar to unknown proteemb2746 AT5G63420 -1.86 -0.89 -8.25 9.33E-05 0.009478 2.05
263483_at putative heat shock protein  ; supported CR88 AT2G04030 -1.99 -1.00 -8.23 9.46E-05 0.009478 2.03
249115_at PINHEAD (gb|AAD40098.1); translation ZLL AT5G43810 -1.74 -0.80 -8.27 9.18E-05 0.009478 2.06
262947_at unknown protein ;supported by full-lengtGASA1 AT1G75750 -1.67 -0.74 -8.23 9.47E-05 0.009478 2.03
263696_at putative aspartate kinase-homoserine deAK-HSDH AT1G31230 -2.92 -1.55 -8.24 9.37E-05 0.009478 2.04
262232_at unknown protein ; supported by cDNA: g--- AT1G68600 -2.82 -1.50 -8.25 9.32E-05 0.009478 2.05
250975_at putative protein --- AT5G03050 -2.24 -1.17 -8.25 9.28E-05 0.009478 2.05
257670_at unknown protein --- AT3G20340 4.50 2.17 8.23 9.47E-05 0.009478 2.03
252274_at  branched-chain-amino-acid transamina BCAT3 AT3G49680 -1.90 -0.93 -8.29 9.02E-05 0.009478 2.08
248566_s_aFRO2-like protein; NADPH oxidase-like ATFRO7 AT5G49730 / -3.54 -1.82 -8.28 9.13E-05 0.009478 2.07
264280_at  beta-glucosidase, putative similar to betBGLU46 AT1G61820 4.12 2.04 8.20 9.62E-05 0.009545 2.01
266684_at 40S ribosomal protein S15A rps15ab AT2G19720 -1.75 -0.80 -8.21 9.59E-05 0.009545 2.02
245840_at hypothetical protein predicted by genem--- AT1G58420 4.90 2.29 8.19 9.70E-05 0.009580 2.01
257022_at  zinc finger protein, putative similar to CyAZF2 AT3G19580 2.32 1.21 8.15 0.0001 0.009612 1.97
250680_at putative protein similar to unknown prote--- AT5G06570 4.26 2.09 8.15 0.0001 0.009612 1.97
267562_at unknown protein similar to hypothetical p--- AT2G39670 -1.81 -0.86 -8.17 9.88E-05 0.009612 1.99
264835_at unknown protein similar to unknown pro --- AT1G03550 -1.65 -0.72 -8.17 9.90E-05 0.009612 1.98
246122_at  putative protein brain specific Na+-depePHT4;5 AT5G20380 2.10 1.07 8.16 9.97E-05 0.009612 1.98
245743_at  hypothetical protein contains similarity t --- AT1G51080 -2.54 -1.34 -8.18 9.78E-05 0.009612 2.00
266857_at putative Na+ dependent ileal bile acid tra--- AT2G26900 -1.84 -0.88 -8.15 0.0001 0.009612 1.97
256622_at unknown protein AtHB34 AT3G28920 -1.70 -0.77 -8.14 0.000101 0.009612 1.96
265182_at putative auxin-induced protein  ;supporte--- AT1G23740 -2.55 -1.35 -8.13 0.000102 0.009612 1.96
258977_s_aputative aspartate kinase similar to aspaAK3 AT3G02020 / -2.78 -1.47 -8.13 0.000102 0.009612 1.96
266929_at putative AT-hook DNA-binding protein  ; --- AT2G45850 -1.92 -0.94 -8.14 0.000101 0.009612 1.97
257061_at hypothetical protein predicted by gensca--- AT3G18250 3.22 1.69 8.10 0.000104 0.009614 1.93



258616_at  putative protein kinase contains Pfam p--- AT3G02880 2.27 1.18 8.08 0.000105 0.009614 1.92
261350_at hypothetical protein predicted by genem--- AT1G79770 -2.72 -1.44 -8.09 0.000105 0.009614 1.93
254645_at putative protein --- AT4G18520 -2.03 -1.02 -8.11 0.000103 0.009614 1.94
262717_s_aputative cytochrome P450 similar to gb|ACYP79F2 AT1G16400 / -2.68 -1.42 -8.08 0.000106 0.009614 1.92
247239_at pectin methylesterase-like protein suppo--- AT5G64640 -2.02 -1.02 -8.11 0.000104 0.009614 1.94
253257_at  extra-large G-protein - like extra-large GXLG2 AT4G34390 2.18 1.12 8.10 0.000104 0.009614 1.94
257911_at hypothetical protein contains similarity toGLYR1 AT3G25530 -1.71 -0.78 -8.09 0.000105 0.009614 1.92
255331_at hypothetical protein  ; supported by cDN--- AT4G04330 -1.95 -0.96 -8.08 0.000106 0.009614 1.92
254862_at  putative transport protein Na(+) depend--- AT4G12030 -3.21 -1.68 -8.07 0.000106 0.009620 1.91
260693_at  peptide transporter PTR2-B, putative si NRT1.5 AT1G32450 5.37 2.42 8.06 0.000107 0.009636 1.91
254724_at  putative protein IFA-binding protein, Ara--- AT4G13630 2.12 1.09 8.06 0.000107 0.009636 1.90
263142_at unknown protein --- AT1G65230 -2.01 -1.01 -8.05 0.000109 0.009638 1.89
250429_at  putative protein TH65 protein, Arabidop--- AT5G10470 -1.92 -0.94 -8.05 0.000109 0.009638 1.89
256676_at putative protein  ;supported by full-lengthSEX4 AT3G52180 -2.83 -1.50 -8.05 0.000108 0.009638 1.89
258334_at hypothetical protein predicted by gensca--- AT3G16010 -1.92 -0.94 -8.04 0.000109 0.009658 1.88
245705_at zinc finger transcription factor-like protei --- AT5G04390 1.78 0.83 8.02 0.000111 0.009658 1.87
259701_at unknown protein similar to GB:AAC2818--- AT1G77770 2.24 1.16 8.02 0.000111 0.009658 1.87
250177_at  putative protein copine I, Homo sapiensRGLG2 AT5G14420 2.10 1.07 8.03 0.00011 0.009658 1.88
245388_at hypothetical protein ;supported by full-le --- AT4G16410 -1.74 -0.80 -7.99 0.000113 0.009744 1.85
267388_at putative beta-glucosidase BGLU15 AT2G44450 3.50 1.81 7.99 0.000113 0.009744 1.85
247853_at non phototropic hypocotyl 1-like  ; suppoPHOT2 AT5G58140 -2.01 -1.01 -8.00 0.000113 0.009744 1.86
251063_at  protein kinase ATN1-like protein protein--- AT5G01850 1.88 0.91 7.99 0.000113 0.009744 1.85
248060_at putative protein contains similarity to NR--- AT5G55560 1.90 0.93 7.95 0.000117 0.009833 1.82
261588_at hypothetical protein predicted by genem--- AT1G01670 -1.66 -0.74 -7.95 0.000117 0.009833 1.82
267300_at putative glucosyltransferase --- AT2G30140 1.79 0.84 7.97 0.000115 0.009833 1.83
258534_at  thioredoxin, putative similar to thioredox--- AT3G06730 -1.80 -0.85 -7.97 0.000116 0.009833 1.83
247903_at unknown protein  ; supported by cDNA: --- AT5G57340 -2.27 -1.19 -7.95 0.000116 0.009833 1.82
261373_at  CMP-KDO synthetase, putative similar --- AT1G53000 -1.82 -0.86 -7.95 0.000117 0.009833 1.82
259759_at  hypothetical protein similar to GB:CAB5--- AT1G77550 -1.89 -0.92 -7.94 0.000117 0.009851 1.81
252688_at putative protein --- AT3G44020 -2.02 -1.01 -7.93 0.000118 0.009871 1.80
247468_at ARF1-binding protein  ; supported by cDARF2 AT5G62000 -1.96 -0.97 -7.93 0.000119 0.009871 1.80
266098_at hypothetical protein predicted by gensca--- AT2G37870 2.47 1.31 7.92 0.00012 0.009939 1.79
246316_at putative protein predicted proteins - Arab--- AT3G56890 -1.64 -0.71 -7.88 0.000123 0.009987 1.76
255716_at coded for by A. thaliana cDNA R30513 CRCK2 AT4G00330 1.61 0.68 7.88 0.000123 0.009987 1.76
258259_s_aunknown protein  ; supported by cDNA: --- AT3G26820 / 1.93 0.95 7.90 0.000122 0.009987 1.78



253458_at  putative protein predicted protein, Arabi --- AT4G32070 2.80 1.49 7.90 0.000121 0.009987 1.78
267548_at putative disease resistance protein AtRLP22 AT2G32660 6.34 2.67 7.89 0.000122 0.009987 1.77
264111_at hypothetical protein predicted by gensca--- AT2G13690 -1.71 -0.78 -7.89 0.000122 0.009987 1.77
266685_at hypothetical protein --- AT2G19710 1.89 0.92 7.88 0.000123 0.009987 1.76
255887_at hypothetical protein contains Pfam profil --- AT1G20370 -1.72 -0.78 -7.86 0.000125 0.009995 1.75
258109_at hypothetical protein contains Pfam profilHGL1 AT3G23640 -1.91 -0.93 -7.87 0.000124 0.009995 1.76
245784_at hypothetical protein similar to hypothetic--- AT1G32190 -1.97 -0.98 -7.87 0.000125 0.009995 1.75
266227_at unknown protein  ;supported by full-leng--- AT2G28870 -1.65 -0.72 -7.86 0.000125 0.009995 1.75
265985_at hypothetical protein predicted by genscaATPUP5 AT2G24220 -1.74 -0.80 -7.85 0.000126 0.010010 1.74
245209_at  putative protein similarity to predicted p --- AT5G12340 9.23 3.21 7.85 0.000126 0.010010 1.74
258957_at feebly-like protein contains similarity to f DOX1 AT3G01420 2.47 1.30 7.83 0.000129 0.010094 1.72
253669_at  dihydropteroate synthase-like protein pr--- AT4G30000 -1.79 -0.84 -7.83 0.000129 0.010094 1.72
260922_at hypothetical protein predicted by genem--- AT1G21560 -1.84 -0.88 -7.83 0.000129 0.010094 1.72
255521_at  putative sucrose synthetase similar to sSUS3 AT4G02280 2.76 1.46 7.82 0.000129 0.010111 1.71
263851_at putative retroelement pol polyprotein --- --- 5.21 2.38 7.79 0.000132 0.010244 1.69
265998_at putative NADP-dependent glyceraldehydALDH11A3AT2G24270 -1.94 -0.96 -7.80 0.000132 0.010244 1.69
264047_at hypothetical protein predicted by gensca--- AT2G22410 -1.85 -0.88 -7.77 0.000134 0.010330 1.68
259658_at hypothetical protein predicted by genemNDF5 AT1G55370 -2.50 -1.32 -7.78 0.000134 0.010330 1.68
251200_at  putative protein PrMC3, Pinus radiata, EGID1B AT3G63010 2.24 1.16 7.67 0.000145 0.010473 1.60
266993_at nodulin-like protein  ; supported by cDNA--- AT2G39210 3.09 1.63 7.71 0.000141 0.010473 1.62
265067_at hypothetical protein predicted by genefin--- AT1G03850 7.27 2.86 7.67 0.000146 0.010473 1.59
251472_at  putative protein nodule inception protein--- AT3G59580 -1.77 -0.82 -7.64 0.000149 0.010473 1.57
256661_at hypothetical protein similar to putative p --- AT3G11964 -1.77 -0.83 -7.64 0.000149 0.010473 1.57
250217_at nodulin-like protein --- AT5G14120 2.33 1.22 7.71 0.000142 0.010473 1.62
254187_at  putative protein hypothetical protein, Sy--- AT4G23890 -1.68 -0.75 -7.63 0.00015 0.010473 1.56
255446_at  hypothetical protein similar to A. thalian --- AT4G02750 -1.96 -0.97 -7.64 0.00015 0.010473 1.57
262937_at  FtsH protease, putative contains similarFTSH12 AT1G79560 -1.71 -0.78 -7.69 0.000143 0.010473 1.61
260100_at Expressed protein ; supported by full-lenBNS AT1G73177 -1.69 -0.75 -7.70 0.000142 0.010473 1.62
262162_at unknown protein ;supported by full-lengt --- AT1G78020 -2.28 -1.19 -7.67 0.000145 0.010473 1.59
260058_at unknown protein  ; supported by cDNA: --- AT1G78100 -1.94 -0.96 -7.64 0.000149 0.010473 1.57
260968_at hypothetical protein predicted by genem--- AT1G12250 -2.06 -1.05 -7.71 0.000141 0.010473 1.62
249510_at putative protein similar to unknown prote--- AT5G38510 -1.90 -0.93 -7.66 0.000147 0.010473 1.58
253020_at hypothetical protein --- AT4G38020 -2.25 -1.17 -7.64 0.000149 0.010473 1.57
267361_at hypothetical protein predicted by gensca--- AT2G39920 -2.83 -1.50 -7.68 0.000144 0.010473 1.60
244940_at ribosomal protein S12 (trans-splice part --- --- -2.11 -1.08 -7.64 0.000149 0.010473 1.57



248298_at putative protein similar to unknown prote--- AT5G53110 2.75 1.46 7.64 0.00015 0.010473 1.56
253218_at  subtilisin-like serine protease similar to SLP2 AT4G34980 -3.36 -1.75 -7.65 0.000148 0.010473 1.57
260385_at putative flavonol sulfotransferase similarSOT18 AT1G74090 -2.13 -1.09 -7.73 0.000139 0.010473 1.64
264185_at unknown protein ;supported by full-lengt --- AT1G54780 -1.80 -0.84 -7.71 0.000141 0.010473 1.63
265670_s_aunknown protein  ;supported by full-leng--- AT2G32190 / 6.70 2.74 7.63 0.00015 0.010473 1.56
251766_at  putative protein PA26, p53 regulated PA--- AT3G55890 / 1.85 0.88 7.72 0.00014 0.010473 1.63
264619_at putative chloroplast nucleoid DNA-bindin--- AT2G17760 1.98 0.98 7.69 0.000144 0.010473 1.61
254612_at  putative protein hypothetical protein sll0--- AT4G19100 -1.65 -0.72 -7.64 0.000149 0.010473 1.57
255302_at putative protein similar to transcriptional ATMSRB5 AT4G04830 -2.43 -1.28 -7.71 0.000141 0.010473 1.63
263363_at putative cold-regulated protein  ;support --- AT2G03850 6.06 2.60 7.67 0.000145 0.010473 1.59
265584_at unknown protein PIL5 AT2G20180 -1.70 -0.77 -7.65 0.000148 0.010473 1.58
250821_at putative protein similar to unknown prote--- AT5G05190 2.02 1.01 7.70 0.000142 0.010473 1.62
266110_at putative C2H2-type zinc finger protein AtIDD4 AT2G02080 -1.93 -0.95 -7.68 0.000145 0.010473 1.60
264800_at hypothetical protein similar to IFA-bindin--- AT1G08800 2.11 1.07 7.63 0.000151 0.010473 1.56
248422_at putative protein strong similarity to unkn YLS7 AT5G51640 1.61 0.69 7.72 0.00014 0.010473 1.63
251478_at  putative protein SF16 protein, pollen sp IQD13 AT3G59690 1.68 0.75 7.62 0.000151 0.010475 1.55
257193_at Expressed protein ; supported by full-len--- AT3G13160 -1.69 -0.76 -7.61 0.000153 0.010499 1.54
262180_at  phosphoglycerate mutase, putative sim PGM AT1G78050 1.74 0.80 7.61 0.000152 0.010499 1.55
252250_at  putative protein predicted protein, Arabi --- AT3G49790 2.62 1.39 7.61 0.000153 0.010499 1.54
267256_s_aputative serine carboxypeptidase I  ;sup scpl10 AT2G23000 / -2.15 -1.10 -7.55 0.000161 0.010536 1.49
263236_at  putative response regulator 3 similar to ARR4 AT1G10470 2.79 1.48 7.60 0.000154 0.010536 1.53
259884_at hypothetical protein predicted by gensca--- AT1G76390 1.72 0.78 7.54 0.000162 0.010536 1.48
245612_at carnitine racemase like protein HCD1 AT4G14440 6.94 2.79 7.53 0.000163 0.010536 1.48
256336_at unknown protein --- AT1G72030 -2.23 -1.15 -7.59 0.000155 0.010536 1.53
263674_at hypothetical protein predicted by genefin--- AT2G04790 -1.92 -0.94 -7.59 0.000155 0.010536 1.53
252468_at  starch phosphorylase H (cytosolic form)PHS2 AT3G46970 -2.23 -1.16 -7.54 0.000161 0.010536 1.49
247541_at  structural protein - like glycine-rich cell w--- AT5G61660 -2.02 -1.01 -7.54 0.000162 0.010536 1.48
252181_at Expressed protein ; supported by full-len--- AT3G50685 -1.77 -0.82 -7.56 0.000159 0.010536 1.50
258911_at  unknown protein similar to hypothetical --- AT3G06470 1.92 0.94 7.54 0.000161 0.010536 1.49
248971_at putative protein contains similarity to dis --- AT5G45000 2.62 1.39 7.54 0.000162 0.010536 1.48
246099_at blue copper binding protein  ;supported ATBCB AT5G20230 3.06 1.62 7.58 0.000157 0.010536 1.52
252922_at putative protein --- AT4G39040 -1.81 -0.85 -7.57 0.000158 0.010536 1.51
262483_at  putative translation initiation factor IF2 EFUG1 AT1G17220 -1.74 -0.80 -7.54 0.000162 0.010536 1.48
267226_at unknown protein --- AT2G44010 4.10 2.04 7.54 0.000162 0.010536 1.48
263477_at putative glucosyltransferase  ; supported--- AT2G31790 -2.49 -1.31 -7.56 0.00016 0.010536 1.50



267385_at unknown protein highly similar to GP|24 --- AT2G44380 2.85 1.51 7.57 0.000158 0.010536 1.51
257064_at hypothetical protein predicted by genem--- AT3G18260 2.12 1.08 7.58 0.000156 0.010536 1.52
264580_at unknown protein EST gb|ATTS0295 com--- AT1G05340 3.77 1.92 7.57 0.000157 0.010536 1.51
254928_at  putative protein hypothetical protein - B --- AT4G11410 -1.86 -0.90 -7.56 0.000159 0.010536 1.50
256170_at  receptor protein kinase, putative contain--- AT1G51790 2.81 1.49 7.53 0.000163 0.010536 1.48
251011_at  putative protein histone H2A, garden peHTA12 AT5G02560 -1.71 -0.77 -7.52 0.000165 0.010574 1.47
260068_at putative calmodulin-binding protein simil --- AT1G73805 6.65 2.73 7.52 0.000164 0.010574 1.47
267538_at putative DNA binding protein ; supported--- AT2G41870 -1.66 -0.73 -7.51 0.000165 0.010594 1.46
266575_at putative chloroplast initiation factor 3  ;su--- AT2G24060 -1.93 -0.95 -7.51 0.000166 0.010594 1.46
260635_at unknown protein --- AT1G62420 / 2.16 1.11 7.51 0.000166 0.010597 1.46
249797_at putative protein contains similarity to rem--- AT5G23750 -2.20 -1.14 -7.50 0.000167 0.010625 1.45
266264_at Expressed protein ; supported by full-len--- AT2G27775 -1.73 -0.79 -7.49 0.000169 0.010676 1.44
258730_at putative GTP-binding protein (ATFP8) idATFP8 AT3G11730 -1.58 -0.66 -7.49 0.000169 0.010676 1.44
245026_at ATPase III subunit --- --- -1.70 -0.77 -7.47 0.000171 0.010682 1.43
260915_at hypothetical protein similar to hypothetic--- AT1G02660 4.11 2.04 7.48 0.00017 0.010682 1.43
258800_at  unknown protein predicted by genscan, --- AT3G04550 -2.00 -1.00 -7.47 0.000171 0.010682 1.43
244993_s_ahypothetical protein --- --- -2.11 -1.08 -7.48 0.00017 0.010682 1.44
255488_at putative serine/threonine protein kinase --- AT4G02630 -2.19 -1.13 -7.46 0.000172 0.010698 1.42
246997_at putative protein similar to unknown prote--- AT5G67390 -2.42 -1.28 -7.46 0.000172 0.010698 1.42
256383_at hypothetical protein ; supported by full-le--- AT1G66820 -2.00 -1.00 -7.46 0.000173 0.010698 1.42
246947_at  cytochrome P450-like protein CYTOCHCYP71B11AT5G25120 -1.75 -0.81 -7.45 0.000174 0.010749 1.41
255948_at hypothetical protein predicted by gensca--- AT1G22060 -1.64 -0.71 -7.45 0.000174 0.010749 1.41
263228_at  putative reticuline oxidase-like protein s --- AT1G30700 3.21 1.68 7.44 0.000175 0.010770 1.40
261242_at subtilisin-like serine protease contains s SBT3.3 AT1G32960 2.83 1.50 7.43 0.000177 0.010787 1.39
255662_at putative protein GPAT8 AT4G00400 3.36 1.75 7.42 0.000179 0.010787 1.38
254527_at  putative protein KIAA0682 protein, Hom--- AT4G19610 -1.60 -0.68 -7.44 0.000176 0.010787 1.40
248680_at pantoate-beta-alanine ligase  ;supportedPANC AT5G48840 -1.94 -0.96 -7.42 0.000178 0.010787 1.39
248713_at putative protein contains similarity to jas NSP5 AT5G48180 3.76 1.91 7.43 0.000177 0.010787 1.39
251524_at  3-isopropylmalate dehydratase-like prot--- AT3G58980 / -3.75 -1.91 -7.42 0.000178 0.010787 1.38
266293_at putative tropinone reductase  ;supported--- AT2G29360 -1.73 -0.79 -7.42 0.000178 0.010787 1.38
255647_at Ca2+-transporting ATPase - like protein ECA2 AT4G00900 2.08 1.06 7.39 0.000182 0.010817 1.36
265828_at hypothetical protein predicted by gensca--- AT2G14520 -1.69 -0.76 -7.39 0.000183 0.010817 1.36
259081_at putative sodium proton exchanger similaNHX2 AT3G05030 -2.07 -1.05 -7.38 0.000184 0.010817 1.35
259838_at unknown protein ;supported by full-lengt --- AT1G52220 -1.66 -0.74 -7.36 0.000187 0.010817 1.33
258993_at  putative chlorophyll a/b-binding protein LHCB4.2 AT3G08940 -1.98 -0.99 -7.38 0.000184 0.010817 1.35



257856_at  hypothetical protein predicted by gensc --- AT3G12930 -1.63 -0.70 -7.38 0.000184 0.010817 1.35
254564_at  neoxanthin cleavage enzyme-like prote NCED4 AT4G19170 -2.69 -1.43 -7.35 0.000189 0.010817 1.33
248792_at ras-related small GTP-binding protein-likATRAB1A AT5G47200 1.85 0.89 7.35 0.000189 0.010817 1.33
255080_at  arabinogalactan-protein homolog arabinAGP10 AT4G09030 2.83 1.50 7.37 0.000185 0.010817 1.35
251712_at  putative protein non-consensus TT don --- AT3G56120 -1.64 -0.71 -7.38 0.000184 0.010817 1.35
247486_at putative protein --- AT5G62140 -2.48 -1.31 -7.36 0.000187 0.010817 1.33
247059_at UTP-glucose glucosyltransferase  ;supp UGT72E2 AT5G66690 1.76 0.82 7.35 0.000188 0.010817 1.33
264543_at hypothetical protein predicted by genem--- AT1G55780 2.08 1.06 7.36 0.000188 0.010817 1.33
259863_at hypothetical protein  ;supported by full-leELF4-L2 AT1G72630 -1.75 -0.80 -7.37 0.000187 0.010817 1.34
255456_at hypothetical protein ;supported by full-le --- AT4G02920 -1.79 -0.84 -7.37 0.000185 0.010817 1.35
246799_at putative protein various predicted bacter--- AT5G26940 2.23 1.16 7.36 0.000188 0.010817 1.33
266277_at putative tropinone reductase --- AT2G29310 -1.91 -0.94 -7.38 0.000184 0.010817 1.35
251497_at  putative protein phytochrome-associatePIL6 AT3G59060 -1.90 -0.93 -7.35 0.000189 0.010817 1.33
247571_at snap25a  ;supported by full-length cDNASNAP33 AT5G61210 1.66 0.73 7.35 0.000189 0.010817 1.33
247040_at anthranilate N-hydroxycinnamoyl/benzoy--- AT5G67150 -2.13 -1.09 -7.38 0.000185 0.010817 1.35
265674_at unknown protein  ; supported by full-leng--- AT2G32190 6.50 2.70 7.33 0.000192 0.010990 1.31
253812_at  putative wound induced protein wound- --- AT4G28240 -1.99 -0.99 -7.32 0.000193 0.010996 1.30
250751_at glucuronosyl transferase-like protein --- AT5G05890 -1.94 -0.96 -7.31 0.000194 0.011035 1.29
258475_at putative tyrosyl-tRNA synthetase similar emb2768 AT3G02660 -1.71 -0.77 -7.31 0.000194 0.011035 1.30
250523_at putative protein strong similarity to unkn --- AT5G08510 -1.61 -0.68 -7.29 0.000199 0.011164 1.27
255028_at  putative protein Arabidopsis thaliana chPMP AT3G24160 / -3.42 -1.77 -7.29 0.000199 0.011164 1.27
261300_at hypothetical protein predicted by genem--- AT1G48560 -1.93 -0.95 -7.29 0.000198 0.011164 1.28
257253_at unknown protein  ; supported by cDNA: --- AT3G24190 -1.88 -0.91 -7.29 0.000198 0.011164 1.28
253061_at  putative protein SPOP, Homo sapiens, BT5 AT4G37610 2.90 1.54 7.28 0.0002 0.011187 1.27
259848_at  leucine-rich receptor-like protein kinase --- AT1G72180 -2.08 -1.05 -7.27 0.000201 0.011230 1.26
252862_at  putative L-ascorbate oxidase L-ascorba--- AT4G39830 4.79 2.26 7.27 0.000201 0.011230 1.26
256981_at  brassinosteroid receptor kinase, putativ BRL3 AT3G13380 2.61 1.38 7.27 0.000202 0.011230 1.26
260696_at unknown protein --- AT1G32520 -1.86 -0.89 -7.25 0.000205 0.011234 1.24
264693_at hypothetical protein predicted by genemCLE26 AT1G69970 -1.76 -0.81 -7.26 0.000204 0.011234 1.25
254075_at DRE CRT-binding protein DREB1C invoCBF2 AT4G25470 -2.72 -1.44 -7.26 0.000203 0.011234 1.25
261118_at  protease, putative similar to SP:P36774--- AT1G75460 -1.81 -0.86 -7.26 0.000203 0.011234 1.25
249346_at amino acid permease LTH1 AT5G40780 2.07 1.05 7.25 0.000205 0.011234 1.24
266672_at putative Na+-dependent inorganic phospPHT4;1 AT2G29650 -1.74 -0.80 -7.26 0.000204 0.011234 1.25
255583_at  hypothetical protein similar to C. eleganARV2 AT4G01510 -1.91 -0.93 -7.24 0.000206 0.011256 1.23
250257_at putative protein similar to unknown prote--- AT5G13770 -1.97 -0.98 -7.25 0.000206 0.011256 1.24



254869_at  protein kinase - like protein KI domain in--- AT4G11890 3.83 1.94 7.24 0.000207 0.011296 1.23
246927_s_a nodulin - like protein nodulin, Glycine m--- AT5G25250 / 2.71 1.44 7.23 0.000208 0.011315 1.22
250441_at  oligopeptidase A - like protein oligopept --- AT5G10540 -1.60 -0.68 -7.23 0.000209 0.011347 1.22
263866_at putative farnesylated protein  ;supported--- AT2G36950 2.54 1.35 7.21 0.000212 0.011392 1.21
264512_at Expressed protein ; supported by cDNA --- AT1G09575 1.91 0.93 7.21 0.000212 0.011392 1.20
261973_at hypothetical protein predicted by genem--- AT1G64610 2.38 1.25 7.20 0.000214 0.011392 1.20
259625_at  glyceraldehyde-3-phosphate dehydrogeGAPB AT1G42970 -2.06 -1.04 -7.20 0.000213 0.011392 1.20
264938_at unknown protein contains similarity to S---- AT1G60610 1.80 0.85 7.20 0.000214 0.011392 1.20
247216_at 4-alpha-glucanotransferase  ; supportedDPE1 AT5G64860 -2.20 -1.13 -7.21 0.000213 0.011392 1.20
258607_at thioredoxin f1 identical to thioredoxin f1 TRXF1 AT3G02730 -2.10 -1.07 -7.21 0.000213 0.011392 1.20
253140_at RING-H2 finger protein RHA3b  ;suppor RHA3B AT4G35480 2.05 1.04 7.20 0.000213 0.011392 1.20
250415_at  putative protein GLUR3 ligand-gated chGLR2.5 AT5G11210 6.26 2.65 7.20 0.000215 0.011393 1.19
251336_at  putative protein hypothetical protein F4IBAP1 AT3G61190 3.50 1.81 7.18 0.000217 0.011447 1.18
255742_at  DNA-binding protein RAV2, putative simTEM1 AT1G25560 1.69 0.76 7.18 0.000218 0.011447 1.18
264365_s_a unknown protein Strong similarity to gb|--- AT1G03220 / 4.33 2.11 7.19 0.000216 0.011447 1.18
250005_at  putative protein predicted proteins, Arab--- AT5G18760 -1.66 -0.73 -7.18 0.000218 0.011447 1.18
267505_at putative cytochrome P450  ;supported b CYP76C1 AT2G45560 -1.94 -0.96 -7.18 0.000218 0.011447 1.18
245150_at photolyase/blue-light receptor (PHR2)  ;sPHR2 AT2G47590 -1.95 -0.97 -7.17 0.000219 0.011469 1.17
245349_at cyanohydrin lyase like protein ;supportedMES16 AT4G16690 3.67 1.88 7.17 0.00022 0.011477 1.17
245027_at heme oxygenase 2 (HO2) HO2 AT2G26550 -1.74 -0.80 -7.16 0.000222 0.011554 1.16
264099_at  replicase, putative similar to replicase G--- AT1G79050 -1.82 -0.86 -7.14 0.000225 0.011648 1.15
250243_at cobalamin biosynthesis protein GUN5 AT5G13630 -2.21 -1.14 -7.14 0.000226 0.011648 1.14
255436_at Expressed protein ; supported by cDNA --- AT4G03150 -1.56 -0.64 -7.14 0.000226 0.011648 1.14
260199_at unknown protein similar to putative DNA--- AT1G67590 -1.66 -0.73 -7.14 0.000225 0.011648 1.14
254597_at hypothetical protein --- AT4G18980 2.35 1.23 7.13 0.000228 0.011722 1.13
259275_at unknown protin  ;supported by full-length--- AT3G01060 -2.74 -1.45 -7.12 0.000228 0.011722 1.13
257940_at putative UDP-glucose glucosyltransferas--- AT3G21790 2.02 1.01 7.12 0.000229 0.011730 1.13
260203_at NAM-like protein similar to NAM (no apicANAC019 AT1G52890 2.82 1.50 7.11 0.00023 0.011770 1.12
259751_at putative transcription factor similar to myMYBL2 AT1G71030 -1.79 -0.84 -7.11 0.000231 0.011773 1.12
265029_at  zinc finger protein 7, ZFP7  ; supported ZFP7 AT1G24625 -2.21 -1.15 -7.10 0.000232 0.011834 1.11
246809_s_a SAR DNA-binding protein - like SAR DN--- AT5G27120 / -1.56 -0.64 -7.09 0.000235 0.011837 1.10
261951_at hypothetical protein predicted by genem--- AT1G64490 -1.78 -0.83 -7.10 0.000234 0.011837 1.11
257891_at hypothetical protein predicted by genemRFC3 AT3G17170 -2.45 -1.29 -7.07 0.000239 0.011837 1.08
263912_at starch branching enzyme II SBE2.1 AT2G36390 -2.10 -1.07 -7.08 0.000237 0.011837 1.09
258333_at myosin heavy chain-like protein similar t MFP1 AT3G16000 -1.78 -0.83 -7.07 0.000238 0.011837 1.09



263761_at putative fructose bisphosphate aldolase --- AT2G21330 -2.18 -1.12 -7.07 0.000238 0.011837 1.09
258027_at hypothetical protein predicted by genem--- AT3G19515 -1.76 -0.82 -7.08 0.000237 0.011837 1.09
265943_at putative cytidine deaminase  ;supported CDA1 AT2G19570 3.30 1.72 7.08 0.000236 0.011837 1.09
253692_at  putative protein Cs protein, Drosophila ATPAO5 AT4G29720 -1.58 -0.66 -7.08 0.000237 0.011837 1.09
264959_at hypothetical protein predicted by genem--- AT1G77090 -1.91 -0.93 -7.09 0.000236 0.011837 1.10
244998_at RNA polymerase beta' subunit-1 --- --- -2.16 -1.11 -7.09 0.000235 0.011837 1.10
264839_at  putative protochlorophyllide reductase sPOR C AT1G03630 -2.26 -1.17 -7.07 0.000239 0.011837 1.08
266120_at putative C2H2-type zinc finger protein  ; AtIDD5 AT2G02070 -1.84 -0.88 -7.10 0.000234 0.011837 1.11
250485_at Expressed protein ; supported by full-lenPROPEP5 AT5G09990 -2.75 -1.46 -7.05 0.000242 0.011853 1.07
262220_at  calcium-dependent protein kinase, putaCPK30 AT1G74740 1.65 0.72 7.05 0.000242 0.011853 1.07
259087_at  hypothetical protein, contains DnaJ mot--- AT3G04980 -1.57 -0.65 -7.05 0.000242 0.011853 1.07
260567_at putative glucosyltransferase  ;supported UGT74F2 AT2G43820 2.43 1.28 7.06 0.00024 0.011853 1.08
248124_at putative protein contains similarity to unkATG18F AT5G54730 1.85 0.88 7.06 0.000242 0.011853 1.07
246371_at unknown protein contains similarity to pr--- AT1G51940 -1.86 -0.89 -7.05 0.000244 0.011901 1.06
263412_at putative histone H2B  ;supported by full- --- AT2G28720 -1.74 -0.80 -7.04 0.000246 0.011924 1.05
257932_at unknown protein contains Pfam profile: PHCF107 AT3G17040 -1.90 -0.93 -7.03 0.000246 0.011924 1.05
254398_at  photosystem II oxygen-evolving complePSBQA AT4G21280 -1.83 -0.87 -7.04 0.000245 0.011924 1.06
258573_at hypothetical protein contains Pfam profilPTAC3 AT3G04260 -1.60 -0.68 -7.04 0.000246 0.011924 1.05
257746_at chorismate mutase identical to chorismaCM1 AT3G29200 1.65 0.73 7.02 0.000248 0.011929 1.04
255904_at  lemir (miraculin), putative similar to lem --- AT1G17860 2.07 1.05 7.03 0.000248 0.011929 1.04
248510_at Expressed protein ; supported by full-len--- --- -1.58 -0.66 -7.03 0.000247 0.011929 1.05
258919_at Expressed protein ; supported by full-len--- AT3G10525 -2.08 -1.06 -7.02 0.000248 0.011929 1.04
262671_at  calcium-dependent protein kinase, putaCPK29 AT1G76040 2.11 1.07 7.02 0.000249 0.011946 1.04
260209_at putative AP2 domain transcription factorCPuORF5 AT1G68550 / -1.87 -0.90 -7.01 0.000251 0.011983 1.03
263953_at hypothetical protein predicted by genefinOFP15 AT2G36050 -2.89 -1.53 -7.00 0.000253 0.012005 1.02
261838_at  heat shock protein hsp70, putative simi Hsp70b AT1G16030 -1.75 -0.81 -6.98 0.000258 0.012005 1.00
246943_at  putative protein kinase serine/threonine--- AT5G25440 2.46 1.30 6.97 0.00026 0.012005 0.99
264506_at  germin-like protein Identical to ArabidopGLP5 AT1G09560 1.91 0.93 6.98 0.000259 0.012005 1.00
259138_s_aputative DNA gyrase subunit B similar to--- AT3G10270 / -1.80 -0.84 -6.97 0.000261 0.012005 0.99
259768_at expressed protein supported by cDNA: CCOR314-TAT1G29390 -1.53 -0.61 -6.97 0.00026 0.012005 0.99
260283_at  hypothetical protein predicted by gensc PTAC17 AT1G80480 -1.56 -0.64 -6.98 0.000257 0.012005 1.01
261746_at unknown protein ;supported by full-lengtPSAO AT1G08380 -1.62 -0.70 -6.99 0.000256 0.012005 1.01
266636_at glycine decarboxylase complex H-protei GDCH AT2G35370 -1.88 -0.91 -6.98 0.000258 0.012005 1.00
252179_at  putative protein UDP-glucose:(glucosyl)GATL2 AT3G50760 2.34 1.23 6.97 0.00026 0.012005 1.00
253647_at  putative protein KIAA0210 gene, Homo --- AT4G29950 1.94 0.96 6.98 0.000257 0.012005 1.01



259351_at  putative sugar transporter similar to put --- AT3G05150 1.72 0.78 7.00 0.000253 0.012005 1.02
246154_at  putative protein predicted protein, Arabi --- AT5G19940 -1.73 -0.79 -6.97 0.00026 0.012005 1.00
256746_at  alpha-glucan phosphorylase, putative s --- AT3G29320 -2.29 -1.19 -6.99 0.000255 0.012005 1.01
251181_at  putative protein pectinesterase homolog--- AT3G62820 -2.07 -1.05 -6.99 0.000255 0.012005 1.02
244996_at ribosomal protein S2 --- --- -1.87 -0.91 -6.98 0.000258 0.012005 1.00
255809_at  putative protein predicted protein, Arabi --- AT4G10300 -1.90 -0.92 -6.97 0.000261 0.012005 0.99
254271_at  serine/threonine kinase - like protein KI --- AT4G23150 3.55 1.83 6.98 0.000258 0.012005 1.00
259038_at unknown protein predicted by genscan; PTAC13 AT3G09210 -1.78 -0.83 -7.00 0.000254 0.012005 1.02
265571_s_aunknown protein --- AT2G28020 / -1.66 -0.74 -6.96 0.000262 0.012017 0.99
259835_at unknown protein TRZ3 AT1G52160 -1.70 -0.76 -6.95 0.000264 0.012031 0.98
250969_at putative protein  ;supported by full-length--- AT5G02740 -1.68 -0.75 -6.95 0.000264 0.012031 0.98
257044_at hypothetical protein predicted by genscaARC5 AT3G19720 -1.98 -0.99 -6.96 0.000263 0.012031 0.98
249866_at 2-isopropylmalate synthase-like; homoc MAM1 AT5G23010 -3.11 -1.64 -6.94 0.000266 0.012103 0.97
257763_s_a disease resistance protein, putative simAtRLP37 AT3G23110 / 5.32 2.41 6.94 0.000267 0.012131 0.97
265253_at putative peptide/amino acid transporter --- AT2G02020 -1.62 -0.70 -6.93 0.000269 0.012194 0.96
249472_at hypothetical protein  ;supported by full-leCRR7 AT5G39210 -2.67 -1.42 -6.93 0.00027 0.012219 0.96
258292_at hypothetical protein predicted by genem--- AT3G23330 -1.93 -0.95 -6.92 0.000271 0.012230 0.95
245201_at  F12A21.3 unknown protein;  similar to ECSK AT1G67840 -1.81 -0.86 -6.92 0.000272 0.012239 0.95
251804_at  beta-1,3-glucanase - like protein probab--- AT3G55430 2.21 1.14 6.92 0.000273 0.012261 0.95
267061_at unknown protein  ;supported by full-leng--- AT2G32480 -1.71 -0.77 -6.91 0.000274 0.012261 0.94
253791_at early auxin-inducible protein 11 (IAA11) IAA11 AT4G28640 -2.02 -1.02 -6.91 0.000274 0.012261 0.94
249494_at  acyltransferase - like protein Anthocyan--- AT5G39050 3.78 1.92 6.89 0.000278 0.012298 0.92
250787_at meiotic check point regulator-like proteinEMB2771 AT5G05560 -1.66 -0.73 -6.90 0.000278 0.012298 0.93
246829_at  putative protein pyruvate water dikinaseATGWD3 AT5G26570 -1.65 -0.72 -6.90 0.000276 0.012298 0.93
259761_at putative acyl-CoA synthetase similar to bLACS9 AT1G77590 2.27 1.18 6.90 0.000276 0.012298 0.93
263177_at hypothetical protein predicted by genem--- AT1G05540 -1.70 -0.76 -6.90 0.000277 0.012298 0.93
251230_at beta-glucosidase-like protein several be BGLU8 AT3G62750 -1.59 -0.67 -6.90 0.000277 0.012298 0.93
248149_at Expressed protein ; supported by full-len--- AT5G54855 -1.64 -0.71 -6.89 0.000278 0.012298 0.92
250582_at  transcription factor-like protein ethylene--- AT5G07580 -3.01 -1.59 -6.89 0.00028 0.012332 0.92
264031_at unknown protein --- AT2G03780 -1.93 -0.95 -6.88 0.00028 0.012349 0.92
262175_at unknown protein ; supported by cDNA: gNDH-O AT1G74880 -2.11 -1.08 -6.87 0.000283 0.012425 0.91
249230_at putative protein similar to unknown prote--- AT5G42070 -1.98 -0.99 -6.87 0.000284 0.012439 0.90
263706_s_a 3-methyladenine DNA glycosylase, puta--- AT1G31180 / -2.51 -1.33 -6.84 0.00029 0.012615 0.88
262369_at hypothetical protein predicted by genem--- AT1G73010 10.46 3.39 6.84 0.000291 0.012615 0.88
255600_s_a putative protein predicted protein, Arabi --- AT4G01020 / -1.59 -0.67 -6.84 0.000291 0.012615 0.88



264201_at unknown protein ;supported by full-lengt --- AT1G22630 -2.33 -1.22 -6.84 0.00029 0.012615 0.88
257401_at hypothetical protein identical to hypothetSRO2 AT1G23550 2.03 1.02 6.85 0.000289 0.012615 0.89
260793_at unknown protein ;supported by full-lengt --- AT1G06190 -1.73 -0.79 -6.84 0.00029 0.012615 0.88
255457_at  putative photosystem I reaction center sPSAD-1 AT4G02770 -1.56 -0.64 -6.84 0.000291 0.012615 0.88
258935_at  unknown protein predicted by genscan+--- AT3G10120 -2.70 -1.43 -6.83 0.000293 0.012642 0.87
257236_at hypothetical protein --- AT3G15095 -2.02 -1.01 -6.83 0.000294 0.012682 0.87
245094_at 4-alpha-glucanotransferase DPE2 AT2G40840 -2.01 -1.00 -6.82 0.000296 0.012760 0.86
265139_at unknown protein --- AT1G51310 -1.91 -0.93 -6.82 0.000297 0.012762 0.86
256813_at unknown protein --- AT3G21360 -1.76 -0.82 -6.81 0.000298 0.012762 0.85
267592_at unknown protein similar to GP 2245012|--- AT2G39710 1.57 0.65 6.81 0.0003 0.012814 0.85
266884_at phytocyanin identical to GB:U90428; supUCC2 AT2G44790 4.59 2.20 6.79 0.000305 0.012814 0.83
263433_at putative myo-inositol 1-phosphate synth MIPS2 AT2G22240 -2.31 -1.21 -6.78 0.000306 0.012814 0.82
258953_at hypothetical protein predicted by gensca--- AT3G01430 1.90 0.93 6.79 0.000305 0.012814 0.83
254649_at  pherophorin - like protein pherophorin-S--- AT4G18570 -1.82 -0.86 -6.78 0.000307 0.012814 0.82
260799_at  UDP-glucose glucosyltransferase, putatAtUGT85AAT1G78270 -1.90 -0.92 -6.79 0.000304 0.012814 0.83
254524_at hypothetical protein --- AT4G20000 6.71 2.75 6.78 0.000306 0.012814 0.82
248230_at putative protein similar to unknown prote--- AT5G53830 2.97 1.57 6.78 0.000306 0.012814 0.83
262247_at unknown protein contains similarity to 1-D-CDES AT1G48420 -1.69 -0.76 -6.78 0.000306 0.012814 0.83
246860_at  putative protein various predicted prote --- AT5G25840 -4.36 -2.12 -6.78 0.000307 0.012814 0.82
257205_at  putative glucosyltransferase similar to UUGT88A1 AT3G16520 -1.68 -0.75 -6.79 0.000305 0.012814 0.83
261934_at  UDP-glucose glucosyltransferase, putatUGT85A1 AT1G22400 5.02 2.33 6.80 0.000301 0.012814 0.84
258173_at  putative protein kinase similar to serine/CERK1 AT3G21630 1.73 0.79 6.80 0.000301 0.012814 0.84
254244_at  putative protein S-receptor kinase 8 pre--- AT4G23230 1.89 0.92 6.80 0.000303 0.012814 0.84
256932_at unknown protein --- AT3G22520 -1.65 -0.72 -6.77 0.000309 0.012858 0.82
251021_at  thaumatin-like protein thaumatin-like pro--- AT5G02140 2.74 1.45 6.77 0.000309 0.012858 0.82
245794_at  endoxyloglucan transferase, putative si XTR4 AT1G32170 2.01 1.01 6.77 0.00031 0.012863 0.81
265728_at hypothetical protein predicted by gensca--- AT2G31990 2.10 1.07 6.77 0.000311 0.012863 0.81
255720_at phosphoribulokinase precursor identical PRK AT1G32060 -1.76 -0.82 -6.77 0.000311 0.012863 0.81
246631_at unknown protein ; supported by full-leng--- AT1G50740 1.65 0.72 6.76 0.000311 0.012867 0.81
261292_at hypothetical protein predicted by genem--- AT1G36940 -1.88 -0.91 -6.76 0.000312 0.012870 0.81
253558_at  kinase binding protein - like Skb1 proteiSKB1 AT4G31120 -1.84 -0.88 -6.76 0.000313 0.012871 0.80
261769_at plastocyanin identical to plastocyanin GIPETE1 AT1G76100 -1.93 -0.95 -6.75 0.000314 0.012900 0.80
244979_at ribosomal protein S11 --- --- -1.53 -0.62 -6.75 0.000315 0.012911 0.80
248968_at pectin acetylesterase  ;supported by full---- AT5G45280 3.01 1.59 6.72 0.000323 0.012988 0.77
260292_at  putative UDP-N-acetylmuramoylalanyl-DMURE AT1G63680 -1.52 -0.60 -6.73 0.000321 0.012988 0.78



263049_at unknown protein  ;supported by full-leng--- AT2G05260 1.73 0.79 6.72 0.000322 0.012988 0.77
250753_at glucuronosyl transferase-like protein  ; s UGT76C2 AT5G05860 2.02 1.01 6.74 0.000317 0.012988 0.79
260902_at hypothetical protein similar to carboxyvin--- AT1G21440 -2.59 -1.37 -6.73 0.000322 0.012988 0.77
247450_at  ripening-related protein - like ripening-re--- AT5G62350 -1.99 -0.99 -6.73 0.000321 0.012988 0.78
265965_at putative glutamate/ornithine acetyltransf --- AT2G37500 -1.76 -0.82 -6.74 0.000318 0.012988 0.79
258554_at putative DEAD/DEAH box helicase cont --- AT3G06980 -1.63 -0.70 -6.73 0.000322 0.012988 0.77
263014_at unknown protein similar to hypothetical pCAF2 AT1G23400 -1.72 -0.78 -6.72 0.000322 0.012988 0.77
261090_at  protein kinase, putative contains Pfam p--- AT1G07560 1.87 0.90 6.73 0.000321 0.012988 0.78
256156_at phosphoinositide specific phospholipaseATPLC2 AT3G08510 -1.68 -0.75 -6.73 0.000321 0.012988 0.78
245050_at PSII K protein --- --- -1.51 -0.60 -6.72 0.000324 0.013006 0.77
261891_at  transcriptional regulator, putative simila --- AT1G80790 -1.56 -0.64 -6.72 0.000325 0.013009 0.76
253473_at  putative protein mixed-lineage protein k --- AT4G32250 2.80 1.49 6.71 0.000326 0.013010 0.76
259591_at unknown protein ;supported by full-lengt --- AT1G28150 -1.50 -0.59 -6.71 0.000326 0.013010 0.76
252367_at  putative protein MEL-26, Caenorhabditi BT2 AT3G48360 5.83 2.54 6.71 0.000326 0.013010 0.76
263053_at similar to glucose inhibited division prote--- AT2G13440 -1.74 -0.80 -6.71 0.000327 0.013033 0.76
254255_at  serine/threonine kinase - like protein se --- AT4G23220 4.33 2.11 6.70 0.000329 0.013082 0.75
251355_at  putative protein hypothetical protein T17--- AT3G61100 -1.99 -0.99 -6.69 0.000331 0.013129 0.74
251321_at RING finger protein  ;supported by full-leBRH1 AT3G61460 -2.34 -1.23 -6.69 0.000333 0.013195 0.74
263676_at  putative RNA-binding protein Identical t CRB AT1G09340 -2.07 -1.05 -6.67 0.000338 0.013354 0.72
256356_s_ahypothetical protein --- AT1G66500 / 1.79 0.84 6.67 0.000338 0.013354 0.72
267178_at unknown protein  ; supported by full-leng--- AT2G37750 8.36 3.06 6.66 0.00034 0.013363 0.71
244972_at PSII 47KDa protein --- --- -3.96 -1.99 -6.67 0.000339 0.013363 0.72
264317_at  spermidine synthase, putative similar toSPDS2 AT1G70310 -1.70 -0.77 -6.66 0.000341 0.013363 0.71
252409_at  putative protein bundle sheath defective--- AT3G47650 -1.72 -0.78 -6.66 0.000341 0.013363 0.71
259878_at putative catechol O-methyltransferase s --- AT1G76790 -3.31 -1.73 -6.65 0.000345 0.013376 0.70
251278_at  putative protein hypothetical protein - A emb1703 AT3G61780 -1.84 -0.88 -6.65 0.000346 0.013376 0.70
247187_at putative protein similar to unknown prote--- AT5G65490 -1.68 -0.75 -6.65 0.000344 0.013376 0.70
247357_at receptor-like protein kinase  ; supported --- AT5G63710 -1.73 -0.79 -6.65 0.000345 0.013376 0.70
252084_at  wax synthase-like protein wax synthaseAtSAT1 AT3G51970 1.94 0.95 6.64 0.000346 0.013376 0.70
267089_at unknown protein --- AT2G38300 -2.03 -1.02 -6.66 0.000343 0.013376 0.71
255857_at unknown protein ;supported by full-lengtABA4 AT1G67080 -1.56 -0.64 -6.64 0.000347 0.013376 0.70
262879_at plastid RNA polymerase sigma-subunit iSIGA AT1G64860 -1.79 -0.84 -6.64 0.000347 0.013376 0.69
262784_at  unknown protein strong similarity to gb|YSEX1 AT1G10760 -2.32 -1.21 -6.66 0.000343 0.013376 0.71
248459_at putative protein similar to unknown proteCRL AT5G51020 -1.70 -0.76 -6.65 0.000345 0.013376 0.70
262539_at unknown protein Location of est 136A23--- AT1G17200 -2.17 -1.12 -6.64 0.000348 0.013382 0.69



252010_at hypothetical protein ; supported by cDNA--- AT3G52740 -2.01 -1.01 -6.64 0.000349 0.013388 0.69
262942_at hypothetical protein similar to unknown pALIS5 AT1G79450 3.89 1.96 6.63 0.00035 0.013393 0.69
247891_at GTP binding protein-like --- AT5G57960 -1.68 -0.75 -6.63 0.00035 0.013393 0.69
248449_at putative protein similar to unknown prote--- AT5G51110 -1.58 -0.66 -6.63 0.000351 0.013393 0.68
245797_at  defective chloroplasts and leaves (DCL --- AT1G45230 -1.48 -0.56 -6.62 0.000352 0.013394 0.68
261230_at  beta tubulin 1, putative similar to GB:AATUB5 AT1G20010 -1.63 -0.70 -6.62 0.000353 0.013394 0.68
267462_at Expressed protein ; supported by full-len--- AT2G33735 -2.64 -1.40 -6.62 0.000353 0.013394 0.68
244935_at NADH dehydrogenase subunit --- --- -1.64 -0.71 -6.63 0.000352 0.013394 0.68
248956_at unknown protein --- AT5G45610 -1.73 -0.79 -6.61 0.000356 0.013405 0.67
262699_at unknown protein --- AT1G75980 -1.72 -0.78 -6.61 0.000356 0.013405 0.67
264186_at hypothetical protein predicted by genem--- AT1G54570 3.98 1.99 6.62 0.000355 0.013405 0.67
260979_at  MAP kinase ATMPK9, putative similar t ATMPK18 AT1G53510 -1.64 -0.71 -6.61 0.000356 0.013405 0.67
253335_at  putative protein YHR077c (NMD2,IFS1)--- AT4G33500 -1.79 -0.84 -6.62 0.000354 0.013405 0.67
256595_x_ahypothetical protein --- AT3G28530 -1.85 -0.89 -6.60 0.000361 0.013541 0.65
266078_at putative two-component response regulaARR16 AT2G40670 1.67 0.74 6.60 0.000361 0.013541 0.65
256999_at hypothetical protein predicted by genem--- AT3G14200 -1.67 -0.74 -6.59 0.000363 0.013562 0.65
246478_at putative protein several hypothetical pro --- AT5G15980 -1.64 -0.71 -6.59 0.000363 0.013562 0.65
254790_at  probable photosystem I chain XI precur PSAL AT4G12800 -1.60 -0.68 -6.59 0.000363 0.013562 0.65
264383_at  putative glutathione peroxidase ContainATGPX1 AT2G25080 -1.93 -0.95 -6.58 0.000366 0.013627 0.64
265884_at unknown protein --- AT2G42320 -1.94 -0.96 -6.58 0.000367 0.013657 0.64
245745_at unknown protein contains similarity to an--- AT1G51110 -2.19 -1.13 -6.57 0.000369 0.013687 0.63
245195_at  F12A21.13 putative photosystem II Cor PSBY AT1G67740 -1.66 -0.74 -6.57 0.000369 0.013687 0.63
247954_at beta-galactosidase (emb|CAB64740.1)  BGAL4 AT5G56870 1.90 0.92 6.56 0.000373 0.013739 0.62
267005_at unknown protein ; supported by cDNA: g--- AT2G34460 -1.68 -0.75 -6.53 0.000383 0.013739 0.59
256655_at hypothetical protein predicted by genem--- AT3G18890 -2.26 -1.18 -6.54 0.00038 0.013739 0.60
259791_at unknown protein ; supported by cDNA: g--- AT1G29700 -2.58 -1.37 -6.53 0.000383 0.013739 0.59
263410_at predicted protein ;supported by full-lengt--- AT2G04039 -2.41 -1.27 -6.53 0.000384 0.013739 0.59
244995_at ATPase a subunit --- --- -2.73 -1.45 -6.55 0.000378 0.013739 0.60
260754_at unknown protein --- AT1G49000 3.46 1.79 6.53 0.000382 0.013739 0.59
257300_at unknown protein  ; supported by full-leng--- AT3G28080 -2.59 -1.37 -6.54 0.000381 0.013739 0.60
254038_at  nitrogen fixation like protein nitrogen fix NFU3 AT4G25910 -1.59 -0.67 -6.53 0.000384 0.013739 0.59
246249_at salt-inducible like protein --- AT4G36680 -1.93 -0.95 -6.55 0.000377 0.013739 0.61
251935_at  fructokinase - like protein fructokinase, --- AT3G54090 -2.15 -1.11 -6.56 0.000374 0.013739 0.62
260268_at unknown protein  ;supported by full-leng--- AT1G68490 -1.62 -0.70 -6.56 0.000373 0.013739 0.62
255227_at  D123 -like protein protein D123, Rattus EDA35 AT4G05440 -1.97 -0.98 -6.56 0.000374 0.013739 0.62



265569_at unknown protein  ;supported by full-lengPGR5 AT2G05620 -1.70 -0.77 -6.54 0.00038 0.013739 0.60
258495_at unknown protein  ;supported by full-leng--- AT3G02690 -1.61 -0.68 -6.53 0.000385 0.013739 0.59
246434_at root cap 1 (RCP1)  ;supported by full-lenRCP1 AT5G17520 -2.03 -1.02 -6.57 0.000371 0.013739 0.62
253009_at  glycine hydroxymethyltransferase like pSHM1 AT4G37930 -2.04 -1.03 -6.56 0.000373 0.013739 0.62
256876_at hypothetical protein predicted by genem--- AT3G26360 -1.48 -0.57 -6.54 0.000379 0.013739 0.60
256433_at unknown protein SAG20 AT3G10985 2.16 1.11 6.55 0.000378 0.013739 0.61
253981_at putative protein ;supported by full-length--- AT4G26670 -1.61 -0.69 -6.53 0.000385 0.013739 0.59
246454_at Expressed protein ; supported by full-lenDHAR3 AT5G16710 -1.68 -0.75 -6.55 0.000377 0.013739 0.61
250580_at glutamate dehydrogenase 2  ; supportedGDH2 AT5G07440 3.33 1.74 6.54 0.000382 0.013739 0.60
260633_at  protein kinase, putative similar to protei HT1 AT1G62400 -1.65 -0.72 -6.56 0.000375 0.013739 0.61
254697_at  putative protein predicted protein, Arabi --- AT4G17970 -1.58 -0.66 -6.53 0.000384 0.013739 0.59
265200_s_aputative glucosyl transferase an EST maUGT73C6 AT2G36790 / 3.96 1.99 6.52 0.000386 0.013745 0.58
255462_at  hypothetical protein similar to A. thalian --- AT4G02940 2.55 1.35 6.52 0.000388 0.013761 0.58
266280_at putative tropinone reductase --- AT2G29260 -1.52 -0.61 -6.51 0.000389 0.013761 0.58
251008_at putative protein ;supported by full-length--- AT5G02710 -1.86 -0.90 -6.52 0.000388 0.013761 0.58
248981_at regulatory protein NPR1-like; transcriptioNPR3 AT5G45110 1.69 0.76 6.52 0.000389 0.013761 0.58
250575_at putative protein --- AT5G08240 2.53 1.34 6.51 0.000389 0.013761 0.58
251853_at putative protein various Arabidopsis thal --- AT3G54790 -1.61 -0.69 -6.51 0.00039 0.013762 0.57
259535_at hypothetical protein --- AT1G12280 -2.15 -1.11 -6.51 0.00039 0.013762 0.57
253264_at  protein kinase - like protein protein kina OST1 AT4G33950 -1.56 -0.64 -6.51 0.000392 0.013782 0.57
254779_at hypothetical protein --- AT4G12760 -1.58 -0.66 -6.50 0.000393 0.013794 0.56
262136_at  auxin response factor, putative similar t ARF17 AT1G77850 -1.62 -0.70 -6.50 0.000393 0.013794 0.56
257848_at hypothetical protein predicted by gensca--- AT3G13030 -1.90 -0.92 -6.50 0.000394 0.013794 0.56
258263_at unknown protein --- AT3G15780 -2.51 -1.33 -6.50 0.000395 0.013803 0.56
251519_at  putative protein hypothetical protein 238GUN4 AT3G59400 -1.98 -0.99 -6.49 0.000397 0.013828 0.55
264657_at  putative 26S protease regulatory subunRPT5B AT1G09100 -1.64 -0.71 -6.49 0.000398 0.013828 0.55
258120_at hypothetical protein predicted by genma--- AT3G14730 -1.56 -0.64 -6.49 0.000399 0.013828 0.55
255465_at  hypothetical protein similar to A. thalian --- AT4G02990 -1.88 -0.91 -6.49 0.000398 0.013828 0.55
255718_at unknown protein ;supported by full-lengtATNSI AT1G32070 -1.70 -0.77 -6.48 0.0004 0.013828 0.55
245017_at PSI I protein --- --- -1.80 -0.85 -6.48 0.0004 0.013828 0.55
257066_at  lipid transfer protein, putative similar to --- AT3G18280 3.84 1.94 6.49 0.000397 0.013828 0.56
267010_at putative AP2 domain transcription factorSNZ AT2G39250 -1.91 -0.94 -6.48 0.0004 0.013828 0.55
257608_at  chaperonin, putative similar to CHAPERHSP60-3A AT3G13860 -1.69 -0.76 -6.47 0.000404 0.013930 0.54
253866_at putative protein various putative proteins--- AT4G27480 1.80 0.85 6.47 0.000405 0.013954 0.53
251447_at  U6 snRNA-associated Sm-like protein U--- AT3G59810 -1.53 -0.61 -6.44 0.000415 0.013996 0.51



247696_at  MYB27 protein - like MYB27 protein, ArMYB59 AT5G59780 -3.32 -1.73 -6.45 0.000413 0.013996 0.51
261190_at  ribosomal protein L11, putative similar t PRPL11 AT1G32990 -1.73 -0.79 -6.45 0.000412 0.013996 0.52
251936_at  putative protein crp1 protein, Zea mays MEE40 AT3G53700 -1.90 -0.93 -6.45 0.000414 0.013996 0.51
252886_at cellulose synthase catalytic subunit (Ath CESA2 AT4G39350 -1.79 -0.84 -6.45 0.000414 0.013996 0.51
251360_at  putative protein embryonic abundant pr --- AT3G61210 -1.63 -0.71 -6.46 0.000409 0.013996 0.52
246021_at  ascorbate oxidase-like protein ascorbat --- AT5G21100 -2.29 -1.19 -6.45 0.000414 0.013996 0.51
263114_at  putative photosystem I reaction center sPSAD-2 AT1G03130 -1.73 -0.79 -6.44 0.000415 0.013996 0.51
256309_at photosystem I subunit X precursor ident PSAK AT1G30380 -1.59 -0.67 -6.46 0.00041 0.013996 0.52
263488_at hypothetical protein predicted by gensca--- AT2G31840 -1.99 -0.99 -6.46 0.000409 0.013996 0.52
253635_at  putative protein hypothetical protein - A --- AT4G30620 -1.58 -0.66 -6.46 0.000409 0.013996 0.52
256215_at unknown protein ;supported by full-lengt --- AT1G50900 -1.72 -0.79 -6.44 0.000415 0.013996 0.51
261323_at hypothetical protein predicted by genem--- AT1G44760 -2.34 -1.22 -6.46 0.00041 0.013996 0.52
258424_at hypothetical protein predicted by genem--- AT3G16750 -1.79 -0.84 -6.46 0.000409 0.013996 0.52
255844_at putative protein kinase contains a protei --- AT2G33580 3.08 1.62 6.46 0.000411 0.013996 0.52
251621_at  protein kinase - like protein wall-associa--- AT3G57700 2.55 1.35 6.43 0.00042 0.014060 0.50
249839_at Expressed protein ; supported by cDNA --- AT5G23405 -1.77 -0.82 -6.44 0.000418 0.014060 0.50
266589_at hypothetical protein predicted by gensca--- AT2G46250 -2.03 -1.02 -6.43 0.00042 0.014060 0.50
258285_at photosystem I subunit VI precursor iden PSAH-1 AT3G16140 -1.55 -0.64 -6.43 0.000421 0.014060 0.49
245020_at cytochrome f --- --- -1.68 -0.75 -6.43 0.00042 0.014060 0.50
247826_at  beta 1-3 glucanase - like protein beta 1---- AT5G58480 -1.68 -0.74 -6.43 0.000421 0.014060 0.49
259793_at AP2-containing DNA-binding protein con--- AT1G64380 4.31 2.11 6.42 0.000424 0.014069 0.48
261824_at  DAG protein, putative similar to DAG pr --- AT1G11430 -1.55 -0.63 -6.42 0.000424 0.014069 0.49
245137_at unknown protein --- AT2G45460 -1.97 -0.98 -6.42 0.000424 0.014069 0.49
250832_at nicotianamine synthase (dbj|BAA74589.NAS1 AT5G04950 -7.16 -2.84 -6.42 0.000425 0.014069 0.48
251652_at  putative protein hypothetical protein T32--- AT3G57380 2.25 1.17 6.42 0.000425 0.014069 0.48
247835_at putative protein similar to unknown prote--- AT5G57910 2.78 1.48 6.42 0.000425 0.014069 0.48
263000_at hypothetical protein similar to hypothetic--- AT1G54350 -1.77 -0.82 -6.42 0.000426 0.014069 0.48
259945_at unknown protein --- AT1G71460 -1.80 -0.85 -6.41 0.000427 0.014100 0.48
253740_at Expressed protein ; supported by cDNA --- AT4G28706 -1.83 -0.87 -6.40 0.000433 0.014181 0.46
255543_at predicted protein of unknown function si --- AT4G01870 4.12 2.04 6.40 0.000433 0.014181 0.46
255829_at putative potassium transporter  ; suppor KT2 AT2G40540 -1.53 -0.62 -6.40 0.000431 0.014181 0.47
248330_at putative protein contains similarity to orn--- AT5G52810 2.73 1.45 6.40 0.000431 0.014181 0.47
265335_at Expressed protein ; supported by full-len--- AT2G18245 -1.49 -0.57 -6.40 0.000431 0.014181 0.47
256678_at  RNA-binding protein (cp33) identical to CP33 AT3G52380 -1.73 -0.79 -6.39 0.000436 0.014243 0.46
264930_at  receptor-like kinase, putative similar to sNIK3 AT1G60800 -1.95 -0.97 -6.39 0.000436 0.014243 0.46



258209_at expressed protein supported by cDNA: CGAPC1 AT3G04120 / 3.42 1.77 6.39 0.000436 0.014243 0.46
250194_at  putative protein various predicted prote --- AT5G14550 -1.65 -0.72 -6.38 0.00044 0.014291 0.45
246197_at caltractin-like protein ;supported by full-l CEN2 AT4G37010 5.27 2.40 6.38 0.000439 0.014291 0.45
263543_at putative pectinesterase PE11 AT2G21610 1.54 0.63 6.38 0.00044 0.014291 0.45
259952_at putative disease resistance protein simil AtRLP12 AT1G71400 2.59 1.37 6.36 0.00045 0.014566 0.42
258167_at  UDP-glucose:indole-3-acetate beta-D-gUGT84A2 AT3G21560 2.64 1.40 6.36 0.000449 0.014566 0.42
247819_at MAP kinase ; supported by cDNA: gi_14WNK4 AT5G58350 2.14 1.10 6.35 0.000452 0.014613 0.42
260595_at unknown protein --- AT1G55890 -1.79 -0.84 -6.34 0.000456 0.014682 0.41
254639_at  putative protein various predicted prote DOT4 AT4G18750 -1.71 -0.78 -6.34 0.000456 0.014682 0.41
245024_at ATPase alpha subunit --- --- -1.54 -0.62 -6.34 0.000457 0.014682 0.41
248619_at amino acid permease 6 (emb CAA65051AAP6 AT5G49630 -2.00 -1.00 -6.34 0.000457 0.014682 0.41
262630_at unknown protein ;supported by full-lengtGPAT1 AT1G06520 6.33 2.66 6.34 0.000457 0.014682 0.41
257203_at  xyloglucan endotransglycosylase, putat --- AT3G23730 1.59 0.67 6.33 0.000459 0.014689 0.40
251309_at  putative protein carbonyl reductase (NA--- AT3G61220 -1.81 -0.86 -6.33 0.000459 0.014689 0.40
267210_at dihydroxypolyprenylbenzoate methyltranATCOQ3 AT2G30920 -1.48 -0.56 -6.34 0.000459 0.014689 0.40
252940_at  receptor protein kinase - like protein rec--- AT4G39270 2.34 1.22 6.32 0.000464 0.014741 0.39
265946_s_a putative WD-40 repeat protein, MSI4 al FVE AT2G19520 / -1.57 -0.65 -6.32 0.000464 0.014741 0.39
246808_at  putative protein many predicted proteins--- AT5G27110 -1.64 -0.71 -6.32 0.000463 0.014741 0.39
246681_at  chloride channel-like protein chloride ch--- AT5G33280 -1.54 -0.62 -6.32 0.000463 0.014741 0.39
246272_at hydroxynitrile lyase like protein MES9 AT4G37150 4.16 2.06 6.32 0.000463 0.014741 0.39
254638_at hypothetical protein --- AT4G18740 -2.18 -1.12 -6.31 0.000469 0.014762 0.38
260390_at unknown protein  ; supported by full-leng--- AT1G73940 -1.76 -0.81 -6.31 0.000468 0.014762 0.38
247312_at putative protein strong similarity to unkn --- AT5G63970 1.85 0.89 6.32 0.000467 0.014762 0.38
248242_at aldo/keto reductase-like protein --- AT5G53580 -1.91 -0.93 -6.31 0.000469 0.014762 0.38
251353_at  putative protein hypothetical protein - S --- AT3G61080 -1.92 -0.94 -6.31 0.000468 0.014762 0.38
257773_at hypothetical protein predicted by genem--- AT3G29185 -1.72 -0.78 -6.31 0.000469 0.014762 0.38
252004_at  purple acid phosphatase-like protein puPAP20 AT3G52780 2.96 1.56 6.31 0.000469 0.014762 0.38
248878_at 50S ribosomal protein L14 --- AT5G46160 -1.60 -0.68 -6.31 0.00047 0.014765 0.38
260442_at unknown protein  ; supported by full-leng--- AT1G68220 -1.92 -0.94 -6.30 0.000472 0.014813 0.37
260431_at putative zinc finger protein similar to zinc--- AT1G68190 -1.49 -0.58 -6.30 0.000474 0.014825 0.37
248237_at receptor protein kinase-like protein --- AT5G53890 -1.88 -0.91 -6.30 0.000473 0.014825 0.37
254011_at  putative protein transcription termination--- AT4G26370 -1.74 -0.80 -6.30 0.000474 0.014825 0.37
258453_at  RNA polymerase I, II and III 24.3 kDa s NRPB5 AT3G22320 -1.53 -0.62 -6.29 0.000476 0.014827 0.36
249335_at putative protein contains similarity to meNRPB12 AT5G41010 -1.66 -0.73 -6.30 0.000476 0.014827 0.36
261628_at hypothetical protein predicted by genem--- AT1G50000 -1.54 -0.63 -6.29 0.000476 0.014827 0.36



256204_at  DNA polymerase A family protein, putatPOLGAMMAT1G50840 -1.90 -0.93 -6.29 0.00048 0.014876 0.35
266338_at putative ligand-gated ion channel subun GLR5 AT2G32400 -1.88 -0.91 -6.29 0.00048 0.014876 0.36
251859_at  putative protein proteophosphoglycan, L--- AT3G54680 1.70 0.77 6.28 0.000483 0.014876 0.35
257855_at hypothetical protein predicted by genefin--- AT3G13040 -1.61 -0.69 -6.28 0.000483 0.014876 0.35
265880_at unknown protein --- AT2G42300 -2.10 -1.07 -6.28 0.000483 0.014876 0.35
253966_at fructose-bisphosphate aldolase --- AT4G26520 -1.95 -0.96 -6.28 0.000482 0.014876 0.35
262727_at  thaumatin, putative contains Pfam profi --- AT1G75800 -1.59 -0.66 -6.28 0.000483 0.014876 0.35
255342_at putative receptor-like protein kinase --- AT4G04510 1.79 0.84 6.28 0.000484 0.014876 0.35
248828_at Lil3 protein --- AT5G47110 -1.53 -0.61 -6.28 0.000483 0.014876 0.35
264923_s_a peroxiredoxin, putative similar to type 2 --- AT1G60740 / 3.01 1.59 6.27 0.000489 0.015008 0.34
261086_at hypothetical protein predicted by genemTRFL3 AT1G17460 -1.55 -0.63 -6.26 0.00049 0.015032 0.33
254727_at hypothetical protein PTAC5 AT4G13670 -1.50 -0.59 -6.26 0.000491 0.015047 0.33
264605_at  putative auxin-induced protein, IAA12 s IAA12 AT1G04550 -1.69 -0.75 -6.26 0.000493 0.015067 0.33
256675_at  putative protein DNA-binding protein PD--- AT3G52170 -2.62 -1.39 -6.25 0.000495 0.015110 0.32
248889_at unknown protein ;supported by full-lengt --- AT5G46230 2.33 1.22 6.25 0.000496 0.015110 0.32
249404_at ankyrin repeat protein EMB506  ; suppo EMB506 AT5G40160 -1.95 -0.97 -6.25 0.000497 0.015110 0.32
265287_at putative photosystem I reaction center s PSAE-2 AT2G20260 -1.48 -0.57 -6.25 0.000496 0.015110 0.32
259422_at unknown protein --- AT1G13810 -2.09 -1.06 -6.24 0.0005 0.015118 0.31
255749_at  p68 RNA helicase, putative similar to p6STRS1 AT1G31970 -1.63 -0.70 -6.24 0.0005 0.015118 0.31
260412_at putative alpha-amylase similar to alpha- AMY3 AT1G69830 -1.50 -0.58 -6.24 0.0005 0.015118 0.31
244974_at PSII low MW protein --- --- -1.65 -0.72 -6.25 0.000498 0.015118 0.32
266957_at unknown protein PTAC12 AT2G34640 -1.81 -0.85 -6.23 0.000504 0.015161 0.30
260106_at unknown protein ;supported by full-lengt --- AT1G35420 -1.66 -0.73 -6.24 0.000503 0.015161 0.31
251107_at putative protein several hypothetical pro --- AT5G01610 1.81 0.86 6.23 0.000504 0.015161 0.31
258880_at  hypothetical protein similar to symbiosisATG8H AT3G06420 3.14 1.65 6.24 0.000503 0.015161 0.31
247297_at peroxidase ATP3a (emb|CAA67340.1)  --- AT5G64100 3.91 1.97 6.23 0.000505 0.015173 0.30
251179_at  putative protein ABP130 protein, Homo --- AT3G63460 1.49 0.57 6.23 0.000506 0.015173 0.30
261443_at  glutaredoxin, putative similar to glutaredGRX480 AT1G28480 4.55 2.19 6.23 0.000506 0.015175 0.30
264072_at hypothetical protein --- --- -1.56 -0.64 -6.23 0.000507 0.015183 0.30
254503_at hypothetical protein  ;supported by full-lePTAC9 AT4G20010 -1.71 -0.77 -6.22 0.000509 0.015189 0.29
264648_at putative luminal binding protein Similar t BIP3 AT1G09080 1.92 0.94 6.22 0.000509 0.015189 0.30
264258_at hypothetical protein predicted by genefin--- AT1G09220 -1.70 -0.76 -6.22 0.00051 0.015195 0.29
250385_at aspartate aminotransferase (Asp3)  ; su ASP3 AT5G11520 2.65 1.40 6.22 0.00051 0.015195 0.29
260672_at Expressed protein ; supported by full-len--- AT1G19480 -1.57 -0.66 -6.22 0.000511 0.015206 0.29
252305_at  putative protein CRP1 protein, Zea mayemb1796 AT3G49240 -2.09 -1.06 -6.22 0.000512 0.015219 0.29



252723_at hypothetical protein  ; supported by full-l --- AT3G43520 -1.51 -0.60 -6.21 0.000514 0.015235 0.28
253911_at  putative receptor protein kinase recepto--- AT4G27300 -3.19 -1.67 -6.21 0.000516 0.015241 0.28
263471_at hypothetical protein predicted by genscaRAP AT2G31890 -1.74 -0.80 -6.21 0.000516 0.015241 0.28
258046_at MAP kinase kinase 5 identical to GB:BAMKK5 AT3G21220 1.66 0.73 6.21 0.000515 0.015241 0.28
256874_at  cytochrome P450, putative contains PfaCYP71B36AT3G26320 -1.74 -0.80 -6.21 0.000517 0.015241 0.28
252350_at  ataxia-telangiectasia mutated protein AtATM AT3G48190 -1.53 -0.62 -6.21 0.000517 0.015241 0.28
262751_at hypothetical protein predicted by gensca--- AT1G16310 -1.55 -0.63 -6.20 0.000521 0.015251 0.27
261948_at unknown protein ;supported by full-lengt --- AT1G64680 -2.42 -1.28 -6.20 0.000521 0.015251 0.27
246736_at  putative protein hypothetical protein slr1--- AT5G27560 -1.70 -0.76 -6.20 0.00052 0.015251 0.27
253188_at  putative sugar transporter protein sugarTMT2 AT4G35300 -1.70 -0.77 -6.20 0.000519 0.015251 0.27
255088_at  putative protein heat shock protein dnaJ--- AT4G09350 -2.29 -1.20 -6.20 0.000519 0.015251 0.27
266716_at unknown protein  ;supported by full-lengPSI-P AT2G46820 -1.68 -0.74 -6.19 0.000524 0.015318 0.26
248628_at putative protein contains similarity to 5'-n--- AT5G48960 -1.68 -0.75 -6.18 0.000528 0.015425 0.26
266033_at putative translation initiation factor eIF-2--- AT2G05830 -1.87 -0.90 -6.18 0.000531 0.015436 0.25
260137_at unknown protein ;supported by full-lengt --- AT1G66330 -2.09 -1.06 -6.18 0.00053 0.015436 0.25
249152_s_ainorganic phosphate transporter (dbj|BA APT1 AT5G43350 / 2.13 1.09 6.18 0.00053 0.015436 0.25
259911_at putative cinnamyl-alcohol dehydrogenasCAD1 AT1G72680 2.07 1.05 6.17 0.000535 0.015540 0.24
262113_at  late embryogenis abundant protein, put --- AT1G02820 -2.81 -1.49 -6.17 0.000537 0.015589 0.24
260046_at Expressed protein ; supported by cDNA --- AT1G73805 7.78 2.96 6.16 0.000538 0.015602 0.24
248984_at DNA-directed RNA polymerase subunit NRPC2 AT5G45140 -1.87 -0.90 -6.16 0.00054 0.015635 0.23
265336_at hypothetical protein predicted by genscaAPC10 AT2G18290 -1.57 -0.65 -6.16 0.000543 0.015635 0.23
266126_at putative metalloproteinase  ; supported b--- AT2G45040 2.30 1.20 6.16 0.000541 0.015635 0.23
264279_s_a glycoprotein(EP1), putative similar to gl --- AT1G78820 / 1.97 0.98 6.16 0.000542 0.015635 0.23
256181_at  light repressible receptor protein kinase--- AT1G51820 4.86 2.28 6.16 0.000542 0.015635 0.23
253440_at putative protein ;supported by full-lengthTIFY8 AT4G32570 -1.46 -0.54 -6.15 0.000545 0.015654 0.22
255047_at  AX110P -like protein AX110P -Daucus --- AT4G09670 -1.63 -0.71 -6.15 0.000545 0.015654 0.22
253495_at  putative protein crp1 protein, Zea mays PGR3 AT4G31850 -2.10 -1.07 -6.15 0.000548 0.015712 0.22
252921_at  putative protein DNA damage-inducible EDS5 AT4G39030 2.99 1.58 6.14 0.000552 0.015813 0.21
254598_at  xyloglucan endo-transglycosylase - like --- AT4G18990 2.89 1.53 6.14 0.000553 0.015814 0.21
255116_at  receptor protein kinase-like protein rece--- AT4G08850 2.00 1.00 6.13 0.000555 0.015814 0.20
254350_at  putative protein hypothetical protein, ch --- AT4G22280 -1.49 -0.58 -6.13 0.000556 0.015814 0.20
258617_at putative calmodulin similar to calmodulin--- AT3G03000 1.51 0.59 6.13 0.000554 0.015814 0.20
245321_at Expressed protein ; supported by full-len--- AT4G15545 -1.51 -0.59 -6.13 0.000556 0.015814 0.20
247889_at putative protein similar to unknown proteAPO2 AT5G57930 -1.65 -0.73 -6.13 0.000554 0.015814 0.21
255068_at  Arabidopsis thaliana flavin-type blue-lig CRY1 AT4G08920 -1.47 -0.56 -6.13 0.000557 0.015832 0.20



266761_at putative alcohol dehydrogenase --- AT2G47130 3.31 1.73 6.13 0.000558 0.015833 0.20
247176_at acyl-CoA oxidase (gb|AAC13497.1)  ; suACX2 AT5G65110 2.16 1.11 6.12 0.000559 0.015833 0.20
261075_at unknown protein --- AT1G07280 -1.71 -0.77 -6.12 0.000561 0.015864 0.19
264746_at unknown protein similar to putative DNAWRKY6 AT1G62300 4.05 2.02 6.09 0.000575 0.015983 0.17
263679_at  RNA helicase, putative similar to RNA h--- AT1G59990 -1.81 -0.86 -6.09 0.000576 0.015983 0.17
245323_at cysteine proteinase inhibitor like protein --- AT4G16500 1.85 0.89 6.10 0.000574 0.015983 0.17
259285_at hypothetical protein similar to putative p --- AT3G11460 -1.59 -0.67 -6.10 0.000574 0.015983 0.17
256603_at unknown protein similar to At14a protein--- AT3G28270 -3.16 -1.66 -6.11 0.000567 0.015983 0.18
253912_at  putative protein met-10+ protein, Neuro --- AT4G27340 -1.78 -0.83 -6.10 0.000571 0.015983 0.17
255046_at  H+-transporting ATP synthase-like proteATPD AT4G09650 -1.74 -0.80 -6.10 0.000572 0.015983 0.17
267553_s_ahypothetical protein predicted by genefin--- AT2G32180 / -2.10 -1.07 -6.11 0.000569 0.015983 0.18
259160_at unknown protein --- AT3G05410 -1.71 -0.78 -6.11 0.000567 0.015983 0.18
256343_at unknown protein ; supported by cDNA: g--- AT1G72090 -1.76 -0.82 -6.10 0.000573 0.015983 0.17
247320_at photosystem I reaction centre subunit psPSAN AT5G64040 -1.61 -0.68 -6.11 0.000568 0.015983 0.18
261048_at  flavonol 3-o-glucosyltransferase, putativUGT72B3 AT1G01420 -1.75 -0.81 -6.09 0.000575 0.015983 0.17
265704_at hypothetical protein predicted by gensca--- AT2G03420 -2.04 -1.03 -6.10 0.000571 0.015983 0.17
263168_at putative glutaredoxin Strong similarity to --- AT1G03020 -4.87 -2.28 -6.10 0.000574 0.015983 0.17
261189_at hypothetical protein contains similarity toNACA5 AT1G33040 -1.66 -0.73 -6.10 0.000571 0.015983 0.17
266331_at  putative RGA1, giberellin repsonse modRGA1 AT2G01570 -1.81 -0.86 -6.09 0.000576 0.015983 0.16
265446_at unknown protein  ;supported by full-leng--- AT2G37110 1.65 0.72 6.09 0.000577 0.016000 0.16
263557_at putative homeodomain transcription factBLH7 AT2G16400 -1.84 -0.88 -6.09 0.000579 0.016014 0.16
257587_at  3'-5' exonuclease, putative contains Pfa--- AT1G56310 -1.56 -0.64 -6.08 0.000581 0.016056 0.16
258815_at putative short-chain type dehydrogenase--- AT3G04000 2.42 1.28 6.07 0.000586 0.016083 0.15
255440_at predicted protein of unknown function  ; --- AT4G02530 -1.77 -0.83 -6.08 0.000584 0.016083 0.15
258281_at putative shikimate kinase similar to shiki --- AT3G26900 -1.46 -0.54 -6.08 0.000584 0.016083 0.15
251885_at fructose-bisphosphatase precursor  ; su --- AT3G54050 -2.19 -1.13 -6.08 0.000585 0.016083 0.15
263864_at hypothetical protein predicted by genscaCPZ AT2G04530 -1.66 -0.73 -6.08 0.000584 0.016083 0.15
245736_at Dr4(protease inhibitor) identical to Dr4 GATDR4 AT1G73330 -3.08 -1.63 -6.08 0.000586 0.016083 0.15
257635_at  cytochrome P450 monooxygenase (CY CYP71B4 AT3G26280 -1.81 -0.85 -6.07 0.000587 0.016101 0.14
266832_at putative protein kinase contains a protei MAPKKK1 AT2G30040 2.16 1.11 6.07 0.000591 0.016188 0.14
261804_at  UDP glucose:flavonoid 3-o-glucosyltranUGT78D1 AT1G30530 -2.11 -1.08 -6.06 0.000593 0.016230 0.13
252300_at pyruvate kinase -like protein various pyr --- AT3G49160 2.47 1.31 6.05 0.000599 0.016279 0.12
247575_at  RNA-binding protein - like RNA-binding GR-RBP3 AT5G61030 -1.91 -0.93 -6.05 0.000602 0.016279 0.12
255668_s_apredicted protein ; supported by full-leng--- AT4G00238 / -1.85 -0.89 -6.05 0.000601 0.016279 0.12
249315_at unknown protein --- AT5G41190 -1.52 -0.61 -6.04 0.000608 0.016279 0.11



248307_at selenium-binding protein-like --- AT5G52850 -1.72 -0.79 -6.04 0.000608 0.016279 0.11
256253_at  60S acidic ribosomal protein, putative s --- AT3G11250 -1.69 -0.76 -6.04 0.000604 0.016279 0.12
260343_at  fructokinase (Frk1), putative similar to fr--- AT1G69200 -1.99 -0.99 -6.04 0.000605 0.016279 0.11
258193_at putative pectinesterase similar to pectinePME31 AT3G29090 -1.53 -0.61 -6.04 0.000604 0.016279 0.11
258396_at unknown protein similar to unknown pro --- AT3G15460 -2.57 -1.36 -6.04 0.000608 0.016279 0.11
256607_at unknown protein ; supported by cDNA: g--- AT3G32930 -1.53 -0.61 -6.05 0.000598 0.016279 0.12
245198_at Expressed protein ; supported by full-len--- AT1G67700 -1.59 -0.67 -6.04 0.000606 0.016279 0.11
257699_at  phosphoglycerate kinase, putative simil PGK1 AT3G12780 -1.80 -0.85 -6.04 0.000604 0.016279 0.11
262738_at hypothetical protein --- AT1G28530 -1.81 -0.85 -6.04 0.000603 0.016279 0.12
253387_at  P-Protein - like protein P-Protein precurAtGLDP1 AT4G33010 -2.83 -1.50 -6.04 0.000608 0.016279 0.11
254643_at  putative protein DNA polymerase III hol --- AT4G18820 -1.66 -0.73 -6.04 0.000608 0.016279 0.11
260904_at unknown protein NIMIN1 AT1G02450 5.72 2.52 6.05 0.000602 0.016279 0.12
260956_at salt-tolerance protein identical to salt-tol STO AT1G06040 -1.55 -0.64 -6.05 0.0006 0.016279 0.12
246547_at  seed maturation -like protein seed matu--- AT5G14970 -1.93 -0.95 -6.04 0.000605 0.016279 0.11
256617_at unknown protein  ; supported by full-leng--- AT3G22240 3.34 1.74 6.03 0.000615 0.016293 0.10
252291_s_aperoxidase  ;supported by full-length cD PRXCB AT3G49110 / 2.50 1.32 6.02 0.000616 0.016293 0.09
262288_at unknown protein identical to residues 1 tCRR23 AT1G70760 -3.45 -1.79 -6.03 0.000612 0.016293 0.10
253803_at  putative protein hypothetical protein - S --- AT4G28200 -1.58 -0.66 -6.03 0.000612 0.016293 0.10
263122_at  prenyltransferase, putative similar to preSPS1 AT1G78510 -1.79 -0.84 -6.03 0.000612 0.016293 0.10
263249_at delta 9 desaturase ALMOST identical (4ADS2 AT2G31360 -1.54 -0.62 -6.03 0.000611 0.016293 0.10
265330_at unknown protein GUT15 --- -1.72 -0.78 -6.03 0.000614 0.016293 0.10
250676_at harpin-induced protein-like  ; supported NHL3 AT5G06320 2.28 1.19 6.03 0.000614 0.016293 0.10
255644_at coded for by A. thaliana cDNA T43872 s--- AT4G00870 -1.57 -0.65 -6.03 0.00061 0.016293 0.10
264658_at hypothetical protein similar to LG27/30-l --- AT1G09910 -1.65 -0.72 -6.02 0.000616 0.016293 0.09
262237_at hypothetical protein predicted by genem--- AT1G48320 2.46 1.30 6.01 0.000622 0.016410 0.08
260981_at hypothetical protein predicted by gensca--- AT1G53460 -1.79 -0.84 -6.01 0.000621 0.016410 0.08
249690_at acyl-peptide hydrolase-like --- AT5G36210 -1.58 -0.66 -6.01 0.000623 0.016430 0.08
260179_at unknown protein similar to hypothetical pHWI1 AT1G70690 2.91 1.54 6.01 0.000624 0.016445 0.08
254710_at  multidrug resistance protein/P-glycopro PGP9 AT4G18050 2.28 1.19 6.01 0.000626 0.016450 0.08
251083_at hypothetical protein  ; supported by cDN--- AT5G01590 -1.64 -0.71 -6.01 0.000625 0.016450 0.08
263298_at unknown protein  ; supported by cDNA: TIC21 AT2G15290 -1.52 -0.60 -6.00 0.000628 0.016458 0.07
248590_at receptor protein kinase --- AT5G49660 -1.58 -0.66 -6.00 0.000627 0.016458 0.07
256796_at hypothetical protein predicted by gensca--- AT3G22210 -2.30 -1.20 -6.00 0.000628 0.016458 0.07
252441_at putative protein  ; supported by cDNA: gPTAC16 AT3G46780 -2.11 -1.07 -6.00 0.000632 0.016482 0.07
249264_s_adisease resistance protein-like --- AT5G41740 / 2.44 1.29 6.00 0.000631 0.016482 0.07



261422_at unknown protein NDF6 AT1G18730 -1.78 -0.83 -6.00 0.000631 0.016482 0.07
261674_at unknown protein --- AT1G18270 2.35 1.23 5.99 0.000634 0.016500 0.06
248595_at drought-induced protein Di19-like proteinHRB1 AT5G49230 -1.66 -0.73 -5.99 0.000634 0.016500 0.06
248036_at nucleolar protein-like OLI2 AT5G55920 -1.98 -0.99 -5.99 0.000635 0.016518 0.06
258079_at hypothetical protein predicted by gensca--- AT3G25940 -1.62 -0.70 -5.99 0.000637 0.016520 0.06
259392_at hypothetical protein similar to hypothetic--- AT1G06380 -1.53 -0.62 -5.99 0.000637 0.016520 0.06
248854_at putative protein contains similarity to sal --- AT5G46580 -1.76 -0.82 -5.99 0.000637 0.016520 0.06
250529_at RNA helicase-like protein --- AT5G08610 -1.97 -0.97 -5.98 0.00064 0.016551 0.05
257294_at  non-phototropic hypocotyl protein, putat--- AT3G15570 -2.13 -1.09 -5.98 0.000641 0.016551 0.05
254933_at  putative RNA-directed RNA polymeraseRDR2 AT4G11130 -1.77 -0.83 -5.98 0.000641 0.016551 0.05
255880_at hypothetical protein predicted by gensca--- AT1G67060 1.55 0.63 5.98 0.000641 0.016551 0.05
256107_at hypothetical protein predicted by gensca--- AT1G16830 -1.52 -0.61 -5.98 0.000643 0.016558 0.05
255957_at unknown protein ;supported by full-lengt --- AT1G22160 -3.51 -1.81 -5.98 0.000643 0.016558 0.05
252277_at  alpha NAC-like protein Nascent polypepNACA2 AT3G49470 -1.46 -0.54 -5.98 0.000644 0.016559 0.05
256049_at unknown protein --- AT1G07010 -1.87 -0.90 -5.97 0.000645 0.016577 0.04
249433_at  putative protein hypothetical protein - S --- AT5G39940 -1.94 -0.96 -5.97 0.000648 0.016611 0.04
254778_at putative protein --- AT4G12750 -1.84 -0.88 -5.97 0.000648 0.016611 0.04
258610_at IAA-amino acid hydrolase (ILR1) identic ILR1 AT3G02875 2.36 1.24 5.96 0.000653 0.016723 0.03
250906_at  1,4-alpha-glucan branching enzyme proSBE2.2 AT5G03650 -1.69 -0.75 -5.96 0.000655 0.016725 0.03
245047_at PSII 32 KDa protein --- --- -1.56 -0.65 -5.96 0.000655 0.016725 0.03
262552_at hypothetical protein similar to hypothetic--- AT1G31350 2.20 1.14 5.96 0.000657 0.016774 0.03
251137_at putative protein several hypothetical pro --- AT5G01300 -1.96 -0.97 -5.95 0.000658 0.016777 0.02
261582_at unknown protein ; supported by cDNA: gGIF2 AT1G01160 -1.55 -0.64 -5.95 0.00066 0.016814 0.02
267452_at auxin response transcription factor 3 (ETETT AT2G33860 -1.66 -0.73 -5.95 0.000661 0.016814 0.02
259840_at photosystem I subunit VI precursor iden PSAH2 AT1G52230 -1.81 -0.86 -5.94 0.000665 0.016866 0.01
246673_at ribosomal protein S1 ;supported by full-l RPS1 AT5G30510 -1.54 -0.62 -5.94 0.000665 0.016866 0.01
255795_at putative calcium-binding EF-hand protei RD20 AT2G33380 3.22 1.69 5.94 0.000666 0.016867 0.01
259442_at  (1-4)-beta-mannan endohydrolase prec --- AT1G02310 2.31 1.21 5.94 0.000666 0.016867 0.01
254515_at  CLV1 receptor kinase like protein CLAVBAM3 AT4G20270 -1.57 -0.65 -5.94 0.000668 0.016880 0.01
255936_at  calcium dependent protein kinase, puta --- AT1G12680 / -1.59 -0.66 -5.94 0.000669 0.016904 0.01
265511_at putative glycine-rich protein  ; supported--- AT2G05540 2.03 1.02 5.93 0.000675 0.016936 0.00
255623_at putative L5 ribosomal protein  ;supported--- AT4G01310 -1.56 -0.64 -5.93 0.000673 0.016936 0.00
254167_at  serine/threonine kinase-like protein  serCIPK8 AT4G24400 1.68 0.75 5.93 0.000674 0.016936 0.00
262753_at putative 3-deoxy-D-manno-2-octulosonaATKDSA2 AT1G16340 -1.58 -0.66 -5.93 0.000675 0.016936 0.00
265186_at Expressed protein ; supported by full-len--- AT1G23560 1.85 0.89 5.93 0.000674 0.016936 0.00



265059_at unknown protein ; supported by cDNA: gAR791 AT1G52080 1.91 0.93 5.93 0.000672 0.016936 0.00
248173_at putative protein contains similarity to RN--- AT5G54580 -1.56 -0.64 -5.92 0.000677 0.016956 -0.01
253181_at  amino acid permease - like protein Lily LHT7 AT4G35180 7.61 2.93 5.92 0.000677 0.016956 -0.01
263248_at putative endonuclease  ;supported by fuATNTH1 AT2G31450 -1.57 -0.65 -5.92 0.000683 0.017081 -0.02
266896_at putative ATP-dependent RNA helicase  --- AT2G45810 -1.47 -0.56 -5.92 0.000684 0.017081 -0.02
266903_at hypothetical protein predicted by genscaMEE21 AT2G34570 -1.52 -0.60 -5.91 0.000688 0.017165 -0.02
250752_at cytochrome P450 90A1 (sp|Q42569)  ; sCPD AT5G05690 -1.79 -0.84 -5.90 0.000691 0.017217 -0.03
258538_at putative tRNA pseudouridine synthase s--- AT3G06950 -1.55 -0.63 -5.90 0.000692 0.017223 -0.03
264584_at unknown protein Similar to Synechocyst --- AT1G05140 -1.69 -0.76 -5.90 0.000692 0.017223 -0.03
245492_at putative protein SPK1 AT4G16340 -1.63 -0.70 -5.90 0.000694 0.017234 -0.03
251109_at ferritin 1 precursor  ;supported by full-lenFER1 AT5G01600 2.75 1.46 5.90 0.000695 0.017237 -0.03
266353_at unknown protein  ;supported by full-lengMLP328 AT2G01520 2.24 1.16 5.90 0.000695 0.017237 -0.03
266184_s_aphosphate transporter (AtPT2) identical ATPT2 AT2G38940 / 2.74 1.46 5.90 0.000697 0.017242 -0.04
262287_at unknown protein ;supported by full-lengt --- AT1G68660 -1.67 -0.74 -5.90 0.000697 0.017242 -0.04
254101_at  alpha-amylase - like protein alpha-amyl AMY1 AT4G25000 4.14 2.05 5.89 0.000699 0.017267 -0.04
256002_at  carbamoylphosphate synthetase, putati CARB AT1G29900 -1.63 -0.71 -5.89 0.0007 0.017267 -0.04
250884_at signal recognition particle 54CP protein CPSRP54 AT5G03940 -1.54 -0.62 -5.89 0.0007 0.017267 -0.04
259749_at putative ribose 5-phosphate isomerase sRSW10 AT1G71100 2.67 1.42 5.89 0.000702 0.017285 -0.04
250498_at microbody NAD-dependent malate dehyPMDH2 AT5G09660 -2.13 -1.09 -5.88 0.000704 0.017333 -0.05
261762_at hypothetical protein predicted by genem--- AT1G15510 -2.47 -1.31 -5.88 0.000706 0.017344 -0.05
266874_at unknown protein --- AT2G44760 -1.47 -0.55 -5.88 0.000706 0.017344 -0.05
250526_at pyruvate kinase --- AT5G08570 -1.58 -0.66 -5.88 0.000707 0.017344 -0.05
254026_at  putative calmodulin-binding protein calm--- AT4G25800 -1.46 -0.55 -5.87 0.000714 0.017379 -0.06
262581_at  unknown protein ESTs gb|T22508, gb|H--- AT1G15370 1.46 0.54 5.87 0.000714 0.017379 -0.06
247158_at branched-chain amino acid aminotransfeATBCAT-5AT5G65780 -1.54 -0.62 -5.87 0.000715 0.017379 -0.06
252282_at  6-phosphogluconolactonase - like prote--- AT3G49360 -1.51 -0.59 -5.87 0.000714 0.017379 -0.06
253768_at putative protein --- AT4G28550 2.08 1.06 5.87 0.000714 0.017379 -0.06
247347_at putative protein similar to unknown proteSHA1 AT5G63780 -3.12 -1.64 -5.88 0.000711 0.017379 -0.06
246768_at putative protein hypothetical proteins - d--- AT5G27400 -1.42 -0.51 -5.87 0.000714 0.017379 -0.06
260943_at  thioredoxin, putative similar to thioredoxATTRX5 AT1G45145 2.01 1.01 5.87 0.000711 0.017379 -0.06
254664_at  initiation factor-2Bepsilon-like protein in --- AT4G18300 -1.68 -0.75 -5.87 0.000716 0.017382 -0.06
262680_at anter-specific proline-rich -like protein (A--- AT1G75880 -2.17 -1.12 -5.87 0.000716 0.017382 -0.06
255294_at putative sugar transporter --- AT4G04750 -1.62 -0.70 -5.86 0.000723 0.017527 -0.07
246510_at cyclic nucleotide-gated cation channel  ; DND1 AT5G15410 -1.69 -0.76 -5.85 0.000727 0.017539 -0.08
245348_at trehalose-6-phosphate synthase like proATTPS5 AT4G17770 -1.94 -0.96 -5.85 0.000726 0.017539 -0.08



248941_s_aputative protein similar to unknown prote--- AT5G45460 / 1.77 0.83 5.85 0.000726 0.017539 -0.08
251038_at  putative protein unknown protein At2g3 --- AT5G02240 -1.52 -0.61 -5.85 0.000725 0.017539 -0.08
259179_at hypothetical protein similar to putative p --- AT3G01660 -1.85 -0.89 -5.85 0.000732 0.017642 -0.09
251929_at sigma factor SigC  ; supported by cDNA SIGC AT3G53920 -1.57 -0.65 -5.84 0.000732 0.017642 -0.09
255870_at hypothetical protein predicted by gensca--- AT2G30280 -1.56 -0.64 -5.84 0.000735 0.017672 -0.09
245168_at 3-ketoacyl-CoA thiolase  ;supported by fPKT3 AT2G33150 1.78 0.83 5.84 0.000735 0.017672 -0.09
249628_at  putative protein tropomyosin gene 1, iso--- AT5G37590 -1.77 -0.83 -5.84 0.000737 0.017688 -0.09
265338_at putative ribosomal protein L6  ; supporte--- AT2G18400 -1.59 -0.67 -5.84 0.000738 0.017699 -0.10
262875_at gamma-tocopherol methyltransferase al G-TMT AT1G64970 -1.71 -0.78 -5.83 0.00074 0.017720 -0.10
253401_at  putative protein hypothetical protein F17--- AT4G32870 16.13 4.01 5.83 0.000741 0.017736 -0.10
262754_at putative inosine-5-monophosphate dehy--- AT1G16350 -1.71 -0.78 -5.83 0.000743 0.017762 -0.10
251841_at  putative protein CRP1, Zea mays, PIR2--- AT3G54980 -2.16 -1.11 -5.83 0.000744 0.017762 -0.10
261006_at unknown protein similar to reticuline oxid--- AT1G26410 3.16 1.66 5.82 0.000747 0.017831 -0.11
266889_at hypothetical protein predicted by gensca--- AT2G44640 -1.67 -0.74 -5.82 0.000751 0.017897 -0.11
254234_at  putative major latex protein major latex --- AT4G23680 4.06 2.02 5.81 0.000755 0.017904 -0.12
251157_at  mRNA binding protein precursor - like mCSP41A AT3G63140 -1.97 -0.98 -5.82 0.000754 0.017904 -0.12
255604_at hypothetical protein --- AT4G01080 -2.06 -1.04 -5.81 0.000757 0.017904 -0.12
258009_at unknown protein --- AT3G19440 -1.44 -0.53 -5.82 0.000752 0.017904 -0.12
253857_at  putative protein hypothetical chloroplast--- AT4G27990 -1.61 -0.69 -5.81 0.00076 0.017904 -0.13
262629_at  heat shock protein, putative contains PfACD32.1 AT1G06460 -1.52 -0.60 -5.81 0.000757 0.017904 -0.12
249694_at glucose-6-phosphate dehydrogenase ;s G6PD1 AT5G35790 -1.45 -0.54 -5.81 0.000756 0.017904 -0.12
266703_at unknown protein predicted by genscan a--- AT2G19880 2.04 1.03 5.82 0.000753 0.017904 -0.12
262491_at putative SecA-type chloroplast protein tr --- AT1G21650 -1.67 -0.74 -5.81 0.000759 0.017904 -0.13
262464_at hypothetical protein contains similarity to--- AT1G50280 -2.32 -1.21 -5.81 0.000761 0.017904 -0.13
254835_s_a flavonoid 3,5-hydroxylase -like protein f CYP706A5AT4G12310 / -2.49 -1.31 -5.81 0.000758 0.017904 -0.12
245273_at hypothetical protein ; supported by cDNA--- AT4G14950 1.73 0.79 5.81 0.00076 0.017904 -0.13
246988_at putative protein strong similarity to unkn --- AT5G67340 3.20 1.68 5.80 0.000763 0.017915 -0.13
255278_at putative WD-repeat membrane protein  --- AT4G04940 -2.08 -1.06 -5.80 0.000763 0.017915 -0.13
249843_at putative protein similar to unknown proteSGS3 AT5G23570 -2.00 -1.00 -5.80 0.000764 0.017915 -0.13
245049_at ribosomal protein S16 --- --- -2.09 -1.06 -5.80 0.000764 0.017915 -0.13
258275_at unknown protein  ;supported by full-leng--- AT3G15760 2.26 1.17 5.80 0.000765 0.017916 -0.13
266600_at putative mitogen-activated protein kinas MPK12 AT2G46070 -2.15 -1.11 -5.80 0.000766 0.017927 -0.14
262930_at hypothetical protein similar to hin1 GB:Y--- AT1G65690 2.54 1.34 5.80 0.000768 0.017932 -0.14
258747_at unknown protein  ; supported by full-leng--- AT3G05810 -1.89 -0.91 -5.80 0.000769 0.017932 -0.14
254723_at ammonium transport protein (AMT1)  ; sAMT1;1 AT4G13510 1.89 0.92 5.80 0.000768 0.017932 -0.14



256064_at Expressed protein ; supported by full-len--- AT1G07020 1.58 0.66 5.79 0.000773 0.018003 -0.14
245701_at ferredoxin-dependent glutamate synthasGLU1 AT5G04140 -1.96 -0.97 -5.79 0.000775 0.018029 -0.15
247943_at light-inducible protein ATLS1-like  ;supp --- AT5G57170 -2.25 -1.17 -5.79 0.000777 0.018065 -0.15
258380_at PP1/PP2A phosphatases pleiotropic reg--- AT3G16650 -1.63 -0.71 -5.78 0.000778 0.018081 -0.15
254189_at  putative protein cellulose synthase cataCSLG2 AT4G24000 3.78 1.92 5.78 0.000783 0.018082 -0.16
262433_s_a DNA binding protein, putative similar to ATRBP47CAT1G47490 / -1.51 -0.60 -5.78 0.000784 0.018082 -0.16
259295_at hypothetical protein predicted by gensca--- AT3G05340 -1.79 -0.84 -5.78 0.000783 0.018082 -0.16
251130_at  oligopeptide transporter - like protein pePTR5 AT5G01180 -1.49 -0.58 -5.77 0.000786 0.018082 -0.16
260806_at RNA recognition motif-containing protein--- AT1G78260 1.45 0.54 5.77 0.000785 0.018082 -0.16
261351_at hypothetical protein predicted by genem--- AT1G79790 -1.67 -0.74 -5.77 0.000785 0.018082 -0.16
253827_at Expressed protein ; supported by cDNA --- AT4G28085 3.99 2.00 5.77 0.000785 0.018082 -0.16
255645_at coded for by A. thaliana cDNA T43845 s--- AT4G00880 -2.15 -1.10 -5.78 0.00078 0.018082 -0.16
256698_at unknown protein --- AT3G20680 -1.74 -0.80 -5.78 0.000783 0.018082 -0.16
252362_at hypothetical protein PDE312 AT3G48500 -2.17 -1.12 -5.77 0.000789 0.018118 -0.17
254356_at hypothetical protein  ;supported by full-le--- AT4G22190 -1.76 -0.81 -5.77 0.000788 0.018118 -0.17
248739_at DnaJ protein-like  ;supported by full-lengGFA2 AT5G48030 -1.51 -0.59 -5.77 0.000792 0.018134 -0.17
249128_at 1-aminocyclopropane-1-carboxylate oxid--- AT5G43440 -1.56 -0.64 -5.77 0.000791 0.018134 -0.17
255290_at coded for by A. thaliana cDNA AA04114ATPC1 AT4G04640 -1.42 -0.51 -5.77 0.000791 0.018134 -0.17
248552_at RNA-binding protein-like  ; supported by--- AT5G50250 -1.59 -0.66 -5.76 0.000793 0.018136 -0.17
263537_at CONSTANS-like B-box zinc finger prote COL3 AT2G24790 -1.54 -0.62 -5.76 0.000796 0.018195 -0.18
260236_at  geranylgeranyl reductase identical to ge--- AT1G74470 -1.46 -0.55 -5.76 0.000798 0.018228 -0.18
253545_at  AIG2-like protein AIG2 protein, Arabido --- AT4G31310 -1.84 -0.88 -5.76 0.0008 0.018244 -0.18
258313_at unknown protein contains RanBP1 doma--- AT3G15970 -1.51 -0.59 -5.75 0.000801 0.018253 -0.18
267202_s_aputative oxysterol-binding protein ORP1A AT2G31020 / 2.17 1.12 5.75 0.000802 0.018253 -0.18
267586_at hypothetical protein predicted by genfind--- AT2G41950 -1.86 -0.90 -5.75 0.000804 0.018285 -0.19
247866_at endoxyloglucan transferase (gb|AAD451XTR3 AT5G57550 4.47 2.16 5.75 0.000808 0.018318 -0.19
261750_at hypothetical protein contains similarity to--- AT1G76120 -1.74 -0.80 -5.74 0.000809 0.018318 -0.19
266207_at unknown protein  ; supported by cDNA: --- AT2G27680 -1.82 -0.86 -5.75 0.000808 0.018318 -0.19
245329_at Expressed protein ; supported by full-len--- AT4G14365 3.28 1.71 5.75 0.000808 0.018318 -0.19
251906_at putative protein several hypothetical Na(ATCHX20 AT3G53720 -1.85 -0.89 -5.74 0.000812 0.018333 -0.20
250981_at  receptor like protein kinase receptor like--- AT5G03140 -1.90 -0.92 -5.74 0.000812 0.018333 -0.20
256829_at unknown protein similar to aluminum-ind--- AT3G22850 2.18 1.12 5.74 0.00081 0.018333 -0.19
250305_at putative protein contains similarity to unk--- AT5G12150 -1.76 -0.82 -5.74 0.000816 0.018401 -0.20
260386_at putative strictosidine synthase similar to --- AT1G74010 5.02 2.33 5.73 0.000823 0.018453 -0.21
261803_at  transcription factor, putative similar to trNF-YA7 AT1G30500 -1.90 -0.93 -5.73 0.000819 0.018453 -0.21



250504_at putative protein similar to unknown prote--- AT5G09840 -1.76 -0.82 -5.73 0.000821 0.018453 -0.21
246435_at hypothetical protein  ; supported by cDN--- AT5G17460 -1.46 -0.55 -5.73 0.000823 0.018453 -0.21
266079_at unknown protein LCD1 AT2G37860 -1.77 -0.82 -5.73 0.000822 0.018453 -0.21
258162_at  dehydrogenase, putative similar to dihy --- AT3G17810 1.88 0.91 5.73 0.000823 0.018453 -0.21
258599_at  L-allo-threonine aldolase, putative similaTHA2 AT3G04520 2.11 1.08 5.73 0.000824 0.018468 -0.21
265895_at unknown protein  ;supported by full-leng--- AT2G15000 -1.67 -0.74 -5.72 0.000828 0.018521 -0.22
247266_at beta-xylosidase XYL4 AT5G64570 2.22 1.15 5.72 0.000828 0.018521 -0.22
266932_s_aputative RNA helicase --- AT1G63250 / -2.09 -1.06 -5.71 0.000836 0.018651 -0.23
261498_at  receptor kinase, putative similar to rece HSL1 AT1G28440 -1.82 -0.86 -5.71 0.000836 0.018651 -0.23
251030_at  putative protein kinesin light chain - Ple NDP1 AT5G02130 -1.97 -0.98 -5.71 0.00084 0.018726 -0.23
263906_at plastid division protein (FtsZ) identical toFTSZ2-1 AT2G36250 -1.67 -0.74 -5.70 0.000843 0.018782 -0.24
253004_at putative protein --- AT4G38280 / -1.89 -0.91 -5.70 0.000845 0.018794 -0.24
254229_at hypothetical protein  ; supported by cDN--- AT4G23610 4.33 2.12 5.70 0.000849 0.018855 -0.24
250484_at asparagine synthetase ASN3  ; supporteASN3 AT5G10240 -1.55 -0.63 -5.70 0.000849 0.018855 -0.24
264515_at hypothetical protein similar to hypothetic--- AT1G10090 -1.41 -0.50 -5.69 0.00085 0.018855 -0.24
267008_at putative ABC transporter --- AT2G39350 2.07 1.05 5.69 0.000856 0.018858 -0.25
264708_at  putative ER6 protein similar to GB:AAD --- AT1G09740 1.87 0.91 5.69 0.000857 0.018858 -0.25
258682_at  putative ribosomal-protein S6 kinase (AS6K2 AT3G08720 3.20 1.68 5.69 0.000857 0.018858 -0.25
264239_at hypothetical protein predicted by genem--- AT1G54770 -1.48 -0.57 -5.69 0.000854 0.018858 -0.25
267064_at calmodulin (cam2) CAM2 AT2G41110 2.51 1.33 5.69 0.000853 0.018858 -0.25
247131_at ferredoxin-NADP+ reductase FNR1 AT5G66190 -1.50 -0.59 -5.69 0.000854 0.018858 -0.25
248541_at protein kinase ATN1-like protein --- AT5G50180 -1.88 -0.91 -5.69 0.000855 0.018858 -0.25
249726_at unknown protein --- AT5G35480 -2.27 -1.18 -5.69 0.000854 0.018858 -0.25
251612_at  putative protein hypothetical protein T24--- AT3G57950 1.59 0.67 5.69 0.000855 0.018858 -0.25
251848_at Expressed protein ; supported by cDNA BZIP25 AT3G54620 1.61 0.68 5.68 0.000859 0.018868 -0.26
251743_at  Yippee-like protein Yippee protein, Hom--- AT3G55890 2.75 1.46 5.68 0.000862 0.018916 -0.26
245422_at putative protein --- AT4G17470 -4.51 -2.17 -5.68 0.000863 0.018928 -0.26
258643_at unknown protein  ;supported by full-lengATAB2 AT3G08010 -1.47 -0.55 -5.68 0.000864 0.018928 -0.26
262062_s_ahypothetical protein emb1427 AT1G20570 / -1.60 -0.68 -5.67 0.000868 0.018990 -0.27
259207_at unknown protein --- AT3G09050 -1.76 -0.82 -5.67 0.000868 0.018990 -0.27
264415_at  AP2 domain containing protein, putativeRAP2.6 AT1G43160 1.76 0.82 5.67 0.000871 0.019017 -0.27
261845_at  metal ion transporter, putative similar toNRAMP6 AT1G15960 -1.92 -0.94 -5.67 0.000871 0.019017 -0.27
264188_at  histone H2A, putative similar to histone GAMMA-HAT1G54690 -2.57 -1.36 -5.67 0.000874 0.019031 -0.27
247139_at unknown protein  ;supported by full-leng--- AT5G66090 -1.60 -0.68 -5.67 0.000873 0.019031 -0.27
246922_at serine/threonine protein kinase-like proteCIPK25 AT5G25110 -2.06 -1.05 -5.67 0.000874 0.019031 -0.28



266608_at hypothetical protein predicted by genefin--- AT2G35500 -1.84 -0.88 -5.67 0.000875 0.019037 -0.28
251427_at beta-glucosidase-like protein several be BGLU16 AT3G60130 1.92 0.94 5.66 0.000881 0.019120 -0.28
264014_at putative auxin-regulated protein --- AT2G21210 -4.31 -2.11 -5.66 0.000883 0.019120 -0.29
250852_at  putative protein BRL protein, Homo sap--- AT5G04670 -1.46 -0.55 -5.66 0.000883 0.019120 -0.29
251134_at  hypothetical protein RNA polymerase II AtQSOX2 AT2G01270 / -1.59 -0.67 -5.66 0.000883 0.019120 -0.29
253251_at  putative protein similarity predicted prot --- AT4G34730 -1.90 -0.92 -5.66 0.000883 0.019120 -0.29
265314_at hypothetical protein predicted by gensca--- AT2G20210 -1.63 -0.71 -5.65 0.000885 0.019129 -0.29
258264_at unknown protein MBD11 AT3G15790 -1.74 -0.80 -5.65 0.000886 0.019139 -0.29
261728_at  pectinesterase, putative similar to pectinsks5 AT1G76160 2.16 1.11 5.64 0.0009 0.019160 -0.31
245325_at xyloglucan endotransglycosylase-relatedXTR7 AT4G14130 8.76 3.13 5.65 0.000893 0.019160 -0.30
254543_at  putative chitinase chitinase (EC 3.2.1.14--- AT4G19810 4.49 2.17 5.64 0.000897 0.019160 -0.30
258161_at hypothetical protein predicted by genem--- AT3G17930 -1.65 -0.72 -5.64 0.0009 0.019160 -0.31
249527_at  proline oxidase, mitochondrial precurso --- AT5G38710 1.97 0.98 5.64 0.000894 0.019160 -0.30
263958_at putative salt-inducible protein --- AT2G36240 -1.43 -0.51 -5.64 0.000896 0.019160 -0.30
247508_at  auxin response factor - like protein auxi ARF2 AT5G62000 -1.93 -0.95 -5.64 0.0009 0.019160 -0.31
258365_s_aputative diaminopimelate decarboxylase--- AT3G14390 / -1.63 -0.71 -5.64 0.000899 0.019160 -0.30
248075_at selenium-binding protein-like CRR21 AT5G55740 -2.02 -1.02 -5.64 0.000894 0.019160 -0.30
259293_at putative DNA binding protein similarity to--- AT3G11580 2.21 1.15 5.64 0.000895 0.019160 -0.30
245795_at unknown protein contains similarity to ob--- AT1G32160 -1.51 -0.59 -5.64 0.000899 0.019160 -0.30
267384_at unknown protein highly similar to GP|24 --- AT2G44370 5.67 2.50 5.64 0.000898 0.019160 -0.30
245595_at hypothetical protein --- AT4G14170 -1.49 -0.58 -5.65 0.000888 0.019160 -0.29
261481_at  nucleoside triphosphatase, putative sim--- AT1G14260 1.80 0.85 5.65 0.000891 0.019160 -0.30
261629_at unknown protein --- AT1G49980 -1.50 -0.59 -5.65 0.000892 0.019160 -0.30
265873_at  putative beta-1,3-glucanase  ;supported--- AT2G01630 -1.72 -0.78 -5.65 0.000892 0.019160 -0.30
245367_at Expressed protein ; supported by full-lenNRPB9B AT4G16265 -1.60 -0.68 -5.63 0.000903 0.019203 -0.31
266052_at putative WRKY-type DNA binding protei WRKY55 AT2G40740 2.33 1.22 5.63 0.000904 0.019210 -0.31
265305_at putative tyrosine decarboxylase --- AT2G20340 -1.78 -0.83 -5.63 0.00091 0.019296 -0.32
251699_at  cytochrome P450-like protein cytochromCYP94D2 AT3G56630 -1.61 -0.68 -5.62 0.000912 0.019296 -0.32
254628_at Expressed protein ; supported by full-len--- AT4G18593 -1.42 -0.51 -5.63 0.000912 0.019296 -0.32
256244_at  sulphate transporter, putative similar to SULTR4;2 AT3G12520 -1.51 -0.59 -5.62 0.000912 0.019296 -0.32
263843_at translin-like protein  ; supported by cDNA--- AT2G37020 -1.53 -0.62 -5.62 0.000913 0.019310 -0.32
258049_at hypothetical protein similar to CGI-18 pr --- AT3G16220 1.46 0.55 5.62 0.000914 0.019314 -0.32
246214_at heat shock transcription factor HSF4 ; suHSF4 AT4G36988 / 1.86 0.89 5.62 0.000915 0.019315 -0.32
251541_at  citrate synthase -like protein citrate syntCSY2 AT3G58750 1.86 0.89 5.62 0.000917 0.019324 -0.32
261119_at  chloroplast 50S ribosomal protein L31, emb2184 AT1G75350 -1.39 -0.47 -5.62 0.000919 0.019354 -0.33



260062_at hypothetical protein contains Pfam profil --- AT1G73710 -1.71 -0.77 -5.61 0.000925 0.019474 -0.33
250688_at transcription factor-like protein  ;supporteNF-YA10 AT5G06510 -1.50 -0.58 -5.61 0.00093 0.019529 -0.34
251744_at  putative protein CHLOROPLAST 30S R--- AT3G56010 -1.73 -0.79 -5.61 0.00093 0.019529 -0.34
261322_at hypothetical protein predicted by genemATPUP11 AT1G44750 -1.64 -0.71 -5.60 0.000932 0.019548 -0.34
261420_at  fatty acid elongase 3-ketoacyl-CoA syntKCS3 AT1G07720 2.66 1.41 5.60 0.000936 0.019608 -0.35
254894_at  putative phospholipase D-gamma phos PLDGAMMAT4G11840 1.97 0.98 5.60 0.000936 0.019608 -0.35
259541_at  protein kinase, putative similar to protei --- AT1G20650 -2.09 -1.06 -5.60 0.000937 0.019608 -0.35
264591_at hypothetical protein contains similarity to--- AT2G17670 -1.58 -0.66 -5.60 0.000939 0.019629 -0.35
260328_at putative aspartate aminotransferase sim--- AT1G80360 1.44 0.53 5.59 0.000941 0.019658 -0.35
248292_at putative protein similar to unknown prote--- AT5G53030 -1.98 -0.99 -5.59 0.000946 0.019735 -0.36
257478_at hypothetical protein similar to putative seWAKL2 AT1G16130 2.79 1.48 5.59 0.000947 0.019747 -0.36
258283_at hypothetical protein predicted by genem--- AT3G26750 -1.58 -0.66 -5.59 0.000948 0.019749 -0.36
251970_at  glucosyltransferase - like protein glucosUGT73D1 AT3G53150 2.18 1.12 5.58 0.00095 0.019781 -0.36
262682_at anter-specific proline-rich -like protein (A--- AT1G75900 4.40 2.14 5.58 0.000954 0.019801 -0.37
253438_at  glycine hydroxymethyltransferase (EC 2SHM3 AT4G32520 -1.80 -0.85 -5.58 0.000953 0.019801 -0.37
256405_at calcium-dependent protein kinase similaCPK33 AT1G50700 -1.49 -0.58 -5.58 0.000955 0.019801 -0.37
254641_at  ras-like GTP-binding protein strong homATRABA1DAT4G18800 2.01 1.01 5.58 0.000953 0.019801 -0.37
261564_at  NAC domain protein, putative similar to ATAF1 AT1G01720 1.89 0.92 5.58 0.000956 0.019813 -0.37
259043_at unknown protein similar to putative prote--- AT3G03440 2.02 1.02 5.58 0.000958 0.019819 -0.37
257021_at  branched-chain amino acid aminotransfBCAT4 AT3G19710 -2.68 -1.42 -5.57 0.000961 0.019876 -0.37
255619_s_a putative CHP-rich zinc finger protein sim--- AT4G01350 / -1.83 -0.87 -5.57 0.000963 0.019900 -0.38
257903_at unknown protein --- AT3G28460 -1.53 -0.61 -5.57 0.000965 0.019912 -0.38
253738_at  photosystem I subunit PSI-E - like protePSAE-1 AT4G28750 -1.41 -0.49 -5.56 0.000969 0.019984 -0.38
255685_s_aputative tetrahydrofolate synthase simila--- AT4G00600 / -2.05 -1.03 -5.56 0.000971 0.020014 -0.39
247694_at  GTP cyclohydrolase II / 3,4-dihydroxy-2--- AT5G59750 -1.60 -0.68 -5.56 0.000973 0.020021 -0.39
260989_at unknown protein ; supported by cDNA: g--- AT1G53450 -1.80 -0.85 -5.56 0.000974 0.020024 -0.39
255026_at hypothetical protein MES12 AT4G09900 -2.37 -1.24 -5.56 0.000974 0.020024 -0.39
248493_at putative protein contains similarity to ironFSD2 AT5G51100 -1.63 -0.71 -5.56 0.000978 0.020087 -0.39
252178_at putative protein various predicted protein--- AT3G50750 -2.91 -1.54 -5.55 0.00098 0.020103 -0.40
262099_s_a auxin-regulated protein GH3, putative s GH3.4 AT1G59500 / 11.70 3.55 5.55 0.000983 0.020141 -0.40
262878_at hypothetical protein predicted by genemNDF2 AT1G64770 -1.68 -0.75 -5.55 0.000985 0.020163 -0.40
249977_at  chaperonin 60 alpha chain - like proteinEMB3007 AT5G18820 -1.82 -0.87 -5.55 0.000988 0.020196 -0.40
246145_at  peroxidase peroxidase, Lycopersicon e --- AT5G19880 3.51 1.81 5.55 0.000987 0.020196 -0.40
251739_at  putative protein protein of unknown funcCAN AT3G56170 1.83 0.87 5.54 0.000992 0.020255 -0.41
258299_at unknown protein contains GMC oxidored--- AT3G23410 -1.90 -0.92 -5.54 0.000994 0.020279 -0.41



264504_at  unknown protein similar to ATP-citrate-lACLA-3 AT1G09430 1.52 0.60 5.54 0.000996 0.020297 -0.41
244939_at ribosomal protein S12 (trans-splice part --- --- -2.08 -1.06 -5.54 0.000997 0.020297 -0.41
266065_at phytochrome B Identical to GB:X17342 PHYB AT2G18790 -1.66 -0.74 -5.54 0.000998 0.020300 -0.41
251119_at  putative protein nifR3 protein, Azospirill --- AT3G63510 -1.88 -0.91 -5.54 0.000999 0.020300 -0.42
264254_at unknown protein --- AT1G09150 -1.43 -0.51 -5.53 0.001 0.020303 -0.42
251525_at putative protein several hypothetical pro --- AT3G59000 -1.65 -0.72 -5.53 0.001 0.020303 -0.42
250486_at  putative protein predicted proteins, Arab--- AT5G09670 / -1.58 -0.66 -5.53 0.001008 0.020421 -0.43
254680_at phytochrome E PHYE AT4G18130 -1.78 -0.83 -5.53 0.001008 0.020421 -0.43
247232_at ABC transporter-like ATH13 AT5G64940 -1.79 -0.84 -5.52 0.00101 0.020434 -0.43
264384_at  putative chromodomain-helicase-DNA-bPKL AT2G25170 -1.44 -0.53 -5.52 0.001012 0.020458 -0.43
251149_at  putative protein CGI-77 protein, Homo s--- AT3G62940 -1.41 -0.49 -5.52 0.001013 0.020467 -0.43
259347_at putative GAR1 protein similar to GB:P28--- AT3G03920 -1.52 -0.60 -5.52 0.001017 0.020498 -0.43
248765_at MutT domain protein-like  ; supported byATNUDT2 AT5G47650 -1.48 -0.57 -5.52 0.001016 0.020498 -0.43
245875_at hypothetical protein predicted by genem--- AT1G26240 1.70 0.76 5.52 0.001017 0.020498 -0.43
249927_at Glucose-1-phosphate adenylyltransferasAPL1 AT5G19220 -2.08 -1.06 -5.50 0.001032 0.020527 -0.45
265720_at unknown protein --- AT2G40110 2.53 1.34 5.50 0.001035 0.020527 -0.45
251713_at putative protein several hypothetical pro --- AT3G56080 -1.78 -0.83 -5.51 0.001023 0.020527 -0.44
254784_at  growth factor like protein antisense bas NUDT7 AT4G12720 2.87 1.52 5.50 0.001033 0.020527 -0.45
258355_at hypothetical protein predicted by gensca--- AT3G14330 -1.90 -0.92 -5.51 0.001028 0.020527 -0.45
267101_at putative peroxidase --- AT2G41480 -1.84 -0.88 -5.50 0.001034 0.020527 -0.45
257964_at hypothetical protein similar to hypothetic--- AT3G19850 -2.04 -1.03 -5.51 0.001025 0.020527 -0.44
249247_at maize crp1 protein-like --- AT5G42310 -1.75 -0.81 -5.50 0.001035 0.020527 -0.45
251295_at putative protein several O-methyltransfe--- AT3G62000 -1.81 -0.85 -5.51 0.001025 0.020527 -0.44
263405_s_ahypothetical protein similar to hypothetic--- AT2G04066 / -1.44 -0.53 -5.51 0.00102 0.020527 -0.44
258890_at putative transcription factor similar to GBNF-YA2 AT3G05690 -2.14 -1.10 -5.50 0.001033 0.020527 -0.45
254716_at  putative protein LEA protein , Cicer arieUNE15 AT4G13560 -1.92 -0.94 -5.51 0.001028 0.020527 -0.45
264586_at putative cytochrome P450 Similar to GBCYP88A3 AT1G05160 -1.57 -0.65 -5.51 0.001026 0.020527 -0.44
261014_at unknown protein ;supported by full-lengt --- AT1G26460 -1.55 -0.64 -5.51 0.001021 0.020527 -0.44
260411_at hypothetical protein similar to GB:AAB61--- AT1G69890 2.61 1.38 5.50 0.001033 0.020527 -0.45
258113_at putative cytochrome P450 similar to GB CYP72A11AT3G14650 -2.06 -1.04 -5.51 0.001027 0.020527 -0.44
253795_at  tyrosine transaminase-like protein tyros --- AT4G28420 1.61 0.68 5.51 0.001026 0.020527 -0.44
248770_at unknown protein --- AT5G47740 1.73 0.79 5.50 0.001034 0.020527 -0.45
256797_at  DEAD box helicase protein, putative sim--- AT3G18600 -2.00 -1.00 -5.50 0.001036 0.020529 -0.45
256130_at unknown protein contains Pfam profile: P--- AT1G18170 -1.67 -0.74 -5.50 0.001037 0.020542 -0.46
248094_at trigger factor-like protein --- AT5G55220 -1.79 -0.84 -5.50 0.001039 0.020562 -0.46



248134_at putative protein contains similarity to inte--- AT5G54860 2.29 1.20 5.50 0.001041 0.020570 -0.46
267415_at putative translation initiation factor eIF-2--- AT2G34970 -1.45 -0.53 -5.49 0.001043 0.020578 -0.46
245982_at senescence-associated protein (SAG29 SAG29 AT5G13170 8.82 3.14 5.49 0.001043 0.020578 -0.46
245188_at  F12A21.19 unknown protein;  similar to --- AT1G67660 -1.59 -0.67 -5.49 0.001044 0.020582 -0.46
247855_at similar to unknown protein (sp|P23253) --- AT5G58210 -1.79 -0.84 -5.49 0.001048 0.020586 -0.47
267013_at putative protein kinase contains a protei CCR2 AT2G39180 -1.57 -0.65 -5.49 0.001049 0.020586 -0.47
247154_at receptor protein kinase-like protein HSL2 AT5G65710 -1.50 -0.58 -5.49 0.001048 0.020586 -0.47
263216_s_a putative reticuline oxidase-like protein s --- AT1G30720 / 10.31 3.37 5.49 0.001047 0.020586 -0.46
250301_at  putative protein predicted proteins, Arab--- AT5G11970 1.87 0.90 5.49 0.001046 0.020586 -0.46
252199_at  anthranilate N-hydroxycinnamoyl/benzo--- AT3G50270 -1.66 -0.73 -5.49 0.001051 0.020610 -0.47
266395_at  3-isopropylmalate dehydratase, small s --- AT2G43100 -3.27 -1.71 -5.48 0.001054 0.020659 -0.47
249783_at calcium sensor homolog (gb|AAC26110 SOS3 AT5G24270 2.51 1.33 5.48 0.001057 0.020681 -0.48
259235_at hypothetical protein predicted by gensca--- AT3G11600 2.89 1.53 5.48 0.001057 0.020681 -0.48
246060_at  rev interacting protein mis3 - like rev int --- AT5G08420 -1.44 -0.52 -5.48 0.001062 0.020683 -0.48
254502_at hypothetical protein PTAC14 AT4G20130 -1.69 -0.76 -5.48 0.001059 0.020683 -0.48
260014_at hydroxypyruvate reductase (HPR) identiHPR AT1G68010 -1.66 -0.73 -5.48 0.001062 0.020683 -0.48
250763_at short chain alcohol dehydrogenase-like --- AT5G06060 -1.65 -0.72 -5.48 0.00106 0.020683 -0.48
250383_at  putative GTP-binding protein GTP-bind --- AT5G11480 -1.89 -0.92 -5.48 0.001061 0.020683 -0.48
256863_at  CCHC-type zinc finger protein, putative --- AT3G24070 -1.44 -0.52 -5.47 0.001063 0.020683 -0.48
246052_at  putative protein predicted proteins, Arab--- AT5G08310 -1.74 -0.80 -5.47 0.001064 0.020699 -0.48
250621_at  membrane protein membrane protein - ATRBL3 AT5G07250 -1.58 -0.66 -5.47 0.001066 0.020720 -0.48
266461_at  glutathione S-transferase (GST6) identi ATGSTF8 AT2G47730 2.18 1.12 5.47 0.001068 0.020729 -0.49
249026_at Expressed protein ; supported by full-lenOSB3 AT5G44785 -1.75 -0.81 -5.47 0.00107 0.020762 -0.49
265147_at hypothetical protein --- AT1G51380 -1.91 -0.93 -5.47 0.001072 0.020766 -0.49
250987_at  putative protein crp1 protein, Zea mays --- AT5G02860 -1.65 -0.72 -5.47 0.001072 0.020766 -0.49
259297_at putative disease resistance protein simil AtRLP30 AT3G05360 3.08 1.62 5.46 0.001074 0.020772 -0.49
252929_at  putative fructose-bisphosphate aldolase--- AT4G38970 -1.53 -0.61 -5.46 0.001075 0.020772 -0.49
253224_at  invertase - like protein mRNA, Lilium lon--- AT4G34860 -1.97 -0.98 -5.46 0.001076 0.020772 -0.49
265172_at putative spermidine synthase SPDS1 AT1G23820 -1.45 -0.53 -5.46 0.001076 0.020772 -0.49
267363_at putative peroxisomal membrane carrier --- AT2G39970 1.52 0.61 5.46 0.001078 0.020788 -0.50
257685_at unknown protein --- AT3G12770 -1.68 -0.75 -5.46 0.001082 0.020825 -0.50
244966_at  cytochrome b6-f complex, subunit V   --- --- -1.93 -0.95 -5.46 0.001081 0.020825 -0.50
251022_at  putative protein Hsp70 binding protein H--- AT5G02150 1.63 0.70 5.46 0.001084 0.020852 -0.50
261788_at unknown protein ;supported by full-lengtNDF1 AT1G15980 -2.28 -1.19 -5.45 0.001092 0.020977 -0.51
251670_at  putative protein translation releasing fac--- AT3G57190 -1.73 -0.79 -5.44 0.001101 0.021131 -0.52



260276_at unknown protein --- AT1G80450 2.82 1.50 5.44 0.001102 0.021144 -0.52
258622_at unknown protein contains Pfam profile: P--- AT3G02720 -1.52 -0.60 -5.44 0.001103 0.021150 -0.52
261722_at  acyl-(acyl carrier protein) thioesterase, FATB AT1G08510 1.46 0.54 5.43 0.001108 0.021187 -0.53
258809_at NAM-like protein (no apical meristem) sianac047 AT3G04070 3.03 1.60 5.43 0.00111 0.021187 -0.53
266635_at unknown protein  ;supported by full-leng--- AT2G35470 -1.72 -0.79 -5.43 0.001109 0.021187 -0.53
264475_s_ahypothetical protein predicted by genem--- AT1G77150 / -1.74 -0.80 -5.43 0.00111 0.021187 -0.53
250724_at harpin-induced protein-like --- AT5G06330 2.06 1.04 5.43 0.001109 0.021187 -0.53
246228_at peroxidase like protein --- AT4G36430 5.53 2.47 5.43 0.001111 0.021189 -0.53
261482_at unknown protein ;supported by full-lengtTHH1 AT1G14530 1.57 0.65 5.43 0.001113 0.021197 -0.53
264613_at lipoyltransferase identical to GB:BAA783LIP2 AT1G04640 -1.58 -0.66 -5.43 0.001113 0.021197 -0.53
247406_at response regulator 6 (ARR6)  ; supporteARR6 AT5G62920 3.06 1.61 5.43 0.001116 0.021200 -0.53
248942_at putative protein similar to unknown prote--- AT5G45480 1.64 0.72 5.43 0.001116 0.021200 -0.53
262455_at  Mlo protein, putative similar to Mlo proteMLO2 AT1G11310 1.84 0.88 5.43 0.001116 0.021200 -0.53
252450_s_a receptor kinase-like protein receptor kin--- AT3G47090 / 2.41 1.27 5.42 0.00112 0.021252 -0.54
265961_at unknown protein  ;supported by full-leng--- AT2G37400 -1.98 -0.98 -5.42 0.001121 0.021262 -0.54
254563_at putative protein several hypothetical pro ERD3 AT4G19120 -1.80 -0.85 -5.42 0.001128 0.021364 -0.54
256296_at hypothetical protein --- AT1G69480 1.46 0.55 5.41 0.001132 0.021419 -0.55
254066_at  transcriptional activator CBF1-like proteDREB1A AT4G25480 -3.44 -1.78 -5.41 0.001133 0.021420 -0.55
259908_at RNA polymerase subunit identical to GI:ATRPAC42AT1G60850 -1.84 -0.88 -5.41 0.001135 0.021443 -0.55
248418_at cleavage and polyadenylation specificityCPSF160 AT5G51660 -1.58 -0.66 -5.41 0.00114 0.021526 -0.56
258149_at hypothetical protein contains Pfam profilEMB1270 AT3G18110 -1.69 -0.76 -5.41 0.001141 0.021526 -0.56
259149_at putative phenylalanine ammonia-lyase sPAL4 AT3G10340 7.09 2.83 5.40 0.001143 0.021545 -0.56
244978_at RNA polymerase alpha subunit --- --- -1.49 -0.57 -5.40 0.001144 0.021555 -0.56
265326_at unknown protein predicted by genscan --- AT2G18220 -1.82 -0.87 -5.39 0.001155 0.021589 -0.57
247015_at protease-like --- AT5G66960 -1.77 -0.82 -5.39 0.001155 0.021589 -0.57
256858_at hypothetical protein predicted by genem--- AT3G15140 -1.89 -0.92 -5.40 0.001152 0.021589 -0.57
254052_at  UMP/CMP kinase like protein UMP/CM --- AT4G25280 -1.65 -0.73 -5.40 0.001151 0.021589 -0.57
262631_at hypothetical protein predicted by genem--- AT1G06500 -1.50 -0.59 -5.40 0.00115 0.021589 -0.56
264893_at unknown protein similar to unknown pro --- AT1G23140 1.72 0.78 5.40 0.001151 0.021589 -0.57
265660_at putative disease resistance protein AtRLP21 AT2G25470 1.89 0.92 5.40 0.001152 0.021589 -0.57
AFFX-DapX B. subtilis /GEN=jojG /DB_XREF=gb:L3 --- --- -1.68 -0.75 -5.40 0.001153 0.021589 -0.57
256134_at aminoalcoholphosphotransferase identicAAPT1 AT1G13560 -1.47 -0.56 -5.40 0.001153 0.021589 -0.57
267606_at putative beta-ketoacyl-CoA synthase KCS11 AT2G26640 -1.46 -0.54 -5.39 0.001157 0.021606 -0.57
254040_at  possible apospory-associated like prote--- AT4G25900 2.05 1.04 5.39 0.001164 0.021698 -0.58
256979_at Expressed protein ; supported by full-lenPSBTN AT3G09550 / -1.60 -0.68 -5.39 0.001163 0.021698 -0.58



254050_s_ahypothetical protein  ; supported by cDN--- AT4G25670 / 1.53 0.61 5.39 0.001164 0.021698 -0.58
264514_at  putative cinnamyl alcohol dehydrogenas--- AT1G09500 8.94 3.16 5.38 0.001167 0.021708 -0.58
252246_at putative protein various predicted protein--- AT3G49725 / -1.58 -0.66 -5.38 0.001167 0.021708 -0.58
245007_at PSI P700 apoprotein A1 --- --- -2.19 -1.13 -5.38 0.001171 0.021770 -0.58
251140_at  lectin - like protein lectin precursor LEC --- AT5G01090 -1.59 -0.67 -5.38 0.001178 0.021881 -0.59
249710_at  glutamate-ammonia ligase (EC 6.3.1.2) GS2 AT5G35630 -1.57 -0.65 -5.37 0.001181 0.021911 -0.59
251206_at  putative protein various predicted proete--- AT3G63090 -1.92 -0.94 -5.37 0.001183 0.021922 -0.59
266104_at putative phosphatidate cytidylyltransfera--- AT2G45150 -1.60 -0.68 -5.37 0.001185 0.021922 -0.60
246074_at hypothetical protein  ; supported by full-l --- AT5G20130 -1.48 -0.57 -5.37 0.001185 0.021922 -0.60
266673_at putative thiamin biosynthesis protein THIC AT2G29630 -2.02 -1.01 -5.37 0.001184 0.021922 -0.60
254250_at  serine/threonine kinase - like protein se --- AT4G23290 -2.41 -1.27 -5.37 0.001188 0.021969 -0.60
258849_at putative UDP-glucose pyrophosphorylasUGP AT3G03250 -1.74 -0.80 -5.36 0.001191 0.021995 -0.60
256014_at hypothetical protein predicted by genem--- AT1G19200 3.62 1.86 5.36 0.001198 0.022093 -0.61
252632_s_a disease resistance protein -like diseaseRPP1 AT3G44480 / 1.59 0.66 5.36 0.001198 0.022093 -0.61
245061_at hypothetical protein ;supported by full-le RCA AT2G39730 -1.43 -0.52 -5.36 0.001199 0.022098 -0.61
256407_at  sucrose-proton symporter, putative sim ATSUC7 AT1G66570 4.52 2.18 5.36 0.001201 0.022108 -0.61
247455_at MYB96 transcription factor-like protein  ;MYB96 AT5G62470 2.08 1.06 5.35 0.001208 0.022213 -0.62
261474_at  anionic peroxidase, putative similar to a--- AT1G14540 11.99 3.58 5.35 0.001209 0.022222 -0.62
261925_at  oligopeptide transporter, putative simila --- AT1G22540 -1.53 -0.62 -5.35 0.001213 0.022272 -0.62
258474_at hypothetical protein predicted by gensca--- AT3G02650 -1.92 -0.94 -5.34 0.001216 0.022281 -0.62
248105_at cell division protein FtsZ chloroplast homFTSZ1-1 AT5G55280 -1.77 -0.83 -5.34 0.001216 0.022281 -0.62
267644_s_aunknown protein highly similar to T21L1 --- AT2G32870 / -1.92 -0.94 -5.35 0.001215 0.022281 -0.62
253422_at putative protein  ;supported by full-length--- AT4G32240 -1.57 -0.65 -5.34 0.001218 0.022283 -0.62
256468_at  ferredoxin, putative similar to GB:D9091--- AT1G32550 -1.65 -0.72 -5.34 0.001218 0.022283 -0.63
246030_at  Expressed protein genomic sequence in--- AT5G21105 1.53 0.61 5.34 0.001222 0.022316 -0.63
257225_s_a 50S ribosomal protein L12-C identical toRPL12-C AT3G27830 / -1.48 -0.56 -5.34 0.001222 0.022316 -0.63
255886_at  plastocyanin, putative similar to plastoc DRT112 AT1G20340 -1.48 -0.56 -5.34 0.001226 0.022367 -0.63
251059_at serine/threonine protein kinase ATPK10 CIPK15 AT5G01810 3.22 1.69 5.34 0.001228 0.022367 -0.63
246110_at putative protein predicted proteins - Arab--- AT5G20140 -1.97 -0.98 -5.33 0.001229 0.022367 -0.63
249459_at peroxidase ATP24a --- AT5G39580 10.76 3.43 5.34 0.001227 0.022367 -0.63
253908_at  GH3 like protein GH3 protein, Glycine mWES1 AT4G27260 6.56 2.71 5.33 0.001231 0.022400 -0.64
261540_at unknown protein --- AT1G63610 -1.61 -0.69 -5.33 0.001233 0.022401 -0.64
249101_at unknown protein --- AT5G43580 3.31 1.73 5.33 0.001237 0.022442 -0.64
260496_at putative ABC transporter --- AT2G41700 -1.43 -0.51 -5.33 0.001236 0.022442 -0.64
266284_at putative pumilio/Mpt5 family RNA-bindinAPUM2 AT2G29190 -1.59 -0.67 -5.33 0.001239 0.022462 -0.64



247716_at  putative protein predicted protein, Arabi --- AT5G59350 -1.95 -0.97 -5.33 0.001241 0.022462 -0.64
247786_at  putative protein various predicted prote PMR5 AT5G58600 -1.45 -0.54 -5.32 0.001242 0.022462 -0.65
246252_s_apatatin-like protein ;supported by full-lenPLP1 AT4G37060 / 1.42 0.50 5.32 0.001242 0.022462 -0.65
249658_s_aN-glyceraldehyde-2-phosphotransferase--- AT5G36700 / -1.84 -0.88 -5.32 0.001247 0.022531 -0.65
253657_at  cadmium-transporting ATPase-like prot HMA2 AT4G30110 -3.03 -1.60 -5.32 0.001248 0.022546 -0.65
248362_at fibrillarin 1 (AtFib1) identical to fibrillarin FIB1 AT5G52470 -1.50 -0.58 -5.32 0.001252 0.022558 -0.65
251985_at  thioredoxin -like protein cop c2,  Coprin --- AT3G53220 -1.69 -0.75 -5.32 0.001252 0.022558 -0.65
258403_at hypothetical protein predicted by gensca--- AT3G15380 -1.51 -0.59 -5.32 0.001252 0.022558 -0.65
262632_at 23 kDa polypeptide of oxygen-evolving cPSBP-1 AT1G06680 -1.52 -0.60 -5.31 0.001256 0.022604 -0.66
260605_at hypothetical protein predicted by genefin--- AT2G43780 -1.50 -0.58 -5.31 0.00126 0.022647 -0.66
265258_at hypothetical protein predicted by genefin--- AT2G20390 -1.42 -0.51 -5.31 0.00126 0.022647 -0.66
264115_at hypothetical protein --- AT2G31290 -1.67 -0.74 -5.31 0.001262 0.022659 -0.66
248906_at putative protein similar to unknown prote--- AT5G46420 -1.51 -0.59 -5.31 0.001264 0.022689 -0.66
248589_at von Hippel-Lindau binding protein (VHL PDF3 AT5G49510 -1.46 -0.55 -5.31 0.001265 0.022691 -0.67
246282_at ATPase-like protein --- AT4G36580 -2.03 -1.02 -5.30 0.001269 0.022714 -0.67
262941_at hypothetical protein predicted by genemEMB2217 AT1G79490 -1.88 -0.91 -5.30 0.001269 0.022714 -0.67
265673_at unknown protein  ;supported by full-leng--- AT2G32090 -1.71 -0.78 -5.30 0.00127 0.022714 -0.67
249470_at  putative protein predicted proteins, Arab--- AT5G39350 -1.67 -0.74 -5.30 0.001273 0.022746 -0.67
256129_at  calcium-binding protein, putative similar--- AT1G18210 2.14 1.10 5.30 0.001273 0.022746 -0.67
246453_at syntaxin homologue  ;supported by full-l SYP21 AT5G16830 1.58 0.66 5.30 0.001276 0.022778 -0.67
257311_at  phosphate transporter, putative contain PHT2;1 AT3G26570 -1.56 -0.64 -5.30 0.001277 0.022778 -0.68
258927_at putative folylpolyglutamate synthetase s DFC AT3G10160 -1.51 -0.59 -5.30 0.001279 0.022790 -0.68
253001_at Expressed protein ; supported by cDNA --- AT4G38490 -1.39 -0.48 -5.29 0.001285 0.022870 -0.68
249162_at Expressed protein ; supported by full-len--- AT5G42765 -1.80 -0.85 -5.29 0.001287 0.022870 -0.68
248500_at unknown protein --- AT5G50410 -1.66 -0.73 -5.29 0.001286 0.022870 -0.68
257846_at unknown protein --- AT3G12910 5.23 2.39 5.29 0.001286 0.022870 -0.68
263064_at putative bZIP transcription factor containCPuORF1 AT2G18160 / -1.82 -0.86 -5.29 0.001289 0.022884 -0.69
246327_at  receptor-like serine/threonine kinase, pu--- AT1G16670 1.71 0.78 5.29 0.00129 0.022884 -0.69
265865_at hypothetical protein predicted by gensca--- AT2G01740 -1.43 -0.51 -5.29 0.001293 0.022885 -0.69
247073_at 33 kDa polypeptide of oxygen-evolving cPSBO1 AT5G66570 -1.43 -0.52 -5.28 0.001296 0.022885 -0.69
267590_at putative expansin  ;supported by full-len ATEXPA4 AT2G39700 2.34 1.23 5.29 0.001292 0.022885 -0.69
253308_at  putative protein aminotransferase (AspCAGD2 AT4G33680 -1.48 -0.57 -5.28 0.001295 0.022885 -0.69
260772_at unknown protein contains similarity to nu--- AT1G49050 1.66 0.74 5.28 0.001296 0.022885 -0.69
259017_at unknown protein  ; supported by full-leng--- AT3G07310 -1.56 -0.64 -5.28 0.001295 0.022885 -0.69
266641_at Expressed protein ; supported by full-len--- AT2G35605 -1.54 -0.62 -5.28 0.001299 0.022913 -0.69



266117_at hypothetical protein  ; supported by cDN--- AT2G02170 -1.46 -0.55 -5.28 0.001303 0.022952 -0.70
263564_s_a DNA-directed RNA polymerase II, third NRPB3 AT2G15400 / -1.54 -0.62 -5.28 0.001303 0.022952 -0.70
255692_at putative protein GPAT8 AT4G00400 3.91 1.97 5.28 0.001305 0.022963 -0.70
254804_at  putative protein putative oxidoreductase--- AT4G13010 -1.61 -0.69 -5.28 0.001308 0.023005 -0.70
251325_s_aLhca2 protein  ;supported by full-length cLHCA2 AT3G61470 / -1.38 -0.46 -5.27 0.00131 0.023029 -0.70
262456_at glucose transporter almost identical to g STP1 AT1G11260 2.25 1.17 5.27 0.001315 0.023068 -0.71
256274_at  GTPase, putative contains Pfam profile emb2738 AT3G12080 -1.47 -0.55 -5.27 0.001314 0.023068 -0.71
258392_at  anther development protein, ATA20 ide ATA20 AT3G15400 -1.73 -0.79 -5.27 0.001318 0.023100 -0.71
258134_at  rubisco expression protein, putative sim--- AT3G24530 1.82 0.86 5.27 0.001319 0.023112 -0.71
259856_at unknown protein  ;supported by full-leng--- AT1G68440 2.78 1.47 5.26 0.001323 0.023154 -0.71
249067_at putative protein similar to unknown prote--- AT5G43960 -1.53 -0.61 -5.26 0.001325 0.023177 -0.71
255760_at  vacuolar-type H+-translocating inorgani --- AT1G16780 -1.53 -0.61 -5.26 0.001331 0.023263 -0.72
247709_at  D-xylose-H+ symporter - like protein D-x--- AT5G59250 -1.68 -0.75 -5.25 0.001337 0.023359 -0.72
257636_at  cytochrome P450, putative contains PfaCYP71B22AT3G26200 2.72 1.45 5.25 0.001346 0.023424 -0.73
250798_at peroxidase --- AT5G05340 12.53 3.65 5.25 0.001343 0.023424 -0.73
260294_at GMP synthase similar to GMP synthase --- AT1G63660 -1.46 -0.55 -5.25 0.001345 0.023424 -0.73
248558_at permease --- AT5G49990 -1.97 -0.98 -5.25 0.001345 0.023424 -0.73
262170_at hypothetical protein predicted by genem--- AT1G74940 -1.90 -0.93 -5.25 0.001346 0.023424 -0.73
254877_at  putative protein threonine dehydratase ATSR AT4G11640 -1.58 -0.66 -5.24 0.001352 0.023513 -0.74
252972_at  auxin-induced protein - like auxin-induc --- AT4G38840 -2.76 -1.46 -5.24 0.001355 0.023541 -0.74
264084_at putative kinesin light chain --- AT2G31240 -1.52 -0.61 -5.24 0.001359 0.023597 -0.74
249827_at unknown protein  ;supported by full-leng--- AT5G23330 -1.64 -0.72 -5.24 0.001364 0.023635 -0.74
252412_at Expressed protein ; supported by full-len--- AT3G47295 -2.10 -1.07 -5.24 0.001363 0.023635 -0.74
267126_s_aputative acetone-cyanohydrin lyase ACL AT2G23590 / -1.97 -0.98 -5.23 0.001366 0.023649 -0.75
254460_at  putative protein sigma70 operon, StaphATRP1 AT4G21210 -1.73 -0.79 -5.23 0.001366 0.023649 -0.75
256785_at unknown protein  ;supported by full-lengPRA8 AT3G13720 1.81 0.85 5.23 0.001371 0.023702 -0.75
267506_at unknown protein  ;supported by full-leng--- AT2G45520 -1.46 -0.54 -5.23 0.001372 0.023702 -0.75
253099_s_a peroxidase - like protein peroxidase, Ar --- AT4G37520 / 1.64 0.71 5.23 0.001376 0.023716 -0.75
250694_at putative protein contains similarity to homHAT14 AT5G06710 -1.71 -0.77 -5.23 0.001375 0.023716 -0.75
263491_at phosphoenolpyruvate carboxylase ATPPC2 AT2G42600 -1.59 -0.67 -5.23 0.001374 0.023716 -0.75
250817_at SET-domain protein-like  ; supported by SUVH1 AT5G04940 -1.49 -0.57 -5.23 0.001379 0.023758 -0.76
248347_at putative protein contains similarity to pho--- AT5G52250 1.42 0.51 5.22 0.001381 0.023764 -0.76
264900_at putative auxin transport protein strongly PIN7 AT1G23080 -1.98 -0.98 -5.22 0.001381 0.023764 -0.76
253505_at  Cytochrome P450-like protein flavonoidCYP82C2 AT4G31970 1.77 0.82 5.22 0.00139 0.023787 -0.77
247101_at apospory-associated protein C-like --- AT5G66530 -1.75 -0.81 -5.22 0.001388 0.023787 -0.76



256793_at unknown protein  ;supported by full-leng--- AT3G22160 2.63 1.40 5.22 0.001394 0.023787 -0.77
248605_at putative protein similar to unknown prote--- AT5G49410 -1.97 -0.98 -5.22 0.001389 0.023787 -0.76
249741_at putative protein contains similarity to twoAPRR5 AT5G24470 -1.38 -0.46 -5.22 0.001393 0.023787 -0.77
246700_at  cysteine synthase - like cysteine syntha--- AT5G28030 -2.33 -1.22 -5.22 0.001392 0.023787 -0.77
247333_at 1-aminocyclopropane-1-carboxylic acid FLS5 AT5G63600 2.51 1.33 5.22 0.001386 0.023787 -0.76
264177_at hypothetical protein contains Pfam profil --- AT1G02150 -1.50 -0.58 -5.22 0.001394 0.023787 -0.77
250791_at nucleic acid binding protein-like  ;supporAL1 AT5G05610 -1.47 -0.56 -5.21 0.001394 0.023787 -0.77
259841_at unknown protein ; supported by full-leng--- AT1G52200 1.74 0.80 5.22 0.001386 0.023787 -0.76
257180_at  sun protein (fmu protein), putative simila--- AT3G13180 -1.69 -0.76 -5.22 0.001386 0.023787 -0.76
259592_at  lipid transfer protein, putative contains PLTPG1 AT1G27950 3.57 1.84 5.21 0.001403 0.023831 -0.78
256220_at unknown protein --- AT1G56230 -1.69 -0.76 -5.21 0.001405 0.023831 -0.78
254796_at  putative protein protein kinase homolog--- AT4G13000 1.63 0.70 5.21 0.001403 0.023831 -0.78
266948_at unknown protein --- AT2G18850 -2.06 -1.04 -5.21 0.001404 0.023831 -0.78
261933_at  3-deoxy-D-arabino-heptulosonate 7-pho--- AT1G22410 2.36 1.24 5.21 0.001401 0.023831 -0.77
246348_at putative protein putative glycerol-3-phos--- AT3G56840 -1.36 -0.44 -5.21 0.001405 0.023831 -0.78
262620_at hypothetical protein predicted by gensca--- AT1G06540 1.43 0.52 5.21 0.001402 0.023831 -0.77
262183_at unknown protein --- AT1G77890 1.49 0.57 5.21 0.001403 0.023831 -0.78
250679_at putative protein contains similarity to unk--- AT5G06550 -1.88 -0.91 -5.21 0.001406 0.023831 -0.78
263736_at  nucleic acid-binding protein, putative sim--- AT1G60000 -1.82 -0.86 -5.20 0.001409 0.023847 -0.78
263442_at hypothetical protein --- AT2G28605 -1.44 -0.52 -5.21 0.001409 0.023847 -0.78
253674_at  UDP-N-acetylglucosamine O-acyltransf --- AT4G29540 -1.51 -0.59 -5.20 0.001411 0.023852 -0.78
254045_at  pumilio-like protein abdominal segment APUM6 AT4G25880 -1.46 -0.54 -5.20 0.001415 0.023868 -0.78
261166_s_aExpressed protein ; supported by full-len--- AT1G34570 / -1.75 -0.80 -5.20 0.001413 0.023868 -0.78
253452_at hypothetical protein ; supported by cDNA--- AT4G31930 -1.50 -0.58 -5.20 0.001414 0.023868 -0.78
252289_at  putative protein pre-mRNA splicing fact --- AT3G49130 1.89 0.92 5.20 0.001416 0.023868 -0.78
253137_at  protein kinase - like protein protein kina --- AT4G35500 1.71 0.78 5.20 0.001422 0.023955 -0.79
262098_at  transcription factor, putative similar to TNF-YC2 AT1G56170 -1.72 -0.79 -5.20 0.001424 0.023973 -0.79
262823_at ATP-dependent Clp protease proteolyticCLPP6 AT1G11750 -1.49 -0.58 -5.19 0.001427 0.024008 -0.79
262943_at  inosine-5'-monophosphate dehydrogen --- AT1G79470 -1.49 -0.57 -5.19 0.00143 0.024018 -0.80
261931_at  alcohol dehydrogenase ADH, putative s--- AT1G22430 -1.44 -0.52 -5.19 0.001429 0.024018 -0.79
249906_at unknown protein --- AT5G22730 -1.42 -0.51 -5.19 0.001431 0.024018 -0.80
259690_at  replication factor, putative similar to GI:4--- AT1G63160 -1.94 -0.96 -5.19 0.001436 0.024065 -0.80
259639_at unknown protein ;supported by full-lengt --- AT1G52380 -1.58 -0.66 -5.19 0.001435 0.024065 -0.80
265175_at hypothetical protein similar to putative g ATCSLA03AT1G23480 -2.01 -1.01 -5.19 0.001437 0.024067 -0.80
244936_at NADH dehydrogenase ND1 --- --- -1.49 -0.58 -5.19 0.001439 0.024084 -0.80



257338_s_aNADH dehydrogenase subunit 5 (nad5) --- AT2G07711 / -1.80 -0.84 -5.18 0.001441 0.024102 -0.80
251151_at hypothetical protein ; supported by full-le--- AT3G63170 -1.65 -0.72 -5.18 0.001443 0.024104 -0.81
256958_at  unknown protein contains Pfam profile: --- AT3G13430 1.96 0.97 5.18 0.001443 0.024104 -0.80
250905_at  protein kinase -like protein protein kinas--- AT5G03640 -1.42 -0.50 -5.18 0.001449 0.024111 -0.81
264022_at Expressed protein ; supported by full-len--- AT2G21185 -1.72 -0.78 -5.18 0.001452 0.024111 -0.81
259491_at  chlorophyll binding protein, putative simLHCB6 AT1G15820 -1.59 -0.67 -5.18 0.001449 0.024111 -0.81
264133_at hypothetical protein predicted by genem--- AT1G79080 -1.52 -0.61 -5.18 0.001448 0.024111 -0.81
254020_at beta-carotene hydroxylase  ; supported BETA-OHAAT4G25700 4.09 2.03 5.18 0.001452 0.024111 -0.81
266018_at  putative preprotein translocase SECY pSCY1 AT2G18710 -1.44 -0.52 -5.18 0.001452 0.024111 -0.81
251334_at putative protein several hypothetical pro --- AT3G61390 1.68 0.75 5.18 0.001451 0.024111 -0.81
255248_at  Oxygen-evolving enhancer protein 3 prePSBQ-2 AT4G05180 -1.38 -0.46 -5.18 0.001452 0.024111 -0.81
249188_at N-hydroxycinnamoyl benzoyltransferase--- AT5G42830 2.94 1.56 5.17 0.001462 0.024188 -0.82
264689_at hypothetical protein predicted by gensca--- AT1G09900 -1.83 -0.87 -5.17 0.001462 0.024188 -0.82
251076_at  putative protein putative protein At2g30 --- AT5G01970 1.93 0.95 5.17 0.001459 0.024188 -0.82
247795_at  putative protein zinc finger transcription --- AT5G58620 1.60 0.68 5.17 0.001462 0.024188 -0.82
256600_at hypothetical protein predicted by genem--- AT3G14850 4.07 2.03 5.17 0.00146 0.024188 -0.82
258585_at unknown protein C-term similar to cell d emb2458 AT3G04340 -1.49 -0.58 -5.17 0.001466 0.024230 -0.82
253659_at hypothetical protein --- AT4G30150 -1.52 -0.60 -5.16 0.001471 0.024291 -0.82
263929_at hypothetical protein predicted by genefinURH1 AT2G36310 1.59 0.67 5.16 0.001474 0.024305 -0.83
261457_at Expressed protein ; supported by full-len--- AT1G21065 / -1.56 -0.64 -5.16 0.001473 0.024305 -0.83
251914_at  putative protein serine/threonine-specifi --- AT3G53930 1.51 0.59 5.16 0.001476 0.024327 -0.83
254750_at putative protein --- AT4G13150 -1.69 -0.75 -5.16 0.001481 0.024390 -0.83
245006_at PSI P700 apoprotein A2 --- --- -1.36 -0.45 -5.16 0.001483 0.024401 -0.83
256425_at  disease resistance protein, putative simADR1 AT1G33560 1.80 0.85 5.16 0.001486 0.024435 -0.84
247326_at peroxidase ATP3a homolog  ;supported --- AT5G64110 5.78 2.53 5.15 0.00149 0.024488 -0.84
253988_at  putative protein elongation factor P (efp--- AT4G26310 -1.46 -0.55 -5.15 0.001493 0.024512 -0.84
255588_at hypothetical protein --- AT4G01570 -1.83 -0.87 -5.15 0.001498 0.024563 -0.84
257185_at  ABC transporter, putative similar to AtMATMRP7 AT3G13100 2.05 1.04 5.15 0.001498 0.024563 -0.84
261886_s_ahypothetical protein predicted by gensca--- AT1G80700 / -1.39 -0.47 -5.15 0.0015 0.024583 -0.85
264190_at  heme activated protein, putative similar NF-YC3 AT1G54830 -1.39 -0.47 -5.14 0.001509 0.024709 -0.85
262345_at hypothetical protein similar to hypothetic--- AT1G64180 -1.56 -0.64 -5.14 0.001512 0.024744 -0.85
246775_at putative protein GTP-binding proteins at MIRO1 AT5G27540 -1.40 -0.49 -5.14 0.001516 0.024782 -0.86
264142_at hypothetical protein predicted by gensca--- AT1G78930 -1.83 -0.87 -5.13 0.001521 0.024832 -0.86
251416_at  putative protein various predicted prote --- AT3G60400 -1.47 -0.55 -5.13 0.001524 0.024832 -0.86
266863_at putative ripening-associated protein  ; suATCDPMEAT2G26930 -1.46 -0.55 -5.13 0.001523 0.024832 -0.86



250245_at alpha-N-acetylglucosaminidase --- AT5G13690 -1.66 -0.73 -5.13 0.00152 0.024832 -0.86
251019_at  putative protein predicted proteins, Arab--- AT5G02420 1.56 0.64 5.13 0.001522 0.024832 -0.86
246194_at putative protein ;supported by full-lengthACD2 AT4G37000 -1.73 -0.79 -5.13 0.001526 0.024838 -0.86
261815_at  leucine zipper protein, putative similar to--- AT1G08320 1.69 0.76 5.13 0.001529 0.024878 -0.87
261669_at unknown protein similar to hypothetical p--- AT1G18490 -1.36 -0.45 -5.13 0.001533 0.024918 -0.87
256076_at unknown protein ; supported by cDNA: g--- AT1G18060 -1.97 -0.98 -5.12 0.001538 0.024978 -0.87
263334_at putative nonsense-mediated mRNA dec --- AT2G03820 -1.51 -0.59 -5.12 0.00154 0.024978 -0.87
263605_at hypothetical protein predicted by gensca--- AT2G16485 -1.65 -0.72 -5.12 0.001541 0.024978 -0.87
254905_at  RPP1-WsA-like disease resistance prot --- AT4G11170 3.92 1.97 5.12 0.001539 0.024978 -0.87
255719_at unknown protein ;supported by full-lengt --- AT1G32080 -2.46 -1.30 -5.12 0.001543 0.024994 -0.88
245136_at putative auxin-regulated protein --- AT2G45210 2.80 1.49 5.12 0.001545 0.025018 -0.88
247497_at  Peter Pan - like protein Peter Pan, DrosPPAN AT5G61770 -1.87 -0.90 -5.12 0.001548 0.025019 -0.88
261378_at  calcium-dependent protein kinase, putaATCDPK1 AT1G18890 1.90 0.93 5.12 0.001548 0.025019 -0.88
252829_at homeodomain - like protein  ; supported ATHB16 AT4G40060 -1.66 -0.73 -5.12 0.001549 0.025019 -0.88
246463_at  quinone oxidoreductase -like protein proAT-AER AT5G16970 1.87 0.90 5.11 0.001554 0.025044 -0.88
264806_at hypothetical protein predicted by gensca--- AT1G08610 -2.24 -1.16 -5.11 0.001552 0.025044 -0.88
244933_at NADH dehydrogenase ND4L --- --- -1.54 -0.63 -5.11 0.001554 0.025044 -0.88
246982_s_aunknown protein --- AT2G10560 / 2.33 1.22 5.11 0.001557 0.025087 -0.89
253871_at protochlorophyllide reductase precursor PORB AT4G27440 -1.88 -0.91 -5.11 0.001564 0.025151 -0.89
263863_at 3-oxoacyl carrier protein synthase --- AT2G04540 -1.39 -0.47 -5.11 0.001565 0.025151 -0.89
246268_at  cytochrome P450, putative contains PfaCYP97A3 AT1G31800 -1.69 -0.75 -5.11 0.001564 0.025151 -0.89
264987_at unknown protein ; supported by cDNA: g--- AT1G27030 -2.48 -1.31 -5.11 0.001567 0.025157 -0.89
257698_at  regulatory protein of P-starvation acclim--- AT3G12730 -1.52 -0.61 -5.11 0.001567 0.025157 -0.89
248704_at putative protein pectinesterase-like; alsosks3 AT5G48450 1.75 0.80 5.10 0.001572 0.025170 -0.90
249641_at DegP protease contains similarity to DegDegP10 AT5G36950 -1.57 -0.65 -5.10 0.001572 0.025170 -0.90
253607_at  small nuclear ribonucleoprotein homolo --- AT4G30330 -1.74 -0.80 -5.10 0.00157 0.025170 -0.89
251815_at  putative protein thioredoxin-like protein,CXIP1 AT3G54900 -1.62 -0.69 -5.10 0.001572 0.025170 -0.90
255595_at  putative chitinase similar to peanut type--- AT4G01700 4.19 2.07 5.10 0.001574 0.025173 -0.90
253872_at  putative protein Arabidopsis thaliana naRD26 AT4G27410 1.92 0.94 5.10 0.001575 0.025173 -0.90
251833_at putative protein various predicted protein--- AT3G55160 -1.47 -0.55 -5.10 0.001582 0.025232 -0.90
264308_at hypothetical protein similar to hypothetic--- AT1G61990 -1.35 -0.43 -5.10 0.001581 0.025232 -0.90
249265_at  E2, ubiquitin-conjugating enzyme 8 (UB--- AT5G41080 / -1.38 -0.47 -5.10 0.00158 0.025232 -0.90
267534_at putative CCCH-type zinc finger protein a--- AT2G41900 -1.46 -0.55 -5.10 0.001584 0.025238 -0.90
263574_at putative tetracycline transporter protein --- AT2G16990 -1.44 -0.52 -5.10 0.001584 0.025238 -0.90
262970_at unknown protein --- AT1G75690 -1.50 -0.59 -5.09 0.001591 0.025240 -0.91



261309_at  phosphoethanolamine N-methyltransferCPuORF3 AT1G48598 / -2.02 -1.01 -5.09 0.00159 0.025240 -0.91
250937_at  putative protein various predicted prote --- AT5G03230 -2.03 -1.02 -5.09 0.001587 0.025240 -0.91
261419_at hypothetical protein predicted by genem--- AT1G07840 -1.39 -0.47 -5.09 0.001587 0.025240 -0.91
264458_at unknown protein similar to ESTs gb|N96--- AT1G10410 1.49 0.58 5.09 0.001591 0.025240 -0.91
249625_at hypothetical protein  ;supported by full-le--- AT5G37480 1.48 0.56 5.09 0.001593 0.025240 -0.91
250016_at Cu/Zn superoxide dismutase-like proteinCSD3 AT5G18100 -1.53 -0.61 -5.09 0.001593 0.025240 -0.91
253377_at  putative protein NBS/LRR disease resisADR1-L1 AT4G33300 1.56 0.64 5.09 0.001592 0.025240 -0.91
265582_at putative RING zinc finger protein --- AT2G20030 1.61 0.69 5.09 0.001597 0.025280 -0.91
248162_at  1,4-benzoquinone reductase-like; Trp reFQR1 AT5G54500 2.01 1.01 5.09 0.001602 0.025341 -0.92
253804_at putative protein --- AT4G28230 -1.58 -0.66 -5.08 0.001604 0.025348 -0.92
267305_at high affinity K+ transporter (AtKUP1/AtKATKT1 AT2G30070 -2.21 -1.14 -5.08 0.001605 0.025352 -0.92
249065_at putative protein similar to unknown prote--- AT5G44260 -2.18 -1.12 -5.08 0.00161 0.025413 -0.92
256070_at hypothetical protein predicted by gensca--- AT1G13730 -1.46 -0.54 -5.08 0.001612 0.025425 -0.92
257686_at unknown protein similar to unknown pro SDRB AT3G12800 1.57 0.65 5.08 0.001619 0.025499 -0.93
267435_at 30S ribosomal protein S5  ; supported b --- AT2G33800 -1.43 -0.52 -5.08 0.001618 0.025499 -0.93
253743_at  putative protein vegetative storage prote--- AT4G28940 1.36 0.44 5.08 0.00162 0.025499 -0.93
250938_at  putative protein various predicted prote --- AT5G03180 -1.76 -0.81 -5.07 0.001628 0.025606 -0.93
248273_at putative protein contains similarity to unk--- AT5G53500 -2.10 -1.07 -5.07 0.001634 0.025675 -0.94
266578_at putative cinnamoyl CoA reductase  ;sup --- AT2G23910 1.63 0.70 5.07 0.001634 0.025675 -0.94
250382_at  putative protein rjs protein, Mus muscul --- AT5G11580 -1.37 -0.46 -5.06 0.001639 0.025724 -0.94
247099_at putative protein contains similarity to sel --- AT5G66500 -1.59 -0.67 -5.06 0.00164 0.025724 -0.94
252853_at hypothetical protein ; supported by cDNA--- AT4G39710 -2.54 -1.34 -5.06 0.001647 0.025828 -0.95
260438_at putative bifunctional nuclease similar to ENDO 2 AT1G68290 2.78 1.48 5.06 0.001649 0.025836 -0.95
258314_at putative RAS-related GTP-binding prote ATRABG3 AT3G16100 -1.54 -0.63 -5.06 0.001652 0.025855 -0.95
251538_at  putative protein PBK1 protein, Homo sa--- AT3G58660 -1.95 -0.97 -5.06 0.001653 0.025867 -0.95
252986_at  putative protein T19C21.18 Arabidopsis--- AT4G38380 -1.36 -0.44 -5.05 0.001656 0.025891 -0.95
247745_at copper transport protein COPT1 AT5G59030 -1.39 -0.48 -5.05 0.001659 0.025892 -0.95
247862_at similar to unknown protein (sp|P72777) --- AT5G58250 -1.50 -0.58 -5.05 0.00166 0.025892 -0.95
249779_at putative protein similar to unknown prote--- AT5G24230 1.44 0.53 5.05 0.001658 0.025892 -0.95
247258_at expressed protein similar to unknown pr --- AT5G64816 -1.60 -0.67 -5.05 0.001662 0.025901 -0.95
262951_at  nodulin-like protein similar to MtN21 GB--- AT1G75500 -1.69 -0.76 -5.05 0.001662 0.025901 -0.95
261912_s_aunknown protein --- AT1G66000 / -1.59 -0.67 -5.05 0.001672 0.026027 -0.96
259198_at hypothetical protein similar to F1N21.1 G--- AT3G03610 1.53 0.61 5.04 0.001674 0.026052 -0.96
247609_at  cleavage stimulation factor 50K chain c --- AT5G60940 -1.49 -0.58 -5.04 0.001677 0.026079 -0.96
247668_at  pseudo-response regulator - like pseud APRR3 AT5G60100 -1.39 -0.48 -5.04 0.00168 0.026107 -0.97



249821_at putative protein contains similarity to pol --- AT5G23690 -2.01 -1.01 -5.04 0.001685 0.026107 -0.97
248065_at putative protein similar to unknown prote--- AT5G55580 -1.73 -0.79 -5.04 0.001683 0.026107 -0.97
249091_at AtCLH2 (gb|AAF27046.1)  ; supported bCLH2 AT5G43860 -1.51 -0.60 -5.04 0.001684 0.026107 -0.97
252520_at  receptor-like protein kinase homolog lig --- AT3G46370 -2.54 -1.35 -5.04 0.001684 0.026107 -0.97
245793_at unknown protein ;supported by full-lengt --- AT1G32220 -2.32 -1.22 -5.03 0.001693 0.026145 -0.97
245747_at hypothetical protein predicted by genem--- AT1G51100 -1.76 -0.81 -5.03 0.001692 0.026145 -0.97
265464_at putative myosin heavy chain --- AT2G37080 -1.39 -0.48 -5.04 0.001692 0.026145 -0.97
258915_at unknown protein similar to hypothetical pVPS60.1 AT3G10640 1.64 0.72 5.03 0.001693 0.026145 -0.97
264867_at unknown protein FH4 AT1G24150 2.62 1.39 5.04 0.001691 0.026145 -0.97
246083_at  zinc finger protein - like probable zinc fi AL5 AT5G20510 -1.44 -0.53 -5.03 0.001696 0.026157 -0.98
258683_at putative protein kinase contains Pfam prATSIK AT3G08760 2.07 1.05 5.03 0.001697 0.026157 -0.98
255793_at Expressed protein ; supported by cDNA --- AT2G33250 -1.64 -0.72 -5.03 0.001696 0.026157 -0.98
248951_at putative protein similar to unknown prote--- AT5G45550 1.64 0.71 5.03 0.001699 0.026160 -0.98
261381_at hypothetical protein predicted by genemSDE3 AT1G05460 -1.41 -0.49 -5.03 0.001701 0.026160 -0.98
251400_at  putative protein prib5, Ribes nigrum, EM--- AT3G60420 5.30 2.41 5.03 0.001702 0.026160 -0.98
260380_at hypothetical protein predicted by gensca--- AT1G73870 -2.28 -1.19 -5.03 0.001703 0.026160 -0.98
262719_at hypothetical protein predicted by gensca--- --- 1.51 0.59 5.03 0.001702 0.026160 -0.98
253537_at putative protein  ; supported by full-lengtHCF153 AT4G31560 -1.54 -0.63 -5.03 0.001707 0.026185 -0.98
258524_at  acetyl-coA dehydrogenase, putative simIBR3 AT3G06810 1.58 0.66 5.03 0.001706 0.026185 -0.98
247747_at  putative protein predicted proteins, Arab--- AT5G59000 -1.72 -0.78 -5.03 0.001709 0.026197 -0.98
260047_at putative UDP-N-acetylglucosamine--N-a--- AT1G73740 1.48 0.57 5.02 0.001711 0.026197 -0.99
262086_at  GTP-binding protein, putative similar to --- AT1G56050 -1.63 -0.70 -5.03 0.00171 0.026197 -0.98
264811_at hypothetical protein predicted by gensca--- AT1G08640 -1.41 -0.49 -5.02 0.001714 0.026205 -0.99
255547_at putative CHP-rich zinc finger protein sim--- AT4G01920 1.76 0.81 5.02 0.001713 0.026205 -0.99
248507_at putative protein strong similarity to unkn --- AT5G50420 -1.64 -0.71 -5.02 0.001717 0.026234 -0.99
248721_at putative protein strong similarity to unkn GAUT4 AT5G47780 -1.35 -0.44 -5.02 0.001719 0.026253 -0.99
249354_at  nuclear pore protein -like nuclear pore pEMB3012 AT5G40480 -1.84 -0.88 -5.02 0.001724 0.026286 -0.99
250554_at unknown protein  ;supported by full-leng--- AT5G07900 -1.50 -0.59 -5.02 0.001723 0.026286 -0.99
261102_at unknown protein --- AT1G62880 -1.43 -0.52 -5.02 0.001728 0.026326 -1.00
263039_at  mak16-like protein-related similar to MA--- AT1G23280 -1.80 -0.85 -5.02 0.001729 0.026326 -1.00
245682_at Expressed protein ; supported by cDNA --- AT5G08750 1.51 0.59 5.01 0.001735 0.026402 -1.00
260427_at hypothetical protein predicted by genefin--- AT1G72430 -2.67 -1.42 -5.01 0.00174 0.026447 -1.00
255447_at  hypothetical protein similar to A. thalian --- AT4G02790 -2.10 -1.07 -5.01 0.00174 0.026447 -1.00
255650_s_ahypothetical protein CIP4.1 AT4G00930 / -1.60 -0.68 -5.01 0.001743 0.026447 -1.00
262921_at  transfactor, putative similar to transfactoAPL AT1G79430 -1.49 -0.57 -5.01 0.001742 0.026447 -1.00



249256_at putative protein strong similarity to unkn --- AT5G41620 -1.75 -0.81 -5.01 0.001746 0.026483 -1.01
258247_at hypothetical protein predicted by genem--- AT3G29130 -1.34 -0.42 -5.00 0.001748 0.026493 -1.01
245789_at hypothetical protein similar to hypothetic--- AT1G32090 2.27 1.18 5.00 0.001749 0.026493 -1.01
263705_at unknown protein contains similarity to gi IMPL1 AT1G31190 -1.73 -0.79 -5.00 0.001751 0.026500 -1.01
260651_at hypothetical protein predicted by genem--- AT1G32460 1.46 0.55 5.00 0.001752 0.026507 -1.01
260938_at hypothetical protein contains similarity to--- AT1G45170 -1.62 -0.69 -5.00 0.001754 0.026513 -1.01
266799_at unknown protein ATPSK2 AT2G22860 2.18 1.13 5.00 0.001757 0.026546 -1.01
262454_at bifunctional nuclease bfn1 almost identicBFN1 AT1G11190 7.31 2.87 5.00 0.001764 0.026635 -1.02
266962_at hypothetical protein predicted by gensca--- AT2G39435 / 1.50 0.58 5.00 0.001767 0.026652 -1.02
263937_at putative RING zinc finger protein --- AT2G35910 1.53 0.61 4.99 0.001768 0.026662 -1.02
248678_at U6 snRNA-associated Sm-like protein-li SAD1 AT5G48870 -1.53 -0.62 -4.99 0.001774 0.026730 -1.02
259598_at  sphingosine-1-phosphate lyase, putativ DPL1 AT1G27980 1.59 0.67 4.99 0.001776 0.026736 -1.02
250286_at  auxin-responsive - like protein Nt-gh3 d PBS3 AT5G13320 10.27 3.36 4.99 0.001781 0.026801 -1.03
245067_at  S-like ribonuclease RNS2 identical to ri RNS2 AT2G39780 1.53 0.62 4.99 0.001782 0.026802 -1.03
249089_at  ATPase, calcium-transporting   --- AT5G44240 1.36 0.44 4.99 0.001784 0.026814 -1.03
256890_at  glycine-rich RNA binding protein, putativGRP4 AT3G23830 -2.41 -1.27 -4.98 0.00179 0.026846 -1.03
255764_at unknown protein HCF173 AT1G16720 -1.65 -0.72 -4.98 0.001794 0.026846 -1.04
256613_at hypothetical protein predicted by genememb2076 AT3G29290 -1.67 -0.74 -4.98 0.001793 0.026846 -1.03
257888_at  seed maturation protein, putative simila --- AT3G16990 2.02 1.01 4.98 0.001792 0.026846 -1.03
251599_at adenylosuccinate synthetase  ;supportedADSS AT3G57610 -1.52 -0.60 -4.98 0.001792 0.026846 -1.03
261325_at hypothetical protein predicted by genem--- AT1G44780 -1.37 -0.45 -4.98 0.00179 0.026846 -1.03
266004_at unknown protein predicted by genscan aALS3 AT2G37330 -1.39 -0.47 -4.98 0.001795 0.026855 -1.04
253999_at  1-aminocyclopropane-1-carboxylate synACS7 AT4G26200 2.36 1.24 4.98 0.001798 0.026861 -1.04
251900_at  putative protein lateral root primordia (LSRS6 AT3G54430 -1.65 -0.72 -4.98 0.001798 0.026861 -1.04
259515_at hypothetical protein ; supported by cDNA--- AT1G20430 -1.40 -0.49 -4.97 0.00181 0.026867 -1.04
260020_at  hydrophilic protein, putative similar to GPDF6 AT1G29990 -1.39 -0.47 -4.97 0.001812 0.026867 -1.05
265826_at hypothetical protein predicted by genefin--- AT2G35795 -1.41 -0.50 -4.97 0.00182 0.026867 -1.05
251184_at  small nuclear ribonucleoprotein-like pro --- AT3G62840 -1.38 -0.46 -4.98 0.001803 0.026867 -1.04
252319_at  putative protein putative protein - Arabid--- AT3G48710 -1.75 -0.81 -4.97 0.001818 0.026867 -1.05
251094_at putative protein  ;supported by full-length--- AT5G01350 1.55 0.63 4.97 0.001816 0.026867 -1.05
260245_at putative RNA-binding protein similar to RGR-RBP5 AT1G74230 -1.40 -0.48 -4.97 0.001818 0.026867 -1.05
253612_at  putative protein D-ribulokinase - Klebsie--- AT4G30310 -1.45 -0.53 -4.97 0.00182 0.026867 -1.05
261923_at  UDP-glucose glucosyltransferase, putatAtUGT85AAT1G22380 1.56 0.64 4.97 0.00182 0.026867 -1.05
253886_at  cytochrome P450 - like protein cytochroCYP709B3AT4G27710 -1.44 -0.53 -4.97 0.001817 0.026867 -1.05
261784_at hypothetical protein predicted by genem--- AT1G08220 -1.45 -0.54 -4.97 0.001822 0.026867 -1.05



248248_at spermidine synthase  ;supported by full- SPDS3 AT5G53120 2.01 1.01 4.97 0.001821 0.026867 -1.05
261681_at hypothetical protein similar to hypothetic--- AT1G47340 -1.90 -0.93 -4.97 0.001807 0.026867 -1.04
250412_at  putative protein synaptobrevin-like proteATVAMP7 AT5G11150 -1.67 -0.74 -4.97 0.001819 0.026867 -1.05
258128_at  chloroplast thylakoidal processing pepti PLSP1 AT3G24590 -1.64 -0.71 -4.97 0.001822 0.026867 -1.05
252661_at putative protein --- AT3G44450 -3.40 -1.77 -4.97 0.001812 0.026867 -1.05
253620_at  receptor-like kinase homolog somatic e --- AT4G30520 -1.54 -0.62 -4.97 0.001817 0.026867 -1.05
262507_at  receptor-like protein kinase, putative sim--- AT1G11330 1.63 0.71 4.97 0.001814 0.026867 -1.05
260807_at hypothetical protein predicted by genem--- AT1G78310 1.36 0.44 4.97 0.001813 0.026867 -1.05
256593_at hypothetical protein similar to putative m--- AT3G28510 2.99 1.58 4.97 0.001815 0.026867 -1.05
258947_at hypothetical protein similar to calmodulin--- AT3G01830 8.46 3.08 4.97 0.001824 0.026880 -1.05
265169_x_aunknown protein --- AT1G23720 1.50 0.58 4.96 0.00183 0.026951 -1.06
251791_at  expansin-like protein expansin At-EXP6ATEXPA16AT3G55500 2.59 1.37 4.96 0.001841 0.027077 -1.06
260498_at putative AP2 domain transcription factor --- AT2G41710 -1.64 -0.71 -4.96 0.001841 0.027077 -1.06
258549_at putative arginine methyltransferase simi PRMT4B AT3G06930 -1.38 -0.46 -4.96 0.001844 0.027085 -1.06
255025_at  putative host response protein pir7a proMES12 AT4G09900 -1.99 -0.99 -4.96 0.001844 0.027085 -1.06
248196_at putative protein similar to unknown prote--- AT5G54150 -1.43 -0.51 -4.95 0.001846 0.027102 -1.07
263750_at unknown protein --- AT2G21530 -1.69 -0.76 -4.95 0.001848 0.027102 -1.07
261871_at similar to serine/threonine protein kinase--- AT1G11440 -1.58 -0.66 -4.95 0.00185 0.027119 -1.07
261536_at K Efflux antiporter KEA1 identical to GB KEA1 AT1G01790 -1.71 -0.78 -4.95 0.001853 0.027149 -1.07
246821_at  calmodulin-binding - like protein calmodCBP60G AT5G26920 4.68 2.23 4.95 0.001855 0.027159 -1.07
252975_s_aputative protein other predicted proteins ROPGEF1AT4G38430 -1.44 -0.53 -4.95 0.001857 0.027169 -1.07
264351_at unknown protein Contains similarity to g --- AT1G03370 1.51 0.60 4.94 0.00187 0.027316 -1.08
245876_at  chaperonin precursor, putative similar to--- AT1G26230 -2.04 -1.03 -4.94 0.00187 0.027316 -1.08
246492_at  CRS2-like protein CRS2 - Zea mays, E --- AT5G16140 -1.78 -0.83 -4.94 0.001871 0.027316 -1.08
261124_at hypothetical protein predicted by genem--- AT1G04900 -1.47 -0.56 -4.94 0.001876 0.027368 -1.08
255679_at putative acetyl CoA thioesterase --- AT4G00520 -1.72 -0.78 -4.94 0.001878 0.027368 -1.08
257232_at phytochrome-associated protein 1 (PAP PAP1 AT3G16500 -1.62 -0.69 -4.94 0.001877 0.027368 -1.08
252377_at  putative peptide transporter peptide tran--- AT3G47960 -1.67 -0.74 -4.94 0.001884 0.027435 -1.09
249900_at unknown protein emb1211 AT5G22640 -1.45 -0.54 -4.93 0.001887 0.027472 -1.09
267406_at unknown protein MEE22 AT2G34780 -1.59 -0.67 -4.93 0.001894 0.027547 -1.09
246313_at  PPR-repeat protein, putative contains m--- AT1G31920 -2.43 -1.28 -4.93 0.001897 0.027585 -1.10
254363_at  pectinesterase like protein pectinestera sks4 AT4G22010 1.93 0.95 4.93 0.0019 0.027608 -1.10
249231_at putative protein similar to unknown proteABIL4 AT5G42030 -1.54 -0.62 -4.93 0.001902 0.027611 -1.10
249965_at  putative protein predicted proteins, Arab--- AT5G19020 -1.34 -0.43 -4.92 0.001911 0.027688 -1.10
247041_at floral homeotic protein apetala2-like  ;su TOE3 AT5G67180 -1.56 -0.64 -4.92 0.001909 0.027688 -1.10



249988_at  putative protein predicted proteins, Dros--- AT5G18310 1.66 0.73 4.92 0.001912 0.027688 -1.10
263703_at unknown protein  ;supported by full-lengSRX AT1G31170 -1.58 -0.66 -4.92 0.00191 0.027688 -1.10
262060_at  polygalacturonase, putative similar to po--- AT1G80170 -1.51 -0.59 -4.92 0.001916 0.027729 -1.11
249283_at amino acid permease-like protein; prolin --- AT5G41800 1.75 0.81 4.92 0.001919 0.027749 -1.11
246901_at  putative protein Leaf protein, Pharbitis n--- AT5G25630 -1.45 -0.54 -4.92 0.00192 0.027749 -1.11
265274_at putative RNA methyltransferase --- AT2G28450 -1.60 -0.68 -4.92 0.001922 0.027751 -1.11
253337_at  putative protein acetylpolyamine amino hda14 AT4G33470 -1.96 -0.97 -4.92 0.001922 0.027751 -1.11
264442_at hypothetical protein similar to lecithin:ch --- AT1G27480 -1.87 -0.91 -4.92 0.001924 0.027761 -1.11
246993_at Cys2/His2-type zinc finger protein 1 (dbjAZF1 AT5G67450 3.74 1.90 4.92 0.001926 0.027777 -1.11
265908_at contains similarity to S. cerevisiae ADR1--- AT4G00270 -1.78 -0.84 -4.91 0.001931 0.027820 -1.11
245775_at  serine/threonine kinase, putative similarCIPK23 AT1G30270 1.48 0.57 4.91 0.001939 0.027909 -1.12
249691_at translation releasing factor RF-2  ;suppoHCF109 AT5G36170 -1.38 -0.46 -4.91 0.001939 0.027909 -1.12
262151_at hypothetical protein predicted by genem--- AT1G52510 -2.18 -1.12 -4.91 0.00195 0.027998 -1.12
249393_at  disease resistance - like protein resistanAtRLP54 AT5G40170 2.21 1.14 4.91 0.001947 0.027998 -1.12
246909_at  putative protein predicted protein, Oryza--- AT5G25770 2.60 1.38 4.91 0.001949 0.027998 -1.12
248738_at unknown protein  ;supported by full-leng--- AT5G48020 1.48 0.57 4.91 0.00195 0.027998 -1.12
249785_at soluble starch synthase SSI1 AT5G24300 -1.52 -0.61 -4.90 0.001957 0.028058 -1.13
245933_at  putative protein KIAA1521 - Homo sapieVPS9B AT5G09320 -1.41 -0.50 -4.90 0.001964 0.028058 -1.13
257487_at hypothetical protein predicted by genem--- AT1G71850 -2.10 -1.07 -4.90 0.001963 0.028058 -1.13
262988_at putative alanine             aminotransferasGGT1 AT1G23310 -1.41 -0.50 -4.90 0.001961 0.028058 -1.13
265073_at unknown protein similar to putative tyros--- AT1G55480 -2.10 -1.07 -4.90 0.001961 0.028058 -1.13
263570_at aldehyde oxidase identical to GP:31720 AAO3 AT2G27150 1.96 0.97 4.90 0.001961 0.028058 -1.13
260639_at hypothetical protein predicted by genem--- AT1G53180 2.65 1.41 4.90 0.001965 0.028058 -1.13
253432_at putative protein various predicted protein--- AT4G32450 -1.40 -0.49 -4.90 0.001963 0.028058 -1.13
248823_s_aunknown protein  ;supported by full-leng--- AT5G46950 / 17.65 4.14 4.90 0.001966 0.028058 -1.13
252344_s_aputative protein --- AT3G44160 / -1.45 -0.54 -4.90 0.001969 0.028094 -1.13
256978_at  phosphoribosyamidoimidazole-succinocPUR7 AT3G21110 -2.12 -1.09 -4.89 0.001978 0.028206 -1.14
252985_at  putative protein Niemann-Pick C diseas--- AT4G38350 -1.46 -0.55 -4.89 0.001982 0.028216 -1.14
254535_at  aspartate kinase-homoserine dehydrog AK-HSDH AT4G19710 -1.41 -0.50 -4.89 0.001981 0.028216 -1.14
249606_at  putative protein DNA-binding protein CCRVE2 AT5G37260 1.50 0.58 4.89 0.001985 0.028252 -1.14
252901_at  putative protein various predicted prote --- AT4G39550 -1.44 -0.52 -4.88 0.001995 0.028269 -1.15
262931_at  small nuclear ribonucleoprotein, putativ --- AT1G65700 -1.50 -0.58 -4.89 0.001994 0.028269 -1.15
260145_at putative G protein-coupled receptor simiGPCR AT1G52920 -1.36 -0.44 -4.89 0.001994 0.028269 -1.15
265053_at  myrosinase binding protein, putative sim--- AT1G52000 -2.17 -1.12 -4.89 0.001992 0.028269 -1.15
266141_at protease inhibitor II contains a gamma-t PDF2.1 AT2G02120 1.41 0.50 4.89 0.001988 0.028269 -1.14



249139_at Cys2/His2-type zinc finger protein 3 (dbjAZF3 AT5G43170 2.38 1.25 4.89 0.00199 0.028269 -1.15
265618_at hypothetical protein predicted by gensca--- AT2G25460 1.53 0.61 4.89 0.001991 0.028269 -1.15
261796_at  non-phototropic hypocotyl, putative sim --- AT1G30440 1.47 0.56 4.88 0.002001 0.028290 -1.15
264192_at hypothetical protein predicted by genemATATG18HAT1G54710 1.37 0.45 4.88 0.002 0.028290 -1.15
245183_at  putative protein similarity to predicted p --- AT5G12440 -1.68 -0.75 -4.88 0.002 0.028290 -1.15
265345_at copia-like retroelement pol polyprotein --- AT2G22680 1.46 0.54 4.88 0.002002 0.028298 -1.15
253301_at  pathogenesis-related protein 1 precurso--- AT4G33720 3.15 1.66 4.88 0.002006 0.028328 -1.15
245158_at hypothetical protein predicted by genefinRALFL18 AT2G33130 1.76 0.81 4.88 0.002015 0.028441 -1.16
261591_at  protein kinase, putative similar to protei --- AT1G01740 -1.69 -0.76 -4.87 0.00202 0.028489 -1.16
249103_at N-carbamyl-L-amino acid amidohydrolasUAH AT5G43600 -1.50 -0.59 -4.87 0.002022 0.028512 -1.16
266767_at Expressed protein ; supported by full-len--- AT2G46910 -1.67 -0.74 -4.87 0.002027 0.028549 -1.16
250879_at  putative protein various predicted prote --- AT5G04060 -1.67 -0.74 -4.87 0.002028 0.028549 -1.17
259000_at hypothetical protein predicted by gensca--- AT3G01860 -2.31 -1.21 -4.87 0.00203 0.028566 -1.17
266100_at similar to axi 1 protein from Nicotiana ta --- AT2G37980 1.96 0.97 4.87 0.002037 0.028643 -1.17
264571_at hypothetical protein predicted by genefin--- AT1G05330 1.37 0.45 4.86 0.00204 0.028665 -1.17
249342_at  putative protein ATP12 protein precurso--- AT5G40660 -1.54 -0.62 -4.86 0.002041 0.028668 -1.17
254848_at  putative protein hypothetical protein F7HPGRL1B AT4G11960 -1.48 -0.56 -4.86 0.002043 0.028684 -1.17
264774_at unknown protein --- AT1G22890 2.69 1.43 4.86 0.002045 0.028684 -1.17
246856_at  nucleic acid binding protein - like nuclei AL4 AT5G26210 -1.38 -0.46 -4.86 0.002046 0.028690 -1.18
262914_at auxin response factor 1 identical to auxi ARF1 AT1G59750 -1.50 -0.59 -4.86 0.002049 0.028711 -1.18
264652_at  putative sugar transport protein, ERD6 --- AT1G08920 2.69 1.43 4.86 0.002052 0.028735 -1.18
256677_at  unknown protein contains Pfam profile: PHF1 AT3G52190 1.55 0.64 4.86 0.002055 0.028757 -1.18
258087_at putative peroxiredoxin similar to peroxireATPRX Q AT3G26060 -1.81 -0.85 -4.86 0.00206 0.028768 -1.18
259661_at Expressed protein ; supported by full-len--- AT1G55265 1.69 0.76 4.85 0.002062 0.028768 -1.18
258976_at  putative dehydrogenase contains Pfam --- AT3G01980 -1.40 -0.49 -4.86 0.002059 0.028768 -1.18
256514_at  oxidoreductase, putative contains Pfam--- AT1G66130 -1.89 -0.92 -4.86 0.002057 0.028768 -1.18
249422_at  putative protein predicted proteins, ArabAtHB23 AT5G39760 -1.59 -0.67 -4.85 0.002062 0.028768 -1.18
249524_at putative protein similar to unknown prote--- AT5G38520 -1.87 -0.91 -4.85 0.002065 0.028797 -1.18
245096_at putative cysteine proteinase inhibitor B (ATCYSA AT2G40880 -1.54 -0.62 -4.85 0.002072 0.028869 -1.19
266570_at putative chloroplast ribosomal protein L3--- AT2G24090 -1.43 -0.52 -4.85 0.002081 0.028982 -1.19
257680_at  aspartate carbamoyltransferase precurs--- AT3G20330 -1.66 -0.74 -4.85 0.002083 0.028987 -1.19
252116_at putative protein  ;supported by full-length--- AT3G51510 -1.58 -0.66 -4.84 0.002087 0.029025 -1.20
251996_at  beta-galactosidase precursor - like proteBGAL2 AT3G52840 -1.58 -0.66 -4.84 0.002093 0.029087 -1.20
264487_at vacuolar protein sorting homolog almostVPS45 AT1G77140 1.39 0.48 4.84 0.002095 0.029103 -1.20
267378_at hypothetical protein --- AT2G26200 -1.38 -0.47 -4.84 0.002101 0.029119 -1.20



249993_at  GTP-binding protein obg -like GTP-bind--- AT5G18570 -1.36 -0.44 -4.84 0.002101 0.029119 -1.20
254610_at  putative protein predicted protein, Arabi --- AT4G18890 1.50 0.58 4.84 0.0021 0.029119 -1.20
255908_s_aunknown protein ;supported by full-lengt --- AT1G18000 / -1.49 -0.57 -4.84 0.002101 0.029119 -1.20
248698_at receptor-like protein kinase ; supported --- AT5G48380 1.90 0.93 4.84 0.002104 0.029134 -1.20
255437_at  putative oxidoreductase similar to P. vu AOP2 AT4G03060 -3.16 -1.66 -4.83 0.002113 0.029248 -1.21
255118_at  nitrilase 1 like protein nitrilase 1 - Mus m--- AT4G08790 -1.58 -0.66 -4.83 0.002122 0.029343 -1.21
245124_at small nuclear ribonucleoprotein U1A ide U1A AT2G47580 -1.49 -0.58 -4.83 0.002123 0.029343 -1.21
258359_s_aputative glycolate oxidase similar to glyc--- AT3G14415 / -1.62 -0.69 -4.83 0.002127 0.029389 -1.22
252677_at nitrilase 3  ;supported by full-length cDNNIT3 AT3G44320 1.99 0.99 4.83 0.002131 0.029430 -1.22
247279_at arabinogalactan-protein (gb|AAC77823. AGP1 AT5G64310 4.72 2.24 4.82 0.002133 0.029440 -1.22
247493_at  copine - like protein copine I, Homo sapBON1 AT5G61900 2.12 1.08 4.82 0.002136 0.029461 -1.22
264677_at hypothetical protein predicted by genefinHYL1 AT1G09700 -1.35 -0.43 -4.82 0.002154 0.029677 -1.23
251664_at leucine zipper-containing protein AT103 CRD1 AT3G56940 -1.56 -0.64 -4.82 0.002155 0.029677 -1.23
253465_at  putative protein ATAC98, Arabidopsis th--- AT4G32120 -1.64 -0.71 -4.82 0.002156 0.029677 -1.23
266235_at putative phloem-specific lectin AtPP2-B10AT2G02360 1.68 0.75 4.81 0.002158 0.029691 -1.23
249594_at  putative protein SIAH1 protein, Brassica--- AT5G37910 1.42 0.50 4.81 0.002169 0.029747 -1.24
257189_at hypothetical protein GIP1 AT3G13222 -1.40 -0.48 -4.81 0.002166 0.029747 -1.24
259417_at unknown protein contains similarity to phHFR1 AT1G02340 -1.90 -0.93 -4.81 0.002168 0.029747 -1.24
254195_at  putative protein various predicted prote NLP7 AT4G24020 1.46 0.54 4.81 0.002168 0.029747 -1.24
260403_at hypothetical protein predicted by genscaWRKY36 AT1G69810 1.39 0.48 4.81 0.002165 0.029747 -1.24
249947_at  FVT1 - like protein follicular lymphoma v--- AT5G19200 1.39 0.48 4.81 0.002171 0.029749 -1.24
259927_at unknown protein  ; supported by cDNA: JAC1 AT1G75100 -1.88 -0.91 -4.81 0.002172 0.029749 -1.24
248710_at unknown protein  ;supported by full-leng--- AT5G48480 -1.66 -0.73 -4.81 0.002176 0.029766 -1.24
254004_at arginyl-tRNA synthetase emb1027 AT4G26300 -1.34 -0.42 -4.81 0.002176 0.029766 -1.24
249421_at DegP protease contains similarity to DegDEG8 AT5G39830 -1.53 -0.61 -4.81 0.002177 0.029766 -1.24
249941_at putative protein similar to unknown prote--- AT5G22270 1.67 0.74 4.80 0.00218 0.029782 -1.24
258850_at putative cellulose synthase catalytic subCSLD3 AT3G03050 1.49 0.57 4.81 0.00218 0.029782 -1.24
257687_at hypothetical protein predicted by genemSDRB AT3G12800 1.46 0.55 4.80 0.002182 0.029786 -1.24
246439_at  RING-H2 zinc finger protein-like RING-H--- AT5G17600 -2.91 -1.54 -4.80 0.002183 0.029786 -1.24
251432_at  putative protein leucine zipper-EF-hand--- AT3G59820 -1.80 -0.85 -4.80 0.002186 0.029788 -1.25
250897_at putative protein  ; supported by cDNA: g--- AT5G03430 -1.46 -0.54 -4.80 0.002187 0.029788 -1.25
247553_at  MAD box containing protein NAP1-1 - li AGL8 AT5G60910 -2.11 -1.07 -4.80 0.002187 0.029788 -1.25
253856_at hypothetical protein  ;supported by full-le--- AT4G28100 -1.38 -0.46 -4.80 0.002194 0.029862 -1.25
248299_at unknown protein  ;supported by full-leng--- AT5G53080 -1.47 -0.56 -4.80 0.002198 0.029896 -1.25
258965_at  hypothetical protein similar to hypothetic--- AT3G10530 -2.14 -1.10 -4.80 0.002203 0.029896 -1.25



265002_at  putative lysine/histidine-specific permeaLHT2 AT1G24400 -1.77 -0.82 -4.80 0.002204 0.029896 -1.25
257540_at hypothetical protein --- AT3G21520 1.52 0.61 4.80 0.002203 0.029896 -1.25
253124_at  putative protein unknown protein ArabidARO3 AT4G36030 3.05 1.61 4.80 0.002201 0.029896 -1.25
249337_at putative protein contains similarity to unk--- AT5G41080 4.34 2.12 4.80 0.002202 0.029896 -1.25
254889_at osmotin precursor  ;supported by full-lenATOSM34 AT4G11650 1.90 0.93 4.79 0.002206 0.029900 -1.25
257218_at unknown protein similar to DAG protein --- AT3G15000 -1.43 -0.51 -4.79 0.002211 0.029915 -1.26
258072_at unknown protein RGS1 AT3G26090 1.39 0.48 4.79 0.002209 0.029915 -1.26
256967_at  hypothetical protein predicted by genem--- AT3G21060 -1.53 -0.61 -4.79 0.00221 0.029915 -1.26
257451_at hypothetical protein predicted by genefinBT3 AT1G05690 -1.48 -0.57 -4.79 0.002215 0.029944 -1.26
260897_at ER lumen protein retaining receptor idenERD2 AT1G29330 1.46 0.55 4.79 0.002219 0.029974 -1.26
266182_at hypothetical protein predicted by gensca--- AT2G02370 1.67 0.74 4.79 0.002219 0.029974 -1.26
263375_s_aputative prohibitin  ;supported by full-len ATPHB6 AT2G20530 / -1.55 -0.64 -4.79 0.002227 0.030052 -1.26
258640_at hypothetical protein predicted by gensca--- AT3G07930 -1.62 -0.69 -4.79 0.002228 0.030052 -1.27
245788_at hypothetical protein similar to hypothetic--- AT1G32120 / 2.46 1.30 4.78 0.002234 0.030110 -1.27
267083_at calmodulin-like protein identical to GB:DTCH3 AT2G41100 2.25 1.17 4.78 0.002236 0.030125 -1.27
260824_at unknown protein --- AT1G06720 -2.14 -1.10 -4.78 0.002239 0.030130 -1.27
248538_at putative protein contains similarity to glu--- AT5G50110 -1.65 -0.72 -4.78 0.002239 0.030130 -1.27
264375_at putative protein kinase contains a protei CIPK16 AT2G25090 3.02 1.59 4.78 0.002243 0.030169 -1.27
265483_at hypothetical protein ; supported by cDNASQN AT2G15790 -1.73 -0.79 -4.77 0.002257 0.030267 -1.28
258132_at  protein kinase, putative similar to GB:BAATPERK1 AT3G24550 1.75 0.81 4.78 0.002254 0.030267 -1.28
253547_at chloroplast omega-6 fatty acid desaturasFAD6 AT4G30950 -1.45 -0.53 -4.77 0.002256 0.030267 -1.28
251461_at putative protein --- AT3G59780 -1.61 -0.69 -4.77 0.002257 0.030267 -1.28
254921_at  putative protein hypothetical protein F16--- AT4G11300 1.81 0.85 4.77 0.002257 0.030267 -1.28
265594_at 50S ribosomal protein L4  ;supported by--- AT2G20060 -1.86 -0.90 -4.77 0.00226 0.030287 -1.28
253283_at hypothetical protein  ; supported by cDN--- AT4G34090 -1.74 -0.80 -4.77 0.002261 0.030287 -1.28
253698_at  nucleotide pyrophosphatase - like prote--- AT4G29680 -1.44 -0.52 -4.77 0.002265 0.030326 -1.28
247816_at similar to unknown protein (pir||S75584) --- AT5G58260 -2.38 -1.25 -4.77 0.002275 0.030413 -1.29
259738_at predicted protein --- AT1G64355 -1.49 -0.57 -4.77 0.002274 0.030413 -1.29
250985_at  putative protein various predicted prote --- AT5G02830 -1.40 -0.49 -4.77 0.002277 0.030414 -1.29
255021_at hypothetical protein --- AT4G10330 -1.47 -0.55 -4.77 0.002279 0.030414 -1.29
254636_at putative protein kinase  ; supported by c CIPK12 AT4G18700 -1.40 -0.48 -4.77 0.002278 0.030414 -1.29
250527_at serine/threonine-protein kinase SNRK2.1 AT5G08590 -1.40 -0.49 -4.77 0.00228 0.030414 -1.29
266828_at putative flavonol 3-O-glucosyltransferase--- AT2G22930 -1.38 -0.46 -4.76 0.002284 0.030452 -1.29
247979_at pollen specific protein SF21  ;supported --- AT5G56750 1.56 0.65 4.76 0.002286 0.030453 -1.29
260771_at  serine/threonine protein kinase, putativeWNK7 AT1G49160 2.01 1.00 4.76 0.002288 0.030462 -1.29



267559_at putative cytochrome P450 CYP76C2 AT2G45570 5.36 2.42 4.76 0.002294 0.030529 -1.30
247182_at putative protein contains similarity to unkHB25 AT5G65410 -1.55 -0.63 -4.76 0.002299 0.030558 -1.30
254810_at  putative protein pectinesterase - Citrus PME1 AT4G12390 -2.41 -1.27 -4.76 0.002298 0.030558 -1.30
248607_at NaCl-inducible Ca2+-binding protein-likeATCP1 AT5G49480 2.68 1.42 4.76 0.002305 0.030602 -1.30
253338_at  somatic embryogenesis receptor-like ki BAK1 AT4G33430 1.48 0.56 4.76 0.002304 0.030602 -1.30
264799_at putative violaxanthin de-epoxidase prec NPQ1 AT1G08550 -1.58 -0.66 -4.75 0.00231 0.030645 -1.30
266285_at unknown protein --- AT2G29180 -2.11 -1.08 -4.75 0.002311 0.030645 -1.30
262402_at unknown protein ; supported by cDNA: gTOM6 AT1G49410 -1.64 -0.72 -4.75 0.002313 0.030651 -1.30
254670_at  teosinte branched1 - like protein teosint --- AT4G18390 -1.92 -0.94 -4.75 0.002314 0.030651 -1.31
256930_at  O-acetylserine(thiol) lyase, putative simOASA2 AT3G22460 1.59 0.67 4.75 0.002322 0.030686 -1.31
251583_at putative protein several hypothetical pro --- AT3G58590 -1.74 -0.80 -4.75 0.00232 0.030686 -1.31
246159_at Expressed protein ; supported by full-len--- AT5G20935 -2.04 -1.03 -4.75 0.002318 0.030686 -1.31
250727_at putative protein similar to unknown prote--- AT5G06430 -1.40 -0.49 -4.75 0.002321 0.030686 -1.31
250733_at 2-cys peroxiredoxin-like protein  ;suppor2-Cys Prx AT5G06290 -1.58 -0.66 -4.75 0.002329 0.030760 -1.31
263779_at putative photomorphogenesis repressor SPA1 AT2G46340 -1.55 -0.63 -4.74 0.002333 0.030798 -1.31
264831_at hypothetical protein predicted by gensca--- AT1G03687 -1.48 -0.56 -4.74 0.002336 0.030817 -1.32
267624_at putative protein kinase BIK1 AT2G39660 2.34 1.23 4.74 0.002338 0.030828 -1.32
265472_at putative RING-H2 zinc finger protein  ;su--- AT2G15580 -1.59 -0.66 -4.74 0.002341 0.030837 -1.32
260629_at unknown protein --- AT1G62330 -1.55 -0.63 -4.74 0.002341 0.030837 -1.32
264913_at hypothetical protein predicted by genem--- AT1G60770 -1.90 -0.92 -4.74 0.002348 0.030840 -1.32
252770_at  putative protein cellular nucleic acid bin --- AT3G42860 -1.52 -0.61 -4.74 0.002344 0.030840 -1.32
267017_at unknown protein SVR1 AT2G39140 -2.31 -1.21 -4.74 0.002348 0.030840 -1.32
267357_at putative nematode-resistance protein  ;sHSPRO2 AT2G40000 2.62 1.39 4.74 0.002349 0.030840 -1.32
257722_at  putative chloroplast nucleoid DNA-bindi --- AT3G18490 -1.96 -0.97 -4.74 0.002345 0.030840 -1.32
262309_at  phosphoglucomutase, putative similar to--- AT1G70820 -2.17 -1.11 -4.74 0.002352 0.030872 -1.32
246417_at  quinone oxidoreductase - like protein pr--- AT5G16990 -1.74 -0.80 -4.74 0.002355 0.030889 -1.32
255055_at hypothetical protein --- AT4G09810 -1.64 -0.72 -4.73 0.002359 0.030921 -1.33
259789_at Expressed protein ; supported by full-lenCOR414-TAT1G29395 -1.52 -0.61 -4.73 0.002366 0.031003 -1.33
261433_s_aendoplasmic reticulum-type calcium-tran--- AT1G07670 / 1.36 0.44 4.73 0.002369 0.031016 -1.33
251191_at  putative protein putative protein F15G16--- AT3G62590 2.11 1.08 4.73 0.002371 0.031032 -1.33
251701_at  putative protein hypothetical protein F22--- AT3G56650 -1.50 -0.59 -4.73 0.002381 0.031045 -1.34
249015_at Dreg-2 like protein --- AT5G44730 -1.47 -0.56 -4.73 0.002381 0.031045 -1.34
266950_at expressed protein supported by full-leng--- AT2G18910 -1.79 -0.84 -4.73 0.002378 0.031045 -1.33
246450_at Heat Shock Factor 3 HSF3 AT5G16820 -1.40 -0.49 -4.73 0.002374 0.031045 -1.33
254608_at  major intrinsic protein (MIP)- like noduli NIP1;2 AT4G18910 2.47 1.31 4.73 0.002382 0.031045 -1.34



252751_at  putative protein RING-H2 zinc finger pro--- AT3G43430 2.21 1.15 4.73 0.002383 0.031045 -1.34
264745_at  5'-adenylylphosphosulfate reductase, p 02-אפר AT1G62180 -1.90 -0.93 -4.73 0.002383 0.031045 -1.34
252391_at putative protein  ; supported by cDNA: g--- AT3G47860 -1.58 -0.66 -4.73 0.002382 0.031045 -1.34
255438_at putative oxidoreductase AOP1 AT4G03070 -2.35 -1.23 -4.73 0.002385 0.031056 -1.34
246572_at  putative protein predicted proteins, Arab--- AT5G15010 -1.49 -0.57 -4.72 0.002389 0.031083 -1.34
247077_at putative protein similar to unknown prote--- AT5G66420 -1.56 -0.64 -4.72 0.002392 0.031106 -1.34
249424_s_ahypothetical protein  ; supported by full-l --- AT5G39800 / -1.54 -0.62 -4.72 0.002398 0.031167 -1.34
258861_at putative helicase similar to C-terminal ha--- AT3G02060 -1.69 -0.76 -4.72 0.002403 0.031185 -1.35
247834_at  cinnamoyl-CoA reductase - like protein --- AT5G58490 -1.39 -0.48 -4.72 0.002402 0.031185 -1.35
251759_at  tetrahydrofolylpolyglutamate synthase pATDFD AT3G55630 -2.01 -1.01 -4.72 0.002405 0.031185 -1.35
266001_at hypothetical protein predicted by genefinHHP3 AT2G24150 -1.39 -0.48 -4.72 0.002403 0.031185 -1.35
245512_at hypothetical protein --- AT4G15770 -1.82 -0.87 -4.72 0.002409 0.031200 -1.35
259536_s_aputative protein hypothetical proteins - dATCOAB AT1G12350 / -1.34 -0.43 -4.71 0.002415 0.031200 -1.35
248329_at putative protein similar to unknown prote--- AT5G52780 -1.72 -0.78 -4.71 0.002415 0.031200 -1.35
250789_at putative protein contains similarity to cat --- AT5G05630 -1.48 -0.57 -4.72 0.002411 0.031200 -1.35
262830_at  purple acid phosphatase, putative contaPAP3 AT1G14700 -1.84 -0.88 -4.71 0.002414 0.031200 -1.35
263494_at  14-3-3 protein GF14mu (grf9) identical tGRF9 AT2G42590 -1.39 -0.48 -4.72 0.00241 0.031200 -1.35
257036_at hypothetical protein predicted by genem--- AT3G19120 -1.41 -0.49 -4.71 0.002416 0.031200 -1.35
246792_at  putative protein predicted proteins, Arab--- AT5G27290 -2.27 -1.18 -4.71 0.002418 0.031212 -1.35
258526_at  DAG protein, putative similar to DAG PR--- AT3G06790 -1.48 -0.56 -4.71 0.002419 0.031212 -1.35
248409_at putative protein contains similarity to endLPA2 AT5G51540 / -1.58 -0.66 -4.71 0.002423 0.031219 -1.35
261161_at  hypothetical protein contains Pfam prof --- AT1G34420 1.93 0.95 4.71 0.002422 0.031219 -1.35
247311_at DNA polymerase III catalytic subunit EMB2780 AT5G63960 -1.49 -0.58 -4.71 0.002427 0.031237 -1.36
249905_at unknown protein --- AT5G22710 -1.45 -0.54 -4.71 0.002426 0.031237 -1.36
258813_at NAM-like protein (no apical meristem) sianac046 AT3G04060 1.71 0.77 4.71 0.002432 0.031252 -1.36
267535_at putative C2H2-type zinc finger protein likZFP8 AT2G41940 -2.03 -1.02 -4.71 0.00243 0.031252 -1.36
254298_at putative protein  ;supported by full-lengthPGR5-LIKEAT4G22890 -1.64 -0.71 -4.71 0.002432 0.031252 -1.36
255522_at  putative GTP pyrophosphokinase similaRSH1 AT4G02260 -1.49 -0.58 -4.71 0.002439 0.031323 -1.36
249122_at putative protein similar to unknown proteARD4 AT5G43850 -1.73 -0.79 -4.70 0.002441 0.031331 -1.36
261480_at  phytochrome kinase substrate 1, putativPKS2 AT1G14280 -4.02 -2.01 -4.70 0.002452 0.031434 -1.37
262501_at  putative replication factor Similar to gb|Memb1968 AT1G21690 -1.53 -0.62 -4.70 0.002451 0.031434 -1.37
258493_at Expressed protein ; supported by full-len--- AT3G02555 -1.49 -0.57 -4.70 0.002456 0.031476 -1.37
248815_at putative protein contains similarity to ma--- AT5G46920 -1.74 -0.80 -4.70 0.00246 0.031491 -1.37
247788_at  putative protein carbohydrate kinase, pf--- AT5G58730 1.84 0.88 4.70 0.00246 0.031491 -1.37
245618_at hypothetical protein --- AT4G14510 -1.56 -0.64 -4.70 0.002462 0.031499 -1.37



261315_at  AP2 domain containing protein, putativeERF8 AT1G53170 2.25 1.17 4.70 0.002467 0.031536 -1.37
252858_at puative protein various predicted protein--- AT4G39770 -1.53 -0.62 -4.70 0.002468 0.031536 -1.37
246528_at  putative mitochondrial carrier protein M --- AT5G15640 1.92 0.94 4.69 0.00247 0.031552 -1.37
255607_at  putative acetyltransferase similar to Dig--- AT4G01130 -1.91 -0.94 -4.69 0.002473 0.031561 -1.38
252357_at  putative protein predicted proteins, Arab--- AT3G48410 -1.75 -0.81 -4.69 0.002478 0.031608 -1.38
255557_at hypothetical protein  ; supported by cDN--- AT4G01990 -1.82 -0.86 -4.69 0.002483 0.031657 -1.38
250125_at biotin carboxyl carrier protein of acetyl-CCAC1 AT5G16390 -1.46 -0.55 -4.69 0.002491 0.031693 -1.38
245528_at  pyruvate,orthophosphate dikinase  PPDK AT4G15530 1.59 0.67 4.69 0.002495 0.031693 -1.39
245749_at  proline-rich protein, putative similar to p--- AT1G51090 -3.15 -1.65 -4.68 0.002517 0.031693 -1.39
246173_s_a putative protein hypothetical protein F2A--- AT3G61520 / -1.70 -0.77 -4.68 0.002503 0.031693 -1.39
257730_at unknown protein contains Pfam profile: P--- AT3G18420 -1.70 -0.77 -4.68 0.002514 0.031693 -1.39
255799_at Deetiolated1 (DET1) light signal transduDET1 AT4G10180 -1.49 -0.58 -4.68 0.002501 0.031693 -1.39
265383_at  putative WD-40 repeat protein, MSI2  ;sMSI2 AT2G16780 -1.70 -0.77 -4.68 0.002505 0.031693 -1.39
252971_at  extensin - like protein proline-rich proteiPRP4 AT4G38770 11.15 3.48 4.68 0.002507 0.031693 -1.39
263419_at putative protein kinase contains a protei --- AT2G17220 1.73 0.79 4.68 0.002518 0.031693 -1.40
259188_at unknown protein  ;supported by full-leng--- AT3G01510 -1.71 -0.77 -4.68 0.002498 0.031693 -1.39
248547_at putative protein contains similarity to sal EMB1006 AT5G50280 -1.86 -0.89 -4.68 0.002515 0.031693 -1.39
258851_at glutathione S-transferase identical to gluATGSTF11AT3G03190 -2.39 -1.26 -4.68 0.002509 0.031693 -1.39
257198_at  DNA-binding protein, putative similar to --- AT3G23690 -1.55 -0.63 -4.69 0.002488 0.031693 -1.38
250256_at GTP-binding protein typA (tyrosine phos--- AT5G13650 -1.43 -0.51 -4.68 0.002517 0.031693 -1.39
255487_at  tryptophan synthase alpha 1-like protein--- AT4G02610 -1.52 -0.60 -4.69 0.002489 0.031693 -1.38
246746_at  putative protein predicted proteins, Oryz--- AT5G27820 -1.53 -0.61 -4.68 0.002517 0.031693 -1.39
248174_at  50S ribosomal protein L24, chloroplast --- AT5G54600 -1.46 -0.55 -4.69 0.002496 0.031693 -1.39
252348_at  B12D-like protein B12D protein - Horde --- AT3G48140 1.42 0.50 4.68 0.002516 0.031693 -1.39
252068_at  mucin -like protein hemomucin, Drosop --- AT3G51440 2.79 1.48 4.68 0.002516 0.031693 -1.39
250465_at putative protein various predicted protein--- AT5G10070 -1.35 -0.44 -4.68 0.002516 0.031693 -1.39
254760_at  putative protein hypothetical protein sll1--- AT4G13200 -1.41 -0.49 -4.68 0.002503 0.031693 -1.39
258782_at putative dihydroneopterin aldolase simila--- AT3G11750 -1.66 -0.73 -4.68 0.002516 0.031693 -1.39
259499_at  PRLI-interacting factor L, putative simila--- AT1G15730 -1.61 -0.69 -4.68 0.002516 0.031693 -1.39
264696_at unknown protein --- AT1G70230 -2.47 -1.31 -4.68 0.002519 0.031698 -1.40
247247_at 50S ribosomal protein L17  ;supported b--- AT5G64650 -1.41 -0.50 -4.67 0.002529 0.031731 -1.40
266348_at putative MAP kinase ATMPK17 AT2G01450 1.62 0.69 4.67 0.002528 0.031731 -1.40
252130_at  putative protein 1 photosystem II oxyge PSBO2 AT3G50820 -1.46 -0.55 -4.67 0.002526 0.031731 -1.40
261864_s_a10-formyltetrahydrofolate synthetase ideTHFS AT1G50480 / -1.49 -0.57 -4.67 0.002528 0.031731 -1.40
265707_at unknown protein --- AT2G03390 -1.55 -0.63 -4.67 0.00253 0.031731 -1.40



259947_at putative protein kinase similar to protein --- AT1G71530 1.56 0.64 4.67 0.002527 0.031731 -1.40
258805_at  putative beta-1,3-glucanase similar to b--- AT3G04010 1.74 0.80 4.67 0.002536 0.031778 -1.40
263326_at unknown protein  ; supported by cDNA: --- AT2G04280 -1.73 -0.79 -4.67 0.002538 0.031791 -1.40
266296_at putative glutathione S-transferase  ;suppATGSTU7 AT2G29420 1.58 0.66 4.67 0.002541 0.031813 -1.40
257956_at unknown protein --- AT3G25400 -1.62 -0.70 -4.67 0.002546 0.031851 -1.41
264094_at unknown protein ;supported by full-lengt --- AT1G79200 -1.50 -0.59 -4.66 0.002554 0.031874 -1.41
248920_at  magnesium chelatase subunit of protoc CHLI2 AT5G45930 -1.49 -0.57 -4.66 0.002554 0.031874 -1.41
256741_at hypothetical protein predicted by genem--- AT3G29375 -1.72 -0.78 -4.66 0.002565 0.031874 -1.42
265760_at unknown protein --- AT2G01220 -1.47 -0.55 -4.66 0.002556 0.031874 -1.41
253782_at hypothetical protein --- AT4G28590 -1.36 -0.44 -4.66 0.002565 0.031874 -1.41
258174_at hypothetical protein contains Pfam profil --- AT3G21470 -1.48 -0.56 -4.66 0.002559 0.031874 -1.41
247193_at putative protein strong similarity to unkn --- AT5G65380 1.67 0.74 4.66 0.002566 0.031874 -1.42
258956_at hypothetical protein predicted by gensca--- AT3G01440 -3.04 -1.60 -4.66 0.002566 0.031874 -1.42
256784_at hypothetical protein predicted by genem--- AT3G13674 -1.40 -0.48 -4.67 0.002553 0.031874 -1.41
248399_at putative protein strong similarity to unkn --- AT5G52010 -1.42 -0.50 -4.66 0.002557 0.031874 -1.41
251496_at  putative protein crp1 protein, involved in--- AT3G59040 -1.40 -0.48 -4.66 0.002561 0.031874 -1.41
259247_at  unknown protein predicted by genefinde--- AT3G07570 1.61 0.68 4.66 0.002562 0.031874 -1.41
247813_at NADP-dependent malate dehydrogenas--- AT5G58330 -1.45 -0.54 -4.66 0.002561 0.031874 -1.41
251785_at  ABC transporter - like protein breast ca ATWBC19 AT3G55130 -2.24 -1.16 -4.66 0.002567 0.031875 -1.42
258250_at putative delta 9 desaturase similar to de FAD5 AT3G15850 -1.38 -0.46 -4.66 0.002571 0.031912 -1.42
263532_s_a putative protein RIO1 protein, Saccharo--- AT2G24990 / -1.68 -0.74 -4.66 0.002577 0.031945 -1.42
245981_at putative protein  ;supported by full-length--- AT5G13100 1.52 0.60 4.66 0.00258 0.031945 -1.42
265149_at unknown protein ; supported by full-leng--- AT1G51400 -1.52 -0.60 -4.66 0.00258 0.031945 -1.42
256266_at unknown protein ; supported by cDNA: g--- AT3G12320 -2.09 -1.06 -4.66 0.002578 0.031945 -1.42
263701_at putative protein kinase C inhibitor (Zinc- --- AT1G31160 -1.37 -0.46 -4.65 0.002583 0.031952 -1.42
267516_at unknown protein RPT2 AT2G30520 -1.55 -0.63 -4.66 0.002582 0.031952 -1.42
249807_at pectinacetylesterase --- AT5G23870 -1.74 -0.80 -4.65 0.002585 0.031963 -1.42
260783_at  ethylene response factor, putative similaORA59 AT1G06160 -3.15 -1.66 -4.65 0.002593 0.032004 -1.43
255087_at putative protein proteins of this bac --- AT4G09340 -1.39 -0.47 -4.65 0.002592 0.032004 -1.43
246019_at  putative protein predicted proteins, Arab--- AT5G10690 -1.62 -0.70 -4.65 0.002592 0.032004 -1.43
262571_at hypothetical protein predicted by gensca--- AT1G15430 2.40 1.26 4.65 0.002595 0.032019 -1.43
253493_at putative protein various predicted proteinENP AT4G31820 -1.90 -0.93 -4.65 0.002605 0.032121 -1.43
262706_at putative ATP-dependent RNA helicase s--- AT1G16280 -1.65 -0.72 -4.65 0.002609 0.032132 -1.43
257788_at unknown protein TCP20 AT3G27010 1.61 0.69 4.65 0.002608 0.032132 -1.43
250669_at polygalacturonase inhibiting protein  ;su PGIP2 AT5G06870 3.01 1.59 4.64 0.002613 0.032169 -1.43



246518_at  acetyltransferase-like protein GlucosamAtGNA1 AT5G15770 -1.43 -0.51 -4.64 0.002621 0.032233 -1.44
252325_at acetolactate synthase  ; supported by cDCSR1 AT3G48560 -1.35 -0.43 -4.64 0.002621 0.032233 -1.44
251240_at putative protein --- AT3G62450 -1.40 -0.48 -4.64 0.002628 0.032297 -1.44
254263_at Expressed protein ; supported by full-len--- AT4G23493 -1.41 -0.49 -4.64 0.002632 0.032308 -1.44
245242_at chlorophyll a oxygenase identical to chloCH1 AT1G44446 -1.63 -0.71 -4.64 0.002631 0.032308 -1.44
260678_at hypothetical protein predicted by genem--- AT1G07970 -1.34 -0.43 -4.64 0.002638 0.032319 -1.44
256152_at  ethylene-responsive RNA helicase, puta--- AT1G55150 -1.36 -0.44 -4.64 0.002635 0.032319 -1.44
255701_at predicted protein of unknown function JLO AT4G00220 1.38 0.47 4.64 0.002637 0.032319 -1.44
257615_at unknown protein --- AT3G26510 -1.72 -0.78 -4.64 0.002638 0.032319 -1.44
264728_at unknown protein location of EST gb|T45--- AT1G22850 -1.55 -0.63 -4.63 0.002643 0.032340 -1.45
252463_at putative protein  ;supported by full-length--- AT3G47070 -2.09 -1.07 -4.64 0.002641 0.032340 -1.45
253197_at  putative protein Cyanophora paradoxa c--- AT4G35250 -1.72 -0.79 -4.63 0.002645 0.032350 -1.45
256706_at  auxin-independent growth promoter, pu--- AT3G30300 -1.49 -0.57 -4.63 0.002648 0.032358 -1.45
251556_at  putative protein predicted proteins, Met --- AT3G58840 -1.66 -0.73 -4.63 0.002649 0.032358 -1.45
252876_at putative protein  ;supported by full-length--- AT4G39970 -1.82 -0.86 -4.63 0.002664 0.032410 -1.45
250126_at ubiquitin C-terminal hydrolase-like prote UCH1 AT5G16310 -1.55 -0.63 -4.63 0.002656 0.032410 -1.45
265270_at putative ribose phosphate pyrophosphok--- AT2G42910 -1.43 -0.51 -4.63 0.002654 0.032410 -1.45
259444_at hypothetical protein predicted by gensca--- AT1G02370 -2.34 -1.22 -4.63 0.00266 0.032410 -1.45
258804_at hypothetical protein similar to hypothetic--- AT3G04760 -1.67 -0.74 -4.63 0.002664 0.032410 -1.46
262248_at hypothetical protein predicted by genscaYSL8 AT1G48370 2.03 1.02 4.63 0.002657 0.032410 -1.45
267430_at unknown protein EDA3 AT2G34860 -1.74 -0.80 -4.63 0.002663 0.032410 -1.45
258661_at unknown protein --- AT3G02930 2.37 1.25 4.63 0.002663 0.032410 -1.45
251415_at putative protein --- AT3G60380 -1.42 -0.50 -4.63 0.002671 0.032481 -1.46
245248_at Expressed protein ; supported by cDNA ATB' GAM AT4G15415 -1.31 -0.39 -4.62 0.002676 0.032498 -1.46
247598_at  UVB-resistance protein UVR8 - like UV --- AT5G60870 -1.46 -0.54 -4.62 0.002675 0.032498 -1.46
262291_at  zinc finger and C2 domain protein, puta--- AT1G70790 -1.40 -0.48 -4.62 0.002685 0.032568 -1.46
257772_at unknown protein C-term similar to phosp--- AT3G23080 -1.53 -0.62 -4.62 0.002686 0.032568 -1.46
263558_at putative phosphatidylinositol/phosphatid --- AT2G16380 -1.67 -0.74 -4.62 0.002684 0.032568 -1.46
245350_at nuclear antigen homolog ;supported by f--- AT4G16830 -1.52 -0.60 -4.62 0.002694 0.032628 -1.47
245281_at DEF (CLA1) protein ; supported by cDNACLA1 AT4G15560 -1.53 -0.61 -4.62 0.002693 0.032628 -1.47
259248_at putative heat-shock protein similar to he --- AT3G07770 -2.28 -1.19 -4.62 0.002695 0.032629 -1.47
263693_at hypothetical protein predicted by genefinATPP2-A9 AT1G31200 -2.54 -1.34 -4.62 0.0027 0.032648 -1.47
255117_s_aputative protein various hypothetical pro ATPUP13 AT4G08700 / -1.34 -0.43 -4.62 0.002701 0.032648 -1.47
255866_at hypothetical protein predicted by gensca--- AT2G30350 -1.48 -0.57 -4.62 0.002701 0.032648 -1.47
249899_at putative protein similar to unknown prote--- AT5G22620 -1.95 -0.96 -4.61 0.002704 0.032667 -1.47



248467_at MtN3-like protein ;supported by full-leng --- AT5G50800 -2.73 -1.45 -4.61 0.002709 0.032716 -1.47
247572_at putative protein  ; supported by full-lengt--- AT5G61220 -1.39 -0.47 -4.61 0.002715 0.032765 -1.48
251037_at  putative protein oxysterol-binding proteiUNE18 AT5G02100 -1.77 -0.83 -4.61 0.002717 0.032778 -1.48
250971_at  putative protein ABI3-interacting proteinPRR7 AT5G02810 -1.47 -0.56 -4.61 0.002719 0.032784 -1.48
246479_at hypothetical protein --- AT5G16060 -1.45 -0.54 -4.61 0.002721 0.032788 -1.48
248050_at unknown protein --- AT5G56100 2.07 1.05 4.61 0.002725 0.032801 -1.48
255951_at unknown protein contains similarity to ubMUB6 AT1G22050 -1.56 -0.65 -4.61 0.002725 0.032801 -1.48
250168_at  putative protein predicted protein, Arabi --- AT5G15320 -1.42 -0.50 -4.61 0.002727 0.032808 -1.48
254215_at  putative Na+/H+-exchanging protein NaATCHX17 AT4G23700 4.50 2.17 4.61 0.002732 0.032848 -1.48
255340_at putative receptor-like protein kinase --- AT4G04490 3.87 1.95 4.61 0.002733 0.032848 -1.48
245532_at cytochrome P450 like protein CYP97B3 AT4G15110 -1.33 -0.41 -4.60 0.002739 0.032886 -1.48
266801_at putative nucleotide-binding protein  ;sup EMB2001 AT2G22870 -2.11 -1.08 -4.60 0.002738 0.032886 -1.48
263758_s_aputative NADPH dependent mannose 6---- AT2G21250 / -1.39 -0.48 -4.60 0.002746 0.032946 -1.49
266824_at homeodomain transcription factor (HAT9HAT9 AT2G22800 -1.40 -0.49 -4.60 0.002749 0.032947 -1.49
261060_at unknown protein --- AT1G17340 1.56 0.64 4.60 0.002752 0.032947 -1.49
250031_at transfactor-like protein  ; supported by c MYR1 AT5G18240 -1.69 -0.76 -4.60 0.002753 0.032947 -1.49
257168_at  mrp protein, putative similar to mrp prot HCF101 AT3G24430 -2.25 -1.17 -4.60 0.002748 0.032947 -1.49
254642_at  putative protein hypothetical protein, Sy--- AT4G18810 -1.92 -0.94 -4.60 0.00275 0.032947 -1.49
254623_at  protein ch-42 precursor, chloroplast  ;suCHLI1 AT4G18480 -1.66 -0.73 -4.60 0.002757 0.032954 -1.49
256536_at  peptide chain release factor, putative si --- AT1G33330 -1.41 -0.49 -4.60 0.002756 0.032954 -1.49
249222_at putative protein similar to unknown prote--- AT5G42450 -1.34 -0.42 -4.60 0.002759 0.032964 -1.49
252570_at isovaleryl-CoA-dehydrogenase precursoIVD AT3G45300 2.24 1.16 4.60 0.002761 0.032973 -1.49
250186_at  putative protein apospory-associated pr--- AT5G14500 -1.57 -0.65 -4.60 0.002766 0.032980 -1.49
251227_at  ABC transporter-like protein glutathioneATMRP10 AT3G62700 -1.91 -0.94 -4.60 0.002765 0.032980 -1.49
252410_at  putative protein br-1 protein (NITRIC OXNOA1 AT3G47450 -1.58 -0.66 -4.60 0.002765 0.032980 -1.49
261488_at Expressed protein ; supported by full-len--- AT1G14345 -1.58 -0.66 -4.59 0.00277 0.033006 -1.50
266476_at unknown protein  ;supported by full-leng--- AT2G31090 1.64 0.72 4.59 0.002773 0.033035 -1.50
251961_at  inorganic pyrophosphatase -like proteinAtPPa4 AT3G53620 2.00 1.00 4.59 0.00278 0.033095 -1.50
264491_at hypothetical protein predicted by gensca--- AT1G27410 -1.42 -0.50 -4.59 0.002782 0.033107 -1.50
252214_at  putative protein EREBP-3 homolog, StyCEJ1 AT3G50260 2.48 1.31 4.59 0.002791 0.033196 -1.50
257463_at  phosphatidylinositol/phosphatidylcholine--- AT1G14820 -1.59 -0.67 -4.59 0.002795 0.033217 -1.51
261112_at unknown protein --- AT1G75420 -1.53 -0.62 -4.59 0.002796 0.033222 -1.51
256735_at hypothetical protein predicted by genemATEXO70EAT3G29400 1.55 0.63 4.58 0.002799 0.033234 -1.51
267419_at putative thioredoxin ATO1 AT2G35010 -1.46 -0.54 -4.58 0.002807 0.033312 -1.51
265777_at hypothetical protein predicted by genefin--- AT2G07340 -1.39 -0.48 -4.58 0.002808 0.033312 -1.51



261913_at  flavin-containing monooxygenase FMO FMO GS-OAT1G65860 -2.35 -1.23 -4.58 0.002812 0.033336 -1.51
258025_at putative D-3-phosphoglycerate dehydrog--- AT3G19480 -1.87 -0.90 -4.58 0.002819 0.033405 -1.52
246490_at S-adenosylmethionine decarboxylase (aCPuORF1 AT5G15948 / -1.66 -0.73 -4.58 0.002826 0.033450 -1.52
253305_at Expressed protein ; supported by full-len--- AT4G33666 2.58 1.37 4.58 0.002826 0.033450 -1.52
262397_at hypothetical protein predicted by genem--- AT1G49380 -1.87 -0.91 -4.57 0.002836 0.033554 -1.52
258041_at Expressed protein ; supported by full-lenZML1 AT3G21175 -1.47 -0.55 -4.57 0.00284 0.033579 -1.52
265384_at unknown protein  ;supported by full-leng--- AT2G20760 1.34 0.42 4.57 0.002847 0.033635 -1.53
261338_at hypothetical protein predicted by genem--- AT1G44920 -1.54 -0.63 -4.57 0.002847 0.033635 -1.53
249847_at serine carboxypeptidase II-like protein SCPL34 AT5G23210 -1.77 -0.82 -4.57 0.00286 0.033725 -1.53
255819_s_a40S ribosomal protein S26 --- AT2G40510 / -1.43 -0.52 -4.57 0.002858 0.033725 -1.53
253614_at  putative protein heat shock protein 101 --- AT4G30350 1.90 0.93 4.57 0.002858 0.033725 -1.53
249187_at  cysteine proteinase RD21A similar to cy--- AT5G43060 2.44 1.29 4.57 0.002861 0.033725 -1.53
247206_at putative protein similar to unknown prote--- AT5G64950 -1.31 -0.39 -4.57 0.002862 0.033726 -1.53
262482_at  SRG1-like protein Strong homology to SSRG1 AT1G17020 3.58 1.84 4.56 0.002878 0.033852 -1.54
262794_at unknown protein EST gb|N37870 comesemb1745 AT1G13120 -1.46 -0.54 -4.56 0.002882 0.033852 -1.54
260261_at unknown protein --- AT1G68450 4.01 2.00 4.56 0.002879 0.033852 -1.54
267517_at unknown protein RPT2 AT2G30520 -1.51 -0.60 -4.56 0.002878 0.033852 -1.54
251193_at  translation releasing factor RF-1 -like prAPG3 AT3G62910 -1.71 -0.78 -4.56 0.002876 0.033852 -1.54
266747_at predicted by genefinder and genscan  ; s--- AT2G02870 1.54 0.63 4.56 0.002882 0.033852 -1.54
266732_at unknown protein --- AT2G03240 1.72 0.78 4.56 0.00289 0.033898 -1.54
249014_at putative protein similar to unknown prote--- AT5G44710 -1.57 -0.65 -4.56 0.002889 0.033898 -1.54
253943_at  putative protein gene F19K23.12 of BAC--- AT4G27030 -2.80 -1.48 -4.56 0.002889 0.033898 -1.54
257071_at unknown protein  ; supported by cDNA: ATCSLC04AT3G28180 1.77 0.82 4.56 0.002896 0.033940 -1.54
264026_at glycine-rich protein (AtGRP2) Same as GATGRP2B AT2G21060 1.98 0.98 4.55 0.002897 0.033940 -1.54
254673_at  membrane-bound small GTP-binding - AtRABA1eAT4G18430 2.94 1.56 4.55 0.002901 0.033952 -1.55
262586_at hypothetical protein predicted by gensca--- AT1G15480 -1.87 -0.90 -4.55 0.002901 0.033952 -1.55
245439_at hypothetical protein --- AT4G16670 2.14 1.09 4.55 0.002905 0.033963 -1.55
251438_s_a putative protein hypothetical protein F10--- AT3G59930 / 6.70 2.74 4.55 0.002905 0.033963 -1.55
259512_at hypothetical protein ; supported by cDNAKEU AT1G12360 1.35 0.44 4.55 0.002907 0.033966 -1.55
259502_at unknown protein ; supported by cDNA: g--- AT1G15670 2.16 1.11 4.55 0.002922 0.034124 -1.55
250796_at putative protein similar to unknown prote--- AT5G05300 5.37 2.43 4.55 0.002931 0.034209 -1.56
263352_at En/Spm-like transposon protein related t--- AT2G22080 -1.73 -0.79 -4.54 0.002933 0.034221 -1.56
246457_at  WD40-repeat protein transducin homoloTOZ AT5G16750 -1.46 -0.55 -4.54 0.002944 0.034315 -1.56
251518_at  putative protein protein CG15643 - Dros--- AT3G59390 -1.46 -0.54 -4.54 0.002943 0.034315 -1.56
266327_at homeodomain transcription factor  (ATHATHB-7 AT2G46680 2.15 1.11 4.54 0.002965 0.034361 -1.57



250326_at putative protein strong similarity to unkn MSL10 AT5G12080 -1.65 -0.72 -4.54 0.002956 0.034361 -1.57
256512_at Expressed protein ; supported by full-len--- AT1G33265 -1.55 -0.63 -4.54 0.00296 0.034361 -1.57
262509_at hypothetical protein similar to hypotheticCRR22 AT1G11290 -1.50 -0.58 -4.54 0.002962 0.034361 -1.57
261771_at hypothetical protein contains similarity to--- AT1G76150 1.32 0.40 4.54 0.002964 0.034361 -1.57
259466_at  response regulator 5, putative similar toARR7 AT1G19050 3.87 1.95 4.54 0.002962 0.034361 -1.57
261195_at  transport inhibitor response 1 (TIR1), puAFB3 AT1G12820 -1.45 -0.54 -4.54 0.002951 0.034361 -1.56
258786_at putative syntaxin contains Pfam profile: SYP121 AT3G11820 2.26 1.18 4.54 0.002961 0.034361 -1.57
255939_at hypothetical protein predicted by genem--- AT1G12730 -1.70 -0.77 -4.54 0.002958 0.034361 -1.57
263072_at putative protein kinase contains a protei --- AT2G17530 1.41 0.50 4.54 0.002954 0.034361 -1.56
266582_at unknown protein  ; supported by cDNA: --- AT2G46090 -1.57 -0.65 -4.54 0.002957 0.034361 -1.57
251611_at putative protein several hypothetical pro --- AT3G57940 -1.67 -0.74 -4.53 0.002973 0.034439 -1.57
250563_at  putative protein predicted protein, Arabi --- AT5G08050 -1.73 -0.79 -4.53 0.002977 0.034447 -1.57
254647_at hypothetical protein --- AT4G18540 1.33 0.41 4.53 0.002975 0.034447 -1.57
266442_at hypothetical protein --- AT2G43260 -1.33 -0.41 -4.53 0.002982 0.034490 -1.57
267383_at unknown protein --- AT2G44360 1.34 0.42 4.53 0.002983 0.034490 -1.58
246949_at  cytochrome P450-like protein CYTOCHCYP71B13AT5G25140 -3.09 -1.63 -4.53 0.002986 0.034497 -1.58
251340_at  actin - like protein actin 3, Drosophila mATARP7 AT3G60830 -1.43 -0.52 -4.53 0.002987 0.034497 -1.58
260607_at putative receptor protein kinase --- AT2G43700 -1.61 -0.69 -4.53 0.002989 0.034498 -1.58
264199_at  unknown protein contains similarity to y --- AT1G22700 -1.50 -0.58 -4.53 0.002996 0.034568 -1.58
263716_at 26S proteasome regulatory subunit S2 cRPN1A AT2G20580 -1.34 -0.43 -4.53 0.002999 0.034580 -1.58
256585_at hypothetical protein --- AT3G28760 -1.73 -0.79 -4.52 0.003006 0.034613 -1.58
252508_at  putative protein tRNA nucleotidyltransfe--- AT3G46210 -1.79 -0.84 -4.52 0.003004 0.034613 -1.58
262283_at unknown protein ;supported by full-lengt --- AT1G68590 -1.62 -0.70 -4.52 0.003006 0.034613 -1.58
259970_at putative chlorophyll A-B binding protein --- AT1G76570 -1.81 -0.86 -4.52 0.003013 0.034663 -1.59
253172_at putative protein ;supported by full-length--- AT4G35060 2.72 1.44 4.52 0.003013 0.034663 -1.59
261881_at nodulin-like protein similar to nodulin GBNIP6;1 AT1G80760 -1.85 -0.89 -4.52 0.003015 0.034668 -1.59
267436_at putative receptor-like protein kinase FRK1 AT2G19190 3.34 1.74 4.52 0.003017 0.034673 -1.59
255224_at  putative protein hypothetical protein, Ar --- AT4G05400 -1.57 -0.65 -4.52 0.003024 0.034730 -1.59
256480_at unknown protein SAR1 AT1G33410 -1.56 -0.64 -4.52 0.003032 0.034774 -1.59
246308_at chlorophyll synthetase  ; supported by c G4 AT3G51820 -1.57 -0.65 -4.52 0.003032 0.034774 -1.59
264702_at hypothetical protein contains similarity to--- AT1G70190 -1.49 -0.58 -4.52 0.003033 0.034774 -1.59
246026_at putative protein predicted protein - Oryza--- AT5G21070 -1.42 -0.51 -4.52 0.003034 0.034774 -1.59
245613_at hypothetical protein --- AT4G14450 / 6.83 2.77 4.51 0.003037 0.034774 -1.59
252122_at  putative protein hypothetical protein - S --- AT3G51140 -1.47 -0.56 -4.51 0.003037 0.034774 -1.59
248634_at isoleucyl-tRNA synthetase OVA2 AT5G49030 -1.58 -0.66 -4.51 0.00304 0.034797 -1.60



265931_at unknown protein  ;supported by full-leng--- AT2G18520 -1.60 -0.68 -4.51 0.003048 0.034866 -1.60
255994_at hypothetical protein predicted by gensca--- AT1G29760 1.38 0.47 4.51 0.00305 0.034871 -1.60
266566_at unknown protein --- AT2G24040 1.50 0.58 4.51 0.003052 0.034874 -1.60
249410_at  receptor-like protein kinase receptor-like--- AT5G40380 -2.04 -1.03 -4.51 0.003057 0.034881 -1.60
246058_at  putative protein predicted proteins, Arab--- AT5G08430 -1.47 -0.56 -4.51 0.003056 0.034881 -1.60
253849_at  putative protein 150-kD protein, Dictyos--- AT4G28080 -1.40 -0.48 -4.51 0.003055 0.034881 -1.60
258106_at ribonucleoside-diphosphate reductase s RNR2A AT3G23580 -1.55 -0.63 -4.51 0.003059 0.034888 -1.60
245227_s_agunknown protein contains non-consens--- AT1G08410 -1.74 -0.80 -4.51 0.003065 0.034943 -1.60
266131_at putative SCARECROW gene regulator --- AT2G45160 -1.73 -0.79 -4.51 0.003069 0.034967 -1.61
265214_at  unkown protein ESTs gb|H36249, gb|AA--- AT1G05000 2.32 1.22 4.50 0.003077 0.035023 -1.61
252496_at putative protein several hypothetical pro CRR2 AT3G46790 -1.76 -0.82 -4.50 0.00308 0.035023 -1.61
258051_at hypothetical protein predicted by genemTRZ4 AT3G16260 -1.60 -0.68 -4.50 0.003076 0.035023 -1.61
267588_at unknown protein --- AT2G42060 1.36 0.45 4.50 0.00308 0.035023 -1.61
263948_at similar to harpin-induced protein hin1 froYLS9 AT2G35980 2.81 1.49 4.50 0.003088 0.035046 -1.61
258338_at putative L-asparaginase similar to L-ASP--- AT3G16150 1.90 0.92 4.50 0.003086 0.035046 -1.61
246007_at Expressed protein ; supported by full-lenFTRA2 AT5G08410 -1.53 -0.61 -4.50 0.003088 0.035046 -1.61
250644_at protein phosphatase 2C-like  ;supported--- AT5G06750 1.76 0.81 4.50 0.003088 0.035046 -1.61
259012_at hypothetical protein similar to hypotheticPUB9 AT3G07360 -1.62 -0.69 -4.50 0.003092 0.035076 -1.61
249282_at CMP-sialic acid transporter-like protein  --- AT5G41760 -1.62 -0.70 -4.50 0.003098 0.035085 -1.62
256319_at  trehalose-phosphatase, putative contain--- AT1G35910 3.06 1.61 4.50 0.003098 0.035085 -1.62
245408_at putative protein --- AT4G17180 -1.54 -0.62 -4.50 0.003097 0.035085 -1.61
261146_at hypothetical protein predicted by genem--- AT1G19620 -1.62 -0.70 -4.50 0.003101 0.035094 -1.62
253147_at  protein kinase - like protein serine/threoCONNEXINAT4G35600 1.90 0.92 4.50 0.003102 0.035094 -1.62
256441_at unknown protein  ;supported by full-leng--- AT3G10940 -1.96 -0.97 -4.49 0.00311 0.035121 -1.62
258151_at  beta-glucosidase, putative similar to betBGLU44 AT3G18080 -2.02 -1.02 -4.49 0.00311 0.035121 -1.62
245064_at Expressed protein ; supported by full-len--- AT2G39725 1.86 0.89 4.49 0.003108 0.035121 -1.62
252001_at  plastid division protein FtsZ-like FtsZ pr FTSZ2-2 AT3G52750 -2.00 -1.00 -4.49 0.00311 0.035121 -1.62
249558_at hypothetical protein --- AT5G38310 3.54 1.82 4.49 0.003114 0.035147 -1.62
261902_at unknown protein ; supported by full-lengPLMT AT1G80860 -1.39 -0.48 -4.49 0.00312 0.035202 -1.62
261981_at unknown protein --- AT1G33811 -3.17 -1.67 -4.49 0.003124 0.035225 -1.62
257659_at Expressed protein ; supported by full-len--- AT3G13226 -1.36 -0.44 -4.49 0.003132 0.035293 -1.63
265920_s_aunknown protein --- AT2G15120 / 2.46 1.30 4.49 0.00314 0.035343 -1.63
252945_at putative protein  ;supported by full-length--- AT4G39140 1.50 0.59 4.49 0.003141 0.035343 -1.63
247720_at  dTDP-glucose 4-6-dehydratase - like prUXS3 AT5G59290 1.51 0.60 4.49 0.00314 0.035343 -1.63
266822_at 60S ribosomal protein L30  ;supported b--- AT2G44860 -1.69 -0.76 -4.48 0.003143 0.035355 -1.63



253249_at GATA transcription factor 3 --- AT4G34680 -1.61 -0.68 -4.48 0.003148 0.035385 -1.63
267233_s_aunknown protein --- AT2G43910 / -1.70 -0.77 -4.48 0.003151 0.035412 -1.63
252400_at hypothetical protein --- AT3G48020 2.16 1.11 4.48 0.003157 0.035435 -1.64
246756_at  protein phosphatase - like protein phosp--- AT5G27930 -1.58 -0.66 -4.48 0.003156 0.035435 -1.63
253410_at  putative protein various predicted prote --- AT4G32970 -1.60 -0.68 -4.48 0.003163 0.035476 -1.64
247746_at uncoupling protein AtUCP2  ;supported ATUCP2 AT5G58970 -1.62 -0.70 -4.48 0.003163 0.035476 -1.64
252542_at  nuclear receptor binding factor-like prot --- AT3G45770 -1.36 -0.44 -4.48 0.003167 0.035479 -1.64
265643_at hypothetical protein predicted by genefin--- AT2G27390 / 1.98 0.99 4.48 0.003167 0.035479 -1.64
252064_at  putative protein various predicted prote --- AT3G51520 -1.41 -0.49 -4.48 0.00317 0.035501 -1.64
251657_at  putative protein MULTICOPY SUPPRE --- AT3G57000 -1.83 -0.87 -4.48 0.003173 0.035516 -1.64
265581_at putative cAMP-dependent protein kinase--- AT2G20050 -1.39 -0.47 -4.47 0.003185 0.035626 -1.64
251225_at  putative protein glycosyl transferase lgtCGATL7 AT3G62660 -1.67 -0.74 -4.47 0.003188 0.035648 -1.65
247705_at putative protein  ;supported by full-length--- AT5G59460 -1.42 -0.50 -4.47 0.003194 0.035694 -1.65
252058_at  putative protein hin1 protein -Nicotiana --- AT3G52470 1.80 0.85 4.47 0.003197 0.035695 -1.65
248231_at putative protein contains similarity to top--- AT5G53770 -1.48 -0.57 -4.47 0.003197 0.035695 -1.65
262957_s_a RNA polymerase II subunit, putative simNRPB8A AT1G54250 / -1.31 -0.39 -4.47 0.003199 0.035698 -1.65
245314_at Expressed protein ; supported by full-len--- AT4G16745 1.44 0.53 4.47 0.003202 0.035710 -1.65
247577_at  putative protein flavin-containing monoo--- AT5G61290 -1.46 -0.55 -4.47 0.003203 0.035710 -1.65
247222_at ABC transporter protein 1-like  ; support ATGCN5 AT5G64840 -1.82 -0.86 -4.47 0.003205 0.035714 -1.65
262047_at hypothetical protein predicted by genem--- AT1G80160 4.30 2.10 4.47 0.003212 0.035779 -1.65
245417_at phosphoribosylglycinamide formyltransfe--- AT4G17360 -1.78 -0.83 -4.46 0.003221 0.035857 -1.66
251790_at  elicitor responsive/phloem -like protein --- AT3G55470 1.50 0.59 4.46 0.003223 0.035859 -1.66
256787_at beta-fructofuranosidase 1 identical to GBATBFRUC AT3G13790 2.02 1.01 4.46 0.003232 0.035895 -1.66
249828_at  succinyl-CoA synthetase, alpha subunit --- AT5G23250 -1.55 -0.63 -4.46 0.003235 0.035895 -1.66
258366_at  DNA-binding protein contains AP2 dom RAP2.2 AT3G14230 -1.48 -0.56 -4.46 0.003234 0.035895 -1.66
266924_at unknown protein  ;supported by full-leng--- AT2G45730 -1.55 -0.63 -4.46 0.003236 0.035895 -1.66
253395_at protein kinase AME3  ; supported by cD AME3 AT4G32660 -1.35 -0.43 -4.46 0.003234 0.035895 -1.66
252904_at  putative protein crp1 protein, Zea mays EMB2453 AT4G39620 -1.48 -0.57 -4.46 0.00323 0.035895 -1.66
255694_at putative transcriptional regulator UNE10 AT4G00050 -1.59 -0.67 -4.46 0.003237 0.035895 -1.66
250559_at  putative protein condensin subunit SMC--- AT5G08010 -1.51 -0.59 -4.46 0.003254 0.036066 -1.67
250941_at putative protein --- AT5G03320 1.56 0.64 4.45 0.003257 0.036079 -1.67
257074_at unknown protein --- AT3G19660 2.08 1.06 4.45 0.003259 0.036085 -1.67
254419_at  NADH dehydrogenase like protein NADNDB3 AT4G21490 1.34 0.42 4.45 0.003262 0.036099 -1.67
246908_at dehydration-induced protein RD22  ; supRD22 AT5G25610 4.82 2.27 4.45 0.003265 0.036099 -1.67
249842_at putative protein contains similarity to unk--- AT5G23550 -1.38 -0.46 -4.45 0.003264 0.036099 -1.67



253443_at  putative protein beta transducin-like proLUG AT4G32551 -1.31 -0.39 -4.45 0.003268 0.036112 -1.67
249826_at iron superoxide dismutase 3 (gb|AAC24 FSD3 AT5G23310 -1.65 -0.73 -4.45 0.003281 0.036207 -1.68
253834_at protein phosphatase homolog (PPH1) --- AT4G27800 -1.50 -0.58 -4.45 0.003278 0.036207 -1.68
261638_at Expressed protein ; supported by full-len--- AT1G49975 -2.05 -1.03 -4.45 0.003281 0.036207 -1.68
250718_at unknown protein emb2735 AT5G06240 -1.42 -0.51 -4.45 0.003285 0.036212 -1.68
263755_at unknown protein  ;supported by full-leng--- AT2G21340 -1.61 -0.68 -4.45 0.003284 0.036212 -1.68
259517_at hypothetical protein ; supported by cDNACAT1 AT1G20630 1.75 0.80 4.45 0.003286 0.036215 -1.68
254105_at  magnesium-protoporphyrin IX methyltraCHLM AT4G25080 -1.48 -0.57 -4.45 0.003291 0.036226 -1.68
264766_at  receptor kinase, putative similar to rece --- AT1G61420 2.21 1.15 4.45 0.003289 0.036226 -1.68
248093_at putative protein similar to unknown prote--- AT5G55210 -1.50 -0.59 -4.44 0.003299 0.036295 -1.68
264782_at putative transcription factor similar to GBMYB60 AT1G08810 -1.59 -0.67 -4.44 0.003301 0.036305 -1.68
246702_at  putative cytidine deaminase - like putati --- AT5G28050 2.68 1.42 4.44 0.003307 0.036356 -1.68
258716_at unknown protein similar to a region of D --- AT3G09700 -1.77 -0.82 -4.44 0.003309 0.036359 -1.69
252671_at putative protein dehydrogenases of bact--- AT3G44190 1.58 0.66 4.44 0.003313 0.036381 -1.69
246200_at putative protein ;supported by full-length--- AT4G37240 1.98 0.99 4.44 0.00333 0.036384 -1.69
256293_at pinhead-like protein similar to pinhead [AAGO7 AT1G69440 -1.71 -0.77 -4.44 0.003326 0.036384 -1.69
256892_at  hypothetical protein contains similarity t --- AT3G19000 -1.89 -0.92 -4.44 0.003322 0.036384 -1.69
258097_at  transport protein, putative similar to tran--- AT3G23660 1.35 0.43 4.44 0.003315 0.036384 -1.69
258502_at unknown protein --- AT3G02490 -1.85 -0.89 -4.44 0.003317 0.036384 -1.69
262428_at hypothetical protein predicted by genem--- AT1G47570 -1.41 -0.49 -4.44 0.003324 0.036384 -1.69
246977_at  putative protein CONSTANS-like protei COL4 AT5G24930 -1.35 -0.44 -4.44 0.003319 0.036384 -1.69
245347_at ferredoxin ;supported by full-length cDNA--- AT4G14890 -1.60 -0.68 -4.44 0.003324 0.036384 -1.69
261141_at unknown protein contains Pfam profile: P--- AT1G19740 -1.49 -0.58 -4.43 0.003333 0.036384 -1.69
261828_at unknown protein ; supported by cDNA: g--- AT1G11360 -1.40 -0.48 -4.44 0.003327 0.036384 -1.69
253053_at  putative protein beta-ketoadipate enol-la--- AT4G37470 -1.58 -0.66 -4.43 0.003333 0.036384 -1.69
256096_at unknown protein --- AT1G13650 -2.21 -1.15 -4.43 0.003334 0.036384 -1.69
251643_at  guanylate kinase-like protein guanylate AGK2 AT3G57550 2.36 1.24 4.44 0.003329 0.036384 -1.69
250515_at putative protein --- AT5G09570 1.30 0.38 4.43 0.003338 0.036394 -1.69
253398_at  putative protein retinal pigment microsoCCD8 AT4G32810 2.37 1.25 4.43 0.003338 0.036394 -1.69
259746_at hypothetical protein predicted by gensca--- AT1G71060 -1.65 -0.72 -4.43 0.003343 0.036430 -1.70
263117_at  putative lipoamide dehydrogenase com --- AT1G03040 -1.34 -0.42 -4.43 0.003348 0.036461 -1.70
266719_at MYB-related transcription factor (CCA1) CCA1 AT2G46830 -1.57 -0.65 -4.43 0.003349 0.036461 -1.70
244934_at NADH dehydrogenase ND6 --- --- -2.09 -1.06 -4.43 0.003361 0.036564 -1.70
252984_at cinnamyl-alcohol dehydrogenase ELI3-2ELI3-2 AT4G37990 3.06 1.61 4.43 0.003361 0.036564 -1.70
250936_at putative protein  ;supported by full-length--- AT5G03120 -2.04 -1.03 -4.43 0.003366 0.036596 -1.70



263158_at  CCAAT-binding factor B subunit, putativNF-YA5 AT1G54160 -1.42 -0.51 -4.43 0.003369 0.036602 -1.70
252187_at  putative protein UV inducible protein UV--- AT3G50850 1.51 0.59 4.43 0.00337 0.036602 -1.70
266795_at unknown protein --- AT2G03070 -1.51 -0.59 -4.42 0.003372 0.036604 -1.71
259677_at putative phosphatidylinositol-4-phosphat--- AT1G77740 1.60 0.67 4.42 0.003382 0.036642 -1.71
257063_s_aunknown protein  ;supported by full-leng--- AT3G18240 / -1.35 -0.43 -4.42 0.003379 0.036642 -1.71
260172_s_aputative histidinol-phosphate aminotrans--- AT1G71920 / -1.61 -0.69 -4.42 0.00338 0.036642 -1.71
260718_at unknown protein ECT7 AT1G48110 1.31 0.39 4.42 0.003381 0.036642 -1.71
260814_at  histidine decarboxylase, putative simila emb1075 AT1G43710 -1.39 -0.48 -4.42 0.003398 0.036808 -1.71
259344_at  putative polynucleotide phosphorylase sRIF10 AT3G03710 -1.53 -0.62 -4.42 0.003401 0.036816 -1.71
251969_at  Cytochrom P450 -like protein CYTOCH LUT1 AT3G53130 -1.57 -0.66 -4.42 0.003403 0.036821 -1.71
266881_at putative casein kinase II beta subunit  ;sCKB4 AT2G44680 -1.42 -0.51 -4.41 0.003411 0.036888 -1.72
245502_at hypothetical protein --- AT4G15640 -1.55 -0.64 -4.41 0.003418 0.036930 -1.72
250444_at  beta-xylosidase - like protein beta-xylos--- AT5G10560 -1.46 -0.55 -4.41 0.003416 0.036930 -1.72
265484_at unknown protein  ; supported by cDNA: OTP51 AT2G15820 -1.45 -0.53 -4.41 0.003424 0.036957 -1.72
265100_at hypothetical protein predicted by genscaOSB4 AT1G31010 -1.66 -0.73 -4.41 0.003423 0.036957 -1.72
254452_at  UV-damaged DNA-binding protein- like DDB1B AT4G21100 -1.57 -0.65 -4.41 0.003429 0.036998 -1.72
262346_at unknown protein similar to hypothetical p--- AT1G63980 -1.61 -0.68 -4.41 0.003437 0.037055 -1.73
250813_at GTP-binding protein (gb|AAD09203.1)  ;TOC34 AT5G05000 -1.53 -0.61 -4.41 0.003437 0.037055 -1.73
266357_at putative beta-amylase BAM6 AT2G32290 -2.77 -1.47 -4.41 0.003443 0.037094 -1.73
257672_at unknown protein  ;supported by full-leng--- AT3G20300 -1.89 -0.92 -4.41 0.003444 0.037094 -1.73
259274_at  putative homeobox-leucine zipper proteATHB20 AT3G01220 1.38 0.46 4.41 0.003446 0.037099 -1.73
256573_at hypothetical protein predicted by genem--- AT3G14860 -1.41 -0.50 -4.40 0.003453 0.037148 -1.73
246086_at  beta-1,3-glucanase - like protein beta-1 --- AT5G20560 1.35 0.44 4.40 0.003471 0.037308 -1.74
254982_at putative protein  ; supported by cDNA: g--- AT4G10470 -1.52 -0.61 -4.40 0.003471 0.037308 -1.74
257035_at  cytochrome P450, putative similar to cy CYP707A4AT3G19270 -1.48 -0.57 -4.40 0.003473 0.037311 -1.74
255928_at unknown protein --- AT1G12640 1.73 0.79 4.40 0.003478 0.037346 -1.74
248798_at putative protein contains similarity to pla--- AT5G47190 -1.45 -0.53 -4.40 0.003481 0.037350 -1.74
258369_at putative pectin methylesterase similar toATPME3 AT3G14310 -1.49 -0.58 -4.40 0.003481 0.037350 -1.74
247278_at fructose-bisphosphatase-like protein  ;su--- AT5G64380 -1.53 -0.61 -4.39 0.003493 0.037460 -1.74
263411_at putative C2H2-type zinc finger protein lik--- AT2G28710 1.97 0.98 4.39 0.003496 0.037479 -1.74
248709_at unknown protein  ;supported by full-leng--- AT5G48470 -1.85 -0.89 -4.39 0.003498 0.037483 -1.74
260373_at unknown protein --- AT1G73970 -1.41 -0.50 -4.39 0.003501 0.037494 -1.75
252234_at putative protein  ; supported by full-lengtATPSK4 AT3G49780 3.97 1.99 4.39 0.003506 0.037515 -1.75
254198_at hypothetical protein --- AT4G24090 -1.46 -0.54 -4.39 0.003506 0.037515 -1.75
259410_at hypothetical protein predicted by genem--- AT1G13340 2.48 1.31 4.39 0.003514 0.037545 -1.75



255636_at homeodomain protein AHDP  ; supporteANL2 AT4G00730 -1.52 -0.60 -4.39 0.003514 0.037545 -1.75
255691_at hypothetical protein ANTR2 AT4G00370 -1.48 -0.57 -4.39 0.003514 0.037545 -1.75
249777_at putative protein similar to unknown prote--- AT5G24210 1.60 0.68 4.39 0.003516 0.037545 -1.75
249375_at  putative protein predicted proteins, ArabAGP24 AT5G40730 -1.43 -0.52 -4.39 0.003518 0.037546 -1.75
257713_at  succinate dehydrogenase iron-protein sSDH2-1 AT3G27380 1.81 0.86 4.39 0.003519 0.037546 -1.75
254132_at  putative protein hypothetical protein T8KATHB22 AT4G24660 -1.74 -0.80 -4.39 0.003523 0.037566 -1.75
263449_at unknown protein AtRABA5dAT2G31670 / -1.39 -0.47 -4.39 0.003529 0.037618 -1.75
263136_at  trehalose-6-phosphate synthase, putativATTPS1 AT1G78580 -1.43 -0.52 -4.38 0.003537 0.037664 -1.76
251666_at CYSTATHIONINE BETA-LYASE PREC CBL AT3G57050 -1.58 -0.66 -4.38 0.003538 0.037664 -1.76
259250_at unknown protein --- AT3G07580 1.74 0.80 4.38 0.003538 0.037664 -1.76
250723_at lysine decarboxylase-like protein --- AT5G06300 -1.63 -0.70 -4.38 0.003544 0.037684 -1.76
266391_at putative strictosidine synthase identical t--- AT2G41290 -1.57 -0.65 -4.38 0.003542 0.037684 -1.76
258203_at hypothetical protein predicted by genem--- AT3G13950 5.18 2.37 4.38 0.003553 0.037767 -1.76
246114_at  seed imbitition protein-like seed imbititioDIN10 AT5G20250 1.81 0.86 4.38 0.003557 0.037785 -1.76
261084_at  tropinone reductase-I, putative similar to--- AT1G07440 -1.81 -0.85 -4.38 0.003566 0.037873 -1.76
261544_at unknown protein --- AT1G63540 -1.61 -0.68 -4.38 0.003572 0.037893 -1.77
255567_at hypothetical protein  ; supported by cDN--- AT4G01150 -1.42 -0.51 -4.38 0.00357 0.037893 -1.77
255763_at hypothetical protein predicted by genem--- AT1G16730 -1.52 -0.61 -4.38 0.003573 0.037893 -1.77
260745_at  2,4-D inducible glutathione S-transferasATGSTU2 AT1G78370 -2.60 -1.38 -4.37 0.003577 0.037915 -1.77
250856_at  putative protein salt-inducible protein, m--- AT5G04810 -1.55 -0.63 -4.37 0.003584 0.037921 -1.77
261559_at  LIM domain protein, putative similar to L--- AT1G01780 1.48 0.56 4.37 0.003582 0.037921 -1.77
266003_at hypothetical protein predicted by gensca--- AT2G37320 -1.61 -0.69 -4.37 0.003581 0.037921 -1.77
263931_at unknown protein  ;supported by full-leng--- AT2G36220 2.46 1.30 4.37 0.003584 0.037921 -1.77
261078_at unknown protein identical to SP:O50061RPL4 AT1G07320 -1.41 -0.50 -4.37 0.003592 0.037987 -1.77
265913_at Expressed protein ; supported by full-len--- AT2G25625 2.51 1.33 4.37 0.003594 0.037993 -1.77
253089_at  putative protein hypothetical protein, Ar --- AT4G36290 -1.35 -0.44 -4.37 0.003599 0.038025 -1.77
247446_at unknown protein  ; supported by cDNA: --- AT5G62650 -1.35 -0.44 -4.37 0.003603 0.038046 -1.78
247351_at putative protein contains similarity to NAANAC102 AT5G63790 2.50 1.32 4.37 0.003607 0.038051 -1.78
266916_at hypothetical protein predicted by gensca--- AT2G45860 -1.73 -0.79 -4.37 0.003609 0.038051 -1.78
264855_at  3-hydroxy-3-methylglutaryl-coenzyme AHSK AT2G17265 -1.37 -0.46 -4.37 0.003612 0.038051 -1.78
262238_at hypothetical protein predicted by genem--- AT1G48300 -1.78 -0.83 -4.37 0.003606 0.038051 -1.78
251198_at  putative protein PGP237-11, Petunia x --- AT3G62970 -1.39 -0.47 -4.37 0.003612 0.038051 -1.78
252890_at brassinosteroid insensitive 1 gene (BRI1BRI1 AT4G39400 -1.38 -0.47 -4.36 0.003621 0.038099 -1.78
248172_at unknown protein  ;supported by full-leng--- AT5G54660 -1.89 -0.92 -4.36 0.003618 0.038099 -1.78
264887_at  unknown protein similar to ripening-indu--- AT1G23120 1.71 0.78 4.36 0.003621 0.038099 -1.78



248192_at IAA-amino acid hydrolase homolog ILL3ILL3 AT5G54140 1.39 0.48 4.36 0.003628 0.038137 -1.78
265154_at  putative GTP-binding protein, ERG sim --- AT1G30960 -1.97 -0.98 -4.36 0.003627 0.038137 -1.78
248726_at RAS superfamily GTP-binding protein-likATRABA4CAT5G47960 4.81 2.27 4.36 0.003635 0.038189 -1.78
266289_at putative C-4 sterol methyl oxidase  ;suppSMO2-2 AT2G29390 -1.40 -0.48 -4.36 0.003638 0.038209 -1.79
245277_at glucosyltransferase like protein ; suppor IAGLU AT4G15550 2.04 1.03 4.36 0.00364 0.038210 -1.79
252504_at  telomere repeat-binding protein homoloTRFL1 AT3G46590 -1.39 -0.48 -4.36 0.003642 0.038210 -1.79
266758_at unknown protein POL AT2G46920 -1.46 -0.55 -4.36 0.003648 0.038257 -1.79
252031_at  putative protein 150-kD protein cluA - D--- AT3G52140 -1.38 -0.47 -4.35 0.003668 0.038261 -1.79
259514_at hypothetical protein ; supported by cDNAOZS1 AT1G12480 -1.43 -0.52 -4.35 0.003663 0.038261 -1.79
260786_s_aunknown protein similar to Cryptosporid MEE5 AT1G06220 / -1.53 -0.61 -4.36 0.003658 0.038261 -1.79
255449_at hypothetical protein --- AT4G02820 -1.61 -0.68 -4.36 0.003653 0.038261 -1.79
256061_at unknown protein ;supported by full-lengt --- AT1G07040 1.78 0.83 4.36 0.003653 0.038261 -1.79
266598_at 3-methyl-2-oxobutanoate hydroxy-methyKPHMT1 AT2G46110 -1.56 -0.64 -4.35 0.003665 0.038261 -1.79
249994_at  putative protein cell polarity protein tea1--- AT5G18590 -1.44 -0.53 -4.35 0.003668 0.038261 -1.79
251742_at  putative protein kinase serine threonine--- AT3G56050 -1.40 -0.48 -4.36 0.00366 0.038261 -1.79
250057_at putative protein  ; supported by full-lengt--- AT5G17840 -1.35 -0.43 -4.36 0.00366 0.038261 -1.79
250994_at  dnaK-type molecular chaperone hsc70. --- AT5G02490 2.67 1.42 4.35 0.003663 0.038261 -1.79
253334_at  putative protein dihydrokaempferol 4-re --- AT4G33360 1.73 0.79 4.35 0.003668 0.038261 -1.79
252057_at putative protein  ;supported by full-length--- AT3G52480 1.93 0.95 4.36 0.003657 0.038261 -1.79
249008_at putative protein contains similarity to DN--- AT5G44680 -1.84 -0.88 -4.35 0.003676 0.038326 -1.80
253765_at hypothetical protein  ;supported by full-le--- AT4G28740 -1.90 -0.93 -4.35 0.003689 0.038441 -1.80
261296_at unknown protein --- AT1G48460 -1.92 -0.94 -4.35 0.003691 0.038445 -1.80
246440_at  glycine/proline-rich protein glycine/prolin--- AT5G17650 2.07 1.05 4.35 0.003698 0.038497 -1.80
262207_at hypothetical protein predicted by genscaPTAC2 AT1G74850 -1.56 -0.64 -4.34 0.003707 0.038561 -1.81
248964_at cytochrome P450 CYP707A3AT5G45340 2.73 1.45 4.34 0.003706 0.038561 -1.81
252245_at  putative protein various predicted prote --- AT3G49710 -1.80 -0.85 -4.34 0.00371 0.038572 -1.81
254675_at  RNA helicase - like protein Cdc28p, Sch--- AT4G18465 -1.72 -0.78 -4.34 0.003716 0.038614 -1.81
257724_at hypothetical protein predicted by genem--- AT3G18510 -1.50 -0.58 -4.34 0.003725 0.038629 -1.81
244980_at ribosomal protein L36 --- --- -1.41 -0.50 -4.34 0.003732 0.038629 -1.81
252559_at  RNA binding protein -like COLD-INDUC--- AT3G46020 -1.33 -0.41 -4.34 0.003729 0.038629 -1.81
260780_at  valyl-tRNA synthetase, putative similar TWN2 AT1G14610 -1.34 -0.42 -4.34 0.003723 0.038629 -1.81
251958_at  putative protein predicted proteins, Arab--- AT3G53560 -1.92 -0.94 -4.34 0.003728 0.038629 -1.81
245031_at putative mitochondrial carrier protein --- AT2G26360 -1.34 -0.42 -4.34 0.003731 0.038629 -1.81
263503_s_ahypothetical protein --- AT2G07676 -1.37 -0.45 -4.34 0.003731 0.038629 -1.81
262165_at putative acyl-CoA:1-acylglycerol-3-phos LPAT4 AT1G75020 1.80 0.84 4.34 0.003719 0.038629 -1.81



259976_at hypothetical protein  ;supported by full-leCP12-3 AT1G76560 1.85 0.88 4.34 0.003726 0.038629 -1.81
256106_at unknown protein --- AT1G16870 -1.38 -0.46 -4.34 0.003735 0.038638 -1.81
266760_at putative RAV-like B3 domain DNA bindinNGA1 AT2G46870 -1.56 -0.64 -4.34 0.003737 0.038641 -1.81
250394_at  putative protein yllC, Enterococcus faec--- AT5G10910 -1.52 -0.60 -4.34 0.003742 0.038662 -1.82
252126_at putative disease resistance protein --- AT3G50950 1.64 0.71 4.34 0.003742 0.038662 -1.82
255010_at  lipase-like protein monoglyceride lipase--- AT4G10050 -1.37 -0.46 -4.33 0.003754 0.038762 -1.82
257174_at  uracil phosphoribosyltransferase, putati --- AT3G27190 1.57 0.66 4.33 0.003757 0.038762 -1.82
262112_at unknown protein ;supported by full-lengt --- AT1G02870 -1.60 -0.68 -4.33 0.003758 0.038762 -1.82
257723_at hypothetical protein predicted by genem--- AT3G18500 -1.57 -0.66 -4.33 0.003759 0.038762 -1.82
251760_at Expressed protein ; supported by full-len--- AT3G55605 -1.90 -0.93 -4.33 0.003764 0.038785 -1.82
255029_x_ahypothetical protein --- AT4G09470 1.31 0.39 4.33 0.003765 0.038785 -1.82
247487_at  putative protein predicted protein, Arabi --- AT5G62150 4.57 2.19 4.33 0.003773 0.038823 -1.82
249898_at alkaline/neutral invertase  ; supported by--- AT5G22510 -1.64 -0.71 -4.33 0.003773 0.038823 -1.82
250885_at  ABC transporter -like protein ABC-type ATH12 AT5G03910 -1.38 -0.46 -4.33 0.003773 0.038823 -1.82
245732_at unknown protein contains similarity to ca--- AT1G73440 -1.40 -0.48 -4.33 0.003777 0.038838 -1.83
266951_at putative salt-inducible protein  ; supporte--- AT2G18940 -1.34 -0.42 -4.33 0.003787 0.038895 -1.83
245567_at germin precursor oxalate oxidase GLP9 AT4G14630 4.28 2.10 4.33 0.003787 0.038895 -1.83
252033_at putative protein  ;supported by full-length--- AT3G51950 -1.84 -0.88 -4.33 0.003787 0.038895 -1.83
251029_at  putative protein gene product of suAprg--- AT5G02050 -2.05 -1.04 -4.33 0.003791 0.038904 -1.83
246387_at hypothetical protein predicted by gensca--- AT1G77400 -1.59 -0.67 -4.32 0.003794 0.038904 -1.83
246554_at  HSP100/ClpB, putative similar to HSP1 CLPB3 AT5G15450 -1.46 -0.55 -4.32 0.003795 0.038904 -1.83
263632_at Expressed protein ; supported by cDNA --- AT2G04795 -2.54 -1.34 -4.33 0.003792 0.038904 -1.83
250174_at agp6 AGP6 AT5G14380 1.36 0.44 4.32 0.003802 0.038948 -1.83
255782_at transcription factor identical to transcript MP AT1G19850 2.03 1.02 4.32 0.003803 0.038948 -1.83
262168_at unknown protein ;supported by full-lengt --- AT1G74730 -1.43 -0.51 -4.32 0.003805 0.038956 -1.83
263132_at unknown protein ;supported by full-lengt --- AT1G78560 -1.34 -0.42 -4.32 0.003809 0.038977 -1.83
256855_at 30S ribosomal protein S20 contains Pfa --- AT3G15190 -1.53 -0.61 -4.32 0.003816 0.039015 -1.84
246152_at  IPP transferase - like protein tRNA deltaIPT9 AT5G20040 -1.39 -0.48 -4.32 0.003815 0.039015 -1.84
245276_at DNA-binding homeotic protein Athb-2 ; sATHB-2 AT4G16780 -1.51 -0.59 -4.32 0.003823 0.039064 -1.84
254117_at putative protein --- AT4G24750 -1.60 -0.68 -4.32 0.003824 0.039064 -1.84
249552_s_a receptor serine/threonine protein kinase--- AT5G38240 / 1.88 0.91 4.32 0.003838 0.039189 -1.84
259873_s_aputative translation initiation factor IF-2 s--- AT1G76720 / -1.59 -0.67 -4.31 0.00384 0.039193 -1.84
265132_at unknown protein  ; supported by cDNA: --- AT1G23830 1.92 0.94 4.31 0.003842 0.039193 -1.84
249047_at berberine bridge enzyme-like protein --- AT5G44410 -1.46 -0.54 -4.31 0.003851 0.039272 -1.85
264128_at unknown protein --- AT1G79190 -1.40 -0.48 -4.31 0.003854 0.039277 -1.85



264864_at hypothetical protein predicted by gensca--- AT1G24310 -1.76 -0.81 -4.31 0.003857 0.039297 -1.85
256530_at unknown protein --- AT1G33290 -1.41 -0.49 -4.31 0.00386 0.039306 -1.85
260374_at unknown protein TAF2 AT1G73960 -1.40 -0.48 -4.31 0.003868 0.039357 -1.85
259550_at hypothetical protein ;supported by full-le AGP5 AT1G35230 3.96 1.99 4.31 0.003867 0.039357 -1.85
254576_at putative protein  ;supported by full-lengthEMB3006 AT4G19350 -1.37 -0.45 -4.31 0.003871 0.039370 -1.85
266728_at similar to late embryogenesis abundant --- AT2G03140 -1.40 -0.48 -4.31 0.003873 0.039374 -1.85
256756_at  ATPase II, putative similar to GB:AAD3 --- AT3G25610 2.24 1.16 4.31 0.003878 0.039397 -1.85
264840_at unknown protein similar to leucine-rich r --- AT1G03440 -1.38 -0.46 -4.30 0.003885 0.039435 -1.86
263808_at hypothetical protein predicted by gensca--- AT2G04340 -1.40 -0.48 -4.31 0.003884 0.039435 -1.86
246094_at  putative protein predicted proteins, H. s --- AT5G19300 -1.76 -0.81 -4.30 0.003893 0.039500 -1.86
251957_at  putative protein predicted proteins, Arab--- AT3G53690 -1.46 -0.54 -4.30 0.003896 0.039511 -1.86
245817_at hypothetical protein similar to unknown p--- AT1G26160 -1.34 -0.42 -4.30 0.003899 0.039527 -1.86
256482_at  protein kinase, putative contains Pfam pFEI1 AT1G31420 -1.40 -0.49 -4.30 0.003901 0.039528 -1.86
246050_s_a protein phosphatase 2A regulatory subu--- AT5G28850 / -1.32 -0.40 -4.30 0.00391 0.039583 -1.86
266620_at unknown protein --- AT2G35450 -1.51 -0.59 -4.30 0.003908 0.039583 -1.86
258866_at unknown protein --- AT3G03180 -1.35 -0.43 -4.30 0.003915 0.039616 -1.86
255482_at  putative chloroplast outer envelope 86-lTOC159 AT4G02510 -1.38 -0.47 -4.30 0.003929 0.039647 -1.87
249307_s_aDNA excision repair cross-complementinXPB1 AT5G41360 / -1.41 -0.50 -4.30 0.003926 0.039647 -1.87
254732_at hypothetical protein --- AT4G13750 -1.65 -0.73 -4.29 0.003932 0.039647 -1.87
248021_at  RuBisCO subunit binding-protein beta s--- AT5G56500 -1.91 -0.93 -4.29 0.003935 0.039647 -1.87
245852_at  ribosomal protein L10-like ribosomal pro--- AT5G13510 -1.53 -0.61 -4.30 0.003928 0.039647 -1.87
248207_at tyrosine aminotransferase --- AT5G53970 2.75 1.46 4.30 0.003925 0.039647 -1.87
257600_at hypothetical protein predicted by genscaCLE41 AT3G24770 1.53 0.61 4.29 0.003933 0.039647 -1.87
259460_at unknown protein ; supported by cDNA: g--- AT1G44000 -1.91 -0.94 -4.30 0.003921 0.039647 -1.87
260406_at putative glutathione transferase similar t ATGSTU12AT1G69920 9.57 3.26 4.30 0.003921 0.039647 -1.87
263452_at putative trehalose-6-phosphate phospha--- AT2G22190 -1.93 -0.95 -4.29 0.003934 0.039647 -1.87
244926_s_amaturase --- AT2G07711 / 1.51 0.60 4.29 0.003955 0.039679 -1.87
246596_at CARBONIC ANHYDRASE 2  ; supporte CA2 AT5G14740 -1.39 -0.48 -4.29 0.003964 0.039679 -1.88
255365_at putative phosphofructokinase beta subu MEE51 AT4G04040 -1.37 -0.46 -4.29 0.003956 0.039679 -1.87
250978_at  putative protein contains transmembran--- AT5G03080 1.32 0.40 4.29 0.003958 0.039679 -1.88
260316_at hypothetical protein similar to hypothetic--- AT1G63810 -1.54 -0.63 -4.29 0.003944 0.039679 -1.87
245249_at acyl-CoA oxidase like protein ; supporte ACX1 AT4G16760 1.63 0.71 4.29 0.003954 0.039679 -1.87
263143_at hypothetical protein Contains PF|00637 --- AT1G03100 -1.47 -0.56 -4.29 0.003952 0.039679 -1.87
245575_at centromere protein homolog --- AT4G14760 -1.40 -0.48 -4.29 0.003961 0.039679 -1.88
266181_at putative glutathione S-transferase  ; sup ATGSTZ1 AT2G02390 1.52 0.60 4.29 0.003951 0.039679 -1.87



263618_at hypothetical protein predicted by genscaAPC2 AT2G04660 -1.53 -0.61 -4.29 0.003965 0.039679 -1.88
246317_at  putative protein unnamed ORF - Homo --- AT3G56900 -1.66 -0.73 -4.29 0.003966 0.039679 -1.88
257260_at hypothetical protein predicted by genem--- AT3G22104 -1.61 -0.69 -4.29 0.003966 0.039679 -1.88
250595_at unknown protein --- AT5G07770 1.71 0.77 4.29 0.003947 0.039679 -1.87
260972_at hypothetical protein contains similarity to--- AT1G53530 -1.40 -0.49 -4.29 0.003955 0.039679 -1.87
260036_at putative protein kinase Pfam HMM hit: ESTN7 AT1G68830 -1.51 -0.59 -4.29 0.003951 0.039679 -1.87
254251_at  serine/threonine kinase - like protein KI --- AT4G23300 -1.52 -0.60 -4.29 0.003947 0.039679 -1.87
250058_at  plastid-specific ribosomal protein 6 precPSRP6 AT5G17870 -1.54 -0.62 -4.29 0.003969 0.039689 -1.88
247760_at subtilisin-like serine protease contains s --- AT5G59130 -4.07 -2.03 -4.29 0.003972 0.039706 -1.88
254299_at hypothetical protein  ;supported by full-leNYE1 AT4G22920 2.00 1.00 4.29 0.003977 0.039737 -1.88
249234_at putative protein similar to unknown prote--- AT5G42200 -1.88 -0.91 -4.28 0.00398 0.039748 -1.88
261191_at  starch synthase, putative similar to starc--- AT1G32900 -1.99 -0.99 -4.28 0.003986 0.039773 -1.88
249268_at Expressed protein ; supported by cDNA --- AT5G41685 -1.36 -0.45 -4.28 0.003986 0.039773 -1.88
262910_at unknown protein ;supported by full-lengt --- AT1G59710 1.60 0.68 4.28 0.004001 0.039910 -1.89
245357_at putative protein ;supported by full-length--- AT4G17560 -1.58 -0.66 -4.28 0.004007 0.039945 -1.89
248004_at putative protein similar to unknown protePRA1.G2 AT5G56230 2.00 1.00 4.28 0.004009 0.039953 -1.89
260877_at unknown protein ; supported by full-leng--- AT1G21500 -1.64 -0.72 -4.28 0.004011 0.039954 -1.89
259981_at unknown protein  ; supported by full-leng--- AT1G76450 -1.50 -0.59 -4.28 0.004021 0.040021 -1.89
245545_at UTP-glucose glucosyltransferase UGT71B5 AT4G15280 1.54 0.62 4.28 0.004021 0.040021 -1.89
263636_at unknown protein  ; supported by full-leng--- AT2G11910 -1.45 -0.54 -4.27 0.004037 0.040115 -1.90
259070_at digalactosyldiacylglycerol synthase iden DGD1 AT3G11670 -1.98 -0.99 -4.27 0.004037 0.040115 -1.90
265092_at hypothetical protein predicted by gensca--- AT1G03910 -1.33 -0.41 -4.27 0.004036 0.040115 -1.90
245952_at  putative protein predicted proteins, Arab--- AT5G28500 -1.54 -0.62 -4.27 0.004038 0.040115 -1.90
247156_at lysosomal Pro-X carboxypeptidase --- AT5G65760 -1.42 -0.51 -4.27 0.004049 0.040155 -1.90
255801_at  putative protein heat shock protein dnaJ--- AT4G10130 -1.35 -0.43 -4.27 0.004051 0.040155 -1.90
266488_at putative pectinesterase  ; supported by f --- AT2G47670 -1.70 -0.77 -4.27 0.004044 0.040155 -1.90
264926_at  cytochrome b5, putative similar to cytocCB5LP AT1G60660 -1.41 -0.50 -4.27 0.004048 0.040155 -1.90
249834_at putative protein contains similarity to fer FTRA1 AT5G23440 -1.58 -0.66 -4.27 0.004046 0.040155 -1.90
247115_at kinesin-like calmodulin-binding protein  ;ZWI AT5G65930 -1.52 -0.61 -4.27 0.004057 0.040197 -1.90
257475_at hypothetical protein predicted by gensca--- AT1G80880 -1.31 -0.38 -4.27 0.004058 0.040197 -1.90
259091_at hypothetical protein predicted by gensca--- AT3G04890 -1.45 -0.53 -4.27 0.004064 0.040236 -1.90
254147_at  putative protein similarity Human mRNA--- AT4G24270 -1.74 -0.80 -4.26 0.004078 0.040351 -1.91
259924_at putative DNA-binding protein similar to D--- AT1G72740 -1.46 -0.55 -4.26 0.004081 0.040351 -1.91
247025_at zeaxanthin epoxidase precursor  ; suppoABA1 AT5G67030 -1.54 -0.62 -4.26 0.004081 0.040351 -1.91
265076_at Rubisco subunit binding-protein beta su CPN60B AT1G55490 -1.86 -0.89 -4.26 0.004093 0.040438 -1.91



252429_at H-protein promoter binding factor-2a  ;suCDF3 AT3G47500 -1.70 -0.76 -4.26 0.004093 0.040438 -1.91
246370_at hypothetical protein predicted by genem--- AT1G51920 4.24 2.08 4.26 0.004098 0.040461 -1.91
262370_at hypothetical protein predicted by genem--- AT1G73090 -1.58 -0.66 -4.26 0.004099 0.040463 -1.91
258048_at  FtsH protease, putative contains similarEMB2083 AT3G16290 -1.42 -0.51 -4.26 0.004105 0.040498 -1.91
265212_at putative sugar transporter protein Simila --- AT1G05030 -1.40 -0.49 -4.26 0.004111 0.040526 -1.92
245009_at ribosomal protein S4 --- --- -1.32 -0.40 -4.26 0.00411 0.040526 -1.92
254148_at  hsp 70-like protein heat shock 70 proteicpHsc70-1AT4G24280 -1.41 -0.49 -4.26 0.004118 0.040576 -1.92
259594_at unknown protein contains similarity to cy--- AT1G28140 -1.37 -0.46 -4.26 0.004122 0.040601 -1.92
252173_at scarecrow-like 7 (SCL7) --- AT3G50650 1.88 0.91 4.25 0.004127 0.040626 -1.92
257083_s_a non-race specific disease resistance pro--- AT3G20590 / 1.87 0.90 4.25 0.004134 0.040672 -1.92
253310_at hypothetical protein  ; supported by cDNEX1 AT4G33630 -1.37 -0.45 -4.25 0.004135 0.040672 -1.92
259013_at unknown protein similar to putative proteemb1990 AT3G07430 -1.39 -0.47 -4.25 0.004141 0.040700 -1.92
255458_at  small nuclear riboprotein Sm-D1-like pro--- AT4G02840 -1.34 -0.43 -4.25 0.004143 0.040700 -1.92
262177_at  isochorismate synthase (icsI) identical t EDS16 AT1G74710 2.81 1.49 4.25 0.004142 0.040700 -1.92
254200_at  putative protein predicted proteins, Arab--- AT4G24110 4.60 2.20 4.25 0.004152 0.040770 -1.93
254726_at  isoflavone reductase-like protein isoflavPRR2 AT4G13660 2.31 1.21 4.25 0.004155 0.040784 -1.93
261206_at  heat shock factor protein hsf8, putative --- AT1G12800 -1.52 -0.60 -4.25 0.004158 0.040788 -1.93
263209_at Expressed protein ; supported by full-len--- AT1G10522 -1.96 -0.97 -4.25 0.004163 0.040810 -1.93
259194_at  RNA helicase, DRH1 identical to RNA hDRH1 AT3G01540 1.32 0.40 4.25 0.004163 0.040810 -1.93
256091_at Expressed protein ; supported by full-lenHMGB2 AT1G20693 -1.41 -0.49 -4.24 0.004177 0.040887 -1.93
260359_at hypothetical protein predicted by genem--- AT1G69210 -1.58 -0.66 -4.24 0.004179 0.040887 -1.93
250371_at  putative protein 23 kDa polypeptide of  --- AT5G11450 -1.49 -0.58 -4.24 0.004177 0.040887 -1.93
261081_at  transformer-SR ribonucleoprotein, putat--- AT1G07350 -1.73 -0.79 -4.24 0.004178 0.040887 -1.93
267018_at unknown protein SVR1 AT2G39140 -1.73 -0.79 -4.24 0.00418 0.040887 -1.93
259880_at  hypothetical protein similar to hypothetic--- AT1G76730 -1.67 -0.74 -4.24 0.004186 0.040929 -1.93
251233_at  putative protein hypothetical protein At2DRB4 AT3G62800 -1.40 -0.49 -4.24 0.004191 0.040941 -1.94
246781_at  sugar transporter-like protein putative s SFP1 AT5G27350 2.13 1.09 4.24 0.004191 0.040941 -1.94
256542_at unknown protein PMI1 AT1G42550 -1.55 -0.63 -4.24 0.004198 0.040977 -1.94
263085_at hypothetical protein predicted by genscaARI12 AT2G16090 -1.57 -0.65 -4.24 0.004198 0.040977 -1.94
251100_at  aldose reductase-like protein aldose red--- AT5G01670 1.86 0.90 4.24 0.004203 0.041005 -1.94
255839_at putative CONSTANS-like B-box zinc fing--- AT2G33500 -1.34 -0.43 -4.23 0.004225 0.041096 -1.94
246748_at  putative protein predicted protein, Droso--- AT5G27730 -1.41 -0.49 -4.23 0.004225 0.041096 -1.94
266519_at unknown protein  ; supported by cDNA: --- AT2G35155 -1.46 -0.54 -4.23 0.004228 0.041096 -1.95
262415_at  40S ribosomal protein S17, putative simemb1129 AT1G49400 -1.53 -0.62 -4.24 0.004221 0.041096 -1.94
255507_at  AtKAP alpha similar to AtKAP, GenBan MOS6 AT4G02150 -1.32 -0.40 -4.23 0.004231 0.041096 -1.95



261429_at hypothetical protein contains similarity toWRKY61 AT1G18860 1.39 0.48 4.24 0.004218 0.041096 -1.94
267197_at hypothetical protein predicted by gensca--- AT2G30960 -1.37 -0.46 -4.23 0.004229 0.041096 -1.95
265247_at 50S ribosomal protein L3  ;supported by--- AT2G43030 -1.36 -0.44 -4.23 0.004232 0.041096 -1.95
254783_at  hydrolase-like protein 2-hydroxy-6-oxoh--- AT4G12830 -2.17 -1.12 -4.24 0.00422 0.041096 -1.94
247901_at ubiquinone/menaquinone biosynthesis m--- AT5G57300 -1.37 -0.46 -4.23 0.004229 0.041096 -1.95
260260_at  putative reductase similar to cinnamoyl --- AT1G68540 -1.56 -0.64 -4.24 0.004214 0.041096 -1.94
263729_at hypothetical protein predicted by genem--- AT1G60080 -1.31 -0.39 -4.23 0.004238 0.041114 -1.95
246322_at  S-locus protein, putative similar to S-loc--- AT1G16680 -1.37 -0.45 -4.23 0.004236 0.041114 -1.95
250532_at putative protein similar to unknown prote--- AT5G08540 -1.49 -0.58 -4.23 0.00424 0.041122 -1.95
251036_at putative protein  ; supported by cDNA: g--- AT5G02160 1.46 0.54 4.23 0.004259 0.041201 -1.95
258982_at  putative serine/threonine protein kinase--- AT3G08870 1.73 0.79 4.23 0.004257 0.041201 -1.95
259172_at O-acetylserine (thiol) lyase identical to OCS26 AT3G03630 -1.96 -0.97 -4.23 0.00426 0.041201 -1.95
245134_s_aunknown protein --- AT2G45250 / -1.40 -0.49 -4.23 0.004262 0.041201 -1.95
262760_at hypothetical protein contains similarity to--- AT1G10770 -3.06 -1.61 -4.23 0.00426 0.041201 -1.95
260484_at putative zinc finger protein similar to zinc--- AT1G68360 1.44 0.52 4.23 0.004251 0.041201 -1.95
261970_at  glutamate decarboxylase (gad), putativeGAD2 AT1G65960 -1.59 -0.67 -4.23 0.00426 0.041201 -1.95
264434_at hypothetical protein predicted by gensca--- AT1G10340 3.16 1.66 4.23 0.004263 0.041201 -1.95
251118_at  putative chloroplast inner envelope protAPG1 AT3G63410 -1.55 -0.64 -4.23 0.004266 0.041219 -1.95
245494_at salt-inducible protein homolog --- AT4G16390 -1.45 -0.53 -4.23 0.00427 0.041238 -1.96
246020_at putative protein  ; supported by cDNA: g--- AT5G10710 -1.39 -0.48 -4.22 0.004279 0.041266 -1.96
255734_at hypothetical protein similar to putative tw--- AT1G25550 1.62 0.70 4.22 0.004275 0.041266 -1.96
249171_at putative protein contains similarity to RIN--- AT5G42940 1.53 0.62 4.22 0.00428 0.041266 -1.96
246111_at putative protein --- AT5G20170 -1.42 -0.51 -4.22 0.004278 0.041266 -1.96
266818_at unknown protein HUB1 AT2G44950 -1.49 -0.58 -4.22 0.004287 0.041299 -1.96
260363_at unknown protein similar to hypothetical p--- AT1G70550 -1.52 -0.61 -4.22 0.004287 0.041299 -1.96
263472_at molybdopterin synthase (CNX2)  ;suppoCNX2 AT2G31955 1.53 0.61 4.22 0.004291 0.041318 -1.96
251446_at Expressed protein ; supported by full-len--- AT3G59840 -1.34 -0.42 -4.22 0.004294 0.041325 -1.96
245418_at putative protein --- AT4G17370 -1.58 -0.66 -4.22 0.004296 0.041326 -1.96
248613_at phytoene dehydrogenase-like --- AT5G49555 -1.61 -0.68 -4.22 0.004299 0.041341 -1.96
247376_at nucleotide diphosphate kinase Ia (emb|CNDPK2 AT5G63310 -1.35 -0.44 -4.22 0.004301 0.041347 -1.96
259253_at hypothetical protein predicted by gensca--- AT3G07640 -1.31 -0.38 -4.22 0.004313 0.041420 -1.97
253467_at  putative protein hypothetical protein YD--- AT4G32140 1.46 0.55 4.22 0.004311 0.041420 -1.97
259178_at  unknown protein similar to hypothetical RGLG1 AT3G01650 1.55 0.63 4.22 0.004316 0.041437 -1.97
261197_at  putative calcium-binding protein, calreticGAPA-2 AT1G12900 -1.45 -0.54 -4.22 0.004322 0.041459 -1.97
263846_at putative RNA polymerase sigma-70 fact SIGF AT2G36990 -1.64 -0.72 -4.22 0.004321 0.041459 -1.97



256366_at  protein kinase, putative contains Pfam p--- AT1G66880 2.08 1.06 4.21 0.004331 0.041488 -1.97
251800_at putative protein various predicted proteinRBL AT3G55510 -1.99 -0.99 -4.21 0.004339 0.041488 -1.97
261930_at  alcohol dehydrogenase ADH, putative s--- AT1G22440 1.63 0.70 4.21 0.004336 0.041488 -1.97
253295_at  putative aspartate--tRNA ligase asparta--- AT4G33760 -1.66 -0.74 -4.21 0.004333 0.041488 -1.97
266439_s_ahypothetical protein predicted by grail --- AT2G43200 -1.41 -0.49 -4.21 0.004327 0.041488 -1.97
251819_at  phosphatidylglycerophosphate synthasePGPS2 AT3G55030 -1.42 -0.51 -4.21 0.004331 0.041488 -1.97
262591_at hypothetical protein Similar to gb|X8256 CCMH AT1G15220 -1.36 -0.45 -4.21 0.00434 0.041488 -1.97
249002_at putative protein contains similarity to ribo--- AT5G44520 -1.52 -0.60 -4.21 0.00434 0.041488 -1.97
250459_at unknown protein  ; supported by cDNA: --- AT5G09860 -1.41 -0.50 -4.21 0.004343 0.041500 -1.97
253629_at  glycine-rich protein glycine-rich cell wal --- AT4G30450 -1.51 -0.59 -4.21 0.004357 0.041559 -1.98
264057_at putative AP2 domain transcription factorRAP2.7 AT2G28550 -1.71 -0.77 -4.21 0.004359 0.041559 -1.98
254134_at  argininosuccinate synthase -like protein--- AT4G24830 -1.86 -0.89 -4.21 0.004353 0.041559 -1.98
245474_at hypothetical protein --- AT4G16060 -1.50 -0.58 -4.21 0.00436 0.041559 -1.98
259564_at hypothetical protein --- AT1G20540 -1.33 -0.41 -4.21 0.004353 0.041559 -1.98
247150_at putative protein similar to unknown prote--- AT5G65650 -1.51 -0.59 -4.21 0.004359 0.041559 -1.98
249938_at Ruv DNA-helicase-like protein  ;supporteRIN1 AT5G22330 -1.37 -0.45 -4.21 0.004367 0.041580 -1.98
252193_at R2R3-MYB transcription factor  ; supporMYB77 AT3G50060 2.51 1.33 4.21 0.004368 0.041580 -1.98
250114_s_aAMP-binding protein AAE5 AT5G16340 / 1.72 0.79 4.21 0.004368 0.041580 -1.98
259063_at putative 5B-anther specific protein simila--- AT3G07450 1.31 0.38 4.21 0.004371 0.041595 -1.98
253174_at catalase  ; supported by cDNA: gi_1545 CAT2 AT4G35090 -1.49 -0.58 -4.21 0.004374 0.041608 -1.98
258555_at fatty acid multifunctional protein (AtMFP MFP2 AT3G06860 1.46 0.54 4.21 0.004379 0.041624 -1.98
265675_at 70kD heat shock protein  ;supported by HSP70T-2 AT2G32120 -1.59 -0.67 -4.21 0.00438 0.041624 -1.98
254445_at  3-hydroxyisobutyrate dehydrogenase -l --- AT4G20930 1.42 0.50 4.20 0.004388 0.041688 -1.98
253373_at lysine-ketoglutarate reductase/saccharo --- AT4G33150 2.64 1.40 4.20 0.00439 0.041692 -1.99
253668_at  snRNP Sm protein F - like  Sm protein FRUXF AT4G30220 -1.48 -0.56 -4.20 0.004401 0.041736 -1.99
247429_at putative protein strong similarity to unkn --- AT5G62620 1.59 0.67 4.20 0.004399 0.041736 -1.99
257447_at hypothetical protein predicted by gensca--- AT2G04230 -1.29 -0.37 -4.20 0.0044 0.041736 -1.99
261903_at chromomethylase identical to GB:AAC02CMT1 AT1G80740 1.32 0.40 4.20 0.004406 0.041775 -1.99
254417_at putative protein ATFMN/FHAT4G21470 1.65 0.73 4.20 0.00441 0.041778 -1.99
265474_at Expressed protein ; supported by cDNA --- AT2G15690 -1.77 -0.82 -4.20 0.00441 0.041778 -1.99
262398_at hypothetical protein predicted by genem--- AT1G49350 -1.32 -0.40 -4.19 0.004436 0.042004 -2.00
259497_at unknown protein --- AT1G15860 1.31 0.38 4.19 0.00444 0.042024 -2.00
262712_at mercaptopyruvate sulfurtransferase (Ms ATRDH2 AT1G16460 -1.47 -0.56 -4.19 0.004446 0.042060 -2.00
263582_at unknown protein similar to hypothetical pLYM2 AT2G17120 1.71 0.77 4.19 0.004467 0.042245 -2.00
257779_at  protein kinase, putative similar to PROTCDG1 AT3G26940 1.29 0.36 4.19 0.004472 0.042272 -2.00



267220_at putative sugar nucleotide phosphorylaseISPD AT2G02500 -1.50 -0.58 -4.19 0.004481 0.042337 -2.01
260405_at putative glutathione transferase similar t ATGSTU1 AT1G69930 8.32 3.06 4.19 0.004483 0.042342 -2.01
265374_at hypothetical protein  ;supported by full-lePSBX AT2G06520 -1.32 -0.40 -4.19 0.004485 0.042348 -2.01
249677_at DNA helicase-like --- AT5G35970 -1.84 -0.88 -4.18 0.004493 0.042402 -2.01
256143_at  40S ribosomal protein S7 homolog, puta--- AT1G48830 -1.54 -0.62 -4.18 0.004504 0.042402 -2.01
246261_at unknown protein --- AT1G31810 -1.43 -0.51 -4.18 0.0045 0.042402 -2.01
251755_at  putative protein predicted protein, Arabi --- AT3G55790 1.72 0.78 4.18 0.004503 0.042402 -2.01
262209_at hypothetical protein contains similarity to--- AT1G74720 -1.50 -0.58 -4.18 0.004499 0.042402 -2.01
258154_at unknown protein  ; supported by cDNA: --- AT3G18210 -1.51 -0.59 -4.18 0.004497 0.042402 -2.01
262000_at Expressed protein ; supported by full-len--- AT1G33810 -1.47 -0.56 -4.18 0.004504 0.042402 -2.01
260792_at unknown protein ;supported by full-lengt --- AT1G06270 -1.43 -0.51 -4.18 0.004513 0.042437 -2.01
250562_at putative protein TOM5 AT5G08040 -1.49 -0.57 -4.18 0.004512 0.042437 -2.01
265266_at putative RNA-binding protein  ; supporteAML2 AT2G42890 1.50 0.59 4.18 0.004512 0.042437 -2.01
250268_s_a putative protein putative secreted prote --- AT5G12950 / -1.59 -0.67 -4.18 0.004525 0.042495 -2.02
263356_at putative RNA-binding protein  ; supporteUBA1A AT2G22090 1.33 0.42 4.18 0.004525 0.042495 -2.02
264845_at  putative thioredoxin-m similar to thioredATHM1 AT1G03680 -1.44 -0.52 -4.18 0.004524 0.042495 -2.02
260620_at unknown protein --- AT1G08070 -1.39 -0.48 -4.18 0.00453 0.042512 -2.02
255219_at hypothetical protein --- AT4G07720 1.34 0.42 4.18 0.004531 0.042512 -2.02
266002_at hypothetical protein predicted by gensca--- AT2G37310 -1.40 -0.49 -4.18 0.004538 0.042563 -2.02
257207_at hypothetical protein predicted by genem--- AT3G14900 -1.47 -0.56 -4.17 0.004547 0.042617 -2.02
253733_at hypothetical protein ATMND1 AT4G29170 -1.47 -0.56 -4.17 0.004549 0.042617 -2.02
258126_at hypothetical protein predicted by genem--- AT3G24490 -1.44 -0.53 -4.17 0.004548 0.042617 -2.02
262038_at  invertase, putative similar to neutral inveCINV1 AT1G35580 1.74 0.80 4.17 0.004551 0.042618 -2.02
248523_s_aubiquitin activating enzyme  ;supported SAE1B AT5G50580 / -1.50 -0.58 -4.17 0.004554 0.042624 -2.02
254532_at  putative protein regulatory protein NPR NPR4 AT4G19660 1.74 0.80 4.17 0.004558 0.042645 -2.02
263773_at putative xylulose kinase --- AT2G21370 -1.57 -0.65 -4.17 0.004563 0.042678 -2.03
251243_at  putative protein hypothetical protein - S --- AT3G61870 -1.60 -0.68 -4.17 0.004567 0.042692 -2.03
249475_at  putative protein CGI-108 protein, Homo--- AT5G38890 -1.56 -0.64 -4.17 0.004572 0.042694 -2.03
247977_at putative protein similar to unknown prote--- AT5G56850 -1.59 -0.67 -4.17 0.004572 0.042694 -2.03
264069_at putative rubisco subunit binding-protein CPN60A AT2G28000 -1.69 -0.76 -4.17 0.004573 0.042694 -2.03
262521_at unknown protein Location of est 278F3T--- AT1G17130 -1.40 -0.49 -4.17 0.004577 0.042717 -2.03
262134_at  sulfate transporter, putative similar to suAST56 AT1G77990 -1.91 -0.93 -4.17 0.004584 0.042754 -2.03
253284_at  putative protein hydroxyproline-rich glyc--- AT4G34150 2.03 1.02 4.17 0.004585 0.042754 -2.03
248676_at putative protein similar to unknown proteATSDI1 AT5G48850 -3.32 -1.73 -4.17 0.004588 0.042770 -2.03
248338_at HCF106 (gb|AAD32652.1)  ; supported bHCF106 AT5G52440 -1.48 -0.56 -4.17 0.004592 0.042784 -2.03



267308_at putative malonyl-CoA:Acyl carrier protei --- AT2G30200 -1.48 -0.56 -4.17 0.004594 0.042789 -2.03
261222_at  anter-specific proline-rich protein APG p--- AT1G20120 -1.35 -0.44 -4.16 0.004605 0.042871 -2.04
259303_at hypothetical protein predicted by gensca--- AT3G05130 -1.28 -0.35 -4.16 0.004607 0.042875 -2.04
263655_at hypothetical protein predicted by genefin--- AT1G04500 1.38 0.46 4.16 0.004609 0.042880 -2.04
267336_at putative small heat shock protein  ;suppo--- AT2G19310 -1.61 -0.69 -4.16 0.004614 0.042904 -2.04
258542_at unknown protein --- AT3G07030 -1.48 -0.57 -4.16 0.004616 0.042908 -2.04
262055_at unknown protein ; supported by full-leng--- AT1G79970 1.35 0.43 4.16 0.00462 0.042925 -2.04
252366_at Expressed protein ; supported by full-len--- AT3G48420 -2.18 -1.12 -4.16 0.004623 0.042936 -2.04
249850_at putative protein similar to unknown prote--- AT5G23240 -1.32 -0.40 -4.16 0.00463 0.042951 -2.04
248933_at putative protein contains similarity to gua--- AT5G46070 -1.37 -0.45 -4.16 0.004645 0.042951 -2.04
265272_at unknown protein ARF10 AT2G28350 -1.62 -0.69 -4.16 0.004645 0.042951 -2.05
266410_at unknown protein EMB2765 AT2G38770 -1.35 -0.43 -4.16 0.004641 0.042951 -2.04
249845_at putative protein similar to unknown prote--- AT5G23610 -1.36 -0.45 -4.16 0.004645 0.042951 -2.05
259176_at  putative cell division control protein sim CDC48C AT3G01610 -1.41 -0.50 -4.16 0.004634 0.042951 -2.04
252015_at  putative protein growth-regulating facto AtGRF4 AT3G52910 -1.29 -0.37 -4.16 0.004633 0.042951 -2.04
254656_at putative protein  ;supported by full-length--- AT4G18070 -1.62 -0.69 -4.16 0.004645 0.042951 -2.05
251919_at  putative protein Hsp70 binding protein H--- AT3G53800 -1.68 -0.75 -4.16 0.004633 0.042951 -2.04
256428_at putative disease resistance protein simil AtRLP35 AT3G11080 1.81 0.85 4.16 0.004639 0.042951 -2.04
255798_at unknown protein predicted by genefinde--- AT2G33255 -1.43 -0.52 -4.16 0.004642 0.042951 -2.04
264322_at unknown protein Contains similarity to te--- AT1G04190 -1.46 -0.54 -4.16 0.00465 0.042973 -2.05
260243_at hypothetical protein similar to putative p --- AT1G63720 2.31 1.21 4.15 0.004653 0.042992 -2.05
246343_at putative protein --- AT3G56720 -1.28 -0.36 -4.15 0.004662 0.043018 -2.05
252944_at hypothetical protein  ;supported by full-le--- AT4G39320 1.36 0.45 4.15 0.00466 0.043018 -2.05
260876_at hypothetical protein contains similarity to--- AT1G21460 -1.65 -0.73 -4.15 0.004661 0.043018 -2.05
255501_at hypothetical protein --- AT4G02400 -1.67 -0.74 -4.15 0.004668 0.043052 -2.05
258742_at hypothetical protein predicted by gensca--- AT3G05800 1.92 0.94 4.15 0.004673 0.043064 -2.05
260404_at unknown protein similar to activator-like --- --- -1.74 -0.80 -4.15 0.004675 0.043064 -2.05
254063_at  receptor kinase-like protein receptor-like--- AT4G25390 2.05 1.03 4.15 0.004672 0.043064 -2.05
254821_at hypothetical protein --- AT4G12540 1.34 0.43 4.15 0.004677 0.043067 -2.05
258449_s_aputative RNA helicase similar to RNA hePMH1 AT3G22310 / -1.64 -0.71 -4.15 0.00468 0.043068 -2.05
246985_at putative protein contains similarity to unk--- AT5G67290 -1.43 -0.52 -4.15 0.004681 0.043068 -2.05
253175_at WD-40 repeat protein (MSI3)  ; supporteMSI3 AT4G35050 -1.77 -0.82 -4.15 0.004688 0.043107 -2.05
254943_at  putative protein predicted proteins, Arab--- AT4G10890 -1.38 -0.47 -4.15 0.004695 0.043107 -2.06
254112_at  putative protein KIAA0136 gene, Homo --- AT4G24970 1.39 0.48 4.15 0.004692 0.043107 -2.06
252121_at  GDP-D-mannose-4,6-dehydratase (MU MUR1 AT3G51160 1.94 0.95 4.15 0.004696 0.043107 -2.06



251942_at  ABC transporter - like protein PDR5-likePDR9 AT3G53480 2.57 1.36 4.15 0.004696 0.043107 -2.06
264698_at unknown protein --- AT1G70200 -1.38 -0.47 -4.15 0.004696 0.043107 -2.06
260946_at hypothetical protein predicted by genem--- AT1G06010 -1.47 -0.55 -4.15 0.004709 0.043155 -2.06
265301_s_aputative MYB family transcription factor --- AT2G13960 / -1.41 -0.50 -4.15 0.004709 0.043155 -2.06
250741_at putative protein contains similarity to I-bo--- AT5G05790 -1.96 -0.97 -4.15 0.004704 0.043155 -2.06
257188_at hypothetical protein contains Pfam profil --- AT3G13150 -1.45 -0.54 -4.14 0.004713 0.043155 -2.06
251753_at  putative protein predicted protein, Arabi --- AT3G55760 -2.25 -1.17 -4.14 0.004712 0.043155 -2.06
250547_at asparaginase  ; supported by cDNA: gi_ --- AT5G08100 -1.41 -0.50 -4.15 0.004707 0.043155 -2.06
254505_at Expressed protein ; supported by full-len--- AT4G19985 -1.62 -0.70 -4.14 0.004716 0.043164 -2.06
255978_at hypothetical protein --- AT1G34010 -1.34 -0.43 -4.14 0.004719 0.043181 -2.06
267077_at unknown protein similar to cytoskeletal p--- AT2G40970 -1.56 -0.64 -4.14 0.004726 0.043221 -2.06
262279_at hypothetical protein predicted by gensca--- AT1G68630 2.02 1.02 4.14 0.004739 0.043321 -2.07
252942_at putative protein  ;supported by full-length--- AT4G39300 -1.46 -0.55 -4.14 0.004756 0.043333 -2.07
256255_at  MYB-family transcription factor, putative--- AT3G11280 -1.30 -0.38 -4.14 0.004752 0.043333 -2.07
265947_at putative WD-40 repeat protein  ; support--- AT2G19540 -1.73 -0.79 -4.14 0.004758 0.043333 -2.07
254228_at putative protein  ; supported by full-lengt--- AT4G23620 -1.38 -0.47 -4.14 0.00476 0.043333 -2.07
251500_at  receptor-like protein kinase receptor-like--- AT3G59110 -1.37 -0.45 -4.14 0.004753 0.043333 -2.07
249224_at mitochondrial carrier protein-like --- AT5G42130 -1.32 -0.40 -4.14 0.00476 0.043333 -2.07
256045_at  MAP3K gamma protein kinase, putativeMAPKKK1 AT1G07150 1.44 0.53 4.14 0.004748 0.043333 -2.07
260211_at hypothetical protein similar to YGL010w --- AT1G74440 2.86 1.52 4.14 0.004745 0.043333 -2.07
263868_at hypothetical protein predicted by genefin--- AT2G36840 -1.44 -0.52 -4.14 0.004761 0.043333 -2.07
256828_at unknown protein --- AT3G22968 / -1.98 -0.98 -4.14 0.004745 0.043333 -2.07
259302_at unknown protein GID1A AT3G05120 -1.62 -0.69 -4.14 0.004761 0.043333 -2.07
261240_at subtilisin-like serine protease contains s SBT3.5 AT1G32940 2.40 1.26 4.13 0.004769 0.043392 -2.07
260465_at membrane-associated salt-inducible pro--- AT1G10910 -1.28 -0.36 -4.13 0.004776 0.043400 -2.07
245877_at unknown protein --- AT1G26220 -1.58 -0.66 -4.13 0.004774 0.043400 -2.07
252716_at  putative protein CAF protein, ArabidopsDCL3 AT3G43920 -1.50 -0.58 -4.13 0.004776 0.043400 -2.07
267499_at hypothetical protein predicted by gensca--- AT2G45500 1.41 0.49 4.13 0.004781 0.043428 -2.08
258921_at unknown protein N-terminus similar to u anac053 AT3G10500 1.54 0.62 4.13 0.004787 0.043464 -2.08
257270_at unknown protein  ; supported by full-leng--- AT3G28140 -1.32 -0.40 -4.13 0.00479 0.043480 -2.08
257744_at hypothetical protein contains Pfam profil --- AT3G29230 -1.50 -0.59 -4.13 0.004794 0.043501 -2.08
253696_at  cytokinin oxidase - like protein cytokininCKX4 AT4G29740 2.28 1.19 4.13 0.0048 0.043537 -2.08
254546_at  lectin like protein lectin 2, phloem-speci PP2-A2 AT4G19850 -2.53 -1.34 -4.13 0.004806 0.043568 -2.08
257706_at Expressed protein ; supported by cDNA --- AT3G12685 -1.72 -0.79 -4.13 0.00481 0.043586 -2.08
256852_at unknown protein contains Pfam profile: PATRANGAAT3G18610 -1.60 -0.68 -4.13 0.004821 0.043658 -2.08



247528_at MIM protein  ; supported by cDNA: gi_58MIM AT5G61460 -1.46 -0.55 -4.13 0.004821 0.043658 -2.08
253917_at hypothetical protein  ;supported by full-le--- AT4G27380 -1.64 -0.71 -4.12 0.004842 0.043810 -2.09
250729_at ubiquitin activating enzyme 2 (UBA2) ideUBA 2 AT5G06460 -1.39 -0.47 -4.12 0.004842 0.043810 -2.09
246515_at  putative protein unusual floral organs pr--- AT5G15710 -1.29 -0.37 -4.12 0.004848 0.043851 -2.09
253319_at  putative protein various predicted prote EMB2758 AT4G33990 -1.67 -0.74 -4.12 0.004852 0.043867 -2.09
258999_at putative D-ribulose-5-phosphate 3-epime--- AT3G01850 -1.39 -0.47 -4.12 0.00486 0.043901 -2.09
265776_at hypothetical protein predicted by genefin--- AT2G07340 -1.33 -0.42 -4.12 0.00486 0.043901 -2.09
251305_at peptidylprolyl isomerase ROC4  ;suppor ROC4 AT3G62030 -1.67 -0.74 -4.12 0.004862 0.043901 -2.09
266763_at unknown protein SPL1 AT2G47070 -1.47 -0.56 -4.12 0.00487 0.043957 -2.10
258646_at  MATE efflux family protein, putative conFRD3 AT3G08040 1.35 0.43 4.12 0.004875 0.043989 -2.10
266934_at unknown protein --- AT2G18900 -1.45 -0.54 -4.12 0.00488 0.044012 -2.10
254693_at  bHLH protein - like bHLH protein, Arabi --- AT4G17880 -2.79 -1.48 -4.12 0.004884 0.044036 -2.10
245565_at hypothetical protein --- AT4G14605 -1.42 -0.50 -4.11 0.004894 0.044103 -2.10
267102_at putative small nuclear ribonucleoprotein LIS AT2G41500 -1.43 -0.51 -4.11 0.004903 0.044146 -2.10
250146_at  putative protein polypeptide deformylas PDF1B AT5G14660 -1.73 -0.79 -4.11 0.004903 0.044146 -2.10
251484_at  putative protein putative protein At2g43 --- AT3G59640 1.33 0.41 4.11 0.004904 0.044146 -2.10
259244_at unknown protein similar to zinc finger pr COL9 AT3G07650 2.09 1.06 4.11 0.004907 0.044152 -2.10
261071_at unknown protein --- AT1G07380 -1.50 -0.58 -4.11 0.00491 0.044160 -2.10
264118_at unknown protein --- AT1G79150 -2.13 -1.09 -4.11 0.004915 0.044165 -2.10
248035_at sucrose cleavage protein-like ;supported--- AT5G55900 -1.36 -0.45 -4.11 0.004915 0.044165 -2.10
250914_at  myb -like protein telomeric DNA bindingTRFL10 AT5G03780 -1.44 -0.53 -4.11 0.004916 0.044165 -2.11
257764_at  disease resistance protein, putative simAtRLP36 AT3G23010 1.80 0.85 4.11 0.004926 0.044238 -2.11
263799_at unknown protein  ; supported by cDNA: --- AT2G24550 1.65 0.72 4.11 0.004935 0.044257 -2.11
264173_at unknown protein --- AT1G02160 -1.36 -0.44 -4.11 0.004933 0.044257 -2.11
245015_at  large subunit of riblose-1,5-bisphosphat--- --- -1.72 -0.78 -4.11 0.004932 0.044257 -2.11
255151_at  putative protein oxysterol-binding proteiORP1C AT4G08180 1.28 0.35 4.11 0.004936 0.044257 -2.11
258656_at putative Ras-like GTP-binding protein coATRABE1EAT3G09900 -1.60 -0.67 -4.11 0.004938 0.044261 -2.11
266702_at hexokinase (ATHXK2)  ; supported by c HXK2 AT2G19860 -1.37 -0.45 -4.10 0.004946 0.044294 -2.11
256306_at  lipase, putative contains Pfam profile: P--- AT1G30370 10.37 3.37 4.11 0.004944 0.044294 -2.11
258701_at  putative RNA helicase similar to RNA h --- AT3G09720 -1.76 -0.82 -4.10 0.004955 0.044341 -2.11
260753_at  RING-H2 finger protein RHA3a, putative--- AT1G49230 -2.24 -1.17 -4.10 0.004957 0.044341 -2.11
265867_at unknown protein  ;supported by full-lengMEE11 AT2G01620 -1.47 -0.56 -4.10 0.004959 0.044341 -2.11
266621_at unknown protein --- AT2G35450 -1.70 -0.77 -4.10 0.004954 0.044341 -2.11
253975_at  putative protein proliferating-cell nucleo --- AT4G26600 -2.14 -1.10 -4.10 0.00497 0.044400 -2.12
262618_at unknown protein --- AT1G06560 -1.31 -0.39 -4.10 0.004984 0.044400 -2.12



257154_at unknown protein  ; supported by cDNA: --- AT3G27210 -1.53 -0.61 -4.10 0.004984 0.044400 -2.12
246199_at putative protein ;supported by full-length--- AT4G36530 -1.64 -0.72 -4.10 0.004984 0.044400 -2.12
253237_at  putative aldehyde dehydrogenase aldehALDH3I1 AT4G34240 -1.70 -0.76 -4.10 0.004978 0.044400 -2.12
257721_at hypothetical protein predicted by genem--- AT3G18310 -1.31 -0.39 -4.10 0.004978 0.044400 -2.12
251396_at  transketolase - like protein transketolas --- AT3G60750 -1.36 -0.44 -4.10 0.004969 0.044400 -2.12
252060_at putative protein other hypothetical prote PAD4 AT3G52430 3.11 1.64 4.10 0.004985 0.044400 -2.12
250503_at putative protein similar to unknown prote--- AT5G09820 -1.60 -0.68 -4.10 0.004978 0.044400 -2.12
247119_at ATP-dependent RNA helicase-like  ; sup--- AT5G65900 -1.29 -0.37 -4.10 0.004981 0.044400 -2.12
254427_at  putative protein predicted protein, Arabiemb1417 AT4G21190 -1.76 -0.82 -4.10 0.004992 0.044424 -2.12
249329_at putative protein similar to unknown prote--- AT5G40960 1.54 0.62 4.10 0.004991 0.044424 -2.12
255670_at Expressed protein ; supported by full-lenRHB1A AT4G00335 -1.31 -0.39 -4.10 0.004997 0.044450 -2.12
263478_at putative receptor-like protein kinase  ; su--- AT2G31880 2.66 1.41 4.10 0.005 0.044462 -2.12
264857_at putative glycosyl transferase similar to GLGT9 AT1G24170 1.64 0.71 4.09 0.005012 0.044553 -2.13
256331_at  GT-like trihelix DNA-binding protein, pu --- AT1G76880 -1.37 -0.45 -4.09 0.005019 0.044598 -2.13
262229_at unknown protein ; supported by cDNA: g--- AT1G68620 2.48 1.31 4.09 0.00503 0.044641 -2.13
260682_at hypothetical protein predicted by genem--- AT1G17510 -1.38 -0.47 -4.09 0.005032 0.044641 -2.13
261145_at  thioredoxin identical to GB:CAA84610 f ATTRX4 AT1G19730 -1.39 -0.48 -4.09 0.005034 0.044641 -2.13
265415_at unknown protein  ;supported by full-lengPSB29 AT2G20890 -1.42 -0.51 -4.09 0.005036 0.044641 -2.13
266964_at putative ABC transporter related to mult PGP6 AT2G39480 1.28 0.36 4.09 0.005026 0.044641 -2.13
259129_at  unknown protein predicted by genscan, PTF1 AT3G02150 2.13 1.09 4.09 0.005034 0.044641 -2.13
260959_at unknown protein ;supported by full-lengt --- AT1G06050 1.38 0.47 4.09 0.005042 0.044678 -2.13
250685_at kinesin heavy chain-like protein --- AT5G06670 -1.28 -0.35 -4.09 0.005044 0.044684 -2.13
246296_at  putative protein hypothetical protein At2--- AT3G56750 -1.34 -0.43 -4.09 0.005051 0.044729 -2.13
254753_at  putative protein Pto kinase interactor 1 --- AT4G13190 1.32 0.40 4.09 0.005054 0.044737 -2.13
253058_at  ribosomal - like protein ribosomal protei --- AT4G37660 -1.63 -0.70 -4.09 0.00506 0.044774 -2.14
249134_at unknown protein --- AT5G43150 -1.77 -0.83 -4.09 0.005065 0.044777 -2.14
247919_at putative protein similar to unknown prote--- AT5G57650 1.44 0.53 4.09 0.005064 0.044777 -2.14
249201_at putative protein similar to unknown prote--- AT5G42370 -1.54 -0.62 -4.08 0.005068 0.044791 -2.14
251536_at ketol-acid reductoisomerase  ; supported--- AT3G58610 -1.42 -0.50 -4.08 0.005073 0.044803 -2.14
250482_at putative protein --- AT5G10320 -1.50 -0.58 -4.08 0.005072 0.044803 -2.14
256965_at  branched chain alpha-keto acid dehydroDIN4 AT3G13450 2.05 1.04 4.08 0.005077 0.044820 -2.14
246800_at  glycine hydroxymethyltransferase - like SHM2 AT5G26780 -1.50 -0.59 -4.08 0.005086 0.044843 -2.14
256013_at unknown protein DA1 AT1G19270 1.52 0.60 4.08 0.005082 0.044843 -2.14
249137_at putative protein contains similarity to 22 --- AT5G43140 -1.69 -0.75 -4.08 0.005086 0.044843 -2.14
266963_at unknown protein MTP11 AT2G39450 -1.42 -0.51 -4.08 0.005092 0.044872 -2.14



258553_at hypothetical protein  ; supported by cDNPDE320 AT3G06960 -1.34 -0.42 -4.08 0.005093 0.044872 -2.14
254948_at  putative protein various predicted prote --- AT4G11000 1.43 0.52 4.08 0.005098 0.044897 -2.14
260653_at  pyruvate kinase, plastid isozyme, putati PKp3 AT1G32440 -1.41 -0.50 -4.08 0.00511 0.044987 -2.15
265939_at putative Ta11-like non-LTR retroelemen --- AT2G19650 -1.65 -0.72 -4.08 0.005116 0.045006 -2.15
253589_at  puative protein membrane-associated s--- AT4G30825 -1.59 -0.67 -4.08 0.005115 0.045006 -2.15
249864_at putative protein similar to unknown proteATMGT10 AT5G22830 -1.31 -0.39 -4.08 0.005121 0.045013 -2.15
259300_at hypothetical protein predicted by gensca--- AT3G05100 -1.37 -0.45 -4.08 0.005123 0.045013 -2.15
261696_at unknown protein similar to hypothetical p--- AT1G08470 -1.65 -0.72 -4.08 0.005122 0.045013 -2.15
246098_at  ethylene-forming-enzyme-like dioxygen --- AT5G20400 1.72 0.78 4.08 0.005129 0.045021 -2.15
262473_at  chloroplast FtsH protease almost identicFTSH1 AT1G50250 -1.52 -0.61 -4.08 0.00513 0.045021 -2.15
251061_at  putative protein hypothetical protein AR--- AT5G01830 2.23 1.16 4.08 0.00513 0.045021 -2.15
261177_at hypothetical protein predicted by genem--- AT1G04770 -1.77 -0.82 -4.07 0.005133 0.045029 -2.15
258525_at hypothetical protein predicted by genemIBR3 AT3G06810 1.58 0.66 4.07 0.005138 0.045049 -2.15
257127_at hypothetical protein predicted by genemTTN9 AT3G20070 -1.48 -0.56 -4.07 0.005141 0.045049 -2.15
265259_at putative WD-40 repeat protein similar to --- AT2G20330 -1.41 -0.50 -4.07 0.00514 0.045049 -2.15
261483_at hypothetical protein predicted by genem--- AT1G14270 -1.44 -0.52 -4.07 0.005146 0.045054 -2.15
249672_at nucleolar protein-like --- AT5G35910 -1.50 -0.59 -4.07 0.005147 0.045054 -2.15
266617_at unknown protein  ; supported by cDNA: --- AT2G29670 -2.09 -1.06 -4.07 0.005147 0.045054 -2.15
262275_at  ATPase, putative similar to chromaffin g--- AT1G68710 1.43 0.52 4.07 0.005154 0.045077 -2.16
264158_at hypothetical protein contains similarity toPTAC4 AT1G65260 -1.49 -0.57 -4.07 0.005154 0.045077 -2.16
250283_at  putative protein many hypothetical prote--- AT5G13270 -1.41 -0.50 -4.07 0.005163 0.045138 -2.16
249987_at  putative protein predicted proteins, Arab--- AT5G18490 1.71 0.78 4.07 0.00517 0.045185 -2.16
248287_at putative protein similar to unknown prote--- AT5G52970 -1.60 -0.68 -4.07 0.005179 0.045223 -2.16
262544_at hypothetical protein predicted by gensca--- AT1G15420 -1.46 -0.55 -4.07 0.005179 0.045223 -2.16
258592_at hypothetical protein contains Pfam profil --- AT3G04130 -1.43 -0.52 -4.07 0.00518 0.045223 -2.16
256511_at  RNA helicase, putative similar to GI:174--- AT1G33390 -1.35 -0.43 -4.07 0.005186 0.045238 -2.16
257002_at  oligouridylate binding protein, putative s--- AT3G14100 -1.51 -0.59 -4.07 0.005186 0.045238 -2.16
256503_at myb-related protein similar to GI:798138ATRL6 AT1G75250 -3.33 -1.74 -4.07 0.005189 0.045244 -2.16
245976_at  WRKY-like protein WRKY DNA binding WRKY75 AT5G13080 4.18 2.06 4.07 0.005191 0.045246 -2.16
261639_at  tubulin alpha-2/alpha-4 chain, putative i TUA2 AT1G50010 2.69 1.43 4.06 0.005202 0.045295 -2.17
255791_at plastid protein identical to GB:Z86094; sDAL1 AT2G33430 -1.56 -0.64 -4.06 0.005203 0.045295 -2.17
247348_at beta-galactosidase (emb CAB64746.1) BGAL10 AT5G63810 -1.50 -0.59 -4.06 0.005199 0.045295 -2.16
245428_at putative protein --- AT4G17570 -1.38 -0.47 -4.06 0.005214 0.045303 -2.17
247400_at putative protein  ;supported by full-length--- AT5G62840 -1.57 -0.65 -4.06 0.005216 0.045303 -2.17
267640_at photomorphogenesis repressor (COP1) COP1 AT2G32950 -1.52 -0.60 -4.06 0.005211 0.045303 -2.17



253170_at  putative protein various predicted prote --- AT4G35130 -1.31 -0.39 -4.06 0.005211 0.045303 -2.17
247699_at  GTP-binding protein ara-3 GTP-binding--- AT5G59840 1.77 0.82 4.06 0.005214 0.045303 -2.17
254755_at hypothetical protein --- AT4G13220 -1.44 -0.53 -4.06 0.005206 0.045303 -2.17
250182_at  putative protein predicted proteins, Arab--- AT5G14470 2.55 1.35 4.06 0.005219 0.045312 -2.17
254911_at putative protein  ;supported by full-length--- AT4G11100 -1.35 -0.44 -4.06 0.005226 0.045329 -2.17
246240_at nucleoporin-like protein --- AT4G37130 -1.30 -0.37 -4.06 0.005224 0.045329 -2.17
245004_at hypothetical protein --- --- -1.53 -0.62 -4.06 0.005224 0.045329 -2.17
254357_at  nifU-like protein nifU protein homolog Y ISU1 AT4G22220 -1.28 -0.35 -4.06 0.005232 0.045362 -2.17
245178_at putative protein similarity to cDNA clone FIS1B AT5G12390 1.33 0.41 4.06 0.005241 0.045364 -2.17
262645_at unknown protein similar to elongation fa SCO1 AT1G62750 -1.51 -0.60 -4.06 0.005239 0.045364 -2.17
246916_at  disease resistance protein - like diseaseAtRLP52 AT5G25910 1.31 0.39 4.06 0.005238 0.045364 -2.17
249626_at  putative protein nucleoid DNA-binding p--- AT5G37540 1.89 0.92 4.06 0.005242 0.045364 -2.17
263044_at  spore germination protein c2 similar to 2--- AT1G23360 -1.40 -0.48 -4.06 0.005241 0.045364 -2.17
262733_s_a lipase identical to lipase GB:AAA93262 --- AT1G28660 / -1.46 -0.54 -4.06 0.005252 0.045370 -2.18
251516_s_a putative protein hypothetical protein SP --- AT3G59310 / -1.42 -0.51 -4.06 0.005256 0.045370 -2.18
251768_at  phosphoinositide-specific phospholipas --- AT3G55940 -1.84 -0.88 -4.06 0.005247 0.045370 -2.17
245711_at putative c2h2 zinc finger transcription fa ZAT6 AT5G04340 3.18 1.67 4.06 0.005256 0.045370 -2.18
262996_at hypothetical protein predicted by gensca--- AT1G54440 -1.37 -0.46 -4.06 0.00525 0.045370 -2.17
253790_at  photosystem II protein W - like photosysPSB28 AT4G28660 -1.74 -0.80 -4.06 0.005256 0.045370 -2.18
259568_at hypothetical protein --- AT1G20490 -1.34 -0.42 -4.06 0.005257 0.045370 -2.18
260487_at  RNA-binding protein, putative similar to Y14 AT1G51510 -1.36 -0.44 -4.05 0.005269 0.045457 -2.18
253626_at  F-box protein family, AtFBL19 contains --- AT4G30640 1.73 0.79 4.05 0.005272 0.045465 -2.18
249426_at  putative RNA helicase putative ATP-de --- AT5G39840 -2.13 -1.09 -4.05 0.005283 0.045491 -2.18
246003_at chloroplast Cpn21 protein  ; supported bCPN20 AT5G20720 -1.43 -0.52 -4.05 0.00528 0.045491 -2.18
258497_at putative flowering-time gene CONSTAN COL2 AT3G02380 -1.40 -0.49 -4.05 0.005283 0.045491 -2.18
252724_at  putative protein hypothetical protein slr1--- AT3G43540 -1.48 -0.57 -4.05 0.005281 0.045491 -2.18
253758_at Expressed protein ;supported by cDNA: emb2726 AT4G29060 -1.48 -0.56 -4.05 0.005296 0.045582 -2.18
261742_at hypothetical protein predicted by genem--- AT1G08390 -1.33 -0.41 -4.05 0.005303 0.045626 -2.19
253294_at hypothetical protein --- AT4G33740 -1.40 -0.48 -4.05 0.00531 0.045655 -2.19
258324_at putative DNA binding protein identical toTSO1 AT3G22780 -1.32 -0.40 -4.05 0.00531 0.045655 -2.19
250825_at putative protein similar to unknown prote--- AT5G05210 -1.36 -0.44 -4.05 0.005317 0.045699 -2.19
266017_at unknown protein  ; supported by cDNA: --- AT2G18690 2.49 1.32 4.05 0.005322 0.045712 -2.19
245052_at putative pectinesterase --- AT2G26440 1.51 0.59 4.04 0.005325 0.045712 -2.19
261204_s_aEukaryotic peptide chain release factor sERF1-2 AT1G12920 / -1.28 -0.36 -4.04 0.005327 0.045712 -2.19
255682_at putative dTDP-6-deoxy-L-mannose-dehy--- AT4G00560 -1.38 -0.47 -4.04 0.005325 0.045712 -2.19



255960_at unknown protein ; supported by cDNA: g--- AT1G22140 -1.52 -0.60 -4.04 0.005329 0.045713 -2.19
259505_at hypothetical protein contains similarity to--- AT1G15810 -1.53 -0.61 -4.04 0.005332 0.045719 -2.19
265819_at Expressed protein ; supported by full-len--- AT2G17972 -1.46 -0.54 -4.04 0.005334 0.045719 -2.19
259979_at unknown protein  ;supported by full-leng--- AT1G76600 2.07 1.05 4.04 0.005341 0.045764 -2.19
264314_at unknown protein ; supported by cDNA: g--- AT1G70420 -1.72 -0.78 -4.04 0.005354 0.045856 -2.20
247401_at 1-deoxy-D-xylulose 5-phosphate reductoDXR AT5G62790 -1.64 -0.71 -4.04 0.00536 0.045896 -2.20
255872_at putative protein kinase contains a protei SIP4 AT2G30360 2.29 1.19 4.04 0.005366 0.045915 -2.20
267196_at FtsH protease (VAR2) identical to zinc dVAR2 AT2G30950 -1.38 -0.47 -4.04 0.005366 0.045915 -2.20
244983_at ribosomal protein L16 --- --- -1.81 -0.86 -4.04 0.005376 0.045943 -2.20
253592_at hypothetical protein ;supported by full-le --- AT4G30840 -1.34 -0.42 -4.04 0.005376 0.045943 -2.20
256654_at  ribosomal protein, putative similar to 40 --- AT3G18880 -1.61 -0.69 -4.04 0.005375 0.045943 -2.20
256249_at  26S proteasome regulatory subunit S12MEE34 AT3G11270 -1.40 -0.48 -4.04 0.005379 0.045954 -2.20
246400_at hypothetical protein contains similarity to--- AT1G57540 -1.32 -0.40 -4.03 0.005391 0.046025 -2.20
250353_at  putative protein predicted proteins, Arab--- AT5G11630 -1.44 -0.53 -4.03 0.005391 0.046025 -2.20
247004_at putative protein similar to unknown proteDG1 AT5G67570 -1.42 -0.50 -4.03 0.005398 0.046067 -2.20
257315_at  proline oxidase, mitochondrial precurso ERD5 AT3G30775 3.28 1.71 4.03 0.005406 0.046090 -2.21
247194_at putative protein similar to unknown prote--- AT5G65480 -1.62 -0.70 -4.03 0.005407 0.046090 -2.21
265795_at putative serine carboxypeptidase II ;sup scpl26 AT2G35780 -1.41 -0.50 -4.03 0.005411 0.046090 -2.21
245065_at unknown protein  ; supported by cDNA: --- AT2G39750 -1.31 -0.39 -4.03 0.005411 0.046090 -2.21
249078_at phytochelatin synthase (gb|AAD41794.1CAD1 AT5G44070 2.56 1.35 4.03 0.005409 0.046090 -2.21
255885_at sterol-C-methyltransferase identical to s SMT2 AT1G20330 1.37 0.46 4.03 0.005416 0.046111 -2.21
251007_at  ribosomal protein L35 - like ribosomal p--- AT5G02610 -1.47 -0.56 -4.03 0.005422 0.046135 -2.21
258317_at hypothetical protein predicted by genem--- AT3G22670 -1.35 -0.43 -4.03 0.005429 0.046135 -2.21
246237_at putative protein --- AT4G36390 -1.44 -0.53 -4.03 0.005426 0.046135 -2.21
254416_at receptor-like serine/threonine protein kinARK3 AT4G21380 2.86 1.52 4.03 0.005427 0.046135 -2.21
262635_at 4-hydroxyphenylpyruvate dioxygenase ( PDS1 AT1G06570 1.91 0.94 4.03 0.005425 0.046135 -2.21
264394_at  aminomethyltransferase-like precursor --- AT1G11860 -1.64 -0.72 -4.03 0.00544 0.046155 -2.21
247779_at  putative protein damage-specific DNA bDDB2 AT5G58760 -1.48 -0.56 -4.03 0.005439 0.046155 -2.21
260525_at putative pre-mRNA splicing factor RNA --- AT2G47250 -1.33 -0.41 -4.03 0.005441 0.046155 -2.21
257004_s_a glycolate oxidase, putative similar to GB--- AT3G14130 / -1.32 -0.40 -4.03 0.005443 0.046155 -2.21
261617_s_ahypothetical protein predicted by genem--- AT1G33090 / 1.32 0.40 4.03 0.005437 0.046155 -2.21
250040_at  putative protein predicted proteins, Arab--- AT5G18390 -1.32 -0.40 -4.03 0.005433 0.046155 -2.21
262316_at pale cress protein identical to GB:CAA65PAC AT2G48120 -1.61 -0.69 -4.03 0.005445 0.046155 -2.21
248663_at putative protein strong similarity to unkn --- AT5G48590 -1.29 -0.37 -4.03 0.005452 0.046198 -2.21
252949_at  putative thaumatin-like protein thaumati --- AT4G38670 -1.85 -0.88 -4.02 0.005457 0.046218 -2.22



260683_at  ribosomal protein, putative similar to GBHLL AT1G17560 -1.40 -0.48 -4.02 0.00546 0.046230 -2.22
250323_at  putative protein hydroxyproline-rich glyc--- AT5G12880 3.29 1.72 4.02 0.005471 0.046304 -2.22
249140_at  F-box protein family, AtFBX6 contains s--- AT5G43190 1.57 0.65 4.02 0.005473 0.046305 -2.22
246815_at  putative protein integrin analogue, Sacc--- AT5G27220 -1.32 -0.40 -4.02 0.005489 0.046426 -2.22
255603_at hypothetical protein --- AT4G01040 -1.32 -0.41 -4.02 0.005501 0.046497 -2.22
260789_s_aacyl-CoA oxidase ACX3 identical to acy ACX3 AT1G06290 / 1.31 0.39 4.02 0.005502 0.046497 -2.22
266215_at putative endoxyloglucan glycosyltransfe EXGT-A1 AT2G06850 2.68 1.42 4.02 0.005506 0.046507 -2.23
248303_at  FtsH protease, putative similar to ATP-dFTSH11 AT5G53170 -1.39 -0.48 -4.02 0.005511 0.046507 -2.23
250739_at putative protein similar to unknown proteEGY2 AT5G05740 -1.61 -0.68 -4.02 0.005508 0.046507 -2.23
245427_at putative protein --- AT4G17550 -1.56 -0.64 -4.02 0.00551 0.046507 -2.23
253949_at grpE like protein  ;supported by full-leng AR192 AT4G26780 -2.32 -1.22 -4.01 0.005524 0.046581 -2.23
245866_s_aunknown protein --- AT1G57980 / 3.71 1.89 4.01 0.005526 0.046581 -2.23
250530_at unknown protein --- AT5G08630 1.40 0.49 4.01 0.005526 0.046581 -2.23
244982_at ribosomal protein L14 --- --- -1.45 -0.54 -4.01 0.005548 0.046633 -2.23
262964_at hypothetical protein predicted by genem--- AT1G54380 -1.62 -0.70 -4.01 0.005541 0.046633 -2.23
247608_at  replication protein A1 - like probable rep--- AT5G60990 -1.48 -0.57 -4.01 0.005543 0.046633 -2.23
261098_at unknown protein --- AT1G62970 -1.37 -0.45 -4.01 0.005548 0.046633 -2.23
265276_at hypothetical protein predicted by gensca--- AT2G28400 1.67 0.74 4.01 0.005551 0.046633 -2.23
247902_at plasma membrane ATPase 3 (proton puAHA3 AT5G57350 -1.45 -0.54 -4.01 0.005549 0.046633 -2.23
254413_at myb-related protein M4  ;supported by fuATMYB102AT4G21440 1.70 0.76 4.01 0.005538 0.046633 -2.23
267152_at hypothetical protein predicted by grail; s --- AT2G31040 -1.58 -0.66 -4.01 0.005549 0.046633 -2.23
256414_at putative nucleic acid binding protein sim AL2 AT3G11200 1.37 0.45 4.01 0.005543 0.046633 -2.23
260051_at hypothetical protein --- AT1G78210 2.02 1.02 4.01 0.005554 0.046648 -2.23
266587_at unknown protein  ; supported by full-leng--- AT2G14880 -1.44 -0.53 -4.01 0.005564 0.046692 -2.24
249816_at cleavage and polyadenylation specificityCPSF100 AT5G23880 -1.55 -0.63 -4.01 0.005564 0.046692 -2.24
264725_at Expressed protein ; supported by full-len--- AT1G22885 1.92 0.94 4.01 0.005566 0.046693 -2.24
256207_at  GTP-binding protein, putative similar to --- AT1G50920 -1.52 -0.60 -4.01 0.005575 0.046702 -2.24
254032_at  predicted protein destination factor syna--- AT4G25940 1.52 0.60 4.01 0.005573 0.046702 -2.24
251616_at putative protein --- AT3G57990 -1.31 -0.39 -4.01 0.005578 0.046702 -2.24
266337_at putative ligand-gated ion channel subun ATGLR3.5 AT2G32390 -1.35 -0.43 -4.01 0.005576 0.046702 -2.24
251941_at  putative protein ribosomal protein S25, --- AT3G53470 -1.38 -0.46 -4.01 0.005578 0.046702 -2.24
260481_at ferredoxin precusor isolog  ;supported b ATFD1 AT1G10960 -1.77 -0.82 -4.01 0.005579 0.046702 -2.24
261344_at hypothetical protein similar to hypothetic--- AT1G79710 1.36 0.45 4.01 0.005585 0.046733 -2.24
250842_at  putative protein predicted proteins, ArchVTE5 AT5G04490 -1.55 -0.63 -4.00 0.005603 0.046783 -2.24
248136_at RNA helicase-like protein --- AT5G54910 -1.79 -0.84 -4.00 0.005597 0.046783 -2.24



253665_at hypothetical protein --- AT4G30230 1.77 0.83 4.00 0.005596 0.046783 -2.24
263914_at unknown protein AtGRF3 AT2G36400 -1.78 -0.83 -4.00 0.005597 0.046783 -2.24
257666_at  bactericidal permeability-increasing pro --- AT3G20270 1.72 0.78 4.00 0.005603 0.046783 -2.24
247937_at Ca2+-transporting ATPase-like protein ( ACA8 AT5G57110 -1.82 -0.87 -4.00 0.0056 0.046783 -2.24
253605_at  putative protein probable membrane pro--- AT4G30990 -1.56 -0.64 -4.00 0.005611 0.046832 -2.25
265036_at  unknown protein Contains similarity to pPRP39 AT1G04080 -1.33 -0.41 -4.00 0.005613 0.046832 -2.25
265876_at putative receptor-like protein kinase --- AT2G42290 -1.33 -0.41 -4.00 0.005616 0.046841 -2.25
266490_at unknown protein --- AT2G07000 -1.47 -0.56 -4.00 0.005624 0.046887 -2.25
263448_at putative importin (nuclear transport factoSAD2 AT2G31660 -1.46 -0.55 -4.00 0.005635 0.046965 -2.25
245076_at unknown protein GH3.3 AT2G23170 6.80 2.77 4.00 0.005638 0.046971 -2.25
263867_at putative aquaporin (tonoplast intrinsic prGAMMA-T AT2G36830 1.91 0.94 4.00 0.005646 0.046990 -2.25
248291_at putative protein similar to unknown prote--- AT5G53020 -1.39 -0.48 -4.00 0.005647 0.046990 -2.25
251287_at  putative protein nucleoid DNA-binding p--- AT3G61820 -1.68 -0.75 -4.00 0.005646 0.046990 -2.25
246303_at  putative carrier protein peroxisomal Ca---- AT3G51870 1.71 0.77 4.00 0.00565 0.047000 -2.25
251241_s_aputative protein hypothetical proteins - A--- AT3G62460 / -1.56 -0.64 -4.00 0.005652 0.047000 -2.25
258518_at unknown protein  ; supported by cDNA: --- AT3G06570 -1.31 -0.39 -4.00 0.00566 0.047037 -2.25
264680_at hypothetical protein predicted by genem--- AT1G65510 1.98 0.99 4.00 0.00566 0.047037 -2.25
251110_at putative protein various alpha amylases --- AT5G01260 -1.70 -0.77 -3.99 0.005669 0.047093 -2.26
249610_at putative protein --- AT5G37360 -1.93 -0.95 -3.99 0.005675 0.047111 -2.26
248386_at DNA-directed RNA polymerase II subun NRPB6A AT5G51940 -1.40 -0.48 -3.99 0.005676 0.047111 -2.26
246621_at putative protein strong similarity to unkn --- AT5G36230 -1.27 -0.35 -3.99 0.005678 0.047114 -2.26
252098_at putative protein several hypothetical pro --- AT3G51330 3.00 1.59 3.99 0.005685 0.047157 -2.26
253136_at  putative protein leucine-rich protein - He--- AT4G35470 -1.40 -0.49 -3.99 0.005714 0.047249 -2.26
265649_at putative ferredoxin  ; supported by full-leATFD3 AT2G27510 1.84 0.88 3.99 0.005722 0.047249 -2.27
257530_at unknown protein --- AT3G03040 -1.35 -0.43 -3.99 0.005718 0.047249 -2.27
246061_at RAN GTPase activating protein 2  ; suppRANGAP2AT5G19320 -1.28 -0.35 -3.99 0.005714 0.047249 -2.26
260168_at  unknown protein contains zinc finger, C--- AT1G71980 -1.51 -0.59 -3.99 0.005711 0.047249 -2.26
248380_at phosphoglucomutase (emb|CAB64725.1PGM AT5G51820 -1.89 -0.92 -3.99 0.00572 0.047249 -2.27
245364_at hypothetical protein ;supported by full-le --- AT4G15790 -1.48 -0.57 -3.99 0.005717 0.047249 -2.27
255707_at predicted protein MEE50 AT4G00231 -1.32 -0.40 -3.99 0.00571 0.047249 -2.26
249242_at alcohol dehydrogenase --- AT5G42250 1.47 0.56 3.99 0.005716 0.047249 -2.26
257831_at unknown protein  ;supported by full-lengCCB1 AT3G26710 -1.46 -0.55 -3.99 0.0057 0.047249 -2.26
258807_at transfactor-like similar to transfactor GB --- AT3G04030 -1.72 -0.79 -3.99 0.005723 0.047249 -2.27
261640_at  permease, putative similar to permease--- AT1G49960 1.44 0.52 3.99 0.005714 0.047249 -2.26
255554_at Expressed protein ; supported by full-len--- AT4G01897 -1.37 -0.45 -3.99 0.005708 0.047249 -2.26



255078_at  putative protein ascorbate peroxidase - APX4 AT4G09010 -1.57 -0.65 -3.99 0.005726 0.047256 -2.27
259705_at  GRAB1-like protein similar to GRAB1 p anac032 AT1G77450 1.72 0.78 3.99 0.005729 0.047260 -2.27
250848_at 3-phosphoinositide-dependent protein k PDK1 AT5G04510 -1.40 -0.49 -3.98 0.005743 0.047364 -2.27
257073_at hypothetical protein predicted by gensca--- AT3G19650 -1.50 -0.58 -3.98 0.005749 0.047377 -2.27
258989_at rhodanese-like family protein contains rh--- AT3G08920 -1.44 -0.52 -3.98 0.005747 0.047377 -2.27
263766_at hypothetical protein predicted by gensca--- AT2G21440 -1.53 -0.61 -3.98 0.005757 0.047424 -2.27
267247_at hypothetical protein predicted by gensca--- AT2G30170 -1.45 -0.54 -3.98 0.005761 0.047428 -2.27
265583_at unknown protein --- AT2G20010 1.30 0.38 3.98 0.005762 0.047428 -2.27
262897_at hypothetical protein predicted by genemCCB4 AT1G59840 -2.18 -1.12 -3.98 0.005767 0.047457 -2.27
263566_at hypothetical protein predicted by genefin--- AT2G15340 1.43 0.52 3.98 0.005772 0.047479 -2.28
262610_at putative mitochondrial uncoupling protei --- AT1G14140 -1.28 -0.36 -3.98 0.005774 0.047481 -2.28
262525_at putative cytochrome P450 41% identica CYP72C1 AT1G17060 1.74 0.80 3.98 0.005777 0.047484 -2.28
264222_at hypothetical protein predicted by genem--- AT1G60230 -1.36 -0.44 -3.98 0.005779 0.047484 -2.28
250013_at putative protein similar to unknown prote--- AT5G18040 -1.34 -0.42 -3.98 0.005792 0.047562 -2.28
256755_at  calmodulin, putative similar to GB:P074--- AT3G25600 1.87 0.90 3.98 0.005792 0.047562 -2.28
253854_at  putative protein zinc-finger protein S125--- AT4G27900 -2.38 -1.25 -3.98 0.005801 0.047612 -2.28
256986_at unknown protein --- AT3G28700 -1.56 -0.64 -3.97 0.005806 0.047629 -2.28
254605_at  protein kinase - like protein protein kina --- AT4G18950 2.16 1.11 3.97 0.005809 0.047629 -2.28
252404_at  glycine--tRNA ligase precursor, chlorop EDD1 AT3G48110 -1.36 -0.44 -3.97 0.005809 0.047629 -2.28
248320_at putative protein similar to unknown prote--- AT5G52720 1.42 0.51 3.97 0.005822 0.047721 -2.28
251209_at putative protein several hypothetical pro --- AT3G62890 -1.48 -0.57 -3.97 0.005835 0.047794 -2.29
263980_at hypothetical protein predicted by grail;su--- AT2G42770 -1.49 -0.58 -3.97 0.005834 0.047794 -2.29
265225_at putative PHD-type zinc finger protein --- AT2G36720 -1.36 -0.45 -3.97 0.00584 0.047801 -2.29
260226_at hypothetical protein predicted by genefinMIF1 AT1G74660 -1.47 -0.56 -3.97 0.005839 0.047801 -2.29
266745_at unknown protein  ; supported by cDNA: PKS1 AT2G02950 -2.20 -1.14 -3.97 0.005852 0.047822 -2.29
253208_at putative protein --- AT4G34830 -1.34 -0.43 -3.97 0.005856 0.047822 -2.29
254958_at nucleoside diphosphate kinase 3 (ndpk3NDPK3 AT4G11010 -1.56 -0.64 -3.97 0.005852 0.047822 -2.29
254901_at  serine/threonine kinase-like protein (frag--- AT4G11530 1.37 0.46 3.97 0.005848 0.047822 -2.29
259633_at hypothetical protein --- AT1G56500 -1.50 -0.58 -3.97 0.005848 0.047822 -2.29
254860_at  putative C-4 sterol methyl oxidase C-4 mSMO1-1 AT4G12110 -1.44 -0.53 -3.97 0.005856 0.047822 -2.29
246791_at  putative protein predicted proteins, Arab--- AT5G27280 -1.44 -0.52 -3.97 0.005868 0.047910 -2.29
256529_at  protein kinase, putative contains Pfam p--- AT1G33260 1.85 0.89 3.97 0.005873 0.047927 -2.29
251183_at  putative protein putative protein At2g15 --- AT3G62630 -2.69 -1.43 -3.96 0.005879 0.047962 -2.29
264330_at multi-drug resistance protein Strong sim ATMRP5 AT1G04120 1.36 0.44 3.96 0.005892 0.048035 -2.30
257042_s_ahypothetical protein predicted by genem--- AT3G28640 / -1.33 -0.41 -3.96 0.00589 0.048035 -2.30



255317_at putative vesicle transfer ATPase --- AT4G04180 -1.76 -0.82 -3.96 0.005909 0.048117 -2.30
266552_at unknown protein ; supported by cDNA: gAGP16 AT2G46330 1.60 0.68 3.96 0.005907 0.048117 -2.30
249579_at  ADP-ribosylation factor - like protein ADATARLA1AAT5G37680 -1.37 -0.45 -3.96 0.005908 0.048117 -2.30
260076_at putative calmodulin similar to calmodulin--- AT1G73630 -1.66 -0.73 -3.96 0.005914 0.048143 -2.30
249253_at putative protein similar to unknown prote--- AT5G42060 -1.42 -0.51 -3.96 0.00592 0.048155 -2.30
252596_at  receptor-like protein kinase receptor like--- AT3G45330 1.31 0.39 3.96 0.00592 0.048155 -2.30
252334_at  mitochondrial phosphate transporter mi --- AT3G48850 4.26 2.09 3.96 0.005926 0.048193 -2.30
262114_at unknown protein contains similarity to peNLA AT1G02860 1.78 0.83 3.96 0.005936 0.048256 -2.30
248515_at putative protein strong similarity to unkn --- AT5G50530 / 1.43 0.51 3.95 0.005962 0.048416 -2.31
245644_at unknown protein similar to putative rece --- AT1G25320 -1.45 -0.53 -3.95 0.005961 0.048416 -2.31
246484_at  UVB-resistance protein-like UVB-resista--- AT5G16040 -1.41 -0.50 -3.95 0.005967 0.048416 -2.31
256459_at  acetyl-CoA carboxylase, putative simila ACC2 AT1G36180 -1.49 -0.57 -3.95 0.005969 0.048416 -2.31
247993_at putative protein similar to unknown prote--- AT5G56130 -1.48 -0.56 -3.95 0.005965 0.048416 -2.31
265679_at putative myosin heavy chain  ; supported--- AT2G32235 / 1.40 0.49 3.95 0.005966 0.048416 -2.31
257211_at  exonuclease, putative contains Pfam pr --- AT3G15080 -1.52 -0.61 -3.95 0.005972 0.048422 -2.31
259984_at  putative RNA-binding protein contains P--- AT1G76460 -1.43 -0.52 -3.95 0.005979 0.048468 -2.31
251117_at  putative protein predicted protein, Caen--- AT3G63390 -1.47 -0.56 -3.95 0.005984 0.048470 -2.31
251725_at putative protein --- AT3G56260 1.66 0.73 3.95 0.005983 0.048470 -2.31
252534_at  Myb DNA binding protein -like MYB59, AMYB111 AT3G46130 -1.35 -0.43 -3.95 0.005988 0.048489 -2.31
256648_at  ribosomal protein, putative similar to 60 --- AT3G13580 -1.56 -0.64 -3.95 0.006001 0.048574 -2.32
260407_at putative protein kinase Pfam HMM hit: E--- AT1G69910 1.31 0.39 3.94 0.006025 0.048750 -2.32
260618_at  flower development protein cycloidea (cTCP3 AT1G53230 -1.46 -0.54 -3.94 0.006034 0.048804 -2.32
249197_at putative protein contains similarity to cal CML37 AT5G42380 8.51 3.09 3.94 0.006044 0.048874 -2.32
255686_at putative potassium/H+ antiporter KEA2 AT4G00630 -1.48 -0.56 -3.94 0.006056 0.048950 -2.33
262955_at unknown protein ;supported by full-lengt --- AT1G54520 -1.45 -0.54 -3.94 0.006063 0.048971 -2.33
260324_at unknown protein similar to hypothetical pISPF AT1G63970 -1.48 -0.57 -3.94 0.006061 0.048971 -2.33
260453_s_aunknown protein --- AT1G72510 / -1.52 -0.61 -3.94 0.006071 0.049002 -2.33
254493_at  DAG-like protein DAG precursor, Antirrh--- AT4G20020 -1.75 -0.80 -3.94 0.006072 0.049002 -2.33
245307_at gibberellin oxidase-like protein non-cons--- AT4G16770 -1.44 -0.53 -3.94 0.006073 0.049002 -2.33
265656_at putative nonspecific lipid-transfer protein--- AT2G13820 2.13 1.09 3.94 0.006083 0.049044 -2.33
245714_at RNA-binding protein-like --- AT5G04280 -1.37 -0.45 -3.94 0.006081 0.049044 -2.33
248952_at putative protein similar to unknown prote--- AT5G45410 1.42 0.51 3.94 0.006096 0.049107 -2.33
245758_at unknown protein contains similarity to traKAN2 AT1G32240 -1.64 -0.72 -3.94 0.006098 0.049107 -2.33
247563_at  putative protein various predicted prote PDCB1 AT5G61130 -1.52 -0.60 -3.94 0.0061 0.049107 -2.33
262839_at  PhD-finger protein, putative contains Pf --- AT1G14770 -1.73 -0.79 -3.93 0.0061 0.049107 -2.33



265719_at unknown protein related to putative two---- AT2G03500 -1.33 -0.41 -3.93 0.006101 0.049107 -2.33
263962_at putative protein kinase contains a protei --- AT2G36350 -1.57 -0.65 -3.93 0.006109 0.049137 -2.34
247029_at TINY-like protein --- AT5G67190 1.52 0.60 3.93 0.006109 0.049137 -2.34
252002_at  hypothetical protein YIP1 protein, Sacch--- AT3G52760 -1.35 -0.43 -3.93 0.006114 0.049160 -2.34
266447_at putative calcium binding protein ;suppor MSS3 AT2G43290 2.31 1.21 3.93 0.006119 0.049177 -2.34
262189_at  GTPase, putative similar to GTPase GI --- AT1G78010 -1.38 -0.46 -3.93 0.006135 0.049292 -2.34
251883_at  ribosomal protein L17 -like protein ribos--- AT3G54210 -1.36 -0.45 -3.93 0.006137 0.049292 -2.34
264920_at hypothetical protein contains similarity toECHID AT1G60550 -1.43 -0.52 -3.93 0.006168 0.049521 -2.35
257751_at hypothetical protein predicted by genemMKS1 AT3G18690 2.95 1.56 3.93 0.00617 0.049521 -2.35
256235_at  cysteine proteinase inhibitor, putative siATCYSB AT3G12490 1.29 0.36 3.93 0.006172 0.049521 -2.35
263118_at  putative 3-methylcrotonyl-CoA carboxyl MCCA AT1G03090 2.20 1.14 3.92 0.006179 0.049557 -2.35
265262_at putative chloroplast nucleoid DNA bindin--- AT2G42980 1.49 0.57 3.92 0.006182 0.049566 -2.35
252516_at histidyl-tRNA synthetase  ; supported byATHRS1 AT3G46100 -1.42 -0.50 -3.92 0.006186 0.049578 -2.35
265948_at 1-aminocyclopropane-1-carboxylate oxidACO1 AT2G19590 1.40 0.49 3.92 0.006194 0.049593 -2.35
254997_s_a putative protein various predicted prote --- AT4G09920 / -1.33 -0.41 -3.92 0.006194 0.049593 -2.35
252175_at  zinc finger protein zinc finger protein ID AtIDD2 AT3G50700 -1.29 -0.37 -3.92 0.006191 0.049593 -2.35
254991_at  putative protein conserved hypothetical --- AT4G10620 -1.46 -0.55 -3.92 0.006212 0.049639 -2.35
261049_at hypothetical protein similar to hypothetic--- AT1G01430 -1.63 -0.71 -3.92 0.006214 0.049639 -2.35
254751_at hypothetical protein --- AT4G13150 -1.33 -0.41 -3.92 0.00621 0.049639 -2.35
257928_at hypothetical protein contains Pfam profilPPR40 AT3G16890 -1.28 -0.36 -3.92 0.006217 0.049639 -2.35
255435_at putative component of cytochrome B6-FPETC AT4G03280 -1.39 -0.48 -3.92 0.006205 0.049639 -2.35
264105_x_ahypothetical protein --- AT2G13760 1.43 0.51 3.92 0.00622 0.049639 -2.35
255328_at putative leucyl tRNA synthetase EMB2369 AT4G04350 -1.53 -0.61 -3.92 0.006205 0.049639 -2.35
263780_at hypothetical protein predicted by genefinSPA1 AT2G46340 -1.76 -0.82 -3.92 0.006209 0.049639 -2.35
245328_at Expressed protein ; supported by full-len--- AT4G14465 1.35 0.44 3.92 0.006218 0.049639 -2.35
248793_at mutT domain protein-like  ;supported by atnudt8 AT5G47240 -2.09 -1.06 -3.92 0.006228 0.049689 -2.36
247213_at unknown protein  ; supported by full-lengPROPEP1 AT5G64900 2.90 1.54 3.92 0.006239 0.049726 -2.36
247722_at  GTP-binding protein rab11 - like GTP-b ATRABA2DAT5G59150 1.38 0.46 3.92 0.006237 0.049726 -2.36
262085_at hypothetical protein predicted by genem--- AT1G56060 4.17 2.06 3.92 0.006238 0.049726 -2.36
255044_at putative protein --- AT4G09680 -1.40 -0.48 -3.91 0.006255 0.049817 -2.36
257717_at unknown protein EMB1865 AT3G18390 -1.48 -0.57 -3.91 0.006255 0.049817 -2.36
249454_at  expressed protein predicted protein, Sy --- AT5G39520 2.90 1.54 3.91 0.006262 0.049825 -2.36
246817_at  putative protein various predicted prote --- AT5G27240 -1.42 -0.50 -3.91 0.006263 0.049825 -2.36
261304_at unknown protein ;supported by full-lengt --- AT1G48440 -1.28 -0.35 -3.91 0.006261 0.049825 -2.36
250495_at  ribsomal protein - like chloroplast riboso--- AT5G09770 -1.48 -0.57 -3.91 0.006274 0.049886 -2.36



253695_at arginine methyltransferase (pam1)  ; supPRMT11 AT4G29510 -1.57 -0.65 -3.91 0.006275 0.049886 -2.36
245498_at hypothetical protein --- AT4G16470 -1.31 -0.39 -3.91 0.006277 0.049886 -2.36
245932_at  3'(2'),5'-bisphosphate nucleotidase-like --- AT5G09290 2.02 1.01 3.91 0.006286 0.049941 -2.37
246576_at hypothetical protein predicted by genemROPGEF1AT1G31650 -1.29 -0.37 -3.91 0.006293 0.049981 -2.37
259039_at unknown protein  ;supported by full-leng--- AT3G09250 -1.35 -0.43 -3.91 0.006298 0.050006 -2.37
261653_at  subtilisin-like serine protease, putative cSBTI1.1 AT1G01900 2.18 1.13 3.91 0.006305 0.050033 -2.37
257352_at putative RING3 protein IMB1 AT2G34900 -1.45 -0.54 -3.91 0.006306 0.050033 -2.37
253193_at  putative protein SEC7 protein, Saccharo--- AT4G35380 1.56 0.64 3.91 0.00631 0.050049 -2.37
257395_at putative salt-inducible protein --- AT2G15630 -1.52 -0.60 -3.91 0.006323 0.050103 -2.37
266580_at unknown protein  ;supported by full-leng--- AT2G46260 1.40 0.48 3.91 0.006322 0.050103 -2.37
253710_at  putative protein hypothetical protein F20anac075 AT4G29230 1.47 0.55 3.91 0.006324 0.050103 -2.37
257816_at  glycosyl transferase, putative contains PQUA1 AT3G25140 -1.41 -0.49 -3.91 0.006333 0.050107 -2.37
247913_at unknown protein --- AT5G57510 5.56 2.48 3.91 0.006327 0.050107 -2.37
248023_at ADP/ATP translocase-like protein  ;supp--- AT5G56450 -1.39 -0.47 -3.91 0.006331 0.050107 -2.37
255280_at  score=179, E=5.7e-06, N=1)   --- AT4G04960 1.98 0.98 3.91 0.006333 0.050107 -2.37
265676_at putative CCR4-associated factor  ; supp --- AT2G32070 -1.33 -0.41 -3.90 0.006337 0.050123 -2.37
267596_s_aputative leucine-rich repeat disease resi AtRLP26 AT2G33050 / -2.24 -1.16 -3.90 0.006346 0.050171 -2.38
248107_at small Ras-like GTP-binding protein (gb|ARAN3 AT5G55190 -1.30 -0.38 -3.90 0.00636 0.050268 -2.38
254072_at  putative protein ClpC protease - Spinac--- AT4G25370 -1.40 -0.49 -3.90 0.006368 0.050313 -2.38
248095_at putative protein strong similarity to unkn ATMAP65-AT5G55230 -1.53 -0.61 -3.90 0.00637 0.050313 -2.38
254593_s_a putative protein IEF SSP 9502, Homo s--- AT4G18900 / -1.45 -0.54 -3.90 0.006376 0.050339 -2.38
258655_at putative isocitrate dehydrogenase (NAD --- AT3G09810 1.55 0.64 3.90 0.006379 0.050349 -2.38
257147_at unknown protein --- AT3G27270 1.57 0.65 3.90 0.006386 0.050383 -2.38
252093_at  putative protein predicted protein, Oryza--- AT3G51500 -1.39 -0.48 -3.90 0.006389 0.050388 -2.38
250408_at  serine/threonine protein kinase -like proCIPK5 AT5G10930 -1.74 -0.80 -3.90 0.006395 0.050420 -2.38
257517_at unknown protein --- AT3G16330 2.99 1.58 3.90 0.006399 0.050439 -2.38
258995_at putative ribosomal protein L13 similar to --- AT3G01790 -1.57 -0.65 -3.90 0.006407 0.050478 -2.39
254438_at  translation initiation factor eIF3 - like pro--- AT4G20980 -1.48 -0.56 -3.90 0.006411 0.050494 -2.39
261748_at hypothetical protein predicted by genem--- AT1G76070 3.00 1.58 3.89 0.006416 0.050515 -2.39
245893_at hypothetical protein  ;supported by full-le--- AT5G09270 -1.35 -0.44 -3.89 0.006427 0.050566 -2.39
262633_at Expressed protein ; supported by full-len--- AT1G06630 -1.32 -0.40 -3.89 0.006424 0.050566 -2.39
267365_at putative phosphoribosyl pyrophosphate --- AT2G44530 -1.28 -0.36 -3.89 0.006431 0.050580 -2.39
252707_at  transporter-like protein multidrug-efflux ZIFL2 AT3G43790 -1.47 -0.55 -3.89 0.006442 0.050643 -2.39
257914_at Expressed protein ; supported by cDNA --- AT3G25545 -1.45 -0.54 -3.89 0.006443 0.050643 -2.39
267162_s_aputative phosphoribosylaminoimidazole --- AT2G05140 / -1.61 -0.69 -3.89 0.006456 0.050644 -2.39



258687_at unknown protein --- AT3G07860 -1.54 -0.63 -3.89 0.006452 0.050644 -2.39
251551_at  transcriptional coactivator - like protein MBF1B AT3G58680 -1.27 -0.35 -3.89 0.00645 0.050644 -2.39
264878_at unknown protein --- AT2G17410 -1.30 -0.38 -3.89 0.006448 0.050644 -2.39
251288_at exonuclease RRP41  ; supported by cDNRRP41 AT3G61620 -1.54 -0.62 -3.89 0.006456 0.050644 -2.39
245755_at hypothetical protein predicted by genem--- AT1G35210 6.42 2.68 3.89 0.006456 0.050644 -2.39
250418_at  putative protein predicted proteins, Hom--- AT5G11240 -1.84 -0.88 -3.89 0.006467 0.050708 -2.40
252953_at  putative phosphatidylinositol synthase pPIS2 AT4G38570 -1.35 -0.44 -3.89 0.006472 0.050730 -2.40
263134_at  dTDP-glucose 4,6-dehydratase, putativ RHM1 AT1G78570 1.56 0.65 3.89 0.006474 0.050733 -2.40
244944_s_aribosomal protein L16 --- --- -1.57 -0.65 -3.89 0.006484 0.050752 -2.40
247721_at  elongin - like protein elongin C, Drosoph--- AT5G59140 -1.28 -0.36 -3.89 0.006483 0.050752 -2.40
255500_at NAD+ ADP-ribosyltransferase APP AT4G02390 -1.49 -0.58 -3.89 0.006486 0.050752 -2.40
248009_at transcription factor-like; similar to CH6 aCSN6A AT5G56280 -1.36 -0.44 -3.89 0.006483 0.050752 -2.40
254955_at  putative protein RNA polymerase II tranKELP AT4G10920 -1.33 -0.41 -3.88 0.006525 0.051005 -2.41
262532_at hypothetical protein predicted by gensca--- AT1G17210 -1.37 -0.45 -3.88 0.006522 0.051005 -2.40
246895_at  putative protein predicted protein, ArabiCID6 AT5G25540 1.34 0.42 3.88 0.006525 0.051005 -2.41
255093_s_aputative microfibril-associated protein --- AT4G08580 / -1.30 -0.38 -3.88 0.006528 0.051016 -2.41
248938_at receptor-like protein kinase --- AT5G45780 -1.31 -0.39 -3.88 0.00654 0.051091 -2.41
262056_at Expressed protein ; supported by full-len--- AT1G80245 -1.39 -0.47 -3.88 0.006555 0.051133 -2.41
253095_at  putative protein ribonuclease III, Bacillu --- AT4G37510 -1.38 -0.46 -3.88 0.00655 0.051133 -2.41
252981_at  putative protein gene T10 protein - mou--- AT4G38260 1.52 0.60 3.88 0.006549 0.051133 -2.41
267471_at putative ferrochelatase precusor  ; suppoFC2 AT2G30390 -1.71 -0.77 -3.88 0.006554 0.051133 -2.41
264738_at unknown protein contains similarity to pe--- AT1G62250 -1.46 -0.55 -3.88 0.006562 0.051175 -2.41
254013_at  putative leucine-rich-repeat protein leuc--- AT4G26050 1.59 0.67 3.88 0.006566 0.051189 -2.41
247498_at  peroxisomal Ca-dependent solute carrie--- AT5G61810 -1.50 -0.58 -3.88 0.006572 0.051214 -2.41
250071_at putative protein similar to unknown prote--- AT5G18000 1.29 0.37 3.87 0.00658 0.051261 -2.41
255657_at acidic ribosomal protein p1 similar to aci --- AT4G00810 -1.43 -0.51 -3.87 0.006586 0.051287 -2.41
261337_at unknown protein ; supported by cDNA: g--- AT1G44810 -1.76 -0.81 -3.87 0.006595 0.051292 -2.42
265664_at unknown protein predicted by genscan; --- AT2G24420 -1.43 -0.52 -3.87 0.006593 0.051292 -2.42
252174_at  putative protein APRIL protein, Homo s --- AT3G50690 -1.30 -0.38 -3.87 0.006594 0.051292 -2.42
254388_at Expressed protein ; supported by full-lenMSRB2 AT4G21860 -1.36 -0.45 -3.87 0.006591 0.051292 -2.42
264975_at hypothetical protein predicted by genem--- AT1G27070 -1.37 -0.46 -3.87 0.006598 0.051292 -2.42
261610_at hypothetical protein predicted by genem--- AT1G49560 -1.68 -0.75 -3.87 0.006608 0.051337 -2.42
260434_at hypothetical protein predicted by gensca--- AT1G68330 1.66 0.73 3.87 0.006606 0.051337 -2.42
266188_at unknown protein --- AT2G39000 -1.43 -0.51 -3.87 0.006616 0.051380 -2.42
251139_at  cell division - like protein JM23 protein, --- AT5G01230 -1.46 -0.55 -3.87 0.006634 0.051503 -2.42



261218_at  ferredoxin--NADP reductase precursor, FNR2 AT1G20020 -1.66 -0.73 -3.87 0.006637 0.051514 -2.42
263371_at unknown protein  ;supported by full-lengNOP10 AT2G20490 -1.48 -0.56 -3.87 0.006652 0.051554 -2.43
265521_at hypothetical protein predicted by genscaORG4 AT2G06010 -1.44 -0.53 -3.87 0.006654 0.051554 -2.43
262933_at  polyamine oxidase, putative similar to pATPAO4 AT1G65840 1.67 0.74 3.87 0.006647 0.051554 -2.42
248961_at subtilisin-like protease --- AT5G45650 -2.48 -1.31 -3.87 0.006647 0.051554 -2.42
256251_at hypothetical protein predicted by genem--- AT3G11330 1.50 0.58 3.87 0.006653 0.051554 -2.43
265597_at Expressed protein ; supported by cDNA --- AT2G20142 2.66 1.41 3.86 0.006662 0.051596 -2.43
255821_at putative initiator tRNA phosphoribosyl-tr --- AT2G40570 -1.37 -0.46 -3.86 0.006665 0.051608 -2.43
263252_at putative CONSTANS-like B-box zinc fingSTH AT2G31380 -1.68 -0.74 -3.86 0.006679 0.051698 -2.43
248442_at DEAD-box protein abstrakt --- AT5G51280 -1.45 -0.53 -3.86 0.00669 0.051720 -2.43
257661_at  unknown protein contains Pfam profile: --- AT3G13340 -1.27 -0.35 -3.86 0.006693 0.051720 -2.43
261002_at hypothetical protein contains similarity to--- AT1G26520 -1.36 -0.44 -3.86 0.006687 0.051720 -2.43
261644_s_ahypothetical protein contains similarity toATCSA-1 AT1G19750 / -1.40 -0.49 -3.86 0.006693 0.051720 -2.43
261946_at unknown protein --- AT1G64560 -1.46 -0.55 -3.86 0.006691 0.051720 -2.43
245316_at hypothetical protein ;supported by full-le --- AT4G14000 -1.39 -0.47 -3.86 0.006702 0.051736 -2.43
260415_at putative protein kinase similar to protein --- AT1G69790 1.74 0.80 3.86 0.006702 0.051736 -2.43
259447_s_a ADP-ribosylation factor, putative similarATARFD1AAT1G02430 / 1.35 0.43 3.86 0.006701 0.051736 -2.43
248289_at unknown protein  ; supported by cDNA: --- AT5G52880 -1.33 -0.41 -3.86 0.006706 0.051739 -2.43
251834_at ribosomal protein L35 -like various ribos --- AT3G55170 -1.34 -0.43 -3.86 0.006707 0.051739 -2.43
259428_at  MAP kinase, putative similar to MAP kinATMPK11 AT1G01560 4.95 2.31 3.86 0.006727 0.051876 -2.44
262802_at  putative cell division control protein, cdcCDKB2;2 AT1G20930 1.28 0.36 3.85 0.006746 0.052002 -2.44
250110_at  putative protein many predicted proteins--- AT5G15350 2.14 1.10 3.85 0.006755 0.052013 -2.44
246831_at  hexose transporter - like protein hexoseMSS1 AT5G26340 1.71 0.77 3.85 0.006752 0.052013 -2.44
267044_at nodulin-like protein --- AT2G34357 -1.72 -0.78 -3.85 0.006759 0.052013 -2.44
255444_at LUMINIDEPENDENS protein  ; supporteLD AT4G02560 -1.35 -0.43 -3.85 0.006757 0.052013 -2.44
250999_at  putative protein predicted proyeins, Ara --- AT5G02630 1.51 0.60 3.85 0.006751 0.052013 -2.44
265817_at histone H1  ;supported by full-length cDNHIS1-3 AT2G18050 -2.30 -1.20 -3.85 0.006765 0.052021 -2.44
255319_at putative disease resistance protein simil AtRLP46 AT4G04220 1.92 0.94 3.85 0.006764 0.052021 -2.44
259587_at unknown protein ;supported by full-lengt --- AT1G28120 -1.38 -0.46 -3.85 0.006767 0.052021 -2.44
257299_at unknown protein  ;supported by full-leng--- AT3G28050 -1.41 -0.50 -3.85 0.006792 0.052138 -2.45
248669_at putative protein contains similarity to sal --- AT5G48730 -1.58 -0.66 -3.85 0.006803 0.052138 -2.45
255688_at putative RNA helicase similar to ATP-de--- AT4G00660 -1.35 -0.43 -3.85 0.006805 0.052138 -2.45
263975_at hypothetical protein predicted by genefin--- AT2G42710 -1.40 -0.48 -3.85 0.006794 0.052138 -2.45
245341_at Expressed protein ; supported by full-len--- AT4G16447 -2.31 -1.21 -3.85 0.006802 0.052138 -2.45
263963_at putative DNA-binding protein RAV2 --- AT2G36080 1.59 0.67 3.85 0.006804 0.052138 -2.45



250322_at putative transcription factor (MYB46) MYB46 AT5G12870 1.28 0.36 3.85 0.006803 0.052138 -2.45
245285_s_aselenium-binding protein like ; supportedSBP1 AT4G14030 / -1.33 -0.41 -3.85 0.00679 0.052138 -2.45
267421_at putative phosphoribosylaminoimidazolec--- AT2G35040 -1.48 -0.57 -3.85 0.006791 0.052138 -2.45
251963_at protein kinase (AME2/AFC1)  ; supporteAFC1 AT3G53570 -1.32 -0.41 -3.85 0.006789 0.052138 -2.45
247918_at putative protein contains similarity to pro--- AT5G57610 -1.48 -0.57 -3.85 0.006816 0.052188 -2.45
264361_at unknown protein Strong similarity to T08--- AT1G03300 -1.37 -0.46 -3.85 0.006814 0.052188 -2.45
252411_at  putative protein PMP31 protein - CandidPEX11B AT3G47430 -1.90 -0.92 -3.85 0.006826 0.052215 -2.45
248402_at dihydrodipicolinate reductase-like protei crr1 AT5G52100 -1.68 -0.75 -3.85 0.006826 0.052215 -2.45
264019_at cyclophilin (CYP2) Same as GB: AF020 --- AT2G21130 -1.46 -0.55 -3.85 0.006823 0.052215 -2.45
248625_at 3-keto-acyl-CoA thiolase 2 (gb|AAC1787PKT2 AT5G48880 -1.88 -0.91 -3.84 0.006837 0.052280 -2.45
246368_at  light repressible receptor protein kinase--- AT1G51890 2.67 1.42 3.84 0.006845 0.052325 -2.46
256754_at unknown protein CHUP1 AT3G25690 -1.41 -0.49 -3.84 0.006851 0.052355 -2.46
264211_at putative gigantea protein strong similarit GI AT1G22770 -1.29 -0.37 -3.84 0.006865 0.052422 -2.46
264331_at hypothetical protein contains non-conse --- AT1G04130 -1.36 -0.45 -3.84 0.006863 0.052422 -2.46
267279_at hypothetical protein predicted by genefin--- AT2G19460 1.96 0.97 3.84 0.006873 0.052452 -2.46
261062_at  transcription factor scarecrow-like 14, p SCL14 AT1G07530 -1.35 -0.43 -3.84 0.006872 0.052452 -2.46
254318_at  putative protein embryo-abundant prote--- AT4G22530 3.13 1.65 3.84 0.006889 0.052555 -2.46
253897_at putative protein --- AT4G27120 -1.33 -0.41 -3.84 0.006892 0.052557 -2.46
267057_at hypothetical protein predicted by gensca--- AT2G32500 -2.12 -1.09 -3.84 0.006894 0.052558 -2.46
261277_at hypothetical protein predicted by gensca--- AT1G20230 -1.43 -0.52 -3.84 0.006899 0.052558 -2.46
261268_at unknown protein similar to 50S ribosoma--- AT1G26740 -1.42 -0.51 -3.84 0.006898 0.052558 -2.46
247931_at putative protein similar to unknown prote--- AT5G57040 -1.46 -0.54 -3.84 0.006912 0.052626 -2.47
252562_s_a Histone H4 - like protein histone H4, Ze--- AT3G45930 / -1.37 -0.45 -3.84 0.006912 0.052626 -2.47
261319_at  phytochrome A supressor spa1, putativ SPA4 AT1G53090 -1.26 -0.33 -3.83 0.006935 0.052771 -2.47
262181_at  xylosidase, putative similar to xylosidas --- AT1G78060 -2.20 -1.14 -3.83 0.006936 0.052771 -2.47
251163_at  putative protein S1R protein - Homo sa --- AT3G63310 1.28 0.35 3.83 0.006939 0.052777 -2.47
246912_at  putative protein various predicted prote --- AT5G25820 2.21 1.14 3.83 0.006953 0.052869 -2.47
246984_at cytochrome P450 CYP81G1 AT5G67310 2.97 1.57 3.83 0.006961 0.052876 -2.47
249592_at  putative protein SIAH1 protein, Brassica--- AT5G37890 -1.43 -0.52 -3.83 0.006961 0.052876 -2.47
265461_at unknown protein similarity to ubiquitin fa --- AT2G46500 1.36 0.44 3.83 0.006959 0.052876 -2.47
260688_at hypothetical protein similar to dehydroge--- AT1G17665 -1.39 -0.48 -3.83 0.006975 0.052942 -2.48
251866_at  putative protein MSP58 - nucleolar prot emb1967 AT3G54350 -1.30 -0.38 -3.83 0.006974 0.052942 -2.48
261572_at unknown protein --- AT1G01170 -1.43 -0.52 -3.83 0.006979 0.052947 -2.48
257533_at putative alpha/beta hydrolase contains P--- AT3G10840 -1.71 -0.78 -3.83 0.00698 0.052947 -2.48
259819_at unknown protein ; supported by cDNA: gATMTK AT1G49820 -1.28 -0.36 -3.83 0.006991 0.052998 -2.48



263583_at  putative NAD+ dependent isocitrate dehIDH2 AT2G17130 1.59 0.67 3.83 0.006991 0.052998 -2.48
251959_at  putative protein KIAA0544 protein, Hom--- AT3G53410 -1.33 -0.41 -3.83 0.006994 0.053000 -2.48
247478_at  DC1.2 homologue - like protein DC1.2 h--- AT5G62360 -2.61 -1.38 -3.82 0.007014 0.053040 -2.48
251740_at peptidylprolyl isomerase ROC2 AT3G56070 -1.86 -0.90 -3.82 0.007021 0.053040 -2.48
261844_at hypothetical protein predicted by genem--- AT1G15940 -1.69 -0.76 -3.82 0.007007 0.053040 -2.48
264205_at hypothetical protein identical to hypothet--- AT1G22790 -1.30 -0.38 -3.82 0.007022 0.053040 -2.48
258260_at unknown protein  ; supported by cDNA: --- AT3G26850 -1.31 -0.39 -3.82 0.007022 0.053040 -2.48
253836_at  putative protein hypothetical protein F28--- AT4G27840 -1.35 -0.43 -3.83 0.007003 0.053040 -2.48
254463_at  putative protein transcription initiation faTAF11 AT4G20280 -1.44 -0.52 -3.82 0.007016 0.053040 -2.48
262668_at flavin-containing amine oxidase containsLDL1 AT1G62830 -1.37 -0.45 -3.82 0.007006 0.053040 -2.48
262984_at hypothetical protein predicted by genem--- AT1G54460 1.77 0.82 3.82 0.00701 0.053040 -2.48
264000_at putative mitochondrial dicarboxylate car UCP5 AT2G22500 3.16 1.66 3.82 0.007021 0.053040 -2.48
246844_at transcription factor ATMYB4  ; supportedATMYB86 AT5G26660 1.43 0.51 3.82 0.00703 0.053082 -2.48
253364_at  F-box protein family, AtFBX13 cotains s--- AT4G33160 1.28 0.36 3.82 0.007038 0.053106 -2.49
253417_at putative protein PC-MYB1 AT4G32730 1.35 0.43 3.82 0.007036 0.053106 -2.48
250545_at serine/threonine protein kinase  ;supportATPK3 AT5G08160 1.31 0.39 3.82 0.007042 0.053119 -2.49
267353_at En/Spm-like transposon protein related t--- AT2G40070 -1.47 -0.56 -3.82 0.007045 0.053119 -2.49
261507_at  RIBOSOMAL PROTEIN, putative simila--- AT1G71720 -1.34 -0.42 -3.82 0.007052 0.053143 -2.49
249685_at putative protein similar to unknown proteCCB3 AT5G36120 -1.30 -0.38 -3.82 0.007052 0.053143 -2.49
258896_at  putative syntaxin protein, AtSNAP33 simSYP43 AT3G05710 1.39 0.47 3.82 0.007058 0.053166 -2.49
263517_at unknown protein  ;supported by full-lengRD2 AT2G21620 1.60 0.67 3.82 0.00707 0.053243 -2.49
249001_at putative protein strong similarity to unkn --- AT5G44990 2.70 1.43 3.82 0.007078 0.053280 -2.49
253942_at putative protein --- AT4G27010 -1.65 -0.72 -3.82 0.007082 0.053281 -2.49
254562_at  cytochrome P450 cytochrome P450, Ar CYP707A1AT4G19230 2.06 1.04 3.82 0.007082 0.053281 -2.49
250133_at thioredoxin f2 (gb|AAD35004.1)  ; suppoTRXF2 AT5G16400 -1.75 -0.80 -3.81 0.0071 0.053354 -2.49
258223_at unknown protein  ; supported by cDNA: PIFI AT3G15840 -1.41 -0.50 -3.81 0.007099 0.053354 -2.49
247177_at unknown protein ; supported by cDNA: g--- AT5G65300 2.60 1.38 3.81 0.007101 0.053354 -2.49
264250_at  gamma glutamyl hydrolase, putative simATGGH2 AT1G78680 -1.41 -0.50 -3.81 0.007099 0.053354 -2.49
262348_at unknown protein similar to transcription --- AT2G48160 -1.31 -0.39 -3.81 0.007106 0.053375 -2.50
258663_at hypothetical protein --- AT3G08670 -1.30 -0.38 -3.81 0.007113 0.053400 -2.50
266668_at hypothetical protein predicted by grail --- AT2G29760 -1.85 -0.89 -3.81 0.007115 0.053400 -2.50
247676_at  putative protein RNaseP protein p30, M--- AT5G59980 -1.71 -0.78 -3.81 0.007126 0.053469 -2.50
250335_at  lysophospholipase - like protein lysopho--- AT5G11650 1.67 0.74 3.81 0.007136 0.053527 -2.50
261725_at  small nuclear ribonucleoprotein, putativ SmD3 AT1G76300 -1.52 -0.60 -3.81 0.00714 0.053539 -2.50
254679_at  putative protein Mei2-like protein, Arabi AML3 AT4G18120 -1.37 -0.45 -3.81 0.007146 0.053546 -2.50



267637_at unknown protein predicted by genscan; --- AT2G42190 -1.59 -0.67 -3.81 0.007145 0.053546 -2.50
257291_at  DNA-binding protein, putative similar to --- AT3G15590 -1.98 -0.99 -3.81 0.007157 0.053593 -2.50
246632_at hypothetical protein similar to putative se--- AT1G29710 -1.38 -0.47 -3.81 0.007156 0.053593 -2.50
250540_at unknown protein  ; supported by cDNA: --- AT5G08580 -1.53 -0.62 -3.81 0.00716 0.053600 -2.50
253835_at  putative beta-glucosidase beta-glucosidBGLU9 AT4G27820 -1.41 -0.50 -3.81 0.007165 0.053616 -2.50
252459_s_a 1-phosphatidylinositol-4,5-bisphosphatePLC9 AT3G47220 / 1.30 0.38 3.81 0.007178 0.053698 -2.51
267309_at Expressed protein ; supported by full-len--- AT2G19385 -1.57 -0.65 -3.81 0.007181 0.053703 -2.51
244999_at RNA polymerase beta subunit --- --- -1.63 -0.71 -3.80 0.007184 0.053711 -2.51
253233_at putative protein various predicted protein--- AT4G34290 -1.67 -0.74 -3.80 0.00719 0.053739 -2.51
257828_at unknown protein --- AT3G26670 1.72 0.79 3.80 0.007213 0.053893 -2.51
260264_at hypothetical protein predicted by genefin--- AT1G68500 -1.54 -0.62 -3.80 0.00722 0.053922 -2.51
255786_at unknown protein contains similarity to chATCLH1 AT1G19670 -2.13 -1.09 -3.80 0.007223 0.053932 -2.51
263783_at putative WRKY-type DNA binding protei WRKY46 AT2G46400 3.62 1.86 3.80 0.00723 0.053966 -2.51
264678_at  putative U2 small nuclear ribonucleoproU2A' AT1G09760 -1.36 -0.45 -3.80 0.007236 0.053988 -2.51
259762_at hypothetical protein predicted by gensca--- AT1G77600 -1.40 -0.48 -3.80 0.007238 0.053988 -2.51
255495_at  predicted protein of unknown function s --- AT4G02720 -1.35 -0.44 -3.80 0.007253 0.054082 -2.52
264286_at unknown protein ;supported by full-lengtPPR336 AT1G61870 -1.71 -0.77 -3.79 0.007282 0.054129 -2.52
257178_at hemolysin-like protein similar to hemolys--- AT3G13070 1.39 0.48 3.80 0.007274 0.054129 -2.52
259140_at lycopene beta cyclase identical to lycopeLYC AT3G10230 -1.31 -0.39 -3.79 0.007283 0.054129 -2.52
247822_at  putative protein sorting nexin 2, Homo sSNX2a AT5G58440 -1.43 -0.51 -3.79 0.00728 0.054129 -2.52
260735_at  disease resistance protein, putative sim--- AT1G17610 1.80 0.85 3.79 0.007284 0.054129 -2.52
248633_at arginine methyltransferase-like protein PRMT4A AT5G49020 -1.39 -0.47 -3.80 0.007262 0.054129 -2.52
250137_at  rRNA methylase - like protein rRNA me --- AT5G15390 -1.36 -0.44 -3.79 0.007285 0.054129 -2.52
254320_at  putative protein various predicted prote --- AT4G22580 -1.30 -0.38 -3.80 0.007274 0.054129 -2.52
254432_at  reticuline oxidase -like protein reticuline--- AT4G20830 / 2.73 1.45 3.80 0.007268 0.054129 -2.52
257367_at hypothetical protein predicted by gensca--- AT2G25780 -1.37 -0.45 -3.79 0.007283 0.054129 -2.52
249312_at disease resistance protein-like --- AT5G41550 1.48 0.56 3.80 0.007264 0.054129 -2.52
263048_s_aunknown protein  ;supported by full-leng--- AT2G05310 / -1.43 -0.51 -3.79 0.007292 0.054164 -2.52
256011_at  respiratory burst oxidase protein, putativ--- AT1G19230 1.36 0.44 3.79 0.007296 0.054172 -2.52
264832_at unknown unknown --- AT1G03660 1.50 0.59 3.79 0.007299 0.054172 -2.52
267072_at unknown protein --- AT2G41170 1.45 0.54 3.79 0.007303 0.054172 -2.52
248615_at putative protein contains similarity to pepAtPNG1 AT5G49570 1.64 0.71 3.79 0.007302 0.054172 -2.52
249318_at uridine kinase-like protein AtUK/UPR AT5G40870 -1.35 -0.43 -3.79 0.007308 0.054177 -2.52
245421_at hypothetical protein --- AT4G17430 -1.28 -0.36 -3.79 0.007308 0.054177 -2.52
253585_at  putative protein hypothetical protein - S --- AT4G30720 -1.32 -0.40 -3.79 0.007323 0.054233 -2.53



250678_at selenium-binding protein-like --- AT5G06540 -1.30 -0.38 -3.79 0.007319 0.054233 -2.53
249408_at myb-related protein MYB23 AT5G40330 -1.44 -0.52 -3.79 0.007323 0.054233 -2.53
253117_at Expressed protein ; supported by full-len--- AT4G35905 -1.46 -0.55 -3.79 0.007343 0.054365 -2.53
266127_s_aputative mitochondrial translation elonga--- AT1G45332 / -1.53 -0.62 -3.79 0.007366 0.054439 -2.53
252619_at putative protein several hypothetical pro --- AT3G45210 -1.77 -0.82 -3.79 0.007367 0.054439 -2.53
266152_s_ahypothetical protein predicted by gensca--- AT2G12050 / 1.30 0.38 3.79 0.00736 0.054439 -2.53
251576_at putative protein several hypothetical pro --- AT3G58200 -1.32 -0.40 -3.79 0.007361 0.054439 -2.53
247793_at putative protein  ; supported by cDNA: gPSY1 AT5G58650 1.57 0.65 3.79 0.007363 0.054439 -2.53
259906_at unknown protein --- AT1G74120 -1.30 -0.38 -3.79 0.007366 0.054439 -2.53
248046_at receptor protein kinase-like protein --- AT5G56040 -1.51 -0.60 -3.78 0.007376 0.054478 -2.53
262199_at unknown protein ; supported by cDNA: g--- AT1G53800 -1.51 -0.60 -3.78 0.007379 0.054478 -2.54
AFFX-r2-Bs-B. subtilis /GEN=dapB /DB_XREF=gb:L --- --- -1.86 -0.90 -3.78 0.00738 0.054478 -2.54
258853_at unknown protein similar to GB:AAD5529--- AT3G06440 -1.34 -0.42 -3.78 0.007389 0.054510 -2.54
253115_at putative protein  ;supported by full-length--- AT4G35910 -1.32 -0.40 -3.78 0.007389 0.054510 -2.54
256043_at hypothetical protein contains Pfam profil --- AT1G07210 -1.57 -0.65 -3.78 0.007395 0.054536 -2.54
257702_at  CTP-synthetase, putative similar to CTPemb2742 AT3G12670 -1.42 -0.51 -3.78 0.007423 0.054724 -2.54
261431_at  Myb-related transcription factor mixta, pAtMYB47 AT1G18710 -2.74 -1.45 -3.78 0.007442 0.054793 -2.54
255243_at  putative protein hypothetical protein - A --- AT4G05590 1.34 0.42 3.78 0.007443 0.054793 -2.54
250966_at  putative protein various predicted prote --- AT5G02910 -1.44 -0.53 -3.78 0.007436 0.054793 -2.54
266051_at rhodanese-like family protein --- AT2G40760 -1.54 -0.62 -3.78 0.00744 0.054793 -2.54
250029_at galactose-1-phosphate uridyl transferase--- AT5G18200 -1.44 -0.52 -3.78 0.007444 0.054793 -2.54
255838_at unknown protein --- AT2G33490 1.33 0.41 3.78 0.007451 0.054826 -2.55
250745_at putative protein strong similarity to unkn --- AT5G05850 1.59 0.67 3.77 0.007465 0.054913 -2.55
251330_at putative protein putative protein At2g461--- AT3G61550 1.55 0.63 3.77 0.007469 0.054925 -2.55
267056_at hypothetical protein predicted by gensca--- AT2G32470 1.49 0.57 3.77 0.007475 0.054948 -2.55
245719_at DNA gyrase subunit B - like protein --- AT5G04110 -1.33 -0.41 -3.77 0.007488 0.055027 -2.55
248932_at peptide transporter PTR3 AT5G46050 3.06 1.61 3.77 0.007496 0.055067 -2.55
260746_at  glutathione transferase, putative similar ATGSTU1 AT1G78380 1.36 0.45 3.77 0.007502 0.055086 -2.55
253992_at putative protein  ;supported by full-length--- AT4G26060 1.37 0.46 3.77 0.007503 0.055086 -2.55
250546_at nhp2-like protein high mobility group-like--- AT5G08180 -1.84 -0.88 -3.77 0.007507 0.055096 -2.55
247652_at  histone H2B - like protein histone H2B, HTB4 AT5G59910 -1.45 -0.54 -3.77 0.007517 0.055150 -2.55
253543_at hypothetical protein --- AT4G31270 -1.34 -0.42 -3.77 0.007528 0.055215 -2.56
264575_at  putative chloroplast 50S ribosomal proteemb2394 AT1G05190 -1.36 -0.44 -3.77 0.007538 0.055248 -2.56
250489_s_a putative protein predicted proteins, Arab--- AT5G09710 / 1.42 0.51 3.77 0.007536 0.055248 -2.56
262072_at hypothetical protein predicted by genemZCF37 AT1G59590 2.15 1.11 3.77 0.007546 0.055295 -2.56



252759_at putative protein hypothetical proteins - A--- AT3G42630 -1.27 -0.34 -3.76 0.007566 0.055421 -2.56
246904_at  DNA methyltransferase PMT1 - like pro DNMT2 AT5G25480 -1.42 -0.50 -3.76 0.007584 0.055516 -2.56
252586_at dof6 zinc finger protein --- AT3G45610 1.38 0.46 3.76 0.007583 0.055516 -2.56
264645_at  unknown protein Similar to Saccharomy--- AT1G08940 2.52 1.33 3.76 0.007597 0.055585 -2.57
251593_at  DNA-directed RNA polymerase I 190K cNRPA1 AT3G57660 -1.66 -0.73 -3.76 0.007598 0.055585 -2.57
253706_at  putative protein D-threonine dehydroge --- AT4G29120 -1.33 -0.41 -3.76 0.007607 0.055631 -2.57
248611_at putative protein contains similarity to WRWRKY48 AT5G49520 2.63 1.39 3.76 0.00763 0.055783 -2.57
266813_at unknown protein --- AT2G44920 -1.45 -0.53 -3.76 0.007639 0.055832 -2.57
260228_at putative cytochrome P450 similar to cytoCYP98A8 AT1G74540 1.36 0.44 3.76 0.007646 0.055862 -2.57
253381_at  Tic22 -like protein strong homology to T--- AT4G33350 -1.40 -0.49 -3.75 0.007668 0.056005 -2.58
262612_at  unknown protein location of ESTs 144D--- AT1G14150 -2.15 -1.10 -3.75 0.007687 0.056126 -2.58
263287_at Expressed protein ; supported by full-len--- AT2G36145 -2.35 -1.23 -3.75 0.007692 0.056143 -2.58
263104_at unknown protein --- AT2G05120 -1.39 -0.48 -3.75 0.0077 0.056188 -2.58
249025_at putative protein contains similarity to unk--- AT5G44720 -1.74 -0.80 -3.75 0.007709 0.056235 -2.58
247327_at peroxidase (emb|CAA67551.1)  ;suppor --- AT5G64120 3.79 1.92 3.75 0.007712 0.056237 -2.58
259008_at metallothionein-like protein similar to meMT2A AT3G09390 1.39 0.48 3.75 0.007719 0.056251 -2.58
259193_at putative thylakoid lumen rotamase similaCYP38 AT3G01480 -1.54 -0.63 -3.75 0.007717 0.056251 -2.58
260269_at putative disease resistance protein simil --- AT1G63740 1.44 0.52 3.75 0.007734 0.056343 -2.58
250181_at  tRNA synthase - like protein tRNA pseu--- AT5G14460 -1.36 -0.45 -3.75 0.00774 0.056350 -2.59
255401_at hypothetical protein  ;supported by full-le--- AT4G03600 -1.44 -0.53 -3.75 0.007739 0.056350 -2.59
245629_at hypothetical protein predicted by genem--- AT1G56580 -1.49 -0.57 -3.74 0.007755 0.056359 -2.59
253424_at putative protein ; supported by cDNA: gi --- AT4G32330 -1.45 -0.54 -3.74 0.007756 0.056359 -2.59
254360_at  CDP-diacylglycerol synthetase-like prot --- AT4G22340 -1.33 -0.42 -3.75 0.007751 0.056359 -2.59
262517_at putative glutathione transferase Second ATGSTU2 AT1G17180 5.78 2.53 3.75 0.007745 0.056359 -2.59
248285_at putative protein similar to unknown prote--- AT5G52960 -1.26 -0.33 -3.75 0.007752 0.056359 -2.59
245354_at Lil3 protein ;supported by full-length cDNLIL3:1 AT4G17600 -1.42 -0.50 -3.75 0.007753 0.056359 -2.59
252608_at  putative protein 2-phosphoglycerate kin--- AT3G45090 1.39 0.48 3.74 0.007758 0.056359 -2.59
261005_at hypothetical protein similar to reticuline o--- AT1G26420 2.34 1.23 3.74 0.007767 0.056379 -2.59
254574_at expressed protein  supported by cDNA: --- AT4G19430 -3.36 -1.75 -3.74 0.007768 0.056379 -2.59
262368_at unknown protein ;supported by full-lengt --- AT1G73060 / -1.63 -0.71 -3.74 0.007769 0.056379 -2.59
265193_at unknown protein ESTs gb|T144077 and --- AT1G05070 -1.32 -0.40 -3.74 0.007773 0.056395 -2.59
260073_at putative protein kinase contains Pfam pr--- AT1G73660 -1.48 -0.56 -3.74 0.007777 0.056408 -2.59
265104_at unknown protein 3'-end of protein contaiATO2 AT1G31020 -1.35 -0.44 -3.74 0.00778 0.056408 -2.59
264048_at unknown protein --- AT2G22400 -1.54 -0.63 -3.74 0.007791 0.056453 -2.59
249304_at folylpolyglutamate synthase-like protein GLA1 AT5G41480 -1.49 -0.58 -3.74 0.007791 0.056453 -2.59



252991_at  protein kinase like protein protein kinase--- AT4G38470 2.66 1.41 3.74 0.007813 0.056594 -2.60
263797_at putative WRKY-type DNA binding protei WRKY17 AT2G24570 2.85 1.51 3.74 0.007817 0.056602 -2.60
262135_at  AP2 domain containing protein, putativeRAP2.4 AT1G78080 1.81 0.85 3.74 0.007837 0.056735 -2.60
250250_at putative protein similar to unknown prote--- AT5G13610 -1.38 -0.46 -3.74 0.007847 0.056753 -2.60
250695_at lectin-like protein kinase --- AT5G06740 2.32 1.21 3.74 0.007844 0.056753 -2.60
262408_at  protein phosphatase type 2C, putative s--- AT1G34750 2.02 1.01 3.74 0.007847 0.056753 -2.60
262636_at DEIH-box RNA/DNA helicase identical toNIH AT1G06670 -1.42 -0.50 -3.73 0.007857 0.056801 -2.60
251892_at putative protein WRI1 AT3G54320 -1.52 -0.61 -3.73 0.007866 0.056852 -2.60
247453_at putative protein similar to unknown prote--- AT5G62440 -1.47 -0.56 -3.73 0.007871 0.056854 -2.60
255967_at  protein phosphatase type 2C, putative s--- AT1G22280 1.44 0.53 3.73 0.007871 0.056854 -2.60
246405_at  disease resistance protein RPP1-WsB, --- AT1G57630 4.70 2.23 3.73 0.007881 0.056905 -2.60
255614_at putative myb-related DNA-binding prote --- AT4G01280 -1.32 -0.40 -3.73 0.007899 0.057015 -2.61
259085_at unknown protein similar to GB:CAB0554--- AT3G05000 -1.35 -0.43 -3.73 0.007905 0.057025 -2.61
267448_at putative protein phosphatase 2C --- AT2G33700 1.27 0.35 3.73 0.007904 0.057025 -2.61
259082_at unknown protein similar to hypothetical 7--- AT3G04820 -1.65 -0.72 -3.73 0.007916 0.057084 -2.61
253973_at Expressed protein ; supported by cDNA --- AT4G26555 -1.25 -0.32 -3.73 0.007927 0.057126 -2.61
251645_at  putative protein polygalacturonase (EC --- AT3G57790 -1.39 -0.47 -3.73 0.007929 0.057126 -2.61
252131_at  BCS1 protein-like protein Homo sapiensBCS1 AT3G50930 4.12 2.04 3.73 0.007926 0.057126 -2.61
258461_at hypothetical protein predicted by genefin--- AT3G17340 1.29 0.37 3.73 0.007932 0.057129 -2.61
254431_at  reticuline oxidase - like protein reticuline--- AT4G20840 -1.64 -0.71 -3.73 0.007948 0.057228 -2.61
261954_at  plastid ribosomal protein S6, putative si --- AT1G64510 -1.35 -0.43 -3.72 0.00799 0.057510 -2.62
252156_at  BCS1 protein-like protein BCS1 protein --- AT3G50940 -1.45 -0.54 -3.72 0.008007 0.057618 -2.62
265991_at chloroplast single subunit DNA-dependeSCA3 AT2G24120 -1.69 -0.76 -3.72 0.008012 0.057632 -2.62
255785_at sulfate adenylyltransferase identical to sAPS2 AT1G19920 -1.36 -0.45 -3.72 0.00803 0.057743 -2.62
246306_at  putative protein hypothetical proteins - OATBAG4 AT3G51780 -1.26 -0.33 -3.72 0.008041 0.057768 -2.63
260841_at Expressed protein ; supported by full-len--- AT1G29195 1.43 0.52 3.72 0.008039 0.057768 -2.63
265615_at putative dioxygenase  ; supported by cD--- AT2G25450 1.41 0.50 3.72 0.008036 0.057768 -2.63
261650_at envelope Ca2+-ATPase identical to env ACA1 AT1G27770 1.71 0.78 3.72 0.008055 0.057848 -2.63
246134_at protein kinase tousled  ; supported by cDTSL AT5G20930 -1.44 -0.53 -3.71 0.008066 0.057876 -2.63
252055_at  putative ribosomal protein S14 ribosom --- AT3G52580 -1.45 -0.53 -3.71 0.008063 0.057876 -2.63
260582_at hypothetical protein predicted by genefin--- AT2G47200 1.39 0.48 3.71 0.008065 0.057876 -2.63
245757_at  phosphate-induced (phi-1) protein, putaPHI-1 AT1G35140 4.78 2.26 3.71 0.008071 0.057896 -2.63
253329_at hypothetical protein --- AT4G33480 -1.30 -0.37 -3.71 0.008082 0.057957 -2.63
262155_at  glycosyl transferase, putative similar to --- AT1G52420 -1.40 -0.49 -3.71 0.008094 0.058022 -2.63
264318_at putative beta-ketoacyl-CoA synthase StrKCS2 AT1G04220 1.80 0.85 3.71 0.008104 0.058057 -2.63



265900_at unknown protein --- AT2G25730 -1.25 -0.32 -3.71 0.008107 0.058057 -2.63
248868_at putative protein similar to unknown prote--- AT5G46780 1.95 0.96 3.71 0.008102 0.058057 -2.63
263934_at hypothetical protein predicted by genefinEDA12 AT2G35950 -1.27 -0.34 -3.71 0.00811 0.058061 -2.63
250647_at putative protein contains similarity to unk--- AT5G06770 -1.35 -0.44 -3.71 0.008124 0.058130 -2.64
249786_at putative protein strong similarity to unkn ABIL3 AT5G24310 -1.77 -0.82 -3.71 0.008126 0.058130 -2.64
264553_s_a putative cinnamyl alcohol dehydrogenas--- AT1G09480 / 1.42 0.51 3.71 0.00813 0.058130 -2.64
258882_at unknown protein  ; supported by full-leng--- AT3G06330 -1.37 -0.46 -3.71 0.008132 0.058130 -2.64
260163_at putative carnitine/acylcarnitine translocaBAC2 AT1G79900 2.52 1.33 3.71 0.008131 0.058130 -2.64
253920_at  histone H2A- like protein histone H2A.4HTA2 AT4G27230 -1.56 -0.65 -3.71 0.008152 0.058233 -2.64
266811_at unknown protein --- AT2G44850 -1.32 -0.40 -3.71 0.008149 0.058233 -2.64
258282_at unknown protein --- AT3G26910 2.20 1.14 3.70 0.008165 0.058312 -2.64
253643_at hypothetical protein  ;supported by full-le--- AT4G29780 2.89 1.53 3.70 0.008181 0.058405 -2.64
250472_at putative protein --- AT5G10210 1.47 0.56 3.70 0.008186 0.058427 -2.64
247510_at  putative protein predicted proteins, D.m--- AT5G62030 -1.44 -0.53 -3.70 0.00819 0.058436 -2.65
256248_at hypothetical protein --- AT3G66652 -1.55 -0.63 -3.70 0.008201 0.058492 -2.65
261435_at  GTP-binding protein, putative similar to --- AT1G07615 / -1.66 -0.73 -3.70 0.008204 0.058499 -2.65
254764_at putative protein  ; supported by cDNA: g--- AT4G13250 1.93 0.95 3.70 0.008209 0.058517 -2.65
258810_at hypothetical protein similar to hypothetic--- AT3G03970 1.39 0.48 3.70 0.008215 0.058530 -2.65
266240_at putative RNA-binding protein  ; supporte--- AT2G29580 -1.26 -0.33 -3.70 0.008216 0.058530 -2.65
253688_at putative protein  ;supported by full-length--- AT4G29590 -1.54 -0.63 -3.70 0.008229 0.058586 -2.65
258436_at putative RING zinc finger protein similar ATL2 AT3G16720 2.30 1.20 3.70 0.008228 0.058586 -2.65
254483_at  putative protein CRP1, Zea mays, PID:g--- AT4G20740 -1.51 -0.59 -3.70 0.008241 0.058653 -2.65
264673_at Expressed protein ; supported by full-lenATATP-PRAT1G09795 -1.35 -0.43 -3.70 0.008254 0.058724 -2.65
259258_at  putative ribulose-1,5-bisphosphate carb--- AT3G07670 -1.67 -0.74 -3.70 0.008259 0.058739 -2.65
245202_at F12A21.14 similar to receptor protein kin--- AT1G67720 -1.45 -0.54 -3.70 0.008264 0.058760 -2.65
265385_at putative diacylglycerol kinase  ;supporte --- AT2G20900 1.68 0.75 3.69 0.008272 0.058795 -2.66
247277_at putative protein similar to unknown prote--- AT5G64420 -1.35 -0.44 -3.69 0.008284 0.058803 -2.66
252147_at putative protein several hypothetical pro --- AT3G51270 -1.56 -0.64 -3.69 0.008284 0.058803 -2.66
255138_at  extensin-like protein extensin class 1 pr --- AT4G08380 1.30 0.37 3.69 0.008286 0.058803 -2.66
266318_at Mutator-like transposase similar to  MURFRS3 AT2G27110 -1.25 -0.32 -3.69 0.008276 0.058803 -2.66
245446_at enoyl-CoA hydratase --- AT4G16800 -1.36 -0.44 -3.69 0.00828 0.058803 -2.66
254204_at  putative protein CGI-58 protein - Homo --- AT4G24160 1.90 0.93 3.69 0.008298 0.058871 -2.66
251663_at  putative protein hypothetical protein At2--- AT3G57070 -1.34 -0.43 -3.69 0.008305 0.058889 -2.66
255627_at Expressed protein ; supported by full-len--- AT4G00955 1.29 0.37 3.69 0.008305 0.058889 -2.66
252548_at  kinesin-related protein - like kinesin-rela--- AT3G45850 -1.39 -0.47 -3.69 0.008314 0.058896 -2.66



248310_at putative protein similar to unknown proteCPuORF14AT5G52550 / -1.31 -0.39 -3.69 0.00831 0.058896 -2.66
252205_at  hypothetical protein various predicted p --- AT3G50350 -1.47 -0.55 -3.69 0.008312 0.058896 -2.66
261646_at putative lipase similar to hypothetical pro--- AT1G27690 -1.35 -0.44 -3.69 0.008322 0.058930 -2.66
261122_at ornithine carbamoyltransferase precursoOTC AT1G75330 -1.50 -0.59 -3.69 0.008327 0.058949 -2.66
246509_at valine--tRNA ligase-like protein several bEMB2247 AT5G16715 -1.63 -0.71 -3.69 0.008336 0.058999 -2.66
263678_at hypothetical protein Similar to Babesia a--- AT1G04420 -1.62 -0.70 -3.69 0.008345 0.059042 -2.67
251072_at  putative protein wound-inducible protein--- AT5G01740 -1.85 -0.89 -3.69 0.008351 0.059065 -2.67
251522_at hypothetical protein --- AT3G59430 -1.38 -0.46 -3.69 0.008357 0.059088 -2.67
263200_at hypothetical protein predicted by gensca--- AT1G05600 -1.48 -0.57 -3.68 0.008377 0.059210 -2.67
262663_at hypothetical protein identical to hypothet--- AT1G13940 -1.38 -0.46 -3.68 0.00839 0.059287 -2.67
253114_at GTP-binding protein GB2  ;supported byATGB2 AT4G35860 1.40 0.49 3.68 0.008406 0.059379 -2.67
260676_at  integral membrane protein, putative sim--- AT1G19450 -1.77 -0.83 -3.68 0.008427 0.059511 -2.68
262640_at hypothetical protein --- AT1G62760 9.94 3.31 3.68 0.00846 0.059721 -2.68
263268_at unknown protein --- --- -1.35 -0.43 -3.68 0.008462 0.059721 -2.68
248693_at regulator of chromosome condensation --- AT5G48330 -1.55 -0.63 -3.68 0.008466 0.059732 -2.68
264455_at hypothetical protein predicted by gensca--- AT1G10330 -1.41 -0.50 -3.68 0.008469 0.059736 -2.68
260462_at  ZIP4, a putative zinc transporter per sugZIP4 AT1G10970 -1.71 -0.78 -3.68 0.008481 0.059796 -2.68
246190_at hypothetical protein (fragment) ;supporteATBPM5 AT5G21010 -1.27 -0.34 -3.67 0.008484 0.059799 -2.68
258696_at hypothetical protein predicted by genscaHCF152 AT3G09650 -1.61 -0.68 -3.67 0.008496 0.059835 -2.68
260215_at unknown protein --- AT1G74530 -1.34 -0.42 -3.67 0.008501 0.059835 -2.68
254126_at RNA-binding protein RNP-T precursor  ; RBP31 AT4G24770 -1.36 -0.44 -3.67 0.008492 0.059835 -2.68
251814_at chlorophyll a/b-binding protein  ; supportLHCA1 AT3G54890 -1.25 -0.32 -3.67 0.008502 0.059835 -2.68
250262_at  putative protein peptidyl-prolyl cis-trans --- AT5G13410 -1.68 -0.75 -3.67 0.0085 0.059835 -2.68
249093_at putative protein similar to unknown prote--- AT5G43880 -1.28 -0.36 -3.67 0.008518 0.059884 -2.69
258787_at hypothetical protein predicted by genscaPUB24 AT3G11840 3.92 1.97 3.67 0.008525 0.059884 -2.69
262846_at  endomembrane protein, putative similar--- AT1G14670 1.37 0.45 3.67 0.008527 0.059884 -2.69
246070_at  ribosomal protein L7Ae-like NHP2/RS6 --- AT5G20160 -1.58 -0.66 -3.67 0.008523 0.059884 -2.69
250522_at cleft lip and palate associated transmem--- AT5G08500 -1.31 -0.39 -3.67 0.00853 0.059884 -2.69
267375_at G protein alpha subunit 1 (GPA1) identicGP ALPHAAT2G26300 1.40 0.48 3.67 0.008528 0.059884 -2.69
263019_at  trehalose 6-phosphate synthase, putativATTPS9 AT1G23870 2.36 1.24 3.67 0.008511 0.059884 -2.69
252011_at carbonic anhydrase (CAH1)  ; supportedACA1 AT3G52720 -1.53 -0.61 -3.67 0.008528 0.059884 -2.69
245605_at ribonucleoprotein like protein --- AT4G14300 -1.27 -0.34 -3.67 0.008538 0.059907 -2.69
245885_at  putative protein phi-1 - Nicotiana tabacuEXL4 AT5G09440 1.73 0.79 3.67 0.008537 0.059907 -2.69
248757_at putative protein contains similarity to unk--- AT5G47680 -1.29 -0.37 -3.67 0.008564 0.060023 -2.69
249291_at glutathione transferase AtGST 10 (emb| ATGSTT1 AT5G41210 -1.38 -0.46 -3.67 0.008567 0.060023 -2.69



246564_at  putative protein hypothetical protein F14--- AT5G15610 -1.27 -0.35 -3.67 0.008562 0.060023 -2.69
245628_at  anthocyanin2, putative similar to anthocPAP1 AT1G56650 -1.59 -0.67 -3.67 0.008559 0.060023 -2.69
255910_at unknown protein contains similarity to pr--- AT1G18030 -1.34 -0.42 -3.67 0.008568 0.060023 -2.69
252566_at  cytoplasmic ribosomal protein S15a -lik RPS15AD AT3G46040 -1.47 -0.55 -3.67 0.008584 0.060061 -2.69
257345_s_apseudogene --- --- 1.27 0.35 3.67 0.008582 0.060061 -2.69
261132_at hypothetical protein predicted by genemTGD1 AT1G19800 -1.32 -0.40 -3.67 0.008583 0.060061 -2.69
253951_at  putative Proline synthetase associated --- AT4G26860 -1.58 -0.66 -3.67 0.008581 0.060061 -2.69
260626_at  storage protein, putative similar to GB:C--- AT1G08040 -1.39 -0.48 -3.66 0.008592 0.060101 -2.70
259734_at unknown protein similar to GB:AAD4142--- AT1G77500 1.93 0.95 3.66 0.008598 0.060120 -2.70
266995_at putative cytochrome P450 CYP710A1AT2G34500 3.60 1.85 3.66 0.008605 0.060125 -2.70
249092_at putative protein similar to unknown prote--- AT5G43710 -1.39 -0.48 -3.66 0.008602 0.060125 -2.70
249417_at  calcium-binding protein - like cbp1 calci --- AT5G39670 5.47 2.45 3.66 0.008606 0.060125 -2.70
250381_at  putative protein various predicted prote --- AT5G11610 -1.74 -0.80 -3.66 0.008618 0.060191 -2.70
255899_at  zinc-finger protein (C-terminal), putative--- AT1G17970 -1.58 -0.66 -3.66 0.008634 0.060280 -2.70
247726_at telomere repeat-binding protein TRP1 AT5G59430 1.45 0.54 3.66 0.008638 0.060285 -2.70
250996_at  putative protein BcDNA.LD24793, Dros --- AT5G02530 -1.31 -0.39 -3.66 0.00864 0.060285 -2.70
258181_at nitrate transporter identical to nitrate tran--- AT3G21670 -1.56 -0.64 -3.66 0.008654 0.060370 -2.70
247734_at  putative protein predicted protein, Arabi --- AT5G59400 1.37 0.46 3.66 0.008664 0.060416 -2.70
266137_at unknown protein  ;supported by full-leng--- AT2G45010 1.33 0.41 3.66 0.008673 0.060440 -2.71
257966_at unknown protein  ;supported by full-leng--- AT3G19800 -1.53 -0.62 -3.66 0.008672 0.060440 -2.71
250111_at acetolactate synthase-like protein --- AT5G16290 -1.55 -0.63 -3.66 0.008681 0.060481 -2.71
252032_at  putative protein RNA-binding protein 30--- AT3G52150 -1.28 -0.36 -3.66 0.008694 0.060540 -2.71
253486_at  putative protein KIAA0260 gene, human--- AT4G31600 -1.34 -0.42 -3.66 0.008695 0.060540 -2.71
247507_at  putative protein predicted protein, ArabiAPO3 AT5G61930 -1.79 -0.84 -3.65 0.00872 0.060659 -2.71
251003_at putative protein --- AT5G02690 1.35 0.44 3.65 0.008723 0.060659 -2.71
251810_at  putative protein predicted pectate-lyase--- AT3G55250 -1.46 -0.54 -3.65 0.008721 0.060659 -2.71
246703_at  mitogen activated protein kinase - like pWNK9 AT5G28080 -2.46 -1.30 -3.65 0.008715 0.060659 -2.71
266422_at hypothetical protein predicted by genscaGAUT7 AT2G38650 -1.32 -0.40 -3.65 0.008735 0.060677 -2.71
267509_at MADS-box protein (AGL20)  ; supportedAGL20 AT2G45660 -1.53 -0.62 -3.65 0.008728 0.060677 -2.71
248238_at putative protein similar to unknown prote--- AT5G53900 -1.51 -0.59 -3.65 0.008736 0.060677 -2.71
250036_at  putative protein predicted proteins, Arab--- AT5G18340 -1.47 -0.56 -3.65 0.008733 0.060677 -2.71
266579_at putative small nuclear ribonucleoprotein SNRNP-G AT2G23930 -1.43 -0.52 -3.65 0.008744 0.060684 -2.71
248103_at ubiquitin-like protein SMT3-like  ; supporSUMO2 AT5G55160 -1.55 -0.63 -3.65 0.008746 0.060684 -2.71
257926_at unknown protein contains Pfam profile: P--- AT3G23280 -1.26 -0.33 -3.65 0.008747 0.060684 -2.71
267293_at hypothetical protein TET8 AT2G23810 1.68 0.75 3.65 0.008741 0.060684 -2.71



266216_at putative DOF zinc finger protein --- AT2G28810 -1.38 -0.46 -3.65 0.008765 0.060788 -2.72
250088_at APG5 (autophagy 5)-like protein APG5 AT5G17290 1.34 0.42 3.65 0.00879 0.060943 -2.72
267140_at putative GT-1-like transcription factor --- AT2G38250 1.70 0.76 3.65 0.008801 0.060999 -2.72
251172_at  putative protein chloroplast ribosome reRRF AT3G63190 -1.31 -0.39 -3.64 0.008827 0.061158 -2.72
253331_at  nucellin -like protein nucellin - Hordeum--- AT4G33490 -1.54 -0.62 -3.64 0.008831 0.061170 -2.72
250202_at putative protein similar to unknown prote--- AT5G13970 -1.39 -0.47 -3.64 0.008844 0.061244 -2.73
251302_at  RAV-like protein DNA-binding protein RNGA2 AT3G61970 -1.25 -0.33 -3.64 0.008856 0.061308 -2.73
251697_at  putative protein hypothetical protein At2--- AT3G56600 1.26 0.33 3.64 0.008867 0.061362 -2.73
246623_at  nuM1 protein, putative similar to nuM1 pATNUC-L1AT1G48920 -1.48 -0.57 -3.64 0.008878 0.061421 -2.73
259311_at putative SAR DNA-binding protein-1 sim--- AT3G05060 -1.76 -0.82 -3.64 0.008882 0.061431 -2.73
261787_at hypothetical protein predicted by genem--- AT1G16020 -1.34 -0.42 -3.64 0.008891 0.061453 -2.73
254682_at  putative protein WERBP-1 - Nicotiana taUNE16 AT4G13640 -1.38 -0.47 -3.64 0.008888 0.061453 -2.73
255549_at predicted protein of unknown function GPAT3 AT4G01950 4.07 2.03 3.64 0.008895 0.061466 -2.73
263638_at unknown protein --- AT2G25310 -1.26 -0.34 -3.64 0.008901 0.061487 -2.73
260852_at  transmembrane protein, putative similar--- AT1G21900 1.29 0.36 3.64 0.008908 0.061501 -2.73
259914_at hypothetical protein predicted by genefin--- AT1G72640 -1.44 -0.53 -3.64 0.008906 0.061501 -2.73
253958_at  putative protein RING zinc finger protein--- AT4G26400 1.37 0.45 3.64 0.008913 0.061516 -2.73
255902_at  transcription factor, putative similar to tr --- AT1G17880 -1.33 -0.41 -3.64 0.008923 0.061567 -2.74
253531_at  putative protein tomato leucine zipper-cATEXO70GAT4G31540 -1.32 -0.40 -3.63 0.008935 0.061612 -2.74
261622_at hypothetical protein predicted by genem--- AT1G01970 -1.36 -0.44 -3.63 0.008935 0.061612 -2.74
247249_at putative protein similar to unknown prote--- AT5G64670 -1.51 -0.60 -3.63 0.008938 0.061615 -2.74
250470_at  (3R)-hydroxymyristoyl-[acyl carrier prote--- AT5G10160 1.43 0.52 3.63 0.008947 0.061631 -2.74
264045_at putative GTP cyclohydrolase --- AT2G22450 -1.31 -0.39 -3.63 0.008949 0.061631 -2.74
259335_s_aunknown protein similar to unknown pro --- AT3G03930 / -1.45 -0.54 -3.63 0.008947 0.061631 -2.74
251098_at light-inducible protein ATLS1 --- AT5G01650 -1.27 -0.34 -3.63 0.008959 0.061649 -2.74
265577_at unknown protein --- AT2G20100 -1.30 -0.38 -3.63 0.008959 0.061649 -2.74
247205_at unknown protein  ;supported by full-lengPROPEP2 AT5G64890 4.15 2.05 3.63 0.008955 0.061649 -2.74
263128_at  zinc finger protein, putative similar to zinLZF1 AT1G78600 -1.69 -0.75 -3.63 0.008982 0.061782 -2.74
264042_at putative steroid sulfotransferase  ; suppoST AT2G03760 3.78 1.92 3.63 0.008988 0.061788 -2.74
263845_at phenylalanine ammonia lyase (PAL1)  ; pal1 AT2G37040 2.74 1.46 3.63 0.008986 0.061788 -2.74
267358_at proline transporter 1  ;supported by full-l PROT1 AT2G39890 -1.42 -0.51 -3.63 0.009004 0.061865 -2.75
245359_at carnitine racemase like protein ;supporteIBR10 AT4G14430 1.71 0.77 3.63 0.009004 0.061865 -2.75
255586_at hypothetical protein  ;supported by full-leMEE49 AT4G01560 -1.65 -0.72 -3.63 0.009019 0.061944 -2.75
247295_at putative protein similar to unknown prote--- AT5G64180 -1.36 -0.44 -3.63 0.00903 0.062003 -2.75
259242_at putative actin similar to actin 1 GB:P025ATARP6 AT3G33520 -1.31 -0.38 -3.63 0.009038 0.062041 -2.75



262059_at  DnaJ protein, putative similar to DnaJ h--- AT1G80030 -1.51 -0.59 -3.63 0.009046 0.062076 -2.75
264471_at hypothetical protein predicted by genem--- AT1G67120 -1.69 -0.76 -3.62 0.009067 0.062185 -2.75
257005_at hypothetical protein predicted by gensca--- AT3G14190 -1.41 -0.49 -3.62 0.009068 0.062185 -2.75
261388_at Expressed protein ; supported by cDNA --- AT1G05385 -1.30 -0.37 -3.62 0.00907 0.062185 -2.75
256394_at unknown protein contains non-consensu--- AT3G06290 -1.31 -0.39 -3.62 0.009074 0.062192 -2.75
266892_at putative glycine dehydrogenase AtGLDP2 AT2G26080 -1.45 -0.54 -3.62 0.009086 0.062248 -2.75
262946_at hypothetical protein predicted by gensca--- AT1G79390 -1.34 -0.43 -3.62 0.009088 0.062248 -2.76
266808_at Expressed protein ; supported by full-len--- AT2G29995 1.46 0.55 3.62 0.009093 0.062249 -2.76
256430_at DREB2B transcription factor identical to DREB2B AT3G11020 -1.32 -0.40 -3.62 0.009092 0.062249 -2.76
263829_at unknown protein --- AT2G40435 -2.29 -1.19 -3.62 0.009097 0.062255 -2.76
262452_at hypothetical protein similar to hypothetic--- AT1G11210 -1.34 -0.42 -3.62 0.009107 0.062304 -2.76
247449_at  putative protein swelling-induced chlorid--- AT5G62290 -1.66 -0.73 -3.62 0.009117 0.062304 -2.76
246262_at hypothetical protein --- AT1G31790 -1.51 -0.60 -3.62 0.009114 0.062304 -2.76
256398_at putative major intrinsic protein contains NIP7;1 AT3G06100 1.26 0.33 3.62 0.009114 0.062304 -2.76
259251_at unknown protein identical to residues 23--- AT3G07600 2.40 1.26 3.62 0.009118 0.062304 -2.76
262622_at hypothetical protein predicted by genem--- AT1G06510 -1.29 -0.37 -3.62 0.009129 0.062361 -2.76
248336_at unknown protein  ; supported by cDNA: --- AT5G52420 -1.61 -0.69 -3.62 0.00914 0.062420 -2.76
252239_at  putative protein putative protein - Droso--- AT3G49990 -1.63 -0.70 -3.62 0.009145 0.062437 -2.76
264850_at unknown protein similar to F5J6.8 and C--- AT2G17340 -1.32 -0.40 -3.62 0.009151 0.062459 -2.76
247212_at putative protein similar to unknown prote--- AT5G65040 1.28 0.36 3.62 0.009156 0.062475 -2.76
260619_at  glyoxalase I, putative similar to GB:Y13 --- AT1G08110 -1.45 -0.54 -3.62 0.00916 0.062475 -2.76
250128_at zinc finger protein 3 (gb|AAD27875.1)  ;sZFN3 AT5G16540 -1.56 -0.64 -3.62 0.009162 0.062475 -2.76
266717_at Expressed protein ; supported by full-len--- AT2G46735 1.33 0.41 3.61 0.009171 0.062504 -2.76
244986_at ribosomal protein S19 --- --- -1.59 -0.67 -3.61 0.00917 0.062504 -2.76
247287_at unknown protein  ; supported by cDNA: --- AT5G64230 1.72 0.78 3.61 0.009178 0.062528 -2.77
257459_at unknown protein --- AT1G24040 -1.33 -0.42 -3.61 0.009184 0.062552 -2.77
257700_at unknown protein similar to unknown pro ALIS1 AT3G12740 1.40 0.49 3.61 0.009198 0.062554 -2.77
247464_at  putative protein various predicted prote IQD23 AT5G62070 1.64 0.71 3.61 0.009195 0.062554 -2.77
264946_at hypothetical protein predicted by genem--- AT1G77010 -1.42 -0.50 -3.61 0.009195 0.062554 -2.77
251451_s_aputative protein several hypothetical pro --- AT3G60040 / -1.35 -0.43 -3.61 0.009197 0.062554 -2.77
262728_at receptor kinase (CLV1) identical to rece CLV1 AT1G75820 -1.70 -0.76 -3.61 0.00919 0.062554 -2.77
253779_at receptor-like protein kinase 5 precursor HAE AT4G28490 1.87 0.90 3.61 0.009203 0.062570 -2.77
257228_at NADPH:quinone oxidoreductase (NQR) NQR AT3G27890 1.30 0.38 3.61 0.009209 0.062592 -2.77
251662_at  putative protein DNA-DIRECTED RNA NRPE5 AT3G57080 -1.43 -0.52 -3.61 0.009213 0.062602 -2.77
251479_at  serine/threonine-specific kinase lecRK1ATHLECR AT3G59700 2.17 1.11 3.61 0.009226 0.062621 -2.77



255426_at putative protein --- AT4G03370 1.32 0.40 3.61 0.009226 0.062621 -2.77
253444_at  putative protein ring finger protein, Hord--- AT4G32600 -1.29 -0.37 -3.61 0.009225 0.062621 -2.77
265470_at putative protein with C-terminal RING fin--- AT2G37150 1.41 0.50 3.61 0.009227 0.062621 -2.77
255926_at  AP2 domain containing protein RAP2, p--- AT1G22190 1.86 0.90 3.61 0.009246 0.062673 -2.77
258390_at unknown protein similar to leucine-rich r --- AT3G15410 -1.32 -0.40 -3.61 0.009248 0.062673 -2.77
250190_at  ribosomal protein precursor - like riboso--- AT5G14320 -1.31 -0.39 -3.61 0.009245 0.062673 -2.77
246548_at putative protein  ;supported by full-length--- AT5G14910 -1.36 -0.44 -3.61 0.009241 0.062673 -2.77
259982_at  putative RING zinc finger protein contai ATL8 AT1G76410 2.26 1.17 3.61 0.009244 0.062673 -2.77
262381_at  virus resistance protein, putative similar--- AT1G72900 3.26 1.70 3.61 0.009253 0.062684 -2.77
248606_at putative protein contains similarity to bZ CPuORF4 AT5G49448 / 1.65 0.72 3.61 0.009258 0.062701 -2.77
258225_at unknown protein  ; supported by cDNA: --- AT3G15630 2.03 1.02 3.61 0.009269 0.062720 -2.78
251407_at  Arm repeat containing protein - like arm--- AT3G60350 -1.36 -0.44 -3.61 0.00927 0.062720 -2.78
264371_at pEARLI 1-like protein may be induced wELP AT1G12090 -1.77 -0.83 -3.61 0.00927 0.062720 -2.78
245830_at hypothetical protein predicted by genem--- AT1G57790 -1.29 -0.37 -3.61 0.009272 0.062720 -2.78
260566_at cysteine synthase (cpACS1)  ;supportedOASB AT2G43750 -1.42 -0.51 -3.60 0.009312 0.062973 -2.78
257799_at  protein kinase, putative similar to somat--- AT3G15890 -1.35 -0.43 -3.60 0.009317 0.062990 -2.78
248167_at putative protein similar to unknown prote--- AT5G54530 -1.49 -0.58 -3.60 0.009322 0.063001 -2.78
260457_at unknown protein --- AT1G72480 -1.33 -0.42 -3.60 0.009325 0.063007 -2.78
252552_at putative protein --- AT3G45900 -1.50 -0.58 -3.60 0.009335 0.063045 -2.78
262228_at  protein kinase, putative similar to protei --- AT1G68690 2.77 1.47 3.60 0.009338 0.063045 -2.78
249457_s_a zinc finger -like protein transcription fac VIM4 AT1G66040 / 1.48 0.56 3.60 0.009339 0.063045 -2.78
267578_at Expressed protein ; supported by cDNA --- AT2G30695 -1.74 -0.80 -3.60 0.009347 0.063078 -2.78
266417_at putative non-green plastid inner envelop--- AT2G38550 -1.42 -0.50 -3.60 0.009354 0.063108 -2.79
261044_at  molybdopterin biosynthesis CNX3 proteCNX3 AT1G01290 -1.36 -0.45 -3.60 0.009362 0.063124 -2.79
255035_at putative protein --- AT4G09550 -1.51 -0.60 -3.60 0.00936 0.063124 -2.79
252602_at  putative protein KIAA1094 protein, Hom--- AT3G45040 1.38 0.46 3.60 0.009377 0.063207 -2.79
254599_at  putative protein hypothetical protein YP --- AT4G19000 1.37 0.45 3.60 0.009387 0.063256 -2.79
259278_at hypothetical protein predicted by gensca--- AT3G01160 -1.39 -0.47 -3.60 0.009395 0.063290 -2.79
253166_at  putative protein putative ligand-gated ioGLUR2 AT4G35290 -1.57 -0.65 -3.60 0.009401 0.063309 -2.79
253445_at  putative protein pAFD103 mRNA, Malus--- AT4G32605 / -1.38 -0.47 -3.59 0.009422 0.063423 -2.79
255585_at putative NAM-like protein anac069 AT4G01550 -1.57 -0.65 -3.59 0.009423 0.063423 -2.79
255260_at  score=63.7, E=3.9e-15, N=8  ; supporte--- AT4G05040 -1.44 -0.52 -3.59 0.009432 0.063460 -2.79
256341_at  deoxyguanosine kinase, putative simila --- AT1G72040 -1.74 -0.80 -3.59 0.009434 0.063460 -2.79
266034_at Expressed protein ; supported by full-lenFIP1 AT2G06005 -1.28 -0.36 -3.59 0.009466 0.063653 -2.80
266509_at DegP2 protease identical to DegP2 prot DEGP2 AT2G47940 -1.38 -0.47 -3.59 0.009474 0.063692 -2.80



265340_at putative AAA-type ATPase similar to 26S--- AT2G18330 -1.70 -0.77 -3.59 0.009489 0.063772 -2.80
255883_at  unknown protein similar to putative prol --- AT1G20270 -1.42 -0.50 -3.59 0.009521 0.063931 -2.80
245678_at unknown protein --- AT1G56610 -1.48 -0.56 -3.59 0.009519 0.063931 -2.80
246213_at serine C-palmitoyltransferase like protei ATLCB1 AT4G36480 1.43 0.51 3.59 0.009519 0.063931 -2.80
253216_at  cyclophilin - like protein cyclophilin, Ara --- AT4G34960 -1.41 -0.49 -3.58 0.009536 0.064015 -2.81
261259_at unknown protein --- AT1G26660 -1.35 -0.43 -3.58 0.009552 0.064101 -2.81
254116_at hypothetical protein --- AT4G24730 1.30 0.38 3.58 0.009561 0.064144 -2.81
260664_at  myb-related protein, putative similar to GATRL5 AT1G19510 -1.83 -0.88 -3.58 0.009565 0.064150 -2.81
259571_at hypothetical protein --- AT1G20410 -1.47 -0.56 -3.58 0.009577 0.064213 -2.81
248687_at ADPG pyrophosphorylase small subunit ADG1 AT5G48300 -1.79 -0.84 -3.58 0.009583 0.064236 -2.81
245790_at glycerol-3-phosphate acyltransferase ideATS1 AT1G32200 -1.40 -0.48 -3.58 0.009601 0.064335 -2.81
259540_at  nodule inception protein, putative simila--- AT1G20640 -1.65 -0.72 -3.58 0.009614 0.064401 -2.81
252272_at  receptor protein kinase - like protein CLBAM2 AT3G49670 -1.84 -0.88 -3.58 0.009622 0.064427 -2.82
255288_at coded for by A. thaliana cDNA T41604 --- AT4G04670 -1.56 -0.64 -3.58 0.009626 0.064427 -2.82
247777_at  putative protein MNUDC protein, Homo --- AT5G58740 -1.28 -0.36 -3.58 0.009626 0.064427 -2.82
266718_at putative zinc transporter  ;supported by fZAT AT2G46800 1.34 0.42 3.58 0.009637 0.064479 -2.82
261266_at expansin 10 identical to GB:AAF61712 fATEXPA10AT1G26770 1.50 0.59 3.58 0.009646 0.064521 -2.82
245252_at ethylene responsive element binding facATERF-1 AT4G17500 2.44 1.29 3.57 0.009668 0.064631 -2.82
266402_at hypothetical protein predicted by genefin--- AT2G38780 -1.59 -0.67 -3.57 0.009666 0.064631 -2.82
247198_at unknown protein --- AT5G65290 1.30 0.38 3.57 0.009672 0.064643 -2.82
263432_at putative beta-hydroxyacyl-ACP dehydra --- AT2G22230 -1.45 -0.53 -3.57 0.00968 0.064658 -2.82
254847_at  putative phospholipase D-gamma phos PLDGAMMAT4G11850 2.04 1.03 3.57 0.009683 0.064658 -2.82
252964_at  receptor-like protein kinase - like protein--- AT4G38830 1.32 0.40 3.57 0.009682 0.064658 -2.82
245592_at CCAAT-binding transcription factor subuNF-YB3 AT4G14540 -1.49 -0.58 -3.57 0.00969 0.064668 -2.82
262315_at unknown protein ;supported by full-lengt --- AT1G70990 1.83 0.88 3.57 0.009689 0.064668 -2.82
263873_at unknown protein predicted by genscan;s--- AT2G21860 -1.43 -0.51 -3.57 0.009705 0.064746 -2.82
258689_at putative GTPase activating protein conta--- AT3G07940 -1.29 -0.36 -3.57 0.009713 0.064785 -2.83
252943_at cinnamyl-alcohol dehydrogenase CAD1 CAD9 AT4G39330 7.36 2.88 3.57 0.009723 0.064810 -2.83
247844_at  ARR2 - like protein ARR2 protein, Arab ARR18 AT5G58080 1.28 0.36 3.57 0.009722 0.064810 -2.83
253396_at  putative protein RNA-binding protein LAAtLa1 AT4G32720 -1.32 -0.40 -3.57 0.009738 0.064818 -2.83
251784_at  putative protein photosystem II oxygen PPL1 AT3G55330 -1.60 -0.68 -3.57 0.009732 0.064818 -2.83
252092_at  mucin-like protein hemomucin, DrosophSSL4 AT3G51420 -1.65 -0.72 -3.57 0.009734 0.064818 -2.83
265854_at hypothetical protein predicted by gensca--- AT2G42370 -1.28 -0.36 -3.57 0.009738 0.064818 -2.83
249336_at putative protein similar to unknown proteDRB5 AT5G41070 1.64 0.71 3.57 0.009729 0.064818 -2.83
263259_at putative zinc-binding protein similar to ziPUB18 AT1G10560 1.71 0.77 3.57 0.009757 0.064924 -2.83



267393_at similar to axi 1 protein from Nicotiana ta --- AT2G44500 1.69 0.75 3.56 0.009801 0.065195 -2.83
267180_at unknown protein  ; supported by cDNA: SLT1 AT2G37570 -1.34 -0.42 -3.56 0.009804 0.065195 -2.84
262584_at  hypothetical protein Strong similarity to --- AT1G15440 -1.88 -0.91 -3.56 0.009834 0.065356 -2.84
247489_at  carbonyl reductase - like protein inducib--- AT5G61830 -1.37 -0.45 -3.56 0.009831 0.065356 -2.84
261395_at unknown protein similar to putative AP2 --- AT1G79700 2.02 1.01 3.56 0.009853 0.065430 -2.84
252977_at  Phospholipase like protein Arabidopsis --- AT4G38560 2.18 1.13 3.56 0.009851 0.065430 -2.84
259401_at hypothetical protein contains similarity toCSTF77 AT1G17760 -1.63 -0.70 -3.56 0.009851 0.065430 -2.84
266662_at hypothetical protein predicted by gensca--- AT2G25830 -1.46 -0.54 -3.56 0.009857 0.065436 -2.84
245597_at salt-inducible protein homolog --- AT4G14190 -1.32 -0.40 -3.56 0.009866 0.065475 -2.84
260309_at putative alanine aminotransferase similaAOAT2 AT1G70580 -1.45 -0.54 -3.56 0.009869 0.065478 -2.84
263597_at hypothetical protein predicted by gensca--- AT2G01870 -2.04 -1.03 -3.56 0.009874 0.065494 -2.84
251186_at  putative protein unknown protein At2g4 --- AT3G62790 -1.25 -0.32 -3.56 0.009882 0.065524 -2.84
250139_at  putative protein de novo DNA methyltraDRM2 AT5G14620 -1.25 -0.32 -3.56 0.009895 0.065589 -2.84
264082_at unknown protein  ;supported by full-leng--- AT2G28570 1.32 0.40 3.56 0.009898 0.065589 -2.85
258148_s_a DNA-directed RNA polymerase II seconNRPD2B AT3G18090 / -1.63 -0.70 -3.56 0.009903 0.065589 -2.85
265082_at hypothetical protein predicted by genefin--- AT1G03830 -1.32 -0.40 -3.56 0.009901 0.065589 -2.85
258081_at Expressed protein ; supported by full-len--- AT3G26085 -1.33 -0.41 -3.56 0.009908 0.065602 -2.85
256510_at  ATP-dependent Clp protease ATP-bind --- AT1G33360 1.37 0.45 3.55 0.009921 0.065650 -2.85
262956_at  eukaryotic translation initiation factor 4AEIF4A-2 AT1G54270 1.38 0.47 3.55 0.009919 0.065650 -2.85
264633_at  step II splicing factor, putative similar toSMP1 AT1G65660 -1.34 -0.42 -3.55 0.009933 0.065708 -2.85
248440_at acid phosphatase --- AT5G51260 1.40 0.48 3.55 0.009955 0.065839 -2.85
267635_at rhodanese-like family protein ;supported--- AT2G42220 -1.63 -0.71 -3.55 0.009961 0.065857 -2.85
258104_at hypothetical protein predicted by genem--- AT3G23620 -1.59 -0.67 -3.55 0.009967 0.065879 -2.85
257016_at  protein kinase, putative similar to PROT--- AT3G28690 -1.37 -0.46 -3.55 0.009995 0.065972 -2.86
250238_at unknown protein DCP2 AT5G13570 -1.31 -0.39 -3.55 0.009996 0.065972 -2.86
254289_at  putative protein predicted protein, Arabi --- AT4G22980 3.35 1.75 3.55 0.009986 0.065972 -2.85
258188_at unknown protein  ;supported by full-leng--- AT3G17800 -1.42 -0.51 -3.55 0.009992 0.065972 -2.86
256177_at  protein kinase, putative contains Pfam p--- AT1G51620 2.34 1.22 3.55 0.009992 0.065972 -2.86
249782_at dipeptidyl peptidase IV-like protein --- AT5G24260 1.33 0.41 3.55 0.010007 0.066025 -2.86
264899_at  unknown protein similar to ripening-indu--- AT1G23130 -1.77 -0.83 -3.55 0.01003 0.066158 -2.86
261129_at tubulin alpha-2/alpha-4 chain identical toTUA4 AT1G04820 2.09 1.07 3.54 0.010049 0.066269 -2.86
259192_at unknown protein  ;supported by full-leng--- AT3G01740 -1.40 -0.49 -3.54 0.010058 0.066296 -2.86
252228_at  porin - like protein porin, MesembryanthVDAC5 AT3G49920 -1.28 -0.35 -3.54 0.010062 0.066296 -2.86
263373_at Expressed protein ; supported by full-len--- AT2G20515 -1.61 -0.69 -3.54 0.01006 0.066296 -2.86
250555_at  putative protein ferredoxin (2Fe-2S), Ar --- AT5G07950 -1.50 -0.59 -3.54 0.010078 0.066380 -2.86



252474_at putative protein several hypothetical pro --- AT3G46620 2.24 1.17 3.54 0.010103 0.066525 -2.87
250097_at putative protein similar to unknown prote--- AT5G17280 1.40 0.49 3.54 0.010106 0.066531 -2.87
259776_s_a eukaryotic translation initiation factor 4E--- AT1G29550 / -1.32 -0.40 -3.54 0.010111 0.066542 -2.87
254014_at  NPR1 like protein regulatory protein NP--- AT4G26120 2.00 1.00 3.54 0.010121 0.066581 -2.87
261043_at hypothetical protein similar to unknown p--- AT1G01220 -1.41 -0.50 -3.54 0.010123 0.066581 -2.87
258454_at putative 40S ribosomal protein S10 simi RPS10 AT3G22300 -1.49 -0.58 -3.54 0.010132 0.066591 -2.87
262340_at Expressed protein ; supported by full-lenANAC027 AT1G64100 / -1.30 -0.37 -3.54 0.010129 0.066591 -2.87
251112_s_a pyruvate decarboxylase-like protein pyr PDC3 AT5G01320 / -1.49 -0.58 -3.54 0.010133 0.066591 -2.87
251669_at  putative protein hypothetical protein - A --- AT3G57180 -1.79 -0.84 -3.54 0.010142 0.066623 -2.87
249379_at  putative protein predicted protein, Arabi --- AT5G40460 1.92 0.94 3.54 0.010144 0.066623 -2.87
254226_at  putative disease resistance response p --- AT4G23690 5.11 2.35 3.54 0.010148 0.066633 -2.87
248487_at  ATP-dependent Clp protease ATP-bind ERD1 AT5G51070 1.37 0.45 3.54 0.010158 0.066679 -2.87
256340_at  DnaJ protein, putative contains Pfam pr--- AT1G72070 1.37 0.46 3.54 0.010162 0.066683 -2.87
253948_at  Avr9 elicitor response like protein Avr9 --- AT4G26940 1.32 0.40 3.53 0.010182 0.066794 -2.87
252269_at putative protein  ;supported by full-lengthLSU1 AT3G49580 -2.22 -1.15 -3.53 0.010187 0.066811 -2.88
251245_at  putative protein phytochrome-associatePIL2 AT3G62090 -2.35 -1.23 -3.53 0.010203 0.066896 -2.88
267026_at DREB-like AP2 domain transcription fac --- AT2G38340 2.44 1.29 3.53 0.010213 0.066930 -2.88
255524_at hypothetical protein similar to pectinesteATPMEPCAT4G02330 3.75 1.91 3.53 0.010215 0.066930 -2.88
250249_at putative protein similar to unknown prote--- AT5G13760 1.38 0.47 3.53 0.010217 0.066930 -2.88
266821_at putative ethylene response element bindERF13 AT2G44840 4.31 2.11 3.53 0.010221 0.066934 -2.88
254966_at  COP1 like protein photomorphogenesisSPA2 AT4G11110 -1.24 -0.31 -3.53 0.010231 0.066985 -2.88
260290_at  hypothetical protein predicted by gensc --- AT1G80510 1.34 0.43 3.53 0.010235 0.066990 -2.88
260075_at putative integral membrane protein cont --- AT1G73700 -1.44 -0.52 -3.53 0.010267 0.067177 -2.88
260238_at  AtHVA22a identical to AtHVA22a GB:A ATHVA22AAT1G74520 -1.43 -0.52 -3.53 0.010286 0.067284 -2.89
263250_at putative fructokinase  ; supported by full --- AT2G31390 1.83 0.87 3.52 0.010305 0.067393 -2.89
246460_at  cellulose synthase catalytic subunit -likeCSLD2 AT5G16910 1.60 0.68 3.52 0.01031 0.067403 -2.89
262116_at Expressed protein ; supported by full-len--- AT1G02816 1.81 0.86 3.52 0.010328 0.067496 -2.89
249396_at DegP protease contains similarity to DegDegP9 AT5G40200 -1.28 -0.35 -3.52 0.01033 0.067496 -2.89
258823_at  putative RING zinc finger protein contai --- AT3G07200 -1.45 -0.53 -3.52 0.010338 0.067530 -2.89
266536_at hypothetical protein predicted by genefin--- AT2G16900 2.31 1.21 3.52 0.010362 0.067549 -2.89
250148_at  putative protein various predicted prote --- AT5G14530 -1.36 -0.45 -3.52 0.010371 0.067549 -2.89
249901_at  histone deacetylase-like protein non-co HD2B AT5G22650 -1.49 -0.58 -3.52 0.010375 0.067549 -2.89
260157_at unknown protein  ; supported by cDNA: --- AT1G52930 -1.87 -0.90 -3.52 0.01037 0.067549 -2.89
250406_at enhancer of rudimentary  ; supported byER AT5G10810 -1.49 -0.58 -3.52 0.010347 0.067549 -2.89
259583_at hypothetical protein --- AT1G28070 -1.38 -0.47 -3.52 0.010362 0.067549 -2.89



265162_at hypothetical protein predicted by gensca--- AT1G30910 -1.36 -0.44 -3.52 0.010367 0.067549 -2.89
257879_at unknown protein --- AT3G17160 -1.60 -0.68 -3.52 0.010355 0.067549 -2.89
260642_at  plastid protein, putative similar to plastid--- AT1G53260 1.51 0.59 3.52 0.010378 0.067549 -2.89
248945_at putative protein strong similarity to unkn --- AT5G45510 1.40 0.49 3.52 0.010367 0.067549 -2.89
264941_at  auxin-induced protein, putative similar t --- AT1G60680 1.64 0.72 3.52 0.010373 0.067549 -2.89
AFFX-r2-Bs-B. subtilis /GEN=dapB, jojF /DB_XREF=--- --- -1.67 -0.74 -3.52 0.01036 0.067549 -2.89
255040_at  putative protein hypothetical protein - A --- AT4G09580 1.35 0.43 3.52 0.01038 0.067549 -2.90
261526_at protein kinase identical to protein kinaseAPK2A AT1G14370 1.66 0.73 3.52 0.010398 0.067609 -2.90
245152_at putative mitochondrial carrier protein sim--- AT2G47490 1.33 0.41 3.52 0.010394 0.067609 -2.90
254153_at  putative protein hypothetical protein R1 PWD AT4G24450 -1.73 -0.79 -3.52 0.010397 0.067609 -2.90
248387_at unknown protein --- AT5G51960 -1.39 -0.47 -3.52 0.010408 0.067655 -2.90
245761_at hypothetical protein predicted by genem--- AT1G66890 -1.33 -0.41 -3.52 0.010418 0.067685 -2.90
247173_at poly(A)-binding protein II-like  ; supporte--- AT5G65260 -1.39 -0.48 -3.52 0.010418 0.067685 -2.90
247851_at  outer membrane lipoprotein - like outer TIL AT5G58070 -1.80 -0.85 -3.51 0.010445 0.067838 -2.90
262160_at hypothetical protein predicted by genem--- AT1G52590 -1.68 -0.75 -3.51 0.010454 0.067877 -2.90
253281_at predicted protein UGT73B1 AT4G34138 1.85 0.89 3.51 0.010464 0.067894 -2.90
248128_at thiazole biosynthetic enzyme precursor THI1 AT5G54770 -1.44 -0.52 -3.51 0.010468 0.067894 -2.90
261463_at hypothetical protein predicted by gensca--- AT1G07730 / -1.28 -0.35 -3.51 0.010468 0.067894 -2.90
258577_at putative disease resistance protein simil --- AT3G04220 1.84 0.88 3.51 0.010468 0.067894 -2.90
264183_at unknown protein CLV2 AT1G65380 -1.36 -0.45 -3.51 0.01048 0.067949 -2.91
259910_at putative P-type transporting ATPase sim--- AT1G72700 1.74 0.80 3.51 0.010497 0.068040 -2.91
248913_at unknown protein  ;supported by full-leng--- AT5G45760 -1.31 -0.39 -3.51 0.010504 0.068065 -2.91
253351_at  putative protein hemolysin, 38K, Synec --- AT4G33700 -1.34 -0.42 -3.51 0.010507 0.068069 -2.91
262703_at putative auxin-induced protein similar to --- AT1G16510 1.53 0.62 3.51 0.010516 0.068076 -2.91
245627_at  water stress-induced protein, putative s AtGolS2 AT1G56600 -1.83 -0.87 -3.51 0.010511 0.068076 -2.91
264549_at putative ser/thr protein kinase similar to --- AT1G09440 -1.30 -0.38 -3.51 0.010517 0.068076 -2.91
257369_at hypothetical protein predicted by genscaBPC7 AT2G35550 -1.36 -0.44 -3.51 0.010531 0.068108 -2.91
261672_at unknown protein contains similarity to acATARP4 AT1G18450 -1.46 -0.55 -3.51 0.010529 0.068108 -2.91
264717_at hypothetical protein predicted by genemATFH8 AT1G70140 1.76 0.82 3.51 0.010528 0.068108 -2.91
248976_at putative protein strong similarity to unkn ARAD2 AT5G44930 -1.42 -0.50 -3.51 0.01055 0.068120 -2.91
263178_at hypothetical protein predicted by genem--- AT1G05550 -1.38 -0.46 -3.51 0.010548 0.068120 -2.91
254849_at  putative protein RNA splicing-related pr --- AT4G11970 -1.25 -0.33 -3.51 0.010538 0.068120 -2.91
254975_at  putative Fe(II)/ascorbate oxidase SRG1--- AT4G10500 11.58 3.53 3.51 0.010551 0.068120 -2.91
263165_at  putataive transport protein Similar to gb--- AT1G03060 1.26 0.34 3.51 0.01055 0.068120 -2.91
261659_at unknown protein contains similarity to phTOR AT1G50030 -1.29 -0.37 -3.51 0.010542 0.068120 -2.91



265570_at unknown protein --- AT2G28310 -1.42 -0.50 -3.51 0.010558 0.068144 -2.91
248473_at small zinc finger-like protein  ;supported TIM8 AT5G50810 -1.41 -0.50 -3.51 0.010573 0.068201 -2.91
264849_at putative ribosomal protein S4 contains r --- AT2G17360 -1.40 -0.49 -3.51 0.010571 0.068201 -2.91
244937_at NADH dehydrogenase 49KDa protein --- --- -1.66 -0.73 -3.50 0.010586 0.068228 -2.92
258560_at hypothetical protein predicted by genefin--- AT3G06020 1.48 0.57 3.50 0.010585 0.068228 -2.92
254278_at Expressed protein ; supported by full-len--- AT4G22740 -1.35 -0.43 -3.50 0.010582 0.068228 -2.92
262523_at  ubiquitin-specific protease 15 (UBP15) UBP15 AT1G17110 -1.25 -0.33 -3.50 0.010591 0.068243 -2.92
253608_at  xyloglucan endo-1,4-beta-D-glucanase-XTH19 AT4G30290 2.52 1.33 3.50 0.01061 0.068327 -2.92
266093_at unknown protein  ;supported by full-leng--- AT2G37990 -1.53 -0.61 -3.50 0.010619 0.068327 -2.92
245734_at  lysophospholipase homolog, putative si --- AT1G73480 -1.64 -0.71 -3.50 0.010616 0.068327 -2.92
256193_at hypothetical protein similar to hypothetic--- AT1G30200 -1.30 -0.38 -3.50 0.010615 0.068327 -2.92
256616_at hypothetical protein similar to unknown p--- AT3G22260 1.55 0.63 3.50 0.010618 0.068327 -2.92
252039_at Expressed protein ; supported by cDNA --- AT3G52155 -1.38 -0.47 -3.50 0.010625 0.068348 -2.92
252217_at putative protein some putative proteins ---- AT3G50140 1.51 0.59 3.50 0.010631 0.068367 -2.92
251256_at putative protein hypothetical proteins - A--- AT3G62300 -1.42 -0.51 -3.50 0.010638 0.068376 -2.92
253909_at  putative protein LEDI-3 protein, Lithosp --- AT4G27270 1.40 0.48 3.50 0.010639 0.068376 -2.92
246842_at Expressed protein ; supported by full-len--- AT5G26731 1.63 0.70 3.50 0.010645 0.068377 -2.92
267526_at photosystem II reaction center 6.1KD pr PSBW AT2G30570 -1.24 -0.31 -3.50 0.010644 0.068377 -2.92
260266_at putative B-box zinc finger protein contain--- AT1G68520 -1.48 -0.56 -3.50 0.010648 0.068378 -2.92
260598_at unknown protein --- AT1G55930 -1.51 -0.59 -3.50 0.010662 0.068408 -2.92
261749_at  dehydrin, putative similar to dehydrin G ERD14 AT1G76180 1.30 0.38 3.50 0.010659 0.068408 -2.92
254521_at putative protein similar to unknown prote--- AT5G44820 1.33 0.41 3.50 0.010656 0.068408 -2.92
258254_at unknown protein contains Pfam profile: P--- AT3G26780 / -1.46 -0.55 -3.50 0.010678 0.068476 -2.93
247201_at 50S ribosomal protein L29  ; supported b--- AT5G65220 -1.41 -0.50 -3.50 0.010677 0.068476 -2.92
245770_at hypothetical protein predicted by genem--- AT1G30240 -1.61 -0.69 -3.50 0.010685 0.068500 -2.93
259882_at unknown protein similar to hypothetical p--- AT1G76670 -1.35 -0.43 -3.50 0.010691 0.068518 -2.93
252786_at  putative protein putative DNA-helicase xCHR38 AT3G42670 -1.71 -0.77 -3.50 0.010697 0.068521 -2.93
245051_at putative WRKY-type DNA-binding proteiWRKY15 AT2G23320 1.93 0.95 3.50 0.010697 0.068521 -2.93
252437_at  putative protein pectinesterase homolog--- AT3G47380 2.20 1.14 3.50 0.01071 0.068581 -2.93
253063_at plasma membrane-type calcium ATPaseACA2 AT4G37640 1.66 0.73 3.50 0.010718 0.068613 -2.93
253052_at cytochrome P450-like protein ; supporte CYP81H1 AT4G37310 1.94 0.95 3.49 0.010726 0.068647 -2.93
249087_at DNA binding protein EREBP-3-like proteERF9 AT5G44210 -1.56 -0.64 -3.49 0.010744 0.068702 -2.93
257789_at unknown protein  ;supported by full-lengYSL6 AT3G27020 1.57 0.65 3.49 0.010743 0.068702 -2.93
245831_at unknown protein --- AT1G48840 -1.35 -0.43 -3.49 0.01074 0.068702 -2.93
261387_at hypothetical protein predicted by genem--- AT1G05410 -1.63 -0.71 -3.49 0.010759 0.068766 -2.93



251995_at  nuclear envelope membrane protein - li FK AT3G52940 -1.27 -0.35 -3.49 0.01076 0.068766 -2.93
254669_at  HhoA protease precursor, putative iden DEG5 AT4G18370 -1.47 -0.55 -3.49 0.010763 0.068768 -2.93
263798_at putative ubiquitin carboxyl terminal hydroUBP19 AT2G24640 1.27 0.35 3.49 0.010769 0.068786 -2.93
255535_at  putative RNaseP-associated protein sim--- AT4G01790 -1.50 -0.59 -3.49 0.010772 0.068787 -2.93
249886_at unknown protein  ; supported by cDNA: --- AT5G22320 -1.53 -0.62 -3.49 0.010775 0.068788 -2.93
254857_at  putative protein acetylcholine regulator SEC1B AT4G12120 1.37 0.45 3.49 0.010781 0.068809 -2.94
251413_at bZIP protein  ; supported by cDNA: gi_6 --- AT3G60320 -1.41 -0.49 -3.49 0.010789 0.068810 -2.94
260239_at  putative receptor protein kinase similar --- AT1G74360 3.65 1.87 3.49 0.01079 0.068810 -2.94
251289_at  auxin response factor-like protein auxin ARF18 AT3G61830 -1.43 -0.52 -3.49 0.010794 0.068810 -2.94
253796_at hypothetical protein --- AT4G28460 4.33 2.11 3.49 0.010792 0.068810 -2.94
259732_at putative replication factor C similar to re --- AT1G77470 -1.35 -0.43 -3.49 0.010811 0.068847 -2.94
251578_at  putative protein contains alternative don--- AT3G58180 -1.30 -0.38 -3.49 0.010806 0.068847 -2.94
248871_at putative protein strong similarity to unkn --- AT5G46680 -1.36 -0.44 -3.49 0.01081 0.068847 -2.94
256609_at hypothetical protein predicted by genem--- --- 1.27 0.35 3.49 0.010811 0.068847 -2.94
247215_at Expressed protein ; supported by full-lenPROPEP3 AT5G64905 4.85 2.28 3.49 0.010821 0.068886 -2.94
251956_at RNA-binding protein cp29 protein  ;suppCP29 AT3G53460 -1.32 -0.40 -3.49 0.010829 0.068922 -2.94
257275_at  RNA-binding protein, putative contains CID9 AT3G14450 -1.64 -0.71 -3.49 0.010832 0.068922 -2.94
263882_at putative ribonucleoside-diphosphate redRNR1 AT2G21790 -1.94 -0.96 -3.49 0.010838 0.068938 -2.94
265596_at hypothetical protein predicted by genscaCAF1 AT2G20020 -1.80 -0.84 -3.49 0.010844 0.068958 -2.94
257840_at  protein kinase, putative contains Pfam pAGC2-1 AT3G25250 4.04 2.02 3.48 0.010862 0.069054 -2.94
245106_at unknown protein --- AT2G41650 -1.39 -0.48 -3.48 0.010871 0.069091 -2.94
256889_at  PHD-finger protein, putative contains PfING1 AT3G24010 -1.26 -0.33 -3.48 0.010879 0.069120 -2.94
251930_at putative protein several hypothetical pro ATRBL4 AT3G53780 1.41 0.49 3.48 0.010882 0.069121 -2.94
259577_at unknown protein --- AT1G35340 -1.43 -0.52 -3.48 0.010887 0.069123 -2.95
259943_at unknown protein --- AT1G71480 -1.56 -0.64 -3.48 0.010888 0.069123 -2.95
250358_at  putative protein gibberellin-responsive pAGP15 AT5G11740 1.44 0.53 3.48 0.010931 0.069224 -2.95
261695_at  Mg-chelatase, putative similar to Mg-ch CHLD AT1G08520 -1.38 -0.46 -3.48 0.01092 0.069224 -2.95
247698_at  putative protein predicted proteins, Arab--- AT5G59830 -1.36 -0.45 -3.48 0.010909 0.069224 -2.95
263804_at putative protein kinase contains a protei --- AT2G40270 1.42 0.51 3.48 0.010913 0.069224 -2.95
257787_at  actin related protein, putative similar to ARP2 AT3G27000 -1.24 -0.31 -3.48 0.01093 0.069224 -2.95
251508_at  putative protein mitochondrial RNA splic--- AT3G58970 -1.40 -0.49 -3.48 0.010917 0.069224 -2.95
262003_at unknown protein --- AT1G64460 1.33 0.41 3.48 0.010912 0.069224 -2.95
253573_at  putative protein BEM46 PROTEIN, Sch --- AT4G31020 1.38 0.46 3.48 0.01093 0.069224 -2.95
252043_at  putative protein mttC protein, Escherich--- AT3G52390 -1.37 -0.45 -3.48 0.01093 0.069224 -2.95
245993_at  putative protein predicted proteins, Arab--- AT5G20700 -1.57 -0.65 -3.48 0.010948 0.069274 -2.95



245228_at phytochelatin synthetase-like protein ge COBL2 AT3G29810 1.93 0.95 3.48 0.010948 0.069274 -2.95
250089_at homeobox protein HDG9 AT5G17320 1.39 0.47 3.48 0.010944 0.069274 -2.95
253619_at  glycine-rich protein glycine-rich cell wal --- AT4G30460 -1.50 -0.58 -3.48 0.010959 0.069304 -2.95
249489_at  acyltransferase -like  protein anthocyan --- AT5G39090 1.42 0.51 3.48 0.010958 0.069304 -2.95
251849_at Expressed protein ; supported by cDNA HAG1 AT3G54610 -1.36 -0.44 -3.48 0.010963 0.069306 -2.95
256299_at expansin (At-EXP1) identical to expansi ATEXPA1 AT1G69530 3.36 1.75 3.48 0.010978 0.069385 -2.95
262590_at  putative RING-H2 zinc finger protein ESRHA2A AT1G15100 1.36 0.45 3.48 0.010985 0.069410 -2.95
244965_at hypothetical protein --- --- -1.50 -0.58 -3.48 0.010988 0.069412 -2.96
247936_at lycopene epsilon cyclase  ; supported byLUT2 AT5G57030 -1.49 -0.58 -3.48 0.010998 0.069455 -2.96
261418_at  mitochondrial ribosomal protein, putativ --- AT1G07830 -1.52 -0.61 -3.48 0.011002 0.069460 -2.96
250458_s_aACTIN 2/7 (sp|P53492)  ; supported by cACT7 AT5G09810 -1.25 -0.32 -3.47 0.011019 0.069544 -2.96
248694_at unknown protein --- AT5G48340 -1.30 -0.37 -3.47 0.011037 0.069640 -2.96
265220_at histidine transport protein (PTR2-B)  ; suPTR2 AT2G02040 1.27 0.34 3.47 0.011049 0.069694 -2.96
247841_at  putative protein predicted proteins, DrosATFIP1[V] AT5G58040 -1.35 -0.43 -3.47 0.011054 0.069694 -2.96
265837_at unknown protein LURP1 AT2G14560 7.88 2.98 3.47 0.011053 0.069694 -2.96
257712_at hypothetical protein predicted by genem--- AT3G27420 -1.24 -0.31 -3.47 0.011077 0.069819 -2.96
254969_at hypothetical protein  ;supported by full-le--- AT4G10360 1.29 0.36 3.47 0.011096 0.069877 -2.97
246418_at  quinone oxidoreductase -like protein pro--- AT5G16960 1.42 0.50 3.47 0.011095 0.069877 -2.97
259181_at unknown protein similar to putative prote--- AT3G01690 -1.47 -0.56 -3.47 0.011093 0.069877 -2.97
266876_at hypothetical protein predicted by genefin--- AT2G44820 -1.35 -0.43 -3.47 0.011099 0.069877 -2.97
244973_at PSII T protein --- --- -1.91 -0.93 -3.47 0.011105 0.069898 -2.97
246789_at  long-chain-fatty-acid--CoA ligase-like prLACS7 AT5G27600 1.29 0.36 3.47 0.011114 0.069916 -2.97
253160_at  putative protein predicted protein, Syne --- AT4G35760 -1.54 -0.62 -3.47 0.011114 0.069916 -2.97
259094_at putative cysteine synthase similar to cysCYSD1 AT3G04940 -1.52 -0.60 -3.47 0.011119 0.069927 -2.97
256089_at hypothetical protein predicted by gensca--- AT1G20830 -1.53 -0.61 -3.47 0.011135 0.070010 -2.97
259553_x_ahypothetical protein ATEXT3 AT1G21310 2.01 1.01 3.47 0.01115 0.070042 -2.97
265916_at hypothetical protein similar to En/Spm-li --- --- 1.30 0.38 3.47 0.011145 0.070042 -2.97
254355_at  Ribosomal protein L7Ae - like NHP2/RS--- AT4G22380 -1.55 -0.63 -3.47 0.01115 0.070042 -2.97
250863_at  F1F0-ATPase inhibitor - like protein F1F--- AT5G04750 1.26 0.33 3.46 0.011163 0.070106 -2.97
249096_at putative protein similar to unknown prote--- AT5G43910 1.69 0.75 3.46 0.011166 0.070106 -2.97
259148_at  putative ATPase similar to ATPase GB: --- AT3G10350 -1.40 -0.48 -3.46 0.01117 0.070110 -2.97
267371_at Expressed protein ; supported by cDNA --- AT2G44510 -1.55 -0.64 -3.46 0.011178 0.070142 -2.97
251095_at  putative protein hypothetical protein At2--- AT5G01510 -1.48 -0.56 -3.46 0.011197 0.070245 -2.97
246015_at  putative protein predicted proteins, Dros--- AT5G10700 -1.29 -0.37 -3.46 0.011203 0.070252 -2.98
250255_at sigma-like factor (gb|AAC97954.1)  ; supSIG4 AT5G13730 -1.76 -0.81 -3.46 0.011205 0.070252 -2.98



256805_at  unknown protein contains similarity to p--- AT3G20930 -1.80 -0.85 -3.46 0.01121 0.070268 -2.98
251951_s_a putative protein predicted proteins, Arab--- AT1G55710 / -1.33 -0.41 -3.46 0.011225 0.070341 -2.98
251884_at  embryonic abundant protein -like embry--- AT3G54150 3.82 1.93 3.46 0.011269 0.070587 -2.98
264363_at hypothetical protein predicted by genefin--- AT1G03170 1.36 0.44 3.46 0.01127 0.070587 -2.98
267494_at TCP1-chaperonin cofactor A isolog  ;supKIS AT2G30410 -1.32 -0.40 -3.46 0.011289 0.070681 -2.98
244977_at cytochrome b/f --- --- -1.71 -0.78 -3.45 0.011302 0.070746 -2.98
251895_at class IV chitinase (CHIV) ATEP3 AT3G54420 2.10 1.07 3.45 0.011307 0.070756 -2.99
263624_at putative ferredoxin-thioredoxin reductase--- AT2G04700 -1.41 -0.50 -3.45 0.011315 0.070792 -2.99
262244_at  serine threonine kinase, putative similarCIPK17 AT1G48260 3.45 1.79 3.45 0.01132 0.070802 -2.99
263212_at unknown protein similar to ribonuclease emb2004 AT1G10510 -1.32 -0.40 -3.45 0.011355 0.070968 -2.99
253578_at  putative protein diacylglycerol kinase io ATDGK7 AT4G30340 1.51 0.60 3.45 0.011356 0.070968 -2.99
265480_at similar to cold acclimation protein WCORCOR413-PAT2G15970 -1.60 -0.68 -3.45 0.011353 0.070968 -2.99
259036_at putative laccase similar to laccase GB:CLAC7 AT3G09220 1.27 0.34 3.45 0.011361 0.070982 -2.99
257809_at  ribonucleotide reductase small subunit, TSO2 AT3G27060 -1.50 -0.58 -3.45 0.011371 0.070990 -2.99
257727_at unknown protein --- AT3G18380 -1.30 -0.38 -3.45 0.011368 0.070990 -2.99
265353_at unknown protein  ;supported by full-leng--- AT2G16800 -1.26 -0.33 -3.45 0.011372 0.070990 -2.99
247261_at ZW10-like protein  ; supported by cDNA --- AT5G64460 -1.30 -0.38 -3.45 0.011379 0.071015 -2.99
258026_at abscisic acid responsive elements-bindi ABF4 AT3G19290 -1.45 -0.53 -3.45 0.011388 0.071050 -2.99
265697_at hypothetical protein predicted by gensca--- AT2G32170 -1.29 -0.37 -3.45 0.011393 0.071060 -2.99
AFFX-LysX-B. subtilis /GEN=lys /DB_XREF=gb:X17--- --- -1.55 -0.64 -3.45 0.011397 0.071070 -2.99
263097_at hypothetical protein predicted by genscaPDV2 AT2G16070 -1.41 -0.50 -3.45 0.011405 0.071095 -2.99
250886_at putative protein --- AT5G04440 -1.36 -0.44 -3.45 0.011412 0.071096 -3.00
262526_at  putative prenyl transferase (prephytoen SPS2 AT1G17050 -2.10 -1.07 -3.45 0.011409 0.071096 -2.99
247225_at  inositol-1, 4, 5-trisphosphate 5-phosphaBST1 AT5G65090 -1.36 -0.45 -3.45 0.011414 0.071096 -3.00
262485_at kinesin-like protein Similar to gb|U06698--- AT1G21730 -1.27 -0.34 -3.45 0.011444 0.071262 -3.00
267381_at unknown protein  ; supported by cDNA: --- AT2G26190 3.61 1.85 3.44 0.011449 0.071278 -3.00
253539_at  putative protein RING-finger protein - Lo--- AT4G31450 -1.35 -0.43 -3.44 0.011463 0.071344 -3.00
256576_at  zinc finger protein (PMZ), putative identPMZ AT3G28210 2.48 1.31 3.44 0.011467 0.071350 -3.00
248720_at protein kinase (EC 2.7.1.37) 5 (pir||JN05D6PKL2 AT5G47750 -1.30 -0.38 -3.44 0.01148 0.071408 -3.00
255041_at  putative protein hypothetical protein F6E--- AT4G09620 -1.39 -0.48 -3.44 0.011496 0.071472 -3.00
254668_at  neoxanthin cleavage enzyme - like prot NCED2 AT4G18350 1.41 0.50 3.44 0.011496 0.071472 -3.00
251855_at  sugar-phosphate isomerase - like prote --- AT3G54690 1.75 0.81 3.44 0.011504 0.071492 -3.00
258005_at  cysteine proteinase contains similarity t --- AT3G19390 2.97 1.57 3.44 0.011506 0.071492 -3.00
248295_at putative protein contains similarity to ribo--- AT5G53070 -1.34 -0.42 -3.44 0.011509 0.071495 -3.00
264096_at Expressed protein ; supported by full-len--- AT1G78995 -1.76 -0.82 -3.44 0.011532 0.071568 -3.01



266778_at putative cytochrome P450 CYP707A2AT2G29090 -1.39 -0.48 -3.44 0.011528 0.071568 -3.01
265628_at hypothetical protein predicted by genefin--- AT2G27290 -1.60 -0.68 -3.44 0.011528 0.071568 -3.01
251315_at  putative protein protein kinase homolog--- AT3G61410 1.37 0.46 3.44 0.011534 0.071568 -3.01
267591_at Expressed protein ; supported by full-lenRTFL8 AT2G39705 -2.18 -1.13 -3.44 0.011549 0.071605 -3.01
254108_at putative protein RIN2 AT4G25230 1.37 0.45 3.44 0.011547 0.071605 -3.01
264939_at  receptor kinase, putative similar to rece --- AT1G60630 -1.32 -0.40 -3.44 0.011547 0.071605 -3.01
251868_at  RNA polymerase 24kDa subunit -like prRPB5E AT3G54490 1.34 0.42 3.44 0.011554 0.071614 -3.01
246965_at  methyltransferase-like protein methyltra--- AT5G24840 -1.55 -0.63 -3.44 0.011559 0.071628 -3.01
254261_at  beta adaptin - like protein beta-adaptin --- AT4G23460 1.28 0.35 3.44 0.011563 0.071632 -3.01
264113_at unknown protein APG9 AT2G31260 1.38 0.47 3.44 0.011589 0.071774 -3.01
265453_at putative cellular apoptosis susceptibility --- AT2G46520 -1.39 -0.48 -3.44 0.011599 0.071778 -3.01
246041_at phospholipase - like protein various pred--- AT5G19290 1.25 0.32 3.44 0.011597 0.071778 -3.01
260872_at hypothetical protein predicted by genem--- AT1G21350 -1.52 -0.60 -3.44 0.011594 0.071778 -3.01
AFFX-r2-Bs-B. subtilis /GEN=thrC /DB_XREF=gb:X0--- --- -1.84 -0.88 -3.43 0.011604 0.071788 -3.01
265057_at unknown protein ;supported by full-lengt --- AT1G52140 -1.34 -0.42 -3.43 0.011614 0.071829 -3.01
266604_at  E2, ubiquitin-conjugating enzyme 6 (UBUBC6 AT2G46030 1.68 0.74 3.43 0.011635 0.071922 -3.02
248799_at ethylene responsive element binding facERF5 AT5G47230 4.32 2.11 3.43 0.011635 0.071922 -3.02
257535_at hypothetical protein predicted by gensca--- AT3G09490 1.79 0.84 3.43 0.01165 0.071997 -3.02
260536_at putative electron transfer flavoprotein ubETFQO AT2G43400 1.63 0.70 3.43 0.011653 0.071997 -3.02
252430_at  CHLOROPHYLL A-B BINDING PROTELHCA4 AT3G47470 -1.40 -0.49 -3.43 0.011657 0.071998 -3.02
261003_at hypothetical protein predicted by genem--- AT1G26500 -1.39 -0.47 -3.43 0.011668 0.072050 -3.02
245771_at hypothetical protein predicted by genem--- AT1G30250 4.26 2.09 3.43 0.01168 0.072101 -3.02
255018_at hypothetical protein  ; supported by full-l --- AT4G10090 -1.43 -0.52 -3.43 0.011697 0.072180 -3.02
253144_at  putative protein transcription factor IIIB --- AT4G35540 -1.30 -0.38 -3.43 0.011702 0.072180 -3.02
245138_at unknown protein predicted by genscan; AFO AT2G45190 -1.58 -0.66 -3.43 0.011702 0.072180 -3.02
249975_s_a ribosomal protein L33 - like ribosomal p--- AT3G06320 / -1.62 -0.70 -3.43 0.011723 0.072211 -3.02
246929_at putative protein  ; supported by full-lengt--- AT5G25210 -1.45 -0.53 -3.43 0.011721 0.072211 -3.02
256191_at unknown protein similar to hypothetical p--- AT1G30130 1.35 0.43 3.43 0.011716 0.072211 -3.02
245167_s_aputative synaptobrevin  ;supported by fuATVAMP7 AT2G33110 / 1.26 0.34 3.43 0.011718 0.072211 -3.02
253802_at putative protein --- AT4G28180 -1.31 -0.39 -3.43 0.011719 0.072211 -3.02
259152_at hypothetical protein similar to putative p --- AT3G10210 -1.24 -0.31 -3.43 0.011744 0.072288 -3.03
253212_s_a xanthine dehydrogenase - like protein xXDH1 AT4G34890 / 1.44 0.52 3.43 0.011749 0.072288 -3.03
252606_at  carboxypeptidase precursor-like proteinscpl48 AT3G45010 2.04 1.03 3.43 0.011751 0.072288 -3.03
265659_at putative disease resistance protein AtRLP20 AT2G25440 1.88 0.91 3.43 0.011748 0.072288 -3.03
247006_at unknown protein  ;supported by full-leng--- AT5G67490 1.23 0.29 3.43 0.01174 0.072288 -3.02



257654_at  DnaJ protein, putative contains Pfam pr--- AT3G13310 2.39 1.26 3.42 0.011779 0.072440 -3.03
246892_at  putative protein predicted protein, Oryza--- AT5G25500 -1.33 -0.42 -3.42 0.011785 0.072458 -3.03
249964_at  MAP kinase -like protein ATMPK9, ArabMPK16 AT5G19010 -1.31 -0.38 -3.42 0.011798 0.072478 -3.03
246307_at putative nuclear DNA-binding protein G2ATG2 AT3G51800 -1.52 -0.61 -3.42 0.011801 0.072478 -3.03
251499_at  putative protein putative callose synthasATGSL11 AT3G59100 1.30 0.38 3.42 0.011801 0.072478 -3.03
245156_at  calcium-dependent protein kinase-like pCPK7 AT5G12480 1.32 0.40 3.42 0.011796 0.072478 -3.03
252320_at  endoxyloglucan transferase-like protein --- AT3G48580 1.94 0.96 3.42 0.011809 0.072505 -3.03
263629_at hypothetical protein predicted by gensca--- AT2G04850 -1.57 -0.65 -3.42 0.011818 0.072540 -3.03
267382_at unknown protein --- AT2G44300 1.54 0.63 3.42 0.011824 0.072561 -3.03
247448_at  putative protein predicted proteins, Arab--- AT5G62770 2.53 1.34 3.42 0.011829 0.072574 -3.03
246113_at putative protein predicted proteins - Arab--- --- 1.28 0.35 3.42 0.011841 0.072628 -3.03
263739_at putative CONSTANS-like B-box zinc fing--- AT2G21320 -1.69 -0.76 -3.42 0.01185 0.072660 -3.03
252475_s_aputative protein several hypothetical pro PCL1 AT3G46640 / 1.41 0.49 3.42 0.011862 0.072709 -3.04
259141_at putative cytoskeleton-associated protein--- AT3G10220 -1.32 -0.40 -3.42 0.011864 0.072709 -3.04
258196_at hypothetical protein predicted by genem--- AT3G13980 -2.29 -1.20 -3.42 0.011871 0.072733 -3.04
245803_at cysteine proteinase RD21A identical to tRD21 AT1G47128 1.42 0.50 3.42 0.01188 0.072745 -3.04
267286_at putative seed maturation protein --- AT2G23640 1.26 0.33 3.42 0.011878 0.072745 -3.04
247393_at unknown protein --- AT5G63130 3.30 1.72 3.42 0.011893 0.072788 -3.04
259076_at hypothetical protein predicted by genscaTMAC2 AT3G02140 3.14 1.65 3.42 0.011891 0.072788 -3.04
253994_at protein phosphatase ABI1  ; supported bABI1 AT4G26080 1.32 0.40 3.42 0.011906 0.072846 -3.04
250668_at unknown protein  ; supported by full-leng--- AT5G07020 -1.45 -0.54 -3.41 0.011914 0.072878 -3.04
246674_at bcnt-like protein ; supported by full-lengt --- AT5G30490 -1.31 -0.39 -3.41 0.011925 0.072923 -3.04
256792_at hypothetical protein predicted by genem--- AT3G22150 -1.83 -0.87 -3.41 0.011936 0.072957 -3.04
266022_at  subtilisin-like serine protease, putative c--- AT2G05920 -1.52 -0.61 -3.41 0.011937 0.072957 -3.04
252951_at  disease resistance response like protein--- AT4G38700 -1.56 -0.64 -3.41 0.011945 0.072989 -3.04
263794_at similar to S-locus glycoproteins --- AT2G24620 1.26 0.33 3.41 0.011957 0.073044 -3.04
262094_at  SAR DNA binding protein, putative simi NOP56 AT1G56110 -1.81 -0.86 -3.41 0.011967 0.073081 -3.04
251774_at  nematode resistance protein-like protein--- AT3G55840 2.79 1.48 3.41 0.011974 0.073107 -3.05
257374_at hypothetical protein predicted by gensca--- AT2G43280 -1.46 -0.55 -3.41 0.011987 0.073168 -3.05
262780_at  putative cytochrome P450 monooxygenCYP71B28AT1G13090 -1.43 -0.52 -3.41 0.011997 0.073211 -3.05
259955_s_aunknown protein  ;supported by full-lengBZR1 AT1G19350 / -1.35 -0.43 -3.41 0.012014 0.073276 -3.05
260164_at putative D-isomer specific 2-hydroxyacid--- AT1G79870 -1.31 -0.39 -3.41 0.012012 0.073276 -3.05
266556_at hypothetical protein predicted by gensca--- AT2G46230 -1.38 -0.46 -3.41 0.012049 0.073405 -3.05
253881_at  putative protein Ran_GTP binding prote--- AT4G27640 -1.29 -0.37 -3.41 0.012046 0.073405 -3.05
249430_at  GTP-binding protein-like GTP-binding p--- AT5G39900 -1.51 -0.60 -3.41 0.012043 0.073405 -3.05



245867_at ATP phosphoribosyl transferase identicaATATP-PRAT1G58080 -1.35 -0.43 -3.41 0.012048 0.073405 -3.05
260895_at unknown protein similar to unknown pro --- AT1G29250 -1.72 -0.78 -3.41 0.012054 0.073417 -3.05
264270_at  beta-glucosidase, putative similar to bet--- --- -1.26 -0.34 -3.41 0.012058 0.073422 -3.05
263949_at  E2, ubiquitin-conjugating enzyme, putatMMZ3 AT2G36060 -1.25 -0.33 -3.40 0.012094 0.073626 -3.06
257541_at hypothetical protein predicted by genem--- AT3G25950 1.90 0.93 3.40 0.012098 0.073629 -3.06
253492_at  enoyl-CoA hydratase - like protein enoy--- AT4G31810 -1.96 -0.97 -3.40 0.012102 0.073635 -3.06
251293_at hypothetical protein --- AT3G61930 5.58 2.48 3.40 0.012107 0.073641 -3.06
254201_at putative protein predicted proteins --- AT4G24130 1.44 0.53 3.40 0.01211 0.073642 -3.06
262741_at hypothetical protein --- AT1G28760 -1.28 -0.35 -3.40 0.012121 0.073668 -3.06
265923_at putative protein kinase contains a protei --- AT2G18470 -1.25 -0.32 -3.40 0.01212 0.073668 -3.06
261088_at  DNA-binding protein, putative similar to --- AT1G07590 -1.39 -0.47 -3.40 0.012129 0.073686 -3.06
267477_at putative receptor-like protein kinase PLPB AT2G02710 1.69 0.76 3.40 0.01213 0.073686 -3.06
260728_at  Pto kinase interactor 1, putative similar --- AT1G48210 1.72 0.79 3.40 0.012135 0.073697 -3.06
251922_at  protein kinase -like protein protein kinas--- AT3G54030 1.70 0.77 3.40 0.01214 0.073703 -3.06
263875_at unknown protein  ;supported by full-leng 02-ספט AT2G21970 -1.53 -0.61 -3.40 0.012143 0.073703 -3.06
256034_at unknown protein ; supported by cDNA: g--- AT1G07080 -1.28 -0.35 -3.40 0.012146 0.073703 -3.06
248466_at putative protein similar to unknown proteHVA22E AT5G50720 -1.62 -0.70 -3.40 0.012176 0.073810 -3.06
264435_at putative glutathione S-transferase TSI-1 ATGSTU1 AT1G10360 -1.62 -0.70 -3.40 0.012168 0.073810 -3.06
247677_at  oxysterol-binding protein - like oxystero ORP3C AT5G59420 1.27 0.34 3.40 0.012171 0.073810 -3.06
264292_at hypothetical protein predicted by genem--- AT1G78790 -1.37 -0.45 -3.40 0.012175 0.073810 -3.06
250080_at translocon Tic40-like protein  ; supportedTIC40 AT5G16620 -1.25 -0.32 -3.40 0.012194 0.073876 -3.06
255884_at hypothetical protein predicted by genem--- AT1G20310 3.38 1.76 3.40 0.012191 0.073876 -3.06
246733_at  serine protease-like protein serine prote--- AT5G27660 -1.35 -0.43 -3.40 0.012206 0.073931 -3.07
248334_s_aunknown protein  ; supported by cDNA: --- AT5G52370 / -1.62 -0.69 -3.40 0.012216 0.073971 -3.07
253941_at putative protein --- AT4G26980 -1.27 -0.35 -3.40 0.012229 0.074029 -3.07
253279_at  putative protein B subunit of propionyl-CMCCB AT4G34030 1.69 0.76 3.39 0.012239 0.074069 -3.07
266510_at unknown protein SWA1 AT2G47990 -1.76 -0.82 -3.39 0.01225 0.074071 -3.07
254830_at  putative protein predicted protein, Sacc --- AT4G12590 -1.24 -0.30 -3.39 0.012248 0.074071 -3.07
258827_at hypothetical protein predicted by genefin--- AT3G07150 -1.46 -0.55 -3.39 0.012248 0.074071 -3.07
267065_at hypothetical protein predicted by genefin--- AT2G41080 -1.37 -0.45 -3.39 0.012252 0.074071 -3.07
259792_at unknown protein ; supported by cDNA: gCAD1 AT1G29690 2.19 1.13 3.39 0.012264 0.074125 -3.07
AFFX-DapX B. subtilis /GEN=dapB, jojF /DB_XREF=--- --- -1.56 -0.64 -3.39 0.012279 0.074192 -3.07
255424_at  putative glycosylation enzyme similar to--- AT4G03340 1.30 0.38 3.39 0.012284 0.074202 -3.07
245961_at putative protein predicted proteins - Arab--- AT5G19670 -1.37 -0.46 -3.39 0.01229 0.074220 -3.07
253867_at  putative protein tRNA nucleotidyltransfe--- AT4G27490 -1.57 -0.65 -3.39 0.012301 0.074269 -3.07



266898_at unknown protein ; supported by cDNA: g--- AT2G45990 -1.38 -0.47 -3.39 0.012312 0.074315 -3.07
260822_at  RNA polymerase, putative similar to  DN--- AT1G06790 -1.30 -0.38 -3.39 0.012315 0.074315 -3.08
247748_at putative protein  ;supported by full-length--- AT5G58920 -1.32 -0.40 -3.39 0.012327 0.074355 -3.08
251485_at  putative protein rad21 mitotic cohesin - SYN3 AT3G59550 1.26 0.33 3.39 0.012335 0.074355 -3.08
248201_at putative protein similar to unknown protePTAC15 AT5G54180 -1.77 -0.83 -3.39 0.012332 0.074355 -3.08
262420_at hypothetical protein contains similarity toTAF15 AT1G50300 -1.24 -0.31 -3.39 0.012333 0.074355 -3.08
254665_at  beta-1,3-glucanase-like protein strong s--- AT4G18340 1.64 0.71 3.39 0.01237 0.074545 -3.08
264615_at unknown protein  ; supported by cDNA: --- AT1G04590 -1.54 -0.62 -3.39 0.012373 0.074545 -3.08
245774_at hypothetical protein contains similarity toTCP24 AT1G30210 -1.28 -0.35 -3.38 0.012405 0.074716 -3.08
265118_at beta-fructosidase nearly identical to beta--- AT1G62660 1.58 0.66 3.38 0.012414 0.074753 -3.08
256015_at  PSI type II chlorophyll a/b-binding proteLHCA6 AT1G19150 -3.05 -1.61 -3.38 0.012421 0.074756 -3.08
246485_at  putative protein cell death associated p AtCXE17 AT5G16080 2.99 1.58 3.38 0.012419 0.074756 -3.08
248026_at putative protein similar to unknown prote--- AT5G55710 -1.35 -0.44 -3.38 0.012432 0.074803 -3.08
245863_s_ahypothetical protein contains similarity to--- AT1G58050 / -1.36 -0.44 -3.38 0.012461 0.074957 -3.09
248227_at ABA-inducible protein-like  ;supported by--- AT5G53820 1.32 0.40 3.38 0.012468 0.074979 -3.09
266990_at putative ABC transporter ATATH8 AT2G39190 -1.69 -0.75 -3.38 0.012504 0.075175 -3.09
256422_at unknown protein MOS2 AT1G33520 -1.31 -0.39 -3.38 0.012511 0.075182 -3.09
249513_at glucosyltransferase-like protein ; suppor --- AT5G38460 -1.30 -0.37 -3.38 0.012512 0.075182 -3.09
246699_at  putative protein predicted proteins, Sac --- AT5G27990 -1.48 -0.56 -3.38 0.012521 0.075206 -3.09
257601_at hypothetical protein predicted by genem--- AT3G24820 -1.28 -0.35 -3.38 0.012522 0.075206 -3.09
264130_at hypothetical protein predicted by genem--- AT1G79160 1.40 0.49 3.38 0.012536 0.075269 -3.09
266291_at putative tropinone reductase  ;supported--- AT2G29320 -1.68 -0.75 -3.38 0.01254 0.075271 -3.09
262570_at unknown protein EST gb|H77143 comes--- AT1G15200 -1.31 -0.39 -3.38 0.012544 0.075280 -3.09
260617_at Expressed protein ; supported by full-len--- AT1G53345 -1.37 -0.46 -3.38 0.012555 0.075305 -3.10
260674_at unknown protein ; supported by cDNA: g--- AT1G19370 -1.31 -0.39 -3.38 0.012555 0.075305 -3.10
265101_at unknown protein similar to ESTs gb|R30--- AT1G30880 -1.57 -0.65 -3.38 0.012561 0.075322 -3.10
244961_at hypothetical protein --- --- -1.25 -0.33 -3.37 0.012566 0.075331 -3.10
255714_at contains weak similarity to S. cerevisiae --- AT4G00300 1.35 0.44 3.37 0.012595 0.075463 -3.10
246286_at unknown protein --- AT1G31910 -1.28 -0.35 -3.37 0.012595 0.075463 -3.10
253369_at  F-box protein family, AtFBL15 contains --- AT4G33210 -1.23 -0.29 -3.37 0.012599 0.075466 -3.10
264882_at  NAM protein, putative similar to NAM pranac025 AT1G61110 1.28 0.35 3.37 0.012614 0.075536 -3.10
259707_at thylakoid-bound ascorbate peroxidase idTAPX AT1G77490 -1.48 -0.57 -3.37 0.012619 0.075547 -3.10
260127_at  hypothetical protein similar to hypothetic--- AT1G36320 -1.46 -0.55 -3.37 0.012631 0.075565 -3.10
254231_at  putative protein AR411 - Arabidopsis th WRKY53 AT4G23810 4.47 2.16 3.37 0.012632 0.075565 -3.10
249563_at similar to unknown protein (pir |T03994) --- AT5G38360 -1.29 -0.36 -3.37 0.012632 0.075565 -3.10



252376_at  L-galactono-1,4-lactone dehydrogenaseATGLDH AT3G47930 -1.46 -0.54 -3.37 0.012636 0.075573 -3.10
262775_at unknown protein --- AT1G13000 1.28 0.36 3.37 0.012644 0.075599 -3.10
256633_at unknown protein GATL10 AT3G28340 3.68 1.88 3.37 0.012692 0.075868 -3.11
260468_at transcription factor RUSH-1alpha isolog --- AT1G11100 1.45 0.54 3.37 0.012697 0.075873 -3.11
265199_s_aputative glucosyl transferase --- AT2G36770 / 1.56 0.64 3.37 0.012705 0.075894 -3.11
266154_at putative cytochrome p450 --- AT2G12190 1.49 0.58 3.37 0.012707 0.075894 -3.11
245100_at  ubiquitin-specific protease 5 (UBP5), puUBP5 AT2G40930 -1.30 -0.37 -3.37 0.012726 0.075981 -3.11
259879_at putative calmodulin similar to calmodulinCML38 AT1G76650 3.38 1.76 3.37 0.012728 0.075981 -3.11
256246_at  betaine aldehyde dehydrogenase, putatALDH22a1AT3G66658 -1.42 -0.51 -3.36 0.012733 0.075990 -3.11
261719_at hypothetical protein similar to hypothetic--- AT1G18390 2.29 1.19 3.36 0.012738 0.076002 -3.11
255479_at  coded for by A. thaliana cDNA T46835 SAG21 AT4G02380 2.94 1.56 3.36 0.01275 0.076036 -3.11
245744_at unknown protein --- AT1G51110 -2.03 -1.02 -3.36 0.012748 0.076036 -3.11
262419_at hypothetical protein identical to hypothet--- AT1G50380 -1.44 -0.53 -3.36 0.012754 0.076039 -3.11
253952_at  ubiquitin-like protein ubiquitin-like prote SUMO1 AT4G26840 -1.30 -0.38 -3.36 0.012759 0.076049 -3.11
264120_at  latex-abundant protein, putative similar AtMC4 AT1G79340 1.25 0.32 3.36 0.012772 0.076065 -3.11
248505_at putative protein similar to unknown prote--- AT5G50360 1.38 0.47 3.36 0.012773 0.076065 -3.11
254163_s_a putative protein storage protein - Populu--- AT4G24340 / -3.08 -1.62 -3.36 0.012768 0.076065 -3.11
251133_at LAX1 / AUX1 -like permease --- AT5G01240 -1.49 -0.58 -3.36 0.012775 0.076065 -3.11
266796_at predicted by genscan --- AT2G02880 -1.30 -0.38 -3.36 0.012818 0.076259 -3.12
252053_at syntaxin-like protein synt4  ;supported b SYP122 AT3G52400 2.37 1.24 3.36 0.012815 0.076259 -3.12
261616_at  NAC domain containing protein, putativ ANAC014 AT1G33060 -1.22 -0.29 -3.36 0.012817 0.076259 -3.12
262164_at unknown protein ; supported by cDNA: g--- AT1G78070 -1.43 -0.52 -3.36 0.01283 0.076312 -3.12
254485_at  cell-cell signaling protein csgA - like cel --- AT4G20760 -1.42 -0.51 -3.36 0.01285 0.076389 -3.12
266979_at unknown protein  ;supported by full-lengPPL2 AT2G39470 -2.88 -1.53 -3.36 0.012849 0.076389 -3.12
252273_at  putative WD-40 repeat - protein beta-tra--- AT3G49660 -1.33 -0.41 -3.36 0.012893 0.076616 -3.12
247443_at  putative protein predicted proteins, Arab--- AT5G62720 -1.51 -0.60 -3.36 0.012895 0.076616 -3.12
249076_at putative protein similar to unknown proteTOM22-V AT5G43970 -1.45 -0.54 -3.36 0.012901 0.076632 -3.12
263621_at putative DNA-directed RNA polymerase NRPB6B AT2G04630 -1.33 -0.41 -3.35 0.012911 0.076673 -3.12
257937_at hypothetical protein predicted by gensca--- AT3G19810 -1.25 -0.33 -3.35 0.012923 0.076724 -3.13
252220_at  putative protein hypothetical protein - A LBD38 AT3G49940 1.56 0.65 3.35 0.012927 0.076728 -3.13
258673_at unknown protein --- AT3G08620 -1.48 -0.56 -3.35 0.012946 0.076787 -3.13
253761_at  putative protein thyroid receptor interac --- AT4G28820 -1.36 -0.45 -3.35 0.012942 0.076787 -3.13
246539_at  putative protein geranylgeranylated pro MUB2 AT5G15460 -1.24 -0.31 -3.35 0.012947 0.076787 -3.13
244962_at NADH dehydrogenase ND4 --- --- -1.23 -0.30 -3.35 0.01296 0.076845 -3.13
266856_at putative ABC transporter related to mult PDR4 AT2G26910 1.69 0.76 3.35 0.012969 0.076856 -3.13



263565_at unknown protein FUT4 AT2G15390 2.45 1.30 3.35 0.012989 0.076856 -3.13
258067_at  putative mitotic checkpoint protein simil --- AT3G25980 1.29 0.37 3.35 0.012985 0.076856 -3.13
257324_at hypothetical protein --- --- -2.12 -1.09 -3.35 0.012977 0.076856 -3.13
245400_at  ATP-dependent Clp protease proteolytic--- AT4G17040 -1.39 -0.48 -3.35 0.012978 0.076856 -3.13
253060_at  putative protein predicted protein, Arabi --- AT4G37710 1.92 0.94 3.35 0.012981 0.076856 -3.13
250867_at  putative protein predicted protein, Arabi --- AT5G03880 -1.49 -0.58 -3.35 0.012971 0.076856 -3.13
246329_at  putative protein gamma-tubulin interact --- AT3G43610 -1.35 -0.43 -3.35 0.012987 0.076856 -3.13
264161_at  antigen receptor, putative similar to anti --- AT1G65420 -1.32 -0.40 -3.35 0.012992 0.076856 -3.13
254079_at  putative protein pmt2 methyltransferase--- AT4G25730 -1.66 -0.73 -3.35 0.013018 0.076956 -3.13
260523_at putative salt-inducible protein EMB2654 AT2G41720 -1.47 -0.56 -3.35 0.013019 0.076956 -3.13
261408_s_a histone H4 identical to GB:M36659 from--- AT1G07660 / -1.45 -0.53 -3.35 0.013019 0.076956 -3.13
259490_at hypothetical protein preedicted by genem--- AT1G15800 1.30 0.38 3.35 0.013026 0.076975 -3.13
248403_at arginine-aspartate-rich RNA binding pro --- AT5G51410 -1.31 -0.39 -3.35 0.013048 0.077047 -3.14
257248_at hypothetical protein predicted by gensca--- AT3G24150 -1.45 -0.53 -3.35 0.013048 0.077047 -3.14
265008_at  Mlo protein, putative similar to Mlo proteMLO6 AT1G61560 2.69 1.43 3.35 0.013042 0.077047 -3.14
267068_at unknown protein --- AT2G41020 -1.39 -0.47 -3.35 0.013058 0.077084 -3.14
251531_at  putative protein hypothetical protein F4I--- AT3G58550 1.35 0.43 3.34 0.013079 0.077189 -3.14
246498_at  stearoyl-acyl carrier protein desaturase --- AT5G16230 1.94 0.95 3.34 0.013089 0.077230 -3.14
252941_at  phenylalanyl-trna synthetase - like prote--- AT4G39280 -1.26 -0.34 -3.34 0.013093 0.077233 -3.14
255384_at hypothetical protein --- AT4G03580 1.24 0.31 3.34 0.013107 0.077274 -3.14
260102_at unknown protein --- AT1G35470 -1.36 -0.44 -3.34 0.013104 0.077274 -3.14
255296_at hypothetical protein --- AT4G04790 -1.69 -0.75 -3.34 0.013115 0.077300 -3.14
251904_at  Machado-Joseph disease MJD1a -like p--- AT3G54130 1.43 0.52 3.34 0.013123 0.077327 -3.14
261377_at unknown protein ;supported by full-lengt --- AT1G18850 -1.76 -0.82 -3.34 0.013137 0.077393 -3.14
259439_at 1-aminocyclopropane-1-carboxylate synACS2 AT1G01480 4.14 2.05 3.34 0.013153 0.077412 -3.14
266599_at unknown protein --- AT2G46100 -1.27 -0.35 -3.34 0.013154 0.077412 -3.14
246223_at UDP-glucuronyltransferase-like protein IRX14 AT4G36890 -1.27 -0.34 -3.34 0.013153 0.077412 -3.14
266283_at putative proline-rich protein --- AT2G29210 -1.33 -0.41 -3.34 0.013152 0.077412 -3.14
255894_at  nuclear poly(A) polymerase, putative sim--- AT1G17980 -1.31 -0.39 -3.34 0.013159 0.077422 -3.14
245780_at unknown protein ;supported by full-lengt --- AT1G45688 1.36 0.44 3.34 0.013167 0.077448 -3.15
258185_at hypothetical protein similar to hypothetic--- AT3G21580 -1.41 -0.49 -3.34 0.013175 0.077475 -3.15
253451_at  putative myb-protein transforming protePC-MYB1 AT4G32730 1.29 0.36 3.34 0.013188 0.077533 -3.15
249908_at putative protein similar to unknown prote--- AT5G22760 -1.28 -0.36 -3.34 0.013202 0.077592 -3.15
261269_at unknown protein ; supported by full-leng--- AT1G26690 1.36 0.45 3.34 0.013207 0.077600 -3.15
266751_at putative peptide chain release factor --- AT2G47020 -1.29 -0.37 -3.34 0.013222 0.077670 -3.15



251259_at  putative protein phosphoprotein phosph--- AT3G62260 1.55 0.63 3.34 0.013239 0.077749 -3.15
248771_at unknown protein --- AT5G47790 -1.37 -0.45 -3.33 0.013257 0.077802 -3.15
253972_at  putative protein Uvi31, Schizosaccharo CPSUFE AT4G26500 -1.22 -0.29 -3.33 0.01326 0.077802 -3.15
254863_at  putative protein predicted protein W02GATNUDX1 AT4G11980 -1.36 -0.44 -3.33 0.013261 0.077802 -3.15
254125_at  putative alliin lyase alliin lyase (EC 4.4.1TAR2 AT4G24670 -1.74 -0.80 -3.33 0.01326 0.077802 -3.15
257325_at hypothetical protein --- AT2G07798 -1.89 -0.92 -3.33 0.013267 0.077802 -3.15
259170_at hypothetical protein similar to putative p --- AT3G03510 -1.27 -0.35 -3.33 0.013268 0.077802 -3.15
245387_at nuclear RNA binding protein A-like prote--- AT4G17520 -1.42 -0.50 -3.33 0.013277 0.077813 -3.15
248814_at putative protein similar to unknown prote--- AT5G46910 3.27 1.71 3.33 0.013276 0.077813 -3.15
249849_at putative protein similar to unknown proteNIC2 AT5G23230 -1.39 -0.48 -3.33 0.013281 0.077816 -3.15
263345_s_aputative chlorophyll a/b binding protein  LHCB2.1 AT2G05070 / -2.01 -1.01 -3.33 0.013286 0.077823 -3.15
262313_at unknown protein ;supported by full-lengt --- AT1G70900 -1.47 -0.56 -3.33 0.013304 0.077883 -3.16
261027_at  cyclic nucleotide and calmodulin-regula ATCNGC1AT1G01340 2.20 1.13 3.33 0.013301 0.077883 -3.16
248959_at putative protein similar to unknown prote--- AT5G45630 2.02 1.02 3.33 0.013306 0.077883 -3.16
248436_at putative protein contains similarity to unk--- AT5G51220 -1.29 -0.37 -3.33 0.01332 0.077943 -3.16
252701_at  hypothetical protein SPOP protein, HomATBPM6 AT3G43700 -1.39 -0.48 -3.33 0.013335 0.078012 -3.16
265450_at hypothetical protein predicted by genefin--- AT2G46620 1.54 0.62 3.33 0.013347 0.078064 -3.16
245269_at hypothetical protein ; supported by cDNA--- AT4G14500 1.32 0.41 3.33 0.013361 0.078085 -3.16
260425_at  hypothetical protein similar to CCAAT-bEDA25 AT1G72440 -1.89 -0.92 -3.33 0.013355 0.078085 -3.16
253479_at  ferredoxin-NADP+ reductase - like prote--- AT4G32360 -1.26 -0.34 -3.33 0.01336 0.078085 -3.16
259334_at unknown protein similar to hect domain --- AT3G03790 1.48 0.57 3.33 0.013366 0.078097 -3.16
244981_at ribosomal protein S8 --- --- -1.37 -0.46 -3.33 0.01337 0.078098 -3.16
260812_at  nodulin-like protein similar to MtN21 GB--- AT1G43650 -1.55 -0.63 -3.33 0.013393 0.078210 -3.16
265974_at unknown protein --- --- 1.57 0.65 3.33 0.013401 0.078237 -3.16
255128_at  putative protein glutamic acid-rich prote--- AT4G08310 -1.40 -0.49 -3.33 0.01341 0.078272 -3.16
254093_at  putative protein extensin, Catharanthus AtMC2 AT4G25110 2.05 1.04 3.33 0.013416 0.078283 -3.16
250471_at  myo-inositol-1-phosphate synthase -likeMIPS3 AT5G10170 -1.52 -0.61 -3.32 0.013431 0.078330 -3.17
245180_at putative protein similarity to proteins of u--- AT5G12410 -1.50 -0.58 -3.32 0.013433 0.078330 -3.17
262953_at hypothetical protein predicted by genem--- AT1G75670 -1.59 -0.67 -3.32 0.013434 0.078330 -3.17
250494_at  embryogenic callus protein - like embry HAM2 AT5G09740 -1.39 -0.47 -3.32 0.013455 0.078434 -3.17
262029_at 50S ribosomal protein L21 chloroplast p --- AT1G35680 -1.42 -0.50 -3.32 0.013507 0.078635 -3.17
256238_at unknown protein ; supported by full-lengELC AT3G12400 1.42 0.51 3.32 0.013501 0.078635 -3.17
265388_s_aunknown protein  ;supported by full-leng--- AT2G20990 / -1.28 -0.36 -3.32 0.013505 0.078635 -3.17
251986_at  putative protein various predicted prote --- AT3G53310 -1.78 -0.83 -3.32 0.013501 0.078635 -3.17
256192_at  diadenosine 5,5-P1,P4-tetraphosphate ATNUDX2 AT1G30110 1.33 0.41 3.32 0.0135 0.078635 -3.17



260627_at hypothetical protein predicted by genem--- AT1G62310 -1.51 -0.59 -3.32 0.013522 0.078701 -3.17
246476_at putative protein predicted proteins - Arab--- AT5G16730 -1.47 -0.55 -3.32 0.013529 0.078726 -3.17
252104_at  putative protein KIAA0851 protein, HomRHD4 AT3G51460 1.38 0.47 3.32 0.013561 0.078891 -3.18
246575_at  bystin, putative similar to bystin GI:1160--- AT1G31660 -1.54 -0.63 -3.32 0.013567 0.078906 -3.18
266202_at putative cinnamoyl-CoA reductase --- AT2G02400 -1.27 -0.34 -3.32 0.013571 0.078907 -3.18
246064_at  DNA binding protein ACBF - like DNA b--- AT5G19350 -1.30 -0.38 -3.32 0.013594 0.078998 -3.18
246879_at  endopeptidase - like protein O-sialoglyc--- AT5G26110 -1.31 -0.39 -3.32 0.013593 0.078998 -3.18
246144_at  dynein light chain - like protein dynein li --- AT5G20110 -1.56 -0.64 -3.32 0.013605 0.079044 -3.18
246192_at  translation initiation factor eIF-2 beta chEIF2 BETAAT5G20920 -1.26 -0.33 -3.31 0.013637 0.079171 -3.18
251138_at putative protein various predicted protein--- AT5G01160 -1.33 -0.42 -3.31 0.013633 0.079171 -3.18
254455_at hypothetical protein --- AT4G21140 -1.52 -0.60 -3.31 0.013636 0.079171 -3.18
258166_at  WD-repeat protein, putative contains Pf --- AT3G21540 -1.71 -0.78 -3.31 0.013642 0.079177 -3.18
249360_at  putative protein KIAA0409 protein, Hom--- AT5G40530 -1.30 -0.37 -3.31 0.013663 0.079272 -3.18
248622_at xylosidase --- AT5G01980 / 1.90 0.93 3.31 0.013665 0.079272 -3.18
260882_at  DNA binding protein, putative similar to WRKY65 AT1G29280 1.68 0.75 3.31 0.013677 0.079322 -3.19
252075_at  putative protein saposin precursor - Hom--- AT3G51730 1.44 0.53 3.31 0.013694 0.079352 -3.19
256779_at  beta-fructofuranosidase, putative simila AtcwINV5 AT3G13784 1.23 0.30 3.31 0.013693 0.079352 -3.19
264911_at  auxin-induced protein, putative similar t --- AT1G60690 -1.42 -0.51 -3.31 0.013692 0.079352 -3.19
254057_at putative protein  ;supported by full-length--- AT4G25170 1.63 0.70 3.31 0.013696 0.079352 -3.19
257726_at hypothetical protein predicted by genem--- AT3G18360 1.28 0.36 3.31 0.013704 0.079377 -3.19
250156_at  putative protein predicted proteins, Hom--- AT5G15170 -1.25 -0.33 -3.31 0.013707 0.079377 -3.19
249705_at serine/threonine protein kinase-like --- AT5G35580 1.50 0.58 3.31 0.013716 0.079408 -3.19
249546_at  putative protein chromosome segregatioPMI15 AT5G38150 -1.54 -0.62 -3.31 0.013739 0.079517 -3.19
248039_at putative protein similar to unknown prote--- AT5G55950 1.24 0.31 3.31 0.013766 0.079578 -3.19
256268_at  retinoblastoma-related protein, putative RBR1 AT3G12280 -1.41 -0.49 -3.31 0.013766 0.079578 -3.19
260274_at putative glycerol kinase similar to GLYC NHO1 AT1G80460 1.40 0.49 3.31 0.013754 0.079578 -3.19
260921_at  amp-binding protein, putative similar to --- AT1G21540 -1.52 -0.60 -3.31 0.013764 0.079578 -3.19
247420_at unknown protein --- AT5G63100 -1.46 -0.54 -3.31 0.013762 0.079578 -3.19
259316_at unknown protein --- AT3G01175 1.40 0.48 3.31 0.013771 0.079584 -3.19
256883_at unknown protein  ; supported by cDNA: --- AT3G26440 2.24 1.16 3.31 0.013781 0.079613 -3.19
253079_s_a putative protein F56F10.1, Caenorhabd--- AT4G36190 / -1.43 -0.52 -3.31 0.013787 0.079613 -3.19
257641_s_ahypothetical protein AOC1 AT3G25760 / -1.67 -0.74 -3.31 0.013784 0.079613 -3.19
249066_at WD-repeat protein-like --- AT5G43920 -1.24 -0.31 -3.30 0.013811 0.079735 -3.20
261256_at  disease resistance protein RTM1 identicRTM1 AT1G05760 1.40 0.49 3.30 0.013817 0.079749 -3.20
252863_at myo-inositol-1-phosphate synthase  ;supMIPS1 AT4G39800 -3.72 -1.90 -3.30 0.013833 0.079821 -3.20



262737_at hypothetical protein SRD2 AT1G28560 -1.36 -0.44 -3.30 0.013845 0.079851 -3.20
256870_at  cytochrome P450, putative contains PfaCYP71B34AT3G26300 -1.64 -0.72 -3.30 0.013844 0.079851 -3.20
256753_at unknown protein contains Pfam profile: PGHS1 AT3G27160 -1.39 -0.47 -3.30 0.013853 0.079877 -3.20
246246_at putative protein --- AT4G37170 -1.40 -0.48 -3.30 0.013873 0.079927 -3.20
249143_at putative protein strong similarity to unkn --- AT5G43230 1.24 0.31 3.30 0.01387 0.079927 -3.20
264624_at  zinc finger protein ATZF1, putative idenERD6 AT1G08930 1.45 0.53 3.30 0.013871 0.079927 -3.20
249862_at PGPD14 protein  ;supported by full-leng --- AT5G22920 1.76 0.81 3.30 0.013879 0.079929 -3.20
260480_at Ser/Thr kinase  ;supported by full-lengthSNRK2.4 AT1G10940 -1.23 -0.30 -3.30 0.013883 0.079929 -3.20
250758_at eukaryotic translation initiation factor 3 sEIF3G2 AT5G06000 -1.45 -0.54 -3.30 0.01388 0.079929 -3.20
260593_at  poly(A)-specific ribonuclease, putative sAHG2 AT1G55870 -1.41 -0.49 -3.30 0.013899 0.079972 -3.20
256625_at  uteroglobin promoter-binding protein, R --- AT3G20010 -1.56 -0.64 -3.30 0.013898 0.079972 -3.20
256548_at hypothetical protein contains similarity to--- AT3G14770 4.05 2.02 3.30 0.013901 0.079972 -3.20
258179_at  integral membrane protein, putative con--- AT3G21690 1.49 0.57 3.30 0.01391 0.079989 -3.20
262202_at TATC-like protein similar to GB:AAD339APG2 AT2G01110 -1.49 -0.58 -3.30 0.013911 0.079989 -3.20
255850_at putative chloroplast 50S ribosomal prote--- AT2G33450 -1.36 -0.44 -3.29 0.013989 0.080048 -3.21
267099_at DNA-(apurinic or apyrimidinic site) lyaseARP AT2G41460 -1.52 -0.61 -3.30 0.013942 0.080048 -3.21
251678_at  putative protein conserved hypothetical EDA7 AT3G56990 -1.26 -0.34 -3.30 0.013979 0.080048 -3.21
247032_at putative protein strong similarity to unkn SDN3 AT5G67240 -1.28 -0.36 -3.29 0.013985 0.080048 -3.21
245773_at hypothetical protein predicted by gensca--- AT1G30290 -1.30 -0.38 -3.30 0.013945 0.080048 -3.21
267442_at unknown protein  ;supported by full-leng--- AT2G19080 -1.26 -0.33 -3.30 0.013959 0.080048 -3.21
266189_at unknown protein --- AT2G39020 -1.24 -0.31 -3.29 0.013988 0.080048 -3.21
264336_at hypothetical protein contains similarity to--- AT1G70360 -1.36 -0.44 -3.30 0.013968 0.080048 -3.21
260443_at Expressed protein ; supported by full-len--- AT1G68185 -1.24 -0.31 -3.29 0.01399 0.080048 -3.21
253662_at  transcription factor-like protein ArabidopARF16 AT4G30080 -1.32 -0.40 -3.29 0.013992 0.080048 -3.21
252383_at  ABC-type transport protein-like protein tATH6 AT3G47780 2.10 1.07 3.30 0.013967 0.080048 -3.21
261793_at unknown protein ; supported by cDNA: g--- AT1G16080 -1.83 -0.87 -3.30 0.013975 0.080048 -3.21
257132_at hypothetical protein predicted by genem--- AT3G20230 -1.29 -0.37 -3.30 0.013957 0.080048 -3.21
255638_at predicted protein of unknown function  ; --- AT4G00740 -1.42 -0.51 -3.30 0.013968 0.080048 -3.21
251689_at  putative protein motif in hypothetical pro--- AT3G56500 2.52 1.33 3.30 0.013937 0.080048 -3.20
247168_at putative protein contains similarity to pro--- AT5G65860 -1.38 -0.47 -3.30 0.013939 0.080048 -3.20
254280_at Expressed protein ; supported by full-lenSMO1-2 AT4G22756 -1.49 -0.58 -3.29 0.01398 0.080048 -3.21
249800_at MtN3-like protein  ; supported by cDNA: MTN3 AT5G23660 -1.31 -0.38 -3.30 0.013932 0.080048 -3.20
249007_at unknown protein  ;supported by full-leng--- AT5G44650 -1.57 -0.65 -3.30 0.013938 0.080048 -3.20
247605_at  DNA binding protein - like putative basicTCP5 AT5G60970 -1.37 -0.45 -3.29 0.013986 0.080048 -3.21
265959_at unknown protein  ;supported by full-leng--- AT2G37240 -1.76 -0.82 -3.29 0.014001 0.080081 -3.21



257857_s_aunknown protein contains an RNase_PHRRP45a AT3G12990 / -1.50 -0.58 -3.29 0.014022 0.080182 -3.21
245287_at imidazoleglycerol-phosphate dehydratas--- AT4G14910 -1.45 -0.54 -3.29 0.014029 0.080201 -3.21
254306_at putative protein  ; supported by cDNA: gATCES1 AT4G22330 1.24 0.31 3.29 0.014055 0.080308 -3.21
262440_at  serpin, putative similar to serpin GB:X95--- AT1G47710 -1.47 -0.55 -3.29 0.014052 0.080308 -3.21
245602_at Expressed protein ;supported by cDNA: --- AT4G14270 -1.49 -0.58 -3.29 0.01406 0.080315 -3.21
263225_at  putative DNA-binding protein similar to WRKY14 AT1G30650 1.34 0.42 3.29 0.014063 0.080315 -3.21
256401_at putative guanylate kinase similar to guan--- AT3G06200 -1.22 -0.29 -3.29 0.014071 0.080332 -3.21
249149_at casein kinase I ; supported by cDNA: gi_ckl8 AT5G43320 1.23 0.30 3.29 0.014073 0.080332 -3.22
263495_at cold-regulated protein cor15b precursor COR15B AT2G42530 -2.66 -1.41 -3.29 0.014097 0.080427 -3.22
266253_at unknown protein contains non-consensuHDT4 AT2G27840 -1.68 -0.75 -3.29 0.014095 0.080427 -3.22
265586_at pathogenesis-related protein (PR-1) conPR-1-LIKEAT2G19990 1.38 0.47 3.29 0.014103 0.080445 -3.22
258332_at putative transport protein similar to trans--- AT3G16180 -2.06 -1.04 -3.29 0.014107 0.080447 -3.22
257573_at putative SF16 protein {Helianthus annuuiqd9 AT2G33990 -1.47 -0.56 -3.29 0.014135 0.080586 -3.22
266882_at unknown protein  ;supported by full-leng--- AT2G44670 -1.97 -0.98 -3.29 0.014146 0.080627 -3.22
250818_at Expressed protein ; supported by cDNA ALA1 AT5G04930 1.44 0.52 3.29 0.014151 0.080634 -3.22
261070_at  disease resistance protein, putative simAtRLP1 AT1G07390 -1.39 -0.48 -3.28 0.014173 0.080738 -3.22
248748_at putative protein contains similarity to adeAMK2 AT5G47840 -1.31 -0.39 -3.28 0.01418 0.080762 -3.22
259717_at putative cleavage and polyadenylation sCPSF73-I AT1G61010 -1.35 -0.44 -3.28 0.014191 0.080803 -3.22
267031_at hypothetical protein predicted by gensca--- AT2G38420 -1.27 -0.35 -3.28 0.014196 0.080809 -3.22
253183_at  putative protein predicted protein, Arabi --- AT4G35220 -1.25 -0.32 -3.28 0.014208 0.080859 -3.23
262967_at hypothetical protein predicted by genem--- AT1G75730 -1.32 -0.41 -3.28 0.014224 0.080925 -3.23
267550_at putative protein kinase contains a protei AP4.3A AT2G32800 1.88 0.91 3.28 0.014227 0.080925 -3.23
253042_at  formamidase - like protein formamidase--- AT4G37550 -1.56 -0.65 -3.28 0.014237 0.080965 -3.23
248900_at putative protein strong similarity to unkn PRP39-2 AT5G46400 -1.46 -0.55 -3.28 0.014246 0.080994 -3.23
259113_at  hypothetical protein predicted by genem--- AT3G05510 -1.35 -0.43 -3.28 0.014263 0.081069 -3.23
253932_at putative protein other Arabidopsis putati --- AT4G26800 -1.25 -0.32 -3.28 0.014269 0.081084 -3.23
260768_at Expressed protein ; supported by full-len--- AT1G49245 -1.31 -0.39 -3.28 0.014294 0.081206 -3.23
252310_at  GTPase activating -like protein GTPase--- AT3G49350 1.67 0.74 3.28 0.014309 0.081269 -3.23
267238_at unknown protein  ;supported by full-leng--- AT2G44130 3.01 1.59 3.28 0.014327 0.081356 -3.23
266705_at 40S ribosomal protein S30  ; supported --- AT2G19750 -1.49 -0.57 -3.28 0.014334 0.081369 -3.23
263550_at Expressed protein ; supported by cDNA --- AT2G17033 -1.35 -0.43 -3.28 0.014337 0.081369 -3.23
264869_at hypothetical protein similar to hypothetic--- AT1G24350 1.29 0.37 3.28 0.01434 0.081370 -3.23
259534_at hypothetical protein --- AT1G12290 1.36 0.45 3.28 0.014358 0.081430 -3.24
255081_at MLH1 protein  ; supported by cDNA: gi_ MLH1 AT4G09140 -1.59 -0.67 -3.28 0.014355 0.081430 -3.24
249288_at unknown protein  ;supported by full-leng--- AT5G41050 -2.21 -1.15 -3.27 0.014363 0.081434 -3.24



263711_at putative protein phosphatase 2C  ;suppo--- AT2G20630 1.31 0.38 3.27 0.01437 0.081458 -3.24
267288_at similar to cold acclimation protein WCOR--- AT2G23680 2.33 1.22 3.27 0.014384 0.081513 -3.24
256256_at unknown protein ; supported by full-leng--- AT3G11230 1.31 0.39 3.27 0.014411 0.081626 -3.24
256052_at  spliceosomal protein (U2B), putative sim--- AT1G06960 -1.31 -0.39 -3.27 0.014407 0.081626 -3.24
248532_at Expressed protein ; supported by cDNA NFU2 AT5G49940 -1.36 -0.45 -3.27 0.014427 0.081680 -3.24
255053_at  putative protein RNA helicase -Mus mu --- AT4G09730 -1.93 -0.95 -3.27 0.014427 0.081680 -3.24
259062_at unknown protein est hits to genscan mo --- AT3G07440 -1.45 -0.54 -3.27 0.014441 0.081715 -3.24
256148_at hypothetical protein similar to putative g --- AT1G55090 -1.23 -0.30 -3.27 0.014439 0.081715 -3.24
253420_at  H+-transporting ATP synthase chain 9 ---- AT4G32260 -1.35 -0.43 -3.27 0.014455 0.081773 -3.24
264377_at similar to early nodulins --- AT2G25060 1.25 0.33 3.27 0.014474 0.081843 -3.24
255652_at putative protein MEE47 AT4G00950 -2.27 -1.18 -3.27 0.014473 0.081843 -3.24
254736_at  putative disease resistance protein Cf-2--- AT4G13820 1.62 0.70 3.27 0.014509 0.082017 -3.25
252281_at putative protein various predicted protein--- AT3G49320 -1.43 -0.52 -3.27 0.014521 0.082067 -3.25
263157_at  aldehyde dehydrogenase homolog, putaALDH7B4 AT1G54100 1.60 0.68 3.27 0.014537 0.082117 -3.25
249747_at putative protein similar to unknown prote--- AT5G24600 1.36 0.44 3.27 0.014536 0.082117 -3.25
245543_at glucosyltransferase --- AT4G15260 1.35 0.44 3.27 0.014547 0.082152 -3.25
248223_at unknown protein  ; supported by cDNA: --- AT5G53620 -1.22 -0.29 -3.26 0.014558 0.082195 -3.25
265090_at  putative protein phosphatase 2A Highly --- AT1G03960 -1.30 -0.38 -3.26 0.01458 0.082298 -3.25
261522_at  RIBOSOMAL PROTEIN, putative simila--- AT1G71710 -1.70 -0.76 -3.26 0.014608 0.082435 -3.25
256943_at hypothetical protein similar to hypothetic--- AT3G18910 -1.26 -0.33 -3.26 0.014652 0.082664 -3.26
253358_at gamma-VPE (vacuolar processing enzy GAMMA-VAT4G32940 -1.29 -0.37 -3.26 0.01466 0.082688 -3.26
267096_at unknown protein  ; supported by cDNA: --- AT2G38180 -1.66 -0.73 -3.26 0.014669 0.082720 -3.26
253276_at  caffeoyl-CoA O-methyltransferase - like --- AT4G34050 1.48 0.56 3.26 0.014683 0.082776 -3.26
259935_at putative GDSL-motif lipase/acylhydrolas--- AT1G71250 1.35 0.43 3.26 0.014689 0.082789 -3.26
250706_at deoxyhypusine synthase  ;supported by DHS AT5G05920 -1.36 -0.44 -3.26 0.014717 0.082931 -3.26
257580_at hypothetical protein --- AT3G06210 -1.32 -0.40 -3.26 0.014733 0.082996 -3.26
260992_at hypothetical protein predicted by genem--- AT1G12150 -1.25 -0.32 -3.26 0.014739 0.083009 -3.26
249057_at putative protein contains similarity to UDDUR AT5G44480 2.49 1.31 3.26 0.014749 0.083015 -3.26
262414_at  acyl CoA synthetase, putative similar toLACS2 AT1G49430 2.76 1.47 3.25 0.014754 0.083015 -3.26
249285_at unknown protein --- AT5G41960 -1.36 -0.45 -3.26 0.014748 0.083015 -3.26
261718_at  wall-associated kinase, putative similar --- AT1G18390 2.21 1.15 3.26 0.014752 0.083015 -3.26
255635_at Shaggy related protein kinase tetha  ; suATSK32 AT4G00720 -1.33 -0.41 -3.25 0.014763 0.083044 -3.27
247440_at peptide transporter --- AT5G62680 1.27 0.35 3.25 0.014797 0.083201 -3.27
263810_at putative translation initiation factor eIF-1--- AT2G04520 -1.24 -0.31 -3.25 0.014801 0.083201 -3.27
246654_s_aputative protein predicted protein from SEGY1 AT5G35210 / -1.22 -0.29 -3.25 0.014802 0.083201 -3.27



251455_at  citrate synthase-like protein citrate synt CSY5 AT3G60100 1.24 0.31 3.25 0.014807 0.083208 -3.27
258887_at putative phospholipase D similar to phosPLDP2 AT3G05630 1.47 0.55 3.25 0.014817 0.083225 -3.27
263425_at putative preprotein translocase SECY prEMB2289 AT2G31530 -1.35 -0.43 -3.25 0.014815 0.083225 -3.27
261168_at unknown protein --- AT1G04940 / -1.60 -0.68 -3.25 0.014834 0.083238 -3.27
256284_at unknown protein PSF2 AT3G12530 -1.49 -0.58 -3.25 0.014824 0.083238 -3.27
246391_at unknown protein ; supported by cDNA: g--- AT1G77350 -1.36 -0.44 -3.25 0.014828 0.083238 -3.27
265269_at hypothetical protein predicted by gensca--- AT2G42950 1.35 0.43 3.25 0.014832 0.083238 -3.27
264999_at hypothetical protein contains similarity to--- AT1G67310 -1.27 -0.35 -3.25 0.014841 0.083253 -3.27
261888_at  ribosomal protein, putative similar to rib --- AT1G80800 -1.33 -0.41 -3.25 0.014844 0.083253 -3.27
247390_at putative protein similar to unknown prote--- AT5G63520 -1.25 -0.33 -3.25 0.014855 0.083296 -3.27
266106_at putative microtubule-associated protein ATATG8E AT2G45170 1.52 0.60 3.25 0.01486 0.083304 -3.27
255678_at predicted protein with unknown function AT4G0052--- -1.32 -0.40 -3.25 0.014874 0.083358 -3.27
253412_at  putative protein (fragment) calcineurin BCBL10 AT4G33000 -1.37 -0.46 -3.25 0.014891 0.083435 -3.27
264748_at hypothetical protein predicted by genemEMB25 AT1G70070 -1.24 -0.31 -3.25 0.014902 0.083475 -3.27
248391_at putative protein similar to unknown prote--- AT5G52030 -1.32 -0.40 -3.25 0.014912 0.083513 -3.28
250359_at  putative protein predicted proteins, Arab--- AT5G11350 -1.27 -0.34 -3.25 0.014932 0.083591 -3.28
251629_at villin 3 fragment  ; supported by cDNA: gVLN3 AT3G57410 1.40 0.48 3.25 0.014934 0.083591 -3.28
247554_at  putative protein leucine zipper-containinATEXO70EAT5G61010 2.00 1.00 3.25 0.01494 0.083606 -3.28
259800_at Expressed protein ; supported by full-len--- AT1G72175 -1.37 -0.46 -3.24 0.014972 0.083698 -3.28
249550_at  protein kinase - like protein wall-associa--- AT5G38210 1.68 0.75 3.24 0.014963 0.083698 -3.28
263712_at Expressed protein ; supported by full-lenNFD6 AT2G20585 -1.47 -0.56 -3.24 0.014975 0.083698 -3.28
251559_at  putative protein hypothetical protein T24--- AT3G58010 -1.41 -0.49 -3.24 0.014968 0.083698 -3.28
248235_at unknown protein ;supported by full-lengtemb2737 AT5G53860 -1.24 -0.31 -3.24 0.014974 0.083698 -3.28
255660_at Expressed protein ; supported by full-len--- AT4G00755 -1.34 -0.42 -3.24 0.014995 0.083778 -3.28
256922_at  hypothetical protein contains similarity t --- AT3G19010 1.82 0.87 3.24 0.015 0.083778 -3.28
251207_at putative protein  ;supported by full-length--- AT3G63050 1.62 0.70 3.24 0.014999 0.083778 -3.28
247988_at putative protein similar to unknown prote--- AT5G56910 -1.50 -0.58 -3.24 0.015017 0.083853 -3.28
251391_at  putative protein weak homology with pre--- AT3G60910 -1.36 -0.45 -3.24 0.015025 0.083878 -3.28
265284_at unknown protein  ;supported by full-leng--- AT2G20230 -1.33 -0.41 -3.24 0.01503 0.083884 -3.28
264638_at flowering signals mediating protein FT idFT AT1G65480 2.05 1.04 3.24 0.015044 0.083921 -3.28
258949_at unknown protein ATCFM2 AT3G01370 -1.41 -0.50 -3.24 0.015043 0.083921 -3.28
259411_at hypothetical protein contains Pfam profil --- AT1G13410 -1.29 -0.37 -3.24 0.01505 0.083934 -3.29
247568_at  putative protein predicted proteins, Arab--- AT5G61260 1.69 0.75 3.24 0.015059 0.083964 -3.29
260177_at hypothetical protein predicted by gensca--- AT1G70650 -1.51 -0.59 -3.24 0.015066 0.083985 -3.29
259645_at  putative DNA-binding protein predicted BIM2 AT1G69010 -1.41 -0.50 -3.24 0.015074 0.083996 -3.29



246607_at  receptor-like protein kinase - like protein--- AT5G35370 1.83 0.87 3.24 0.015076 0.083996 -3.29
252654_at similar to glycyl tRNA synthetase --- AT3G44740 -1.24 -0.31 -3.24 0.015088 0.084046 -3.29
257009_at unknown protein  ; supported by cDNA: --- AT3G14160 -1.26 -0.33 -3.24 0.015107 0.084126 -3.29
246858_at  receptor-like protein kinase - like recept --- AT5G25930 2.37 1.24 3.24 0.015123 0.084181 -3.29
249177_at unknown protein  ;supported by full-leng--- AT5G42850 1.28 0.36 3.24 0.015124 0.084181 -3.29
259225_at putative small nuclear ribonucleoprotein --- AT3G07590 -1.94 -0.96 -3.23 0.015171 0.084361 -3.29
260499_at unknown protein  ; supported by cDNA: --- AT2G41760 -1.26 -0.34 -3.23 0.015162 0.084361 -3.29
260237_at putative MYB family transcription factor MYB95 AT1G74430 -1.90 -0.93 -3.23 0.015167 0.084361 -3.29
252698_at  amine oxidase -like protein amine oxida--- AT3G43670 -1.37 -0.45 -3.23 0.01517 0.084361 -3.29
248786_at unknown protein --- AT5G47410 -1.58 -0.66 -3.23 0.01518 0.084394 -3.29
247641_at  imidazoleglycerol-phosphate synthase sPDX2 AT5G60540 -1.31 -0.39 -3.23 0.015196 0.084458 -3.30
261756_at Expressed protein ; supported by full-len--- AT1G08315 1.74 0.80 3.23 0.015212 0.084529 -3.30
265119_at  flavin-containing monooxygenase, puta FMO GS-OAT1G62570 1.75 0.80 3.23 0.015239 0.084649 -3.30
254346_at  symbiosis-related like protein symbiosisAPG8A AT4G21980 1.57 0.65 3.23 0.015248 0.084649 -3.30
263151_at hypothetical protein predicted by genem--- AT1G54120 -1.93 -0.95 -3.23 0.015249 0.084649 -3.30
261982_at hypothetical protein predicted by genem--- AT1G33780 -1.26 -0.33 -3.23 0.015243 0.084649 -3.30
259849_at  phosphoglycerate dehydrogenase, puta--- AT1G72190 -1.23 -0.30 -3.23 0.015259 0.084684 -3.30
248800_at 40S ribosomal protein S19  ; supported RPS19 AT5G47320 -1.30 -0.38 -3.23 0.015266 0.084703 -3.30
264400_at  glucose-6-phosphate/phosphate-transloGPT2 AT1G61800 4.55 2.19 3.23 0.015286 0.084792 -3.30
246295_at calmodulin-binding protein  ; supported bCIP111 AT3G56690 -1.41 -0.49 -3.23 0.01529 0.084795 -3.30
254370_at L1 specific homeobox gene ATML1/ovu ATML1 AT4G21750 1.40 0.48 3.23 0.015326 0.084963 -3.30
264299_s_ahypothetical protein predicted by genem--- AT1G78850 / 1.84 0.88 3.23 0.015331 0.084963 -3.30
260464_at disease resistance protein RPM1 isolog LOV1 AT1G10920 1.26 0.33 3.23 0.015331 0.084963 -3.30
264178_at  latex-abundant protein, putative similar AMC1 AT1G02170 1.33 0.41 3.23 0.015337 0.084974 -3.31
257963_at hypothetical protein predicted by genem--- AT3G19840 -1.60 -0.68 -3.23 0.015341 0.084978 -3.31
263145_at hypothetical protein predicted by genemATEXO70DAT1G54090 1.41 0.50 3.23 0.015356 0.085038 -3.31
260297_at unknown protein contains Pfam profile: P--- AT1G80280 1.32 0.40 3.22 0.015382 0.085158 -3.31
251584_at  putative protein At2g42580 - Arabidops TTL4 AT3G58620 -1.90 -0.93 -3.22 0.015409 0.085208 -3.31
257000_at hypothetical protein predicted by genem--- AT3G14120 -1.50 -0.59 -3.22 0.015396 0.085208 -3.31
260660_at hypothetical protein contains Pfam profil --- AT1G19485 -1.38 -0.46 -3.22 0.015413 0.085208 -3.31
265725_at putative alanine acetyl transferase --- AT2G32030 6.24 2.64 3.22 0.015406 0.085208 -3.31
254490_at  CTP synthase like protein CTP synthas --- AT4G20320 1.51 0.60 3.22 0.01541 0.085208 -3.31
245601_at hypothetical protein --- AT4G14240 -1.33 -0.42 -3.22 0.015403 0.085208 -3.31
261303_at unknown protein contains DNA-binding dHON5 AT1G48620 -1.23 -0.30 -3.22 0.015418 0.085214 -3.31
259543_at hypothetical protein ; supported by full-le--- AT1G20580 -1.34 -0.42 -3.22 0.015421 0.085214 -3.31



263015_at hypothetical protein similar to hypothetic--- AT1G23440 1.33 0.41 3.22 0.015434 0.085262 -3.31
252625_at putative histone deacetylase similar to mHDA3 AT3G44750 -2.05 -1.03 -3.22 0.015459 0.085362 -3.31
254076_at  putative protein immunophilin FKBP46 ---- AT4G25340 -1.62 -0.69 -3.22 0.015456 0.085362 -3.31
264131_at unknown protein --- AT1G79150 -1.48 -0.56 -3.22 0.01547 0.085399 -3.31
253576_at  putative protein various predicted prote --- AT4G31070 -1.24 -0.31 -3.22 0.015484 0.085433 -3.32
254730_at  putative protein GTPase activating prote--- AT4G13730 -1.25 -0.32 -3.22 0.015484 0.085433 -3.32
257406_at  hypothetical protein predicted by genem--- AT1G27060 -1.37 -0.46 -3.22 0.015492 0.085460 -3.32
264875_at putative glucanase AKR2B AT2G17390 -1.22 -0.29 -3.22 0.015505 0.085508 -3.32
255621_at hypothetical protein --- AT4G01390 -3.03 -1.60 -3.22 0.015513 0.085534 -3.32
264772_at  unknown protein location of EST gb|H3 --- AT1G22930 1.32 0.40 3.22 0.015532 0.085597 -3.32
262376_at unknown protein contains similarity to mHTH AT1G72970 -1.26 -0.34 -3.22 0.015529 0.085597 -3.32
266986_at putative dolichyl-phosphate beta-glucosy--- AT2G39630 -1.24 -0.32 -3.22 0.015543 0.085637 -3.32
263193_at  acetyl-CoA carboxylase, putative simila --- AT1G36050 1.27 0.35 3.22 0.015553 0.085657 -3.32
265441_at unknown protein  ;supported by full-leng--- AT2G20870 1.41 0.49 3.22 0.015554 0.085657 -3.32
254265_s_a serine threonine kinase - like protein KI CRK6 AT4G23140 / 2.62 1.39 3.22 0.015569 0.085718 -3.32
260933_at hypothetical protein contains non-conse --- AT1G02470 2.65 1.40 3.21 0.015594 0.085734 -3.32
259859_at putative protein phosphatase similar to p--- AT1G68410 1.90 0.92 3.21 0.015594 0.085734 -3.32
247886_at branched-chain amino acid aminotransfe--- AT5G57850 -1.44 -0.53 -3.21 0.015598 0.085734 -3.32
256094_at hypothetical protein predicted by genemSAUL1 AT1G20780 1.29 0.37 3.21 0.015588 0.085734 -3.32
266806_at unknown protein  ;supported by full-leng--- AT2G30000 -1.38 -0.47 -3.21 0.015607 0.085734 -3.32
255596_at  putative DNA-binding protein similar to WRKY47 AT4G01720 1.85 0.89 3.21 0.015576 0.085734 -3.32
258916_at putative ABC transporter ATPase simila ATNAP7 AT3G10670 -1.28 -0.35 -3.21 0.015583 0.085734 -3.32
246266_at  30S ribosomal protein S11, putative conNFD3 AT1G31817 -1.43 -0.52 -3.21 0.015602 0.085734 -3.32
258511_at unknown protein  ;supported by full-leng--- AT3G06590 -1.36 -0.44 -3.21 0.015609 0.085734 -3.32
261874_at ethylene responsive element binding facERF3 AT1G50640 1.36 0.45 3.21 0.015606 0.085734 -3.32
266414_at mevalonate diphosphate decarboxylase MVD1 AT2G38700 1.31 0.39 3.21 0.015637 0.085854 -3.33
263995_at putative MADS-box protein SVP AT2G22540 -1.36 -0.45 -3.21 0.015642 0.085854 -3.33
260414_at nitrate transporter (NTL1) identical to nit ATNRT1:2 AT1G69850 -1.34 -0.42 -3.21 0.015643 0.085854 -3.33
258766_at  galactokinase-like protein similar to gala--- AT3G10700 1.26 0.34 3.21 0.015661 0.085936 -3.33
264933_at hypothetical protein predicted by genem--- AT1G61160 1.33 0.41 3.21 0.015675 0.085971 -3.33
248695_at putative protein similar to unknown prote--- AT5G48350 1.45 0.53 3.21 0.015675 0.085971 -3.33
250715_at splicing factor 3a  ; supported by cDNA: ATO AT5G06160 -1.42 -0.51 -3.21 0.01568 0.085978 -3.33
264635_at unknown protein ;supported by full-lengt --- AT1G65500 2.05 1.04 3.21 0.015697 0.086051 -3.33
266329_at unknown protein  ; supported by cDNA: CRR3 AT2G01590 -1.69 -0.75 -3.21 0.015713 0.086116 -3.33
246407_at  disease resistance protein RPS4, putat --- AT1G57670 1.24 0.31 3.21 0.015731 0.086192 -3.33



266225_at putative membrane channel protein  ;su ATOEP16-AT2G28900 -1.88 -0.91 -3.21 0.01574 0.086194 -3.33
245358_at PRL1 protein ;supported by full-length c PRL1 AT4G15900 -1.34 -0.43 -3.21 0.015746 0.086194 -3.33
249151_at inorganic phosphate transporter (dbj|BA PHT3 AT5G43360 1.29 0.37 3.21 0.015737 0.086194 -3.33
246069_at zinc finger protein  ;supported by full-len--- AT5G20220 -1.55 -0.63 -3.21 0.015742 0.086194 -3.33
256838_at  ADP-ribosylation factor, putative similarATARFC1 AT3G22950 1.35 0.43 3.21 0.015753 0.086209 -3.33
257648_at  RNA helicase, putative similar to RNA h--- AT3G16840 -1.58 -0.66 -3.21 0.015763 0.086246 -3.33
249391_at  putative protein predicted proteins, Arab--- AT5G40140 -1.43 -0.52 -3.21 0.015771 0.086270 -3.33
258055_at putative 2Fe-2S iron-sulfur cluster prote NDF4 AT3G16250 -2.09 -1.06 -3.20 0.015786 0.086328 -3.34
253519_at  predicted protein red-1 gene, M.muscul --- AT4G31240 1.66 0.73 3.20 0.015792 0.086339 -3.34
255481_at T14P8.6  ; supported by cDNA: gi_1561 PMS1 AT4G02460 -1.40 -0.48 -3.20 0.015812 0.086368 -3.34
254335_at  putative protein alternative oxidase, Ma IM AT4G22260 -1.26 -0.33 -3.20 0.015809 0.086368 -3.34
254826_at  putative protein predicted protein, Arabi --- AT4G12640 -1.36 -0.44 -3.20 0.015812 0.086368 -3.34
260741_at hypothetical protein contains Pfam profil --- AT1G15040 8.04 3.01 3.20 0.01581 0.086368 -3.34
260288_at nodulin-like protein similar to nodule-spe--- AT1G80530 -1.48 -0.57 -3.20 0.015819 0.086386 -3.34
263265_at hypothetical protein predicted by gensca--- AT2G38820 1.52 0.60 3.20 0.015834 0.086447 -3.34
250673_at  serine threonine protein kinase-like protCIPK2 AT5G07070 1.42 0.51 3.20 0.015851 0.086473 -3.34
258447_at hypothetical protein predicted by genem--- AT3G22450 -1.25 -0.32 -3.20 0.015853 0.086473 -3.34
258327_at unknown protein contains similarity to mPAP85 AT3G22640 1.24 0.31 3.20 0.015858 0.086473 -3.34
263791_at putative plasma membrane proton ATPaAHA5 AT2G24520 -1.51 -0.60 -3.20 0.015851 0.086473 -3.34
249351_at MAP kinase kinase 3 (ATMKK3) 10.01.0ATMKK3 AT5G40440 -1.31 -0.39 -3.20 0.015857 0.086473 -3.34
250493_at  putative protein various predicted prote --- AT5G09800 5.20 2.38 3.20 0.015893 0.086645 -3.34
266495_at cycloartenol synthase identical to SP:P3CAS1 AT2G07050 -1.33 -0.41 -3.20 0.015905 0.086691 -3.34
248339_at prolyl tRNA synthetase OVA6 AT5G52520 -1.31 -0.39 -3.20 0.015926 0.086781 -3.34
260575_at hypothetical protein predicted by genefin--- AT2G47300 -1.30 -0.38 -3.20 0.01593 0.086783 -3.34
259307_at unknown protein similar to MICROSOMA--- AT3G05230 1.40 0.48 3.20 0.015955 0.086898 -3.35
247033_at SKP1 interacting partner 2 (SKIP2) iden SKIP2 AT5G67250 1.33 0.41 3.20 0.01599 0.087071 -3.35
247240_at putative protein strong similarity to unkn CMPG2 AT5G64660 3.79 1.92 3.20 0.015999 0.087097 -3.35
260500_at Expressed protein ; supported by cDNA --- AT2G41705 -1.24 -0.31 -3.19 0.016004 0.087106 -3.35
250875_at  putative protein fimbriae-associated pro--- AT5G04020 1.92 0.94 3.19 0.016015 0.087142 -3.35
250232_at unknown protein --- AT5G13950 -1.26 -0.34 -3.19 0.016026 0.087181 -3.35
250388_at  putative protein various predicted prote --- AT5G11310 -1.79 -0.84 -3.19 0.016062 0.087359 -3.35
266847_at hypothetical protein predicted by grail;suemb1345 AT2G26060 -1.37 -0.46 -3.19 0.016067 0.087365 -3.35
260984_at Expressed protein ; supported by full-len--- AT1G53645 -1.62 -0.70 -3.19 0.016075 0.087367 -3.35
261823_at hypothetical protein predicted by genemPYM AT1G11400 1.29 0.36 3.19 0.016074 0.087367 -3.35
252637_at  WD repeat domain protein nuclear proteHIRA AT3G44530 1.34 0.42 3.19 0.016081 0.087379 -3.35



251667_at  putative protein DYSKERIN (NUCLEOLNAP57 AT3G57150 -1.81 -0.86 -3.19 0.016113 0.087518 -3.36
246910_at  exonuclease - like protein ribonuclease --- AT5G25800 -1.48 -0.56 -3.19 0.016117 0.087518 -3.36
253737_at Expressed protein ; supported by full-len--- AT4G28703 2.09 1.06 3.19 0.016118 0.087518 -3.36
259928_at  DNA polymerase type I, putative similar--- AT1G34380 -1.55 -0.63 -3.19 0.016134 0.087558 -3.36
256680_at unknown protein ; supported by full-leng--- AT3G52230 -1.45 -0.54 -3.19 0.016132 0.087558 -3.36
252899_at  putative protein leaf protein, Ipomoea n --- AT4G39530 -1.32 -0.40 -3.19 0.016148 0.087597 -3.36
258398_at thioredoxin m4 identical to GB:AAF1595TRX-M4 AT3G15360 -1.25 -0.33 -3.19 0.016148 0.087597 -3.36
251097_at  receptor like protein kinase receptor likeLECRKA4.AT5G01560 2.72 1.44 3.19 0.016161 0.087644 -3.36
245404_at putative protein --- AT4G17610 -1.38 -0.46 -3.19 0.016169 0.087665 -3.36
254328_at  adenine phosphoribosyltransferase (ECAPT3 AT4G22570 -1.66 -0.73 -3.19 0.016189 0.087690 -3.36
253549_at Expressed protein ; supported by full-lenNFD1 AT4G30930 -1.53 -0.61 -3.19 0.0162 0.087690 -3.36
257199_at  Tic22, putative similar to Tic22 GB:AAC--- AT3G23710 -1.34 -0.42 -3.18 0.016219 0.087690 -3.36
259566_at hypothetical protein --- AT1G20520 1.24 0.31 3.19 0.016183 0.087690 -3.36
245792_at  pinoresinol-lariciresinol reductase, puta PRR1 AT1G32100 2.21 1.14 3.19 0.01618 0.087690 -3.36
247989_at pyruvate kinase  ;supported by full-lengt --- AT5G56350 1.44 0.52 3.19 0.01619 0.087690 -3.36
262745_at  lipase, putative contains Pfam profile: P--- AT1G28600 1.38 0.47 3.19 0.016216 0.087690 -3.36
253282_at  putative protein hypothetical protein, Ar LEJ1 AT4G34120 1.23 0.30 3.19 0.016212 0.087690 -3.36
265164_at putative OBP32pep protein --- AT1G23600 1.25 0.33 3.19 0.016202 0.087690 -3.36
251352_at  putative protein hypothetical protein At2PEX11E AT3G61070 1.40 0.48 3.19 0.016208 0.087690 -3.36
253411_at homeobox gene ATH1 ATH1 AT4G32980 -1.66 -0.73 -3.19 0.016193 0.087690 -3.36
255492_at  hypothetical protein similar to A. thalian EOL1 AT4G02680 -1.30 -0.38 -3.19 0.016206 0.087690 -3.36
247457_at  putative protein various predicted prote --- AT5G62170 1.25 0.32 3.18 0.016226 0.087697 -3.36
257025_at hypothetical protein predicted by genemATG2 AT3G19190 1.43 0.51 3.18 0.016228 0.087697 -3.36
265678_at putative RAD50 DNA repair protein  ; suRAD50 AT2G31970 -1.50 -0.59 -3.18 0.016235 0.087710 -3.36
249922_at  aluminium-induced protein - like alumin AILP1 AT5G19140 -1.28 -0.35 -3.18 0.016247 0.087757 -3.37
264429_at hypothetical protein similar to membrane--- AT1G61670 -1.25 -0.32 -3.18 0.016266 0.087816 -3.37
256285_at hypothetical protein predicted by gensca--- AT3G12510 1.45 0.54 3.18 0.016263 0.087816 -3.37
264071_at putative carboxypeptidase  ; supported bSCPL51 AT2G27920 1.58 0.66 3.18 0.016271 0.087823 -3.37
245332_at isomerase like protein ;supported by full --- AT4G15940 1.21 0.28 3.18 0.01628 0.087852 -3.37
250244_at putative protein similar to unknown proteABO1 AT5G13680 -1.54 -0.62 -3.18 0.016311 0.087995 -3.37
248839_at putative protein contains similarity to bH bHLH071 AT5G46690 -1.96 -0.97 -3.18 0.016316 0.088005 -3.37
248914_at Rab-type small GTP-binding protein-likeAtRABA1c AT5G45750 1.54 0.63 3.18 0.016326 0.088032 -3.37
251176_at  Ca2+-transporting ATPase -like protein --- AT3G63380 2.54 1.35 3.18 0.016333 0.088032 -3.37
246191_at  T-complex protein 1, beta subunit T-CO--- AT5G20890 -1.37 -0.45 -3.18 0.01633 0.088032 -3.37
260978_at  17.6 kDa heat shock protein (AA 1-156)--- AT1G53540 1.83 0.87 3.18 0.01634 0.088049 -3.37



245882_at  mitochondrial carrier-like protein mitochDIC3 AT5G09470 1.34 0.42 3.18 0.016344 0.088052 -3.37
266105_at putative transport protein SEC61 beta-s SEC61 BEAT2G45070 1.42 0.51 3.18 0.016369 0.088144 -3.37
264063_at unknown protein --- AT2G27900 -1.28 -0.35 -3.18 0.016369 0.088144 -3.37
264722_at unknown protein location of EST emb|F1--- AT1G22970 -1.40 -0.49 -3.18 0.016385 0.088169 -3.37
249831_at putative protein contains similarity to glu--- AT5G23340 1.61 0.69 3.18 0.01638 0.088169 -3.37
257866_at  dihydroxyacetone kinase, putative simil --- AT3G17770 1.82 0.86 3.18 0.016384 0.088169 -3.37
265040_at  G-box binding factor, GBF4 Identical to GBF4 AT1G03970 -1.41 -0.50 -3.18 0.016399 0.088222 -3.38
266366_at unknown protein --- AT2G41420 1.37 0.46 3.17 0.016454 0.088496 -3.38
252022_at  fructose bisphosphate aldolase - like pr --- AT3G52930 1.46 0.55 3.17 0.01647 0.088563 -3.38
262208_at hypothetical protein predicted by gensca--- AT1G74800 -1.34 -0.42 -3.17 0.016481 0.088598 -3.38
266076_at  ATP-dependent RNA helicase identical --- AT2G40700 -1.59 -0.67 -3.17 0.016488 0.088618 -3.38
258378_at hypothetical protein contains similarity to--- AT3G17490 1.25 0.32 3.17 0.016518 0.088757 -3.38
260734_at  disease resistance protein RPP1-WsB, --- AT1G17600 1.37 0.45 3.17 0.016548 0.088900 -3.38
265495_at unknown protein predicted by genscan --- AT2G15695 -1.29 -0.37 -3.17 0.016557 0.088907 -3.39
265039_at  unknown protein Location of ESTs 203I --- AT1G04000 1.27 0.35 3.17 0.016558 0.088907 -3.39
256179_at  ubiquitin-specific protease 6 (UBP6), puUBP6 AT1G51710 1.25 0.32 3.17 0.016563 0.088915 -3.39
245914_at  putative protein outer membrane proteinOEP80 AT5G19620 -1.31 -0.39 -3.17 0.01657 0.088932 -3.39
257919_at  myb-related transcription factor, putativeMYB15 AT3G23250 3.94 1.98 3.17 0.016578 0.088952 -3.39
253581_at  stress responsive protein homolog low t--- AT4G30660 -1.74 -0.80 -3.17 0.016586 0.088977 -3.39
258456_at putative protein kinase similar to mitoge WNK2 AT3G22420 -1.99 -0.99 -3.17 0.016597 0.089016 -3.39
264906_at putative mitochondrial phosphate translo--- AT2G17270 -1.42 -0.51 -3.17 0.016619 0.089110 -3.39
246389_at  amino acid carrier, putative similar to amAAP3 AT1G77380 1.43 0.52 3.17 0.01663 0.089128 -3.39
253404_at  putative pyrophosphate--fructose-6-phoPFK6 AT4G32840 -1.36 -0.44 -3.17 0.016626 0.089128 -3.39
264572_at  unknown protein ESTs gb|AA042402,gb--- AT1G05320 1.31 0.39 3.17 0.016659 0.089263 -3.39
265268_at putative protein kinase contains a protei --- AT2G42960 -1.29 -0.37 -3.16 0.016682 0.089365 -3.39
259098_at  putative ribose 5-phosphate isomerase --- AT3G04790 -1.51 -0.60 -3.16 0.016689 0.089381 -3.39
254861_at  putative protein zinc finger protein ZNF2--- AT4G12040 1.42 0.50 3.16 0.016703 0.089434 -3.39
258152_at  chaperonin subunit, putative similar to c--- AT3G18190 -1.33 -0.42 -3.16 0.016733 0.089493 -3.40
264821_at hypothetical protein predicted by genefin--- AT1G03470 1.53 0.62 3.16 0.016731 0.089493 -3.40
251152_at RAN GTPase activating protein 1 proteinRANGAP1AT3G63130 -1.48 -0.56 -3.16 0.01673 0.089493 -3.40
252652_at putative chloroplast prephenate dehydraADT4 AT3G44720 2.53 1.34 3.16 0.01673 0.089493 -3.40
253546_at hypothetical protein  ;supported by full-le--- AT4G31030 / -1.36 -0.44 -3.16 0.016731 0.089493 -3.40
255045_at  putative protein hypothetical protein T15--- AT4G09690 1.32 0.40 3.16 0.016741 0.089514 -3.40
259308_at putative nodulin similar to nodulin GB:AA--- AT3G05180 -1.56 -0.64 -3.16 0.016749 0.089536 -3.40
257092_at unknown protein DDL AT3G20550 -1.39 -0.47 -3.16 0.016761 0.089580 -3.40



261553_at hypothetical protein --- AT1G63420 -1.33 -0.41 -3.16 0.01679 0.089714 -3.40
246824_at  drought-induced protein - like non-cons --- AT5G26990 1.25 0.32 3.16 0.016804 0.089740 -3.40
265403_at putative Ta11-like non-LTR retroelemen --- --- 1.32 0.40 3.16 0.016816 0.089740 -3.40
256936_at prefoldin-like protein similar to  prefoldin PDF2 AT3G22480 -1.29 -0.36 -3.16 0.016803 0.089740 -3.40
266878_at putative RING zinc finger protein --- AT2G44580 1.29 0.37 3.16 0.016816 0.089740 -3.40
263003_at  protein phosphatase 2A 72 kDa regulat --- AT1G54450 1.23 0.30 3.16 0.016809 0.089740 -3.40
249484_at  cytochrome P450 - like protein cytochroBR6OX1 AT5G38970 -1.26 -0.33 -3.16 0.016819 0.089740 -3.40
250284_at  protein kinase precursor - like receptor- CRN AT5G13290 -1.47 -0.55 -3.16 0.016828 0.089770 -3.40
247123_at unknown protein --- AT5G66050 1.45 0.53 3.16 0.016836 0.089787 -3.40
263409_at predicted protein --- AT2G04063 -1.28 -0.35 -3.16 0.016845 0.089814 -3.40
264676_at unknown protein EST gb|R64758 comes--- AT1G09870 1.24 0.31 3.16 0.016874 0.089867 -3.40
250075_at putative protein --- AT5G17670 -1.59 -0.67 -3.16 0.016874 0.089867 -3.40
256885_at chaperone-like ATPase contains Pfam p--- AT3G15120 -1.34 -0.42 -3.16 0.016863 0.089867 -3.40
245057_at En/Spm-like transposon protein related t--- AT2G26490 1.21 0.28 3.16 0.016874 0.089867 -3.40
248518_at putative protein similar to unknown prote--- AT5G50560 / 1.47 0.56 3.16 0.01686 0.089867 -3.40
262104_at hypothetical protein predicted by genemLPA1 AT1G02910 -1.29 -0.37 -3.15 0.016903 0.089998 -3.41
247673_at  tRNA intron endonuclease - like protein SEN2 AT5G60230 -1.22 -0.29 -3.15 0.016912 0.090025 -3.41
245304_at hypothetical protein ; supported by full-le--- AT4G15630 2.10 1.07 3.15 0.016922 0.090045 -3.41
266616_at putative CDC6 protein  ; supported by cDCDC6 AT2G29680 -1.26 -0.34 -3.15 0.016923 0.090045 -3.41
254684_at  glycine-rich RNA-binding protein AtGRPGR-RBP2 AT4G13850 -1.46 -0.55 -3.15 0.01693 0.090058 -3.41
265844_at putative receptor-like protein kinase FEI2 AT2G35620 -1.44 -0.53 -3.15 0.016953 0.090131 -3.41
245666_at hypothetical protein predicted by genem--- AT1G28280 1.66 0.74 3.15 0.016955 0.090131 -3.41
256257_at  arginine-tRNA-protein transferase, putaATE2 AT3G11240 -1.25 -0.32 -3.15 0.016948 0.090131 -3.41
245148_at putative pectinesterase  ; supported by c--- AT2G45220 3.10 1.63 3.15 0.016981 0.090146 -3.41
261317_at  cytochrome C oxidase assembly protein--- AT1G53030 1.29 0.37 3.15 0.016963 0.090146 -3.41
267181_at putative alcohol dehydrogenase  ; suppo--- AT2G37760 1.62 0.70 3.15 0.017005 0.090146 -3.41
264441_at Expressed protein ; supported by full-len--- AT1G27435 -1.34 -0.43 -3.15 0.016994 0.090146 -3.41
261126_at  TATA binding protein-associated factor TAF6 AT1G04950 -1.25 -0.33 -3.15 0.017004 0.090146 -3.41
264355_at  unknown protein similar to PHZF, cataly--- AT1G03210 1.48 0.56 3.15 0.017 0.090146 -3.41
248030_at transcription regulator Sir2-like protein  ;SRT1 AT5G55760 -1.42 -0.50 -3.15 0.016974 0.090146 -3.41
256781_at  dirigent protein, putative similar to dirige--- AT3G13650 6.37 2.67 3.15 0.017 0.090146 -3.41
253801_at hypothetical protein --- AT4G28170 1.28 0.35 3.15 0.016985 0.090146 -3.41
262296_at putative cyclin similar to cyclin GB:45026CYCT1;3 AT1G27630 -1.26 -0.34 -3.15 0.017006 0.090146 -3.41
249743_at beta-glucosidase BGLU31 AT5G24540 4.22 2.08 3.15 0.016967 0.090146 -3.41
245759_at hypothetical protein predicted by genem--- AT1G66900 -1.38 -0.47 -3.15 0.016987 0.090146 -3.41



265109_s_a NBS/LRR disease resistance protein, p --- AT1G62630 / -1.52 -0.60 -3.15 0.01702 0.090200 -3.41
257803_at unknown protein --- AT3G18790 -1.26 -0.34 -3.15 0.017033 0.090247 -3.41
255258_at contains similarity to Arabidopsis thalian--- AT4G05060 1.32 0.40 3.15 0.017042 0.090275 -3.42
254559_at  putative protein glycine/proline-rich prot --- AT4G19200 1.45 0.54 3.15 0.017058 0.090318 -3.42
257187_at hypothetical protein predicted by gensca--- AT3G13140 1.27 0.35 3.15 0.017062 0.090318 -3.42
246459_at  receptor protein kinase -like protein ser --- AT5G16900 1.27 0.35 3.15 0.017058 0.090318 -3.42
256221_at  DnaJ protein, putative contains Pfam pr--- AT1G56300 -1.26 -0.33 -3.15 0.017068 0.090330 -3.42
259818_at unknown protein ; supported by cDNA: g--- AT1G49890 -1.43 -0.52 -3.15 0.017084 0.090375 -3.42
249085_at putative protein similar to unknown prote--- AT5G44170 -1.31 -0.39 -3.15 0.017084 0.090375 -3.42
259862_at hypothetical protein  ;supported by full-leTRFL6 AT1G72650 -1.36 -0.44 -3.15 0.017096 0.090415 -3.42
261909_at hypothetical protein predicted by genemSAR3 AT1G80680 -1.36 -0.45 -3.15 0.017104 0.090415 -3.42
266998_at hypothetical protein predicted by gensca--- AT2G34400 -1.29 -0.37 -3.15 0.017102 0.090415 -3.42
267298_at putative homeodomain transcription factBLH4 AT2G23760 -1.43 -0.51 -3.15 0.017116 0.090457 -3.42
252754_at  putative protein hypothetical protein retr--- --- -1.55 -0.63 -3.15 0.017122 0.090469 -3.42
251503_at  ABC transporter-like protein putative muATMRP14 AT3G59140 -1.57 -0.65 -3.14 0.017148 0.090545 -3.42
261578_at  acidic ribosomal protein, putative simila --- AT1G01100 -1.39 -0.48 -3.14 0.017148 0.090545 -3.42
262140_at hypothetical protein predicted by genem--- AT1G52470 1.25 0.32 3.14 0.017143 0.090545 -3.42
255827_at unknown protein  ; supported by cDNA: --- AT2G40600 1.33 0.41 3.14 0.017152 0.090545 -3.42
250510_at 15.9 kDa subunit of RNA polymerase II NRPB4 AT5G09920 -1.26 -0.33 -3.14 0.01716 0.090563 -3.42
264137_at  lupeol synthase, putative similar to lupeATLUP2 AT1G78960 -1.48 -0.57 -3.14 0.017165 0.090569 -3.42
251972_at  nodulin / glutamate-ammonia ligase - lik--- AT3G53170 -1.31 -0.39 -3.14 0.01718 0.090629 -3.42
246651_at  adenylate kinase -like protein adenylate--- AT5G35170 -1.42 -0.51 -3.14 0.017195 0.090686 -3.42
258776_at  putative T-complex protein 1, ETA subu--- AT3G11830 -1.33 -0.42 -3.14 0.017207 0.090706 -3.43
251146_at neoxanthin cleavage enzyme nc1 CCD1 AT3G63520 -1.41 -0.50 -3.14 0.017205 0.090706 -3.43
263763_at Expressed protein ; supported by cDNA --- AT2G21385 -1.58 -0.66 -3.14 0.017218 0.090744 -3.43
263221_at UDP-galactose 4-epimerase-like proteinMUR4 AT1G30620 2.15 1.11 3.14 0.017241 0.090845 -3.43
261907_at 4-coumarate:CoA ligase 3 identical to 4-4CL3 AT1G65060 2.00 1.00 3.14 0.017246 0.090848 -3.43
249612_at  putative protein CG14881, Drosophila m--- AT5G37290 -1.62 -0.70 -3.14 0.017261 0.090907 -3.43
261927_at  RING-H2 zinc finger protein ATL5, puta--- AT1G22500 -1.78 -0.83 -3.14 0.017273 0.090949 -3.43
264006_at homeodomain transcription factor (ATHBATHB6 AT2G22430 -1.45 -0.54 -3.14 0.017307 0.091106 -3.43
254368_at DNA-directed RNA polymerase (EC 2.7.NRPB2 AT4G21710 -1.27 -0.34 -3.14 0.017319 0.091129 -3.43
258150_at hypothetical protein  ;supported by full-le--- AT3G18160 -1.65 -0.72 -3.14 0.017317 0.091129 -3.43
248568_at receptor protein kinase-like --- AT5G49760 1.35 0.43 3.14 0.017324 0.091134 -3.43
245284_at phytoene dehydrogenase precursor (phyPDS3 AT4G14210 -1.44 -0.53 -3.14 0.017337 0.091180 -3.43
252392_s_a putative protein various predicted prote --- AT3G47890 / -1.40 -0.48 -3.14 0.017359 0.091224 -3.43



264238_at hypothetical protein predicted by gensca--- AT1G54740 1.78 0.83 3.14 0.017353 0.091224 -3.43
245769_at hypothetical protein similar to putative suINT2 AT1G30220 1.25 0.32 3.14 0.017361 0.091224 -3.43
257939_at  monosaccharide transport protein, STP STP4 AT3G19930 1.56 0.64 3.14 0.017356 0.091224 -3.43
260206_at putative protein kinase contains Pfam pr--- AT1G70740 1.79 0.84 3.13 0.017367 0.091237 -3.44
257088_at unknown protein --- AT3G20510 1.82 0.86 3.13 0.017374 0.091252 -3.44
266290_at putative glutathione S-transferase  ;suppATGSTU1 AT2G29490 3.92 1.97 3.13 0.017383 0.091276 -3.44
254110_at  putative protein pectinesterase - Citrus --- AT4G25260 -1.87 -0.90 -3.13 0.017392 0.091282 -3.44
265964_at putative RNA-binding protein  ; supporte--- AT2G37510 -1.30 -0.38 -3.13 0.017391 0.091282 -3.44
245088_at subtilisin-like serine protease contains s --- AT2G39850 -1.77 -0.83 -3.13 0.017396 0.091283 -3.44
265794_at unknown protein --- AT2G01310 -1.23 -0.30 -3.13 0.017423 0.091402 -3.44
253391_at hypothetical protein  ; supported by cDN--- AT4G32590 -1.46 -0.55 -3.13 0.017435 0.091425 -3.44
251726_at  protein kinase NPK1-related protein kin --- AT3G56280 1.21 0.27 3.13 0.017439 0.091425 -3.44
258984_at  putative DnaJ protein Pfam HMM hit: D ATERDJ3AAT3G08970 1.35 0.43 3.13 0.017435 0.091425 -3.44
265075_at hypothetical protein similar to embryo-ab--- AT1G55450 2.52 1.33 3.13 0.017453 0.091457 -3.44
265841_at putative glycogenin --- AT2G35710 3.24 1.70 3.13 0.01745 0.091457 -3.44
251476_at  putative protein hypothetical protein F6G--- AT3G59670 -1.52 -0.61 -3.13 0.017464 0.091492 -3.44
253701_at  choline monooxygenase - like protein c --- AT4G29890 -1.38 -0.47 -3.13 0.017473 0.091515 -3.44
249195_s_adisease resistance response protein-like--- AT5G42500 / 1.47 0.55 3.13 0.017482 0.091546 -3.44
266983_at putative phospholipase  ; supported by c--- AT2G39400 1.48 0.56 3.13 0.017502 0.091603 -3.44
259641_at  putative protease similar to protease II (--- AT1G69020 -1.36 -0.44 -3.13 0.017505 0.091603 -3.44
246289_at  putative protein predicted protein At2g4--- AT3G56880 1.59 0.67 3.13 0.017501 0.091603 -3.44
254342_at  receptor like protein (fragment) ES43 pr--- AT4G22140 -1.24 -0.31 -3.13 0.017549 0.091809 -3.45
258883_at  unknown protein predicted by genscan, --- AT3G09970 -1.32 -0.40 -3.13 0.01756 0.091811 -3.45
260094_at  GDP-4-keto-6-deoxy-D-mannose-3,5-e GER1 AT1G73250 1.38 0.46 3.13 0.017561 0.091811 -3.45
260993_at hypothetical protein predicted by genemFMO GS-OAT1G12140 1.22 0.28 3.13 0.017555 0.091811 -3.45
248640_at selenium-binding protein-like  ; supporte--- AT5G48910 -1.33 -0.41 -3.13 0.017567 0.091822 -3.45
253386_at sulfolipid biosynthesis protein SQD1  ; s SQD1 AT4G33030 -1.42 -0.51 -3.13 0.017574 0.091838 -3.45
248145_at unknown protein  ;supported by full-leng--- AT5G54880 -1.31 -0.39 -3.13 0.017578 0.091838 -3.45
261116_at  sec14 cytosolic factor, putative similar t --- AT1G75370 -1.28 -0.35 -3.12 0.017609 0.091977 -3.45
254111_at  putative protein acid phosphatase (EC 3PAP24 AT4G24890 1.47 0.55 3.12 0.017644 0.092137 -3.45
263987_at putative lipase  ; supported by cDNA: gi_--- AT2G42690 -1.41 -0.50 -3.12 0.017652 0.092140 -3.45
265912_at hypothetical protein predicted by gensca--- AT2G25565 / -1.28 -0.36 -3.12 0.017652 0.092140 -3.45
259937_s_aputative ABC transporter contains Pfam ATNAP5 AT1G71330 / 1.29 0.37 3.12 0.017679 0.092191 -3.45
249077_at alcohol dehydrogenase (EC 1.1.1.1) clasHOT5 AT5G43940 -1.31 -0.39 -3.12 0.017683 0.092191 -3.45
263379_at putative CCCH-type zinc finger protein aCZF1 AT2G40140 2.81 1.49 3.12 0.017687 0.092191 -3.45



262583_at putative phosphatidylserine synthase Si --- AT1G15110 1.38 0.47 3.12 0.017669 0.092191 -3.45
255942_at UDP-glucose glucosyltransferase identicAtUGT85AAT1G22360 2.33 1.22 3.12 0.017686 0.092191 -3.45
258516_at  myb-related protein, putative similar to dMYB108 AT3G06490 2.22 1.15 3.12 0.017691 0.092191 -3.45
251370_at  putative protein prib5, Ribes nigrum, EM--- AT3G60450 2.05 1.04 3.12 0.017681 0.092191 -3.45
253640_at putative protein  ;supported by full-length--- AT4G30630 -1.24 -0.31 -3.12 0.017715 0.092298 -3.46
267093_at  high affinity Ca2+ antiporter identical to CAX1 AT2G38170 -1.51 -0.59 -3.12 0.01772 0.092301 -3.46
252906_at  putative gamma-glutamyltransferase gaGGT1 AT4G39640 1.58 0.66 3.12 0.017756 0.092471 -3.46
258136_at hypothetical protein predicted by genemRSY3 AT3G24560 -1.33 -0.41 -3.12 0.017767 0.092485 -3.46
263420_at unknown protein  ; supported by full-leng--- AT2G17240 -1.25 -0.33 -3.12 0.017765 0.092485 -3.46
252813_at putative protein several hypothetical pro --- --- 1.26 0.33 3.12 0.017778 0.092518 -3.46
249434_at putative protein GTP-binding proteins - d--- AT5G39960 -1.41 -0.50 -3.12 0.017795 0.092589 -3.46
267048_at hypothetical protein predicted by genefin--- AT2G34200 -1.40 -0.49 -3.12 0.01781 0.092644 -3.46
258405_at  unknown protein almost identical to SN BSH AT3G17590 -1.44 -0.53 -3.12 0.017821 0.092681 -3.46
260931_at hypothetical protein predicted by genem--- AT1G02550 1.35 0.43 3.12 0.017832 0.092694 -3.46
265566_at hypothetical protein predicted by genefin--- AT2G05600 1.31 0.39 3.12 0.017828 0.092694 -3.46
258817_at  hypothetical protein similar to hypothetic--- AT3G04750 -1.23 -0.30 -3.12 0.017839 0.092709 -3.46
261411_at  histone H2B identical to GB:CAA73156 HTB1 AT1G07790 -1.46 -0.55 -3.11 0.017854 0.092767 -3.46
267029_at unknown protein ATIREG1 AT2G38460 -1.34 -0.42 -3.11 0.017937 0.093179 -3.47
247136_at senescence-associated protein contains--- AT5G66170 2.72 1.44 3.11 0.017949 0.093219 -3.47
260730_at lipoamide dehydrogenase precursor ide mtLPD1 AT1G48030 -1.41 -0.49 -3.11 0.017953 0.093220 -3.47
265993_at putative disease resistance protein --- AT2G24160 3.58 1.84 3.11 0.017967 0.093268 -3.47
247863_at SKP1 interacting partner 1 (SKIP1) iden --- AT5G57890 / 1.29 0.37 3.11 0.017975 0.093290 -3.47
257987_at fertilization-independent endosperm pro FIE AT3G20740 -1.27 -0.34 -3.11 0.018014 0.093424 -3.47
257829_at unknown protein SNM1 AT3G26680 1.56 0.64 3.11 0.018016 0.093424 -3.47
250742_at putative protein similar to unknown prote--- AT5G05800 -1.31 -0.39 -3.11 0.018017 0.093424 -3.47
252345_at hypothetical protein --- AT3G48640 1.46 0.55 3.11 0.018016 0.093424 -3.47
265070_at branched-chain alpha-keto acid decarboBCDH BETAT1G55510 1.81 0.85 3.11 0.018022 0.093427 -3.47
246487_at  putative protein with poly glutamic acid --- AT5G16030 -1.62 -0.69 -3.11 0.018026 0.093427 -3.47
255728_at unknown protein --- AT1G25500 1.56 0.64 3.11 0.018034 0.093433 -3.47
251695_at putative protein hypothetical proteins - A--- AT3G56590 -1.51 -0.60 -3.11 0.018039 0.093433 -3.47
258943_at  hypothetical protein predicted by genefi --- AT3G10400 1.32 0.40 3.11 0.018035 0.093433 -3.47
266156_at hypothetical protein predicted by genscaFRA8 AT2G28110 2.26 1.18 3.11 0.018044 0.093436 -3.47
247047_at putative protein contains similarity to unk--- AT5G66650 3.02 1.59 3.11 0.018052 0.093454 -3.48
259871_at nodulin-like protein similar to nodulin GB--- AT1G76800 -1.81 -0.86 -3.11 0.018056 0.093457 -3.48
267174_at 60S ribosomal protein L36  ;supported b--- AT2G37600 -1.57 -0.65 -3.11 0.018076 0.093508 -3.48



252406_at  putative protein pectinesterase - Arabid --- AT3G47670 1.22 0.29 3.11 0.018078 0.093508 -3.48
253456_at  putative protein norbin, Rattus norvegic --- AT4G32050 -1.37 -0.45 -3.11 0.018083 0.093508 -3.48
252425_at  putative protein auxin-induced basic he AtTCP14 AT3G47620 -1.47 -0.56 -3.11 0.01808 0.093508 -3.48
248092_at ubiquitin-like protein SUMO3 AT5G55170 2.16 1.11 3.10 0.018102 0.093587 -3.48
262809_at putative glycogen synthase strong similaATSS3 AT1G11720 -1.87 -0.90 -3.10 0.018114 0.093630 -3.48
263255_at  unknown protein similar to steroid recep--- AT1G10490 -1.41 -0.49 -3.10 0.018137 0.093726 -3.48
260025_at unknown protein ;supported by full-lengt --- AT1G30070 -1.50 -0.58 -3.10 0.018146 0.093753 -3.48
245987_at  NAM-like protein hypothetical protein S ANAC083 AT5G13180 1.31 0.39 3.10 0.018193 0.093757 -3.48
258719_at putative pectate lyase simliar to pectate --- AT3G09540 -1.78 -0.83 -3.10 0.018163 0.093757 -3.48
251665_at responce reactor 4  ; supported by cDNAARR9 AT3G57040 1.94 0.96 3.10 0.018168 0.093757 -3.48
256957_at hypothetical protein predicted by gensca--- AT3G13420 1.28 0.36 3.10 0.018187 0.093757 -3.48
245509_at hypothetical protein --- AT4G15730 -1.34 -0.43 -3.10 0.018198 0.093757 -3.48
257224_at  P-type ATPase, putative similar to ATPa--- AT3G27870 1.32 0.40 3.10 0.018156 0.093757 -3.48
262918_at hypothetical protein predicted by genem--- AT1G65000 -1.31 -0.39 -3.10 0.018183 0.093757 -3.48
261958_at  peptide transporter, putative predicted b--- AT1G64500 -1.66 -0.73 -3.10 0.018201 0.093757 -3.48
261651_at unknown protein similar to unknown pro SAT32 AT1G27760 1.63 0.71 3.10 0.018156 0.093757 -3.48
264381_at  putative ribonuclease large subunit sim --- AT2G25100 -1.46 -0.55 -3.10 0.018182 0.093757 -3.48
252278_at  NAC2-like protein NAC2 - Arabidopsis tanac062 AT3G49530 1.88 0.91 3.10 0.01819 0.093757 -3.48
245924_at  Tha4 protein - like Tha4 protein, Pisum --- AT5G28750 -1.24 -0.31 -3.10 0.018194 0.093757 -3.48
258207_at putative GTP pyrophosphokinase simila RSH2 AT3G14050 1.68 0.75 3.10 0.018168 0.093757 -3.48
247550_at putative protein many predicted proteins--- AT5G61370 -1.23 -0.30 -3.10 0.018219 0.093769 -3.48
267147_at putative anthocyanidin synthase  ;suppo--- AT2G38240 2.87 1.52 3.10 0.018212 0.093769 -3.48
251837_s_a spliceosomal - like protein spliceosoma --- AT3G55200 / -1.35 -0.43 -3.10 0.018219 0.093769 -3.49
260148_at putative oxidoreductase similar to gibbe --- AT1G52800 -1.46 -0.55 -3.10 0.018209 0.093769 -3.48
251422_at  transport protein subunit - like S61B_AR--- AT3G60540 1.83 0.87 3.10 0.018232 0.093812 -3.49
266992_at similar to Mlo proteins from H. vulgare  ; MLO12 AT2G39200 2.82 1.50 3.10 0.018291 0.094095 -3.49
248931_at peptide transporter --- AT5G46040 1.22 0.29 3.10 0.018314 0.094177 -3.49
247505_at  signal recognition particle - like protein s--- AT5G61970 -1.22 -0.29 -3.10 0.018315 0.094177 -3.49
256627_at unknown protein  ; supported by cDNA: --- AT3G19970 2.80 1.48 3.10 0.018321 0.094187 -3.49
255526_at hypothetical protein --- AT4G02350 1.33 0.41 3.10 0.018332 0.094222 -3.49
247284_at Isp4-like protein  ; supported by full-lengOPT4 AT5G64410 1.75 0.81 3.09 0.018341 0.094245 -3.49
252878_at  mitochondrial carrier - like protein AgPESAMC1 AT4G39460 -1.28 -0.36 -3.09 0.018355 0.094299 -3.49
247925_at TCH4 protein (gb|AAA92363.1)  ; suppoTCH4 AT5G57560 2.86 1.51 3.09 0.018379 0.094397 -3.49
247256_at putative protein contains similarity to unk--- AT5G64730 -1.23 -0.30 -3.09 0.018393 0.094450 -3.49
246779_at putative protein peroxisomal integral mePNC2 AT5G27520 1.59 0.67 3.09 0.018431 0.094602 -3.50



260935_at hypothetical protein predicted by genem--- AT1G45110 -1.37 -0.45 -3.09 0.018429 0.094602 -3.50
256379_at hypothetical protein predicted by gensca--- AT1G66840 -1.42 -0.51 -3.09 0.018447 0.094663 -3.50
247597_at  GTP-binding protein - like GTP-binding AtRABA1f AT5G60860 1.77 0.83 3.09 0.018458 0.094700 -3.50
256252_at  glucosyl transferase, putative similar to --- AT3G11340 4.40 2.14 3.09 0.018483 0.094806 -3.50
253538_at  putative protein ribosomal protein YmL1--- AT4G31460 -1.23 -0.30 -3.09 0.018491 0.094827 -3.50
260542_at putative FKBP type peptidyl-prolyl cis-tra--- AT2G43560 -1.55 -0.63 -3.09 0.018508 0.094890 -3.50
249355_at hypothetical protein --- AT5G40500 -1.26 -0.33 -3.09 0.018516 0.094912 -3.50
266226_at histone H4 identical to GB:M17133 and HIS4 AT2G28740 -1.50 -0.58 -3.09 0.018528 0.094949 -3.50
251729_at  alpha-galactosidase-like protein alpha g--- AT3G56310 1.57 0.65 3.09 0.01855 0.095024 -3.50
251052_at  DP-2 transcription factor - like transcriptDPA AT5G02470 -1.31 -0.39 -3.09 0.018551 0.095024 -3.50
250550_at  N-hydroxycinnamoyl benzoyltransferase--- AT5G07870 1.71 0.77 3.09 0.018561 0.095054 -3.50
264789_at  putative glycine-rich, zinc-finger DNA-b --- AT2G17870 -1.23 -0.29 -3.09 0.01858 0.095132 -3.51
266481_at unknown protein  ; supported by cDNA: TCP10 AT2G31070 -1.39 -0.48 -3.08 0.018604 0.095215 -3.51
246294_at  ribosomal protein, chloroplast ribosomaPSRP5 AT3G56910 -1.26 -0.33 -3.08 0.018617 0.095215 -3.51
264007_at putative proline-rich protein ATPRP2 AT2G21140 4.30 2.10 3.08 0.018614 0.095215 -3.51
259240_at unknown protein  ; supported by cDNA: --- AT3G11590 -1.40 -0.49 -3.08 0.018617 0.095215 -3.51
263722_at putative vanadate resistance protein GONST1 AT2G13650 1.29 0.37 3.08 0.018615 0.095215 -3.51
258929_at unknown protein Pfam HMM hit: FKBP-t --- AT3G10060 -1.93 -0.95 -3.08 0.018645 0.095230 -3.51
250222_at putative protein similar to unknown prote--- AT5G14050 -1.50 -0.59 -3.08 0.018625 0.095230 -3.51
255434_at predicted protein of unknown function  ; --- AT4G03180 -1.28 -0.36 -3.08 0.018644 0.095230 -3.51
247963_at  beta-1,3-glucanase-like protein  --- AT5G56590 -1.26 -0.33 -3.08 0.018641 0.095230 -3.51
266062_at putative diacylglycerol kinase --- AT2G18730 -1.21 -0.28 -3.08 0.01863 0.095230 -3.51
249746_at NAC2-like protein TIP AT5G24590 1.33 0.41 3.08 0.018643 0.095230 -3.51
262166_at  myb-related transcription activator, puta--- AT1G74840 -1.38 -0.46 -3.08 0.018651 0.095237 -3.51
266421_at putative nonspecific lipid-transfer proteinLP1 AT2G38540 2.32 1.21 3.08 0.018665 0.095287 -3.51
250961_at  putative protein various predicted prote --- AT5G02980 1.28 0.35 3.08 0.018682 0.095356 -3.51
245250_at ethylene responsive element binding facATERF6 AT4G17490 4.01 2.01 3.08 0.01869 0.095374 -3.51
259326_at putative mitochondrial processing  peptidMPPalpha AT3G16480 -1.24 -0.31 -3.08 0.01871 0.095452 -3.51
265394_at predicted protein ; supported by cDNA: g--- AT2G20725 -1.33 -0.42 -3.08 0.018739 0.095581 -3.51
259673_at putative phorbol ester / diacylglycerol bin--- AT1G77800 -1.39 -0.47 -3.08 0.018773 0.095642 -3.52
258379_at  putative decarboxilase similar to 5-oxo- --- AT3G16700 1.43 0.52 3.08 0.018775 0.095642 -3.52
245256_at Expressed protein ; supported by cDNA FAR1 AT4G15090 -1.33 -0.41 -3.08 0.01876 0.095642 -3.52
267088_at 30S ribosomal protein S31  ;supported bPSRP4 AT2G38140 -1.37 -0.45 -3.08 0.018762 0.095642 -3.52
261163_x_a auxin response factor, putative similar t ARF21 AT1G34410 1.21 0.28 3.08 0.018776 0.095642 -3.52
248528_at putative protein similar to unknown prote--- AT5G50760 4.35 2.12 3.08 0.018772 0.095642 -3.52



246196_at hypothetical protein ;supported by full-le --- AT4G37090 -1.42 -0.51 -3.08 0.018842 0.095954 -3.52
245415_at G2484-1 protein ATG2484- AT4G17330 -1.24 -0.31 -3.08 0.018847 0.095960 -3.52
247355_at unknown protein  ; supported by full-lengSPT42 AT5G63670 -1.26 -0.33 -3.07 0.018856 0.095985 -3.52
264860_at hypothetical protein contains ATP/GTP- --- AT1G24290 -1.23 -0.30 -3.07 0.018863 0.096000 -3.52
256720_at putative DOF zinc finger protein --- AT2G34140 1.65 0.72 3.07 0.018879 0.096059 -3.52
260913_at s-adenosylmethionine synthetase identicSAM1 AT1G02500 1.52 0.61 3.07 0.018888 0.096061 -3.52
260017_at hypothetical protein predicted by genem--- --- 1.49 0.58 3.07 0.018896 0.096061 -3.52
260082_at putative mitochondrial carrier protein con--- AT1G78180 -1.37 -0.46 -3.07 0.018896 0.096061 -3.52
252373_at disease resistance protein EDS1  ; suppEDS1 AT3G48090 2.15 1.11 3.07 0.018887 0.096061 -3.52
254747_at serine/threonine-specific protein kinase MHK AT4G13020 -1.29 -0.36 -3.07 0.018911 0.096115 -3.52
256649_at  serine/arginine-rich protein, putative simSCL30A AT3G13570 -1.37 -0.46 -3.07 0.018964 0.096340 -3.53
251984_at phenylalanine ammonia-lyase  ;supportePAL2 AT3G53260 2.67 1.42 3.07 0.018964 0.096340 -3.53
251637_at hypothetical protein --- AT3G57570 -1.30 -0.38 -3.07 0.018971 0.096355 -3.53
245082_at hypothetical protein predicted by genefin--- AT2G23270 4.85 2.28 3.07 0.018983 0.096394 -3.53
255037_at DNA-binding protein  ;supported by full-lATMYB6 AT4G09460 1.71 0.78 3.07 0.018994 0.096418 -3.53
261577_at  ribonucleoprotein, putative similar to 33 --- AT1G01080 -1.43 -0.51 -3.07 0.018996 0.096418 -3.53
251705_at  DNA-binding protein-like DNA-binding pWRKY70 AT3G56400 5.84 2.55 3.07 0.019002 0.096429 -3.53
259162_at unknown protein similar to unknown pro --- AT3G01640 1.35 0.43 3.07 0.019008 0.096433 -3.53
246139_at  putative protein predicted protein, Droso--- AT5G19900 -1.33 -0.41 -3.07 0.019017 0.096458 -3.53
250634_at  putative protein 2-oxoglutarate-depende--- AT5G07480 1.25 0.32 3.07 0.019026 0.096486 -3.53
246777_at  RING-H2 zinc finger protein-like RING-H--- AT5G27420 3.20 1.68 3.07 0.019033 0.096500 -3.53
253349_at putative protein --- --- -1.23 -0.30 -3.07 0.019043 0.096529 -3.53
249752_at putative protein similar to unknown proteLSU2 AT5G24660 -1.35 -0.44 -3.07 0.019052 0.096550 -3.53
259481_at  germin, putative similar to germin GI:17GLP4 AT1G18970 1.67 0.74 3.07 0.019064 0.096590 -3.53
253388_at putative protein  ; supported by cDNA: g--- AT4G32910 -1.44 -0.52 -3.07 0.019077 0.096637 -3.53
265011_at  putative chloroplast membrane protein, ALB4 AT1G24490 -1.21 -0.28 -3.07 0.019104 0.096719 -3.53
259380_at putative ABC transporter similar to ABC PDR1 AT3G16340 1.35 0.43 3.06 0.019111 0.096719 -3.53
264018_at putative triosephosphate isomerase  ;su TIM AT2G21170 -1.27 -0.35 -3.06 0.01911 0.096719 -3.53
265027_at putative ribonuclease III similar to ESTs NFD2 AT1G24450 -1.37 -0.46 -3.06 0.01911 0.096719 -3.53
258485_at putative stearoyl-acyl carrier protein des--- AT3G02630 -1.20 -0.26 -3.06 0.019126 0.096775 -3.54
259996_at hypothetical protein predicted by genefin--- AT1G67910 -1.38 -0.47 -3.06 0.019143 0.096803 -3.54
AFFX-r2-Bs-B. subtilis /GEN=jojG /DB_XREF=gb:L3 --- --- -1.50 -0.58 -3.06 0.019144 0.096803 -3.54
261280_at hypothetical protein predicted by genem--- AT1G05860 -1.42 -0.51 -3.06 0.019139 0.096803 -3.54
266521_at unknown protein  ; supported by cDNA: --- AT2G24020 -1.24 -0.31 -3.06 0.019194 0.097014 -3.54
253969_at  putative protein hypothetical protein YOCSN6B AT4G26430 -1.54 -0.62 -3.06 0.019193 0.097014 -3.54



263415_at hypothetical protein similar to GB:AAB86EMB2762 AT2G17250 -1.41 -0.50 -3.06 0.019224 0.097143 -3.54
254932_at  putative translation elongation factor ts --- AT4G11120 -1.47 -0.55 -3.06 0.019234 0.097148 -3.54
253773_s_aExpressed protein ; supported by full-len--- AT1G52370 / -1.34 -0.42 -3.06 0.019232 0.097148 -3.54
266572_at unknown protein --- AT2G23840 -1.44 -0.52 -3.06 0.01925 0.097204 -3.54
264563_s_aunknown protein --- AT1G55750 / -1.30 -0.38 -3.06 0.019254 0.097204 -3.54
254447_at berberine bridge enzyme - like protein  ; --- AT4G20860 2.40 1.26 3.06 0.019258 0.097204 -3.54
266119_at  protease inhibitor II identical to GB:X69 LCR69 AT2G02100 2.42 1.27 3.06 0.019276 0.097276 -3.54
264327_at  putative translation initiation factor eIF-2EIF2 GAM AT1G04170 -1.25 -0.32 -3.06 0.019297 0.097361 -3.54
253048_at  formamidase - like protein formamidase--- AT4G37560 -1.95 -0.97 -3.06 0.019304 0.097372 -3.55
257209_at hypothetical protein --- AT3G14920 1.22 0.28 3.06 0.019309 0.097376 -3.55
266368_at putative embryo-abundant protein --- AT2G41380 3.98 1.99 3.06 0.019326 0.097443 -3.55
263668_at putative 1-aminocyclopropane-1-carboxy--- AT1G04350 -1.32 -0.40 -3.06 0.019344 0.097508 -3.55
254763_at  ribosomal protein L13a like protein ribos--- AT4G13170 -1.37 -0.45 -3.06 0.01935 0.097520 -3.55
261664_s_ahypothetical protein contains similarity to--- AT1G18320 / -1.43 -0.52 -3.06 0.019372 0.097538 -3.55
259105_at  stress related protein, putative similar to--- AT3G05500 1.41 0.49 3.06 0.019372 0.097538 -3.55
249138_at putative protein contains similarity to MFWPP1 AT5G43070 1.26 0.34 3.06 0.019366 0.097538 -3.55
258933_at  unknown protein similar to unknown pro--- AT3G09980 -1.28 -0.36 -3.06 0.019372 0.097538 -3.55
257734_at unknown protein contains Pfam profile: PATSYTF AT3G18370 1.22 0.29 3.05 0.019375 0.097538 -3.55
252990_at putative protein --- AT4G38440 -1.65 -0.72 -3.05 0.019385 0.097567 -3.55
257948_at hypothetical protein predicted by genemAPO4 AT3G21740 -1.30 -0.38 -3.05 0.019396 0.097579 -3.55
265189_at unknown protein  ; supported by cDNA: --- AT1G23840 1.69 0.76 3.05 0.019392 0.097579 -3.55
260732_at  myb-related DNA-binding protein, putat --- AT1G17520 -1.25 -0.32 -3.05 0.019448 0.097755 -3.55
262092_at unknown protein --- AT1G56150 -2.12 -1.08 -3.05 0.019444 0.097755 -3.55
263260_at  putative protein-tyrosine phosphatase 2OTS2 AT1G10570 -1.24 -0.32 -3.05 0.019444 0.097755 -3.55
246973_at  putative protein UBIQUINONE BIOSYN--- AT5G24970 -1.46 -0.54 -3.05 0.019448 0.097755 -3.55
246980_at peptidylprolyl isomerase (cyclophilin)-like--- AT5G67530 -1.26 -0.33 -3.05 0.019455 0.097760 -3.55
259764_at  transcription factor inhibitor I kappa B, pNPR1 AT1G64280 1.46 0.55 3.05 0.019458 0.097760 -3.55
253119_at Expressed protein ; supported by full-len--- AT4G35980 -1.25 -0.32 -3.05 0.019481 0.097853 -3.55
257337_at NADH dehydrogenase subunit 5 (nad5) --- --- -1.70 -0.77 -3.05 0.019509 0.097882 -3.56
249528_at  putative protein predicted protein, Droso--- AT5G38720 -1.49 -0.57 -3.05 0.019496 0.097882 -3.56
264452_at unknown protein similar to salt-inducibleGRP23 AT1G10270 -2.06 -1.04 -3.05 0.019502 0.097882 -3.56
263727_at putative cap-binding protein  ; supportedABH1 AT2G13540 -1.36 -0.44 -3.05 0.019511 0.097882 -3.56
264407_at unknown protein similar to EST gb|N960--- AT1G10180 -1.33 -0.42 -3.05 0.019501 0.097882 -3.56
246141_at  TipD - like WD repeat protein TipD, Dict--- AT5G19920 -1.34 -0.42 -3.05 0.019512 0.097882 -3.56
263154_at Expressed protein ; supported by full-len--- AT1G54110 -1.34 -0.42 -3.05 0.019519 0.097896 -3.56



258545_at putative GTPase contains Pfam profile: --- AT3G07050 -1.51 -0.59 -3.05 0.019538 0.097946 -3.56
258604_at putative N-acetlytransferase contains Pf --- AT3G02980 -1.33 -0.42 -3.05 0.019537 0.097946 -3.56
252928_at  putative protein more than 30 predicted --- AT4G38940 1.64 0.72 3.05 0.019546 0.097950 -3.56
261417_at Expressed protein ; supported by cDNA --- AT1G07700 -1.26 -0.33 -3.05 0.019547 0.097950 -3.56
244943_at NADH dehydrogenase subunit 9 --- ATMG00070 -1.39 -0.48 -3.05 0.019563 0.097991 -3.56
264005_at unknown protein  ; supported by cDNA: AGP2 AT2G22470 3.85 1.94 3.05 0.019564 0.097991 -3.56
256612_at hypothetical protein predicted by genem--- AT3G29280 -1.34 -0.42 -3.05 0.019576 0.098030 -3.56
250426_at  ovule development protein - like ovule dAIL6 AT5G10510 1.24 0.31 3.05 0.019604 0.098125 -3.56
263883_at hypothetical protein predicted by gensca--- AT2G21830 -1.29 -0.37 -3.05 0.019602 0.098125 -3.56
266675_s_ahypothetical protein predicted by gensca--- AT2G29610 / 1.20 0.27 3.05 0.019615 0.098139 -3.56
246445_at  glucose 6 phosphate/phosphate translo--- AT5G17630 -1.32 -0.40 -3.05 0.019615 0.098139 -3.56
250028_at putative protein similar to unknown prote--- AT5G18130 -1.27 -0.35 -3.05 0.019626 0.098152 -3.56
259714_at putative gibberellin 20-oxidase similar toATGA20OXAT1G60980 1.29 0.37 3.05 0.019623 0.098152 -3.56
259868_at  thioredoxin-like protein similar to thioredATY1 AT1G76760 1.25 0.33 3.05 0.01964 0.098198 -3.56
260271_at unknown protein similar to unknown pro --- AT1G63690 -1.26 -0.33 -3.04 0.019652 0.098215 -3.56
249910_at chorismate mutase/prephenate dehydra ADT5 AT5G22630 2.07 1.05 3.04 0.019651 0.098215 -3.56
260156_at NAM-like protein similar to NAM (no apicNAM AT1G52880 -1.52 -0.60 -3.04 0.019683 0.098349 -3.57
257525_at hypothetical protein predicted by gensca--- AT3G04900 1.32 0.40 3.04 0.019693 0.098377 -3.57
249529_at  putative protein predicted proteins, Arab--- AT5G38730 -1.44 -0.52 -3.04 0.019716 0.098452 -3.57
250135_at putative protein --- AT5G15360 -1.28 -0.35 -3.04 0.019721 0.098452 -3.57
258085_at unknown protein  ; supported by cDNA: --- AT3G26100 1.32 0.40 3.04 0.019719 0.098452 -3.57
250095_at phytoene synthase (gb|AAB65697.1)  ;s --- AT5G17230 -1.58 -0.66 -3.04 0.019729 0.098452 -3.57
253173_at  putative protein pEARLI 4, Arabidopsis --- AT4G35110 2.06 1.04 3.04 0.019726 0.098452 -3.57
254145_at hypothetical protein --- AT4G24700 -1.68 -0.75 -3.04 0.019745 0.098488 -3.57
249918_at  putative protein predicted protein, Arabi --- AT5G19240 2.16 1.11 3.04 0.019744 0.098488 -3.57
247556_at  putative protein predicted protein, Arabi --- AT5G61040 -1.36 -0.44 -3.04 0.01976 0.098540 -3.57
253093_at  putative protein SPINDLY protein, Petu SRFR1 AT4G37460 -1.27 -0.35 -3.04 0.019784 0.098637 -3.57
266893_at hypothetical protein predicted by genscaRTE1 AT2G26070 -1.30 -0.38 -3.04 0.019792 0.098643 -3.57
267322_at putative leucine-rich-repeat protein --- AT2G19330 1.23 0.30 3.04 0.019793 0.098643 -3.57
267440_at putative anthranilate N-hydroxycinnamo SHT AT2G19070 -1.27 -0.35 -3.04 0.019815 0.098729 -3.57
248115_at putative protein strong similarity to unkn --- AT5G54870 1.55 0.63 3.04 0.019839 0.098806 -3.57
AFFX-PheX B. subtilis /GEN=pheA /DB_XREF=gb:M--- --- -1.59 -0.67 -3.04 0.019838 0.098806 -3.57
248659_at cyclin C-like protein --- AT5G48640 1.32 0.40 3.04 0.019859 0.098885 -3.57
264170_at hypothetical protein --- AT1G02260 1.28 0.36 3.04 0.019867 0.098900 -3.58
259161_at  carbonic anhydrase, chloroplast precursCA1 AT3G01500 -1.95 -0.96 -3.04 0.01989 0.098971 -3.58



251285_at putative protein several hypothetical pro --- AT3G61770 -1.27 -0.35 -3.04 0.019889 0.098971 -3.58
249754_at flavanone 3-hydroxylase-like protein  ; s DMR6 AT5G24530 3.19 1.68 3.04 0.019904 0.099019 -3.58
263083_at purple acid phosphatase precursor identPAP12 AT2G27190 -1.27 -0.34 -3.04 0.019911 0.099026 -3.58
259721_at putative phosphatidylinositol-4-phosphat--- AT1G60890 1.43 0.51 3.03 0.019922 0.099026 -3.58
266780_at putative ligand-gated ion channel proteinATGLR2.8 AT2G29110 1.47 0.56 3.03 0.019917 0.099026 -3.58
246283_at putative protein --- AT4G36860 -1.34 -0.42 -3.03 0.019922 0.099026 -3.58
264716_at  matrix metalloproteinase, putative similaMMP AT1G70170 1.95 0.96 3.03 0.019954 0.099162 -3.58
266883_at putative triacylglycerol lipase DAD1 AT2G44810 1.26 0.34 3.03 0.019969 0.099214 -3.58
258796_at unknown protein  ;supported by full-lengWDL1 AT3G04630 1.72 0.78 3.03 0.019987 0.099245 -3.58
246345_at  calcium-dependent protein kinase-like C--- AT3G56760 -1.36 -0.44 -3.03 0.019997 0.099245 -3.58
257350_x_ahypothetical protein predicted by genscaRALFL12 AT2G19040 1.28 0.35 3.03 0.019981 0.099245 -3.58
263805_at unknown protein  ; supported by cDNA: --- AT2G40400 -1.22 -0.29 -3.03 0.019995 0.099245 -3.58
249586_at  putative protein predicted proteins, Arab--- AT5G37840 1.83 0.87 3.03 0.019988 0.099245 -3.58
258444_at expressed protein supported by cDNA: gTIC AT3G22380 -1.27 -0.35 -3.03 0.020003 0.099254 -3.58
250920_at putative protein  ;supported by full-length--- AT5G03390 1.55 0.63 3.03 0.020018 0.099308 -3.58
249945_at 60S ribosomal protein L10A  ; supported--- AT5G22440 -1.71 -0.77 -3.03 0.020027 0.099328 -3.58
251685_at  putative protein unknown protein At2g4 --- AT3G56430 -1.73 -0.79 -3.03 0.020036 0.099350 -3.58
247323_at putative protein similar to unknown prote--- AT5G64170 -1.42 -0.51 -3.03 0.020056 0.099388 -3.59
264527_at  putative reticuline oxidase-like protein s --- AT1G30760 1.72 0.79 3.03 0.020056 0.099388 -3.59
250258_at floral homeotic protein AGL15 (sp|Q3884AGL15 AT5G13790 1.29 0.37 3.03 0.020048 0.099388 -3.58
245621_at AMP-binding protein AAE15 AT4G14070 -1.43 -0.51 -3.03 0.020072 0.099446 -3.59
245039_at  putative beta-1,3-glucanase  ;supported--- AT2G26600 -1.28 -0.35 -3.03 0.020087 0.099498 -3.59
258908_at putative dehydroquinase shikimate dehyMEE32 AT3G06350 1.42 0.50 3.03 0.020107 0.099575 -3.59
267159_at putative SCARECROW gene regulator --- AT2G37650 -1.28 -0.36 -3.03 0.020129 0.099660 -3.59
251265_at  ATP-dependent RNA helicase-like prote--- AT3G62310 -1.37 -0.46 -3.03 0.02015 0.099745 -3.59
250557_at  putative protein ankyrin, Rattus norvegi CPuORF16AT5G07840 / -1.24 -0.31 -3.03 0.020182 0.099879 -3.59
247491_at putative protein supported by cDNA: Ce --- AT5G61880 -1.61 -0.69 -3.02 0.020192 0.099889 -3.59
259681_at nitrate reductase 1 (NR1) identical to nit NIA1 AT1G77760 5.73 2.52 3.02 0.020196 0.099889 -3.59
265034_at unknown protein ;supported by full-lengt --- AT1G61660 1.31 0.39 3.02 0.020201 0.099889 -3.59
264778_at unknown protein similar to C-1 (Homo saAIP3 AT1G08780 -1.26 -0.33 -3.02 0.020199 0.099889 -3.59
259883_at putative ribophorin I (dolichyl-diphospho --- AT1G76400 -1.34 -0.43 -3.02 0.020211 0.099916 -3.59
245671_at purine permease identical to purine permPUP1 AT1G28230 -1.25 -0.32 -3.02 0.020217 0.099925 -3.59
251641_at  protease-like protein INSULIN-DEGRAD--- AT3G57470 -1.42 -0.50 -3.02 0.020237 0.099980 -3.59
265382_at putative gluconokinase  ;supported by fu--- AT2G16790 1.55 0.63 3.02 0.020233 0.099980 -3.59
245521_at Expressed protein ;supported by cDNA: ESD4 AT4G15880 -1.25 -0.32 -3.02 0.020251 0.100007 -3.60



249200_at 5-3 exoribonuclease 2 ; supported by cDXRN2 AT5G42540 -1.36 -0.44 -3.02 0.020251 0.100007 -3.60
247410_at putative protein similar to unknown proteemb1692 AT5G62990 -1.58 -0.66 -3.02 0.020256 0.100007 -3.60
252851_at  putative protein CLATHRIN COAT ASS--- AT4G40080 1.85 0.89 3.02 0.020288 0.100144 -3.60
253557_at  putative protein wall-associated kinase --- AT4G31110 / -1.22 -0.29 -3.02 0.020308 0.100224 -3.60
267512_at hypothetical protein predicted by genscaSSE1 AT2G45690 -1.30 -0.38 -3.02 0.020327 0.100296 -3.60
253726_at  ribosomal protein S15a homolog riboso rps15ae AT4G29430 -1.69 -0.75 -3.02 0.020337 0.100320 -3.60
247125_at putative protein contains similarity to unk--- AT5G66070 1.91 0.93 3.02 0.020347 0.100350 -3.60
255783_at hypothetical protein contains Pfam profil iqd32 AT1G19870 -1.43 -0.52 -3.02 0.020356 0.100370 -3.60
264289_at hypothetical protein similar to hypothetic--- AT1G61890 1.88 0.91 3.02 0.020389 0.100513 -3.60
245296_at isp4 like protein ; supported by cDNA: g ATOPT3 AT4G16370 -1.54 -0.63 -3.02 0.020395 0.100520 -3.60
259419_at  acyl-CoA oxidase ACX3, putative similaACX6 AT1G06310 1.26 0.33 3.02 0.020408 0.100559 -3.60
262401_at  small GTP-binding protein, putative simRABG3E AT1G49300 -1.22 -0.28 -3.02 0.020412 0.100559 -3.60
257220_at  MYB family transcription factor (Atmyb3ATMYB21 AT3G27810 1.33 0.42 3.02 0.020441 0.100681 -3.60
265354_at actin depolymerizing factor 5  ;supportedADF5 AT2G16700 1.73 0.79 3.02 0.020445 0.100681 -3.61
267040_at unknown protein --- AT2G34300 1.73 0.79 3.02 0.020451 0.100689 -3.61
263553_at putative purple acid phosphatase precurPAP10 AT2G16430 1.34 0.42 3.02 0.020458 0.100701 -3.61
266097_at unknown protein  ; supported by cDNA: SOUL-1 AT2G37970 1.76 0.81 3.01 0.020495 0.100860 -3.61
257708_at hypothetical protein predicted by gensca--- AT3G13330 1.26 0.34 3.01 0.0205 0.100866 -3.61
253535_at  putaive DNA-binding protein DNA-bindi WRKY11 AT4G31550 2.48 1.31 3.01 0.020541 0.101015 -3.61
248774_at unknown protein --- AT5G47830 -1.24 -0.31 -3.01 0.020542 0.101015 -3.61
245654_at  disease resistance protein, putative sim--- AT1G56540 1.28 0.36 3.01 0.020544 0.101015 -3.61
254629_at Expressed protein ; supported by full-len--- AT4G18425 1.37 0.46 3.01 0.020558 0.101063 -3.61
260007_at unknown protein contains non-consensu--- AT1G67870 -1.61 -0.69 -3.01 0.020571 0.101104 -3.61
267001_at putative urease accessory protein ; suppUREG AT2G34470 -1.39 -0.48 -3.01 0.020577 0.101114 -3.61
261439_at Expressed protein ; supported by full-len--- AT1G28395 -1.59 -0.67 -3.01 0.020626 0.101310 -3.61
246232_at hypothetical protein EMB2754 AT4G36630 -1.26 -0.34 -3.01 0.020624 0.101310 -3.61
246075_at monogalactosyldiacylglycerol synthase  MGD2 AT5G20410 -2.06 -1.05 -3.01 0.020638 0.101347 -3.61
258171_at unknown protein --- AT3G21610 1.27 0.35 3.01 0.020664 0.101431 -3.62
259569_at hypothetical protein --- AT1G20480 1.31 0.39 3.01 0.020661 0.101431 -3.62
261614_at  poly(A)-binding protein, putative similar PAB8 AT1G49760 -1.40 -0.48 -3.01 0.020683 0.101502 -3.62
259670_at  protein kinase, putative similar to GI:757--- AT1G52310 -1.34 -0.42 -3.01 0.020697 0.101549 -3.62
245389_at putative protein ;supported by full-length--- AT4G17480 1.35 0.43 3.01 0.020712 0.101580 -3.62
253597_at  putative protein translation initiation fact--- AT4G30690 -1.54 -0.63 -3.01 0.020712 0.101580 -3.62
261282_at hypothetical protein predicted by genscaAPUM10 AT1G35750 -1.37 -0.45 -3.01 0.02073 0.101589 -3.62
248053_at putative protein similar to unknown proteAtNMNAT AT5G55810 -1.30 -0.38 -3.01 0.020732 0.101589 -3.62



267188_at  6,7-dimethyl-8-ribityllumazine synthase COS1 AT2G44050 / -1.27 -0.35 -3.01 0.02072 0.101589 -3.62
244971_at ATP-dependent protease subunit --- --- -1.27 -0.34 -3.01 0.020731 0.101589 -3.62
257038_at  longevity factor-like protein similar to LALOH2 AT3G19260 1.56 0.64 3.01 0.020747 0.101640 -3.62
256996_at unknown protein similar to unknown pro --- AT3G25850 1.22 0.28 3.00 0.02077 0.101730 -3.62
263899_at hypothetical protein predicted by genscaEMB2219 AT2G21710 -1.34 -0.43 -3.00 0.020787 0.101792 -3.62
267036_at Expressed protein ; supported by full-len--- AT2G38465 -1.55 -0.63 -3.00 0.020797 0.101809 -3.62
261552_at  receptor protein kinase, putative contain--- AT1G63430 -1.30 -0.38 -3.00 0.020799 0.101809 -3.62
253480_at  putative protein ENOD16, Medicago tru--- AT4G31840 1.26 0.33 3.00 0.020808 0.101829 -3.62
254798_at  oleoyl-[acyl-carrier-protein] hydrolase-lik--- AT4G13050 -1.52 -0.61 -3.00 0.020826 0.101896 -3.62
255411_at  putative ribonucleoprotein similarity to o--- AT4G03110 1.32 0.40 3.00 0.020884 0.102127 -3.63
255617_at putative protein kinase --- AT4G01330 -1.35 -0.44 -3.00 0.0209 0.102127 -3.63
250021_at casein kinase-like protein --- AT5G18190 -1.20 -0.26 -3.00 0.020894 0.102127 -3.63
246956_at unknown protein  ; supported by cDNA: RTM2 AT5G04890 1.27 0.35 3.00 0.02089 0.102127 -3.63
255420_at putative frataxin-like protein similar to fraFH AT4G03240 -1.23 -0.29 -3.00 0.020881 0.102127 -3.63
247823_at  putative protein predicted proteins from --- AT5G58450 -1.21 -0.27 -3.00 0.020897 0.102127 -3.63
245443_at limonene cyclase like protein --- AT4G16730 8.75 3.13 3.00 0.020906 0.102136 -3.63
248010_at peroxisomal targeting signal type 1 rece PEX5 AT5G56290 -1.23 -0.30 -3.00 0.02092 0.102181 -3.63
250027_at putative protein similar to unknown prote--- AT5G18250 -1.36 -0.44 -3.00 0.020933 0.102223 -3.63
253332_at  peroxidase ATP17a -like protein peroxid--- AT4G33420 2.13 1.09 3.00 0.02094 0.102236 -3.63
249064_at putative protein contains similarity to unk--- AT5G44250 -1.22 -0.29 -3.00 0.020946 0.102241 -3.63
257125_at t-complex polypeptide 1 homologue idenATTCP-1 AT3G20050 -1.33 -0.41 -3.00 0.02096 0.102265 -3.63
252483_at  scarecrow-like protein scarecrow-like 11--- AT3G46600 1.78 0.83 3.00 0.020956 0.102265 -3.63
259071_at unknown protein similar to hin1 GB:CAANHL2 AT3G11650 1.50 0.59 3.00 0.020994 0.102412 -3.63
247385_at putative protein similar to unknown proteemb2746 AT5G63420 -1.41 -0.50 -3.00 0.021013 0.102460 -3.63
248129_at putative protein contains similarity to GT--- AT5G54780 1.31 0.39 3.00 0.021013 0.102460 -3.63
249456_at unknown protein  ;supported by full-leng--- AT5G39410 -1.29 -0.37 -3.00 0.021032 0.102510 -3.63
247302_at unknown protein  ;supported by full-lengVPS20.1 AT5G63880 1.26 0.33 3.00 0.021032 0.102510 -3.63
249485_at  receptor protein kinase - like protein rec--- AT5G39020 1.98 0.99 2.99 0.021083 0.102564 -3.64
251888_at  putative protein GTP-binding regulatory--- AT3G54190 -1.23 -0.29 -2.99 0.021084 0.102564 -3.64
251741_at  putative protein predicted protein, ArabiUGP3 AT3G56040 -1.65 -0.72 -2.99 0.021066 0.102564 -3.64
247241_at unknown protein --- AT5G64680 -1.56 -0.64 -2.99 0.021071 0.102564 -3.64
263333_at unknown protein  ; supported by cDNA: --- AT2G03890 -1.39 -0.48 -2.99 0.021077 0.102564 -3.64
257423_at hypothetical protein predicted by genem--- AT1G62010 -1.32 -0.40 -2.99 0.021052 0.102564 -3.64
251783_at ribosomal L23a - like protein various riboRPL23AB AT3G55280 -1.67 -0.74 -2.99 0.021069 0.102564 -3.64
247602_at  S-receptor kinase homolog 2 precursor RLK1 AT5G60900 2.01 1.01 2.99 0.021061 0.102564 -3.64



256232_at unknown protein ; supported by full-lengFYD AT3G12570 1.20 0.26 2.99 0.021061 0.102564 -3.64
262900_at hypothetical protein contains similarity toSNL5 AT1G59890 1.32 0.40 2.99 0.021119 0.102700 -3.64
267284_at unknown protein predicted by genscan --- AT2G23700 1.36 0.44 2.99 0.021121 0.102700 -3.64
251786_at  phosphatase - like protein DUAL SPEC MKP1 AT3G55270 1.24 0.31 2.99 0.021137 0.102719 -3.64
267445_at  hypothetical protein predicted by gensc --- AT2G33680 -1.30 -0.38 -2.99 0.021138 0.102719 -3.64
247785_at subtilisin-like serine protease contains s --- AT5G58820 1.21 0.28 2.99 0.021129 0.102719 -3.64
250663_at  putative protein prenylated rab accepto PRA1.B6 AT5G07110 1.26 0.33 2.99 0.021154 0.102729 -3.64
256757_at  membrane transporter, putative similar --- AT3G25620 -1.28 -0.36 -2.99 0.021152 0.102729 -3.64
252902_at  putative protein various predicted prote --- AT4G39560 -1.27 -0.34 -2.99 0.021149 0.102729 -3.64
257759_at hypothetical protein --- AT3G23070 -1.44 -0.53 -2.99 0.0212 0.102933 -3.64
245363_at hypothetical protein ;supported by full-le --- AT4G15120 2.22 1.15 2.99 0.021214 0.102979 -3.64
260548_at biotin synthase (Bio B)  ;supported by fuBIO2 AT2G43360 -1.46 -0.55 -2.99 0.021236 0.102997 -3.64
249244_at  FtsH protease, putative similar to FtsH VAR1 AT5G42270 -1.28 -0.36 -2.99 0.021228 0.102997 -3.64
249365_at  putative protein predicted protein, Arabi --- AT5G40600 -1.26 -0.34 -2.99 0.021232 0.102997 -3.64
264776_at unknown protein location of EST gb|T46--- AT1G22860 -1.27 -0.34 -2.99 0.021226 0.102997 -3.64
245301_at farnesyl-pyrophosphate synthetase FPSFPS2 AT4G17190 -1.62 -0.69 -2.99 0.021241 0.103001 -3.64
254646_at putative protein --- AT4G18530 -1.37 -0.45 -2.99 0.021286 0.103196 -3.65
259551_at hypothetical protein --- AT1G21190 -1.26 -0.33 -2.99 0.021296 0.103220 -3.65
254035_at  putative phosphatidylserine decarboxylaPSD3 AT4G25970 / -1.26 -0.34 -2.99 0.021305 0.103222 -3.65
260079_s_a helix-loop-helix protein 1A, putative sim --- AT1G35460 / -1.27 -0.35 -2.99 0.021302 0.103222 -3.65
260570_at stearoyl-ACP desaturase  ; supported bySSI2 AT2G43710 -1.43 -0.52 -2.99 0.021314 0.103242 -3.65
259050_at hypothetical protein similar to GB:AAC24--- AT3G03356 / 1.20 0.26 2.99 0.021322 0.103261 -3.65
245723_at hypothetical protein predicted by genem--- AT1G73400 -1.36 -0.44 -2.98 0.021342 0.103271 -3.65
259424_at  hypothetical protein contains similarity t --- AT1G13830 1.42 0.51 2.98 0.021344 0.103271 -3.65
254321_at  trehalose-6-phosphate phosphatase - li CPuORF2 AT4G22590 / 1.53 0.61 2.98 0.021351 0.103271 -3.65
253161_at senescence-associated protein sen1 ideSEN1 AT4G35770 1.89 0.92 2.99 0.021331 0.103271 -3.65
265161_at putative vacuolar sorting receptor simila --- AT1G30900 2.60 1.38 2.98 0.021349 0.103271 -3.65
265658_at putative aspartate aminotransferase ; suALD1 AT2G13810 2.63 1.40 2.98 0.021351 0.103271 -3.65
246925_at  cytochrome P450 71B1 - like protein cy CYP71B14AT5G25180 -1.25 -0.32 -2.98 0.021363 0.103304 -3.65
250887_at putative protein --- --- -1.29 -0.37 -2.98 0.021374 0.103336 -3.65
248163_at auxin-responsive-like protein  ; supporteDFL1 AT5G54510 3.11 1.64 2.98 0.021389 0.103388 -3.65
253421_at  putative protein predicted proteins, Arab--- AT4G32340 -1.37 -0.45 -2.98 0.021399 0.103412 -3.65
257960_at  S-adenosylmethionine decarboxylase, p--- AT3G25570 / -1.22 -0.29 -2.98 0.021406 0.103428 -3.65
255062_at hypothetical protein --- AT4G08940 -1.33 -0.41 -2.98 0.021421 0.103478 -3.65
248530_at putative protein strong similarity to unkn --- AT5G49945 -1.33 -0.41 -2.98 0.021435 0.103514 -3.65



264936_at hypothetical protein predicted by genemEDA16 AT1G61140 1.24 0.31 2.98 0.021438 0.103514 -3.65
265853_at putative RING zinc finger protein --- AT2G42360 2.21 1.14 2.98 0.021453 0.103520 -3.66
251048_at  putative protein potassium channel regu--- AT5G02410 1.31 0.39 2.98 0.021447 0.103520 -3.65
250691_at glycolate oxidase subunit D-like; D-lacta--- AT5G06580 -1.21 -0.27 -2.98 0.021449 0.103520 -3.65
249019_at unknown protein --- AT5G44780 -1.78 -0.83 -2.98 0.021474 0.103555 -3.66
260896_at flower pigmentation protein ATAN11 sim--- AT1G29310 1.60 0.68 2.98 0.021474 0.103555 -3.66
263325_at putative RING zinc finger protein  ; suppXERICO AT2G04240 -1.62 -0.70 -2.98 0.021478 0.103555 -3.66
247350_at unknown protein --- AT5G63830 -1.29 -0.37 -2.98 0.021467 0.103555 -3.66
256568_at hypothetical protein  ;supported by full-le--- AT3G19520 -1.25 -0.32 -2.98 0.021498 0.103622 -3.66
248890_at disease resistance protein-like --- AT5G46270 -1.25 -0.32 -2.98 0.021501 0.103622 -3.66
256751_at  CLC-b chloride channel protein identicaCLC-B AT3G27170 -1.64 -0.71 -2.98 0.021524 0.103653 -3.66
266595_at hypothetical protein predicted by genscaGC4 AT2G46180 -1.30 -0.37 -2.98 0.021516 0.103653 -3.66
265236_s_ahypothetical protein --- AT2G07714 1.27 0.34 2.98 0.02152 0.103653 -3.66
266009_at putative kinesin heavy chain --- AT2G37420 1.27 0.34 2.98 0.021526 0.103653 -3.66
261413_at unknown protein ;supported by full-lengtPLL5 AT1G07630 1.78 0.83 2.98 0.021544 0.103720 -3.66
258752_at hypothetical protein predicted by genscaATEXO70HAT3G09520 1.64 0.71 2.98 0.021553 0.103742 -3.66
248028_at putative protein similar to unknown prote--- AT5G55620 -1.81 -0.86 -2.98 0.021579 0.103821 -3.66
247081_at AtRAD17 (dbj|BAA90479.1)  ; supportedATRAD17 AT5G66130 -1.32 -0.40 -2.98 0.021577 0.103821 -3.66
262589_s_ahypothetical protein Strong similarity to g--- AT1G15150 / -1.25 -0.33 -2.98 0.021584 0.103821 -3.66
256442_at hypothetical protein predicted by genefin--- AT3G10930 3.34 1.74 2.98 0.021595 0.103856 -3.66
254301_at  predicted protein predicted protein, Ara --- AT4G22790 -1.44 -0.52 -2.98 0.021619 0.103925 -3.66
250725_at putative protein similar to unknown prote--- AT5G06400 -1.32 -0.40 -2.98 0.021618 0.103925 -3.66
265798_at unknown protein ; supported by cDNA: g--- AT2G35790 -1.44 -0.52 -2.97 0.02164 0.103982 -3.66
245113_at hypothetical protein predicted by genefinMIZ1 AT2G41660 1.39 0.48 2.97 0.021639 0.103982 -3.66
261627_at  arsA homolog (hASNA-I), putative simil --- AT1G01910 1.23 0.30 2.97 0.021645 0.103986 -3.66
254879_at hypothetical protein --- AT4G11670 1.28 0.35 2.97 0.02166 0.104035 -3.67
256183_at MAP kinase kinase 4 (ATMKK4) identicaMKK4 AT1G51660 1.88 0.91 2.97 0.02168 0.104089 -3.67
246146_at  receptor-like protein kinase - like protein--- AT5G20050 1.38 0.46 2.97 0.02168 0.104089 -3.67
253686_at  putative protein predicted proteins, Arab--- AT4G29750 -1.32 -0.40 -2.97 0.021687 0.104089 -3.67
260125_at putative heat shock protein similar to Gr --- AT1G36390 -1.40 -0.48 -2.97 0.021689 0.104089 -3.67
262538_at Expressed protein ; supported by full-len--- AT1G17140 1.58 0.66 2.97 0.021697 0.104105 -3.67
258054_at  delta tonoplast integral protein (delta-TI DELTA-TIPAT3G16240 4.55 2.19 2.97 0.021724 0.104213 -3.67
259700_at unknown protein --- AT1G68980 -1.20 -0.26 -2.97 0.021739 0.104240 -3.67
252976_s_a Phospholipase like protein Arabidopsis --- AT4G38550 1.53 0.62 2.97 0.021735 0.104240 -3.67
257951_at putative SGP1 monomeric G-protein simSGP2 AT3G21700 1.77 0.82 2.97 0.021781 0.104420 -3.67



256881_at hypothetical protein  ; supported by cDN--- AT3G26410 -1.26 -0.34 -2.97 0.021786 0.104423 -3.67
250463_at transcription factor OBF4 TGA4 AT5G10030 -1.32 -0.40 -2.97 0.021811 0.104496 -3.67
253715_at  RIBOSOMAL PROTEIN S30 homolog R--- AT4G29390 -1.30 -0.38 -2.97 0.021809 0.104496 -3.67
255301_at putative protein similar to transcriptional ATMSRB3 AT4G04800 1.55 0.63 2.97 0.021816 0.104501 -3.67
263880_at unknown protein  ;supported by full-leng--- AT2G21960 -1.40 -0.48 -2.97 0.021862 0.104662 -3.67
256438_s_aribosomal protein L41 identical to riboso --- AT2G40205 / -1.68 -0.75 -2.97 0.021865 0.104662 -3.67
247610_at  putative protein predicted protein, Arabi --- AT5G60630 3.72 1.90 2.97 0.021868 0.104662 -3.67
259312_at putative RING-H2 zinc finger protein AT ATL6 AT3G05200 1.96 0.97 2.97 0.021865 0.104662 -3.67
253139_at ankyrin repeat-containing protein 2  ;supAKR2 AT4G35450 -1.23 -0.30 -2.97 0.021896 0.104773 -3.68
267304_at putative Fe(II) transport protein ZIP6 AT2G30080 -1.36 -0.44 -2.97 0.021906 0.104795 -3.68
253983_at  putative protein SPF1 protein -IpomoeaWRKY20 AT4G26640 -1.32 -0.40 -2.97 0.021912 0.104795 -3.68
248176_at putative protein contains similarity to unkFh5 AT5G54650 1.61 0.69 2.97 0.021916 0.104795 -3.68
263754_at putative DnaJ protein  ;supported by full --- AT2G21510 1.79 0.84 2.97 0.021919 0.104795 -3.68
254480_at  translation elongation factor EF-Tu precATRABE1BAT4G20360 -1.30 -0.38 -2.97 0.02193 0.104825 -3.68
264885_s_a NBS/LRR disease resistance protein, p --- AT1G61180 / -1.32 -0.40 -2.96 0.021938 0.104843 -3.68
265576_at unknown protein CLASP AT2G20190 -1.23 -0.30 -2.96 0.021952 0.104888 -3.68
256060_at hypothetical protein contains similarity to--- AT1G07050 -1.45 -0.54 -2.96 0.021957 0.104889 -3.68
263735_s_ahypothetical protein predicted by genemAGL50 AT1G59810 / 1.22 0.29 2.96 0.021969 0.104924 -3.68
246420_at putative protein various predicted protein--- AT5G16870 -1.33 -0.41 -2.96 0.021986 0.104984 -3.68
259218_at  hypothetical protein similar to putative p--- AT3G03580 -1.30 -0.37 -2.96 0.021992 0.104991 -3.68
259753_at putative isoprenylated protein similar to A--- AT1G71050 1.43 0.52 2.96 0.022 0.104997 -3.68
AFFX-DapX B. subtilis /GEN=dapB /DB_XREF=gb:L --- --- -1.64 -0.71 -2.96 0.022003 0.104997 -3.68
265634_at hypothetical protein predicted by gensca--- AT2G25530 1.27 0.35 2.96 0.022013 0.105024 -3.68
254157_at  putative protein protein induced upon wVEP1 AT4G24220 1.28 0.35 2.96 0.022043 0.105143 -3.68
247210_at annexin  ;supported by full-length cDNA ANNAT2 AT5G65020 -1.63 -0.71 -2.96 0.022071 0.105147 -3.68
258601_at putative histidyl tRNA synthetase similar--- AT3G02760 -1.31 -0.39 -2.96 0.022063 0.105147 -3.68
251456_at beta-glucosidase-like protein several be BGLU27 AT3G60120 7.56 2.92 2.96 0.022067 0.105147 -3.68
264834_at unknown protein similar to ESTs gb|AA6--- AT1G03730 1.62 0.69 2.96 0.022053 0.105147 -3.68
245917_at  putative protein HCNP, Homo sapiens, --- AT5G28740 -1.28 -0.36 -2.96 0.022051 0.105147 -3.68
245243_at hypothetical protein predicted by genem--- AT1G44414 -1.23 -0.30 -2.96 0.02207 0.105147 -3.68
252908_at putative protein --- AT4G39670 3.68 1.88 2.96 0.022087 0.105200 -3.69
250303_at putative protein similar to unknown prote--- AT5G12100 -1.55 -0.63 -2.96 0.022116 0.105315 -3.69
259520_at hypothetical protein --- AT1G12320 1.50 0.59 2.96 0.022145 0.105415 -3.69
247815_at  ribosomal protein S4 - like ribosomal pr --- AT5G58420 -1.43 -0.51 -2.96 0.022146 0.105415 -3.69
257041_at unknown protein --- AT3G28550 1.38 0.46 2.96 0.022173 0.105524 -3.69



266985_at putative geranylgeranyl transferase typePGGT-I AT2G39550 1.32 0.40 2.96 0.022192 0.105592 -3.69
263800_at hypothetical protein predicted by gensca--- AT2G24600 4.18 2.06 2.96 0.022203 0.105622 -3.69
250170_at  putative protein ribulose-1,5-bisphospha--- AT5G14260 -1.30 -0.38 -2.96 0.022224 0.105694 -3.69
261715_at hypothetical protein similar to hypothetic--- AT1G18485 -1.27 -0.35 -2.96 0.022228 0.105694 -3.69
251218_at  CP12 protein precursor-like protein CP1CP12-2 AT3G62410 -1.36 -0.45 -2.95 0.022252 0.105789 -3.69
252961_at  putative protein KIAA0169 gene, Homo --- AT4G38760 -1.31 -0.39 -2.95 0.022293 0.105962 -3.69
259889_at predicted protein ; supported by cDNA: g--- AT1G76405 -1.40 -0.49 -2.95 0.022306 0.105999 -3.70
254155_at  putative protein kinase putative protein --- AT4G24480 -1.31 -0.39 -2.95 0.022318 0.106011 -3.70
257748_at hypothetical protein predicted by genemPUB29 AT3G18710 4.57 2.19 2.95 0.022315 0.106011 -3.70
252139_at  putative protein hypothetical protein L16--- AT3G51050 -1.25 -0.32 -2.95 0.022323 0.106016 -3.70
257267_at unknown protein similar to TCP3 GB:AATCP4 AT3G15030 -1.30 -0.37 -2.95 0.02234 0.106073 -3.70
262281_at  peptide transporter, putative similar to P--- AT1G68570 -1.86 -0.90 -2.95 0.022361 0.106153 -3.70
247280_at phi-1-like protein  ;supported by full-lengEXL2 AT5G64260 1.66 0.73 2.95 0.022373 0.106158 -3.70
262687_at PPR-repeat protein contains multiple PP--- AT1G62670 -1.22 -0.28 -2.95 0.022381 0.106158 -3.70
261458_at unknown protein contains DNA-J domai --- AT1G21080 1.33 0.41 2.95 0.022377 0.106158 -3.70
260207_at putative phosphoglucomutase similar to --- AT1G70730 -1.39 -0.47 -2.95 0.022369 0.106158 -3.70
256667_at hypothetical protein predicted by genem--- AT3G32180 1.20 0.26 2.95 0.022415 0.106296 -3.70
255485_at  predicted protein of unknown function s --- AT4G02550 1.25 0.33 2.95 0.022442 0.106403 -3.70
262396_at unknown protein ;supported by full-lengt --- AT1G49470 -1.65 -0.73 -2.95 0.022456 0.106447 -3.70
267011_at unknown protein --- AT2G39230 -1.37 -0.46 -2.95 0.022474 0.106487 -3.70
262598_at unknown protein EST gb|N65467 comes--- AT1G15260 1.43 0.51 2.95 0.022474 0.106487 -3.70
249473_at His-Asp Phosphotransfer Signal Transd AHP3 AT5G39340 -1.29 -0.37 -2.95 0.022481 0.106498 -3.70
247364_at putative protein similar to unknown prote--- AT5G63200 -1.23 -0.30 -2.95 0.022485 0.106498 -3.70
245390_at putative protein ;supported by full-length--- AT4G17650 1.60 0.67 2.95 0.022512 0.106602 -3.71
265295_at putative DNA replication licensing factor MCM9 AT2G14050 -1.33 -0.41 -2.95 0.022523 0.106631 -3.71
261252_at RAS-related protein ARA-1 identical to SRABA5E AT1G05810 1.35 0.43 2.95 0.022539 0.106664 -3.71
251444_at  putative protein ETHIONINE AMINOPEMAP2B AT3G59990 -1.23 -0.30 -2.95 0.022538 0.106664 -3.71
263887_at hypothetical protein predicted by gensca--- AT2G36980 -1.35 -0.44 -2.95 0.022548 0.106684 -3.71
262855_at putative inorganic phosphate transporte --- AT1G20860 1.38 0.47 2.94 0.02256 0.106717 -3.71
245926_at  VPS13 - like protein VPS13, Saccharom--- AT5G24740 -1.27 -0.35 -2.94 0.022574 0.106719 -3.71
254058_at  putative protein cylicin II - human, PID:g--- AT4G25210 -1.31 -0.39 -2.94 0.02257 0.106719 -3.71
247441_at  receptor - like protein kinase - like prote--- AT5G62710 -1.30 -0.38 -2.94 0.022567 0.106719 -3.71
250846_at sulphite reductase  ; supported by cDNASIR AT5G04590 -1.57 -0.65 -2.94 0.022581 0.106727 -3.71
262385_at  root hair defective, putative similar to ro --- AT1G72960 1.21 0.27 2.94 0.022615 0.106821 -3.71
265907_at unknown protein  ;supported by full-leng--- AT2G25650 -1.31 -0.39 -2.94 0.022611 0.106821 -3.71



247990_at unknown protein  ;supported by full-leng--- AT5G56360 -1.23 -0.30 -2.94 0.022608 0.106821 -3.71
258899_at Expressed protein ; supported by full-len--- AT3G05675 -1.34 -0.42 -2.94 0.022636 0.106898 -3.71
250784_at unknown protein ; supported by cDNA: g--- AT5G05480 -1.33 -0.41 -2.94 0.022652 0.106945 -3.71
252154_at  putative DNA-3-methyladenine glycosid--- AT3G50880 -1.39 -0.47 -2.94 0.022655 0.106945 -3.71
251074_at  putative protein hypothetical protein T18--- AT5G01800 1.31 0.39 2.94 0.022676 0.107020 -3.71
264870_at hypothetical protein  ;supported by full-le--- AT1G24210 -1.30 -0.37 -2.94 0.022686 0.107035 -3.71
250161_at  putative protein amino acid transport pr --- AT5G15240 1.52 0.60 2.94 0.022688 0.107035 -3.71
248965_at nodulin-like protein --- AT5G45370 1.35 0.43 2.94 0.022693 0.107036 -3.71
266478_at putative cysteinyl-tRNA synthetase ; supSYCO ARAAT2G31170 -1.46 -0.54 -2.94 0.022702 0.107056 -3.71
249903_at disease resistance protein-like --- AT5G22690 2.09 1.06 2.94 0.02273 0.107166 -3.72
246727_at  major latex protein homolog - like major--- AT5G28010 -1.37 -0.45 -2.94 0.022736 0.107171 -3.72
251879_at  putative protein hin1 protein, Nicotiana --- AT3G54200 1.60 0.68 2.94 0.022766 0.107271 -3.72
262777_at hypothetical protein predicted by gensca--- AT1G13030 -1.45 -0.54 -2.94 0.022762 0.107271 -3.72
259367_at hypothetical protein predicted by genem--- AT1G69070 -1.45 -0.54 -2.94 0.022783 0.107304 -3.72
260757_at  phytocyanin, putative similar to phytocy --- AT1G48940 1.23 0.29 2.94 0.022781 0.107304 -3.72
264587_at putative ligand-gated ion channel proteinATGLR3.4 AT1G05200 -2.20 -1.14 -2.94 0.022803 0.107376 -3.72
265226_at unknown protein  ; supported by cDNA: --- AT2G28430 -1.22 -0.28 -2.94 0.022828 0.107471 -3.72
245594_at acylaminoacyl-peptidase like protein --- AT4G14570 -1.42 -0.51 -2.94 0.022834 0.107481 -3.72
247520_at  cytochrome c oxidase subunit - like cyto--- AT5G61310 -1.53 -0.62 -2.94 0.022865 0.107501 -3.72
248639_at anthranilate N-benzoyltransferase  ;suppHCT AT5G48930 1.46 0.55 2.94 0.022844 0.107501 -3.72
251690_at  putative protein TATA-binding protein-b--- AT3G56510 -1.26 -0.34 -2.94 0.022848 0.107501 -3.72
261056_at hypothetical protein similar to hypothetic--- AT1G01360 -1.40 -0.49 -2.94 0.022867 0.107501 -3.72
261307_at unknown protein similar to Glu-tRNAGlnGATB AT1G48520 -1.25 -0.32 -2.94 0.022867 0.107501 -3.72
259737_at  acyl-CoA synthetase, putative similar to--- AT1G64400 2.10 1.07 2.94 0.022861 0.107501 -3.72
261814_at unknown protein --- AT1G08310 3.03 1.60 2.93 0.022881 0.107546 -3.72
262566_at  auxin response factor 1, putative simila ARF12 AT1G34310 1.42 0.50 2.93 0.022907 0.107621 -3.72
248234_at putative protein contains similarity to eno--- AT5G53850 -1.23 -0.29 -2.93 0.022902 0.107621 -3.72
255931_at hypothetical protein similar to putative p AtPP2-A12AT1G12710 -1.49 -0.58 -2.93 0.022922 0.107651 -3.72
250837_at  8-amino-7-oxononanoate synthase - likeATBIOF AT5G04620 -1.35 -0.44 -2.93 0.022919 0.107651 -3.72
252993_at monooxygenase 2 (MO2) --- AT4G38540 1.62 0.70 2.93 0.022928 0.107653 -3.72
261724_at Expressed protein ; supported by full-len--- AT1G76185 -1.25 -0.33 -2.93 0.022944 0.107707 -3.72
245290_at hypothetical protein ; supported by cDNA--- AT4G16490 -1.40 -0.48 -2.93 0.022957 0.107722 -3.73
248715_at  ATFP4, putative  --- AT5G48290 1.40 0.49 2.93 0.022953 0.107722 -3.73
259365_at unknown protein ; supported by cDNA: g--- AT1G13300 2.56 1.35 2.93 0.022964 0.107736 -3.73
261281_at hypothetical protein predicted by genem--- AT1G35740 -1.22 -0.29 -2.93 0.022984 0.107808 -3.73



250516_at  putative protein predicted proteins, Arab--- AT5G09620 1.26 0.33 2.93 0.022992 0.107822 -3.73
262778_at hypothetical protein predicted by genefin--- AT1G13050 -1.21 -0.28 -2.93 0.023053 0.108085 -3.73
251056_at  putative protein KIAA1303 protein - HomRAPTOR2 AT5G01770 1.34 0.43 2.93 0.023076 0.108173 -3.73
255269_at  putative protein various predicted prote --- AT4G05240 1.26 0.34 2.93 0.023085 0.108191 -3.73
264193_at  CRK1 protein, putative similar to CRK1 --- AT1G54610 -1.21 -0.27 -2.93 0.023109 0.108282 -3.73
247607_at  putative protein various predicted prote --- AT5G60960 -1.55 -0.63 -2.93 0.023119 0.108287 -3.73
253065_at  putative protein predicted proteins, ArabAtGRF2 AT4G37740 -1.38 -0.46 -2.93 0.023119 0.108287 -3.73
260830_at  histone H1, putative similar to histone H--- AT1G06760 -1.51 -0.59 -2.93 0.023133 0.108329 -3.73
250122_at unknown protein --- AT5G16520 -1.28 -0.36 -2.93 0.023146 0.108368 -3.73
259650_at  leucoanthocyanidin dioxygenase 2, puta--- AT1G55290 1.26 0.34 2.93 0.023152 0.108371 -3.73
260656_at hypothetical protein predicted by genem--- AT1G19380 2.44 1.28 2.93 0.023168 0.108424 -3.73
263730_at  beta-glucosidase, putative similar to betBGLU4 AT1G60090 -1.23 -0.30 -2.93 0.023173 0.108425 -3.74
252037_at  putative calmodulin calmodulin - Tetrah CAM9 AT3G51920 1.46 0.54 2.93 0.02318 0.108436 -3.74
248322_at putative protein similar to unknown prote--- AT5G52760 6.12 2.61 2.92 0.023199 0.108502 -3.74
266791_at unknown protein --- AT2G02960 1.25 0.32 2.92 0.023207 0.108518 -3.74
260293_at  unknown protein predicted by genscan+--- AT1G63670 -1.32 -0.41 -2.92 0.023241 0.108643 -3.74
246406_at  disease resistance protein RPP1-WsA, --- AT1G57650 1.19 0.25 2.92 0.023243 0.108643 -3.74
263082_at putative nucleotide-binding protein --- AT2G27200 1.21 0.27 2.92 0.023254 0.108672 -3.74
266535_s_a50S ribosomal protein L27  ;supported b--- AT2G16930 / -1.36 -0.44 -2.92 0.023264 0.108694 -3.74
256700_at  pseudouridine synthase, putative simila --- AT3G52260 -1.24 -0.31 -2.92 0.023272 0.108709 -3.74
249084_at unknown protein --- AT5G44150 -1.28 -0.36 -2.92 0.023283 0.108742 -3.74
248962_at putative protein contains similarity to FK FKBP13 AT5G45680 -1.48 -0.56 -2.92 0.023322 0.108834 -3.74
252923_at  kinesin like protein kinesin motor protein--- AT4G39050 1.38 0.46 2.92 0.023317 0.108834 -3.74
265037_at putative prohibitin 2 B-cell receptor assoATPHB2 AT1G03860 -1.32 -0.40 -2.92 0.023318 0.108834 -3.74
261969_at hypothetical protein contains similarity to--- AT1G65950 -1.23 -0.30 -2.92 0.023322 0.108834 -3.74
258531_at  importin alpha identical to GB:AAC2764IMPA-1 AT3G06720 -1.23 -0.29 -2.92 0.023339 0.108886 -3.74
257786_at hypothetical protein predicted by genem--- AT3G26990 -1.37 -0.46 -2.92 0.023345 0.108886 -3.74
258774_at putative alpha-L-arabinofuranosidase coASD1 AT3G10740 2.00 1.00 2.92 0.023348 0.108886 -3.74
260731_at  P-type ATPase, putative similar to GB:A--- AT1G17500 1.31 0.39 2.92 0.02336 0.108920 -3.74
251980_at  putative protein endopeptidase Clp ATP--- AT3G53270 -1.21 -0.28 -2.92 0.023372 0.108954 -3.74
249158_at electron transfer flavoprotein beta-subunETFBETA AT5G43430 1.22 0.29 2.92 0.023381 0.108976 -3.74
251255_at  putative protein early nodule-specific pr --- AT3G62280 1.22 0.28 2.92 0.023392 0.109002 -3.74
259345_s_ahypothetical protein predicted by genefin--- AT3G03700 / 1.69 0.75 2.92 0.023435 0.109181 -3.75
252487_at  glucosyltransferase-like protein UDP-gl UGT76E12AT3G46660 2.89 1.53 2.92 0.02345 0.109231 -3.75
254210_at  putative protein zinc finger protein, Arab--- AT4G23450 1.59 0.67 2.92 0.023487 0.109330 -3.75



247465_at RNA helicase ; supported by cDNA: gi_1PRH75 AT5G62190 -1.48 -0.57 -2.92 0.023492 0.109330 -3.75
265184_at unknown protein  ;supported by full-leng--- AT1G23710 2.49 1.31 2.92 0.023497 0.109330 -3.75
255154_at putative protein several hypothetical pro --- --- -1.21 -0.27 -2.92 0.023486 0.109330 -3.75
251232_at  shock protein SRC2-like shock protein S--- AT3G62780 2.10 1.07 2.92 0.023478 0.109330 -3.75
248556_at unknown protein --- AT5G50350 1.33 0.41 2.92 0.0235 0.109330 -3.75
256363_at unknown protein ; supported by cDNA: g--- AT1G66510 -1.56 -0.64 -2.92 0.023513 0.109368 -3.75
261618_at unknown protein --- AT1G33110 1.68 0.75 2.91 0.02353 0.109404 -3.75
256583_at hypothetical protein --- AT3G28850 1.73 0.79 2.91 0.023531 0.109404 -3.75
258650_at putative protein kinase similar to protein --- AT3G09830 1.52 0.60 2.91 0.023539 0.109420 -3.75
258400_at unknown protein  ; supported by cDNA: --- AT3G15470 -1.34 -0.43 -2.91 0.023558 0.109474 -3.75
259059_at hypothetical protein --- AT3G07300 -1.26 -0.33 -2.91 0.02356 0.109474 -3.75
258329_at putative protein disulfide isomerase simiATPDIL1-6AT3G16110 -1.25 -0.33 -2.91 0.02361 0.109681 -3.75
266274_at putative protein phosphatase 2C --- AT2G29380 1.26 0.33 2.91 0.023644 0.109817 -3.76
245101_at putative cytochrome P450  ; supported bCYP98A3 AT2G40890 1.41 0.50 2.91 0.023656 0.109853 -3.76
264268_at hypothetical protein predicted by genemULP1D AT1G60220 -1.23 -0.30 -2.91 0.023662 0.109856 -3.76
262350_at putative glutathione peroxidase  ;supporATGPX4 AT2G48150 1.24 0.32 2.91 0.02369 0.109964 -3.76
267374_at putative uricase subunit similar to  nodu --- AT2G26230 1.22 0.28 2.91 0.023704 0.110009 -3.76
251301_at cytochrome p450 (CYP78A9)  ;supporteCYP78A9 AT3G61880 -1.30 -0.38 -2.91 0.023733 0.110112 -3.76
253654_at putative protein several hypothetical pro --- AT4G30060 1.66 0.73 2.91 0.023736 0.110112 -3.76
260420_at unknown protein --- AT1G69610 1.26 0.34 2.91 0.023788 0.110285 -3.76
248668_at putative protein similar to unknown proteXRI1 AT5G48720 -1.48 -0.57 -2.91 0.023788 0.110285 -3.76
255389_at putative reverse transcriptase --- --- -1.20 -0.26 -2.91 0.023783 0.110285 -3.76
250449_at  embryonic abundant protein -like embry--- AT5G10830 1.66 0.73 2.91 0.023796 0.110300 -3.76
261698_at unknown protein identical to hypothetica--- AT1G32630 -1.33 -0.41 -2.91 0.023801 0.110301 -3.76
267268_at hypothetical protein predicted by gensca--- AT2G02570 -1.27 -0.34 -2.91 0.023809 0.110314 -3.76
252859_at  putative protein AP2 domain containing --- AT4G39780 1.48 0.56 2.91 0.023826 0.110374 -3.76
256483_at hypothetical protein --- AT1G31410 -1.33 -0.42 -2.90 0.023851 0.110430 -3.76
267338_at 26S proteasome regulatory subunit  ; suEIF2 AT2G39990 -1.31 -0.39 -2.90 0.02385 0.110430 -3.76
255509_at hypothetical protein identical to T10M13 --- AT4G02210 -1.44 -0.53 -2.90 0.023853 0.110430 -3.77
262876_at unknown protein ;supported by full-lengtATDSS1(I)AT1G64750 1.34 0.43 2.90 0.023876 0.110467 -3.77
253113_at  putative protein physical impedance ind--- AT4G35985 -1.50 -0.58 -2.90 0.023875 0.110467 -3.77
260709_at hypothetical protein predicted by genemATNAP6 AT1G32500 -1.30 -0.37 -2.90 0.02387 0.110467 -3.77
267027_at hypothetical protein --- AT2G38330 -1.37 -0.45 -2.90 0.023891 0.110514 -3.77
263650_at hypothetical protein predicted by gensca--- AT1G04360 1.26 0.33 2.90 0.023934 0.110649 -3.77
267451_at putative AP2 domain transcription factor --- AT2G33710 3.42 1.77 2.90 0.023928 0.110649 -3.77



267257_at putative casein kinase II catalytic (alpha --- AT2G23080 -1.19 -0.25 -2.90 0.023933 0.110649 -3.77
257149_at  prohibitin, putative similar to prohibitin GATPHB4 AT3G27280 -1.62 -0.70 -2.90 0.023952 0.110709 -3.77
247027_at subtilisin-like serine protease contains s --- AT5G67090 1.21 0.28 2.90 0.023963 0.110715 -3.77
250009_at  putative protein nuclear FMRP interacti --- AT5G18440 -1.64 -0.71 -2.90 0.023959 0.110715 -3.77
249875_at photosystem II stability/assembly factor HCF136 AT5G23120 -1.46 -0.54 -2.90 0.023969 0.110717 -3.77
257950_at putative UDP-glucose glucosyltransferasUGT71B6 AT3G21780 2.14 1.10 2.90 0.023979 0.110727 -3.77
266771_s_aunknown protein --- AT2G03010 / -1.24 -0.31 -2.90 0.023985 0.110727 -3.77
266241_s_ahypothetical protein predicted by gensca--- AT2G27800 / -1.29 -0.37 -2.90 0.023981 0.110727 -3.77
251544_at  putative protein general stress protein gGAUT15 AT3G58790 -1.41 -0.50 -2.90 0.024043 0.110924 -3.77
254241_at  serine/threonine kinase - like protein se CRK11 AT4G23190 2.25 1.17 2.90 0.02405 0.110924 -3.77
251860_at  Gluthatione reductase, chloroplast prec GR AT3G54660 -1.20 -0.27 -2.90 0.024042 0.110924 -3.77
245505_at glutaredoxin --- AT4G15690 1.87 0.90 2.90 0.024039 0.110924 -3.77
250809_at putative protein contains similarity to unk--- AT5G05140 1.66 0.73 2.90 0.024052 0.110924 -3.77
254715_at  putative protein hypothetical protein, Sy--- AT4G13550 -1.42 -0.50 -2.90 0.02406 0.110938 -3.77
252133_at  hypothetical protein hypothetical protein--- AT3G50900 2.12 1.08 2.90 0.024066 0.110942 -3.77
245968_at proline-rich protein extensins --- AT5G19800 / 1.32 0.40 2.90 0.024101 0.110967 -3.78
259694_at  uridine diphosphate glucose epimerase UGE3 AT1G63180 1.95 0.96 2.90 0.02408 0.110967 -3.77
253739_at putative protein predicted protein. Arabid--- AT4G28760 -1.34 -0.42 -2.90 0.0241 0.110967 -3.78
257967_at hypothetical protein predicted by genem--- AT3G19910 1.24 0.31 2.90 0.024092 0.110967 -3.78
257665_at unknown protein --- AT3G20430 -1.24 -0.31 -2.90 0.024096 0.110967 -3.78
258182_at  1-D-deoxyxylulose 5-phosphate synthasDXPS1 AT3G21500 1.99 0.99 2.90 0.024098 0.110967 -3.78
257807_at  glyceraldehyde 3-phosphate dehydrogeGAPA AT3G26650 -1.23 -0.30 -2.90 0.024147 0.111159 -3.78
260042_at hypothetical protein C-term similar to C- --- AT1G68820 1.47 0.56 2.89 0.024184 0.111309 -3.78
253097_at cytochrome P450-like protein CYP81D5 AT4G37320 1.88 0.91 2.89 0.024218 0.111442 -3.78
251507_at  putative protein CND41, chloroplast nuc--- AT3G59080 2.78 1.48 2.89 0.024229 0.111455 -3.78
244970_at ribosomal protein L20 --- --- -1.52 -0.61 -2.89 0.024231 0.111455 -3.78
267467_at putative C3HC4 zinc finger protein  ; supDRIP2 AT2G30580 1.27 0.35 2.89 0.024239 0.111470 -3.78
266867_at putative signal recognition particle recepCPFTSY AT2G45770 -1.27 -0.34 -2.89 0.024251 0.111501 -3.78
257222_at  DegP protease almost identical to DegPDEGP1 AT3G27925 -1.34 -0.42 -2.89 0.024268 0.111557 -3.78
245165_at unknown protein predicted by genscan --- AT2G33180 -1.68 -0.75 -2.89 0.024283 0.111605 -3.78
266563_at nodulin-like protein --- AT2G23990 1.25 0.32 2.89 0.024301 0.111610 -3.78
250066_at unknown protein --- AT5G17930 -1.46 -0.55 -2.89 0.024309 0.111610 -3.78
247524_at thioredoxin-like 3  ; supported by cDNA: ACHT5 AT5G61440 2.05 1.04 2.89 0.024303 0.111610 -3.78
266633_at putative DnaJ protein --- AT2G35540 -1.30 -0.38 -2.89 0.024306 0.111610 -3.78
264340_at unknown protein similar to hypothetical p--- AT1G70280 -1.31 -0.39 -2.89 0.02429 0.111610 -3.78



252326_at  putative protein ferripyochelin binding p GAMMA CAT3G48680 -1.28 -0.35 -2.89 0.024319 0.111635 -3.79
245166_at putative receptor-like protein kinase --- AT2G33170 1.29 0.36 2.89 0.024344 0.111728 -3.79
263172_at hypothetical protein predicted by genemCID3 AT1G54170 1.19 0.26 2.89 0.024361 0.111783 -3.79
246447_at  putative protein SART-1 protein - HomoDOT2 AT5G16780 -1.29 -0.37 -2.89 0.024392 0.111863 -3.79
267579_at metallothionein-like protein --- AT2G42000 -1.21 -0.27 -2.89 0.024396 0.111863 -3.79
266054_at hypothetical protein predicted by genefin--- AT2G40640 -1.34 -0.42 -2.89 0.024398 0.111863 -3.79
265632_at hypothetical protein predicted by gensca--- AT2G14290 3.67 1.88 2.89 0.024388 0.111863 -3.79
265342_at hypothetical protein predicted by gensca--- AT2G18300 -1.55 -0.63 -2.89 0.02442 0.111879 -3.79
252887_at  putative protein various predicted prote --- AT4G39240 -1.20 -0.26 -2.89 0.024414 0.111879 -3.79
251371_at  putative protein CGI-94 protein, Homo sEDA14 AT3G60360 -1.49 -0.58 -2.89 0.024409 0.111879 -3.79
254870_at  KI domain interacting kinase 1 -like prot--- AT4G11900 1.58 0.66 2.89 0.024421 0.111879 -3.79
263170_at putative peroxisome assembly factor-2 BPEX6 AT1G03000 -1.20 -0.26 -2.89 0.024451 0.111995 -3.79
261652_at  dimethyladenosine transferase, putativePFC1 AT1G01860 -1.29 -0.37 -2.89 0.024483 0.112119 -3.79
249914_at protease-like protein --- AT5G22850 1.35 0.43 2.89 0.024497 0.112159 -3.79
266938_at hypothetical protein predicted by genefinHPT1 AT2G18950 1.33 0.41 2.89 0.024505 0.112173 -3.79
262844_at unknown protein similar to pectinesteras--- AT1G14890 1.88 0.91 2.89 0.024521 0.112222 -3.79
245508_at hypothetical protein --- AT4G15720 -1.20 -0.27 -2.88 0.024546 0.112314 -3.79
261216_at  catechol O-methyltransferase, putative --- AT1G33030 2.11 1.08 2.88 0.024555 0.112333 -3.80
266288_s_aputative pumilio/Mpt5 family RNA-bindinAPUM1 AT2G29140 / -1.31 -0.39 -2.88 0.024576 0.112410 -3.80
252422_at  putative protein PIT1 - Arabidopsis thali --- AT3G47550 1.41 0.50 2.88 0.024585 0.112425 -3.80
253876_at COP1-interacting protein 7 (CIP7)  ; supCIP7 AT4G27430 -1.44 -0.53 -2.88 0.024606 0.112457 -3.80
266484_at putative putative sister-chromatide cohe SCC3 AT2G47980 -1.27 -0.35 -2.88 0.024626 0.112457 -3.80
246653_at  putative protein clathrin assembly prote --- AT5G35200 1.26 0.34 2.88 0.02461 0.112457 -3.80
266050_at putative SNF2/SWI2 family transcription --- AT2G40770 -1.22 -0.29 -2.88 0.024606 0.112457 -3.80
252832_at ubiquitin-specific protease 3 (UBP3) ide ATUBP3 AT4G39910 1.20 0.26 2.88 0.024615 0.112457 -3.80
248001_at calcineurin B-like protein 2 (gb|AAC2600CBL2 AT5G55990 -1.35 -0.43 -2.88 0.024623 0.112457 -3.80
249867_at 2-isopropylmalate synthase-like protein IMS2 AT5G23020 -3.11 -1.64 -2.88 0.024624 0.112457 -3.80
253947_at  putative protein hypothetical protein, Ar MAP65-2 AT4G26760 -1.30 -0.38 -2.88 0.024665 0.112611 -3.80
266229_at putative RING zinc finger ankyrin protein--- AT2G28840 -1.23 -0.30 -2.88 0.024706 0.112689 -3.80
246521_at  N2,N2-dimethylguanine tRNA methyltra--- AT5G15810 -1.35 -0.43 -2.88 0.024699 0.112689 -3.80
249769_at sigma-like factor (emb CAA77213.1) SIGE AT5G24120 -1.39 -0.48 -2.88 0.024707 0.112689 -3.80
248158_at unknown protein --- AT5G54440 -1.20 -0.27 -2.88 0.024705 0.112689 -3.80
263954_at unknown protein  ; supported by cDNA: --- AT2G35840 -1.33 -0.42 -2.88 0.024695 0.112689 -3.80
245038_at similar to latex allergen from Hevea brasPLA2A AT2G26560 2.16 1.11 2.88 0.024717 0.112692 -3.80
251421_at  enoyl-CoA-hydratase - like protein enoy--- AT3G60510 1.26 0.33 2.88 0.024716 0.112692 -3.80



258514_at unknown protein  ; supported by full-leng--- AT3G06610 -1.23 -0.29 -2.88 0.024724 0.112700 -3.80
258463_at putative protein kinase similar to Pto kin --- AT3G17410 1.32 0.40 2.88 0.024752 0.112804 -3.80
258780_at putative ubiquitin carboxyl-terminal hydr UBP13 AT3G11910 -1.20 -0.26 -2.88 0.024772 0.112853 -3.80
245943_at  putative protein permease family protein--- AT5G19500 -1.35 -0.44 -2.88 0.024772 0.112853 -3.80
250836_at  putative protein various predicted prote DME AT5G04560 1.21 0.27 2.88 0.024803 0.112962 -3.81
248790_at membrane channel protein-like; aquapo TIP2;3 AT5G47450 1.41 0.49 2.88 0.024806 0.112962 -3.81
261887_at  CCR4-associated factor, putative\0CCR--- AT1G80780 -1.21 -0.27 -2.88 0.02483 0.113047 -3.81
247438_at unknown protein  ; supported by cDNA: --- AT5G62460 1.50 0.59 2.88 0.024844 0.113091 -3.81
251143_at  putative protein SqdX protein, Synecho SQD2 AT5G01220 -1.57 -0.65 -2.87 0.024872 0.113196 -3.81
249385_at thioredoxin  ; supported by full-length cDATTRX2 AT5G39950 1.33 0.41 2.87 0.024887 0.113218 -3.81
263626_at transcription factor ZAP1 identical to GPZAP1 AT2G04880 -1.21 -0.28 -2.87 0.024887 0.113218 -3.81
261569_at  DNA-binding protein, putative similar to LHY AT1G01060 1.30 0.38 2.87 0.024901 0.113256 -3.81
254353_s_a putative protein probable membrane pro--- AT4G22285 / -1.38 -0.46 -2.87 0.024908 0.113270 -3.81
259860_at putative protein kinase similar to leucine--- AT1G80640 -1.39 -0.47 -2.87 0.024917 0.113285 -3.81
247768_at  I-box binding factor - like protein I-box b--- AT5G58900 -2.01 -1.00 -2.87 0.024944 0.113369 -3.81
254103_at putative protein  ;supported by full-length--- AT4G25030 1.80 0.85 2.87 0.024945 0.113369 -3.81
265909_at unknown protein  ;supported by full-leng--- AT2G25720 -1.28 -0.36 -2.87 0.024954 0.113387 -3.81
247335_at RNA helicase --- AT5G63630 -1.26 -0.34 -2.87 0.025014 0.113613 -3.81
252557_at  putative protein cim1 induced allergen, ATEXLA3 AT3G45960 1.24 0.31 2.87 0.025024 0.113613 -3.81
258557_at  hypothetical protein similar to receptor p--- AT3G05990 1.24 0.32 2.87 0.025017 0.113613 -3.81
253429_at  putative protein CDC28/cdc2-like kinase--- AT4G32420 -1.25 -0.32 -2.87 0.025024 0.113613 -3.81
251154_at  tRNA isopentenyl transferase -like proteATIPT3 AT3G63110 -1.83 -0.87 -2.87 0.02505 0.113709 -3.82
267446_s_aputative tyrosyl-tRNA synthetase --- AT1G28350 / -1.23 -0.29 -2.87 0.025068 0.113733 -3.82
245704_at glycine-rich protein KTF1 AT5G04290 -1.21 -0.28 -2.87 0.025085 0.113733 -3.82
248997_at beta-amylase-like BMY2 AT5G45300 -1.40 -0.48 -2.87 0.025084 0.113733 -3.82
253080_at hypothatical protein --- --- -1.24 -0.31 -2.87 0.025079 0.113733 -3.82
265229_s_ahypothetical protein --- AT2G07701 -1.23 -0.30 -2.87 0.025072 0.113733 -3.82
259320_at putative DNA-binding protein similar to NWRKY58 AT3G01080 1.96 0.97 2.87 0.025074 0.113733 -3.82
250960_at putative protein --- AT5G02940 -1.54 -0.62 -2.87 0.025093 0.113734 -3.82
265499_at putative glucosyltransferase UGT73B5 AT2G15480 2.38 1.25 2.87 0.0251 0.113734 -3.82
254150_at  putative protein storage protein - Populu--- AT4G24350 -3.30 -1.72 -2.87 0.025096 0.113734 -3.82
256069_at hypothetical protein predicted by genscaAFP2 AT1G13740 1.53 0.62 2.87 0.025123 0.113816 -3.82
259965_at  transcriptional regulator, putative found MSRB1 AT1G53670 -1.33 -0.41 -2.87 0.025139 0.113843 -3.82
250185_at  putative protein esterase HDE, PetroleuAtCXE16 AT5G14310 1.31 0.39 2.87 0.025139 0.113843 -3.82
259404_at type 2A protein serine/threonine phosphATB BETAAT1G17720 1.19 0.25 2.87 0.025159 0.113888 -3.82



265219_at unknown protein  ; supported by full-leng--- AT2G02050 1.32 0.41 2.87 0.025159 0.113888 -3.82
AFFX-ThrX- B. subtilis /GEN=thrC /DB_XREF=gb:X0--- --- -1.57 -0.65 -2.87 0.025167 0.113902 -3.82
247191_at homeobox-leucine zipper protein ATHB-ATHB5 AT5G65310 -1.49 -0.57 -2.87 0.025194 0.113998 -3.82
265869_at putative two-component response regulaARR14 AT2G01760 -1.35 -0.43 -2.87 0.025213 0.114064 -3.82
263922_s_aputative pyruvate kinase  ;supported by --- AT2G36580 / 1.22 0.29 2.86 0.025224 0.114089 -3.82
257031_at  fucosyltransferase, putative similar to F FUT11 AT3G19280 -1.27 -0.34 -2.86 0.025241 0.114144 -3.82
248985_at GTP-binding protein-like; root hair defec--- AT5G45160 -1.22 -0.29 -2.86 0.025255 0.114188 -3.82
263911_at hypothetical protein predicted by genefin--- AT2G36560 -1.22 -0.29 -2.86 0.025293 0.114302 -3.83
253751_at hypothetical protein ;supported by full-le --- AT4G29070 -1.56 -0.64 -2.86 0.025287 0.114302 -3.83
252982_at Histone deacetylase  ; supported by cDNHD1 AT4G38130 -1.26 -0.33 -2.86 0.025296 0.114302 -3.83
257795_at hypothetical protein predicted by gensca--- AT3G15910 1.34 0.42 2.86 0.025305 0.114322 -3.83
260867_at hypothetical protein predicted by genemTED6 AT1G43790 2.14 1.10 2.86 0.025323 0.114378 -3.83
252086_at hypothetical protein --- AT3G52030 -1.26 -0.34 -2.86 0.025331 0.114393 -3.83
249436_at  putative protein crp1 protein - Zea mays--- AT5G39980 -1.43 -0.52 -2.86 0.025353 0.114470 -3.83
249258_at putative protein similar to unknown prote--- AT5G41650 -1.21 -0.28 -2.86 0.025378 0.114559 -3.83
255630_at putative phosphoribosylanthranilate tran--- AT4G00700 6.33 2.66 2.86 0.025388 0.114584 -3.83
245338_at Expressed protein ; supported by full-len--- AT4G16442 -1.36 -0.45 -2.86 0.025396 0.114596 -3.83
251116_at  serin carboxypeptidase - like protein ca scpl40 AT3G63470 1.32 0.40 2.86 0.025405 0.114612 -3.83
245000_at hypothetical protein --- --- -1.25 -0.33 -2.86 0.02542 0.114660 -3.83
254662_at  putative protein phospho-N-acetylmuramTRANS11 AT4G18270 -1.43 -0.51 -2.86 0.025433 0.114693 -3.83
247912_at putative protein contains similarity to AA--- AT5G57480 1.63 0.70 2.86 0.02544 0.114704 -3.83
257652_at unknown protein contains Pfam profile:PAPUM24 AT3G16810 -1.55 -0.63 -2.86 0.025446 0.114707 -3.83
245476_at hypothetical protein --- AT4G16090 1.27 0.34 2.86 0.025451 0.114707 -3.83
AFFX-ThrX- B. subtilis /GEN=thrC, thrB /DB_XREF= --- --- -1.67 -0.74 -2.86 0.025466 0.114754 -3.83
264761_at hypothetical protein predicted by genem--- AT1G61280 -1.23 -0.30 -2.86 0.025474 0.114765 -3.83
262441_at hypothetical protein similar to hypotheticOSB1 AT1G47720 -1.30 -0.38 -2.86 0.025525 0.114952 -3.84
247655_at zinc finger protein Zat12  ;supported by RHL41 AT5G59820 2.47 1.30 2.86 0.025523 0.114952 -3.84
259385_at hypothetical protein predicted by gensca--- AT1G13470 5.10 2.35 2.86 0.025534 0.114964 -3.84
249889_at putative protein strong similarity to unkn --- AT5G22540 2.04 1.03 2.86 0.025538 0.114964 -3.84
262561_at  late embryogenesis abundant protein (E--- AT1G34340 -1.26 -0.33 -2.86 0.025565 0.115063 -3.84
261808_at  DNA damage repair protein, putative simDRT111 AT1G30480 -1.23 -0.30 -2.85 0.025584 0.115124 -3.84
265088_at hypothetical protein similar to DNA HelicSWI2 AT1G03750 -1.20 -0.26 -2.85 0.025649 0.115348 -3.84
265153_at  unusual floral organ (UFO), AtFBX1 almUFO AT1G30950 -1.28 -0.36 -2.85 0.025647 0.115348 -3.84
264752_at  unknown protein similar to Bacillus sporLPR1 AT1G23010 1.21 0.27 2.85 0.025643 0.115348 -3.84
258939_at  unknown protein predicted by genefinde--- AT3G10020 1.59 0.67 2.85 0.025661 0.115379 -3.84



266185_at unknown protein --- AT2G38950 -1.23 -0.30 -2.85 0.025679 0.115440 -3.84
254575_at  putative protein various predicted prote --- AT4G19460 1.78 0.83 2.85 0.02569 0.115465 -3.84
245582_at hypothetical protein LOI1 AT4G14850 -1.38 -0.46 -2.85 0.025742 0.115654 -3.84
262308_at unknown protein --- AT1G71010 1.30 0.38 2.85 0.025742 0.115654 -3.84
253336_at  putative protein Caenorhabditis elegansEIF3K AT4G33250 -1.28 -0.35 -2.85 0.025754 0.115685 -3.84
253996_at nucleosome assembly protein I-like prot NAP1;1 AT4G26110 -1.29 -0.37 -2.85 0.025771 0.115692 -3.85
259363_at  methionine aminopeptidase I (MAP1), pMAP1C AT1G13270 -1.27 -0.35 -2.85 0.025768 0.115692 -3.84
253997_at disease resistance protein RPS2  ; suppRPS2 AT4G26090 2.03 1.02 2.85 0.025767 0.115692 -3.84
260784_at MYB-related protein identical to  GB:CAAATMYB13 AT1G06180 1.60 0.68 2.85 0.025814 0.115795 -3.85
266614_at unknown protein --- AT2G14910 -1.28 -0.36 -2.85 0.025809 0.115795 -3.85
264862_at hypothetical protein predicted by gensca--- AT1G24330 -1.41 -0.50 -2.85 0.025809 0.115795 -3.85
246209_at BEL1-like homeobox 2 protein (BLH2) ; BLH2 AT4G36870 -1.46 -0.55 -2.85 0.02581 0.115795 -3.85
252948_at  putative protein NLS receptor - Oryza s KAK AT4G38600 1.28 0.35 2.85 0.025827 0.115831 -3.85
264675_at  putative phosphoribosylglycinamide syn--- AT1G09830 -1.24 -0.31 -2.85 0.025852 0.115910 -3.85
247428_at unknown protein --- AT5G62600 -1.21 -0.27 -2.85 0.025855 0.115910 -3.85
254487_at  calcium-binding protein - like calcium-bi --- AT4G20780 2.38 1.25 2.85 0.025865 0.115933 -3.85
260250_at putative phosphoribosylformylglycinamidPUR4 AT1G74260 -1.32 -0.40 -2.85 0.025874 0.115952 -3.85
263443_at putative fatty acid elongase  ;supported KCS12 AT2G28630 2.43 1.28 2.85 0.025903 0.116057 -3.85
248132_at SGP1 monomeric G-protein (emb|CAB5SGP1 AT5G54840 1.42 0.50 2.84 0.025944 0.116081 -3.85
247926_at protein carboxyl methylase-like --- AT5G57280 -1.62 -0.70 -2.84 0.025937 0.116081 -3.85
246536_at  putative protein KIAA0594 - Homo sapie--- AT5G15920 -1.74 -0.80 -2.84 0.025936 0.116081 -3.85
258637_at putative RHO GDP-dissociation inhibitor--- AT3G07880 -1.32 -0.40 -2.84 0.025941 0.116081 -3.85
258645_s_a exopolygalacturonase identical to exopo--- AT3G07850 / 1.26 0.33 2.85 0.02592 0.116081 -3.85
264970_at  glyoxalase I, putative similar to glyoxala--- AT1G67280 -1.23 -0.30 -2.84 0.025949 0.116081 -3.85
245623_s_ahypothetical protein --- AT4G14096 / -1.24 -0.30 -2.84 0.025936 0.116081 -3.85
262907_at hypothetical protein predicted by genemCRR28 AT1G59720 -1.27 -0.34 -2.84 0.025937 0.116081 -3.85
249929_at unknown protein --- AT5G22340 -1.32 -0.40 -2.84 0.025961 0.116096 -3.85
246053_at  putative protein farnesyl cysteine carbo --- AT5G08340 -1.34 -0.43 -2.84 0.025963 0.116096 -3.85
252358_at  putative protein cfxY protein, Alcaligene--- AT3G48425 -1.23 -0.30 -2.84 0.026011 0.116254 -3.85
246962_s_a transcription factor-like protein light-induBZIP9 AT5G24800 1.51 0.59 2.84 0.026005 0.116254 -3.85
261176_at hypothetical protein predicted by genem--- AT1G04780 1.22 0.29 2.84 0.026013 0.116254 -3.85
259226_at  unknown protein similar to hypothetical --- AT3G07700 1.34 0.42 2.84 0.026049 0.116393 -3.86
248177_at putative protein strong similarity to unkn --- AT5G54630 -1.23 -0.30 -2.84 0.026056 0.116401 -3.86
248585_at unknown protein --- AT5G49640 -1.25 -0.33 -2.84 0.026088 0.116522 -3.86
262899_at  ABC transporter, putative similar to ABCPEN3 AT1G59870 1.28 0.35 2.84 0.026136 0.116712 -3.86



247495_at  putative protein predicted protein, Arabi IPK2BETAAT5G61760 -1.31 -0.39 -2.84 0.026185 0.116887 -3.86
250105_at putative protein contains similarity to DNRAD4 AT5G16630 -1.53 -0.61 -2.84 0.026185 0.116887 -3.86
261254_at Expressed protein ; supported by full-len--- AT1G05805 -1.27 -0.35 -2.84 0.026205 0.116950 -3.86
261682_at unknown protein similar to hypothetical p--- AT1G47330 -1.31 -0.38 -2.84 0.02623 0.117039 -3.86
262607_at unknown protein ;supported by full-lengt --- AT1G13990 1.33 0.41 2.84 0.026243 0.117074 -3.86
267355_at putative LIM-domain protein --- AT2G39900 -1.37 -0.45 -2.84 0.026254 0.117100 -3.86
246561_at  putative protein hypothetical protein F14--- AT5G15570 -1.26 -0.33 -2.84 0.026292 0.117246 -3.87
248533_at putative protein contains similarity to unk--- AT5G50020 -1.38 -0.46 -2.83 0.026305 0.117285 -3.87
247540_at  ethylene responsive element binding fa --- AT5G61590 -1.69 -0.76 -2.83 0.026323 0.117315 -3.87
248044_at putative protein similar to unknown prote--- AT5G56020 -1.25 -0.32 -2.83 0.02632 0.117315 -3.87
249841_at unknown protein --- AT5G23520 1.25 0.33 2.83 0.026351 0.117419 -3.87
257536_at unknown protein --- AT3G02800 3.07 1.62 2.83 0.026379 0.117452 -3.87
256650_at hypothetical protein contains similarity to--- AT3G13620 -1.29 -0.36 -2.83 0.026378 0.117452 -3.87
247938_at putative protein similar to unknown prote--- AT5G57140 / -1.23 -0.30 -2.83 0.026376 0.117452 -3.87
257139_at  disease resistance protein, putative simAtRLP43 AT3G28890 1.40 0.49 2.83 0.026364 0.117452 -3.87
251445_at  putative protein hypothetical protein F6E--- AT3G59870 -1.21 -0.27 -2.83 0.02639 0.117468 -3.87
252806_at putative protein --- AT3G42390 1.25 0.32 2.83 0.026393 0.117468 -3.87
258876_at putative ADP-ribosylation factor similar tATARFB1CAT3G03120 -1.21 -0.28 -2.83 0.026412 0.117532 -3.87
252712_at  glutathione transferase-like protein glutaATGSTU2 AT3G43800 -1.50 -0.58 -2.83 0.026423 0.117556 -3.87
259922_at  protein phosphatase 2C (AtP2C-HA) ideHAB1 AT1G72770 1.42 0.50 2.83 0.026431 0.117569 -3.87
251066_at  putative protein RING-H2 finger protein --- AT5G01880 -1.45 -0.54 -2.83 0.026453 0.117643 -3.87
248950_at ATP-dependent Clp protease proteolyticCLPP4 AT5G45390 -1.30 -0.38 -2.83 0.02647 0.117694 -3.87
255651_at putative protein --- AT4G00940 -1.26 -0.34 -2.83 0.026486 0.117714 -3.87
266158_at putative ABC transporter --- AT2G28070 -1.37 -0.46 -2.83 0.026489 0.117714 -3.87
254700_at hypothetical protein --- AT4G18000 1.28 0.35 2.83 0.026485 0.117714 -3.87
258764_at putative pectinesterase contains similari --- AT3G10720 1.65 0.72 2.83 0.026498 0.117727 -3.87
262046_at hypothetical protein predicted by genemOFP14 AT1G79960 1.33 0.41 2.83 0.026512 0.117746 -3.87
258350_at unknown protein similar to serine/threonCIPK1 AT3G17510 1.62 0.70 2.83 0.026509 0.117746 -3.87
258050_at unknown protein --- AT3G16200 -1.31 -0.39 -2.83 0.026525 0.117779 -3.87
259057_at unknown protein  ; supported by cDNA: --- AT3G03310 1.35 0.43 2.83 0.026537 0.117788 -3.88
263719_at hypothetical protein predicted by gensca--- AT2G13600 -1.22 -0.28 -2.83 0.026535 0.117788 -3.88
259763_at unknown protein similar to GB:AAB8167--- AT1G77630 -1.42 -0.50 -2.83 0.026545 0.117800 -3.88
245147_at putative RAD51C-like DNA repair protei ATRAD51CAT2G45280 -1.55 -0.63 -2.83 0.026605 0.117884 -3.88
252318_at glutamate-1-semialdehyde aminotransfeGSA2 AT3G48730 -1.43 -0.52 -2.83 0.026591 0.117884 -3.88
250854_at  aspartyl aminopeptidase -like protein as--- AT5G04710 -1.32 -0.40 -2.83 0.026603 0.117884 -3.88



247238_at histone acetyltransferase HAM1 AT5G64610 -1.21 -0.27 -2.83 0.0266 0.117884 -3.88
263426_at putative glutathione peroxidase  ;supporATGPX2 AT2G31570 1.41 0.50 2.83 0.026579 0.117884 -3.88
249519_at putative protein similar to unknown proteAPE1 AT5G38660 -1.34 -0.42 -2.83 0.026594 0.117884 -3.88
258954_at unknown protein contains Pfam profile: P--- AT3G01400 -1.19 -0.25 -2.83 0.026604 0.117884 -3.88
256837_at hypothetical protein similar to DNA-direcNRPD7 AT3G22900 -1.48 -0.57 -2.83 0.026578 0.117884 -3.88
262701_at hypothetical protein predicted by gensca--- AT1G16480 -1.30 -0.38 -2.83 0.026621 0.117908 -3.88
260096_at hypothetical protein predicted by genefin--- AT1G73240 -1.31 -0.39 -2.83 0.026617 0.117908 -3.88
254073_at  splicing factor At-SRp40 contains EST gRSP35 AT4G25500 -1.27 -0.35 -2.83 0.026649 0.117984 -3.88
254218_at  putative receptor kinase receptor-like pr--- AT4G23740 -1.27 -0.34 -2.83 0.026654 0.117984 -3.88
253628_at  xyloglucan endo-1,4-beta-D-glucanase-XTH18 AT4G30280 4.97 2.31 2.83 0.026659 0.117984 -3.88
259083_at putative kinase similar to NIMA-related kATNEK2 AT3G04810 -1.24 -0.31 -2.83 0.026659 0.117984 -3.88
253271_s_a SKP1/ASK1 (At11), putative similar to SASK12 AT4G34210 / 1.32 0.40 2.83 0.026669 0.118006 -3.88
253893_at  putative protein hypothetical protein, Sy--- AT4G27390 -1.37 -0.45 -2.82 0.026683 0.118045 -3.88
263344_at unknown protein  ;supported by full-leng--- AT2G04940 -1.34 -0.42 -2.82 0.026697 0.118085 -3.88
249144_at squamosa promoter binding protein-like SPL2 AT5G43270 -1.27 -0.34 -2.82 0.026715 0.118128 -3.88
262221_at hypothetical protein predicted by genemARC3 AT1G75010 -1.34 -0.43 -2.82 0.026717 0.118128 -3.88
249778_at Expressed protein ; supported by full-len--- AT5G24165 -1.23 -0.30 -2.82 0.026758 0.118287 -3.88
252036_at putative protein  ;supported by full-length--- AT3G52070 -1.34 -0.42 -2.82 0.02684 0.118626 -3.89
247529_at monosaccharide transporter STP3 --- AT5G61520 -1.25 -0.33 -2.82 0.026874 0.118753 -3.89
253203_at arginine decarboxylase SPE2  ; supporteADC2 AT4G34710 1.89 0.92 2.82 0.026915 0.118910 -3.89
261942_at unknown protein similar to putative DNAAGL87 AT1G22590 -1.55 -0.63 -2.82 0.02697 0.119132 -3.89
258528_at unknown protein contains Pfam profile:P--- AT3G06770 -1.71 -0.78 -2.82 0.027028 0.119293 -3.89
247175_at G protein-coupled receptor-like protein  GCL1 AT5G65280 -1.86 -0.90 -2.82 0.027024 0.119293 -3.89
256446_at  RING zinc finger protein contains Pfam --- AT3G11110 -1.49 -0.57 -2.82 0.027032 0.119293 -3.89
258728_at unknown protein  ; supported by cDNA: --- AT3G11800 1.22 0.29 2.82 0.027013 0.119293 -3.89
256121_at  MAP kinase, putative similar to MAP3K --- AT1G18160 -1.26 -0.33 -2.82 0.027036 0.119293 -3.89
259805_at  disease resistance protein, putative simAtRLP7 AT1G47890 1.38 0.46 2.82 0.027038 0.119293 -3.89
254526_at  putative protein cyclin C homolog 1, Sc CYCT1;4 AT4G19600 -1.23 -0.30 -2.81 0.027065 0.119388 -3.90
264329_at  unknown protein Contains similarity to n--- AT1G04140 -1.22 -0.29 -2.81 0.027101 0.119523 -3.90
265620_at unknown protein --- AT2G27310 2.03 1.02 2.81 0.027131 0.119609 -3.90
255341_at putative receptor-like protein kinase --- AT4G04500 3.83 1.94 2.81 0.027127 0.119609 -3.90
249784_at putative protein similar to unknown prote--- AT5G24280 -1.38 -0.47 -2.81 0.027139 0.119623 -3.90
262374_s_a flax rust resistance protein, putative simTIR AT1G72910 / 2.24 1.17 2.81 0.027157 0.119679 -3.90
256799_at unknown protein  ; supported by cDNA: --- AT3G18560 1.73 0.79 2.81 0.027174 0.119704 -3.90
260670_at Expressed protein ; supported by full-lenNFD5 AT1G19520 -1.42 -0.51 -2.81 0.02717 0.119704 -3.90



260329_at putative cyclin similar to cyclin GB:S530 CYCA2;4 AT1G80370 1.29 0.37 2.81 0.027203 0.119812 -3.90
256772_at  galactosidase, putative similar to BETA BGAL1 AT3G13750 2.16 1.11 2.81 0.027223 0.119865 -3.90
AFFX-r2-Bs-B. subtilis /GEN=pheA /DB_XREF=gb:M--- --- -1.63 -0.71 -2.81 0.027226 0.119865 -3.90
246522_at  bZIP DNA-binding protein-like putative AtbZIP3 AT5G15830 -1.80 -0.85 -2.81 0.027243 0.119902 -3.90
260027_at unknown protein CPuORF34AT1G29950 / -1.36 -0.45 -2.81 0.027245 0.119902 -3.90
245632_at unknown protein contains similarity to mATRBL10 AT1G25290 -1.26 -0.33 -2.81 0.027252 0.119910 -3.90
266653_at hypothetical protein predicted by gensca--- AT2G25740 -1.28 -0.35 -2.81 0.02728 0.119988 -3.90
260379_at putative glucosyltransferase similar to glUGT89B1 AT1G73880 / 1.36 0.44 2.81 0.027291 0.119988 -3.90
265864_at putative myosin heavy chain-like proteinATMAP70-AT2G01750 -1.37 -0.46 -2.81 0.027296 0.119988 -3.90
260384_at putative 2-isopropylmalate synthase simIMS1 AT1G74040 -1.25 -0.32 -2.81 0.027296 0.119988 -3.90
256769_at  protein kinase, putative similar to protei --- AT3G13690 -1.51 -0.60 -2.81 0.027292 0.119988 -3.90
247776_at  phosphoinositide-specific phospholipas PLC4 AT5G58700 1.33 0.41 2.81 0.027306 0.120011 -3.90
249809_at unknown protein --- AT5G23910 1.21 0.27 2.81 0.027323 0.120062 -3.91
259747_at putative dehydrogenase similar to D-thre--- AT1G71170 1.29 0.37 2.81 0.027333 0.120084 -3.91
246415_at  putative protein (fragment) predicted pro--- AT5G17160 1.42 0.51 2.81 0.02735 0.120134 -3.91
263101_s_ahypothetical protein predicted by gensca--- AT2G05230 / -1.24 -0.31 -2.81 0.02736 0.120154 -3.91
263179_at unknown protein similar to unknown pro --- AT1G05710 1.53 0.61 2.81 0.027381 0.120223 -3.91
249874_at putative protein contains similarity to thy--- AT5G23070 -1.49 -0.58 -2.81 0.027424 0.120391 -3.91
260585_at unknown protein EMB2777 AT2G43650 -1.60 -0.68 -2.80 0.027432 0.120402 -3.91
247932_at putative protein similar to unknown prote--- AT5G56920 1.20 0.27 2.80 0.027459 0.120433 -3.91
265967_at nodulin-like protein  ; supported by cDNA--- AT2G37450 -1.37 -0.45 -2.80 0.027461 0.120433 -3.91
263247_at unknown protein --- AT2G31440 -1.21 -0.27 -2.80 0.027458 0.120433 -3.91
253663_at putative villin VLN4 AT4G30160 1.27 0.34 2.80 0.027451 0.120433 -3.91
249577_at  calmodulin-binding heat-shock protein - --- AT5G37710 1.42 0.50 2.80 0.02748 0.120474 -3.91
254746_at  putative protein hypothetical protein - A --- AT4G12980 -1.54 -0.63 -2.80 0.027478 0.120474 -3.91
246011_at  putative protein auxin-induced basic he --- AT5G08330 -1.59 -0.67 -2.80 0.027509 0.120569 -3.91
265195_at hypothetical protein --- AT2G36730 -1.21 -0.28 -2.80 0.027518 0.120569 -3.91
265855_at unknown protein  ;supported by full-leng--- AT2G42390 -1.22 -0.29 -2.80 0.027514 0.120569 -3.91
253808_at  predicted proline-rich protein hydroxypr --- AT4G28300 1.33 0.41 2.80 0.027526 0.120580 -3.91
258466_at  hypothetical protein contains similarity t --- AT3G06040 -1.30 -0.38 -2.80 0.02757 0.120729 -3.91
249055_at calmodulin-like protein --- AT5G44460 1.20 0.26 2.80 0.02757 0.120729 -3.91
258992_at unknown protein similar to unknown pro --- AT3G08930 1.19 0.25 2.80 0.027585 0.120748 -3.92
259219_at hypothetical protein predicted by gensca--- AT3G03560 1.41 0.50 2.80 0.027581 0.120748 -3.92
262084_at hypothetical protein predicted by genem--- AT1G56080 1.29 0.36 2.80 0.027593 0.120760 -3.92
250197_at  isocitrate dehydrogenase - like protein i --- AT5G14590 -1.22 -0.28 -2.80 0.027606 0.120791 -3.92



261346_at putative aspartyl protease contains Pfam--- AT1G79720 -1.27 -0.34 -2.80 0.027644 0.120913 -3.92
248461_s_afumarate hydratase  ; supported by cDNFUM1 AT2G47510 / -1.30 -0.37 -2.80 0.027644 0.120913 -3.92
247518_at  putative protein many predicted proteins--- AT5G61800 -1.28 -0.36 -2.80 0.027652 0.120925 -3.92
251537_at putative protein several hypothetical pro --- AT3G58470 -1.50 -0.58 -2.80 0.02769 0.121068 -3.92
250398_at  putative protein predicted proteins, Arab--- AT5G11000 1.56 0.64 2.80 0.027725 0.121195 -3.92
260486_at F-box protein ZEITLUPE/FKF/LKP/ADA --- AT1G51550 -1.26 -0.33 -2.80 0.027761 0.121331 -3.92
255176_s_a putative DNA-directed RNA polymerase--- AT1G01210 / -1.24 -0.31 -2.80 0.027768 0.121336 -3.92
254977_s_asubtilisin-like serine protease contains s --- AT4G10520 / 1.19 0.25 2.80 0.027774 0.121336 -3.92
267103_at putative UDP-N-acetylglucosamine--doliGPT AT2G41490 1.25 0.32 2.80 0.027778 0.121336 -3.92
265682_at similar to avrRpt2-induced protein 2 --- AT2G24390 -1.36 -0.44 -2.80 0.027787 0.121352 -3.92
267340_at unknown protein ACD11 AT2G34690 -1.23 -0.29 -2.80 0.027802 0.121395 -3.92
265387_at unknown protein  ;supported by full-leng--- AT2G20670 1.83 0.87 2.79 0.027859 0.121595 -3.93
264224_at hypothetical protein predicted by genememb1688 AT1G67440 -1.28 -0.35 -2.79 0.027857 0.121595 -3.93
255291_at putative calcium dependent protein kina CPK27 AT4G04700 1.28 0.36 2.79 0.027911 0.121799 -3.93
256909_at hypothetical protein predicted by genem--- AT3G24060 1.30 0.38 2.79 0.02794 0.121905 -3.93
259079_at unknown protein --- AT3G04950 -1.35 -0.44 -2.79 0.027982 0.122041 -3.93
257745_at unknown protein  ;supported by full-leng--- AT3G29240 1.89 0.92 2.79 0.027978 0.122041 -3.93
261675_at hypothetical protein predicted by genem--- AT1G18290 1.25 0.32 2.79 0.028003 0.122106 -3.93
248531_at putative protein contains similarity to alp--- AT5G49950 1.26 0.33 2.79 0.028027 0.122190 -3.93
254970_at  chlorophyll a/b-binding protein - like chloLHCB5 AT4G10340 -1.24 -0.31 -2.79 0.028042 0.122232 -3.93
264466_at Expressed protein ; supported by full-len--- AT1G10380 -1.61 -0.68 -2.79 0.028048 0.122234 -3.93
267504_at unknown protein  ;supported by full-leng--- AT2G45530 -1.31 -0.39 -2.79 0.028063 0.122275 -3.93
264924_at RNA polymerase subunit identical to RNATRPAC4 AT1G60620 -1.22 -0.29 -2.79 0.028094 0.122377 -3.93
251798_at  putative RNA binding protein Serine/argSCL30 AT3G55460 -1.24 -0.31 -2.79 0.028097 0.122377 -3.93
255859_at  putative protein embryonic abundant pr --- AT5G34930 1.42 0.51 2.79 0.028111 0.122416 -3.93
262766_at hypothetical protein predicted by gensca--- AT1G13160 -1.49 -0.57 -2.79 0.028156 0.122515 -3.94
245694_at EF - hand Calcium binding protein - like --- AT5G04170 1.23 0.29 2.79 0.028144 0.122515 -3.94
262502_at unknown protein similar to hypothetical pPTAC6 AT1G21600 -1.25 -0.32 -2.79 0.028158 0.122515 -3.94
255881_at  phosphomannose isomerase, putative sDIN9 AT1G67070 1.99 0.99 2.79 0.02816 0.122515 -3.94
259126_at putative NADPH-ferrihemoprotein reduc --- AT3G02280 -1.21 -0.28 -2.79 0.028161 0.122515 -3.94
260323_at putative U3 small nucleolar ribonucleoprIMP4 AT1G63780 -1.55 -0.63 -2.78 0.028213 0.122708 -3.94
250290_at putative protein  ;supported by full-length--- AT5G13310 -1.22 -0.29 -2.78 0.028216 0.122708 -3.94
248357_at putative protein similar to unknown prote--- AT5G52380 -1.56 -0.64 -2.78 0.028248 0.122776 -3.94
266742_at predicted by genefinder and genscan --- AT2G03050 -1.24 -0.31 -2.78 0.028247 0.122776 -3.94
AFFX-r2-Bs-B. subtilis /GEN=lys /DB_XREF=gb:X17--- --- -1.75 -0.80 -2.78 0.028239 0.122776 -3.94



259361_at  glyceraldehyde-3-phosphate dehydrogeGAPC2 AT1G13440 -1.28 -0.35 -2.78 0.02826 0.122805 -3.94
245383_at SUPERMAN like protein --- AT4G17810 -1.50 -0.59 -2.78 0.028266 0.122811 -3.94
258662_at unknown protein --- AT3G02900 1.61 0.68 2.78 0.028278 0.122838 -3.94
254759_at  short-chain alcohol dehydrogenase like --- AT4G13180 1.41 0.49 2.78 0.028299 0.122896 -3.94
258416_at  hypothetical protein predicted by genefi --- AT3G17310 -1.26 -0.33 -2.78 0.028302 0.122896 -3.94
265657_at unknown protein  ; supported by cDNA: --- AT2G13840 -1.27 -0.35 -2.78 0.028328 0.122972 -3.94
255797_at putative steroid dehydrogenase  ; suppo--- AT2G33630 1.40 0.48 2.78 0.02833 0.122972 -3.94
254549_at putative protein various predicted protein--- AT4G19880 1.37 0.46 2.78 0.028346 0.122982 -3.94
265818_at putative peptidyl-prolyl cis-trans isomeraPIN1AT AT2G18040 -1.23 -0.30 -2.78 0.028349 0.122982 -3.94
254552_at putative protein several hypothetical pro --- AT4G19900 -1.24 -0.31 -2.78 0.028345 0.122982 -3.94
258860_at putative potassium transporter similar toKUP3 AT3G02050 -1.46 -0.55 -2.78 0.028367 0.123015 -3.94
259429_at  cytochrome P450, putative similar to cy CYP86A4 AT1G01600 2.36 1.24 2.78 0.028365 0.123015 -3.94
267179_at putative ADP ribosylation factor 1 GTPa AGD7 AT2G37550 1.38 0.47 2.78 0.028444 0.123325 -3.95
261301_at hypothetical protein predicted by genem--- AT1G48570 -1.69 -0.76 -2.78 0.028463 0.123383 -3.95
248282_at unknown protein  ;supported by full-leng--- AT5G52900 -2.12 -1.09 -2.78 0.028473 0.123403 -3.95
265887_at biotin holocarboxylase synthetase identi HCS1 AT2G25710 -1.31 -0.39 -2.78 0.028481 0.123415 -3.95
255656_at  putative protein (fragment) DNA-binding--- AT4G00990 -1.28 -0.36 -2.78 0.0285 0.123461 -3.95
263428_at ubiquitin-specific protease 4 (UBP4) ide ATUBP4 AT2G22310 -1.27 -0.35 -2.78 0.028503 0.123461 -3.95
250762_at putative protein similar to unknown prote--- AT5G05990 -1.63 -0.70 -2.78 0.028513 0.123483 -3.95
256589_at  cytochrome P450, putative contains PfaCYP81D1 AT3G28740 3.10 1.63 2.78 0.02854 0.123495 -3.95
254208_at Expressed protein ; supported by full-len--- AT4G24175 -1.28 -0.36 -2.78 0.028529 0.123495 -3.95
265432_at hypothetical protein predicted by grail --- AT2G20650 1.29 0.37 2.78 0.028529 0.123495 -3.95
250452_at  putative protein KIAA1038 protein, Hom--- AT5G10630 -1.28 -0.35 -2.78 0.028543 0.123495 -3.95
265918_at putative fatty acid elongase KCS8 AT2G15090 -2.37 -1.25 -2.78 0.028537 0.123495 -3.95
260663_at hypothetical protein predicted by genscaNFD5 AT1G19520 -1.44 -0.53 -2.78 0.028557 0.123507 -3.95
257422_at hypothetical protein Contains similarity t --- AT1G11940 1.22 0.29 2.78 0.028554 0.123507 -3.95
249568_at  glucosyltransferase-like protein UDP-gl --- AT5G38040 -1.30 -0.37 -2.78 0.028598 0.123662 -3.95
264037_at putative steroid sulfotransferase  ;suppo--- AT2G03750 -1.31 -0.39 -2.77 0.028626 0.123702 -3.95
260430_at putative zinc finger protein similar to CC --- AT1G68200 1.21 0.27 2.77 0.028624 0.123702 -3.95
247283_at 2-nitropropane dioxygenase-like protein --- AT5G64250 1.27 0.35 2.77 0.028629 0.123702 -3.95
255236_at  score=11.7, E=0.66,N=1   ATEHD2 AT4G05520 -1.45 -0.53 -2.78 0.028613 0.123702 -3.95
251770_at  leucoanthocyanidin dioxygenase -like p --- AT3G55970 2.87 1.52 2.77 0.028686 0.123927 -3.96
250330_at putative protein --- AT5G11810 -1.28 -0.35 -2.77 0.028694 0.123938 -3.96
255723_at hypothetical protein AFP3 AT3G29575 1.72 0.78 2.77 0.028716 0.124008 -3.96
245861_at  GTL1 - like protein GTL1, Arabidopsis t --- AT5G28300 -1.60 -0.68 -2.77 0.028732 0.124010 -3.96



256186_at 4-coumarate:CoA ligase 1 identical to 4-4CL1 AT1G51680 1.75 0.81 2.77 0.028736 0.124010 -3.96
245438_at growth regulator like protein --- AT4G16650 -1.24 -0.31 -2.77 0.028734 0.124010 -3.96
247008_at ADP-ribosylation factor-like protein  ;supATARLA1DAT5G67560 -1.23 -0.30 -2.77 0.028744 0.124010 -3.96
AFFX-r2-Bs-B. subtilis /GEN=lys /DB_XREF=gb:X17--- --- -1.49 -0.58 -2.77 0.028743 0.124010 -3.96
267556_at putative beta-galactosidase  ; supportedBGAL9 AT2G32810 -1.29 -0.37 -2.77 0.028749 0.124010 -3.96
245351_at casein kinase II beta chain CKB2 ;suppoCKB2 AT4G17640 -1.26 -0.33 -2.77 0.028757 0.124019 -3.96
261133_at  DYW7 protein identical to DYW7 protein--- AT1G19715 -1.42 -0.50 -2.77 0.028767 0.124034 -3.96
259357_at unknown protein ;supported by full-lengt --- AT1G13380 -1.30 -0.38 -2.77 0.028771 0.124034 -3.96
255941_at  mitochondrial inner membrane translocaATTIM17-1AT1G20350 1.43 0.51 2.77 0.028792 0.124102 -3.96
253648_at pathogenesis related homeodomain pro PRHA AT4G29940 -1.21 -0.27 -2.77 0.0288 0.124114 -3.96
261085_at hypothetical protein similar to hypotheticIQD7 AT1G17480 1.22 0.29 2.77 0.028809 0.124116 -3.96
253923_at  hypothetical protein Arabidopsis thalian TOR1 AT4G27060 -1.25 -0.33 -2.77 0.028812 0.124116 -3.96
258505_at hypothetical protein predicted by gensca--- AT3G06530 -1.90 -0.92 -2.77 0.028844 0.124187 -3.96
260622_at hypothetical protein predicted by genemNF-YC10 AT1G07980 -1.22 -0.29 -2.77 0.028834 0.124187 -3.96
266839_at unknown protein ELF3 AT2G25930 -1.22 -0.29 -2.77 0.028844 0.124187 -3.96
260681_at hypothetical protein predicted by genemAT1G0803--- -1.22 -0.29 -2.77 0.028864 0.124245 -3.96
248239_at ribosomal protein L11 methyltransferase--- AT5G53920 -1.40 -0.49 -2.77 0.028887 0.124325 -3.96
260706_at  oxidase, putative similar to oxidase GB:AOX1D AT1G32350 5.36 2.42 2.77 0.0289 0.124330 -3.96
263633_at putative SCARECROW gene regulator ; SCL21 AT2G04890 -1.31 -0.39 -2.77 0.028905 0.124330 -3.96
252073_at hypothetical protein --- AT3G51750 -2.37 -1.25 -2.77 0.028901 0.124330 -3.96
262748_at  lipase, putative contains Pfam profile: P--- AT1G28610 -1.49 -0.57 -2.77 0.028919 0.124367 -3.96
267503_at unknown protein  ; supported by full-leng--- AT2G45600 -1.45 -0.53 -2.77 0.028935 0.124379 -3.96
256328_at  6-phosphogluconate dehydrogenase, p --- AT3G02360 1.51 0.60 2.77 0.028927 0.124379 -3.96
248015_at putative protein similar to unknown prote--- AT5G56370 1.24 0.31 2.77 0.028938 0.124379 -3.96
266056_at hypothetical protein predicted by genscaATATG18CAT2G40810 -1.21 -0.28 -2.77 0.028946 0.124391 -3.96
258075_at homocysteine S-methyltransferase AtHMHMT-1 AT3G25900 2.84 1.51 2.77 0.028978 0.124502 -3.97
266506_at unknown protein --- AT2G47850 -1.23 -0.30 -2.77 0.028989 0.124505 -3.97
247980_at putative protein similar to unknown proteGNC AT5G56860 -1.85 -0.89 -2.77 0.028989 0.124505 -3.97
265852_at putative RING zinc finger protein --- AT2G42350 1.49 0.58 2.76 0.029021 0.124596 -3.97
256195_at hypothetical protein predicted by genem--- --- -1.19 -0.25 -2.76 0.029022 0.124596 -3.97
248169_at ankyrin-repeat-containing protein-like ANK AT5G54610 4.13 2.05 2.76 0.029035 0.124630 -3.97
263239_at amidophosphoribosyltransferase identic ATASE1 AT2G16570 1.27 0.35 2.76 0.029044 0.124645 -3.97
255664_at putative protein --- AT4G00440 -1.21 -0.27 -2.76 0.029069 0.124732 -3.97
246839_at putative protein --- AT5G26720 -1.26 -0.33 -2.76 0.029079 0.124747 -3.97
264390_at putative DNA-binding protein Contains s--- AT1G11950 -1.31 -0.39 -2.76 0.029096 0.124754 -3.97



247842_at  SPP30 - like protein SPP30, Solanum c--- AT5G58030 -1.21 -0.27 -2.76 0.029086 0.124754 -3.97
251542_at  putative protein protein-tyrosine kinase, --- AT3G58760 -1.32 -0.40 -2.76 0.029097 0.124754 -3.97
261475_at  anionic peroxidase, putative similar to a--- AT1G14550 1.44 0.53 2.76 0.029112 0.124798 -3.97
260446_at unknown protein --- AT1G72420 -1.27 -0.35 -2.76 0.029123 0.124820 -3.97
255249_at  3(2),5-BISPHOSPHATE NUCLEOTIDA--- AT4G05090 -1.44 -0.52 -2.76 0.029153 0.124925 -3.97
247034_at cyclin D3-like protein ;supported by full-l CYCD3;2 AT5G67260 -1.37 -0.45 -2.76 0.029158 0.124925 -3.97
251787_at  2-oxoglutarate dehydrogenase, E1 subu--- AT3G55410 1.30 0.37 2.76 0.029166 0.124933 -3.97
247865_at Expressed protein ; supported by full-len--- AT5G57815 -1.23 -0.30 -2.76 0.029235 0.125058 -3.98
266074_at putative small nuclear ribonucleoprotein --- AT2G18740 -1.44 -0.52 -2.76 0.029202 0.125058 -3.97
258241_at hypothetical protein similar to hypotheticLBD25 AT3G27650 1.35 0.44 2.76 0.029239 0.125058 -3.98
247628_at putative protein --- AT5G60400 1.36 0.44 2.76 0.029231 0.125058 -3.98
260899_at hypothetical protein predicted by genem--- AT1G21370 1.31 0.39 2.76 0.029214 0.125058 -3.97
253666_at  xyloglucan endo-1,4-beta-D-glucanase MERI5B AT4G30270 1.22 0.29 2.76 0.02923 0.125058 -3.98
261615_at unknown protein --- AT1G33050 1.27 0.35 2.76 0.029215 0.125058 -3.97
267302_at  putative unknown protein, leucine-rich r --- AT2G30100 -1.20 -0.26 -2.76 0.029229 0.125058 -3.97
246514_at DNA-directed RNA polymerase (mitocho--- AT5G15700 -1.42 -0.50 -2.76 0.029253 0.125097 -3.98
245288_at transcriptional adaptor like protein ; suppADA2B AT4G16420 -1.24 -0.31 -2.76 0.029261 0.125106 -3.98
267055_at unknown protein PRA1.B4 AT2G38360 1.80 0.85 2.76 0.029304 0.125268 -3.98
245660_at unknown protein --- AT1G28240 1.44 0.53 2.76 0.029311 0.125272 -3.98
254588_at putative protein hypothetical proteins - A--- AT4G18840 -1.23 -0.30 -2.76 0.029329 0.125325 -3.98
251283_at  seven in absentia-like protein SINAH1 p--- AT3G61790 -1.23 -0.30 -2.76 0.029348 0.125383 -3.98
252924_at  putative zinc finger protein salt-toleranc --- AT4G39070 1.77 0.82 2.76 0.029354 0.125388 -3.98
248392_at integral membrane protein-like --- AT5G52050 3.16 1.66 2.76 0.029372 0.125440 -3.98
260044_at Expressed protein ; supported by full-len--- AT1G73655 -1.25 -0.32 -2.76 0.029378 0.125444 -3.98
260006_at phosphatidylinositol synthase (PIS1) ideATPIS1 AT1G68000 1.19 0.25 2.76 0.029403 0.125527 -3.98
249808_at unknown protein --- AT5G23890 -1.53 -0.62 -2.75 0.029443 0.125673 -3.98
246850_at  Lon protease homolog 2 precursor almoLON1 AT5G26860 -1.62 -0.69 -2.75 0.029453 0.125676 -3.98
266787_at putative receptor-like protein kinase --- AT2G28990 1.21 0.27 2.75 0.029455 0.125676 -3.98
262026_at calcium-dependent protein kinase identi ATCDPK2 AT1G35670 1.32 0.40 2.75 0.029463 0.125687 -3.98
264076_at unknown protein --- AT2G28540 -1.19 -0.25 -2.75 0.029487 0.125728 -3.98
252226_at  putative protein transcribed gene of unk--- AT3G49880 -1.22 -0.28 -2.75 0.029487 0.125728 -3.98
267069_at unknown protein ATCAMBPAT2G41010 2.07 1.05 2.75 0.029489 0.125728 -3.98
264447_at hypothetical protein predicted by gensca--- AT1G27300 1.60 0.68 2.75 0.029514 0.125810 -3.98
259231_at protein phosphatase 2C (PP2C) identicaPP2CA AT3G11410 1.50 0.58 2.75 0.029529 0.125827 -3.99
262901_at hypothetical protein predicted by genem--- AT1G59910 1.71 0.78 2.75 0.029526 0.125827 -3.99



258480_at unknown protein  ;supported by full-leng--- AT3G02640 1.27 0.34 2.75 0.029547 0.125857 -3.99
253772_at Expressed protein ; supported by full-lenA7 AT4G28395 1.19 0.25 2.75 0.029545 0.125857 -3.99
253544_at hypothetical protein --- AT4G31280 1.21 0.27 2.75 0.029559 0.125887 -3.99
246347_at putative protein probable chloroplast allo--- AT3G56830 -1.25 -0.32 -2.75 0.029568 0.125900 -3.99
265712_s_aunknown protein --- AT2G03330 / -1.24 -0.31 -2.75 0.029584 0.125902 -3.99
252292_at  RNA polymerase III subunit - like protei --- AT3G49000 -1.27 -0.35 -2.75 0.029585 0.125902 -3.99
248576_at methionine S-methyltransferase (gb|AADMMT AT5G49810 -1.23 -0.30 -2.75 0.029574 0.125902 -3.99
253321_at  putative protein prolyl 4-hydroxylase alp--- AT4G33910 1.23 0.29 2.75 0.029606 0.125966 -3.99
267569_at putative photosystem II oxygen-evolvingPSBP-2 AT2G30790 -1.47 -0.56 -2.75 0.029619 0.125973 -3.99
248249_at protein phosphatase 2C-like  ; supported--- AT5G53140 -1.24 -0.31 -2.75 0.029624 0.125973 -3.99
250446_at  nucleoid DNA-binding protein cnd41 - li --- AT5G10770 1.50 0.59 2.75 0.029619 0.125973 -3.99
245729_at unknown protein --- AT1G73490 -1.30 -0.38 -2.75 0.029647 0.126033 -3.99
248886_at phosphate/triose-phosphate translocato APE2 AT5G46110 -1.26 -0.33 -2.75 0.029649 0.126033 -3.99
245673_at hypothetical protein similar to putative se--- AT1G56690 -1.28 -0.36 -2.75 0.029655 0.126034 -3.99
250671_at transcription factor HBP-1b homolog (spAHBP-1B AT5G06950 -1.22 -0.29 -2.75 0.029682 0.126127 -3.99
252738_at  putative protein predicted protein, Droso--- AT3G43240 -1.22 -0.29 -2.75 0.029699 0.126175 -3.99
253703_at  putative protein origin recognition compORC5 AT4G29910 -1.27 -0.34 -2.75 0.029727 0.126266 -3.99
246364_at hypothetical protein --- --- 1.21 0.27 2.75 0.029731 0.126266 -3.99
252034_at putative protein  ;supported by full-length--- AT3G52040 -1.53 -0.62 -2.75 0.02974 0.126277 -3.99
256833_at  calmodulin-stimulated calcium-ATPase,--- AT3G22910 2.36 1.24 2.75 0.02976 0.126338 -3.99
260308_at putative ABC transporter contains Pfam ATTAP1 AT1G70610 1.56 0.64 2.75 0.029785 0.126398 -3.99
265706_at unknown protein --- AT2G03390 -1.34 -0.42 -2.75 0.029779 0.126398 -3.99
255257_at  score=526.5, E=1.9e-154, N=3  ;supporUBQ11 AT4G05050 1.20 0.27 2.75 0.029804 0.126455 -4.00
247309_at putative protein contains similarity to pro--- AT5G63940 -1.39 -0.47 -2.75 0.029813 0.126471 -4.00
248975_at unknown protein  ; supported by cDNA: --- AT5G45040 -1.25 -0.32 -2.75 0.029832 0.126526 -4.00
263300_at Mutator-like transposase similar to  MUR--- --- 1.20 0.26 2.75 0.029849 0.126576 -4.00
266805_at hypothetical protein  ;supported by full-le--- AT2G30010 3.77 1.91 2.74 0.029939 0.126936 -4.00
261576_at unknown protein ;supported by full-lengt --- AT1G01070 -1.66 -0.73 -2.74 0.029946 0.126941 -4.00
265648_at  putative beta-1,3-glucanase  ;supported--- AT2G27500 1.64 0.72 2.74 0.029967 0.127006 -4.00
261159_s_a cyclin, putative similar to GB:AAB02028CYCB1;5 AT1G34460 / -1.30 -0.38 -2.74 0.029994 0.127099 -4.00
249581_at glutamate--ammonia ligase  ; supported GSR 1 AT5G37600 1.23 0.30 2.74 0.030012 0.127136 -4.00
258720_at putative ankyrin similar to ankyrin GB:AA--- AT3G09550 -1.30 -0.38 -2.74 0.030014 0.127136 -4.00
258708_at putative oxidoreductase similar to phytoe--- AT3G09580 -1.41 -0.49 -2.74 0.030049 0.127257 -4.00
246555_at  putative protein 68 kDa protein - Cicer aGAUT14 AT5G15470 1.40 0.49 2.74 0.030084 0.127360 -4.00
250874_at putative protein --- AT5G04010 1.27 0.35 2.74 0.030081 0.127360 -4.00



249386_at  disease resistance -like protein downy m--- AT5G40060 -1.24 -0.31 -2.74 0.030095 0.127382 -4.01
251192_at  alpha galactosyltransferase-like protein XT1 AT3G62720 1.72 0.78 2.74 0.030104 0.127395 -4.01
255305_at  putative ABC transporter similar to Guil ATABC1 AT4G04770 -1.34 -0.42 -2.74 0.030117 0.127428 -4.01
266010_at putative C2H2-type zinc finger protein lik--- AT2G37430 4.62 2.21 2.74 0.030141 0.127505 -4.01
260160_at  putative RNA-binding protein contains P--- AT1G79880 -1.23 -0.29 -2.74 0.030162 0.127572 -4.01
245809_at  squalene monooxygenase, putative simXF1 AT1G58440 -1.30 -0.38 -2.74 0.030203 0.127692 -4.01
246636_at  acid phosphatase-like protein purple ac PAP26 AT5G34850 1.35 0.44 2.74 0.030207 0.127692 -4.01
261579_at  soluble inorganic pyrophosphatase, put AtPPa1 AT1G01050 -1.20 -0.27 -2.74 0.030207 0.127692 -4.01
261077_at  protein phosphatase 2C, putative simila--- AT1G07430 1.42 0.50 2.74 0.030229 0.127762 -4.01
258413_at unknown protein  ;supported by full-leng--- AT3G17300 -1.29 -0.36 -2.74 0.030242 0.127792 -4.01
258725_at  putative RNA helicase  similar to RNA h--- AT3G09620 1.21 0.28 2.74 0.030254 0.127820 -4.01
263391_at putative monogalactosyldiacylglycerol syMGDC AT2G11810 1.49 0.58 2.73 0.030279 0.127901 -4.01
256742_at  transcription initiation factor IIB, putative--- AT3G29380 1.23 0.30 2.73 0.030306 0.127990 -4.01
248856_at putative protein similar to unknown prote--- AT5G46620 -1.21 -0.28 -2.73 0.030333 0.128083 -4.01
264408_at hypothetical protein predicted by genefinFRS11 AT1G10240 -1.23 -0.30 -2.73 0.030348 0.128120 -4.01
255064_at putative phi-1-like phosphate-induced prEXO AT4G08950 2.34 1.23 2.73 0.030382 0.128180 -4.01
254529_at  ATP binding protein - like nucleotide-binINDL AT4G19540 -1.21 -0.28 -2.73 0.030384 0.128180 -4.01
254092_at  respiratory burst oxidase - like protein re--- AT4G25090 1.18 0.24 2.73 0.03037 0.128180 -4.01
266037_at putative protein kinase contains a protei --- AT2G05940 1.97 0.98 2.73 0.030384 0.128180 -4.01
249348_at unknown protein --- AT5G40860 1.30 0.37 2.73 0.030394 0.128196 -4.02
249028_at DNA-damage-inducible protein P  ; suppPOLH AT5G44740 -1.32 -0.40 -2.73 0.0304 0.128200 -4.02
255807_at  probable wound-induced protein wound--- AT4G10270 -1.19 -0.25 -2.73 0.030406 0.128201 -4.02
263504_s_ahypothetical protein --- AT2G07677 -1.22 -0.28 -2.73 0.030438 0.128313 -4.02
255575_at  predicted protein of unknown function s --- AT4G01430 1.85 0.88 2.73 0.03049 0.128439 -4.02
248816_at prematurely terminated mRNA decay facLBA1 AT5G47010 -1.22 -0.28 -2.73 0.030491 0.128439 -4.02
250600_at dimethylaniline monooxygenase-like pro--- AT5G07800 1.23 0.29 2.73 0.03048 0.128439 -4.02
254658_at  putative protein predicted gene M02B7.--- AT4G18230 -1.24 -0.31 -2.73 0.030489 0.128439 -4.02
266606_at putative AP2 domain transcription factorCRF5 AT2G46310 1.48 0.57 2.73 0.030499 0.128449 -4.02
AFFX-LysX-B. subtilis /GEN=lys /DB_XREF=gb:X17--- --- -1.50 -0.59 -2.73 0.030526 0.128517 -4.02
263594_at putative purple acid phosphatase contai PAP7 AT2G01880 1.65 0.72 2.73 0.030521 0.128517 -4.02
250670_at polygalacturonase inhibiting protein 1; PPGIP1 AT5G06860 1.88 0.91 2.73 0.030533 0.128522 -4.02
248901_at putative protein contains similarity to (pir--- AT5G46410 1.30 0.38 2.73 0.030567 0.128640 -4.02
253925_at putative protein ; supported by cDNA: gi SHV3 AT4G26690 1.52 0.60 2.73 0.030603 0.128716 -4.02
250019_at putative protein similar to unknown prote--- AT5G18160 1.29 0.37 2.73 0.030604 0.128716 -4.02
253245_at bZIP transcription factor ATB2 GBF6 AT4G34588 / -1.77 -0.83 -2.73 0.030602 0.128716 -4.02



267379_at unknown protein  ; supported by cDNA: --- AT2G26340 -1.41 -0.50 -2.73 0.030612 0.128716 -4.02
259221_s_a putative phospholipase similar to unknoNPC5 AT3G03530 / 3.39 1.76 2.73 0.030613 0.128716 -4.02
257510_at unknown protein --- AT1G55360 -1.81 -0.85 -2.73 0.030623 0.128734 -4.02
252464_at RNA-binding protein-like protein various --- AT3G47160 -1.33 -0.42 -2.73 0.030636 0.128763 -4.02
267532_at unknown protein  ;supported by full-leng--- AT2G42040 -1.45 -0.54 -2.73 0.030651 0.128806 -4.02
251169_at  putative protein putative protein At2g25 MARD1 AT3G63210 -1.63 -0.71 -2.73 0.030661 0.128806 -4.02
249216_at serine carboxypeptidase II-like  ; suppor scpl42 AT5G42240 -1.54 -0.62 -2.73 0.030663 0.128806 -4.02
251918_at  photoassimilate-responsive protein PAR--- AT3G54040 1.22 0.29 2.73 0.030681 0.128835 -4.02
252470_at  protein kinase 6-like protein protein kina--- AT3G46930 1.83 0.87 2.73 0.03068 0.128835 -4.02
246976_s_a putative protein UBIQUINONE BIOSYN--- AT5G24810 1.42 0.50 2.73 0.03069 0.128849 -4.03
253993_at mitogen activated protein kinase kinase MEK1 AT4G26070 1.50 0.59 2.73 0.0307 0.128868 -4.03
261394_at  wall-associated kinase 2, putative simila--- AT1G79680 3.06 1.61 2.72 0.030734 0.128940 -4.03
257658_at unknown protein  ; supported by full-leng--- AT3G13230 -1.70 -0.77 -2.72 0.030734 0.128940 -4.03
254095_at  oleosin, 18.5K   OLEO1 AT4G25140 1.25 0.32 2.72 0.030729 0.128940 -4.03
251392_at dihydrodipicolinate synthase precursor  DHDPS1 AT3G60880 -1.23 -0.29 -2.72 0.03078 0.129026 -4.03
253447_at hypothetical protein --- AT4G32630 1.19 0.25 2.72 0.030767 0.129026 -4.03
264156_at unknown protein --- AT1G65280 -1.18 -0.24 -2.72 0.030789 0.129026 -4.03
246893_at  PHD finger protein - like PHD finger pro--- AT5G25520 -1.18 -0.24 -2.72 0.030781 0.129026 -4.03
252825_at  small GTP-binding protein - like SR1 NtAtRABH1cAT4G39890 1.66 0.73 2.72 0.030765 0.129026 -4.03
259637_at  protein disulfide isomerase precursor, pATPDIL1-5AT1G52260 -1.34 -0.43 -2.72 0.030784 0.129026 -4.03
259213_at putative receptor ser/thr protein kinase s--- AT3G09010 2.21 1.14 2.72 0.030819 0.129107 -4.03
264406_at  putative phragmoplastin similar to dyna ADL6 AT1G10290 1.27 0.35 2.72 0.030817 0.129107 -4.03
258157_at putative MYB family transcription factor MYB4R1 AT3G18100 -1.40 -0.48 -2.72 0.030854 0.129227 -4.03
255304_at  putative potassium transporter similar toKEA3 AT4G04850 -1.44 -0.53 -2.72 0.030867 0.129261 -4.03
258205_at unknown protein --- AT3G13965 1.23 0.30 2.72 0.030876 0.129274 -4.03
258269_at putative acetyl-CoA carboxylase biotin-c--- AT3G15690 -1.23 -0.30 -2.72 0.030888 0.129298 -4.03
264259_at hypothetical protein This gene is continu--- AT1G09290 -1.40 -0.48 -2.72 0.030913 0.129379 -4.03
259989_at hypothetical protein predicted by genem--- --- 1.27 0.34 2.72 0.030918 0.129379 -4.03
266930_at hypothetical protein predicted by gensca--- AT2G45930 1.30 0.38 2.72 0.030932 0.129411 -4.03
264705_at putative leucyl-tRNA synthetase Strong --- AT1G09620 -1.28 -0.35 -2.72 0.030973 0.129537 -4.03
267584_at putative protein kinase contains a protei --- AT2G41930 1.24 0.31 2.72 0.030973 0.129537 -4.03
256898_at  abscisic acid-insensitive protein 3 ident ABI3 AT3G24650 1.21 0.28 2.72 0.031002 0.129633 -4.04
253523_at  putative protein myosin heavy chain, ne--- AT4G31340 1.25 0.32 2.72 0.03101 0.129645 -4.04
252854_at  ubiquitin-specific protease 27 (UBP27), UBP27 AT4G39370 -1.20 -0.26 -2.72 0.031023 0.129675 -4.04
246124_at  putative protein acyl-protein thioesteras--- AT5G20060 1.18 0.24 2.72 0.031038 0.129712 -4.04



251684_at putative protein --- AT3G56410 1.45 0.53 2.72 0.031046 0.129723 -4.04
266254_at putative membrane transporter NAT12 AT2G27810 -1.33 -0.41 -2.72 0.031078 0.129814 -4.04
251221_at  putative protein ER6 protein - Lycopers --- AT3G62550 -1.25 -0.32 -2.72 0.031105 0.129814 -4.04
261513_at  unknown protein contains Pfam profile:P--- AT1G71840 -1.27 -0.35 -2.72 0.031082 0.129814 -4.04
256816_at unknown protein --- AT3G21400 -1.26 -0.34 -2.72 0.031095 0.129814 -4.04
246399_at bZIP transcription factor similar to bZIP t--- AT1G58110 1.27 0.34 2.72 0.031098 0.129814 -4.04
254910_at  translation initiation factor IF-1, putative--- AT4G11175 -1.21 -0.27 -2.72 0.031108 0.129814 -4.04
258706_at unknown protein similar to putative prote--- AT3G09570 1.24 0.32 2.72 0.031093 0.129814 -4.04
251830_at phosphoribosylformylglycinamidine cycloPUR5 AT3G55010 -1.48 -0.57 -2.72 0.031143 0.129938 -4.04
260467_at unknown protein --- AT1G10890 1.19 0.25 2.71 0.03115 0.129946 -4.04
250214_at endoxyloglucan transferase (dbj|BAA816EXGT-A4 AT5G13870 -1.29 -0.37 -2.71 0.031162 0.129946 -4.04
246455_at  putative protein predicted protein F13E7--- AT5G16790 -1.26 -0.34 -2.71 0.031161 0.129946 -4.04
262981_at unknown protein ;supported by full-lengt --- AT1G75590 1.33 0.41 2.71 0.031173 0.129967 -4.04
250234_at  transaldolase - like protein transaldolas --- AT5G13420 1.37 0.45 2.71 0.031183 0.129987 -4.04
263994_at putative VSF-1-like b-ZIP transcription fa--- AT2G12900 1.20 0.26 2.71 0.031281 0.130321 -4.04
263181_at unknown protein  ;supported by full-leng--- AT1G05720 -1.21 -0.28 -2.71 0.031282 0.130321 -4.04
260381_at putative kinesin similar to kinesin-C GB:A--- AT1G73860 1.28 0.35 2.71 0.031283 0.130321 -4.04
259296_at putative aminopeptidase similar to X-pro--- AT3G05350 -1.29 -0.37 -2.71 0.031286 0.130321 -4.04
267000_at Expressed protein ; supported by full-len--- AT2G34310 -1.49 -0.58 -2.71 0.03131 0.130383 -4.05
260110_at hypothetical protein similar to NBS/LRR --- AT1G63350 1.21 0.27 2.71 0.031312 0.130383 -4.05
254131_at protein kinase (AFC2)  ; supported by cDAFC2 AT4G24740 -1.28 -0.35 -2.71 0.031324 0.130408 -4.05
248894_at unknown protein --- AT5G46320 1.26 0.33 2.71 0.031354 0.130507 -4.05
250247_at unknown protein --- AT5G13720 -1.21 -0.27 -2.71 0.031407 0.130680 -4.05
267112_at putative adenosine phosphosulfate kinasAPK AT2G14750 -1.60 -0.68 -2.71 0.031405 0.130680 -4.05
264687_at cysteine protease XBCP3 identical to paXBCP3 AT1G09850 -1.20 -0.26 -2.71 0.031423 0.130726 -4.05
249331_at 50S ribosomal protein L27 ;supported byRPL27 AT5G40950 -1.25 -0.32 -2.71 0.031434 0.130746 -4.05
254464_at  putative protein retinoblastoma binding --- AT4G20400 -1.36 -0.44 -2.71 0.031467 0.130791 -4.05
245600_at hypothetical protein --- AT4G14230 -1.32 -0.40 -2.71 0.031468 0.130791 -4.05
255459_at  polyubiquitin (UBQ14) identical to GI:16UBQ14 AT4G02890 1.23 0.29 2.71 0.031464 0.130791 -4.05
245697_at latex-abundant protein - like ;supported AtMC9 AT5G04200 2.68 1.42 2.71 0.031451 0.130791 -4.05
261233_at hypothetical protein similar to hypothetic--- AT1G32810 -1.27 -0.35 -2.71 0.031476 0.130801 -4.05
263066_at unknown protein --- AT2G17540 -1.19 -0.25 -2.71 0.031482 0.130801 -4.05
253475_at  putative protein predicted protein, Arabi --- AT4G32290 -1.52 -0.61 -2.71 0.031546 0.131020 -4.05
266820_at putative AP2 domain transcription factor --- AT2G44940 -1.78 -0.84 -2.71 0.031544 0.131020 -4.05
245886_at  ribosomal protein S15-like ribosomal pr --- AT5G09510 -1.20 -0.26 -2.71 0.031559 0.131043 -4.05



267639_at putative squamosa-promoter binding proSPL9 AT2G42200 -1.21 -0.27 -2.71 0.031563 0.131043 -4.05
252950_at  putative protein phospholipase C (EC 3 --- AT4G38690 -1.63 -0.70 -2.70 0.031597 0.131088 -4.06
253019_at  putative protein crp1-hcf111 allele,enco--- AT4G38010 -1.23 -0.30 -2.70 0.031593 0.131088 -4.05
247031_at UDP-glucuronyltransferase-like protein --- AT5G67230 -1.37 -0.45 -2.70 0.031594 0.131088 -4.06
249313_at unknown protein --- AT5G41560 1.21 0.27 2.71 0.031583 0.131088 -4.05
258697_at putative minichromosome maintenance MCM8 AT3G09660 -1.29 -0.37 -2.70 0.031616 0.131142 -4.06
253572_at hypothetical protein --- AT4G31010 -1.26 -0.33 -2.70 0.031648 0.131201 -4.06
245023_at PSII I protein --- --- -1.45 -0.54 -2.70 0.031649 0.131201 -4.06
251439_at  putative protein unknown protein At2g4 --- AT3G59950 1.27 0.34 2.70 0.031646 0.131201 -4.06
245327_at hypothetical protein ; supported by full-le--- AT4G16850 -1.22 -0.29 -2.70 0.031658 0.131201 -4.06
250576_at cytochrome P450-like protein several cy--- AT5G08250 1.25 0.33 2.70 0.031658 0.131201 -4.06
262235_at  ribosomal protein L18, putative similar t --- AT1G48350 -1.38 -0.46 -2.70 0.031673 0.131218 -4.06
248555_at DNA repair protein-like --- AT5G50340 -1.25 -0.32 -2.70 0.031691 0.131218 -4.06
263035_at  splicing factor, putative similar to RSZp2RSZP21 AT1G23860 -1.33 -0.41 -2.70 0.03169 0.131218 -4.06
247964_at profilin-like protein ; supported by full-lenPRF3 AT5G56600 -1.38 -0.47 -2.70 0.031683 0.131218 -4.06
246171_at  putative protein centrosomal Nek2-asso--- AT5G32440 1.21 0.28 2.70 0.031679 0.131218 -4.06
250965_at  putative protein various predicted prote --- AT5G03020 1.21 0.27 2.70 0.031708 0.131263 -4.06
254182_at  putative protein various npredicted prote--- AT4G23950 -1.29 -0.37 -2.70 0.031732 0.131337 -4.06
253980_at  sucrase-like protein sucrose cleavage p--- AT4G26620 -1.43 -0.51 -2.70 0.031758 0.131400 -4.06
262498_at 8-oxoguanine DNA glycosylase-like protOGG1 AT1G21710 -1.26 -0.34 -2.70 0.031756 0.131400 -4.06
261899_at  cinnamoyl CoA reductase, putative sim CCR2 AT1G80820 3.45 1.79 2.70 0.031771 0.131430 -4.06
258467_at unknown protein contains Pfam profile: P--- AT3G06060 1.28 0.36 2.70 0.031798 0.131494 -4.06
256199_at unknown protein SAB AT1G58250 -1.32 -0.40 -2.70 0.031798 0.131494 -4.06
256461_s_aadenylosuccinate lyase - like protein ade--- AT1G36280 / -1.90 -0.93 -2.70 0.031846 0.131570 -4.06
249742_at putative protein contains similarity to ribo--- AT5G24490 -1.30 -0.37 -2.70 0.031839 0.131570 -4.06
267035_at putative beta-alanine-pyruvate aminotra AGT3 AT2G38400 1.92 0.94 2.70 0.031845 0.131570 -4.06
247740_at  receptor-like protein kinase precursor - CRCK1 AT5G58940 1.89 0.92 2.70 0.031836 0.131570 -4.06
248759_at putative protein similar to unknown prote--- AT5G47610 -1.65 -0.72 -2.70 0.031825 0.131570 -4.06
256728_at  glutamyl-tRNA amidotransferase subun--- AT3G25660 -1.36 -0.44 -2.70 0.031912 0.131820 -4.07
264803_at hypothetical protein predicted by gensca--- AT1G08580 -1.36 -0.45 -2.70 0.031919 0.131826 -4.07
266109_at putative mitochondrial carrier protein --- AT2G37890 -1.52 -0.61 -2.70 0.031972 0.131988 -4.07
246558_at  putative protein IDN3-B - Homo sapiensEMB2773 AT5G15540 -1.29 -0.37 -2.70 0.031976 0.131988 -4.07
252784_at  putative protein predicted proteins, Arab--- --- 1.18 0.24 2.70 0.031974 0.131988 -4.07
258245_at hypothetical protein --- AT3G29075 1.24 0.31 2.70 0.031988 0.132016 -4.07
255982_at hypothetical protein contains similarity toOHP2 AT1G34000 -1.22 -0.29 -2.69 0.03204 0.132207 -4.07



251876_at  TATA box binding protein (TBP) associaRGD3 AT3G54280 -1.25 -0.32 -2.69 0.032051 0.132221 -4.07
246803_at tSNARE AtTLG2a  ; supported by cDNASYP41 AT5G26980 -1.22 -0.29 -2.69 0.032055 0.132221 -4.07
264209_at  RAS-related protein, RAB7 identical GBRABG3B AT1G22740 -1.30 -0.38 -2.69 0.032068 0.132225 -4.07
263639_at unknown protein --- AT2G25300 -1.27 -0.34 -2.69 0.032064 0.132225 -4.07
255667_at  phospholipase D, putative  PLDBETA2AT4G00240 1.23 0.29 2.69 0.032081 0.132254 -4.07
260704_at  glycine cleavage system H protein prec --- AT1G32470 -1.90 -0.92 -2.69 0.032101 0.132256 -4.07
265332_at hypothetical protein predicted by genefin--- AT2G18410 -1.29 -0.37 -2.69 0.032097 0.132256 -4.07
259733_at nucellin-like protein similar to nucellin G --- AT1G77480 -1.43 -0.52 -2.69 0.032089 0.132256 -4.07
251224_at hypothetical protein --- AT3G62620 -1.27 -0.34 -2.69 0.032104 0.132256 -4.07
266449_at hypothetical protein predicted by genscaAT-P4H-1 AT2G43080 1.28 0.35 2.69 0.032129 0.132308 -4.07
262457_at hypothetical protein similar to hypothetic--- AT1G11200 1.46 0.54 2.69 0.032126 0.132308 -4.07
250880_at  putative protein Ube-1a, Mus musculus --- AT5G04070 -1.20 -0.26 -2.69 0.032136 0.132314 -4.07
247504_at  putative protein various predicted prote --- AT5G61990 -1.36 -0.45 -2.69 0.03216 0.132389 -4.07
248040_at putative protein contains similarity to unk--- AT5G55970 1.60 0.68 2.69 0.032178 0.132414 -4.07
251379_at putative protein various predicted Arabid--- AT3G60680 1.45 0.53 2.69 0.032184 0.132414 -4.07
264228_at hypothetical protein contains similarity toGCS1 AT1G67490 -1.24 -0.31 -2.69 0.03218 0.132414 -4.07
257172_at  hypothetical protein predicted by genem--- AT3G23700 -1.32 -0.40 -2.69 0.0322 0.132418 -4.07
253892_at hypothetical protein  ;supported by full-le--- AT4G27620 -1.22 -0.29 -2.69 0.032208 0.132418 -4.07
253816_at hypothetical protein  ;supported by full-leemb1923 AT4G28210 -1.29 -0.37 -2.69 0.032201 0.132418 -4.07
265711_at unknown protein --- AT2G03360 1.20 0.26 2.69 0.032206 0.132418 -4.07
259200_at unknown protein similar to hypothetical p--- AT3G09070 1.23 0.30 2.69 0.032227 0.132476 -4.08
245456_at disease resistance RPP5 like protein RPP5 AT4G16950 1.30 0.38 2.69 0.032241 0.132506 -4.08
250267_at putative protein predicted proteins --- AT5G12930 2.42 1.27 2.69 0.032308 0.132531 -4.08
255788_at auxin regulated protein (IAA13) GB:S58 IAA13 AT2G33310 -1.34 -0.43 -2.69 0.032265 0.132531 -4.08
255977_at  ribosomal protein S18, putative similar t--- AT1G34030 -1.34 -0.42 -2.69 0.032302 0.132531 -4.08
255582_at putative DNA-binding protein similar to ANGA4 AT4G01500 -1.21 -0.28 -2.69 0.032328 0.132531 -4.08
248684_at Expressed protein ; supported by full-lenDIR1 AT5G48485 -1.88 -0.91 -2.69 0.032275 0.132531 -4.08
264942_at unknown protein ; supported by cDNA: g--- AT1G67340 -1.34 -0.42 -2.69 0.032312 0.132531 -4.08
246507_at  lipase-like protein monoglyceride lipase--- AT5G16120 1.39 0.48 2.69 0.032323 0.132531 -4.08
247492_at  putative protein AP2 domain containing --- AT5G61890 1.82 0.86 2.69 0.032276 0.132531 -4.08
249795_at 40S ribosomal protein S11 ;supported b RPS11-BEAT5G23740 -1.51 -0.59 -2.69 0.032299 0.132531 -4.08
261033_at unknown protein ;supported by full-lengtJAZ5 AT1G17380 2.27 1.18 2.69 0.03232 0.132531 -4.08
260155_at unknown protein --- AT1G52870 -1.63 -0.70 -2.69 0.032311 0.132531 -4.08
258527_at  branched chain alpha-keto acid dehydroBCE2 AT3G06850 2.04 1.03 2.69 0.032303 0.132531 -4.08
AFFX-r2-Bs-B. subtilis /GEN=pheA /DB_XREF=gb:M--- --- -1.76 -0.81 -2.69 0.0323 0.132531 -4.08



246444_at  putative protein predicted protein T21P5--- AT5G17570 -1.39 -0.47 -2.69 0.032318 0.132531 -4.08
260095_at  putative transcription factor BTF3 (RNA--- AT1G73230 -1.38 -0.46 -2.69 0.03234 0.132554 -4.08
245888_at  putative protein DNA-binding protein - T--- AT5G09450 -1.25 -0.32 -2.69 0.032367 0.132644 -4.08
255225_at  U3 snoRNP-associated -like protein U3 --- AT4G05410 -1.64 -0.71 -2.69 0.032394 0.132684 -4.08
267289_at putative protein kinase contains a protei --- AT2G23770 1.20 0.27 2.69 0.032389 0.132684 -4.08
265879_at hypothetical protein predicted by gensca--- AT2G42450 -1.20 -0.27 -2.69 0.032387 0.132684 -4.08
248082_at fimbrin --- AT5G55400 1.47 0.56 2.69 0.03245 0.132719 -4.08
257076_at unknown protein --- AT3G19680 -1.62 -0.69 -2.69 0.032446 0.132719 -4.08
261019_at unknown protein ; supported by cDNA: g--- AT1G26470 -1.26 -0.33 -2.69 0.03244 0.132719 -4.08
245289_at Expressed protein ; supported by cDNA --- AT4G15470 1.19 0.25 2.69 0.032436 0.132719 -4.08
263295_at putative MADS-box protein ANR1 AGL44 AT2G14210 -1.20 -0.26 -2.69 0.032436 0.132719 -4.08
247093_at zinc finger protein SHI-like  ; supported bSHI AT5G66350 -1.35 -0.43 -2.69 0.032448 0.132719 -4.08
248834_at unknown protein  ;supported by full-leng--- AT5G47090 -1.24 -0.31 -2.69 0.032414 0.132719 -4.08
256526_at  disease resistance protein, putative sim--- AT1G66090 1.25 0.32 2.69 0.032423 0.132719 -4.08
251120_at  chloroplast ribosomal L1 - like protein ri --- AT3G63490 -1.31 -0.39 -2.69 0.032466 0.132761 -4.08
256374_at  DNA ligase I, putative similar to DNA lig--- AT1G66730 -1.28 -0.35 -2.68 0.032497 0.132864 -4.08
264054_at unknown protein SVP AT2G22540 -1.28 -0.35 -2.68 0.032503 0.132866 -4.08
259489_at unknown protein --- AT1G15790 1.48 0.56 2.68 0.032518 0.132904 -4.08
246966_at  DNA photolyase - like protein DNA photCRY3 AT5G24850 1.37 0.45 2.68 0.032559 0.133033 -4.09
262604_at  unknown protein similar to unknown pro--- AT1G15060 -1.18 -0.24 -2.68 0.032561 0.133033 -4.09
258792_at hypothetical protein predicted by genefin--- AT3G04640 2.04 1.03 2.68 0.032578 0.133078 -4.09
251228_at  beta-D-glucan exohydrolase-like protein--- AT3G62710 1.22 0.29 2.68 0.032636 0.133289 -4.09
249718_at  putative protein contains similarity to be--- AT5G35740 1.29 0.37 2.68 0.032647 0.133310 -4.09
256992_at hypothetical protein predicted by genem--- AT3G28630 1.25 0.32 2.68 0.032656 0.133326 -4.09
266671_at  anthranilate synthase, alpha subunit ideASA2 AT2G29690 -1.26 -0.34 -2.68 0.032669 0.133353 -4.09
250054_at  potassium-dependent sodium-calcium eCAX7 AT5G17860 1.77 0.83 2.68 0.032677 0.133364 -4.09
256169_at  receptor protein kinase, putative contain--- AT1G51800 2.58 1.37 2.68 0.032692 0.133401 -4.09
246162_at actin interacting protein ; supported by c--- AT4G36400 1.32 0.40 2.68 0.032715 0.133468 -4.09
255412_at auxin-binding protein 1 precursor  ;supp ABP1 AT4G02980 -1.24 -0.31 -2.68 0.032722 0.133470 -4.09
250719_at putative protein contains similarity to RA--- AT5G06250 1.29 0.36 2.68 0.032727 0.133470 -4.09
262852_at hypothetical protein predicted by gensca--- AT1G20910 -1.23 -0.29 -2.68 0.032768 0.133585 -4.09
258090_at putative 60S ribosomal protein L18A sim--- AT3G14600 -1.34 -0.43 -2.68 0.032774 0.133585 -4.09
251031_at one helix protein (OHP)  ;supported by f OHP AT5G02120 -1.27 -0.35 -2.68 0.032778 0.133585 -4.09
249075_at putative protein similar to unknown prote--- AT5G44000 -1.32 -0.40 -2.68 0.032768 0.133585 -4.09
263351_at hypothetical protein predicted by grail an--- AT2G22120 -1.18 -0.24 -2.68 0.03279 0.133609 -4.09



246822_at  putative protein predicted proteins, Arab--- AT5G26960 -1.27 -0.35 -2.68 0.032804 0.133637 -4.09
248164_at putative protein similar to unknown protePBP1 AT5G54490 3.42 1.77 2.68 0.032809 0.133637 -4.09
259092_at putative zeta-carotene desaturase precuZDS AT3G04870 -1.18 -0.24 -2.68 0.032821 0.133662 -4.09
253213_at RNA helicase (RH16) --- AT4G34910 -1.24 -0.31 -2.68 0.032834 0.133667 -4.09
251454_at  putative protein COP1-interacting prote --- AT3G60080 1.32 0.40 2.68 0.032831 0.133667 -4.09
256219_at hypothetical protein predicted by genem--- AT1G56260 -1.24 -0.31 -2.68 0.032853 0.133724 -4.10
248007_at S-adenosylmethionine:2-demethylmena --- AT5G56260 1.20 0.26 2.68 0.032906 0.133914 -4.10
266101_at unknown protein  ; supported by cDNA: --- AT2G37940 1.84 0.88 2.68 0.032914 0.133922 -4.10
252364_at hypothetical protein  ;supported by full-le--- AT3G48450 2.17 1.11 2.68 0.032933 0.133977 -4.10
261375_at  transcription factor, putative similar to GSPL4 AT1G53160 -2.45 -1.30 -2.68 0.03294 0.133981 -4.10
262230_at alpha-xylosidase precursor identical to aXYL1 AT1G68560 -1.65 -0.72 -2.67 0.032983 0.134130 -4.10
260602_at  serine acetyltransferase identical to GB ATSERAT2AT1G55920 1.27 0.35 2.67 0.032989 0.134132 -4.10
259605_at unknown protein PUB45 AT1G27910 -1.47 -0.56 -2.67 0.033002 0.134161 -4.10
267492_at histone H1 ;supported by full-length cDN--- AT2G30620 -1.33 -0.42 -2.67 0.033016 0.134192 -4.10
259711_at  putative DNA-binding protein similarity t--- AT1G77570 -1.64 -0.71 -2.67 0.033021 0.134192 -4.10
261511_at polyadenylate-binding protein 5 identica PAB5 AT1G71770 1.27 0.34 2.67 0.033052 0.134267 -4.10
246656_at hypothetical protein --- --- 1.26 0.34 2.67 0.033047 0.134267 -4.10
265966_at putative RNA-binding protein  ; supporte--- AT2G37220 -1.32 -0.40 -2.67 0.033067 0.134307 -4.10
250795_at RING zinc finger protein-like CPuORF64AT5G05280 / -1.27 -0.34 -2.67 0.033078 0.134324 -4.10
247461_at  putative protein various predicted prote ATBAG2 AT5G62100 -1.31 -0.39 -2.67 0.033121 0.134382 -4.10
256865_at  NAD dependent epimerase, putative coGAE6 AT3G23820 -1.51 -0.59 -2.67 0.033114 0.134382 -4.10
251823_at putative protein --- AT3G55080 -1.20 -0.26 -2.67 0.033109 0.134382 -4.10
261817_at hypothetical protein predicted by genem--- AT1G08180 -1.60 -0.67 -2.67 0.033111 0.134382 -4.10
255906_at hypothetical protein similar to RING3-like--- AT1G17790 -1.24 -0.30 -2.67 0.033121 0.134382 -4.10
256042_at hypothetical protein predicted by genem--- AT1G07220 1.19 0.25 2.67 0.033141 0.134435 -4.10
265048_at  jasmonate inducible protein,  putative s --- AT1G52050 1.29 0.36 2.67 0.033146 0.134435 -4.10
265989_at unknown protein --- AT2G24260 1.22 0.29 2.67 0.033176 0.134533 -4.11
255338_at PEROXISOMAL MEMBRANE PROTEINPMP22 AT4G04470 -1.20 -0.26 -2.67 0.033195 0.134537 -4.11
252252_at  putative protein GTP-binding protein beRID3 AT3G49180 -1.51 -0.60 -2.67 0.033201 0.134537 -4.11
247422_at putative protein PEX14 AT5G62810 -1.22 -0.29 -2.67 0.033186 0.134537 -4.11
AFFX-PheX B. subtilis /GEN=pheB /DB_XREF=gb:M--- --- -1.39 -0.48 -2.67 0.0332 0.134537 -4.11
267062_at putative spliceosome associated protein--- AT2G32600 -1.30 -0.37 -2.67 0.033223 0.134581 -4.11
251010_at putative protein  ;supported by full-length--- AT5G02550 1.32 0.40 2.67 0.033219 0.134581 -4.11
262068_at  splicing factor Prp8, putative similar to sSUS2 AT1G80070 -1.35 -0.44 -2.67 0.03323 0.134584 -4.11
252328_at Expressed protein ; supported by cDNA --- AT3G48570 1.23 0.30 2.67 0.033243 0.134589 -4.11



258609_at unknown protein  ;supported by full-leng--- AT3G02910 -1.28 -0.35 -2.67 0.033237 0.134589 -4.11
248775_at receptor kinase-like protein CCR4 AT5G47850 3.02 1.60 2.67 0.033273 0.134685 -4.11
250931_at  putative protein various predicted prote --- AT5G03200 -1.79 -0.84 -2.67 0.033309 0.134808 -4.11
248102_at putative protein contains similarity to 50S--- AT5G55140 -1.35 -0.43 -2.67 0.033328 0.134840 -4.11
259581_at  RING zinc finger protein, putative conta--- AT1G28040 1.26 0.34 2.67 0.033329 0.134840 -4.11
259627_at unknown protein ; supported by cDNA: g--- AT1G42960 -1.27 -0.34 -2.67 0.033341 0.134864 -4.11
247026_at protein kinase-like protein MAPKKK1 AT5G67080 3.18 1.67 2.67 0.03335 0.134879 -4.11
264226_at hypothetical protein similar to putative re--- AT1G67510 -1.24 -0.32 -2.67 0.033364 0.134889 -4.11
261556_s_aunknown protein --- AT1G62600 / 1.32 0.40 2.67 0.033365 0.134889 -4.11
265187_at putative ADP-ribosylation factor  ; suppo--- AT1G23490 / 1.17 0.23 2.67 0.033389 0.134965 -4.11
255279_at putative thioredoxin  ; supported by cDN--- AT4G04950 -1.40 -0.49 -2.67 0.033409 0.134999 -4.11
247921_at CONSTANS-like B-box zinc finger prote COL5 AT5G57660 -1.36 -0.44 -2.67 0.033406 0.134999 -4.11
261885_at unknown protein --- AT1G80930 -1.28 -0.35 -2.67 0.033426 0.135041 -4.11
257144_at  glucose-6-phosphate 1-dehydrogenase G6PD5 AT3G27300 -1.22 -0.29 -2.66 0.033447 0.135060 -4.11
247164_at NifS-like aminotranfserase  ; supported NFS1 AT5G65720 -1.24 -0.32 -2.66 0.033443 0.135060 -4.11
255609_s_ahypothetical protein --- AT4G01180 / 1.19 0.25 2.66 0.033448 0.135060 -4.11
264965_at hypothetical protein predicted by genem--- AT1G60560 -1.30 -0.38 -2.66 0.033456 0.135060 -4.11
253785_s_a ABC transporter - like protein ABC transATM2 AT4G28620 / -1.24 -0.31 -2.66 0.03346 0.135060 -4.11
258093_at unknown protein  ; supported by cDNA: --- AT3G14750 -1.29 -0.37 -2.66 0.033507 0.135155 -4.12
253138_at ribosomal protein L11 homolog several rMRPL11 AT4G35490 -1.21 -0.27 -2.66 0.033509 0.135155 -4.12
260303_at  putative protein kinase similar to C-term--- AT1G70520 1.57 0.65 2.66 0.033511 0.135155 -4.12
264636_at hypothetical protein predicted by genem--- AT1G65490 1.60 0.68 2.66 0.033497 0.135155 -4.12
249998_at  putative protein unnamed ORF, Mus muFASS AT5G18580 -1.22 -0.29 -2.66 0.033513 0.135155 -4.12
250166_at  putative protein many predicted proteins--- AT5G15300 -1.22 -0.28 -2.66 0.033538 0.135233 -4.12
253092_at  putative protein various predicted prote --- AT4G37380 -1.45 -0.53 -2.66 0.033565 0.135316 -4.12
253272_at putative protein  ;supported by full-length 01-ספט AT4G34190 -1.37 -0.46 -2.66 0.033591 0.135397 -4.12
263533_at putative Rieske iron-sulfur protein  ;suppTIC55 AT2G24820 -1.18 -0.24 -2.66 0.033605 0.135430 -4.12
267172_at unknown protein  ;supported by full-leng--- AT2G37660 -1.31 -0.39 -2.66 0.033625 0.135484 -4.12
245095_at putative protein kinase contains a protei --- AT2G40860 -1.36 -0.45 -2.66 0.033631 0.135487 -4.12
262093_at  receptor protein kinase, putative contain--- AT1G56145 1.41 0.49 2.66 0.033659 0.135567 -4.12
256919_at hypothetical protein predicted by genem--- AT3G18970 -1.26 -0.34 -2.66 0.033663 0.135567 -4.12
260223_at putative exonuclease contains Pfam pro--- AT1G74390 -1.23 -0.30 -2.66 0.033675 0.135593 -4.12
258884_at  threonine dehydratase/deaminase (OM OMR1 AT3G10050 -1.50 -0.58 -2.66 0.033716 0.135708 -4.12
248271_at putative protein similar to unknown prote--- AT5G53420 -1.66 -0.73 -2.66 0.033716 0.135708 -4.12
249856_at serine carboxypeptidase scpl47 AT5G22980 1.39 0.47 2.66 0.033723 0.135713 -4.12



259479_at Expressed protein ; supported by full-len--- AT1G19020 2.47 1.30 2.66 0.033743 0.135768 -4.12
255406_at  hypothetical protein similar to hypothetic--- AT4G03450 1.80 0.85 2.66 0.033826 0.136079 -4.13
265739_at unknown protein  ; supported by cDNA: AtQSOX2 AT2G01270 -1.18 -0.24 -2.66 0.033837 0.136082 -4.13
264838_at putative AHP2 similar to GB:BAA36336;AHP5 AT1G03430 -1.17 -0.23 -2.66 0.033839 0.136082 -4.13
253246_at putative protein --- AT4G34600 -1.28 -0.36 -2.66 0.033857 0.136131 -4.13
248806_at putative protein contains similarity to unk--- AT5G47490 -1.21 -0.28 -2.66 0.03387 0.136161 -4.13
253979_at putative protein other putative proteins f --- AT4G26680 -1.25 -0.32 -2.66 0.033883 0.136184 -4.13
259601_s_a CACTA-element transposase, putative --- --- -1.21 -0.28 -2.66 0.033888 0.136184 -4.13
246398_at  auxin-induced basic helix-loop-helix tran--- AT1G58100 1.18 0.24 2.65 0.033915 0.136269 -4.13
251528_at  putative protein hypothetical protein F2 --- AT3G58600 1.29 0.37 2.65 0.033931 0.136308 -4.13
247942_at putative protein similar to unknown prote--- AT5G57120 -1.36 -0.44 -2.65 0.033989 0.136467 -4.13
266792_at putative sucrose/H+ symporter SUT2 AT2G02860 1.64 0.72 2.65 0.033978 0.136467 -4.13
262273_at hypothetical protein predicted by gensca--- AT1G68730 -1.20 -0.27 -2.65 0.033985 0.136467 -4.13
264566_at hypothetical protein predicted by genefin--- AT1G05270 1.26 0.34 2.65 0.034 0.136467 -4.13
252006_at  purple acid phosphatase-like protein puPAP22 AT3G52820 2.66 1.41 2.65 0.033998 0.136467 -4.13
264664_at putative elongation factor similar to GB:A--- AT1G09660 -1.37 -0.46 -2.65 0.034036 0.136580 -4.13
258803_at unknown protein similar to elicitor respo WRKY39 AT3G04670 1.25 0.32 2.65 0.03404 0.136580 -4.13
256288_at  arginine N-methyltransferase 3, putativePRMT3 AT3G12270 -1.61 -0.69 -2.65 0.034049 0.136592 -4.13
267475_at expressed protein ; supported by full-len--- AT2G02730 1.29 0.36 2.65 0.03408 0.136660 -4.13
250131_at unknown protein  ; supported by cDNA: --- AT5G16550 -1.40 -0.48 -2.65 0.034084 0.136660 -4.13
249228_at SKP1/ASK1 (At2) identical to UIP2 GI:37ASK2 AT5G42190 -1.34 -0.42 -2.65 0.034072 0.136660 -4.13
254852_at  putative disease resistance protein DNAWRKY19 AT4G12020 1.18 0.24 2.65 0.034106 0.136724 -4.13
261798_at hypothetical protein similar to hypotheticCPSF30 AT1G30460 -1.27 -0.34 -2.65 0.034127 0.136785 -4.13
256494_at hypothetical protein predicted by genem--- AT1G31520 1.21 0.28 2.65 0.034156 0.136864 -4.13
266275_at putative tropinone reductase --- AT2G29370 1.30 0.38 2.65 0.034159 0.136864 -4.14
254219_at putative protein --- AT4G23760 -1.23 -0.30 -2.65 0.034195 0.136983 -4.14
251686_at putative protein hypothetical protein - difATATG18DAT3G56440 1.21 0.28 2.65 0.034213 0.136993 -4.14
264660_at putative glutamyl-tRNA reductase 2 precHEMA2 AT1G09940 1.79 0.84 2.65 0.034215 0.136993 -4.14
248953_at serine/threonine-protein kinase Mak (ma--- AT5G45428 / -1.22 -0.29 -2.65 0.034209 0.136993 -4.14
260900_s_a branched-chain alpha keto-acid dehydro--- AT1G21400 / 1.50 0.58 2.65 0.034236 0.137047 -4.14
266345_at hypothetical protein predicted by genefin--- AT2G01410 1.21 0.28 2.65 0.034259 0.137047 -4.14
250664_at  putative protein 10-deacetylbaccatin III- --- AT5G07080 1.61 0.69 2.65 0.034244 0.137047 -4.14
254275_at  HSP associated protein like p48, Homo AtHip1 AT4G22670 -1.30 -0.38 -2.65 0.034247 0.137047 -4.14
246140_at  SOH1 - like protein SOH1, Saccharomy--- AT5G19910 -1.18 -0.24 -2.65 0.034269 0.137047 -4.14
257247_at helix-loop-helix DNA-binding protein conFMA AT3G24140 -1.34 -0.42 -2.65 0.034271 0.137047 -4.14



246359_x_ahypothetical protein --- --- 1.31 0.39 2.65 0.034258 0.137047 -4.14
267185_at unknown protein  ; supported by cDNA: OEP37 AT2G43950 -1.26 -0.33 -2.65 0.034288 0.137092 -4.14
266171_at putative CCAAT-binding transcription facNF-YB1 AT2G38880 -1.30 -0.38 -2.65 0.034313 0.137167 -4.14
250191_at  kinase - like protein RING3 protein, HomATBET9 AT5G14270 -1.26 -0.33 -2.65 0.034323 0.137182 -4.14
249767_at acidic endochitinase (dbj|BAA21861.1) --- AT5G24090 1.77 0.83 2.65 0.034338 0.137219 -4.14
250087_at putative protein contains similarity to unk--- AT5G17270 -1.44 -0.53 -2.65 0.034358 0.137227 -4.14
259077_s_areversibly glycosylated polypeptide-1 ideRGP1 AT3G02230 / 1.51 0.59 2.65 0.034354 0.137227 -4.14
249770_at unknown protein ;supported by full-lengtWRKY30 AT5G24110 3.34 1.74 2.65 0.034364 0.137227 -4.14
247148_at auxin-induced protein IAA9 (pir |T05902 IAA9 AT5G65670 -1.39 -0.48 -2.65 0.034357 0.137227 -4.14
247754_at putative protein --- AT5G59080 -1.69 -0.76 -2.64 0.034404 0.137313 -4.14
AFFX-r2-Bs-B. subtilis /GEN=pheB /DB_XREF=gb:M--- --- -1.43 -0.52 -2.65 0.034392 0.137313 -4.14
257959_at  somatic embryogenesis receptor-like ki NIK2 AT3G25560 -1.54 -0.62 -2.64 0.034402 0.137313 -4.14
256055_at  mitochondrial carrier protein, putative si --- AT1G07030 1.22 0.28 2.64 0.034434 0.137337 -4.14
262499_at unknown protein EST gb|T41993 comes--- AT1G21770 1.34 0.42 2.64 0.034421 0.137337 -4.14
265547_at hypothetical protein similar to hypothetic--- AT2G28305 1.56 0.64 2.64 0.034423 0.137337 -4.14
247217_s_aMADS box transcription factors-like prot MAF3 AT5G65050 / 1.18 0.24 2.64 0.03444 0.137337 -4.14
247382_at adenylate kinase ;supported by full-leng ADK1 AT5G63400 1.31 0.39 2.64 0.034431 0.137337 -4.14
262362_at  disease resistance protein, putative sim--- AT1G72840 -1.22 -0.28 -2.64 0.034465 0.137390 -4.14
257499_at hypothetical protein similar to hypothetic--- AT1G63850 -1.50 -0.59 -2.64 0.034461 0.137390 -4.14
262126_at  disease resistance protein, putative simCW9 AT1G59620 1.34 0.43 2.64 0.034487 0.137433 -4.14
264669_at  putative RAS-related protein, RAB11C SATRAB11CAT1G09630 1.39 0.47 2.64 0.034488 0.137433 -4.14
245246_at hypothetical protein predicted by genem--- AT1G44224 1.21 0.27 2.64 0.034542 0.137601 -4.15
250288_at  auxin-responsive - like protein Nt-gh3 d --- AT5G13350 1.25 0.32 2.64 0.034538 0.137601 -4.15
264320_at unknown protein --- AT1G04090 1.18 0.24 2.64 0.034583 0.137740 -4.15
258930_at  unknown protein predicted by genscan, --- AT3G10040 -1.22 -0.29 -2.64 0.034597 0.137771 -4.15
257266_at  RNA-binding protein contains Pfam pro --- AT3G15010 -1.21 -0.27 -2.64 0.034611 0.137804 -4.15
263231_at putative indole-3-acetate beta-glucosyltr --- AT1G05680 6.41 2.68 2.64 0.03462 0.137805 -4.15
253184_at  putative protein protein kinase APK1, A BSK1 AT4G35230 1.25 0.32 2.64 0.034623 0.137805 -4.15
248608_at ATP citrate lyase  ; supported by cDNA: ACLB-2 AT5G49460 1.28 0.36 2.64 0.034637 0.137833 -4.15
247476_at putative protein --- AT5G62330 1.22 0.29 2.64 0.034643 0.137833 -4.15
247288_at non-phototropic hypocotyl 3 (gb|AAF059NPH3 AT5G64330 -1.96 -0.97 -2.64 0.03468 0.137947 -4.15
AFFX-r2-Bs-B. subtilis /GEN=thrB /DB_XREF=gb:X0--- --- -1.42 -0.50 -2.64 0.034683 0.137947 -4.15
262014_at unknown protein --- AT1G35660 -1.48 -0.57 -2.64 0.034692 0.137957 -4.15
254158_at  putative protein dihydrofolate reductase--- AT4G24380 2.45 1.29 2.64 0.034699 0.137961 -4.15
260679_at unknown protein --- AT1G07990 -1.21 -0.27 -2.64 0.034724 0.138039 -4.15



259632_at  nicotianamine synathase, putative simil NAS4 AT1G56430 -1.71 -0.78 -2.64 0.034744 0.138092 -4.15
264777_at  unknown protein similar to L-allo-threonTHA1 AT1G08630 2.36 1.24 2.64 0.034762 0.138116 -4.15
258726_at Expressed protein ; supported by full-len--- AT3G11745 -1.21 -0.27 -2.64 0.034762 0.138116 -4.15
250586_at putative protein similar to unknown prote--- AT5G07630 -1.29 -0.36 -2.64 0.034831 0.138366 -4.16
246762_at  cyclin H-like protein cycH (CAK associaCYCH;1 AT5G27620 -1.39 -0.48 -2.64 0.034855 0.138435 -4.16
254711_at putative protein --- AT4G18060 -1.27 -0.34 -2.64 0.034877 0.138469 -4.16
248453_at unknown protein --- AT5G51340 -1.23 -0.30 -2.64 0.034881 0.138469 -4.16
267262_at putative serine carboxypeptidase I  ; supSNG1 AT2G22990 -1.36 -0.44 -2.64 0.034876 0.138469 -4.16
253820_at hypothetical protein --- AT4G28370 1.23 0.29 2.63 0.034903 0.138531 -4.16
247617_at  receptor like protein kinase receptor like--- AT5G60270 1.63 0.71 2.63 0.034921 0.138579 -4.16
250231_at AP2/EREBP-like transcription factor LEALEP AT5G13910 1.21 0.27 2.63 0.034955 0.138666 -4.16
258088_at hypothetical protein predicted by genma--- AT3G14580 -1.22 -0.28 -2.63 0.034951 0.138666 -4.16
260549_at Expressed protein ; supported by full-len--- AT2G43535 -1.90 -0.92 -2.63 0.03497 0.138701 -4.16
247014_at RuvB DNA helicase-like protein  ; suppo--- AT5G67630 -1.54 -0.62 -2.63 0.035015 0.138856 -4.16
255552_at S-adenosylmethionine synthase 2  ;suppSAM-2 AT4G01850 1.25 0.32 2.63 0.035024 0.138865 -4.16
252515_at heat shock protein 17  ; supported by cDHSP17.4 AT3G46230 2.28 1.19 2.63 0.035048 0.138931 -4.16
262801_at unknown protein  ;supported by full-leng--- AT1G21010 1.71 0.78 2.63 0.035053 0.138931 -4.16
246543_at putative protein --- AT5G15060 1.18 0.24 2.63 0.035131 0.139218 -4.16
249425_at  putative protein 5'-AMP-ACTIVATED PR--- AT5G39790 -1.53 -0.62 -2.63 0.035144 0.139244 -4.16
265903_at putative potassium transporter/channel aSPIK AT2G25600 1.21 0.27 2.63 0.035208 0.139450 -4.17
254083_at  PROTEIN TRANSPORT PROTEIN SEC--- AT4G24920 1.36 0.44 2.63 0.035204 0.139450 -4.17
262383_at  disease resistance protein, putative sim--- AT1G72940 2.78 1.48 2.63 0.035242 0.139560 -4.17
247214_at putative protein similar to unknown prote--- AT5G64850 -1.74 -0.80 -2.63 0.035261 0.139612 -4.17
253956_at fimbrin-like protein (ATFIM1)  ; supporte FIM1 AT4G26700 -1.43 -0.52 -2.63 0.035277 0.139652 -4.17
250454_at unknown protein  ; supported by full-leng--- AT5G09830 -1.17 -0.23 -2.63 0.035298 0.139686 -4.17
265402_at hypothetical protein predicted by gensca--- AT2G10950 -1.22 -0.29 -2.63 0.035296 0.139686 -4.17
252823_at Expressed protein ; supported by full-len--- AT4G40045 -1.24 -0.31 -2.63 0.03531 0.139691 -4.17
252419_at putative protein --- AT3G47510 -1.59 -0.67 -2.63 0.035312 0.139691 -4.17
264516_at unknown protein --- AT1G10090 -1.22 -0.28 -2.63 0.035339 0.139775 -4.17
267004_at hypothetical protein predicted by genefin--- AT2G34260 -1.91 -0.93 -2.63 0.035346 0.139777 -4.17
261609_at unknown protein similar to MAP3K-like p--- AT1G49740 1.41 0.49 2.63 0.035352 0.139777 -4.17
257045_at dynamin-like protein similar to phragmopARC5 AT3G19720 -1.41 -0.49 -2.63 0.035373 0.139835 -4.17
246612_at putative protein  ;supported by full-length--- AT5G35320 -1.29 -0.36 -2.62 0.035391 0.139875 -4.17
246598_at  dolichyl-phosphate-mannose--glycolipid--- AT5G14850 -1.30 -0.38 -2.62 0.035412 0.139875 -4.17
252509_at  putative protein serine/threonine-specifi --- AT3G46240 1.18 0.24 2.62 0.035397 0.139875 -4.17



252336_at  putative protein N7 protein - Medicago t--- AT3G48880 1.21 0.27 2.62 0.035418 0.139875 -4.17
260546_at putative trypsin inhibitor  ;supported by f ATTI2 AT2G43520 -2.30 -1.20 -2.62 0.035401 0.139875 -4.17
248278_at putative protein similar to unknown prote--- AT5G52890 -1.27 -0.35 -2.62 0.035419 0.139875 -4.17
263435_at putative ATP-dependent RNA helicase --- AT2G28600 -1.47 -0.55 -2.62 0.035427 0.139881 -4.17
257190_at  30S ribosomal protein S10, putative sim--- AT3G13120 -1.38 -0.47 -2.62 0.03547 0.140025 -4.17
247664_at  APETALA2 protein - like APETALA2 proTOE2 AT5G60120 -1.23 -0.30 -2.62 0.035496 0.140103 -4.17
254504_at  putative protein RNPL, Homo sapiens, --- AT4G20030 -1.41 -0.49 -2.62 0.035525 0.140195 -4.18
245029_at hypothetical protein predicted by genscaYAB5 AT2G26580 -1.65 -0.72 -2.62 0.035574 0.140338 -4.18
249763_at receptor-protein kinase-like protein --- AT5G24010 -1.42 -0.50 -2.62 0.035571 0.140338 -4.18
263182_at Expressed protein ; supported by full-len--- AT1G05575 3.84 1.94 2.62 0.035607 0.140421 -4.18
258811_at unknown protein similar to putative prote--- AT3G03990 1.39 0.48 2.62 0.035605 0.140421 -4.18
250869_at Terminal flower1 (TFL1) ; supported by cTFL1 AT5G03840 1.23 0.30 2.62 0.035624 0.140463 -4.18
247753_at hexosyltransferase - like protein --- AT5G59070 1.72 0.79 2.62 0.035633 0.140475 -4.18
266576_at hypothetical protein predicted by gensca--- AT2G23940 -1.23 -0.30 -2.62 0.035651 0.140521 -4.18
247325_at putative protein contains similarity to spl SC35 AT5G64200 -1.21 -0.27 -2.62 0.035665 0.140552 -4.18
252134_at putative protein  ; supported by cDNA: g--- AT3G50910 1.68 0.75 2.62 0.035682 0.140594 -4.18
266592_at putative fatty acid desaturase/cytochrom--- AT2G46210 1.22 0.29 2.62 0.035694 0.140595 -4.18
255267_at  putative protein LpxD gene, Brucella ab--- AT4G05210 -1.18 -0.24 -2.62 0.035689 0.140595 -4.18
255544_at predicted protein of unknown function --- AT4G01880 -1.31 -0.39 -2.62 0.035704 0.140610 -4.18
255036_at  putative protein similarity RING zinc fing--- AT4G09560 -1.44 -0.53 -2.62 0.035718 0.140616 -4.18
258852_at unknown protein similar to C-terminal poAT-P4H-2 AT3G06300 1.36 0.44 2.62 0.035716 0.140616 -4.18
261911_at  ribosomal protein L7, putative similar to --- AT1G80750 -1.51 -0.60 -2.62 0.035732 0.140646 -4.18
267246_at putative WRKY-type DNA binding protei WRKY25 AT2G30250 1.49 0.58 2.62 0.035739 0.140648 -4.18
266415_at putative nonspecific lipid-transfer proteinLTP2 AT2G38530 2.71 1.44 2.62 0.035751 0.140648 -4.18
258499_at putative RAD23 similar to RAD23 protei RAD23-3 AT3G02540 -1.24 -0.31 -2.62 0.035749 0.140648 -4.18
249095_at myosin heavy chain MYA2 (pir||S51824)MYA2 AT5G43900 1.41 0.49 2.62 0.035797 0.140806 -4.18
253393_at Expressed protein ; supported by cDNA GLB3 AT4G32690 -1.25 -0.32 -2.62 0.035835 0.140878 -4.18
246311_at high mobility group protein 2-like  ; supp HMGB1 AT3G51880 -1.26 -0.33 -2.62 0.035846 0.140878 -4.18
257621_at calmodulin-domain protein kinase CDPKCPK9 AT3G20410 1.48 0.56 2.62 0.035825 0.140878 -4.18
253598_at  ribosomal protein S11 - like ribosomal p--- AT4G30800 -1.80 -0.85 -2.62 0.035838 0.140878 -4.18
246505_at  putative protein hypothetical protein F16--- AT5G16250 1.45 0.54 2.62 0.035841 0.140878 -4.18
246874_at  arabinosidase - like protein arabinosida ASD2 AT5G26120 1.25 0.32 2.62 0.035864 0.140898 -4.18
259683_at unknown protein --- AT1G63050 -1.40 -0.49 -2.62 0.035859 0.140898 -4.18
258507_at  neutral invertase, putative similar to neu--- AT3G06500 1.64 0.71 2.62 0.03587 0.140899 -4.19
266756_at putative cytochrome P450 CYP709B2AT2G46950 2.84 1.51 2.62 0.035886 0.140937 -4.19



249271_at myosin heavy chain-like protein CIP1 AT5G41790 -1.39 -0.48 -2.61 0.035912 0.141014 -4.19
247209_at putative protein contains similarity to unk--- AT5G64830 -1.22 -0.29 -2.61 0.035937 0.141074 -4.19
260275_at hypothetical protein predicted by grail --- AT1G80610 1.23 0.29 2.61 0.035942 0.141074 -4.19
264651_at  putative histone H2A Strong similarity toH2AXA AT1G08880 -1.44 -0.53 -2.61 0.035946 0.141074 -4.19
255963_at unknown protein MBD8 AT1G22310 -1.23 -0.30 -2.61 0.035953 0.141078 -4.19
265737_at putative phosphatidic acid phosphatase ATPAP1 AT2G01180 2.31 1.21 2.61 0.035966 0.141104 -4.19
258744_at  hypothetical protein similar to plant IF-li --- AT3G05830 1.27 0.35 2.61 0.035992 0.141183 -4.19
247685_at  serine/threonine-specific protein kinase --- AT5G59680 1.82 0.87 2.61 0.036011 0.141235 -4.19
262938_at hypothetical protein predicted by genem--- AT1G79540 -1.26 -0.33 -2.61 0.036018 0.141235 -4.19
249341_at salt-inducible protein-like --- AT5G41170 1.45 0.53 2.61 0.036031 0.141263 -4.19
248032_at myosin heavy chain-like --- AT5G55860 -1.31 -0.39 -2.61 0.036061 0.141358 -4.19
254080_at fibrillarin 2 (AtFib2) identical to fibrillarin FIB2 AT4G25630 -1.82 -0.86 -2.61 0.036078 0.141400 -4.19
257141_at  60S ribosomal protein L34, putative sim--- AT3G28900 -1.47 -0.56 -2.61 0.036103 0.141409 -4.19
258907_at putative sodium proton exchanger similaNHX4 AT3G06370 1.26 0.33 2.61 0.036093 0.141409 -4.19
254545_at  putative protein FKBP-type peptidyl-pro--- AT4G19830 -1.44 -0.52 -2.61 0.036112 0.141409 -4.19
262747_at hypothetical protein predicted by genem--- AT1G28540 -1.20 -0.26 -2.61 0.036109 0.141409 -4.19
248358_at cytochrome P-450-like protein CYP715A1AT5G52400 1.63 0.70 2.61 0.036101 0.141409 -4.19
256479_at unknown protein --- AT1G33400 -1.32 -0.41 -2.61 0.036176 0.141637 -4.19
257965_at unknown protein  ;supported by full-leng--- AT3G19900 1.38 0.46 2.61 0.036188 0.141653 -4.19
246267_at  Acyl CoA binding protein, putative contaACBP6 AT1G31812 -1.19 -0.25 -2.61 0.036193 0.141653 -4.19
259158_at  hypothetical protein predicted by gensc --- AT3G05430 -1.19 -0.25 -2.61 0.036201 0.141657 -4.19
248181_at cytochrome c biogenesis protein precurs--- AT5G54290 -1.34 -0.42 -2.61 0.036206 0.141657 -4.19
252457_at  zinc-finger protein-like protein DNA bind--- AT3G47180 1.21 0.27 2.61 0.036228 0.141694 -4.20
257838_at hypothetical protein contains Pfam profil --- AT3G25210 -1.20 -0.27 -2.61 0.036224 0.141694 -4.20
254972_at putative protein more than 10 putative p --- AT4G10440 1.25 0.32 2.61 0.036237 0.141705 -4.20
254571_at hypothetical protein --- AT4G19370 2.28 1.19 2.61 0.036259 0.141766 -4.20
259616_at hypothetical protein contains similarity toC/VIF1 AT1G47960 -1.40 -0.49 -2.61 0.036274 0.141802 -4.20
247038_at anthranilate N-hydroxycinnamoyl/benzoyEPS1 AT5G67160 -1.33 -0.41 -2.61 0.036315 0.141881 -4.20
265960_at putative histone H2B  ;supported by full- --- AT2G37470 -1.48 -0.57 -2.61 0.036326 0.141881 -4.20
265454_at putative ARF1 family auxin responsive t ARF11 AT2G46530 -1.92 -0.94 -2.61 0.036306 0.141881 -4.20
246224_at putative MADS-box protein ;supported b--- AT4G36590 1.32 0.40 2.61 0.036307 0.141881 -4.20
267392_at putative beta-glucosidase PEN2 AT2G44490 1.39 0.47 2.61 0.036322 0.141881 -4.20
246786_at  putative amino acid aminotransferase b--- AT5G27410 -1.27 -0.35 -2.61 0.036347 0.141941 -4.20
245710_at ferulate-5-hydroxylase --- AT5G04330 1.34 0.42 2.60 0.036497 0.142478 -4.20
249443_at putative protein  ; supported by cDNA: g--- AT5G39600 -1.32 -0.40 -2.60 0.036503 0.142478 -4.20



262919_at unknown protein ; supported by cDNA: g--- AT1G79380 1.33 0.41 2.60 0.036499 0.142478 -4.20
251175_at homocysteine S-methyltransferase AtHMHMT2 AT3G63250 -1.23 -0.30 -2.60 0.03651 0.142479 -4.20
245515_at hypothetical protein --- AT4G15810 -1.46 -0.54 -2.60 0.036519 0.142489 -4.20
247895_at  putative protein bHLH transcription facto--- AT5G58010 1.22 0.29 2.60 0.036529 0.142505 -4.20
262749_at  lipase, putative contains Pfam profile: P--- AT1G28580 1.23 0.30 2.60 0.036554 0.142577 -4.20
250953_at putative protein  ;supported by full-lengthDPB AT5G03415 -1.37 -0.45 -2.60 0.036609 0.142745 -4.21
245633_at unknown protein similar to putative Tub AtTLP10 AT1G25280 1.17 0.23 2.60 0.036608 0.142745 -4.21
250757_at tetrahydrofolylpolyglutamate synthase-li ATDFB AT5G05980 -1.23 -0.30 -2.60 0.03662 0.142762 -4.21
245213_at  photosystem II 22kDa protein, putative NPQ4 AT1G44575 -1.71 -0.78 -2.60 0.036634 0.142793 -4.21
251290_at transcription factor BBFa DAG1 AT3G61850 1.26 0.33 2.60 0.036651 0.142833 -4.21
262157_at unknown protein contains similarity to bi --- AT1G52670 -1.25 -0.32 -2.60 0.036677 0.142913 -4.21
250604_at  putative protein heparanase precursor, PIP1B AT2G45960 / -1.38 -0.46 -2.60 0.036721 0.143042 -4.21
260466_at phosphatidylinositol-4-phosphate 5-kina --- AT1G10900 -1.57 -0.65 -2.60 0.036723 0.143042 -4.21
256432_at hypothetical protein similar to hypothetic--- AT3G10990 1.20 0.26 2.60 0.036778 0.143209 -4.21
258353_s_aunknown protein similar to GB:AAD4976YSL5 AT3G17650 / -1.32 -0.41 -2.60 0.036779 0.143209 -4.21
258156_at unknown protein  ; supported by cDNA: --- AT3G18050 -1.51 -0.60 -2.60 0.036796 0.143252 -4.21
251573_at  phenylalanine-tRNA synthetase-like pro--- AT3G58140 -1.24 -0.32 -2.60 0.03683 0.143362 -4.21
245841_s_a ribosomal protein S2, putative similar toXW6 AT1G58380 / -1.40 -0.48 -2.60 0.036855 0.143381 -4.21
245308_at putative protein ; supported by cDNA: gi --- AT4G17486 1.20 0.26 2.60 0.03685 0.143381 -4.21
252861_at hypothetical protein --- AT4G39820 1.40 0.48 2.60 0.03685 0.143381 -4.21
249339_at putative protein similar to unknown prote--- AT5G41100 1.94 0.96 2.60 0.03686 0.143381 -4.21
254140_at putative protein --- AT4G24610 -1.36 -0.44 -2.60 0.036918 0.143531 -4.21
247829_at  protein kinase - like protein kinase ATN --- AT5G58520 -1.33 -0.41 -2.60 0.036909 0.143531 -4.21
259280_at  putative polypyrimidine tract-binding proPTB1 AT3G01150 -1.19 -0.25 -2.60 0.036912 0.143531 -4.21
254078_at  putative protein various predicted prote --- AT4G25710 1.26 0.33 2.60 0.03693 0.143543 -4.21
261370_at  cell division-related protein, putative sim--- AT1G53050 -1.21 -0.28 -2.60 0.036933 0.143543 -4.21
249124_at disease resistance protein  ; supported b--- AT5G43740 1.22 0.29 2.59 0.036941 0.143548 -4.22
251023_at  putative protein amino acid transport pr --- AT5G02170 1.26 0.34 2.59 0.036966 0.143619 -4.22
251672_at  MADS-box transcription factor-like proteAGL16 AT3G57230 1.21 0.28 2.59 0.036996 0.143711 -4.22
266237_at  DNA-directed RNA polymerase 14 kDa ATRPC14 AT2G29540 -1.40 -0.48 -2.59 0.037018 0.143750 -4.22
264871_at pyruvate dehydrogenase E1 alpha subu IAR4 AT1G24180 1.44 0.53 2.59 0.037014 0.143750 -4.22
257988_at unknown protein  ; supported by cDNA: --- AT3G20870 -1.23 -0.30 -2.59 0.037064 0.143904 -4.22
260951_at hypothetical protein similar to hypothetic--- AT1G06145 / -1.29 -0.37 -2.59 0.037148 0.144198 -4.22
258606_at unknown protein  ;supported by full-leng--- AT3G02840 4.15 2.05 2.59 0.037159 0.144198 -4.22
250824_at putative protein contains similarity to unk--- AT5G05200 -1.32 -0.40 -2.59 0.037154 0.144198 -4.22



255540_at putative SecA-type chloroplast protein tr --- AT4G01800 -1.36 -0.44 -2.59 0.037172 0.144223 -4.22
252513_at  putative protein KIAA0776 protein, Hom--- AT3G46220 -1.23 -0.30 -2.59 0.037179 0.144227 -4.22
245991_at  24 kDa vacuolar protein - like 24 kDa va--- AT5G20660 -1.21 -0.28 -2.59 0.03719 0.144246 -4.22
254019_at  putative protein mature-parasite-infecte --- AT4G26190 -1.17 -0.23 -2.59 0.037202 0.144266 -4.22
262231_at  putative receptor protein similar to viral --- AT1G68740 -1.64 -0.72 -2.59 0.037218 0.144305 -4.22
254999_at putative protein  ; supported by full-lengt--- AT4G09830 -1.31 -0.39 -2.59 0.037238 0.144337 -4.22
258642_at unknown protein  ;supported by full-leng--- AT3G07910 -1.20 -0.26 -2.59 0.037239 0.144337 -4.22
267265_at putative serine carboxypeptidase I  ; supSCPL13 AT2G22980 -1.36 -0.45 -2.59 0.037261 0.144372 -4.22
263515_at unknown protein --- AT2G21640 2.04 1.03 2.59 0.037255 0.144372 -4.22
259770_s_a phosphoribosylanthranilate isomerase i PAI3 AT1G07780 / -1.39 -0.47 -2.59 0.037299 0.144496 -4.23
258848_at Expressed protein ; supported by full-lenDCL2 AT3G03300 / -1.22 -0.28 -2.59 0.037352 0.144678 -4.23
247345_at putative protein contains similarity to AR--- AT5G63760 -1.27 -0.35 -2.59 0.037373 0.144733 -4.23
267414_at putative berberine bridge enzyme MEE23 AT2G34790 1.44 0.52 2.59 0.037442 0.144956 -4.23
263469_at putative Na+/H+ antiporter ATCHX21 AT2G31910 1.21 0.28 2.59 0.037443 0.144956 -4.23
262031_x_ahypothetical protein similar to putative A --- --- 1.23 0.29 2.59 0.037461 0.144999 -4.23
246441_at putative protein  ;supported by full-length--- AT5G17560 -1.21 -0.27 -2.58 0.037492 0.145083 -4.23
258758_at  putative RING zinc finger protein contai --- AT3G10810 -1.37 -0.46 -2.58 0.037495 0.145083 -4.23
260493_at hypothetical protein predicted by gensca--- AT2G41830 1.45 0.54 2.58 0.037525 0.145175 -4.23
264202_at TINY-like transcription factor Contains s --- AT1G22810 1.91 0.94 2.58 0.03754 0.145208 -4.23
253850_at  pectinesterase like protein pectinestera sks10 AT4G28090 1.30 0.38 2.58 0.037568 0.145291 -4.23
259232_at unknown protein similar to hypothetical p--- AT3G11420 1.39 0.48 2.58 0.037576 0.145297 -4.23
258615_at putative aspartyl protease contains Pfam--- AT3G02740 1.30 0.38 2.58 0.037584 0.145303 -4.23
258818_at  putative ethylene receptor (EIN4) similaEIN4 AT3G04580 1.27 0.35 2.58 0.037601 0.145343 -4.23
246421_at  TOM (target of myb1) -like protein TOM--- AT5G16880 1.27 0.35 2.58 0.037625 0.145414 -4.23
248228_at unknown protein  ;supported by full-leng--- AT5G53800 -1.32 -0.40 -2.58 0.037643 0.145433 -4.23
257389_at hypothetical protein predicted by gensca--- AT2G17970 -1.20 -0.27 -2.58 0.03764 0.145433 -4.23
262773_at putative nuclear matrix constituent proteLINC2 AT1G13220 -1.26 -0.33 -2.58 0.037658 0.145467 -4.23
256484_at PPR-repeat protein contains multiple PP--- AT1G31430 -1.25 -0.33 -2.58 0.037673 0.145495 -4.24
265797_at Expressed protein ; supported by full-len--- AT2G35710 2.34 1.23 2.58 0.037678 0.145495 -4.24
254606_at  nodulin-26 - like protein major intrinsic pNLM1 AT4G19030 1.19 0.25 2.58 0.03769 0.145517 -4.24
261694_at  60S ribosomal protein L10A, putative si --- AT1G08360 -1.34 -0.43 -2.58 0.037698 0.145523 -4.24
265740_at RING-H2 finger protein RHA2b identical RHA2B AT2G01150 -1.61 -0.69 -2.58 0.03774 0.145660 -4.24
254500_at  vacuolar sorting receptor-like protein BP--- AT4G20110 1.59 0.67 2.58 0.037751 0.145676 -4.24
245731_at  MAP kinase, putative similar to MAP kinMKK9 AT1G73500 1.53 0.62 2.58 0.037789 0.145783 -4.24
259765_at unknown protein ;supported by full-lengt --- AT1G64370 -1.35 -0.43 -2.58 0.037791 0.145783 -4.24



262616_at  oxidoreductase, putative contains Pfam--- AT1G06620 1.51 0.59 2.58 0.037798 0.145784 -4.24
258733_at unknown protein --- --- 1.20 0.26 2.58 0.037825 0.145864 -4.24
252931_at  putative ubiquitin-dependent proteolytic --- AT4G38930 1.23 0.29 2.58 0.037853 0.145947 -4.24
244959_s_ahypothetical protein --- AT2G07708 -1.31 -0.39 -2.58 0.037895 0.146062 -4.24
266972_at 40S ribosomal protein S15A --- AT2G39590 -1.20 -0.27 -2.58 0.037894 0.146062 -4.24
249757_at Expressed protein ; supported by full-len--- AT5G24316 1.26 0.34 2.58 0.037958 0.146278 -4.24
262058_at Expressed protein ; supported by full-len--- AT1G79990 1.18 0.23 2.58 0.037972 0.146279 -4.24
260603_at  membrane related protein CP5, putative--- AT1G55960 1.38 0.46 2.58 0.037977 0.146279 -4.24
252222_at  putative protein various predicted prote --- AT3G49840 / 1.54 0.62 2.58 0.037971 0.146279 -4.24
256513_at unknown protein similar to phospholipasSGR2 AT1G31480 -1.21 -0.28 -2.58 0.037991 0.146292 -4.24
264639_at unknown protein similar to ubiquitin C-teUCH2 AT1G65650 -1.28 -0.35 -2.58 0.037994 0.146292 -4.24
258812_at unknown protein similar to GB:AAD1064ECT1 AT3G03950 -1.27 -0.34 -2.57 0.038007 0.146319 -4.24
260522_x_ahypothetical protein predicted by genefin--- AT2G41730 2.98 1.57 2.57 0.03803 0.146382 -4.24
262558_at Expressed protein ; supported by full-len--- AT1G31335 -1.25 -0.33 -2.57 0.038062 0.146482 -4.25
266815_at  F-box protein family, AtFBX5 contains s--- AT2G44900 -1.27 -0.34 -2.57 0.038078 0.146517 -4.25
255556_at  putative NifU-like metallocluster assembNFU1 AT4G01940 -1.31 -0.38 -2.57 0.038095 0.146560 -4.25
253594_at Expressed protein ; supported by full-len--- AT4G30820 -1.27 -0.34 -2.57 0.03811 0.146591 -4.25
246028_at AKIN beta1  ; supported by full-length cD--- AT5G21170 1.39 0.47 2.57 0.038127 0.146609 -4.25
246059_at  putative protein KED, Nicotiana tabacum--- AT5G08450 -1.21 -0.27 -2.57 0.038124 0.146609 -4.25
265715_s_aexpressed protein non-consensus GA do--- AT1G13860 / -1.47 -0.55 -2.57 0.038142 0.146642 -4.25
264424_at unknown protein similar to hypothetical p--- AT1G61740 -1.29 -0.37 -2.57 0.038164 0.146701 -4.25
258736_at unknown protein --- AT3G05900 -1.38 -0.47 -2.57 0.0382 0.146765 -4.25
249607_at  putative protein RING-H2 finger protein --- AT5G37280 1.21 0.27 2.57 0.0382 0.146765 -4.25
254386_at peroxidase prxr1  ;supported by full-lengPRXR1 AT4G21960 -1.50 -0.59 -2.57 0.038194 0.146765 -4.25
260049_at  DNA-directed RNA polymerase subunit NRPA2 AT1G29940 -1.49 -0.58 -2.57 0.038223 0.146829 -4.25
259106_at unknown protein  ;supported by full-lengRALFL22 AT3G05490 1.64 0.72 2.57 0.038231 0.146830 -4.25
260445_at ARG1 protein (Altered Response to Gra ARG1 AT1G68370 1.27 0.34 2.57 0.038236 0.146830 -4.25
246326_at unknown protein ; supported by cDNA: gREV7 AT1G16590 -1.20 -0.27 -2.57 0.038249 0.146855 -4.25
249810_at unknown protein --- AT5G23920 -1.38 -0.47 -2.57 0.038258 0.146866 -4.25
257319_at hypothetical protein --- --- -1.34 -0.42 -2.57 0.03827 0.146886 -4.25
267130_at hypothetical protein predicted by gensca--- AT2G23390 -1.34 -0.42 -2.57 0.038319 0.147049 -4.25
260335_at putative strictosidine synthase similar to SS3 AT1G74000 1.67 0.74 2.57 0.038347 0.147133 -4.25
246532_at  putative protein beta-glucan-elicitor rece--- AT5G15870 2.28 1.19 2.57 0.038388 0.147263 -4.25
248170_at ankyrin-repeat-containing protein-like --- AT5G54620 1.32 0.40 2.57 0.038399 0.147280 -4.25
265753_at putative Athila retroelement ORF1 prote --- --- -1.17 -0.22 -2.57 0.038406 0.147282 -4.25



258563_at putative long-chain-fatty-acid--CoA ligasLACS6 AT3G05970 1.24 0.32 2.57 0.038416 0.147296 -4.26
265244_at putative amine oxidase ATPAO2 AT2G43018 / -1.49 -0.58 -2.57 0.038425 0.147306 -4.26
247648_at  laccase - like protein laccase LAC2-4, LLAC17 AT5G60020 1.26 0.34 2.57 0.038452 0.147338 -4.26
245687_at unknown protein DEG15 AT1G28320 -1.17 -0.23 -2.57 0.038452 0.147338 -4.26
250893_at putative protein predicted proteins - ArabEMB175 AT5G03795 / 1.20 0.26 2.57 0.038441 0.147338 -4.26
255247_at hypothetical protein --- --- -1.17 -0.23 -2.57 0.038474 0.147396 -4.26
258202_at unknown protein --- AT3G13940 -1.42 -0.50 -2.57 0.03853 0.147510 -4.26
262039_at adenine phosphoribosyltransferase almoAPT2 AT1G80050 1.32 0.40 2.57 0.03852 0.147510 -4.26
258862_at putative mitochondrial processing peptidMPPBETAAT3G02090 1.23 0.30 2.57 0.038529 0.147510 -4.26
251812_at hypothetical protein  ;supported by full-le--- AT3G54970 -1.32 -0.40 -2.57 0.038513 0.147510 -4.26
263644_at hypothetical protein predicted by gensca--- AT2G04730 1.23 0.30 2.57 0.038547 0.147553 -4.26
245141_at putative flavonol reductase BEN1 AT2G45400 -1.26 -0.34 -2.56 0.038598 0.147723 -4.26
255071_at  putative protein putative chloroplast 31 --- AT4G09040 -1.25 -0.32 -2.56 0.038606 0.147728 -4.26
253828_at  putative protein predicted protein, ArabiSLAH2 AT4G27970 1.30 0.38 2.56 0.03863 0.147737 -4.26
264213_at hypothetical protein contains similarity toATPP2-A5 AT1G65390 2.86 1.51 2.56 0.038641 0.147737 -4.26
263284_at unknown protein --- AT2G36100 1.22 0.29 2.56 0.038624 0.147737 -4.26
254160_at putative protein  ;supported by full-lengthSLY1 AT4G24210 -1.30 -0.38 -2.56 0.038622 0.147737 -4.26
248821_at protein serine threonine kinase-like --- AT5G47070 1.59 0.67 2.56 0.038637 0.147737 -4.26
246782_at  putative protein PrMC3 - Pinus radiata, GID1C AT5G27320 -1.51 -0.59 -2.56 0.038658 0.147779 -4.26
262107_at hypothetical protein predicted by genem--- AT1G02750 1.20 0.27 2.56 0.038685 0.147819 -4.26
266335_at putative cytochrome P450  ; supported bKAO2 AT2G32440 -1.43 -0.51 -2.56 0.038684 0.147819 -4.26
259548_at hypothetical protein similar to ripening-inMLP165 AT1G35260 1.64 0.72 2.56 0.038688 0.147819 -4.26
250004_at putative protein predicted proteins - Arab--- AT5G18750 -1.32 -0.40 -2.56 0.038698 0.147833 -4.26
258375_at hypothetical protein predicted by genesc--- AT3G17470 -1.20 -0.27 -2.56 0.038706 0.147839 -4.26
251122_at  protein kinase -like protein serine/threon--- AT5G01020 -1.34 -0.42 -2.56 0.038728 0.147898 -4.26
264523_at unknown protein Location of EST gb|T45ERG28 AT1G10030 -1.20 -0.26 -2.56 0.038749 0.147952 -4.26
245093_at hypothetical protein predicted by gensca--- AT2G40815 / -1.23 -0.30 -2.56 0.038794 0.148097 -4.27
263704_at  unknown protein similar to unknown pro--- AT1G31130 1.28 0.36 2.56 0.038875 0.148382 -4.27
250034_at apyrase (gb|AAF00612.1)  ; supported bATAPY2 AT5G18280 1.26 0.33 2.56 0.038889 0.148399 -4.27
265990_at putative prolylcarboxypeptidase --- AT2G24280 -1.39 -0.47 -2.56 0.038892 0.148399 -4.27
252808_at  putative protein various predicted prote --- --- 1.26 0.33 2.56 0.038908 0.148433 -4.27
262625_at hypothetical protein predicted by genem--- AT1G06440 -1.19 -0.25 -2.56 0.03893 0.148468 -4.27
247237_at auxin-independent growth promoter-like --- AT5G64600 -1.26 -0.33 -2.56 0.038927 0.148468 -4.27
260849_at  pectinesterase, putative similar to pectinsks7 AT1G21860 1.19 0.25 2.56 0.038967 0.148587 -4.27
259090_at putative ribosomal protein s19 or s24 sim--- AT3G04920 -1.42 -0.51 -2.56 0.038977 0.148598 -4.27



259723_at putative iron-regulated transporter similaIRT3 AT1G60960 -1.57 -0.65 -2.56 0.03904 0.148783 -4.27
262245_at unknown protein NPSN12 AT1G48240 -1.30 -0.38 -2.56 0.039045 0.148783 -4.27
258892_at unknown protein --- AT3G05670 -1.21 -0.28 -2.56 0.039039 0.148783 -4.27
248575_at  ATP-dependent Clp protease ATP-bind --- AT5G49840 -1.20 -0.26 -2.56 0.039059 0.148810 -4.27
261450_s_a O-methyltransferase, putative similar to --- AT1G21110 / 4.51 2.17 2.56 0.03907 0.148828 -4.27
256553_at hypothetical protein contains similarity to--- --- 1.22 0.29 2.56 0.039082 0.148849 -4.27
258099_at unknown protein similar to hypothetical p--- AT3G23540 1.22 0.28 2.56 0.039091 0.148857 -4.27
259628_at hypothetical protein contains Pfam profil --- AT1G56440 -1.34 -0.43 -2.55 0.039119 0.148892 -4.27
249299_at  E2, ubiquitin-conjugating enzyme 4 (UBUBC4 AT5G41340 -1.28 -0.36 -2.55 0.039117 0.148892 -4.27
255869_at unknown protein --- AT2G30270 1.25 0.33 2.55 0.039109 0.148892 -4.27
247407_at  putative protein predicted proteins, Arab--- AT5G62900 1.31 0.39 2.55 0.039141 0.148949 -4.27
249700_at 40S ribosomal protein S3  ; supported b --- AT5G35530 -1.30 -0.38 -2.55 0.039152 0.148966 -4.27
249403_at  putative protein intracellular protein Mg1--- AT5G40270 -1.30 -0.38 -2.55 0.039196 0.149108 -4.28
251624_at hypothetical protein  ;supported by full-le--- AT3G57280 1.29 0.37 2.55 0.039236 0.149236 -4.28
252910_at  putative protein various predicted prote --- AT4G39590 -1.18 -0.24 -2.55 0.039248 0.149257 -4.28
252421_at  endochitinase-like protein BASIC ENDO--- AT3G47540 3.11 1.64 2.55 0.039257 0.149269 -4.28
251756_at putative protein --- AT3G55820 1.20 0.26 2.55 0.039293 0.149378 -4.28
AFFX-ThrX- B. subtilis /GEN=thrB /DB_XREF=gb:X0--- --- -1.42 -0.50 -2.55 0.03931 0.149418 -4.28
258962_at putative cytochrome P450 similar to cytoCYP77A6 AT3G10570 2.88 1.53 2.55 0.039326 0.149454 -4.28
253566_at DNA topoisomerase like- protein Bacillu --- AT4G31210 -1.76 -0.81 -2.55 0.039342 0.149466 -4.28
251173_at  putative protein hypothetical protein AT --- AT3G63270 -1.18 -0.24 -2.55 0.039339 0.149466 -4.28
260790_at hypothetical protein predicted by gensca--- AT1G06240 -1.39 -0.47 -2.55 0.039435 0.149794 -4.28
259956_at unknown protein  ;supported by full-lengRRA2 AT1G75110 -1.21 -0.28 -2.55 0.03946 0.149821 -4.28
261867_at unknown protein ; supported by cDNA: g--- AT1G50575 -1.25 -0.33 -2.55 0.03945 0.149821 -4.28
248855_at NAM-like anac096 AT5G46590 1.45 0.53 2.55 0.039462 0.149821 -4.28
256399_at hypothetical protein predicted by genefin--- AT3G06240 -1.22 -0.29 -2.55 0.039472 0.149834 -4.28
259642_at hypothetical protein predicted by gensca--- AT1G69030 1.36 0.45 2.55 0.039528 0.149959 -4.28
246260_at  amino acid permease, putative contains--- AT1G31820 -1.32 -0.40 -2.55 0.039538 0.149959 -4.28
256916_at GATA transcription factor 1 (AtGATA-1) --- AT3G24050 1.29 0.37 2.55 0.039529 0.149959 -4.28
260887_at  ascorbate oxidase promoter-binding pro--- AT1G29160 1.96 0.97 2.55 0.039529 0.149959 -4.28
246257_at splicing factor-like protein ATU2AF65AT4G36690 -1.22 -0.29 -2.55 0.039535 0.149959 -4.28
245237_at putative protein similarity to ALR - HomoSLK1 AT4G25520 -1.20 -0.27 -2.55 0.039556 0.150002 -4.28
263545_at unknown protein --- AT2G21560 -1.64 -0.71 -2.55 0.039568 0.150025 -4.29
258544_at disease resistance gene (RPM1) identic RPM1 AT3G07040 1.44 0.53 2.55 0.039585 0.150037 -4.29
254613_at  ankyrin-like protein ankyrin 3, Mus mus --- AT4G19150 -1.23 -0.30 -2.55 0.039583 0.150037 -4.29



264818_at hypothetical protein similar to hypotheticNAF1 AT1G03530 -1.56 -0.64 -2.55 0.039598 0.150064 -4.29
259597_at  ATP-dependent RNA helicase, putative --- AT1G27900 -1.26 -0.33 -2.55 0.039607 0.150071 -4.29
262050_at unknown protein ;supported by full-lengt --- AT1G80130 -2.39 -1.26 -2.55 0.039634 0.150150 -4.29
258775_at  hydroxyacylglutathione hydrolase cytopGLY2 AT3G10850 -1.22 -0.29 -2.55 0.039642 0.150155 -4.29
254233_at  98b like protein 98b - Daucus carota (ca--- AT4G23800 1.41 0.49 2.55 0.039652 0.150169 -4.29
263658_at unknown protein EST gb|T21788 comes--- AT1G04490 1.21 0.27 2.55 0.039659 0.150171 -4.29
253229_at putative protein  ;supported by full-length--- AT4G34660 1.16 0.21 2.54 0.039728 0.150405 -4.29
254551_at  lectin like protein lectin phloem protein PATPP2-A1 AT4G19840 -1.28 -0.36 -2.54 0.039736 0.150411 -4.29
266270_at putative glutathione S-transferase  ; sup ATGSTU3 AT2G29470 3.84 1.94 2.54 0.039747 0.150422 -4.29
266482_at putative small nuclear ribonucleoprotein --- AT2G47640 -1.30 -0.38 -2.54 0.03978 0.150422 -4.29
263322_at putative ribonuclease E RNEE/G AT2G04270 -1.40 -0.48 -2.54 0.039775 0.150422 -4.29
261592_at  double-stranded RNA-specific editase, --- AT1G01760 1.25 0.32 2.54 0.039777 0.150422 -4.29
248758_at RNA-binding protein-like  ;supported by --- AT5G47620 -1.27 -0.35 -2.54 0.03976 0.150422 -4.29
247445_at putative protein similar to unknown prote--- AT5G62640 1.23 0.30 2.54 0.039785 0.150422 -4.29
266908_at putative protein kinase contains a protei PID AT2G34650 1.64 0.71 2.54 0.039762 0.150422 -4.29
251867_at SKP1 interacting partner 5 (SKIP5) SKIP5 AT3G54480 1.20 0.26 2.54 0.03982 0.150530 -4.29
251185_at  60S RIBOSOMAL PROTEIN L7A prote --- AT3G62870 -1.31 -0.39 -2.54 0.039853 0.150593 -4.29
253167_at calmodulin-domain protein kinase CDPKCPK5 AT4G35310 1.28 0.36 2.54 0.039848 0.150593 -4.29
260416_at putative cullin similar to cullin 3 GB:4503CUL3B AT1G69670 -1.22 -0.28 -2.54 0.039857 0.150593 -4.29
260535_at hypothetical protein predicted by gensca--- AT2G43390 1.18 0.24 2.54 0.039872 0.150627 -4.29
255702_at subtilisin-like serine protease XSP1 idenXSP1 AT4G00230 1.36 0.44 2.54 0.039889 0.150641 -4.29
249237_at putative protein similar to unknown prote--- AT5G42050 1.37 0.45 2.54 0.039884 0.150641 -4.29
246778_at mevalonate kinase  supported by full-lenMK AT5G27450 1.26 0.33 2.54 0.03991 0.150694 -4.29
261255_at hypothetical protein contains similarity toATNTH2 AT1G05900 -1.26 -0.33 -2.54 0.039922 0.150714 -4.29
259672_at  DNA-directed RNA polymerase identica--- AT1G68990 -1.67 -0.74 -2.54 0.039989 0.150933 -4.30
262506_at unknown protein Similar to gb|X84260 PNADK2 AT1G21640 -1.34 -0.42 -2.54 0.039993 0.150933 -4.30
250079_at putative protein similar to unknown prote--- AT5G16650 1.27 0.34 2.54 0.040035 0.151025 -4.30
262547_at hypothetical protein predicted by genem--- AT1G31270 1.18 0.23 2.54 0.040037 0.151025 -4.30
262111_at hypothetical protein predicted by genem--- AT1G02960 -1.21 -0.28 -2.54 0.040035 0.151025 -4.30
256113_at unknown protein ;supported by full-lengt --- AT1G16810 -1.26 -0.33 -2.54 0.040056 0.151070 -4.30
263031_at  glucosyltransferase, putative similar to bATCSLA10AT1G24070 -2.55 -1.35 -2.54 0.040071 0.151077 -4.30
253021_at  putative protein permease 1 - Mesembr--- AT4G38050 -1.25 -0.32 -2.54 0.040069 0.151077 -4.30
266452_at hypothetical protein predicted by gensca--- AT2G43320 1.37 0.45 2.54 0.04008 0.151085 -4.30
255208_at see GB:AL022580 --- --- 1.22 0.29 2.54 0.040112 0.151160 -4.30
253806_at  putative protein Arabidopsis thaliana RM--- AT4G28270 -1.29 -0.36 -2.54 0.040113 0.151160 -4.30



262462_at hypothetical protein predicted by genem--- AT1G50350 1.19 0.26 2.54 0.040133 0.151188 -4.30
266399_at putative phospholipid cytidylyltransferas PECT1 AT2G38670 -1.28 -0.35 -2.54 0.040129 0.151188 -4.30
251342_at  putative protein SAUR-AC1, Arabidopsi --- AT3G60690 -1.33 -0.41 -2.54 0.04015 0.151225 -4.30
266819_at unknown protein  ;supported by full-leng--- AT2G44870 -1.30 -0.38 -2.54 0.040176 0.151257 -4.30
251869_at putative protein --- AT3G54500 -1.42 -0.50 -2.54 0.040171 0.151257 -4.30
249916_at histone H2B like protein (emb|CAA6902 HTB2 AT5G22880 -1.38 -0.47 -2.54 0.040178 0.151257 -4.30
267397_at hypothetical protein predicted by gensca--- AT1G76170 -1.44 -0.53 -2.54 0.040188 0.151268 -4.30
258183_at unknown protein  ;supported by full-leng--- AT3G21550 1.96 0.97 2.54 0.040212 0.151334 -4.30
256231_at unknown protein ; supported by full-leng--- AT3G12630 1.21 0.27 2.53 0.040254 0.151467 -4.30
246344_at putative protein predicted proteins - Arab--- AT3G56730 -1.47 -0.56 -2.53 0.040262 0.151474 -4.30
252395_at  H+-transporting ATPase - like protein HAHA4 AT3G47950 -1.37 -0.45 -2.53 0.040274 0.151491 -4.30
262883_at  ammonium transporter, puitative similarATAMT1;2AT1G64780 -1.42 -0.51 -2.53 0.040296 0.151549 -4.30
245810_at  axi 1 protein, putative similar to axi 1 pr --- AT1G38065 / -1.24 -0.31 -2.53 0.040314 0.151592 -4.30
259899_at hypothetical protein predicted by gensca--- AT1G71210 -1.31 -0.39 -2.53 0.040334 0.151609 -4.30
266149_x_aEn/Spm-like transposon protein related t--- --- 1.22 0.29 2.53 0.040345 0.151609 -4.31
266497_at putative retroelement pol polyprotein --- --- 1.25 0.32 2.53 0.040339 0.151609 -4.30
266349_at unknown protein predicted by genscan --- AT2G01460 1.23 0.30 2.53 0.040337 0.151609 -4.30
245599_at RING-H2 finger protein RHF1a RHF1A AT4G14220 1.37 0.46 2.53 0.040366 0.151644 -4.31
252200_at  anthranilate N-hydroxycinnamoyl/benzo--- AT3G50280 1.84 0.88 2.53 0.040373 0.151644 -4.31
260588_at unknown protein contains similarity to tuAtTLP7 AT1G53320 -1.28 -0.35 -2.53 0.040374 0.151644 -4.31
248764_at putative protein contains similarity to CCNF-YB2 AT5G47640 -1.29 -0.37 -2.53 0.040384 0.151656 -4.31
250792_at unknown protein  ;supported by full-leng--- AT5G05520 -1.23 -0.30 -2.53 0.040424 0.151756 -4.31
265929_s_aputative flavonol 3-O-glucosyltransferase--- AT2G18560 / -1.44 -0.52 -2.53 0.040418 0.151756 -4.31
265003_at  protein kinase, putative similar to protei --- AT1G26970 1.17 0.22 2.53 0.040432 0.151763 -4.31
265723_at putative disease resistance protein --- AT2G32140 1.18 0.24 2.53 0.040471 0.151884 -4.31
254442_at  putative protein predicted protein T7N9 --- AT4G21060 -1.21 -0.28 -2.53 0.040499 0.151918 -4.31
252502_at  copper transport protein - like protein coCOPT2 AT3G46900 -1.79 -0.84 -2.53 0.040493 0.151918 -4.31
257749_at  actin 2 identical to GB:AAB37098 from ACT2 AT3G18780 1.20 0.26 2.53 0.0405 0.151918 -4.31
266265_at putative tropinone reductase  ; supporte --- AT2G29340 -1.38 -0.47 -2.53 0.040555 0.152098 -4.31
257607_at hypothetical protein predicted by gensca--- AT3G13880 -1.18 -0.23 -2.53 0.040604 0.152181 -4.31
260143_at sucrose transport protein SUC1 identicaSUC1 AT1G71880 1.63 0.70 2.53 0.040598 0.152181 -4.31
251727_at putative protein --- AT3G56290 -1.58 -0.66 -2.53 0.040598 0.152181 -4.31
259026_at  putative protein kinase similar to hypoth--- AT3G09240 1.25 0.32 2.53 0.040599 0.152181 -4.31
262480_at  receptor kinase, putative similar to rece --- AT1G11340 -1.47 -0.55 -2.53 0.04063 0.152254 -4.31
261034_s_ahypothetical protein predicted by genem--- AT1G17450 / -1.31 -0.39 -2.53 0.040653 0.152291 -4.31



250492_at  putative protein Requiem protein, Xeno ATXR5 AT5G09790 1.24 0.31 2.53 0.040648 0.152291 -4.31
264433_at  beta-glucosidase, putative similar to betBGLU45 AT1G61810 2.64 1.40 2.53 0.04067 0.152310 -4.31
255379_at  putative M-type thioredoxin similar to A.ATHM2 AT4G03520 -1.18 -0.24 -2.53 0.040672 0.152310 -4.31
266523_at putative transportin TRN1 AT2G16950 1.21 0.27 2.53 0.040688 0.152345 -4.31
250883_at  putative protein predicted proteins, Arab--- AT5G03970 -1.30 -0.38 -2.53 0.040698 0.152358 -4.31
245123_at unknown protein  ; supported by cDNA: CAO AT2G47450 -1.26 -0.33 -2.53 0.040723 0.152381 -4.31
247701_at  putative protein many predicted proteins--- AT5G59900 -1.21 -0.27 -2.53 0.040731 0.152381 -4.31
253204_at GTP binding protein beta subunit  ; suppAGB1 AT4G34460 1.18 0.24 2.53 0.040724 0.152381 -4.31
245279_at putative protein ; supported by cDNA: gi --- AT4G17270 1.21 0.28 2.53 0.040731 0.152381 -4.31
245144_at putative methionine aminopeptidase  ;suMAP1A AT2G45240 -1.24 -0.31 -2.53 0.040746 0.152413 -4.32
267116_at unknown protein --- AT2G32560 -1.48 -0.57 -2.53 0.040788 0.152546 -4.32
256289_s_a serine carboxypeptidase, putative contascpl14 AT3G12230 / 1.66 0.73 2.53 0.0408 0.152566 -4.32
267067_at unknown protein --- AT2G41020 -1.31 -0.39 -2.53 0.04081 0.152578 -4.32
250386_at  MYB like protein MYB like protein, DictyMYB3R-4 AT5G11510 1.28 0.36 2.52 0.040831 0.152605 -4.32
252398_at  putative protein RING-H2 finger protein --- AT3G47990 -1.23 -0.30 -2.52 0.040829 0.152605 -4.32
267023_at putative protein transport protein SEC61--- AT2G34250 1.28 0.35 2.52 0.040886 0.152788 -4.32
245193_at F12A21.6 hypothetical protein SUFE2 AT1G67810 2.09 1.07 2.52 0.040925 0.152906 -4.32
247285_at putative protein similar to unknown prote--- AT5G64400 1.20 0.27 2.52 0.040947 0.152965 -4.32
267405_at putative related to microbial divalent cat CUTA AT2G33740 -1.20 -0.26 -2.52 0.040955 0.152970 -4.32
259436_at hypothetical protein predicted by genem--- AT1G01500 -1.22 -0.28 -2.52 0.040983 0.153025 -4.32
247009_at unknown protein  ;supported by full-leng--- AT5G67600 1.51 0.59 2.52 0.040981 0.153025 -4.32
248199_at membrane related protein-like  ;supporte--- AT5G54170 1.55 0.64 2.52 0.041043 0.153197 -4.32
258863_at unknown protein similar to RNA helicaseDCL2 AT3G03300 -1.40 -0.49 -2.52 0.041037 0.153197 -4.32
246423_at  putative protein ribosomal protein L18, V--- AT5G16950 -1.30 -0.38 -2.52 0.041062 0.153244 -4.32
250513_at protein kinase  ;supported by full-length --- AT5G09890 1.22 0.28 2.52 0.041083 0.153271 -4.32
245034_at putative serpin --- AT2G26390 1.30 0.37 2.52 0.041076 0.153271 -4.32
260834_at  sugar kinase, putative similar to ribokina--- AT1G06730 -1.28 -0.36 -2.52 0.041106 0.153311 -4.32
247137_at calcium-dependent protein kinase  ;suppCPK28 AT5G66210 1.60 0.68 2.52 0.041107 0.153311 -4.32
264223_s_a receptor kinase, putative similar to rece --- AT1G67520 / 1.66 0.73 2.52 0.041132 0.153360 -4.32
256976_at unknown protein similar to putative retro--- --- -1.34 -0.43 -2.52 0.041133 0.153360 -4.32
251925_at hypothetical protein  ;supported by full-le--- AT3G54000 1.38 0.47 2.52 0.041149 0.153368 -4.33
254059_at Arabidopsis mitochondrion-localized sm ATHSP23. AT4G25200 1.29 0.37 2.52 0.041148 0.153368 -4.33
251024_at putative protein hypothetical proteins - A--- AT5G02180 1.28 0.35 2.52 0.041167 0.153384 -4.33
249295_at putative protein contains similarity to unk--- AT5G41280 1.18 0.24 2.52 0.041163 0.153384 -4.33
250649_at thioredoxin-like  ; supported by cDNA: g WCRKC1 AT5G06690 -1.26 -0.33 -2.52 0.041187 0.153432 -4.33



267312_at unknown protein --- AT2G34750 -1.31 -0.38 -2.52 0.041257 0.153668 -4.33
251964_at hypothetical protein  ; supported by cDN--- AT3G53370 -1.38 -0.47 -2.52 0.041276 0.153715 -4.33
260537_at hypothetical protein predicted by gensca--- AT2G43450 1.17 0.23 2.52 0.041309 0.153778 -4.33
266700_at 60S ribosomal protein L31  ; supported b--- AT2G19740 -1.32 -0.40 -2.52 0.041328 0.153778 -4.33
246352_at hypothetical protein --- --- 1.17 0.23 2.52 0.041333 0.153778 -4.33
260785_at hypothetical protein predicted by gensca--- AT1G06200 -1.22 -0.28 -2.52 0.041318 0.153778 -4.33
259191_at unknown protein --- AT3G01720 1.28 0.36 2.52 0.041302 0.153778 -4.33
262805_at  putative DNA-binding protein similar to ESC AT1G20900 1.21 0.27 2.52 0.041322 0.153778 -4.33
251082_at chlorophyll a/b-binding protein CP29  ; s --- AT5G01530 -1.16 -0.22 -2.52 0.041365 0.153870 -4.33
256984_at hypothetical protein predicted by gensca--- AT3G13480 -1.26 -0.33 -2.52 0.041372 0.153870 -4.33
267490_at putative receptor-like protein kinase --- AT2G19130 1.49 0.57 2.52 0.041399 0.153947 -4.33
246917_at serine-rich protein  ;supported by full-len--- AT5G25280 -1.48 -0.56 -2.51 0.041488 0.154253 -4.33
263709_at  unknown protein ESTs gb|T20589, gb|T--- AT1G09310 2.92 1.54 2.51 0.041531 0.154273 -4.33
244949_at hypothetical protein --- --- -1.24 -0.31 -2.51 0.041521 0.154273 -4.33
266425_at putative strictosidine synthase --- AT2G41300 1.24 0.31 2.51 0.041513 0.154273 -4.33
251313_at putative protein several hypothetical pro --- AT3G61360 -1.23 -0.30 -2.51 0.041536 0.154273 -4.33
254247_at  putative protein receptor protein kinase --- AT4G23260 1.52 0.61 2.51 0.041504 0.154273 -4.33
259097_at unknown protein similar to GB:AAD4910--- AT3G04830 -1.20 -0.26 -2.51 0.041536 0.154273 -4.33
262028_at  DNA binding protein, putative similar to --- AT1G35560 -1.21 -0.27 -2.51 0.041541 0.154273 -4.33
250720_at putative protein similar to unknown prote--- AT5G06180 -1.34 -0.42 -2.51 0.041552 0.154290 -4.34
259580_at  oxidoreductase, putative contains Pfam--- AT1G28030 1.29 0.36 2.51 0.041559 0.154290 -4.34
264851_at  putative calmodulin-domain protein kinaCPK6 AT2G17290 1.45 0.54 2.51 0.041587 0.154345 -4.34
266852_at hypothetical protein predicted by gensca--- AT2G26810 -1.21 -0.28 -2.51 0.041586 0.154345 -4.34
251345_at putative protein hypothetical proteins - A--- AT3G60940 1.22 0.29 2.51 0.0416 0.154366 -4.34
260221_at  GAST1-like protein similar to GAST1 pr --- AT1G74670 2.68 1.42 2.51 0.041647 0.154372 -4.34
267315_at putative CCAAT-binding transcription facNF-YA4 AT2G34720 -1.37 -0.45 -2.51 0.041617 0.154372 -4.34
259441_at  cathepsin B-like cysteine protease, puta--- AT1G02300 -1.29 -0.36 -2.51 0.041614 0.154372 -4.34
249666_at phytochrome C (sp|P14714) PHYC AT5G35840 -1.29 -0.36 -2.51 0.041646 0.154372 -4.34
254371_at  beta-glucosidase -like protein beta-gluc BGLU47 AT4G21760 1.20 0.26 2.51 0.041626 0.154372 -4.34
263404_s_ahypothetical protein similar to hypothetic--- AT2G04090 / 1.93 0.95 2.51 0.041642 0.154372 -4.34
249034_at putative protein contains similarity to zin NUC AT5G44160 -1.24 -0.31 -2.51 0.041649 0.154372 -4.34
267136_at putative GTP-binding protein (extra largeXLG1 AT2G23460 -1.23 -0.30 -2.51 0.04168 0.154438 -4.34
246945_s_a putative membrane protein hypothetica --- AT5G25040 / 1.24 0.31 2.51 0.04168 0.154438 -4.34
265871_at unknown protein  ;supported by full-leng--- AT2G01680 -1.31 -0.39 -2.51 0.041704 0.154500 -4.34
260714_at chaperonin CPN10 identical to SP:P348CPN10 AT1G14980 -1.46 -0.55 -2.51 0.041712 0.154505 -4.34



259603_at Expressed protein ; supported by full-len--- AT1G56500 -1.36 -0.44 -2.51 0.041744 0.154524 -4.34
249059_at subtilisin-like serine protease contains s --- AT5G44530 -1.38 -0.47 -2.51 0.041732 0.154524 -4.34
256766_at Expressed protein ; supported by cDNA PCC1 AT3G22231 7.38 2.88 2.51 0.041741 0.154524 -4.34
261892_at  transcription factor, putative similar to WWRKY40 AT1G80840 3.49 1.80 2.51 0.041742 0.154524 -4.34
248308_at putative protein similar to unknown prote--- AT5G52530 1.21 0.27 2.51 0.041851 0.154850 -4.34
264956_at unknown protein similar to putative uridyACR3 AT1G76990 -1.73 -0.79 -2.51 0.041841 0.154850 -4.34
266431_at Mutator-like transposase similar to  MUR--- --- -1.22 -0.28 -2.51 0.041852 0.154850 -4.34
265602_at putative retroelement pol polyprotein --- --- 1.25 0.33 2.51 0.04191 0.155038 -4.34
263108_at hypothetical protein similar to putative as--- AT1G65240 1.93 0.95 2.51 0.041941 0.155064 -4.34
259919_at  putative exportin, tRNA (nuclear export PSD AT1G72560 -1.31 -0.39 -2.51 0.04195 0.155064 -4.34
251502_at putative protein several hypothetical pro --- AT3G59130 1.19 0.25 2.51 0.041924 0.155064 -4.34
260677_at  translation elongation factor EF-1 alphaRNL AT1G07910 -1.41 -0.50 -2.51 0.041951 0.155064 -4.34
257402_at hypothetical protein similar to putative O--- AT1G23570 1.22 0.28 2.51 0.041942 0.155064 -4.34
267082_at CPDK-related protein kinase CDPK:calcCRK1 AT2G41140 -1.19 -0.26 -2.51 0.041964 0.155086 -4.35
257461_at hypothetical protein predicted by genscaATPUP15 AT1G75470 1.17 0.23 2.51 0.041984 0.155135 -4.35
250993_at  putative protein HSPC172, Homo sapie--- AT5G02280 -1.24 -0.31 -2.50 0.042014 0.155222 -4.35
260031_at putative nuclear matrix constituent proteLINC3 AT1G68790 -1.24 -0.31 -2.50 0.042055 0.155347 -4.35
264300_at  gamma glutamyl hydrolase, putative simATGGH3 AT1G78670 -1.21 -0.28 -2.50 0.042134 0.155514 -4.35
256279_at  protein phosphatase 2C, putative conta --- AT3G12620 1.16 0.22 2.50 0.04213 0.155514 -4.35
257023_at  RNA helicase, putative similar to RNA h--- AT3G19760 -1.22 -0.29 -2.50 0.04213 0.155514 -4.35
254707_at  putative protein inositol polyphosphate 5AT5PTASEAT4G18010 1.67 0.74 2.50 0.042133 0.155514 -4.35
251483_at  putative protein hypothetical protein SP --- AT3G59650 -1.26 -0.33 -2.50 0.042123 0.155514 -4.35
267645_at putative beta-glucosidase BGLU33 AT2G32860 -1.75 -0.81 -2.50 0.04215 0.155548 -4.35
264147_at  receptor-like protein glossy1 (gl1), putatCER1 AT1G02205 4.52 2.18 2.50 0.042202 0.155716 -4.35
259476_at  Myb-related transcription activator, puta--- AT1G19000 -1.30 -0.38 -2.50 0.042248 0.155857 -4.35
261036_at  developmentally regulated GTP-bindingATDRG1 AT1G17470 -1.19 -0.25 -2.50 0.042286 0.155925 -4.35
257935_at unknown protein --- AT3G25440 -1.21 -0.28 -2.50 0.042286 0.155925 -4.35
266360_at Mutator-like transposase similar to  MURFRS2 AT2G32250 1.52 0.61 2.50 0.04228 0.155925 -4.35
246245_at putative protein --- AT4G36440 -1.22 -0.28 -2.50 0.042303 0.155963 -4.35
261821_at  thioredoxin h, putative similar to thiored ATCXXS1 AT1G11530 -1.23 -0.30 -2.50 0.042324 0.155989 -4.35
265721_at putative ABC1 protein  identical to EGADATATH9 AT2G40090 1.32 0.41 2.50 0.042319 0.155989 -4.35
247460_at AtOXA1  ;supported by full-length cDNAOXA1 AT5G62050 -1.16 -0.21 -2.50 0.04239 0.156181 -4.36
259576_at  RING zinc finger protein, putative conta--- AT1G35330 1.32 0.40 2.50 0.042384 0.156181 -4.36
246527_at ribosomal protein-like 40S RIBOSOMAL--- AT5G15750 -1.60 -0.68 -2.50 0.04248 0.156487 -4.36
254086_at  putative proteasome regulatory subunit --- AT4G24820 1.18 0.23 2.50 0.042487 0.156487 -4.36



254077_at  putative protein NorM, Vibrio parahaem--- AT4G25640 1.28 0.36 2.50 0.0425 0.156511 -4.36
259099_at unknown protein similar to GB:AAB6107--- AT3G05010 -1.23 -0.30 -2.50 0.042525 0.156576 -4.36
253747_at  serine threonine-specific kinase like pro--- AT4G29050 1.47 0.56 2.50 0.04254 0.156608 -4.36
251730_at  N2,N2-dimethylguanosine tRNA methyl --- AT3G56330 -1.28 -0.36 -2.50 0.042567 0.156655 -4.36
250061_at chloroplast GrpE protein  ; supported by EMB1241 AT5G17710 -1.27 -0.35 -2.50 0.042562 0.156655 -4.36
263155_at  transcriptional activation factor TAFII32 TAFII21 AT1G54140 -1.25 -0.32 -2.50 0.042575 0.156660 -4.36
256491_at hypothetical protein contains similarity to--- AT1G31500 -1.24 -0.31 -2.49 0.04267 0.156985 -4.36
256033_at  UDP-glucose glucosyltransferase, putatUGT71C4 AT1G07250 -1.21 -0.28 -2.49 0.042698 0.157054 -4.36
253118_at  ras-related small GTP-binding protein raARAC6 AT4G35950 -1.29 -0.37 -2.49 0.042703 0.157054 -4.36
255615_at hypothetical protein --- AT4G01290 -1.16 -0.22 -2.49 0.042716 0.157078 -4.36
247523_at ribulose-5-phosphate-3-epimerase  ; supRPE AT5G61410 -1.26 -0.34 -2.49 0.042726 0.157087 -4.36
264392_at hypothetical protein Similar to salt-induc --- AT1G11900 -1.27 -0.35 -2.49 0.042734 0.157094 -4.36
251058_at putative protein --- AT5G01790 -2.01 -1.01 -2.49 0.04275 0.157121 -4.36
255730_at  dihydroflavonol 4-reductase, putative si --- AT1G25460 1.21 0.28 2.49 0.042755 0.157121 -4.36
245377_at hypothetical protein --- AT4G17700 1.22 0.29 2.49 0.042768 0.157141 -4.36
256265_at  serine carboxypeptidase, putative contascpl16 --- 1.28 0.35 2.49 0.042779 0.157156 -4.36
248977_at putative protein strong similarity to unkn --- AT5G45020 -1.31 -0.39 -2.49 0.042797 0.157199 -4.37
251864_at  pectate lyase - like protein pectate lyasePMR6 AT3G54920 -1.29 -0.36 -2.49 0.042805 0.157202 -4.37
259875_s_a12-oxophytodienoate reductase (OPR2) OPR1 AT1G76680 / 1.80 0.84 2.49 0.042851 0.157346 -4.37
249693_at histidine kinase-like protein  ; supported AHK2 AT5G35750 -1.40 -0.49 -2.49 0.042868 0.157382 -4.37
258232_at unknown protein --- AT3G27750 -1.35 -0.43 -2.49 0.042914 0.157528 -4.37
252644_at  putative protein KIAA0073, Homo sapieCYP71 AT3G44600 -1.27 -0.35 -2.49 0.042962 0.157677 -4.37
246666_at hypothetical protein --- AT5G34830 1.17 0.23 2.49 0.042997 0.157781 -4.37
252873_at  putative protein myosin heavy chain, On--- AT4G40020 1.25 0.32 2.49 0.043004 0.157781 -4.37
256504_at  cytosolic IMP-GMP specific 5'-nucleotid--- AT1G75210 -1.22 -0.29 -2.49 0.043015 0.157796 -4.37
250264_at  glucosyltransferase -like protein glucosy--- AT5G12890 1.16 0.22 2.49 0.043072 0.157979 -4.37
262467_at hypothetical protein similar to hypotheticFU AT1G50240 1.26 0.34 2.49 0.043085 0.158000 -4.37
262100_s_ahypothetical protein similar to hypothetic--- AT1G59550 / 1.30 0.38 2.49 0.043096 0.158015 -4.37
253278_at  receptor protein kinase - like protein pro--- AT4G34220 -1.90 -0.93 -2.49 0.043114 0.158058 -4.37
254990_at RNA-binding protein  ;supported by full-lCID12 AT4G10610 -1.17 -0.23 -2.49 0.043152 0.158169 -4.37
259967_at putative DNA-binding protein contains P--- AT1G76510 -1.19 -0.25 -2.49 0.043178 0.158242 -4.37
258455_at unknown protein  ;supported by full-leng--- AT3G22440 -1.34 -0.42 -2.48 0.043239 0.158417 -4.38
248877_at putative protein similar to unknown prote--- AT5G46140 1.21 0.27 2.48 0.043245 0.158417 -4.38
254501_at hypothetical protein PTAC14 AT4G20130 -1.40 -0.49 -2.48 0.043254 0.158417 -4.38
253266_s_a putative protein predicted protein, Arabi --- AT2G45260 / -1.26 -0.33 -2.48 0.043251 0.158417 -4.38



261445_at unknown protein ; supported by cDNA: gNSL1 AT1G28380 1.60 0.68 2.48 0.043286 0.158511 -4.38
265235_s_ahypothetical protein --- AT2G07719 1.24 0.31 2.48 0.043299 0.158530 -4.38
264788_at putative DnaJ protein  ;supported by full --- AT2G17880 1.82 0.86 2.48 0.043319 0.158578 -4.38
263131_at  ribosomal protein L13, putative similar t emb1473 AT1G78630 -1.22 -0.28 -2.48 0.043348 0.158657 -4.38
246446_at  putative protein hypothetical protein T27--- AT5G17640 -1.28 -0.36 -2.48 0.043354 0.158657 -4.38
267204_at putative blue copper-binding protein --- AT2G31050 1.23 0.30 2.48 0.043362 0.158661 -4.38
250520_at putative protein contains similarity to AT PEX1 AT5G08470 -1.17 -0.23 -2.48 0.043381 0.158703 -4.38
265544_at putative cyclic nucleotide and  calmodul ATCNGC1AT2G28260 -1.31 -0.39 -2.48 0.04339 0.158712 -4.38
247132_at putative protein strong similarity to unkn ARO2 AT5G66200 1.31 0.39 2.48 0.043409 0.158757 -4.38
265545_at putative protein kinase contains a protei NCRK AT2G28250 1.25 0.32 2.48 0.043426 0.158792 -4.38
245129_at hypothetical protein predicted by genefinCRR4 AT2G45350 -1.17 -0.22 -2.48 0.043472 0.158936 -4.38
259305_at unknown protein  ;supported by full-leng--- AT3G05070 -1.22 -0.29 -2.48 0.043482 0.158945 -4.38
261960_at hypothetical protein similar to putative re--- --- -1.16 -0.22 -2.48 0.043494 0.158964 -4.38
247458_at  putative protein PrMC3, Pinus radiata, EAtCXE20 AT5G62180 1.44 0.53 2.48 0.043517 0.159022 -4.38
245033_at putative disease resistance protein --- AT2G26380 1.21 0.27 2.48 0.043556 0.159140 -4.38
252572_at  putative protein Mlo-h1 protein - HordeuMLO3 AT3G45290 1.42 0.50 2.48 0.043624 0.159263 -4.38
257509_at unknown protein --- AT1G63190 -1.24 -0.31 -2.48 0.043607 0.159263 -4.38
247594_at  putative protein farnesylated protein GM--- AT5G60800 1.29 0.37 2.48 0.043597 0.159263 -4.38
255700_at putative transcription factor similar to Ara--- AT4G00200 1.43 0.51 2.48 0.043624 0.159263 -4.38
252120_at  putative protein lin-10 protein - Rattus n--- AT3G51130 1.24 0.31 2.48 0.043613 0.159263 -4.38
258404_at ribosomal protein L3 RPL3P AT3G17465 -1.27 -0.35 -2.48 0.043657 0.159356 -4.39
258409_at hypothetical protein similar to GB:AAB97--- AT3G17640 -1.46 -0.55 -2.48 0.043678 0.159408 -4.39
264551_at  unknown protein similar to beta-1,3-gluc--- AT1G09460 1.46 0.55 2.48 0.04374 0.159531 -4.39
255706_at putative ribosomal protein S13 similar toATRPS13AAT4G00100 -1.35 -0.44 -2.48 0.043731 0.159531 -4.39
244931_at hypothetical protein --- --- -1.33 -0.42 -2.48 0.04373 0.159531 -4.39
257053_at ethylene responsive element binding facERF4 AT3G15210 1.95 0.97 2.48 0.043737 0.159531 -4.39
265190_at unknown protein  ; supported by cDNA: --- AT1G23780 -1.18 -0.24 -2.48 0.043766 0.159582 -4.39
264396_at  fumarylacetoacetate hydrolase-like prot --- AT1G12050 -1.19 -0.25 -2.48 0.043768 0.159582 -4.39
266000_at putative cytochrome P450 identical to G CYP71B6 AT2G24180 1.49 0.58 2.48 0.043806 0.159671 -4.39
267028_at putative WRKY-type DNA binding protei WRKY33 AT2G38470 2.82 1.50 2.48 0.043806 0.159671 -4.39
253567_at  protein kinase-like protein serine/threon--- AT4G31230 1.30 0.38 2.48 0.04385 0.159804 -4.39
263824_at putative WD-40 repeat protein --- AT2G40360 -1.42 -0.51 -2.47 0.043949 0.160142 -4.39
265941_s_a recA, putative similar to GB:CAA39098 --- AT2G19490 / -1.38 -0.47 -2.47 0.044038 0.160375 -4.39
261225_at unknown protein ;supported by full-lengt --- AT1G20100 1.20 0.26 2.47 0.044045 0.160375 -4.39
261165_at  dihydrolipoamide S-acetyltransferase, pEMB3003 AT1G34430 -1.22 -0.29 -2.47 0.044049 0.160375 -4.39



249676_at serine/threonine protein kinase-like --- AT5G35960 1.25 0.32 2.47 0.044041 0.160375 -4.39
266648_at putative trytophanyl-tRNA synthetase OVA4 AT2G25840 -1.20 -0.26 -2.47 0.044022 0.160375 -4.39
246926_at putative protein --- AT5G25240 -1.42 -0.51 -2.47 0.044073 0.160439 -4.39
262222_at unknown protein TRZ1 AT1G74700 -1.23 -0.30 -2.47 0.044092 0.160481 -4.40
249792_at putative protein contains similarity to Ds PHS1 AT5G23720 -1.20 -0.26 -2.47 0.044101 0.160490 -4.40
257844_at  prolyl 4-hydroxylase, putative similar to --- AT3G28480 1.31 0.39 2.47 0.04412 0.160534 -4.40
266005_at unknown protein RSZ33 AT2G37340 -1.30 -0.38 -2.47 0.044149 0.160537 -4.40
267110_at hypothetical protein predicted by gensca--- AT2G14800 -1.28 -0.35 -2.47 0.044136 0.160537 -4.40
266208_at putative tRNA isopentenylpyrophosphateATIPT2 AT2G27760 -1.39 -0.48 -2.47 0.044135 0.160537 -4.40
259656_at  protein kinase, putative contains Pfam p--- AT1G55200 -1.20 -0.27 -2.47 0.044149 0.160537 -4.40
249482_at putative protein  ;supported by full-length--- AT5G38980 -1.60 -0.68 -2.47 0.04418 0.160603 -4.40
256597_at  acidic ribosomal protein P2b (rpp2b), pu--- AT3G28500 -1.63 -0.70 -2.47 0.044202 0.160603 -4.40
244920_s_aNADH dehydrogenase subunit 3 Protein--- AT2G07751 -1.25 -0.32 -2.47 0.04419 0.160603 -4.40
256937_at hypothetical protein predicted by genem--- AT3G22620 3.78 1.92 2.47 0.044182 0.160603 -4.40
252482_at  glucosyltransferase-like protein UDP-gl UGT76E11AT3G46670 1.99 0.99 2.47 0.044203 0.160603 -4.40
248747_at ribosomal protein S27 ;supported by full --- AT5G47930 -1.32 -0.40 -2.47 0.044232 0.160684 -4.40
246790_at  putative protein unknown protein F22F7--- AT5G27610 1.30 0.38 2.47 0.044252 0.160731 -4.40
263961_at  F-box protein family, AtFBL11 contains --- AT2G36370 -1.28 -0.35 -2.47 0.044266 0.160755 -4.40
245037_at putative phosphatidylinositol-4-phosphatPIP5K3 AT2G26420 1.18 0.23 2.47 0.044273 0.160756 -4.40
254352_at hypothetical protein --- AT4G22320 1.19 0.25 2.47 0.044303 0.160838 -4.40
247593_at  ABC transporter homolog PnATH - like GCN1 AT5G60790 1.23 0.30 2.47 0.044367 0.161022 -4.40
265680_at putative hydrolase  ; supported by cDNA--- AT2G32150 1.42 0.50 2.47 0.044365 0.161022 -4.40
260398_at  putative RNA-binding domain contains APUM23 AT1G72320 -1.35 -0.44 -2.47 0.044428 0.161215 -4.40
247488_at  putative protein MtN19, Medicago trunc--- AT5G61820 1.35 0.44 2.47 0.044458 0.161246 -4.40
258966_at putative DNA gyrase subunit A similar to--- AT3G10690 -1.44 -0.53 -2.47 0.044461 0.161246 -4.40
257334_at hypothetical protein --- --- -1.62 -0.70 -2.47 0.044445 0.161246 -4.40
245041_at  AR781, similar to yeast pheromone receAR781 AT2G26530 2.55 1.35 2.47 0.044464 0.161246 -4.40
247426_at putative protein contains similarity to cal --- AT5G62570 1.47 0.56 2.47 0.044492 0.161321 -4.40
249257_at unknown protein --- AT5G41640 1.16 0.22 2.46 0.044532 0.161440 -4.41
255103_at  putative phosphoglyceride transfer prote--- AT4G08690 1.21 0.27 2.46 0.044567 0.161528 -4.41
261521_at  protein kinase, putative similar to recep SERK1 AT1G71830 1.64 0.71 2.46 0.044571 0.161528 -4.41
260345_at  receptor protein kinase, putative similar RPK1 AT1G69270 1.35 0.43 2.46 0.044591 0.161549 -4.41
260967_at unknown protein contains similarity to tra--- AT1G12230 -1.28 -0.36 -2.46 0.04459 0.161549 -4.41
256928_at unknown protein --- AT3G22590 -1.22 -0.29 -2.46 0.044619 0.161600 -4.41
266083_at hypothetical protein predicted by gensca--- AT2G37820 1.17 0.22 2.46 0.044617 0.161600 -4.41



266917_at unknown protein DTA2 AT2G45830 -1.20 -0.26 -2.46 0.04463 0.161616 -4.41
267054_at hypothetical protein --- AT2G38370 -1.38 -0.47 -2.46 0.044678 0.161736 -4.41
258950_at unknown protein contains Pfam profile: PMBD9 AT3G01460 -1.16 -0.21 -2.46 0.044672 0.161736 -4.41
248081_at putative protein similar to unknown proteEDM2 AT5G55390 -1.18 -0.24 -2.46 0.044703 0.161750 -4.41
264160_at hypothetical protein predicted by genem--- AT1G65450 1.26 0.34 2.46 0.044696 0.161750 -4.41
254291_at  putative protein UDP-galactose transpoUTR2 AT4G23010 1.36 0.45 2.46 0.044696 0.161750 -4.41
248879_at ornithine aminotransferase DELTA-OAAT5G46180 1.28 0.36 2.46 0.044716 0.161774 -4.41
266272_at hypothetical protein predicted by gensca--- AT2G29600 1.22 0.29 2.46 0.044724 0.161775 -4.41
264221_s_aunknown protein contains similarity to spemb1220 AT1G60170 / -1.23 -0.30 -2.46 0.044742 0.161813 -4.41
256729_at hypothetical protein predicted by genem--- AT3G25680 -1.23 -0.30 -2.46 0.044752 0.161824 -4.41
253588_at putative protein --- AT4G30790 1.24 0.31 2.46 0.044779 0.161896 -4.41
259971_at  unknown protein similar to SPL1-related--- AT1G76580 -1.34 -0.42 -2.46 0.044836 0.162077 -4.41
247737_at  putative protein various predicted prote --- AT5G59200 -1.16 -0.21 -2.46 0.044862 0.162146 -4.41
254430_at  reticuline oxidase - like protein reticuline--- AT4G20820 -1.60 -0.68 -2.46 0.044892 0.162228 -4.41
262847_at unknown protein similar to myosin heavyATMAP70-AT1G14840 -1.51 -0.59 -2.46 0.044901 0.162237 -4.41
257111_x_ahypothetical protein --- --- 1.19 0.25 2.46 0.044926 0.162299 -4.41
254043_at putative protein ; supported by cDNA: gi CIL AT4G25990 -1.83 -0.88 -2.46 0.04496 0.162386 -4.42
251924_at histone H4-like protein several histone H--- AT3G53730 -1.33 -0.41 -2.46 0.044964 0.162386 -4.42
251148_at hypothetical protein TKL AT3G63180 -1.21 -0.27 -2.46 0.044973 0.162392 -4.42
250538_at RNA helicase (emb|CAA09212.1)  ; sup STRS2 AT5G08620 -1.39 -0.48 -2.46 0.044985 0.162410 -4.42
255250_at  MYB - like protein cM4 myb transcriptio AtMYB74 AT4G05100 2.12 1.08 2.46 0.045036 0.162569 -4.42
263957_at unknown protein  ; supported by cDNA: --- AT2G35880 -1.19 -0.25 -2.46 0.045046 0.162578 -4.42
262299_at  unknown protein Similar to gb|U04299 m--- AT1G27520 -1.21 -0.28 -2.46 0.045057 0.162594 -4.42
247184_at putative protein contains similarity to ubiUBP17 AT5G65450 -1.28 -0.36 -2.46 0.045082 0.162659 -4.42
263637_at hypothetical protein predicted by gensca--- AT2G11890 -1.19 -0.26 -2.46 0.045097 0.162660 -4.42
249159_at Nicotiana lesion-inducing like  ; supporte--- AT5G43460 -1.32 -0.40 -2.46 0.045091 0.162660 -4.42
247444_at putative protein strong similarity to unkn HIPL2 AT5G62630 1.64 0.71 2.46 0.045106 0.162667 -4.42
260898_at  plastid ribosomal protein L34 precursor --- AT1G29070 -1.30 -0.38 -2.45 0.045168 0.162866 -4.42
247126_at protein phosphatase 2C-like protein --- AT5G66080 -1.35 -0.43 -2.45 0.045186 0.162903 -4.42
264153_at  disease resistance protein RPS4, putat ATPP2-A5 AT1G65390 1.59 0.66 2.45 0.045193 0.162904 -4.42
246517_at  ribosomal protein 3 precursor-like prote --- AT5G15760 -1.26 -0.33 -2.45 0.045245 0.163040 -4.42
247163_at Expressed protein ; supported by cDNA --- AT5G65685 -1.26 -0.33 -2.45 0.04524 0.163040 -4.42
262366_at  disease resistance protein, putative sim--- AT1G72890 1.65 0.72 2.45 0.045279 0.163134 -4.42
251260_at  putative protein ISOPENICILLIN N EPIM--- AT3G62130 -1.38 -0.47 -2.45 0.045296 0.163134 -4.42
255830_at putative PRP19-like spliceosomal protei --- AT2G33340 -1.45 -0.54 -2.45 0.045291 0.163134 -4.42



247821_at WD-40 repeat protein MSI1 (sp|O22467 MSI1 AT5G58230 -1.24 -0.31 -2.45 0.0453 0.163134 -4.42
261992_at unknown protein --- AT1G33680 -1.22 -0.29 -2.45 0.04531 0.163143 -4.42
266370_at hypothetical protein predicted by gensca--- AT2G41350 -1.17 -0.23 -2.45 0.045321 0.163157 -4.42
265087_at hypothetical protein predicted by genefin--- AT1G03760 -1.42 -0.51 -2.45 0.045337 0.163163 -4.42
250871_at putative protein --- AT5G03930 1.25 0.32 2.45 0.045335 0.163163 -4.42
264770_at unknown protein similar to unknown pro --- AT1G23030 1.52 0.60 2.45 0.045375 0.163277 -4.42
247007_at porin-like protein  ;supported by full-lengVDAC2 AT5G67500 1.27 0.35 2.45 0.045406 0.163361 -4.43
266737_at putative alcohol dehydrogenase  ; suppo--- AT2G47140 1.24 0.32 2.45 0.045422 0.163393 -4.43
256198_at  Myb-family transcription factor, putative --- AT1G58220 -1.31 -0.39 -2.45 0.04543 0.163395 -4.43
255095_at MEKK1/MAP kinase kinase kinase  ; supMEKK1 AT4G08500 1.34 0.43 2.45 0.045448 0.163437 -4.43
252481_at  putative protein DCL PROTEIN, CHLOR--- AT3G46630 -1.26 -0.33 -2.45 0.04549 0.163507 -4.43
257108_x_ahypothetical protein --- --- 1.18 0.24 2.45 0.045481 0.163507 -4.43
266596_at hypothetical protein predicted by gensca--- AT2G46150 1.64 0.71 2.45 0.04549 0.163507 -4.43
265007_s_aExpressed protein ; supported by full-lenRALFL8 AT1G61563 / 1.16 0.22 2.45 0.045524 0.163605 -4.43
266071_at unknown protein --- AT2G18670 / 1.97 0.98 2.45 0.04557 0.163694 -4.43
245806_at light-harvesting complex protein similar tLHCA5 AT1G45474 -1.40 -0.49 -2.45 0.045561 0.163694 -4.43
251857_at  RNA binding protein - like SEB4 protein--- AT3G54770 1.22 0.28 2.45 0.045564 0.163694 -4.43
248378_at unknown protein  ;supported by full-leng--- AT5G51840 -1.20 -0.26 -2.45 0.045583 0.163715 -4.43
265260_at NAM (no apical meristem)-like protein anac042 AT2G43000 2.68 1.42 2.45 0.045595 0.163733 -4.43
258351_at hypothetical protein contains similarity toCNBT1 AT3G17700 1.36 0.44 2.45 0.04565 0.163778 -4.43
263332_at putative snRNP splicing factor  ;supporte--- AT2G03870 -1.20 -0.26 -2.45 0.045662 0.163778 -4.43
260331_at hypothetical protein contains Pfam profil --- AT1G80270 -2.31 -1.21 -2.45 0.045646 0.163778 -4.43
253307_at  putative protein auxin-induced protein, H--- AT4G33670 -1.25 -0.32 -2.45 0.045664 0.163778 -4.43
250828_at unknown protein ; supported by cDNA: g--- AT5G05250 -2.88 -1.53 -2.45 0.045665 0.163778 -4.43
253928_at phosphoprotein phosphatase (PPX-1) PPX1 AT4G26720 -1.22 -0.28 -2.45 0.045652 0.163778 -4.43
263573_at unknown protein similar to A. thaliana hy--- AT2G17150 -1.31 -0.39 -2.45 0.045616 0.163778 -4.43
257465_at hypothetical protein predicted by gensca--- AT1G13040 -1.17 -0.22 -2.45 0.045641 0.163778 -4.43
264602_at putative Ser/Thr protein kinase similar to--- AT1G04700 -1.21 -0.27 -2.45 0.045691 0.163845 -4.43
251282_at  putative protein transcription factor Pti6 CRF6 AT3G61630 -1.60 -0.68 -2.45 0.04575 0.164031 -4.43
251546_at  putative protein predicted proteins, yeas--- AT3G58830 -1.36 -0.44 -2.45 0.045768 0.164070 -4.43
256960_at unknown protein  ;supported by full-leng--- AT3G13510 -1.29 -0.37 -2.44 0.045854 0.164352 -4.43
255601_at  putative protein (fragment) various hypo--- AT4G01030 -1.24 -0.31 -2.44 0.045953 0.164549 -4.44
264625_at hypothetical protein Contains similarity t SNF4 AT1G09020 1.21 0.28 2.44 0.045945 0.164549 -4.44
248810_at disease resistance protein-like ADR1-L3 AT5G47280 1.18 0.24 2.44 0.045936 0.164549 -4.44
262563_at  somatic embryogenesis receptor-like ki SERK2 AT1G34210 -1.28 -0.36 -2.44 0.045946 0.164549 -4.44



261143_at unknown protein ATPUP14 AT1G19770 1.43 0.51 2.44 0.045945 0.164549 -4.44
245556_at HSR201 like protein --- AT4G15400 1.18 0.23 2.44 0.045935 0.164549 -4.44
250702_at peroxidase  ;supported by full-length cD --- AT5G06730 2.88 1.52 2.44 0.045986 0.164644 -4.44
255520_at putative ribosomal protein L19 similar to --- AT4G02230 -1.40 -0.49 -2.44 0.046042 0.164819 -4.44
246906_at Expressed protein ; supported by full-len--- AT5G25475 -1.21 -0.27 -2.44 0.046087 0.164936 -4.44
254703_at putative protein  ; supported by full-lengt--- AT4G17960 -1.31 -0.39 -2.44 0.046097 0.164936 -4.44
263542_at putative protein transport protein SEC23--- AT2G21630 -1.32 -0.40 -2.44 0.046095 0.164936 -4.44
246738_at  replication factor C - like replication factEMB2775 AT5G27740 -1.21 -0.28 -2.44 0.046117 0.164983 -4.44
263786_at putative auxin-responsive protein  ; suppJAR1 AT2G46370 -1.16 -0.21 -2.44 0.046133 0.164988 -4.44
258191_at putative vesicle transport protein similar VTI13 AT3G29100 -1.18 -0.24 -2.44 0.046126 0.164988 -4.44
254652_at  DNA binding-like protein SPF1 protein, WRKY28 AT4G18170 2.54 1.35 2.44 0.046165 0.165076 -4.44
247831_at  putative protein serine/threonine-specifi --- AT5G58540 1.41 0.50 2.44 0.046203 0.165187 -4.44
247178_at Expressed protein ; supported by cDNA --- AT5G65205 -1.57 -0.65 -2.44 0.046256 0.165350 -4.44
265897_at hypothetical protein predicted by genscaMOT1 AT2G25680 1.39 0.48 2.44 0.046294 0.165460 -4.44
264597_at unknown protein --- AT1G04620 -1.30 -0.38 -2.44 0.04634 0.165523 -4.45
252331_s_aserine palmitoyltransferase-like protein SPT1 AT3G48780 / 1.24 0.31 2.44 0.046323 0.165523 -4.45
253863_at  putative protein D.melanogaster P elem--- AT4G27420 1.25 0.32 2.44 0.046348 0.165523 -4.45
266437_at unknown protein --- AT2G43160 1.25 0.32 2.44 0.046341 0.165523 -4.45
247738_at  putative protein myosin heavy chain, Du--- AT5G59210 -1.24 -0.31 -2.44 0.04633 0.165523 -4.45
262881_at unknown protein ; supported by cDNA: g--- AT1G64890 -1.43 -0.51 -2.44 0.046373 0.165588 -4.45
257954_at putative UDP-glucose glucosyltransferas--- AT3G21760 -1.25 -0.32 -2.44 0.046408 0.165687 -4.45
247474_at  putative protein predicted proteins, Arab--- AT5G62280 -3.29 -1.72 -2.44 0.046427 0.165728 -4.45
251656_at  putative protein N-ACETYLGLUCOSAM--- AT3G57170 -1.22 -0.29 -2.44 0.046443 0.165759 -4.45
251414_at hypothetical protein --- AT3G60370 -1.28 -0.36 -2.43 0.0465 0.165918 -4.45
257839_at hypothetical protein --- AT3G25080 -1.18 -0.24 -2.43 0.046502 0.165918 -4.45
265930_at putative spliceosome associated proteinemb2444 AT2G18510 -1.23 -0.30 -2.43 0.046518 0.165950 -4.45
256493_at hypothetical protein predicted by genem--- AT1G31600 -1.26 -0.33 -2.43 0.046533 0.165975 -4.45
266562_at unknown protein --- AT2G23970 1.33 0.41 2.43 0.046552 0.166019 -4.45
260029_at  endoplasmic reticulum alpha-mannosid --- AT1G30000 1.19 0.25 2.43 0.046566 0.166043 -4.45
247870_at calmodulin-binding protein  ; supported b--- AT5G57580 1.19 0.26 2.43 0.046617 0.166198 -4.45
254122_at CER2  ;supported by full-length cDNA: CCER2 AT4G24510 3.07 1.62 2.43 0.046628 0.166211 -4.45
247043_at  protein kinase, 41K (EC 2.7.1.-) (pir||S7SNRK2.3 AT5G66880 -1.37 -0.46 -2.43 0.046666 0.166319 -4.45
253028_at putative protein pde191 AT4G38160 -1.21 -0.28 -2.43 0.046682 0.166352 -4.45
256696_at unknown protein --- AT3G20650 -1.20 -0.26 -2.43 0.04671 0.166400 -4.45
262270_x_a polyprotein, putative similar to polyprote--- --- 1.17 0.22 2.43 0.046706 0.166400 -4.45



264904_s_aputative thioredoxin reductase NTRA AT2G17420 / 1.30 0.38 2.43 0.046732 0.166452 -4.45
259664_at unknown protein ; supported by full-lengAGP21 AT1G55330 3.28 1.71 2.43 0.046769 0.166558 -4.45
253425_at  putative protein myosin heavy chain-B, --- AT4G32190 -1.39 -0.48 -2.43 0.046846 0.166804 -4.46
245235_at  putative protein similarity to predicted p --- AT4G25550 -1.22 -0.29 -2.43 0.04686 0.166831 -4.46
264655_at  unknown protein Similar to Glycine SRCSRC2 AT1G09070 1.51 0.59 2.43 0.046906 0.166967 -4.46
264101_at unknown protein similar to putative CREHAC1 AT1G79000 -1.26 -0.33 -2.43 0.046917 0.166981 -4.46
263689_at  ribonuclease, RNS3 identical to ribonucRNS3 AT1G26820 1.40 0.48 2.43 0.04695 0.167045 -4.46
265501_at putative glucosyltransferase UGT73B4 AT2G15490 1.74 0.80 2.43 0.046944 0.167045 -4.46
262714_s_aunknown protein similar to gb|AJ224359--- AT1G07950 / -1.19 -0.26 -2.43 0.046978 0.167093 -4.46
260441_at unknown protein  ;supported by full-leng--- AT1G68260 1.57 0.65 2.43 0.046985 0.167093 -4.46
248483_at putative protein contains similarity to sel --- AT5G50990 -1.31 -0.39 -2.43 0.04698 0.167093 -4.46
266590_at hypothetical protein predicted by genscaBAG6 AT2G46240 -1.40 -0.48 -2.43 0.047001 0.167122 -4.46
266797_at unknown protein AtGRF1 AT2G22840 -1.55 -0.63 -2.43 0.047051 0.167276 -4.46
252633_x_a putative protein HISTONE DEACETYLAhda17 AT3G44490 / -1.17 -0.22 -2.43 0.047064 0.167293 -4.46
256046_at unknown protein --- AT1G07135 2.16 1.11 2.43 0.047089 0.167357 -4.46
252646_at  protein kinase-like protein protein kinas --- AT3G44610 -1.19 -0.25 -2.43 0.047102 0.167379 -4.46
251054_at  receptor like protein kinase receptor likeLECRKA4.AT5G01540 2.48 1.31 2.43 0.047127 0.167440 -4.46
261278_at hypothetical protein predicted by genemDGL AT1G05800 1.20 0.26 2.42 0.047164 0.167531 -4.46
250728_at putative protein similar to unknown prote--- AT5G06440 -1.25 -0.32 -2.42 0.047167 0.167531 -4.46
258460_at unknown protein ECT6 AT3G17330 -1.27 -0.35 -2.42 0.047188 0.167578 -4.46
263073_at unknown protein  ;supported by full-leng--- AT2G17500 4.51 2.17 2.42 0.047249 0.167769 -4.47
245297_at hypothetical protein ; supported by cDNA--- AT4G16510 -1.25 -0.33 -2.42 0.047257 0.167773 -4.47
266469_at myb-related protein MYB14 AT2G31180 1.21 0.28 2.42 0.047318 0.167962 -4.47
245573_at hypothetical protein --- AT4G14730 -1.17 -0.23 -2.42 0.047335 0.167996 -4.47
265718_at putative WRKY DNA-binding protein  ; s WRKY3 AT2G03340 -1.23 -0.30 -2.42 0.047348 0.168016 -4.47
259121_at unknown protein --- AT3G02220 -1.28 -0.36 -2.42 0.047387 0.168098 -4.47
259528_at hypothetical protein --- AT1G12330 -1.33 -0.41 -2.42 0.047405 0.168098 -4.47
249925_at  putative protein predicted proteins, Hom--- AT5G19150 -1.32 -0.40 -2.42 0.047384 0.168098 -4.47
264357_at hypothetical protein Similar to hypotheticATRRP4 AT1G03360 -1.73 -0.79 -2.42 0.047408 0.168098 -4.47
252017_at  cytochrome P450 - like protein cytochroCYP76G1 AT3G52970 1.23 0.30 2.42 0.047397 0.168098 -4.47
247063_at unknown protein --- AT5G66820 -1.34 -0.42 -2.42 0.04742 0.168113 -4.47
264298_at hypothetical protein contains similarity to--- AT1G78690 -1.22 -0.28 -2.42 0.047455 0.168211 -4.47
267622_at hypothetical protein predicted by gensca--- AT2G39690 1.21 0.27 2.42 0.047468 0.168231 -4.47
257646_at  methionine aminopeptidase, putative si MAP1B AT3G25740 -1.46 -0.54 -2.42 0.047482 0.168256 -4.47
256505_at unknown protein --- AT1G75200 -1.31 -0.39 -2.42 0.047579 0.168447 -4.47



258211_at hypothetical protein predicted by genem--- AT3G17890 -1.30 -0.37 -2.42 0.047595 0.168447 -4.47
252828_at  DnaJ - like protein DnaJ-like protein, Pis--- AT4G39960 -1.24 -0.31 -2.42 0.047565 0.168447 -4.47
263218_at  putative serine/threonine protein kinase--- AT1G30570 -1.29 -0.37 -2.42 0.047572 0.168447 -4.47
250309_at putative protein similar to unknown prote--- AT5G12220 -1.30 -0.38 -2.42 0.047589 0.168447 -4.47
254561_at putative protein  ; supported by cDNA: g--- AT4G19160 1.36 0.45 2.42 0.047566 0.168447 -4.47
262945_at unknown protein ;supported by full-lengt --- AT1G79510 -1.44 -0.52 -2.42 0.047591 0.168447 -4.47
257473_at unknown protein --- AT1G33840 1.30 0.38 2.42 0.04757 0.168447 -4.47
254806_at  putative trehalose-6-phosphate phosph --- AT4G12430 / -1.22 -0.29 -2.42 0.047652 0.168623 -4.47
263036_at hypothetical protein predicted by genem--- AT1G23890 1.25 0.32 2.42 0.047678 0.168688 -4.47
251277_at  dynamin-like protein phragmoplastin 5 -ADL1B AT3G61760 1.16 0.21 2.42 0.047698 0.168706 -4.47
246884_at  putative protein cation transport protein --- AT5G26220 -1.49 -0.57 -2.42 0.047696 0.168706 -4.47
249624_at  putative protein predicted proteins, Arab--- AT5G37570 -1.29 -0.37 -2.42 0.047715 0.168714 -4.48
261625_at hypothetical protein predicted by genem--- AT1G01930 -1.18 -0.24 -2.42 0.047711 0.168714 -4.48
255430_at  putative chloroplast protein import comptic20-IV AT4G03320 1.47 0.56 2.42 0.047742 0.168784 -4.48
257516_at unknown protein ACR4 AT1G69040 -1.36 -0.44 -2.42 0.047764 0.168836 -4.48
260884_at unknown protein similar to unknown pro --- AT1G29240 1.59 0.67 2.42 0.047788 0.168841 -4.48
253414_at putative protein EDA39 AT4G33050 2.59 1.37 2.42 0.047782 0.168841 -4.48
257802_at unknown protein --- AT3G18770 -1.29 -0.37 -2.42 0.047795 0.168841 -4.48
245164_at mitochondrial chaperonin (HSP60) HSP60-2 AT2G33210 -1.60 -0.68 -2.42 0.047792 0.168841 -4.48
250721_at putative protein contains similarity to RN--- AT5G06210 -1.19 -0.25 -2.42 0.047804 0.168845 -4.48
248410_at putative protein similar to unknown prote--- AT5G51570 1.20 0.27 2.41 0.047857 0.169008 -4.48
260358_at unknown protein ; supported by cDNA: g--- AT1G69340 -1.19 -0.25 -2.41 0.047866 0.169015 -4.48
260134_at  Myb-related transcription factor, putativeMYB113 AT1G66370 1.28 0.36 2.41 0.047892 0.169080 -4.48
255590_at  cathepsin B-like cysteine protease, puta--- AT4G01610 1.27 0.35 2.41 0.047919 0.169120 -4.48
246143_at  lipophosphoglycan biosynthetic protein --- AT5G19980 1.32 0.40 2.41 0.047916 0.169120 -4.48
250306_at putative protein similar to unknown prote--- AT5G12170 1.34 0.42 2.41 0.047941 0.169173 -4.48
264662_at putative sucrose/H+ symporter similar toSUT4 AT1G09960 1.32 0.40 2.41 0.047949 0.169175 -4.48
258052_at putative hydrolase predicted by genema--- AT3G16190 -1.24 -0.31 -2.41 0.047958 0.169181 -4.48
257674_at  translational inhibitor protein, putative s --- AT3G20390 -1.20 -0.26 -2.41 0.048042 0.169398 -4.48
262272_at unknown protein ; supported by cDNA: g--- AT1G42440 -1.17 -0.22 -2.41 0.048039 0.169398 -4.48
256041_at unknown protein --- AT1G07230 -1.29 -0.36 -2.41 0.04804 0.169398 -4.48
262216_at hypothetical protein contains similarity to--- AT1G74780 -1.25 -0.33 -2.41 0.048066 0.169458 -4.48
244902_at NADH dehydrogenase subunit 4L --- ATMG00650 -1.24 -0.31 -2.41 0.048097 0.169541 -4.48
260885_at  protein kinase PK4, putative similar to pCIPK18 AT1G29230 1.26 0.34 2.41 0.048122 0.169603 -4.48
257003_at unknown protein  ;supported by full-lengFLU AT3G14110 -1.32 -0.40 -2.41 0.048144 0.169653 -4.48



264910_at  resistance protein, putative similar to re --- AT1G61100 1.50 0.59 2.41 0.048159 0.169679 -4.48
265575_at proline iminopeptidase identical to GP:1 PIP AT2G14260 -1.19 -0.25 -2.41 0.048189 0.169706 -4.49
247830_at  putative protein predicted proteins, Arab--- AT5G58530 -1.36 -0.44 -2.41 0.048188 0.169706 -4.49
246544_at  auxin transport protein - like auxin transPIN8 AT5G15100 1.18 0.24 2.41 0.048178 0.169706 -4.48
249824_at putative protein similar to unknown prote--- AT5G23380 1.20 0.27 2.41 0.048202 0.169728 -4.49
267352_at hypothetical protein predicted by gensca--- AT2G40050 1.18 0.24 2.41 0.048233 0.169809 -4.49
267205_at unknown protein --- AT2G30820 1.23 0.30 2.41 0.048268 0.169908 -4.49
262161_at  signal peptidase subunit, putative simila--- AT1G52600 -1.19 -0.26 -2.41 0.04828 0.169924 -4.49
262588_at  unknown protein Similar to gb|AJ00507 --- AT1G15130 1.22 0.29 2.41 0.048302 0.169973 -4.49
252456_at hypersensitivity-related protein-like prote--- AT3G47170 1.22 0.29 2.41 0.048327 0.170036 -4.49
245312_at Expressed protein ; supported by full-len--- AT4G14600 -1.28 -0.36 -2.41 0.048347 0.170079 -4.49
248106_at putative protein similar to unknown prote--- AT5G55100 1.18 0.24 2.41 0.04837 0.170133 -4.49
264264_at  unknown protein ESTs gb|T04610, gb|N--- AT1G09250 1.53 0.62 2.41 0.048385 0.170150 -4.49
258103_at hypothetical protein contains Pfam profil IPT7 AT3G23630 -1.27 -0.35 -2.41 0.048389 0.170150 -4.49
253926_at hnRNP-like protein  ; supported by cDNA--- AT4G26650 1.20 0.26 2.41 0.048405 0.170171 -4.49
247265_at putative protein strong similarity to unkn CPuORF22AT5G64550 / -1.53 -0.62 -2.41 0.048417 0.170171 -4.49
251627_at  glucan endo-1,3-beta-D-glucosidase-lik BG1 AT3G57270 1.22 0.29 2.41 0.048418 0.170171 -4.49
267016_at hypothetical protein predicted by gensca--- AT2G39160 / 1.20 0.27 2.41 0.048453 0.170267 -4.49
250958_at  laccase precursor - like laccase precursLAC11 AT5G03260 1.83 0.88 2.41 0.048463 0.170279 -4.49
264236_at hypothetical protein predicted by genem--- AT1G54680 1.23 0.29 2.41 0.048488 0.170338 -4.49
261673_at  lipid transfer protein, putative similar to --- AT1G18280 2.15 1.11 2.41 0.048503 0.170365 -4.49
250272_at  callose synthase catalytic subunit -like pATGSL12 AT5G13000 -1.27 -0.34 -2.40 0.048532 0.170441 -4.49
251189_at  putative protein putative mitochondrial c--- AT3G62650 -1.31 -0.39 -2.40 0.048568 0.170538 -4.49
266031_at hypothetical protein predicted by genefin--- --- 1.19 0.25 2.40 0.048577 0.170538 -4.49
263528_at putative peroxidase --- AT2G24800 -1.23 -0.29 -2.40 0.048582 0.170538 -4.49
261037_at lipoxygenase identical to GB:CAB56692LOX3 AT1G17420 2.47 1.30 2.40 0.048598 0.170568 -4.49
250946_at putative protein --- AT5G03420 -1.20 -0.26 -2.40 0.048606 0.170568 -4.49
265451_at unknown protein --- AT2G46490 1.17 0.23 2.40 0.048647 0.170689 -4.49
246591_at  putative cation transport protein putative--- AT5G14880 -1.26 -0.33 -2.40 0.048679 0.170774 -4.50
250198_at  expressed protein contains similarity to NAP14 AT5G14100 -1.35 -0.43 -2.40 0.048721 0.170867 -4.50
AFFX-LysX-B. subtilis /GEN=lys /DB_XREF=gb:X17--- --- -1.38 -0.46 -2.40 0.048716 0.170867 -4.50
251161_at  putative protein hypothetical protein Sb2--- AT3G63290 -1.23 -0.29 -2.40 0.048729 0.170870 -4.50
248785_at unknown protein --- AT5G47400 -1.17 -0.22 -2.40 0.048752 0.170870 -4.50
258945_at  calmodulin-domain protein kinase CDP CPK2 AT3G10660 1.17 0.23 2.40 0.048737 0.170870 -4.50
257521_at hypothetical protein predicted by genefin--- AT3G09140 1.18 0.23 2.40 0.048748 0.170870 -4.50



263856_at unknown protein --- AT2G04410 -1.30 -0.38 -2.40 0.048797 0.170932 -4.50
250130_at amylogenin; reversibly glycosylatable po--- AT5G16510 1.30 0.38 2.40 0.048793 0.170932 -4.50
250599_at unknown protein  ; supported by cDNA: --- AT5G07730 1.30 0.38 2.40 0.048799 0.170932 -4.50
256437_s_aputative clathrin heavy chain similar to c --- AT3G08530 / 1.18 0.23 2.40 0.04878 0.170932 -4.50
264952_at  Tub family protein, putative contains PfaAtTLP1 AT1G76900 1.18 0.24 2.40 0.048827 0.171003 -4.50
260388_at  hypothetical protein predicted by gensc --- AT1G74070 -1.48 -0.57 -2.40 0.04884 0.171024 -4.50
252184_at steroid 22-alpha-hydroxylase (DWF4)  ; DWF4 AT3G50660 -1.30 -0.38 -2.40 0.048853 0.171041 -4.50
250829_at  disease resistance - like protein rpp8, AADR1-L2 AT5G04720 1.25 0.33 2.40 0.048892 0.171126 -4.50
247060_at succinate dehydrogenase flavoprotein a SDH1-1 AT5G66760 1.80 0.85 2.40 0.04889 0.171126 -4.50
259724_at putative serine/threonine-protein kinase SNRK2.10 AT1G60940 -1.29 -0.37 -2.40 0.048993 0.171430 -4.50
262117_at  ribosomal protein L19, putative similar t emb2386 AT1G02780 -1.27 -0.35 -2.40 0.048994 0.171430 -4.50
248768_at 60S acidic ribosomal protein P1-like pro --- AT5G47700 -1.38 -0.47 -2.40 0.049013 0.171443 -4.50
253840_at  putative acyl-CoA binding protein strongACBP2 AT4G27780 1.28 0.35 2.40 0.049005 0.171443 -4.50
248549_at putative protein contains similarity to unk--- AT5G50310 -1.20 -0.27 -2.40 0.049028 0.171470 -4.50
250794_at putative protein contains similarity to cha--- AT5G05270 1.20 0.26 2.40 0.04904 0.171486 -4.50
254192_at  acyl-CoA synthetase - like protein acyl-C--- AT4G23850 1.21 0.28 2.40 0.049061 0.171532 -4.50
266014_s_ahypothetical protein --- AT2G07722 -1.49 -0.58 -2.40 0.049082 0.171580 -4.50
252946_at Expressed protein ; supported by full-len--- AT4G39235 -1.36 -0.45 -2.40 0.049142 0.171762 -4.50
256906_at hypothetical protein contains Pfam profil --- AT3G24000 -1.27 -0.34 -2.40 0.049152 0.171771 -4.51
249633_at  sucrose synthase-like protein sucrose sSUS5 AT5G37180 -1.19 -0.25 -2.40 0.04921 0.171920 -4.51
256522_at unknown protein ;supported by full-lengtCMPG1 AT1G66160 2.69 1.43 2.40 0.049207 0.171920 -4.51
258091_at hypothetical protein predicted by genma--- AT3G14560 1.82 0.86 2.39 0.049217 0.171920 -4.51
255639_at putative protein APRR8 AT4G00760 -1.27 -0.35 -2.39 0.049315 0.172209 -4.51
254967_at  putative protein various predicted prote --- AT4G10410 1.20 0.26 2.39 0.049312 0.172209 -4.51
249119_at unknown protein  ;supported by full-leng--- AT5G43720 -1.16 -0.22 -2.39 0.049361 0.172292 -4.51
253864_at hypothetical protein --- AT4G27460 1.26 0.33 2.39 0.049347 0.172292 -4.51
254634_at  putative protein transcription factor OBF--- AT4G18650 1.23 0.30 2.39 0.049355 0.172292 -4.51
256782_at  dirigent protein, putative similar to dirige--- AT3G13660 1.17 0.22 2.39 0.049393 0.172376 -4.51
258657_at hypothetical protein predicted by gensca--- AT3G09890 -1.33 -0.41 -2.39 0.049417 0.172433 -4.51
247300_at unknown protein FCLY AT5G63910 -1.23 -0.29 -2.39 0.049487 0.172654 -4.51
252458_at  putative protein various predicted prote --- AT3G47210 1.20 0.26 2.39 0.049503 0.172681 -4.51
255038_at  neutral invertase like protein Daucus caCINV2 AT4G09510 -1.55 -0.63 -2.39 0.049512 0.172688 -4.51
245398_at hydroxyproline-rich glycoprotein homolo --- AT4G14900 1.37 0.46 2.39 0.049581 0.172753 -4.51
250293_s_a auxin reponsive - like protein Nt-gh3 de --- AT5G13360 / 1.56 0.64 2.39 0.049556 0.172753 -4.51
266330_at unknown protein  ; supported by cDNA: MLP329 AT2G01530 -1.35 -0.43 -2.39 0.049613 0.172753 -4.51



263687_at unknown protein  ;supported by full-leng--- AT1G26940 -1.31 -0.39 -2.39 0.049618 0.172753 -4.51
257010_at Expressed protein ; supported by cDNA ATEXO70DAT3G14090 1.35 0.43 2.39 0.049622 0.172753 -4.51
260489_at hypothetical protein ; supported by cDNA--- AT1G51610 -1.20 -0.26 -2.39 0.049578 0.172753 -4.51
265969_at En/Spm-like transposon protein related t--- --- 1.21 0.27 2.39 0.049588 0.172753 -4.51
260394_at putative transcription factor similar to OSMYB122 AT1G74080 2.59 1.37 2.39 0.049597 0.172753 -4.51
266945_at hypothetical protein predicted by genefinVEL2 AT2G18880 1.18 0.24 2.39 0.049564 0.172753 -4.51
252681_at  NAC domain -like protein Tobacco elicitanac061 AT3G44350 1.25 0.32 2.39 0.049601 0.172753 -4.51
264135_at  S-locus protein, putative similar to S-loc--- AT1G79030 -1.20 -0.26 -2.39 0.049585 0.172753 -4.51
254685_at  SAUR-AC - like protein (small auxin up --- AT4G13790 1.63 0.71 2.39 0.049556 0.172753 -4.51
252316_at  putative protein PrMC3 - Pinus radiata,PATCXE13 AT3G48700 1.20 0.26 2.39 0.049655 0.172840 -4.52
247452_at H-protein promoter binding factor-like pr CDF1 AT5G62430 -1.35 -0.43 -2.39 0.049699 0.172969 -4.52
246002_at  ripening-related protein - like grip28 ripe--- AT5G20740 1.51 0.60 2.39 0.049718 0.173010 -4.52
259284_at putative cell division related protein simi --- AT3G11450 1.24 0.31 2.39 0.049775 0.173180 -4.52
258973_at putative cytochrome P450 similar to cytoCYP94B2 AT3G01900 1.23 0.30 2.39 0.049843 0.173365 -4.52
261353_at hypothetical protein contains similarity to--- AT1G79600 1.33 0.41 2.39 0.049842 0.173365 -4.52
248557_at  transport inhibitor response 1 (TIR1), puAFB5 AT5G49980 -1.24 -0.31 -2.38 0.049938 0.173669 -4.52
266315_at unknown protein  ; supported by cDNA: SE AT2G27100 -1.17 -0.23 -2.38 0.049973 0.173682 -4.52
248884_at putative protein similar to unknown prote--- AT5G46030 -1.17 -0.23 -2.38 0.049954 0.173682 -4.52
264542_at hypothetical protein predicted by genem--- AT1G55830 -1.17 -0.23 -2.38 0.049969 0.173682 -4.52
257660_at unknown protein  ; supported by cDNA: WIP3 AT3G13360 -1.17 -0.22 -2.38 0.04996 0.173682 -4.52
253809_at  putative (1-4)-beta-mannan endohydrol --- AT4G28320 -1.30 -0.38 -2.38 0.050033 0.173864 -4.52
249136_at putative protein similar to unknown prote--- AT5G43180 -1.41 -0.50 -2.38 0.050075 0.173986 -4.52
259318_at unknown protein similar to HYP1 GB:CAHYP1 AT3G01100 -1.27 -0.35 -2.38 0.050121 0.174020 -4.52
245913_at predicted protein --- AT5G19860 1.23 0.29 2.38 0.05012 0.174020 -4.52
258570_at  phosphoenolpyruvate carboxylase kinasPPCK2 AT3G04530 1.27 0.34 2.38 0.050107 0.174020 -4.52
249751_at putative protein similar to unknown prote--- AT5G24650 -1.27 -0.35 -2.38 0.050131 0.174020 -4.53
250860_at  amino acid transport - like protein aminoCAT6 AT5G04770 1.51 0.59 2.38 0.050106 0.174020 -4.52
249160_at putative protein similar to unknown prote--- AT5G42660 -1.19 -0.25 -2.38 0.050126 0.174020 -4.52
245954_at  far-red impaired response protein (FAR FRS10 AT5G28530 -1.23 -0.30 -2.38 0.050167 0.174120 -4.53
261341_s_aputative purple acid phosphatase similarPAP5 AT1G52940 / 1.16 0.21 2.38 0.050205 0.174224 -4.53
265245_at unknown protein --- AT2G43060 -1.43 -0.52 -2.38 0.05028 0.174406 -4.53
248630_at putative protein strong similarity to unkn --- AT5G48990 -1.21 -0.28 -2.38 0.050266 0.174406 -4.53
258228_at unknown protein similar to unknown pro --- AT3G27610 1.18 0.24 2.38 0.050277 0.174406 -4.53
253005_at hypothetical protein  ;supported by full-le--- AT4G38100 -1.35 -0.43 -2.38 0.05034 0.174586 -4.53
265814_at  hypothetical protein similar to hypothetic--- AT2G17930 -1.21 -0.28 -2.38 0.050353 0.174606 -4.53



246841_at  nectarin - like protein nectarin I precurso--- AT5G26700 1.42 0.51 2.38 0.050364 0.174617 -4.53
253922_at putative protein  ; supported by cDNA: gVTC2 AT4G26850 -1.34 -0.43 -2.38 0.050373 0.174620 -4.53
266553_at unknown protein  ; supported by cDNA: --- AT2G46170 1.25 0.32 2.38 0.050467 0.174920 -4.53
246511_at  UDP-glucose dehydrogenase-like prote--- AT5G15490 1.57 0.65 2.38 0.050476 0.174926 -4.53
255143_at putative protein several hypothetical pro --- AT4G08430 1.15 0.20 2.38 0.050551 0.175157 -4.53
264947_at  heat shock protein DnaJ, putative simila--- AT1G77020 1.28 0.35 2.38 0.050572 0.175206 -4.53
247272_at  GTP cyclohydrolase II; 3,4-dihydroxy-2---- AT5G14040 / 1.67 0.74 2.38 0.050595 0.175258 -4.53
248165_at putative protein similar to unknown protePHOS32 AT5G54430 -1.26 -0.33 -2.38 0.050655 0.175438 -4.54
255599_at  cyclic nucleotide gated channel (CNGC ATCNGC1AT4G01010 1.47 0.56 2.37 0.050699 0.175463 -4.54
246867_at  putative protein various predicted prote --- AT5G25990 -1.17 -0.23 -2.37 0.050699 0.175463 -4.54
260097_at putative transporter similar to organic caAtOCT1 AT1G73220 3.03 1.60 2.37 0.050701 0.175463 -4.54
261889_at unknown protein --- AT1G80810 -1.23 -0.30 -2.37 0.050685 0.175463 -4.54
AFFX-PheX B. subtilis /GEN=pheA /DB_XREF=gb:M--- --- -1.52 -0.60 -2.37 0.050699 0.175463 -4.54
261407_at unknown protein ;supported by full-lengt --- AT1G18810 -1.36 -0.44 -2.37 0.050713 0.175481 -4.54
258402_at unknown protein very similar to unknown--- AT3G15450 1.57 0.65 2.37 0.050764 0.175630 -4.54
266314_at Argonaute (AGO1)-like protein  ; suppor AGO4 AT2G27040 -1.30 -0.37 -2.37 0.050854 0.175913 -4.54
247502_at  putative protein predicted proteins, Arab--- AT5G61940 -1.19 -0.25 -2.37 0.050862 0.175915 -4.54
249554_at  CRS2 -like protein CRS2, Zea mays, EM--- AT5G38290 -1.59 -0.67 -2.37 0.050903 0.176031 -4.54
266139_at Expressed protein ; supported by full-len--- AT2G28085 1.49 0.57 2.37 0.050986 0.176289 -4.54
264948_at  RNA helicase, putative similar to RNA h--- AT1G77030 1.19 0.25 2.37 0.051018 0.176373 -4.54
261440_at hypothetical protein predicted by genem--- AT1G28510 1.20 0.27 2.37 0.051026 0.176377 -4.54
264533_s_a H+/Ca2+ antiporter, putative similar to  CAX5 AT1G55720 / 1.21 0.28 2.37 0.051094 0.176584 -4.54
251467_at putative protein putative proteins - Arabi --- AT3G59470 -1.26 -0.33 -2.37 0.051118 0.176614 -4.54
260301_at hypothetical protein  ;supported by full-le--- AT1G80290 1.24 0.31 2.37 0.051118 0.176614 -4.54
260254_at putative glycerophosphodiester phospho--- AT1G74210 1.20 0.26 2.37 0.051162 0.176725 -4.55
256158_at hypothetical protein contains similarity toATPSK1 AT1G13590 1.19 0.26 2.37 0.051166 0.176725 -4.55
261861_at hypothetical protein predicted by genem--- AT1G50450 -1.49 -0.58 -2.37 0.051176 0.176735 -4.55
258243_at carbamoyl phosphate synthetase small sCARA AT3G27740 -1.33 -0.41 -2.37 0.051203 0.176746 -4.55
245665_at unknown protein ;supported by full-lengt --- AT1G28250 1.23 0.30 2.37 0.051193 0.176746 -4.55
267073_at unknown protein --- AT2G41160 1.28 0.35 2.37 0.051211 0.176746 -4.55
249618_at  putative protein predicted proteins, Arab--- AT5G37490 3.31 1.73 2.37 0.051208 0.176746 -4.55
251854_at  putative protein various predicted prote --- AT3G54800 1.19 0.25 2.37 0.051269 0.176920 -4.55
254469_at hypothetical protein --- AT4G20470 1.20 0.26 2.37 0.051287 0.176957 -4.55
253618_at  nodulin-like protein MtN21 gene produc--- AT4G30420 -1.16 -0.22 -2.37 0.051295 0.176957 -4.55
245420_at hypothetical protein --- AT4G17410 -1.23 -0.30 -2.37 0.051329 0.177047 -4.55



247017_at putative protein similar to unknown prote--- AT5G66980 1.16 0.22 2.36 0.051396 0.177253 -4.55
263584_at NAM (no apical meristem)-like protein sianac036 AT2G17040 1.82 0.86 2.36 0.051425 0.177326 -4.55
259340_at hypothetical protein predicted using gen PYK10 AT3G03870 / -1.24 -0.31 -2.36 0.051487 0.177444 -4.55
255890_at rhodanese-like family protein predicted b--- AT1G17850 -1.39 -0.47 -2.36 0.051498 0.177444 -4.55
264589_at hypothetical protein --- AT2G17650 -1.27 -0.35 -2.36 0.05149 0.177444 -4.55
259804_at  cytosolic factor, putative similar to GI:80--- AT1G72160 -1.42 -0.50 -2.36 0.051492 0.177444 -4.55
253012_at  putative protein Caenorhabditis elegans--- AT4G37900 1.21 0.28 2.36 0.051487 0.177444 -4.55
255020_at  isoleucine-tRNA ligase - like protein iso --- AT4G10320 -1.16 -0.21 -2.36 0.051575 0.177571 -4.55
261846_at hypothetical protein similar to hypothetic--- AT1G11540 1.23 0.30 2.36 0.051582 0.177571 -4.55
264879_at  cotton fiber expressed protein, putative --- AT1G61260 1.56 0.64 2.36 0.051571 0.177571 -4.55
262659_at  putative nucleoside triphosphatase simi --- AT1G14240 1.21 0.27 2.36 0.051569 0.177571 -4.55
256854_at hypothetical protein predicted by genem--- AT3G15180 -1.19 -0.26 -2.36 0.051572 0.177571 -4.55
261194_at  unknown protein contains Pfam profiles--- AT1G12770 / -1.15 -0.20 -2.36 0.051571 0.177571 -4.55
253829_at  Medicago nodulin N21-like protein MtN2--- AT4G28040 1.91 0.93 2.36 0.051597 0.177597 -4.55
253366_at  putative protein predicted protein, Arabi --- AT4G33180 1.28 0.36 2.36 0.051617 0.177639 -4.55
256071_at  ubiquitin, putative similar to ubiquitin GI --- AT1G13640 -1.34 -0.42 -2.36 0.051628 0.177651 -4.55
259909_at unknown protein ; supported by full-lengMEE9 AT1G60870 -1.19 -0.25 -2.36 0.051643 0.177673 -4.55
253116_at  putative protein CRP1, Zea mays, gb:A --- AT4G35850 -1.42 -0.50 -2.36 0.051654 0.177686 -4.56
252866_at putative protein --- AT4G39840 1.69 0.75 2.36 0.051719 0.177877 -4.56
259775_at hypothetical protein predicted by genem--- AT1G29530 -1.38 -0.47 -2.36 0.051725 0.177877 -4.56
266991_at putative CDP-diacylglycerol--glycerol-3- PGP1 AT2G39290 -1.16 -0.22 -2.36 0.051756 0.177954 -4.56
255473_at putative protein similar to several protein--- AT4G02450 -1.18 -0.23 -2.36 0.051808 0.178000 -4.56
259338_at s-syntaxin-like protein similar to s-syntaxSYP131 AT3G03800 1.18 0.23 2.36 0.051783 0.178000 -4.56
267470_at cinnamate-4-hydroxylase molecular marC4H AT2G30490 1.70 0.76 2.36 0.051799 0.178000 -4.56
255498_at  putative vacuolar ATPase similar to vac--- AT4G02620 1.15 0.20 2.36 0.051804 0.178000 -4.56
257375_at unknown protein --- AT2G38640 1.75 0.80 2.36 0.051805 0.178000 -4.56
245416_at putative protein --- AT4G17350 -1.25 -0.32 -2.36 0.051882 0.178110 -4.56
247519_at  NAM, no apical meristem, - like protein ANAC100 AT5G61430 1.26 0.33 2.36 0.051887 0.178110 -4.56
248349_at progesterone-binding protein-like  ; suppMSBP1 AT5G52240 1.30 0.38 2.36 0.051865 0.178110 -4.56
256233_at ankyrin-like protein contains Pfam profileITN1 AT3G12360 1.18 0.23 2.36 0.05188 0.178110 -4.56
251603_at  putative protein wall-associated kinase --- AT3G57760 1.62 0.69 2.36 0.051859 0.178110 -4.56
260133_at  ethylene-response protein, ETR1 identi ETR1 AT1G66340 1.17 0.22 2.36 0.051861 0.178110 -4.56
261402_at  wall-associated kinase 4, putative similaRFO1 AT1G79670 1.40 0.48 2.36 0.051903 0.178139 -4.56
258797_at auxin-induced protein identical to GB:AAIAA16 AT3G04730 -1.31 -0.39 -2.36 0.051937 0.178174 -4.56
260182_at unknown protein similar to IFA-binding p--- AT1G70750 1.23 0.29 2.36 0.051932 0.178174 -4.56



253003_s_a putative protein tapetum specific protein--- AT4G38300 / -1.23 -0.30 -2.36 0.051924 0.178174 -4.56
248795_at Myb-related transcription activator-like  ; --- AT5G47390 -1.17 -0.23 -2.36 0.051987 0.178319 -4.56
248508_at histone acetyltransferase  ;supported byELO3 AT5G50320 -1.29 -0.36 -2.36 0.052003 0.178319 -4.56
252323_at  putative protein probable transcription r KING1 AT3G48530 -1.34 -0.42 -2.36 0.051996 0.178319 -4.56
262592_at unknown protein ESTs gb|H37295 and g--- AT1G15400 1.31 0.39 2.36 0.052015 0.178334 -4.56
255240_at coded for by A. thaliana cDNA Z18000  IBR1 AT4G05530 -1.20 -0.26 -2.36 0.052096 0.178559 -4.56
260356_at unknown protein  ; supported by full-lengATMINE1 AT1G69390 -1.20 -0.27 -2.36 0.052091 0.178559 -4.56
249010_at unknown protein  ; supported by cDNA: --- AT5G44580 -1.38 -0.47 -2.36 0.052112 0.178588 -4.56
261955_at  proteasome regulatory subunit, putativeRPN12a AT1G64520 -1.17 -0.23 -2.35 0.052144 0.178671 -4.56
261524_at hypothetical protein predicted by genem--- AT1G14300 -1.24 -0.31 -2.35 0.052177 0.178757 -4.57
260912_at ATP-dependent Clp protease proteolyticCLPP5 AT1G02560 -1.19 -0.25 -2.35 0.052245 0.178937 -4.57
262965_at hypothetical protein predicted by genem--- AT1G54310 -1.30 -0.37 -2.35 0.052245 0.178937 -4.57
261405_at unknown protein ;supported by full-lengt --- AT1G18740 1.47 0.55 2.35 0.052276 0.179016 -4.57
247907_at unknown protein --- AT5G57460 1.18 0.24 2.35 0.052286 0.179022 -4.57
260171_at hypothetical protein predicted by gensca--- AT1G71910 1.59 0.67 2.35 0.052298 0.179035 -4.57
261021_at hypothetical protein similar to reticuline o--- AT1G26380 2.39 1.26 2.35 0.052334 0.179107 -4.57
250502_at heat shock protein 70 (Hsc70-5)  ; suppoMTHSC70 AT5G09590 -1.52 -0.60 -2.35 0.052335 0.179107 -4.57
245460_at disease resistance RPP5 like protein (fraRLM3 AT4G16990 -1.45 -0.54 -2.35 0.052356 0.179141 -4.57
266532_at putative glucosyltransferase  ;supported --- AT2G16890 2.61 1.38 2.35 0.05236 0.179141 -4.57
254892_at putative protein other hypothetical prote --- AT4G11800 1.25 0.32 2.35 0.052387 0.179205 -4.57
255136_s_a putative protein chromatin structural pro--- AT4G08350 / -1.24 -0.31 -2.35 0.052413 0.179267 -4.57
253464_at putative protein  ; supported by full-lengt--- AT4G32030 1.28 0.36 2.35 0.052443 0.179318 -4.57
254867_at hypothetical proteins --- AT4G12240 -1.31 -0.39 -2.35 0.052442 0.179318 -4.57
256819_at unknown protein contains Pfam profile: P--- AT3G21390 -1.19 -0.25 -2.35 0.052455 0.179324 -4.57
265299_at putative retroelement pol polyprotein con--- --- 1.32 0.40 2.35 0.052461 0.179324 -4.57
251901_at  putative protein axi1 protein, Nicotiana t--- AT3G54100 1.26 0.33 2.35 0.052478 0.179358 -4.57
259237_at putative 2-cys peroxiredoxin BAS1 precu--- AT3G11630 -1.30 -0.38 -2.35 0.052512 0.179410 -4.57
257865_at  protein kinase, putative contains Pfam p--- AT3G17750 -1.17 -0.22 -2.35 0.052525 0.179410 -4.57
247946_at putative protein similar to unknown proteCIA2 AT5G57180 -1.64 -0.72 -2.35 0.052519 0.179410 -4.57
252445_at  beta-D-glucan exohydrolase - like prote--- AT3G47000 -1.21 -0.28 -2.35 0.052516 0.179410 -4.57
257051_at squamosa promoter binding protein-like SPL5 AT3G15270 -1.79 -0.84 -2.35 0.052534 0.179412 -4.57
256250_at  integral membrane protein, putative con--- AT3G11320 1.29 0.36 2.35 0.052572 0.179516 -4.57
256545_at hypothetical protein predicted by genem--- --- -1.21 -0.28 -2.35 0.052605 0.179575 -4.57
256038_at hypothetical protein similar to polygalact --- AT1G19170 -1.25 -0.32 -2.35 0.052604 0.179575 -4.57
248831_at putative protein contains similarity to SE--- AT5G47160 -1.22 -0.29 -2.35 0.052616 0.179584 -4.57



255452_at  hypothetical protein similar to A. thalian --- AT4G02880 -1.18 -0.24 -2.35 0.052633 0.179590 -4.57
251086_at  putative protein hypothetical protein At2--- AT5G01450 1.29 0.36 2.35 0.052628 0.179590 -4.57
252013_at putative protein --- AT3G52860 -1.19 -0.25 -2.35 0.052653 0.179632 -4.57
251803_at  putative protein predicted proteins, Arab--- AT3G55350 -1.28 -0.35 -2.35 0.052698 0.179733 -4.58
261857_at hypothetical protein predicted by gensca--- AT1G50620 -1.53 -0.62 -2.35 0.052695 0.179733 -4.58
250340_at  putative protein predicted proteins in Sy--- AT5G11840 -1.29 -0.37 -2.35 0.052743 0.179831 -4.58
254214_at  putative potassium transport protein (TRTRH1 AT4G23640 1.24 0.31 2.35 0.052739 0.179831 -4.58
263648_at hypothetical protein predicted by gensca--- AT1G04390 -1.26 -0.33 -2.35 0.052779 0.179927 -4.58
264055_at putative protein kinase contains a protei --- AT2G28590 -1.24 -0.31 -2.35 0.052803 0.179982 -4.58
260351_at hypothetical protein predicated by gensc--- AT1G69380 -1.48 -0.57 -2.35 0.052826 0.180030 -4.58
257969_at hypothetical protein predicted by genem--- AT3G27520 -1.38 -0.47 -2.35 0.052836 0.180030 -4.58
263660_at  unknown protein ESTs gb|N65789,gb|TMPI7 AT1G04260 1.20 0.26 2.35 0.052841 0.180030 -4.58
261046_at  flavonol 3-o-glucosyltransferase, putativ--- AT1G01390 -1.34 -0.42 -2.35 0.052896 0.180155 -4.58
256917_at  unknown protein contains Pfam profile: --- AT3G18930 1.18 0.24 2.35 0.052893 0.180155 -4.58
250843_at  putative RNA-binding protein astrocytic BTR1L AT5G04430 -1.18 -0.24 -2.34 0.052901 0.180155 -4.58
266772_s_apredicted by genefinder --- AT2G03020 / -1.34 -0.43 -2.34 0.052915 0.180176 -4.58
257634_s_a cytochrome P450, putative similar to cy CYP71B19AT3G26170 / 1.46 0.55 2.34 0.052966 0.180178 -4.58
265283_at unknown protein predicted by genefindeMUR3 AT2G20370 1.32 0.41 2.34 0.052977 0.180178 -4.58
256826_at hypothetical protein predicted by genem--- AT3G18540 1.16 0.22 2.34 0.052925 0.180178 -4.58
258822_s_aunknown protein contains Pfam profile: P--- AT3G07220 / -1.38 -0.46 -2.34 0.052988 0.180178 -4.58
249958_at  plasma membrane associated protein - --- AT5G18970 1.30 0.38 2.34 0.052957 0.180178 -4.58
265102_at putative peroxidase similar to cationic pe--- AT1G30870 1.23 0.29 2.34 0.052989 0.180178 -4.58
266696_at copia-like retroelement pol polyprotein  ; --- AT2G19680 -1.25 -0.32 -2.34 0.052935 0.180178 -4.58
246024_at  putative protein predicted protein - Arab--- AT5G21130 1.25 0.32 2.34 0.052995 0.180178 -4.58
262481_at  unknown protein Location of ests 147K6--- AT1G17080 1.22 0.28 2.34 0.052951 0.180178 -4.58
262579_at hypothetical protein predicted by gensca--- AT1G15320 -1.18 -0.24 -2.34 0.052981 0.180178 -4.58
246198_at geranylgeranyl pyrophosphate synthaseGGPS1 AT4G36810 -1.29 -0.36 -2.34 0.053015 0.180198 -4.58
247708_at  putative protein COP1-interacting prote --- AT5G59550 2.04 1.03 2.34 0.053016 0.180198 -4.58
259480_at hypothetical protein predicted by gensca--- AT1G19010 1.30 0.38 2.34 0.053037 0.180239 -4.58
246840_at putative protein  ;supported by full-length--- AT5G26610 -1.16 -0.21 -2.34 0.053046 0.180243 -4.58
253043_at  putative protein predicted protein, ArabiLBD39 AT4G37540 -1.43 -0.52 -2.34 0.053059 0.180261 -4.58
252797_at putative protein --- --- 1.30 0.37 2.34 0.053082 0.180313 -4.58
247394_at  putative protein predicted proteins, Arab--- AT5G62860 1.48 0.56 2.34 0.053092 0.180319 -4.58
246230_at SCARECROW-like protein --- AT4G36710 -1.19 -0.26 -2.34 0.053116 0.180345 -4.58
247771_at  Ran binding protein 1 homolog - like RaRANBP1 AT5G58590 -1.23 -0.30 -2.34 0.05313 0.180345 -4.58



259229_at unknown protein similar to transcriptionaADA2A AT3G07740 -1.27 -0.34 -2.34 0.053131 0.180345 -4.58
257437_s_ahypothetical protein predicted by gensca--- AT2G16290 / -1.19 -0.26 -2.34 0.053115 0.180345 -4.58
255794_at putative NAM (no apical meristem)-like pANAC041 AT2G33480 1.54 0.62 2.34 0.053147 0.180372 -4.58
248433_at putative protein strong similarity to unkn --- AT5G51400 1.18 0.24 2.34 0.053162 0.180375 -4.58
264791_at predicted protein --- AT2G17845 -1.16 -0.22 -2.34 0.053163 0.180375 -4.58
261701_at hypothetical protein similar to hypotheticHAF01 AT1G32750 -1.16 -0.21 -2.34 0.053224 0.180470 -4.59
255042_at  putative protein hypothetical protein T17--- AT4G09630 1.20 0.26 2.34 0.05322 0.180470 -4.59
257474_at  DNA-3-methyladenine glycosidase, puta--- AT1G80850 1.24 0.30 2.34 0.05322 0.180470 -4.59
262090_at  CREB-binding protein, putative similar tHAC4 AT1G55970 -1.21 -0.27 -2.34 0.053231 0.180470 -4.59
259111_at alpha subunit of F-actin capping protein --- AT3G05520 -1.27 -0.35 -2.34 0.053217 0.180470 -4.59
249585_at  5-oxoprolinase -like protein 5-oxoprolinaOXP1 AT5G37830 -1.20 -0.26 -2.34 0.05327 0.180558 -4.59
255578_at  predicted protein of unknown function s --- AT4G01450 -1.52 -0.60 -2.34 0.053279 0.180558 -4.59
251530_at putative protein several hypothetical pro --- AT3G58520 -1.30 -0.38 -2.34 0.053283 0.180558 -4.59
260719_at unknown protein --- AT1G48090 -1.26 -0.34 -2.34 0.053297 0.180558 -4.59
249211_at putative protein similar to unknown prote--- AT5G42680 -1.50 -0.58 -2.34 0.053294 0.180558 -4.59
251383_at  beta-tubulin cofactor - like protein beta- TTN1 AT3G60740 -1.34 -0.43 -2.34 0.053316 0.180569 -4.59
266844_at hypothetical protein predicted by genefin--- AT2G26120 -1.22 -0.29 -2.34 0.053316 0.180569 -4.59
266704_at putative N-acetyl-gamma-glutamyl-phos --- AT2G19940 -1.25 -0.33 -2.34 0.053328 0.180573 -4.59
260488_at  flowering protein CONSTANS, putative TIFY2A AT1G51600 -1.26 -0.34 -2.34 0.053333 0.180573 -4.59
247805_at ATGP1-like protein ATYKT62 AT5G58180 1.33 0.41 2.34 0.053356 0.180624 -4.59
249575_at  low-molecular-weight heat shock protei --- AT5G37670 -1.33 -0.41 -2.34 0.053408 0.180735 -4.59
260878_at scarecrow-like 1 identical to scarecrow-l SCL1 AT1G21450 1.31 0.39 2.34 0.053423 0.180735 -4.59
264686_at  shaggy-like protien kinase, kappa Ident ATSK41 AT1G09840 -1.16 -0.22 -2.34 0.053424 0.180735 -4.59
261403_at unknown protein ;supported by full-lengtSYP52 AT1G79590 -1.18 -0.23 -2.34 0.053428 0.180735 -4.59
257217_at phosphoenolpyruvate carboxylase (PPCATPPC3 AT3G14940 -1.30 -0.38 -2.34 0.053398 0.180735 -4.59
262764_at putative cytochrome P450 monooxygenaCYP86C3 AT1G13140 1.19 0.26 2.34 0.053474 0.180862 -4.59
255019_at  putative protein IB1C3-1 protein, Arabid--- AT4G10210 1.19 0.25 2.34 0.053501 0.180929 -4.59
246378_at  integral membrane protein, putative sim--- AT1G57620 1.18 0.24 2.34 0.053522 0.180972 -4.59
256524_at  glutamine synthetase, putative similar toATGSR2 AT1G66200 1.22 0.29 2.33 0.053685 0.181476 -4.59
265668_at putative alanine acetyl transferase  ;sup --- AT2G32020 1.95 0.97 2.33 0.053687 0.181476 -4.59
252822_at Expressed protein ; supported by full-len--- AT4G39955 -1.24 -0.31 -2.33 0.053728 0.181574 -4.59
255792_at AT-hook DNA-binding protein (AHP1) al --- AT2G33620 -1.26 -0.34 -2.33 0.053732 0.181574 -4.59
247098_at GTP-binding protein-like --- AT5G66470 -1.35 -0.43 -2.33 0.053751 0.181613 -4.60
253046_at  cytochrome P450 - like protein cytochroCYP81D8 AT4G37370 2.13 1.09 2.33 0.053773 0.181661 -4.60
260890_at cysteine proteinase contains similarity to--- AT1G29090 1.31 0.39 2.33 0.053808 0.181750 -4.60



252613_at  putative protein hypothetical protein At2--- AT3G45190 -1.17 -0.22 -2.33 0.05395 0.182201 -4.60
261448_at  tonoplast intrinsic protein, alpha (alpha- --- AT1G21140 1.35 0.43 2.33 0.054086 0.182636 -4.60
263291_at unknown protein --- AT2G10920 -1.20 -0.26 -2.33 0.054105 0.182673 -4.60
266416_at unknown protein  ; supported by full-leng--- AT2G38710 1.31 0.39 2.33 0.054138 0.182756 -4.60
248225_at unknown protein --- AT5G53740 1.19 0.26 2.33 0.054197 0.182928 -4.60
259449_at hypothetical protein similar to putative sa--- AT1G13800 -1.24 -0.31 -2.33 0.054231 0.183018 -4.60
261414_at Expressed protein ; supported by full-len--- AT1G07795 1.32 0.40 2.33 0.054271 0.183124 -4.60
265179_at unknown protein predicted by genemark--- AT1G23650 1.27 0.34 2.33 0.054296 0.183183 -4.61
254486_at  putative protein crp1 protein, Zea mays --- AT4G20770 -1.23 -0.30 -2.33 0.054328 0.183262 -4.61
261905_at hypothetical protein contains similarity to--- AT1G65070 -1.20 -0.26 -2.33 0.054337 0.183267 -4.61
264578_at hypothetical protein predicted by genem--- AT1G05370 1.17 0.22 2.33 0.054359 0.183313 -4.61
250925_at putative protein  ; supported by full-lengt--- AT5G03370 -1.25 -0.33 -2.33 0.054374 0.183337 -4.61
264212_at putative tRNA adenylyltransferase Simila--- AT1G22660 -1.33 -0.42 -2.33 0.054396 0.183383 -4.61
255836_at putative splicing factor U2AF large chain--- AT2G33440 -1.30 -0.37 -2.33 0.054416 0.183424 -4.61
264561_at  uracil phosphoribosyltransferase, putati --- AT1G55810 1.31 0.39 2.33 0.054448 0.183503 -4.61
260596_at unknown protein TIM50 AT1G55900 -1.37 -0.46 -2.32 0.054463 0.183527 -4.61
265366_at putative N-acetylglucosaminyltransferas --- AT2G13290 -1.22 -0.28 -2.32 0.054471 0.183529 -4.61
261100_at  RNA polymerase IIA large subunit, putaNRPD1A AT1G63020 1.21 0.28 2.32 0.05453 0.183591 -4.61
254248_at  serine/threonine kinase serine/threonine--- AT4G23270 1.41 0.49 2.32 0.054499 0.183591 -4.61
251971_at  glucosyltransferase - like protein glucosUGT73C7 AT3G53160 2.61 1.38 2.32 0.05453 0.183591 -4.61
264847_at  clathrin assembly protein AP19, small sAP19 AT2G17380 1.15 0.21 2.32 0.054528 0.183591 -4.61
263427_at hypothetical protein predicted by gensca--- AT2G22260 -1.18 -0.23 -2.32 0.054511 0.183591 -4.61
249148_at unknown protein  ; supported by cDNA: --- AT5G43260 1.37 0.46 2.32 0.054546 0.183619 -4.61
261349_at Expressed protein ; supported by full-lenAT1G7961--- 1.17 0.23 2.32 0.054567 0.183661 -4.61
262859_at hypothetical protein predicted by genem--- AT1G64790 -1.21 -0.27 -2.32 0.054587 0.183674 -4.61
262954_at  rubredoxin, putative similar to rubredox --- AT1G54500 -1.26 -0.34 -2.32 0.054595 0.183674 -4.61
255134_at putative protein --- AT4G08330 -1.22 -0.29 -2.32 0.054582 0.183674 -4.61
247854_at contains similarity to phosphoesterase --- AT5G58200 -1.22 -0.29 -2.32 0.054614 0.183699 -4.61
259118_at  unknown protein similar to unknown pro--- AT3G01310 -1.26 -0.34 -2.32 0.054619 0.183699 -4.61
252884_at  SEC14 - like protein phosphatidylinosito--- AT4G39170 -1.24 -0.31 -2.32 0.054647 0.183767 -4.61
247789_at  putative protein various predicted prote --- AT5G58680 1.24 0.31 2.32 0.054766 0.184141 -4.61
246552_at putative protein --- AT5G15420 -1.45 -0.53 -2.32 0.054784 0.184175 -4.61
257153_at unknown protein  ; supported by cDNA: --- AT3G27220 -1.31 -0.39 -2.32 0.054861 0.184405 -4.62
263283_at hypothetical protein predicted by gensca--- AT2G36090 -1.20 -0.26 -2.32 0.054911 0.184543 -4.62
266666_at hypothetical protein predicted by gensca--- AT2G29780 -1.19 -0.26 -2.32 0.054918 0.184543 -4.62



255628_at coded for by A. thaliana cDNA T45454  GIF3 AT4G00850 -1.21 -0.27 -2.32 0.054934 0.184569 -4.62
250531_at GTP-binding protein LepA homolog --- AT5G08650 -1.33 -0.41 -2.32 0.055 0.184763 -4.62
246379_s_a 60S ribosomal protein L21, putative sim--- AT1G57660 / -1.33 -0.42 -2.32 0.055043 0.184881 -4.62
247375_at Expressed protein ; supported by full-len--- AT5G63135 -1.15 -0.21 -2.32 0.055054 0.184890 -4.62
245342_at ribosomal protein ;supported by full-leng--- AT4G16720 -1.31 -0.39 -2.32 0.055095 0.185001 -4.62
259626_at  bZIP transcription factor, putative conta ATBZIP60 AT1G42990 1.97 0.98 2.32 0.055118 0.185023 -4.62
247310_at putative protein contains similarity to SNCHR24 AT5G63950 -1.30 -0.37 -2.32 0.055115 0.185023 -4.62
255194_at  score=37.6, E=2.9e-07, N=3   --- AT4G07410 -1.32 -0.40 -2.32 0.05513 0.185037 -4.62
257373_at hypothetical protein predicted by genefin--- AT2G43140 1.27 0.34 2.32 0.055204 0.185260 -4.62
262763_at hypothetical protein --- AT1G28690 -1.28 -0.36 -2.31 0.055251 0.185391 -4.62
245825_at  protein kinase, putative similar to protei ATSK42 AT1G57870 -1.21 -0.27 -2.31 0.055295 0.185508 -4.62
258857_at putative serine carboxypeptidase II similscpl25 AT3G02110 1.89 0.92 2.31 0.055343 0.185636 -4.62
244968_at ribosomal protein L33 --- --- -1.23 -0.30 -2.31 0.055349 0.185636 -4.62
263610_at  putative beta-1,3-glucanase   --- AT2G16230 1.24 0.31 2.31 0.055395 0.185765 -4.63
262818_at hypothetical protein predicted by gensca--- AT1G11755 / -1.20 -0.26 -2.31 0.055446 0.185889 -4.63
257310_at  ATP-dependent RNA helicase, putative --- AT3G26560 -1.23 -0.30 -2.31 0.055449 0.185889 -4.63
250320_at CCAAT box binding factor/ transcription NF-YA1 AT5G12840 -1.21 -0.28 -2.31 0.055465 0.185917 -4.63
261996_at  AIG1-like protein similar to AIG1 protein--- AT1G33830 -1.16 -0.21 -2.31 0.05548 0.185940 -4.63
265028_at hypothetical protein predicted by genefin--- AT1G24530 1.85 0.89 2.31 0.055502 0.185956 -4.63
257644_at unknown protein  ;supported by full-lengAOC3 AT3G25780 2.10 1.07 2.31 0.055495 0.185956 -4.63
245155_at  putative protein similarity to predicted p --- AT5G12470 -1.33 -0.41 -2.31 0.055539 0.186028 -4.63
252844_at putative protein several hypothetical pro --- AT3G42140 1.23 0.30 2.31 0.055539 0.186028 -4.63
267629_at putative DNA polymerase delta small suPOLD2 AT2G42120 -1.29 -0.37 -2.31 0.05557 0.186105 -4.63
254617_s_a ribosomal protein L11, cytosolic  ;suppoRPL16B AT4G18730 / -1.33 -0.41 -2.31 0.055594 0.186156 -4.63
251526_at putative protein several serine/threonine--- AT3G58640 1.24 0.31 2.31 0.055655 0.186307 -4.63
251132_at  putative protein Myb-related transcriptio--- AT5G01200 -1.29 -0.37 -2.31 0.055653 0.186307 -4.63
247291_at unknown protein --- AT5G64480 -1.21 -0.27 -2.31 0.055698 0.186423 -4.63
246523_at CONSTANS-like 1 COL1 AT5G15850 -1.35 -0.43 -2.31 0.05571 0.186435 -4.63
257176_s_a cyclopropane-fatty-acyl-phospholipid sy--- AT3G23510 / 1.86 0.89 2.31 0.055768 0.186602 -4.63
257892_at unknown protein similar to ER6 protein G--- AT3G17020 -1.20 -0.26 -2.31 0.055821 0.186751 -4.63
261310_at hypothetical protein predicted by genemPDE247 AT1G05750 -1.27 -0.34 -2.31 0.055839 0.186785 -4.63
251688_at  putative protein hypothetical protein At2--- AT3G56480 1.50 0.58 2.31 0.055874 0.186875 -4.63
254184_at hypothetical protein --- AT4G23970 1.20 0.26 2.31 0.055913 0.186977 -4.63
253238_at putative protein (fragment) --- AT4G34480 1.24 0.31 2.31 0.055932 0.187006 -4.64
261476_at hypothetical protein contains similarity to--- AT1G14480 1.50 0.59 2.31 0.055938 0.187006 -4.64



257351_at putative mitochondrial carrier protein MBAC1 AT2G33820 -1.26 -0.33 -2.31 0.055955 0.187035 -4.64
255598_at putative protein similar to nucleolin prote--- AT4G00830 -1.27 -0.34 -2.31 0.055965 0.187042 -4.64
248452_at putative protein contains similarity to tra --- AT5G51300 -1.16 -0.21 -2.31 0.056009 0.187161 -4.64
252378_at  receptor kinase-like protein protein kina--- AT3G47570 1.34 0.42 2.31 0.056036 0.187186 -4.64
267106_s_aputative vacuolar sorting receptor identicATVSR3 AT2G14720 / 1.26 0.33 2.31 0.056028 0.187186 -4.64
265339_at putative inorganic pyrophosphatase  ;su AtPPa2 AT2G18230 -1.38 -0.46 -2.31 0.056041 0.187186 -4.64
246103_at putative protein AN3 AT5G28640 1.15 0.21 2.30 0.056053 0.187197 -4.64
246339_at RP19 gene for chloroplast ribosomal proRPL9 AT3G44890 -1.22 -0.29 -2.30 0.056109 0.187357 -4.64
251769_at  receptor kinase - like protein receptor k CCR3 AT3G55950 2.66 1.41 2.30 0.056134 0.187414 -4.64
261069_at  small G protein, putative similar to GB:ZATRABA2BAT1G07410 1.16 0.22 2.30 0.056186 0.187456 -4.64
262298_at unknown protein Similar to gb|AF151884--- AT1G27530 -1.17 -0.22 -2.30 0.056164 0.187456 -4.64
263037_at conserved hypothetical protein --- AT1G23230 -1.25 -0.32 -2.30 0.056179 0.187456 -4.64
261661_at  lysophospholipase homolog, putative si --- AT1G18360 -1.35 -0.43 -2.30 0.056159 0.187456 -4.64
248187_at zinc-binding protein-like  ; supported by --- AT5G53940 -1.22 -0.28 -2.30 0.056187 0.187456 -4.64
264554_at  putative cinnamyl alcohol dehydrogenas--- AT1G09510 1.27 0.34 2.30 0.056254 0.187650 -4.64
256745_at  UDP-glucose dehydrogenase, putative --- AT3G29360 1.25 0.32 2.30 0.05629 0.187720 -4.64
258459_at  hypothetical protein predicted by genma--- --- 1.21 0.28 2.30 0.056291 0.187720 -4.64
252433_at  putative protein putative hydrolyse - Ara--- AT3G47560 -1.33 -0.41 -2.30 0.056375 0.187869 -4.64
262354_at  H+-transporting ATPase protein, putativVHA-E3 AT1G64200 1.52 0.61 2.30 0.056363 0.187869 -4.64
248594_at unknown protein  ; supported by full-leng--- AT5G49210 -1.32 -0.41 -2.30 0.056385 0.187869 -4.64
261495_at hypothetical protein predicted by genem--- AT1G28410 -1.21 -0.27 -2.30 0.05638 0.187869 -4.64
255541_s_aP-glycoprotein-like protein pgp3 similar tPGP5 AT4G01820 / -1.17 -0.23 -2.30 0.056373 0.187869 -4.64
263032_at unknown protein ;supported by full-lengt --- AT1G23850 1.56 0.64 2.30 0.056355 0.187869 -4.64
265522_at putative TPR repeat nuclear phosphoproELF8 AT2G06210 -1.23 -0.29 -2.30 0.056396 0.187877 -4.64
266800_at hypothetical protein predicted by genefin--- AT2G22880 3.59 1.84 2.30 0.056411 0.187899 -4.64
247235_at putative protein contains similarity to Fts--- AT5G64580 -1.39 -0.48 -2.30 0.056424 0.187915 -4.64
261952_at unknown protein --- AT1G64430 -1.16 -0.21 -2.30 0.05645 0.187955 -4.64
261241_at subtilisin-like serine protease contains s --- AT1G32950 1.19 0.25 2.30 0.056461 0.187955 -4.64
251326_at  putative protein stamina pistilloidia (Stp HWS AT3G61590 -1.28 -0.36 -2.30 0.056453 0.187955 -4.64
264106_at unknown protein SERK4 AT2G13790 1.18 0.24 2.30 0.056527 0.188120 -4.65
246585_at myb transcription factor werewolf (WER ATMYB66 AT5G14750 -1.18 -0.23 -2.30 0.056527 0.188120 -4.65
265662_at putative C2H2-type zinc finger protein likFZF AT2G24500 -1.28 -0.35 -2.30 0.056539 0.188134 -4.65
248034_at serine threonine-specific protein kinase AD6PK AT5G55910 -1.22 -0.29 -2.30 0.056553 0.188143 -4.65
257357_at hypothetical protein predicted by gensca--- AT2G41050 1.19 0.25 2.30 0.056558 0.188143 -4.65
247780_at  dehydrodolichyl diphosphate - like prote--- AT5G58770 -1.68 -0.75 -2.30 0.056597 0.188243 -4.65



248419_at putative protein similar to unknown proteEXL3 AT5G51550 1.40 0.48 2.30 0.056645 0.188350 -4.65
265442_at hypothetical protein predicted by genefin--- AT2G20940 -1.43 -0.51 -2.30 0.056645 0.188350 -4.65
262690_at PPR-repeat protein contains multiple PP--- AT1G62720 -1.19 -0.25 -2.30 0.056684 0.188450 -4.65
247374_at topoisomerase-like protein  ;supported b--- AT5G63190 1.33 0.41 2.30 0.056762 0.188641 -4.65
264548_at unknown protein ; supported by cDNA: g--- AT1G55680 -1.20 -0.26 -2.30 0.056766 0.188641 -4.65
244988_s_aribosomal protein L23 --- --- -1.25 -0.32 -2.30 0.056765 0.188641 -4.65
265563_s_ahypothetical protein predicted by gensca--- --- 1.15 0.20 2.30 0.056794 0.188678 -4.65
250312_at unknown protein --- AT5G12260 -1.23 -0.30 -2.30 0.05679 0.188678 -4.65
261708_at unknown protein similar to hypothetical p--- AT1G32740 1.19 0.25 2.30 0.056814 0.188719 -4.65
261663_at hypothetical protein similar to hypotheticEPR1 AT1G18330 / -1.75 -0.80 -2.29 0.056887 0.188904 -4.65
245374_at hypothetical protein --- AT4G17620 -1.22 -0.29 -2.29 0.05688 0.188904 -4.65
255380_at putative calcium channel  ; supported byATTPC1 AT4G03560 -1.30 -0.37 -2.29 0.056903 0.188932 -4.65
254314_at  extensin - like protein hybrid proline-rich--- AT4G22470 3.55 1.83 2.29 0.056959 0.189089 -4.65
247985_at putative protein contains similarity to pro--- AT5G56790 -1.24 -0.31 -2.29 0.056981 0.189135 -4.65
251015_at  putative protein predicted protein, Arabi --- AT5G02480 1.18 0.23 2.29 0.057004 0.189182 -4.65
257870_at  prolyl 4-hydroxylase, putative similar to --- AT3G28490 1.15 0.20 2.29 0.057017 0.189200 -4.65
249464_at  putative protein crp1, Zea mays, PIR:T0EMB2745 AT5G39710 -1.57 -0.65 -2.29 0.057124 0.189528 -4.66
258838_at unknown protein  ; supported by cDNA: --- AT3G07140 -1.18 -0.24 -2.29 0.057161 0.189621 -4.66
248499_at putative protein contains similarity to unkPAP27 AT5G50400 -1.17 -0.22 -2.29 0.057169 0.189622 -4.66
247987_at putative protein similar to unknown prote--- AT5G56900 -1.22 -0.28 -2.29 0.057191 0.189638 -4.66
250768_at signal recognition particle receptor beta --- AT5G05670 -1.29 -0.36 -2.29 0.057185 0.189638 -4.66
260927_at hypothetical protein predicted by genemCAT9 AT1G05940 -1.25 -0.32 -2.29 0.057286 0.189859 -4.66
250918_at  putative protein proline-rich protein APG--- AT5G03610 2.24 1.16 2.29 0.057273 0.189859 -4.66
263720_at putative Na/H antiporter ATCHX15 AT2G13620 1.17 0.23 2.29 0.05728 0.189859 -4.66
250342_at  putative protein predicted protein, Arabi --- AT5G11870 1.29 0.37 2.29 0.057299 0.189859 -4.66
246158_at Expressed protein ; supported by full-len--- AT5G19855 1.34 0.42 2.29 0.057292 0.189859 -4.66
265917_at putative disease resistance protein AtRLP19 AT2G15080 1.27 0.34 2.29 0.057381 0.190059 -4.66
249674_at unknown protein --- AT5G35930 -1.17 -0.22 -2.29 0.057384 0.190059 -4.66
250098_at putative protein  ;supported by full-length--- AT5G17350 3.05 1.61 2.29 0.057372 0.190059 -4.66
258677_at  putative ribosomal-protein S6 kinase (APK1 AT3G08730 1.23 0.30 2.29 0.05741 0.190116 -4.66
265847_at unknown protein --- AT2G35750 -1.18 -0.23 -2.29 0.057451 0.190226 -4.66
258432_at unknown protein  ;supported by full-lengRALFL23 AT3G16570 -1.36 -0.45 -2.29 0.057466 0.190247 -4.66
251993_at  peroxiredoxin - like protein peroxiredoxi --- AT3G52960 -1.24 -0.31 -2.29 0.057574 0.190521 -4.66
265021_at unknown protein  ;supported by full-leng--- AT1G24610 -1.16 -0.22 -2.29 0.057567 0.190521 -4.66
259630_at  peptide chain release factor 2, putative --- AT1G56350 -1.33 -0.41 -2.29 0.057573 0.190521 -4.66



248138_at pyruvate decarboxylase (gb|AAB16855. PDC2 AT5G54960 -1.29 -0.37 -2.29 0.057623 0.190583 -4.66
245517_at hypothetical protein --- AT4G15840 -1.15 -0.20 -2.29 0.057626 0.190583 -4.67
265637_at unknown protein ATCOAE AT2G27490 1.20 0.26 2.29 0.057602 0.190583 -4.66
249074_at putative protein contains similarity to G-b--- AT5G44080 -1.20 -0.26 -2.29 0.05762 0.190583 -4.66
246486_at putative protein  ;supported by full-length--- AT5G15910 -1.20 -0.27 -2.29 0.057649 0.190632 -4.67
267330_at unknown protein --- AT2G19270 -1.14 -0.19 -2.29 0.057682 0.190713 -4.67
253714_at  putative protein adaptor protein - Homo --- AT4G29380 1.20 0.26 2.28 0.057722 0.190789 -4.67
251034_at putative protein  ;supported by full-lengthPRA1.A1 AT5G02040 1.21 0.28 2.28 0.05773 0.190789 -4.67
257945_at  SKP1/ASK1 (At10), putative similar to SASK10 AT3G21860 1.20 0.26 2.28 0.057723 0.190789 -4.67
249619_at  stelar K+ outward rectifying channel (SKGORK AT5G37500 -1.31 -0.39 -2.28 0.057756 0.190846 -4.67
254498_at  membrane-associated salt-inducible-likeEMB1025 AT4G20090 -1.31 -0.39 -2.28 0.057787 0.190894 -4.67
253223_at L-ascorbate peroxidase ;supported by fuAPX3 AT4G35000 -1.18 -0.24 -2.28 0.057782 0.190894 -4.67
246231_at putative protein --- AT4G37080 -1.28 -0.36 -2.28 0.057823 0.190979 -4.67
254249_at  serine /threonine kinase - like protein se--- AT4G23280 1.61 0.69 2.28 0.057846 0.190979 -4.67
250959_at  F-box protein family, AtFBL25 contains --- AT5G02920 1.20 0.27 2.28 0.057842 0.190979 -4.67
264743_at  receptor-like protein kinase, putative sim--- AT1G62090 1.17 0.23 2.28 0.057837 0.190979 -4.67
250289_at putative protein  ;supported by full-length--- AT5G13190 1.54 0.63 2.28 0.057898 0.191121 -4.67
252618_at lipoxygenase AtLOX2  ; supported by cDLOX2 AT3G45140 -1.29 -0.37 -2.28 0.057932 0.191134 -4.67
246335_at lethal leaf-spot 1 homolog Lls1 ACD1 AT3G44880 1.28 0.35 2.28 0.057935 0.191134 -4.67
266634_at putative G-box binding bZIP transcriptio --- AT2G35530 1.18 0.24 2.28 0.057928 0.191134 -4.67
265738_at NADC homolog identical to GP|1216074QPT AT2G01350 1.21 0.28 2.28 0.057932 0.191134 -4.67
258613_at putative myo-inositol monophosphatase VTC4 AT3G02870 -1.40 -0.48 -2.28 0.057957 0.191177 -4.67
260217_at hypothetical protein contains Pfam profil --- AT1G74600 -1.17 -0.22 -2.28 0.057993 0.191251 -4.67
262621_at hypothetical protein --- AT1G06530 -1.20 -0.26 -2.28 0.057996 0.191251 -4.67
258490_at hypothetical protein predicted by genefin--- AT3G02670 1.19 0.25 2.28 0.05801 0.191271 -4.67
266814_at homeodomain transcription factor (ATHBATHB4 AT2G44910 -1.15 -0.20 -2.28 0.058033 0.191291 -4.67
264359_at hypothetical protein predicted by genefin--- AT1G03320 1.23 0.29 2.28 0.058031 0.191291 -4.67
245583_at hypothetical protein --- AT4G14920 -1.20 -0.27 -2.28 0.058043 0.191296 -4.67
265051_at  jasmonate inducible protein, putative sim--- AT1G52100 1.27 0.35 2.28 0.058062 0.191326 -4.67
264326_at unknown protein --- AT1G04230 -1.24 -0.31 -2.28 0.058069 0.191326 -4.67
266656_at putative CCCH-type zinc finger protein idATCTH AT2G25900 1.30 0.37 2.28 0.058085 0.191336 -4.67
262962_at  NADP-isocitrate dehydrogenase, putativICDH AT1G54340 1.15 0.20 2.28 0.058089 0.191336 -4.67
254393_at  putative NADPH quinone oxidoreductas--- AT4G21580 1.19 0.26 2.28 0.058115 0.191369 -4.67
264217_at hypothetical protein predicted by genem--- AT1G60190 2.30 1.20 2.28 0.058108 0.191369 -4.67
246390_at  1-aminocyclopropane-1-carboxylate oxi --- AT1G77330 1.28 0.36 2.28 0.05817 0.191519 -4.67



265708_at  unknown protein member of a large unc--- AT2G03380 -1.19 -0.25 -2.28 0.058178 0.191519 -4.67
261827_at unknown protein contains similarity to eu--- AT1G11480 1.19 0.25 2.28 0.058193 0.191541 -4.67
254345_at hypothetical protein  ;supported by full-le--- AT4G22000 -1.34 -0.42 -2.28 0.058257 0.191696 -4.68
244938_at ribosomal protein S15 --- --- -1.39 -0.47 -2.28 0.05825 0.191696 -4.68
246085_at  putative protein predicted proteins, ArabATBRXL4 AT5G20540 1.24 0.31 2.28 0.058292 0.191783 -4.68
250683_x_aputative protein similar to unknown prote--- AT5G06640 1.31 0.39 2.28 0.058312 0.191794 -4.68
245068_at putative glucosyltransferase UGT84B1 AT2G23260 1.20 0.27 2.28 0.058308 0.191794 -4.68
250700_at CDK5 activator-binding protein-like --- AT5G06830 -1.21 -0.27 -2.28 0.058374 0.191949 -4.68
246202_at methionyl aminopeptidase-like protein ;sMAP1D AT4G37040 -1.30 -0.38 -2.28 0.058376 0.191949 -4.68
255581_at  putative transposon protein similar to A --- --- 1.25 0.32 2.28 0.05839 0.191967 -4.68
253323_at  putative protein protein phosphatase W --- AT4G33920 1.62 0.70 2.28 0.058406 0.191995 -4.68
248195_at membrane associated protein  ; support ATMAMI AT5G54110 1.25 0.32 2.28 0.058463 0.192153 -4.68
255789_at 60S ribosomal protein L23  ;supported b--- AT2G33370 -1.59 -0.67 -2.28 0.058479 0.192179 -4.68
253039_at  squalene epoxidase - like protein squaleSQE3 AT4G37760 -1.45 -0.54 -2.28 0.058513 0.192263 -4.68
254286_at  putative MADS Box / AGL protein MAD AGL19 AT4G22950 -1.38 -0.46 -2.27 0.058566 0.192407 -4.68
263474_at hypothetical protein predicted by gensca--- AT2G31725 -1.26 -0.33 -2.27 0.05863 0.192591 -4.68
250786_at putative protein strong similarity to unkn SDN2 AT5G05540 -1.28 -0.36 -2.27 0.058674 0.192706 -4.68
256590_at  recombination signal sequence recogni ATHMG AT3G28730 -1.27 -0.34 -2.27 0.05877 0.192828 -4.68
260505_at  Cyclin, putative similar to GB:CAB7726 CYCA3;4 AT1G47230 -1.18 -0.24 -2.27 0.058762 0.192828 -4.68
248337_at low-temperature-induced protein 78 (sp|LTI78 AT5G52310 -2.52 -1.34 -2.27 0.058765 0.192828 -4.68
261453_at  O-methyltransferase, putative similar to --- AT1G21130 1.53 0.62 2.27 0.058749 0.192828 -4.68
259903_at unknown protein --- AT1G74160 -1.35 -0.43 -2.27 0.058732 0.192828 -4.68
256000_at  glycyl tRNA synthetase, putative similar--- AT1G29880 -1.22 -0.29 -2.27 0.058746 0.192828 -4.68
251108_at putative protein several hypothetical pro --- AT5G01620 1.32 0.40 2.27 0.058749 0.192828 -4.68
258253_at putative short chain alcohol dehydrogen --- AT3G26760 1.18 0.24 2.27 0.05886 0.193098 -4.69
245524_at cytochrome c oxidoreductase like protei --- AT4G15920 -1.68 -0.75 -2.27 0.058926 0.193286 -4.69
252113_at  putative protein predicted protein, Arabi --- AT3G51620 -1.17 -0.22 -2.27 0.058941 0.193306 -4.69
254980_at  putative ribosomal protein L9, cytosolic --- AT4G10450 -1.47 -0.55 -2.27 0.058957 0.193330 -4.69
266450_s_ahypothetical protein predicted by gensca--- AT2G43190 -1.28 -0.36 -2.27 0.05898 0.193349 -4.69
256304_at Expressed protein ; supported by cDNA --- AT1G69523 -1.38 -0.46 -2.27 0.058974 0.193349 -4.69
266835_at putative NADH dehydrogenase (ubiquin NDA2 AT2G29990 1.67 0.74 2.27 0.059002 0.193396 -4.69
251845_at Expressed protein ; supported by full-lenATGCN4 AT3G54540 -1.28 -0.35 -2.27 0.059027 0.193448 -4.69
255537_at protoporphyrinogen oxidase  ; supportedPPOX AT4G01690 -1.25 -0.33 -2.27 0.059074 0.193548 -4.69
262952_at hypothetical protein predicted by genem--- AT1G75770 -1.25 -0.32 -2.27 0.059069 0.193548 -4.69
252107_at  sugar transporter-like protein sugar tranTMT3 AT3G51490 1.28 0.36 2.27 0.059103 0.193563 -4.69



254141_at  glucose-6-phosphate isomerase glucos PGI1 AT4G24620 -1.19 -0.25 -2.27 0.059104 0.193563 -4.69
263749_at putative phosphatidylinositol/phosphatid --- AT2G21520 1.22 0.28 2.27 0.059092 0.193563 -4.69
265619_at hypothetical protein --- AT2G27320 1.26 0.34 2.27 0.059133 0.193630 -4.69
259165_at homeobox-leucine zipper protein HAT5 ATHB-1 AT3G01470 / 1.45 0.53 2.27 0.05917 0.193724 -4.69
251150_at  putative protein Sb34 (PREG-like prote CYCP1;1 AT3G63120 -1.22 -0.29 -2.27 0.059181 0.193730 -4.69
257489_at hypothetical protein predicted by genem--- AT1G07330 1.19 0.25 2.27 0.059225 0.193793 -4.69
248934_at serine/threonine protein kinase-like prote--- AT5G46080 2.05 1.04 2.27 0.059218 0.193793 -4.69
255974_at hypothetical protein --- --- 1.23 0.30 2.27 0.059214 0.193793 -4.69
261018_at unknown protein contains similarity to pe--- AT1G26550 -1.15 -0.20 -2.27 0.059283 0.193953 -4.69
259016_at unknown protein HMM hit: 2Fe-2S iron-s--- AT3G07480 1.27 0.34 2.27 0.059307 0.194004 -4.69
255292_s_aputative calcium dependent protein kina CPK22 AT4G04710 / -1.26 -0.34 -2.27 0.059341 0.194089 -4.69
261231_at unknown protein ; supported by cDNA: g--- AT1G20110 1.16 0.21 2.27 0.059372 0.194162 -4.69
249021_at putative protein similar to unknown prote--- AT5G44820 1.35 0.44 2.27 0.059387 0.194183 -4.70
261949_at hypothetical protein predicted by genemBDG1 AT1G64670 1.58 0.66 2.26 0.059419 0.194232 -4.70
264146_at hypothetical protein contains similarity toCER1 AT1G02205 5.47 2.45 2.26 0.059417 0.194232 -4.70
261173_at hypothetical protein predicted by genem--- AT1G04830 -1.20 -0.26 -2.26 0.059439 0.194271 -4.70
264866_at putative metalloproteinase similar to GB --- AT1G24140 2.74 1.46 2.26 0.059451 0.194281 -4.70
255812_at  potassium uptake transporter - like prot HKT1 AT4G10310 1.38 0.47 2.26 0.059475 0.194331 -4.70
260636_at hypothetical protein contains similarity toATCDS1 AT1G62430 -1.39 -0.48 -2.26 0.059503 0.194366 -4.70
247467_at  putative protein predicted proteins, D.m--- AT5G62130 -1.44 -0.53 -2.26 0.059495 0.194366 -4.70
248491_at unknown protein  ;supported by full-leng--- AT5G51010 -1.30 -0.38 -2.26 0.059526 0.194392 -4.70
259921_at putative protein kinase similar to protein --- AT1G72540 2.00 1.00 2.26 0.059529 0.194392 -4.70
262319_s_aunknown protein similar to unknown pro --- AT1G27540 / 1.37 0.45 2.26 0.059536 0.194392 -4.70
253637_at putative protein  ; supported by full-lengt--- AT4G30390 1.33 0.42 2.26 0.059578 0.194487 -4.70
264345_at Expressed protein ; supported by cDNA --- AT1G11915 1.26 0.34 2.26 0.059582 0.194487 -4.70
253189_at putative protein --- AT4G35335 -1.32 -0.41 -2.26 0.059592 0.194489 -4.70
249147_at cytosolic malate dehydrogenase ;suppo --- AT5G43330 -1.27 -0.34 -2.26 0.059654 0.194663 -4.70
260409_at Expressed protein ; supported by full-lenSHW1 AT1G69935 -1.36 -0.45 -2.26 0.059673 0.194670 -4.70
245530_at splicing factor like protein --- --- 1.23 0.29 2.26 0.059671 0.194670 -4.70
247930_at putative protein similar to unknown prote--- AT5G57060 1.31 0.39 2.26 0.0597 0.194731 -4.70
259619_at hypothetical protein --- AT1G42980 -1.23 -0.30 -2.26 0.059767 0.194921 -4.70
257264_at hypothetical protein contains Pfam profil --- AT3G22060 2.11 1.08 2.26 0.059786 0.194958 -4.70
252166_at protein kinase SPK-2  ;supported by full-SNRK2.2 AT3G50500 -1.25 -0.32 -2.26 0.059836 0.195093 -4.70
255303_at predicted protein of unknown function  ; DER2.2 AT4G04860 -1.20 -0.26 -2.26 0.059882 0.195200 -4.70
262169_at hypothetical protein predicted by genem--- AT1G74860 -1.23 -0.30 -2.26 0.059886 0.195200 -4.70



249190_at unknown protein  ;supported by full-lengBKI1 AT5G42750 -1.22 -0.29 -2.26 0.059905 0.195231 -4.70
248492_at putative protein similar to unknown prote--- AT5G51040 1.17 0.23 2.26 0.05997 0.195369 -4.70
253921_at glutamine amidotransferase/cyclase  ; s AT-HF AT4G26900 -1.22 -0.29 -2.26 0.059969 0.195369 -4.70
262958_at  water stress-induced protein, putative s --- AT1G54410 -1.23 -0.30 -2.26 0.059973 0.195369 -4.70
245796_at unknown protein similar to unknown pro RCD1 AT1G32230 1.20 0.26 2.26 0.060008 0.195458 -4.71
263106_at hypothetical protein predicted by gensca--- AT2G05160 1.25 0.32 2.26 0.060044 0.195544 -4.71
265307_at hypothetical protein predicted by genscaRIN13 AT2G20310 -1.22 -0.29 -2.26 0.060077 0.195598 -4.71
262075_at hypothetical protein contains similarity toZCF61 AT1G59560 -1.32 -0.40 -2.26 0.060077 0.195598 -4.71
251511_at putative protein several hypothetical pro --- AT3G59180 1.17 0.23 2.26 0.06011 0.195678 -4.71
246722_at  putative protein various predicted prote --- --- 1.25 0.32 2.26 0.060123 0.195690 -4.71
257818_at hypothetical protein predicted by gensca--- AT3G25120 -1.22 -0.29 -2.26 0.060134 0.195699 -4.71
258789_at Mutator-like transposase similar to MUR--- --- -1.20 -0.26 -2.26 0.060165 0.195743 -4.71
248328_at putative protein contains similarity to MY--- AT5G52660 -1.17 -0.22 -2.26 0.060159 0.195743 -4.71
256520_at hypothetical protein CYP96A14AT1G66030 1.19 0.24 2.26 0.060194 0.195812 -4.71
264004_at Expressed protein ; supported by full-len--- AT2G22425 1.23 0.30 2.26 0.060213 0.195846 -4.71
260299_at putative gibberellin 3 beta-hydroxylase sGA3OX4 AT1G80330 1.15 0.20 2.26 0.060231 0.195851 -4.71
246334_at  putative protein serine kinase SRPK2, H--- AT3G44850 -1.31 -0.39 -2.26 0.060232 0.195851 -4.71
259665_at unknown protein ; supported by cDNA: g--- AT1G55160 -1.27 -0.34 -2.25 0.060262 0.195919 -4.71
257833_at  transcriptional regulator protein, putativeLWD2 AT3G26640 -1.16 -0.22 -2.25 0.060278 0.195940 -4.71
267223_at hypothetical protein predicted by grail AtITPK4 AT2G43980 1.21 0.28 2.25 0.060293 0.195940 -4.71
247583_at  putative protein predicted protein, Syne --- AT5G60750 1.19 0.25 2.25 0.060294 0.195940 -4.71
262853_at  unknown protein Location of ESTs OAO--- AT1G20890 -1.21 -0.27 -2.25 0.060308 0.195958 -4.71
262188_at  Avr9 elicitor response protein, putative s--- AT1G77810 1.23 0.30 2.25 0.060328 0.195994 -4.71
247185_at putative protein contains similarity to kin --- AT5G65460 -1.24 -0.31 -2.25 0.060357 0.196062 -4.71
260638_at unknown protein similar to putative cytos--- AT1G62390 -1.36 -0.44 -2.25 0.060374 0.196090 -4.71
257216_at  4-methyl-5(b-hydroxyethyl)-thiazole mo --- AT3G14990 1.49 0.57 2.25 0.060457 0.196262 -4.71
258114_at putative cytochrome P450 similar to GB CYP72A13AT3G14660 -1.19 -0.26 -2.25 0.060472 0.196262 -4.71
247349_at putative protein similar to unknown prote--- AT5G63820 1.18 0.24 2.25 0.060452 0.196262 -4.71
263400_s_a40S ribosomal protein; contains C-termi --- AT2G31610 / -1.24 -0.31 -2.25 0.060441 0.196262 -4.71
255918_at putative protein --- --- 1.17 0.22 2.25 0.060479 0.196262 -4.71
266529_at putative salt-inducible protein --- AT2G16880 -1.22 -0.29 -2.25 0.060478 0.196262 -4.71
260654_at hypothetical protein predicted by genem--- AT1G19290 -1.26 -0.34 -2.25 0.060538 0.196425 -4.71
258034_at hypothetical protein predicted by genem--- AT3G21300 -1.54 -0.63 -2.25 0.060549 0.196434 -4.71
256866_at unknown protein similar to alpha galacto--- AT3G26380 -1.27 -0.34 -2.25 0.060609 0.196580 -4.72
266049_at putative translation initiation factor --- AT2G40780 -1.19 -0.25 -2.25 0.060611 0.196580 -4.72



249600_s_a oxidoreductase-like protein zeta-crystal --- AT5G37940 / 1.15 0.20 2.25 0.060629 0.196608 -4.72
248762_at Expressed protein ; supported by full-len--- AT5G47455 -1.35 -0.43 -2.25 0.060673 0.196617 -4.72
247762_at cell wall protein --- AT5G59170 1.53 0.61 2.25 0.060665 0.196617 -4.72
250266_at  histone H3 -like protein histone H3, whe--- AT5G12910 1.22 0.28 2.25 0.060678 0.196617 -4.72
265736_at putative ribosomal protein L7  ;supported--- AT2G01250 -1.43 -0.52 -2.25 0.060683 0.196617 -4.72
261057_at hypothetical protein predicted by genem--- AT1G01230 -1.20 -0.26 -2.25 0.060662 0.196617 -4.72
250008_at  triacylglycerol lipase-like protein triacylg--- AT5G18630 1.44 0.53 2.25 0.060649 0.196617 -4.72
261938_at hypothetical protein predicted by gensca--- AT1G22510 1.44 0.52 2.25 0.060716 0.196696 -4.72
249398_at  RING finger -like protein RING-H2 zinc --- AT5G40250 1.22 0.29 2.25 0.060729 0.196709 -4.72
265216_at putative NPK1-related MAP kinase simil MAPKKK1 AT1G05100 1.36 0.45 2.25 0.06074 0.196719 -4.72
250912_at  histone deacetylase -like protein histoneHD2C AT5G03740 -1.43 -0.52 -2.25 0.060756 0.196741 -4.72
259075_at  putative N2,N2-dimethylguanosine tRNA--- AT3G02320 -1.22 -0.28 -2.25 0.060767 0.196748 -4.72
263790_at hypothetical protein predicted by genefin--- AT2G24530 -1.26 -0.33 -2.25 0.060794 0.196808 -4.72
264367_at  unknown protein ESTs gb|T21276, gb|T--- AT1G03350 1.18 0.24 2.25 0.060806 0.196817 -4.72
262666_at  xyloglucan fucosyltransferase, putative FUT6 AT1G14080 1.43 0.52 2.25 0.060814 0.196817 -4.72
251057_at  putative protein alkB protein - Escherich--- AT5G01780 -1.15 -0.20 -2.25 0.060848 0.196899 -4.72
251492_at  putative protein CGI-136 protein - HomoTXR1 AT3G59280 1.16 0.21 2.25 0.060891 0.197011 -4.72
258735_at low temperature and salt responsive proRCI2A AT3G05880 1.35 0.43 2.25 0.061005 0.197350 -4.72
257546_s_ahypothetical protein predicted by genem--- AT3G28410 / -1.15 -0.21 -2.25 0.061017 0.197362 -4.72
259348_at  hypothetical protein may contain C-term--- AT3G03770 -1.35 -0.43 -2.25 0.061088 0.197564 -4.72
248836_at NBS/LRR disease resistance protein --- AT5G47260 1.26 0.33 2.25 0.061107 0.197597 -4.72
254737_at  fatty acid elongase - like protein (cer2-li --- AT4G13840 -1.63 -0.71 -2.25 0.06113 0.197636 -4.72
259117_at  unknown protein similar to hypothetical SNL1 AT3G01320 -1.18 -0.24 -2.25 0.061136 0.197636 -4.72
264574_at putative zinc transporter Similar to ArabiZIP5 AT1G05300 -1.46 -0.54 -2.24 0.061166 0.197675 -4.72
258934_at putative RecA protein similar to RecA prRECA3 AT3G10140 -1.22 -0.28 -2.24 0.061165 0.197675 -4.72
252968_at  putative protein unknown mRNA, Homo--- AT4G38890 -1.31 -0.39 -2.24 0.061218 0.197815 -4.73
249963_at  putative protein SPECKLE-TYPE POZ ATBPM1 AT5G19000 1.24 0.31 2.24 0.061231 0.197830 -4.73
265731_at  putative RNA helicase A 3' end of this g--- AT2G01130 -1.16 -0.21 -2.24 0.061254 0.197877 -4.73
256891_at hypothetical protein contains similarity to--- AT3G19030 1.27 0.35 2.24 0.061284 0.197945 -4.73
248921_at GDSL-motif lipase/hydrolase-like protein--- AT5G45950 1.61 0.69 2.24 0.061317 0.197995 -4.73
250144_at  putative protein various predicted prote --- AT5G14680 -1.37 -0.45 -2.24 0.061316 0.197995 -4.73
245291_at Expressed protein ; supported by cDNA --- AT4G16155 -1.19 -0.26 -2.24 0.061329 0.198006 -4.73
254102_at  acyl carrier - like protein acyl carrier proACP4 AT4G25050 -1.24 -0.31 -2.24 0.06136 0.198021 -4.73
262911_s_a heat shock protein, putative similar to h --- AT1G07400 / 1.83 0.87 2.24 0.061362 0.198021 -4.73
258654_at unknown protein --- AT3G09860 -1.33 -0.41 -2.24 0.061368 0.198021 -4.73



257272_at unknown protein  ; supported by cDNA: --- AT3G28130 -1.22 -0.28 -2.24 0.061342 0.198021 -4.73
247469_at Expressed protein ; supported by cDNA AGL42 AT5G62165 -2.39 -1.26 -2.24 0.061385 0.198048 -4.73
252009_at  zinc finger - like protein zinc finger prote--- AT3G52800 1.31 0.39 2.24 0.061411 0.198102 -4.73
262721_at  thioredoxin, putative similar to thioredoxAty2 AT1G43560 -1.24 -0.31 -2.24 0.061437 0.198158 -4.73
255496_at putative protein similar to plant nucleic aBZO2H1 AT4G02640 -1.28 -0.36 -2.24 0.061453 0.198182 -4.73
262129_at mutM homologue-1 identical to mutM hoATMMH-1 AT1G52500 -1.25 -0.32 -2.24 0.061467 0.198201 -4.73
262940_at unknown protein --- AT1G79520 -1.32 -0.40 -2.24 0.061505 0.198266 -4.73
244921_s_ahypothetical protein --- AT2G07674 / -1.31 -0.39 -2.24 0.0615 0.198266 -4.73
267168_at putative alcohol dehydrogenase --- AT2G37770 2.98 1.58 2.24 0.061526 0.198306 -4.73
250420_at HY5(bZIP transcription factor family) ideHY5 AT5G11260 1.23 0.30 2.24 0.061553 0.198364 -4.73
265629_at unknown protein  ; supported by cDNA: LHW AT2G27228 / -1.33 -0.41 -2.24 0.061641 0.198621 -4.73
256008_s_a allinase, putative similar to allinase GI:1--- AT1G34040 / -1.20 -0.26 -2.24 0.061664 0.198665 -4.73
253326_at  putative protein polygalacturonase(EC 3--- AT4G33440 -1.20 -0.27 -2.24 0.061705 0.198769 -4.73
261362_s_aribosomal protein identical to GB:CAB81--- AT1G41880 / -1.36 -0.45 -2.24 0.061714 0.198771 -4.73
263862_at putative protein phosphatase IBR5 AT2G04550 1.19 0.25 2.24 0.06175 0.198859 -4.73
249210_at unknown protein --- AT5G42670 -1.17 -0.22 -2.24 0.061784 0.198942 -4.73
254981_at  putative alpha NAC stong similarity to N--- AT4G10480 -1.37 -0.45 -2.24 0.061808 0.198991 -4.74
253553_at  putative protein LipB gene, Prochloroth --- AT4G31050 -1.22 -0.29 -2.24 0.061844 0.199077 -4.74
258900_at putative 60S ribosomal protein L18 similRPL18 AT3G05590 -1.38 -0.46 -2.24 0.061941 0.199361 -4.74
258991_at unknown protein contains Pfam profile: P--- AT3G08820 -1.20 -0.26 -2.24 0.061969 0.199396 -4.74
252546_at  DNA-binding protein  - like DNA-binding--- AT3G45830 -1.19 -0.25 -2.24 0.061965 0.199396 -4.74
265580_at putative protein phosphatase 2C --- AT2G20050 -1.24 -0.31 -2.24 0.061987 0.199425 -4.74
AFFX-Athal-Arabidopsis thaliana /REF=U37281 /DE ACT7 --- -1.18 -0.24 -2.24 0.06202 0.199504 -4.74
257482_x_ahypothetical protein contains similarity to--- AT1G27820 1.29 0.37 2.23 0.062086 0.199688 -4.74
260816_at hypothetical protein predicted by gensca--- AT1G06930 1.26 0.33 2.23 0.062119 0.199764 -4.74
247718_at  nonspecific lipid-transfer protein precursLTP4 AT5G59310 1.28 0.35 2.23 0.062137 0.199795 -4.74
249208_at allene oxide synthase (emb CAA73184. AOS AT5G42650 -1.65 -0.72 -2.23 0.062151 0.199812 -4.74
263090_at hypothetical protein predicted by gensca--- AT2G16190 -1.17 -0.23 -2.23 0.062164 0.199827 -4.74
254010_at putative protein  ;supported by full-length--- AT1G72125 / 1.18 0.24 2.23 0.062199 0.199893 -4.74
261974_at  protein kinase, putative similar to mitogeCPuORF5 AT1G64628 / -1.19 -0.25 -2.23 0.062203 0.199893 -4.74
253858_at  carbohydrate kinase - like protein phosp--- AT4G27600 -1.17 -0.23 -2.23 0.062228 0.199947 -4.74
265183_at unknown protein  ;supported by full-leng--- AT1G23750 -1.35 -0.44 -2.23 0.062241 0.199961 -4.74
256914_at hypothetical protein --- AT3G23880 -1.33 -0.41 -2.23 0.062261 0.199995 -4.74
259116_at putative peptide transporter similar to pe--- AT3G01350 -1.37 -0.46 -2.23 0.062273 0.200007 -4.74
252913_at AtRer1A  ; supported by full-length cDNAATRER1A AT4G39220 1.19 0.25 2.23 0.062319 0.200043 -4.74



252473_s_ahypothetical protein several hypothetica --- AT3G46610 / -1.31 -0.39 -2.23 0.062314 0.200043 -4.74
248911_at tumor-related protein-like DOG1 AT5G45830 -1.28 -0.35 -2.23 0.062294 0.200043 -4.74
249891_at unknown protein --- AT5G22590 -1.14 -0.19 -2.23 0.062316 0.200043 -4.74
265709_at hypothetical protein predicted by gensca--- --- 1.64 0.71 2.23 0.062338 0.200073 -4.74
250704_at Expressed protein ; supported by full-len--- AT5G06265 -1.25 -0.32 -2.23 0.062408 0.200132 -4.74
248019_at putative protein similar to unknown prote--- AT5G56480 1.19 0.26 2.23 0.062384 0.200132 -4.74
265120_at 3-ketoacyl-acyl carrier protein synthase KAS III AT1G62640 -1.24 -0.32 -2.23 0.062377 0.200132 -4.74
261775_at hypothetical protein predicted by genem--- AT1G76280 -1.21 -0.28 -2.23 0.062409 0.200132 -4.74
265103_at  UDP-N-acetylglucosamine pyrophospho--- AT1G31070 -1.25 -0.32 -2.23 0.062399 0.200132 -4.74
261193_at unknown protein ; supported by cDNA: g--- AT1G32920 1.69 0.76 2.23 0.06239 0.200132 -4.74
253477_at L-ascorbate peroxidase - like protein varAPX6 AT4G32320 -1.39 -0.48 -2.23 0.06244 0.200206 -4.75
267580_at unknown protein --- AT2G41990 1.23 0.30 2.23 0.062456 0.200227 -4.75
AFFX-r2-Bs-B. subtilis /GEN=thrC, thrB /DB_XREF= --- --- -1.43 -0.52 -2.23 0.062489 0.200305 -4.75
267612_at putative nitrate transporter --- AT2G26690 1.67 0.74 2.23 0.062503 0.200323 -4.75
261519_at unknown protein ; supported by cDNA: g--- AT1G71810 -1.30 -0.37 -2.23 0.062554 0.200456 -4.75
258006_at  cysteine proteinase non-consensus AT --- AT3G19400 -1.28 -0.35 -2.23 0.06259 0.200540 -4.75
260907_at hypothetical protein predicted by gensca--- AT1G02570 -1.17 -0.23 -2.23 0.062597 0.200540 -4.75
264679_s_a putative 60S ribosomal protein L21 Sim--- AT1G09590 / -1.36 -0.44 -2.23 0.062613 0.200563 -4.75
257893_at  E2, ubiquitin-conjugating enzyme, putatUBC32 AT3G17000 1.34 0.43 2.23 0.062632 0.200593 -4.75
246480_at  TCP-1 chaperonin-like protein t-comple --- AT5G16070 -1.27 -0.35 -2.23 0.062641 0.200597 -4.75
257235_at ras-related GTP-binding protein containsAtRABA1gAT3G15060 1.88 0.91 2.23 0.062661 0.200632 -4.75
246622_at protein phosphatase-2C PP2C-like  ; su --- AT5G36250 -1.16 -0.22 -2.23 0.062707 0.200751 -4.75
247949_at cytochrome P450 CYP81F2 AT5G57220 2.31 1.21 2.23 0.062727 0.200786 -4.75
266231_at putative protein kinase PSKR1 AT2G02220 1.80 0.85 2.23 0.062753 0.200830 -4.75
264890_at unknown protein --- AT1G23180 -1.28 -0.35 -2.23 0.062758 0.200830 -4.75
266045_s_ahypothetical protein --- AT2G07727 -1.28 -0.35 -2.23 0.062785 0.200888 -4.75
254405_at  putative protein arm repeat containing pPUB8 AT4G21350 -1.31 -0.39 -2.23 0.062796 0.200895 -4.75
251683_at  putative protein several hypothetical pro--- AT3G57120 1.47 0.56 2.23 0.062817 0.200935 -4.75
250224_at putative protein similar to unknown prote--- AT5G14150 1.27 0.34 2.23 0.062882 0.201086 -4.75
259814_at  zinc finger protein ATZF1, putative simi --- AT1G49900 1.34 0.43 2.23 0.062875 0.201086 -4.75
265116_at unknown protein ; supported by full-leng--- AT1G62480 2.33 1.22 2.23 0.062915 0.201163 -4.75
247106_at WD repeat protein-like ;supported by ful --- AT5G66240 -1.21 -0.28 -2.23 0.062935 0.201165 -4.75
247695_at  putative protein Not2p, Homo sapiens, VIP2 AT5G59710 -1.17 -0.22 -2.23 0.062938 0.201165 -4.75
261988_at  single-strand nucleic acid-binding prote --- AT1G33680 -1.28 -0.36 -2.22 0.062942 0.201165 -4.75
245662_at hypothetical protein predicted by genem--- AT1G28190 1.96 0.97 2.22 0.062991 0.201292 -4.75



246073_at  ribosomal protein L36-like ribosomal pro--- AT5G20180 -1.21 -0.28 -2.22 0.063022 0.201364 -4.75
259973_at hypothetical protein contains Pfam profil --- AT1G76630 -1.34 -0.42 -2.22 0.063092 0.201558 -4.76
245054_at unknown protein --- AT2G26460 -1.23 -0.30 -2.22 0.063107 0.201559 -4.76
250395_at  putative protein cylicin II, bovine, PIR:I4--- AT5G10950 -1.32 -0.40 -2.22 0.063115 0.201559 -4.76
260315_at  hypothetical protein similar to C-termina--- AT1G63820 -1.18 -0.24 -2.22 0.063119 0.201559 -4.76
247221_at Expressed protein ; supported by cDNA LIP1 AT5G64813 1.15 0.20 2.22 0.063132 0.201574 -4.76
250339_at  NADP dependent malic enzyme - like p ATNADP-MAT5G11670 -1.27 -0.34 -2.22 0.063147 0.201593 -4.76
259657_at  phospholipase D alpha, putative similar PLDEPSILAT1G55180 1.18 0.24 2.22 0.063298 0.202047 -4.76
254689_at putative pectate lyase A11  ; supported --- AT4G13710 1.29 0.36 2.22 0.06332 0.202061 -4.76
250025_at putative protein similar to unknown proteSIP1;2 AT5G18290 1.28 0.36 2.22 0.063312 0.202061 -4.76
253638_at  cinnamoyl-CoA reductase - like protein --- AT4G30470 1.64 0.71 2.22 0.063379 0.202220 -4.76
246433_at  glutamine-rich protein predicted protein --- AT5G17510 -1.29 -0.37 -2.22 0.063389 0.202224 -4.76
248012_at putative protein strong similarity to unkn --- AT5G56310 -1.26 -0.33 -2.22 0.063401 0.202236 -4.76
264727_at putative cytochrome C strong similarity tCYTC-1 AT1G22840 1.47 0.56 2.22 0.063416 0.202252 -4.76
246693_at putative protein --- AT5G29070 1.18 0.24 2.22 0.063431 0.202271 -4.76
253503_at  cytochrome P450-like protein cytochromCYP82C3 AT4G31950 1.38 0.47 2.22 0.063439 0.202271 -4.76
248970_at urea active transporter-like protein --- AT5G45380 1.53 0.62 2.22 0.063451 0.202279 -4.76
266503_at unknown protein --- AT2G47780 1.44 0.53 2.22 0.063475 0.202328 -4.76
250548_at myosin heavy chain-like protein  ; suppoMBP2C AT5G08120 -1.20 -0.27 -2.22 0.063496 0.202367 -4.76
264731_at hypothetical protein predicted by genem--- AT1G62150 -1.21 -0.27 -2.22 0.063549 0.202508 -4.76
255023_at hypothetical protein --- AT4G09850 1.20 0.26 2.22 0.06357 0.202518 -4.76
250788_at putative protein similar to unknown prote--- AT5G05570 -1.26 -0.34 -2.22 0.063563 0.202518 -4.76
256711_at unknown protein contains Pfam profile: P--- AT3G30390 1.34 0.42 2.22 0.063602 0.202593 -4.76
259602_at  disease resistance protein, putative sim--- AT1G56520 1.16 0.22 2.22 0.063654 0.202729 -4.76
262890_at  nucleoporin, putative similar to nuclear NUP155 AT1G14850 -1.31 -0.39 -2.22 0.063674 0.202736 -4.76
248666_at cyclin C-like protein  ;supported by full-le--- AT5G48630 -1.25 -0.32 -2.22 0.063666 0.202736 -4.76
245299_at ras-related small GTP-binding protein RAATRAB1C AT4G17530 1.27 0.35 2.22 0.063727 0.202793 -4.77
258760_at  putative membrane protein similar to int--- AT3G10780 1.40 0.48 2.22 0.063705 0.202793 -4.77
266826_at putative amino acid acetyltransferase --- AT2G22910 -1.45 -0.54 -2.22 0.06372 0.202793 -4.77
247230_at putative protein similar to unknown prote--- AT5G65170 1.17 0.22 2.22 0.063716 0.202793 -4.77
251931_at  putative protein glyoxal oxidase (glx2) - --- AT3G53950 1.34 0.42 2.22 0.063776 0.202845 -4.77
258384_at hypothetical protein predicted by gensca--- AT3G15490 1.18 0.24 2.22 0.063755 0.202845 -4.77
245035_at unknown protein similar to GP|2244827|ATARD3 AT2G26400 1.54 0.62 2.22 0.063778 0.202845 -4.77
254257_s_a putative protein predicted proteins, Arab--- AT4G23350 / -1.18 -0.24 -2.22 0.063779 0.202845 -4.77
252117_at  mucin -like protein hemomucin, Drosop YLS2 AT3G51430 1.34 0.42 2.22 0.063823 0.202955 -4.77



249309_at homeotic protein BEL1 homolog  ; suppoBEL1 AT5G41410 -1.23 -0.30 -2.22 0.063856 0.202977 -4.77
249990_at hypothetical protein --- AT5G18540 -1.18 -0.24 -2.22 0.063843 0.202977 -4.77
251738_at PROBABLE EUKARYOTIC TRANSLAT EIF3C AT3G56150 -1.18 -0.24 -2.22 0.06385 0.202977 -4.77
256752_at hypothetical protein predicted by genem--- AT3G27180 -1.35 -0.43 -2.21 0.063879 0.202992 -4.77
266631_at putative serpin --- AT2G35570 1.15 0.20 2.21 0.063877 0.202992 -4.77
251437_at  putative protein hypothetical protein At2--- AT3G59910 -1.17 -0.22 -2.21 0.063895 0.203014 -4.77
255472_at 82.09 and 30.80) similar to alternative sp--- AT4G02430 -1.19 -0.25 -2.21 0.063913 0.203044 -4.77
245173_at putative AP2 domain transcription factor --- AT2G47520 1.56 0.64 2.21 0.063956 0.203153 -4.77
261581_at  serine/threonine kinase, putative similarCIPK9 AT1G01140 -1.28 -0.36 -2.21 0.063994 0.203190 -4.77
247939_at putative protein contains similarity to DNATLIG4 AT5G57160 -1.19 -0.25 -2.21 0.063987 0.203190 -4.77
262171_at unknown protein ;supported by full-lengtTIFY10B AT1G74950 -1.33 -0.41 -2.21 0.063989 0.203190 -4.77
264819_at hypothetical protein similar to membrane--- AT1G03510 -1.32 -0.40 -2.21 0.064017 0.203210 -4.77
251532_at  putative protein F-box protein Fbl2 - Ho --- AT3G58530 -1.19 -0.25 -2.21 0.064019 0.203210 -4.77
260383_s_aputative 60S ribosomal protein L6 simila --- AT1G74050 / -1.28 -0.36 -2.21 0.064048 0.203275 -4.77
244924_at hypothetical protein --- --- -1.21 -0.27 -2.21 0.064122 0.203481 -4.77
246566_at  oligopeptide transporter -like protein olig--- AT5G14940 -1.40 -0.48 -2.21 0.064176 0.203624 -4.77
249204_at unknown protein  ;supported by full-leng--- AT5G42570 1.18 0.24 2.21 0.064208 0.203699 -4.77
258587_at hypothetical protein predicted by gensca--- AT3G04310 -1.39 -0.48 -2.21 0.064244 0.203769 -4.77
263643_at unknown protein predicted by genefinde--- AT2G04740 -1.31 -0.39 -2.21 0.064248 0.203769 -4.77
256090_at predicted protein --- AT1G20816 -1.24 -0.31 -2.21 0.064293 0.203883 -4.77
249570_at hypothetical protein --- AT5G38080 1.23 0.29 2.21 0.064326 0.203953 -4.77
266907_at Expressed protein ; supported by full-lenATGA2OX --- 1.23 0.30 2.21 0.064342 0.203953 -4.78
255605_at hypothetical protein --- AT4G01090 1.34 0.42 2.21 0.064338 0.203953 -4.77
246708_at  putative protein various predicted prote --- AT5G28150 -1.25 -0.33 -2.21 0.064371 0.204015 -4.78
261167_at  disulfide isomerase-related protein, putaATPDIL2-2AT1G04980 1.78 0.83 2.21 0.064427 0.204164 -4.78
252549_at  protein kinase - like receptor-like protein--- AT3G45860 -1.56 -0.64 -2.21 0.064455 0.204198 -4.78
258620_at putative MYB family transcription factor MYB107 AT3G02940 1.14 0.19 2.21 0.064453 0.204198 -4.78
252100_at  crooked neck-like protein crooked neck --- AT3G51110 -1.38 -0.46 -2.21 0.064469 0.204213 -4.78
264169_at hypothetical protein predicted by gensca--- AT1G02020 -1.14 -0.19 -2.21 0.064518 0.204339 -4.78
247916_at adenosylmethionine-8-amino-7-oxononaBIO1 AT5G57590 -1.20 -0.26 -2.21 0.064531 0.204352 -4.78
247574_at  putative protein predicted protein, Arabi --- AT5G61228 / -1.20 -0.26 -2.21 0.064575 0.204464 -4.78
247127_at putative protein similar to unknown prote--- AT5G66100 -1.18 -0.24 -2.21 0.064602 0.204520 -4.78
264837_at  unknown protein similar to ESTs emb|Z --- AT1G03600 -1.37 -0.45 -2.21 0.064634 0.204581 -4.78
247202_at GTP-binding protein  ; supported by full-AtRABA4aAT5G65270 1.23 0.30 2.21 0.064642 0.204581 -4.78
260375_at unknown protein --- AT1G73950 -1.20 -0.26 -2.21 0.064648 0.204581 -4.78



249240_at putative protein similar to unknown prote--- AT5G42220 -1.23 -0.30 -2.21 0.064705 0.204734 -4.78
254212_at  putative protein many putative proteins, --- AT4G23580 1.18 0.24 2.21 0.064749 0.204789 -4.78
257733_at unknown protein  ; supported by cDNA: --- AT3G18350 1.21 0.28 2.21 0.064737 0.204789 -4.78
248140_at putative protein similar to unknown prote--- AT5G54980 -1.20 -0.26 -2.21 0.064749 0.204789 -4.78
251574_at  putative protein GLUCAN ENDO-1,3-BEPDCB5 AT3G58100 -1.22 -0.29 -2.20 0.064798 0.204913 -4.78
263996_at unknown protein --- AT2G22530 -1.22 -0.29 -2.20 0.064891 0.205180 -4.78
244969_at ribosomal protein S18 --- --- -1.48 -0.57 -2.20 0.064921 0.205247 -4.78
261739_at hypothetical protein similar to hypotheticPEX11A AT1G47750 1.16 0.22 2.20 0.064979 0.205401 -4.78
259646_at  n-calpain-1 large subunit, putative similaDEK1 AT1G55350 -1.18 -0.24 -2.20 0.065055 0.205612 -4.79
245956_s_aluminal binding protein  ; supported by c BIP2 AT5G28540 / 1.74 0.80 2.20 0.065079 0.205660 -4.79
259519_at hypothetical protein --- AT1G12270 -1.25 -0.32 -2.20 0.065115 0.205745 -4.79
256125_at  pathogenesis-related group 5 protein, pATLP-1 AT1G18250 1.29 0.37 2.20 0.065159 0.205766 -4.79
261208_at unknown protein ; supported by cDNA: g--- AT1G12930 -1.27 -0.34 -2.20 0.065164 0.205766 -4.79
260961_at unknown protein similar to hypothetical p--- AT1G05960 -1.15 -0.21 -2.20 0.065167 0.205766 -4.79
248189_at DNA mismatch repair protein MutS2-like--- AT5G54090 -1.24 -0.31 -2.20 0.065146 0.205766 -4.79
258385_at putative jasmonic acid regulatory proteinATNAC2 AT3G15510 1.30 0.37 2.20 0.065134 0.205766 -4.79
246097_at  putative protein CGI-45 protein - Homo HHP1 AT5G20270 1.58 0.66 2.20 0.065191 0.205814 -4.79
264027_at putative AAA-type ATPase similar to CDCDC48B AT2G03670 -1.27 -0.34 -2.20 0.065244 0.205954 -4.79
249636_at  beta-glucosidase -like protein prunasin BGLU42 AT5G36890 -1.20 -0.26 -2.20 0.065285 0.206027 -4.79
260428_at putative translation initiation factor EIF-2--- AT1G72340 -1.28 -0.35 -2.20 0.065286 0.206027 -4.79
255968_at Expressed protein ; supported by full-len--- AT1G22270 -1.23 -0.30 -2.20 0.065299 0.206042 -4.79
259259_at spindly (gibberellin signal transduction pSPY AT3G11540 -1.19 -0.26 -2.20 0.065327 0.206100 -4.79
258160_at  glutamine synthetase, putative similar toGLN1.3 AT3G17820 1.37 0.45 2.20 0.065347 0.206137 -4.79
267095_at putative AMP deaminase  ; supported byFAC1 AT2G38280 -1.22 -0.29 -2.20 0.06538 0.206212 -4.79
258076_at  50S ribosomal protein L15, chloroplast RPL15 AT3G25920 -1.29 -0.36 -2.20 0.065434 0.206350 -4.79
258665_at thioredoxin-like protein similar to thiored ATH9 AT3G08710 1.39 0.47 2.20 0.065442 0.206350 -4.79
246428_at  spindle pole body protein-like spindle po--- AT5G17410 -1.24 -0.31 -2.20 0.065454 0.206359 -4.79
246877_at  putative protein various predicted prote --- AT5G26150 1.15 0.20 2.20 0.065474 0.206394 -4.79
252561_at histone H2B  ;supported by full-length cDHTB9 AT3G45980 -1.29 -0.37 -2.20 0.065523 0.206520 -4.79
266952_at putative gibberellin 2-oxidase ATGA2OX AT2G34555 1.21 0.28 2.20 0.065535 0.206528 -4.79
263788_at putative sarcosine oxidase --- AT2G24580 1.33 0.41 2.20 0.065585 0.206658 -4.79
262297_at hypothetical protein similar to hypothetic--- AT1G27600 1.16 0.21 2.20 0.065621 0.206726 -4.79
263764_at putative vacuolar proton-ATPase subun VHA-A2 AT2G21410 -1.23 -0.30 -2.20 0.065625 0.206726 -4.79
266059_at predicted protein ;supported by cDNA: C--- AT2G40765 1.42 0.51 2.20 0.065662 0.206814 -4.80
267296_at hypothetical protein predicted by genefinLBD10 AT2G23660 1.19 0.25 2.20 0.065674 0.206822 -4.80



266359_at putative phospholipid cytidylyltransferas CCT1 AT2G32260 -1.17 -0.23 -2.20 0.065686 0.206833 -4.80
251745_at  putative protein zinc finger transcription SZF1 AT3G55980 2.62 1.39 2.20 0.06571 0.206878 -4.80
256236_at hypothetical protein predicted by genem--- AT3G12350 -1.22 -0.29 -2.20 0.065718 0.206878 -4.80
252094_at multicatalytic endopeptidase complex  a PAD1 AT3G51260 -1.30 -0.38 -2.20 0.065737 0.206909 -4.80
259507_at unknown protein --- AT1G43910 1.63 0.71 2.19 0.065752 0.206925 -4.80
255283_at putative symbiosis-related protein  ;suppATG8B AT4G04620 1.30 0.38 2.19 0.065764 0.206935 -4.80
253478_at  putative protein trichohyalin - human, P --- AT4G32350 -1.35 -0.43 -2.19 0.06582 0.206999 -4.80
253561_at  aspartate--tRNA ligase - like protein asp--- AT4G31180 -1.17 -0.23 -2.19 0.065802 0.206999 -4.80
261139_at  homeodomain protein, putative similar tBEL10 AT1G19700 -1.17 -0.22 -2.19 0.065795 0.206999 -4.80
260987_at hypothetical protein predicted by genemNTMC2T6 AT1G53590 -1.25 -0.32 -2.19 0.065818 0.206999 -4.80
253087_at purple acid phosphatase like protein PAP25 AT4G36350 1.21 0.28 2.19 0.065849 0.207060 -4.80
263666_at putative pre-mRNA splicing factor PRP1--- AT1G04510 -1.28 -0.36 -2.19 0.065923 0.207186 -4.80
255003_at  AIG1-like protein AIG1 - Arabidopsis tha--- AT4G09950 1.17 0.22 2.19 0.065918 0.207186 -4.80
248578_at putative protein contains similarity to unkemb1879 AT5G49820 -1.27 -0.34 -2.19 0.065925 0.207186 -4.80
249259_at putative protein similar to unknown prote--- AT5G41660 1.92 0.94 2.19 0.065903 0.207186 -4.80
261438_at metallothionein-like protein identical to S--- AT1G07590 / 1.16 0.22 2.19 0.065975 0.207257 -4.80
248061_at putative protein contains similarity to wa --- AT5G55340 1.15 0.20 2.19 0.065961 0.207257 -4.80
250236_at delta subunit of mitochondrial F1-ATPas--- AT5G13450 1.22 0.29 2.19 0.065973 0.207257 -4.80
258520_at hypothetical protein predicted by genem--- AT3G06710 -1.27 -0.35 -2.19 0.065997 0.207292 -4.80
257582_at hypothetical protein --- AT1G50720 -1.16 -0.21 -2.19 0.066005 0.207292 -4.80
257792_at  TOM20, putative similar to TOM20 GB:CTOM20-3 AT3G27080 -1.23 -0.30 -2.19 0.066063 0.207420 -4.80
267621_at unknown protein --- --- -1.23 -0.30 -2.19 0.066061 0.207420 -4.80
250462_at  receptor protein kinase -like(fragment) r--- AT5G10020 -1.14 -0.19 -2.19 0.066084 0.207455 -4.80
262729_at rac-like GTP binding protein (ARAC5) idARAC5 AT1G75840 -1.27 -0.34 -2.19 0.066181 0.207733 -4.80
255072_at  outer envelope membrane protein OEP TOC75-IV AT4G09080 -1.22 -0.29 -2.19 0.066239 0.207857 -4.80
247956_at cytokinin oxidase  ; supported by cDNA: CKX3 AT5G56970 -1.19 -0.25 -2.19 0.066233 0.207857 -4.80
245967_at proline-rich protein extensins --- AT5G19800 1.18 0.24 2.19 0.066275 0.207930 -4.80
246010_at  putative protein predicted proteins, Arab--- AT5G08440 -1.15 -0.21 -2.19 0.06628 0.207930 -4.80
257647_at Expressed protein ; supported by cDNA --- AT3G25805 -1.37 -0.46 -2.19 0.066321 0.207987 -4.81
256682_at putative protein dihydrolipoamide S-acetLTA3 AT3G52200 1.16 0.21 2.19 0.066324 0.207987 -4.81
261152_at hypothetical protein predicted by genem--- AT1G04930 -1.31 -0.39 -2.19 0.066326 0.207987 -4.81
260220_at putative MYB family transcription factor MYB31 AT1G74650 1.30 0.38 2.19 0.066426 0.208259 -4.81
249877_at transcription factor-like protein (gb|AAD3HUA2 AT5G23150 1.16 0.21 2.19 0.066431 0.208259 -4.81
267581_at putative RING zinc finger protein --- AT2G41980 -1.35 -0.43 -2.19 0.066498 0.208439 -4.81
264013_at unknown protein FIO1 AT2G21070 -1.15 -0.20 -2.19 0.066613 0.208771 -4.81



256686_at  non-LTR reverse transcriptase, putative--- --- -1.15 -0.20 -2.19 0.066665 0.208813 -4.81
263451_at putative triacylglycerol lipase --- AT2G31690 1.14 0.20 2.19 0.066668 0.208813 -4.81
250882_at putative protein  ;supported by full-length--- AT5G04000 -1.18 -0.23 -2.19 0.066642 0.208813 -4.81
262549_at hypothetical protein similar to hypothetic--- AT1G31290 1.17 0.23 2.19 0.066653 0.208813 -4.81
245247_at scarecrow-like 13 (SCL13) ; supported bSCL13 AT4G17230 1.62 0.70 2.19 0.066672 0.208813 -4.81
255214_at hypothetical protein --- --- 1.16 0.21 2.18 0.066722 0.208942 -4.81
247649_at  KED - like protein KED, Nicotiana tabac--- AT5G60030 -1.21 -0.28 -2.18 0.066739 0.208966 -4.81
247328_at unknown protein  ;supported by full-leng--- AT5G64130 1.32 0.40 2.18 0.066761 0.209005 -4.81
253536_at RSZp22 splicing factor ;supported by fulSRZ-22 AT4G31580 -1.15 -0.20 -2.18 0.066783 0.209046 -4.81
261295_at unknown protein --- AT1G48450 -1.16 -0.22 -2.18 0.066815 0.209119 -4.81
263380_at hypothetical protein --- AT2G40200 1.18 0.24 2.18 0.066826 0.209122 -4.81
264123_at unknown protein ; supported by cDNA: g--- AT1G02270 -1.22 -0.28 -2.18 0.066845 0.209155 -4.81
257908_at unknown protein contains Pfam profile: P--- AT3G25410 -1.21 -0.27 -2.18 0.066866 0.209163 -4.81
260673_at unknown protein ; supported by full-leng--- AT1G19330 -1.39 -0.47 -2.18 0.06686 0.209163 -4.81
267314_at putative myosin heavy chain --- AT2G34730 1.27 0.34 2.18 0.066891 0.209183 -4.81
247637_at  putative protein gcpE protein, ChlamydiHDS AT5G60600 -1.26 -0.34 -2.18 0.066887 0.209183 -4.81
251997_at  60S ribosomal protein - like 60S ribosomSTV1 AT3G53020 -1.27 -0.35 -2.18 0.066939 0.209303 -4.81
259173_at beta-glucosidase identical to beta-glucosBGLU25 AT3G03640 -1.37 -0.46 -2.18 0.066948 0.209304 -4.81
252168_at  putative protein pir7a protein - Oryza saMES10 AT3G50440 -1.75 -0.80 -2.18 0.066965 0.209328 -4.81
257677_at unknown protein contains Pfam profiles:ATEHD1 AT3G20290 -1.21 -0.28 -2.18 0.066982 0.209353 -4.81
266555_at G-box binding bZIP transcription factor i GBF3 AT2G46270 1.50 0.59 2.18 0.066996 0.209367 -4.82
249314_at receptor kinase-like protein --- AT5G41180 1.23 0.30 2.18 0.067115 0.209713 -4.82
247427_at putative protein similar to unknown prote--- AT5G62580 1.37 0.46 2.18 0.067134 0.209718 -4.82
256397_at putative dual-specificity protein phosphaMKP2 AT3G06110 -1.18 -0.23 -2.18 0.067143 0.209718 -4.82
245870_at hypothetical protein similar to hypothetic--- AT1G26300 1.17 0.23 2.18 0.067165 0.209718 -4.82
265207_at unknown protein --- AT2G36680 1.17 0.22 2.18 0.067148 0.209718 -4.82
250106_at putative protein strong similarity to unkn --- AT5G16640 -1.17 -0.23 -2.18 0.067161 0.209718 -4.82
253341_at putative protein  ; supported by cDNA: g--- AT4G33410 -1.21 -0.27 -2.18 0.067172 0.209718 -4.82
258229_at unknown protein contains Pfam profile: P--- AT3G27700 -1.17 -0.23 -2.18 0.067212 0.209812 -4.82
266458_at unknown protein  ;supported by full-leng--- AT2G47710 -1.16 -0.22 -2.18 0.067232 0.209846 -4.82
251793_at  regulator of chromosome condensation --- AT3G55580 -1.15 -0.20 -2.18 0.067352 0.210191 -4.82
248006_at unknown protein HAP8 AT5G56250 -1.18 -0.24 -2.18 0.067378 0.210218 -4.82
262960_at unknown protein ; supported by cDNA: g--- AT1G54320 1.19 0.25 2.18 0.067371 0.210218 -4.82
260333_at putative polygalacturonase similar to po --- AT1G70500 1.31 0.39 2.18 0.067391 0.210228 -4.82
252760_x_aputative protein several hypothetical pro --- --- 1.17 0.22 2.18 0.067412 0.210266 -4.82



246238_at sugar transporter like protein --- AT4G36670 1.56 0.64 2.18 0.067422 0.210266 -4.82
252115_at non-specific lipid transfer protein  ;suppoLTP5 AT3G51600 1.24 0.31 2.18 0.067465 0.210345 -4.82
254067_at hypothetical protein NAP8 AT4G25450 1.16 0.22 2.18 0.067462 0.210345 -4.82
245641_at Expressed protein ; supported by full-len--- AT1G25370 2.02 1.02 2.18 0.067478 0.210356 -4.82
248448_at putative protein contains similarity to eth--- AT5G51190 2.24 1.16 2.18 0.067552 0.210557 -4.82
253275_at Expressed protein ; supported by full-len--- AT4G34215 -1.21 -0.28 -2.18 0.067587 0.210609 -4.82
246092_at glutaredoxin  ;supported by full-length cD--- AT5G20500 1.21 0.27 2.18 0.067581 0.210609 -4.82
260339_at putative serine/threonine kinase similar tSIK1 AT1G69220 -1.28 -0.36 -2.18 0.06766 0.210807 -4.82
254624_at hypothetical protein  ;supported by full-le--- AT4G18580 -1.19 -0.25 -2.17 0.067711 0.210938 -4.83
247620_at  receptor like protein kinase receptor like--- AT5G60310 1.20 0.27 2.17 0.067731 0.210972 -4.83
262263_at  auxin transport protein REH1, putative sPIN3 AT1G70940 -1.66 -0.74 -2.17 0.067788 0.211093 -4.83
252925_at  ES43 like protein ES43 protein - barley,SHL1 AT4G39100 -1.24 -0.32 -2.17 0.067785 0.211093 -4.83
257219_at  uroporphyrinogen decarboxylase, putat HEME1 AT3G14930 -1.28 -0.36 -2.17 0.067817 0.211127 -4.83
264070_at putative cyclin-dependent kinase regulatCKS1 AT2G27960 -1.29 -0.37 -2.17 0.067827 0.211127 -4.83
255981_at hypothetical protein ;supported by full-le --- AT1G34020 -1.23 -0.29 -2.17 0.067822 0.211127 -4.83
260551_at putative trypsin inhibitor  ; supported by ATTI1 AT2G43510 1.52 0.60 2.17 0.067866 0.211147 -4.83
256887_at hypothetical protein predicted by genem--- AT3G15150 -1.22 -0.28 -2.17 0.067844 0.211147 -4.83
250622_at putative transcription factor AP2 domain--- AT5G07310 1.17 0.22 2.17 0.067871 0.211147 -4.83
252065_at putative protein  ;supported by full-length--- AT3G51610 -1.23 -0.30 -2.17 0.067859 0.211147 -4.83
264232_at putative protein kinase Pfam HMM hit: E--- AT1G67470 1.81 0.86 2.17 0.067937 0.211324 -4.83
255518_at putative pectinesterase similar to severa--- AT4G02300 1.20 0.26 2.17 0.067948 0.211329 -4.83
267493_at unknown protein OFP2 AT2G30400 1.31 0.39 2.17 0.067982 0.211406 -4.83
259109_at putative serine threonine protein phosph--- AT3G05580 1.31 0.39 2.17 0.068019 0.211494 -4.83
256227_at unknown protein ; supported by cDNA: g--- AT1G56290 -1.16 -0.22 -2.17 0.06804 0.211530 -4.83
253728_at  putative protein unknown protein chrom--- AT4G29410 -1.32 -0.40 -2.17 0.068061 0.211567 -4.83
251981_at  putative protein BETA-GALACTOSIDAS--- AT3G53080 1.19 0.25 2.17 0.068193 0.211947 -4.83
256644_at unknown protein similar to hypothetical p--- --- 1.17 0.23 2.17 0.068241 0.212068 -4.83
265975_at putative citrate synthetase --- AT2G11270 1.25 0.32 2.17 0.068265 0.212113 -4.83
261782_at unknown protein --- AT1G76110 -1.25 -0.32 -2.17 0.068276 0.212114 -4.83
255925_at unknown protein ;supported by full-lengt --- AT1G22200 -1.25 -0.32 -2.17 0.068291 0.212114 -4.83
258548_at hypothetical protein ULP1A AT3G06910 -1.25 -0.32 -2.17 0.068293 0.212114 -4.83
267343_at hypothetical protein predicted by grail; s --- AT2G44260 2.39 1.26 2.17 0.068311 0.212141 -4.83
248905_at putative protein contains similarity to RN--- AT5G46250 -1.18 -0.24 -2.17 0.06837 0.212294 -4.84
264243_at hypothetical protein predicted by genem--- AT1G54650 -1.28 -0.35 -2.17 0.068388 0.212321 -4.84
254780_s_a auxilin-like protein auxilin - bovine, Pir2 --- AT4G12770 1.31 0.39 2.17 0.068402 0.212338 -4.84



260616_at hypothetical protein contains Pfam profil --- AT1G53280 -1.27 -0.34 -2.17 0.068425 0.212378 -4.84
265465_at hypothetical protein predicted by genefin--- AT2G37070 1.51 0.60 2.17 0.068455 0.212430 -4.84
263778_at putative cytochrome oxidase biogenesisOXA1L AT2G46470 -1.21 -0.28 -2.17 0.06846 0.212430 -4.84
258482_at putative chaperonin similar to chaperoni --- AT3G02530 -1.23 -0.29 -2.17 0.068548 0.212615 -4.84
244911_at hypothetical protein --- --- -1.20 -0.27 -2.17 0.068546 0.212615 -4.84
264868_at unknown protein --- AT1G24090 1.45 0.53 2.17 0.068532 0.212615 -4.84
253190_at  UDP-galactose transporter - like protein--- AT4G35335 -1.20 -0.26 -2.17 0.068567 0.212646 -4.84
254659_at  starch synthase-like protein bacterial anSS4 AT4G18240 -1.32 -0.41 -2.17 0.068581 0.212662 -4.84
256315_at hypothetical protein predicted by genem--- AT1G35880 1.17 0.23 2.17 0.068628 0.212775 -4.84
251592_at  zinc finger - like protein finger protein pcNTT AT3G57670 1.16 0.22 2.17 0.068636 0.212775 -4.84
251870_at  putative protein Various predicted prote--- AT3G54510 1.17 0.23 2.16 0.068665 0.212834 -4.84
250957_at  photoreceptor-interacting protein - like n--- AT5G03250 -1.15 -0.20 -2.16 0.068699 0.212910 -4.84
254373_at hypothetical protein  ;supported by full-le--- AT4G21730 1.17 0.23 2.16 0.068725 0.212962 -4.84
249467_at  NAM / CUC2 - like protein CUC2, Arabi ATNAC6 AT5G39610 1.77 0.82 2.16 0.068801 0.213167 -4.84
250438_at  putative protein predicted protein, Arabi --- AT5G10580 1.16 0.21 2.16 0.06881 0.213167 -4.84
256131_at  bZIP transcription factor, putative similaAtbZIP58 AT1G13600 1.24 0.31 2.16 0.06884 0.213232 -4.84
263857_at unknown protein --- AT2G04380 1.14 0.19 2.16 0.068893 0.213338 -4.84
251874_at  putative protein (fragment) esterase, Ps--- AT3G54240 1.25 0.32 2.16 0.068888 0.213338 -4.84
252694_at  nodulin -like protein nodulin-21, Glycine--- AT3G43630 -1.19 -0.25 -2.16 0.068911 0.213365 -4.84
257313_at gamma tonoplast intrinsic protein nearly TIP2 AT3G26520 1.24 0.31 2.16 0.068939 0.213424 -4.84
266089_at hypothetical protein predicted by gensca--- AT2G38010 -1.41 -0.50 -2.16 0.068956 0.213447 -4.84
267565_at putative cytochrome P450 CYP71A12AT2G30750 2.05 1.04 2.16 0.068991 0.213510 -4.84
263126_at hypothetical protein predicted by genem--- AT1G78460 -1.79 -0.84 -2.16 0.068995 0.213510 -4.84
258064_at putative cytochrome P450 similar to GB CYP72A14AT3G14680 -1.60 -0.68 -2.16 0.069026 0.213577 -4.84
254926_at ACC synthase (AtACS-6)  ; supported b ACS6 AT4G11280 2.48 1.31 2.16 0.06913 0.213785 -4.85
266601_at hypothetical protein predicted by gensca--- AT2G46060 -1.35 -0.43 -2.16 0.069103 0.213785 -4.85
245119_at unknown protein  ; supported by cDNA: --- AT2G41640 2.21 1.14 2.16 0.069131 0.213785 -4.85
257024_at CDPK-related kinase identical to GB:2AA--- AT3G19100 1.29 0.36 2.16 0.069125 0.213785 -4.85
245014_at ATPase beta subunit --- --- -1.15 -0.20 -2.16 0.069258 0.214120 -4.85
249347_at putative protein similar to unknown prote--- AT5G40830 -1.40 -0.49 -2.16 0.069251 0.214120 -4.85
255699_at putative pectinesterase PME38 AT4G00190 1.16 0.22 2.16 0.069268 0.214120 -4.85
256727_at hypothetical protein --- AT3G52240 1.22 0.29 2.16 0.069325 0.214239 -4.85
263520_at putative protein kinase contains a protei --- AT2G42640 -1.18 -0.24 -2.16 0.069316 0.214239 -4.85
260399_at putative lipoxygenase similar to lipoxyge--- AT1G72520 2.72 1.44 2.16 0.069367 0.214341 -4.85
259431_at  plasma membrane intrinsic protein 1c, pPIP1C AT1G01620 1.98 0.99 2.16 0.069514 0.214455 -4.85



255690_at probable cytochrome P450 CYP86A2 AT4G00360 2.31 1.21 2.16 0.06947 0.214455 -4.85
261238_at hypothetical protein predicted by genem--- AT1G32810 -1.19 -0.26 -2.16 0.069439 0.214455 -4.85
265440_at pEARLI 4 protein Same as GB: L43081;pEARLI4 AT2G20960 1.37 0.45 2.16 0.0695 0.214455 -4.85
246513_at hypothetical protein --- AT5G15680 -1.16 -0.22 -2.16 0.069441 0.214455 -4.85
254688_at  DnaJ-like protein DnaJ-like protein, PhaJ20 AT4G13830 -1.18 -0.24 -2.16 0.069447 0.214455 -4.85
266130_at putative transcription activator --- AT2G44980 1.32 0.40 2.16 0.06943 0.214455 -4.85
254739_at  putative disease resistance protein Hcr2AtRLP48 AT4G13880 1.18 0.23 2.16 0.069487 0.214455 -4.85
255896_at  basic blue protein, putative similar to ba--- AT1G17800 1.16 0.21 2.16 0.069495 0.214455 -4.85
263282_at Expressed protein ; supported by full-len--- AT2G14095 1.19 0.25 2.16 0.069455 0.214455 -4.85
255427_at hypothetical protein --- AT4G03380 -1.14 -0.19 -2.16 0.069474 0.214455 -4.85
260369_at  60S ribosomal protein L34, putative simRPL34 AT1G69620 -1.28 -0.35 -2.16 0.069517 0.214455 -4.85
256497_at  ORF1, putative similar to ORF1 GI:4577ECS1 AT1G31580 1.42 0.50 2.16 0.069585 0.214637 -4.85
251270_at putative protein --- AT3G62370 1.30 0.37 2.15 0.069676 0.214857 -4.85
262198_at  pectin methylesterase (PMEU1), putativATPME2 AT1G53830 1.73 0.79 2.15 0.069694 0.214857 -4.85
247313_at  3(2),5-bisphosphate nucleotidase  ; supSAL1 AT5G63980 -1.28 -0.36 -2.15 0.069669 0.214857 -4.85
249701_at putative protein similar to unknown prote--- AT5G35460 -1.17 -0.23 -2.15 0.069686 0.214857 -4.85
259368_at  aspartic protease, putative similar to as --- AT1G69100 1.17 0.23 2.15 0.069776 0.215072 -4.86
264735_s_ahypothetical protein similar to hypothetic--- AT1G62000 / -1.25 -0.32 -2.15 0.069792 0.215072 -4.86
253317_at putative protein --- AT4G33960 -1.49 -0.58 -2.15 0.069785 0.215072 -4.86
252025_at  putative protein chromosome assembly --- AT3G52900 1.20 0.26 2.15 0.069863 0.215262 -4.86
254965_at putative protein other hypothetical prote --- AT4G11090 -1.16 -0.22 -2.15 0.069879 0.215278 -4.86
253122_at hypothetical protein --- AT4G35987 -1.20 -0.26 -2.15 0.069887 0.215278 -4.86
256372_at  cell division protein kinase, putative simCAK4 AT1G66750 -1.26 -0.34 -2.15 0.069935 0.215396 -4.86
258963_at putative myotubularin similar to myotubu--- AT3G10550 1.21 0.27 2.15 0.069959 0.215415 -4.86
255864_at putative pseudouridine synthase --- AT2G30320 -1.21 -0.28 -2.15 0.06996 0.215415 -4.86
247338_at pyruvate kinase --- AT5G63680 1.18 0.24 2.15 0.069986 0.215435 -4.86
252041_at DNA-directed RNA polymerase II 13.6K NRPB11 AT3G52090 -1.19 -0.25 -2.15 0.069988 0.215435 -4.86
255067_at putative phosphotyrosyl phosphatase ac--- AT4G08960 -1.15 -0.20 -2.15 0.069995 0.215435 -4.86
247068_at putative protein similar to unknown prote--- AT5G66800 1.22 0.28 2.15 0.070018 0.215476 -4.86
262840_at  linker histone protein, putative contains HMGA AT1G14900 -1.21 -0.28 -2.15 0.070029 0.215482 -4.86
247959_at unknown protein --- AT5G57080 -1.27 -0.35 -2.15 0.070046 0.215503 -4.86
258235_at alternative oxidase 1c precursor identicaAOX1C AT3G27620 1.21 0.27 2.15 0.070068 0.215544 -4.86
251987_at CYTOCHROME P450 71B5  ; supportedCYP71B5 AT3G53280 -1.22 -0.29 -2.15 0.070092 0.215558 -4.86
260916_at predicted protein ; supported by cDNA: g--- AT1G02475 -1.20 -0.26 -2.15 0.070088 0.215558 -4.86
249116_at putative protein similar to unknown prote--- AT5G43820 / -1.24 -0.31 -2.15 0.070165 0.215755 -4.86



254963_at  putative protein single strand DNA-bind MTSSB AT4G11060 -1.21 -0.28 -2.15 0.070176 0.215758 -4.86
255467_at  putative leucine-rich repeat protein simi --- AT4G03010 -1.19 -0.25 -2.15 0.070188 0.215767 -4.86
260787_at  Ring3-like bromodomain protein similar GTE4 AT1G06230 -1.20 -0.26 -2.15 0.070229 0.215864 -4.86
247849_at  putative protein fibrinogen-binding prote--- AT5G58130 -1.24 -0.31 -2.15 0.070263 0.215940 -4.86
249279_at SCARECROW gene regulator-like prote--- AT5G41920 -1.15 -0.21 -2.15 0.070283 0.215971 -4.86
249049_at tubulin beta-4 chain (sp|P24636)  ; suppTUB4 AT5G44340 1.29 0.37 2.15 0.070308 0.216018 -4.86
254185_at  cellulose synthase catalytic subunit - lik CSLG3 AT4G23990 1.32 0.40 2.15 0.070366 0.216170 -4.86
254025_at  putative pathogenesis-related protein ge--- AT4G25790 1.14 0.20 2.15 0.070383 0.216191 -4.86
248079_at unknown protein --- AT5G55790 -1.27 -0.35 -2.15 0.070444 0.216349 -4.86
258437_at unknown protein contains protein phosp --- AT3G16560 -1.31 -0.39 -2.15 0.070458 0.216362 -4.87
256310_at unknown protein ; supported by cDNA: gERD4 AT1G30360 -1.30 -0.37 -2.15 0.070557 0.216578 -4.87
267508_at hypothetical protein predicted by gensca--- AT2G45700 -1.18 -0.23 -2.15 0.070549 0.216578 -4.87
246204_at putative protein ; supported by cDNA: gi --- AT4G37020 -1.19 -0.25 -2.15 0.070566 0.216578 -4.87
251633_at  putative protein metalloendopeptidase N--- AT3G57460 1.40 0.49 2.15 0.070557 0.216578 -4.87
259662_at Expressed protein ; supported by full-lenHUB2 AT1G55250 -1.26 -0.33 -2.15 0.070662 0.216756 -4.87
262066_at hypothetical protein contains similarity to--- AT1G79950 -1.38 -0.46 -2.15 0.07066 0.216756 -4.87
245240_at  polyprotein, putative similar to polyprote--- --- 1.22 0.29 2.15 0.070645 0.216756 -4.87
257519_at unknown protein --- AT3G01210 -1.22 -0.28 -2.15 0.070644 0.216756 -4.87
266752_at putative ABC transporter related to mult ABCB4 AT2G47000 2.62 1.39 2.14 0.070758 0.216963 -4.87
266183_at unknown protein ATPT2 AT2G38940 1.24 0.31 2.14 0.070749 0.216963 -4.87
260556_at putative endochitinase --- AT2G43620 2.77 1.47 2.14 0.070743 0.216963 -4.87
258256_at unknown protein  ; supported by cDNA: --- AT3G26890 -1.20 -0.27 -2.14 0.070781 0.217005 -4.87
254853_at  putative DNA-binding protein AT-hook p--- AT4G12080 1.25 0.33 2.14 0.070928 0.217425 -4.87
248222_at GTPase activator protein of Rab-like sm--- AT5G53570 1.24 0.31 2.14 0.070997 0.217608 -4.87
266853_at putative salt-inducible protein --- AT2G26790 -1.17 -0.22 -2.14 0.071048 0.217735 -4.87
257381_at unknown protein --- AT2G37950 -1.37 -0.46 -2.14 0.071069 0.217741 -4.87
246206_at Expressed protein ; supported by cDNA ATPBRP --- 1.17 0.23 2.14 0.07106 0.217741 -4.87
261087_at hypothetical protein similar to unknown p--- AT1G17350 -1.31 -0.39 -2.14 0.071097 0.217768 -4.87
247389_at putative protein strong similarity to unkn --- AT5G63490 1.27 0.35 2.14 0.071087 0.217768 -4.87
264091_at hypothetical protein predicted by gensca--- AT1G79110 -1.50 -0.59 -2.14 0.071159 0.217929 -4.87
257777_x_ahypothetical protein --- --- 1.21 0.27 2.14 0.071179 0.217962 -4.88
262518_at putative glutathione transferase One of tATGSTU24AT1G17170 3.86 1.95 2.14 0.071245 0.218136 -4.88
259881_at Expressed protein ; supported by cDNA --- AT1G76820 -1.29 -0.37 -2.14 0.071279 0.218150 -4.88
265956_at hypothetical protein predicted by gensca--- AT2G37290 1.14 0.19 2.14 0.071267 0.218150 -4.88
266196_at putative protein kinase contains a protei --- AT2G39110 -1.18 -0.24 -2.14 0.071288 0.218150 -4.88



256323_at unknown protein ; supported by cDNA: g--- AT1G54920 -1.25 -0.33 -2.14 0.071275 0.218150 -4.88
256478_at unknown protein --- --- 1.20 0.27 2.14 0.071337 0.218218 -4.88
266352_at unknown protein --- AT2G01610 1.66 0.73 2.14 0.07133 0.218218 -4.88
254348_at  putative protein p47 - Homo sapiens,PI PUX3 AT4G22150 -1.16 -0.22 -2.14 0.071339 0.218218 -4.88
246036_at  alpha-galactosidase - like protein alpha AtAGAL2 AT5G08370 -1.44 -0.52 -2.14 0.071359 0.218250 -4.88
245756_at  hyoscyamine 6-dioxygenase hydroxylas--- AT1G35190 1.29 0.36 2.14 0.071388 0.218308 -4.88
253967_at  putative protein probable membrane pro--- AT4G26550 1.29 0.37 2.14 0.071402 0.218320 -4.88
265327_at unknown protein --- AT2G18210 2.41 1.27 2.14 0.071479 0.218529 -4.88
263484_at putative presenilin --- AT2G29900 -1.15 -0.21 -2.14 0.07152 0.218623 -4.88
247972_at histone acetyltransferase HAT B HAG2 AT5G56740 -1.27 -0.35 -2.14 0.0716 0.218840 -4.88
267412_at putative vacuolar sorting receptor --- AT2G34940 1.69 0.75 2.14 0.071625 0.218862 -4.88
254276_at  predicted protein PVPR3 protein, Phaes--- AT4G22820 1.42 0.51 2.14 0.071627 0.218862 -4.88
254705_at putative protein  ; supported by cDNA: g--- AT4G17870 -1.31 -0.39 -2.14 0.071709 0.219084 -4.88
261767_s_a adenine nucleotide translocase, putativeNTT1 AT1G15500 / 1.22 0.29 2.13 0.071738 0.219144 -4.88
266968_at putative protein kinase contains a protei --- AT2G39360 1.50 0.59 2.13 0.071762 0.219176 -4.88
266623_at unknown protein --- AT2G35390 1.26 0.33 2.13 0.071768 0.219176 -4.88
252446_at  beta-D-glucan exohydrolase - like prote--- AT3G47010 -1.16 -0.21 -2.13 0.071784 0.219195 -4.88
248986_at putative protein similar to unknown prote--- AT5G45170 -1.24 -0.31 -2.13 0.071889 0.219488 -4.88
254259_s_a putative protein rape mRNA, Brassica n--- AT4G23420 / -1.30 -0.37 -2.13 0.071961 0.219678 -4.89
250017_at unknown protein --- AT5G18140 -1.32 -0.41 -2.13 0.071975 0.219690 -4.89
246946_at putative protein --- AT5G25070 -1.15 -0.21 -2.13 0.072035 0.219816 -4.89
250030_at putative protein contains similarity to proATAPRL7 AT5G18120 -1.17 -0.23 -2.13 0.072031 0.219816 -4.89
262646_at  aspartate aminotransferase nearly iden ASP4 AT1G62800 -1.41 -0.50 -2.13 0.072057 0.219853 -4.89
262503_at hypothetical protein predicted by gensca--- AT1G21670 1.42 0.50 2.13 0.072092 0.219930 -4.89
255004_at putative protein --- AT4G09970 -1.25 -0.32 -2.13 0.072108 0.219948 -4.89
265058_s_a myrosinase-binding protein homolog, puMBP2 AT1G52030 / -2.57 -1.36 -2.13 0.072163 0.220087 -4.89
259273_s_a serine/threonine specific protein kinase --- AT3G01300 / -1.18 -0.24 -2.13 0.072192 0.220117 -4.89
252501_at hypothetical protein --- AT3G46880 1.18 0.23 2.13 0.072192 0.220117 -4.89
252415_at glutamine-dependent asparagine syntheASN1 AT3G47340 3.14 1.65 2.13 0.072204 0.220126 -4.89
250302_at  fructosidase - like protein fructosidase, AtcwINV6 AT5G11920 2.33 1.22 2.13 0.072215 0.220130 -4.89
261879_at  cytochrome P450, putative similar to CYCYP705A2AT1G50520 1.16 0.22 2.13 0.07226 0.220236 -4.89
253683_at cytidine deaminase 4 (CDA4) --- AT4G29650 1.18 0.23 2.13 0.072336 0.220298 -4.89
266323_at putative calcium-dependent protein kina CRK3 AT2G46700 1.20 0.26 2.13 0.072348 0.220298 -4.89
262782_at Expressed protein ; supported by full-len--- AT1G13195 1.17 0.23 2.13 0.072317 0.220298 -4.89
253682_at cytidine deaminase 5 (CDA5) --- AT4G29640 1.23 0.30 2.13 0.072308 0.220298 -4.89



246270_at putative protein --- AT4G36500 1.84 0.88 2.13 0.072338 0.220298 -4.89
263555_at unknown protein  ;supported by full-leng--- AT2G16460 1.17 0.23 2.13 0.072335 0.220298 -4.89
252299_at  putative protein various predicted prote --- AT3G49150 1.22 0.28 2.13 0.072315 0.220298 -4.89
265033_at  PSI type III chlorophyll a/b-binding proteLHCA3 AT1G61520 -1.14 -0.19 -2.13 0.072359 0.220304 -4.89
258452_at alternative oxidase 1a precursor identicaAOX1A AT3G22370 1.74 0.80 2.13 0.07239 0.220337 -4.89
260649_at  storage protein, putative similar to GB:CACA7 AT1G08080 1.17 0.23 2.13 0.072387 0.220337 -4.89
248820_at putative protein similar to unknown prote--- AT5G47060 -1.26 -0.33 -2.13 0.072438 0.220425 -4.89
261038_at unknown protein ; supported by full-leng--- AT1G17490 -1.23 -0.30 -2.13 0.072433 0.220425 -4.89
260594_at hypothetical protein predicted by gensca--- AT1G55880 -1.14 -0.19 -2.13 0.072473 0.220504 -4.89
245579_at hypothetical protein --- AT4G14810 1.16 0.21 2.13 0.072533 0.220657 -4.89
253474_at hypothetical protein --- AT4G32270 -1.22 -0.29 -2.13 0.072561 0.220703 -4.89
245897_at potassium transport protein-like several KUP7 AT5G09400 1.26 0.34 2.13 0.072577 0.220703 -4.89
257957_at  wall-associated serine/threonine kinase--- AT3G25490 1.28 0.35 2.13 0.072575 0.220703 -4.89
267327_at putative protein kinase contains a protei --- AT2G19410 1.16 0.22 2.13 0.072589 0.220707 -4.89
256126_at hypothetical protein similar to MuDR tran--- AT1G18050 1.27 0.35 2.13 0.072605 0.220728 -4.89
264739_at hypothetical protein predicted by genem--- AT1G62260 -1.21 -0.28 -2.13 0.072649 0.220833 -4.90
258712_s_aputative 40S ribosomal protein S23  sim --- AT3G09680 / -1.24 -0.31 -2.13 0.072685 0.220894 -4.90
252494_at  receptor-like protein kinase receptor like--- AT3G46760 1.19 0.26 2.13 0.072689 0.220894 -4.90
264790_at putative histidine kinase histidine kinaseATHK1 AT2G17820 -1.23 -0.30 -2.13 0.072721 0.220924 -4.90
261707_at unknown protein --- AT1G32650 -1.17 -0.22 -2.13 0.072716 0.220924 -4.90
255576_at  predicted protein of unknown function s --- AT4G01440 -1.34 -0.42 -2.13 0.072728 0.220924 -4.90
252000_at  hypothetical protein predicted protein, A--- AT3G52710 -1.24 -0.31 -2.13 0.072752 0.220970 -4.90
247091_at peroxidase (emb CAA66964.1) --- AT5G66390 1.20 0.27 2.12 0.072831 0.221151 -4.90
251068_at putative protein several protein kinases STN8 AT5G01920 -1.32 -0.40 -2.12 0.072824 0.221151 -4.90
266048_at putative thioredoxin H contains a thioredATCXXS2 AT2G40790 1.20 0.26 2.12 0.072856 0.221195 -4.90
267623_at unknown protein --- AT2G39650 2.03 1.02 2.12 0.07288 0.221240 -4.90
266757_at unknown protein --- AT2G46940 1.36 0.44 2.12 0.072903 0.221279 -4.90
260815_at  chloroplast inner envelope protein, putaTIC110 AT1G06950 -1.33 -0.41 -2.12 0.072951 0.221345 -4.90
251579_at  putative protein Bet1 homolog - Rattus BS14A AT3G58170 -1.17 -0.23 -2.12 0.072954 0.221345 -4.90
257393_at unknown protein --- AT2G20080 1.14 0.19 2.12 0.072946 0.221345 -4.90
261348_at hypothetical protein contains similarity toTED3 AT1G79810 -1.16 -0.22 -2.12 0.072971 0.221368 -4.90
266361_at putative O-GlcNAc transferase --- AT2G32450 -1.39 -0.48 -2.12 0.073027 0.221508 -4.90
252389_at Expressed protein ; supported by full-len--- AT3G47833 1.38 0.46 2.12 0.073107 0.221721 -4.90
259034_at putative pectinacetylesterase similar to p--- AT3G09410 -1.31 -0.39 -2.12 0.073135 0.221746 -4.90
266302_at ethylene-insensitive3-like1 (EIL1) identicEIL1 AT2G27050 -1.23 -0.30 -2.12 0.073132 0.221746 -4.90



245615_at reverse transcriptase like protein --- --- 1.17 0.22 2.12 0.073152 0.221769 -4.90
263539_at putative tyrosine aminotransferase  ;supTAT3 AT2G24850 2.97 1.57 2.12 0.07318 0.221815 -4.90
251585_at  putative protein hypothetical protein F9F--- AT3G58630 -1.35 -0.43 -2.12 0.073196 0.221815 -4.90
261099_at  expansin At-EXP6, putative similar to GATEXPA18AT1G62980 1.23 0.30 2.12 0.073189 0.221815 -4.90
256516_at  receptor protein kinase (TMK1), putativeTMK1 AT1G66150 -1.32 -0.40 -2.12 0.073214 0.221840 -4.90
264718_at  receptor-like kinase, putative similar to --- AT1G70130 1.15 0.20 2.12 0.073232 0.221866 -4.90
249054_at unknown protein --- AT5G02870 / -1.22 -0.29 -2.12 0.073251 0.221894 -4.90
256877_at unknown protein  ;supported by full-leng--- AT3G26470 1.59 0.67 2.12 0.073294 0.221993 -4.90
249166_at CHP-rich zinc finger protein-like --- AT5G42840 -1.20 -0.26 -2.12 0.073364 0.222146 -4.91
257897_at HAL3A protein identical to GB:AAD5161HAL3A AT3G18030 -1.26 -0.33 -2.12 0.073359 0.222146 -4.90
248147_at putative protein contains similarity to polATRBP45AAT5G54900 -1.19 -0.25 -2.12 0.073405 0.222217 -4.91
266300_at putative auxin transport protein  ; suppo PIN4 AT2G01420 -1.80 -0.85 -2.12 0.073407 0.222217 -4.91
258354_at putative zinc finger protein similar to RIN--- AT3G14320 1.15 0.20 2.12 0.073437 0.222279 -4.91
252455_at  putative protein various predicted prote --- AT3G47140 1.15 0.20 2.12 0.073456 0.222279 -4.91
263734_at  permease, putative similar to permeaseNAT7 AT1G60030 1.27 0.34 2.12 0.073451 0.222279 -4.91
250041_at  putative protein p53 inducible protein P PIR121 AT5G18410 -1.14 -0.19 -2.12 0.07354 0.222502 -4.91
247864_s_aanthranilate synthase beta chain  ;suppo--- AT1G24807 / 1.87 0.90 2.12 0.073554 0.222507 -4.91
249406_at  putative protein MtN21, Medicago trunc--- AT5G40210 1.22 0.29 2.12 0.07358 0.222507 -4.91
251886_at  putative protein various predicted prote --- AT3G54260 1.33 0.41 2.12 0.073563 0.222507 -4.91
257109_s_ahypothetical protein --- --- 1.15 0.20 2.12 0.073575 0.222507 -4.91
263414_at putative bZIP transcription factor contain--- AT2G21230 -1.18 -0.23 -2.12 0.073644 0.222629 -4.91
264545_at  photosystem I subunit V precursor, putaPSAG AT1G55670 -1.14 -0.19 -2.12 0.07365 0.222629 -4.91
264483_at unknown protein --- AT1G77230 -1.24 -0.31 -2.12 0.073642 0.222629 -4.91
245891_at amino acid transport protein AAP2  ;sup AAP2 AT5G09220 -1.58 -0.66 -2.12 0.073662 0.222635 -4.91
253652_at  putative protein nucleoid DNA-binding p--- AT4G30040 1.14 0.19 2.12 0.07368 0.222660 -4.91
251078_at putative protein hypothetical proteins - A--- AT5G01990 1.31 0.39 2.12 0.073734 0.222795 -4.91
262850_at signal response protein (GAI) identical toGAI AT1G14920 -1.39 -0.48 -2.12 0.073751 0.222810 -4.91
260519_at unknown protein --- AT1G51540 1.15 0.20 2.12 0.073759 0.222810 -4.91
247145_at receptor protein kinase-like protein --- AT5G65600 2.49 1.31 2.12 0.073775 0.222828 -4.91
253390_at hypothetical protein  ;supported by full-le--- AT4G32750 -1.25 -0.33 -2.11 0.073854 0.223038 -4.91
261660_at  kinesin heavy chain isolog, putative simHIK AT1G18370 1.16 0.21 2.11 0.073889 0.223115 -4.91
253530_at  putative protein hypothetical protein - A --- AT4G31530 -1.36 -0.45 -2.11 0.073899 0.223115 -4.91
250094_at 2-hydroxyphytanoyl-CoA lyase-like prote--- AT5G17380 1.53 0.61 2.11 0.07392 0.223119 -4.91
261196_at unknown protein SCRM2 AT1G12860 -1.40 -0.49 -2.11 0.073919 0.223119 -4.91
263831_at putative ferritin ATFER4 AT2G40300 1.31 0.39 2.11 0.073961 0.223184 -4.91



261654_at  hypothetical protein contains similarity t --- AT1G01920 -1.25 -0.32 -2.11 0.073955 0.223184 -4.91
250115_at salt-inducible protein-like --- AT5G16420 -1.29 -0.36 -2.11 0.07398 0.223211 -4.91
255100_at putative MuDR-like transposon protein --- --- -1.15 -0.20 -2.11 0.074044 0.223376 -4.91
246396_at  carbonic anhydrase, putative similar to BCA6 AT1G58180 1.30 0.38 2.11 0.074065 0.223411 -4.91
266542_at unknown protein ARAD1 AT2G35100 -1.16 -0.21 -2.11 0.074094 0.223466 -4.91
247447_at  nitrate transporter NTL1 - like protein ni --- AT5G62730 1.51 0.60 2.11 0.074132 0.223494 -4.92
267380_at putative thromboxane-A synthase  ; sup CYP711A1AT2G26170 1.45 0.54 2.11 0.074131 0.223494 -4.92
265893_at putative disease resistance protein --- AT2G15040 / 1.56 0.64 2.11 0.074142 0.223494 -4.92
246606_at putative protein --- --- 1.14 0.19 2.11 0.074142 0.223494 -4.92
255568_at putative DNA-binding protein  ; supporteWRKY22 AT4G01250 1.81 0.86 2.11 0.074193 0.223500 -4.92
244929_at NADH dehydrogenase subunit 4 --- --- -1.30 -0.38 -2.11 0.074183 0.223500 -4.92
249721_at Expressed protein ; supported by full-lenLSU4 AT5G24655 -1.14 -0.19 -2.11 0.074186 0.223500 -4.92
245340_at elicitor like protein ; supported by full-len--- AT4G14420 1.29 0.37 2.11 0.074173 0.223500 -4.92
251299_at  putative protein transcription factor MYC--- AT3G61950 -1.20 -0.26 -2.11 0.074188 0.223500 -4.92
260141_at  gibberellin regulatory protein, putative sRGL1 AT1G66350 1.87 0.90 2.11 0.074207 0.223514 -4.92
261017_at  UDP-glucose dehydrogenase, putative UGD1 AT1G26570 1.21 0.28 2.11 0.074239 0.223580 -4.92
256365_at arginyl-tRNA synthetase nearly identical --- AT1G66530 -1.32 -0.40 -2.11 0.074325 0.223750 -4.92
263559_at putative non-LTR retroelement reverse t --- --- 1.17 0.23 2.11 0.074313 0.223750 -4.92
246297_at  putative protein hypothetical protein F17--- AT3G51760 -1.28 -0.35 -2.11 0.074318 0.223750 -4.92
266658_at Expressed protein ; supported by full-len--- AT2G25735 2.38 1.25 2.11 0.074353 0.223806 -4.92
263013_at  knotted-like homeobox protein, putativeKNAT6 AT1G23380 1.21 0.28 2.11 0.074377 0.223817 -4.92
266550_s_aExpressed protein ; supported by cDNA --- AT2G35070 / -1.78 -0.83 -2.11 0.074375 0.223817 -4.92
260400_at putative peptide transporter similar to pe--- AT1G69860 1.15 0.20 2.11 0.074411 0.223863 -4.92
253400_at  putative protein unknown protein T02O0--- AT4G32860 1.16 0.21 2.11 0.074408 0.223863 -4.92
253506_at  putative protein EREBP-4 homolog, Ara--- AT4G31980 1.33 0.41 2.11 0.074433 0.223896 -4.92
266766_at hypothetical protein predicted by genscaPAP14 AT2G46880 1.38 0.46 2.11 0.074503 0.224078 -4.92
259321_at unknown protein GAUT13 AT3G01040 1.26 0.33 2.11 0.074565 0.224160 -4.92
264376_at putative protein phosphatase 2C  ;suppo--- AT2G25070 -1.26 -0.34 -2.11 0.074543 0.224160 -4.92
262377_at  rubisco activase, putative similar to rubi --- AT1G73110 -1.37 -0.46 -2.11 0.074569 0.224160 -4.92
249984_at  putative protein rsc43, Dictyostelium dis--- AT5G18400 1.40 0.48 2.11 0.074569 0.224160 -4.92
247117_at 3-hydroxyisobutyryl-coenzyme A hydrolaCHY1 AT5G65940 -1.26 -0.33 -2.11 0.074637 0.224334 -4.92
245854_at adenosine nucleotide translocator  ; sup AAC2 AT5G13490 2.34 1.22 2.11 0.074674 0.224414 -4.92
264251_at hypothetical protein identical to GB:AAC--- AT1G09190 -1.26 -0.34 -2.11 0.074683 0.224414 -4.92
252045_at  putative protein arm repeat containing pPUB22 AT3G52450 2.69 1.43 2.11 0.074719 0.224490 -4.92
249951_at  S-adenosyl-L-methionine decarboxylaseBUD2 AT5G18930 -1.30 -0.38 -2.11 0.074744 0.224537 -4.92



252960_at hypothetical protein --- AT4G38750 -1.34 -0.43 -2.11 0.07478 0.224558 -4.92
256247_at SRF-type transcription factor contains P AGL91 AT3G66656 1.16 0.21 2.11 0.074777 0.224558 -4.92
249293_at protein kinase-like --- AT5G41260 -1.23 -0.30 -2.11 0.074777 0.224558 -4.92
249895_at male sterility 2-like protein (emb|CAA68 FAR1 AT5G22500 1.79 0.84 2.11 0.074823 0.224627 -4.92
248749_at eukaryotic release factor 1 homolog (gb ERF1-1 AT5G47880 1.16 0.21 2.11 0.074862 0.224627 -4.92
265319_at auxin-regulated protein (IAA8)  ;supporteIAA8 AT2G22670 -1.41 -0.50 -2.11 0.074855 0.224627 -4.92
251932_at pasticcino 1  ; supported by cDNA: gi_15PAS1 AT3G54010 -1.17 -0.23 -2.11 0.074855 0.224627 -4.92
264810_at putative GPI-anchor transamidase (U32 --- AT1G08750 -1.21 -0.28 -2.11 0.074834 0.224627 -4.92
262841_at  aspartate-semialdehyde dehydrogenase--- AT1G14810 -1.29 -0.37 -2.11 0.074839 0.224627 -4.92
256502_at  Eukaryotic translation initiation factor 5, --- AT1G36730 / -1.27 -0.34 -2.11 0.074905 0.224696 -4.93
248414_at 50S ribosomal protein L11-like --- AT5G51610 -1.20 -0.26 -2.11 0.074898 0.224696 -4.93
247270_at ER66 protein-like --- AT5G64220 1.16 0.22 2.10 0.074929 0.224737 -4.93
267444_at hypothetical protein predicted by gensca--- AT2G19180 -1.26 -0.33 -2.10 0.07502 0.224980 -4.93
264490_at  putative protein import receptor similar tTOM20-2 AT1G27390 -1.32 -0.41 -2.10 0.075098 0.225145 -4.93
264463_at  unknown protein similar to ESTs gb|T20--- AT1G10150 1.24 0.31 2.10 0.07509 0.225145 -4.93
263869_at unknown protein PROPEP6 AT2G22000 -1.15 -0.20 -2.10 0.075104 0.225145 -4.93
249481_at  frnE protein - like frnE protein, Deinococ--- AT5G38900 1.94 0.95 2.10 0.075147 0.225218 -4.93
248998_at unknown protein --- AT5G45320 1.16 0.22 2.10 0.075161 0.225218 -4.93
249009_at unknown protein  ; supported by full-lengMAP18 AT5G44610 1.32 0.41 2.10 0.075168 0.225218 -4.93
264897_at  dynein light subunit lc6, flagellar outer a--- AT1G23220 -1.21 -0.28 -2.10 0.075178 0.225218 -4.93
264758_at  late embryogenesis abundant protein, p--- AT1G61340 2.28 1.19 2.10 0.075168 0.225218 -4.93
254744_at Expressed protein ; supported by cDNA MEE55 AT4G13345 -1.28 -0.35 -2.10 0.075211 0.225288 -4.93
264781_at putative plastid RNA polymerase sigma-SIG2 AT1G08540 -1.26 -0.33 -2.10 0.075266 0.225423 -4.93
251296_at  putative protein paladin - Mus musculus--- AT3G62010 -1.20 -0.26 -2.10 0.075276 0.225424 -4.93
266514_at putative zinc-finger protein (B-box zinc f --- AT2G47890 -1.26 -0.34 -2.10 0.075347 0.225590 -4.93
261626_at unknown protein ; supported by cDNA: g--- AT1G01990 -1.22 -0.29 -2.10 0.075352 0.225590 -4.93
256384_at hypothetical protein --- AT1G66660 -1.21 -0.27 -2.10 0.075373 0.225624 -4.93
261620_s_a ribosomal protein L9, putative similar to PGY2 AT1G33120 / -1.25 -0.33 -2.10 0.075441 0.225768 -4.93
258257_at putative short chain alcohol dehydrogen --- AT3G26770 1.15 0.20 2.10 0.075434 0.225768 -4.93
262667_at  amine oxidase, putative similar to amine--- AT1G62810 -1.30 -0.38 -2.10 0.075451 0.225770 -4.93
252603_at putative protein --- AT3G45050 -1.24 -0.31 -2.10 0.075479 0.225824 -4.93
261447_at  transcription factor, putative similar to G--- AT1G21160 1.18 0.24 2.10 0.075503 0.225835 -4.93
248804_at nodulin-like protein --- AT5G47470 1.19 0.25 2.10 0.07551 0.225835 -4.93
252083_at  putative protein hypothetical protein M4--- AT3G51960 1.50 0.59 2.10 0.075513 0.225835 -4.93
250056_at  putative protein predicted proteins, Syn --- AT5G17660 -1.45 -0.53 -2.10 0.075529 0.225854 -4.93



264261_at putative nicotianamine synthase similar NAS3 AT1G09240 1.94 0.95 2.10 0.075542 0.225865 -4.93
256611_at unknown protein similar to putative RING--- AT3G29270 -1.22 -0.29 -2.10 0.075584 0.225929 -4.93
263560_s_aunknown protein FUT5 AT2G15350 / -1.20 -0.27 -2.10 0.075583 0.225929 -4.93
256385_at  60S ribosomal protein L10, putative con--- AT1G66580 1.34 0.42 2.10 0.075639 0.226007 -4.94
253815_at  putative beta-expansin/allergen protein ATEXPB3 AT4G28250 1.29 0.37 2.10 0.075621 0.226007 -4.93
254904_at  putative translation initiation factor IF-2 --- AT4G11160 -1.27 -0.34 -2.10 0.07564 0.226007 -4.94
245574_at hypothetical protein IQD19 AT4G14750 1.27 0.35 2.10 0.075705 0.226150 -4.94
250164_at  putative protein various predicted prote --- AT5G15280 -1.25 -0.32 -2.10 0.075726 0.226150 -4.94
265267_at hypothetical protein predicted by gensca--- AT2G42920 -1.23 -0.30 -2.10 0.075727 0.226150 -4.94
246397_at hypothetical protein contains similarity toAtRLP9 AT1G58190 1.16 0.21 2.10 0.075713 0.226150 -4.94
258071_s_aunknown protein --- AT3G26070 / -1.28 -0.36 -2.10 0.075775 0.226265 -4.94
266147_at putative C-1-tetrahydrofolate synthase --- AT2G12230 1.13 0.18 2.10 0.07583 0.226398 -4.94
245683_at  ubiquitin-specific protease 8 (UBP8), puUBP8 AT5G22030 -1.16 -0.21 -2.10 0.075871 0.226460 -4.94
261339_at  protein kinase, putative similar to many --- AT1G35710 1.35 0.44 2.10 0.075866 0.226460 -4.94
253783_at  putative protein predicted protein, ArabiNPGR2 AT4G28600 1.20 0.26 2.10 0.075894 0.226501 -4.94
246767_at  putative protein CG6949 - Drosophila m--- AT5G27395 -1.54 -0.62 -2.10 0.07599 0.226698 -4.94
248014_at putative protein similar to unknown prote--- AT5G56340 1.24 0.31 2.10 0.075983 0.226698 -4.94
266321_at putative cytochrome P450 CYP78A6 AT2G46660 -1.25 -0.32 -2.10 0.075972 0.226698 -4.94
246960_at unknown protein --- AT5G24710 1.17 0.22 2.09 0.076027 0.226738 -4.94
256100_at unknown protein --- AT1G13750 1.68 0.75 2.09 0.076025 0.226738 -4.94
256172_at hypothetical protein --- AT1G51745 1.16 0.21 2.09 0.076033 0.226738 -4.94
254029_at putative protein other hypothetical prote --- AT4G25870 -1.21 -0.27 -2.09 0.076098 0.226900 -4.94
245311_at ribosomal protein ; supported by full-leng--- AT4G14320 -1.30 -0.37 -2.09 0.07612 0.226937 -4.94
262804_at  putative RNA-binding protein similar to --- AT1G20880 1.23 0.30 2.09 0.076161 0.226941 -4.94
247255_at putative protein similar to unknown prote--- AT5G64780 1.38 0.46 2.09 0.076159 0.226941 -4.94
259001_at hypothetical protein predicted by gensca--- AT3G01960 -1.58 -0.66 -2.09 0.076136 0.226941 -4.94
266528_at putative disease resistance protein --- AT2G16870 1.15 0.20 2.09 0.076171 0.226941 -4.94
248236_at putative protein contains similarity to phy--- AT5G53870 2.15 1.10 2.09 0.076166 0.226941 -4.94
256803_at  cytochrome P450, putative similar to cy CYP705A3AT3G20960 1.16 0.21 2.09 0.076236 0.227015 -4.94
248883_at putative protein strong similarity to unkn --- AT5G46190 -1.17 -0.22 -2.09 0.076224 0.227015 -4.94
250065_at  putative protein predicted proteins, Arab--- AT5G17910 1.27 0.34 2.09 0.076235 0.227015 -4.94
267085_at putative cellulose synthase ATCSLB02AT2G32620 -1.14 -0.19 -2.09 0.076227 0.227015 -4.94
257707_at hypothetical protein predicted by genem--- AT3G12650 -1.17 -0.22 -2.09 0.076282 0.227124 -4.94
259215_at unknown protein largely predicted by ge DEX1 AT3G09090 -1.17 -0.22 -2.09 0.076416 0.227492 -4.95
261127_at unknown protein ; supported by cDNA: g--- AT1G04790 -1.24 -0.31 -2.09 0.076489 0.227679 -4.95



253502_at  Cytochrome P450-like protein cytochromCYP82C4 AT4G31940 1.16 0.21 2.09 0.076571 0.227895 -4.95
258216_at unknown protein contains Pfam profile:P--- AT3G17980 1.24 0.31 2.09 0.076605 0.227966 -4.95
261131_at unknown protein --- AT1G19835 -1.35 -0.43 -2.09 0.076625 0.227995 -4.95
258226_at  putative phospholipase D similar to phoPLDALPHAAT3G15730 -1.19 -0.25 -2.09 0.076682 0.228081 -4.95
260999_at hypothetical protein similar to putative M--- AT1G26580 -1.16 -0.21 -2.09 0.076684 0.228081 -4.95
245848_at putative protein predicted proteins - diffeFY AT5G13480 -1.18 -0.23 -2.09 0.076665 0.228081 -4.95
248773_at kinesin-like protein FRA1 AT5G47820 -1.24 -0.31 -2.09 0.076822 0.228464 -4.95
245361_at hypothetical protein ;supported by full-le --- AT4G17790 1.38 0.47 2.09 0.076849 0.228512 -4.95
253526_at  putative zinc finger protein hypothetical --- AT4G31420 1.17 0.23 2.09 0.076872 0.228553 -4.95
262993_at hypothetical protein contains similarity to--- AT1G54230 -1.16 -0.21 -2.09 0.076902 0.228575 -4.95
246274_at transcription factor like protein --- AT4G36620 1.22 0.29 2.09 0.076899 0.228575 -4.95
252536_at  putative transporter protein peptide tran--- AT3G45700 1.22 0.29 2.09 0.07691 0.228575 -4.95
267329_at hypothetical protein --- AT2G19250 -1.18 -0.24 -2.09 0.076925 0.228592 -4.95
264078_at putative beta-galactosidase BGAL8 AT2G28470 -1.77 -0.82 -2.09 0.076954 0.228624 -4.95
263350_at alanine-glyoxylate aminotransferase  ;suAGT AT2G13360 -1.30 -0.37 -2.09 0.076964 0.228624 -4.95
254626_at hypothetical protein  ; supported by full-l --- AT4G18400 -1.21 -0.27 -2.09 0.076973 0.228624 -4.95
246404_at hypothetical protein contains similarity to--- AT1G57600 -1.16 -0.21 -2.09 0.076986 0.228624 -4.95
248503_at putative protein contains similarity to tra NF-YC7 AT5G50470 1.32 0.40 2.09 0.076984 0.228624 -4.95
246951_at unknown protein --- AT5G04880 -1.42 -0.50 -2.09 0.077 0.228633 -4.95
262825_at putative chloroplast prephenate dehydraADT1 AT1G11790 1.34 0.43 2.09 0.077035 0.228708 -4.95
252161_at proline-rich protein --- AT3G50580 -1.14 -0.19 -2.09 0.077072 0.228728 -4.95
259861_at unknown protein similar to ribosomal pro--- AT1G80620 -1.23 -0.30 -2.09 0.077056 0.228728 -4.95
256905_at  mitochondrial chaperonin hsp60 identic HSP60 AT3G23990 -1.48 -0.57 -2.09 0.077062 0.228728 -4.95
260937_at hypothetical protein contains similarity to--- AT1G45160 -1.14 -0.19 -2.08 0.077174 0.228998 -4.95
259712_at putative 20S proteasome beta subunit PPBC2 AT1G77440 -1.16 -0.21 -2.08 0.077183 0.228998 -4.96
260932_s_ahypothetical protein contains similarity toPGP12 AT1G02520 / 1.86 0.90 2.08 0.077208 0.229044 -4.96
258421_at MtN3-like protein similar to MtN3 GB:CA--- AT3G16690 -1.40 -0.49 -2.08 0.077236 0.229073 -4.96
265770_at Expressed protein ; supported by full-len--- AT2G48100 -1.23 -0.30 -2.08 0.077255 0.229073 -4.96
262884_at  membrane related protein CP5, putativeCP5 AT1G64720 -1.18 -0.24 -2.08 0.077258 0.229073 -4.96
256490_at unknown protein ;supported by full-lengt --- AT1G31460 -1.27 -0.34 -2.08 0.077239 0.229073 -4.96
261333_at hypothetical protein predicted by genem--- AT1G44910 -1.28 -0.36 -2.08 0.077307 0.229163 -4.96
247621_at  putative protein predicted proteins from --- AT5G60340 1.17 0.22 2.08 0.077309 0.229163 -4.96
265868_at unknown protein  ;supported by full-lengPUX2 AT2G01650 1.25 0.33 2.08 0.07733 0.229198 -4.96
251087_at  putative protein unknown protein T16O --- AT5G01460 1.16 0.21 2.08 0.077364 0.229265 -4.96
266494_at putative receptor-like protein kinase PRK2A AT2G07040 -1.17 -0.22 -2.08 0.077373 0.229265 -4.96



260914_at  beta-xylosidase, putative similar to betaBXL2 AT1G02640 1.54 0.63 2.08 0.077404 0.229297 -4.96
264437_at unknown protein EST gb|N65787 comes--- AT1G27510 -1.19 -0.25 -2.08 0.077398 0.229297 -4.96
259755_at unknown protein similar to glucosaminyl --- AT1G71070 1.22 0.28 2.08 0.077432 0.229351 -4.96
256762_at Expressed protein ; supported by full-lenIDL1 AT3G25655 2.37 1.24 2.08 0.077445 0.229360 -4.96
253372_at  pectinesterase - like protein pectinester PME44 AT4G33220 1.55 0.63 2.08 0.077489 0.229430 -4.96
246155_at  putative protein predicted proteins, Arab--- AT5G20030 1.15 0.20 2.08 0.077488 0.229430 -4.96
252298_at  putative protein various predicted prote --- AT3G49060 1.16 0.21 2.08 0.077559 0.229547 -4.96
250951_at putative protein --- AT5G03550 1.51 0.60 2.08 0.077551 0.229547 -4.96
263166_at putative protein destination factor Simila --- AT1G03050 1.15 0.20 2.08 0.077549 0.229547 -4.96
250716_at sucrose transporter protein ATSUC9 AT5G06170 1.17 0.22 2.08 0.077615 0.229666 -4.96
253575_at  putative protein TINY, Arabidopsis thalia--- AT4G31060 -1.18 -0.23 -2.08 0.077619 0.229666 -4.96
255147_at hypothetical protein --- AT4G08460 -1.19 -0.25 -2.08 0.077689 0.229842 -4.96
262120_at  glutathione-S-transferase, putative simi ATGSTF4 AT1G02950 1.25 0.32 2.08 0.077915 0.230463 -4.96
254161_at hypothetical protein  ;supported by full-le--- AT4G24370 1.18 0.24 2.08 0.077919 0.230463 -4.96
261117_at unknown protein AUL1 AT1G75310 -1.31 -0.39 -2.08 0.077944 0.230509 -4.96
263152_at hypothetical protein predicted by genemASIL1 AT1G54060 -1.27 -0.35 -2.08 0.077963 0.230533 -4.96
251374_at homeobox-leucine zipper protein HAT3 HAT3 AT3G60390 -1.41 -0.50 -2.08 0.07801 0.230583 -4.97
252486_at  arm repeat containing protein homolog PUB13 AT3G46510 1.19 0.25 2.08 0.07801 0.230583 -4.97
265759_at putative membrane transporter --- AT2G13100 -1.15 -0.20 -2.08 0.078008 0.230583 -4.97
266464_at glutathione-conjugate transporter AtMRPATMRP4 AT2G47800 2.32 1.21 2.08 0.078084 0.230678 -4.97
246794_s_a putative protein predicted proteins, Arab--- AT5G06350 / -1.38 -0.47 -2.08 0.078091 0.230678 -4.97
252965_at  putative auxin-induced protein auxin-ind--- AT4G38860 -1.52 -0.60 -2.08 0.078088 0.230678 -4.97
253234_at Expressed protein ; supported by full-len--- AT4G34265 -1.19 -0.25 -2.08 0.078078 0.230678 -4.97
266543_at hypothetical protein predicted by gensca--- AT2G35075 -1.14 -0.18 -2.08 0.078093 0.230678 -4.97
253489_at  monogalactosyldiacylglycerol synthase MGD1 AT4G31780 -1.28 -0.36 -2.08 0.078116 0.230699 -4.97
256723_at unknown protein  ;supported by full-leng--- AT2G34160 -1.14 -0.20 -2.08 0.078138 0.230699 -4.97
249748_at thaumatin-like protein --- AT5G24620 1.20 0.26 2.08 0.07815 0.230699 -4.97
257705_at unknown protein  ; supported by cDNA: --- AT3G12760 1.13 0.18 2.08 0.078128 0.230699 -4.97
260045_at putative MAP kinase similar to mitogen-aATMPK15 AT1G73670 1.14 0.19 2.08 0.078148 0.230699 -4.97
257150_at unknown protein  ;supported by full-leng--- AT3G27230 -1.23 -0.30 -2.08 0.078208 0.230840 -4.97
261265_at hypothetical protein predicted by gensca--- AT1G26800 -1.35 -0.43 -2.08 0.078252 0.230940 -4.97
264604_at hypothetical protein predicted by gensca--- AT1G04650 -1.25 -0.32 -2.07 0.078273 0.230970 -4.97
266081_at putative protein kinase contains a protei --- AT2G37840 1.17 0.23 2.07 0.078399 0.231306 -4.97
257382_at hypothetical protein predicted by genscaWRKY54 AT2G40750 3.12 1.64 2.07 0.078407 0.231306 -4.97
261570_at fatty acid elongase 3-ketoacyl-CoA synt KCS1 AT1G01120 2.13 1.09 2.07 0.07843 0.231338 -4.97



257107_at  transmembrane trafficking protein, puta --- AT3G29070 1.20 0.26 2.07 0.078438 0.231338 -4.97
265805_s_a60S ribosomal protein L2 EMB2296 AT2G18020 / -1.26 -0.34 -2.07 0.078458 0.231367 -4.97
261968_at  disease resistance protein RPP1-WsB, --- AT1G65850 1.14 0.19 2.07 0.078515 0.231448 -4.97
263030_at hypothetical protein predicted by gensca--- AT1G24060 -1.14 -0.19 -2.07 0.078516 0.231448 -4.97
247681_at  serine/threonine-specific protein kinase --- --- 1.24 0.32 2.07 0.078513 0.231448 -4.97
258168_at hypothetical protein predicted by genem--- AT3G21570 1.15 0.20 2.07 0.078562 0.231555 -4.97
257583_at hypothetical protein PMI2 AT1G66480 1.93 0.95 2.07 0.0786 0.231635 -4.97
251915_at  putative protein peroxisomal Ca-depend--- AT3G53940 -1.24 -0.31 -2.07 0.07867 0.231766 -4.97
257055_at Expressed protein ; supported by full-len--- AT3G15351 -1.18 -0.23 -2.07 0.078675 0.231766 -4.97
253265_at  putative protein RING-finger protein, Lo--- AT4G34040 -1.15 -0.20 -2.07 0.07866 0.231766 -4.97
258819_at  unknown protein similar to putative DNA--- AT3G04590 -1.23 -0.29 -2.07 0.07869 0.231781 -4.97
252888_at glucose-1-phosphate adenylyltransferasAPL3 AT4G39210 -1.51 -0.59 -2.07 0.078704 0.231792 -4.97
249720_at fimbrin  ; supported by cDNA: gi_150278FIM2 AT5G35700 1.17 0.23 2.07 0.078737 0.231830 -4.97
256913_at unknown protein --- AT3G23870 -1.32 -0.40 -2.07 0.078727 0.231830 -4.97
252747_at  putative protein retrotransposon finger p--- --- 1.20 0.26 2.07 0.078758 0.231862 -4.97
262912_at  oligopeptide transporter, putative simila --- AT1G59740 1.82 0.86 2.07 0.078788 0.231908 -4.98
262896_at  chromaffin granule ATPase II homolog, ALA3 AT1G59820 1.21 0.28 2.07 0.078794 0.231908 -4.98
264694_at  receptor serine/threonine kinase PR5, p--- AT1G70250 1.15 0.20 2.07 0.078815 0.231940 -4.98
252465_x_aputative protein several hypothetical pro --- --- 1.17 0.23 2.07 0.078854 0.231973 -4.98
258692_at unknown protein --- AT3G08640 -1.35 -0.43 -2.07 0.078857 0.231973 -4.98
259900_at c-Jun coactivator-like protein (AJH2) ideCSN5B AT1G71230 -1.14 -0.19 -2.07 0.078854 0.231973 -4.98
245309_at putative protein ; supported by cDNA: gi --- AT4G15140 1.32 0.40 2.07 0.078872 0.231988 -4.98
250703_at putative protein similar to unknown prote--- AT5G06360 -1.24 -0.31 -2.07 0.078994 0.232318 -4.98
266384_at hypothetical protein predicted by gensca--- AT2G14660 -1.20 -0.27 -2.07 0.079053 0.232460 -4.98
245204_at  1-AMINOCYCLOPROPANE-1-CARBOX--- AT5G12270 1.28 0.36 2.07 0.079112 0.232604 -4.98
246008_at  putative protein predicted proteins, Hom--- AT5G08320 -1.22 -0.28 -2.07 0.079191 0.232703 -4.98
262070_at  far-red impaired response protein, putatFRS8 AT1G80010 -1.16 -0.22 -2.07 0.079186 0.232703 -4.98
265328_at unknown protein --- AT2G18200 1.13 0.18 2.07 0.079156 0.232703 -4.98
253038_at homeobox protein HAT22  ;supported byHAT22 AT4G37790 1.34 0.43 2.07 0.079191 0.232703 -4.98
247860_at bis(5'-adenosyl)-triphosphatase-like; als --- AT5G58240 1.17 0.23 2.07 0.079197 0.232703 -4.98
246081_s_a myosin-like protein unconventional myo--- AT5G20470 / 1.28 0.36 2.07 0.079226 0.232761 -4.98
267248_at hypothetical protein predicted by genefin--- AT2G30120 -1.23 -0.30 -2.07 0.079245 0.232784 -4.98
261314_at putative GTP-binding protein similar to N--- AT1G52980 -1.28 -0.36 -2.07 0.079282 0.232863 -4.98
263748_at putative protein kinase contains a protei --- AT2G21480 1.19 0.25 2.07 0.079307 0.232907 -4.98
258904_at  putative ATPase (ISW2-like) similar to I CHR11 AT3G06400 -1.19 -0.26 -2.07 0.07935 0.233003 -4.98



256006_at hypothetical protein --- AT1G34070 1.16 0.21 2.07 0.079393 0.233099 -4.98
245578_at RNA helicase like protein ATSUV3 AT4G14790 -1.22 -0.29 -2.06 0.079408 0.233115 -4.98
246005_at  lipoic acid synthase - like protein lipoic a--- AT5G08415 -1.27 -0.34 -2.06 0.079446 0.233196 -4.98
264176_at  bZIP-like protein similar to bZIP (leucine--- AT1G02110 -1.32 -0.40 -2.06 0.079545 0.233425 -4.98
267142_at putative ammonium transporter ATAMT2 AT2G38290 1.37 0.45 2.06 0.079537 0.233425 -4.98
249311_at disease resistance protein-like --- AT5G41540 1.21 0.27 2.06 0.079584 0.233509 -4.99
250826_at unknown protein ; supported by cDNA: g--- AT5G05220 1.19 0.25 2.06 0.079611 0.233537 -4.99
259748_at putative dehydrogenase similar to D-thre--- AT1G71180 -1.20 -0.26 -2.06 0.079613 0.233537 -4.99
247741_at  putative protein predicted proteins, ArabGIL1 AT5G58960 -1.37 -0.45 -2.06 0.07965 0.233614 -4.99
246219_at aminopeptidase-like protein ; supported APP1 AT4G36760 1.27 0.34 2.06 0.079693 0.233680 -4.99
265293_at hypothetical protein predicted by gensca--- --- 1.19 0.25 2.06 0.079689 0.233680 -4.99
267497_at putative glutaredoxin  ;supported by full- --- AT2G30540 1.42 0.50 2.06 0.07976 0.233800 -4.99
266374_at putative retroelement pol polyprotein --- --- 1.24 0.31 2.06 0.079751 0.233800 -4.99
245690_at phenylalanine ammonia-lyase PAL3 PAL3 AT5G04230 -1.36 -0.45 -2.06 0.079765 0.233800 -4.99
267557_at unknown protein  ; supported by cDNA: KRP4 AT2G32710 -1.23 -0.30 -2.06 0.079801 0.233846 -4.99
258917_at unknown protein C-terminal portion simi --- AT3G10630 -1.13 -0.18 -2.06 0.079797 0.233846 -4.99
247367_at oxygen-independent coproporphyrinoge --- AT5G63290 -1.31 -0.39 -2.06 0.079892 0.234072 -4.99
257078_at putative MAP kinase very similar to BnM--- AT3G15220 -1.17 -0.23 -2.06 0.079898 0.234072 -4.99
255995_at  receptor-like serine/threonine kinase, puRKF1 AT1G29750 1.23 0.30 2.06 0.079959 0.234220 -4.99
255843_at unknown protein CPL3 AT2G33540 1.15 0.20 2.06 0.07997 0.234221 -4.99
245557_at phosphatase like protein PUX5 AT4G15410 -1.14 -0.18 -2.06 0.080001 0.234253 -4.99
249518_at putative protein similar to unknown prote--- AT5G38610 1.18 0.23 2.06 0.08 0.234253 -4.99
262005_at  ABC transporter protein, putative simila ATGCN3 AT1G64550 -1.26 -0.33 -2.06 0.080012 0.234255 -4.99
255753_at  myb factor, putative similar to myb factoMYB51 AT1G18570 2.50 1.32 2.06 0.080039 0.234280 -4.99
246376_at  auxin regulated protein IAA18, putative IAA18 AT1G51950 -1.25 -0.33 -2.06 0.080052 0.234280 -4.99
245151_at putative pectinesterase  ;supported by fu--- AT2G47550 2.72 1.44 2.06 0.080045 0.234280 -4.99
246930_at KNAT3 homeodomain protein  ;supporteKNAT3 AT5G25220 -1.22 -0.29 -2.06 0.080062 0.234280 -4.99
266471_at putative GTP-binding protein --- AT2G31060 -1.31 -0.39 -2.06 0.080125 0.234291 -4.99
259421_at  disease resistance protein, putative sim--- AT1G13910 -1.22 -0.29 -2.06 0.080097 0.234291 -4.99
245518_at ATP-dependent RNA helicase like prote ATRH1 AT4G15850 -1.32 -0.40 -2.06 0.080148 0.234291 -4.99
265152_s_ahypothetical protein predicted by gensca--- AT1G30935 / 1.15 0.20 2.06 0.080121 0.234291 -4.99
258713_at Expressed protein ; supported by full-len--- AT3G09735 1.16 0.22 2.06 0.080101 0.234291 -4.99
266454_at putative bHLH transcription factor --- AT2G22750 1.18 0.24 2.06 0.080145 0.234291 -4.99
263276_at putative cytochrome P450 CYP705A1AT2G14100 1.18 0.23 2.06 0.080098 0.234291 -4.99
255823_at unknown protein  ;supported by full-lengLBD15 AT2G40470 1.60 0.68 2.06 0.080147 0.234291 -4.99



256584_at unknown protein --- AT3G28750 1.17 0.22 2.06 0.08016 0.234296 -4.99
266396_at unknown protein --- AT2G38790 -1.27 -0.35 -2.06 0.080186 0.234312 -4.99
259954_at  cytochrome P450, putative similar to GICYP721A1AT1G75130 1.30 0.38 2.06 0.08018 0.234312 -4.99
256185_at dof zinc finger protein identical to dof zinADOF1 AT1G51700 1.64 0.71 2.06 0.080203 0.234331 -4.99
266630_at putative serpin --- AT2G35580 1.16 0.21 2.06 0.080265 0.234484 -4.99
249040_at eukaryotic translation initiation factor 3 s--- AT5G44320 -1.18 -0.24 -2.06 0.080319 0.234602 -4.99
261424_at unknown protein --- AT1G18700 -1.14 -0.19 -2.06 0.080336 0.234602 -4.99
249890_at putative protein contains similarity to DNWRKY38 AT5G22570 2.87 1.52 2.06 0.080332 0.234602 -4.99
251252_at putative protein several hypothetical pro --- AT3G62230 1.17 0.23 2.06 0.080373 0.234679 -4.99
267511_at unknown protein --- AT2G45670 1.17 0.23 2.06 0.080392 0.234702 -5.00
251910_at  serine/threonine-specific kinase like pro--- AT3G53810 1.86 0.90 2.06 0.080451 0.234818 -5.00
246234_at putative protein --- AT4G37280 -1.21 -0.27 -2.06 0.080452 0.234818 -5.00
263511_at En/Spm-like transposon protein related t--- --- 1.16 0.22 2.06 0.080477 0.234863 -5.00
266044_s_ahypothetical protein --- AT2G07725 -1.38 -0.47 -2.06 0.080506 0.234884 -5.00
263787_at unknown protein  ; supported by cDNA: --- AT2G46420 -1.28 -0.35 -2.06 0.080516 0.234884 -5.00
251430_at  putative protein hypothetical protein At2--- AT3G60110 1.19 0.25 2.06 0.080507 0.234884 -5.00
264929_at  auxin-induced protein, putative similar t --- AT1G60730 2.05 1.04 2.05 0.080652 0.235161 -5.00
247056_at SWI2/SNF2-like protein (gb|AAD28303. CHR1 AT5G66750 -1.18 -0.24 -2.05 0.080646 0.235161 -5.00
245355_at 60S ribosomal protein L15 homolog ;sup--- AT4G17390 -1.44 -0.53 -2.05 0.080641 0.235161 -5.00
258197_at hypothetical protein predicted by genemATBRXL2 AT3G14000 -1.21 -0.28 -2.05 0.080638 0.235161 -5.00
249325_at urophorphyrin III methylase (gb|AAB926UPM1 AT5G40850 -1.24 -0.31 -2.05 0.080778 0.235376 -5.00
249086_at putative protein strong similarity to unkn --- AT5G44180 -1.18 -0.24 -2.05 0.080787 0.235376 -5.00
253037_at putative protein other predicted ArabidopGAUT3 AT4G38270 -1.17 -0.23 -2.05 0.080737 0.235376 -5.00
266794_at hypothetical protein --- AT2G02980 -1.16 -0.22 -2.05 0.080785 0.235376 -5.00
254127_at NADPH-ferrihemoprotein reductase ATRATR1 AT4G24520 1.22 0.28 2.05 0.080767 0.235376 -5.00
261692_at  calreticulin, putative similar to calreticul CRT3 AT1G08450 1.38 0.46 2.05 0.080747 0.235376 -5.00
262577_at unknown protein ESTs gb|F20110 and g--- AT1G15290 -1.25 -0.32 -2.05 0.080809 0.235408 -5.00
255043_at putative protein several hypothetical pro --- AT4G09640 -1.34 -0.42 -2.05 0.080825 0.235423 -5.00
256856_at Expressed protein ; supported by full-len--- AT3G15110 -1.28 -0.35 -2.05 0.080834 0.235423 -5.00
245333_at Expressed protein ; supported by full-len--- AT4G14615 -1.13 -0.18 -2.05 0.080869 0.235494 -5.00
248005_at unknown protein --- AT5G56240 -1.23 -0.29 -2.05 0.080921 0.235615 -5.00
265825_at  ubiquitin-like (UBQ7), putative similar toUBQ7 AT2G35635 -1.19 -0.25 -2.05 0.080955 0.235654 -5.00
250179_at putative protein --- AT5G14440 -1.21 -0.27 -2.05 0.08095 0.235654 -5.00
252290_at  putative protein various predicted prote --- AT3G49140 -1.21 -0.27 -2.05 0.080984 0.235708 -5.00
263847_at putative glucosyltransferase  ; supported--- AT2G36970 -1.84 -0.88 -2.05 0.081105 0.236030 -5.00



267362_at hypothetical protein predicted by genefin--- AT2G39910 -1.15 -0.20 -2.05 0.081181 0.236211 -5.00
264989_at unknown protein ; supported by cDNA: g--- AT1G27200 -1.26 -0.34 -2.05 0.081188 0.236211 -5.00
254018_at  putative mitochondrial carrier protein Gr--- AT4G26180 -1.19 -0.25 -2.05 0.081199 0.236213 -5.00
256159_at Expressed protein ; supported by full-lenJAZ8 AT1G30135 2.10 1.07 2.05 0.081239 0.236299 -5.01
259699_at hypothetical protein predicted by genefin--- AT1G68940 1.15 0.20 2.05 0.081289 0.236416 -5.01
265013_at unknown protein similar to EST gb|T761--- AT1G24460 1.17 0.22 2.05 0.081301 0.236419 -5.01
253446_at  putative protein predicted protein T10M --- AT4G32620 -1.19 -0.25 -2.05 0.08133 0.236474 -5.01
255344_s_aputative receptor-like protein kinase --- AT4G04540 / 1.57 0.65 2.05 0.081374 0.236572 -5.01
266642_at putative chloroplast RNA binding protein--- AT2G35410 -1.18 -0.24 -2.05 0.081428 0.236698 -5.01
247643_at auxin response factor 4  ; supported by cARF4 AT5G60450 -1.30 -0.38 -2.05 0.081478 0.236813 -5.01
261806_at  ferrodoxin NADP oxidoreductase, putat ATRFNR2 AT1G30510 -1.37 -0.46 -2.05 0.081537 0.236956 -5.01
248797_at putative protein similar to unknown prote--- AT5G47210 -1.21 -0.27 -2.05 0.081563 0.237002 -5.01
248743_at unknown protein --- AT5G48240 -1.31 -0.39 -2.05 0.081626 0.237153 -5.01
252479_at small zinc finger-like protein TIM9  ;suppTIM9 AT3G46560 -1.27 -0.34 -2.05 0.081652 0.237189 -5.01
250984_at  protein kinase - like protein kinase APK --- AT5G02800 -1.15 -0.20 -2.05 0.081659 0.237189 -5.01
256763_at unknown protein COBL8 AT3G16860 1.69 0.75 2.05 0.081671 0.237193 -5.01
247792_at Expressed protein ; supported by full-len--- AT5G58787 -1.32 -0.40 -2.05 0.081685 0.237204 -5.01
254300_at  Translation factor EF-1 alpha - like proteACR7 AT4G22780 1.28 0.36 2.05 0.081731 0.237306 -5.01
251124_s_a laccase -like protein lac110 laccase, PoLAC8 AT5G01040 / 2.19 1.13 2.04 0.081752 0.237337 -5.01
249333_at GDSL-motif lipase/hydrolase-like proteinGLIP1 AT5G40990 1.90 0.92 2.04 0.081779 0.237386 -5.01
265078_at hypothetical protein contains similarity toECT4 AT1G55500 -1.37 -0.45 -2.04 0.081796 0.237404 -5.01
250297_at  putative protein predicted protein, Droso--- AT5G11980 1.20 0.27 2.04 0.081822 0.237444 -5.01
256853_at hypothetical protein predicted by genem--- AT3G18640 -1.16 -0.22 -2.04 0.08183 0.237444 -5.01
247383_at putative protein contains similarity to rec--- AT5G63410 -1.36 -0.44 -2.04 0.081841 0.237446 -5.01
260781_at decoy identical to GB:AAB51588 GI:193DECOY AT1G14620 -1.62 -0.70 -2.04 0.081896 0.237545 -5.01
252204_at  putative protein predicted protein, Arabi --- AT3G50340 -1.60 -0.67 -2.04 0.081895 0.237545 -5.01
252919_at  putative endo-1,4-beta-glucanase endo AtGH9B16AT4G38990 1.24 0.31 2.04 0.081907 0.237546 -5.01
246374_at  light repressible receptor protein kinase--- AT1G51840 1.14 0.19 2.04 0.081928 0.237578 -5.01
247525_at pseudo-response regulator 1  ; supporteTOC1 AT5G61380 1.14 0.19 2.04 0.081947 0.237602 -5.01
261106_at  homeodomain-containing protein HD1, KNAT7 AT1G62990 1.16 0.21 2.04 0.08209 0.237987 -5.02
256190_at  9-cis-epoxycarotenoid dioxygenase, pu NCED5 AT1G30100 -1.17 -0.23 -2.04 0.082102 0.237990 -5.02
256118_at hypothetical protein predicted by genemKU70 AT1G16970 -1.23 -0.30 -2.04 0.082249 0.238161 -5.02
248784_at putative protein similar to unknown prote--- AT5G47380 1.28 0.36 2.04 0.082255 0.238161 -5.02
263355_at putative RNA-binding protein  ;supported--- AT2G22100 -1.23 -0.29 -2.04 0.082215 0.238161 -5.02
266256_at 60S acidic ribosomal protein P2  ;suppo --- AT2G27710 -1.35 -0.43 -2.04 0.082207 0.238161 -5.02



266364_at unknown protein --- AT2G41230 2.03 1.02 2.04 0.08224 0.238161 -5.02
252827_at  cytochrome P450 - like protein cytochroCYP79B2 AT4G39950 2.02 1.01 2.04 0.082203 0.238161 -5.02
250124_at putative protein contains similarity to tyro--- AT5G16480 1.20 0.26 2.04 0.082212 0.238161 -5.02
265317_at unknown protein BRK1 AT2G22640 -1.17 -0.23 -2.04 0.082255 0.238161 -5.02
265650_at hypothetical protein predicted by gensca--- AT2G27460 -1.18 -0.23 -2.04 0.082244 0.238161 -5.02
257609_at Expressed protein ; supported by full-len--- AT3G13845 -1.20 -0.27 -2.04 0.082297 0.238253 -5.02
247727_at putative ripening-related protein - like pu--- AT5G59490 1.24 0.31 2.04 0.082342 0.238352 -5.02
252740_at  pectinesterase -like protein PECTINEST--- AT3G43270 -1.30 -0.38 -2.04 0.082376 0.238420 -5.02
251428_at beta-glucosidase-like protein several be DIN2 AT3G60140 3.09 1.63 2.04 0.082431 0.238432 -5.02
259689_x_aunknown protein --- AT1G63130 -1.33 -0.41 -2.04 0.082451 0.238432 -5.02
258990_at unknown protein  ;supported by full-leng--- AT3G08840 -1.31 -0.39 -2.04 0.08246 0.238432 -5.02
258053_at unknown protein similar to CGI-18 prote --- AT3G16230 -1.14 -0.19 -2.04 0.082416 0.238432 -5.02
261001_at hypothetical protein similar to hypothetic--- AT1G26530 -1.21 -0.28 -2.04 0.082397 0.238432 -5.02
261389_s_ahypothetical protein identical to hypothet--- --- -1.15 -0.20 -2.04 0.082418 0.238432 -5.02
248707_at putative protein similar to unknown prote--- AT5G48550 -1.19 -0.25 -2.04 0.082463 0.238432 -5.02
256290_at  serine carboxypeptidase, putative contascpl17 AT3G12203 -1.16 -0.22 -2.04 0.082439 0.238432 -5.02
255999_at  DNA-binding protein, putative similar to WRKY71 AT1G29860 1.50 0.58 2.04 0.082508 0.238528 -5.02
247555_at putative protein various predicted proteinECT3 AT5G61020 -1.32 -0.40 -2.04 0.082519 0.238528 -5.02
248099_at DNA topoisomerase I (sp P30181) TOP1ALPHAT5G55300 -1.15 -0.21 -2.04 0.082528 0.238528 -5.02
253560_at  putative protein KIAA0800 protein, HomDCAF1 AT4G31160 -1.19 -0.25 -2.04 0.08255 0.238560 -5.02
252675_at putative protein hypothetical proteins - A--- --- 1.17 0.22 2.04 0.082651 0.238824 -5.02
259027_at hypothetical protein predicted by gensca--- AT3G09280 1.14 0.18 2.04 0.0827 0.238934 -5.02
259290_at putative cyclin similar to cyclin cyc1b GBCYCB1;3 AT3G11520 1.26 0.33 2.04 0.082722 0.238969 -5.02
251821_at  protein phosphatase 2C - like protein pr--- AT3G55050 1.40 0.48 2.04 0.082743 0.238998 -5.02
252958_at putative transcription factor (MYB4)  ; suMYB4 AT4G38620 1.54 0.62 2.04 0.082762 0.239022 -5.02
253757_at rac GTP binding protein Arac7  ; suppor ROP9 AT4G28950 1.20 0.27 2.04 0.082789 0.239072 -5.02
245275_at beta-amylase ; supported by cDNA: gi_1BAM5 AT4G15210 1.49 0.57 2.04 0.082858 0.239227 -5.02
250402_at  putative protein unnamed ORF cDNA F--- AT5G10940 -1.16 -0.22 -2.04 0.082875 0.239227 -5.02
267303_at hookless1-like protein --- AT2G30090 -1.13 -0.17 -2.04 0.082869 0.239227 -5.02
265188_at putative aldehyde dehydrogenase  ; supALDH2B7 AT1G23800 1.24 0.31 2.04 0.08291 0.239299 -5.03
256843_at hypothetical protein predicted by genem--- --- 1.17 0.23 2.03 0.082978 0.239464 -5.03
251004_at  putative protein predicted protein, Arabi --- AT5G02720 1.18 0.24 2.03 0.083001 0.239500 -5.03
247046_at unknown protein  ; supported by cDNA: --- AT5G66540 -1.19 -0.25 -2.03 0.083035 0.239538 -5.03
256018_at  plastid heme oxygenase, putative similaho4 AT1G58300 -1.30 -0.38 -2.03 0.083025 0.239538 -5.03
252775_s_a putative protein various predicted prote --- --- -1.17 -0.23 -2.03 0.083047 0.239543 -5.03



245266_at hypothetical protein ; supported by cDNA--- AT4G17070 1.32 0.40 2.03 0.083107 0.239661 -5.03
252218_at putative protein some putative proteins ---- AT3G50150 1.16 0.22 2.03 0.083109 0.239661 -5.03
246967_at FPF1 protein FPF1 AT5G24860 1.31 0.39 2.03 0.083148 0.239744 -5.03
258284_at putative ribosomal protein similar to ribo --- AT3G16080 -1.43 -0.51 -2.03 0.083182 0.239756 -5.03
252038_at gamma response I protein  ; supported b--- AT3G52120 1.25 0.32 2.03 0.08319 0.239756 -5.03
261262_at hypothetical protein predicted by genemSDG35 AT1G26760 -1.15 -0.20 -2.03 0.08317 0.239756 -5.03
261134_at  cytochrome P450, putative similar to GBCYP722A1AT1G19630 1.17 0.22 2.03 0.083201 0.239756 -5.03
245727_at hypothetical protein contains similarity to--- AT1G73350 -1.21 -0.28 -2.03 0.083205 0.239756 -5.03
248620_at putative protein similar to unknown prote--- AT5G49320 1.17 0.23 2.03 0.083384 0.240210 -5.03
257433_at hypothetical protein predicted by genefin--- AT2G21990 -1.15 -0.20 -2.03 0.083375 0.240210 -5.03
259675_at unknown protein similar to hypothetical p--- AT1G77710 -1.16 -0.22 -2.03 0.083433 0.240293 -5.03
248446_at putative protein similar to unknown prote--- AT5G51140 -1.17 -0.22 -2.03 0.083434 0.240293 -5.03
261412_at  L-ascorbate peroxidase identical to GB:APX1 AT1G07890 1.36 0.44 2.03 0.083467 0.240358 -5.03
247372_at unknown protein  ;supported by full-leng--- AT5G63280 -1.28 -0.36 -2.03 0.083486 0.240384 -5.03
249181_at putative protein contains similarity to unk--- AT5G42920 -1.18 -0.24 -2.03 0.083501 0.240396 -5.03
248465_at putative protein contains similarity to unk--- AT5G51200 -1.27 -0.34 -2.03 0.083535 0.240462 -5.03
259067_at  F-box protein family, AtFBL12 contains --- AT3G07550 -1.15 -0.21 -2.03 0.083561 0.240477 -5.03
247580_at  putative protein traube, Mus musculus, --- AT5G61330 -1.21 -0.27 -2.03 0.083552 0.240477 -5.03
247543_at  DNA binding protein - like DNA binding --- AT5G61600 1.66 0.73 2.03 0.083572 0.240480 -5.03
255817_at unknown protein  ;supported by full-lengPDLP3 AT2G33330 -1.40 -0.48 -2.03 0.083626 0.240596 -5.03
252460_at  putative protein predicted protein, Arabi --- --- -1.13 -0.18 -2.03 0.083634 0.240596 -5.03
255767_at  ribosomal protein L20, putative similar t --- AT1G16740 -1.17 -0.23 -2.03 0.083704 0.240767 -5.03
262453_at hypothetical protein predicted by genem--- AT1G11240 -1.14 -0.19 -2.03 0.083732 0.240817 -5.03
253044_at hypothetical protein ;supported by full-le --- AT4G37290 2.63 1.39 2.03 0.083806 0.241001 -5.04
251089_at  heat shock protein 40-like heat shock p --- AT5G01390 -1.16 -0.22 -2.03 0.083867 0.241145 -5.04
252927_at  cysteine proteinase RD19A identical to RD19 AT4G39090 1.15 0.20 2.03 0.083888 0.241150 -5.04
259876_at  putative DnaJ protein similar to dnaJ-lik --- AT1G76700 1.35 0.43 2.03 0.08389 0.241150 -5.04
246581_at hypothetical protein predicted by genem--- AT1G31760 -1.18 -0.23 -2.03 0.083913 0.241188 -5.04
259014_at putative glucan endo-1-3-beta-glucosida--- AT3G07320 1.29 0.37 2.03 0.083928 0.241199 -5.04
262678_at hypothetical protein ;supported by full-le --- AT1G75810 1.25 0.32 2.03 0.084004 0.241358 -5.04
257075_at unknown protein contains Pfam profile:P--- AT3G19670 -1.24 -0.31 -2.03 0.083994 0.241358 -5.04
260078_at hypothetical protein predicted by genefin--- AT1G73790 -1.19 -0.25 -2.03 0.084094 0.241584 -5.04
253359_at  putative protein kinase protein kinase, S--- AT4G33080 -1.22 -0.29 -2.03 0.084134 0.241658 -5.04
248241_at unknown protein --- AT5G53960 1.16 0.22 2.03 0.084141 0.241658 -5.04
246250_at cysteine proteinase similar to cysteine p CP1 AT4G36880 2.33 1.22 2.02 0.084153 0.241664 -5.04



260109_at hypothetical protein predicted by genscaTET10 AT1G63260 1.22 0.29 2.02 0.084186 0.241698 -5.04
260165_at  30S ribosomal protein S17, chloroplast RPS17 AT1G79850 -1.25 -0.32 -2.02 0.084186 0.241698 -5.04
254953_at Expressed protein ; supported by full-len--- AT4G10925 1.18 0.24 2.02 0.084197 0.241698 -5.04
260065_at  putative RING zinc finger protein contai --- AT1G73760 1.19 0.26 2.02 0.084215 0.241719 -5.04
246500_at  putative protein HR21spA protein involvSYN4 AT5G16270 -1.19 -0.25 -2.02 0.084269 0.241843 -5.04
248512_at protein translocation complex Sec61 gamSIG2 AT1G08540 / 1.39 0.48 2.02 0.084319 0.241957 -5.04
253168_at  putative protein various predicted prote --- AT4G35070 1.40 0.48 2.02 0.08433 0.241959 -5.04
249316_s_aglutathione transferase-like ;supported bATGSTT2 AT5G41220 / -1.18 -0.24 -2.02 0.084343 0.241964 -5.04
259891_at  putative Eukaryotic initiation factor 4A s--- AT1G72730 1.21 0.27 2.02 0.084372 0.242018 -5.04
250865_at  putative protein predicted protein, Syne --- AT5G03900 -1.27 -0.34 -2.02 0.084386 0.242026 -5.04
263024_at hypothetical protein predicted by genem--- AT1G23980 -1.23 -0.30 -2.02 0.084401 0.242040 -5.04
247984_s_aIAA-amino acid hydrolase homolog 1 preILL1 AT5G56650 / -1.26 -0.33 -2.02 0.084459 0.242175 -5.04
265439_at senescence-associated protein contains--- AT2G21045 -1.91 -0.93 -2.02 0.084491 0.242236 -5.04
251005_at  putative protein various predicted prote --- AT5G02590 -1.56 -0.64 -2.02 0.084506 0.242250 -5.04
248025_at  NOI protein, nitrate-induced  NOI AT5G55850 1.21 0.28 2.02 0.08454 0.242316 -5.04
259343_s_aputative methionine synthase similar to cATMS2 AT3G03780 / -1.29 -0.37 -2.02 0.084569 0.242370 -5.04
259938_at hypothetical protein predicted by gensca--- AT1G71310 -1.18 -0.24 -2.02 0.084581 0.242374 -5.04
262797_at  putative sugar transporter protein nearlyTMT1 AT1G20840 1.33 0.41 2.02 0.084615 0.242440 -5.05
247319_at glutamate-tRNA ligase ; supported by cDERS AT5G64050 -1.18 -0.24 -2.02 0.084677 0.242586 -5.05
260056_at hypothetical protein predicted by gensca--- AT1G78140 -1.28 -0.36 -2.02 0.0847 0.242622 -5.05
256048_at hypothetical protein contains similarity to--- AT1G07025 1.16 0.21 2.02 0.084714 0.242633 -5.05
252413_at  40S ribosomal protein S20-like protein 4--- AT3G47370 -1.39 -0.47 -2.02 0.08473 0.242648 -5.05
265431_at (1-4)-beta-mannan endohydrolase --- AT2G20680 -1.17 -0.22 -2.02 0.08479 0.242657 -5.05
259227_at putative 3  exoribonuclease contains Pfa--- AT3G07750 -1.54 -0.62 -2.02 0.084778 0.242657 -5.05
261089_at protein kinase APK1A identical to SP:Q0APK1A AT1G07570 1.29 0.37 2.02 0.084797 0.242657 -5.05
258824_at unknown protein --- AT3G07190 -1.24 -0.31 -2.02 0.084746 0.242657 -5.05
250783_at cytochrome P450  ; supported by cDNA CYP79A2 AT5G05260 1.20 0.26 2.02 0.084785 0.242657 -5.05
256740_at hypothetical protein predicted by genem--- AT3G29330 -1.15 -0.20 -2.02 0.084796 0.242657 -5.05
245625_at transport protein --- AT4G14160 1.17 0.23 2.02 0.084822 0.242667 -5.05
265733_at unknown protein  ;supported by full-leng--- AT2G01190 1.20 0.26 2.02 0.08482 0.242667 -5.05
253178_at  putative protein predicted protein, Arabi --- AT4G35170 1.21 0.27 2.02 0.084869 0.242773 -5.05
263708_at unknown protein --- AT1G09320 -1.17 -0.23 -2.02 0.084925 0.242882 -5.05
258478_at unknown protein --- AT3G02710 -1.17 -0.23 -2.02 0.084943 0.242882 -5.05
262903_at  NADPH-dependent codeinone reductas--- AT1G59950 -1.96 -0.97 -2.02 0.08495 0.242882 -5.05
263973_at 60S ribosomal protein L11B RPL16A AT2G42740 -1.33 -0.41 -2.02 0.084941 0.242882 -5.05



256264_at unknown protein ; supported by full-leng--- AT3G12210 -1.26 -0.33 -2.02 0.084964 0.242892 -5.05
253083_at  aldehyde dehydrogenase like protein al ALDH3F1 AT4G36250 1.39 0.48 2.02 0.084996 0.242949 -5.05
262789_at putative auxin-induced protein strong sim--- AT1G10810 1.15 0.21 2.02 0.085005 0.242949 -5.05
247332_at unknown protein  ; supported by cDNA: --- AT5G63440 -1.22 -0.29 -2.02 0.085051 0.243050 -5.05
252477_at  glucosyltransferase-like protein UDP-gl --- AT3G46680 1.24 0.32 2.02 0.085086 0.243119 -5.05
256147_at hypothetical protein predicted by genem--- AT1G55080 1.23 0.29 2.02 0.085127 0.243206 -5.05
264164_at Expressed protein ; supported by full-len--- AT1G65295 -1.22 -0.28 -2.02 0.085164 0.243279 -5.05
259154_at unknown protein similar to unknown pro --- AT3G10260 -1.17 -0.23 -2.02 0.0852 0.243291 -5.05
249940_at NAC-domain protein-like  ;supported by anac090 AT5G22380 1.19 0.25 2.02 0.085191 0.243291 -5.05
256844_s_a En/Spm transposon protein, putative sim--- --- 1.16 0.22 2.02 0.085179 0.243291 -5.05
264763_at hypothetical protein contains similarity to--- AT1G61450 1.14 0.19 2.02 0.085233 0.243354 -5.05
260764_at unknown protein --- AT1G48950 -1.22 -0.28 -2.02 0.08527 0.243430 -5.05
267483_at unknown protein  ;supported by full-lengUTR1 AT2G02810 1.76 0.81 2.02 0.085289 0.243454 -5.05
250566_at  putative helix-loop-helix DNA binding prTCP17 AT5G08070 -1.26 -0.33 -2.02 0.085301 0.243458 -5.05
256440_at unknown protein  ;supported by full-leng--- AT3G10970 -1.16 -0.22 -2.02 0.085312 0.243458 -5.05
261561_at unknown protein ;supported by full-lengt --- AT1G01730 1.26 0.34 2.02 0.085338 0.243502 -5.05
260874_at hypothetical protein predicted by genememb2170 AT1G21390 1.21 0.28 2.01 0.085382 0.243598 -5.05
246796_at  putative protein myosin heavy chain, ch--- AT5G26770 -1.24 -0.32 -2.01 0.085397 0.243610 -5.05
250481_at putative protein --- AT5G10310 -1.17 -0.23 -2.01 0.085437 0.243664 -5.05
254118_at  DNA polymerase III like protein DNA po--- AT4G24790 -1.15 -0.21 -2.01 0.085434 0.243664 -5.05
249580_at  putative protein predicted proteins, Arab--- AT5G37740 1.23 0.30 2.01 0.085482 0.243672 -5.06
263378_at protein phosphatase 2C (AthPP2C5) ATHPP2C AT2G40180 1.28 0.36 2.01 0.085479 0.243672 -5.06
263933_s_aputative harpin-induced protein --- AT2G35970 / 1.18 0.24 2.01 0.085469 0.243672 -5.05
252386_at  putative protein various predicted proete--- AT3G47840 -1.22 -0.29 -2.01 0.085483 0.243672 -5.06
261113_at hypothetical protein predicted by genem--- AT1G75400 -1.24 -0.31 -2.01 0.085526 0.243755 -5.06
251042_at eceriferum3 (CER3) PRT6 AT5G02310 -1.16 -0.21 -2.01 0.085533 0.243755 -5.06
265458_at unknown protein  ;supported by full-leng--- AT2G46580 -1.20 -0.27 -2.01 0.085573 0.243807 -5.06
255355_at hypothetical protein --- --- -1.18 -0.24 -2.01 0.085572 0.243807 -5.06
249362_at  putative protein predicted protein, Arabi --- AT5G40550 -1.50 -0.58 -2.01 0.085601 0.243856 -5.06
251196_at  glutaredoxin -like protein glutaredoxin, c--- AT3G62950 1.64 0.71 2.01 0.085633 0.243887 -5.06
263027_at hypothetical protein predicted by genem--- AT1G24010 1.14 0.19 2.01 0.085624 0.243887 -5.06
256518_at hypothetical protein --- AT1G66080 -1.21 -0.28 -2.01 0.085657 0.243924 -5.06
248850_at putative protein contains similarity to kin --- AT5G46550 -1.18 -0.24 -2.01 0.085717 0.244066 -5.06
245631_at  tRNA-glutamine synthetase, putative simOVA9 AT1G25350 -1.16 -0.21 -2.01 0.08574 0.244069 -5.06
263725_at unknown protein --- AT2G13550 1.14 0.19 2.01 0.085732 0.244069 -5.06



262306_s_a asparaginyl-tRNA synthetase(SYNC1) pSYNC3 AT1G70980 / -1.23 -0.29 -2.01 0.085777 0.244144 -5.06
249793_at putative protein contains similarity to unk--- AT5G23680 -1.26 -0.33 -2.01 0.085814 0.244219 -5.06
256035_at Ran-binding protein (atranbp1a) identicaSIRANBP AT1G07140 1.20 0.26 2.01 0.085855 0.244306 -5.06
261535_at Expressed protein ; supported by full-len--- AT1G01725 -1.22 -0.28 -2.01 0.085884 0.244358 -5.06
261781_at  far-red impaired response protein, putatFRS4 AT1G76320 -1.22 -0.28 -2.01 0.085897 0.244363 -5.06
266012_s_apredicted protein --- AT2G07699 / -1.37 -0.46 -2.01 0.085942 0.244402 -5.06
264093_at hypothetical protein predicted by genem--- AT1G79220 -1.17 -0.23 -2.01 0.085942 0.244402 -5.06
267046_at hypothetical protein --- AT2G34360 1.26 0.33 2.01 0.085942 0.244402 -5.06
257623_at  cytochrome P450, putative contains PfaCYP71B23AT3G26210 1.64 0.71 2.01 0.086018 0.244467 -5.06
259471_at hypothetical protein contains similarity to--- AT1G19040 1.14 0.18 2.01 0.08603 0.244467 -5.06
245709_at putative protein --- AT5G04320 -1.23 -0.30 -2.01 0.086027 0.244467 -5.06
248843_at homeobox protein HB-7 AT5G46880 1.20 0.26 2.01 0.086002 0.244467 -5.06
247157_at nuclear matrix constituent protein 1 (NMLINC4 AT5G65770 -1.17 -0.23 -2.01 0.085995 0.244467 -5.06
247463_at  embryo-specific protein - like embryo-sp--- AT5G62210 1.19 0.25 2.01 0.085998 0.244467 -5.06
248369_at arginine/serine-rich splicing factor RSP4ATRSP41 AT5G52040 -1.23 -0.30 -2.01 0.086078 0.244544 -5.06
258382_at hypothetical protein UBC25 AT3G15355 1.23 0.30 2.01 0.086072 0.244544 -5.06
252329_at putative protein several hypothetical pro --- AT3G48760 1.15 0.20 2.01 0.086096 0.244563 -5.06
256760_at  SKP1/ASK1 (At15), putative similar to SASK15 AT3G25650 -1.13 -0.18 -2.01 0.086203 0.244839 -5.06
267193_at hypothetical protein predicted by grail --- AT2G30900 1.17 0.23 2.01 0.086226 0.244873 -5.06
259727_at ferrodoxin precursor identical to FERRE FED A AT1G60950 -1.15 -0.20 -2.01 0.086338 0.245160 -5.06
258434_at AP2 domain containing protein RAP2.3 ATEBP AT3G16770 -1.28 -0.35 -2.01 0.086366 0.245210 -5.07
247432_at microtubule-associated protein EB1-like ATEB1B AT5G62500 1.19 0.25 2.01 0.086458 0.245409 -5.07
256637_at unknown protein similar to membrane pr--- AT3G12030 1.25 0.32 2.01 0.086452 0.245409 -5.07
264854_at putative RING zinc finger protein ; suppoRHA3A AT2G17450 1.20 0.26 2.01 0.08648 0.245442 -5.07
267212_at similar to late embryogenesis abundant --- AT2G44060 -1.15 -0.21 -2.01 0.086566 0.245578 -5.07
265614_at Expressed protein ; supported by cDNA --- AT2G25355 -1.23 -0.30 -2.01 0.086587 0.245578 -5.07
259934_at unknown protein --- AT1G71340 -1.27 -0.35 -2.01 0.086589 0.245578 -5.07
254068_at  putative protein similarity to multidrug reNAP8 AT4G25450 1.19 0.25 2.01 0.086552 0.245578 -5.07
253525_at predicted protein  ; supported by cDNA: --- AT4G31330 -1.19 -0.25 -2.01 0.086593 0.245578 -5.07
257592_at  leucine-rich repeat disease resistance p--- AT3G24982 1.17 0.23 2.01 0.086548 0.245578 -5.07
256744_at  ATHP2, putative similar to ATHP2 GB:BAHP2 AT3G29350 -1.21 -0.27 -2.01 0.086616 0.245582 -5.07
267369_at unknown protein  ;supported by full-leng--- AT2G44420 1.20 0.26 2.01 0.086609 0.245582 -5.07
255759_at hypothetical protein predicted by genem--- AT1G16790 -1.18 -0.24 -2.00 0.086673 0.245651 -5.07
246743_at  putative protein predicted proteins, Arab--- AT5G27750 -1.20 -0.26 -2.00 0.086661 0.245651 -5.07
267367_at unknown protein  ;supported by full-leng--- AT2G44210 -1.27 -0.34 -2.00 0.086663 0.245651 -5.07



252959_at  putative protein NADH dehydrogenase --- AT4G38640 -1.18 -0.23 -2.00 0.086751 0.245809 -5.07
244932_at PSI 9KDa protein --- --- -1.20 -0.27 -2.00 0.086761 0.245809 -5.07
251558_at  putative protein  ;supported by full-lengt--- AT3G57810 -1.35 -0.44 -2.00 0.086745 0.245809 -5.07
263895_at hypothetical protein predicted by gensca--- AT2G21920 1.14 0.18 2.00 0.086776 0.245821 -5.07
256396_at unknown protein --- AT3G06150 -1.33 -0.41 -2.00 0.086806 0.245863 -5.07
262089_s_ahypothetical protein predicted by genem--- AT1G55980 / -1.25 -0.32 -2.00 0.086823 0.245863 -5.07
250002_at  proline-richh protein predicted protein FAGP25 AT5G18690 -1.62 -0.70 -2.00 0.086817 0.245863 -5.07
262892_at  succinic semialdehyde dehydrogenase ALDH5F1 AT1G79440 -1.16 -0.21 -2.00 0.086863 0.245947 -5.07
258287_at putative sulfate transporter similar to sul SULTR3;4 AT3G15990 1.54 0.62 2.00 0.086883 0.245973 -5.07
246031_at  putative protein KIAA0731 - Homo sapie--- AT5G21160 -1.20 -0.26 -2.00 0.086959 0.246157 -5.07
251187_at putative protein putative proteins - differeAtATG18a AT3G62770 1.14 0.18 2.00 0.086999 0.246216 -5.07
258036_at unknown protein --- AT3G21210 1.14 0.19 2.00 0.087002 0.246216 -5.07
248382_at peroxidase --- AT5G51890 1.79 0.84 2.00 0.087052 0.246330 -5.07
260555_at hypothetical protein predicted by genefin--- AT2G41780 1.55 0.63 2.00 0.087082 0.246351 -5.07
261906_at hypothetical protein predicted by gensca--- AT1G65080 -1.32 -0.40 -2.00 0.087092 0.246351 -5.07
261776_at hypothetical protein similar to putative a --- AT1G76190 -1.24 -0.31 -2.00 0.087072 0.246351 -5.07
263979_at En/Spm-like transposon protein related tPDF1 AT2G42840 1.26 0.33 2.00 0.087122 0.246375 -5.07
267583_at unknown protein --- AT2G41960 -1.14 -0.18 -2.00 0.08712 0.246375 -5.07
258255_at hypothetical protein predicted by genem--- AT3G26800 -1.15 -0.21 -2.00 0.087134 0.246378 -5.07
247405_at Arac10  ; supported by cDNA: gi_37029 ARAC10 AT5G62880 -1.18 -0.24 -2.00 0.087157 0.246381 -5.07
259409_at hypothetical protein contains similarity to--- AT1G13330 -1.16 -0.22 -2.00 0.087146 0.246381 -5.07
266407_at putative elongation factor TFIIS AT2G38560 1.17 0.22 2.00 0.087175 0.246401 -5.07
247775_at  phosphoinositide-specific phospholipas PLC5 AT5G58690 -1.33 -0.41 -2.00 0.087237 0.246546 -5.07
256485_at unknown protein --- AT1G31440 -1.17 -0.22 -2.00 0.087348 0.246830 -5.08
255889_at  ABC transporter, putative similar to ABCWBC11 AT1G17840 -1.26 -0.33 -2.00 0.087361 0.246837 -5.08
266499_at hypothetical protein predicted by gensca--- --- 1.25 0.32 2.00 0.087388 0.246882 -5.08
251826_at  ABC transporter - like protein ATP-bind --- AT3G55110 -1.19 -0.25 -2.00 0.087437 0.246929 -5.08
263718_at putative CCAAT-box binding trancriptionNF-YB7 AT2G13570 1.21 0.27 2.00 0.087434 0.246929 -5.08
253252_at amidophosphoribosyltransferase 2 precuATASE2 AT4G34740 -1.28 -0.36 -2.00 0.087426 0.246929 -5.08
255551_at putative potassium channel  ;supported KCO5 AT4G01840 1.14 0.19 2.00 0.087517 0.247123 -5.08
263601_s_adihydrofolate reductase-thymidylate syn THY-1 AT2G16370 / -1.23 -0.30 -2.00 0.087533 0.247139 -5.08
256044_at  protein phosphatase 2C, putative simila--- AT1G07160 2.40 1.26 2.00 0.087553 0.247163 -5.08
245706_at putative protein --- AT5G04310 1.17 0.23 2.00 0.087623 0.247209 -5.08
265114_at hypothetical protein contains similarity toLRX2 AT1G62440 1.36 0.45 2.00 0.087615 0.247209 -5.08
254164_at putative protein  ;supported by full-lengthTIFY1 AT4G24470 -1.18 -0.23 -2.00 0.087584 0.247209 -5.08



253564_at  protein kinase - like protein protein kina --- AT4G31170 1.19 0.25 2.00 0.087602 0.247209 -5.08
251084_at putative protein putative proteins - Arabi --- AT5G01520 1.37 0.46 2.00 0.08762 0.247209 -5.08
258685_at putative polygalacturonase similar to po --- AT3G07830 1.23 0.29 2.00 0.087701 0.247399 -5.08
261648_at salt-tolerance zinc finger protein identicaSTZ AT1G27730 1.95 0.96 2.00 0.087715 0.247407 -5.08
258638_at unknown protein  ;supported by full-leng--- AT3G07950 1.16 0.21 2.00 0.08774 0.247447 -5.08
254937_at  putative aldolase similar to 2,4-dihydrox--- AT4G10750 -1.15 -0.20 -2.00 0.087778 0.247492 -5.08
254591_at  heat shock transcription factor - like pro--- AT4G18870 1.12 0.17 2.00 0.08777 0.247492 -5.08
257925_at unknown protein  ;supported by full-leng--- AT3G23170 2.13 1.09 2.00 0.0878 0.247494 -5.08
253078_at  putative receptor protein kinase Cf-2.1 l --- AT4G36180 -1.32 -0.40 -2.00 0.0878 0.247494 -5.08
263129_at unknown protein ;supported by full-lengt --- AT1G78620 1.17 0.22 2.00 0.087832 0.247522 -5.08
262711_at hypothetical protein predicted by gensca--- AT1G16500 1.27 0.35 2.00 0.087832 0.247522 -5.08
266102_at unknown protein --- AT2G40720 -1.18 -0.24 -2.00 0.087846 0.247531 -5.08
250525_at putative protein contains similarity to unkILP1 AT5G08550 -1.16 -0.22 -2.00 0.08786 0.247539 -5.08
258671_at putative vacuolar ATP synthase subunit VHA-E2 AT3G08560 1.23 0.29 2.00 0.08788 0.247544 -5.08
253644_at  putative protein predicted protein, Arabi --- AT4G29870 -1.25 -0.32 -2.00 0.087883 0.247544 -5.08
264015_at putative XAP-5 protein [Homo sapiens] XCT AT2G21150 1.17 0.22 1.99 0.087923 0.247627 -5.08
261984_at TINY-like protein similar to TINY GB: CA--- AT1G33760 1.23 0.30 1.99 0.087977 0.247687 -5.08
251144_at  anthranilate N-benzoyltransferase - like --- AT5G01210 1.37 0.46 1.99 0.087962 0.247687 -5.08
255073_at  beta-1,3-glucanase-like protein probabl --- AT4G09090 -1.15 -0.20 -1.99 0.087967 0.247687 -5.08
247102_at putative protein similar to unknown prote--- AT5G66550 -1.20 -0.26 -1.99 0.087997 0.247692 -5.08
260883_at hypothetical protein predicted by genem--- AT1G29270 1.13 0.17 1.99 0.088001 0.247692 -5.08
245598_at hypothetical protein --- AT4G14200 1.24 0.31 1.99 0.088028 0.247738 -5.08
262705_at putative wall-associated kinase similar to--- AT1G16260 1.79 0.84 1.99 0.088087 0.247874 -5.08
248275_at isp4 protein ATOPT8 AT5G53520 1.14 0.19 1.99 0.088125 0.247950 -5.08
263785_at unknown protein  ; supported by cDNA: --- AT2G46390 1.18 0.24 1.99 0.088144 0.247974 -5.09
246383_at hypothetical protein predicted by genem--- AT1G77360 -1.32 -0.40 -1.99 0.088302 0.248388 -5.09
264661_at hypothetical protein Similar to Nicotiana --- AT1G09950 1.33 0.41 1.99 0.088371 0.248466 -5.09
262052_at hypothetical protein identical to hypothet--- --- -1.19 -0.25 -1.99 0.088346 0.248466 -5.09
262492_at unknown protein Contains similarity to g --- AT1G21630 1.18 0.23 1.99 0.088355 0.248466 -5.09
264204_at  putative sucrose transport protein, SUCSUC2 AT1G22710 -1.26 -0.33 -1.99 0.088374 0.248466 -5.09
247688_at  putative protein predicted proteins, Arab--- AT5G59760 1.15 0.21 1.99 0.088389 0.248479 -5.09
248258_at putative protein contains similarity to nuc--- AT5G53400 -1.37 -0.46 -1.99 0.088415 0.248520 -5.09
250877_at  putative protein predicted protein, ArabiSDP1 AT5G04040 1.25 0.33 1.99 0.088455 0.248602 -5.09
256458_at  integral membrane protein, putative sim--- AT1G75220 1.31 0.39 1.99 0.088535 0.248766 -5.09
263220_at hypothetical protein predicted by genscaemb2279 AT1G30610 -1.22 -0.29 -1.99 0.088529 0.248766 -5.09



244912_at cytochrome c biogenesis orf382 Protein --- AT2G07783 -1.25 -0.33 -1.99 0.088616 0.248932 -5.09
254309_s_a putative protein predicted protein, Arabi --- AT4G22390 / -1.21 -0.27 -1.99 0.088605 0.248932 -5.09
256307_at  pectate lyase, putative contains Pfam p --- AT1G30350 -1.14 -0.19 -1.99 0.088648 0.248961 -5.09
265815_at predicted protein --- AT2G17975 -1.13 -0.17 -1.99 0.088646 0.248961 -5.09
253633_at  putative protein tetratricopeptide repeat --- AT4G30480 -1.20 -0.27 -1.99 0.088668 0.248986 -5.09
248597_at DNA (cytosine-5)-methyltransferase (DNMET1 AT5G49160 1.44 0.52 1.99 0.08874 0.249159 -5.09
262704_at hypothetical protein predicted by genscaASL9 AT1G16530 1.44 0.52 1.99 0.088774 0.249222 -5.09
266643_s_aputative flavonol 3-O-glucosyltransferase--- AT2G29710 / 1.23 0.30 1.99 0.088844 0.249306 -5.09
247342_at ARI-like RING zinc finger protein-like --- AT5G63730 1.16 0.22 1.99 0.088845 0.249306 -5.09
259277_at putative glycogen synthase similar to glyAtSS2 AT3G01180 -1.28 -0.35 -1.99 0.088847 0.249306 -5.09
248151_at Lhcb3 chlorophyll a/b binding protein (gbLHCB3 AT5G54270 -1.35 -0.43 -1.99 0.088829 0.249306 -5.09
245485_at  proline-rich, APG like protein  --- AT4G16230 1.19 0.25 1.99 0.088864 0.249323 -5.09
AFFX-r2-At-  Arabidopsis thaliana /REF=U37281 /DE--- --- -1.17 -0.23 -1.99 0.088933 0.249484 -5.09
250062_at  BCS1 - like protein h-bcs1, Homo sapie--- AT5G17760 1.31 0.39 1.99 0.088957 0.249522 -5.09
262124_at nucleoporin 98-like protein similar to nuc--- AT1G59660 -1.14 -0.19 -1.99 0.089023 0.249676 -5.09
250090_at glutamate decarboxylase 1 (GAD 1) (sp GAD AT5G17330 2.07 1.05 1.99 0.089057 0.249738 -5.10
256300_at unknown protein similar to N-term half o NAP AT1G69490 1.78 0.83 1.99 0.089085 0.249738 -5.10
251630_at  putative protein unknown protein - Arbid--- AT3G57420 1.15 0.20 1.99 0.089089 0.249738 -5.10
247057_at SCARECROW gene regulator --- AT5G66770 -1.54 -0.62 -1.99 0.089076 0.249738 -5.10
262575_at putative ABC transporter Similar to gb|Z PDR7 AT1G15210 1.18 0.24 1.99 0.089118 0.249788 -5.10
255329_at hypothetical protein --- AT4G04370 -1.14 -0.19 -1.99 0.08913 0.249793 -5.10
258249_s_aunknown protein  ; supported by full-leng--- AT3G15820 / -1.27 -0.34 -1.99 0.089144 0.249801 -5.10
250614_at  putative protein homeodomain protein h--- AT5G07260 -1.12 -0.17 -1.99 0.089155 0.249801 -5.10
259997_at unknown protein similar to N-acetylgluco--- AT1G67880 1.41 0.50 1.99 0.089177 0.249833 -5.10
266500_at Expressed protein ; supported by full-lenPLA2-ALP AT2G06925 -1.33 -0.41 -1.98 0.089216 0.249880 -5.10
254752_at  putative protein IFA-binding protein - Ar --- AT4G13160 -1.18 -0.24 -1.98 0.089206 0.249880 -5.10
261842_at hypothetical protein contains similarity toWAKL5 AT1G16160 1.23 0.30 1.98 0.089284 0.250039 -5.10
246604_at putative protein --- --- 1.17 0.22 1.98 0.089303 0.250061 -5.10
248064_at unknown protein --- AT5G55570 -1.49 -0.57 -1.98 0.089397 0.250294 -5.10
262861_at hypothetical protein similar to hypothetic--- AT1G64820 1.17 0.23 1.98 0.089409 0.250297 -5.10
264382_at  unknown protein similarity to stromal ceSDF2 AT2G25110 1.31 0.39 1.98 0.08946 0.250409 -5.10
256334_at  oligopeptide transporter, putative simila --- AT1G72120 / 1.26 0.33 1.98 0.089581 0.250717 -5.10
248454_at receptor protein kinase-like --- AT5G51350 -1.28 -0.35 -1.98 0.089604 0.250751 -5.10
257725_at  DNA mismatch repair protein MSH2, 5' MSH2 AT3G18524 -1.25 -0.32 -1.98 0.089627 0.250751 -5.10
245985_at  peptidylprolyl isomerase-like protein chl --- AT5G13120 -1.22 -0.29 -1.98 0.089621 0.250751 -5.10



257578_x_aunknown protein similar to hypothetical p--- AT3G30160 1.15 0.20 1.98 0.089637 0.250751 -5.10
247018_at AP2 domain transcription factor-like --- AT5G67000 -1.13 -0.17 -1.98 0.0897 0.250895 -5.10
262569_at hypothetical protein Strong similarity to g--- AT1G15180 -1.29 -0.37 -1.98 0.089762 0.251038 -5.10
260996_at NBS/LRR disease resistance protein ideRFL1 AT1G12210 1.24 0.31 1.98 0.089858 0.251277 -5.10
248860_at putative protein contains similarity to CH--- AT5G46670 1.16 0.22 1.98 0.089882 0.251313 -5.10
253977_at putative protein various Caenorhabditis --- AT4G26630 -1.27 -0.35 -1.98 0.089956 0.251469 -5.10
254844_at hypothetical protein supported by full-len--- AT4G11790 -1.29 -0.37 -1.98 0.08996 0.251469 -5.10
246239_at putative protein --- AT4G36790 1.16 0.22 1.98 0.09015 0.251970 -5.11
266537_at Expressed protein ; supported by full-len--- AT2G16860 -1.17 -0.23 -1.98 0.090203 0.252086 -5.11
251796_at  synaptic glycoprotein SC2-like protein s--- AT3G55360 1.30 0.38 1.98 0.090327 0.252402 -5.11
265263_at putative DNA binding protein --- AT2G42940 1.16 0.22 1.98 0.09034 0.252407 -5.11
264787_at putative senescence-associated protein ERD7 AT2G17840 -1.33 -0.41 -1.98 0.090367 0.252452 -5.11
249118_at putative protein similar to unknown prote--- AT5G43870 -1.22 -0.29 -1.98 0.090403 0.252511 -5.11
245878_at hypothetical protein contains similarity to--- AT1G26190 -1.20 -0.26 -1.98 0.09041 0.252511 -5.11
266140_at nodulin-like protein  ; supported by cDNA--- AT2G28120 1.24 0.32 1.97 0.090516 0.252745 -5.11
251640_at putative protein  ;supported by full-length--- AT3G57450 1.83 0.87 1.97 0.09051 0.252745 -5.11
252916_at  kinesin like protein kinesin-related prote--- AT4G38950 1.17 0.22 1.97 0.090532 0.252759 -5.11
253399_at  putative poly(A) polymerase polynucleonPAP AT4G32850 -1.15 -0.20 -1.97 0.090559 0.252773 -5.11
262095_at hypothetical protein predicted by genem--- AT1G56090 -1.24 -0.31 -1.97 0.090552 0.252773 -5.11
251842_at  extensin precursor -like protein extensin--- AT3G54580 1.48 0.56 1.97 0.090578 0.252794 -5.11
244985_at ribosomal protein L22 --- --- -1.28 -0.35 -1.97 0.090596 0.252812 -5.11
265411_at unknown protein --- AT2G16630 1.74 0.80 1.97 0.090629 0.252874 -5.11
256102_at unknown protein --- AT1G13680 -1.15 -0.20 -1.97 0.090647 0.252894 -5.11
264736_at  oligopeptide transporter, putative simila --- AT1G62200 1.24 0.31 1.97 0.090765 0.253049 -5.11
262143_at unknown protein --- AT1G52630 -1.18 -0.24 -1.97 0.090733 0.253049 -5.11
266725_at  SKP1/ASK1 (At14), putative similar to SASK14 AT2G03170 1.16 0.21 1.97 0.090739 0.253049 -5.11
256088_at putative FKBP-type peptidyl-prolyl cis-tra--- AT1G20810 -1.27 -0.34 -1.97 0.090728 0.253049 -5.11
247160_at putative protein contains similarity to sal --- AT5G65820 -1.15 -0.21 -1.97 0.090769 0.253049 -5.11
259359_at  B  regulatory subunit of protein phospha--- AT1G13460 -1.18 -0.24 -1.97 0.090769 0.253049 -5.11
267396_at hypothetical protein predicted by grail an--- AT2G44270 -1.21 -0.28 -1.97 0.09081 0.253132 -5.11
248631_at putative protein strong similarity to unkn --- AT5G49000 -1.21 -0.27 -1.97 0.090882 0.253301 -5.11
267150_at putative anthranilate N-hydroxycinnamo SDT AT2G23510 -1.14 -0.18 -1.97 0.090951 0.253463 -5.12
256009_at  AP2 domain transcription factor, putativ --- AT1G19210 1.78 0.83 1.97 0.090969 0.253481 -5.12
255455_at mitochondrial elongation factor Tu --- AT4G02930 -1.38 -0.47 -1.97 0.091012 0.253571 -5.12
245679_at  clathrin-associated protein, putative sim--- AT1G56590 -1.18 -0.24 -1.97 0.091079 0.253674 -5.12



259458_at  glycine-rich protein, putative similar to g--- AT1G44085 1.19 0.25 1.97 0.091082 0.253674 -5.12
258319_at hypothetical protein similar to hypothetic--- AT3G22700 1.15 0.21 1.97 0.091065 0.253674 -5.12
249744_at beta-glucosidase BGLU32 AT5G24550 1.23 0.30 1.97 0.091108 0.253684 -5.12
260835_at  protein kinase interactor, putative simila--- AT1G06700 -1.17 -0.22 -1.97 0.091104 0.253684 -5.12
259975_at putative cinnamoyl-CoA reductase simila--- AT1G76470 1.62 0.70 1.97 0.091134 0.253726 -5.12
245639_at unknown protein contains similarity to 60--- AT1G25260 -1.33 -0.41 -1.97 0.091183 0.253739 -5.12
265369_s_aputative retroelement pol polyprotein con--- --- -1.16 -0.21 -1.97 0.091173 0.253739 -5.12
250697_at putative protein contains similarity to tra --- AT5G06800 -1.20 -0.26 -1.97 0.091171 0.253739 -5.12
258044_at Dof zinc finger protein identical to GB:BAADOF2 AT3G21270 -1.40 -0.49 -1.97 0.091184 0.253739 -5.12
261455_at unknown protein ;supported by full-lengt --- AT1G21070 1.30 0.37 1.97 0.091215 0.253777 -5.12
263757_at  cysteine proteinase similar to cysteine p--- AT2G21430 1.29 0.36 1.97 0.091219 0.253777 -5.12
266615_s_aputative monooxygenase  ;supported byCTF2A AT2G29720 / 1.76 0.81 1.97 0.09125 0.253831 -5.12
260033_at  putative mutT protein contains Pfam proATNUDX1 AT1G68760 -1.20 -0.26 -1.97 0.091271 0.253859 -5.12
250427_at  putative protein myosin heavy chain for --- AT5G10500 -1.14 -0.19 -1.97 0.091312 0.253940 -5.12
247570_at  putative protein heparanase, Homo sapAtGUS1 AT5G61250 1.49 0.57 1.97 0.091354 0.254027 -5.12
262413_at hypothetical protein contains similarity toATAPRL4 AT1G34780 -1.22 -0.29 -1.97 0.091409 0.254149 -5.12
248087_at unknown protein --- AT5G55060 1.13 0.18 1.97 0.091428 0.254172 -5.12
247480_at  KED - like protein KED, Nicotiana tabacATBAG7 AT5G62390 1.22 0.29 1.97 0.091478 0.254278 -5.12
255127_at  nodulin-like protein nodulin gene MtN21--- AT4G08300 1.76 0.82 1.97 0.091511 0.254321 -5.12
246045_at  putative protein predicted proteins, Dros--- AT5G19430 -1.23 -0.30 -1.97 0.091515 0.254321 -5.12
264191_at  integral membrane protein, putative  --- AT1G54730 -1.28 -0.36 -1.97 0.091547 0.254377 -5.12
247833_at putative protein --- AT5G58575 -1.14 -0.19 -1.97 0.091584 0.254449 -5.12
253360_at  aminopeptidase- like protein aminopeptAPM1 AT4G33090 1.19 0.25 1.97 0.091716 0.254786 -5.12
263510_s_ahypothetical protein --- AT2G07681 / -1.14 -0.19 -1.97 0.091761 0.254786 -5.12
253986_at  putative protein predicted protein, Arabi --- AT4G26210 -1.31 -0.39 -1.97 0.091749 0.254786 -5.12
248880_at putative protein contains similarity to car--- AT5G46200 1.15 0.21 1.97 0.091738 0.254786 -5.12
260973_at hypothetical protein predicted by genem--- AT1G53490 1.15 0.20 1.97 0.091755 0.254786 -5.12
258901_at putative protein phosphatase-2C similar --- AT3G05640 2.07 1.05 1.96 0.091818 0.254838 -5.12
247843_at aluminium tolerance associated - like proSVL4 AT5G58050 1.20 0.26 1.97 0.091796 0.254838 -5.12
250336_at alpha-glucosidase 1  ; supported by cDN--- AT5G11720 -1.21 -0.27 -1.96 0.091824 0.254838 -5.12
262425_at hypothetical protein predicted by gensca--- AT1G47660 1.15 0.21 1.96 0.091822 0.254838 -5.12
258731_at unknown protein  ; supported by cDNA: --- AT3G11880 -1.16 -0.22 -1.96 0.091841 0.254854 -5.12
260352_at Expressed protein ; supported by full-lenPDCB4 AT1G69295 1.16 0.22 1.96 0.091881 0.254933 -5.13
266148_x_aEn/Spm-like transposon protein related t--- --- 1.20 0.26 1.96 0.091916 0.254998 -5.13
259309_at putative cyclin-dependent protein kinase--- AT3G05050 1.23 0.30 1.96 0.091931 0.255009 -5.13



266084_at hypothetical protein predicted by gensca--- AT2G37810 1.22 0.29 1.96 0.091987 0.255080 -5.13
258487_at unknown protein  ;supported by full-lengLBD41 AT3G02550 1.91 0.93 1.96 0.09199 0.255080 -5.13
258873_at hypothetical protein similar to unknown p--- AT3G03240 1.22 0.28 1.96 0.091985 0.255080 -5.13
246403_at  pectinacetylesterase precursor, putative--- AT1G57590 -1.27 -0.35 -1.96 0.092027 0.255151 -5.13
256020_at  glutamyl-tRNA reductase, putative similHEMA1 AT1G58290 -1.27 -0.34 -1.96 0.092043 0.255165 -5.13
250006_at  putative protein 2'-hydroxyisoflavone re PCB2 AT5G18660 -1.52 -0.61 -1.96 0.092097 0.255283 -5.13
261485_at unknown protein ;supported by full-lengtUTR3 AT1G14360 1.52 0.60 1.96 0.092144 0.255382 -5.13
263486_at AP2 domain transcription factor --- AT2G22200 -1.16 -0.21 -1.96 0.092255 0.255659 -5.13
247108_at ReMembR-H2 protein JR700 (gb|AAF32RMR1 AT5G66160 -1.20 -0.26 -1.96 0.092309 0.255779 -5.13
254230_at  polyprenyltransferase like protein para- AtPPT1 AT4G23660 -1.17 -0.23 -1.96 0.092354 0.255871 -5.13
253945_at  putative protein gene F23F1.15 Arabido--- AT4G27050 -1.13 -0.18 -1.96 0.092372 0.255891 -5.13
255318_at hypothetical protein --- AT4G04190 -1.20 -0.26 -1.96 0.092385 0.255896 -5.13
258316_at unknown protein --- AT3G22660 -1.28 -0.35 -1.96 0.092407 0.255926 -5.13
245686_at Expressed protein ; supported by cDNA J2 AT5G22060 1.38 0.47 1.96 0.092431 0.255960 -5.13
255776_at  60S ribosomal protein L6, putative simil --- AT1G18540 -1.43 -0.51 -1.96 0.092486 0.256083 -5.13
249252_at putative protein contains similarity to unk--- AT5G42010 1.72 0.78 1.96 0.092578 0.256307 -5.13
246732_at  putative protein hypothetical protein F22--- AT5G27650 -1.22 -0.28 -1.96 0.092662 0.256507 -5.13
251813_at Expressed protein ; supported by full-lenTON1A AT3G55000 -1.22 -0.28 -1.96 0.092701 0.256583 -5.13
261924_at  peptide transporter, putative similar to p--- AT1G22550 -1.48 -0.56 -1.96 0.092755 0.256702 -5.13
247970_at cytosolic malate dehydrogenase --- AT5G56720 -1.16 -0.21 -1.96 0.092788 0.256720 -5.13
260827_at mudrA-like protein similar to Mu transpo AT1G0675--- -1.25 -0.33 -1.96 0.092795 0.256720 -5.14
249107_at unknown protein --- AT5G43680 -1.17 -0.22 -1.96 0.092787 0.256720 -5.13
261270_at  initiation factor 5A-4, putative similar to FBR12 AT1G26630 -1.15 -0.20 -1.96 0.092864 0.256874 -5.14
259123_at unknown protein --- AT3G02200 -1.15 -0.20 -1.96 0.092873 0.256874 -5.14
250024_at NAM (no apical meristem)-like protein ANAC087 AT5G18270 1.30 0.37 1.96 0.092914 0.256955 -5.14
259137_at unknown protein Pfam HMM hit: EF han--- AT3G10300 1.29 0.37 1.96 0.092961 0.257054 -5.14
258723_at putative MYB-related protein similar to M--- AT3G09600 -1.16 -0.22 -1.96 0.092989 0.257101 -5.14
248769_at putative protein strong similarity to unkn --- AT5G47730 1.69 0.76 1.96 0.093045 0.257223 -5.14
256528_at  C2H2-type zinc finger protein, putative cZFP4 AT1G66140 -1.27 -0.34 -1.96 0.093114 0.257227 -5.14
260332_at hypothetical protein predicted by genefin--- AT1G70470 1.13 0.17 1.96 0.093064 0.257227 -5.14
262886_at hypothetical protein KNATM AT1G14760 1.22 0.29 1.96 0.093082 0.257227 -5.14
265681_at putative protein kinase contains a protei --- AT2G24370 1.15 0.20 1.96 0.093104 0.257227 -5.14
246079_at  putative protein unconventional myosin --- AT5G20450 -1.21 -0.28 -1.96 0.093073 0.257227 -5.14
263288_at cyclophilin-like protein  ;supported by ful --- AT2G36130 -1.21 -0.27 -1.96 0.0931 0.257227 -5.14
258580_at germin-like protein contains Pfam profile--- AT3G04170 1.18 0.23 1.96 0.093125 0.257227 -5.14



259586_at unknown protein --- AT1G28100 -1.16 -0.22 -1.96 0.093149 0.257252 -5.14
245949_at elongation factor 1B alpha-subunit  ;sup --- AT5G19510 -1.23 -0.29 -1.95 0.093157 0.257252 -5.14
257019_at unknown protein --- AT3G19640 -1.13 -0.17 -1.95 0.093181 0.257257 -5.14
258501_at hypothetical protein predicted by genem--- AT3G06780 1.26 0.34 1.95 0.093171 0.257257 -5.14
247076_at ferripyochelin-binding protein-like  ;supp GAMMA CAT5G66510 1.16 0.21 1.95 0.09321 0.257306 -5.14
254721_at hypothetical protein  ;supported by full-leSMAP1 AT4G13520 -1.18 -0.23 -1.95 0.093253 0.257362 -5.14
255512_at Expressed protein ; supported by cDNA SYP42 AT4G02195 -1.22 -0.29 -1.95 0.093246 0.257362 -5.14
244960_at ribosomal protein L32 --- --- -1.42 -0.51 -1.95 0.093265 0.257364 -5.14
264670_s_a unknown protein Similar to elongation fa--- AT1G09640 / -1.21 -0.27 -1.95 0.093314 0.257454 -5.14
260173_at NAM-like protein similar to NAM GB:CAAVND7 AT1G71930 -1.19 -0.25 -1.95 0.093326 0.257454 -5.14
250067_at unknown protein --- AT5G17950 1.13 0.18 1.95 0.093331 0.257454 -5.14
249974_at  putative protein predicted proteins, Arab--- AT5G18780 1.37 0.45 1.95 0.093371 0.257471 -5.14
248616_at putative protein contains similarity to unk--- AT5G49580 -1.23 -0.30 -1.95 0.093354 0.257471 -5.14
255287_at see T10M13.1 (GB:AF001308) similar to--- AT4G04660 1.18 0.24 1.95 0.093362 0.257471 -5.14
264691_s_aputative reverse transcriptase --- --- -1.17 -0.22 -1.95 0.093384 0.257475 -5.14
249427_at  40S ribosomal protein S9-like 40S ribos--- AT5G39850 -1.52 -0.60 -1.95 0.093427 0.257562 -5.14
254898_at  serine/threonine kinase-like protein rece--- AT4G11480 1.86 0.90 1.95 0.093492 0.257711 -5.14
256591_at hypothetical protein --- AT3G31910 1.13 0.17 1.95 0.093524 0.257769 -5.14
246538_at  40S RIBOSOMAL PROTEIN S19 - like --- AT5G15520 -1.30 -0.37 -1.95 0.093553 0.257817 -5.14
255510_at  polycomb group - like protein similar to SWN AT4G02020 -1.24 -0.31 -1.95 0.093689 0.257911 -5.14
256068_at hypothetical protein contains similarity toATE1 AT1G13690 -1.15 -0.21 -1.95 0.093607 0.257911 -5.14
263279_x_ahypothetical protein predicted by gensca--- --- 1.18 0.23 1.95 0.093671 0.257911 -5.14
266518_at hypothetical protein predicted by gensca--- AT2G35170 1.18 0.24 1.95 0.093657 0.257911 -5.14
265457_at unknown protein  ; supported by full-leng--- AT2G46550 -1.22 -0.28 -1.95 0.093649 0.257911 -5.14
254556_at  putative protein various predicted prote --- AT4G19220 -1.25 -0.33 -1.95 0.093642 0.257911 -5.14
254917_at putative protein various hypothetical pro --- AT4G11350 1.28 0.36 1.95 0.093685 0.257911 -5.14
260769_at Expressed protein ; supported by full-len--- AT1G49010 -1.32 -0.40 -1.95 0.093689 0.257911 -5.14
261506_at  choline kinase, putative similar to CHOLATCK1 AT1G71697 1.35 0.44 1.95 0.093631 0.257911 -5.14
247263_at putative protein similar to unknown prote--- AT5G64470 -1.24 -0.31 -1.95 0.093712 0.257912 -5.14
247940_at phosphatidylserine decarboxylase PSD2 AT5G57190 1.58 0.66 1.95 0.09371 0.257912 -5.14
260477_at Ser/Thr protein kinase isolog --- AT1G11050 1.89 0.92 1.95 0.09375 0.257955 -5.14
264985_at unknown protein ;supported by full-lengt --- AT1G27150 -1.32 -0.40 -1.95 0.093748 0.257955 -5.14
265318_at putative D-amino acid dehydrogenase --- AT2G22650 -1.25 -0.32 -1.95 0.093771 0.257982 -5.15
260818_at unknown protein --- AT1G06890 1.13 0.18 1.95 0.093818 0.258049 -5.15
247011_at putative protein contains similarity to NAFRO1 AT5G67590 1.30 0.38 1.95 0.093816 0.258049 -5.15



249928_at CCR4-associated factor-like protein --- AT5G22250 2.40 1.26 1.95 0.093846 0.258095 -5.15
265044_at  hypothetical protein Similar to human B VPS2.3 AT1G03950 1.22 0.28 1.95 0.093887 0.258144 -5.15
257095_at unknown protein  ; supported by cDNA: ATPDIL5-3AT3G20560 -1.22 -0.28 -1.95 0.093878 0.258144 -5.15
245117_at putative Ca2+-ATPase  ; supported by cACA4 AT2G41560 -1.25 -0.32 -1.95 0.093949 0.258283 -5.15
250954_at putative protein  ;supported by full-lengthATRAB8C AT5G03520 -1.23 -0.30 -1.95 0.094049 0.258528 -5.15
247371_at histone deacetylase  ;supported by full-leHDA6 AT5G63110 -1.17 -0.22 -1.95 0.094114 0.258674 -5.15
245272_at hypothetical protein ; supported by cDNA--- AT4G17250 1.37 0.46 1.95 0.094154 0.258753 -5.15
246095_at  homeotic gene regulator - like protein h --- AT5G19310 -1.28 -0.36 -1.95 0.094194 0.258832 -5.15
256145_at  lipid transfer protein, putative similar to --- AT1G48750 1.46 0.55 1.95 0.094206 0.258835 -5.15
263659_at unknown protein EST gb|ATTS5672 com--- AT1G04470 1.17 0.23 1.95 0.0943 0.259029 -5.15
253384_at Expressed protein ; supported by full-len--- AT4G32915 -1.20 -0.26 -1.95 0.094299 0.259029 -5.15
250533_at flavonol synthase (FLS) (sp|Q96330)  ;s FLS AT5G08640 1.15 0.20 1.95 0.094331 0.259084 -5.15
259816_at  RING-H2 finger protein RHY1a identica--- AT1G49850 -1.17 -0.23 -1.95 0.094406 0.259228 -5.15
246130_at  putative protein various predicted prote --- --- 1.26 0.33 1.95 0.094405 0.259228 -5.15
261472_at hypothetical protein predicted by genem--- AT1G14470 -1.12 -0.17 -1.95 0.094434 0.259273 -5.15
253040_at  endo-xyloglucan transferase - like prote--- AT4G37800 -1.72 -0.78 -1.95 0.094453 0.259293 -5.15
257483_at hypothetical protein contains similarity toICK5 AT1G49620 1.17 0.22 1.95 0.094464 0.259293 -5.15
262158_at  somatic embryogenesis receptor-like ki --- AT1G52540 1.27 0.35 1.95 0.094507 0.259347 -5.15
261990_at unknown protein --- AT1G33660 1.17 0.22 1.95 0.094506 0.259347 -5.15
260760_at hypothetical protein predicted by genem--- AT1G49170 -1.22 -0.28 -1.94 0.094611 0.259572 -5.15
248424_at unknown protein --- AT5G51680 1.64 0.71 1.94 0.094604 0.259572 -5.15
256624_at hypothetical protein predicted by genem--- AT3G19990 1.15 0.21 1.94 0.094661 0.259638 -5.15
249982_at  putative protein predicted proteins, Arab--- AT5G18520 1.16 0.22 1.94 0.09465 0.259638 -5.15
244964_at PSII cytochrome b559 --- --- -1.12 -0.17 -1.94 0.094669 0.259638 -5.15
259907_at  GCN4-complementing protein, putative AGD2 AT1G60860 -1.32 -0.40 -1.94 0.0947 0.259690 -5.15
260606_at putative splicing factor --- AT2G43770 -1.27 -0.34 -1.94 0.094712 0.259693 -5.15
258001_at AIG2-like protein similar to AIG2 protein --- AT3G28950 -1.16 -0.21 -1.94 0.09473 0.259711 -5.16
263502_s_ahypothetical protein --- AT2G07675 -1.28 -0.36 -1.94 0.094749 0.259731 -5.16
253153_at hypothetical protein --- AT4G35700 -1.16 -0.21 -1.94 0.094762 0.259737 -5.16
253916_at hypothetical protein  ;supported by full-le--- AT4G27240 -1.34 -0.42 -1.94 0.094784 0.259740 -5.16
252287_at 30S ribosomal protein S9 -like similar to --- AT3G49080 -1.28 -0.35 -1.94 0.094793 0.259740 -5.16
247802_at  putative protein RING-H2 zinc finger proATL63 AT5G58580 -1.19 -0.25 -1.94 0.094798 0.259740 -5.16
247687_at  protein serine /threonine kinase - like pr--- AT5G59740 -1.18 -0.24 -1.94 0.094874 0.259919 -5.16
248936_at heat shock transcription factor RHA1 AT5G45710 1.25 0.32 1.94 0.094911 0.259987 -5.16
263054_at putative cation transport protein --- AT2G04620 -1.16 -0.22 -1.94 0.094943 0.260027 -5.16



248824_at putative protein contains similarity to inv --- AT5G46940 5.80 2.54 1.94 0.094948 0.260027 -5.16
266155_at  cytochrome p450, putative similar to cytCYP89A5 AT1G64950 / 1.44 0.52 1.94 0.095022 0.260170 -5.16
257918_at  ethylene responsive element binding pr --- AT3G23230 3.51 1.81 1.94 0.095023 0.260170 -5.16
259434_at unknown protein --- AT1G01490 -1.15 -0.21 -1.94 0.0951 0.260347 -5.16
246944_at  ubiquinol--cytochrome-c reductase-like --- AT5G25450 1.18 0.24 1.94 0.095111 0.260347 -5.16
246040_at peptidyl-prolyl cis-trans isomerase - like --- AT5G19370 -1.16 -0.22 -1.94 0.095155 0.260375 -5.16
263321_at ADP-ribosylation factor 1  ;supported by ARF1A1C AT2G47170 1.16 0.22 1.94 0.09515 0.260375 -5.16
245620_at hypothetical protein --- AT4G14050 -1.19 -0.25 -1.94 0.095137 0.260375 -5.16
256473_at unknown protein --- --- 1.17 0.22 1.94 0.095255 0.260616 -5.16
265626_at unknown protein  ;supported by full-leng--- AT2G27260 1.18 0.24 1.94 0.095304 0.260710 -5.16
261843_at unknown protein --- AT1G16180 1.15 0.20 1.94 0.095312 0.260710 -5.16
259527_at hypothetical protein --- AT1G12600 1.13 0.18 1.94 0.09534 0.260733 -5.16
256983_at  chaperonin 60 beta, putative very simila--- AT3G13470 -1.47 -0.55 -1.94 0.095354 0.260733 -5.16
245464_at hypothetical protein UGLYAH AT4G17050 -1.24 -0.31 -1.94 0.095352 0.260733 -5.16
251358_at shaggy-like kinase beta --- AT3G61160 -1.43 -0.52 -1.94 0.095406 0.260842 -5.16
254976_at subtilisin-like serine protease contains s --- AT4G10510 1.16 0.21 1.94 0.095462 0.260912 -5.16
255203_at hypothetical protein --- --- -1.23 -0.29 -1.94 0.095465 0.260912 -5.16
256410_at hypothetical protein --- AT1G66630 1.12 0.17 1.94 0.095451 0.260912 -5.16
265911_at unknown protein  ;supported by full-leng--- AT2G25670 -1.14 -0.19 -1.94 0.095486 0.260935 -5.16
267320_at hypothetical protein predicted by gensca--- AT2G19300 1.17 0.23 1.94 0.095554 0.261092 -5.16
267184_at unknown protein  ; supported by cDNA: ASHH3 AT2G44150 -1.15 -0.21 -1.94 0.09559 0.261159 -5.16
253202_at Expressed protein ; supported by full-len--- AT4G34555 -1.37 -0.46 -1.94 0.095617 0.261202 -5.16
246251_at cold acclimation protein homolog --- AT4G37220 1.51 0.60 1.94 0.095629 0.261203 -5.16
261205_at hypothetical protein predicted by genem--- AT1G12790 1.29 0.37 1.94 0.09569 0.261337 -5.16
254408_at  serine/threonine kinase - like protein se B120 AT4G21390 2.48 1.31 1.94 0.095712 0.261366 -5.17
264049_at putative GTP-binding protein --- AT2G22390 -1.25 -0.33 -1.94 0.095729 0.261382 -5.17
246888_at putative protein --- AT5G26270 1.14 0.19 1.94 0.095741 0.261382 -5.17
259120_at unknown protein --- AT3G02240 2.61 1.38 1.94 0.095766 0.261388 -5.17
247096_at S-adenosyl-L-methionine:salicylic acid c --- AT5G66430 -1.12 -0.17 -1.94 0.09576 0.261388 -5.17
266292_at putative tropinone reductase  ;supportedSAG13 AT2G29350 2.72 1.44 1.93 0.095992 0.261631 -5.17
257008_at  myrosinase-associated protein, putativeESM1 AT3G14210 -2.05 -1.04 -1.93 0.095977 0.261631 -5.17
260334_at homeotic protein (ATK1) identical to homKNAT2 AT1G70510 1.14 0.20 1.93 0.095982 0.261631 -5.17
261105_at unknown protein ;supported by full-lengtNRS/ER AT1G63000 -1.22 -0.29 -1.93 0.095971 0.261631 -5.17
245941_at  putative protein karyopherin beta 3 - Hoemb2734 AT5G19820 -1.19 -0.25 -1.93 0.095988 0.261631 -5.17
244984_at ribosomal protein S3 --- --- -1.26 -0.34 -1.93 0.095987 0.261631 -5.17



263304_at hypothetical protein predicted by gensca--- AT2G01920 1.16 0.21 1.93 0.095919 0.261631 -5.17
247419_at unknown protein --- AT5G63080 -1.22 -0.29 -1.93 0.095944 0.261631 -5.17
256022_at amino acid permease I identical to amin AAP1 AT1G58360 1.51 0.59 1.93 0.095954 0.261631 -5.17
256540_at  polyprotein, putative similar to polyprote--- --- -1.14 -0.19 -1.93 0.095971 0.261631 -5.17
265686_at hypothetical protein predicted by gensca--- AT2G24460 1.14 0.19 1.93 0.095952 0.261631 -5.17
245022_at PSII L protein --- --- -1.25 -0.32 -1.93 0.095927 0.261631 -5.17
260357_at unknown protein ;supported by full-lengtAFP1 AT1G69260 1.22 0.29 1.93 0.096029 0.261700 -5.17
248908_at receptor kinase-like protein MEE62 AT5G45800 1.57 0.65 1.93 0.096046 0.261714 -5.17
246843_at  putative protein various predicted prote --- AT5G26740 -1.15 -0.20 -1.93 0.096081 0.261753 -5.17
251638_at  40S ribosomal protein S2 homolog 40S --- AT3G57490 -1.36 -0.45 -1.93 0.096099 0.261753 -5.17
251367_at  SKP1 interacting partner 4 (SKIP4), putSKIP4 AT3G61350 -1.20 -0.27 -1.93 0.096093 0.261753 -5.17
263943_at putative mitochondrial carrier protein --- AT2G35800 -1.20 -0.26 -1.93 0.096106 0.261753 -5.17
250350_at  putative protein predicted proteins, Arab--- AT5G12010 1.38 0.46 1.93 0.096187 0.261868 -5.17
262224_at hypothetical protein contains Pfam profilOTP43 AT1G74900 -1.14 -0.19 -1.93 0.096165 0.261868 -5.17
262731_at hypothetical protein similar to gb|AF0984MC8 AT1G16420 3.11 1.64 1.93 0.096194 0.261868 -5.17
260739_at  serine carboxypeptidase precursor, putascpl50 AT1G15000 -1.37 -0.45 -1.93 0.096191 0.261868 -5.17
263123_at  beta-Amyrin Synthase, putative similar --- AT1G78500 1.16 0.22 1.93 0.096216 0.261895 -5.17
262450_at hypothetical protein identical to hypothet--- AT1G11320 -1.20 -0.26 -1.93 0.096228 0.261897 -5.17
259584_at hypothetical protein predicted by genem--- AT1G28080 1.14 0.19 1.93 0.096334 0.262154 -5.17
259739_at unknown protein supported by cDNA: CeSEH1H AT1G64350 -1.17 -0.23 -1.93 0.096453 0.262447 -5.17
262048_at  cytochrome c oxidase subunit, putative --- AT1G80230 1.18 0.24 1.93 0.096519 0.262595 -5.17
247904_at putative protein contains similarity to unkAIL5 AT5G57390 1.22 0.29 1.93 0.096538 0.262615 -5.17
250223_at glutaredoxin-like protein  ;supported by fROXY2 AT5G14070 1.15 0.21 1.93 0.096563 0.262652 -5.17
256878_at  major latex protein, putative similar to m--- AT3G26460 -1.21 -0.27 -1.93 0.096576 0.262657 -5.17
256065_at  ribosomal protein, putative similar to rib --- AT1G07070 -1.36 -0.45 -1.93 0.096589 0.262661 -5.17
260775_at 14-3-3 protein GF14omega (grf2) identicGRF2 AT1G78300 1.22 0.28 1.93 0.096632 0.262746 -5.17
266224_at chloroplast membrane protein (ALBINO3ALB3 AT2G28800 -1.14 -0.19 -1.93 0.096695 0.262860 -5.17
246304_at acyl-coA dehydrogenase Mus musculus ACX4 AT3G51840 1.24 0.31 1.93 0.096697 0.262860 -5.17
262336_at hypothetical protein predicted be genemTOM7-2 AT1G64220 -1.13 -0.18 -1.93 0.09673 0.262899 -5.18
252533_at  putative protein predicted proteins, Arab--- AT3G46110 1.55 0.64 1.93 0.096734 0.262899 -5.18
250769_at putative protein similar to unknown prote--- AT5G05680 -1.32 -0.40 -1.93 0.09676 0.262937 -5.18
262133_at  high affinity sulphate transporter, putativSULTR1;2 AT1G78000 -1.67 -0.74 -1.93 0.096829 0.263061 -5.18
254292_at putative protein --- AT4G23030 1.60 0.68 1.93 0.096819 0.263061 -5.18
259830_at hypothetical protein predicted by gensca--- AT1G80630 -1.18 -0.23 -1.93 0.096866 0.263132 -5.18
257344_s_a pseudogene,  putative mutator-like tran --- --- 1.25 0.32 1.93 0.096907 0.263147 -5.18



246101_at putative protein --- --- 1.18 0.24 1.93 0.096896 0.263147 -5.18
257268_at unknown protein --- AT3G17450 -1.25 -0.32 -1.93 0.096912 0.263147 -5.18
251033_at hypothetical protein  ;supported by full-le--- AT5G01960 1.13 0.17 1.93 0.096918 0.263147 -5.18
266834_s_aputative protein phosphatase 2C --- AT2G05050 / 2.16 1.11 1.93 0.096973 0.263265 -5.18
262395_at hypothetical protein similar to hypothetic--- AT1G49540 -1.35 -0.43 -1.93 0.096995 0.263292 -5.18
262922_at hypothetical protein predicted by genem--- AT1G79420 1.23 0.29 1.93 0.09701 0.263304 -5.18
261743_s_a protein serine/threonine phosphatase a BSL2 AT1G08420 / 1.16 0.21 1.93 0.097067 0.263395 -5.18
264843_at  putative 1-aminocyclopropane-1-carbox--- AT1G03400 1.30 0.38 1.93 0.097063 0.263395 -5.18
261869_at hypothetical protein predicted by genem--- AT1G11470 1.18 0.24 1.93 0.097124 0.263517 -5.18
258021_at hypothetical protein predicted genemarkPUB25 AT3G19380 1.60 0.68 1.93 0.097257 0.263848 -5.18
249411_at  raffinose synthase -like protein raffinoseSIP1 AT5G40390 1.50 0.58 1.92 0.09737 0.264100 -5.18
250732_at putative protein contains similarity to unk--- AT5G06480 -1.31 -0.39 -1.92 0.097373 0.264100 -5.18
258582_at germin-like protein contains Pfam profile--- AT3G04150 1.13 0.17 1.92 0.09739 0.264115 -5.18
253542_at  putative protein deubiquitinating enzym UBP18 AT4G31670 -1.16 -0.21 -1.92 0.09741 0.264138 -5.18
253847_at  putative protein CRP1, Zea mays, AF07--- AT4G28010 -1.16 -0.21 -1.92 0.097435 0.264174 -5.18
252855_at  putative protein alpha-amino-epsilon-caAGT2 AT4G39660 -1.21 -0.28 -1.92 0.09745 0.264182 -5.18
266699_at putative ribosomal protein L28  ; support--- AT2G19730 -1.28 -0.36 -1.92 0.097478 0.264212 -5.18
245395_at hypothetical protein ;supported by full-le --- AT4G17420 -1.20 -0.27 -1.92 0.097484 0.264212 -5.18
250439_at 14-3-3 protein GF14lambda (grf6/AFT1) GRF6 AT5G10450 1.17 0.23 1.92 0.097499 0.264221 -5.18
263552_x_a unknown protein proline, tyrosine, and s--- AT2G24980 1.24 0.32 1.92 0.09752 0.264247 -5.18
245200_at F12A21.2 hypothetical protein; supporte--- AT1G67850 1.35 0.43 1.92 0.097602 0.264406 -5.18
251626_at  UDP-GlcNAc:dolichol phosphate N-ace --- AT3G57220 -1.17 -0.23 -1.92 0.097601 0.264406 -5.18
265323_at putative syntaxin SYP112 AT2G18260 -1.22 -0.29 -1.92 0.097618 0.264417 -5.18
245225_at mitochondrial protein-like; contains simil --- AT3G29800 1.23 0.29 1.92 0.097689 0.264578 -5.18
258974_at  unknown protein similar to brahma asso--- AT3G01890 -1.18 -0.24 -1.92 0.097769 0.264720 -5.19
267561_at putative protein kinase contains a protei --- AT2G45590 -1.30 -0.38 -1.92 0.097776 0.264720 -5.19
265056_at  mitochondrial processing peptidase alp --- AT1G51980 1.22 0.29 1.92 0.097771 0.264720 -5.19
262651_at  hypothetical protein One of a cluster of FUT9 AT1G14100 / 1.19 0.25 1.92 0.097797 0.264747 -5.19
261505_at  carboxypeptidase, putative similar to caSOL1 AT1G71696 1.22 0.29 1.92 0.097823 0.264785 -5.19
253330_at putative potassium transporter AtKT5p ( KUP5 AT4G33530 1.16 0.21 1.92 0.097863 0.264863 -5.19
253617_at hypothetical protein --- AT4G30410 1.52 0.60 1.92 0.097885 0.264872 -5.19
252683_at  putative protein predicted proteins, Arab--- AT3G44380 -1.21 -0.28 -1.92 0.097891 0.264872 -5.19
249343_at  succinate dehydrogenase iron-protein sSDH2-2 AT5G40650 1.23 0.29 1.92 0.097901 0.264872 -5.19
263635_at hypothetical protein predicted by gensca--- --- 1.13 0.17 1.92 0.097939 0.264941 -5.19
251205_at  glutathione peroxidase -like protein phoATGPX5 AT3G63080 1.21 0.28 1.92 0.097982 0.264995 -5.19



246264_at hypothetical protein FRL2 AT1G31814 -1.17 -0.23 -1.92 0.097979 0.264995 -5.19
265492_at hypothetical protein AGL95 AT2G15660 1.16 0.22 1.92 0.098007 0.265033 -5.19
264865_at DNAJ-like heatshock protein similar to GARL1 AT1G24120 -1.14 -0.19 -1.92 0.098089 0.265221 -5.19
253219_at  MYB-like protein myb-related protein Y4AtMYB32 AT4G34990 -1.32 -0.40 -1.92 0.098135 0.265284 -5.19
253959_at putative protein --- AT4G26410 -1.15 -0.20 -1.92 0.098135 0.265284 -5.19
245746_at  bHLH transcription factor, putative simil --- AT1G51070 1.21 0.28 1.92 0.098148 0.265287 -5.19
255478_at putative protein  ;supported by full-lengthEID1 AT4G02440 1.18 0.24 1.92 0.098163 0.265295 -5.19
262597_at  unknown protein Strong similarity to gb|--- AT1G15470 -1.22 -0.29 -1.92 0.098199 0.265363 -5.19
265780_at Mutator-like transposase similar to  MUR--- --- 1.16 0.22 1.92 0.098221 0.265391 -5.19
257431_at unknown protein --- AT2G36360 1.17 0.22 1.92 0.098313 0.265608 -5.19
252223_at  MYB -like protein DNA-binding protein MTRB3 AT3G49850 -1.26 -0.33 -1.92 0.098344 0.265660 -5.19
249238_at GAMM1 protein-like  ; supported by cDN--- AT5G41970 -1.16 -0.22 -1.92 0.098401 0.265781 -5.19
251327_at  prolyl aminopeptidase-like protein proly --- AT3G61540 -1.13 -0.17 -1.92 0.098428 0.265824 -5.19
251780_s_a beta-ketoacyl-ACP reductase - like prot --- AT3G55290 / -1.30 -0.38 -1.92 0.098465 0.265892 -5.19
262722_at  sterol glucosyltransferase, putative simi --- AT1G43620 -1.15 -0.20 -1.92 0.09849 0.265928 -5.19
248777_at putative protein similar to unknown prote--- AT5G47920 1.18 0.24 1.92 0.09858 0.266121 -5.19
267428_at putative coatomer epsilon subunit --- AT2G34840 -1.18 -0.24 -1.92 0.098597 0.266121 -5.19
248937_at putative protein contains similarity to unkAtRLP55 AT5G45770 1.25 0.32 1.92 0.098595 0.266121 -5.19
258964_at putative 3-phosphoinositide-dependent p--- AT3G10540 1.17 0.23 1.92 0.098639 0.266186 -5.19
262159_at hypothetical protein predicted by genem--- AT1G52720 1.43 0.52 1.92 0.098668 0.266186 -5.19
261446_at unknown protein SEC5B AT1G21170 1.23 0.30 1.92 0.09866 0.266186 -5.19
253646_at MAP kinase kinase 2  ; supported by cDATMKK2 AT4G29810 1.29 0.37 1.92 0.098665 0.266186 -5.19
264307_at hypothetical protein contains similarity to--- AT1G61900 -1.20 -0.27 -1.92 0.098692 0.266203 -5.19
264023_at Expressed protein ; supported by full-len--- AT2G21195 -1.30 -0.38 -1.92 0.098697 0.266203 -5.19
259896_at unknown protein ;supported by full-lengt --- AT1G71500 -1.18 -0.24 -1.91 0.09879 0.266423 -5.20
252261_at RNA-directed RNA polymerase RNA-dir RDR6 AT3G49500 -1.18 -0.24 -1.91 0.098819 0.266437 -5.20
262430_s_aunknown protein --- AT1G47550 / -1.17 -0.23 -1.91 0.098809 0.266437 -5.20
246584_at  putative protein predicted protein, Arabi --- AT5G14730 1.74 0.80 1.91 0.09884 0.266462 -5.20
254402_at  putative protein predicted protein, Arabi --- AT4G21310 1.27 0.34 1.91 0.098916 0.266637 -5.20
264353_at hypothetical protein predicted by gensca--- AT1G03260 1.16 0.22 1.91 0.098945 0.266683 -5.20
262822_at putative membrane-associated salt-indu--- AT1G11630 -1.17 -0.22 -1.91 0.098968 0.266712 -5.20
252375_at rac GTP binding protein Arac8  ; suppor ROP10 AT3G48040 -1.18 -0.24 -1.91 0.098985 0.266728 -5.20
258014_at hypothetical protein predicted by genem--- AT3G19330 -1.26 -0.33 -1.91 0.099077 0.266945 -5.20
258399_at  early auxin-induced protein, IAA19 idenIAA19 AT3G15540 1.73 0.79 1.91 0.099108 0.266977 -5.20
265949_at putative vicilin storage protein (globulin- --- AT2G18540 -1.13 -0.18 -1.91 0.099113 0.266977 -5.20



259134_at hypothetical protein predicted by gensca--- AT3G05390 1.61 0.69 1.91 0.099147 0.267039 -5.20
249912_at putative protein similar to unknown proteRER1 AT5G22790 -1.41 -0.49 -1.91 0.099184 0.267105 -5.20
251711_at  phosphatidylinositol-4-phosphate 5-kinaPIP5K4 AT3G56960 -1.22 -0.28 -1.91 0.099234 0.267210 -5.20
261398_at hypothetical protein contains similarity toNHX6 AT1G79610 1.17 0.22 1.91 0.099299 0.267324 -5.20
260586_at unknown protein predicted by genefinde--- AT2G43630 -1.18 -0.24 -1.91 0.0993 0.267324 -5.20
253889_at forever young gene (FEY) FEY AT4G27760 1.14 0.19 1.91 0.09934 0.267401 -5.20
262303_at  homeobox protein, putative similar to hoATHB18 AT1G70920 1.29 0.37 1.91 0.099357 0.267415 -5.20
266504_at hypothetical protein predicted by gensca--- AT2G47820 1.20 0.26 1.91 0.099428 0.267573 -5.20
257616_at hypothetical protein contains Pfam profil --- AT3G26540 -1.21 -0.28 -1.91 0.099525 0.267802 -5.20
260189_at putative urease similar to urease GB:225URE AT1G67550 -1.20 -0.26 -1.91 0.099564 0.267875 -5.20
267474_at hypothetical protein predicted by genscaWHY3 AT2G02740 -1.19 -0.25 -1.91 0.099596 0.267932 -5.20
249730_at calcium dependent protein kinase-like p --- AT5G24430 1.38 0.46 1.91 0.09963 0.267991 -5.20
260641_at hypothetical protein predicted by gensca--- AT1G53200 -1.33 -0.42 -1.91 0.099664 0.268031 -5.20
248051_at Atmyb103 (gb|AAD40692.1) ATMYB103AT5G56110 1.17 0.22 1.91 0.099668 0.268031 -5.20
265071_at transcription initiation factor TFIID-2 idenTBP2 AT1G55520 -1.17 -0.22 -1.91 0.099706 0.268101 -5.20
257562_at hypothetical protein --- --- 1.20 0.26 1.91 0.099756 0.268140 -5.21
264927_at  phosphatidylinositol 3-kinase, putative sVPS34 AT1G60490 -1.12 -0.17 -1.91 0.099752 0.268140 -5.20
258636_at putative GTPase activator protein conta --- AT3G07890 -1.17 -0.23 -1.91 0.099734 0.268140 -5.20
256301_at unknown protein ;supported by full-lengt --- AT1G69510 -1.16 -0.22 -1.91 0.099856 0.268346 -5.21
250650_at anthranilate phosphoribosyltransferase- --- AT5G06850 -1.27 -0.35 -1.91 0.099847 0.268346 -5.21
256262_at unknown protein --- AT3G12150 1.21 0.28 1.91 0.099973 0.268554 -5.21
245260_at kinase like protein ; supported by cDNA:--- AT4G16360 -1.14 -0.19 -1.91 0.099981 0.268554 -5.21
255339_at  hypothetical protein similar to A. thalian --- AT4G04480 1.34 0.42 1.91 0.099965 0.268554 -5.21
251792_at  probable serine/threonine-specific prote--- AT3G55550 -1.16 -0.22 -1.91 0.099946 0.268554 -5.21
264620_at putative bZIP transcription factor ATBZIP27 AT2G17770 1.21 0.27 1.91 0.100006 0.268590 -5.21
260568_at endochitinase isolog --- AT2G43570 3.25 1.70 1.91 0.100038 0.268613 -5.21
258012_at unknown protein similar to GB:CAB1679--- AT3G19310 1.13 0.17 1.91 0.100031 0.268613 -5.21
258923_at putative glucose acyltransferase similar SCPL7 AT3G10450 1.40 0.48 1.91 0.100072 0.268648 -5.21
263016_at  ubiquitin extension protein, putative sim--- AT1G23410 -1.18 -0.24 -1.91 0.100075 0.268648 -5.21
262966_at  ER lumen protein retaining receptor, pu--- AT1G75760 -1.16 -0.22 -1.91 0.100138 0.268787 -5.21
259033_at putative pectinacetylesterase similar to p--- AT3G09405 / 2.33 1.22 1.90 0.100194 0.268904 -5.21
263160_at  oligouridylate binding protein, putative sUBP1A AT1G54080 -1.17 -0.23 -1.90 0.10022 0.268942 -5.21
264807_at putative presenilin similar to presenilin G--- AT1G08700 1.22 0.29 1.90 0.10028 0.269008 -5.21
256722_at hypothetical protein predicted by genefin--- AT2G34050 -1.34 -0.42 -1.90 0.100268 0.269008 -5.21
248664_at peptidyl-prolyl cis-trans isomerase-like pFKBP15-2 AT5G48580 -1.25 -0.32 -1.90 0.10027 0.269008 -5.21



250274_at  putative protein predicted protein, Arabi --- AT5G13020 -1.18 -0.24 -1.90 0.100343 0.269085 -5.21
264557_at  putative pectinacetylesterase precursor --- AT1G09550 1.24 0.31 1.90 0.100342 0.269085 -5.21
259019_at hypothetical protein similar to serologicaCHIP AT3G07370 1.17 0.23 1.90 0.100335 0.269085 -5.21
264508_at putative phytochrome A similar to GB:AAPHYA AT1G09570 -1.30 -0.38 -1.90 0.100361 0.269100 -5.21
251654_at putative protein several hypothetical pro SDP1-LIKEAT3G57140 1.14 0.19 1.90 0.100375 0.269106 -5.21
264462_at  putative transcription factor similar to traWLIM1 AT1G10200 -1.27 -0.35 -1.90 0.100417 0.269124 -5.21
249323_at unknown protein FLA20 AT5G40940 1.16 0.22 1.90 0.100402 0.269124 -5.21
257978_at putative serine/threonine protein kinase ATNEK5 AT3G20860 1.64 0.71 1.90 0.100407 0.269124 -5.21
245326_at Expressed protein ; supported by full-len--- AT4G14100 -1.22 -0.29 -1.90 0.100555 0.269442 -5.21
264815_at hypothetical protein similar to hypothetic--- AT1G03620 -1.37 -0.46 -1.90 0.100559 0.269442 -5.21
251506_at putative protein  ; supported by cDNA: g--- AT3G59090 1.13 0.18 1.90 0.100608 0.269503 -5.21
260583_x_aputative polyribonucleotide phosphorylas--- AT2G47220 -1.23 -0.30 -1.90 0.100618 0.269503 -5.21
254531_at  putative protein predicted protein, Arabi --- AT4G19650 -1.23 -0.30 -1.90 0.100601 0.269503 -5.21
247836_at putative protein similar to unknown prote--- AT5G57860 -1.19 -0.25 -1.90 0.100647 0.269517 -5.21
246503_at  40S ribosomal protein S7-like 40S ribos--- AT5G16130 -1.35 -0.43 -1.90 0.100642 0.269517 -5.21
251806_at zinc finger protein OBP3  ; supported byOBP3 AT3G55370 1.15 0.20 1.90 0.100735 0.269723 -5.21
247037_at putative protein similar to unknown proteRALFL34 AT5G67070 2.11 1.08 1.90 0.100797 0.269856 -5.22
266687_at putative arginine N-methyltransferase PRMT1A AT2G19670 -1.33 -0.41 -1.90 0.100841 0.269942 -5.22
265356_at putative TRAP protein --- AT2G16595 1.22 0.28 1.90 0.100929 0.270083 -5.22
260037_at putative DNA-binding protein (RAV2-likeRAV2 AT1G68840 1.81 0.86 1.90 0.100924 0.270083 -5.22
251680_at  putative protein 13S condensin XCAP-D--- AT3G57060 -1.15 -0.20 -1.90 0.100922 0.270083 -5.22
250625_at calnexin homolog --- AT5G07340 -1.24 -0.31 -1.90 0.100955 0.270120 -5.22
247271_at nuclear protein-like --- AT5G64270 -1.19 -0.25 -1.90 0.10098 0.270155 -5.22
252082_at putative protein --- AT3G51940 -1.14 -0.18 -1.90 0.101044 0.270296 -5.22
261083_at unknown protein ; supported by cDNA: g--- AT1G07310 1.19 0.25 1.90 0.101087 0.270378 -5.22
267214_at unknown protein  ; supported by cDNA: --- AT2G43970 -1.23 -0.29 -1.90 0.101114 0.270405 -5.22
253236_at  putative protein ARI protein, DrosophilaARI1 AT4G34370 -1.14 -0.18 -1.90 0.101123 0.270405 -5.22
264889_at unknown protein --- AT1G23050 -1.19 -0.25 -1.90 0.101132 0.270405 -5.22
261053_at hypothetical protein predicted by genem--- AT1G01320 -1.23 -0.30 -1.90 0.10119 0.270431 -5.22
254797_at putative protein --- AT4G13030 -1.30 -0.37 -1.90 0.101179 0.270431 -5.22
252439_at  pectinesterase-like protein pectinestera --- AT3G47400 1.14 0.18 1.90 0.101173 0.270431 -5.22
247924_at Expressed protein --- AT5G57655 1.38 0.47 1.90 0.101184 0.270431 -5.22
265539_at unknown protein --- AT2G15830 -1.48 -0.56 -1.90 0.101216 0.270470 -5.22
254232_at  tyrosine transaminase like protein tyros CORI3 AT4G23600 -1.70 -0.77 -1.90 0.101245 0.270486 -5.22
258611_at unknown protein  ;supported by full-leng--- AT3G02860 -1.17 -0.22 -1.90 0.101244 0.270486 -5.22



263314_at putative membrane transporter --- AT2G05760 1.13 0.18 1.90 0.101275 0.270503 -5.22
249814_at putative protein similar to unknown prote--- AT5G23840 -1.14 -0.19 -1.90 0.101276 0.270503 -5.22
247632_at  protein transport protein subunit - like p --- AT5G60460 1.19 0.25 1.90 0.10131 0.270563 -5.22
250989_at  cytochrome P450 - like protein cytochroCYP96A13AT5G02900 1.12 0.17 1.90 0.101338 0.270605 -5.22
257145_at  esterase, putative similar to esterase H --- AT3G27320 -1.22 -0.29 -1.90 0.101462 0.270875 -5.22
264477_at  amp-binding protein, putative similar to --- AT1G77240 1.24 0.31 1.90 0.10146 0.270875 -5.22
255000_at S18.A ribosomal protein  ;supported by fRPS18C AT4G09800 -1.26 -0.33 -1.90 0.101522 0.271001 -5.22
264347_at putative extensin strong similarity to exteLRX1 AT1G12040 1.12 0.16 1.90 0.101535 0.271005 -5.22
254021_at  putative protein cell death suppressor pACD1-LIKEAT4G25650 -1.20 -0.26 -1.90 0.101596 0.271136 -5.22
250150_at putative protein ;supported by full-length--- AT5G14710 -1.25 -0.32 -1.89 0.101695 0.271338 -5.22
251954_at  putative protein predicted protein, ArabiCPuORF5 AT3G53668 / 1.41 0.49 1.89 0.101685 0.271338 -5.22
251843_x_a extensin precursor -like protein extensinATHRGP1 AT3G54590 1.33 0.42 1.89 0.101744 0.271437 -5.22
252232_at  bZIP transcription factor - like protein bZAtbZIP5 AT3G49760 1.13 0.18 1.89 0.101807 0.271573 -5.22
247601_at  zinc finger protein OBP4 - like zinc fingeOBP4 AT5G60850 -1.26 -0.33 -1.89 0.101851 0.271626 -5.23
266080_at hypothetical protein predicted by gensca--- AT2G37840 -1.12 -0.17 -1.89 0.10184 0.271626 -5.22
261257_at  tat-binding protein, putative similar to G --- AT1G05910 -1.21 -0.28 -1.89 0.101874 0.271657 -5.23
255805_at  zinc-finger - like protein zinc-finger prote--- AT4G10240 1.16 0.22 1.89 0.101912 0.271725 -5.23
246226_at thiol-disulfide interchange like protein HCF164 AT4G37200 -1.24 -0.31 -1.89 0.101965 0.271836 -5.23
250187_at  putative protein predicted proteins, Arab--- AT5G14370 -1.31 -0.39 -1.89 0.102008 0.271919 -5.23
257202_at  receptor-like kinase, putative similar to T--- AT3G23750 1.20 0.27 1.89 0.102048 0.271993 -5.23
258274_at putative cytochrome c oxidase subunit V--- AT3G15640 1.19 0.26 1.89 0.102117 0.272082 -5.23
255032_at  putative protein anthocyanin rhamnosyl --- AT4G09500 -1.22 -0.29 -1.89 0.102108 0.272082 -5.23
259870_at putative heat shock protein predicted by --- AT1G76780 -1.13 -0.17 -1.89 0.102116 0.272082 -5.23
255729_at hypothetical protein similar to putative A --- AT1G25470 / -1.17 -0.22 -1.89 0.102138 0.272106 -5.23
245199_at Expressed protein ; supported by full-lenKCR1 AT1G67730 1.20 0.26 1.89 0.102176 0.272174 -5.23
254951_at putative protein various kinesin light cha--- AT4G10840 1.14 0.19 1.89 0.102274 0.272341 -5.23
263870_at unknown protein RKP AT2G22010 -1.18 -0.23 -1.89 0.102272 0.272341 -5.23
260107_at  fructokinase, putative similar to fructokin--- AT1G66430 -1.78 -0.83 -1.89 0.102258 0.272341 -5.23
255546_at putative CHP-rich zinc finger protein sim--- AT4G01910 1.43 0.52 1.89 0.102348 0.272507 -5.23
263760_at unknown protein  ; supported by cDNA: SULA AT2G21280 -1.29 -0.36 -1.89 0.102427 0.272684 -5.23
260103_at unknown protein --- AT1G35430 1.16 0.21 1.89 0.102496 0.272804 -5.23
256521_at  AMP-binding enzyme, putative contains--- AT1G66120 1.16 0.21 1.89 0.102489 0.272804 -5.23
266554_s_aeukaryotic translation initiation factor 3 d--- AT2G46280 / -1.21 -0.27 -1.89 0.102513 0.272817 -5.23
251088_at putative protein several hypothetical pro --- AT5G01480 1.26 0.33 1.89 0.102633 0.272978 -5.23
249020_at helicase-like protein CHR4 AT5G44800 -1.19 -0.25 -1.89 0.102625 0.272978 -5.23



262382_at  virus resistance protein, putative similar--- AT1G72920 2.14 1.09 1.89 0.102611 0.272978 -5.23
245013_at ATPase epsilon subunit --- --- -1.13 -0.17 -1.89 0.102605 0.272978 -5.23
262906_at unknown protein contains similarity to he--- AT1G59760 -1.22 -0.28 -1.89 0.102623 0.272978 -5.23
265536_at unknown protein contains a domain rela --- AT2G15880 1.42 0.50 1.89 0.102685 0.273085 -5.23
256223_at unknown protein ;supported by full-lengtemb1303 AT1G56200 -1.19 -0.25 -1.89 0.102702 0.273097 -5.23
262449_at hypothetical protein similar to hypothetic--- AT1G11160 1.13 0.17 1.89 0.102771 0.273248 -5.23
258717_at unknown protein  ; supported by cDNA: SYP71 AT3G09740 1.13 0.17 1.89 0.102802 0.273300 -5.23
267426_at hypothetical protein predicted by gensca--- AT2G34820 1.15 0.20 1.89 0.102833 0.273350 -5.23
246958_at putative protein similar to unknown prote--- AT5G24690 -1.23 -0.30 -1.89 0.102856 0.273381 -5.23
260686_at unknown protein ; supported by cDNA: g--- AT1G17620 1.39 0.48 1.89 0.102869 0.273382 -5.23
263792_at putative retroelement pol polyprotein --- --- 1.21 0.27 1.89 0.102928 0.273508 -5.24
259618_at  myb-related transcription factor (cpm10 MYB112 AT1G48000 1.24 0.31 1.89 0.103012 0.273699 -5.24
245295_at hypothetical protein ; supported by cDNA--- AT4G16100 -1.20 -0.26 -1.89 0.10306 0.273794 -5.24
266064_at expressed protein --- AT2G18780 -1.22 -0.28 -1.88 0.103154 0.273948 -5.24
256254_at hypothetical protein predicted by gensca--- AT3G11290 -1.21 -0.28 -1.88 0.103146 0.273948 -5.24
266567_at  putative eukaryotic initiation factor 4, eI --- AT2G24050 -1.25 -0.32 -1.88 0.103151 0.273948 -5.24
250779_at eukaryotic translation initiation factor 2 aEIF2 ALPHAT5G05470 -1.27 -0.34 -1.88 0.103184 0.273997 -5.24
257343_s_a pseudogene, polyprotein similar to GB:B--- --- 1.12 0.16 1.88 0.103207 0.274026 -5.24
266638_at putative fibrillin  ;supported by full-length--- AT2G35490 -1.17 -0.23 -1.88 0.103299 0.274237 -5.24
250007_at  beta-amylase-like proten beta-amylase BMY3 AT5G18670 1.83 0.87 1.88 0.103343 0.274268 -5.24
245824_at hypothetical protein predicted by genemATPUP17 AT1G57943 1.26 0.33 1.88 0.103346 0.274268 -5.24
248202_at unknown protein --- AT5G54220 1.24 0.31 1.88 0.103326 0.274268 -5.24
252510_at  putative protein serine/threonine-specifi --- AT3G46270 1.16 0.21 1.88 0.103398 0.274373 -5.24
250803_at putative protein contains similarity to ino--- AT5G04980 1.27 0.35 1.88 0.103422 0.274385 -5.24
254619_at  myb - like protein transforming protein mMYB98 AT4G18770 1.16 0.21 1.88 0.103427 0.274385 -5.24
263978_at unknown protein ;supported by full-lengtMBF1A AT2G42680 -1.15 -0.20 -1.88 0.103514 0.274522 -5.24
250735_at putative protein similar to unknown prote--- AT5G06280 -1.16 -0.22 -1.88 0.103497 0.274522 -5.24
261632_at hypothetical protein predicted by genem--- AT1G50120 1.18 0.24 1.88 0.103514 0.274522 -5.24
259360_at hypothetical protein predicted by genem--- AT1G13310 1.15 0.20 1.88 0.103601 0.274696 -5.24
258422_at hypothetical protein predicted by gensca--- AT3G16710 1.15 0.20 1.88 0.103604 0.274696 -5.24
250073_at unknown protein  ; supported by cDNA: ENH1 AT5G17170 -1.37 -0.45 -1.88 0.10364 0.274760 -5.24
257399_at putative OBP32pep protein --- AT1G23690 -1.12 -0.16 -1.88 0.103716 0.274928 -5.24
266574_at hypothetical protein predicted by gensca--- AT2G23890 -1.36 -0.45 -1.88 0.103829 0.275196 -5.24
247275_at beta-ureidopropionase BETA-UP AT5G64370 1.30 0.38 1.88 0.103846 0.275209 -5.24
258667_at hypothetical protein --- AT3G08750 -1.15 -0.20 -1.88 0.103928 0.275395 -5.24



246038_s_a putative protein thiamin pyrophosphokinatnudt20 AT5G19460 / -1.23 -0.29 -1.88 0.10402 0.275607 -5.25
245484_at enoyl-CoA hydratase like protein ECHIA AT4G16210 1.16 0.21 1.88 0.104088 0.275754 -5.25
262880_at hypothetical protein contains similarity to--- AT1G64880 -1.46 -0.55 -1.88 0.104122 0.275781 -5.25
248967_at unknown protein ;supported by full-lengt --- AT5G45350 1.21 0.27 1.88 0.104121 0.275781 -5.25
265778_at unknown protein --- AT2G07360 1.14 0.19 1.88 0.10415 0.275815 -5.25
260532_at putative ATP-dependent RNA helicase  --- AT2G47330 -1.13 -0.18 -1.88 0.104159 0.275815 -5.25
246305_at  putative protein protein At2g40060 - Ara--- AT3G51890 1.19 0.26 1.88 0.104239 0.275930 -5.25
261211_at  uridine diphosphate glucose epimerase UGE1 AT1G12780 1.30 0.38 1.88 0.104217 0.275930 -5.25
249423_at Expressed protein ; supported by full-len--- AT5G39785 1.22 0.28 1.88 0.104228 0.275930 -5.25
259301_at hypothetical protein predicted by gensca--- AT3G05110 -1.23 -0.30 -1.88 0.104264 0.275963 -5.25
257755_at unknown protein  ; supported by full-leng--- AT3G18760 -1.30 -0.38 -1.88 0.104312 0.275994 -5.25
248397_at unknown protein --- AT5G52140 1.16 0.22 1.88 0.104293 0.275994 -5.25
257370_at hypothetical protein predicted by gensca--- AT2G35080 1.16 0.22 1.88 0.1043 0.275994 -5.25
262991_at hypothetical protein predicted by genscaBRX-LIKE3AT1G54180 1.13 0.18 1.88 0.104329 0.276009 -5.25
255486_at AtMlo-h1-like protein MLO1 AT4G02600 -1.17 -0.22 -1.88 0.10443 0.276243 -5.25
266340_at similar to axi 1 protein from Nicotiana ta --- AT2G01480 1.13 0.17 1.88 0.104495 0.276383 -5.25
256645_at hypothetical protein predicted by genem--- AT3G24250 1.14 0.18 1.88 0.104557 0.276435 -5.25
253260_at hypothetical protein --- AT4G34420 / -1.17 -0.23 -1.88 0.104531 0.276435 -5.25
261052_at hypothetical protein similar to hypothetic--- AT1G01440 1.21 0.27 1.88 0.104566 0.276435 -5.25
259484_at  calcium-dependent protein kinase, putaPEPKR1 AT1G12580 1.21 0.27 1.88 0.104556 0.276435 -5.25
255211_at may be a pseudogene --- --- 1.13 0.18 1.87 0.104611 0.276435 -5.25
262378_at  CCAAT-binding factor B subunit homoloNF-YA3 AT1G72830 -1.23 -0.30 -1.88 0.104597 0.276435 -5.25
251600_at  protein kinase - like protein wall-associa--- AT3G57710 -1.12 -0.17 -1.88 0.104589 0.276435 -5.25
252821_at putative protein  ;supported by full-length--- AT4G39860 -1.44 -0.53 -1.87 0.104611 0.276435 -5.25
258252_at putative polygalacturonase similar to po --- AT3G15720 -1.36 -0.44 -1.87 0.104645 0.276459 -5.25
263762_at putative kinesin heavy chain  ; supported--- AT2G21380 -1.27 -0.35 -1.87 0.104636 0.276459 -5.25
265722_at putative chlorophyll a/b binding protein  LHCB4.3 AT2G40100 1.29 0.37 1.87 0.104662 0.276473 -5.25
258806_at unknown protein --- AT3G04020 -1.30 -0.37 -1.87 0.104708 0.276529 -5.25
250015_at N-acetylglucosamine-phosphate mutaseDRT101 AT5G18070 1.34 0.42 1.87 0.104707 0.276529 -5.25
247948_at putative protein strong similarity to unkn --- AT5G57130 1.20 0.26 1.87 0.104763 0.276644 -5.25
253672_at  mRNA cleavage factor subunit - like proCFIM-25 AT4G29820 -1.21 -0.27 -1.87 0.104822 0.276652 -5.25
260436_at unknown protein --- AT1G68140 1.20 0.27 1.87 0.104826 0.276652 -5.25
267399_at hypothetical protein predicted by gensca--- AT2G44195 -1.13 -0.17 -1.87 0.104839 0.276652 -5.25
263392_at putative PttA-like transposon protein rela--- --- -1.13 -0.18 -1.87 0.104811 0.276652 -5.25
248381_at fructokinase 1  ; supported by cDNA: gi_--- AT5G51830 1.36 0.44 1.87 0.104839 0.276652 -5.25



260881_at unknown protein contains similarity to ca--- AT1G21550 2.00 1.00 1.87 0.104819 0.276652 -5.25
265476_at putative thioredoxin M  ; supported by cDATHM3 AT2G15570 1.14 0.18 1.87 0.104888 0.276748 -5.25
255165_at  putative protein putative centromeric pro--- --- 1.30 0.38 1.87 0.104919 0.276798 -5.25
259416_at Expressed protein ; supported by cDNA --- AT1G02305 1.21 0.28 1.87 0.105012 0.276995 -5.25
254308_at  putative protein snRNP assembly factor--- AT4G22410 -1.16 -0.21 -1.87 0.105018 0.276995 -5.25
266298_at unknown protein  ;supported by full-leng--- AT2G29590 -1.19 -0.25 -1.87 0.105094 0.277165 -5.26
265999_at unknown protein  ; supported by cDNA: --- AT2G24100 1.23 0.29 1.87 0.105117 0.277192 -5.26
254178_at hypothetical protein --- AT4G23880 -1.86 -0.89 -1.87 0.105197 0.277339 -5.26
257308_at unknown protein --- AT3G28120 1.13 0.17 1.87 0.105196 0.277339 -5.26
255577_at  putative hypoersensitive response prote--- AT4G01410 1.68 0.75 1.87 0.105216 0.277357 -5.26
262935_at hypothetical protein similar to putative tr AtOCT5 AT1G79410 1.54 0.62 1.87 0.105251 0.277385 -5.26
263514_at putative poly(ADP-ribose) glycohydrolas--- AT2G31860 1.16 0.22 1.87 0.105251 0.277385 -5.26
267377_at beta-ketoacyl-CoA synthase (FIDDLEHEKCS10 AT2G26250 1.38 0.46 1.87 0.105285 0.277443 -5.26
265968_at putative protein translocase  ; supportedATTIM17-2AT2G37410 -1.26 -0.34 -1.87 0.105312 0.277482 -5.26
249699_at putative protein similar to unknown prote--- AT5G35540 1.12 0.17 1.87 0.105461 0.277842 -5.26
247130_at putative protein contains similarity to nuc--- AT5G66180 -1.34 -0.42 -1.87 0.105561 0.277881 -5.26
255637_at hypothetical protein --- AT4G00750 1.25 0.32 1.87 0.105537 0.277881 -5.26
247898_at  F-box protein ZTL/LFK1/ADO1, AtFBX2ZTL AT5G57360 -1.16 -0.22 -1.87 0.105501 0.277881 -5.26
264607_at  putative K+ channel, beta subunit similaKAB1 AT1G04690 -1.13 -0.17 -1.87 0.105552 0.277881 -5.26
260040_at Expressed protein ; supported by full-lenIDA AT1G68765 2.01 1.01 1.87 0.105542 0.277881 -5.26
256012_at unknown protein similar to dimethylanilinFMO1 AT1G19250 3.40 1.77 1.87 0.105508 0.277881 -5.26
262078_at hypothetical protein predicted by genscaCW7 AT1G59520 -1.13 -0.18 -1.87 0.10552 0.277881 -5.26
257289_at hypothetical protein --- AT3G29690 1.14 0.19 1.87 0.105607 0.277971 -5.26
246580_at  ABC transporter, putative contains Pfam--- AT1G31770 -1.21 -0.27 -1.87 0.105626 0.277989 -5.26
261170_at growth regulator protein similar to GB:X8--- AT1G04910 -1.16 -0.22 -1.87 0.105644 0.278005 -5.26
248579_at mitotic checkpoint protein-like --- AT5G49880 -1.24 -0.31 -1.87 0.105664 0.278025 -5.26
259135_at hypothetical protein predicted by genemRAD9 AT3G05480 1.25 0.32 1.87 0.105689 0.278046 -5.26
253108_at  putative bZIP transcription factor Dc3 p FD AT4G35900 -1.32 -0.40 -1.87 0.105697 0.278046 -5.26
265361_at putative retroelement pol polyprotein --- --- 1.15 0.20 1.87 0.10571 0.278049 -5.26
267372_at putative protein kinase contains a protei ARSK1 AT2G26290 1.72 0.78 1.87 0.105765 0.278163 -5.26
251417_at  putative protein prib5, Ribes nigrum, EMAT3G6042--- 1.13 0.18 1.87 0.105778 0.278165 -5.26
264472_at hypothetical protein predicted by genemSWEETIE AT1G67140 -1.21 -0.27 -1.87 0.10581 0.278216 -5.26
254042_at  xyloglucan endo-1,4-beta-D-glucanase XTR6 AT4G25810 2.02 1.02 1.87 0.105858 0.278280 -5.26
267165_at putative receptor-like protein kinase samRLK AT2G37710 1.45 0.53 1.87 0.10585 0.278280 -5.26
267454_at  putative U5 small nuclear ribonucleopro--- AT2G33730 -1.15 -0.20 -1.87 0.105891 0.278333 -5.26



260840_at hypothetical protein similar to hypothetic--- AT1G29050 -1.20 -0.27 -1.87 0.105941 0.278400 -5.26
267525_at putative glycine-rich protein --- AT2G30560 1.12 0.17 1.87 0.10594 0.278400 -5.26
261563_at  polyphosphoinositide binding protein, p --- AT1G01630 1.18 0.24 1.87 0.105994 0.278410 -5.26
249407_at  putative protein predicted proteins, Arab--- AT5G40320 1.14 0.19 1.87 0.105961 0.278410 -5.26
257662_at  low affinity calcium antiporter CAX2 almCAX2 AT3G13320 1.15 0.20 1.87 0.10599 0.278410 -5.26
251099_at  putative protein KIAA0132 - Homo sapie--- AT5G01660 -1.15 -0.20 -1.87 0.105988 0.278410 -5.26
249164_at  U2 snRNP auxiliary factor, small subun U2AF35B AT5G42820 -1.19 -0.25 -1.87 0.106077 0.278598 -5.26
249466_at  ribosomal protein L5 - like ribosomal proRPL5B AT5G39740 -1.27 -0.34 -1.87 0.106096 0.278615 -5.26
262432_at unknown protein --- AT1G47530 1.33 0.41 1.87 0.10611 0.278619 -5.26
250227_at FtsJ (dbj|BAA83750.1) --- AT5G13830 1.19 0.25 1.86 0.106153 0.278700 -5.26
245776_at hypothetical protein predicted by gensca--- AT1G30260 1.31 0.39 1.86 0.106218 0.278839 -5.27
246153_s_aRAN1 small Ras-like GTP-binding nucleRAN-1 AT5G20010 / -1.29 -0.36 -1.86 0.106336 0.279109 -5.27
247890_at cyclic nucleotide and calmodulin-regulat ATCNGC5AT5G57940 -1.19 -0.25 -1.86 0.106345 0.279109 -5.27
259139_at hypothetical protein similar to F16N3.1 G--- AT3G10240 1.15 0.21 1.86 0.106437 0.279319 -5.27
265471_at putative peroxidase ATP2a  ;supported --- AT2G37130 -1.44 -0.53 -1.86 0.106551 0.279585 -5.27
254776_at  3-hydroxyisobutyryl-coenzyme A hydrol --- AT4G13360 -1.12 -0.17 -1.86 0.106662 0.279811 -5.27
261494_at  homeobox  transcription factor Hox7, puHB-1 AT1G28420 -1.18 -0.24 -1.86 0.106661 0.279811 -5.27
260424_at  putative receptor-like protein kinase con--- AT1G72460 1.15 0.21 1.86 0.106754 0.279988 -5.27
249453_at v-SNARE AtVTI1a SGR4 AT5G39510 -1.13 -0.18 -1.86 0.106749 0.279988 -5.27
264372_at  lactoylglutathione lyase-like protein SimATGLX1 AT1G11840 -1.26 -0.33 -1.86 0.106778 0.280020 -5.27
252590_at  putative protein kinase NPK1-related pr --- AT3G45670 1.16 0.22 1.86 0.106795 0.280032 -5.27
251331_s_atubulin gamma-1 chain TUBG1 AT3G61650 / -1.46 -0.54 -1.86 0.106873 0.280203 -5.27
246350_at hypothetical protein predicted by genem--- AT1G16650 1.19 0.25 1.86 0.106967 0.280418 -5.27
262807_at unknown protein strong similarity to gi|33--- AT1G11740 1.21 0.28 1.86 0.106997 0.280465 -5.27
262451_at receptor-associated kinase isolog SUB AT1G11130 1.29 0.37 1.86 0.107055 0.280585 -5.27
261732_at hypothetical protein predicted by genem--- AT1G47770 1.16 0.21 1.86 0.10708 0.280618 -5.27
246258_at  PPR-repeat protein, putative contains m--- AT1G31840 -1.15 -0.20 -1.86 0.107158 0.280759 -5.27
253157_at  putative protein DNA helicase TPS1, SaRecQl3 AT4G35740 -1.19 -0.25 -1.86 0.107158 0.280759 -5.27
249198_s_aputative protein similar to unknown prote--- AT5G42350 / 1.16 0.21 1.86 0.107189 0.280805 -5.27
260225_at putative glutathione S-transferase similaGSTU10 AT1G74590 1.92 0.94 1.86 0.107263 0.280969 -5.27
256140_at hypothetical protein contains similarity to--- AT1G48650 -1.25 -0.32 -1.86 0.107284 0.280992 -5.27
259337_at putative cationic amino acid transporter CAT4 AT3G03720 1.15 0.20 1.86 0.107311 0.281029 -5.28
261790_at unknown protein ; supported by full-leng--- AT1G16000 -1.26 -0.34 -1.86 0.107353 0.281107 -5.28
257126_at  E2, ubiquitin-conjugating enzyme, putatUBC19 AT3G20060 1.21 0.28 1.86 0.107367 0.281112 -5.28
263010_at T76725 come from this gene. --- AT1G23330 1.14 0.19 1.86 0.107403 0.281174 -5.28



255359_at putative glucose-6-phosphate/phosphate--- AT4G03950 1.16 0.21 1.86 0.107436 0.281226 -5.28
266135_at putative transcription factor IIIB 70 KD s --- AT2G45100 -1.29 -0.36 -1.86 0.107462 0.281264 -5.28
257694_at  nucleolar protein, putative nucleolar pro--- AT3G12860 -1.15 -0.20 -1.86 0.107475 0.281265 -5.28
245375_at NAK like protein kinase --- AT4G17660 1.17 0.23 1.86 0.107516 0.281340 -5.28
260685_at Expressed protein ; supported by full-lenGLYR2 AT1G17650 -1.24 -0.31 -1.86 0.107573 0.281456 -5.28
245718_at putative protein --- AT5G04110 -1.20 -0.27 -1.86 0.107597 0.281487 -5.28
254461_at  receptor kinase - like protein SRK3 rece--- AT4G21230 1.24 0.31 1.86 0.107659 0.281564 -5.28
266324_at putative rac GTPase activating protein --- AT2G46710 -1.69 -0.76 -1.86 0.107663 0.281564 -5.28
252591_at  putative protein senescence-associatedTET3 AT3G45600 -1.30 -0.38 -1.86 0.107639 0.281564 -5.28
249236_at putative protein similar to unknown prote--- AT5G41950 1.14 0.18 1.85 0.107686 0.281590 -5.28
248857_at putative protein contains similarity to AT --- AT5G46640 1.34 0.42 1.85 0.10774 0.281700 -5.28
253821_at  extensin-like protein extensin-like prote --- AT4G28380 1.17 0.22 1.85 0.107973 0.282260 -5.28
257320_at hypothetical protein --- AT2G07749 -1.18 -0.24 -1.85 0.107979 0.282260 -5.28
255947_at hypothetical protein contains Pfam profil --- AT1G22040 -1.16 -0.21 -1.85 0.108048 0.282408 -5.28
258302_at hypothetical protein predicted by genem--- --- 1.14 0.19 1.85 0.108065 0.282420 -5.28
265922_at putative sugar transporter --- AT2G18480 -1.15 -0.20 -1.85 0.10816 0.282602 -5.28
246502_at  stearoyl-acyl carrier protein desaturase --- AT5G16240 -1.23 -0.30 -1.85 0.108158 0.282602 -5.28
265541_at hypothetical protein predicted by genscaSQN --- 1.14 0.19 1.85 0.108292 0.282916 -5.28
264219_at unknown protein contains similarity to try--- AT1G60420 -1.25 -0.32 -1.85 0.108363 0.283070 -5.28
254785_at  putative pollen surface protein endospeFLA2 AT4G12730 1.88 0.91 1.85 0.108429 0.283082 -5.29
259892_at germin-like protein similar to germin precGER1 AT1G72610 1.95 0.96 1.85 0.108387 0.283082 -5.28
265296_at hypothetical protein predicted by genefin--- AT2G14060 1.14 0.19 1.85 0.108419 0.283082 -5.29
266113_x_ahypothetical protein predicted by gensca--- --- 1.19 0.25 1.85 0.108426 0.283082 -5.29
248269_at putative protein contains similarity to acyACBP1 AT5G53470 -1.20 -0.26 -1.85 0.10843 0.283082 -5.29
246496_at  putative protein KIAA1468 - Homo sapie--- AT5G16210 -1.17 -0.23 -1.85 0.108513 0.283206 -5.29
256767_at hypothetical protein predicted by genem--- AT3G13680 1.15 0.20 1.85 0.108515 0.283206 -5.29
256168_at  receptor protein kinase, putative contain--- AT1G51805 -1.41 -0.50 -1.85 0.108492 0.283206 -5.29
254661_at  unknown protein multidrug resistance p --- AT4G18260 -1.17 -0.23 -1.85 0.108563 0.283298 -5.29
247962_at protein kinase MEK1 homolog MKK6 AT5G56580 1.15 0.20 1.85 0.108615 0.283338 -5.29
258124_at Expressed protein ; supported by cDNA --- AT3G18215 -1.27 -0.34 -1.85 0.108605 0.283338 -5.29
249465_at  AIG2 - like protein AIG2, Arabidopsis thAIG2L AT5G39720 1.18 0.23 1.85 0.108605 0.283338 -5.29
262489_at unknown protein EST gb|T21171 comes--- AT1G21830 1.23 0.29 1.85 0.108665 0.283408 -5.29
262361_at unknown protein contains similarity to feGTE3 AT1G73150 -1.15 -0.21 -1.85 0.108667 0.283408 -5.29
254890_at phospholipid hydroperoxide glutathione ATGPX6 AT4G11600 1.16 0.22 1.85 0.108697 0.283449 -5.29
257526_s_ahypothetical protein similar to putative p --- AT3G09330 / 1.14 0.18 1.85 0.108707 0.283449 -5.29



247418_at glutaredoxin-like protein  ; supported by --- AT5G63030 1.21 0.28 1.85 0.108743 0.283511 -5.29
247262_at putative protein contains similarity to gluAtFAAH AT5G64440 1.17 0.22 1.85 0.10877 0.283547 -5.29
252978_at  galactosidase like protein ss-1,4-exoga BGAL14 AT4G38590 1.21 0.27 1.85 0.108808 0.283615 -5.29
253013_at  heat shock protein 70 like protein dnaK-mtHsc70-1AT4G37910 -1.33 -0.41 -1.85 0.108924 0.283859 -5.29
255862_at hypothetical protein predicted by genefin--- AT2G30300 1.16 0.21 1.85 0.108927 0.283859 -5.29
255676_at putative beta-amylase similar to the fam BAM2 AT4G00490 -1.42 -0.50 -1.85 0.109007 0.283966 -5.29
257671_at hypothetical protein predicted by gensca--- AT3G20450 1.19 0.25 1.85 0.109014 0.283966 -5.29
255717_at coded for by A. thaliana cDNA H76622 --- AT4G00350 -1.15 -0.20 -1.85 0.109023 0.283966 -5.29
250121_at protein kinase-like protein --- AT5G16500 1.13 0.18 1.85 0.109004 0.283966 -5.29
254136_at  putative protein various predicted prote --- AT4G24860 1.15 0.20 1.85 0.10903 0.283966 -5.29
259333_at putative auxin-independent growth promEDA30 AT3G03810 1.18 0.24 1.85 0.109078 0.284059 -5.29
245432_at putative serine protease-like protein --- AT4G17100 -1.13 -0.18 -1.85 0.109113 0.284116 -5.29
253569_at  receptor kinase - like protein receptor k --- AT4G31250 -1.20 -0.26 -1.85 0.10913 0.284130 -5.29
250692_at putative protein strong similarity to unkn --- AT5G06560 1.17 0.23 1.85 0.109167 0.284192 -5.29
255953_at transcription factor identical to transcript TGA3 AT1G22070 -1.22 -0.29 -1.85 0.109187 0.284212 -5.29
262821_at unknown protein EST gb|F14156 comes--- AT1G11800 -1.11 -0.16 -1.85 0.109224 0.284276 -5.29
258825_at unknown protein --- AT3G07180 -1.14 -0.19 -1.85 0.109252 0.284317 -5.29
258457_at Expressed protein ; supported by full-lenIGPD AT3G22425 -1.21 -0.28 -1.84 0.109304 0.284322 -5.29
265255_at unknown protein  ; supported by cDNA: --- AT2G28420 -1.29 -0.37 -1.84 0.1093 0.284322 -5.29
264750_at hypothetical protein predicted by gensca--- AT1G22870 1.14 0.18 1.84 0.1093 0.284322 -5.29
255555_at putative protein transport factor  ; suppo --- AT4G01810 1.18 0.24 1.84 0.109285 0.284322 -5.29
251217_at  Sar1-like GTP binding protein small GT --- AT3G62560 -1.17 -0.23 -1.84 0.109346 0.284366 -5.29
252710_at  cellulase-like protein cellulase, SambucAtGH9A4 AT3G43860 1.14 0.19 1.84 0.109335 0.284366 -5.29
253610_at putative protein  ; supported by cDNA: gVEL1 AT4G30200 1.18 0.24 1.84 0.109363 0.284378 -5.29
266928_at putative phosphomannomutase  ;supporPMM AT2G45790 -1.23 -0.30 -1.84 0.109392 0.284423 -5.29
246437_at  putative protein hypersensitivity-related --- AT5G17540 1.14 0.19 1.84 0.109407 0.284427 -5.29
264175_at  unknown protein Similar to rice chalcon --- AT1G02050 -1.20 -0.26 -1.84 0.109471 0.284465 -5.29
264700_at hypothetical protein predicted by genem--- AT1G70100 -1.20 -0.26 -1.84 0.10948 0.284465 -5.29
247042_at putative protein similar to unknown prote--- AT5G67220 1.15 0.20 1.84 0.109481 0.284465 -5.29
252690_at putative protein --- --- 1.21 0.28 1.84 0.109484 0.284465 -5.29
261063_at  transcription factor scarecrow-like 14, p --- AT1G07520 1.70 0.77 1.84 0.109455 0.284465 -5.29
263593_at hypothetical protein predicted by genscaEMB975 AT2G01860 -1.20 -0.26 -1.84 0.109499 0.284473 -5.29
251319_at  putative protein POSSIBLE APOSPORY--- AT3G61610 1.23 0.30 1.84 0.109518 0.284489 -5.29
250707_at putative protein similar to unknown proteMEE60 AT5G05950 -1.23 -0.30 -1.84 0.109597 0.284662 -5.30
259175_at unknown protein --- AT3G01560 -1.19 -0.25 -1.84 0.109616 0.284678 -5.30



246161_at  putative protein predicted proteins, ArabJAZ12 AT5G20900 -1.23 -0.30 -1.84 0.109673 0.284794 -5.30
257742_at hypothetical protein predicted by genemSDH2-1 AT3G27380 1.16 0.21 1.84 0.109728 0.284907 -5.30
260903_at  polygalacturonase PG1, putative simila --- AT1G02460 1.86 0.90 1.84 0.109745 0.284918 -5.30
267002_s_aputative photosystem II type I chlorophy LHB1B1 AT2G34420 / -1.12 -0.16 -1.84 0.109777 0.284967 -5.30
260562_at putative protein kinase contains a protei --- AT2G43850 -1.22 -0.29 -1.84 0.109823 0.285055 -5.30
266211_at putative retroelement pol polyprotein --- --- 1.16 0.21 1.84 0.109846 0.285081 -5.30
259254_at  putative P-protein: chorismate mutase, ADT2 AT3G07630 -1.18 -0.24 -1.84 0.109894 0.285141 -5.30
251470_at  putative protein hypothetical protein At2--- AT3G59570 1.20 0.26 1.84 0.109893 0.285141 -5.30
254120_at  putative mitochondrial uncoupling prote DIC2 AT4G24570 2.79 1.48 1.84 0.109913 0.285160 -5.30
246553_at  putative protein hypothetical protein T20EDL1 AT5G15440 -1.17 -0.23 -1.84 0.109939 0.285193 -5.30
260286_at putative acetylornithine transaminase simWIN1 AT1G80600 -1.20 -0.26 -1.84 0.109951 0.285193 -5.30
267273_at putative non-LTR retroelement reverse t --- AT2G02520 1.12 0.17 1.84 0.110029 0.285361 -5.30
265020_at  putative cytochrome P450 similar to GBCYP86C1 AT1G24540 1.14 0.18 1.84 0.110043 0.285366 -5.30
262557_at  photosystem I subunit III precursor, puta--- AT1G31330 / -1.16 -0.22 -1.84 0.110131 0.285561 -5.30
264713_at hypothetical protein Similar to N. tabacu --- AT1G09820 -1.17 -0.23 -1.84 0.11016 0.285605 -5.30
254260_at hypothetical protein --- AT4G23440 1.26 0.33 1.84 0.110233 0.285730 -5.30
249944_at NAM (no apical meristem)-like protein  ; anac089 AT5G22290 -1.43 -0.52 -1.84 0.11023 0.285730 -5.30
259414_at hypothetical protein contains Pfam profil --- AT1G02420 -1.19 -0.25 -1.84 0.110375 0.286065 -5.30
249966_at  putative protein COLD-INDUCIBLE RNA--- AT5G19030 -1.32 -0.40 -1.84 0.110414 0.286132 -5.30
262576_at  unknown protein ESTs gb|R90323, gb|R--- AT1G15280 -1.13 -0.18 -1.84 0.110466 0.286225 -5.30
263263_at putative guanylate binding protein --- AT2G38840 1.21 0.27 1.84 0.110475 0.286225 -5.30
254565_at  replication A protein-like replication prot--- AT4G19130 -1.12 -0.17 -1.84 0.110488 0.286226 -5.30
247080_at 20S proteasome subunit PAD2 (gb|AACPAD2 AT5G66140 -1.17 -0.22 -1.84 0.110509 0.286249 -5.30
259163_at  putative protein kinase similar to ATMR --- AT3G01490 -1.21 -0.27 -1.84 0.110562 0.286291 -5.30
246807_at  ion channel - like protein ligand gated c GLR2.1 AT5G27100 1.23 0.30 1.84 0.110563 0.286291 -5.30
266073_at putative signal recognition particle recep--- AT2G18770 -1.15 -0.21 -1.84 0.110542 0.286291 -5.30
261833_at  ATP citrate-lyase, putative similar to ATACLA-1 AT1G10670 1.16 0.21 1.84 0.110633 0.286336 -5.30
246117_at  CAF-like protein CAF protein - ArabidopDCL4 AT5G20320 -1.25 -0.32 -1.84 0.110609 0.286336 -5.30
249830_at dihydroorotate dehydrogenase precursoPYRD AT5G23300 -1.33 -0.41 -1.84 0.110646 0.286336 -5.30
248096_at embryo-specific protein 1; Ca2+-binding --- AT5G55240 1.15 0.20 1.84 0.110655 0.286336 -5.30
AFFX-Athal-Arabidopsis thaliana /REF=M65137 /DE --- --- -1.14 -0.19 -1.84 0.110646 0.286336 -5.30
252497_at putative protein several putative proteins--- AT3G46800 -1.13 -0.18 -1.84 0.110607 0.286336 -5.30
250285_at  putative protein GCN4-complementing SFC AT5G13300 -1.26 -0.34 -1.84 0.110673 0.286349 -5.30
260112_at unknown protein similar to unknown pro --- AT1G63310 1.21 0.27 1.84 0.110701 0.286356 -5.30
252418_at hypothetical protein --- AT3G47490 -1.20 -0.27 -1.84 0.110699 0.286356 -5.30



250199_at putative protein contains similarity to lipaMPL1 AT5G14180 1.66 0.73 1.84 0.110843 0.286691 -5.31
264507_at Expressed protein ; supported by cDNA NIMIN-3 AT1G09415 1.21 0.28 1.83 0.11087 0.286728 -5.31
257545_at hypothetical protein predicted by gensca--- AT3G23200 1.24 0.31 1.83 0.110924 0.286836 -5.31
261406_at unknown protein contains similarity to seNRP2 AT1G18800 -1.26 -0.33 -1.83 0.110949 0.286848 -5.31
256344_at  C2H2-type zinc finger protein, putative cTFIIIA AT1G72050 -1.19 -0.25 -1.83 0.110954 0.286848 -5.31
253289_at  putative protein F10M10_100, Arabidop--- AT4G34320 -1.16 -0.21 -1.83 0.110976 0.286872 -5.31
246319_at  putative protein HYPOTHETICAL PROT--- AT3G56680 -1.15 -0.20 -1.83 0.111015 0.286907 -5.31
251475_at putative protein other hypothetical prote --- AT3G59660 1.28 0.36 1.83 0.111002 0.286907 -5.31
266987_at unknown protein --- AT2G39280 -1.12 -0.17 -1.83 0.111043 0.286948 -5.31
266926_at unknown protein predicted by genscan a--- AT2G46000 1.21 0.28 1.83 0.111074 0.286995 -5.31
265519_at hypothetical protein --- AT2G06040 -1.15 -0.20 -1.83 0.111223 0.287316 -5.31
259084_at putative inner mitochondrial membrane ATTIM23-3AT3G04800 1.16 0.21 1.83 0.111214 0.287316 -5.31
260421_at  acid phosphatase, putative similar to GISBH1 AT1G69640 -1.16 -0.21 -1.83 0.111311 0.287511 -5.31
248852_at unknown protein --- AT5G46560 -1.12 -0.17 -1.83 0.111336 0.287529 -5.31
264465_at  SKP1/ASK1 (At18), putative similar to SASK18 AT1G10230 -1.13 -0.18 -1.83 0.111343 0.287529 -5.31
264445_at  unknown protein similar to ESTs gb|T42--- AT1G27290 1.29 0.37 1.83 0.11136 0.287539 -5.31
259164_at  hypothetical protein contains bromodomATBET10 AT3G01770 -1.23 -0.29 -1.83 0.111457 0.287566 -5.31
248352_at low-temperature-induced 65 kD protein LTI65 AT5G52300 1.66 0.73 1.83 0.111458 0.287566 -5.31
264103_at unknown protein --- AT2G13660 -1.17 -0.23 -1.83 0.111427 0.287566 -5.31
258230_s_a hypothetical protein similar to hypotheticARI13 AT3G27710 / 1.13 0.18 1.83 0.111443 0.287566 -5.31
258035_at putative Ca2+-transporting ATPase simi ACA9 AT3G21180 1.18 0.23 1.83 0.111394 0.287566 -5.31
248464_at putative protein similar to unknown prote--- AT5G51160 1.23 0.29 1.83 0.111437 0.287566 -5.31
256780_at  RNase L inhibitor, putative similar to RNATRLI1 AT3G13640 -1.15 -0.21 -1.83 0.111448 0.287566 -5.31
247951_at oxysterol-binding protein-like ORP4C AT5G57240 -1.15 -0.20 -1.83 0.111487 0.287574 -5.31
261376_at hypothetical protein contains similarity to--- AT1G18660 -1.17 -0.23 -1.83 0.111479 0.287574 -5.31
251950_at  zinc finger - like protein Zat11 zinc finge--- AT3G53600 2.26 1.18 1.83 0.111523 0.287634 -5.31
257033_at  metalloprotease, putative similar to met ATPREP1 AT3G19170 -1.34 -0.43 -1.83 0.111554 0.287667 -5.31
247095_at dehydrin RAB18-like protein (sp P30185RAB18 AT5G66400 -1.43 -0.51 -1.83 0.111561 0.287667 -5.31
256273_at  senescence-assocated protein, putativeTET6 AT3G12090 -1.19 -0.25 -1.83 0.111634 0.287823 -5.31
254374_at hypothetical protein  ;supported by full-le--- AT4G21780 -1.14 -0.18 -1.83 0.111664 0.287868 -5.31
257556_at hypothetical protein predicted by genem--- AT3G28100 1.45 0.54 1.83 0.111711 0.287956 -5.31
245989_s_apolyubiquitin (UBQ4) identical to GI:1767UBQ4 AT5G20620 -1.17 -0.23 -1.83 0.111813 0.288188 -5.31
247692_s_a histone H4 - like protein histone H4, Zea--- AT5G59690 / -1.34 -0.43 -1.83 0.111837 0.288215 -5.31
245853_at  putative protein predicted protein At2g2--- AT5G13500 1.21 0.28 1.83 0.111879 0.288293 -5.32
252565_at actin depolymerizing factor 2 (ADF2)  ; sADF2 AT3G46000 -1.13 -0.17 -1.83 0.111893 0.288296 -5.32



262580_at hypothetical protein Similar to gb|U4071 --- AT1G15330 1.23 0.29 1.83 0.111911 0.288308 -5.32
245283_at Expressed protein ; supported by cDNA AT-HSFA5AT4G13980 1.17 0.22 1.83 0.111979 0.288453 -5.32
254577_at putative protein  ;supported by full-length--- AT4G19450 -1.24 -0.31 -1.83 0.112026 0.288541 -5.32
265475_at ferredoxin--nitrite reductase  ; supportedNIR1 AT2G15620 -1.25 -0.32 -1.83 0.112045 0.288556 -5.32
250208_at unknown protein  ;supported by full-lenganac084 AT5G14000 1.55 0.63 1.83 0.112102 0.288606 -5.32
267617_at heme oxygenase 1 (HO1) identical to G TED4 AT2G26670 1.27 0.34 1.83 0.112099 0.288606 -5.32
261449_at putative ATPase similar to GB:AAF2835--- AT1G21120 1.29 0.37 1.83 0.112086 0.288606 -5.32
257612_at unknown protein ARO4 AT3G26600 1.43 0.52 1.83 0.112332 0.289164 -5.32
249729_at 6-phosphogluconolactonase-like protein --- AT5G24410 1.16 0.22 1.83 0.112372 0.289236 -5.32
265389_at putative riboflavin synthase alpha chain --- AT2G20690 -1.18 -0.24 -1.83 0.112424 0.289337 -5.32
246885_at  putative protein predicted protein, Arabi --- AT5G26230 1.47 0.56 1.82 0.112488 0.289468 -5.32
265846_at putative serine carboxypeptidase II scpl28 AT2G35770 -1.17 -0.22 -1.82 0.112624 0.289787 -5.32
262233_at hypothetical protein contains similarity toCHR18 AT1G48310 -1.14 -0.19 -1.82 0.112657 0.289838 -5.32
263222_at putative protein kinase Strong similarity --- AT1G30640 1.25 0.32 1.82 0.112678 0.289860 -5.32
256653_at hypothetical protein predicted by genem--- AT3G18870 -1.16 -0.21 -1.82 0.112712 0.289914 -5.32
248672_at disease resistance protein --- AT5G48770 1.18 0.23 1.82 0.112728 0.289922 -5.32
250352_at beta-adaptin-like protein A  ; supported b--- AT5G11490 -1.13 -0.17 -1.82 0.112762 0.289977 -5.32
260267_at  very-long-chain fatty acid condensing e KCS6 AT1G68530 1.38 0.47 1.82 0.11283 0.290065 -5.32
262371_at putative glycosyl transferase contains Pf--- AT1G73160 1.14 0.19 1.82 0.112834 0.290065 -5.32
247373_at unknown protein  ;supported by full-leng--- AT5G63150 -1.19 -0.25 -1.82 0.112809 0.290065 -5.32
260886_at hypothetical protein contains similarity to--- AT1G29200 1.13 0.18 1.82 0.113054 0.290570 -5.33
263306_at putative serine carboxypeptidase II SCPL43 AT2G12480 1.14 0.20 1.82 0.113056 0.290570 -5.33
250221_at  protoporphyrinogen oxidase - like prote HEMG2 AT5G14220 -1.26 -0.33 -1.82 0.113074 0.290583 -5.33
257690_at unknown protein contains similarity to au--- AT3G12830 1.47 0.56 1.82 0.113091 0.290594 -5.33
247454_at unknown protein --- AT5G62440 -1.33 -0.41 -1.82 0.113173 0.290760 -5.33
251911_at putative C2H2-type zinc finger protein p --- AT3G53820 1.16 0.21 1.82 0.113181 0.290760 -5.33
265006_at unknown protein similar to small zinc fin TIM13 AT1G61570 -1.40 -0.48 -1.82 0.113196 0.290767 -5.33
252023_at  putative protein various predicted prote --- AT3G52920 1.44 0.52 1.82 0.113239 0.290817 -5.33
253516_at hypothetical protein --- AT4G31360 -1.26 -0.33 -1.82 0.113241 0.290817 -5.33
245986_at  protein kinase-like protein kinase 1 PnPPBS1 AT5G13160 1.13 0.18 1.82 0.113289 0.290853 -5.33
247944_at putative protein similar to unknown prote--- AT5G57100 -1.19 -0.25 -1.82 0.113294 0.290853 -5.33
252883_at  GTP-binding - like protein GTP-binding --- AT4G39520 -1.21 -0.28 -1.82 0.113287 0.290853 -5.33
256098_at unknown protein similar to 6-phosphoglu--- AT1G13700 1.34 0.42 1.82 0.113348 0.290862 -5.33
255775_at hypothetical protein predicted by genscaRBL12 AT1G18600 1.15 0.20 1.82 0.113337 0.290862 -5.33
258875_at unknown protein  ;supported by full-leng--- AT3G03160 1.23 0.29 1.82 0.113324 0.290862 -5.33



260631_at hypothetical protein predicted by genem--- AT1G62350 -1.18 -0.24 -1.82 0.113316 0.290862 -5.33
259358_at hypothetical protein similar to putative g GATL3 AT1G13250 1.56 0.65 1.82 0.113397 0.290888 -5.33
253049_at putative protein ; supported by cDNA: gi MEE59 AT4G37300 -1.37 -0.45 -1.82 0.113385 0.290888 -5.33
259472_at hypothetical protein contains similarity to--- AT1G18910 1.15 0.20 1.82 0.113383 0.290888 -5.33
247612_at  ATPase - like protein ATPase, Solanum--- AT5G60730 -1.17 -0.22 -1.82 0.113457 0.290911 -5.33
265129_at  putative zinc finger protein similar to zinSUF4 AT1G30970 1.16 0.22 1.82 0.11345 0.290911 -5.33
245898_at  ser/thr specific protein kinase-like prote --- AT5G11020 -1.20 -0.26 -1.82 0.113422 0.290911 -5.33
263746_at putative retroelement pol polyprotein --- --- -1.14 -0.19 -1.82 0.113447 0.290911 -5.33
262504_at  putative protein disulfide isomerase pre ATPDIL1-1AT1G21750 1.25 0.33 1.82 0.113475 0.290925 -5.33
263125_at hypothetical protein predicted by genem--- AT1G78470 1.15 0.20 1.82 0.113515 0.290995 -5.33
245187_s_aF12A21.17 similar to signal recognition p--- AT1G67650 / 1.15 0.20 1.82 0.113568 0.291100 -5.33
265381_at putative non-LTR retroelement reverse t --- --- 1.22 0.29 1.82 0.113646 0.291267 -5.33
261396_at hypothetical protein contains similarity to--- AT1G79800 1.16 0.22 1.82 0.113674 0.291305 -5.33
256095_at hypothetical protein contains Pfam profil --- AT1G13630 -1.32 -0.40 -1.82 0.113706 0.291354 -5.33
249192_at brain and reproductive organ-expressed--- AT5G42470 -1.12 -0.17 -1.82 0.113722 0.291362 -5.33
252163_at hypothetical protein --- AT3G50610 1.16 0.22 1.82 0.113759 0.291397 -5.33
256017_at unknown protein ;supported by full-lengtJAZ1 AT1G19180 1.59 0.67 1.82 0.113761 0.291397 -5.33
261747_at unknown protein similar to putative endo--- AT1G08350 -1.21 -0.28 -1.82 0.113826 0.291498 -5.33
266709_at unknown protein  ;supported by full-lengATSPP AT2G03120 1.23 0.30 1.82 0.113815 0.291498 -5.33
257079_at unknown protein --- AT3G15240 1.13 0.18 1.82 0.113892 0.291633 -5.33
261957_at  methionine/cystathionine gamma lyase,ATMGL AT1G64660 1.36 0.44 1.82 0.113925 0.291685 -5.33
255051_at  RNA-directed DNA polymerase -like pro--- --- 1.26 0.33 1.82 0.113956 0.291732 -5.33
251025_at  putative protein CND41, chloroplast nucPCS1 AT5G02190 1.21 0.27 1.82 0.114028 0.291824 -5.33
253306_at dynamin-like protein ADL2 DRP3A AT4G33650 -1.14 -0.19 -1.82 0.11402 0.291824 -5.33
256831_at hypothetical protein --- AT3G22870 1.16 0.21 1.82 0.11403 0.291824 -5.33
252434_s_a putative protein mudrA protein - maize t--- --- 1.16 0.22 1.81 0.114137 0.292033 -5.33
267258_at hypothetical protein predicted by gensca--- AT2G23140 1.14 0.19 1.81 0.114136 0.292033 -5.33
256110_at  Ser Thr protein kinase, putative similar --- AT1G16900 -1.23 -0.30 -1.81 0.114255 0.292302 -5.34
254008_at  hypothetical protein various predicted p --- AT4G26380 1.16 0.21 1.81 0.114289 0.292355 -5.34
261711_at unknown protein similar to hypothetical p--- AT1G32700 -1.17 -0.22 -1.81 0.114354 0.292489 -5.34
253913_at  myosin heavy chain - like protein myosi VIIIB AT4G27370 1.14 0.19 1.81 0.114383 0.292530 -5.34
264350_at putative seryl-tRNA synthetase similar toSRS AT1G11870 -1.25 -0.32 -1.81 0.1144 0.292541 -5.34
251459_at  putative protein hypothetical proteins At--- AT3G60200 1.50 0.59 1.81 0.114442 0.292616 -5.34
259824_at  copper homeostasis factor, putative simATX1 AT1G66240 -1.14 -0.19 -1.81 0.114476 0.292669 -5.34
257100_at  disease resistance protein, putative simAtRLP41 AT3G25010 1.19 0.26 1.81 0.114492 0.292677 -5.34



256057_at unknown protein contains similarity to al NDA1 AT1G07180 -1.37 -0.46 -1.81 0.114637 0.292877 -5.34
245255_at COP9 protein ; supported by cDNA: gi_5COP9 AT4G14110 -1.16 -0.22 -1.81 0.114671 0.292877 -5.34
251262_at hypothetical protein  ; supported by cDN--- AT3G62080 -1.26 -0.33 -1.81 0.114632 0.292877 -5.34
266401_s_aputative cell division control protein kina CDKB1;2 AT2G38620 / 1.13 0.17 1.81 0.114697 0.292877 -5.34
262024_at  protein disulfide isomerase, putative simATPDIL5-2AT1G35620 -1.19 -0.26 -1.81 0.114645 0.292877 -5.34
261384_at hypothetical protein predicted by genem--- AT1G05440 1.16 0.21 1.81 0.114623 0.292877 -5.34
262596_at putative phosphatidic acid phosphatase LPP2 AT1G15080 -1.18 -0.24 -1.81 0.114655 0.292877 -5.34
245721_s_ahypothetical protein similar to Ser-Thr pr--- AT1G73450 / -1.23 -0.29 -1.81 0.114641 0.292877 -5.34
259445_at  dioxygenase, putative similar to dioxygeGA2OX6 AT1G02400 2.34 1.23 1.81 0.114684 0.292877 -5.34
257348_at hypothetical protein predicted by genefin--- AT2G42140 1.30 0.38 1.81 0.114699 0.292877 -5.34
261093_at  non-LTR reverse transcriptase, putativeAT1G6288--- 1.19 0.25 1.81 0.114737 0.292944 -5.34
248542_at putative protein similar to unknown proteAT5G5019--- 1.14 0.19 1.81 0.114753 0.292951 -5.34
254193_at  putative protein predicted proteins, Arab--- AT4G23870 -1.53 -0.62 -1.81 0.114802 0.293044 -5.34
253716_at hypothetical protein --- AT4G29420 -1.18 -0.23 -1.81 0.114824 0.293066 -5.34
262484_at  putative transcriptional regulatory prote ATSWI3C AT1G21700 -1.11 -0.16 -1.81 0.11485 0.293067 -5.34
256822_at unknown protein contains PF00612 IQ:IQIQD5 AT3G22190 -1.18 -0.24 -1.81 0.114849 0.293067 -5.34
262865_at  cytochrome p450, putative similar to cytCYP89A7 AT1G64930 1.17 0.22 1.81 0.114873 0.293093 -5.34
256777_at hypothetical protein predicted by genem--- AT3G13780 -1.15 -0.20 -1.81 0.114897 0.293121 -5.34
261109_at  cytokinin oxidase, putative similar to GBCKX5 AT1G75450 1.91 0.94 1.81 0.11495 0.293172 -5.34
246795_at putative protein --- AT5G27020 1.16 0.21 1.81 0.114947 0.293172 -5.34
263455_at hypothetical protein predicted by genefin--- AT2G22320 1.27 0.34 1.81 0.114955 0.293172 -5.34
246998_at putative protein similar to unknown prote--- AT5G67370 -1.32 -0.40 -1.81 0.115061 0.293375 -5.34
260958_at unknown protein identical to unknown pr--- AT1G06060 -1.18 -0.23 -1.81 0.115059 0.293375 -5.34
266297_at  putative proliferating cell nuclear antige PCNA2 AT2G29570 -1.66 -0.73 -1.81 0.115074 0.293376 -5.34
249835_s_aputative protein similar to unknown prote--- AT5G23490 / 1.34 0.42 1.81 0.115116 0.293451 -5.34
261273_at unknown protein ; supported by cDNA: g--- AT1G26650 -1.25 -0.32 -1.81 0.115174 0.293565 -5.34
254814_at hypothetical protein  ; supported by cDN--- AT4G12340 -1.12 -0.16 -1.81 0.115232 0.293647 -5.34
265313_at unknown protein --- AT2G20210 -1.18 -0.24 -1.81 0.115223 0.293647 -5.34
248767_at putative protein contains similarity to GT--- AT5G47710 -1.18 -0.24 -1.81 0.115271 0.293715 -5.34
266116_at unknown protein  ;supported by full-lengTOM3 AT2G02180 1.21 0.28 1.81 0.115302 0.293736 -5.34
255534_at CHP-rich hypothetical protein similar to T--- AT4G02190 1.15 0.20 1.81 0.115305 0.293736 -5.34
266308_at putative cytochrome P450 CYP705A9AT2G27010 -1.18 -0.24 -1.81 0.115374 0.293879 -5.34
259448_at hypothetical protein similar to transcriptio--- AT1G13790 -1.18 -0.24 -1.81 0.115395 0.293900 -5.34
246483_at  receptor protein kinase-like protein probNIK1 AT5G16000 -1.40 -0.49 -1.81 0.115489 0.294074 -5.35
266501_at unknown protein  ; supported by cDNA: HEN2 AT2G06990 -1.18 -0.24 -1.81 0.115489 0.294074 -5.35



257780_at hypothetical protein predicted by genem--- AT3G27100 -1.19 -0.25 -1.81 0.115504 0.294079 -5.35
262800_at  putative ATP-dependent RNA helicase emb1507 AT1G20960 -1.16 -0.22 -1.81 0.115531 0.294114 -5.35
264303_s_a E2, ubiquitin-conjugating enzyme, putatUBC35 AT1G16890 / 1.15 0.21 1.81 0.115561 0.294157 -5.35
254522_at hypothetical protein --- AT4G19980 1.12 0.16 1.81 0.115592 0.294204 -5.35
248373_at MADS box transcription factor-like prote --- AT5G51860 -1.20 -0.26 -1.81 0.115607 0.294209 -5.35
256575_at  dTDP-glucose 4,6-dehydratase, putativ RHM3 AT3G14790 1.23 0.29 1.81 0.115673 0.294280 -5.35
258918_at putative cytochrome P450 similar to cytoUNE9 AT3G10560 1.24 0.31 1.81 0.115673 0.294280 -5.35
260573_at putative pectinesterase --- AT2G47280 1.17 0.22 1.81 0.115662 0.294280 -5.35
250109_at GASA4  ; supported by cDNA: gi_95009GASA4 AT5G15230 2.32 1.22 1.81 0.115703 0.294323 -5.35
247274_at putative protein similar to unknown prote--- AT5G64360 -1.19 -0.25 -1.81 0.115718 0.294326 -5.35
256857_at NAM-like protein similar to NAM (no apicCUC1 AT3G15170 1.12 0.16 1.81 0.115744 0.294359 -5.35
252934_at  Inositol monophosphatase - like protein IMPL2 AT4G39120 -1.21 -0.28 -1.80 0.115934 0.294810 -5.35
249515_at tryptophan synthase beta chain --- AT5G38530 1.64 0.71 1.80 0.115974 0.294867 -5.35
249223_at receptor lectin kinase-like protein --- AT5G42120 -1.17 -0.23 -1.80 0.115982 0.294867 -5.35
254749_at  putative protein various predicted prote --- AT4G13130 1.11 0.16 1.80 0.116055 0.295021 -5.35
260004_at unknown protein  ;supported by full-leng--- AT1G67860 1.29 0.37 1.80 0.116069 0.295023 -5.35
251644_at  putative protein putative DNA binding p --- AT3G57540 -1.32 -0.40 -1.80 0.116165 0.295233 -5.35
267269_at unknown protein CAND1 AT2G02560 -1.17 -0.22 -1.80 0.116229 0.295265 -5.35
245649_at  F5A9.21 unknown protein; similar to ES--- AT1G24706 -1.19 -0.25 -1.80 0.116229 0.295265 -5.35
262479_at  leucine-rich repeat transmembrane protSUB AT1G11130 1.13 0.17 1.80 0.116202 0.295265 -5.35
260652_at  putative MYB family transcription factor --- AT1G32360 -1.14 -0.18 -1.80 0.116227 0.295265 -5.35
253915_at  putative protein centrin, Marsilea vestita--- AT4G27280 1.94 0.96 1.80 0.116251 0.295288 -5.35
258138_at Expressed protein GC donor splice site MSH7 AT3G24495 -1.13 -0.18 -1.80 0.116335 0.295370 -5.35
250216_at unknown protein --- AT5G14090 1.20 0.26 1.80 0.116329 0.295370 -5.35
250845_at  rna binding protein - like rna binding pro--- AT5G04600 -1.24 -0.31 -1.80 0.116327 0.295370 -5.35
265636_at putative calcium binding protein --- AT2G27480 1.17 0.23 1.80 0.116335 0.295370 -5.35
264522_at  putative xylan endohydrolase similar to --- AT1G10050 -1.19 -0.25 -1.80 0.116411 0.295530 -5.35
247233_at mitochondrial carrier protein-like --- AT5G64970 -1.18 -0.24 -1.80 0.11645 0.295595 -5.35
247021_at putative protein similar to unknown prote--- AT5G67040 1.16 0.22 1.80 0.116504 0.295700 -5.35
263942_at unknown protein FLA16 AT2G35860 2.26 1.17 1.80 0.116569 0.295831 -5.35
255810_at hypothetical protein ; supported by full-le--- AT4G10140 1.15 0.21 1.80 0.116596 0.295840 -5.35
253010_at ovule development protein aintegumentaANT AT4G37750 1.17 0.22 1.80 0.116598 0.295840 -5.35
265417_at unknown protein --- AT2G20920 1.28 0.36 1.80 0.116612 0.295843 -5.35
263838_at putative s-adenosylmethionine synthetasMAT3 AT2G36880 1.43 0.52 1.80 0.116649 0.295903 -5.35
265701_at unknown protein related to uncharacteriz--- AT2G03460 1.14 0.19 1.80 0.116695 0.295986 -5.36



254384_at  heat shock protein - like heat shock pro --- AT4G21870 -1.55 -0.63 -1.80 0.116758 0.296115 -5.36
247434_at Expressed protein ; supported by full-len--- AT5G62575 -1.14 -0.18 -1.80 0.116815 0.296159 -5.36
251552_at  ribosomal protein L11 -like ribosomal pr--- AT3G58700 -1.30 -0.38 -1.80 0.116811 0.296159 -5.36
250173_at MYB40 - putative transcription factor AtMYB40 AT5G14340 1.18 0.23 1.80 0.116806 0.296159 -5.36
245194_at F12A21.5 similar to protein phosphatase--- AT1G67820 -1.30 -0.38 -1.80 0.11693 0.296353 -5.36
259974_at putative phosphate transporter similar to--- AT1G76430 1.19 0.26 1.80 0.116913 0.296353 -5.36
260439_at hypothetical protein predicted by gensca--- AT1G68340 1.33 0.41 1.80 0.116922 0.296353 -5.36
249097_at putative protein strong similarity to unkn --- AT5G43520 -1.17 -0.23 -1.80 0.116963 0.296403 -5.36
254054_at  putative protein DNA-binding protein PD--- AT4G25320 -1.23 -0.30 -1.80 0.117096 0.296673 -5.36
261180_at hypothetical protein predicted by genem--- --- 1.15 0.20 1.80 0.117084 0.296673 -5.36
249344_at prohibitin (gb AAC49691.1) ;supported bATPHB3 AT5G40770 -1.29 -0.36 -1.80 0.117176 0.296816 -5.36
252443_at  putative helicase helicase SKI2W - hum--- AT3G46960 -1.17 -0.23 -1.80 0.117178 0.296816 -5.36
247089_at dimethyladenosine transferase-like prote--- AT5G66360 -1.17 -0.23 -1.80 0.117308 0.297029 -5.36
249112_at ATP sulfurylase precursor (gb|AAD2663APS4 AT5G43780 1.32 0.40 1.80 0.117277 0.297029 -5.36
266887_at unknown protein  ; supported by cDNA: CHL-CPN1AT2G44650 -1.19 -0.25 -1.80 0.117314 0.297029 -5.36
262555_at hypothetical protein --- AT1G31400 1.13 0.17 1.80 0.117296 0.297029 -5.36
252056_at  ubiquitin extension protein (UBQ1) idenUBQ1 AT3G52590 -1.15 -0.20 -1.80 0.117382 0.297138 -5.36
250193_at  putative protein proline-rich protein M14--- AT5G14540 1.16 0.21 1.80 0.117396 0.297138 -5.36
250380_at putative protein --- AT5G11600 -1.15 -0.20 -1.80 0.117396 0.297138 -5.36
258684_at  putative protein kinase contains Pfam p--- AT3G08680 -1.21 -0.28 -1.79 0.117448 0.297203 -5.36
249241_at serine carboxypeptidase-II like scpl41 AT5G42230 1.13 0.18 1.79 0.117439 0.297203 -5.36
250623_at  peroxisomal Ca-dependent solute carrie--- AT5G07320 -1.15 -0.21 -1.79 0.117608 0.297576 -5.36
253852_at  putative protein diacylglycerol kinase ze--- AT4G28130 1.14 0.18 1.79 0.117682 0.297730 -5.36
246597_at  L-aspartate oxidase -like protein L-aspaAO AT5G14760 1.59 0.67 1.79 0.117745 0.297823 -5.36
250189_at putative protein  ;supported by full-length--- AT5G14410 -1.27 -0.34 -1.79 0.117742 0.297823 -5.36
261972_at hypothetical protein predicted by genem--- AT1G64600 -1.28 -0.35 -1.79 0.117798 0.297863 -5.36
256109_at hypothetical protein predicted by genem--- AT1G16950 1.29 0.37 1.79 0.117799 0.297863 -5.36
259817_at hypothetical protein predicted by genem--- AT1G49880 -1.15 -0.21 -1.79 0.1178 0.297863 -5.36
249894_at unknown protein  ; supported by cDNA: --- AT5G22580 6.73 2.75 1.79 0.117872 0.297979 -5.36
247743_at  protein kinase - like serine/threonine/tyr --- AT5G59010 -1.20 -0.26 -1.79 0.117861 0.297979 -5.36
249267_at putative protein contains similarity to 24 BTI3 AT5G41600 -1.27 -0.34 -1.79 0.117897 0.298010 -5.36
262843_at Expressed protein ; supported by full-lenAtHB32 AT1G14687 -1.24 -0.31 -1.79 0.11795 0.298110 -5.37
264665_at  unknown protein ESTs gb|H37208,gb|H--- AT1G09660 -1.18 -0.24 -1.79 0.117977 0.298144 -5.37
249401_at  putative protein LIM7, Lily, EMBL:LLOR--- AT5G40260 1.13 0.18 1.79 0.118046 0.298255 -5.37
254648_at  lipase-like protein Pn47p, Ipomoea nil, P--- AT4G18550 1.14 0.19 1.79 0.118047 0.298255 -5.37



253984_at  isp4 like protein isp4 protein -SchizosacOPT5 AT4G26590 1.16 0.22 1.79 0.118063 0.298264 -5.37
261686_at unknown protein ;supported by full-lengt --- AT1G47310 -1.15 -0.21 -1.79 0.118077 0.298264 -5.37
248675_at putative protein similar to unknown proteICK6 AT5G48820 1.27 0.34 1.79 0.118129 0.298341 -5.37
245833_at  transposon protein, putative similar to E--- --- 1.17 0.23 1.79 0.118133 0.298341 -5.37
266970_at hypothetical protein predicted by genefin--- AT2G39560 1.16 0.21 1.79 0.11822 0.298528 -5.37
254654_at translation initiation factor eIF4E  ;suppoEIF4E AT4G18040 -1.16 -0.22 -1.79 0.118243 0.298553 -5.37
247578_at  putative protein predicted protein, Arabi --- AT5G61300 -1.18 -0.24 -1.79 0.118317 0.298671 -5.37
255009_at  putative DNA-directed RNA polymerase--- AT4G10070 -1.23 -0.30 -1.79 0.118339 0.298671 -5.37
262819_at putative cytochrome P450 strong similarCYP77B1 AT1G11600 -1.14 -0.18 -1.79 0.118334 0.298671 -5.37
265091_s_ahypothetical protein similar to Anthocyan--- AT1G03495 / 1.20 0.27 1.79 0.118342 0.298671 -5.37
262776_at unknown protein EST gb|T22808 comes--- AT1G13020 1.19 0.25 1.79 0.118382 0.298710 -5.37
262360_at  receptor protein kinase, putative similar --- AT1G73080 / 1.82 0.86 1.79 0.118384 0.298710 -5.37
263802_at unknown protein  ;supported by full-leng--- AT2G40430 -1.29 -0.37 -1.79 0.118427 0.298787 -5.37
245216_at Expressed protein non-consensus GG dIMPA-2 AT4G16143 -1.11 -0.16 -1.79 0.118462 0.298809 -5.37
249952_at  putative protein predicted proteins, Arab--- AT5G18950 -1.17 -0.23 -1.79 0.118454 0.298809 -5.37
252018_at  putative protein various predicted prote AtPP2-A15AT3G53000 1.22 0.29 1.79 0.118527 0.298938 -5.37
247339_at unknown protein --- AT5G63690 -1.19 -0.25 -1.79 0.118565 0.299002 -5.37
250341_at MAP3K delta-1 protein kinase --- AT5G11850 1.13 0.17 1.79 0.118597 0.299050 -5.37
252405_at  putative protein RNA helicase HEL117, --- AT3G48120 -1.18 -0.24 -1.79 0.118655 0.299163 -5.37
249357_at  ribonucleoprotein -like ribonucleoprotein--- AT5G40490 -1.18 -0.24 -1.79 0.118696 0.299232 -5.37
247604_at  putative phytochelatin synthetase - like COBL5 AT5G60950 1.98 0.99 1.79 0.118717 0.299251 -5.37
254412_at  putative protein chloroplast DNA-bindin B160 AT4G21430 -1.26 -0.33 -1.79 0.118852 0.299559 -5.37
249762_at putative protein contains similarity to unk--- AT5G24000 -1.14 -0.19 -1.79 0.11891 0.299674 -5.37
261289_at hypothetical protein predicted by genem--- AT1G37000 -1.13 -0.18 -1.79 0.118967 0.299752 -5.37
253132_at  NAM / CUC2 -like protein nap gene, AraNTL9 AT4G35580 -1.19 -0.25 -1.79 0.118968 0.299752 -5.37
250460_at putative protein similar to unknown prote--- AT5G09850 1.13 0.18 1.78 0.119153 0.300186 -5.38
247735_at  thymidylate kinase - like protein thymidyZEU1 AT5G59440 -1.34 -0.42 -1.78 0.119214 0.300206 -5.38
245368_at hypothetical protein ; supported by full-le--- AT4G15510 -1.27 -0.34 -1.78 0.11921 0.300206 -5.38
258373_at 20S proteasome subunit PAE2 identical PAE2 AT3G14290 -1.15 -0.20 -1.78 0.119209 0.300206 -5.38
264794_at hypothetical protein predicted by gensca--- AT1G08670 1.13 0.18 1.78 0.119194 0.300206 -5.38
263692_at  unknown protein Location of ESTs 108M--- AT1G26850 1.15 0.20 1.78 0.119259 0.300253 -5.38
245463_at allergen like protein ATEXLB1 AT4G17030 -1.37 -0.45 -1.78 0.119253 0.300253 -5.38
257327_at hypothetical protein --- --- 1.28 0.36 1.78 0.119317 0.300333 -5.38
251369_at putative protein  ;supported by full-length--- AT3G60480 -1.17 -0.23 -1.78 0.119311 0.300333 -5.38
253814_at putative protein  ;supported by full-length--- AT4G28290 1.25 0.32 1.78 0.119436 0.300539 -5.38



265696_at putative molybdopterin biosynthesis CNXCNX2 AT2G31955 1.30 0.38 1.78 0.119451 0.300539 -5.38
253670_at putative protein  ; supported by full-lengt--- AT4G30010 1.16 0.22 1.78 0.119445 0.300539 -5.38
257555_at hypothetical protein predicted by gensca--- AT3G24780 1.21 0.28 1.78 0.119439 0.300539 -5.38
254385_s_a putative protein CGI-131 protein, HomoATMSRB7 AT4G21830 / 3.23 1.69 1.78 0.119545 0.300741 -5.38
251389_at putative protein --- AT3G60850 -1.14 -0.18 -1.78 0.119571 0.300760 -5.38
245142_at putative O-sialoglycoprotein endopeptida--- AT2G45270 -1.16 -0.21 -1.78 0.119579 0.300760 -5.38
255264_at  putative protein ethylene responsive ER--- AT4G05170 -1.17 -0.23 -1.78 0.119633 0.300862 -5.38
249712_at eIF4Eiso protein (emb|CAA71579.1)  ;suLSP1 AT5G35620 -1.22 -0.29 -1.78 0.119702 0.300973 -5.38
250801_at pectinesterase --- AT5G04960 -1.14 -0.19 -1.78 0.119703 0.300973 -5.38
265773_at unknown protein  ; supported by cDNA: RPH1 AT2G48070 -1.17 -0.22 -1.78 0.119753 0.301032 -5.38
255135_at putative protein several hypothetical pro --- --- 1.16 0.21 1.78 0.119741 0.301032 -5.38
254188_at  UDPglucose 4-epimerase - like protein UGE2 AT4G23920 -1.37 -0.45 -1.78 0.119766 0.301032 -5.38
262860_at unknown protein APO1 AT1G64810 -1.20 -0.26 -1.78 0.11981 0.301108 -5.38
249873_at  ATP-dependent Clp protease proteolyticNCLPP7 AT5G23140 1.17 0.22 1.78 0.119899 0.301300 -5.38
258868_at putative exportin1 (XPO1) protein simila XPO1B AT3G03110 -1.17 -0.22 -1.78 0.119961 0.301354 -5.38
262131_at hypothetical protein predicted by genemRALF1 AT1G02900 1.65 0.72 1.78 0.119966 0.301354 -5.38
250349_at  putative receptor - like kinase receptor- --- AT5G12000 1.17 0.22 1.78 0.119949 0.301354 -5.38
265690_at hypothetical protein predicted by gensca--- AT2G24320 1.19 0.25 1.78 0.119974 0.301354 -5.38
258715_at putative 60S ribosomal protein L1 strong--- AT3G09630 -1.23 -0.30 -1.78 0.120009 0.301410 -5.38
253221_at peptidylprolyl isomerase (cyclophilin)  ;s ROC5 AT4G34870 -1.20 -0.26 -1.78 0.120034 0.301440 -5.38
251939_at  putative protein MICRONUCLEAR LINK--- AT3G53440 -1.24 -0.31 -1.78 0.120112 0.301601 -5.38
261029_at unknown protein --- AT1G17330 1.21 0.27 1.78 0.120141 0.301641 -5.38
265248_at unknown protein  ; supported by cDNA: PIF4 AT2G43010 -1.28 -0.35 -1.78 0.120159 0.301653 -5.38
266238_at  phosphoprotein phosphatase, type 1 caTOPP1 AT2G29400 1.25 0.33 1.78 0.120189 0.301695 -5.38
266779_at putative ligand-gated ion channel proteinATGLR2.9 AT2G29100 1.17 0.23 1.78 0.120202 0.301695 -5.38
266733_at similar to axi 1 protein from Nicotiana ta --- AT2G03280 -1.15 -0.20 -1.78 0.120223 0.301715 -5.38
246716_s_aputative protein --- AT5G28910 / -1.12 -0.17 -1.78 0.12024 0.301724 -5.38
246163_at  putative protein predicted proteins, Arab--- --- -1.19 -0.25 -1.78 0.120271 0.301770 -5.38
248560_at putative protein contains similarity to pyrATPPOX AT5G49970 -1.20 -0.26 -1.78 0.120297 0.301801 -5.38
260153_at putative lipase similar to monoglyceride --- AT1G52760 1.32 0.41 1.78 0.120369 0.301883 -5.38
266239_at unknown protein  ; supported by cDNA: --- AT2G29530 -1.36 -0.45 -1.78 0.120344 0.301883 -5.38
255309_at hypothetical protein SFR6 AT4G04920 1.13 0.17 1.78 0.120367 0.301883 -5.38
246847_at  putative protein ferroportin1, Mus musc ATIREG3 AT5G26820 -1.28 -0.36 -1.78 0.120473 0.302110 -5.39
245497_at hypothetical protein --- AT4G16460 1.17 0.22 1.78 0.120507 0.302131 -5.39
259171_at hypothetical protein predicted by genefin--- AT3G03590 -1.16 -0.22 -1.78 0.120508 0.302131 -5.39



252835_at putative protein several hypothetical pro --- AT3G42060 1.17 0.23 1.78 0.120533 0.302160 -5.39
262342_at unknown protein similar to hypothetical p--- AT1G64150 -1.28 -0.35 -1.78 0.120606 0.302309 -5.39
260855_at  phosphatidylinositol-4-phosphate 5-kina--- AT1G21920 1.23 0.30 1.78 0.120755 0.302650 -5.39
249950_at  protein kinase - like protein Pto kinase i --- AT5G18910 1.13 0.17 1.78 0.120782 0.302684 -5.39
258323_at unknown protein similar to putative prote--- AT3G22750 1.22 0.29 1.78 0.120842 0.302702 -5.39
254602_at hypothetical protein EDR2 AT4G19040 1.15 0.20 1.78 0.120803 0.302702 -5.39
254800_at putative protein several hypothetical pro --- AT4G13070 -1.25 -0.32 -1.78 0.120841 0.302702 -5.39
266624_s_aphosphoribosyl pyrophosphate syntheta --- AT1G32380 / 1.38 0.46 1.78 0.120829 0.302702 -5.39
247715_at  putative protein predicted protein, Arabi --- AT5G59360 1.25 0.32 1.77 0.12089 0.302788 -5.39
245300_at hypothetical protein ; supported by cDNACBL6 AT4G16350 1.13 0.17 1.77 0.120928 0.302852 -5.39
250147_at  putative protein predicted proteins, Dros--- AT5G14600 -1.24 -0.31 -1.77 0.120958 0.302892 -5.39
254603_at  putative protein hypothetical protein YIL--- AT4G19045 / 1.17 0.23 1.77 0.120977 0.302906 -5.39
262347_at unknown protein similar to hypothetical p--- AT1G64110 1.17 0.23 1.77 0.121078 0.303093 -5.39
254837_at putative protein --- AT4G12360 1.18 0.24 1.77 0.121071 0.303093 -5.39
264374_at  putative two-component response regu ARR12 AT2G25180 -1.16 -0.21 -1.77 0.121091 0.303093 -5.39
265105_s_aunknown protein contains similarity to Fl --- AT1G62580 / 1.12 0.16 1.77 0.121144 0.303193 -5.39
264257_at unknown protein --- AT1G09230 -1.18 -0.24 -1.77 0.121195 0.303252 -5.39
248071_at unknown protein --- AT5G55670 -1.15 -0.21 -1.77 0.121192 0.303252 -5.39
247199_at DNA binding protein TGA1a homolog  ;sTGA1 AT5G65210 1.33 0.41 1.77 0.121221 0.303285 -5.39
252012_at  ubiquinol--cytochrome-c reductase-like --- AT3G52730 1.14 0.19 1.77 0.121238 0.303295 -5.39
251046_at  kinesin -like protein kinesin, Xenopus la--- AT5G02370 1.13 0.17 1.77 0.121261 0.303319 -5.39
245365_at hypothetical protein ;supported by full-le --- AT4G17720 1.27 0.35 1.77 0.121331 0.303461 -5.39
257032_at  zinc finger protein, putative similar to RI--- AT3G19140 1.12 0.16 1.77 0.121349 0.303472 -5.39
263253_at bZIP transcription factor (POSF21) ident--- AT2G31370 -1.20 -0.26 -1.77 0.121387 0.303534 -5.39
246027_at  homoserine dehydrogenase-like protein--- AT5G21060 -1.25 -0.32 -1.77 0.121465 0.303696 -5.39
247952_at salt-inducible protein-like CYP71B10AT5G57250 / -1.16 -0.21 -1.77 0.121479 0.303698 -5.39
249287_at putative protein strong similarity to unkn --- AT5G41250 1.17 0.23 1.77 0.121518 0.303728 -5.39
257094_at hypothetical protein similar to tetraacyld --- AT3G20480 -1.24 -0.31 -1.77 0.121514 0.303728 -5.39
246090_at  putative protein BEM46 bem1/bud5 supWAV2 AT5G20520 -1.31 -0.38 -1.77 0.121614 0.303919 -5.39
266539_at similar to mammalian MHC III region proSUVH5 AT2G35160 1.17 0.22 1.77 0.121621 0.303919 -5.39
257613_at  polygalacturonase, putative similar to po--- AT3G26610 -1.14 -0.18 -1.77 0.121681 0.304035 -5.39
258905_at unknown protein similar to hypothetical p--- AT3G06390 1.27 0.34 1.77 0.121778 0.304245 -5.40
255871_at putative small nuclear ribonucleoprotein U2B'' AT2G30260 -1.16 -0.22 -1.77 0.121814 0.304245 -5.40
255272_at putative protein (ubiquitin like) to various--- AT4G05270 -1.12 -0.17 -1.77 0.121818 0.304245 -5.40
266741_s_aputative disease resistance protein --- AT2G03030 / 1.13 0.17 1.77 0.121806 0.304245 -5.40



262327_at hypothetical protein similar to hypothetic--- AT1G64130 1.15 0.20 1.77 0.121886 0.304382 -5.40
267533_at unknown protein  ;supported by full-lengATNUDX2 AT2G42070 -1.16 -0.22 -1.77 0.121926 0.304416 -5.40
250433_at  histone H3 - like protein histone H3, Ara--- AT5G10400 -1.18 -0.23 -1.77 0.121923 0.304416 -5.40
250225_at Expressed protein ; supported by full-len--- AT5G14105 -1.20 -0.27 -1.77 0.121956 0.304424 -5.40
254622_at hypothetical protein contains similarity to--- AT4G18375 -1.26 -0.34 -1.77 0.121951 0.304424 -5.40
245799_at  disease resistance protein, putative simAtRLP6 AT1G45616 -1.14 -0.19 -1.77 0.121971 0.304426 -5.40
256364_at  wrky-type DNA binding protein, putativeWRKY67 AT1G66550 1.17 0.23 1.77 0.121996 0.304441 -5.40
260460_at unknown protein --- AT1G68230 1.15 0.21 1.77 0.122003 0.304441 -5.40
253192_at  putative protein nuclear phosphoprotein--- AT4G35370 1.13 0.18 1.77 0.122106 0.304665 -5.40
262344_at  cytochrome b245 beta chain homolog RATRBOH FAT1G64060 1.49 0.58 1.77 0.12212 0.304666 -5.40
256453_at  GSH-dependent dehydroascorbate reduDHAR2 AT1G75270 1.33 0.41 1.77 0.122202 0.304703 -5.40
246489_at 14-3-3 protein GF14upsilon (grf5) identicGRF5 AT5G16050 -1.16 -0.22 -1.77 0.122151 0.304703 -5.40
252108_at  putative protein various predicted prote --- AT3G51530 -1.15 -0.20 -1.77 0.122195 0.304703 -5.40
250968_at putative protein  ;supported by full-length--- AT5G02890 1.39 0.47 1.77 0.122165 0.304703 -5.40
248688_at indole-3-glycerol phosphate synthase  ; --- AT5G48220 -1.21 -0.28 -1.77 0.122185 0.304703 -5.40
257537_at hypothetical protein predicted by genma--- AT3G22350 1.20 0.27 1.77 0.122258 0.304776 -5.40
265503_at putative non-LTR retroelement reverse t --- --- 1.20 0.26 1.77 0.122245 0.304776 -5.40
247085_at kinesin heavy chain DNA binding protein--- AT5G66310 -1.16 -0.21 -1.77 0.122302 0.304854 -5.40
263327_at putative receptor-like protein kinase --- AT2G15300 1.13 0.17 1.77 0.122359 0.304961 -5.40
251945_at  dTDP-glucose 4-6-dehydratase -like proUXS1 AT3G53520 1.15 0.20 1.77 0.122439 0.305127 -5.40
252905_at  putative protein predicted protein, Arabi --- AT4G39720 1.20 0.26 1.77 0.122469 0.305170 -5.40
262203_at transfactor-like protein similar to transfac--- AT2G01060 -1.16 -0.22 -1.77 0.122495 0.305191 -5.40
263440_at unknown protein predicted by genscan ATEXO70HAT2G28640 1.11 0.16 1.77 0.122505 0.305191 -5.40
257097_at hypothetical protein predicted by genem--- --- 1.13 0.18 1.77 0.12254 0.305245 -5.40
263199_at  hypothetical protein Similar to hexosamHEXO2 AT1G05590 -1.20 -0.27 -1.77 0.122597 0.305321 -5.40
246410_at hypothetical protein predicted by genem--- AT1G57760 1.13 0.18 1.77 0.12259 0.305321 -5.40
266836_at hypothetical protein predicted by grail --- AT2G26000 -1.21 -0.27 -1.77 0.122629 0.305353 -5.40
249868_at senescence-associated protein 5-like pr TET12 AT5G23030 1.15 0.21 1.76 0.122636 0.305353 -5.40
254509_at  terpene cyclase like protein 5-epi-aristo --- AT4G20200 -1.14 -0.18 -1.76 0.12267 0.305369 -5.40
251564_at myosin heavy chain MYA3 XIJ AT3G58160 -1.16 -0.22 -1.76 0.122664 0.305369 -5.40
245414_at hypothetical protein --- AT4G17310 1.19 0.25 1.76 0.122763 0.305567 -5.40
258940_at putative lipase acylhydrolase contains P--- AT3G09930 1.12 0.16 1.76 0.122812 0.305656 -5.40
264362_at  unknown protein ESTs gb|H36966, gb|R--- AT1G03290 1.23 0.30 1.76 0.122841 0.305688 -5.40
246072_at PISTILLATA  ; supported by full-length cPI AT5G20240 1.13 0.18 1.76 0.122851 0.305688 -5.40
263497_at cold-regulated protein cor15a precursor COR15A AT2G42540 -2.17 -1.12 -1.76 0.122926 0.305839 -5.40



263261_at putative pre-mRNA splicing factor simila --- AT1G10580 -1.11 -0.15 -1.76 0.12297 0.305860 -5.40
254813_at  putative transcription factor myb-relatedMYB42 AT4G12350 1.13 0.17 1.76 0.122969 0.305860 -5.40
257830_at MutT-like protein contains Pfam profile: ATNUDX1 AT3G26690 1.32 0.40 1.76 0.122974 0.305860 -5.40
262172_at  ribosomal protein S9, putative similar toRPS9 AT1G74970 -1.15 -0.20 -1.76 0.123014 0.305923 -5.41
257317_at hypothetical protein AT2G0774--- -1.17 -0.23 -1.76 0.123026 0.305923 -5.41
257194_at  serine acetyltransferase (Sat-1) identicaATSERAT2AT3G13110 -1.16 -0.21 -1.76 0.12309 0.306014 -5.41
252294_at  60S ribosomal protein L13, BBC1 prote ATBBC1 AT3G49010 -1.41 -0.49 -1.76 0.123084 0.306014 -5.41
252136_at  calmodulin-like protein flagellar calmodu--- AT3G50770 2.15 1.11 1.76 0.123138 0.306100 -5.41
249068_at putative protein similar to unknown protePDLP1 AT5G43980 1.14 0.19 1.76 0.123198 0.306216 -5.41
245992_at  receptor protein kinase - like receptor-li --- AT5G20690 1.12 0.16 1.76 0.123364 0.306597 -5.41
261372_at  zinc finger protein, putative similar to G --- AT1G53010 1.17 0.23 1.76 0.123393 0.306635 -5.41
251493_at  putative protein hypothetical protein T2J--- AT3G59300 1.19 0.25 1.76 0.12341 0.306642 -5.41
259794_at unknown protein --- AT1G64330 -1.17 -0.22 -1.76 0.123491 0.306745 -5.41
251065_at  lipid-transfer protein-like lipid-transfer p --- AT5G01870 1.19 0.25 1.76 0.123483 0.306745 -5.41
262184_at hypothetical protein contains similarity to--- AT1G77910 1.12 0.16 1.76 0.123477 0.306745 -5.41
245472_at hypothetical protein --- AT4G16040 1.19 0.25 1.76 0.123581 0.306922 -5.41
250581_at  copine-like protein copine VII protein - HBON2 AT5G07300 1.14 0.19 1.76 0.12359 0.306922 -5.41
255808_at  putative protein predicted protein, Arabi --- AT4G10280 -1.16 -0.21 -1.76 0.123615 0.306952 -5.41
249266_at 6-phosphogluconate dehydrogenase  ;s --- AT5G41670 -1.22 -0.28 -1.76 0.123647 0.306997 -5.41
255094_at putative zinc finger protein ORTHL AT4G08590 -1.26 -0.34 -1.76 0.123665 0.307009 -5.41
248728_at cytochrome P450-like protein CYP708A2AT5G48000 1.16 0.21 1.76 0.123712 0.307061 -5.41
246332_at  putative protein phosphatidylcholine--st --- AT3G44830 1.19 0.26 1.76 0.123713 0.307061 -5.41
258653_at  hypothetical protein similar to auxin-ind --- AT3G09870 1.19 0.25 1.76 0.123772 0.307168 -5.41
257907_at  hemolysin, putative similar to hemolysin--- AT3G25470 -1.12 -0.16 -1.76 0.123783 0.307168 -5.41
249185_at CHP-rich zinc finger protein-like --- AT5G43030 1.15 0.20 1.76 0.123799 0.307176 -5.41
245581_at hypothetical protein --- AT4G14840 1.18 0.24 1.76 0.123904 0.307368 -5.41
249780_at ubiquitin --- AT5G24240 1.19 0.25 1.76 0.123903 0.307368 -5.41
254827_at  putative protein KIAA0255 gene, Homo --- AT4G12650 1.16 0.21 1.76 0.123944 0.307434 -5.41
253691_at  putative protein predicted proteins, ArabEMB2752 AT4G29660 -1.12 -0.16 -1.76 0.123964 0.307449 -5.41
256016_at hypothetical protein predicted by gensca--- AT1G19240 -1.18 -0.24 -1.76 0.124017 0.307548 -5.41
266261_at putative zinc finger protein  ;supported b--- AT2G27580 1.12 0.16 1.76 0.124031 0.307548 -5.41
260015_at putative S-adenosyl-L-methionine:trans-CCOAMT AT1G67980 1.75 0.81 1.76 0.124108 0.307652 -5.41
265860_at hypothetical protein predicted by gensca--- AT2G01810 1.13 0.18 1.76 0.124113 0.307652 -5.41
262873_at hypothetical protein predicted by genem--- AT1G64700 -1.15 -0.21 -1.76 0.124103 0.307652 -5.41
246905_at putative protein  ;supported by full-length--- AT5G25570 -1.34 -0.42 -1.76 0.124201 0.307837 -5.41



256929_at unknown protein --- --- 1.17 0.23 1.76 0.124272 0.307916 -5.41
246018_at Expressed protein ; supported by full-len--- AT5G10695 1.57 0.65 1.76 0.124306 0.307916 -5.42
261820_at hypothetical protein predicted by genem--- AT1G11420 -1.22 -0.29 -1.76 0.124304 0.307916 -5.42
258147_at  beta-glucosidase, putative similar to betBGLU43 AT3G18070 -1.15 -0.20 -1.76 0.124296 0.307916 -5.42
261602_at  hydrogenase protein, putative similar toATPREP2 AT1G49630 1.13 0.17 1.76 0.124282 0.307916 -5.41
264469_at hypothetical protein similar to hypotheticLBD40 AT1G67100 -1.13 -0.18 -1.76 0.124314 0.307916 -5.42
263286_at 40S ribosomal protein S14  ;supported b--- AT2G36160 -1.24 -0.31 -1.75 0.124423 0.308119 -5.42
250035_at putative protein contains similarity to tra --- AT5G18230 -1.13 -0.17 -1.75 0.124412 0.308119 -5.42
264760_at  syntaxin-related protein Nt-syr1, putativ SYP124 AT1G61290 1.21 0.28 1.75 0.124553 0.308409 -5.42
250738_at anthranilate synthase component I-1 preASA1 AT5G05730 1.56 0.64 1.75 0.124587 0.308424 -5.42
266091_at hypothetical protein predicted by genscaemb1513 AT2G37920 -1.19 -0.25 -1.75 0.124585 0.308424 -5.42
260086_at hypothetical protein predicted by gensca--- AT1G63240 -1.22 -0.28 -1.75 0.124706 0.308687 -5.42
249972_at  tRNA isopentenyltransferase -like prote IPT5 AT5G19040 -1.15 -0.20 -1.75 0.124772 0.308815 -5.42
251211_s_aputative protein several hypothetical pro --- AT3G62470 / -1.35 -0.43 -1.75 0.124858 0.308996 -5.42
259715_at  hypothetical protein predicted by gensc --- AT1G60990 -1.19 -0.25 -1.75 0.124907 0.309047 -5.42
246091_at  putative protein various predicted prote --- AT5G20590 -1.18 -0.24 -1.75 0.124946 0.309047 -5.42
245048_at orf within trnK intron orf within trnK intron--- --- -1.22 -0.29 -1.75 0.124947 0.309047 -5.42
248120_at putative protein similar to unknown prote--- AT5G54540 -1.16 -0.22 -1.75 0.124916 0.309047 -5.42
254287_at  putative protein similaritry to hypothetica--- AT4G22960 1.13 0.18 1.75 0.124947 0.309047 -5.42
263421_at unknown protein  ;supported by full-lengEXL5 AT2G17230 1.39 0.48 1.75 0.125039 0.309050 -5.42
259696_at unknown protein ; supported by cDNA: g--- AT1G63150 -1.15 -0.20 -1.75 0.125022 0.309050 -5.42
252297_at cytosolic ribosomal protein S11  ;supporEMB1080 AT3G48930 -1.31 -0.39 -1.75 0.125036 0.309050 -5.42
255419_at putative receptor kinase --- AT4G03230 -1.16 -0.22 -1.75 0.124973 0.309050 -5.42
250018_at putative protein similar to unknown prote--- AT5G18150 1.54 0.63 1.75 0.124977 0.309050 -5.42
250251_at putative protein contains similarity to MtN--- AT5G13670 -1.15 -0.20 -1.75 0.125043 0.309050 -5.42
259796_at hypothetical protein predicted by genem--- --- -1.17 -0.23 -1.75 0.124997 0.309050 -5.42
247065_s_adisease resistance protein-like --- AT5G66900 / 1.20 0.26 1.75 0.125077 0.309101 -5.42
248551_at putative protein similar to unknown proteWR3 AT5G50200 1.49 0.58 1.75 0.125115 0.309162 -5.42
266715_at putative RNA-binding protein --- AT2G46780 1.18 0.23 1.75 0.125154 0.309192 -5.42
259666_at unknown protein ; supported by cDNA: gSR33 AT1G55310 -1.15 -0.20 -1.75 0.125154 0.309192 -5.42
247298_at glucosidase II alpha subunit RSW3 AT5G63840 -1.14 -0.19 -1.75 0.125257 0.309411 -5.42
245426_at hypothetical protein --- AT4G17540 -1.18 -0.24 -1.75 0.125307 0.309502 -5.42
262118_at  beta-glucosidase, putative similar to betBGLU11 AT1G02850 -1.57 -0.65 -1.75 0.125519 0.309665 -5.42
256314_at hypothetical protein TOC75-I AT1G35860 1.15 0.21 1.75 0.125536 0.309665 -5.42
251861_at  putative protein GATA transcription factBME3 AT3G54810 1.56 0.64 1.75 0.125437 0.309665 -5.42



251486_at  60S RIBOSOMAL PROTEIN L38-like p --- AT3G59540 -1.25 -0.33 -1.75 0.125516 0.309665 -5.42
264012_at hypothetical protein predicted by gensca--- AT2G21080 1.19 0.25 1.75 0.125432 0.309665 -5.42
255737_at unknown protein ;supported by full-lengt --- AT1G25420 -1.16 -0.21 -1.75 0.12546 0.309665 -5.42
259913_at putative GTP-binding protein similar to G--- AT1G72660 1.12 0.16 1.75 0.125519 0.309665 -5.42
252731_at  putative protein predicted proteins, Arab--- --- 1.21 0.27 1.75 0.125496 0.309665 -5.42
250218_at putative protein contains similarity to unkCHC1 AT5G14170 -1.20 -0.27 -1.75 0.125387 0.309665 -5.42
266486_at hypothetical protein predicted by gensca--- AT2G47950 1.95 0.96 1.75 0.125532 0.309665 -5.42
262626_at  FtsH protease, putative similar to zinc dFTSH8 AT1G06430 -1.20 -0.27 -1.75 0.125497 0.309665 -5.42
260298_at putative oxidoreductase contains Pfam p--- AT1G80320 1.13 0.17 1.75 0.125443 0.309665 -5.42
262049_at unknown protein ;supported by full-lengt --- AT1G80180 -1.17 -0.22 -1.75 0.125555 0.309679 -5.42
258336_at putative ethylene-inducible protein similaPDX1.2 AT3G16050 -1.34 -0.43 -1.75 0.125587 0.309725 -5.42
250329_at  putative potassium transport protein gluKEA6 AT5G11800 -1.16 -0.21 -1.75 0.125611 0.309750 -5.42
264454_at unknown protein similar to U2 small nuc --- AT1G10320 -1.17 -0.23 -1.75 0.12567 0.309862 -5.43
246820_at  putative protein predicted proteins, Arab--- AT5G26910 -1.12 -0.16 -1.75 0.125724 0.309901 -5.43
262132_at  ribosomal protein L22, putative similar t --- AT1G02830 1.14 0.19 1.75 0.125707 0.309901 -5.43
260908_at  maternal embryogenesis control proteinMEA AT1G02580 1.30 0.38 1.75 0.125726 0.309901 -5.43
252818_at putative protein several hypothetical pro --- --- 1.17 0.23 1.75 0.125786 0.309950 -5.43
261239_at  Avr9 elicitor response protein, putative s--- AT1G32930 1.13 0.18 1.75 0.125766 0.309950 -5.43
259999_at hypothetical protein predicted by genefin--- AT1G68080 -1.23 -0.29 -1.75 0.125787 0.309950 -5.43
248049_at putative protein contains similarity to cyt COX15 AT5G56090 -1.36 -0.44 -1.75 0.125896 0.310083 -5.43
248832_at putative protein similar to unknown prote--- AT5G47170 1.12 0.17 1.75 0.125874 0.310083 -5.43
258902_at  putative pyruvate dehydrogenase kinas PDK AT3G06483 -1.13 -0.17 -1.75 0.125879 0.310083 -5.43
247766_at  FtsH protease, putative contains similarftsh9 AT5G58870 -1.17 -0.22 -1.75 0.125887 0.310083 -5.43
258559_at putative transcriptional regulator similar ATCHR12 AT3G06010 -1.19 -0.25 -1.75 0.125914 0.310094 -5.43
251111_at putative protein different hypothetical pro--- AT5G01310 1.17 0.22 1.75 0.125974 0.310210 -5.43
258262_at hypothetical protein --- AT3G15770 1.18 0.24 1.75 0.126083 0.310443 -5.43
258690_at putative phosphatidylinositol-4-phosphat--- AT3G07960 1.14 0.19 1.75 0.126168 0.310586 -5.43
257887_at  protein phosphatase-2c, putative simila --- AT3G17090 -1.18 -0.24 -1.75 0.126155 0.310586 -5.43
256940_at unknown protein QQS AT3G30720 -1.18 -0.24 -1.75 0.126193 0.310613 -5.43
245783_s_ahypothetical protein similar to hypothetic--- AT1G35170 / 1.48 0.56 1.74 0.126219 0.310645 -5.43
263630_at Expressed protein ; supported by full-len--- AT2G04845 -1.13 -0.18 -1.74 0.126258 0.310708 -5.43
250743_at phosphate/phosphoenolpyruvate translo--- AT5G05820 1.17 0.22 1.74 0.126359 0.310923 -5.43
261557_at kinesin-like protein C-terminal region is s--- AT1G63640 -1.21 -0.28 -1.74 0.126389 0.310928 -5.43
255550_at  putative raffinose synthase or seed imb AtSTS AT4G01970 1.13 0.18 1.74 0.126376 0.310928 -5.43
251501_at putative protein several hypothetical pro --- AT3G59120 1.14 0.19 1.74 0.126447 0.311038 -5.43



251142_at Expressed protein ; supported by full-len--- AT5G01015 1.16 0.21 1.74 0.126481 0.311056 -5.43
251850_at  F-box protein family, AtFBL17 contains FBL17 AT3G54650 1.22 0.29 1.74 0.126473 0.311056 -5.43
256075_at  mitogen-activated protein kinase, putati ATMPK8 AT1G18150 -1.18 -0.24 -1.74 0.126512 0.311093 -5.43
250868_at  malate synthase -like protein malate sy MLS AT5G03860 -1.23 -0.30 -1.74 0.126532 0.311093 -5.43
260531_at putative acyl-CoA synthetase  ; supporteCER8 AT2G47240 1.21 0.27 1.74 0.126538 0.311093 -5.43
260591_at predicted protein --- AT1G53325 1.12 0.16 1.74 0.126569 0.311137 -5.43
263759_at hypothetical protein predicted by genefin--- AT2G21290 -1.16 -0.21 -1.74 0.126629 0.311223 -5.43
264502_at  putative 12-oxophytodienoate reductase--- AT1G09400 1.19 0.25 1.74 0.126632 0.311223 -5.43
258364_at unknown protein GLIP4 AT3G14225 1.32 0.40 1.74 0.126668 0.311280 -5.43
264165_at hypothetical protein contains similarity toATNAP11 AT1G65410 -1.13 -0.18 -1.74 0.126805 0.311558 -5.43
261464_at  disease resistance response protein, pu--- AT1G07730 / -1.17 -0.23 -1.74 0.126808 0.311558 -5.43
256862_at  dihydroxyacid dehydratase, putative sim--- AT3G23940 -1.39 -0.48 -1.74 0.1269 0.311748 -5.43
265810_at unknown protein --- AT2G18090 1.25 0.33 1.74 0.126935 0.311802 -5.43
263590_at putative receptor-like protein kinase --- AT2G01820 -1.14 -0.18 -1.74 0.126961 0.311831 -5.44
252247_at putative protein various predicted protein--- AT3G49740 -1.14 -0.19 -1.74 0.127054 0.312026 -5.44
248346_at GTP-binding protein-like  ;supported by ATGB1 AT5G52210 1.27 0.35 1.74 0.127087 0.312073 -5.44
263647_at unknown protein --- AT2G04690 -1.20 -0.27 -1.74 0.127145 0.312183 -5.44
258674_at putative elongation factor P (EF-P) simil --- AT3G08740 -1.25 -0.32 -1.74 0.127202 0.312289 -5.44
256733_at hypothetical protein predicted by genem--- AT3G30370 1.14 0.19 1.74 0.127267 0.312414 -5.44
258985_at  hypothetical protein similar to hypothetic--- AT3G08960 1.13 0.18 1.74 0.127289 0.312435 -5.44
263932_at unknown protein --- AT2G35990 1.13 0.18 1.74 0.127327 0.312495 -5.44
255523_at pectinesterase - like protein similar to ba--- AT4G02320 -1.15 -0.20 -1.74 0.127425 0.312701 -5.44
247013_at putative protein strong similarity to unkn BT4 AT5G67480 1.28 0.36 1.74 0.127449 0.312727 -5.44
264208_at  putative polyA-binding protein, PAB3 st PAB3 AT1G22760 1.25 0.32 1.74 0.12748 0.312771 -5.44
261763_at  ABC transporter, putative similar to ABCPDR12 AT1G15520 1.83 0.87 1.74 0.127586 0.312997 -5.44
246758_at  60S ribosomal protein - like 60S ribosom--- AT5G27850 -1.28 -0.36 -1.74 0.127621 0.313048 -5.44
261987_at hypothetical protein predicted by genem--- AT1G33710 1.11 0.15 1.74 0.127667 0.313128 -5.44
245104_at hypothetical protein predicted by genefin--- AT2G41600 -1.14 -0.19 -1.74 0.12769 0.313150 -5.44
245720_at RNA binding protein - like --- AT5G04210 1.14 0.19 1.74 0.127708 0.313152 -5.44
255155_at hypothetical protein --- AT4G08230 1.17 0.23 1.74 0.127718 0.313152 -5.44
245397_at auxin-responsive protein IAA1 ;supporteIAA1 AT4G14560 -1.48 -0.57 -1.74 0.127757 0.313197 -5.44
248614_at putative protein similar to unknown prote--- AT5G49560 -1.14 -0.19 -1.74 0.127764 0.313197 -5.44
247112_at unknown protein --- AT5G65950 -1.16 -0.21 -1.74 0.127796 0.313211 -5.44
257443_at hypothetical protein predicted by gensca--- AT2G22050 -1.14 -0.18 -1.74 0.127797 0.313211 -5.44
252151_at putative protein several hypothetical pro --- AT3G51320 -1.12 -0.17 -1.74 0.127852 0.313253 -5.44



253929_s_a putative protein H+-transporting ATP sy--- AT2G16030 / 1.16 0.21 1.74 0.127833 0.313253 -5.44
246243_at trichohyalin like protein --- AT4G36520 1.12 0.17 1.74 0.127855 0.313253 -5.44
267277_at putative protein transport protein SEC13--- AT2G30050 1.15 0.20 1.74 0.127916 0.313348 -5.44
267032_at putative protein kinase contains a protei CIPK22 AT2G38490 1.25 0.32 1.74 0.127922 0.313348 -5.44
267237_s_aunknown protein  ;supported by full-leng--- AT2G44040 / -1.36 -0.44 -1.74 0.127992 0.313452 -5.44
245171_at hypothetical protein predicted by gensca--- AT2G47560 -1.16 -0.21 -1.74 0.127985 0.313452 -5.44
254284_at  putative fizzy-related protein fizzy-relateFZR2 AT4G22910 1.23 0.30 1.73 0.128053 0.313535 -5.44
249948_at  eIF-4AII - like protein EUKARYOTIC IN --- AT5G19210 -1.20 -0.26 -1.73 0.128052 0.313535 -5.44
254390_at  calcium-dependent protein kinase - like CPK15 AT4G21940 1.15 0.20 1.73 0.12811 0.313640 -5.44
249239_at MAP kinase  ; supported by cDNA: gi_15CPuORF5 AT5G41990 / 1.13 0.18 1.73 0.128177 0.313766 -5.44
254203_at  putative protein various predicted prote AtGRF8 AT4G24150 -1.13 -0.18 -1.73 0.128189 0.313766 -5.44
258761_at unknown protein --- AT3G10760 -1.24 -0.31 -1.73 0.128227 0.313825 -5.44
250409_at  putative protein 110K5.11, unknown pro--- AT5G10860 -1.15 -0.20 -1.73 0.128271 0.313900 -5.44
245376_at peroxidase like protein --- AT4G17690 1.13 0.17 1.73 0.128318 0.313980 -5.45
255234_at contains similarity to Medicago truncatul --- AT4G05500 1.15 0.20 1.73 0.128333 0.313985 -5.45
263938_at hypothetical protein predicted by genefin--- AT2G35900 -1.14 -0.19 -1.73 0.128384 0.314075 -5.45
249595_at  putative protein SIAH1 protein, Brassica--- AT5G37930 -1.21 -0.27 -1.73 0.128424 0.314139 -5.45
258491_at unknown protein  ;supported by full-leng--- AT3G02700 1.23 0.30 1.73 0.128442 0.314150 -5.45
252939_at  NAD(P)H oxidoreductase, isoflavone re--- AT4G39230 1.62 0.69 1.73 0.128473 0.314160 -5.45
245063_at Expressed protein ; supported by full-len--- AT2G39795 -1.39 -0.47 -1.73 0.128467 0.314160 -5.45
259477_at unknown protein ;supported by full-lengt --- AT1G19120 -1.13 -0.17 -1.73 0.128534 0.314273 -5.45
267244_at putative reverse transcriptase --- AT2G02650 1.14 0.18 1.73 0.128613 0.314434 -5.45
258584_at hypothetical protein predicted by genscaSIP1A AT3G04090 1.11 0.15 1.73 0.128638 0.314458 -5.45
245910_at  putative protein ER66 - Lycopersicon esEICBP.B AT5G09410 -1.14 -0.19 -1.73 0.128651 0.314458 -5.45
254387_at  putative protein CGI-131 protein, HomoATMSRB9 AT4G21850 2.45 1.29 1.73 0.12867 0.314471 -5.45
258125_s_ahypothetical protein contains Pfam profil --- AT3G23510 / 1.43 0.52 1.73 0.128734 0.314561 -5.45
260135_at  calmodulin-related protein similar to GB--- AT1G66400 1.57 0.65 1.73 0.128731 0.314561 -5.45
248224_at  thylakoid lumenal 17.4 kD protein, chlor--- AT5G53490 -1.22 -0.29 -1.73 0.128764 0.314599 -5.45
246280_at hypothetical protein --- AT4G36660 -1.35 -0.43 -1.73 0.1288 0.314655 -5.45
264592_at  putative prolyl 4-hydroxylase, alpha sub--- AT2G17720 1.43 0.52 1.73 0.128835 0.314705 -5.45
246950_at  transcription initiation factor IID-associaTAF5 AT5G25150 -1.12 -0.17 -1.73 0.129048 0.315192 -5.45
250602_s_aunknown protein --- AT5G07940 / -1.15 -0.20 -1.73 0.129101 0.315255 -5.45
247680_s_a glycine-rich protein - like glycine-rich pro--- AT1G61210 / -1.15 -0.20 -1.73 0.129099 0.315255 -5.45
251291_at  putative protein auxin-induced protein S--- AT3G61900 -1.14 -0.19 -1.73 0.129133 0.315266 -5.45
246728_at  putative protein various predicted prote --- AT5G28040 -1.12 -0.16 -1.73 0.12912 0.315266 -5.45



265784_at hypothetical protein predicted by gensca--- AT2G07280 -1.14 -0.18 -1.73 0.129203 0.315368 -5.45
247769_at  laccase precursor - like protein laccase LAC16 AT5G58910 1.13 0.18 1.73 0.129199 0.315368 -5.45
262664_at hypothetical protein predicted by genem--- AT1G13970 -1.15 -0.20 -1.73 0.129251 0.315426 -5.45
263770_at Mutator-like transposase similar to  MUR--- --- 1.22 0.29 1.73 0.129278 0.315426 -5.45
262213_at hypothetical protein predicted by genem--- AT1G74870 1.20 0.27 1.73 0.129282 0.315426 -5.45
264276_at hypothetical protein contains similarity to--- AT1G60380 1.13 0.17 1.73 0.129264 0.315426 -5.45
259600_at hypothetical protein predicted by gensca--- AT1G35220 1.20 0.26 1.73 0.129311 0.315464 -5.45
261566_at unknown protein ;supported by full-lengt --- AT1G33230 -1.19 -0.25 -1.73 0.129353 0.315508 -5.45
247188_at  14-3-3 protein GF14kappa (grf8) identicGRF8 AT5G65430 -1.16 -0.22 -1.73 0.129357 0.315508 -5.45
249368_at  putative protein predicted proteins, Arab--- AT5G40640 -1.20 -0.27 -1.73 0.129372 0.315511 -5.45
258300_at putative casein kinase I similar to caseinckl10 AT3G23340 -1.23 -0.30 -1.73 0.129476 0.315712 -5.45
261667_at unknown protein similar to putative lipas--- AT1G18460 -1.22 -0.28 -1.73 0.129482 0.315712 -5.45
AFFX-Athal-Arabidopsis thaliana /REF=X52320 /DE --- --- 1.21 0.27 1.73 0.129533 0.315719 -5.45
259096_at putative 40S ribosomal protein S3A (S p--- AT3G04840 -1.37 -0.45 -1.73 0.129554 0.315719 -5.45
248735_at laccase (diphenol oxidase) TT10 AT5G48100 1.14 0.18 1.73 0.129562 0.315719 -5.45
260628_at hypothetical protein predicted by genem--- AT1G62320 1.13 0.18 1.73 0.129559 0.315719 -5.45
250022_at Brn1-like protein --- AT5G18210 -1.28 -0.36 -1.73 0.129568 0.315719 -5.45
260986_at  glyoxalase II, putative similar to GI:1644GLY3 AT1G53580 1.26 0.33 1.73 0.129504 0.315719 -5.45
251660_at Expressed protein ; supported by full-len--- AT3G57160 1.22 0.28 1.73 0.129616 0.315735 -5.45
255956_at Expressed protein ; supported by full-lenDD46 AT1G22015 1.16 0.22 1.73 0.129606 0.315735 -5.45
258451_at alternative oxidase 1b precursor identicaAOX1B AT3G22360 1.18 0.24 1.73 0.129603 0.315735 -5.45
266842_at  FtsH protease, putative contains similarftsh4 AT2G26140 -1.17 -0.23 -1.73 0.129638 0.315756 -5.45
260361_at unknown protein ; supported by cDNA: g--- AT1G69360 -1.21 -0.28 -1.73 0.12968 0.315789 -5.46
261285_at Ca2+-dependent membrane-binding proANNAT1 AT1G35720 -1.45 -0.53 -1.73 0.129673 0.315789 -5.45
254743_at  potassium transporter - like protein potaHAK5 AT4G13420 2.63 1.39 1.73 0.12974 0.315902 -5.46
245919_at  putative protein various predicted prote --- AT5G28780 1.12 0.16 1.73 0.129766 0.315932 -5.46
264830_at hypothetical protein predicted by genefin--- AT1G03710 1.17 0.23 1.73 0.129853 0.316110 -5.46
260024_at  beta-1,3-glucanase precursor, putative --- AT1G30080 -1.11 -0.16 -1.73 0.129886 0.316155 -5.46
250104_at unknown protein --- AT5G16610 -1.21 -0.28 -1.72 0.129903 0.316163 -5.46
250542_at hypothetical protein (fragment at BAC en--- AT5G08270 -1.30 -0.38 -1.72 0.129978 0.316245 -5.46
250998_at  ankyrin - like protein ankyrin G119, Hom--- AT5G02620 -1.22 -0.29 -1.72 0.129952 0.316245 -5.46
246493_at putative protein hypothetical proteins - ACRS1 AT5G16180 -1.17 -0.23 -1.72 0.129977 0.316245 -5.46
266413_at unknown protein  ;supported by full-leng--- AT2G38740 -1.17 -0.22 -1.72 0.130014 0.316299 -5.46
249098_at DNA repair protein-like --- AT5G43530 -1.14 -0.19 -1.72 0.13005 0.316352 -5.46
247584_at  60S ribosomal protein L12 - like 60S RI --- AT5G60670 -1.40 -0.49 -1.72 0.130066 0.316357 -5.46



262163_at  ribosomal protein L30, putative similar t --- AT1G77940 -1.37 -0.45 -1.72 0.13013 0.316479 -5.46
251807_at methionyl-tRNA synthetase (AtcpMetRSOVA1 AT3G55400 -1.19 -0.25 -1.72 0.130155 0.316508 -5.46
267519_at putative VP1/ABI3 family regulatory protHSI2 AT2G30470 -1.21 -0.28 -1.72 0.130169 0.316508 -5.46
266129_at hypothetical protein predicted by genscaCCD7 AT2G44990 1.55 0.64 1.72 0.130229 0.316585 -5.46
262724_s_a PC-MYB2, putative similar to PC-MYB2--- AT1G43330 / 1.13 0.17 1.72 0.130218 0.316585 -5.46
263382_at putative anthranilate N-hydroxycinnamo --- AT2G40230 -1.19 -0.25 -1.72 0.130261 0.316629 -5.46
245638_s_a F5A9.10 unknown protein; similar to ES--- AT1G24822 / 1.15 0.20 1.72 0.130297 0.316682 -5.46
256276_at  geranylgeranyl transferase type II beta --- AT3G12070 -1.15 -0.21 -1.72 0.130326 0.316720 -5.46
261361_at hypothetical protein predicted by gensca--- --- -1.16 -0.22 -1.72 0.130382 0.316822 -5.46
263606_at putative beta-ketoacyl-CoA synthase KCS9 AT2G16280 1.23 0.30 1.72 0.13047 0.316988 -5.46
266336_at putative Fe(II)  transporter identical to G ZIP3 AT2G32270 1.19 0.25 1.72 0.130478 0.316988 -5.46
249332_at putative protein similar to unknown prote--- AT5G40980 1.18 0.24 1.72 0.130565 0.317167 -5.46
263907_at abscisic acid insensitive 5 (ABI5) containABI5 AT2G36270 1.19 0.25 1.72 0.130593 0.317200 -5.46
249073_at vegetative storage protein-like  ;supporte--- AT5G44020 1.44 0.53 1.72 0.130687 0.317321 -5.46
261248_at  calreticulin, putative similar to GB:AAF0--- AT1G20030 -1.43 -0.51 -1.72 0.130686 0.317321 -5.46
256643_at unknown protein similar to putative retro--- --- -1.15 -0.20 -1.72 0.130698 0.317321 -5.46
247494_at  calnexin - like protein calnexin homologCNX1 AT5G61790 1.53 0.61 1.72 0.130688 0.317321 -5.46
251471_at  putative protein GTPASE-ACTIVATING--- AT3G59570 1.16 0.21 1.72 0.13072 0.317339 -5.46
245750_at  histone H2A, putative similar to histone HTA10 AT1G51060 -1.33 -0.42 -1.72 0.130749 0.317362 -5.46
248648_at putative protein similar to unknown prote--- AT5G49220 -1.16 -0.22 -1.72 0.130764 0.317362 -5.46
255484_at  putative protein similar to A. thaliana hy--- AT4G02540 1.18 0.23 1.72 0.130785 0.317362 -5.46
255566_s_ahypothetical protein --- AT3G48670 / -1.16 -0.21 -1.72 0.130773 0.317362 -5.46
267290_at putative SET-domain transcriptional reg --- AT2G23740 -1.18 -0.24 -1.72 0.130957 0.317745 -5.46
255796_at similar to mammalian MHC III region proSUVH2 AT2G33290 -1.15 -0.20 -1.72 0.131047 0.317930 -5.46
255993_at hypothetical protein contains similarity to--- AT1G29770 1.13 0.17 1.72 0.131074 0.317962 -5.47
259216_at hypothetical protein ; supported by cDNA--- AT3G09000 1.33 0.41 1.72 0.131137 0.318070 -5.47
245768_at hypothetical protein similar to putative d --- AT1G33590 1.37 0.45 1.72 0.131146 0.318070 -5.47
262639_at  calmodulin, putative similar to calmodul --- AT1G62820 1.23 0.30 1.72 0.13117 0.318094 -5.47
260454_at RING-H2 zinc finger protein (ATL3) idenATL3 AT1G72310 -1.33 -0.42 -1.72 0.131213 0.318163 -5.47
256402_at hypothetical protein  ; supported by cDN--- AT3G06130 1.34 0.42 1.72 0.131267 0.318261 -5.47
245206_at  putative protein similarity to NCA2 proteDGS1 AT5G12290 -1.16 -0.22 -1.72 0.131375 0.318455 -5.47
246845_at glutamyl-tRNA synthetase  ; supported b--- AT5G26710 -1.12 -0.17 -1.72 0.131368 0.318455 -5.47
265742_at putative ribose 5-phosphate isomerase  --- AT2G01290 -1.23 -0.29 -1.72 0.1314 0.318474 -5.47
251055_at  putative protein putative protein F4P12. --- AT5G01710 / -1.13 -0.18 -1.72 0.131425 0.318474 -5.47
248537_at putative protein similar to unknown prote--- AT5G50100 -1.20 -0.26 -1.72 0.131417 0.318474 -5.47



259349_at unknown protein  ; supported by cDNA: ATAPRL5 AT3G03860 -1.13 -0.17 -1.72 0.131448 0.318498 -5.47
266086_at putative Na+-dependent inorganic phospPHT4;2 AT2G38060 1.15 0.21 1.72 0.131468 0.318512 -5.47
255298_at putative protein similar to transcriptional ATMSRB6 AT4G04840 -1.65 -0.72 -1.72 0.131511 0.318582 -5.47
256578_at  peroxidase, putative similar to peroxida --- AT3G28200 -1.31 -0.39 -1.72 0.13162 0.318654 -5.47
247380_at 4-coumarate-CoA ligase-like protein --- AT5G63380 -1.20 -0.26 -1.72 0.131608 0.318654 -5.47
258159_at  receptor kinase, putative similar to rece RLK902 AT3G17840 1.31 0.39 1.72 0.13157 0.318654 -5.47
260502_at  putative Tub family protein contains PfaAtTLP6 AT1G47270 1.17 0.22 1.72 0.131625 0.318654 -5.47
263683_at  putative NAM protein similar to GB:AADFEZ AT1G26870 1.15 0.20 1.72 0.13159 0.318654 -5.47
256178_s_aauxin conjugate hydrolase (ILL5) identic ILL5 AT1G51760 / 1.59 0.67 1.72 0.131574 0.318654 -5.47
255140_x_a extensin-like protein hydroxyproline-rich--- AT4G08410 1.24 0.31 1.72 0.131719 0.318848 -5.47
263900_at unknown protein  ;supported by full-leng--- AT2G36290 -1.19 -0.25 -1.72 0.131735 0.318855 -5.47
246481_s_acold and ABA inducible protein kin1  ;su KIN1 AT5G15960 / -2.09 -1.06 -1.72 0.131779 0.318926 -5.47
255574_at  putative calcium-regulated protein phosCBL5 AT4G01420 -1.15 -0.20 -1.71 0.131911 0.319213 -5.47
256321_at  lipoxygenase, putative similar to lipoxygLOX1 AT1G55020 1.84 0.88 1.71 0.132109 0.319623 -5.47
249486_at  receptor protein kinase - like protein rec--- AT5G39030 1.17 0.23 1.71 0.132097 0.319623 -5.47
267209_at unknown protein  ;supported by full-leng--- AT2G30930 -1.19 -0.25 -1.71 0.13219 0.319750 -5.47
257590_s_ahypothetical protein predicted by gensca--- AT3G24870 / -1.19 -0.25 -1.71 0.132176 0.319750 -5.47
263858_at hypothetical protein predicted by gensca--- AT2G04370 1.13 0.17 1.71 0.132224 0.319799 -5.47
248679_at unknown protein  ;supported by full-leng--- AT5G48830 -1.23 -0.30 -1.71 0.132241 0.319807 -5.47
250665_at unknown protein  ;supported by full-leng--- AT5G06980 -1.19 -0.25 -1.71 0.132267 0.319833 -5.47
262816_at alkylation repair-like protein --- AT1G11780 -1.22 -0.28 -1.71 0.13228 0.319833 -5.47
267431_at unknown protein  ;supported by full-lengMEE26 AT2G34870 1.16 0.21 1.71 0.132327 0.319913 -5.47
260039_at CLE12 CLAVATA3/ESR-Related 12; su CLE12 AT1G68795 1.18 0.24 1.71 0.132357 0.319952 -5.47
261224_at subtilisin-like serine protease similar to sATSBT5.2 AT1G20160 -1.44 -0.53 -1.71 0.132402 0.319965 -5.47
267441_at putative receptor-like protein kinase --- AT2G19210 1.13 0.17 1.71 0.132389 0.319965 -5.47
245645_at  F5A9.19 unknown protein; similar to ESATMAP70-AT1G24764 -1.22 -0.29 -1.71 0.132405 0.319965 -5.47
256240_at unknown protein ; supported by cDNA: gatnudt16 AT3G12600 1.15 0.20 1.71 0.132423 0.319974 -5.47
255779_at  unknown protein similar to beta-1,3-glucPDCB3 AT1G18650 -1.35 -0.43 -1.71 0.132436 0.319974 -5.47
248861_at senescence-associated protein 5-like pr TRN2 AT5G46700 1.56 0.64 1.71 0.132476 0.320037 -5.48
263534_at putative steroid binding protein  ;supportAtMAPR2 AT2G24940 / -1.16 -0.22 -1.71 0.132525 0.320120 -5.48
247050_at At14a protein-like --- AT5G66660 1.21 0.28 1.71 0.132543 0.320131 -5.48
248939_at tyrosine-specific protein phosphatase-lik--- AT5G45790 -1.15 -0.20 -1.71 0.132578 0.320180 -5.48
250896_at putative protein  ; supported by cDNA: g--- AT5G03560 -1.22 -0.28 -1.71 0.13262 0.320180 -5.48
265205_at putative poly(A) binding protein PAB7 AT2G36660 1.14 0.18 1.71 0.132617 0.320180 -5.48
247425_at unknown protein --- AT5G62550 1.12 0.16 1.71 0.132609 0.320180 -5.48



266061_at putative translation initiation factor eIF-2--- AT2G18720 1.15 0.21 1.71 0.132651 0.320221 -5.48
261425_at  peptide transporter, putative similar to p--- AT1G18880 -1.35 -0.43 -1.71 0.13267 0.320234 -5.48
258924_at  putative diadenosine 5',5'''-P1,P4-tetrapATNUDX2 AT3G10620 -1.13 -0.18 -1.71 0.13274 0.320327 -5.48
267146_at hypothetical protein predicted by gensca--- AT2G38160 1.14 0.18 1.71 0.132751 0.320327 -5.48
250689_at putative protein similar to unknown prote--- AT5G06610 -1.42 -0.51 -1.71 0.132727 0.320327 -5.48
260712_at  protein phosphatase 2C, putative similaHAB2 AT1G17550 1.21 0.27 1.71 0.13281 0.320415 -5.48
252626_at  putative protein predicted protein, Arabi --- AT3G44940 1.19 0.25 1.71 0.132815 0.320415 -5.48
258038_at unknown protein  ;supported by full-leng--- AT3G21260 -1.27 -0.35 -1.71 0.132871 0.320515 -5.48
250163_at  putative protein various predicted prote --- AT5G15270 -1.16 -0.22 -1.71 0.132916 0.320590 -5.48
265233_s_ahypothetical protein --- AT2G07718 1.15 0.20 1.71 0.13302 0.320806 -5.48
245120_at hypothetical protein predicted by genscaHOS1 AT2G39810 -1.18 -0.24 -1.71 0.133104 0.320906 -5.48
245238_at  putative protein similarity to cytochromeACYB-2 AT4G25570 -1.18 -0.24 -1.71 0.1331 0.320906 -5.48
259684_at unknown protein --- AT1G63070 -1.14 -0.19 -1.71 0.133083 0.320906 -5.48
247611_at putative protein predicted proteins --- AT5G60710 -1.12 -0.17 -1.71 0.133175 0.321046 -5.48
265761_at putative stress protein --- AT2G01330 1.14 0.19 1.71 0.133226 0.321132 -5.48
252070_at  short-chain alcohol dehydrogenase-like --- AT3G51680 1.18 0.24 1.71 0.133255 0.321170 -5.48
254171_at  PsRT17-1 like protein PsRT17-1, Pisum--- AT4G24530 -1.12 -0.17 -1.71 0.133276 0.321187 -5.48
253907_at  putative protein dihydrokaempferol 4-re --- AT4G27250 1.20 0.27 1.71 0.133325 0.321236 -5.48
247665_at  putative protein various predicted prote --- AT5G60130 -1.12 -0.17 -1.71 0.133339 0.321236 -5.48
247929_at apospory-associated protein C --- AT5G57330 -1.18 -0.24 -1.71 0.133321 0.321236 -5.48
264820_at putative coproporphyrinogen III oxidase LIN2 AT1G03475 -1.11 -0.15 -1.71 0.133397 0.321343 -5.48
259004_at  putative protein kinase C-terminal regio --- AT3G01840 1.14 0.19 1.71 0.133539 0.321650 -5.48
261794_at hypothetical protein contains similarity to--- AT1G16060 -1.18 -0.24 -1.71 0.133648 0.321879 -5.48
261164_at hypothetical protein ;supported by full-le --- AT1G34470 -1.16 -0.21 -1.70 0.133691 0.321881 -5.48
245441_at decarboxylase like protein PSD1 AT4G16700 -1.20 -0.26 -1.70 0.13369 0.321881 -5.48
254307_at  putative protein various predicted prote --- AT4G22400 1.24 0.32 1.71 0.133687 0.321881 -5.48
262341_at  E2, ubiquitin-conjugating enzyme, putatUBC28 AT1G64230 -1.17 -0.23 -1.70 0.133748 0.321916 -5.48
253047_at Expressed protein ; supported by full-len--- AT4G37295 1.28 0.36 1.70 0.133728 0.321916 -5.48
262292_at hypothetical protein similar to hypothetic--- AT1G27595 1.16 0.21 1.70 0.133748 0.321916 -5.48
264438_at putative 60S ribosomal protein L17 simil --- AT1G27400 -1.27 -0.34 -1.70 0.133766 0.321924 -5.48
251281_at  putative protein hypothetical protein At2AGP20 AT3G61640 1.42 0.51 1.70 0.133816 0.322011 -5.48
261860_at scarecrow-like protein similar to SCARESCL5 AT1G50600 -1.18 -0.24 -1.70 0.133836 0.322025 -5.48
262411_at hypothetical protein predicted by genem--- AT1G34640 -1.16 -0.21 -1.70 0.133931 0.322220 -5.49
261243_at hypothetical protein predicted by genem--- AT1G20180 1.46 0.55 1.70 0.133998 0.322346 -5.49
263223_at  coatomer-like protein, epsilon subunit s --- AT1G30630 1.16 0.22 1.70 0.134045 0.322401 -5.49



254757_at putative protein other putative or hypoth ROPGEF9AT4G13240 1.14 0.19 1.70 0.134049 0.322401 -5.49
264611_at putative pectate lyase A11 similar to GB--- AT1G04680 1.74 0.80 1.70 0.134124 0.322443 -5.49
261183_at hypothetical protein predicted by genemEMB2756 AT1G34550 -1.18 -0.24 -1.70 0.134102 0.322443 -5.49
250944_at putative protein --- AT5G03380 1.63 0.71 1.70 0.134156 0.322443 -5.49
247141_at putative protein strong similarity to unkn --- AT5G65560 -1.23 -0.30 -1.70 0.134154 0.322443 -5.49
247976_at unknown protein --- --- 1.17 0.23 1.70 0.134165 0.322443 -5.49
255372_at putative reverse transcriptase --- --- 1.24 0.31 1.70 0.134129 0.322443 -5.49
248450_at putative protein contains similarity to unk--- AT5G51290 1.16 0.22 1.70 0.134161 0.322443 -5.49
257801_at  mitogen activated protein kinase kinaseWNK6 AT3G18750 -1.16 -0.21 -1.70 0.134251 0.322615 -5.49
252679_at  CCR4-associated factor 1-like protein C--- AT3G44260 2.01 1.01 1.70 0.134302 0.322703 -5.49
263413_at unknown protein  ;supported by full-lengBPC4 AT2G21240 -1.17 -0.22 -1.70 0.134316 0.322704 -5.49
265192_at hypothetical protein predicted by gensca--- AT1G05060 1.19 0.25 1.70 0.134379 0.322788 -5.49
260529_at putative chloroplast protein CP12  ; suppCP12-1 AT2G47400 1.12 0.16 1.70 0.134373 0.322788 -5.49
260600_at hypothetical protein predicted by genem--- AT1G55950 1.16 0.21 1.70 0.134417 0.322844 -5.49
258377_at hypothetical protein contains similarity toCNGC19 AT3G17690 1.16 0.21 1.70 0.134551 0.323131 -5.49
247294_at putative protein similar to unknown proteXRCC2 AT5G64520 1.13 0.17 1.70 0.134612 0.323246 -5.49
257102_at  endoxyloglucan transferase, putative si XTH3 AT3G25050 1.12 0.16 1.70 0.134709 0.323374 -5.49
252478_at  putative protein mitotic phosphoprotein --- AT3G46540 -1.26 -0.33 -1.70 0.134686 0.323374 -5.49
260234_at putative lipase/acylhydrolase contains P--- AT1G74460 1.20 0.27 1.70 0.134697 0.323374 -5.49
260995_at unknown protein --- AT1G12120 -1.14 -0.19 -1.70 0.1348 0.323493 -5.49
260539_at putative peroxidase --- AT2G43480 1.12 0.16 1.70 0.134788 0.323493 -5.49
249946_at  putative protein predicted proteins, Arab--- AT5G19170 1.33 0.41 1.70 0.134778 0.323493 -5.49
247573_at  anthocyanin 5-aromatic acyltransferaseAACT1 AT5G61160 -2.11 -1.08 -1.70 0.134875 0.323637 -5.49
250496_at  inorganic pyrophosphatase - like proteinAtPPa6 AT5G09650 -1.43 -0.52 -1.70 0.134894 0.323648 -5.49
267568_at hypothetical protein predicted by gensca--- AT2G30780 -1.15 -0.21 -1.70 0.135108 0.324057 -5.49
259966_at unknown protein SOB3 AT1G76500 1.16 0.21 1.70 0.135135 0.324057 -5.49
253593_at  putative protein hypothetical protein F9F--- AT4G30760 -1.16 -0.22 -1.70 0.135114 0.324057 -5.49
251208_at  putative protein amino acid selective chATOEP16-AT3G62880 -1.14 -0.19 -1.70 0.135131 0.324057 -5.49
260099_at unknown protein  ;supported by full-leng--- AT1G73180 -1.13 -0.17 -1.70 0.13512 0.324057 -5.49
254433_at  putative protein tripeptidyl-peptidase II, TPP2 AT4G20850 1.12 0.16 1.70 0.13518 0.324088 -5.49
260128_at hypothetical protein similar to Yml014wp--- AT1G36310 -1.16 -0.21 -1.70 0.135185 0.324088 -5.49
266376_at putative endoxyloglucan glycosyltransfe --- AT2G14620 1.19 0.25 1.70 0.135191 0.324088 -5.49
254089_at  putative protein apoptosis gene MA3, S--- AT4G24800 -1.15 -0.20 -1.70 0.135275 0.324174 -5.49
265418_at AP2 domain transcription factor --- AT2G20880 1.65 0.72 1.70 0.135283 0.324174 -5.49
248567_at putative protein contains similarity to elic--- AT5G49750 1.13 0.18 1.70 0.135283 0.324174 -5.49



267021_at hypothetical protein predicted by genefin--- AT2G39300 1.12 0.16 1.70 0.135245 0.324174 -5.49
266629_at putative serpin --- AT2G35590 1.14 0.19 1.70 0.135343 0.324283 -5.50
257323_at hypothetical protein --- AT2G07698 -1.44 -0.53 -1.70 0.135394 0.324370 -5.50
248586_at putative protein similar to unknown prote--- AT5G49610 -1.15 -0.20 -1.70 0.13545 0.324471 -5.50
257864_at hypothetical protein predicted by genem--- AT3G17740 -1.21 -0.28 -1.70 0.135476 0.324498 -5.50
259561_at hypothetical protein ; supported by cDNAWAK1 AT1G21250 2.11 1.08 1.70 0.13549 0.324498 -5.50
256173_at unknown protein --- AT1G51730 -1.12 -0.17 -1.69 0.135625 0.324787 -5.50
264674_at Expressed protein ; supported by full-lenPOLD4 AT1G09815 1.16 0.21 1.69 0.135684 0.324895 -5.50
262627_at hypothetical protein --- AT1G06580 -1.16 -0.21 -1.69 0.135709 0.324920 -5.50
262417_at hypothetical protein similar to hypotheticATSIRB AT1G50170 -1.11 -0.15 -1.69 0.135814 0.325138 -5.50
259842_at  phosphoethanolamine N-methyltransferCPuORF32AT1G73600 / -2.69 -1.43 -1.69 0.135847 0.325183 -5.50
262985_s_a60s ribosomal protein l27a. similar to 60 RPL27AB AT1G23290 / -1.26 -0.33 -1.69 0.135883 0.325236 -5.50
252317_at  putative protein hypersensitivity-related --- AT3G48720 1.67 0.74 1.69 0.135969 0.325408 -5.50
259035_at hypothetical protein predicted by genefin--- AT3G09430 1.13 0.17 1.69 0.135984 0.325410 -5.50
267398_at putative glucanase AtGH9B11AT2G44560 1.16 0.22 1.69 0.136068 0.325538 -5.50
250338_at putative protein  ; supported by cDNA: g--- AT5G11760 -1.13 -0.17 -1.69 0.136081 0.325538 -5.50
253833_at  putative calcium binding protein taipoxin--- AT4G27790 1.25 0.32 1.69 0.136057 0.325538 -5.50
257512_at unknown protein --- AT1G35250 1.13 0.17 1.69 0.13613 0.325621 -5.50
246356_x_a hypothetical protein, 5' partial  --- --- 1.13 0.17 1.69 0.136215 0.325790 -5.50
256674_at unknown protein ;supported by full-lengt --- AT3G52360 1.23 0.30 1.69 0.136239 0.325813 -5.50
255618_at hypothetical protein --- AT4G01340 1.11 0.15 1.69 0.136263 0.325837 -5.50
261367_at  protein kinase, putative similar to many --- AT1G53080 2.06 1.05 1.69 0.136306 0.325905 -5.50
254922_at RING-H2 finger protein RHA1a -like protRHA1A AT4G11370 2.21 1.15 1.69 0.136343 0.325938 -5.50
259475_at unknown protein ;supported by full-lengt --- AT1G19140 -1.26 -0.33 -1.69 0.136348 0.325938 -5.50
254051_at putative protein other Arabidopsis putati --- AT4G25270 -1.14 -0.19 -1.69 0.136378 0.325945 -5.50
246828_at  putative protein hypothetical protein, Pla--- --- -1.14 -0.19 -1.69 0.13638 0.325945 -5.50
247548_at  putative protein various predicted prote --- AT5G61400 -1.20 -0.26 -1.69 0.136478 0.326077 -5.50
256387_at hypothetical protein --- AT3G06170 -1.19 -0.25 -1.69 0.136469 0.326077 -5.50
250203_at alpha-mannosidase --- AT5G13980 -1.24 -0.31 -1.69 0.136476 0.326077 -5.50
256417_s_a omega-3 fatty acid desaturase, chlorop FAD7 AT3G11170 / -1.27 -0.35 -1.69 0.136528 0.326095 -5.50
245611_at hypothetical protein --- AT4G14390 1.22 0.29 1.69 0.136502 0.326095 -5.50
263803_at hypothetical protein predicted by gensca--- AT2G40440 1.13 0.18 1.69 0.136514 0.326095 -5.50
245121_at 60S ribosomal protein L7A  ;supported b--- AT2G47610 -1.30 -0.38 -1.69 0.136596 0.326154 -5.50
256308_s_a ABC transporter, putative contains PfamATMRP13 AT1G30410 / 1.26 0.33 1.69 0.136595 0.326154 -5.50
262617_at unknown protein POR C AT1G03630 / -1.14 -0.18 -1.69 0.136589 0.326154 -5.50



258698_at unknown protein --- AT3G09690 1.16 0.22 1.69 0.136614 0.326164 -5.50
258315_at Expressed protein ; supported by full-len--- AT3G16175 -1.16 -0.21 -1.69 0.136712 0.326346 -5.50
246278_at tubulin-like protein --- AT4G37190 -1.34 -0.42 -1.69 0.136719 0.326346 -5.50
260538_at 60S ribosomal protein L38 --- AT2G43460 -1.23 -0.30 -1.69 0.136814 0.326539 -5.51
263278_at dynamin-like protein DRP3B AT2G14120 -1.16 -0.22 -1.69 0.136923 0.326731 -5.51
267194_s_aputative ARP2/3 protein complex subun ARPC1A AT2G30910 / -1.15 -0.20 -1.69 0.136917 0.326731 -5.51
248655_at 60S ribosomal protein L13a  ;supported --- AT5G48760 -1.21 -0.27 -1.69 0.136938 0.326732 -5.51
247286_at 2-oxoglutarate/malate translocator  ; supDiT2.2 AT5G64280 -1.15 -0.20 -1.69 0.136976 0.326788 -5.51
259224_at putative thymidine kinase similar to thym--- AT3G07800 1.20 0.27 1.69 0.137018 0.326855 -5.51
263893_at putative WRKY-type DNA binding protei WRKY59 AT2G21900 1.20 0.26 1.69 0.137063 0.326904 -5.51
266996_at putative cytochrome P450  ;supported b CYP710A2AT2G34490 -2.17 -1.12 -1.69 0.137067 0.326904 -5.51
266686_at hypothetical protein --- AT2G19700 1.15 0.20 1.69 0.137114 0.326981 -5.51
245459_at hypothetical protein --- --- -1.23 -0.30 -1.69 0.137147 0.327025 -5.51
246773_at  protein kinase-like protein MAP3Ka ME --- AT5G27510 1.21 0.27 1.69 0.137162 0.327026 -5.51
246442_at hypothetical protein  ;supported by full-le--- AT5G17610 -1.13 -0.17 -1.69 0.137184 0.327046 -5.51
262109_at hypothetical protein similar to cellulose sATCSLD5 AT1G02730 1.30 0.37 1.69 0.137203 0.327057 -5.51
249931_at putative protein similar to unknown proteQQT1 AT5G22370 -1.21 -0.28 -1.69 0.13722 0.327064 -5.51
261898_at hypothetical protein predicted by genem--- AT1G80720 -1.32 -0.40 -1.69 0.137275 0.327125 -5.51
254273_at  glycoprotein endopeptidase - like protei --- AT4G22720 -1.22 -0.29 -1.69 0.137267 0.327125 -5.51
254491_at putative protein hypothetical protein Ara --- AT4G20300 1.21 0.27 1.69 0.137329 0.327220 -5.51
266973_at hypothetical protein predicted by grail --- AT2G39620 -1.16 -0.21 -1.69 0.137365 0.327271 -5.51
265713_at putative integral membrane protein UPS2 AT2G03530 1.49 0.57 1.69 0.137391 0.327299 -5.51
265831_at unknown protein --- AT2G14460 -1.35 -0.44 -1.69 0.137502 0.327530 -5.51
251668_at putative protein strictosidine synthase (E--- AT3G57010 1.35 0.43 1.69 0.137537 0.327579 -5.51
256899_at  putative kinase-like protein TMKL1 precTMKL1 AT3G24660 -1.15 -0.20 -1.68 0.137632 0.327770 -5.51
263099_at putative non-LTR retroelement reverse t --- --- 1.19 0.26 1.68 0.137675 0.327794 -5.51
266316_at unknown protein  ; supported by cDNA: --- AT2G27080 1.94 0.95 1.68 0.137691 0.327794 -5.51
246649_at  putative protein predicted proteins, Arab--- --- 1.13 0.18 1.68 0.137699 0.327794 -5.51
252346_at hypothetical protein --- AT3G48650 1.12 0.16 1.68 0.137688 0.327794 -5.51
256269_at transcription factor HBP-1B-like nearly idTGA6 AT3G12250 -1.13 -0.18 -1.68 0.137778 0.327946 -5.51
255666_at putative protein  ;supported by full-length--- AT4G00390 1.17 0.23 1.68 0.137793 0.327949 -5.51
263891_at putative glucan synthase GSL8 AT2G36850 -1.13 -0.18 -1.68 0.137832 0.328008 -5.51
253027_at  putative protein leaf protein (PnC401) -P--- AT4G38150 -1.25 -0.32 -1.68 0.137862 0.328043 -5.51
247627_at cysteine proteinase AALP identical to AAAALP AT5G60360 1.12 0.17 1.68 0.137972 0.328210 -5.51
248126_at protein translation factor Sui1 homolog (ROC5 AT4G34870 / -1.11 -0.15 -1.68 0.137975 0.328210 -5.51



257850_at putative protein kinase leucine-rich repe SRF4 AT3G13065 -1.13 -0.18 -1.68 0.137974 0.328210 -5.51
246911_at transcription factor TINY tny AT5G25810 1.39 0.48 1.68 0.138055 0.328333 -5.51
265462_at putative vetispiradiene synthase --- AT2G37140 1.15 0.21 1.68 0.138053 0.328333 -5.51
248649_at putative protein contains similarity to twoAPRR4 AT5G49240 1.16 0.21 1.68 0.13815 0.328524 -5.51
265325_at putative integral membrane protein --- AT2G18240 1.19 0.25 1.68 0.138202 0.328614 -5.51
262851_at putative RNA helicase Contains DEAD-b--- AT1G20920 -1.17 -0.22 -1.68 0.138333 0.328890 -5.52
250988_at  putative protein thyroid receptor interac UPL4 AT5G02880 1.12 0.16 1.68 0.138361 0.328903 -5.52
257689_at  myb-related protein, putative myb-relateAtMYB10 AT3G12820 1.15 0.20 1.68 0.138367 0.328903 -5.52
259122_at  unknown protein similar to putative phytCOBL1 AT3G02210 1.17 0.23 1.68 0.138414 0.328979 -5.52
248944_at putative protein similar to unknown prote--- AT5G45500 1.19 0.25 1.68 0.138432 0.328990 -5.52
252420_at putative protein several hypothetical pro --- AT3G47530 -1.23 -0.29 -1.68 0.138489 0.329083 -5.52
263398_at putative RAS superfamily GTP-binding pAtRABA5dAT2G31680 1.15 0.20 1.68 0.138501 0.329083 -5.52
246747_at  ribosomal protein S21 - like ribosomal p--- AT5G27700 -1.22 -0.28 -1.68 0.138659 0.329426 -5.52
260348_at  PPR-repeat protein, putative contains P--- AT1G69350 -1.21 -0.27 -1.68 0.13871 0.329478 -5.52
261741_at  transcription factor, putative similar to trATE2F2 AT1G47870 1.15 0.20 1.68 0.138709 0.329478 -5.52
262290_at Expressed protein ; supported by full-len--- AT1G70985 -1.22 -0.29 -1.68 0.138784 0.329618 -5.52
252080_at  putative protein polyphosphoinositide b --- AT3G51670 -1.26 -0.33 -1.68 0.138874 0.329800 -5.52
249036_at  nuclear cap-binding protein; CBP20 (gbCBP20 AT5G44200 -1.17 -0.22 -1.68 0.138902 0.329831 -5.52
254258_at hypothetical protein TET5 AT4G23410 -1.17 -0.23 -1.68 0.138925 0.329851 -5.52
263579_at hypothetical protein similar to hypothetic--- AT2G17030 -1.20 -0.26 -1.68 0.138955 0.329889 -5.52
263233_at hypothetical protein similar to Na/H antip--- AT1G05577 1.12 0.16 1.68 0.139034 0.330042 -5.52
254878_at  heat shock transcription factor - like proAT-HSFB2AT4G11660 -1.26 -0.34 -1.68 0.139109 0.330049 -5.52
265112_at hypothetical protein predicted by gensca--- AT1G62530 1.11 0.15 1.68 0.13911 0.330049 -5.52
255327_at putative malonyl-CoA decarboxylase --- AT4G04320 1.12 0.16 1.68 0.139084 0.330049 -5.52
259066_at hypothetical protein predicted by genefin--- AT3G07530 -1.20 -0.27 -1.68 0.139085 0.330049 -5.52
259214_at Expressed protein ; supported by full-len--- AT3G09085 1.15 0.20 1.68 0.139093 0.330049 -5.52
262619_at  3-hydroxyisobutyryl-coenzyme A hydrol --- AT1G06550 1.51 0.60 1.68 0.139179 0.330179 -5.52
245122_at putative dimethyladenosine transferase --- AT2G47420 -1.16 -0.21 -1.68 0.139203 0.330189 -5.52
261318_at Expressed protein ; supported by full-len--- AT1G53035 -1.77 -0.82 -1.68 0.139212 0.330189 -5.52
267129_at curly leaf protein (polycomb-group) iden CLF AT2G23380 1.13 0.18 1.68 0.139265 0.330264 -5.52
245499_at membrane transporter like protein INT4 AT4G16480 1.13 0.18 1.68 0.139273 0.330264 -5.52
263217_at  putative reticuline oxidase-like protein s --- AT1G30740 1.13 0.17 1.68 0.139299 0.330292 -5.52
247625_at  zinc finger protein - like dof6 zinc finger --- AT5G60200 1.20 0.26 1.68 0.139327 0.330325 -5.52
258922_at putative 40S ribosomal protein S17 simi --- AT3G10610 -1.41 -0.49 -1.68 0.139377 0.330409 -5.52
260377_at unknown protein --- AT1G73930 1.11 0.16 1.68 0.139468 0.330590 -5.52



261220_at ER lumen protein-retaining receptor sim --- AT1G19970 1.36 0.45 1.68 0.1395 0.330598 -5.52
254832_at  pEARLI 1-like protein Arabidopsis thalia--- AT4G12490 2.22 1.15 1.68 0.139517 0.330598 -5.52
245998_at sucrose-UDP glucosyltransferase SUS1 AT5G20830 1.31 0.39 1.68 0.13953 0.330598 -5.52
255853_at hypothetical protein predicted by gensca--- AT1G67020 -1.12 -0.17 -1.68 0.139513 0.330598 -5.52
259364_at DNA-binding protein RAV1 identical to RRAV1 AT1G13260 1.17 0.22 1.67 0.139685 0.330933 -5.52
264436_at  putative glutathione S-transferase TSI-1ERD9 AT1G10370 1.65 0.72 1.67 0.139723 0.330988 -5.52
264922_s_a U2 snRNP auxiliary factor, large subuni --- AT1G60830 / -1.12 -0.16 -1.67 0.13976 0.331040 -5.53
252643_at  acidic ribosomal protein P2 -like acidic r--- AT3G44590 -1.38 -0.47 -1.67 0.139801 0.331104 -5.53
267075_at putative bZIP transcription factor containEEL AT2G41070 1.12 0.17 1.67 0.139834 0.331146 -5.53
260796_at  glutathione transferase, putative similar ATGSTU2 AT1G78360 1.19 0.25 1.67 0.139875 0.331210 -5.53
254404_at hypothetical protein B70 AT4G21340 1.11 0.15 1.67 0.139917 0.331276 -5.53
266355_at hypothetical protein predicted by gensca--- AT2G01400 -1.30 -0.38 -1.67 0.139936 0.331287 -5.53
262810_at putative salt-inducible protein similar to G--- AT1G11710 -1.23 -0.30 -1.67 0.139997 0.331362 -5.53
258335_at unknown protein --- AT3G16020 -1.12 -0.16 -1.67 0.139987 0.331362 -5.53
264285_at  symbiosis-related protein, putative similATG8C AT1G62040 -1.16 -0.21 -1.67 0.140015 0.331370 -5.53
250053_at  potassium-dependent sodium-calcium e--- AT5G17850 1.17 0.23 1.67 0.140076 0.331480 -5.53
251457_s_a multi resistance protein homolog multi r ATMRP9 AT3G60160 / -1.14 -0.19 -1.67 0.140147 0.331613 -5.53
256053_at  UDP-glucose glucosyltransferase, putatUGT71C3 AT1G07260 -1.50 -0.59 -1.67 0.140226 0.331766 -5.53
259052_at unknown protein PEX19-1 AT3G03490 1.14 0.18 1.67 0.140282 0.331863 -5.53
256823_at hypothetical protein predicted by gensca--- AT3G22220 -1.16 -0.22 -1.67 0.14037 0.332038 -5.53
267060_at unknown protein  ; supported by full-leng--- AT2G32580 -1.23 -0.30 -1.67 0.140421 0.332105 -5.53
246062_at  putative protein VAC8 protein, Saccharo--- AT5G19330 1.13 0.18 1.67 0.140427 0.332105 -5.53
258705_at hypothetical protein predicted by genefin--- AT3G09470 -1.15 -0.20 -1.67 0.14047 0.332172 -5.53
258023_at cinnamyl alcohol dehydrogenase identicATCAD4 AT3G19450 -1.40 -0.48 -1.67 0.140532 0.332191 -5.53
260777_at  mitochondrial carrier protein, putative si --- AT1G14560 -1.15 -0.20 -1.67 0.140496 0.332191 -5.53
259483_at hypothetical protein predicted by genem--- AT1G43980 -1.13 -0.18 -1.67 0.140521 0.332191 -5.53
264244_at  pantothenate kinase, putative similar to ATPANK1 AT1G60440 1.14 0.19 1.67 0.140537 0.332191 -5.53
267080_at unknown protein  ; supported by cDNA: --- AT2G41190 1.41 0.50 1.67 0.140588 0.332279 -5.53
248958_at unknown protein  ; supported by full-leng--- AT5G45590 -1.21 -0.27 -1.67 0.140634 0.332283 -5.53
258625_at hypothetical protein predicted by genemPDLP4 AT3G04370 1.14 0.19 1.67 0.140609 0.332283 -5.53
252531_at actin 12 ACT12 AT3G46520 -1.13 -0.18 -1.67 0.140627 0.332283 -5.53
246957_at unknown protein --- AT5G24670 1.11 0.15 1.67 0.140661 0.332313 -5.53
250315_at putative protein contains similarity to tra PDE149 AT5G12130 -1.28 -0.36 -1.67 0.140679 0.332319 -5.53
264092_at  photosystem II polypeptide, putative simPSBR AT1G79040 / -1.13 -0.17 -1.67 0.140719 0.332380 -5.53
253081_at  putative protein F35D11.3, Caenorhabd--- AT4G36210 1.18 0.24 1.67 0.140733 0.332380 -5.53



246133_at aldehyde oxidase AAO1  ; supported by AAO1 AT5G20960 1.48 0.57 1.67 0.140769 0.332430 -5.53
246871_at  extensin - like protein pAP8 protein, Nic--- AT5G26070 1.12 0.16 1.67 0.140823 0.332503 -5.53
263595_at putative purple acid phosphatase contai PAP8 AT2G01890 3.57 1.83 1.67 0.140829 0.332503 -5.53
263299_s_ahypothetical protein predicted by gensca--- AT2G11570 -1.14 -0.18 -1.67 0.140848 0.332512 -5.53
261530_at unknown protein contains Pfam profile: P--- AT1G63460 1.19 0.25 1.67 0.140863 0.332515 -5.53
252129_at  putative protein hypothetical protein T8KAtHB28 AT3G50890 1.16 0.21 1.67 0.140897 0.332560 -5.53
248629_at mitochondrial carrier protein-like --- AT5G48970 1.20 0.26 1.67 0.140949 0.332648 -5.53
254121_at  putative protein putative protein F6I18_ --- AT4G24760 -1.27 -0.35 -1.67 0.141062 0.332845 -5.53
255330_s_aputative polyprotein --- --- 1.11 0.16 1.67 0.141059 0.332845 -5.53
264757_at  receptor protein kinase (IRK1), putative --- AT1G61360 1.78 0.83 1.67 0.141092 0.332882 -5.53
247935_at 30S ribosomal protein S16  ; supported --- AT5G56940 -1.20 -0.26 -1.67 0.141153 0.332993 -5.53
247623_at  receptor-like protein kinase receptor-like--- AT5G60320 1.13 0.18 1.67 0.141169 0.332995 -5.53
250672_at DnaJ homologue (gb|AAB91418.1|)  ; suATJ6 AT5G06910 -1.11 -0.15 -1.67 0.141201 0.333037 -5.53
252507_at  putative protein predicted protein, Sacc aTNUDT9 AT3G46200 -1.22 -0.29 -1.67 0.141278 0.333148 -5.54
265010_at  T-complex chaperonin protein , epsilon --- AT1G24510 -1.22 -0.29 -1.67 0.141271 0.333148 -5.54
256628_at  membrane import protein, putative simi TOM40 AT3G20000 -1.24 -0.31 -1.67 0.141311 0.333183 -5.54
266910_at unknown protein --- AT2G45920 1.37 0.46 1.67 0.141322 0.333183 -5.54
254741_s_a putative disease resistance protein Hcr9AtRLP49 AT4G13900 / -1.12 -0.16 -1.67 0.141362 0.333244 -5.54
249981_at  putative protein predicted proteins, Arab--- AT5G18510 1.18 0.24 1.67 0.141377 0.333245 -5.54
249652_at putative protein hypothetical proteins - A--- AT5G37070 1.18 0.24 1.67 0.141434 0.333344 -5.54
256112_at  guanine nucleotide regulatory protein, pATRABA1BAT1G16920 1.46 0.55 1.67 0.141478 0.333344 -5.54
255284_at 5-adenylylsulfate reductase  ;supported 01-אפר AT4G04610 -1.56 -0.64 -1.67 0.141473 0.333344 -5.54
264903_at  putative phosphoglucomutase similar to--- AT1G23190 1.16 0.22 1.67 0.141457 0.333344 -5.54
260530_at putative peptidyl-prolyl cis-trans isomera--- AT2G47320 -1.12 -0.17 -1.67 0.141496 0.333354 -5.54
265927_at hypothetical protein --- AT2G18590 1.17 0.23 1.67 0.141517 0.333367 -5.54
255277_at putative homeotic protein  ; supported byPDF2 AT4G04890 1.20 0.26 1.66 0.141618 0.333572 -5.54
259110_at unknown protein --- AT3G05570 -1.21 -0.27 -1.66 0.141671 0.333628 -5.54
248042_at putative protein similar to unknown prote--- AT5G55960 -1.18 -0.24 -1.66 0.141669 0.333628 -5.54
250127_at putative protein similar to unknown prote--- AT5G16380 -1.18 -0.24 -1.66 0.14173 0.333733 -5.54
254667_at  glycine-rich cell wall protein-like glycine --- AT4G18280 1.30 0.38 1.66 0.141804 0.333837 -5.54
251523_at putative protein several hypothetical pro --- AT3G58975 -1.14 -0.19 -1.66 0.141799 0.333837 -5.54
253555_at  putative protein predicted proetein, Arab--- AT4G31080 -1.21 -0.28 -1.66 0.14186 0.333934 -5.54
259291_at unknown protein similar to unknown pro --- AT3G11550 1.17 0.23 1.66 0.141889 0.333970 -5.54
264841_at  putative protein kinase similar to (Z7170--- AT1G03740 1.35 0.44 1.66 0.141941 0.334057 -5.54
258187_at  HSC70-interacting protein, putative sim ATTDX AT3G17880 -1.14 -0.19 -1.66 0.141963 0.334073 -5.54



264172_at unknown protein VAD1 AT1G02120 1.22 0.29 1.66 0.142002 0.334130 -5.54
248024_at putative protein contains similarity to sal --- AT5G55840 -1.18 -0.24 -1.66 0.14202 0.334139 -5.54
265606_s_aputative non-LTR retroelement reverse t --- AT3G09510 1.13 0.18 1.66 0.142048 0.334161 -5.54
257989_at unknown protein ; supported by cDNA: gVPS9A AT3G19770 1.15 0.20 1.66 0.142073 0.334161 -5.54
250772_at putative protein contains similarity to pep--- AT5G05420 -1.23 -0.30 -1.66 0.142074 0.334161 -5.54
264773_at putative disease resistance response pr --- AT1G22900 1.45 0.54 1.66 0.142127 0.334184 -5.54
246897_at  putative protein predicted proteins, Arab--- AT5G25560 1.17 0.23 1.66 0.142126 0.334184 -5.54
247142_at putative protein strong similarity to unkn --- AT5G65570 -1.15 -0.20 -1.66 0.142117 0.334184 -5.54
259426_at hypothetical protein contains similarity toLEA14 AT1G01470 1.16 0.21 1.66 0.142156 0.334217 -5.54
246780_at seryl-tRNA synthetase  ; supported by c --- AT5G27470 -1.15 -0.20 -1.66 0.142182 0.334243 -5.54
259073_at  unknown protein contains zinc finger mo--- AT3G02290 1.28 0.36 1.66 0.142363 0.334634 -5.54
254657_s_a putative protein W15DMY32F, W25DMY--- AT4G18210 / 1.30 0.38 1.66 0.142416 0.334725 -5.54
248417_at unknown protein --- AT5G51650 1.11 0.15 1.66 0.142432 0.334729 -5.54
255273_at  putative protein various predicted prote --- --- 1.12 0.16 1.66 0.142454 0.334745 -5.54
245813_at hypothetical protein contains similarity to--- AT1G49920 1.20 0.27 1.66 0.142473 0.334755 -5.54
256078_at hypothetical protein predicted by genem--- AT1G20670 1.15 0.20 1.66 0.142497 0.334778 -5.54
265953_at unknown protein --- AT2G37478 / -1.13 -0.18 -1.66 0.142537 0.334802 -5.54
252342_at  endo-polygalacturonase - like protein en--- AT3G48950 1.10 0.14 1.66 0.142535 0.334802 -5.54
262533_at hypothetical protein Pfam --- AT1G17090 -1.15 -0.20 -1.66 0.142613 0.334938 -5.54
265901_at putative selenium-binding protein --- AT2G25580 -1.17 -0.22 -1.66 0.142624 0.334938 -5.54
255997_s_a photosystem II type I  chlorophyll a /b b CAB3 AT1G29910 / -1.22 -0.29 -1.66 0.142665 0.334966 -5.54
245838_at  disease resistance protein, putative sim--- AT1G58410 1.14 0.19 1.66 0.142662 0.334966 -5.54
246611_at  putative protein predicted proteins, ArabMBD02 AT5G35330 -1.26 -0.34 -1.66 0.142732 0.335084 -5.54
251512_at putative protein several hypothetical pro --- AT3G59190 -1.14 -0.18 -1.66 0.142745 0.335084 -5.54
250399_at  putative protein predicted proteins, Arab--- AT5G10750 -1.19 -0.25 -1.66 0.142948 0.335527 -5.55
258710_s_aputative coatomer zeta subunit (zeta-coa--- AT3G09800 / -1.13 -0.17 -1.66 0.142982 0.335571 -5.55
250480_at  protein serine/threonine kinase-like prot--- AT5G10290 -1.41 -0.50 -1.66 0.143053 0.335635 -5.55
251328_at  putative protein putative protein At2g46 ATPOB1 AT3G61600 1.12 0.16 1.66 0.143043 0.335635 -5.55
249588_at  protein kinase - like protein Pto kinase i --- AT5G37790 -1.20 -0.26 -1.66 0.143029 0.335635 -5.55
253777_at SOF1 protein-like protein SOF1 (involve--- AT4G28450 -1.39 -0.48 -1.66 0.143164 0.335834 -5.55
263163_at  fructokinase, putative predicted by geneFZL AT1G03160 -1.33 -0.42 -1.66 0.143168 0.335834 -5.55
258391_at hypothetical protein predicted by gensca--- AT3G15420 -1.23 -0.30 -1.66 0.143189 0.335850 -5.55
245672_at  polygalacturonase, putative similar to po--- AT1G56710 -1.19 -0.26 -1.66 0.143306 0.336089 -5.55
249440_at  protein kinase -like protein probable pro--- AT5G40030 1.13 0.18 1.66 0.143377 0.336221 -5.55
252363_at  lipase - like protein lipase Arab-1, Arabi --- AT3G48460 -1.50 -0.59 -1.66 0.143401 0.336243 -5.55



260069_at unknown protein --- AT1G73820 -1.13 -0.18 -1.66 0.143508 0.336424 -5.55
265203_at unknown protein --- AT2G36630 1.17 0.23 1.66 0.143506 0.336424 -5.55
254326_at  putative protein AIR1, Arabidopsis thalia--- AT4G22610 1.15 0.20 1.66 0.143528 0.336438 -5.55
261023_at unknown protein similar to unknown pro --- AT1G12200 1.17 0.23 1.66 0.143566 0.336457 -5.55
250653_at putative protein strong similarity to unkn --- AT5G06930 1.36 0.45 1.66 0.143559 0.336457 -5.55
266462_at unknown protein  ; supported by cDNA: --- AT2G47770 1.48 0.57 1.66 0.143613 0.336533 -5.55
255973_at hypothetical protein predicted by gensca--- AT3G32400 -1.11 -0.15 -1.65 0.143819 0.336981 -5.55
263646_at Ac-like transposase related to Ac/Ds tra --- --- -1.11 -0.15 -1.65 0.143839 0.336994 -5.55
260200_at unknown protein  ; supported by full-leng--- AT1G67620 -1.15 -0.20 -1.65 0.143877 0.337048 -5.55
258458_at Expressed protein ; supported by cDNA --- AT3G22435 -1.22 -0.29 -1.65 0.143985 0.337163 -5.55
250325_s_aputative protein contains similarity to S1 --- AT5G12060 / 1.12 0.16 1.65 0.143951 0.337163 -5.55
266015_at putative carbonyl reductase --- AT2G24190 -1.16 -0.21 -1.65 0.143985 0.337163 -5.55
266090_at unknown protein --- AT2G38000 -1.17 -0.23 -1.65 0.143962 0.337163 -5.55
267219_at putative transport protein  ;supported by --- AT2G02590 -1.20 -0.26 -1.65 0.144015 0.337183 -5.55
264583_at putative AVR9 elicitor response protein s--- AT1G05170 1.18 0.24 1.65 0.144045 0.337183 -5.55
246763_at NHE1 Na+/H+ exchanger  ; supported bNHX1 AT5G27150 1.25 0.32 1.65 0.144053 0.337183 -5.55
255092_s_aputative protein various predicted protein--- --- 1.13 0.18 1.65 0.144038 0.337183 -5.55
253243_at putative protein --- AT4G34560 -1.67 -0.74 -1.65 0.144118 0.337301 -5.55
246955_at calcium-dependent protein kinase  ; sup CPK1 AT5G04870 1.38 0.46 1.65 0.14415 0.337340 -5.55
257834_at  alpha-mannosidase, putative similar to --- AT3G26720 -1.11 -0.15 -1.65 0.144203 0.337429 -5.55
261401_at  kinase, putative similar to Ste-20 related--- AT1G79640 1.19 0.25 1.65 0.144286 0.337590 -5.55
261834_at  polygalacturonase PG1, putative simila --- AT1G10640 1.12 0.17 1.65 0.144323 0.337642 -5.56
256241_at  nascent polypeptide associated comple--- AT3G12390 -1.27 -0.35 -1.65 0.144344 0.337656 -5.56
251318_at putative protein putative protein At2g461GDAP1 AT3G61570 1.13 0.17 1.65 0.144376 0.337697 -5.56
257843_at  hypothetical protein predicted by genem--- --- 1.12 0.16 1.65 0.144429 0.337750 -5.56
253469_at  putative protein gene C42D8.3, Caenor ATPANK2 AT4G32180 -1.14 -0.19 -1.65 0.14442 0.337750 -5.56
245479_at extensin like protein --- AT4G16140 1.15 0.20 1.65 0.144566 0.337933 -5.56
250991_at metallothionein 2b  ; supported by full-le MT2B AT5G02380 1.15 0.21 1.65 0.14456 0.337933 -5.56
251659_at hypothetical protein  ;supported by full-leBIGYIN AT3G57090 1.15 0.20 1.65 0.14453 0.337933 -5.56
250377_at  putative protein predicted proteins, Hom--- AT5G11560 1.19 0.25 1.65 0.144541 0.337933 -5.56
264500_at hypothetical protein predicted by genefin--- AT1G09370 1.11 0.15 1.65 0.144605 0.337988 -5.56
245680_at hypothetical protein contains similarity to--- AT1G56570 -1.14 -0.18 -1.65 0.144649 0.338057 -5.56
260936_at hypothetical protein predicted by genem--- AT1G45150 1.15 0.20 1.65 0.144696 0.338133 -5.56
251090_at  putative protein ACR1-protein - Saccha --- AT5G01340 1.47 0.56 1.65 0.144713 0.338135 -5.56
254874_at  putative protein beta-phosphoglucomuta--- AT4G11570 -1.19 -0.25 -1.65 0.144741 0.338135 -5.56



248580_at chloride channel (emb|CAA70310.1) CLC-C AT5G49890 1.19 0.25 1.65 0.144734 0.338135 -5.56
259612_at  60S ribosomal protein L37, putative sim--- AT1G52300 -1.31 -0.39 -1.65 0.144777 0.338183 -5.56
250259_at putative protein similar to unknown prote--- AT5G13800 1.20 0.26 1.65 0.144807 0.338220 -5.56
252627_at putative protein --- AT3G44950 -1.16 -0.22 -1.65 0.144834 0.338248 -5.56
254788_at putative protein other predicted proteins --- AT4G12790 1.12 0.17 1.65 0.144905 0.338309 -5.56
262448_at  En/Spm-like transposon protein, putativ --- AT1G49450 1.14 0.19 1.65 0.144885 0.338309 -5.56
246832_at  putative protein isopenicillin N epimeras--- AT5G26600 1.16 0.22 1.65 0.144899 0.338309 -5.56
265477_at hypothetical protein predicted by genscaGAUT2 AT2G46480 1.15 0.20 1.65 0.145009 0.338518 -5.56
248882_at cullin ;supported by full-length cDNA: CeCUL4 AT5G46210 -1.12 -0.16 -1.65 0.145087 0.338665 -5.56
263034_at pollen allergen-like protein similar to majMLP423 AT1G24020 1.30 0.38 1.65 0.145151 0.338675 -5.56
267507_at putative ribosomal protein S27  ;support --- AT2G45710 -1.22 -0.29 -1.65 0.145138 0.338675 -5.56
258567_at apyrase (Atapy1) identical to apyrase (AATAPY1 AT3G04080 1.18 0.24 1.65 0.145149 0.338675 -5.56
249698_at unknown protein MIS12 AT5G35520 -1.21 -0.27 -1.65 0.145136 0.338675 -5.56
260613_at unknown protein --- AT1G53380 -1.15 -0.20 -1.65 0.145171 0.338687 -5.56
252426_at  putative protein proline transport helper --- AT3G47630 -1.17 -0.22 -1.65 0.145208 0.338688 -5.56
255837_at unknown protein RIC1 AT2G33460 1.14 0.19 1.65 0.145215 0.338688 -5.56
246752_at  putative protein predicted proteins, Arab--- AT5G27890 1.15 0.20 1.65 0.145222 0.338688 -5.56
256902_s_a HAPp48,5 protein identical to HAPp48,5--- AT3G23910 / -1.23 -0.29 -1.65 0.14523 0.338688 -5.56
262468_at  alanine--tRNA ligase, putative similar toALATS AT1G50200 -1.20 -0.26 -1.65 0.145322 0.338867 -5.56
249319_s_aputative protein similar to unknown prote--- AT5G40880 / 1.16 0.22 1.65 0.145368 0.338938 -5.56
256933_at unknown protein contains Pfam profile:P--- AT3G22600 2.65 1.40 1.65 0.145432 0.339054 -5.56
249400_at  putative protein MtN24 gene, Medicago--- AT5G40300 -1.18 -0.24 -1.65 0.145484 0.339140 -5.56
251604_at  putative protein 60S RIBOSOMAL PRO--- AT3G57820 1.12 0.16 1.65 0.145533 0.339221 -5.56
254560_at  kinase-like protein protein kinase rck, M--- AT4G19110 / 1.11 0.15 1.65 0.145583 0.339302 -5.56
264167_at unknown protein Location of EST gb|N9 --- AT1G02060 -1.20 -0.26 -1.65 0.145611 0.339334 -5.56
259582_at hypothetical protein --- AT1G28060 -1.17 -0.23 -1.65 0.14565 0.339388 -5.56
264296_at  protein transport protein sec61 alpha su--- AT1G78720 1.23 0.29 1.64 0.145703 0.339477 -5.56
250505_at cellulose synthase catalytic subunit CESA5 AT5G09870 1.21 0.27 1.64 0.145731 0.339507 -5.56
260929_at  transcription factor TFIID, putative simil TAF13 AT1G02680 -1.21 -0.28 -1.64 0.145829 0.339534 -5.56
253240_at  putative ketoacyl-CoA synthase fatty acKCS17 AT4G34510 1.12 0.16 1.64 0.145809 0.339534 -5.56
257701_at unknown protein contains similarity to 3---- AT3G12710 1.72 0.78 1.64 0.145831 0.339534 -5.56
259538_at putative serine/threonine kinase ; suppo --- AT1G12310 1.17 0.23 1.64 0.145761 0.339534 -5.56
256907_at  hydoxyethylthiazole kinase, putative sim--- AT3G24030 -1.22 -0.29 -1.64 0.145827 0.339534 -5.56
247704_at Expressed protein ; supported by full-lenRTFL5 AT5G59510 1.43 0.52 1.64 0.145794 0.339534 -5.56
260055_at unknown protein similar to putative prote--- AT1G78150 -1.12 -0.17 -1.64 0.145914 0.339692 -5.57



257894_at unknown protein ; supported by cDNA: g--- AT3G17100 1.29 0.37 1.64 0.14594 0.339717 -5.57
264809_at superoxidase dismutase identical to GB CSD1 AT1G08830 1.54 0.62 1.64 0.145966 0.339744 -5.57
259685_at unknown protein AtPP2-A11AT1G63090 -1.25 -0.33 -1.64 0.146013 0.339818 -5.57
263588_s_aunknown protein --- AT2G25320 / -1.14 -0.19 -1.64 0.146072 0.339853 -5.57
246121_at  putative protein motif in PGPS/D10 - Pe--- AT5G20370 1.15 0.20 1.64 0.146073 0.339853 -5.57
246349_at Expressed protein ; supported by full-len--- AT1G51915 1.43 0.51 1.64 0.146062 0.339853 -5.57
258069_at hypothetical protein predicted by genem--- AT3G26010 1.19 0.25 1.64 0.146156 0.339976 -5.57
267066_at hypothetical protein predicted by genefin--- AT2G41040 -1.21 -0.27 -1.64 0.146149 0.339976 -5.57
265627_at Expressed protein ; supported by full-len--- AT2G27285 -1.15 -0.21 -1.64 0.146171 0.339977 -5.57
250400_at  protein phosphatase 2C -like protein pro--- AT5G10740 1.24 0.31 1.64 0.146264 0.340091 -5.57
259482_at  receptor-like serine/threonine kinase, puRKF2 AT1G19090 1.15 0.20 1.64 0.146253 0.340091 -5.57
246160_at  putative protein predicted protein, OryzaFBX2 AT5G21040 -1.13 -0.17 -1.64 0.146243 0.340091 -5.57
249345_at putative protein  ; supported by cDNA: g--- AT5G40740 -1.15 -0.20 -1.64 0.146297 0.340097 -5.57
263267_at putative vacuolar proton-ATPase 16 kDa--- AT2G16510 1.14 0.19 1.64 0.146283 0.340097 -5.57
265136_at hypothetical protein similar to disease re--- AT1G51270 1.11 0.14 1.64 0.146312 0.340097 -5.57
248691_at putative protein strong similarity to unkn --- AT5G48310 1.13 0.18 1.64 0.146335 0.340117 -5.57
267232_at hypothetical protein predicted by genscaEDE1 AT2G44190 1.15 0.20 1.64 0.14643 0.340302 -5.57
252382_at  ABC-type transport protein-like protein AATH5 AT3G47770 -1.11 -0.15 -1.64 0.146493 0.340415 -5.57
260947_at  fructokinase, putative similar to fructokin--- AT1G06020 1.11 0.15 1.64 0.146523 0.340450 -5.57
259562_at hypothetical protein ; supported by cDNA--- AT1G21200 -1.14 -0.19 -1.64 0.146575 0.340497 -5.57
260749_at hypothetical protein predicted by genem--- AT1G49110 1.16 0.21 1.64 0.146565 0.340497 -5.57
247871_at xyloglucan endotransglycosylase  ; supp--- AT5G57530 1.12 0.16 1.64 0.146588 0.340497 -5.57
248047_at putative protein similar to unknown prote--- AT5G56070 1.13 0.18 1.64 0.146695 0.340710 -5.57
250278_at  2-oxoglutarate/malate translocator prec DiT1 AT5G12860 -1.26 -0.33 -1.64 0.146742 0.340784 -5.57
264086_at unknown protein  ;supported by full-leng--- AT2G31190 -1.18 -0.24 -1.64 0.146762 0.340796 -5.57
252286_at putative protein --- AT3G49070 1.10 0.14 1.64 0.146833 0.340858 -5.57
260558_at putative endochitinase --- AT2G43600 1.18 0.24 1.64 0.146826 0.340858 -5.57
249815_at 60S ribosomal protein L13  ; supported b--- AT5G23900 -1.22 -0.29 -1.64 0.146827 0.340858 -5.57
248434_at mitochondrial heat shock 22 kd protein-l --- AT5G51440 2.02 1.01 1.64 0.146854 0.340871 -5.57
251386_at  putative protein rec, Homo sapiens, EM--- AT3G60800 1.11 0.15 1.64 0.146891 0.340923 -5.57
254034_at P-glycoprotein-2 (pgp2) PGP2 AT4G25960 1.21 0.28 1.64 0.146987 0.341100 -5.57
250636_at glycine-rich protein atGRP GRP18 AT5G07520 1.14 0.19 1.64 0.146998 0.341100 -5.57
252737_at  putative protein KIAA0274 protein, Hom--- AT3G43220 -1.13 -0.17 -1.64 0.14702 0.341117 -5.57
256325_at hypothetical protein --- AT3G02330 -1.17 -0.22 -1.64 0.147086 0.341201 -5.57
267124_at putative acetone-cyanohydrin lyase MES19 AT2G23570 -1.16 -0.21 -1.64 0.147082 0.341201 -5.57



245409_at putative protein --- AT4G17200 1.10 0.14 1.64 0.147125 0.341258 -5.57
262634_at unknown protein ; supported by cDNA: g--- AT1G06690 -1.40 -0.48 -1.64 0.147164 0.341279 -5.57
255985_at putative protein contains similarity to pse--- AT1G34150 1.12 0.16 1.64 0.147164 0.341279 -5.57
253565_at  predicted protein DAN26, Homo sapien --- AT4G31200 -1.18 -0.24 -1.64 0.147192 0.341309 -5.57
264741_at  aspartic protease, putative similar to as --- AT1G62290 1.51 0.60 1.64 0.147212 0.341320 -5.57
247667_at  putative protein predicted protein, Arabi --- AT5G60150 1.16 0.21 1.64 0.147276 0.341434 -5.57
266286_at putative tropinone reductase --- AT2G29160 / -1.15 -0.20 -1.64 0.147368 0.341613 -5.57
264980_at  receptor kinase, putative similar to CLV --- AT1G27190 -1.17 -0.22 -1.64 0.147402 0.341657 -5.57
248863_at zinc finger protein Glo3-like AGD9 AT5G46750 -1.12 -0.16 -1.64 0.147454 0.341742 -5.58
249978_at putative protein --- AT5G18850 -1.15 -0.20 -1.64 0.147499 0.341812 -5.58
249516_s_amyrosinase binding protein-like; similar t--- AT5G38540 / 1.15 0.20 1.64 0.147553 0.341901 -5.58
260081_at unknown protein --- AT1G78170 1.82 0.87 1.64 0.147571 0.341908 -5.58
248665_at Expressed protein ; supported by full-len--- AT5G48655 1.12 0.16 1.64 0.147606 0.341956 -5.58
265850_at putative DnaJ protein --- AT2G35720 -1.20 -0.26 -1.64 0.147675 0.342080 -5.58
246852_at putative protein various predicted bacter--- AT5G26880 -1.13 -0.17 -1.64 0.147784 0.342265 -5.58
252864_at  putative protein regulatory protein prrC, --- AT4G39740 -1.28 -0.35 -1.64 0.147778 0.342265 -5.58
258068_at  putative DNA-binding protein, GT-1 sim--- AT3G25990 1.13 0.18 1.63 0.147807 0.342282 -5.58
261336_at unknown protein ;supported by full-lengt --- AT1G44790 1.22 0.29 1.63 0.14795 0.342333 -5.58
266036_s_a20S proteasome subunit (PAA2) identicaPAA2 AT2G05840 / -1.13 -0.18 -1.63 0.147961 0.342333 -5.58
259959_at hypothetical protein predicted by genscaCYP59 AT1G53720 -1.16 -0.22 -1.63 0.147938 0.342333 -5.58
255562_at G/T DNA mismatch repair enzyme similaMSH6 AT4G02070 -1.18 -0.24 -1.63 0.147975 0.342333 -5.58
255976_at hypothetical protein predicted by genem--- AT1G22010 1.13 0.17 1.63 0.147979 0.342333 -5.58
264793_at  unknown protein similar to beta-galacto --- AT1G08660 -1.21 -0.28 -1.63 0.14791 0.342333 -5.58
245622_at A6 anther-specific protein MEE48 AT4G14080 1.15 0.20 1.63 0.147944 0.342333 -5.58
249490_s_a germin -like protein germin -like protein --- AT5G39110 / 1.46 0.54 1.63 0.147918 0.342333 -5.58
259196_at putative ribosomal protein S2 similar to pRPS2 AT3G03600 -1.20 -0.26 -1.63 0.147858 0.342333 -5.58
258864_at unknown protein --- AT3G03210 -1.18 -0.24 -1.63 0.147931 0.342333 -5.58
267434_at 3-beta-hydroxysteroid dehydrogenase AT3BETAHAT2G26260 1.16 0.22 1.63 0.148045 0.342450 -5.58
249458_at  putative protein predicted proteins, Arab--- AT5G39560 1.13 0.17 1.63 0.148095 0.342531 -5.58
259652_at unknown protein HUB2 AT1G55250 -1.20 -0.27 -1.63 0.148272 0.342878 -5.58
258020_at unknown protein  ;supported by full-lengNHD1 AT3G19490 -1.14 -0.19 -1.63 0.148275 0.342878 -5.58
250831_at unknown protein --- AT5G04920 1.13 0.18 1.63 0.148464 0.343246 -5.58
265894_at putative lipid transfer protein LTP AT2G15050 -1.43 -0.52 -1.63 0.148455 0.343246 -5.58
256897_at hypothetical protein predicted by gensca--- AT3G24640 1.12 0.16 1.63 0.148516 0.343331 -5.58
251469_at  putative protein strictosidine synthase - --- AT3G59530 1.12 0.17 1.63 0.148637 0.343546 -5.58



253601_at hypothetical protein --- AT4G30900 -1.11 -0.15 -1.63 0.148639 0.343546 -5.58
258741_at  Lon protease, putative similar to Lon proLON4 AT3G05790 -1.12 -0.16 -1.63 0.148662 0.343564 -5.58
265444_s_aaquaporin (plasma membrane intrinsic pRD28 AT2G37170 / 1.30 0.38 1.63 0.148762 0.343667 -5.58
261210_at  vacuolar ATP synthase subunit C, putatDET3 AT1G12840 1.11 0.15 1.63 0.148747 0.343667 -5.58
260098_at  tumor-related protein, putative similar to--- AT1G73320 -1.26 -0.34 -1.63 0.148724 0.343667 -5.58
245231_at hypothetical protein --- AT4G25600 -1.16 -0.22 -1.63 0.148767 0.343667 -5.58
262418_at  thioredoxin, putative similar to thioredoxATHX AT1G50320 -1.22 -0.29 -1.63 0.14885 0.343824 -5.58
255774_at unknown protein --- AT1G18620 -1.34 -0.42 -1.63 0.149033 0.344160 -5.58
247558_at  histone deacetylase - like histone deaceHDA05 AT5G61060 -1.14 -0.19 -1.63 0.149047 0.344160 -5.58
246051_at  epimerase/dehydratase - like protein dTGME AT5G28840 -1.18 -0.24 -1.63 0.149021 0.344160 -5.58
262732_at putative protein kinase similar to gb|J045--- AT1G16440 1.16 0.21 1.63 0.149056 0.344160 -5.59
247482_at  chromosomal protein - like chromosomaSMC2 AT5G62410 1.16 0.21 1.63 0.149156 0.344358 -5.59
264168_at unknown protein Similar to yeast genera--- AT1G02080 -1.15 -0.20 -1.63 0.149266 0.344547 -5.59
254317_at hypothetical protein --- AT4G22510 1.11 0.15 1.63 0.149268 0.344547 -5.59
259609_at  myosin-like protein contains Pfam profil TSA1 AT1G52410 -1.79 -0.84 -1.63 0.149287 0.344555 -5.59
250898_at putative protein  ; supported by cDNA: gADK2 AT5G03300 -1.18 -0.24 -1.63 0.149367 0.344705 -5.59
261207_at peroxisomal targeting signal type 2 rece --- AT1G12830 -1.22 -0.29 -1.63 0.14946 0.344884 -5.59
248152_at DNA repair and meiosis protein Mre11 ( MRE11 AT5G54260 -1.20 -0.26 -1.63 0.149513 0.344936 -5.59
266332_at hypothetical protein predicted by gensca--- AT2G32415 1.14 0.19 1.63 0.149507 0.344936 -5.59
249913_at GDSL-motif lipase/hydrolase-like protein--- AT5G22810 -1.15 -0.21 -1.63 0.149572 0.345002 -5.59
261015_at 14-3-3 protein GF14iota (grf12) identica GRF12 AT1G26480 -1.13 -0.18 -1.63 0.149565 0.345002 -5.59
258376_at hypothetical protein similar to GB:AAD49--- AT3G17680 1.12 0.16 1.63 0.149605 0.345010 -5.59
263047_at putative phosphoserine aminotransferas--- AT2G17630 -1.31 -0.39 -1.63 0.149595 0.345010 -5.59
248063_at RNA-binding protein-like  ; supported by--- AT5G55550 -1.13 -0.18 -1.63 0.149645 0.345032 -5.59
265292_s_ahypothetical protein predicted by gensca--- --- -1.11 -0.15 -1.63 0.149635 0.345032 -5.59
246499_at  putative protein Tat-SF1 - Homo sapien--- AT5G16260 -1.18 -0.24 -1.63 0.149706 0.345137 -5.59
253029_at hypothetical protein FRS9 AT4G38170 -1.32 -0.40 -1.63 0.149887 0.345382 -5.59
263828_at putative GDSL-motif lipase/hydrolase sim--- AT2G40250 1.18 0.24 1.63 0.149874 0.345382 -5.59
250149_at  cinnamoyl CoA reductase - like protein --- AT5G14700 1.93 0.95 1.63 0.149841 0.345382 -5.59
265278_at hypothetical protein predicted by gensca--- AT2G28330 -1.18 -0.24 -1.63 0.149854 0.345382 -5.59
252697_at  nodulin - like protein nodulin-21, Glycine--- AT3G43660 -1.15 -0.21 -1.63 0.149864 0.345382 -5.59
264593_at putative GTP-binding protein  ; supporteARAC1 AT2G17800 -1.14 -0.19 -1.62 0.149918 0.345416 -5.59
253258_at  putative protein NF-180, Petromyzon m--- AT4G34400 1.16 0.21 1.62 0.150037 0.345656 -5.59
267007_at 60S ribosomal protein L18A ; supported --- AT2G34480 -1.24 -0.31 -1.62 0.150081 0.345722 -5.59
260868_at unknown protein ;supported by full-lengt --- AT1G43860 -1.18 -0.24 -1.62 0.150133 0.345773 -5.59



266092_at hypothetical protein predicted by gensca--- AT2G37880 1.14 0.19 1.62 0.150129 0.345773 -5.59
260426_at putative 40S ribosomal protein SA (lami P40 AT1G72370 -1.27 -0.35 -1.62 0.150199 0.345855 -5.59
253963_at  putative protein probable calcium-depen--- AT4G26470 1.27 0.35 1.62 0.15019 0.345855 -5.59
245802_at hypothetical protein similar to hypothetic--- AT1G46840 -1.11 -0.15 -1.62 0.150248 0.345909 -5.59
246872_at  extensin - like protein hydroxyproline-ric--- AT5G26080 1.16 0.22 1.62 0.150253 0.345909 -5.59
250740_at t-SNARE SED5 (gb|AAC06291.1)  ; sup SYP31 AT5G05760 1.11 0.16 1.62 0.150294 0.345921 -5.59
255115_at  putative protein probable regulatory proAPUM11 AT4G08840 1.12 0.17 1.62 0.150303 0.345921 -5.59
251182_at  putative protein HIRA interacting proteinATERDJ3BAT3G62600 1.52 0.61 1.62 0.150289 0.345921 -5.59
251258_at  PECTINESTERASE-like protein PECTI VGDH2 AT3G62170 1.16 0.22 1.62 0.150387 0.346079 -5.59
247387_at unknown protein --- AT5G63460 -1.13 -0.18 -1.62 0.150482 0.346261 -5.59
247717_at  nonspecific lipid-transfer protein precursLTP3 AT5G59320 1.34 0.42 1.62 0.150552 0.346388 -5.59
253664_at NADPH-ferrihemoprotein reductase (AT ATR2 AT4G30210 1.48 0.57 1.62 0.150567 0.346389 -5.59
250084_at unknown protein SDG40 AT5G17240 -1.22 -0.28 -1.62 0.150612 0.346456 -5.59
252578_at  putative protein Ariadne protein (ARI) - --- AT3G45480 1.12 0.16 1.62 0.150639 0.346483 -5.59
258986_at  putative heat shock protein similar to he--- AT3G08910 1.14 0.19 1.62 0.150669 0.346517 -5.59
260327_at  putative RING zinc finger protein Pfam --- AT1G63840 1.24 0.32 1.62 0.150724 0.346610 -5.60
246055_at  alpha-galactosidase - like protein alpha AtAGAL1 AT5G08380 -1.34 -0.43 -1.62 0.150748 0.346629 -5.60
258598_at hypothetical protein predicted by gensca--- AT3G04410 1.18 0.24 1.62 0.150779 0.346666 -5.60
252774_at  putative protein predicted proteins, Arab--- --- 1.17 0.23 1.62 0.150825 0.346736 -5.60
253775_at  putative protein T01B08.14 gene, BAC --- AT4G28440 -1.12 -0.16 -1.62 0.15106 0.347165 -5.60
246759_at  putative protein kinesin heavy chain-like--- AT5G27950 -1.20 -0.26 -1.62 0.151085 0.347165 -5.60
265863_at putative membrane protein VIT1 AT2G01770 1.18 0.24 1.62 0.151065 0.347165 -5.60
245640_at  helix-loop-helix protein homolog, putativ--- AT1G25330 1.13 0.18 1.62 0.151083 0.347165 -5.60
261444_at hypothetical protein predicted by genemSYP61 AT1G28490 -1.13 -0.18 -1.62 0.15109 0.347165 -5.60
259288_at putative small nuclear ribonucleoprotein --- AT3G11500 -1.14 -0.19 -1.62 0.151103 0.347165 -5.60
265377_at  putative beta-1,3-glucanase  --- AT2G05790 1.92 0.94 1.62 0.151236 0.347436 -5.60
262535_at  trehalose-6-phosphate synthase, putativATTPS3 AT1G17000 -1.10 -0.14 -1.62 0.151263 0.347463 -5.60
266096_at putative vacuolar protein sorting-associaVCL1 AT2G38020 1.13 0.17 1.62 0.151314 0.347545 -5.60
252257_at putative protein several hypothetical pro --- AT3G49440 1.11 0.16 1.62 0.151333 0.347554 -5.60
250195_at putative protein --- AT5G14560 -1.10 -0.14 -1.62 0.151351 0.347561 -5.60
248127_at transport protein particle component Bet--- AT5G54750 -1.12 -0.17 -1.62 0.151433 0.347713 -5.60
261508_at unknown protein --- AT1G71730 -1.15 -0.20 -1.62 0.151458 0.347736 -5.60
258139_at  heat shock transcription factor HSF1, p HSFC1 AT3G24520 -1.18 -0.24 -1.62 0.151478 0.347747 -5.60
256103_at hypothetical protein similar to hypothetic--- AT1G13540 -1.10 -0.14 -1.62 0.151526 0.347823 -5.60
265215_at hypothetical protein predicted by gensca--- AT1G05040 1.11 0.15 1.62 0.151562 0.347870 -5.60



254834_at  flavonoid 3,5-hydroxylase -like protein f CYP706A4AT4G12300 -1.18 -0.24 -1.62 0.151596 0.347913 -5.60
267161_at hypothetical protein predicted by genefin--- AT2G37680 -1.12 -0.16 -1.62 0.151683 0.348078 -5.60
252541_at  putative protein hypothetical protein At2--- AT3G45750 -1.13 -0.17 -1.62 0.151705 0.348092 -5.60
248948_at putative protein strong similarity to unkn --- AT5G45560 -1.20 -0.27 -1.62 0.151733 0.348115 -5.60
263544_at putative ADP-glucose pyrophosphorylasAPL4 AT2G21590 -1.16 -0.22 -1.62 0.151745 0.348115 -5.60
247324_at putative protein strong similarity to unkn --- AT5G64190 1.63 0.70 1.62 0.151763 0.348120 -5.60
245197_at F12A21.7 hypothetical protein;supported--- AT1G67800 1.13 0.18 1.62 0.151784 0.348134 -5.60
257046_at  ATPase, putative similar to spastin prot --- AT3G19740 -1.19 -0.26 -1.62 0.151801 0.348139 -5.60
267114_at Expressed protein ; supported by full-len--- AT2G14835 1.13 0.18 1.62 0.151838 0.348188 -5.60
250750_at glucuronosyl transferase-like protein UGT76C2 AT5G05860 / -1.14 -0.19 -1.62 0.151886 0.348263 -5.60
248243_at unknown protein CPuORF5 AT5G53588 / 1.11 0.15 1.62 0.151964 0.348372 -5.60
264627_at hypothetical protein similar to carnitine r ECI1 AT1G65520 1.15 0.21 1.62 0.151962 0.348372 -5.60
250626_at  putative protein p100 co-activator - Mus--- AT5G07350 1.14 0.19 1.62 0.152018 0.348461 -5.60
254530_at  small GTP-binding protein - like GTP-bi ARA7 AT4G19640 1.12 0.17 1.61 0.152126 0.348672 -5.60
252109_at  putative protein mucin 5AC, Homo sapi --- AT3G51540 1.33 0.42 1.61 0.152141 0.348672 -5.60
266267_at putative glutathione S-transferase  ; sup ATGSTU4 AT2G29460 1.88 0.91 1.61 0.152327 0.348928 -5.61
246253_at myb-related protein MYB73 AT4G37260 1.20 0.26 1.61 0.152316 0.348928 -5.61
260491_at hypothetical protein predicted by genem--- AT1G51440 1.21 0.27 1.61 0.152408 0.348928 -5.61
262932_at  glutathione-s-transferase, putative simil --- AT1G65820 1.19 0.25 1.61 0.152373 0.348928 -5.61
247624_at  aspartyl aminopeptidase - like protein a --- AT5G60160 -1.11 -0.15 -1.61 0.152385 0.348928 -5.61
252449_at  FtsH protease, putative contains similarftsh7 AT3G47060 1.11 0.15 1.61 0.152374 0.348928 -5.61
263238_at putative auxin-induced protein --- AT2G16580 1.11 0.16 1.61 0.152321 0.348928 -5.61
262465_at hypothetical protein similar to hypothetic--- AT1G50270 -1.12 -0.16 -1.61 0.152416 0.348928 -5.61
258095_at dual-specificity protein phosphatase iden--- AT3G23610 -1.16 -0.22 -1.61 0.152403 0.348928 -5.61
248455_at unknown protein --- AT5G51360 1.12 0.16 1.61 0.152308 0.348928 -5.60
246557_at  putative protein hypothetical protein TE --- AT5G15510 -1.13 -0.18 -1.61 0.152421 0.348928 -5.61
263699_at putative potassium transporter similar toKUP10 AT1G31120 -1.21 -0.28 -1.61 0.152441 0.348940 -5.61
265529_at hypothetical protein predicted by gensca--- --- 1.12 0.16 1.61 0.152533 0.349115 -5.61
248573_at cellulase homolog OR16pep precursor ( ATGH9A1 AT5G49720 1.16 0.21 1.61 0.152561 0.349145 -5.61
255907_at  homeobox protein, putative similar to hoHDG12 AT1G17920 1.12 0.16 1.61 0.152595 0.349186 -5.61
252288_at hypothetical protein --- AT3G49080 -1.20 -0.26 -1.61 0.152634 0.349207 -5.61
259069_at lysyl-tRNA synthetase identical to lysyl-t ATKRS-1 AT3G11710 -1.17 -0.23 -1.61 0.152627 0.349207 -5.61
247592_at  high affinity nitrate transporter protein - NRT2.3 AT5G60780 1.12 0.16 1.61 0.15275 0.349435 -5.61
262328_at hypothetical protein similar to hypothetic--- AT1G64100 -1.10 -0.14 -1.61 0.152808 0.349533 -5.61
246641_s_aExpressed protein ; supported by full-len--- AT5G34883 / 1.14 0.19 1.61 0.152859 0.349616 -5.61



251710_at putative protein several hypothetical pro --- AT3G56930 1.28 0.36 1.61 0.152971 0.349765 -5.61
246586_at  putative protein predicted protein, Arabi --- AT5G14770 -1.19 -0.25 -1.61 0.152961 0.349765 -5.61
252042_at  putative serine/threonine protein kinase--- AT3G51990 1.17 0.22 1.61 0.152953 0.349765 -5.61
252379_at  ABC-type transport protein-like protein AATH1 AT3G47730 1.15 0.20 1.61 0.152995 0.349785 -5.61
261928_at  uclacyanin II, putative similar to uclacya--- AT1G22480 1.21 0.28 1.61 0.153093 0.349976 -5.61
254159_at  putative DNA-binding protein DNA-bind WRKY7 AT4G24240 1.31 0.39 1.61 0.153185 0.350149 -5.61
260821_at unknown protein contains Pfam profile:PCRTISO AT1G06820 -1.17 -0.22 -1.61 0.153204 0.350160 -5.61
250363_at  putative protein predicted proteins, Oryz--- AT5G11390 -1.26 -0.33 -1.61 0.153226 0.350164 -5.61
250977_at  importin alpha - like protein importin alp IMPA-9 AT5G03070 -1.16 -0.21 -1.61 0.153237 0.350164 -5.61
258219_at  thioredoxin, putative similar to THIORE ATTDX AT3G17880 -1.13 -0.18 -1.61 0.153283 0.350207 -5.61
244927_at hypothetical protein --- AT2G07776 1.18 0.24 1.61 0.153287 0.350207 -5.61
245740_at  amino acid permease, putative almost i AAP5 AT1G44100 1.18 0.24 1.61 0.15338 0.350386 -5.61
264534_at hypothetical protein predicted by genem--- AT1G55700 1.19 0.26 1.61 0.153532 0.350697 -5.61
266309_at unknown protein  ;supported by full-leng--- AT2G27140 1.20 0.26 1.61 0.153599 0.350805 -5.61
267574_at hypothetical protein predicted by gensca--- AT2G30680 1.20 0.26 1.61 0.15361 0.350805 -5.61
258783_at unknown protein --- AT3G11760 1.15 0.20 1.61 0.153666 0.350892 -5.61
252918_at putative protein --- AT4G38980 -1.11 -0.15 -1.61 0.153679 0.350892 -5.61
262832_s_aunknown protein --- AT1G14870 / 3.10 1.63 1.61 0.153734 0.350982 -5.61
265613_at putative DnaJ protein  ; supported by cD--- AT2G25560 -1.17 -0.22 -1.61 0.153801 0.351101 -5.61
264231_at hypothetical protein similar to hypothetic--- AT1G67450 1.11 0.15 1.61 0.153848 0.351173 -5.61
256845_x_ahypothetical protein similar to putative re--- --- -1.13 -0.18 -1.61 0.153894 0.351242 -5.61
246881_at  putative protein histone deacetylase/Ac HDA2 AT5G26040 -1.24 -0.30 -1.61 0.153938 0.351307 -5.61
259003_at  hypothetical protein similar to hypothetic--- AT3G02010 -1.21 -0.28 -1.61 0.154014 0.351447 -5.62
248895_at receptor protein kinase FLS2 AT5G46330 -1.34 -0.42 -1.61 0.15408 0.351502 -5.62
263518_at Expressed protein ; supported by full-len--- AT2G21655 1.13 0.18 1.61 0.154084 0.351502 -5.62
257130_at  vacuolar processing enzyme/asparagin DELTA-VPAT3G20210 1.11 0.15 1.61 0.154066 0.351502 -5.62
266981_at 60S ribosomal protein L23A identical to RPL23AA AT2G39460 -1.30 -0.38 -1.61 0.154118 0.351544 -5.62
245449_at retrotransposon like protein --- --- 1.24 0.31 1.61 0.154176 0.351641 -5.62
255337_at  putative DNA-binding protein similar to AWRKY42 AT4G04450 1.18 0.24 1.60 0.154352 0.352007 -5.62
248327_at putative protein similar to unknown prote--- AT5G52750 2.11 1.08 1.60 0.154448 0.352137 -5.62
260166_at homeobox protein (GLABRA2) identical GL2 AT1G79840 -1.12 -0.16 -1.60 0.154427 0.352137 -5.62
258206_at hypothetical protein predicted by genemCID4 AT3G14010 -1.14 -0.18 -1.60 0.154456 0.352137 -5.62
249150_at inorganic phosphate transporter (dbj|BA PHT6 AT5G43340 1.12 0.16 1.60 0.154482 0.352163 -5.62
250038_at  disease resistance protein -like disease--- AT5G18360 1.21 0.27 1.60 0.154539 0.352256 -5.62
265824_at putative glucosyltransferase  ;supported ATCSLA07AT2G35650 1.19 0.25 1.60 0.154568 0.352288 -5.62



261244_at subtilisin-like serine protease similar to s--- AT1G20150 1.10 0.14 1.60 0.154589 0.352300 -5.62
248835_at NBS/LRR disease resistance protein --- AT5G47250 -1.25 -0.33 -1.60 0.154654 0.352378 -5.62
267547_at putative synaptobrevin ATVAMP7 AT2G32670 1.18 0.24 1.60 0.154647 0.352378 -5.62
252736_at  kinesin -like protein kinesin-like protein TES AT3G43210 1.13 0.17 1.60 0.15477 0.352607 -5.62
252564_at actin depolymerizing factor 1 (ADF1)  ;s ADF1 AT3G46010 1.14 0.19 1.60 0.154801 0.352642 -5.62
252563_at  putative protein cim1 induced allergen, ATEXLA1 AT3G45970 1.50 0.58 1.60 0.154866 0.352652 -5.62
263691_at  60s ribosomal protein L34 identical to G--- AT1G26880 -1.28 -0.35 -1.60 0.154874 0.352652 -5.62
247542_at  autophagocytosis protein - like autopha ATG3 AT5G61500 -1.16 -0.22 -1.60 0.154873 0.352652 -5.62
249805_at putative protein similar to unknown prote--- AT5G23800 1.13 0.17 1.60 0.154882 0.352652 -5.62
252467_at  putative protein predicted proteins, Arab--- AT3G47080 1.19 0.25 1.60 0.154827 0.352652 -5.62
265422_at putative NADH-ubiquinone oxireductaseNDB4 AT2G20800 1.15 0.20 1.60 0.154981 0.352841 -5.62
253517_at  predicted protein hypothetical protein sl --- AT4G31390 -1.19 -0.25 -1.60 0.155003 0.352856 -5.62
249081_at protein phosphatase 2A 62 kDa B regula--- AT5G44090 1.13 0.18 1.60 0.155026 0.352874 -5.62
258837_at putative 60S ribosomal protein L13A sim--- AT3G07110 -1.36 -0.44 -1.60 0.155159 0.353141 -5.62
247818_at contains similarity to GTP-binding protei --- AT5G58370 -1.14 -0.18 -1.60 0.155351 0.353543 -5.62
259682_at  transcription factor DREB1A, putative s --- AT1G63040 1.20 0.26 1.60 0.155388 0.353592 -5.62
254277_at  myb-like protein myb-related transcriptioMYB85 AT4G22680 1.51 0.59 1.60 0.155467 0.353736 -5.62
250351_at heat shock protein 17.6A AT-HSP17AT5G12030 1.43 0.52 1.60 0.15551 0.353763 -5.62
254310_at  putative protein predicted protein, Arabi --- AT4G22430 1.10 0.14 1.60 0.1555 0.353763 -5.62
247876_at unknown protein --- AT5G57730 -1.12 -0.16 -1.60 0.155529 0.353771 -5.62
258298_at unknown protein  ; supported by cDNA: --- AT3G23300 1.19 0.25 1.60 0.155568 0.353805 -5.62
247847_at  putative protein predicted proteins, Hom--- AT5G58110 -1.22 -0.29 -1.60 0.155575 0.353805 -5.62
258556_at UDP-glucose:sterol glucosyltransferase --- AT3G07020 -1.16 -0.21 -1.60 0.155605 0.353838 -5.62
246826_at  UTP-glucose glucosyltransferase - like UGT72E3 AT5G26310 1.13 0.18 1.60 0.155655 0.353876 -5.63
249156_s_aputative protein similar to unknown prote--- AT5G43490 / 1.11 0.15 1.60 0.155668 0.353876 -5.63
245263_at PSII D1 protein processing enzyme ; su --- AT4G17740 -1.12 -0.17 -1.60 0.155668 0.353876 -5.63
254745_at  putative protein G9A protein, Mus muscSUVH9 AT4G13460 -1.10 -0.13 -1.60 0.155755 0.354038 -5.63
263274_at putative protein kinase contains a protei CRCK3 AT2G11520 1.16 0.21 1.60 0.155772 0.354042 -5.63
250345_at subtilisin-like serine protease contains s --- AT5G11940 1.14 0.19 1.60 0.155858 0.354201 -5.63
262693_at unknown protein --- AT1G62780 -1.31 -0.39 -1.60 0.155875 0.354204 -5.63
252920_at  putative endo-1,4-beta-glucanase endo AtGH9B17AT4G39000 1.15 0.21 1.60 0.155947 0.354262 -5.63
250508_at selenium-binding protein-like --- AT5G09950 -1.13 -0.18 -1.60 0.155938 0.354262 -5.63
249715_at putative protein similar to unknown prote--- AT5G35760 1.17 0.22 1.60 0.15592 0.354262 -5.63
247619_at putative protein --- AT5G60290 -1.19 -0.25 -1.60 0.155989 0.354322 -5.63
259222_at  putative phosphoribosylanthranilate tran--- AT3G03680 -1.17 -0.23 -1.60 0.156019 0.354353 -5.63



255841_at putative tyrosine-specific transport prote--- AT2G33260 1.20 0.27 1.60 0.156033 0.354353 -5.63
267299_at putative glucosyltransferase --- AT2G30150 -1.18 -0.24 -1.60 0.156066 0.354357 -5.63
258089_at hypothetical protein predicted by gensca--- AT3G14740 -1.29 -0.36 -1.60 0.156056 0.354357 -5.63
249479_at  germin - like protein probable germin ty --- AT5G38960 1.18 0.23 1.60 0.156215 0.354660 -5.63
258386_at hypothetical protein predicted by gensca--- AT3G15520 -1.20 -0.27 -1.60 0.156252 0.354708 -5.63
253463_at Expressed protein ; supported by full-len--- AT4G32105 1.13 0.18 1.60 0.15635 0.354896 -5.63
265677_at putative purine-rich single-stranded DNAPUR ALPHAT2G32080 -1.12 -0.16 -1.60 0.156396 0.354964 -5.63
264119_at  myb-related protein, putative similar to mMYB63 AT1G79180 1.11 0.15 1.60 0.156451 0.355054 -5.63
267411_at putative disease resistance protein --- AT2G34930 2.00 1.00 1.59 0.156516 0.355166 -5.63
257624_at  cytochrome P450 monooxygenase (CY CYP71B3 AT3G26220 1.63 0.70 1.59 0.156535 0.355174 -5.63
265072_at hypothetical protein predicted by genemLAS AT1G55580 1.19 0.25 1.59 0.156572 0.355223 -5.63
251681_at  putative protein hypothetical protein F10--- AT3G57100 1.16 0.21 1.59 0.156589 0.355225 -5.63
252967_at  amidophosphoribosyltransferase - like pATASE3 AT4G38880 1.14 0.19 1.59 0.156605 0.355228 -5.63
260479_at hypothetical protein predicted by genefin--- AT1G11020 -1.11 -0.16 -1.59 0.156683 0.355369 -5.63
265612_at hypothetical protein predicted by gensca--- AT2G25390 / -1.12 -0.17 -1.59 0.156777 0.355547 -5.63
254994_at putative methyltransferase MTA AT4G10760 -1.26 -0.33 -1.59 0.156819 0.355605 -5.63
246948_at  cytochrome P450-like protein CYTOCHCYP71B12AT5G25130 1.11 0.16 1.59 0.156859 0.355661 -5.63
258635_at unknown protein --- AT3G08020 -1.11 -0.15 -1.59 0.157 0.355840 -5.63
245372_at ribosomal protein ;supported by full-leng--- AT4G15000 -1.28 -0.36 -1.59 0.156984 0.355840 -5.63
251976_at  disease resistance - like protein diseaseAtRLP45 AT3G53240 -1.16 -0.22 -1.59 0.156986 0.355840 -5.63
253484_at Transcription factor II homolog  ;support TAFII15 AT4G31720 -1.11 -0.15 -1.59 0.15696 0.355840 -5.63
260474_at lysophospholipase isolog --- AT1G11090 -1.16 -0.21 -1.59 0.157051 0.355875 -5.63
257663_at hypothetical protein predicted by gensca--- AT3G20260 -1.14 -0.18 -1.59 0.15704 0.355875 -5.63
258037_at putative 4-coumarate:CoA ligase 2 simil 4CL5 AT3G21230 1.97 0.98 1.59 0.157062 0.355875 -5.63
259144_at putative kinesin-like centromere protein --- AT3G10180 1.13 0.17 1.59 0.157093 0.355909 -5.63
262040_at  receptor protein kinase, putative similar TMM AT1G80080 -1.14 -0.19 -1.59 0.157213 0.356145 -5.63
245486_x_aglycine-rich protein homolog --- AT4G16240 1.13 0.18 1.59 0.157239 0.356169 -5.63
249787_at putative protein contains similarity to unk--- AT5G24320 -1.12 -0.16 -1.59 0.157454 0.356621 -5.64
264601_at hypothetical protein similar to hypothetic--- AT1G04540 1.14 0.19 1.59 0.157516 0.356726 -5.64
245547_at cytochrome P450 like protein CYP702A2AT4G15300 1.12 0.16 1.59 0.157577 0.356825 -5.64
252790_at putative protein various predicted transp--- --- 1.12 0.16 1.59 0.157591 0.356825 -5.64
259104_at unknown protein  ;supported by full-lengLNG2 AT3G02170 -1.25 -0.32 -1.59 0.157697 0.356872 -5.64
248265_at putative protein contains similarity to zin SDG29 AT5G53430 -1.19 -0.25 -1.59 0.157666 0.356872 -5.64
265030_at  receptor-like kinase, putative similar to --- AT1G61610 1.31 0.39 1.59 0.157715 0.356872 -5.64
252725_at  putative protein mudrA transposase, Ze--- --- 1.13 0.17 1.59 0.157722 0.356872 -5.64



251877_at  synaptobrevin -like protein vesicle-assoATVAMP7 AT3G54300 1.16 0.21 1.59 0.157707 0.356872 -5.64
256200_at hypothetical protein predicted by genemEMB1674 AT1G58210 -1.14 -0.19 -1.59 0.157686 0.356872 -5.64
257366_s_aunknown protein --- AT2G03040 / 1.14 0.19 1.59 0.157713 0.356872 -5.64
247303_at histidinol dehydrogenase  ;supported by ATHDH AT5G63890 -1.19 -0.25 -1.59 0.157753 0.356907 -5.64
260564_at putative small nuclear ribonucleoprotein --- AT2G43810 -1.16 -0.21 -1.59 0.157854 0.356966 -5.64
258952_at putative RNase H contains Pfam profile: --- AT3G01410 1.16 0.21 1.59 0.157807 0.356966 -5.64
246118_at  beta-1,3-glucanase bg5   BG5 AT5G20340 1.15 0.20 1.59 0.157872 0.356966 -5.64
261755_at  histone H2B, putative similar to GB:AAC--- AT1G08170 1.18 0.24 1.59 0.157872 0.356966 -5.64
258788_at unknown protein  ;supported by full-leng--- AT3G11780 1.14 0.19 1.59 0.157856 0.356966 -5.64
261596_at hypothetical protein predicted by genem--- AT1G33080 -1.14 -0.19 -1.59 0.157811 0.356966 -5.64
255991_at unknown protein --- AT1G29820 -1.24 -0.31 -1.59 0.157915 0.357027 -5.64
249395_at putative protein --- AT5G40190 -1.11 -0.15 -1.59 0.158001 0.357186 -5.64
249027_at ATP dependent copper transporter  ; su RAN1 AT5G44790 1.17 0.23 1.59 0.158048 0.357257 -5.64
250123_at putative protein contains similarity to auxPIN5 AT5G16530 -1.16 -0.22 -1.59 0.158117 0.357376 -5.64
250253_at putative protein contains similarity to unkPDAT AT5G13640 -1.16 -0.21 -1.59 0.158157 0.357433 -5.64
264917_at unknown protein contains Pfam profile: P--- AT1G60500 1.11 0.15 1.59 0.158232 0.357567 -5.64
264245_at  galactinol synthase, putative similar to gAtGolS7 AT1G60450 -1.12 -0.17 -1.59 0.158293 0.357668 -5.64
250401_at  putative protein HSPC184, Homo sapie--- AT5G10780 -1.12 -0.16 -1.59 0.158373 0.357814 -5.64
253220_s_a putative protein phospholipase C, Lister--- AT4G34920 / -1.19 -0.25 -1.59 0.1585 0.358065 -5.64
260444_at unknown protein  ;supported by full-leng--- AT1G68300 1.15 0.20 1.59 0.158556 0.358142 -5.64
259754_at hypothetical protein predicted by gensca--- AT1G71090 -1.15 -0.20 -1.59 0.158597 0.358142 -5.64
253011_at  putative protein retrotransposon -like pr EDA40 AT4G37890 1.29 0.37 1.59 0.158588 0.358142 -5.64
262537_s_aputative ubiquitin-conjugating enzyme F UBC34 AT1G17280 / -1.21 -0.28 -1.59 0.158578 0.358142 -5.64
254630_at  glycolate oxidase - like protein (S)-2-hyd--- AT4G18360 1.71 0.77 1.59 0.158638 0.358193 -5.64
252124_at hypothetical protein  ;supported by full-le--- AT3G51010 -1.17 -0.23 -1.59 0.158651 0.358193 -5.64
247231_at transcription factor-like protein AtMYB53 AT5G65230 1.13 0.18 1.58 0.158768 0.358422 -5.64
264654_s_a putative sugar transport protein, ERD6 --- AT1G08890 / -1.24 -0.31 -1.58 0.15882 0.358504 -5.64
250361_at  putative protein various predicted prote --- AT5G11370 1.11 0.15 1.58 0.158841 0.358516 -5.64
245126_at putative MYB family transcription factor  MYB12 AT2G47460 1.12 0.17 1.58 0.158938 0.358699 -5.64
250141_at  protein kinase MSK-3 - like protein kina SK13 AT5G14640 1.17 0.22 1.58 0.158982 0.358729 -5.64
256619_at hypothetical protein predicted by gensca--- AT3G24460 1.13 0.17 1.58 0.158978 0.358729 -5.64
264134_at unknown protein contains similarity to al --- AT1G79070 -1.11 -0.14 -1.58 0.159002 0.358736 -5.64
246138_at putative protein predicted proteins from --- AT5G19870 1.10 0.14 1.58 0.159037 0.358736 -5.64
252521_at hypothetical protein --- AT3G46380 -1.21 -0.28 -1.58 0.159035 0.358736 -5.64
255245_at hypothetical protein --- AT4G05630 -1.13 -0.17 -1.58 0.159048 0.358736 -5.64



246818_at  putative protein crp1, Zea mays, PIR:T0EMB976 AT5G27270 -1.30 -0.38 -1.58 0.159083 0.358743 -5.65
248226_at putative protein strong similarity to unkn --- AT5G53750 1.48 0.57 1.58 0.159077 0.358743 -5.64
253636_at  putative protein predicted protein, Arabi --- AT4G30500 1.71 0.77 1.58 0.159161 0.358884 -5.65
264087_at hypothetical protein predicted by genscaemb1381 AT2G31340 -1.13 -0.17 -1.58 0.15924 0.359026 -5.65
258914_at hypothetical protein predicted by genefinAGP27 AT3G06360 1.11 0.16 1.58 0.159281 0.359082 -5.65
256161_at unknown protein ; supported by cDNA: g--- AT1G30090 1.14 0.19 1.58 0.159354 0.359140 -5.65
261800_at HD-Zip protein identical to HD-Zip prote PHV AT1G30490 -1.16 -0.21 -1.58 0.159351 0.359140 -5.65
262466_at hypothetical protein similar to hypotheticNTMC2T5 AT1G50260 1.18 0.24 1.58 0.159343 0.359140 -5.65
262197_at  AP2 domain containing protein, putativeRAP2.12 AT1G53910 1.25 0.32 1.58 0.159425 0.359266 -5.65
247846_at putative protein --- AT5G58100 -1.13 -0.18 -1.58 0.159474 0.359314 -5.65
262305_at hypothetical protein predicted by genem--- AT1G70950 1.13 0.17 1.58 0.159478 0.359314 -5.65
249703_at putative protein strong similarity to unkn --- AT5G35560 -1.12 -0.16 -1.58 0.15962 0.359572 -5.65
264246_at  trehalose-6-phosphate synthase, putativATTPS10 AT1G60140 1.45 0.54 1.58 0.159624 0.359572 -5.65
260475_at Serine carboxypeptidase isolog scpl31 AT1G11080 1.31 0.39 1.58 0.159653 0.359602 -5.65
245506_at glutaredoxin homolog --- AT4G15700 1.33 0.41 1.58 0.159679 0.359625 -5.65
259688_at  membrane protein, putative similar to GATRBL2 AT1G63120 -1.21 -0.28 -1.58 0.1598 0.359862 -5.65
251926_at  60S RIBOSOMAL PROTEIN L36 homo--- AT3G53740 -1.27 -0.34 -1.58 0.15988 0.359923 -5.65
251797_at  putative protein AT-hook protein 1 (AHPAGF2 AT3G55560 1.19 0.25 1.58 0.159879 0.359923 -5.65
262862_at hypothetical protein predicted by genem--- AT1G64830 1.21 0.27 1.58 0.159922 0.359923 -5.65
251442_at  putative protein multisynthetase comple--- AT3G59980 -1.23 -0.29 -1.58 0.159911 0.359923 -5.65
259329_at  putative two-component phosphorelay mAHP4 AT3G16360 -1.38 -0.46 -1.58 0.159856 0.359923 -5.65
264932_at hypothetical protein similar to hypothetic--- AT1G61240 -1.19 -0.25 -1.58 0.159903 0.359923 -5.65
266812_at putative protein kinase contains a protei --- AT2G44830 1.18 0.24 1.58 0.159995 0.360052 -5.65
250970_at putative protein  ; supported by cDNA: g--- AT5G02770 -1.12 -0.16 -1.58 0.160075 0.360087 -5.65
250403_at argininosuccinate lyase (AtArgH)  ; supp--- AT5G10920 -1.27 -0.34 -1.58 0.160053 0.360087 -5.65
258678_at  E2, ubiquitin-conjugating enzyme 11 (UUBC11 AT3G08690 1.18 0.24 1.58 0.160058 0.360087 -5.65
254264_at  putative protein various predicted prote --- AT4G23510 1.12 0.17 1.58 0.160062 0.360087 -5.65
260980_at hypothetical protein predicted by genem--- AT1G53600 -1.19 -0.25 -1.58 0.160089 0.360087 -5.65
250511_at putative protein similar to unknown prote--- AT5G09960 -1.14 -0.19 -1.58 0.160107 0.360091 -5.65
261865_at sterol delta7 reductase identical to GB:ADWF5 AT1G50430 1.23 0.30 1.58 0.160145 0.360141 -5.65
250917_at  fructose-bisphosphate aldolase -like pro--- AT5G03690 1.17 0.22 1.58 0.160196 0.360221 -5.65
266557_at unknown protein  ; supported by cDNA: --- AT2G46080 1.10 0.14 1.58 0.160225 0.360241 -5.65
248990_at disease resistance protein-like --- AT5G45210 1.13 0.18 1.58 0.160237 0.360241 -5.65
257377_at unknown protein PLL4 AT2G28890 1.31 0.39 1.58 0.160263 0.360264 -5.65
248371_at gibberellin 20-oxidase (emb|CAA58294. GA20OX2 AT5G51810 -1.38 -0.46 -1.58 0.160283 0.360274 -5.65



245330_at hypothetical protein ;supported by full-le --- AT4G14930 1.17 0.22 1.58 0.160345 0.360341 -5.65
247660_at  ankyrin-like protein ankyrin 3, Mus mus --- AT5G60070 1.12 0.16 1.58 0.160338 0.360341 -5.65
263396_at unknown protein  ;supported by full-leng--- AT2G31710 -1.14 -0.19 -1.58 0.160372 0.360366 -5.65
266007_at unknown protein --- AT2G37380 -1.16 -0.22 -1.58 0.1604 0.360394 -5.65
253298_at putative protein  ;supported by full-length--- AT4G33560 -1.14 -0.19 -1.58 0.160553 0.360704 -5.65
258510_at hypothetical protein predicted by genem--- AT3G06600 -1.15 -0.20 -1.58 0.160676 0.360908 -5.65
262352_at hypothetical protein similar to hypothetic--- --- 1.24 0.31 1.58 0.160663 0.360908 -5.65
266099_at putative alpha-carboxyltransferase  ; supCAC3 AT2G38040 -1.20 -0.26 -1.58 0.160704 0.360936 -5.65
260341_at  squamosa-promoter binding protein, pu--- AT1G69170 -1.19 -0.25 -1.58 0.160735 0.360970 -5.65
266162_at putative bHLH transcription factor FRU AT2G28160 1.14 0.19 1.58 0.160769 0.361009 -5.65
248203_at Myb-related transcription factor-like prot MYB49 AT5G54230 1.10 0.14 1.58 0.160788 0.361017 -5.65
254022_at  putative membrane transporter Bactroc --- AT4G25750 -1.15 -0.20 -1.58 0.160818 0.361050 -5.65
250211_at unknown protein  ; supported by cDNA: --- AT5G13880 1.13 0.18 1.58 0.160854 0.361093 -5.66
255013_at putative protein  ;supported by full-length--- AT4G10000 -1.16 -0.21 -1.58 0.160922 0.361181 -5.66
247252_at unknown protein --- AT5G64770 -1.64 -0.72 -1.58 0.160924 0.361181 -5.66
256239_at hypothetical protein predicted by genem--- AT3G12470 1.15 0.20 1.58 0.160942 0.361185 -5.66
247781_at  dehydrodolichyl diphosphate synthase ---- AT5G58784 1.18 0.24 1.58 0.160965 0.361200 -5.66
246954_at unknown protein  ; supported by cDNA: --- AT5G04830 1.11 0.16 1.57 0.161028 0.361268 -5.66
247409_at dihydroneopterin aldolase-like protein --- AT5G62980 -1.22 -0.28 -1.57 0.161053 0.361268 -5.66
256380_at  pheromone receptor, putative (AR401) AR401 AT1G66680 1.16 0.21 1.57 0.161019 0.361268 -5.66
257388_at putative non-LTR retroelement reverse t --- --- -1.10 -0.13 -1.57 0.161058 0.361268 -5.66
266172_at putative aquaporin (water channel prote PIP2E AT2G39010 -1.31 -0.39 -1.57 0.161095 0.361280 -5.66
249229_at putative protein similar to unknown prote--- AT5G42090 1.14 0.18 1.57 0.161112 0.361280 -5.66
254395_at  subtilisin-like protease subtilisin-like pro--- AT4G21640 1.11 0.15 1.57 0.161127 0.361280 -5.66
258121_s_aputative geranylgeranyl pyrophosphate sGGPS3 AT3G14530 / -1.16 -0.21 -1.57 0.161121 0.361280 -5.66
267131_at hypothetical protein predicted by gensca--- AT2G23400 -1.11 -0.15 -1.57 0.161259 0.361505 -5.66
251145_at  putative protein predicted protein, Arabi --- AT3G63500 1.16 0.21 1.57 0.161244 0.361505 -5.66
256968_at unknown protein NADK1 AT3G21070 1.84 0.88 1.57 0.16128 0.361517 -5.66
263628_at unknown protein  ;supported by full-lengFLA7 AT2G04780 1.59 0.67 1.57 0.161308 0.361545 -5.66
245467_at hypothetical protein --- AT4G16610 1.22 0.28 1.57 0.161339 0.361559 -5.66
248809_at GTP-binding protein-like AtRABA5aAT5G47520 -1.15 -0.21 -1.57 0.161346 0.361559 -5.66
250701_at bZIP transcription factor-like protein --- AT5G06839 1.15 0.20 1.57 0.161498 0.361864 -5.66
249604_x_a putative protein RING-H2 finger protein --- AT5G37230 1.14 0.19 1.57 0.161546 0.361935 -5.66
265694_at hypothetical protein predicted by gensca--- AT2G24440 -1.15 -0.20 -1.57 0.161583 0.361947 -5.66
256657_at unknown protein contains similarity to ph--- AT3G18860 -1.13 -0.18 -1.57 0.161571 0.361947 -5.66



257414_at hypothetical protein similar to hypothetic--- AT1G62110 1.13 0.18 1.57 0.161599 0.361948 -5.66
261032_at unknown protein ;supported by full-lengt --- AT1G17430 1.44 0.53 1.57 0.161616 0.361949 -5.66
258729_at putative amino acid transporter protein sANT1 AT3G11900 1.12 0.16 1.57 0.161648 0.361987 -5.66
261154_at unknown protein ;supported by full-lengt --- AT1G04970 1.18 0.24 1.57 0.161734 0.362036 -5.66
255508_at putative zinc finger protein identical to T --- AT4G02220 -1.15 -0.21 -1.57 0.161734 0.362036 -5.66
258981_at hypothetical protein predicted by gensca--- AT3G08880 -1.11 -0.15 -1.57 0.161693 0.362036 -5.66
251653_at  putative protein regulatory protein NPR BOP1 AT3G57130 1.16 0.21 1.57 0.161714 0.362036 -5.66
258033_at unknown protein similar to MRP-like ABCMRP6 AT3G21250 1.26 0.33 1.57 0.161812 0.362177 -5.66
255975_at hypothetical protein --- --- 1.16 0.22 1.57 0.161857 0.362240 -5.66
248398_at sorbitol dehydrogenase-like protein  ;sup--- AT5G51970 -1.16 -0.21 -1.57 0.161935 0.362380 -5.66
245066_at putative serine/threonine protein phosphTOPP4 AT2G39840 -1.14 -0.19 -1.57 0.161967 0.362416 -5.66
246771_at putative protein putative replication prote--- --- 1.11 0.16 1.57 0.162083 0.362640 -5.66
245176_at unknown protein similar to GP|2104534|--- AT2G47440 -1.37 -0.45 -1.57 0.162163 0.362748 -5.66
252635_at  putative protein predicted proteins, Arab--- AT3G44510 1.16 0.21 1.57 0.162155 0.362748 -5.66
254243_at  serine/threonine kinase - like protein se CRK13 AT4G23210 1.78 0.84 1.57 0.162188 0.362768 -5.66
257505_at hypothetical protein --- AT1G47940 1.10 0.14 1.57 0.162345 0.363085 -5.66
267084_at unknown protein  ; supported by cDNA: --- AT2G41180 -1.61 -0.69 -1.57 0.162404 0.363180 -5.66
244917_at hypothetical protein --- --- 1.12 0.17 1.57 0.162434 0.363211 -5.66
266611_at putative auxin-regulated protein GH3.1 AT2G14960 -1.13 -0.18 -1.57 0.162526 0.363381 -5.66
254410_at serine/threonine kinase - like protein --- AT4G21410 1.40 0.49 1.57 0.162577 0.363460 -5.66
259643_at  putative menaquinone biosynthesis pro --- AT1G68890 1.12 0.16 1.57 0.162598 0.363471 -5.67
252338_at putative progesterone-binding protein hoMAPR3 AT3G48890 1.51 0.60 1.57 0.162733 0.363702 -5.67
247551_at  ras-GTPase-activating protein SH3-dom--- AT5G60980 -1.11 -0.15 -1.57 0.162727 0.363702 -5.67
263667_at  putative 40S ribosomal protein S15 StroRPS15 AT1G04270 -1.18 -0.24 -1.57 0.162785 0.363733 -5.67
266451_at  3-isopropylmalate dehydratase, small s --- AT2G43090 1.13 0.17 1.57 0.162777 0.363733 -5.67
259238_at putative eukaryotic translation initiation fEIF3G1 AT3G11400 -1.13 -0.18 -1.57 0.162797 0.363733 -5.67
259030_at putative alpha-hemolysin similar to alpha--- AT3G09310 -1.10 -0.14 -1.57 0.162811 0.363733 -5.67
265435_s_aputative major intrinsic (channel) protein --- AT1G31885 / 1.17 0.23 1.57 0.162836 0.363753 -5.67
245405_at hypothetical protein --- AT4G17150 -1.11 -0.15 -1.57 0.162889 0.363836 -5.67
263529_at ADP-ribosylation factor 3 ARF3 AT2G24765 -1.12 -0.16 -1.57 0.16291 0.363849 -5.67
267086_at putative salt-inducible protein --- AT2G32630 -1.17 -0.22 -1.57 0.162946 0.363892 -5.67
264321_at unknown protein Contains similarity to g --- AT1G04200 1.19 0.25 1.57 0.163039 0.364066 -5.67
263105_at putative N-acetylglucosaminyltransferas --- AT2G05320 -1.11 -0.16 -1.56 0.163329 0.364546 -5.67
263384_at hypothetical protein predicted by gensca--- AT2G40130 -1.15 -0.20 -1.56 0.163351 0.364546 -5.67
257177_at cyanate lyase (CYN) identical to cyanas CYN AT3G23490 -1.20 -0.27 -1.56 0.16329 0.364546 -5.67



262779_at putative cytochrome P450 monooxygena--- AT1G13070 1.10 0.14 1.56 0.163346 0.364546 -5.67
261042_at  GTP-binding protein, putative similar to ATRABA3 AT1G01200 1.16 0.21 1.56 0.163346 0.364546 -5.67
254003_at hypothetical protein --- AT4G26290 1.14 0.19 1.56 0.163318 0.364546 -5.67
253586_s_a putative protein hypothetical protein T29--- AT4G30710 / -1.23 -0.30 -1.56 0.163656 0.365170 -5.67
247807_at similar to unknown protein (gb|AAB6309OFP3 AT5G58360 -1.15 -0.20 -1.56 0.163662 0.365170 -5.67
252235_at  60S RIBOSOMAL PROTEIN - like 60S --- AT3G49910 -1.27 -0.35 -1.56 0.163726 0.365206 -5.67
262688_at PPR-repeat protein contains multiple PP--- AT1G62680 -1.12 -0.16 -1.56 0.163719 0.365206 -5.67
256560_s_a vetispiradiene synthase, putative, 5' par--- AT3G31415 / -1.12 -0.17 -1.56 0.163704 0.365206 -5.67
245974_at putative protein --- --- 1.22 0.29 1.56 0.163763 0.365253 -5.67
246438_at  putative protein non-phototropic hypoco--- AT5G17580 -1.11 -0.14 -1.56 0.163795 0.365288 -5.67
247672_at  senescence-associated protein - like seTET4 AT5G60220 -1.10 -0.14 -1.56 0.16385 0.365376 -5.67
254537_at  putative protein chitinase / lysozyme PZ--- AT4G19730 1.14 0.19 1.56 0.163879 0.365403 -5.67
264804_at  putative receptor kinase, CLV1 similar t --- AT1G08590 1.16 0.22 1.56 0.163904 0.365425 -5.67
247506_at  Mei2-like protein Mei2-like protein, ArabAML1 AT5G61960 1.11 0.15 1.56 0.163941 0.365470 -5.67
266234_at  SKP1 interacting partner 3 (SKIP3), putSKIP3 AT2G02350 1.15 0.20 1.56 0.164043 0.365661 -5.67
245103_at putative Ta11-like non-LTR retroelemen --- AT2G41590 1.11 0.16 1.56 0.164127 0.365813 -5.67
265750_x_aputative Athila retroelement ORF1 prote --- --- 1.21 0.27 1.56 0.164177 0.365890 -5.67
246593_at  putative protein predicted protein, Arabi --- AT5G14790 1.19 0.26 1.56 0.164256 0.365937 -5.67
264918_at  interferon-induced GTP-binding protein --- AT1G60530 1.13 0.17 1.56 0.164254 0.365937 -5.67
263879_at hypothetical protein predicted by genefin--- AT2G22030 -1.11 -0.16 -1.56 0.164225 0.365937 -5.67
262421_at hypothetical protein predicted by genem--- AT1G50290 -1.20 -0.26 -1.56 0.164263 0.365937 -5.67
246236_at hypothetical protein --- AT4G36470 1.16 0.21 1.56 0.164305 0.365996 -5.67
264520_at  putative amino acid permease GC splic AAP8 AT1G10010 1.22 0.29 1.56 0.164321 0.365996 -5.67
250574_at  putative protein putative transcription fa--- AT5G08230 -1.12 -0.16 -1.56 0.164471 0.366259 -5.68
252172_at  putative protein predicted proteins, Arab--- AT3G50640 1.13 0.18 1.56 0.16446 0.366259 -5.68
252588_at  putative protein potential transcriptional --- AT3G45630 -1.12 -0.16 -1.56 0.164567 0.366436 -5.68
259831_at hypothetical protein predicted by genemZFHD1 AT1G69600 1.12 0.17 1.56 0.164695 0.366686 -5.68
249209_at major surface glycoprotein-like  ; suppor --- AT5G42620 -1.14 -0.19 -1.56 0.164718 0.366701 -5.68
256122_at hypothetical protein predicted by gensca--- AT1G18180 1.14 0.19 1.56 0.164744 0.366723 -5.68
246244_at receptor kinase-like protein --- AT4G37250 -1.12 -0.17 -1.56 0.164841 0.366840 -5.68
254440_at  putative protein desiccation-related prot--- AT4G21020 1.12 0.16 1.56 0.16482 0.366840 -5.68
244925_at NADH dehydrogenase subunit 7 --- --- -1.16 -0.22 -1.56 0.164845 0.366840 -5.68
264227_at hypothetical protein contains similarity toATREV3 AT1G67500 1.13 0.18 1.56 0.164863 0.366844 -5.68
255464_s_aputative protein similar to T4I9.17 AT7SL-1 AT4G02970 / 1.12 0.16 1.56 0.164925 0.366947 -5.68
266588_at putative proline-rich protein  ; supported AGP9 AT2G14890 1.93 0.95 1.56 0.164946 0.366957 -5.68



264979_s_a disease resistance protein, putative sim--- AT1G27170 / 1.16 0.22 1.56 0.165001 0.367045 -5.68
252170_at hypothetical protein  ; supported by cDNHR4 AT3G26560 / 1.17 0.22 1.56 0.165031 0.367074 -5.68
254088_at  putative protein snurportin1 m3G-cap-s --- AT4G24880 -1.19 -0.25 -1.56 0.165065 0.367094 -5.68
267271_at hypothetical protein predicted by genscaATHB21 AT2G02540 1.13 0.17 1.56 0.165071 0.367094 -5.68
266218_s_aputative cytochrome P450 CYP710A4AT2G28850 / 1.13 0.17 1.56 0.165089 0.367096 -5.68
249125_at 1-aminocyclopropane-1-carboxylate oxid--- AT5G43450 -1.22 -0.29 -1.56 0.165153 0.367167 -5.68
263634_at putative retroelement gag/pol polyprotei --- --- 1.13 0.18 1.56 0.165137 0.367167 -5.68
254389_s_aputative protein various predicted protein--- AT4G21903 / -1.36 -0.44 -1.56 0.165211 0.367261 -5.68
258074_at unknown protein --- AT3G25890 -1.40 -0.49 -1.56 0.165309 0.367372 -5.68
254475_at  putative snRNP protein small nuclear ri smB AT4G20440 -1.25 -0.32 -1.56 0.165297 0.367372 -5.68
245764_s_ahypothetical protein contains similarity toATCSA-1 AT1G19750 / -1.12 -0.16 -1.56 0.165306 0.367372 -5.68
251679_at putative protein strictosidine synthase (E--- AT3G57030 -1.27 -0.34 -1.56 0.16538 0.367492 -5.68
247565_at  putative protein Atu, Drosophila melanoVIP4 AT5G61150 -1.13 -0.17 -1.56 0.165444 0.367571 -5.68
249474_s_agermin-like protein (GLP2a) copy2  ; supGER2 AT5G39130 / -1.16 -0.21 -1.56 0.165447 0.367571 -5.68
253403_at  putative serine/threonine protein kinaseAtAUR1 AT4G32830 1.16 0.21 1.56 0.165529 0.367681 -5.68
252555_at  putative protein alpha-xylosidase, Arabi --- AT3G45940 1.10 0.14 1.56 0.165517 0.367681 -5.68
260241_at putative cytochrome P450 similar to cytoCYP86A7 AT1G63710 1.19 0.25 1.56 0.165595 0.367791 -5.68
255988_at putative protein --- --- 1.13 0.17 1.55 0.165637 0.367804 -5.68
246744_at  putative protein predicted protein, Arabi --- AT5G27760 1.50 0.58 1.55 0.165649 0.367804 -5.68
245550_at cytochrome P450 like protein CYP705A1AT4G15330 -1.13 -0.18 -1.55 0.165619 0.367804 -5.68
254253_at  serine/threonine kinase - like protein se --- AT4G23320 1.46 0.55 1.55 0.165677 0.367830 -5.68
249141_at putative protein similar to unknown prote--- AT5G43200 -1.11 -0.16 -1.55 0.165734 0.367920 -5.68
256541_at  ligand-gated ion channel, putative contaGLR3.3 AT1G42540 -1.18 -0.24 -1.55 0.165754 0.367930 -5.68
250188_at  putative protein COP9 complex subunit COP13 AT5G14250 -1.13 -0.17 -1.55 0.165795 0.367950 -5.68
267368_at  citrate synthase similar to GB:X17528, ATCS AT2G44350 1.15 0.20 1.55 0.165788 0.367950 -5.68
253481_at  aspartate aminotransferase  ;supportedASP5 AT4G31990 -1.14 -0.18 -1.55 0.165854 0.367989 -5.68
253325_at Expressed protein ; supported by full-len--- AT4G33925 1.28 0.35 1.55 0.165845 0.367989 -5.68
250362_at  1-D-deoxyxylulose 5-phosphate synthasDXPS3 AT5G11380 -1.12 -0.16 -1.55 0.165861 0.367989 -5.68
247437_at AtHVA22b-like protein  ; supported by cDHVA22B AT5G62490 1.16 0.22 1.55 0.165985 0.368224 -5.68
263215_at  putative reticuline oxidase-like protein s --- AT1G30710 1.14 0.20 1.55 0.165999 0.368224 -5.68
264108_at hypothetical protein predicted by genscaCALS5 AT2G13680 -1.12 -0.16 -1.55 0.1662 0.368597 -5.69
266941_at peroxidase (ATP22a) identical to GB:Y0--- AT2G18980 1.17 0.22 1.55 0.166197 0.368597 -5.69
258286_at kinesin-like protein similar to kinesin hea--- AT3G16060 -1.15 -0.20 -1.55 0.166325 0.368838 -5.69
258144_at hypothetical protein --- AT3G18180 -1.11 -0.15 -1.55 0.166371 0.368847 -5.69
251902_at uncoupling protein (ucp/PUMP)  ; suppoPUMP1 AT3G54110 1.34 0.42 1.55 0.166378 0.368847 -5.69



247782_at  putative protein predicted RNA binding --- AT5G58790 -1.11 -0.15 -1.55 0.16637 0.368847 -5.69
255573_at hypothetical protein --- AT4G01400 1.10 0.14 1.55 0.166617 0.369342 -5.69
247456_at  iron-regulated transporter - like protein AtZIP12 AT5G62160 1.13 0.17 1.55 0.166675 0.369362 -5.69
245473_at hypothetical protein --- AT4G16050 -1.11 -0.15 -1.55 0.166664 0.369362 -5.69
245843_at unknown protein --- AT1G26180 -1.15 -0.20 -1.55 0.166651 0.369362 -5.69
247774_at  putative protein fruit ripening expressed--- AT5G58660 1.12 0.16 1.55 0.166838 0.369653 -5.69
260139_at  Myb-related transcription factor, putativeMYB114 AT1G66380 1.12 0.16 1.55 0.166824 0.369653 -5.69
262431_at  trypsin inhibitor 2, putative similar to try --- AT1G47540 1.12 0.17 1.55 0.166889 0.369730 -5.69
251873_at  putative protein KIAA0122 gene , Homo--- AT3G54230 -1.10 -0.14 -1.55 0.166954 0.369801 -5.69
246936_at  putative protein hypothetical protein Sb0--- AT5G25360 -1.13 -0.17 -1.55 0.166951 0.369801 -5.69
245674_at  chitinase, putative similar to chitinase G--- AT1G56680 1.12 0.16 1.55 0.167021 0.369842 -5.69
255961_at  UDP-glucose glucosyltransferase, putatAtUGT85AAT1G22340 1.24 0.31 1.55 0.167014 0.369842 -5.69
256827_at hypothetical protein contains similarity to--- AT3G18570 1.11 0.15 1.55 0.16699 0.369842 -5.69
259778_at hypothetical protein predicted by genem--- AT1G29610 -1.12 -0.16 -1.55 0.167081 0.369939 -5.69
265505_at putative RING zinc finger protein --- AT2G15530 -1.12 -0.16 -1.55 0.167163 0.370085 -5.69
258489_at 14-3-3 protein GF14nu (grf7) identical toGRF7 AT3G02520 1.11 0.15 1.55 0.167216 0.370144 -5.69
256077_at hypothetical protein contains similarity to--- AT1G18090 -1.16 -0.22 -1.55 0.167222 0.370144 -5.69
262461_at  myosin, putative similar to myosin GB:CVIIIA AT1G50360 1.25 0.32 1.55 0.167253 0.370177 -5.69
258937_at putative ribosomal protein S28 similar to--- AT3G10090 -1.22 -0.28 -1.55 0.167316 0.370280 -5.69
263401_at hypothetical protein similar to hypothetic--- AT2G04070 1.22 0.29 1.55 0.167341 0.370299 -5.69
255990_at  glycyl tRNA synthetase, putative similar--- AT1G29870 1.14 0.18 1.55 0.167373 0.370335 -5.69
250440_at 40S ribsomal protein S6  ; supported by EMB3010 AT5G10360 -1.19 -0.25 -1.55 0.167427 0.370419 -5.69
252256_at  PRE-MRNA SPLICING FACTOR SF2-l SRp34a AT3G49430 -1.17 -0.22 -1.55 0.167556 0.370668 -5.69
267325_at unknown protein predicted by genscan a--- AT2G19360 1.14 0.19 1.55 0.167576 0.370677 -5.69
253890_s_aputative protein contains similarity to sto--- AT4G27585 / 1.34 0.42 1.55 0.167593 0.370677 -5.69
255186_at putative transposon protein similar to Ar --- --- 1.21 0.28 1.55 0.167622 0.370705 -5.69
251376_at  scarecrow - like protein scarecrow-like 6--- AT3G60630 -1.22 -0.29 -1.55 0.167642 0.370714 -5.69
257931_at hypothetical protein predicted by genem--- AT3G17030 -1.13 -0.17 -1.55 0.167659 0.370715 -5.69
253571_at  putative calmodulin-binding protein calm--- AT4G31000 1.49 0.57 1.55 0.167736 0.370815 -5.69
262375_at unknown protein ; supported by cDNA: gSUVH3 AT1G73100 -1.16 -0.21 -1.55 0.167728 0.370815 -5.69
252802_at putative protein --- --- -1.10 -0.13 -1.55 0.167805 0.370930 -5.69
247547_at putative protein --- AT5G61360 1.22 0.28 1.55 0.167824 0.370937 -5.69
253823_at putative protein  ;supported by full-length--- AT4G28030 -1.11 -0.14 -1.55 0.167851 0.370961 -5.69
251595_at  putative protein galactose oxidase prec --- AT3G57620 1.14 0.18 1.55 0.167889 0.371008 -5.69
265115_at  rho GDP-dissociation inhibitor, putative --- AT1G62450 -1.13 -0.18 -1.55 0.16794 0.371085 -5.69



247159_at 1-aminocyclopropane-1-carboxylate synACS5 AT5G65800 -1.11 -0.15 -1.54 0.168038 0.371266 -5.70
261012_at  CLE9, putative CLAVATA3/ESR-RelateCLE9 AT1G26600 -1.10 -0.14 -1.54 0.168099 0.371292 -5.70
262609_at unknown protein ;supported by full-lengt --- AT1G13930 -1.15 -0.20 -1.54 0.168082 0.371292 -5.70
259901_at  disease resistance protein, putative simAtRLP14 AT1G74180 -1.18 -0.23 -1.54 0.168086 0.371292 -5.70
250112_at low density lipoprotein B-like protein --- AT5G16300 1.12 0.16 1.54 0.168209 0.371463 -5.70
250435_at  putative protein various predicted prote RING1 AT5G10380 1.30 0.38 1.54 0.168195 0.371463 -5.70
258778_s_ahypothetical protein predicted by genefin--- AT3G11860 / -1.15 -0.21 -1.54 0.168366 0.371775 -5.70
250891_at  fatty acid elongase - like protein KCS1 fKCS19 AT5G04530 1.16 0.22 1.54 0.168515 0.372066 -5.70
257631_at  cytochrome P450, putative similar to cy CYP71B17AT3G26160 1.20 0.26 1.54 0.168544 0.372095 -5.70
245058_at hypothetical protein predicted by genefin--- AT2G39790 1.12 0.17 1.54 0.168587 0.372154 -5.70
254984_s_a putative protein Homo sapiens deubiqu UBP10 AT4G10570 / 1.10 0.13 1.54 0.168686 0.372305 -5.70
252230_at  putative protein various predicted prote --- AT3G49810 1.50 0.58 1.54 0.168688 0.372305 -5.70
264996_at  nuclear matrix constituent protein 1, putLINC1 AT1G67230 1.16 0.21 1.54 0.168766 0.372332 -5.70
253868_at proton pump interactor non-consensus GPPI1 AT4G27500 1.15 0.20 1.54 0.168759 0.372332 -5.70
267255_at putative Ca2+-ATPase --- AT2G22950 1.17 0.23 1.54 0.16872 0.372332 -5.70
250909_at  S-receptor kinase - like protein S-recep --- AT5G03700 1.55 0.63 1.54 0.168756 0.372332 -5.70
251575_at  putative protein basic leucine zipper tra BZIP61 AT3G58120 1.41 0.50 1.54 0.168837 0.372439 -5.70
253762_at  putative protein conserved hypothetical --- AT4G28830 -1.13 -0.18 -1.54 0.168846 0.372439 -5.70
261558_at unknown protein --- AT1G01770 1.22 0.29 1.54 0.168939 0.372534 -5.70
248029_at beta-amylase  ; supported by cDNA: gi_ BAM4 AT5G55700 1.14 0.19 1.54 0.168928 0.372534 -5.70
245074_at putative protein kinase contains a protei --- AT2G23200 1.53 0.62 1.54 0.16891 0.372534 -5.70
260950_s_a delta 9 desaturase, putative similar to d --- AT1G06090 / 1.15 0.21 1.54 0.168979 0.372537 -5.70
255641_at contains region of similarity to beta trans--- AT4G00800 1.13 0.18 1.54 0.168979 0.372537 -5.70
258951_at putative phosphatidylinositolglycan class--- AT3G01380 -1.14 -0.19 -1.54 0.168989 0.372537 -5.70
257567_at hypothetical protein predicted by gensca--- AT3G23930 -1.10 -0.13 -1.54 0.169017 0.372563 -5.70
259350_at putative serine/threonine protein kinase RBK2 AT3G05140 1.15 0.20 1.54 0.169039 0.372574 -5.70
248731_at phosphoribosylanthranilate transferase- --- AT5G48060 1.15 0.20 1.54 0.169067 0.372600 -5.70
245536_at hypothetical protein SDG2 AT4G15180 1.12 0.17 1.54 0.169084 0.372602 -5.70
262594_at putative 60s ribosomal protein L37 almo--- AT1G15250 -1.40 -0.49 -1.54 0.16912 0.372645 -5.70
260801_at hypothetical protein predicted by genem--- AT1G78430 1.10 0.14 1.54 0.169136 0.372645 -5.70
262338_at Expressed protein ; supported by full-len--- AT1G64185 -1.19 -0.25 -1.54 0.169185 0.372716 -5.70
250404_at  CCR4-ASSOCIATED FACTOR  -like pr --- AT5G10960 -1.11 -0.15 -1.54 0.169225 0.372753 -5.70
250299_at  putative esterase - like protein cinI prote--- AT5G11910 -1.13 -0.18 -1.54 0.169234 0.372753 -5.70
253143_at putative protein --- AT4G35530 -1.17 -0.22 -1.54 0.169255 0.372763 -5.70
253074_at  putative disease resistance protein TMV--- AT4G36140 -1.10 -0.14 -1.54 0.169276 0.372773 -5.70



264295_at hypothetical protein predicted by genem--- AT1G78740 1.10 0.14 1.54 0.169326 0.372807 -5.70
259252_at  hypothetical protein similar to hypotheticIBM1 AT3G07610 -1.12 -0.16 -1.54 0.16934 0.372807 -5.70
246770_at  putative protein DNA-binding protein - T--- AT5G27460 -1.17 -0.23 -1.54 0.169318 0.372807 -5.70
249954_at putative protein  ;supported by full-length--- AT5G18920 -1.10 -0.13 -1.54 0.16936 0.372815 -5.70
259867_at hypothetical protein predicted by genefin--- AT1G76740 1.10 0.14 1.54 0.169409 0.372886 -5.70
263292_at putative Ta11-like non-LTR retroelemen --- --- 1.13 0.18 1.54 0.169453 0.372947 -5.70
263717_at malate oxidoreductase (malic enzyme) --- AT2G13560 1.10 0.14 1.54 0.16947 0.372949 -5.70
247485_at  putative protein ARR1, Arabidopsis thalARR23 AT5G62120 1.10 0.14 1.54 0.169492 0.372961 -5.70
264921_at  RNA binding protein, putative similar to --- AT1G60650 -1.14 -0.19 -1.54 0.169547 0.373046 -5.70
250895_at  RIBOSOMAL PROTEIN S28- like riboso--- AT5G03850 -1.22 -0.28 -1.54 0.169568 0.373057 -5.70
249838_at unknown protein  ;supported by full-leng--- AT5G23460 -1.18 -0.24 -1.54 0.169614 0.373058 -5.70
266306_at hypothetical protein predicted by grail --- AT2G26970 -1.14 -0.19 -1.54 0.169618 0.373058 -5.70
257250_at  transfactor, putative similar to GB:BAA7--- AT3G24120 -1.14 -0.19 -1.54 0.169616 0.373058 -5.70
248943_s_aputative protein similar to unknown prote--- AT5G45440 / 1.32 0.40 1.54 0.169664 0.373099 -5.70
245929_at  alcohol dehydrogenase - like protein alc--- AT5G24760 1.46 0.54 1.54 0.169702 0.373099 -5.70
261532_at  amino acid permease, putative similar t --- AT1G71680 1.12 0.16 1.54 0.169691 0.373099 -5.70
252453_at putative RNA-binding protein various pu --- AT3G47120 -1.11 -0.15 -1.54 0.169684 0.373099 -5.70
249389_at  disease resistence like - protein downy --- AT5G40100 1.17 0.22 1.54 0.169777 0.373228 -5.70
265331_at similar to gibberellin-regulated proteins --- AT2G18420 1.13 0.17 1.54 0.16993 0.373483 -5.71
260470_at hypothetical protein predicted by genefin--- AT1G11120 -1.16 -0.22 -1.54 0.169926 0.373483 -5.71
257486_at unknown protein --- AT1G63590 1.11 0.15 1.54 0.169942 0.373483 -5.71
246009_at Expressed protein ; supported by cDNA ATSTE14BAT5G08335 1.18 0.24 1.54 0.17004 0.373661 -5.71
247814_at polyneuridine aldehyde esterase-like; alsMES18 AT5G58310 -1.69 -0.76 -1.54 0.170179 0.373809 -5.71
263367_at putative retroelement pol polyprotein --- --- 1.15 0.20 1.54 0.170139 0.373809 -5.71
266660_at hypothetical protein predicted by gensca--- AT2G25920 -1.22 -0.29 -1.54 0.170189 0.373809 -5.71
251359_at putative protein several hypothetical pro --- AT3G61170 -1.12 -0.16 -1.54 0.17016 0.373809 -5.71
251588_at putative protein several putative proteins--- AT3G58090 -1.16 -0.21 -1.54 0.170153 0.373809 -5.71
263772_at Expressed protein ; supported by full-lenELF4-L3 AT2G06255 -1.25 -0.32 -1.54 0.170205 0.373809 -5.71
261607_at unknown protein similar to putative este AtCXE5 AT1G49660 -1.38 -0.46 -1.54 0.170324 0.374033 -5.71
264460_at hypothetical protein similar to transcriptioATNFXL1 AT1G10170 1.17 0.22 1.53 0.170377 0.374088 -5.71
251050_at putative protein --- AT5G02440 1.15 0.20 1.53 0.170381 0.374088 -5.71
255687_at hypothetical protein KEA2 AT4G00630 -1.28 -0.35 -1.53 0.170437 0.374174 -5.71
251002_at  putative protein predicted proteins, Arab--- AT5G02680 1.11 0.15 1.53 0.170468 0.374207 -5.71
245957_at putative protein predicted proteins - Arab--- AT5G19590 -1.11 -0.15 -1.53 0.170518 0.374262 -5.71
255468_at  putative WD-repeat protein similar to L. --- AT4G03020 -1.12 -0.17 -1.53 0.170526 0.374262 -5.71



256144_at  guanine nucleotide-binding protein, putaRACK1B_AAT1G48630 -1.42 -0.51 -1.53 0.170567 0.374315 -5.71
255516_at  hypothetical protein similar to extensin- --- AT4G02270 1.20 0.26 1.53 0.170587 0.374322 -5.71
259143_at  calmodulin-like protein similar to calmod--- AT3G10190 1.18 0.24 1.53 0.170652 0.374430 -5.71
264859_at  glucose-6-phosphate 1-dehydrogenase G6PD3 AT1G24280 -1.47 -0.56 -1.53 0.170699 0.374497 -5.71
264816_at hypothetical protein similar to membrane--- AT1G03560 -1.35 -0.43 -1.53 0.170756 0.374586 -5.71
255927_at  transcriptional activator CBF1, putative --- AT1G12630 1.24 0.31 1.53 0.170782 0.374606 -5.71
248651_at unknown protein --- AT5G49260 1.11 0.15 1.53 0.170851 0.374685 -5.71
261287_at hypothetical protein predicted by genem--- AT1G37020 1.10 0.13 1.53 0.170842 0.374685 -5.71
260423_at unknown protein ATEXO70DAT1G72470 1.33 0.41 1.53 0.170899 0.374720 -5.71
255416_at hypothetical protein --- AT4G03170 -1.11 -0.14 -1.53 0.170893 0.374720 -5.71
252583_at putative protein several hypothetical pro --- AT3G45540 1.13 0.18 1.53 0.170957 0.374799 -5.71
248817_at putative protein strong similarity to unkn --- AT5G47020 1.15 0.20 1.53 0.170968 0.374799 -5.71
246174_s_a putative protein hypothetical protein T27--- AT5G28340 / -1.11 -0.15 -1.53 0.171116 0.375081 -5.71
247352_at serine/threonine-protein kinase  ;suppor SNRK2.5 AT5G63650 1.37 0.46 1.53 0.17113 0.375081 -5.71
259047_at unknown protein DegP7 AT3G03380 -1.10 -0.14 -1.53 0.171416 0.375672 -5.71
252601_s_a 40S ribsomomal protein 40S ribsomoma--- AT3G45030 / -1.26 -0.33 -1.53 0.171519 0.375797 -5.71
247431_at putative protein similar to unknown proteSRO5 AT5G62520 1.32 0.40 1.53 0.171522 0.375797 -5.71
250543_at  DR1-like protein TATA-binding protein-aNF-YB12 AT5G08190 -1.13 -0.18 -1.53 0.171517 0.375797 -5.71
262071_at unknown protein ;supported by full-lengtCF9 AT1G59510 -1.15 -0.20 -1.53 0.171552 0.375812 -5.71
260313_at putative disease resistance protein simil --- AT1G63870 1.17 0.22 1.53 0.171562 0.375812 -5.71
259470_at unknown protein --- AT1G19110 -1.10 -0.14 -1.53 0.171635 0.375936 -5.71
253235_at  putative protein hypothetical protein, SyHDR AT4G34350 1.27 0.35 1.53 0.171737 0.376123 -5.71
263688_at  unknown protein Location of EST 228A --- AT1G26920 -1.50 -0.58 -1.53 0.171794 0.376211 -5.72
259708_at  lysophospholipase isolog, putative simil --- AT1G77420 -1.17 -0.23 -1.53 0.172004 0.376276 -5.72
248421_at unknown protein  ;supported by full-leng--- AT5G51510 -1.13 -0.18 -1.53 0.171846 0.376276 -5.72
266944_at unknown protein predicted by genefinde--- AT2G18870 / 1.14 0.19 1.53 0.171992 0.376276 -5.72
255356_x_aputative transposon protein --- --- 1.14 0.18 1.53 0.171995 0.376276 -5.72
263390_at hypothetical protein similar to Ta1-1 reve--- --- 1.11 0.15 1.53 0.172019 0.376276 -5.72
248437_at putative protein similar to unknown proteEMF2 AT5G51230 1.18 0.24 1.53 0.171921 0.376276 -5.72
249024_at putative protein strong similarity to unkn --- AT5G44860 1.12 0.17 1.53 0.171962 0.376276 -5.72
255530_at hypothetical protein --- AT4G02140 1.13 0.17 1.53 0.171958 0.376276 -5.72
246044_at calcium-dependent protein kinase  ; sup CDPK19 AT5G19450 -1.17 -0.23 -1.53 0.171859 0.376276 -5.72
263999_at hypothetical protein predicted by genefin--- AT2G22370 -1.14 -0.19 -1.53 0.172021 0.376276 -5.72
262520_at  putative polygalacturonase After first 29--- AT1G17150 1.16 0.21 1.53 0.171941 0.376276 -5.72
260833_at  lipase, putative similar to lipase GB:AAD--- AT1G06800 1.34 0.42 1.53 0.171909 0.376276 -5.72



261135_at  defensin AMP1, putative similar to PIR: PDF1.4 AT1G19610 1.75 0.80 1.53 0.172101 0.376389 -5.72
266276_at putative tropinone reductase TRI AT2G29330 -1.11 -0.15 -1.53 0.172106 0.376389 -5.72
250827_at cellulose synthase catalytic subunit (gb|ACEV1 AT5G05170 -1.19 -0.25 -1.53 0.172144 0.376436 -5.72
267078_at unknown protein  ;supported by full-leng--- AT2G40960 -1.13 -0.18 -1.53 0.172236 0.376565 -5.72
247218_at asparagine synthetase (gb|AAC72837.1ASN2 AT5G65010 -1.60 -0.68 -1.53 0.172235 0.376565 -5.72
249829_at c-myc binding protein MM-1-like protein PDF5 AT5G23290 -1.13 -0.17 -1.53 0.172307 0.376577 -5.72
253002_at phosphoinositide-specific phospholipaseATPLC1 AT4G38530 -1.15 -0.20 -1.53 0.172307 0.376577 -5.72
265796_at Expressed protein ; supported by full-len--- AT2G35730 1.94 0.96 1.53 0.172286 0.376577 -5.72
261947_at  ubiquitin, putative similar to poly-ubiquit --- AT1G64470 1.16 0.22 1.53 0.172265 0.376577 -5.72
247316_at ankyrin-like protein --- AT5G64030 -1.12 -0.17 -1.53 0.172336 0.376603 -5.72
250816_at coatomer delta subunit (delta-coat prote --- AT5G05010 1.17 0.23 1.53 0.172401 0.376673 -5.72
249799_at serine palmitoyltransferase  ; supported LCB2 AT5G23670 -1.10 -0.14 -1.53 0.172397 0.376673 -5.72
260401_at unknown protein similar to hypothetical p--- AT1G69840 1.16 0.21 1.53 0.17245 0.376708 -5.72
267160_at putative WD-40 repeat protein --- AT2G37670 1.11 0.15 1.53 0.172439 0.376708 -5.72
AFFX-r2-At-  Arabidopsis thaliana /REF=M64116 /DE--- --- 1.36 0.45 1.53 0.172511 0.376804 -5.72
260129_at hypothetical protein similar to vanilloid re--- AT1G36380 -1.11 -0.16 -1.53 0.172604 0.376968 -5.72
245766_at  En/Spm-like transposon protein, putativ --- --- 1.12 0.17 1.53 0.172619 0.376968 -5.72
249388_at  putative protein downy mildew resistanc--- AT5G40090 -1.14 -0.19 -1.53 0.172642 0.376982 -5.72
249334_at putative protein strong similarity to unkn YSL4 AT5G41000 1.20 0.26 1.52 0.172858 0.377408 -5.72
256081_at hypothetical protein contains Pfam profilWOX14 AT1G20700 1.14 0.19 1.52 0.172886 0.377408 -5.72
252103_at  putative protein various predicted prote --- AT3G51410 -1.11 -0.15 -1.52 0.172886 0.377408 -5.72
266906_at Expressed protein ; supported by full-len--- AT2G34585 1.19 0.25 1.52 0.172998 0.377615 -5.72
253600_at  SERINE CARBOXYPEPTIDASE II - likescpl29 AT4G30810 -1.13 -0.17 -1.52 0.173017 0.377620 -5.72
263519_at 40S ribosomal protein S25  ; supported --- AT2G21580 -1.27 -0.34 -1.52 0.173071 0.377649 -5.72
249858_at myb-related transcription factor-like MYB37 AT5G23000 1.18 0.23 1.52 0.17308 0.377649 -5.72
256990_at hypothetical protein predicted by genem--- AT3G28590 1.19 0.25 1.52 0.173066 0.377649 -5.72
266441_at hypothetical protein predicted by gensca--- AT2G43250 -1.13 -0.17 -1.52 0.173133 0.377729 -5.72
255346_at hypothetical protein --- --- 1.09 0.13 1.52 0.173165 0.377764 -5.72
254256_at  serine/threonine kinase -like protein serCRK10 AT4G23180 1.22 0.28 1.52 0.173265 0.377945 -5.72
248761_at Expressed protein ; supported by full-len--- AT5G47635 1.23 0.30 1.52 0.173308 0.378004 -5.72
249350_at  MYB -like protein MYB22, Arabidopsis tMYB115 AT5G40360 -1.12 -0.17 -1.52 0.173508 0.378403 -5.72
252123_at flavanone 3-hydroxylase (FH3)  ;supportF3H AT3G51240 1.12 0.16 1.52 0.173567 0.378494 -5.72
266880_at hypothetical protein predicted by genefin--- AT2G44770 -1.15 -0.20 -1.52 0.173686 0.378646 -5.73
256056_at hypothetical protein contains similarity to--- AT1G07190 1.11 0.15 1.52 0.173656 0.378646 -5.73
251364_at  anthranilate phosphoribosyltransferase---- AT3G61300 1.14 0.18 1.52 0.173683 0.378646 -5.73



260945_at hypothetical protein predicted by genem--- AT1G05950 1.15 0.20 1.52 0.173763 0.378778 -5.73
264373_at putative vesicle transport protein Contai SEC22 AT1G11890 -1.18 -0.23 -1.52 0.173786 0.378788 -5.73
258153_at Expressed protein ; supported by full-lenMOS4 AT3G18165 -1.16 -0.21 -1.52 0.173801 0.378788 -5.73
254893_at  putative phospholipase D-gamma phos PLDGAMMAT4G11830 -1.23 -0.30 -1.52 0.173886 0.378938 -5.73
265732_at predicted by genscan and genefinder  ;s--- AT2G01300 2.00 1.00 1.52 0.173979 0.379103 -5.73
257902_at  receptor kinase, putative similar to rece --- AT3G28450 1.22 0.29 1.52 0.174004 0.379123 -5.73
245107_at putative heat shock transcription factor AT-HSFB3AT2G41690 1.38 0.47 1.52 0.17406 0.379180 -5.73
245733_at hypothetical protein predicted by genem--- AT1G73380 -1.20 -0.27 -1.52 0.174064 0.379180 -5.73
267166_at unknown protein --- AT2G37720 1.09 0.13 1.52 0.174113 0.379198 -5.73
264509_at unknown protein Location of EST gb|Z34--- AT1G09520 -1.14 -0.19 -1.52 0.174101 0.379198 -5.73
258816_at  putative T-complex protein 1, theta sub --- AT3G03960 -1.20 -0.26 -1.52 0.174122 0.379198 -5.73
265038_at  putative protein kinase highly similar to --- AT1G03920 1.13 0.18 1.52 0.174167 0.379261 -5.73
256429_at unknown protein --- AT3G11040 1.17 0.22 1.52 0.174216 0.379331 -5.73
248896_at putative protein contains similarity to WRWRKY8 AT5G46350 1.54 0.63 1.52 0.174274 0.379384 -5.73
254012_at  putative ribosomal protein ribosomal pro--- AT4G26230 -1.27 -0.34 -1.52 0.174259 0.379384 -5.73
248940_at replication protein A1-like --- AT5G45400 -1.14 -0.19 -1.52 0.174298 0.379400 -5.73
260717_at  serine/threonine phosphatase PP7, puta--- AT1G48120 -1.17 -0.23 -1.52 0.174364 0.379508 -5.73
248270_at putative protein similar to unknown proteORG1 AT5G53450 -1.31 -0.39 -1.52 0.1744 0.379551 -5.73
263383_at putative protein kinase contains a protei --- AT2G40120 1.15 0.20 1.52 0.174469 0.379665 -5.73
259009_at thioglucosidase 3D precursor identical toPYK10 AT3G09260 1.22 0.29 1.52 0.174508 0.379677 -5.73
267642_at unknown protein --- AT2G32905 / -1.10 -0.14 -1.52 0.174499 0.379677 -5.73
265892_at hypothetical protein predicted by gensca--- AT2G15020 -1.26 -0.33 -1.52 0.17455 0.379731 -5.73
261676_at Expressed protein ; supported by full-len--- AT1G18480 1.16 0.22 1.52 0.17466 0.379899 -5.73
258057_at unknown protein AAR3 AT3G28970 -1.11 -0.15 -1.52 0.174651 0.379899 -5.73
250020_at putative protein contains similarity to GA--- AT5G18180 1.15 0.21 1.52 0.174732 0.380019 -5.73
263927_s_aputative cinnamyl-alcohol dehydrogenasCAD2 AT2G21730 / -1.17 -0.22 -1.52 0.174822 0.380178 -5.73
248121_at putative protein contains similarity to unkGAUT12 AT5G54690 1.20 0.26 1.52 0.17485 0.380203 -5.73
267476_at putative pectate lyase --- AT2G02720 1.12 0.16 1.52 0.174917 0.380313 -5.73
267037_at hypothetical protein  ; supported by cDN--- AT2G38320 1.14 0.19 1.52 0.174986 0.380426 -5.73
248898_at outward rectifying potassium channel KCKCO2 AT5G46370 -1.15 -0.20 -1.52 0.17505 0.380515 -5.73
250528_at putative protein strong similarity to unkn --- AT5G08600 -1.10 -0.14 -1.52 0.17506 0.380515 -5.73
249651_at auxin response factor 8 (ARF8)  ; suppoARF8 AT5G37020 -1.25 -0.32 -1.52 0.175092 0.380548 -5.73
252907_at  putative gamma-glutamyltransferase gaGGT2 AT4G39650 1.11 0.16 1.52 0.175144 0.380624 -5.73
265979_at putative replication protein A1 --- --- -1.13 -0.18 -1.52 0.175168 0.380641 -5.73
257719_at unknown protein AtALMT9 AT3G18440 1.18 0.24 1.52 0.17523 0.380739 -5.73



253679_at cytidine deaminase 6 (CDA6) --- AT4G29610 1.34 0.42 1.51 0.175357 0.380979 -5.73
259951_at unknown protein --- AT1G71490 1.12 0.16 1.51 0.175414 0.381066 -5.73
260429_at unknown protein  ;supported by full-lengJAZ6 AT1G72450 -1.34 -0.43 -1.51 0.175497 0.381211 -5.73
247022_at unknown protein --- AT5G67050 -1.11 -0.16 -1.51 0.175548 0.381284 -5.73
251795_at  putative protein MtN24, Medicago trunc--- AT3G55390 1.20 0.27 1.51 0.175628 0.381420 -5.74
248874_at putative protein strong similarity to unkn --- AT5G46460 -1.20 -0.27 -1.51 0.175644 0.381420 -5.74
252337_at CELL DIVISION CONTROL PROTEIN 2CDC2 AT3G48750 -1.22 -0.28 -1.51 0.175679 0.381448 -5.74
266435_s_ahypothetical protein predicted by gensca--- AT2G07130 / -1.13 -0.17 -1.51 0.17569 0.381448 -5.74
262108_at unknown protein similar to unknown pro --- AT1G02740 -1.15 -0.21 -1.51 0.17581 0.381672 -5.74
248175_at histone H2A (gb|AAF64418.1)  ; supportRAT5 AT5G54640 1.14 0.19 1.51 0.175849 0.381719 -5.74
259750_at  hypothetical protein predicted by gensc --- AT1G71130 -1.21 -0.27 -1.51 0.175925 0.381742 -5.74
249269_at cell cycle control crn (crooked neck) pro --- AT5G41770 -1.17 -0.23 -1.51 0.175926 0.381742 -5.74
253693_at Thioredoxin - like protein thioredoxin;Lili ACHT2 AT4G29670 1.22 0.29 1.51 0.175883 0.381742 -5.74
258680_at adenylate translocator identical to adenyAAC1 AT3G08580 1.23 0.29 1.51 0.175924 0.381742 -5.74
253976_at  putative protein kinase protein kinase -AD6PKL1 AT4G26610 1.10 0.14 1.51 0.176077 0.381772 -5.74
254650_at hypothetical protein --- --- 1.11 0.15 1.51 0.176068 0.381772 -5.74
262246_at leaf development protein Argonaute idenAGO1 AT1G48410 -1.14 -0.19 -1.51 0.176108 0.381772 -5.74
244948_at hypothetical protein --- --- -1.11 -0.16 -1.51 0.17612 0.381772 -5.74
249775_at  squalene monooxygenase 1,2 (squalenSQE6 AT5G24160 1.22 0.29 1.51 0.176085 0.381772 -5.74
249719_at Expressed protein ; supported by full-len--- AT5G35735 1.43 0.52 1.51 0.176076 0.381772 -5.74
252771_at  receptor protein kinase -like protein rece--- AT3G42880 1.13 0.18 1.51 0.176067 0.381772 -5.74
253437_at  putative protein mRNAs from Ricinus co--- AT4G32460 1.40 0.48 1.51 0.175978 0.381772 -5.74
263724_at putative Ta11-like non-LTR retroelemen --- AT2G13510 1.12 0.16 1.51 0.176038 0.381772 -5.74
266816_at unknown protein identical to GB:AAC318--- AT2G44970 1.11 0.15 1.51 0.176124 0.381772 -5.74
266177_at putative phloem-specific lectin ATPP2-B3 AT2G02270 1.17 0.23 1.51 0.176085 0.381772 -5.74
260028_at unknown protein ; supported by cDNA: g--- AT1G29980 1.62 0.70 1.51 0.176174 0.381783 -5.74
264056_at putative DOF zinc finger protein  ;suppo --- AT2G28510 1.19 0.25 1.51 0.176153 0.381783 -5.74
249896_at unknown protein  ; supported by cDNA: --- AT5G22530 1.16 0.21 1.51 0.176179 0.381783 -5.74
246461_at  putative protein AAA family protein Bor, --- AT5G16930 -1.36 -0.45 -1.51 0.176286 0.381977 -5.74
247082_at putative protein contains similarity to myATGRIP AT5G66030 -1.14 -0.19 -1.51 0.17634 0.382059 -5.74
248924_at GDSL-motif lipase/hydrolase-like protein--- AT5G45960 1.11 0.16 1.51 0.176448 0.382184 -5.74
250277_at  putative protein DRT100 protein precurs--- AT5G12940 1.89 0.92 1.51 0.176435 0.382184 -5.74
253689_at hypothetical protein ;supported by full-le --- AT4G29770 -1.12 -0.17 -1.51 0.176438 0.382184 -5.74
256311_at  auxin response factor 6 (ARF6) identicaARF6 AT1G30330 -1.23 -0.30 -1.51 0.176515 0.382287 -5.74
251488_at  calmodulin-like protein calcium-binding --- AT3G59440 1.10 0.13 1.51 0.176529 0.382287 -5.74



260232_at unknown protein contains Pfam profile: P--- AT1G74640 1.24 0.31 1.51 0.176624 0.382455 -5.74
252253_at Expressed protein ; supported by full-len--- AT3G49300 -1.10 -0.14 -1.51 0.17665 0.382477 -5.74
259239_at putative 40S ribosomal protein s14 simil --- AT3G11510 -1.37 -0.45 -1.51 0.176703 0.382554 -5.74
266927_at  aquaporin (plasma membrane intrinsic PIP1B AT2G45960 -1.16 -0.22 -1.51 0.176731 0.382578 -5.74
258574_at hypothetical protein --- AT3G04250 1.13 0.17 1.51 0.176756 0.382596 -5.74
264621_at putative protein kinase contains a protei --- AT2G17700 -1.14 -0.19 -1.51 0.176793 0.382605 -5.74
247172_at anthocyanidin-3-glucoside rhamnosyltra --- AT5G65550 1.12 0.16 1.51 0.176793 0.382605 -5.74
266775_at putative SCARECROW gene regulator --- AT2G29060 1.28 0.36 1.51 0.17695 0.382834 -5.74
251788_at putative protein --- AT3G55420 1.33 0.41 1.51 0.176934 0.382834 -5.74
251419_at  putative protein various predicted prote --- AT3G60470 -1.12 -0.16 -1.51 0.176925 0.382834 -5.74
259211_at unknown protein identical to GB:AAD563--- AT3G09020 1.54 0.63 1.51 0.177016 0.382941 -5.74
249439_at  thaumatin-like protein thaumatin-like pro--- AT5G40020 1.27 0.34 1.51 0.177043 0.382964 -5.74
266269_at putative glutathione S-transferase  ; sup ATGSTU2 AT2G29480 1.41 0.50 1.51 0.177106 0.383027 -5.74
245233_at  putative protein similarity to low-temper --- AT4G25580 1.14 0.19 1.51 0.1771 0.383027 -5.74
266487_at hypothetical protein predicted by gensca--- AT2G47660 1.10 0.13 1.51 0.177146 0.383078 -5.74
251348_at  putative protein hypothetical protein F9F--- AT3G61010 1.20 0.26 1.51 0.177181 0.383080 -5.74
253725_at profilin 3  ;supported by full-length cDNAPRF4 AT4G29340 1.13 0.17 1.51 0.177165 0.383080 -5.74
262193_at  eukaryotic initiation factor 5 (eIF-5), put --- AT1G77840 1.19 0.25 1.51 0.177289 0.383242 -5.74
252880_at putative protein ;supported by full-length--- AT4G39730 -1.23 -0.29 -1.51 0.177274 0.383242 -5.74
247725_at  putative Rab5-interacting protein - like p--- AT5G59410 -1.21 -0.27 -1.51 0.177329 0.383254 -5.74
249202_at cytochrome P450 CYP705A1AT5G42580 -1.11 -0.16 -1.51 0.177317 0.383254 -5.74
266271_at putative glutathione S-transferase  ; sup ATGSTU6 AT2G29440 1.51 0.60 1.51 0.177378 0.383281 -5.74
257618_at  protein kinase, putative similar to TYRO--- AT3G24715 1.10 0.14 1.51 0.177437 0.383281 -5.74
252061_at  hypothetical protein phosphate actyltran--- AT3G52620 1.11 0.16 1.51 0.17742 0.383281 -5.74
252040_at  putative protein hypothetical protein F10--- AT3G52060 1.31 0.39 1.51 0.177393 0.383281 -5.74
246189_at ABI3-interacting protein 2  ;supported by--- AT5G20910 1.18 0.24 1.51 0.177442 0.383281 -5.74
261962_s_ahypothetical protein predicted by genem--- --- 1.13 0.18 1.51 0.177366 0.383281 -5.74
251702_at  transcription factor-like protein motif in tBZIP49 AT3G56660 1.17 0.23 1.51 0.177518 0.383372 -5.74
257998_at hypothetical protein similar to hypothetic--- AT3G27510 1.10 0.14 1.51 0.177513 0.383372 -5.74
251297_at germin-like protein (GLP10) GLP10 AT3G62020 1.38 0.47 1.51 0.177583 0.383476 -5.75
248153_at cyclic nucleotide and calmodulin-regulat ATCNGC4AT5G54250 -1.14 -0.19 -1.51 0.17761 0.383499 -5.75
252607_at xyloglucan endo-transglycosylase  ; sup XTR8 AT3G44990 1.26 0.34 1.51 0.177651 0.383551 -5.75
258551_at hypothetical protein predicted by gensca--- AT3G06890 1.10 0.14 1.50 0.177811 0.383860 -5.75
261565_at  beta-1,3-glucanase, putative similar to b--- AT1G33220 1.10 0.14 1.50 0.177891 0.383887 -5.75
251032_at putative homeodomain protein several hRPL AT5G02030 -1.34 -0.43 -1.50 0.177865 0.383887 -5.75



250292_at  putative protein predicted proteins, ArabJAZ10 AT5G13220 1.73 0.79 1.50 0.177876 0.383887 -5.75
251495_at  putative protein RanBP7/importin 7 - Ho--- AT3G59020 1.18 0.24 1.50 0.177841 0.383887 -5.75
254049_at  putative ribosomal protein S10 40S ribo--- AT4G25740 -1.26 -0.33 -1.50 0.178001 0.384075 -5.75
247531_at  putative protein protein kinase 1, PnPK --- AT5G61550 1.14 0.19 1.50 0.178028 0.384075 -5.75
251764_at  putative protein exostose-related protei EPC1 AT3G55830 1.16 0.21 1.50 0.178022 0.384075 -5.75
247934_at putative protein similar to unknown prote--- AT5G57000 -1.13 -0.18 -1.50 0.178079 0.384149 -5.75
265647_at hypothetical protein predicted by genefin--- AT2G27410 1.12 0.17 1.50 0.178144 0.384252 -5.75
265166_at putative OBP32pep protein --- AT1G23640 -1.11 -0.15 -1.50 0.178181 0.384295 -5.75
255113_at  putative protein various hypothetical pro--- --- 1.12 0.16 1.50 0.178253 0.384368 -5.75
248849_at multidrug resistance p-glycoprotein PGP7 AT5G46540 1.11 0.15 1.50 0.178265 0.384368 -5.75
266334_at hypothetical protein predicted by genefin--- AT2G32380 1.22 0.29 1.50 0.178252 0.384368 -5.75
265858_at putative ribophorin I --- AT2G01720 -1.16 -0.21 -1.50 0.178332 0.384440 -5.75
260032_at putative phosphoenolpyruvate carboxylaATPPC4 AT1G68750 -1.13 -0.18 -1.50 0.178332 0.384440 -5.75
255170_at hypothetical protein similar to A. thaliana--- --- 1.12 0.17 1.50 0.178363 0.384471 -5.75
252195_at  putative protein various predicted prote --- AT3G50190 1.15 0.20 1.50 0.178398 0.384508 -5.75
263364_at unknown protein predicted by genscan --- AT2G20540 -1.10 -0.14 -1.50 0.178519 0.384734 -5.75
254720_at  DNA (cytosine-5-)-methyltransferase - l MEE57 AT4G13610 1.14 0.19 1.50 0.178593 0.384856 -5.75
254604_at cadmium-induced protein --- AT4G19070 -1.14 -0.19 -1.50 0.178633 0.384906 -5.75
260808_at  polyprotein, putative similar to polyprote--- --- 1.11 0.15 1.50 0.178715 0.385048 -5.75
260355_at transcription factor CRC identical to tranCRC AT1G69180 1.17 0.23 1.50 0.178797 0.385187 -5.75
254401_at  putative protein various predicted prote --- AT4G21300 -1.12 -0.17 -1.50 0.178867 0.385283 -5.75
253596_s_ahypothetical protein  ; supported by cDN--- AT4G30730 / -1.20 -0.26 -1.50 0.178876 0.385283 -5.75
258794_at  ankyrin-like protein similar to ankyrin pr --- AT3G04710 -1.31 -0.39 -1.50 0.17898 0.385471 -5.75
245352_at indole-3-acetate beta-glucosyltransferasUGT84A3 AT4G15490 1.24 0.30 1.50 0.179075 0.385567 -5.75
245881_at putative protein --- AT5G09460 / -1.20 -0.27 -1.50 0.17905 0.385567 -5.75
250810_at putative protein contains similarity to unk--- AT5G05090 -1.22 -0.29 -1.50 0.179072 0.385567 -5.75
256267_at unknown protein ; supported by cDNA: g--- AT3G12260 -1.12 -0.16 -1.50 0.179127 0.385642 -5.75
254594_at putative protein --- AT4G18930 -1.21 -0.28 -1.50 0.179167 0.385693 -5.75
246325_at hypothetical protein contains similarity toABA3 AT1G16540 1.34 0.42 1.50 0.17928 0.385899 -5.75
247086_at GATA-binding transcription factor-like pr--- AT5G66320 1.63 0.70 1.50 0.179334 0.385979 -5.75
259704_at putative 3'-5' exoribonuclease similar to --- AT1G77680 1.16 0.21 1.50 0.179359 0.385983 -5.75
252752_s_a putative protein hypothetical protein At2--- AT3G43470 / 1.11 0.15 1.50 0.179369 0.385983 -5.75
261111_at  homeodomain protein BELL1, putative sBLH11 AT1G75430 1.10 0.14 1.50 0.179484 0.386181 -5.75
267638_at unknown protein  ; supported by full-lengOEP16-3 AT2G42210 1.10 0.14 1.50 0.179496 0.386181 -5.75
246996_at putative protein similar to unknown proteLBD37 AT5G67420 -1.22 -0.29 -1.50 0.179535 0.386229 -5.76



260774_at  serine-threonine protein kinase, putative--- AT1G78290 -1.39 -0.47 -1.50 0.179615 0.386250 -5.76
265857_s_aserine threonine protein phosphatase PPPP2A-4 AT2G42500 / -1.14 -0.19 -1.50 0.179595 0.386250 -5.76
267292_at hypothetical protein predicted by genefin--- AT2G23740 1.13 0.18 1.50 0.179598 0.386250 -5.76
249498_at putative protein motif in transcription init --- AT5G39230 1.13 0.17 1.50 0.1796 0.386250 -5.76
263714_at putative tyrosine aminotransferase  ; supSUR1 AT2G20610 -1.26 -0.33 -1.50 0.179629 0.386250 -5.76
245939_at  oxoglutarate/malate translocator-like pro--- AT5G19760 -1.13 -0.18 -1.50 0.179677 0.386289 -5.76
257006_at hypothetical protein predicted by genem--- AT3G14075 1.12 0.16 1.50 0.179681 0.386289 -5.76
263654_at unknown protein --- AT1G04300 -1.13 -0.17 -1.50 0.17972 0.386337 -5.76
252351_at putative protein  ;supported by full-length--- AT3G48210 1.16 0.22 1.50 0.179758 0.386358 -5.76
260257_at putative dolichyl-phosphate mannosyltra--- AT1G74340 1.12 0.16 1.50 0.179799 0.386358 -5.76
260623_at high-affinity nitrate transporter NRT2 ideATNRT2:1 AT1G08090 -1.15 -0.20 -1.50 0.179813 0.386358 -5.76
263205_at  Ca2+-dependent lipid-binding protein, pNTMC2T2 AT1G05500 -1.12 -0.16 -1.50 0.179802 0.386358 -5.76
248783_at putative protein contains similarity to sal --- AT5G47360 -1.22 -0.29 -1.50 0.179815 0.386358 -5.76
258060_at protein phosphatase 2A regulatory subuATB' DELTAT3G26030 1.11 0.15 1.50 0.179901 0.386412 -5.76
255784_at hypothetical protein predicted by gensca--- AT1G19860 -1.12 -0.16 -1.50 0.179908 0.386412 -5.76
263904_at putative ABC transporter related to mult PDR6 AT2G36380 -1.42 -0.51 -1.50 0.179904 0.386412 -5.76
248204_at myosin heavy chain ATM2 AT5G54280 1.16 0.22 1.50 0.179859 0.386412 -5.76
256579_at hypothetical protein --- AT3G28720 -1.11 -0.15 -1.50 0.180095 0.386777 -5.76
246429_at  farnesylated protein ATFP6-like protein --- AT5G17450 1.36 0.45 1.50 0.18014 0.386801 -5.76
254558_at Expressed protein ; supported by full-len--- AT4G19185 1.11 0.16 1.50 0.180123 0.386801 -5.76
248915_at putative protein strong similarity to unkn --- AT5G45690 1.14 0.19 1.50 0.180165 0.386819 -5.76
259617_at hypothetical protein predicted by genem--- AT1G47970 -1.15 -0.20 -1.50 0.18023 0.386922 -5.76
262030_s_a mutator-like transposase, putative simila--- --- 1.13 0.18 1.49 0.180345 0.387132 -5.76
255814_at unknown protein --- AT1G19900 -1.11 -0.15 -1.49 0.180518 0.387431 -5.76
256369_at hypothetical protein predicted by genem--- AT1G66790 / -1.09 -0.13 -1.49 0.180502 0.387431 -5.76
266252_at hypothetical protein predicted by gensca--- AT2G27520 1.13 0.18 1.49 0.180575 0.387516 -5.76
258750_at putative pectinacetylesterase similar to G--- AT3G05910 1.34 0.42 1.49 0.180595 0.387523 -5.76
256271_at unknown protein --- AT3G12140 -1.18 -0.24 -1.49 0.180618 0.387536 -5.76
248283_at pyruvate kinase  ;supported by full-lengt PKP-BETAAT5G52920 -1.24 -0.31 -1.49 0.180737 0.387681 -5.76
263275_at putative methylmalonate semi-aldehyde ALDH6B2 AT2G14170 1.19 0.25 1.49 0.180726 0.387681 -5.76
258360_at hypothetical protein predicted by genem--- AT3G14250 -1.12 -0.17 -1.49 0.180722 0.387681 -5.76
259202_at  putative mRNA capping enzyme, RNA g--- AT3G09100 -1.14 -0.18 -1.49 0.180842 0.387871 -5.76
262494_at myosin-like protein similar to myosin hea--- AT1G21810 1.16 0.21 1.49 0.180942 0.388022 -5.76
254168_at  Mlo-like protein Mlo protein - Hordeum vMLO13 AT4G24250 -1.14 -0.19 -1.49 0.180947 0.388022 -5.76
259283_at putative transcription factor similar to GAMYB65 AT3G11440 1.13 0.18 1.49 0.181064 0.388157 -5.76



265349_at putative kinesin heavy chain --- AT2G22610 1.14 0.19 1.49 0.181078 0.388157 -5.76
263374_at putative heat shock protein  ;supported b--- AT2G20560 -1.28 -0.35 -1.49 0.181044 0.388157 -5.76
249042_at ethylene-regulated nuclear protein ERT2--- AT5G44350 1.30 0.38 1.49 0.181061 0.388157 -5.76
254947_at  putative retrotransposon polyprotein va --- --- 1.20 0.27 1.49 0.181214 0.388412 -5.76
246422_at  ADP-ribosylation factor -like protein AD ATARFB1BAT5G17060 1.29 0.37 1.49 0.181241 0.388434 -5.76
253752_at putative protein  ;supported by full-length--- AT4G28910 -1.16 -0.22 -1.49 0.181285 0.388492 -5.76
251203_at  putative protein putative transcription fa--- AT3G63070 1.11 0.15 1.49 0.181333 0.388521 -5.76
262122_at  polygalacturonase, putative similar to poPGA4 AT1G02790 1.13 0.18 1.49 0.181328 0.388521 -5.76
250800_at ubiquinol-cytochrome C reductase compHPR AT1G68010 / 1.31 0.39 1.49 0.181359 0.388525 -5.76
267148_at hypothetical protein predicted by gensca--- AT2G23470 -1.16 -0.21 -1.49 0.181368 0.388525 -5.76
252091_at  putative protein NADH dehydrogenase --- AT3G51390 -1.11 -0.15 -1.49 0.1814 0.388556 -5.76
248068_at unknown protein --- AT5G55610 1.19 0.25 1.49 0.181472 0.388673 -5.76
252885_at glycine-rich protein (clone AtGRP8)  ; suGR-RBP8 AT4G39260 -1.20 -0.26 -1.49 0.181515 0.388693 -5.77
262018_at hypothetical protein predicted by gensca--- AT1G35617 -1.15 -0.20 -1.49 0.181512 0.388693 -5.77
264337_at hypothetical protein predicted by gensca--- AT1G70350 -1.12 -0.17 -1.49 0.181575 0.388785 -5.77
261773_at hypothetical protein predicted by gensca--- AT1G76250 1.18 0.23 1.49 0.181636 0.388880 -5.77
266095_at  3-oxo-5-alpha-steroid 4-dehydrogenaseDET2 AT2G38050 -1.18 -0.24 -1.49 0.18171 0.389001 -5.77
266221_at putative nucleotide-sugar dehydratase UXS6 AT2G28760 1.72 0.78 1.49 0.181834 0.389202 -5.77
246183_at  beta-glucosidase - like protein beta-gluc--- AT5G20940 1.14 0.19 1.49 0.18185 0.389202 -5.77
253742_at  putative protein retrofit - Oryza longistam--- --- 1.14 0.19 1.49 0.181855 0.389202 -5.77
254607_at hypothetical protein  ;supported by full-le--- AT4G18920 1.11 0.16 1.49 0.181887 0.389233 -5.77
263910_at hypothetical protein predicted by gensca--- AT2G36550 1.12 0.16 1.49 0.181913 0.389254 -5.77
265304_at putative AP2 domain transcription factor --- AT2G20350 -1.10 -0.14 -1.49 0.181933 0.389259 -5.77
250655_at transcription factor HBP-1b (gb|AAD243OBF5 AT5G06960 1.11 0.15 1.49 0.182003 0.389336 -5.77
250907_at  putative protein predicted proteins, Arab--- AT5G03670 1.11 0.15 1.49 0.181986 0.389336 -5.77
266398_at hypothetical protein predicted by genefin--- AT2G38680 -1.30 -0.38 -1.49 0.182062 0.389426 -5.77
251092_at putative protein  ;supported by full-length--- AT5G01470 -1.13 -0.17 -1.49 0.182117 0.389437 -5.77
251691_at  putative protein hypothetical protein SE --- AT3G56520 1.15 0.20 1.49 0.182126 0.389437 -5.77
250373_at putative protein --- AT5G11470 -1.10 -0.14 -1.49 0.182127 0.389437 -5.77
260278_at  hypothetical protein predicted by gensc WRKY66 AT1G80590 1.21 0.28 1.49 0.182136 0.389437 -5.77
262522_at putative amino acid transporter Very simCAT8 AT1G17120 1.14 0.19 1.49 0.182184 0.389505 -5.77
252587_at  putative protein Human (H326) translate--- AT3G45620 1.26 0.33 1.49 0.182207 0.389517 -5.77
265589_at hypothetical protein predicted by gensca--- AT2G20170 1.13 0.18 1.49 0.182252 0.389577 -5.77
248636_at putative protein similar to unknown prote--- --- -1.13 -0.18 -1.49 0.182315 0.389674 -5.77
256724_at unknown protein  ;supported by full-leng--- AT2G34040 -1.14 -0.19 -1.49 0.182342 0.389697 -5.77



256525_at unknown protein ;supported by full-lengt --- AT1G66180 -1.27 -0.35 -1.49 0.182426 0.389807 -5.77
264121_at  putative GTP-binding protein Carboxyl-tTOC33 AT1G02280 -1.15 -0.20 -1.49 0.182428 0.389807 -5.77
251606_at hypothetical protein --- AT3G57840 1.16 0.21 1.49 0.182533 0.389995 -5.77
255820_at putative protein kinase contains a protei --- AT2G40580 1.14 0.19 1.49 0.182666 0.390242 -5.77
246559_at  putative protein YTM1 - Homo sapiens, --- AT5G15550 -1.21 -0.28 -1.49 0.182689 0.390254 -5.77
261837_s_a transcriptional regulator, putative simila --- AT1G15910 / -1.17 -0.23 -1.49 0.182715 0.390274 -5.77
265875_at unknown protein  ; supported by cDNA: --- AT2G01690 1.16 0.21 1.49 0.18276 0.390334 -5.77
254815_at  putative pollen-specific protein pollen-spSKU5 AT4G12420 1.24 0.31 1.49 0.182789 0.390358 -5.77
257862_s_aunknown protein similar to N-terminal po--- AT3G17720 / 1.10 0.14 1.48 0.182843 0.390437 -5.77
249986_at  putative protein predicted proteins, Arab--- AT5G18460 -1.32 -0.40 -1.48 0.182862 0.390441 -5.77
262021_at unknown protein AT1G3554--- -1.14 -0.19 -1.48 0.182975 0.390646 -5.77
263148_at  ubiquitin, putative similar to ubiquitin GI --- AT1G53950 1.13 0.18 1.48 0.183008 0.390680 -5.77
253919_at putative protein  ; supported by full-lengt--- AT4G27350 1.27 0.35 1.48 0.183093 0.390824 -5.77
246087_at  putative protein predicted protein, Arabi --- AT5G20580 -1.20 -0.26 -1.48 0.183123 0.390853 -5.77
245471_at probable ribosomal protein --- AT4G16030 -1.11 -0.15 -1.48 0.18328 0.391151 -5.77
263822_at hypothetical protein predicted by gensca--- AT2G40240 -1.16 -0.22 -1.48 0.183384 0.391337 -5.77
244951_s_acytochrome c biogenesis orf452 --- AT2G07723 -1.27 -0.35 -1.48 0.183513 0.391480 -5.77
250736_s_aputative protein contains similarity to zin --- AT1G01350 / -1.18 -0.24 -1.48 0.18349 0.391480 -5.77
247174_at unknown protein  ; supported by cDNA: --- AT5G65250 -1.11 -0.16 -1.48 0.183477 0.391480 -5.77
264754_at  receptor kinase, putative similar to rece --- AT1G61400 1.14 0.19 1.48 0.18352 0.391480 -5.77
264711_at hypothetical protein predicted by gensca--- AT1G09800 -1.12 -0.17 -1.48 0.183593 0.391584 -5.78
245493_at hypothetical protein --- --- -1.11 -0.15 -1.48 0.183603 0.391584 -5.78
264443_at Expressed protein ; supported by full-len--- AT1G27385 -1.18 -0.23 -1.48 0.183623 0.391589 -5.78
263311_at hypothetical protein predicted by genefin--- AT2G10340 1.14 0.19 1.48 0.183669 0.391599 -5.78
265671_at 40S ribosomal protein S12  ;supported b--- AT2G32060 -1.30 -0.38 -1.48 0.183679 0.391599 -5.78
251394_at  endosperm specific protein - like endos FLA10 AT3G60900 1.16 0.21 1.48 0.183675 0.391599 -5.78
264967_at unknown protein ;supported by full-lengt --- AT1G67250 -1.11 -0.15 -1.48 0.18383 0.391884 -5.78
266905_at putative katanin  ;supported by full-lengt --- AT2G34560 -1.19 -0.25 -1.48 0.183875 0.391943 -5.78
247566_at  40S ribsomal protein S19 - like 40S ribs--- AT5G61170 -1.31 -0.38 -1.48 0.183944 0.392054 -5.78
264666_at hypothetical protein Similar to N. tabacu --- AT1G09680 -1.16 -0.22 -1.48 0.183979 0.392092 -5.78
267400_at unknown protein --- AT2G26240 1.17 0.22 1.48 0.184018 0.392139 -5.78
264637_at  allyl alcohol dehydrogenase, putative si --- AT1G65560 -1.20 -0.26 -1.48 0.18406 0.392192 -5.78
248756_at sodium-dicarboxylate cotransporter-like TDT AT5G47560 1.27 0.34 1.48 0.184177 0.392380 -5.78
249317_at glutathione transferase ATGSTT2 AT5G41240 -1.12 -0.16 -1.48 0.184183 0.392380 -5.78
254142_at  putative protein other predicted or hypo --- AT4G24630 1.13 0.18 1.48 0.184223 0.392429 -5.78



260543_at putative membrane transporter INT1 AT2G43330 1.20 0.27 1.48 0.184248 0.392446 -5.78
245385_at hypothetical protein ;supported by full-le --- AT4G14020 1.19 0.25 1.48 0.184295 0.392509 -5.78
255161_at putative reverse transcriptase --- --- -1.12 -0.16 -1.48 0.184326 0.392539 -5.78
261487_at hypothetical protein predicted by genem--- AT1G14340 -1.12 -0.16 -1.48 0.184346 0.392543 -5.78
248190_at unknown protein --- AT5G54130 -1.13 -0.17 -1.48 0.184389 0.392562 -5.78
252535_at hypothetical protein --- AT3G46150 -1.24 -0.31 -1.48 0.184386 0.392562 -5.78
247152_at oligopeptidase A  ; supported by cDNA: --- AT5G65620 -1.11 -0.15 -1.48 0.184498 0.392758 -5.78
257129_at  cytochrome P450, putative contains PfaCYP705A1AT3G20100 -1.22 -0.29 -1.48 0.184543 0.392808 -5.78
259524_at hypothetical protein --- AT1G12550 -1.19 -0.25 -1.48 0.184565 0.392808 -5.78
266429_at hypothetical protein predicted by gensca--- AT2G07190 1.13 0.18 1.48 0.184573 0.392808 -5.78
265685_at NAM (no apical meristem)-like protein ANAC038 AT2G24430 1.15 0.21 1.48 0.184707 0.393055 -5.78
253548_at Expressed protein ; supported by full-len--- AT4G30993 -1.18 -0.24 -1.48 0.184725 0.393058 -5.78
267619_at putative receptor-like protein kinase  ; su--- AT2G26730 -1.25 -0.32 -1.48 0.184782 0.393113 -5.78
260022_at unknown protein --- AT1G30020 1.13 0.17 1.48 0.184786 0.393113 -5.78
265426_at hypothetical protein predicted by genefin--- AT2G20740 -1.14 -0.19 -1.48 0.184817 0.393144 -5.78
250280_at  putative protein many predicted proteins--- AT5G13230 -1.15 -0.20 -1.48 0.184856 0.393189 -5.78
258410_at putative ribosomal protein similar to ribo --- AT3G16780 -1.34 -0.42 -1.48 0.184882 0.393208 -5.78
258186_s_a protein kinase, putative similar to serine--- AT1G48490 / 1.11 0.16 1.48 0.184946 0.393307 -5.78
257753_at  60S ribosomal protein, putative similar t--- AT3G18740 -1.20 -0.26 -1.48 0.184977 0.393322 -5.78
257823_at  integral membrane protein, putative con--- AT3G25190 1.14 0.18 1.48 0.185039 0.393322 -5.78
257561_at hypothetical protein predicted by genemAPUM25 AT3G24270 1.13 0.18 1.48 0.185033 0.393322 -5.78
261040_at  oligouridylate binding protein, putative sUBP1B AT1G17370 -1.12 -0.17 -1.48 0.185031 0.393322 -5.78
261236_at  importin alpha, putative similar to impor --- AT1G32880 1.12 0.16 1.48 0.185017 0.393322 -5.78
247850_at receptor-like protein kinase --- AT5G58150 1.46 0.55 1.48 0.185147 0.393515 -5.78
246866_at  putative protein various predicted prote --- AT5G25960 1.12 0.17 1.48 0.185167 0.393522 -5.78
250074_at UDP-glucose pyrophosphorylase  ; supp--- AT5G17310 -1.18 -0.24 -1.48 0.185209 0.393574 -5.78
253631_at  nucleotide sugar epimerase-like proteinGAE1 AT4G30440 -1.17 -0.22 -1.48 0.185228 0.393578 -5.78
259463_at hypothetical protein predicted by genem--- AT1G18950 -1.23 -0.30 -1.48 0.185268 0.393625 -5.78
252743_at  guanine nucleotide-exchange - like protATMIN7 AT3G43300 1.11 0.15 1.48 0.185344 0.393751 -5.78
260001_at putative S-adenosyl-L-methionine:trans-TSM1 AT1G67990 1.16 0.21 1.48 0.185375 0.393780 -5.78
247908_at GS1-like protein ;supported by full-lengt GS1 AT5G57440 -1.30 -0.38 -1.47 0.185471 0.393935 -5.78
262505_at  unknown protein ESTs gb|N96028, gb|F--- AT1G21680 -1.14 -0.19 -1.47 0.185483 0.393935 -5.78
256230_at  FKBP-type peptidyl-prolyl cis-trans isom--- AT3G12340 -1.16 -0.22 -1.47 0.185565 0.394000 -5.78
246210_at ribosomal protein ; supported by cDNA: --- AT4G36420 -1.19 -0.25 -1.47 0.185552 0.394000 -5.78
247104_at putative protein similar to unknown proteDAR6 AT5G66620 1.19 0.25 1.47 0.185558 0.394000 -5.78



249644_at  putative serine-rich protein hypothetical --- AT5G37010 1.15 0.20 1.47 0.185622 0.394083 -5.79
248445_at unknown protein  ;supported by full-leng--- AT5G51170 -1.16 -0.21 -1.47 0.18564 0.394085 -5.79
254944_at  putative protein proliferation potential pr--- AT4G10930 -1.09 -0.12 -1.47 0.185714 0.394205 -5.79
249221_at serine/threonine protein kinase-like prote--- AT5G42440 1.16 0.21 1.47 0.185789 0.394235 -5.79
267599_at putative serine/threonine protein kinase --- AT2G32850 1.11 0.15 1.47 0.185784 0.394235 -5.79
251398_at  zinc finger protein - like ZPT3-3, Petunia--- AT3G60580 1.16 0.21 1.47 0.185797 0.394235 -5.79
249567_at  SAMT-like protein S-adenosyl-L-methio --- AT5G38020 1.10 0.14 1.47 0.18577 0.394235 -5.79
246696_at  putative protein predicted protein, Arabi --- --- 1.12 0.17 1.47 0.185827 0.394263 -5.79
263387_at unknown protein  ; supported by cDNA: --- AT2G40160 -1.14 -0.18 -1.47 0.185859 0.394293 -5.79
266711_at unknown protein --- AT2G46740 1.11 0.15 1.47 0.185928 0.394404 -5.79
262762_at phosphoribosyl diphosphate synthase id--- AT1G10700 1.62 0.69 1.47 0.185963 0.394440 -5.79
261245_at anter-specific proline-rich protein APG p--- AT1G20130 / -1.11 -0.15 -1.47 0.18607 0.394632 -5.79
264828_at hypothetical protein predicted by genscaATATG18GAT1G03380 -1.18 -0.24 -1.47 0.186215 0.394902 -5.79
248980_at putative protein similar to unknown proteAtPP2-A7 AT5G45090 1.16 0.21 1.47 0.186275 0.394993 -5.79
267616_at unknown protein  ;supported by full-leng--- AT2G26680 -1.13 -0.18 -1.47 0.186409 0.395175 -5.79
254175_at  putative protein CGI-82 protein - Homo --- AT4G24050 -1.12 -0.16 -1.47 0.186394 0.395175 -5.79
261501_at  wall-associated kinase 1, putative simila--- AT1G28390 1.18 0.24 1.47 0.186413 0.395175 -5.79
266533_s_aputative plasma membrane intrinsic protPIP2;8 AT2G16850 / 1.19 0.25 1.47 0.18646 0.395237 -5.79
254770_at  extensin-like protein extensin-like prote --- AT4G13340 1.34 0.42 1.47 0.186502 0.395260 -5.79
254706_at  putative protein DNA-binding protein PD--- AT4G17950 -1.17 -0.23 -1.47 0.186511 0.395260 -5.79
263859_at hypothetical protein predicted by gensca--- AT2G04360 -1.19 -0.26 -1.47 0.186523 0.395260 -5.79
259983_at  3-hydroxy-3-methylglutaryl CoA reductaHMG1 AT1G76490 1.13 0.18 1.47 0.18655 0.395282 -5.79
248554_at putative protein contains similarity to AB--- AT5G50330 1.17 0.23 1.47 0.186595 0.395341 -5.79
267014_at unknown protein --- AT2G39170 -1.10 -0.13 -1.47 0.186623 0.395362 -5.79
254698_at NAM (no apical meristem) - like protein anac071 AT4G17980 1.09 0.13 1.47 0.186651 0.395385 -5.79
256713_at putative peroxidase --- AT2G34060 1.22 0.28 1.47 0.186732 0.395520 -5.79
257679_at  glycine-rich protein, putative identical toGRP5 AT3G20470 1.46 0.54 1.47 0.186767 0.395558 -5.79
251916_at  transporter-like protein oligopeptide tran--- AT3G53960 -1.20 -0.26 -1.47 0.186804 0.395587 -5.79
263878_s_aunknown protein --- AT2G22040 / -1.15 -0.20 -1.47 0.186815 0.395587 -5.79
259578_at unknown protein --- AT1G27990 1.20 0.27 1.47 0.186836 0.395594 -5.79
261893_at unknown protein ;supported by full-lengt --- AT1G80690 1.12 0.17 1.47 0.186857 0.395600 -5.79
258494_at cell division protein FtsH-like protein sim--- AT3G02450 -1.16 -0.21 -1.47 0.186979 0.395823 -5.79
263556_at hypothetical protein predicted by gensca--- AT2G16365 -1.14 -0.19 -1.47 0.187005 0.395840 -5.79
266255_at putative selenium-binding protein --- AT2G27610 -1.12 -0.16 -1.47 0.187032 0.395861 -5.79
249739_at Ttg1 protein (emb CAB45372.1) TTG1 AT5G24520 -1.11 -0.15 -1.47 0.187065 0.395896 -5.79



257761_at unknown protein --- AT3G23090 1.25 0.32 1.47 0.187145 0.395991 -5.79
261013_at fatty acid elongase 3-ketoacyl-CoA synt ATUPS5 AT1G26440 1.18 0.24 1.47 0.187142 0.395991 -5.79
246089_at  ring-box protein - like ring-box protein-li RBX1 AT5G20570 -1.09 -0.13 -1.47 0.187193 0.396056 -5.79
251204_at  putative protein HMW prekininogen, MuAT3G6309--- 1.13 0.18 1.47 0.187289 0.396191 -5.79
263360_at unknown protein --- AT2G03830 -1.12 -0.17 -1.47 0.187309 0.396191 -5.79
247061_at putative protein similar to unknown prote--- AT5G66780 1.20 0.26 1.47 0.187299 0.396191 -5.79
253574_at putative protein --- AT4G31030 -1.18 -0.24 -1.47 0.187342 0.396224 -5.79
258925_at  unknown protein similar to hypothetical --- AT3G10420 1.15 0.20 1.47 0.187404 0.396317 -5.79
254931_at  serine/threonine kinase-like protein rece--- AT4G11460 1.17 0.23 1.47 0.187511 0.396507 -5.79
267231_at putative inositol polyphosphate 5'-phosp--- AT2G43900 -1.13 -0.17 -1.47 0.187536 0.396523 -5.79
258414_at unknown protein  ;supported by full-leng--- AT3G17380 1.13 0.18 1.47 0.187666 0.396761 -5.80
265221_s_aputative glutamate decarboxylase  ; sup GAD3 AT2G02000 / 1.55 0.63 1.47 0.187715 0.396791 -5.80
254252_at  serine/threonine kinase - like protein KI --- AT4G23310 1.18 0.24 1.47 0.18771 0.396791 -5.80
257372_at hypothetical protein predicted by gensca--- AT2G43220 1.11 0.16 1.47 0.187859 0.397059 -5.80
252575_at  receptor like protein kinase receptor like--- AT3G45440 1.18 0.24 1.47 0.187895 0.397099 -5.80
260216_at hypothetical protein contains Pfam profil --- AT1G74580 -1.12 -0.17 -1.47 0.187913 0.397099 -5.80
258172_at unknown protein similar to HYP1 GB:CA--- AT3G21620 -1.11 -0.15 -1.47 0.187979 0.397203 -5.80
256606_at hypothetical protein --- AT3G32960 1.12 0.16 1.47 0.187997 0.397205 -5.80
253874_at  putative protein stem-specific protein - N--- AT4G27450 1.34 0.42 1.47 0.188019 0.397212 -5.80
259156_at hypothetical protein predicted by genefinSEC8 AT3G10380 1.12 0.16 1.46 0.188037 0.397214 -5.80
245899_at putative protein ALF4 AT5G11030 1.13 0.17 1.46 0.188094 0.397262 -5.80
255410_at  putative rac GTPase activating protein s--- AT4G03100 -1.13 -0.17 -1.46 0.188085 0.397262 -5.80
252700_at  hypothetical protein envelope-like, Glyc --- --- 1.14 0.18 1.46 0.188167 0.397378 -5.80
263098_at Expressed protein ; supported by full-len--- AT2G16005 1.11 0.15 1.46 0.188256 0.397523 -5.80
263946_at hypothetical protein  ;supported by full-le--- AT2G36000 -1.14 -0.19 -1.46 0.188288 0.397523 -5.80
258675_at putative nonspecific lipid-transfer proteinLTP6 AT3G08770 1.13 0.17 1.46 0.188286 0.397523 -5.80
247827_at  putative protein various predicted prote LSH5 AT5G58500 -1.15 -0.21 -1.46 0.188402 0.397690 -5.80
249670_at unknown protein --- AT5G35890 1.12 0.17 1.46 0.188395 0.397690 -5.80
247183_at putative protein strong similarity to unkn --- AT5G65440 1.11 0.15 1.46 0.18851 0.397716 -5.80
256908_at hypothetical protein similar to mucin core--- AT3G24040 -1.13 -0.18 -1.46 0.188519 0.397716 -5.80
258180_at unknown protein --- AT3G21480 -1.22 -0.29 -1.46 0.188437 0.397716 -5.80
266204_at hypothetical protein predicted by gensca--- AT2G02410 -1.17 -0.23 -1.46 0.188498 0.397716 -5.80
255589_s_ahypothetical protein --- AT4G01590 / -1.19 -0.25 -1.46 0.188496 0.397716 -5.80
257331_at hypothetical protein --- --- -1.15 -0.20 -1.46 0.188484 0.397716 -5.80
246408_at hypothetical protein predicted by genem--- AT1G57680 -1.16 -0.22 -1.46 0.188557 0.397760 -5.80



251349_s_aputative protein several hypothetical pro --- AT3G11030 / -1.17 -0.23 -1.46 0.188668 0.397932 -5.80
266541_at unknown protein GRL AT2G35110 -1.15 -0.20 -1.46 0.188673 0.397932 -5.80
265413_s_ahypothetical protein predicted by gensca--- AT2G16650 / 1.14 0.18 1.46 0.188698 0.397947 -5.80
255270_at putative protein (ubiquitin like) to various--- AT4G05250 1.10 0.14 1.46 0.18877 0.398062 -5.80
258155_at  protein kinase C-receptor/G-protein, pu RACK1C_AAT3G18130 -1.43 -0.52 -1.46 0.188813 0.398116 -5.80
262239_at unknown protein similar to putative phos--- AT1G48230 -1.19 -0.25 -1.46 0.188842 0.398140 -5.80
253524_at predicted protein  ; supported by cDNA: --- AT4G31430 -1.13 -0.18 -1.46 0.188888 0.398143 -5.80
258571_at hypothetical protein predicted by genemanac048 AT3G04420 -1.14 -0.19 -1.46 0.18889 0.398143 -5.80
245462_at transcription factor like protein --- AT4G17020 -1.13 -0.18 -1.46 0.188896 0.398143 -5.80
262877_at unknown protein ;supported by full-lengt --- AT1G64850 -1.16 -0.21 -1.46 0.188943 0.398206 -5.80
245707_at NAC2-like protein anac077 AT5G04400 -1.14 -0.19 -1.46 0.188978 0.398207 -5.80
262201_at unknown protein ORC4 AT2G01120 -1.11 -0.15 -1.46 0.188965 0.398207 -5.80
253527_at  pathogenesis-related protein homolog p--- AT4G31470 1.13 0.18 1.46 0.189066 0.398302 -5.80
256621_at unknown protein  ; supported by full-leng--- AT3G24450 1.13 0.18 1.46 0.189075 0.398302 -5.80
246265_at  phosphoribosyl-ATP pyrophosphohydroAT-IE AT1G31860 -1.28 -0.36 -1.46 0.189064 0.398302 -5.80
266645_at hypothetical protein --- AT2G29880 -1.11 -0.15 -1.46 0.189112 0.398343 -5.80
247071_at putative protein similar to unknown proteDAR3 AT5G66640 1.46 0.55 1.46 0.189269 0.398625 -5.80
263840_at Expressed protein ; supported by full-len--- AT2G36885 1.19 0.25 1.46 0.189281 0.398625 -5.80
266299_at glutathione S-transferase identical to GBATGSTU5 AT2G29450 1.28 0.36 1.46 0.189514 0.399078 -5.80
248122_at unknown protein --- AT5G54700 -1.12 -0.16 -1.46 0.189582 0.399184 -5.80
265094_at  putative cruciferin 12S seed storage pro--- AT1G03890 1.11 0.15 1.46 0.189601 0.399188 -5.80
244953_s_aNADH dehydrogenase subunit 6 --- AT2G07731 -1.21 -0.27 -1.46 0.189637 0.399227 -5.80
263836_at unknown protein  ;supported by full-leng--- AT2G40330 1.48 0.56 1.46 0.189655 0.399228 -5.80
253987_at  pyrophosphate-dependent phosphofrucPFK3 AT4G26270 1.30 0.38 1.46 0.189698 0.399263 -5.80
249420_at  NAC domain/ NAM like protein NAC do anac094 AT5G39820 1.12 0.16 1.46 0.189721 0.399263 -5.80
255163_at putative polyprotein --- --- -1.11 -0.16 -1.46 0.189724 0.399263 -5.80
247545_at  putative protein rhoGAP, Homo sapiens--- AT5G61530 1.11 0.15 1.46 0.189769 0.399321 -5.80
245874_at unknown protein --- AT1G26250 1.13 0.18 1.46 0.189839 0.399431 -5.81
246331_at  non-phototropic hypocotyl 3-like protein--- AT3G44820 -1.15 -0.20 -1.46 0.189902 0.399526 -5.81
265093_at unknown protein similar to NBD-like prot--- AT1G03905 1.16 0.22 1.46 0.189985 0.399663 -5.81
261357_at hypothetical protein predicted by genem--- --- 1.10 0.14 1.46 0.190004 0.399666 -5.81
264983_at hypothetical protein predicted by gensca--- AT1G27240 1.11 0.15 1.46 0.190042 0.399711 -5.81
259533_at hypothetical protein --- AT1G12530 -1.10 -0.13 -1.46 0.19013 0.399830 -5.81
252734_at  putative protein merozoite surface proteMEE38 AT3G43160 1.13 0.17 1.46 0.190134 0.399830 -5.81
255725_at hypothetical protein similar to putative p PFT1 AT1G25540 1.10 0.13 1.46 0.190213 0.399960 -5.81



246341_x_a putative protein predicted proteins, Arab--- AT3G43150 1.16 0.21 1.46 0.190308 0.400123 -5.81
261745_at unknown protein identical to unknown pr--- AT1G08500 1.35 0.43 1.46 0.190455 0.400395 -5.81
245078_at putative AP2 domain transcription factor --- AT2G23340 1.38 0.47 1.46 0.19053 0.400441 -5.81
250761_at ankyrin-like protein --- AT5G06050 -1.13 -0.18 -1.46 0.190525 0.400441 -5.81
256989_at hypothetical protein predicted by genem--- AT3G28580 1.97 0.98 1.46 0.190508 0.400441 -5.81
255326_at hypothetical protein --- --- -1.10 -0.13 -1.46 0.190565 0.400479 -5.81
251794_at  mannose-1-phosphate guanylyltransfer --- AT3G55590 1.11 0.15 1.46 0.190624 0.400528 -5.81
265546_at putative proline/hydroxyproline-rich glyco--- AT2G28240 -1.13 -0.18 -1.46 0.190612 0.400528 -5.81
246165_at putative protein --- --- -1.10 -0.14 -1.46 0.190661 0.400570 -5.81
267259_at Expressed protein ; supported by full-len--- AT2G23090 / 1.13 0.18 1.45 0.19075 0.400666 -5.81
266122_at putative helicase  ; supported by cDNA: ETL1 AT2G02090 -1.12 -0.16 -1.45 0.190813 0.400666 -5.81
262866_at  cytochrome p450, putative similar to cytCYP89A6 AT1G64940 1.10 0.14 1.45 0.190803 0.400666 -5.81
249989_at  putative protein FACTOR ASSOCIATED--- AT5G18525 -1.14 -0.19 -1.45 0.190779 0.400666 -5.81
267153_at glutathione S-transferase identical to GBATGSTF9 AT2G30860 -1.18 -0.24 -1.45 0.190813 0.400666 -5.81
249936_at putative protein similar to unknown prote--- AT5G22450 1.14 0.19 1.45 0.190791 0.400666 -5.81
257179_at  topoisomerase VIA (SPO11 gene 1), pu--- AT3G13160 / 1.10 0.14 1.45 0.190864 0.400738 -5.81
247220_at cdc2-like protein kinase  ; supported by CDKC2 AT5G64960 -1.12 -0.17 -1.45 0.190886 0.400746 -5.81
263289_at  ubiquitin extension protein (UBQ2) iden--- AT2G36170 -1.24 -0.31 -1.45 0.190918 0.400777 -5.81
267127_at putative acetone-cyanohydrin lyase MES3 AT2G23610 -1.13 -0.18 -1.45 0.190997 0.400905 -5.81
262623_at  integral membrane protein, putative con--- AT1G06470 -1.15 -0.20 -1.45 0.19117 0.401232 -5.81
258101_at unknown protein RFR1 AT3G23590 -1.26 -0.33 -1.45 0.191199 0.401257 -5.81
256074_at unknown protein ; supported by cDNA: g--- AT1G18260 1.14 0.19 1.45 0.191266 0.401359 -5.81
254365_at  putative protein hypothetical protein DL --- AT4G22030 1.12 0.16 1.45 0.191366 0.401531 -5.81
250210_at putative protein similar to unknown prote--- AT5G13890 -1.14 -0.19 -1.45 0.191389 0.401544 -5.81
261212_at hypothetical protein predicted by genematnudt12 AT1G12880 -1.20 -0.26 -1.45 0.191447 0.401628 -5.81
255069_s_a Met2-type cytosine DNA-methyltransfer --- AT4G08990 / 1.20 0.27 1.45 0.19153 0.401765 -5.81
261284_at hypothetical protein predicted by gensca--- --- -1.13 -0.18 -1.45 0.19155 0.401770 -5.81
252898_at  cytochrome P450 -like protein simialrity CYP96A11AT4G39500 1.10 0.14 1.45 0.191608 0.401808 -5.81
267413_at putative amino acid transporter CAT5 AT2G34960 1.21 0.28 1.45 0.19162 0.401808 -5.81
263700_at unknown protein EST gb|Z33866 comes--- AT1G31150 -1.17 -0.23 -1.45 0.191588 0.401808 -5.81
265530_at  12-oxophytodienoate-10,11-reductase  OPR3 AT2G06050 1.37 0.46 1.45 0.191676 0.401832 -5.81
260862_at unknown protein SEU AT1G43850 -1.12 -0.16 -1.45 0.191763 0.401832 -5.81
248737_at unknown protein --- AT5G48120 -1.18 -0.24 -1.45 0.191734 0.401832 -5.81
264538_at hypothetical protein predicted by genemWRKY10 AT1G55600 1.15 0.20 1.45 0.191736 0.401832 -5.81
266781_at putative protein kinase contains a protei --- AT2G28940 -1.17 -0.22 -1.45 0.191736 0.401832 -5.81



267333_at putative WD-40 repeat protein contains --- AT2G19430 -1.11 -0.15 -1.45 0.191729 0.401832 -5.81
256973_at unknown protein similar to putative retro--- AT3G20980 1.12 0.16 1.45 0.191773 0.401832 -5.81
262469_s_ahypothetical protein identical to hypothet--- AT1G50190 / -1.11 -0.15 -1.45 0.191747 0.401832 -5.81
258123_at putative MAP kinase similar to blast andMPK9 AT3G18040 -1.26 -0.33 -1.45 0.191808 0.401832 -5.81
257124_at  hexokinase, putative similar to hexokinaATHXK4 AT3G20040 1.12 0.17 1.45 0.191802 0.401832 -5.81
256712_at unknown protein similar to T14G11.15 --- AT2G34020 1.10 0.13 1.45 0.191875 0.401934 -5.81
252611_at  oxidosqualene cyclase - like protein oxi LAS1 AT3G45130 1.34 0.42 1.45 0.191956 0.402068 -5.82
260695_at  RNA helicase, putative similar to GB:D5ESP3 AT1G32490 -1.09 -0.13 -1.45 0.192006 0.402135 -5.82
251174_at  putative protein latex protein allergen H PLP9 AT3G63200 1.27 0.35 1.45 0.192045 0.402181 -5.82
249934_at peroxidase ATP14a homolog --- AT5G22410 1.10 0.14 1.45 0.192082 0.402220 -5.82
251622_at  dnaJ-like protein DNAJ protein - Schizo--- AT3G57340 -1.10 -0.14 -1.45 0.192135 0.402295 -5.82
263417_at putative C2H2-type zinc finger protein lik--- AT2G17180 1.17 0.22 1.45 0.192223 0.402441 -5.82
249106_at protein transport protein SEC23 ; suppo --- AT5G43670 -1.19 -0.25 -1.45 0.192336 0.402641 -5.82
256730_at  floral homeotic protein AGL8, putative sAGL79 AT3G30260 -1.10 -0.13 -1.45 0.192362 0.402660 -5.82
265433_at unknown protein --- AT2G20950 1.17 0.23 1.45 0.192392 0.402686 -5.82
259847_at unknown protein --- AT1G72170 -1.15 -0.20 -1.45 0.192428 0.402724 -5.82
248130_at unknown protein --- AT5G54790 -1.11 -0.15 -1.45 0.192474 0.402782 -5.82
257771_at SNF1 related protein kinase (ATSRPK1 CIPK7 AT3G23000 -1.44 -0.52 -1.45 0.192527 0.402856 -5.82
259478_at  germin, putative similar to germin GI:17--- AT1G18980 2.01 1.01 1.45 0.192593 0.402959 -5.82
266278_at putative tropinone reductase --- AT2G29300 -1.36 -0.44 -1.45 0.192694 0.403131 -5.82
262695_at  vacuolor sorting protein 35, putative simVPS35B AT1G75850 -1.11 -0.15 -1.45 0.192715 0.403138 -5.82
252672_at hypothetical protein --- AT3G44230 1.10 0.14 1.45 0.192832 0.403309 -5.82
246964_at  putative protein crp1 protein - Zea mays--- AT5G24830 -1.14 -0.19 -1.45 0.192827 0.403309 -5.82
256275_at actin 11 (ACT11) identical to actin 11 (A ACT11 AT3G12110 1.19 0.25 1.45 0.192894 0.403366 -5.82
246854_at  mitochondrial carrier - like protein mitoc--- AT5G26200 -1.13 -0.18 -1.45 0.192889 0.403366 -5.82
249630_s_a sen1-like protein SEN1 - Saccharomyce--- AT5G37150 / 1.10 0.13 1.45 0.193008 0.403568 -5.82
267409_at hypothetical protein predicted by genefin--- AT2G34910 1.10 0.13 1.45 0.193044 0.403605 -5.82
263009_at hypothetical protein contains similarity toNHX5 AT1G54370 -1.11 -0.16 -1.45 0.193102 0.403689 -5.82
255216_s_aputative peptidase --- AT4G07670 / -1.25 -0.32 -1.45 0.193195 0.403847 -5.82
254903_at  H+-transporting ATPase chain E, vacuoTUF AT4G11150 1.14 0.19 1.45 0.19322 0.403861 -5.82
264915_at hypothetical protein predicted by genem--- AT1G60790 -1.10 -0.13 -1.45 0.193273 0.403936 -5.82
255008_at  putative protein hypothetical protein sll1--- AT4G10060 -1.12 -0.17 -1.45 0.193325 0.403985 -5.82
266913_at hypothetical protein predicted by genscaROPGEF4AT2G45890 1.10 0.14 1.44 0.193368 0.403985 -5.82
258066_at hypothetical protein predicted by genem--- AT3G25970 1.09 0.13 1.44 0.193364 0.403985 -5.82
263277_at hypothetical protein predicted by gensca--- AT2G14110 -1.11 -0.15 -1.45 0.193361 0.403985 -5.82



264427_at hypothetical protein predicted by genem--- AT1G61770 1.14 0.19 1.44 0.193398 0.404012 -5.82
247996_at putative protein contains similarity to GP--- AT5G56170 1.22 0.29 1.44 0.193466 0.404117 -5.82
261554_at PPR-repeat protein contains multiple PP--- AT1G63400 -1.09 -0.13 -1.44 0.193671 0.404508 -5.82
260440_at hypothetical protein predicted by gensca--- AT1G68160 -1.11 -0.16 -1.44 0.19376 0.404620 -5.82
258694_at putative non-phototropic hypocotyl simila--- AT3G08660 -1.25 -0.32 -1.44 0.193757 0.404620 -5.82
261985_at  terpene synthase, putative similar to DE--- AT1G33750 1.10 0.14 1.44 0.194034 0.405156 -5.82
246900_at  putative protein flavin-containing monooYUC6 AT5G25620 -1.17 -0.22 -1.44 0.194106 0.405268 -5.83
258691_at unknown protein --- AT3G08630 1.36 0.45 1.44 0.194308 0.405542 -5.83
249869_at acetyl-CoA synthetase-like protein AAE17 AT5G23050 1.19 0.25 1.44 0.19428 0.405542 -5.83
254959_at predicted protein UGE5 AT4G10955 / 1.20 0.26 1.44 0.194303 0.405542 -5.83
257656_at Expressed protein ; supported by full-len--- AT3G13228 1.10 0.14 1.44 0.194277 0.405542 -5.83
249970_at  dermal glycoprotein precursor -like prot --- AT5G19100 1.24 0.31 1.44 0.194332 0.405556 -5.83
265611_at unknown protein  ;supported by full-leng--- AT2G25510 1.23 0.30 1.44 0.194417 0.405692 -5.83
254907_at  putative disease resistance response p --- AT4G11190 1.12 0.16 1.44 0.194433 0.405692 -5.83
249942_at Nitrilase 4 (sp|P46011)  ; supported by f GAPB AT1G42970 / 2.16 1.11 1.44 0.194467 0.405725 -5.83
262939_s_a glyceraldehyde-3-phosphate dehydrogeGAPCP-2 AT1G16300 / 1.60 0.68 1.44 0.194504 0.405765 -5.83
253343_at putative protein --- AT4G33540 1.35 0.43 1.44 0.194586 0.405898 -5.83
260726_at  signal recognition particle 19 kDa prote --- AT1G48160 -1.17 -0.23 -1.44 0.194624 0.405941 -5.83
258755_at hypothetical protein identical to hypothet--- AT3G11945 / -1.14 -0.19 -1.44 0.194694 0.405956 -5.83
247955_at nucleosome assembly protein NAP1;3 AT5G56950 -1.15 -0.20 -1.44 0.194674 0.405956 -5.83
257629_at  cellulase, putative contains Pfam profile--- AT3G26140 1.13 0.18 1.44 0.194702 0.405956 -5.83
257085_at  ubiquitin-specific protease 14 (UBP14), UBP14 AT3G20630 -1.21 -0.27 -1.44 0.194668 0.405956 -5.83
258998_at putative adenylate kinase similar to AdK--- AT3G01820 1.15 0.20 1.44 0.194801 0.406126 -5.83
253841_at  putative beta-glucosidase beta-glucosidBGLU10 AT4G27830 1.18 0.24 1.44 0.1949 0.406294 -5.83
254074_at transcriptional activator CBF1  CRT CRECBF1 AT4G25490 -1.29 -0.37 -1.44 0.194972 0.406408 -5.83
257869_at  ER lumen protein retaining receptor, pu--- AT3G25160 1.10 0.14 1.44 0.195057 0.406548 -5.83
260766_at unknown protein similar to hypothetical p--- AT1G48960 1.13 0.17 1.44 0.195138 0.406679 -5.83
254206_at  thaumatin-like protein thaumatin-like pro--- AT4G24180 -1.14 -0.19 -1.44 0.195197 0.406765 -5.83
254831_at Ribosomal protein L7Ae -like various L7 --- AT4G12600 -1.29 -0.36 -1.44 0.195314 0.406944 -5.83
258759_at putative bZIP transcription factor containBZIP28 AT3G10800 1.11 0.15 1.44 0.195319 0.406944 -5.83
258295_at unknown protein  ;supported by full-leng--- AT3G23400 -1.19 -0.25 -1.44 0.195374 0.407022 -5.83
254686_at  putative protein putative oncogene prote--- AT4G13720 -1.14 -0.18 -1.44 0.19541 0.407059 -5.83
249320_at disease resistance protein-like non-cons--- AT5G40910 -1.19 -0.25 -1.44 0.195505 0.407220 -5.83
251251_at  serine/threonine protein kinase-like prot--- AT3G62220 -1.13 -0.18 -1.44 0.195567 0.407311 -5.83
AFFX-Athal-Arabidopsis thaliana /REF=U84969 /DE --- --- 1.13 0.18 1.44 0.19561 0.407365 -5.83



247053_at protein kinase ATN1-like protein --- AT5G66710 1.10 0.13 1.44 0.195672 0.407420 -5.83
262826_at  putative cytochrome P450 monooxygenCYP71B2 AT1G13080 -1.29 -0.37 -1.44 0.195671 0.407420 -5.83
267025_at unknown protein predicted by genscan --- AT2G38350 1.09 0.13 1.44 0.195775 0.407559 -5.83
254580_at putative protein  ; supported by cDNA: g--- AT4G19390 -1.12 -0.16 -1.44 0.195772 0.407559 -5.83
266397_at unknown protein --- AT2G38690 1.11 0.15 1.44 0.195817 0.407576 -5.83
249199_at putative protein similar to unknown proteBPC6 AT5G42520 -1.12 -0.17 -1.44 0.195819 0.407576 -5.83
260949_at F-box protein family contains similarity toSKIP16 AT1G06110 1.12 0.17 1.44 0.195859 0.407623 -5.83
257871_at hypothetical protein predicted by gensca--- AT3G28350 1.10 0.14 1.44 0.195908 0.407687 -5.83
245331_at hypothetical protein ;supported by full-le --- AT4G14410 1.11 0.16 1.44 0.195932 0.407700 -5.83
246046_at  putative protein predicted proteins, Arab--- --- 1.13 0.18 1.44 0.195969 0.407739 -5.83
264954_at  carboxyphosphonoenolpyruvate mutase--- AT1G77060 -1.18 -0.23 -1.44 0.196045 0.407837 -5.83
259037_at hypothetical protein predicted by gensca--- AT3G09350 1.48 0.57 1.44 0.196051 0.407837 -5.83
261496_at  ethylene responsive element binding fa ERF12 AT1G28360 1.14 0.19 1.43 0.196091 0.407882 -5.83
265016_at  unknown protein similar to deacetylvind--- AT1G24420 1.10 0.13 1.43 0.196252 0.408143 -5.83
253195_at  putative protein dihydroflavonol-4-reduc--- AT4G35420 1.13 0.18 1.43 0.196243 0.408143 -5.83
252428_at  putative protein rjs - Mus musculus, EM--- AT3G47660 1.14 0.19 1.43 0.196539 0.408702 -5.84
246899_at  putative protein various predicted prote --- AT5G25590 1.12 0.16 1.43 0.196641 0.408876 -5.84
252062_at  hypothetical protein KIAA0253 protein, --- AT3G52640 -1.17 -0.22 -1.43 0.196672 0.408903 -5.84
246293_at SigA binding protein  ; supported by cDNSIB1 AT3G56710 1.66 0.73 1.43 0.196722 0.408951 -5.84
261022_at unknown protein similar to NAM like pro ANAC007 AT1G12260 1.12 0.17 1.43 0.19673 0.408951 -5.84
246769_at hypothetical protein --- AT5G27440 -1.11 -0.16 -1.43 0.196778 0.408991 -5.84
266058_at glycerol-3-phosphate dehydrogenase  ; GLY1 AT2G40690 -1.17 -0.22 -1.43 0.196786 0.408991 -5.84
247001_at natural resistance-associated macrophaNRAMP4 AT5G67330 -1.14 -0.18 -1.43 0.19681 0.409005 -5.84
249321_at disease resistance protein-like --- AT5G40920 1.17 0.23 1.43 0.196839 0.409028 -5.84
261095_at unknown protein --- AT1G62930 -1.14 -0.18 -1.43 0.196875 0.409065 -5.84
256875_at  cytochrome P450, putative contains PfaCYP71B37AT3G26330 -1.13 -0.18 -1.43 0.196924 0.409129 -5.84
263981_at unknown protein  ;supported by full-lengPAR1 AT2G42870 1.46 0.55 1.43 0.19701 0.409272 -5.84
248472_at cyclin-dependent protein kinase-like --- AT5G50860 -1.13 -0.18 -1.43 0.197063 0.409306 -5.84
254312_s_ahypothetical protein --- --- 1.14 0.19 1.43 0.197061 0.409306 -5.84
247055_at putative protein similar to unknown prote--- AT5G66740 1.15 0.20 1.43 0.197092 0.409330 -5.84
265896_at unknown protein emb2410 AT2G25660 -1.13 -0.17 -1.43 0.197156 0.409388 -5.84
248304_at polypyrimidine tract-binding RNA transp PTB2 AT5G53180 -1.10 -0.14 -1.43 0.19715 0.409388 -5.84
260224_at hypothetical protein contains Pfam profil --- AT1G74400 -1.10 -0.13 -1.43 0.1972 0.409443 -5.84
257138_at hypothetical protein predicted by genem--- AT3G28870 -1.10 -0.14 -1.43 0.197224 0.409455 -5.84
254295_at  putative protein predicted protein, Arabi --- AT4G23080 1.10 0.13 1.43 0.197368 0.409715 -5.84



246880_s_amyrosinase TGG2  ; supported by cDNATGG2 AT5G25980 / 1.44 0.53 1.43 0.197405 0.409718 -5.84
265716_at unknown protein  ;supported by full-leng--- AT2G03350 -1.17 -0.23 -1.43 0.197395 0.409718 -5.84
265256_at hypothetical protein predicted by gensca--- AT2G28390 -1.09 -0.13 -1.43 0.197492 0.409766 -5.84
263796_at unknown protein  ;supported by full-lengAFR AT2G24540 -1.22 -0.28 -1.43 0.197452 0.409766 -5.84
262885_at  alpha-tubulin, putative similar to alpha-t TUA1 AT1G64740 1.14 0.19 1.43 0.19747 0.409766 -5.84
252112_at  putative protein merozoite surface antig--- AT3G51580 1.14 0.19 1.43 0.1975 0.409766 -5.84
247439_at plasma membrane proton ATPase-like AHA11 AT5G62670 -1.27 -0.34 -1.43 0.197537 0.409770 -5.84
249583_at  CALMODULIN-RELATED PROTEIN 2, TCH2 AT5G37770 1.51 0.59 1.43 0.197529 0.409770 -5.84
258743_s_a shaggy related protein kinase, ASK-GA ATSK12 AT3G05840 / -1.14 -0.19 -1.43 0.19761 0.409835 -5.84
265641_at putative RNA-binding glycine rich protein--- AT2G27330 -1.14 -0.19 -1.43 0.197623 0.409835 -5.84
255597_at hypothetical protein --- AT4G01730 1.13 0.18 1.43 0.197606 0.409835 -5.84
263403_at hypothetical protein similar to hypotheticTX1 AT2G04040 1.82 0.86 1.43 0.197731 0.410022 -5.84
262948_at DNA-binding protein similar to cellular n --- AT1G75560 -1.12 -0.17 -1.43 0.197786 0.410099 -5.84
252848_at putative protein several hypothetical pro --- --- 1.14 0.19 1.43 0.197829 0.410151 -5.84
248475_at unknown protein --- AT5G50880 -1.10 -0.13 -1.43 0.19786 0.410178 -5.84
251357_at ribosomal protein S27  ; supported by cDARS27A AT3G61110 -1.23 -0.30 -1.43 0.197909 0.410242 -5.84
258714_at  putative RING zinc finger protein contai --- AT3G09770 -1.18 -0.24 -1.43 0.198025 0.410446 -5.84
250674_at  laccase-like protein laccase - Populus t LAC13 AT5G07130 1.20 0.27 1.43 0.198055 0.410447 -5.84
247305_at Expressed protein ; supported by full-len--- AT5G63905 1.37 0.45 1.43 0.198062 0.410447 -5.84
253441_at  putative protein Fidipidine, Drosophila m--- AT4G32560 -1.12 -0.16 -1.43 0.198113 0.410516 -5.84
255811_at heat shock protein 22.0 ; supported by cATHSP22. AT4G10250 1.15 0.20 1.43 0.198191 0.410602 -5.84
264206_at putative topoisomerase strong similarity --- AT1G22730 1.15 0.20 1.43 0.198177 0.410602 -5.84
245832_at  chorismate synthase, putative similar toEMB1144 AT1G48850 1.41 0.50 1.43 0.198311 0.410749 -5.84
260026_at  60S ribosomal protein L18A, putative si RPL18AA AT1G29970 1.12 0.17 1.43 0.198363 0.410749 -5.84
267120_at hypothetical protein predicted by genefin--- AT2G23530 -1.14 -0.19 -1.43 0.198388 0.410749 -5.84
259563_s_ahypothetical protein --- AT1G20590 / 1.10 0.14 1.43 0.198335 0.410749 -5.84
257812_at hypothetical protein --- AT3G25090 1.14 0.19 1.43 0.198377 0.410749 -5.84
258734_at putative DNA-binding protein similar to M--- AT3G05860 1.11 0.14 1.43 0.198343 0.410749 -5.84
253067_at myb transcription factor - like protein MYB87 AT4G37780 1.11 0.16 1.43 0.198371 0.410749 -5.84
255323_at putative transposon protein --- --- -1.10 -0.14 -1.43 0.198648 0.411251 -5.85
266748_at putative squamosa-promoter binding proSPL1 AT2G47070 -1.20 -0.27 -1.43 0.198676 0.411272 -5.85
246182_at  beta-1,3-glucanase - like protein probab--- AT5G20870 1.15 0.20 1.42 0.198971 0.411806 -5.85
253062_at  putative protein predicted protein, ArabiNPY5 AT4G37590 -1.35 -0.43 -1.42 0.198988 0.411806 -5.85
260019_at  polyprotein, putative simlar to GI:46801 --- --- -1.10 -0.14 -1.42 0.198966 0.411806 -5.85
251639_at  acetylglutamate kinase-like protein acet--- AT3G57560 1.15 0.20 1.42 0.199063 0.411830 -5.85



246600_at  putative protein disease resistance prot SAG101 AT5G14930 1.24 0.31 1.42 0.199072 0.411830 -5.85
253522_at  predicted protein cation transport protei --- AT4G31290 1.38 0.47 1.42 0.19902 0.411830 -5.85
250552_at  putative protein microtubule binding pro--- AT5G07890 -1.11 -0.15 -1.42 0.199037 0.411830 -5.85
266774_at hypothetical protein predicted by genefinATRBL1 AT2G29050 1.16 0.21 1.42 0.199155 0.411964 -5.85
247024_at Expressed protein ; supported by full-len--- AT5G66985 1.15 0.20 1.42 0.199206 0.412032 -5.85
246180_at  putative protein predicted proteins, Arab--- AT5G20840 -1.11 -0.15 -1.42 0.19932 0.412193 -5.85
258439_at lipoamide dehydrogenase precursor ide mtLPD2 AT3G17240 1.19 0.25 1.42 0.199304 0.412193 -5.85
245657_at unknown protein similar to receptor-like --- AT1G56720 1.35 0.44 1.42 0.199424 0.412279 -5.85
265429_at hypothetical protein predicted by gensca--- AT2G20710 -1.15 -0.20 -1.42 0.199452 0.412279 -5.85
264216_at hypothetical protein similar to hypothetic--- AT1G60180 1.10 0.14 1.42 0.199384 0.412279 -5.85
249062_at putative protein contains similarity to unk--- AT5G44270 1.13 0.17 1.42 0.199438 0.412279 -5.85
247421_at  SIAH1 - like protein SIAH1, Brassica na--- AT5G62800 1.14 0.19 1.42 0.199432 0.412279 -5.85
255987_s_a putative protein predicted proteins, Arab--- AT5G35050 -1.10 -0.14 -1.42 0.199623 0.412595 -5.85
251408_at  palmitoyl-protein thioesterase precursor--- AT3G60340 -1.15 -0.21 -1.42 0.199777 0.412798 -5.85
263140_at hypothetical protein predicted by genem--- AT1G65120 -1.09 -0.13 -1.42 0.199762 0.412798 -5.85
267410_at hypothetical protein predicted by genscaEDA18 AT2G34920 1.23 0.30 1.42 0.199794 0.412798 -5.85
254651_at  potassium channel - like protein kco1, AKCO6 AT4G18160 -1.15 -0.21 -1.42 0.199751 0.412798 -5.85
251933_at  putative protein mucin MUC3, Homo sa--- AT3G54060 1.15 0.20 1.42 0.199883 0.412939 -5.85
257011_at predicted protein CAX9 AT3G14070 1.27 0.35 1.42 0.199898 0.412939 -5.85
267317_at putative proline-rich glycoprotein --- AT2G34700 1.11 0.16 1.42 0.199958 0.413026 -5.85
245118_at  putative thioredoxin reductase The last NTRC AT2G41680 -1.11 -0.15 -1.42 0.199994 0.413062 -5.85
248881_at unknown protein  ;supported by full-leng--- AT5G46020 -1.10 -0.14 -1.42 0.200022 0.413083 -5.85
256415_at unknown protein ; supported by full-leng--- AT3G11210 1.40 0.48 1.42 0.200064 0.413094 -5.85
246886_at CLC-d chloride channel protein CLC-D AT5G26240 1.13 0.17 1.42 0.200048 0.413094 -5.85
266862_at putative MYB family transcription factor AtMYB104AT2G26950 1.10 0.13 1.42 0.200087 0.413105 -5.85
250279_at  ABA-responsive protein - like ABA-resp--- AT5G13200 1.21 0.27 1.42 0.200179 0.413258 -5.85
245576_at hypothetical protein TCX2 AT4G14770 1.18 0.24 1.42 0.200215 0.413295 -5.85
265043_at Expressed protein ; supported by cDNA ATNAP4 AT1G03900 1.13 0.17 1.42 0.200355 0.413514 -5.85
261786_at  cyclic nucleotide and calmodulin-regula ATCNGC7AT1G15990 1.12 0.16 1.42 0.200358 0.413514 -5.85
247857_at peroxidase --- AT5G58400 1.13 0.18 1.42 0.200398 0.413560 -5.85
258133_at  ethylene-responsive transcriptional coa MBF1C AT3G24500 -1.17 -0.23 -1.42 0.200523 0.413780 -5.85
254803_at putative protein several hypothetical pro --- AT4G13100 -1.19 -0.25 -1.42 0.200564 0.413803 -5.85
251000_at putative protein --- AT5G02650 -1.13 -0.17 -1.42 0.20057 0.413803 -5.85
259803_at  cytosolic factor, putative similar to GI:80PATL1 AT1G72150 -1.11 -0.16 -1.42 0.200605 0.413837 -5.85
248333_at photoassimilate-responsive protein PAR--- AT5G52390 1.67 0.74 1.42 0.200737 0.414034 -5.86



249435_at  putative protein tail-specific thyroid horm--- AT5G39970 -1.10 -0.13 -1.42 0.200737 0.414034 -5.86
267189_at putative methionine aminopeptidase  ; s MAP2A AT2G44180 1.28 0.36 1.42 0.200842 0.414084 -5.86
254245_at  serine/threonine kinase - like protein se --- AT4G23240 -1.11 -0.15 -1.42 0.200786 0.414084 -5.86
262771_at hypothetical protein predicted by gensca--- AT1G13200 1.14 0.19 1.42 0.200817 0.414084 -5.86
258435_at unknown protein  ;supported by full-leng--- AT3G16740 -1.13 -0.18 -1.42 0.200852 0.414084 -5.86
248983_at ras-related GTP-binding protein RHA1 (sRHA1 AT5G45130 1.11 0.15 1.42 0.200851 0.414084 -5.86
253365_at  putative protein various predicted prote --- AT4G33170 -1.12 -0.16 -1.42 0.200884 0.414112 -5.86
249469_at  UDP-glucose dehydrogenase-like prote--- AT5G39320 1.31 0.39 1.42 0.200933 0.414177 -5.86
245382_at hypothetical protein --- AT4G17800 1.12 0.16 1.42 0.201 0.414278 -5.86
251822_at  centromere protein - like centromere pro--- AT3G55060 1.11 0.15 1.42 0.201054 0.414352 -5.86
258768_at hypothetical protein predicted by gensca--- AT3G10880 -1.10 -0.14 -1.42 0.201083 0.414375 -5.86
259946_at putative TINY similar to TINY GB:CAA64--- AT1G71450 1.09 0.12 1.42 0.201108 0.414387 -5.86
248073_at pectate lyase --- AT5G55720 1.12 0.16 1.42 0.201146 0.414429 -5.86
258996_at putative ribosome recycling factor simila --- AT3G01800 -1.16 -0.21 -1.42 0.201197 0.414471 -5.86
259933_at Expressed protein ; supported by full-len--- AT1G34350 -1.16 -0.21 -1.42 0.201203 0.414471 -5.86
253724_at Expressed protein ; supported by full-lenLCR24 AT4G29285 1.10 0.14 1.42 0.201229 0.414487 -5.86
255629_at stress-induced protein OZI1 precursor  ; ATOZI1 AT4G00860 1.19 0.25 1.42 0.201275 0.414545 -5.86
247817_at Expressed protein ; supported by full-len--- AT5G58375 1.14 0.19 1.42 0.201418 0.414690 -5.86
259402_at  developmental protein, putative similar VPS46.1 AT1G17730 -1.11 -0.15 -1.42 0.201391 0.414690 -5.86
254422_at  putative protein hypothetical protein YP VPS28-1 AT4G21560 1.24 0.31 1.42 0.201398 0.414690 -5.86
265280_at Expressed protein ; supported by full-lenLCR5 AT2G28355 1.11 0.15 1.42 0.201412 0.414690 -5.86
267515_at putative PCF2-like DNA binding protein --- AT2G45680 -1.15 -0.20 -1.42 0.201483 0.414748 -5.86
247658_at  actin depolymerizing factor 3 - like proteADF3 AT5G59880 1.10 0.14 1.42 0.201473 0.414748 -5.86
250464_at hypothetical protein --- AT5G10040 1.09 0.12 1.42 0.201583 0.414916 -5.86
259893_at putative disease resistance protein simil AtRLP11 AT1G71390 1.13 0.18 1.42 0.201626 0.414968 -5.86
253770_at protein kinase ADK1-like protein protein CKL6 AT4G28540 1.10 0.14 1.41 0.201728 0.415069 -5.86
252799_at  putative protein various predicted Helica--- --- -1.09 -0.12 -1.41 0.20173 0.415069 -5.86
260668_at unknown protein ;supported by full-lengt --- AT1G19530 1.65 0.73 1.41 0.201714 0.415069 -5.86
262920_at  2-dehydro-3-deoxyphosphooctonate ald--- AT1G79500 -1.29 -0.37 -1.41 0.201878 0.415277 -5.86
252658_at hypothetical protein --- AT3G44800 1.15 0.21 1.41 0.201885 0.415277 -5.86
244975_at PSII 10KDa phosphoprotein --- --- -1.13 -0.18 -1.41 0.201855 0.415277 -5.86
249888_s_azinc finger protein-like  ; supported by fu --- AT5G22480 / -1.12 -0.17 -1.41 0.201939 0.415350 -5.86
265273_at unknown protein --- AT2G28320 1.13 0.17 1.41 0.201992 0.415421 -5.86
261041_at hypothetical protein contains similarity toEER4 AT1G17440 -1.12 -0.16 -1.41 0.202075 0.415555 -5.86
250192_at  pescadillo - like protein embryonic deve--- AT5G14520 -1.20 -0.26 -1.41 0.20222 0.415815 -5.86



260273_at unknown protein --- AT1G80550 -1.14 -0.19 -1.41 0.202264 0.415847 -5.86
248088_at 2-oxoglutarate dehydrogenase E2 subun--- AT5G55070 1.18 0.23 1.41 0.202273 0.415847 -5.86
260183_at hypothetical protein similar to DNA sequ--- --- -1.09 -0.13 -1.41 0.20229 0.415847 -5.86
267528_at MADS-box protein (AGL6)  ; supported bAGL6 AT2G45650 1.12 0.16 1.41 0.202311 0.415853 -5.86
252785_at  putative protein AND-1 protein - Homo s--- AT3G42660 1.23 0.30 1.41 0.202367 0.415931 -5.86
259185_at putative phosphate/phosphoenolpyruvatPPT2 AT3G01550 1.56 0.64 1.41 0.202477 0.416118 -5.86
255745_at hypothetical protein predicted by genem--- AT1G32030 -1.09 -0.12 -1.41 0.202611 0.416318 -5.86
251212_at  putative protein hypothetical protein At2--- --- -1.11 -0.15 -1.41 0.202604 0.416318 -5.86
257606_at  root hair defective 3 (RHD3) identical toRHD3 AT3G13870 1.15 0.20 1.41 0.202647 0.416355 -5.86
263599_at putative histidine kinase  ; supported by WOL AT2G01830 1.19 0.26 1.41 0.202739 0.416406 -5.86
257413_at  putative RNA-binding protein contains P--- AT1G22910 1.19 0.25 1.41 0.202695 0.416406 -5.86
246462_at  putative protein predicted protein, Droso--- AT5G16940 -1.20 -0.26 -1.41 0.202721 0.416406 -5.86
264505_at  putative nodulin protein, N21 Similar to --- AT1G09380 1.18 0.24 1.41 0.202744 0.416406 -5.86
256281_at  myb-family transcription factor, putative TRFL9 AT3G12560 1.15 0.20 1.41 0.203054 0.417004 -5.87
248309_at putative protein contains similarity to unk--- AT5G52540 1.38 0.46 1.41 0.203156 0.417164 -5.87
250153_at  putative protein TMV response-related gWRKY72 AT5G15130 1.32 0.40 1.41 0.203168 0.417164 -5.87
256457_at  3-methyladenine DNA glycosylase, puta--- AT1G75230 -1.25 -0.33 -1.41 0.203221 0.417235 -5.87
257182_s_acrn-like protein similar to crn GB:CAA41 --- AT3G13210 / -1.17 -0.22 -1.41 0.203256 0.417268 -5.87
257596_at unknown protein --- AT3G24760 -1.13 -0.18 -1.41 0.203287 0.417294 -5.87
255933_at  membrane protein, putative similar to mATRBL6 AT1G12750 -1.20 -0.26 -1.41 0.203427 0.417432 -5.87
260983_at hypothetical protein predicted by genem--- AT1G53560 1.23 0.30 1.41 0.203389 0.417432 -5.87
255587_at putative inorganic phosphatase  ; suppo AtPPa5 AT4G01480 1.16 0.22 1.41 0.203405 0.417432 -5.87
247557_at putative protein --- AT5G61050 1.09 0.13 1.41 0.203414 0.417432 -5.87
250176_at  putative protein cytochrome P450 CYP9CYP724A1AT5G14400 -1.16 -0.22 -1.41 0.203461 0.417455 -5.87
257254_at  salicylic acid carboxyl methyltransferase--- AT3G21950 1.11 0.15 1.41 0.203475 0.417455 -5.87
245994_at  putative protein various predicted prote --- --- 1.13 0.18 1.41 0.203519 0.417507 -5.87
264310_at hypothetical protein similar to hypothetic--- AT1G62030 -1.14 -0.18 -1.41 0.203631 0.417701 -5.87
265935_at putative senescence-associated protein TET2 AT2G19580 -1.21 -0.27 -1.41 0.203662 0.417726 -5.87
246878_at  putative protein self-incompatibility prote--- AT5G26060 1.15 0.21 1.41 0.203685 0.417736 -5.87
247882_at Expressed protein ; supported by full-len--- AT5G57785 1.46 0.55 1.41 0.203835 0.417993 -5.87
262658_at ribonuclease contains similarity to S-like--- AT1G14220 1.10 0.14 1.41 0.203847 0.417993 -5.87
253985_at  caffeoyl-CoA O-methyltransferase - like --- AT4G26220 -1.14 -0.19 -1.41 0.203874 0.418010 -5.87
250348_at putative protein --- AT5G11990 1.15 0.20 1.41 0.204059 0.418352 -5.87
252550_at  putative protein MtN21, Medicago trunc--- AT3G45870 -1.14 -0.19 -1.41 0.204103 0.418361 -5.87
258928_at unknown protein similar to hypothetical pTAF12 AT3G10070 -1.16 -0.21 -1.41 0.204137 0.418361 -5.87



253112_at  putative ascorbate peroxidase ascorbatAPX5 AT4G35970 1.19 0.25 1.41 0.204098 0.418361 -5.87
264749_at hypothetical protein Contains similarity t --- AT1G22830 -1.21 -0.28 -1.41 0.204136 0.418361 -5.87
248470_at unknown protein --- AT5G50830 1.12 0.16 1.41 0.204199 0.418452 -5.87
251887_at FKBP12 interacting protein (FIP37)  ; suATFIP37 AT3G54170 -1.18 -0.24 -1.41 0.204299 0.418619 -5.87
252815_at hypothetical protein --- --- -1.14 -0.19 -1.41 0.204378 0.418742 -5.87
260219_at hypothetical protein contains Pfam profil --- AT1G74630 -1.11 -0.15 -1.41 0.204436 0.418825 -5.87
252436_x_aputative protein several hypothetical pro --- --- 1.23 0.30 1.40 0.204569 0.419012 -5.87
260802_at  exopolygalacturonase, putative similar t--- AT1G78400 -1.09 -0.13 -1.40 0.204597 0.419012 -5.87
253433_s_a nodulin - like protein nodulin (clone Gm --- AT4G28365 / 1.14 0.19 1.40 0.204601 0.419012 -5.87
249478_at  germin - like protein GLP6 germin - like --- AT5G38950 1.12 0.16 1.40 0.204598 0.419012 -5.87
248171_at putative protein similar to unknown proteILR3 AT5G54680 -1.10 -0.14 -1.40 0.204665 0.419066 -5.87
249920_at putative protein various predicted protein--- AT5G19260 1.34 0.42 1.40 0.204659 0.419066 -5.87
247973_at putative protein contains similarity to tra --- AT5G56770 1.11 0.15 1.40 0.204692 0.419085 -5.87
258521_at  ribosomal protein L29, putative similar t --- AT3G06680 -1.32 -0.40 -1.40 0.204731 0.419128 -5.87
255343_at hypothetical protein --- --- 1.09 0.12 1.40 0.204883 0.419401 -5.87
266342_at hypothetical protein predicted by grail --- AT2G01540 1.17 0.23 1.40 0.204956 0.419512 -5.87
247475_at IRE (root hair elongation) IRE AT5G62310 1.11 0.15 1.40 0.205065 0.419699 -5.87
260190_at putative lipoxygenase similar to 13-lipox --- AT1G67560 1.21 0.28 1.40 0.205091 0.419713 -5.87
258979_at heat-shock protein (At-hsc70-3) identica--- AT3G09440 1.25 0.32 1.40 0.205123 0.419729 -5.87
250588_at SMC-like protein --- AT5G07660 -1.11 -0.15 -1.40 0.205136 0.419729 -5.87
260893_at hypothetical protein similar to hypothetic--- AT1G29180 1.11 0.15 1.40 0.205212 0.419847 -5.87
257318_at hypothetical protein --- AT2G07777 -1.11 -0.15 -1.40 0.205275 0.419939 -5.87
267520_at putative integral membrane protein --- AT2G30460 -1.21 -0.27 -1.40 0.205295 0.419943 -5.87
257783_at unknown protein --- AT3G26950 -1.12 -0.16 -1.40 0.205315 0.419946 -5.88
256535_at unknown protein ANAC015 AT1G33280 1.15 0.20 1.40 0.205349 0.419978 -5.88
267090_at unknown protein  ; supported by full-lengCXIP2 AT2G38270 -1.10 -0.13 -1.40 0.205443 0.420132 -5.88
250565_at  putative protein various predicted prote E13L3 AT5G08000 1.15 0.20 1.40 0.205485 0.420144 -5.88
256683_at unknown protein ; supported by cDNA: g--- AT3G52220 -1.10 -0.13 -1.40 0.205472 0.420144 -5.88
247207_at putative protein similar to unknown prote--- AT5G65000 1.09 0.13 1.40 0.205684 0.420332 -5.88
249582_at calmodulin 1 (CAM1)  ; supported by cDCAM1 AT5G37780 -1.15 -0.20 -1.40 0.205688 0.420332 -5.88
245219_at  viral resistance protein, putative similar --- AT1G58807 / -1.11 -0.15 -1.40 0.205663 0.420332 -5.88
250862_s_a 40S ribosomal protein S17 -like 40S rib --- AT2G04390 / -1.21 -0.28 -1.40 0.205643 0.420332 -5.88
254696_at hypothetical protein --- AT4G17930 1.10 0.14 1.40 0.205642 0.420332 -5.88
259957_at putative protein kinase C-terminal region--- AT1G67890 -1.24 -0.31 -1.40 0.205682 0.420332 -5.88
251825_at  ABC transporter - like protein ATP-bind --- AT3G55100 1.12 0.17 1.40 0.205709 0.420338 -5.88



263235_at  serine/threonine protein phosphatase, PPP2A-2 AT1G10430 1.13 0.17 1.40 0.205755 0.420394 -5.88
266727_at putative calmodulin emb1579 AT2G03150 -1.14 -0.19 -1.40 0.205856 0.420562 -5.88
257356_s_ahypothetical protein predicted by gensca--- AT2G32490 / 1.13 0.17 1.40 0.205876 0.420566 -5.88
246365_at hypothetical protein --- --- 1.12 0.17 1.40 0.205913 0.420604 -5.88
263377_at AP2 domain transcription factor (ABI4:a ABI4 AT2G40220 1.10 0.14 1.40 0.205938 0.420617 -5.88
258664_at  E2, ubiquitin-conjugating enzyme, putatUBC12 AT3G08700 1.13 0.17 1.40 0.206005 0.420716 -5.88
257819_at Expressed protein ; supported by full-lenRALFL25 AT3G25165 1.11 0.15 1.40 0.206084 0.420839 -5.88
263203_at hypothetical protein predicted by genemchr31 AT1G05490 1.09 0.12 1.40 0.206116 0.420868 -5.88
254839_at  stress-induced protein sti1 -like protein --- AT4G12400 -1.32 -0.40 -1.40 0.206179 0.420957 -5.88
253017_at  cinnamyl alcohol dehydrogenase -like pCAD6 AT4G37970 1.10 0.14 1.40 0.206231 0.421000 -5.88
249879_at serine/threonine protein kinase-like prote--- AT5G23170 -1.12 -0.16 -1.40 0.206236 0.421000 -5.88
257411_s_ahypothetical protein predicted by genem--- AT1G61320 / 1.09 0.13 1.40 0.206299 0.421052 -5.88
254582_at  putative protein TMV resistance protein --- AT4G19470 1.11 0.14 1.40 0.206292 0.421052 -5.88
263935_at unknown protein PUB23 AT2G35930 1.99 0.99 1.40 0.206353 0.421124 -5.88
252270_at putative protein  ;supported by full-length--- AT3G49560 -1.14 -0.19 -1.40 0.206404 0.421192 -5.88
255409_at NDX1 homeobox protein homolog --- AT4G03090 -1.09 -0.12 -1.40 0.206589 0.421531 -5.88
257882_at hypothetical protein predicted by genem--- AT3G16930 -1.13 -0.17 -1.40 0.206782 0.421865 -5.88
246862_at  E2, ubiquitin-conjugating enzyme, putatPEX4 AT5G25760 -1.11 -0.15 -1.40 0.20679 0.421865 -5.88
257676_at unknown protein  ;supported by full-lengTGD2 AT3G20320 -1.12 -0.16 -1.40 0.206861 0.421973 -5.88
247500_at  putative protein B2 protein, Daucus caro--- AT5G61910 1.18 0.24 1.40 0.207086 0.422394 -5.88
252182_at U1 snRNP 70K protein  ; supported by cU1-70K AT3G50670 -1.11 -0.16 -1.40 0.207162 0.422511 -5.88
261550_at hypothetical protein --- AT1G63450 1.11 0.15 1.40 0.207232 0.422523 -5.88
256708_at hypothetical protein predicted by genem--- AT3G30320 1.10 0.14 1.40 0.207206 0.422523 -5.88
254098_at superoxide dismutase (EC 1.15.1.1) (FeFSD1 AT4G25100 -1.15 -0.21 -1.40 0.20726 0.422523 -5.88
260300_at gibberellin 3 beta-hydroxylase identical tGA3OX2 AT1G80340 -1.21 -0.28 -1.40 0.207216 0.422523 -5.88
249973_at  GPAA1 - like protein glycosylphosphatid--- AT5G19130 -1.13 -0.18 -1.40 0.207258 0.422523 -5.88
264963_at hypothetical protein predicted by genemABC4 AT1G60600 -1.18 -0.24 -1.40 0.207286 0.422538 -5.88
262990_at  E2, ubiquitin-conjugating enzyme, putatMMZ1 AT1G23260 1.11 0.15 1.39 0.207377 0.422684 -5.88
254457_at  putative protein various predicted prote --- AT4G21170 -1.16 -0.21 -1.39 0.207416 0.422726 -5.88
265567_at unknown protein predicted by genefinde--- AT2G05580 -1.14 -0.19 -1.39 0.207455 0.422769 -5.88
257458_at hypothetical protein predicted by gensca--- AT2G05400 1.09 0.13 1.39 0.207497 0.422816 -5.88
254998_at  choline kinase GmCK2p -like protein ch--- AT4G09760 -1.23 -0.30 -1.39 0.207594 0.422976 -5.88
248674_at non-phototropic hypocotyl-like protein --- AT5G48800 -1.24 -0.31 -1.39 0.207643 0.423038 -5.88
259298_at putative disease resistance protein simil AtRLP31 AT3G05370 1.59 0.67 1.39 0.207683 0.423083 -5.89
257214_at hypothetical protein  ;supported by full-le--- AT3G15040 1.14 0.19 1.39 0.207923 0.423458 -5.89



249048_at auxin-repressed protein-like  ;supported --- AT5G44300 1.12 0.16 1.39 0.207921 0.423458 -5.89
246757_at Expressed protein ; supported by full-lenWPP3 AT5G27940 1.09 0.13 1.39 0.207892 0.423458 -5.89
262304_at  major latex protein (MLP149), putative sMLP43 AT1G70890 -1.76 -0.82 -1.39 0.207966 0.423506 -5.89
253270_at cyclin delta-3 CYCD3;1 AT4G34160 1.18 0.24 1.39 0.208115 0.423621 -5.89
266406_at hypothetical protein predicted by gensca--- AT2G38570 -1.14 -0.19 -1.39 0.208101 0.423621 -5.89
265809_at unknown protein --- AT2G18100 1.14 0.18 1.39 0.208105 0.423621 -5.89
254781_at  putative protein putative protein F28j12 --- AT4G12840 -1.11 -0.15 -1.39 0.208064 0.423621 -5.89
256119_at  guanine nucleotide regulatory protein, p--- AT1G18070 -1.12 -0.17 -1.39 0.208114 0.423621 -5.89
245955_at hypothetical protein BGLU24 AT5G28510 1.11 0.15 1.39 0.208161 0.423678 -5.89
264968_at  stress related protein, putative similar to--- AT1G67360 1.30 0.38 1.39 0.208256 0.423833 -5.89
265434_at predicted protein --- AT2G20805 1.10 0.13 1.39 0.208397 0.424081 -5.89
248527_at putative protein contains similarity to AT --- AT5G50740 -1.12 -0.17 -1.39 0.208449 0.424150 -5.89
253242_at  isoflavone reductase - like protein isoflaCIB1 AT4G34530 / -1.22 -0.29 -1.39 0.208467 0.424150 -5.89
245905_at  putative protein predicted proteins, Arab--- AT5G11090 1.12 0.17 1.39 0.208518 0.424214 -5.89
258389_at hypothetical protein predicted by genscaSDE5 AT3G15390 1.15 0.20 1.39 0.208626 0.424359 -5.89
246898_at putative protein --- AT5G25580 -1.09 -0.13 -1.39 0.208624 0.424359 -5.89
260350_at  Eukaryotic initiation  factor 5A , putativeELF5A-3 AT1G69410 1.17 0.23 1.39 0.208649 0.424367 -5.89
246819_at  WD-repeat protein - like WD-repeat pro --- AT5G26900 -1.12 -0.17 -1.39 0.208693 0.424420 -5.89
255646_at hypothetical protein --- AT4G00890 1.12 0.17 1.39 0.208731 0.424459 -5.89
257534_at hypothetical protein predicted by gensca--- AT3G09670 1.11 0.15 1.39 0.208812 0.424586 -5.89
248584_at putative protein similar to unknown prote--- AT5G49960 -1.19 -0.25 -1.39 0.208851 0.424626 -5.89
263493_at putative ATP-dependent RNA helicase --- AT2G42520 1.17 0.23 1.39 0.208908 0.424682 -5.89
247837_at N-hydroxycinnamoyl/benzoyltransferase--- AT5G57840 -1.17 -0.22 -1.39 0.208915 0.424682 -5.89
AFFX-r2-Bs-B. subtilis /GEN=lys /DB_XREF=gb:X17--- --- -1.41 -0.49 -1.39 0.209038 0.424856 -5.89
249731_at RNA-binding protein-like CID13 AT5G24440 1.15 0.21 1.39 0.209021 0.424856 -5.89
248603_at WD-40 repeat protein-like --- AT5G49430 -1.10 -0.14 -1.39 0.209175 0.425059 -5.89
262251_at hypothetical protein predicted by genem--- AT1G53760 1.22 0.29 1.39 0.20916 0.425059 -5.89
254450_at  putative protein prolamin box binding fa--- AT4G21080 1.12 0.16 1.39 0.209215 0.425101 -5.89
262257_at hypothetical protein predicted by genem--- AT1G53860 1.12 0.17 1.39 0.209255 0.425146 -5.89
249322_at  protein import receptor TOM20, mitochoTOM20-4 AT5G40930 -1.10 -0.14 -1.39 0.209296 0.425152 -5.89
258855_at unknown protein --- AT3G02070 1.21 0.27 1.39 0.20928 0.425152 -5.89
250686_at gamma-tubulin interacting protein-like SPC98 AT5G06680 -1.18 -0.24 -1.39 0.209314 0.425152 -5.89
252067_at  protein phosphatase 2C -like protein pro--- AT3G51370 -1.13 -0.18 -1.39 0.209366 0.425220 -5.89
255098_at hypothetical protein --- AT4G08640 1.09 0.13 1.39 0.209408 0.425266 -5.89
254281_at  predicted protein ileal sodium-dependen--- AT4G22840 -1.41 -0.50 -1.39 0.209525 0.425466 -5.89



246501_at  putative protein KIAA1012 protein - Hom--- AT5G16280 -1.11 -0.16 -1.39 0.209603 0.425470 -5.89
257741_at hypothetical protein predicted by genem--- AT3G27340 -1.17 -0.23 -1.39 0.209613 0.425470 -5.89
254270_at gamma-glutamylcysteine synthetase  ; sGSH1 AT4G23100 1.33 0.41 1.39 0.209615 0.425470 -5.89
253156_at  putative protein mRNA for KIAA0174 ge--- AT4G35730 1.13 0.18 1.39 0.209597 0.425470 -5.89
256142_at hypothetical protein predicted by genem--- AT1G48790 -1.12 -0.17 -1.39 0.20962 0.425470 -5.89
248559_at unknown protein --- AT5G50010 / 1.12 0.16 1.39 0.20973 0.425617 -5.89
259400_at  receptor-like protein kinase, putative sim--- AT1G17750 1.64 0.71 1.39 0.20972 0.425617 -5.89
250159_at  40S ribosomal protein - like 40S ribosom--- AT5G15200 -1.18 -0.24 -1.39 0.209856 0.425650 -5.89
247144_at DOF zinc finger protein-like --- AT5G65590 1.18 0.24 1.39 0.209788 0.425650 -5.89
247812_at peroxidase ;supported by full-length cDN--- AT5G58390 1.40 0.49 1.39 0.209858 0.425650 -5.89
257653_at hypothetical protein --- AT3G13225 -1.14 -0.19 -1.39 0.209824 0.425650 -5.89
255622_at  putative flavonol glucosyltransferase simGT72B1 AT4G01070 1.15 0.21 1.39 0.209797 0.425650 -5.89
245271_at transcription factor like protein ; supporte--- AT4G16430 -1.10 -0.14 -1.39 0.209846 0.425650 -5.89
258484_at sterol-C5-desaturase identical to GB:AASTE1 AT3G02580 -1.12 -0.16 -1.39 0.210071 0.426044 -5.90
246932_at  ethylene-responsive element - like prote--- AT5G25190 1.30 0.38 1.39 0.210193 0.426253 -5.90
266922_s_a SKP1/ASK1-related, putative similar to ASK20 AT2G45950 / -1.21 -0.28 -1.38 0.210312 0.426456 -5.90
261147_at unknown protein ;supported by full-lengt --- AT1G19690 -1.21 -0.28 -1.38 0.210487 0.426774 -5.90
251865_at  protein phosphatase 2A regulatory subu--- AT3G54930 -1.10 -0.14 -1.38 0.21056 0.426884 -5.90
263848_at putative reverse transcriptase --- --- 1.13 0.18 1.38 0.210714 0.427159 -5.90
258291_at putative protein kinase similar to protein --- AT3G23310 -1.13 -0.18 -1.38 0.210832 0.427245 -5.90
251128_at  putative protein crp1 protein, Zea mays --- AT5G01110 -1.09 -0.13 -1.38 0.210795 0.427245 -5.90
260132_s_ahypothetical protein --- AT1G66320 / 1.09 0.13 1.38 0.210827 0.427245 -5.90
265639_at putative reverse transcriptase --- --- 1.11 0.15 1.38 0.210809 0.427245 -5.90
251153_at  putative protein predicted protein, ArabiNPL41 AT3G63000 1.14 0.19 1.38 0.210995 0.427538 -5.90
250866_at Expressed protein ; supported by full-len--- AT5G03905 1.12 0.17 1.38 0.211063 0.427601 -5.90
259691_at hypothetical protein predicted by genem--- AT1G63200 1.17 0.23 1.38 0.211058 0.427601 -5.90
256938_at  LEA protein, putative similar to LEA proATECP31 AT3G22500 1.13 0.17 1.38 0.211309 0.427946 -5.90
263951_at putative harpin-induced protein  ;suppor NHL12 AT2G35960 -1.46 -0.54 -1.38 0.211282 0.427946 -5.90
248286_at putative protein similar to unknown prote--- AT5G52870 1.29 0.37 1.38 0.211272 0.427946 -5.90
253415_at  putative protein peptidyl-prolyl cis-trans --- AT4G33060 -1.18 -0.24 -1.38 0.211298 0.427946 -5.90
259406_at hypothetical protein predicted by genem--- AT1G17690 -1.10 -0.14 -1.38 0.211409 0.428072 -5.90
248813_at Expressed protein ; supported by full-lenVAM3 AT5G46860 -1.17 -0.23 -1.38 0.211395 0.428072 -5.90
245092_at putative TGACG-sequence-specific bZIPBZIP17 AT2G40950 -1.14 -0.19 -1.38 0.21149 0.428088 -5.90
260832_at unknown protein ; supported by cDNA: gGAUT6 AT1G06780 -1.13 -0.18 -1.38 0.211516 0.428088 -5.90
246761_at  embryonic abundant protein - like embr --- AT5G27980 1.10 0.14 1.38 0.211493 0.428088 -5.90



267502_at putative cytochrome P450 CYP76C4 AT2G45550 1.10 0.14 1.38 0.211537 0.428088 -5.90
261515_at  cleavage stimulation factor, putative sim--- AT1G71800 1.10 0.14 1.38 0.211492 0.428088 -5.90
247561_at putative protein --- AT5G61110 1.11 0.15 1.38 0.211474 0.428088 -5.90
247171_at unknown protein --- AT5G65540 -1.10 -0.14 -1.38 0.211548 0.428088 -5.90
264038_at putative ubiquinone biosynthesis protein--- AT2G03690 1.15 0.21 1.38 0.211586 0.428127 -5.90
247640_at  putative protein various predicted prote --- AT5G60610 -1.12 -0.16 -1.38 0.211613 0.428144 -5.90
264709_at  putative DNA-binding protein, Myb IdenATCDC5 AT1G09770 -1.20 -0.26 -1.38 0.211711 0.428178 -5.90
250903_at  putative protein coil protein PO22, micro--- AT5G03600 1.16 0.21 1.38 0.211722 0.428178 -5.90
260584_at  putative beta-1,3-glucanase, C terminal --- AT2G43660 1.10 0.14 1.38 0.211724 0.428178 -5.90
262145_at unknown protein contains similarity to W--- AT1G52730 -1.14 -0.19 -1.38 0.211702 0.428178 -5.90
265218_at putative transcription factor GTF2H2 AT1G05055 -1.10 -0.13 -1.38 0.211654 0.428178 -5.90
247140_at putative protein similar to unknown prote--- AT5G66250 1.11 0.15 1.38 0.21181 0.428302 -5.90
251890_at SCARECROW1  ; supported by cDNA: gSCR AT3G54220 -1.12 -0.16 -1.38 0.211841 0.428302 -5.90
265601_at hypothetical protein predicted by gensca--- AT2G14390 1.12 0.16 1.38 0.211839 0.428302 -5.90
246108_at  putative protein retinal glutamic acid-ric --- AT5G28630 1.29 0.37 1.38 0.21203 0.428644 -5.90
261752_at putative AMP-binding protein contains P--- AT1G76290 1.12 0.16 1.38 0.2121 0.428713 -5.90
252963_at putative protein --- AT4G38820 1.10 0.14 1.38 0.212101 0.428713 -5.90
267404_at hypothetical protein predicted by genefinatnudt22 AT2G33980 -1.12 -0.16 -1.38 0.212154 0.428782 -5.90
256451_s_aunknown protein --- AT1G75170 / 1.36 0.44 1.38 0.212193 0.428823 -5.90
255433_at putative xyloglucan endotransglycosylasXTH9 AT4G03210 -1.29 -0.37 -1.38 0.212336 0.428913 -5.90
267346_at  coronatine-insensitive 1 (COI1), AtFBL2COI1 AT2G39940 -1.16 -0.21 -1.38 0.212334 0.428913 -5.90
265346_at hypothetical protein --- --- 1.11 0.15 1.38 0.212348 0.428913 -5.90
252917_at  putative zinc finger protein zinc finger p --- AT4G38960 1.16 0.22 1.38 0.212345 0.428913 -5.90
252630_at putative protein --- AT3G44980 -1.10 -0.14 -1.38 0.212351 0.428913 -5.90
267597_at putative leucine-rich repeat disease resi AtRLP24 AT2G33020 1.23 0.30 1.38 0.212258 0.428913 -5.90
264993_at  glyoxal oxidase (glx1), putative similar t --- AT1G67290 1.21 0.28 1.38 0.2124 0.428975 -5.90
247656_at  actin depolymerizing factor 4 - like proteADF4 AT5G59890 1.15 0.20 1.38 0.212522 0.429183 -5.91
249949_at  SAE1-S9-protein - like SAE1-S9-protein--- AT5G18880 -1.11 -0.16 -1.38 0.212575 0.429253 -5.91
253158_at  putative protein protein kinase 6, Glycin--- AT4G35780 1.15 0.20 1.38 0.212598 0.429261 -5.91
249186_at CHP-rich zinc finger protein-like --- AT5G43040 1.11 0.15 1.38 0.212679 0.429386 -5.91
264874_at unknown protein Location of EST gb|Z26--- AT1G24240 -1.10 -0.14 -1.38 0.212719 0.429429 -5.91
264848_at unknown protein  ;supported by full-leng--- AT2G17350 -1.09 -0.13 -1.38 0.212783 0.429521 -5.91
257691_at hypothetical protein predicted by genemFLA14 AT3G12660 1.17 0.23 1.38 0.212847 0.429601 -5.91
266039_s_ahypothetical protein --- AT2G07739 -1.14 -0.18 -1.38 0.21286 0.429601 -5.91
263492_at putative seed maturation protein --- AT2G42560 -1.12 -0.17 -1.38 0.21288 0.429603 -5.91



264895_at putative 10kd chaperonin strongly simila--- AT1G23100 -1.31 -0.39 -1.38 0.212906 0.429617 -5.91
261704_at hypothetical protein identical to hypothet--- AT1G32600 -1.10 -0.14 -1.38 0.213009 0.429787 -5.91
248494_at putative protein contains similarity to oxi AtHSD6 AT5G50770 -1.12 -0.17 -1.38 0.213106 0.429869 -5.91
245001_at PSII low MW protein --- --- -1.13 -0.17 -1.38 0.213098 0.429869 -5.91
245298_at hypothetical protein ; supported by cDNA--- AT4G15010 1.11 0.15 1.38 0.213069 0.429869 -5.91
261209_at unknown protein ; supported by cDNA: g--- AT1G12810 1.16 0.21 1.37 0.213197 0.430013 -5.91
261136_at  ribokinase, putative similar to GB:AAD0--- AT1G19600 -1.10 -0.14 -1.37 0.213307 0.430178 -5.91
251399_at putative protein --- AT3G60590 -1.14 -0.19 -1.37 0.213316 0.430178 -5.91
253205_at  putative cyclase associated protein CAPATCAP1 AT4G34490 1.22 0.29 1.37 0.213409 0.430251 -5.91
247967_at putative protein similar to unknown proteanac099 AT5G56620 1.09 0.13 1.37 0.213391 0.430251 -5.91
246934_at putative protein several hypothetical pro --- AT5G25290 -1.14 -0.19 -1.37 0.213389 0.430251 -5.91
263242_at unknown protein --- AT2G31400 1.12 0.17 1.37 0.213451 0.430269 -5.91
256454_at  NADPH oxidoreductase, putative simila --- AT1G75280 -1.35 -0.44 -1.37 0.213455 0.430269 -5.91
247318_at  3(2),5-bisphosphate nucleotidase  ;supp--- AT5G63990 1.33 0.41 1.37 0.213497 0.430314 -5.91
246617_at GSH-dependent dehydroascorbate redu--- AT5G36270 -1.12 -0.16 -1.37 0.213532 0.430346 -5.91
248048_at nicotianamine synthase NAS2 AT5G56080 -1.12 -0.16 -1.37 0.213678 0.430603 -5.91
264095_at mercaptopyruvate sulfurtransferase (Ms MST1 AT1G79230 -1.10 -0.14 -1.37 0.213732 0.430674 -5.91
248583_at putative protein strong similarity to unkn emb1441 AT5G49930 -1.14 -0.18 -1.37 0.213754 0.430679 -5.91
245339_at hypothetical protein ;supported by full-le COBL7 AT4G16120 1.23 0.29 1.37 0.213806 0.430748 -5.91
258709_at putative 60S ribosomal protein L35 simil --- AT3G09500 -1.25 -0.32 -1.37 0.213945 0.430950 -5.91
258309_at putative transposase related protein sim--- --- 1.10 0.14 1.37 0.213935 0.430950 -5.91
251333_at  putative protein putative protein F26O13--- AT3G61690 -1.09 -0.12 -1.37 0.213965 0.430952 -5.91
266320_at hypothetical protein predicted by gensca--- AT2G46640 -1.20 -0.27 -1.37 0.213993 0.430967 -5.91
257120_at  protein kinase, putative contains Pfam p--- AT3G20200 -1.12 -0.16 -1.37 0.21401 0.430967 -5.91
255112_at  casein kinase I - Arabidopsis thaliana,P--- AT4G08800 -1.12 -0.16 -1.37 0.21403 0.430969 -5.91
267295_at  pregeranylgeranyl pyrophosphate synthGGPS2 AT2G23800 1.11 0.15 1.37 0.214107 0.431087 -5.91
259322_at unknown protein --- AT3G05270 -1.15 -0.20 -1.37 0.214127 0.431089 -5.91
251276_at  putative protein hypothetical protein T13SDG14 AT3G61740 -1.10 -0.14 -1.37 0.214182 0.431117 -5.91
250092_at putative protein --- AT5G17360 -1.09 -0.13 -1.37 0.214198 0.431117 -5.91
249072_at putative protein similar to unknown prote--- AT5G44060 1.43 0.51 1.37 0.21419 0.431117 -5.91
264513_at  putative glucose-6-phosphate dehydrogG6PD4 AT1G09420 -1.12 -0.16 -1.37 0.214227 0.431139 -5.91
254238_at  putative protein probable membrane pro--- AT4G23540 -1.15 -0.20 -1.37 0.214292 0.431230 -5.91
261872_s_ahypthetical protein contains similarity to --- AT1G11520 / -1.12 -0.17 -1.37 0.214479 0.431404 -5.91
260289_at CAD ATPase (AAA1) identical to CAD AERH3 AT1G80350 -1.09 -0.12 -1.37 0.214419 0.431404 -5.91
265438_at hypothetical protein --- AT2G20970 1.09 0.13 1.37 0.214529 0.431404 -5.91



261932_at hypothetical protein predicted by genem--- AT1G22420 1.10 0.13 1.37 0.214447 0.431404 -5.91
251505_at putative protein polyamine oxidase (EC CPuORF1 AT3G59050 / -1.20 -0.26 -1.37 0.214489 0.431404 -5.91
259501_at unknown protein ; supported by cDNA: gTPL AT1G15750 1.14 0.19 1.37 0.214513 0.431404 -5.91
249909_s_aalpha-adaptin --- AT5G22770 / 1.14 0.19 1.37 0.214449 0.431404 -5.91
252659_at putative protein --- AT3G44430 -1.13 -0.18 -1.37 0.214508 0.431404 -5.91
258412_at unknown protein similar to pop3 peptide HS1 AT3G17210 -1.12 -0.17 -1.37 0.214563 0.431434 -5.91
263959_at hypothetical protein predicted by gensca--- AT2G36210 1.10 0.14 1.37 0.214722 0.431715 -5.91
266243_at hypothetical protein predicted by gensca--- AT2G27750 1.10 0.14 1.37 0.214818 0.431870 -5.91
257119_at  receptor kinase protein, putative similar --- AT3G20190 1.11 0.15 1.37 0.214945 0.432088 -5.92
266112_x_ahypothetical protein predicted by gensca--- --- 1.13 0.18 1.37 0.215037 0.432143 -5.92
250730_at C3HC4-type RING zinc finger protein-lik --- AT5G06490 1.12 0.16 1.37 0.215048 0.432143 -5.92
266768_s_aubiquitin extension protein (UBQ6) identUBQ6 AT2G47110 / -1.18 -0.24 -1.37 0.214995 0.432143 -5.92
263416_at hypothetical protein contains protein kina--- AT2G17170 1.12 0.16 1.37 0.215024 0.432143 -5.92
255564_s_ahypothetical protein T15B16.8 RGXT2 AT4G01750 / 1.12 0.17 1.37 0.215134 0.432238 -5.92
255860_at  putative protein heparanase, Homo sapAtGUS3 AT5G34940 2.19 1.13 1.37 0.215123 0.432238 -5.92
254541_at  putative LTR retrotransposon Brassica --- --- 1.09 0.13 1.37 0.215158 0.432249 -5.92
261153_at unknown protein ;supported by full-lengt --- AT1G04850 1.11 0.16 1.37 0.215262 0.432420 -5.92
253267_at  putative protein TEB4 protein, Homo sa--- AT4G34100 -1.13 -0.18 -1.37 0.215321 0.432500 -5.92
264277_at  polygalacturonase isoenzyme 1 beta su--- AT1G60390 1.12 0.16 1.37 0.215422 0.432627 -5.92
266460_at unknown protein ; supported by cDNA: gAGP26 AT2G47930 2.11 1.07 1.37 0.215416 0.432627 -5.92
261465_at unknown protein --- AT1G07705 -1.10 -0.14 -1.37 0.215503 0.432752 -5.92
255515_at  putative pistil-specific protein similar to --- AT4G02250 -1.10 -0.14 -1.37 0.21556 0.432827 -5.92
263876_at putative RAS superfamily GTP-binding pATRAB7A AT2G21880 1.17 0.22 1.37 0.215631 0.432895 -5.92
263697_at hypothetical protein contains similarity to--- AT1G31080 -1.14 -0.19 -1.37 0.215629 0.432895 -5.92
262477_at hypothetical protein contains similarity to--- AT1G11220 1.18 0.24 1.37 0.215704 0.433003 -5.92
266743_at  ribonuclease, RNS1 identical to ribonucRNS1 AT2G02990 / 1.73 0.79 1.37 0.215793 0.433143 -5.92
245303_at hypothetical protein ; supported by full-le--- AT4G17010 -1.10 -0.14 -1.37 0.215831 0.433179 -5.92
253970_at  putative uracil phosphoribosyl transfera --- AT4G26510 -1.12 -0.16 -1.37 0.215849 0.433179 -5.92
261604_at unknown protein contains similarity to fo --- AT1G49590 -1.13 -0.18 -1.37 0.215879 0.433202 -5.92
249250_at arm repeat containing protein --- AT5G42340 1.10 0.14 1.37 0.215922 0.433249 -5.92
253590_at putative protein various predicted proteinHHP2 AT4G30850 1.16 0.22 1.37 0.215984 0.433335 -5.92
250645_at putative protein strong similarity to unkn --- AT5G06700 -1.22 -0.29 -1.37 0.216037 0.433404 -5.92
261611_at hypothetical protein predicted by genem--- AT1G49730 1.23 0.30 1.36 0.216175 0.433528 -5.92
259006_at putative 60S acidic ribosomal protein P0--- AT3G09200 -1.20 -0.27 -1.36 0.216154 0.433528 -5.92
245951_at aspartate aminotransferase Asp2  ; suppASP2 AT5G19550 1.21 0.28 1.36 0.216135 0.433528 -5.92



249189_at putative protein similar to unknown proteAtHB27 AT5G42780 1.17 0.23 1.36 0.216166 0.433528 -5.92
260740_at  thioredoxin, putative contains Pfam profATQSOX1 AT1G15020 1.09 0.13 1.36 0.216235 0.433610 -5.92
253340_s_a WD-repeat protein -like protein WD-rep CDC20.2 AT4G33260 / -1.11 -0.15 -1.36 0.216325 0.433678 -5.92
247128_at atfp6-like protein --- AT5G66110 -1.17 -0.22 -1.36 0.216315 0.433678 -5.92
252814_at putative protein several hypothetical pro --- --- 1.12 0.17 1.36 0.216291 0.433678 -5.92
266899_at hypothetical protein predicted by genefin--- AT2G34620 -1.32 -0.40 -1.36 0.216376 0.433740 -5.92
258530_at hypothetical protein predicted by genem--- AT3G06840 1.13 0.18 1.36 0.21644 0.433830 -5.92
265400_at unknown protein  ;supported by full-leng--- AT2G10940 4.66 2.22 1.36 0.216461 0.433835 -5.92
258762_at hypothetical protein --- AT3G10750 1.15 0.20 1.36 0.216592 0.434059 -5.92
258773_at hypothetical protein predicted by gensca--- AT3G10730 1.09 0.12 1.36 0.216756 0.434339 -5.92
259199_at putative signal peptidase similar to MITO--- AT3G08980 -1.10 -0.14 -1.36 0.216769 0.434339 -5.92
247030_at putative protein similar to unknown prote--- AT5G67210 1.09 0.13 1.36 0.21679 0.434342 -5.92
256105_at hypothetical protein predicted by genemLSH8 AT1G16910 -1.13 -0.18 -1.36 0.216844 0.434401 -5.92
259065_at unknown protein similar to putative glutaGLR1.4 AT3G07520 1.21 0.28 1.36 0.216858 0.434401 -5.92
263547_at hypothetical protein predicted by genefin--- AT2G21680 -1.13 -0.18 -1.36 0.217024 0.434628 -5.92
256582_at unknown protein --- AT3G28840 1.11 0.15 1.36 0.217006 0.434628 -5.92
264249_at vacuolar-type H+-translocating inorganicAVP2 AT1G78920 1.13 0.17 1.36 0.217028 0.434628 -5.92
258576_at putative 40S ribosomal protein S16 simi --- AT3G04230 -1.16 -0.22 -1.36 0.217132 0.434760 -5.92
246321_at unknown protein --- AT1G16640 1.12 0.17 1.36 0.217132 0.434760 -5.92
246669_at  galactinol synthase, putative  --- AT5G30500 1.15 0.20 1.36 0.217182 0.434821 -5.92
250593_at putative protein similar to unknown prote--- AT5G07740 1.10 0.14 1.36 0.217275 0.434969 -5.92
264117_at hypothetical protein predicted by genefin--- AT2G31210 1.10 0.14 1.36 0.217347 0.435076 -5.93
264628_at hypothetical protein contains similarity to--- AT1G65540 1.09 0.12 1.36 0.217511 0.435365 -5.93
250384_at  putative protein various predicted prote --- AT5G11500 1.11 0.15 1.36 0.217604 0.435514 -5.93
264937_at hypothetical protein contains similarity toSCPL32 AT1G61130 1.11 0.15 1.36 0.217643 0.435522 -5.93
262928_at hypothetical protein --- AT1G65760 1.13 0.18 1.36 0.217646 0.435522 -5.93
245488_at peroxidase like protein --- AT4G16270 1.11 0.15 1.36 0.217713 0.435616 -5.93
264931_at  polygalacturonase, putative similar to po--- AT1G60590 1.12 0.16 1.36 0.217742 0.435636 -5.93
250417_at  putative protein predicted proteins, Arab--- AT5G11230 1.14 0.19 1.36 0.217845 0.435804 -5.93
263567_at hypothetical protein predicted by genefin--- AT2G15440 -1.13 -0.18 -1.36 0.217866 0.435807 -5.93
259182_at hypothetical protein predicted by genefin--- AT3G01750 -1.21 -0.28 -1.36 0.217894 0.435826 -5.93
246565_at  biotin carboxyl carrier protein precursor BCCP2 AT5G15530 1.12 0.16 1.36 0.217993 0.435987 -5.93
265605_at putative cellulose synthase catalytic subCESA10 AT2G25540 1.09 0.12 1.36 0.218034 0.436029 -5.93
264703_at serine threonine protein phosphatase (tyPP2A AT1G69960 1.10 0.13 1.36 0.218083 0.436041 -5.93
255945_at putative protein --- AT5G28610 1.14 0.20 1.36 0.218097 0.436041 -5.93



266683_at hypothetical protein predicted by genscaGC1 AT2G19950 1.11 0.15 1.36 0.218075 0.436041 -5.93
249302_at putative protein similar to unknown prote--- AT5G41450 1.14 0.19 1.36 0.218172 0.436153 -5.93
260178_at hypothetical protein similar to unknown p--- AT1G70720 1.12 0.16 1.36 0.218239 0.436249 -5.93
246914_at  putative protein various predicted prote --- AT5G25860 1.15 0.20 1.36 0.218281 0.436277 -5.93
248736_at terpene synthase --- AT5G48110 1.11 0.15 1.36 0.218292 0.436277 -5.93
266798_at putative embryo-abundant protein conta AtbZIP6 AT2G22850 -1.24 -0.31 -1.36 0.218311 0.436277 -5.93
255536_at Expressed protein ; supported by full-len--- AT4G01575 1.20 0.26 1.36 0.218332 0.436281 -5.93
261944_at unknown protein --- AT1G64650 -1.16 -0.21 -1.36 0.218391 0.436361 -5.93
248686_at 33 kDa secretory protein-like  ; supporte--- AT5G48540 1.46 0.55 1.36 0.218413 0.436367 -5.93
262254_at unknown protein similar to GDSL-motif l GLIP5 AT1G53920 1.25 0.33 1.36 0.218564 0.436397 -5.93
258296_at putative ribosomal protein similar to ribo --- AT3G23390 -1.27 -0.35 -1.36 0.218548 0.436397 -5.93
249774_at squalene monooxygenase SQP1 AT5G24150 -1.21 -0.28 -1.36 0.21862 0.436397 -5.93
261271_at Expressed protein ; supported by full-len--- AT1G26795 1.12 0.17 1.36 0.218602 0.436397 -5.93
249463_s_a putative protein predicted proteins, Arabanac064 AT3G56530 / 1.12 0.16 1.36 0.218574 0.436397 -5.93
266817_at hypothetical protein similar to hypotheticHUB1 AT2G44950 -1.16 -0.21 -1.36 0.218499 0.436397 -5.93
263305_at unknown protein  ;supported by full-lengBPC1 AT2G01930 -1.17 -0.22 -1.36 0.218455 0.436397 -5.93
245143_at unknown protein  ;supported by full-lengZPR1 AT2G45450 1.26 0.33 1.36 0.218613 0.436397 -5.93
245322_at Expressed protein ; supported by full-len--- AT4G14815 1.24 0.31 1.36 0.21861 0.436397 -5.93
252706_at  putative protein predicted proteins, Arab--- --- 1.09 0.12 1.36 0.21853 0.436397 -5.93
253303_at putative protein  ; supported by full-lengt--- AT4G33780 1.12 0.16 1.36 0.218683 0.436472 -5.93
265787_at Mutator-like transposase similar to  MUR--- --- 1.15 0.21 1.36 0.218772 0.436472 -5.93
259654_at hypothetical protein predicted by genem--- AT1G55220 1.12 0.17 1.36 0.21877 0.436472 -5.93
263307_at hypothetical protein similar to myosin-lik --- --- -1.12 -0.17 -1.36 0.218766 0.436472 -5.93
266646_at unknown protein  ;supported by full-lengATPH1 AT2G29700 1.12 0.17 1.36 0.218741 0.436472 -5.93
263388_at En/Spm-like transposon protein related t--- --- 1.14 0.18 1.36 0.218746 0.436472 -5.93
264701_at hypothetical protein similar to hypothetic--- AT1G70160 -1.12 -0.17 -1.36 0.218829 0.436509 -5.93
266219_at  putative para-aminobenzoate synthase emb1997 AT2G28880 1.11 0.15 1.36 0.218828 0.436509 -5.93
262572_at unknown protein Contains a PF|00175 O--- AT1G15140 -1.15 -0.20 -1.36 0.218848 0.436510 -5.93
255497_at  hypothetical protein similar to A. thalian UNE12 AT4G02590 -1.11 -0.15 -1.36 0.218873 0.436522 -5.93
252979_at Expressed protein ; supported by full-len--- AT4G38225 -1.19 -0.25 -1.36 0.218933 0.436603 -5.93
251385_at  putative protein various predicted prote --- AT3G60790 1.12 0.16 1.36 0.218986 0.436670 -5.93
245045_at unknown protein similar to glycoprotein S--- AT2G26590 1.10 0.13 1.36 0.219035 0.436692 -5.93
261995_at unknown protein similar to N-terminal ha--- AT1G33850 / -1.09 -0.12 -1.36 0.219025 0.436692 -5.93
260729_at  regulatory protein, putative contains PfaKU80 AT1G48050 -1.09 -0.13 -1.36 0.219098 0.436740 -5.93
250120_at putative protein similar to unknown proteRIC4 AT5G16490 1.19 0.25 1.36 0.219094 0.436740 -5.93



260813_at VirE2-interacting protein VIP1 identical t VIP1 AT1G43700 -1.17 -0.22 -1.35 0.219142 0.436790 -5.93
256392_at putative glycosyl transferase contains PfGATL4 AT3G06260 1.12 0.17 1.35 0.219161 0.436790 -5.93
250311_at unknown protein --- AT5G12240 1.09 0.13 1.35 0.21923 0.436889 -5.93
264011_at unknown protein --- AT2G21090 -1.12 -0.17 -1.35 0.219341 0.437073 -5.93
266057_at putative methionyl-tRNA synthetase  ; su--- AT2G40660 -1.10 -0.14 -1.35 0.219407 0.437166 -5.93
248708_at putative protein contains similarity to unk--- AT5G48560 1.27 0.34 1.35 0.219433 0.437176 -5.93
252322_at  putative protein putative zinc-finger prot--- AT3G48550 -1.26 -0.34 -1.35 0.21949 0.437176 -5.93
248592_at unknown protein  ;supported by full-leng--- AT5G49280 1.31 0.39 1.35 0.219464 0.437176 -5.93
255740_at  wall-associated kinase, putative similar --- AT1G25390 1.33 0.41 1.35 0.219508 0.437176 -5.93
254330_at  predicted protein predicted gene F5I14.LBD32 AT4G22700 1.11 0.14 1.35 0.219476 0.437176 -5.93
267213_at 60S ribosomal protein L7  ;supported by--- AT2G44120 -1.23 -0.30 -1.35 0.219562 0.437206 -5.93
248160_at putative protein similar to unknown prote--- AT5G54470 -1.17 -0.22 -1.35 0.219555 0.437206 -5.93
261347_at unknown protein ELF7 AT1G79730 -1.13 -0.17 -1.35 0.219693 0.437429 -5.93
267359_at hypothetical protein predicted by genefin--- AT2G40020 -1.16 -0.21 -1.35 0.219739 0.437483 -5.93
248692_s_ahypothetical protein --- AT4G15070 / 1.12 0.16 1.35 0.21977 0.437506 -5.93
246848_at putative protein --- AT5G26840 -1.12 -0.16 -1.35 0.219791 0.437511 -5.93
263149_at unknown protein --- AT1G53970 1.11 0.15 1.35 0.219833 0.437557 -5.94
247133_at chalcone isomerase-like protein --- AT5G66220 1.22 0.29 1.35 0.219867 0.437585 -5.94
254376_at putative protein  ; supported by cDNA: gTOM1 AT4G21790 1.09 0.12 1.35 0.219973 0.437758 -5.94
247075_at putative protein contains similarity to AT PLP3b AT5G66410 1.13 0.18 1.35 0.220016 0.437805 -5.94
253430_at putative protein --- AT4G32430 -1.13 -0.17 -1.35 0.220039 0.437812 -5.94
252090_at  5B protein like protein cysteine-rich 5B --- AT3G52130 1.10 0.14 1.35 0.220081 0.437823 -5.94
246328_at  putative protein hexamer-binding protei --- AT3G43590 -1.12 -0.16 -1.35 0.220082 0.437823 -5.94
261286_at unknown protein ; supported by cDNA: g--- AT1G35780 -1.15 -0.20 -1.35 0.220108 0.437836 -5.94
262744_at  anthranilate N-hydroxycinnamoyl/benzo--- AT1G28680 1.21 0.28 1.35 0.220195 0.437972 -5.94
256564_at  alpha/beta hydrolase, putative contains MES11 AT3G29770 1.31 0.39 1.35 0.220334 0.438209 -5.94
263577_at putative protein kinase identical to hypotSSP AT2G17090 1.14 0.18 1.35 0.220401 0.438284 -5.94
265859_at hypothetical protein predicted by gensca--- --- -1.11 -0.15 -1.35 0.22041 0.438284 -5.94
256872_at  non-phototropic hypocotyl, putative sim --- AT3G26490 -1.11 -0.15 -1.35 0.220436 0.438298 -5.94
254466_at subtilisin-like serine protease contains s --- AT4G20430 -1.16 -0.21 -1.35 0.220543 0.438471 -5.94
255558_at P II nitrogen sensing protein GLB I  ; supGLB1 AT4G01900 -1.13 -0.17 -1.35 0.220606 0.438558 -5.94
263040_at conserved hypothetical protein predicted--- AT1G23300 -1.11 -0.15 -1.35 0.220719 0.438745 -5.94
246524_at  Carboxylesterase-like protein sterol esteATPCME AT5G15860 1.17 0.23 1.35 0.220777 0.438788 -5.94
254506_at  leucine rich repeat-like protein Cf-2.2, LGSO1 AT4G20140 -1.15 -0.21 -1.35 0.220779 0.438788 -5.94
251520_at  protein kinase like GCN2 - Saccharomy--- AT3G59410 -1.10 -0.14 -1.35 0.220825 0.438804 -5.94



261423_at  homeodomain transcription factor, puta AGL65 AT1G18750 -1.14 -0.19 -1.35 0.220825 0.438804 -5.94
251080_at putative protein hypothetical proteins - AROPGEF7AT5G02010 -1.29 -0.37 -1.35 0.22085 0.438815 -5.94
256812_at hypothetical protein contains similarity to--- AT3G21350 -1.10 -0.14 -1.35 0.220912 0.438898 -5.94
266325_at putative extensin --- AT2G46630 1.43 0.52 1.35 0.220935 0.438906 -5.94
245251_at calcineurin B-like protein 1 ; supported bCBL1 AT4G17615 1.37 0.46 1.35 0.221052 0.438938 -5.94
262373_at hypothetical protein predicted by genefin--- AT1G73120 1.27 0.35 1.35 0.221072 0.438938 -5.94
251875_at  putative protein various predicted prote --- AT3G54270 1.14 0.19 1.35 0.221085 0.438938 -5.94
265158_at hypothetical protein predicted by genefin--- AT1G31040 1.09 0.13 1.35 0.22102 0.438938 -5.94
256500_at Ty1/copia-element polyprotein --- --- 1.12 0.16 1.35 0.221061 0.438938 -5.94
258724_at unknown protein --- AT3G09600 -1.09 -0.13 -1.35 0.221022 0.438938 -5.94
247922_at putative protein similar to unknown prote--- AT5G57500 1.31 0.39 1.35 0.221008 0.438938 -5.94
253130_at putative protein  ;supported by full-length--- AT4G35510 -1.20 -0.26 -1.35 0.221115 0.438958 -5.94
264484_at hypothetical protein similar to ankyrin lik --- AT1G77260 -1.10 -0.14 -1.35 0.22118 0.439012 -5.94
245116_at unknown protein  ; supported by cDNA: --- AT2G41620 -1.25 -0.32 -1.35 0.221179 0.439012 -5.94
265551_at putative replication protein A1 --- --- 1.10 0.14 1.35 0.221245 0.439102 -5.94
250705_at  diadenosine 5,5-P1,P4-tetraphosphate ATNUDX2 AT5G06340 -1.14 -0.19 -1.35 0.221316 0.439205 -5.94
266347_at putative ATP-dependent DNA helicase R--- AT2G01440 -1.15 -0.20 -1.35 0.221339 0.439212 -5.94
260736_at hypothetical protein predicted by genem--- AT1G17630 -1.10 -0.14 -1.35 0.221433 0.439360 -5.94
264531_at hypothetical protein predicted by gensca--- AT1G30790 1.11 0.15 1.35 0.221488 0.439431 -5.94
256587_at histone-H4-like protein similar to H41 ge--- AT3G28780 1.12 0.16 1.35 0.221585 0.439516 -5.94
266679_at putative helicase ; supported by cDNA: g--- AT2G03270 1.12 0.17 1.35 0.221587 0.439516 -5.94
249113_at putative protein similar to unknown prote--- AT5G43790 -1.16 -0.21 -1.35 0.221589 0.439516 -5.94
258833_at unknown protein --- --- -1.13 -0.18 -1.35 0.221608 0.439517 -5.94
248947_at putative protein similar to unknown prote--- AT5G45540 1.15 0.20 1.35 0.221655 0.439572 -5.94
255387_at  putative nodulin similar to M. truncatula --- AT4G03630 1.15 0.20 1.35 0.221745 0.439712 -5.94
262536_at  SOUL-like protein Similar to SOUL Prot --- AT1G17100 -1.25 -0.32 -1.35 0.222035 0.440249 -5.94
267577_at unknown protein  ; supported by cDNA: --- AT2G30710 -1.09 -0.12 -1.35 0.222058 0.440256 -5.94
245767_at hypothetical protein similar to putative d --- AT1G33610 1.08 0.12 1.35 0.222156 0.440413 -5.94
258078_at unknown protein  ;supported by full-leng--- AT3G25870 1.25 0.33 1.34 0.22221 0.440442 -5.94
259526_at hypothetical protein --- AT1G12570 1.25 0.32 1.34 0.222197 0.440442 -5.94
255610_at  putative phosphatidylinositol kinase simATPIPK10 AT4G01190 1.11 0.15 1.34 0.222241 0.440463 -5.94
255183_at hypothetical protein --- AT4G08140 1.13 0.18 1.34 0.222259 0.440463 -5.94
256569_at hypothetical protein  ; supported by full-l --- AT3G19550 -1.37 -0.45 -1.34 0.222318 0.440541 -5.94
264067_x_aputative chloroplast nucleoid DNA bindin--- AT2G28010 -1.14 -0.19 -1.34 0.222347 0.440560 -5.94
253461_at  cytochrome p450 - like protein cytochroCYP96A2 AT4G32170 1.10 0.14 1.34 0.222391 0.440609 -5.95



250598_at transcription factor-like protein  ; supportATMYB29 AT5G07690 -1.18 -0.24 -1.34 0.222443 0.440659 -5.95
263366_at unknown protein --- AT2G20440 1.12 0.17 1.34 0.222454 0.440659 -5.95
265617_at putative phosphate/phosphoenolpyruvat --- AT2G25520 1.23 0.29 1.34 0.222506 0.440723 -5.95
263110_at unknown protein ;supported by full-lengt --- AT1G65220 1.15 0.20 1.34 0.22255 0.440772 -5.95
254162_at transcription factor IIA small subunit  ;su--- AT4G24440 -1.16 -0.21 -1.34 0.222639 0.440801 -5.95
246300_at  putative transmembrane protein G5p yeSAC8 AT3G51830 -1.10 -0.14 -1.34 0.222605 0.440801 -5.95
262325_at  dirigent protein, putative similar to dirige--- AT1G64160 -1.26 -0.34 -1.34 0.222661 0.440801 -5.95
246704_at putative protein --- AT5G28090 1.11 0.15 1.34 0.222595 0.440801 -5.95
267433_at putative peroxisome assembly protein PPEX10 AT2G26350 -1.12 -0.16 -1.34 0.222657 0.440801 -5.95
253232_at hypothetical protein  ;supported by full-leTAF8 AT4G34340 1.12 0.17 1.34 0.222804 0.441007 -5.95
254423_at  Lsd1 like protein zinc-finger protein Lsd LOL2 AT4G21610 1.15 0.20 1.34 0.222791 0.441007 -5.95
266720_s_ahypothetical protein predicted by genefinAPRR9 AT2G46670 / -1.24 -0.31 -1.34 0.222876 0.441111 -5.95
265178_at  Pto kinase interactor, putative similar to --- AT1G23540 1.12 0.16 1.34 0.222906 0.441132 -5.95
264529_at  CTP synthase-like protein similar to ctp --- AT1G30820 1.28 0.36 1.34 0.222952 0.441185 -5.95
261700_at hypothetical protein similar to hypothetic--- AT1G32690 -1.15 -0.20 -1.34 0.223014 0.441269 -5.95
265455_at hypothetical protein predicted by gensca--- AT2G46560 -1.10 -0.14 -1.34 0.223109 0.441381 -5.95
250876_at hypothetical protein --- AT5G04030 -1.10 -0.14 -1.34 0.223094 0.441381 -5.95
258164_at surfeit 1 identical to GB:AAF19609 from SURF1 AT3G17910 -1.18 -0.24 -1.34 0.223147 0.441417 -5.95
255924_at unknown protein contains similarity to ph--- AT1G22170 1.14 0.18 1.34 0.223167 0.441419 -5.95
262755_at unknown protein --- AT1G16360 -1.11 -0.15 -1.34 0.223208 0.441461 -5.95
263080_at hypothetical protein predicted by gensca--- --- -1.13 -0.17 -1.34 0.223257 0.441520 -5.95
246474_at  putative protein predicted protein, Arabi --- AT5G17150 1.11 0.15 1.34 0.223276 0.441520 -5.95
245043_at putative cyclin  ;supported by full-length RCY1 AT2G26430 -1.20 -0.26 -1.34 0.223335 0.441567 -5.95
257410_at hypothetical protein similar to polyketideemb2421 AT1G24340 -1.16 -0.22 -1.34 0.223339 0.441567 -5.95
259703_at  putative endo-1,3-beta-glucanase simila--- AT1G77790 1.11 0.15 1.34 0.223381 0.441613 -5.95
252845_at  vacuolar H(+)-ATPase subunit-like prote--- AT3G42050 -1.10 -0.14 -1.34 0.223465 0.441740 -5.95
245437_at RNA helicase like protein --- AT4G16630 -1.18 -0.23 -1.34 0.223623 0.442013 -5.95
250265_at  putative protein predicted proteins, Arab--- AT5G12900 -1.17 -0.23 -1.34 0.223695 0.442080 -5.95
256431_s_aputative disease resistance protein simil AtRLP34 AT3G11010 / 1.24 0.30 1.34 0.223678 0.442080 -5.95
248272_at Expressed protein ; supported by full-len--- AT5G53480 -1.15 -0.20 -1.34 0.223741 0.442133 -5.95
248805_at putative protein similar to unknown prote--- AT5G47480 -1.10 -0.14 -1.34 0.223783 0.442177 -5.95
254767_s_a cytochrome p450 - like protein cytochroCYP71A19AT4G13290 / -1.09 -0.13 -1.34 0.223804 0.442181 -5.95
261149_s_a GSH-dependent dehydroascorbate reduDHAR1 AT1G19550 / -1.20 -0.26 -1.34 0.223836 0.442205 -5.95
252824_at histone H3.3  ; supported by cDNA: gi_1--- AT4G40030 -1.12 -0.17 -1.34 0.223907 0.442307 -5.95
251337_at proteasome component C5  ;supported PBF1 AT3G60820 -1.09 -0.13 -1.34 0.22417 0.442750 -5.95



264419_s_ahypothetical protein contains similarity to--- AT1G43310 / -1.32 -0.40 -1.34 0.224159 0.442750 -5.95
258856_at hypothetical protein predicted by genefinSRG3 AT3G02040 1.27 0.35 1.34 0.224271 0.442912 -5.95
256146_at  delta-adaptin, putative similar to delta-adelta-ADR AT1G48760 -1.10 -0.14 -1.34 0.224303 0.442917 -5.95
251136_at  mRNA capping enzyme - like protein m --- AT5G01290 1.09 0.13 1.34 0.224313 0.442917 -5.95
267278_at unknown protein  ; supported by full-leng--- AT2G19350 -1.08 -0.12 -1.34 0.224388 0.442955 -5.95
247105_at putative protein similar to unknown proteDAR5 AT5G66630 1.16 0.21 1.34 0.22439 0.442955 -5.95
247170_at putative protein contains similarity to lec --- AT5G65530 1.09 0.13 1.34 0.224369 0.442955 -5.95
248478_at ubiquitin-conjugating enzyme-like protei UBC27 AT5G50870 -1.09 -0.13 -1.34 0.224467 0.443068 -5.95
244901_at hypothetical protein --- ATMG00640 1.13 0.17 1.34 0.224527 0.443148 -5.95
252416_at  chromosome assembly protein homologATSMC2 AT3G47460 1.08 0.12 1.34 0.224609 0.443272 -5.95
266534_at putative splicing factor  ;supported by fu --- AT2G16940 -1.10 -0.13 -1.34 0.224844 0.443697 -5.95
247659_at  DNA-directed RNA polymerase - like pr NRPC1 AT5G60040 -1.30 -0.37 -1.34 0.22494 0.443847 -5.95
247885_at putative protein similar to unknown prote--- AT5G57830 1.19 0.25 1.34 0.224986 0.443862 -5.96
259604_at 20S proteasome beta subunit (PBG1) idPBG1 AT1G56450 -1.11 -0.15 -1.34 0.224985 0.443862 -5.96
251361_at  LIM domain protein LIM domain protein --- AT3G61230 1.14 0.19 1.34 0.225046 0.443941 -5.96
244923_s_aorf153b orf153b --- AT2G07674 -1.20 -0.26 -1.34 0.225075 0.443960 -5.96
247679_at  1-aminocyclopropane-1-carboxylate oxi --- AT5G59540 -1.25 -0.33 -1.34 0.225191 0.444037 -5.96
261685_at  3-beta-hydroxysteroid dehydrogenase, AT3BETAHAT1G47290 1.26 0.34 1.34 0.22519 0.444037 -5.96
260185_at hypothetical protein similar to hypothetic--- AT1G36030 1.09 0.12 1.34 0.225187 0.444037 -5.96
250407_at chorismate mutase CM2  ; supported byATCM2 AT5G10870 -1.11 -0.15 -1.34 0.225155 0.444037 -5.96
264197_at unknown protein Similar to hypothetical ATSAC1 AT1G22620 -1.09 -0.12 -1.34 0.225241 0.444097 -5.96
247414_at unknown protein EMB2759 AT5G63050 -1.14 -0.19 -1.33 0.225268 0.444112 -5.96
246080_at putative protein --- AT5G20460 -1.11 -0.15 -1.33 0.225295 0.444125 -5.96
262684_s_avacuolar ATP synthase subunit B identic--- AT1G20260 / -1.13 -0.18 -1.33 0.22539 0.444255 -5.96
259262_at unknown protein similar to nifU-like proteISU2 AT3G01020 -1.10 -0.14 -1.33 0.225399 0.444255 -5.96
260846_at unknown protein --- AT1G17300 1.12 0.16 1.33 0.225485 0.444384 -5.96
262593_at putative ubiquinol--cytochrome-c reducta--- AT1G15120 1.19 0.25 1.33 0.225519 0.444414 -5.96
265185_at  OBP32pep protein, putative identical to --- AT1G23670 1.13 0.17 1.33 0.225743 0.444816 -5.96
256149_at  zinc finger protein, putative similar to zinAtIDD7 AT1G55110 -1.16 -0.22 -1.33 0.225799 0.444888 -5.96
245182_at  putative protein similarity to TETRATRIC--- AT5G12430 -1.17 -0.23 -1.33 0.225888 0.445025 -5.96
252915_at  EF-Hand containing protein -like strond --- AT4G38810 1.14 0.19 1.33 0.225954 0.445117 -5.96
247435_at glutathione S-transferase-like protein  ; sATGSTU9 AT5G62480 1.84 0.88 1.33 0.225978 0.445125 -5.96
248935_at salt-inducible protein-like --- AT5G46100 -1.13 -0.17 -1.33 0.226024 0.445178 -5.96
250660_at RNA-binding protein-like --- AT5G07060 -1.09 -0.12 -1.33 0.226098 0.445285 -5.96
258909_at  putative DnaJ protein Pfam HMM hit: D --- AT3G06340 -1.09 -0.12 -1.33 0.226184 0.445417 -5.96



259130_at putative ribosomal protein L39 similar to --- AT3G02190 -1.13 -0.17 -1.33 0.226228 0.445426 -5.96
256164_at  terpene cyclase, putative similar to terp --- AT1G48800 -1.09 -0.13 -1.33 0.22622 0.445426 -5.96
252867_at  putative protein hypothetical protein, Sc--- AT4G39870 -1.13 -0.18 -1.33 0.226381 0.445689 -5.96
246563_at putative protein --- AT5G15581 1.13 0.18 1.33 0.226641 0.446039 -5.96
258063_at putative cytochrome P450 similar to GB CYP72A8 AT3G14620 1.39 0.47 1.33 0.226617 0.446039 -5.96
248180_at unknown protein  ;supported by full-lengAGD5 AT5G54310 1.09 0.13 1.33 0.226642 0.446039 -5.96
246142_at putative protein --- AT5G19970 -1.10 -0.13 -1.33 0.226657 0.446039 -5.96
264273_s_ahypothetical protein contains similarity to--- AT1G60300 / -1.16 -0.21 -1.33 0.226607 0.446039 -5.96
255360_at putative protein  ;supported by full-length--- AT4G03960 -1.11 -0.15 -1.33 0.226751 0.446056 -5.96
253423_at Expressed protein ; supported by cDNA IAA29 AT4G32280 -1.70 -0.76 -1.33 0.226779 0.446056 -5.96
266198_at unknown protein predicted by genscan a--- AT2G38890 1.11 0.15 1.33 0.226782 0.446056 -5.96
246448_at  putative protein putative N-acetlytransfe--- AT5G16800 1.12 0.16 1.33 0.226772 0.446056 -5.96
253655_at Expressed protein ;supported by cDNA: LCR59 AT4G30070 1.09 0.12 1.33 0.226771 0.446056 -5.96
249418_at  putative protein predicted protein, Arabi --- AT5G39785 1.09 0.13 1.33 0.22671 0.446056 -5.96
260804_at hypothetical protein predicted by genem--- AT1G78410 2.21 1.14 1.33 0.22697 0.446297 -5.96
264753_at  receptor kinase, putative similar to rece --- AT1G61490 -1.09 -0.12 -1.33 0.22697 0.446297 -5.96
247773_at putative protein --- AT5G58630 1.11 0.15 1.33 0.226931 0.446297 -5.96
266190_at unknown protein --- AT2G38840 1.11 0.15 1.33 0.226983 0.446297 -5.96
266094_at Expressed protein ; supported by full-len--- AT2G37975 1.12 0.17 1.33 0.227026 0.446343 -5.96
246412_at  phosphoglucomutase-like protein phosp--- AT5G17530 -1.20 -0.26 -1.33 0.227113 0.446474 -5.96
260820_at  receptor protein kinase, putative similar --- AT1G06840 1.22 0.29 1.33 0.227156 0.446521 -5.96
251943_at  splicing factor - like protein splicing fact RSZ32 AT3G53500 -1.09 -0.12 -1.33 0.227236 0.446639 -5.96
250571_at hypothetical protein --- AT5G08200 1.16 0.22 1.33 0.227404 0.446888 -5.96
259342_at unknown protein  ;supported by full-leng--- AT3G03890 1.16 0.21 1.33 0.227421 0.446888 -5.96
265574_at putative replication protein A1 --- --- -1.10 -0.14 -1.33 0.227382 0.446888 -5.96
266803_at putative protein kinase contains a protei APK1B AT2G28930 -1.28 -0.36 -1.33 0.227444 0.446894 -5.96
262351_at  beta-galactosidase (BGAL), putative simBGAL17 AT1G72990 -1.09 -0.13 -1.33 0.227479 0.446926 -5.96
245911_at  oligosaccharyl transferase STT3-like pr STT3A AT5G19690 1.09 0.13 1.33 0.227532 0.446951 -5.96
262613_at putative DNA-binding protein similar to WWRKY4 AT1G13960 1.11 0.15 1.33 0.227523 0.446951 -5.96
264984_at unknown protein ;supported by full-lengt --- AT1G27000 1.09 0.13 1.33 0.227593 0.447032 -5.97
252879_at  putative protein predicted proteins, ArabNST-K1 AT4G39390 1.31 0.39 1.33 0.227693 0.447129 -5.97
254557_at hypothetical protein  ;supported by full-le--- AT4G19140 1.23 0.30 1.33 0.227662 0.447129 -5.97
253885_at  putative protein essential for embryogenVPS26B AT4G27690 -1.14 -0.19 -1.33 0.2277 0.447129 -5.97
258372_at ubiquitin-specific protease 25 (UBP25) sUBP25 AT3G14400 -1.10 -0.14 -1.33 0.227746 0.447179 -5.97
254028_s_a putative protein N.crassa mRNA for put ORP4B AT4G25850 / 1.10 0.14 1.33 0.227783 0.447214 -5.97



246603_at  copper amine oxidase, putative similar t--- AT1G31690 1.16 0.22 1.33 0.227805 0.447218 -5.97
255709_at putative YABBY3 axial regulator  ; suppoYAB3 AT4G00180 -1.13 -0.18 -1.33 0.227889 0.447343 -5.97
245563_at SNF1 like protein kinase ; supported by CIPK4 AT4G14580 -1.34 -0.42 -1.33 0.227908 0.447343 -5.97
245444_at limonene cyclase like protein ATTPS03 AT4G16740 1.15 0.20 1.33 0.227974 0.447397 -5.97
245862_at putative protein --- AT5G01010 1.13 0.17 1.33 0.227964 0.447397 -5.97
252796_at  putative protein predicted proteins, Arab--- --- 1.17 0.22 1.33 0.228086 0.447540 -5.97
254128_at  ubiquitin-specific protease 16 (UBP16), UBP16 AT4G24560 -1.09 -0.12 -1.33 0.228085 0.447540 -5.97
257827_at unknown protein contains Pfam profile: P--- AT3G26630 -1.20 -0.26 -1.33 0.228193 0.447595 -5.97
247923_at porin-like protein  ;supported by full-lengVDAC4 AT5G57490 1.13 0.17 1.33 0.228148 0.447595 -5.97
259521_at ATP-dependent Clp protease proteolyticCLP2 AT1G12410 -1.14 -0.19 -1.33 0.228174 0.447595 -5.97
262982_at unknown protein ;supported by full-lengt ING2 AT1G54390 1.10 0.13 1.33 0.228182 0.447595 -5.97
254420_at hypothetical protein --- AT4G21500 1.15 0.20 1.33 0.228244 0.447657 -5.97
261851_at  hexokinase, putative similar to chloroplaHKL1 AT1G50460 1.23 0.29 1.33 0.228289 0.447675 -5.97
251545_at  zinc transporter -like protein zinc transpMTPA2 AT3G58810 1.16 0.22 1.33 0.228293 0.447675 -5.97
260871_at hypothetical protein predicted by genem--- AT1G29040 1.09 0.12 1.32 0.228414 0.447835 -5.97
263061_at putative AAA-type ATPase --- AT2G18190 1.12 0.17 1.32 0.228396 0.447835 -5.97
259080_at putative mitogen activated protein kinaseWNK1 AT3G04910 -1.13 -0.18 -1.32 0.22849 0.447853 -5.97
260070_at putative helix-loop-helix DNA-binding proBEE3 AT1G73830 -1.61 -0.69 -1.32 0.228504 0.447853 -5.97
263871_at hypothetical protein predicted by genscaRKP AT2G22010 -1.13 -0.18 -1.32 0.228521 0.447853 -5.97
266075_s_aunknown protein --- AT2G40710 / -1.14 -0.19 -1.32 0.228494 0.447853 -5.97
262007_at hypothetical protein predicted by gensca--- AT1G64580 -1.11 -0.15 -1.32 0.228511 0.447853 -5.97
260253_at  disease resistance protein, putative simAtRLP15 AT1G74190 1.10 0.13 1.32 0.228568 0.447907 -5.97
246650_at  putative protein p76, Homo sapiens, EM--- AT5G35160 1.12 0.16 1.32 0.228628 0.447948 -5.97
259044_at  pollen allergen Bra r II identical to pollen--- AT3G03430 1.10 0.14 1.32 0.22861 0.447948 -5.97
253382_at  putative protein AT.I.24, Arabidopsis tha--- AT4G33040 -1.15 -0.20 -1.32 0.228688 0.448004 -5.97
260762_at  I-box binding factor, putative similar to I --- AT1G49015 -1.11 -0.15 -1.32 0.228696 0.448004 -5.97
261452_s_ahypothetical protein predicted by genem--- --- 1.11 0.15 1.32 0.228791 0.448151 -5.97
250861_at  putative protein predicted proteins, Arab--- AT5G04740 1.13 0.17 1.32 0.228892 0.448211 -5.97
252742_at  putative protein glyceraldehyde-3-phosp--- AT3G43290 1.14 0.19 1.32 0.228847 0.448211 -5.97
251948_at  diaminopimelate epimerase - like protei --- AT3G53580 -1.13 -0.17 -1.32 0.228937 0.448211 -5.97
263986_at putative citrate synthase  ;supported by CSY3 AT2G42790 1.15 0.21 1.32 0.228861 0.448211 -5.97
247736_at actin 4  ;supported by full-length cDNA: ACT4 AT5G59370 -1.10 -0.14 -1.32 0.228922 0.448211 -5.97
251274_at  putative protein hypothetical protein At2--- AT3G61700 -1.20 -0.26 -1.32 0.228939 0.448211 -5.97
265741_at putative membrane transporter  ; suppor--- AT2G01320 -1.22 -0.29 -1.32 0.228968 0.448229 -5.97
246127_s_aputative protein --- --- 1.09 0.12 1.32 0.229089 0.448366 -5.97



251703_at putative protein hypothetical proteins - A--- AT3G56670 1.15 0.20 1.32 0.229092 0.448366 -5.97
247330_at putative protein contains similarity to aceGAMMA CAT5G63510 -1.09 -0.12 -1.32 0.229097 0.448366 -5.97
259287_at putative rac GTPase activating protein s --- AT3G11490 -1.13 -0.18 -1.32 0.229157 0.448406 -5.97
266282_at putative protein kinase contains a protei --- AT2G29220 1.09 0.13 1.32 0.229144 0.448406 -5.97
260576_at putative FCA-related protein --- AT2G47310 -1.15 -0.20 -1.32 0.229226 0.448502 -5.97
254135_at  putative protein MSP1 protein, Sacchar --- AT4G24860 1.12 0.16 1.32 0.229252 0.448515 -5.97
262496_at unknown protein ; supported by full-leng--- AT1G21790 -1.22 -0.29 -1.32 0.229279 0.448530 -5.97
260794_at unknown protein ; supported by cDNA: g--- AT1G06210 1.12 0.16 1.32 0.2293 0.448531 -5.97
265703_at putative ankyrin --- AT2G03430 -1.14 -0.19 -1.32 0.229377 0.448610 -5.97
252871_at  proliferating-cell nucleolar antigen - like --- AT4G40000 -1.11 -0.15 -1.32 0.229398 0.448610 -5.97
263669_at putative cryptochrome 2 apoprotein Mat CRY2 AT1G04400 -1.10 -0.14 -1.32 0.229399 0.448610 -5.97
259874_at unknown protein --- AT1G76660 -1.16 -0.22 -1.32 0.229509 0.448787 -5.97
254458_at  putative protein heat shock protein dnaJATERDJ2BAT4G21180 1.20 0.26 1.32 0.229556 0.448840 -5.97
267200_at hypothetical protein predicted by genefin--- AT2G31010 -1.13 -0.18 -1.32 0.229649 0.448884 -5.97
253879_s_a UDP rhamnose--anthocyanidin-3-glucos--- AT4G27560 / -1.25 -0.32 -1.32 0.229696 0.448884 -5.97
265479_at hypothetical protein  ;supported by full-le--- AT2G15760 1.62 0.69 1.32 0.229628 0.448884 -5.97
257678_at  RNA helicase, putative contains Pfam pRTL2 AT3G20420 -1.13 -0.18 -1.32 0.229667 0.448884 -5.97
251655_at hypothetical protein AT3G5715--- 1.15 0.20 1.32 0.229604 0.448884 -5.97
252850_at putative protein  ;supported by full-length--- AT4G39880 -1.15 -0.20 -1.32 0.229687 0.448884 -5.97
247002_at putative protein strong similarity to unkn HOS15 AT5G67320 -1.13 -0.17 -1.32 0.229757 0.448964 -5.97
257854_at putative CREB-binding protein similar toHAC5 AT3G12980 1.11 0.15 1.32 0.229806 0.448982 -5.97
251298_at hypothetical protein contains non-conse --- AT3G62040 -1.25 -0.32 -1.32 0.229795 0.448982 -5.97
248247_at putative protein contains similarity to helSPCH AT5G53210 1.10 0.14 1.32 0.230015 0.449353 -5.97
246661_at  putative protein various predicted prote --- --- -1.10 -0.13 -1.32 0.230101 0.449482 -5.97
255089_at nucleoside-diphosphate kinase  ;suppor NDPK1 AT4G09320 -1.17 -0.22 -1.32 0.230124 0.449489 -5.97
257333_at cytochrome c oxidase subunit 1 --- --- 1.24 0.31 1.32 0.230185 0.449530 -5.97
261655_at hypothetical protein predicted by genem--- AT1G01940 -1.16 -0.21 -1.32 0.230171 0.449530 -5.97
263861_at hypothetical protein --- AT2G04560 -1.17 -0.23 -1.32 0.230273 0.449665 -5.98
256072_at WD-40 repeat protein identical to WD-40ATARCA AT1G18080 -1.24 -0.31 -1.32 0.230375 0.449825 -5.98
258397_at Expressed protein ; supported by full-len--- AT3G15357 -1.10 -0.14 -1.32 0.230423 0.449840 -5.98
257026_at hypothetical protein predicted by genem--- AT3G19200 1.12 0.16 1.32 0.230442 0.449840 -5.98
247051_at At14a protein-like --- AT5G66670 -1.12 -0.16 -1.32 0.230412 0.449840 -5.98
255132_at  inositol 1,3,4-trisphosphate 5/6-kinase-l --- AT4G08170 -1.14 -0.19 -1.32 0.230511 0.449936 -5.98
AFFX-r2-At-  Arabidopsis thaliana /REF=U84969 /DE--- --- 1.08 0.11 1.32 0.230551 0.449976 -5.98
257874_at hypothetical protein --- AT3G17110 1.12 0.17 1.32 0.230573 0.449981 -5.98



252769_at  arabinose kinase - like protein putative --- AT3G42850 -1.11 -0.15 -1.32 0.230639 0.450072 -5.98
248112_at wax synthase-like protein --- AT5G55350 1.14 0.19 1.32 0.230715 0.450181 -5.98
265045_s_a putative protein kinase, ADK1 dual specADK1 AT1G03930 / -1.22 -0.29 -1.32 0.230759 0.450228 -5.98
264230_at hypothetical protein predicted by genem--- AT1G67460 1.10 0.14 1.32 0.230792 0.450253 -5.98
253843_at  putative protein MLL protein, Gallus gal SDG16 AT4G27910 1.09 0.13 1.32 0.230889 0.450405 -5.98
262864_at  anthocyanidin-3-glucoside rhamnosyltra--- AT1G64920 -1.12 -0.16 -1.32 0.230959 0.450466 -5.98
246362_at hypothetical protein --- --- -1.08 -0.12 -1.32 0.23096 0.450466 -5.98
261649_at putative clathrin-coat assembly protein s--- AT1G27700 -1.11 -0.15 -1.32 0.230988 0.450481 -5.98
256487_at  disease resistance gene, putative simila--- AT1G31540 1.16 0.21 1.32 0.231087 0.450635 -5.98
266021_at unknown protein --- AT2G05910 1.18 0.24 1.32 0.231128 0.450679 -5.98
251158_at  rac-GTP binding protein -like RACC smMIRO2 AT3G63150 -1.10 -0.14 -1.32 0.231207 0.450793 -5.98
259987_at thaumatin-like protein (PR-5) similar to t ATLP-3 AT1G75030 1.15 0.20 1.32 0.231246 0.450830 -5.98
247415_at unknown protein --- AT5G63060 -1.23 -0.30 -1.32 0.231379 0.450975 -5.98
257667_at  1,4-alpha-glucan branching enzyme, puEMB2729 AT3G20440 -1.18 -0.24 -1.32 0.23136 0.450975 -5.98
259455_x_aunknown protein --- AT1G44030 1.15 0.20 1.32 0.23137 0.450975 -5.98
247809_at unknown protein --- AT5G58280 -1.12 -0.17 -1.32 0.231428 0.451032 -5.98
259649_at  Serine/arginine-rich protein, putative simTAF7 AT1G55300 -1.11 -0.14 -1.32 0.231483 0.451075 -5.98
254411_at hypothetical protein --- --- 1.12 0.17 1.32 0.23149 0.451075 -5.98
251514_at  pirin-like protein pirin - Lycopersicon es --- AT3G59260 1.12 0.16 1.32 0.231525 0.451106 -5.98
264260_at  putative calcium-binding protein, calretic--- AT1G09210 1.30 0.38 1.31 0.231556 0.451127 -5.98
249310_at putative protein contains similarity to 40S--- AT5G41520 -1.12 -0.17 -1.31 0.231596 0.451165 -5.98
261589_at hypothetical protein predicted by gensca--- AT1G01690 1.14 0.18 1.31 0.231686 0.451303 -5.98
258029_at  serine/threonine-protein kinase, PK7 ideATPK7 AT3G27580 1.10 0.13 1.31 0.231806 0.451498 -5.98
246520_at  putative protein RING-H2 finger protein --- AT5G15790 -1.10 -0.13 -1.31 0.231838 0.451522 -5.98
265954_at putative WRKY-type DNA binding protei TTG2 AT2G37260 -1.10 -0.14 -1.31 0.231899 0.451602 -5.98
267540_at hypothetical protein predicted by gensca--- AT2G32760 -1.10 -0.13 -1.31 0.231919 0.451603 -5.98
252283_at  60S ribosomal protein L13 (BBC1) - like--- AT3G48960 -1.11 -0.15 -1.31 0.231946 0.451617 -5.98
262786_at putative lipase similar to gb|X02844 lipa --- AT1G10740 1.16 0.21 1.31 0.231976 0.451637 -5.98
266784_at putative receptor-like protein kinase --- AT2G28960 1.09 0.12 1.31 0.232018 0.451642 -5.98
245169_at unknown protein predicted by genefinde--- AT2G33220 -1.09 -0.12 -1.31 0.232001 0.451642 -5.98
265559_at putative glycine-rich protein --- AT2G05530 1.13 0.18 1.31 0.232095 0.451753 -5.98
261919_at  type 2 peroxiredoxin, putative similar to TPX1 AT1G65980 -1.13 -0.18 -1.31 0.232171 0.451863 -5.98
267074_s_ahypothetical protein predicted by gensca--- AT2G40955 / -1.10 -0.14 -1.31 0.232438 0.452342 -5.98
260227_at  unknown protein similar to hypothetical --- AT1G74450 1.32 0.40 1.31 0.232485 0.452395 -5.98
246469_at  putative protein predicted protein, Droso--- AT5G17070 -1.10 -0.14 -1.31 0.232508 0.452402 -5.98



249572_at  chromosome condensation protein -likeEMB2656 AT5G37630 1.14 0.19 1.31 0.232584 0.452511 -5.98
255494_at  predicted protein of unknown function s --- AT4G02710 -1.10 -0.14 -1.31 0.232621 0.452545 -5.98
252048_at expressed protein supported by cDNA: g--- AT3G52500 -1.16 -0.21 -1.31 0.232716 0.452572 -5.98
255474_at  coded for by A. thaliana cDNA T75804 --- AT4G02480 -1.11 -0.15 -1.31 0.232689 0.452572 -5.98
260317_at  E2, ubiquitin-conjugating enzyme 5 (UBUBC5 AT1G63800 -1.19 -0.25 -1.31 0.232708 0.452572 -5.98
251818_at  vacuolar protein sorting protein 33a-likeATVPS33 AT3G54860 1.11 0.15 1.31 0.232734 0.452572 -5.98
262524_at tuftelin-interacting-like protein Similar to --- AT1G17070 -1.09 -0.12 -1.31 0.232706 0.452572 -5.98
257638_at terpene synthase-related protein containATTPS-CINAT3G25820 / 1.10 0.14 1.31 0.232781 0.452586 -5.98
254424_at hypothetical protein  ;supported by full-le--- AT4G21510 1.20 0.26 1.31 0.232764 0.452586 -5.98
255680_at hypothetical protein --- AT4G00530 -1.14 -0.19 -1.31 0.232843 0.452647 -5.98
255698_at scarecrow-like 6 (SCL6) --- AT4G00150 -1.15 -0.20 -1.31 0.232852 0.452647 -5.98
254467_at  receptor protein kinase - like protein ser--- AT4G20450 -1.13 -0.17 -1.31 0.232901 0.452664 -5.99
264765_at  receptor kinase, putative similar to rece --- AT1G61430 1.12 0.17 1.31 0.232899 0.452664 -5.99
264024_at hypothetical protein predicted by genefin--- AT2G21180 1.23 0.30 1.31 0.233067 0.452916 -5.99
267518_at unknown protein --- AT2G30500 1.34 0.42 1.31 0.233099 0.452916 -5.99
263052_at unknown protein --- AT2G13430 -1.10 -0.14 -1.31 0.23313 0.452916 -5.99
252745_at  putative protein Sh3yl1 mRNA, Mus mu--- AT3G43230 1.12 0.16 1.31 0.233099 0.452916 -5.99
257934_at  serine carboxypeptidase, putative similascpl21 AT3G25420 1.17 0.22 1.31 0.233111 0.452916 -5.99
248135_at putative protein similar to unknown prote--- AT5G54890 -1.15 -0.20 -1.31 0.233191 0.452997 -5.99
261201_at unknown protein ;supported by full-lengt --- AT1G12850 -1.12 -0.16 -1.31 0.233221 0.453017 -5.99
263444_at putative MADS-box protein AGL46 AT2G28700 1.13 0.17 1.31 0.233304 0.453140 -5.99
245293_at HSP like protein ; supported by cDNA: g--- AT4G16660 1.38 0.46 1.31 0.233425 0.453335 -5.99
259978_at putative cell division control protein cdc2CDKB2;1 AT1G76540 1.18 0.23 1.31 0.233503 0.453449 -5.99
260541_at putative trypsin inhibitor --- AT2G43530 -1.40 -0.49 -1.31 0.233608 0.453552 -5.99
252225_at  ADP-RIBOSYLATION FACTOR -like prATARLA1CAT3G49870 1.10 0.14 1.31 0.233605 0.453552 -5.99
256297_at  cytochrome P450, putative contains Pfa--- AT1G69500 -1.13 -0.18 -1.31 0.233616 0.453552 -5.99
265077_at hypothetical protein similar to RING-H2 --- AT1G55530 1.17 0.22 1.31 0.233655 0.453588 -5.99
265592_at hypothetical protein predicted by genefin--- AT2G20110 -1.12 -0.16 -1.31 0.233722 0.453680 -5.99
258879_at unknown protein  ; supported by full-leng--- AT3G03270 1.25 0.32 1.31 0.233757 0.453710 -5.99
249639_at  disease resistance like protein TMV res--- AT5G36930 -1.10 -0.14 -1.31 0.234185 0.454501 -5.99
258042_at hypothetical protein similar to hypothetic--- AT3G21310 1.09 0.12 1.31 0.23431 0.454697 -5.99
251464_at farnesyltransferase subunit A (FTA)  ; suFTA AT3G59380 -1.13 -0.18 -1.31 0.234326 0.454697 -5.99
259931_at hypothetical protein predicted by gensca--- AT1G34400 1.12 0.16 1.31 0.234382 0.454767 -5.99
264468_at unknown protein similar to daunorubicin --- AT1G10310 -1.14 -0.19 -1.31 0.234448 0.454857 -5.99
263196_at hypothetical protein predicted by genem--- AT1G36070 -1.18 -0.24 -1.31 0.234492 0.454905 -5.99



262534_at unknown protein contains Pfam profile: PSHA AT1G17040 -1.15 -0.20 -1.31 0.234613 0.455100 -5.99
260174_at unknown protein  ;supported by full-leng--- AT1G71940 1.10 0.14 1.31 0.234719 0.455194 -5.99
259826_at  arm repeat-containing protein, putative PUB17 AT1G29340 1.18 0.24 1.31 0.234689 0.455194 -5.99
259953_at putative anion exchanger contains PfamBOR5 AT1G74810 -1.16 -0.22 -1.31 0.234721 0.455194 -5.99
266527_at hypothetical protein predicted by gensca--- --- 1.14 0.18 1.30 0.234747 0.455206 -5.99
261744_at  nitrogen fixation protein (nifS), putative CPNIFS AT1G08490 1.12 0.16 1.30 0.234789 0.455247 -5.99
254272_at  predicted protein hypothetical protein, S--- AT4G22850 1.09 0.12 1.30 0.234817 0.455264 -5.99
259169_at unknown protein similar to unknown pro --- AT3G03520 -1.38 -0.47 -1.30 0.234841 0.455271 -5.99
257249_at unknown protein --- AT3G24180 1.16 0.22 1.30 0.234893 0.455334 -5.99
263844_at unknown protein  ; supported by cDNA: --- AT2G36930 -1.26 -0.34 -1.30 0.234944 0.455393 -5.99
263793_at putative glucosyltransferase ATCSLC08AT2G24630 -1.24 -0.31 -1.30 0.234985 0.455419 -5.99
267059_at putative carboxymethylenebutenolidase --- AT2G32520 1.11 0.15 1.30 0.234997 0.455419 -5.99
264440_at  unknown protein similar to fim protein; s--- AT1G27340 -1.10 -0.13 -1.30 0.235031 0.455445 -5.99
265496_at copia-like retroelement pol polyprotein --- --- -1.08 -0.12 -1.30 0.235173 0.455683 -5.99
264971_at Expressed protein ; supported by full-len--- AT1G67210 -1.09 -0.12 -1.30 0.235196 0.455689 -5.99
250608_at  pectin methyl-esterase-like protein pect --- AT5G07420 -1.09 -0.13 -1.30 0.23524 0.455735 -5.99
259852_at  disulfide bond formation protein, putativAERO1 AT1G72280 1.26 0.34 1.30 0.235319 0.455782 -5.99
248524_s_aputative protein contains similarity to squ--- AT5G50570 / 1.42 0.51 1.30 0.235324 0.455782 -5.99
253455_at putative protein --- AT4G32020 1.20 0.27 1.30 0.235289 0.455782 -5.99
261229_at RAC-like GTP-binding protein ARAC4 idROP2 AT1G20090 -1.09 -0.12 -1.30 0.235351 0.455786 -5.99
247744_at  putative protein various predicted prote --- AT5G59020 1.15 0.20 1.30 0.235366 0.455786 -5.99
250910_at  heat shock transcription factor -like protHSFA3 AT5G03720 -1.37 -0.45 -1.30 0.235414 0.455839 -5.99
264690_at hypothetical protein similar to hypotheticSNL4 AT1G70060 1.14 0.19 1.30 0.235491 0.455950 -5.99
266445_at unknown protein --- AT2G43070 1.14 0.19 1.30 0.235607 0.456137 -6.00
247307_at UVB-resistance protein UVR8 (gb|AAD4--- AT5G21326 / -1.10 -0.14 -1.30 0.235678 0.456197 -6.00
245115_at putative esterase D  ;supported by full-leSFGH AT2G41530 -1.18 -0.24 -1.30 0.235677 0.456197 -6.00
260450_at hypothetical protein predicted by gensca--- AT1G72390 -1.16 -0.22 -1.30 0.235769 0.456328 -6.00
267076_at calcium binding protein (CaBP-22) ident --- AT2G41090 1.69 0.75 1.30 0.235786 0.456328 -6.00
265271_at hypothetical protein predicted by gensca--- AT2G28360 1.12 0.17 1.30 0.235807 0.456329 -6.00
266146_at En/Spm-like transposon protein related t--- --- 1.09 0.12 1.30 0.235877 0.456426 -6.00
258566_at putative glutamate receptor (GLR1) idenGLR1.1 AT3G04110 -1.20 -0.26 -1.30 0.235956 0.456540 -6.00
254418_at  glucose transporter glucose transport p --- AT4G21480 -1.11 -0.15 -1.30 0.236027 0.456601 -6.00
263538_at hypothetical protein predicted by genefin--- AT2G25010 -1.16 -0.21 -1.30 0.236013 0.456601 -6.00
251375_at  putative protein various predicted prote --- AT3G60410 1.16 0.22 1.30 0.236151 0.456802 -6.00
261900_at unknown protein ;supported by full-lengt --- AT1G80940 -1.11 -0.15 -1.30 0.236217 0.456829 -6.00



253552_at  ubiquitin-specific protease 24 (UBP24), UBP24 AT4G30890 -1.10 -0.14 -1.30 0.236206 0.456829 -6.00
251734_at  putative protein Centrosome- and Golgi --- AT3G56270 -1.26 -0.33 -1.30 0.236225 0.456829 -6.00
257466_at hypothetical protein predicted by genem--- AT1G62840 1.31 0.39 1.30 0.236327 0.456892 -6.00
252693_s_a ribosomal protein S29 - like ribosomal p--- AT3G43980 / -1.10 -0.14 -1.30 0.236282 0.456892 -6.00
247958_at putative protein similar to unknown prote--- AT5G57070 1.12 0.16 1.30 0.236304 0.456892 -6.00
258342_at hypothetical protein similar to extensin-li --- AT3G22800 1.22 0.29 1.30 0.236338 0.456892 -6.00
253428_at cellulose synthase catalytic subunit (RSWCESA1 AT4G32410 -1.15 -0.21 -1.30 0.236473 0.457113 -6.00
253621_at  putative protein component of aniline di --- AT4G30540 1.11 0.15 1.30 0.23672 0.457514 -6.00
248447_at putative protein contains similarity to polPABN1 AT5G51120 1.10 0.13 1.30 0.236712 0.457514 -6.00
245940_at putative protein predicted proteins - diffe--- AT5G19630 -1.13 -0.18 -1.30 0.236789 0.457532 -6.00
249790_at putative protein similar to unknown prote--- AT5G24290 -1.53 -0.61 -1.30 0.236788 0.457532 -6.00
262436_at  En/Spm-like transposon protein, putativ --- AT1G47610 -1.22 -0.29 -1.30 0.236789 0.457532 -6.00
245868_at hypothetical protein CAT2 AT1G58030 1.13 0.18 1.30 0.236887 0.457668 -6.00
265746_at hypothetical protein predicted by gensca--- --- -1.11 -0.15 -1.30 0.2369 0.457668 -6.00
259958_at  leucine-rich repeat transmembrane protSRF6 AT1G53730 -1.12 -0.16 -1.30 0.237055 0.457890 -6.00
251199_at  transport inhibitor response 1 (TIR1), AtTIR1 AT3G62980 1.20 0.26 1.30 0.237048 0.457890 -6.00
252952_at  putative protein cylicin II - bovine, PIR2 --- AT4G38710 -1.15 -0.20 -1.30 0.237161 0.458056 -6.00
257994_at unknown protein --- AT3G19920 1.16 0.21 1.30 0.237198 0.458089 -6.00
250549_at  N-hydroxycinnamoyl benzoyltransferase--- AT5G07860 1.18 0.24 1.30 0.237333 0.458155 -6.00
263733_at  polyprotein, putative similar to polyprote--- --- 1.08 0.11 1.30 0.237321 0.458155 -6.00
253076_at  NAM like protein P.hybrida NAM gene, ANAC076 AT4G36160 1.11 0.15 1.30 0.237311 0.458155 -6.00
247645_at  late embryonic abundant protein - like la--- AT5G60530 1.10 0.14 1.30 0.237258 0.458155 -6.00
253133_at DNA-directed RNA polymerase (EC 2.7.NRPB1 AT4G35800 -1.11 -0.15 -1.30 0.237277 0.458155 -6.00
258681_at unknown protein  ; supported by full-leng--- AT3G08610 -1.12 -0.16 -1.30 0.237386 0.458180 -6.00
260338_at putative RNA-binding protein similar to p--- AT1G69250 1.10 0.13 1.30 0.237368 0.458180 -6.00
247600_at Myb transcription factor homolog (ATR1 MYB34 AT5G60890 -1.31 -0.39 -1.30 0.237471 0.458266 -6.00
251840_at  protein disulfide-isomerase-like protein ATPDIL1-3AT3G54960 1.23 0.30 1.30 0.23747 0.458266 -6.00
254421_at  VP1 like protein transcription activator VVAL3 AT4G21550 -1.16 -0.22 -1.30 0.237525 0.458332 -6.00
253577_at putative protein --- AT4G31080 -1.19 -0.25 -1.30 0.237565 0.458370 -6.00
264077_at putative RAD51B-like DNA repair proteinRAD51B AT2G28560 1.11 0.15 1.30 0.237689 0.458571 -6.00
256531_at  cystathionine gamma-synthase, putative--- AT1G33320 1.09 0.13 1.30 0.237782 0.458713 -6.00
260614_at hypothetical protein contains Pfam profil --- AT1G53390 1.09 0.13 1.30 0.237918 0.458934 -6.00
266489_at unknown protein  ; supported by cDNA: NPSN11 AT2G35190 1.19 0.25 1.29 0.238092 0.459134 -6.00
248232_at putative protein contains similarity to sal MLO11 AT5G53760 -1.14 -0.19 -1.29 0.238045 0.459134 -6.00
247329_at putative protein similar to unknown prote--- AT5G64150 -1.21 -0.27 -1.29 0.238102 0.459134 -6.00



253939_at  putative myb-related protein myb-relate MYB97 AT4G26930 1.15 0.20 1.29 0.238093 0.459134 -6.00
252680_at  putative protein predicted protein, C.ele--- AT3G44330 1.09 0.12 1.29 0.238133 0.459156 -6.00
265145_at unknown protein similar to GB:CAA8763PLT2 AT1G51190 1.12 0.16 1.29 0.238159 0.459167 -6.00
254409_at  serine/threonine protein kinase - like pro--- AT4G21400 1.41 0.50 1.29 0.238183 0.459175 -6.00
261386_at unknown protein ;supported by full-lengt --- AT1G05430 -1.13 -0.17 -1.29 0.238221 0.459209 -6.00
265714_at putative integral membrane protein ATUPS4 AT2G03520 1.09 0.13 1.29 0.238359 0.459437 -6.01
261634_at ATP-dependent Clp protease proteolyticCLPR1 AT1G49970 -1.15 -0.20 -1.29 0.238401 0.459440 -6.01
262215_at hypothetical protein contains similarity to--- AT1G74790 1.27 0.34 1.29 0.238401 0.459440 -6.01
256647_at unknown protein contains similarity to D --- AT3G13610 2.35 1.23 1.29 0.238512 0.459615 -6.01
261294_at  dihydroxyacetone kinase, putative simil --- AT1G48430 -1.16 -0.21 -1.29 0.238603 0.459752 -6.01
249441_at  avirulence induced gene (AIG) - like pro--- AT5G39730 1.14 0.19 1.29 0.238695 0.459890 -6.01
249088_at selenium-binding protein-like --- AT5G44230 -1.16 -0.21 -1.29 0.238751 0.459959 -6.01
263732_at hypothetical protein predicted by genemARL2 AT1G59980 -1.12 -0.16 -1.29 0.238807 0.460027 -6.01
262343_at phosphoprotein phosphatase 1 identical TOPP3 AT1G64040 -1.10 -0.14 -1.29 0.238907 0.460031 -6.01
265752_at putative Athila retroelement ORF1 prote --- --- 1.10 0.14 1.29 0.238884 0.460031 -6.01
267227_at hypothetical protein predicted by gensca--- AT2G44030 -1.14 -0.19 -1.29 0.238847 0.460031 -6.01
249995_at  protein kinase -like protein protein kinas--- AT5G18610 -1.09 -0.13 -1.29 0.238882 0.460031 -6.01
255084_s_aputative protein same aa sequence as p--- AT4G09220 / -1.10 -0.14 -1.29 0.23891 0.460031 -6.01
261518_at peroxidase ATP4a identical to GB:CAA6--- AT1G71695 -1.13 -0.18 -1.29 0.238981 0.460125 -6.01
256945_at hypothetical protein similar to extensin-li --- AT3G19020 1.11 0.15 1.29 0.239019 0.460125 -6.01
265751_at putative retroelement pol polyprotein --- --- 1.09 0.13 1.29 0.239013 0.460125 -6.01
253239_at  putative serine/threonine protein kinase--- AT4G34500 1.18 0.23 1.29 0.23918 0.460358 -6.01
262987_at conserved hypothetical protein protein s --- AT1G23240 1.17 0.23 1.29 0.23917 0.460358 -6.01
249801_at calcium-dependent protein kinase (pir||SCDPK9 AT5G23580 -1.11 -0.15 -1.29 0.239248 0.460450 -6.01
249571_at  putative protein predicted proteins, Arab--- AT5G37620 1.09 0.13 1.29 0.239294 0.460499 -6.01
267199_at hypothetical protein predicted by genefin--- AT2G30990 1.39 0.48 1.29 0.239334 0.460505 -6.01
257501_at hypothetical protein predicted by genem--- --- -1.08 -0.11 -1.29 0.239338 0.460505 -6.01
252639_at  acyl CoA reductase -like protein acyl CoFAR5 AT3G44550 -1.09 -0.12 -1.29 0.239396 0.460579 -6.01
246989_at unknown protein --- AT5G67350 1.31 0.39 1.29 0.239441 0.460626 -6.01
265788_at putative auxin-induced protein IAA32 AT2G01200 -1.09 -0.12 -1.29 0.239464 0.460632 -6.01
258312_at putative long-chain acyl-CoA synthetase--- AT3G16170 -1.16 -0.21 -1.29 0.239515 0.460651 -6.01
253745_at  putative protein the C-terminus of the R--- AT4G29090 1.10 0.14 1.29 0.239505 0.460651 -6.01
247536_at  PREG-like - like protein PREG-like prot CYCP4;2 AT5G61650 1.13 0.18 1.29 0.239555 0.460651 -6.01
264795_at  unknown protein similar to ESTs emb|ZZIGA4 AT1G08680 -1.23 -0.30 -1.29 0.239537 0.460651 -6.01
247642_at putative protein various predicted protein--- AT5G60590 1.10 0.14 1.29 0.239652 0.460798 -6.01



266294_at putative small heat shock protein  ;suppo--- AT2G29500 1.61 0.69 1.29 0.239722 0.460856 -6.01
261061_at  DNA-binding protein, putative contains TRFL2 AT1G07540 1.11 0.15 1.29 0.239721 0.460856 -6.01
246375_at  light repressible receptor protein kinase--- AT1G51830 -1.16 -0.22 -1.29 0.239888 0.461136 -6.01
247296_at unknown protein  ;supported by full-leng--- AT5G64160 1.14 0.19 1.29 0.240031 0.461373 -6.01
253667_at peroxidase ATP8a  ;supported by full-len--- AT4G30170 1.10 0.14 1.29 0.240113 0.461491 -6.01
255744_at hypothetical protein predicted by genem--- --- -1.08 -0.11 -1.29 0.240196 0.461611 -6.01
250726_at putative protein similar to unknown prote--- AT5G06410 -1.13 -0.18 -1.29 0.240445 0.462042 -6.01
258431_at hypothetical protein predicted by genefin--- AT3G16580 1.10 0.13 1.29 0.24046 0.462042 -6.01
263270_at putative replication protein A1 --- --- 1.10 0.14 1.29 0.240534 0.462144 -6.01
249566_at cytochrome P450-like protein CYP735A1AT5G38450 1.11 0.14 1.29 0.240597 0.462226 -6.01
256406_at unknown protein --- AT1G50710 1.12 0.16 1.29 0.240761 0.462503 -6.01
262252_at  RING-H2 zinc finger protein ATL3, puta--- AT1G53820 1.10 0.14 1.29 0.240786 0.462511 -6.01
248502_at putative protein strong similarity to unkn --- AT5G50450 -1.15 -0.20 -1.29 0.240818 0.462535 -6.01
251425_at  putative protein chloroplast Cpn21 prote--- AT3G60210 -1.12 -0.16 -1.29 0.240878 0.462612 -6.01
265845_at unknown protein --- AT2G35610 1.08 0.11 1.29 0.240923 0.462659 -6.01
259644_at unknown protein --- AT1G68910 -1.13 -0.18 -1.29 0.240999 0.462766 -6.01
252394_at  heat shock protein-like protein heat-sho--- AT3G47940 -1.15 -0.20 -1.29 0.241224 0.463159 -6.02
245373_s_aExpressed protein ; supported by full-lenATARD2 AT4G14710 / -1.11 -0.15 -1.28 0.241334 0.463330 -6.02
261810_at  ligase I, putative similar to ligase I GI:11ATLIG1 AT1G08130 -1.22 -0.29 -1.28 0.241507 0.463623 -6.02
254936_at predicted protein of unknown function --- AT4G10790 -1.09 -0.12 -1.28 0.241568 0.463701 -6.02
245765_at hypothetical protein similar to putative d --- AT1G33600 1.39 0.48 1.28 0.241659 0.463833 -6.02
256840_x_aunknown protein similar to putative Athil --- --- -1.09 -0.12 -1.28 0.241677 0.463833 -6.02
256188_at unknown protein similar to hypothetical p--- AT1G30160 -1.22 -0.29 -1.28 0.241832 0.464091 -6.02
257642_at putative HLH DNA-binding protein contaBHLH32 AT3G25710 -1.14 -0.18 -1.28 0.241913 0.464208 -6.02
251051_at  putative zinc finger protein zinc finger p --- AT5G02460 -1.12 -0.16 -1.28 0.241941 0.464223 -6.02
264143_at  latex-abundant protein, putative similar ATMC5 AT1G79330 1.10 0.14 1.28 0.241993 0.464284 -6.02
265085_at hypothetical protein predicted by genscaTPX2 AT1G03780 1.16 0.21 1.28 0.242016 0.464288 -6.02
250838_at  cytochrome P450 - like protein cytochroCYP77A9 AT5G04630 -1.09 -0.12 -1.28 0.242132 0.464472 -6.02
266823_at hypothetical protein predicted by gensca--- AT2G44930 1.11 0.15 1.28 0.242276 0.464708 -6.02
245818_at  cytochrome b561, putative similar to cyt--- AT1G26100 -1.21 -0.28 -1.28 0.242303 0.464721 -6.02
255673_at  Similar to receptor-like protein kinase p RLK4 AT4G00340 -1.11 -0.14 -1.28 0.242378 0.464802 -6.02
249399_at  putative protein intracellular protein Mg1--- AT5G40290 1.08 0.11 1.28 0.242386 0.464802 -6.02
265988_at hypothetical protein predicted by genefin--- AT2G24255 -1.10 -0.14 -1.28 0.242442 0.464871 -6.02
263418_at putative selenium-binding protein --- AT2G17210 -1.10 -0.14 -1.28 0.242546 0.464991 -6.02
265174_s_a polygalacturonase, putative similar to po--- AT1G23460 / -1.17 -0.22 -1.28 0.242538 0.464991 -6.02



258105_at Expressed protein ; supported by full-len--- AT3G23605 1.22 0.28 1.28 0.242587 0.464992 -6.02
260974_at  receptor-like serine/threonine kinase, pu--- AT1G53440 -1.24 -0.31 -1.28 0.242587 0.464992 -6.02
257985_at hypothetical protein predicted by gensca--- AT3G20810 1.14 0.18 1.28 0.242757 0.465279 -6.02
258871_at putative 26S proteosome regulatory sub--- AT3G03060 -1.27 -0.34 -1.28 0.242792 0.465307 -6.02
255321_at putative ES43-like protein --- AT4G04260 -1.11 -0.15 -1.28 0.242861 0.465360 -6.02
248002_at Expressed protein ; supported by full-lenATARP8 AT5G56180 1.15 0.21 1.28 0.242848 0.465360 -6.02
263302_at hypothetical protein predicted by gensca--- --- -1.08 -0.12 -1.28 0.242919 0.465434 -6.02
AFFX-r2-At-  Arabidopsis thaliana /REF=U37281 /DE--- --- -1.09 -0.13 -1.28 0.24302 0.465588 -6.02
249534_at  bZIP transcription factor - like protein puAtbZIP43 AT5G38800 1.09 0.13 1.28 0.24307 0.465645 -6.02
250873_at  lipase -like protein lipase Arab-1, Arabid--- AT5G03980 1.11 0.15 1.28 0.243164 0.465708 -6.02
259376_at unknown protein C-terminus similar to CCDC27a AT3G16320 1.11 0.14 1.28 0.243148 0.465708 -6.02
260694_at  NAD+ dependent isocitrate dehydrogen--- AT1G32480 -1.09 -0.12 -1.28 0.243153 0.465708 -6.02
263581_at hypothetical protein identical to hypothet--- AT2G17160 1.13 0.17 1.28 0.243217 0.465729 -6.02
259354_at unknown protein --- AT3G05220 1.18 0.24 1.28 0.243208 0.465729 -6.02
248517_at St12p protein --- AT5G50550 / -1.11 -0.15 -1.28 0.243252 0.465758 -6.02
252650_at putative protein --- AT3G44690 -1.10 -0.13 -1.28 0.24338 0.465926 -6.02
262226_at Expressed protein ; supported by full-len--- AT1G53885 / -1.32 -0.40 -1.28 0.24337 0.465926 -6.02
259485_at  ATP synthase gamma-subunit, putativeATPC2 AT1G15700 -1.25 -0.33 -1.28 0.243418 0.465959 -6.02
265653_at hypothetical protein --- --- 1.09 0.12 1.28 0.243468 0.466016 -6.02
253150_at  putative protein predicted protein, Arabi --- AT4G35660 1.08 0.11 1.28 0.243576 0.466153 -6.02
249502_s_a expansin-like protein expansin - PrunusATEXPA23AT5G39280 / 1.13 0.17 1.28 0.243581 0.466153 -6.02
244916_at hypothetical protein ORF187 ATMG00880 1.10 0.13 1.28 0.243607 0.466163 -6.02
265771_at unknown protein  ;supported by full-leng--- AT2G48030 1.13 0.18 1.28 0.243688 0.466208 -6.02
261670_at hypothetical protein contains similarity toTET11 AT1G18520 1.09 0.12 1.28 0.243675 0.466208 -6.02
249298_at putative protein similar to unknown prote--- AT5G41330 -1.10 -0.14 -1.28 0.243691 0.466208 -6.02
247880_at putative protein similar to unknown prote--- AT5G57780 -1.45 -0.54 -1.28 0.243717 0.466218 -6.02
265870_at hypothetical protein predicted by genefinPDLP6 AT2G01660 -1.09 -0.13 -1.28 0.243851 0.466435 -6.02
248955_at putative protein contains similarity to unkGAS41 AT5G45600 -1.10 -0.14 -1.28 0.243967 0.466548 -6.02
264059_at Expressed protein ; supported by full-lenINH3 AT2G31305 1.11 0.15 1.28 0.243937 0.466548 -6.02
245254_at ATP-sulfurylase ; supported by cDNA: g APS3 AT4G14680 -1.51 -0.59 -1.28 0.243971 0.466548 -6.02
245558_at hypothetical protein --- AT4G15430 1.09 0.12 1.28 0.244018 0.466598 -6.03
267107_at hypothetical protein predicted by gensca--- --- 1.11 0.15 1.28 0.244048 0.466616 -6.03
261492_at  acid phosphatase, putative similar to acSBH2 AT1G14290 1.14 0.19 1.28 0.244157 0.466629 -6.03
261390_at hypothetical protein similar to hypothetic--- AT1G35040 1.09 0.13 1.28 0.244152 0.466629 -6.03
247560_at  putative protein predicted proteins, from--- AT5G61090 1.14 0.18 1.28 0.244157 0.466629 -6.03



262662_at hypothetical protein similar to hypothetic--- AT1G13920 1.12 0.17 1.28 0.244116 0.466629 -6.03
245083_at putative integral membrane protein  ;supATRER1C AT2G23310 -1.11 -0.15 -1.28 0.244154 0.466629 -6.03
262004_at calcineurin B-like protein similar to CALCCBL8 AT1G64480 1.15 0.20 1.28 0.244362 0.466982 -6.03
249450_at  serine/threonine-specific protein kinase SnRK1.3 AT5G39440 -1.10 -0.14 -1.28 0.244494 0.467195 -6.03
261160_at hypothetical protein --- AT1G34480 1.10 0.14 1.28 0.244524 0.467213 -6.03
263731_at  metalloproteinase, putative similar to m --- AT1G59970 1.37 0.46 1.28 0.24455 0.467225 -6.03
253719_at  putative protein, fragment prolidase - Su--- AT4G29490 -1.08 -0.12 -1.27 0.244626 0.467291 -6.03
257170_at  beta-1,3-glucanase, putative similar to b--- AT3G23770 -1.15 -0.21 -1.27 0.244619 0.467291 -6.03
266480_at unknown protein  ; supported by cDNA: --- AT2G31130 -1.09 -0.13 -1.27 0.24467 0.467335 -6.03
267530_at putative receptor-like protein kinase --- AT2G41890 -1.27 -0.34 -1.27 0.244798 0.467499 -6.03
261816_at unknown protein CHX6B AT1G08135 1.10 0.14 1.27 0.244779 0.467499 -6.03
257747_at hypothetical protein predicted by genem--- AT3G18700 1.09 0.12 1.27 0.244817 0.467499 -6.03
258676_at hypothetical protein predicted by gensca--- AT3G08600 -1.13 -0.17 -1.27 0.244915 0.467627 -6.03
262726_at hypothetical protein similar to putative T AtTLP5 AT1G43640 1.13 0.18 1.27 0.244925 0.467627 -6.03
245814_at  mitotic checkpoint protein, putative simi --- AT1G49910 1.13 0.18 1.27 0.244951 0.467638 -6.03
262176_at  3-ketoacyl-ACP synthase, putative simi FAB1 AT1G74960 -1.13 -0.17 -1.27 0.244979 0.467651 -6.03
259041_at unknown protein similar to putative glucoATCSLC6 AT3G07330 1.16 0.22 1.27 0.245073 0.467791 -6.03
245947_at spermine synthase (ACL5)  ;supported bACL5 AT5G19530 -1.19 -0.25 -1.27 0.245175 0.467846 -6.03
253901_at  ribosomal protein L14 -like protein ribos--- AT4G27090 -1.18 -0.24 -1.27 0.245123 0.467846 -6.03
252558_at  actin depolymerising like protein Actin d--- AT3G45990 1.10 0.14 1.27 0.245183 0.467846 -6.03
257385_at hypothetical protein predicted by gensca--- AT2G01800 -1.12 -0.16 -1.27 0.245183 0.467846 -6.03
257007_at Expressed protein ; supported by cDNA --- AT3G14205 1.09 0.12 1.27 0.245223 0.467882 -6.03
263686_at  putative 60s ribosomal protein L10 Nea --- AT1G26910 1.18 0.23 1.27 0.245276 0.467945 -6.03
257163_at  DNA-binding protein, putative similar to MYB305 AT3G24310 1.11 0.14 1.27 0.245366 0.468077 -6.03
254375_at  putative protein (fragment) ATP(GTP)-bQQT2 AT4G21800 -1.11 -0.14 -1.27 0.245495 0.468206 -6.03
261840_at hypothetical protein contains similarity toAtTLP8 AT1G16070 1.10 0.13 1.27 0.245491 0.468206 -6.03
257776_at terpene synthase-related protein contain--- AT3G29190 -1.12 -0.16 -1.27 0.245468 0.468206 -6.03
245105_at hypothetical protein predicted by gensca--- AT2G41610 1.19 0.25 1.27 0.245667 0.468303 -6.03
245798_at hypothetical protein predicted by genem--- AT1G45545 -1.08 -0.11 -1.27 0.245631 0.468303 -6.03
250535_at putative protein similar to unknown prote--- AT5G08480 1.11 0.15 1.27 0.245614 0.468303 -6.03
251838_at cysteine proteinase non-consensus AG --- AT3G54940 1.12 0.17 1.27 0.245599 0.468303 -6.03
246373_at  receptor-like protein kinase, putative sim--- AT1G51860 1.17 0.23 1.27 0.245594 0.468303 -6.03
257241_at hypothetical protein contains Pfam profil --- AT3G24210 1.13 0.18 1.27 0.245669 0.468303 -6.03
250616_at  receptor-like protein kinase-like protein EMS1 AT5G07280 1.13 0.17 1.27 0.245694 0.468311 -6.03
265012_at  putative b-keto acyl reductase similar toKCR2 AT1G24470 1.11 0.15 1.27 0.245742 0.468351 -6.03



252472_at GTP-binding protein Rab11  ; supportedATRABA2CAT3G46830 -1.12 -0.17 -1.27 0.245765 0.468351 -6.03
245215_at F12A21.4 similar to iEP4 gb|AAD11468.ATFXG1 AT1G67830 -1.25 -0.32 -1.27 0.245776 0.468351 -6.03
262474_at hypothetical protein identical to hypothetFU AT1G50240 1.12 0.16 1.27 0.245825 0.468404 -6.03
254592_at  heat shock transcription factor - like proHSF A4A AT4G18880 1.37 0.46 1.27 0.245999 0.468659 -6.03
267167_at putative C2H2-type zinc finger protein likZFP10 AT2G37740 1.11 0.15 1.27 0.246 0.468659 -6.03
250780_at expansin At-EXP2 (gb|AAB38073.1)  ; s ATEXPA2 AT5G05290 -1.15 -0.21 -1.27 0.246035 0.468684 -6.03
267313_at putative protein phosphatase 2C --- AT2G34740 -1.14 -0.18 -1.27 0.246054 0.468684 -6.03
266690_at malate oxidoreductase (malic enzyme) ATNADP-MAT2G19900 1.10 0.14 1.27 0.246093 0.468719 -6.03
254358_at  putative protein light induced protein ho--- AT4G22310 -1.08 -0.11 -1.27 0.246145 0.468779 -6.03
254137_at hypothetical protein --- AT4G24930 -1.20 -0.26 -1.27 0.246314 0.469062 -6.03
258881_at unknown protein  ; supported by full-leng--- AT3G06310 -1.11 -0.15 -1.27 0.246398 0.469146 -6.03
264218_at unknown protein --- AT1G60200 1.09 0.12 1.27 0.2464 0.469146 -6.03
264421_at ribosomal protein identical to ribosomal ARP1 AT1G43170 -1.16 -0.21 -1.27 0.24654 0.469375 -6.03
251880_at hypothetical protein  ;supported by full-le--- AT3G54290 -1.15 -0.20 -1.27 0.246565 0.469384 -6.03
264659_at unknown protein Similar to S. pombe IS ATOPT2 AT1G09930 1.10 0.14 1.27 0.246587 0.469386 -6.03
255310_at Expressed protein ; supported by full-lenATALN AT4G04955 -1.29 -0.36 -1.27 0.246613 0.469396 -6.03
256664_at DNA-3-methlyadenine glycosylase (MAG--- AT3G12040 1.14 0.19 1.27 0.246652 0.469430 -6.03
259387_at  histone H3 protein, putative similar to h --- AT1G13370 -1.09 -0.13 -1.27 0.246672 0.469430 -6.03
266260_at putative ATPase skd1 family; supported SKD1 AT2G27600 1.09 0.12 1.27 0.24672 0.469464 -6.03
249713_at putative protein contains similarity to zin --- AT5G35690 1.13 0.17 1.27 0.246731 0.469464 -6.03
264928_at  auxin-induced protein, putative similar t ATB2 AT1G60710 -1.11 -0.15 -1.27 0.246765 0.469475 -6.03
246798_at  putative protein various predicted prote --- AT5G26930 1.09 0.13 1.27 0.246778 0.469475 -6.03
250682_x_aputative protein similar to unknown prote--- AT5G06630 1.27 0.34 1.27 0.246903 0.469634 -6.04
249126_at Expressed protein ; supported by cDNA TOPP6 AT5G43380 1.25 0.32 1.27 0.246887 0.469634 -6.04
265734_at predicted by genscan and genefinder  ;s--- AT2G01260 -1.10 -0.14 -1.27 0.246977 0.469736 -6.04
263482_at putative GDSL-motif lipase/hydrolase sim--- AT2G03980 -1.61 -0.69 -1.27 0.247034 0.469766 -6.04
259631_at  heat shock protein, putative similar to h ERD2 AT1G56410 -1.09 -0.12 -1.27 0.247018 0.469766 -6.04
256912_at hypothetical protein predicted by genem--- AT3G23850 1.11 0.15 1.27 0.247077 0.469808 -6.04
249537_at  cysteine-tRNA ligase -like protein cyste --- AT5G38830 1.14 0.19 1.27 0.24711 0.469833 -6.04
254635_at  extensin-like protein extensin-like prote --- AT4G18670 1.12 0.17 1.27 0.247178 0.469923 -6.04
255362_at putative reverse transcriptase --- --- 1.09 0.12 1.27 0.247203 0.469931 -6.04
256205_at hypothetical protein --- AT1G50890 1.10 0.14 1.27 0.247246 0.469973 -6.04
260120_at hypothetical protein ATPP2-A4 AT1G33920 1.11 0.15 1.27 0.247301 0.470002 -6.04
265585_at CDC27/NUC2-like protein TPR-repeat pHBT AT2G20000 -1.13 -0.18 -1.27 0.247302 0.470002 -6.04
254566_at hypothetical protein --- AT4G19240 -1.14 -0.19 -1.27 0.247385 0.470059 -6.04



264388_at hypothetical protein contains similarity to--- AT1G11970 1.13 0.17 1.27 0.247405 0.470059 -6.04
255108_at hypothetical protein --- AT4G08740 1.14 0.19 1.27 0.247415 0.470059 -6.04
245918_at  putative protein various predicted prote --- --- -1.09 -0.12 -1.27 0.247401 0.470059 -6.04
247806_at ABC transporter-like protein ; supported STA1 AT5G58270 1.10 0.14 1.27 0.247519 0.470219 -6.04
253255_at  putative auxin-regulated protein auxin-in--- AT4G34760 -1.49 -0.57 -1.27 0.247676 0.470320 -6.04
251268_at putative protein hypothetical proteins - A--- AT3G62350 -1.12 -0.16 -1.27 0.247717 0.470320 -6.04
263230_at putative indole-3-acetate beta-glucosyltr --- AT1G05670 1.21 0.28 1.27 0.247643 0.470320 -6.04
255414_at hypothetical protein --- AT4G03156 -1.08 -0.12 -1.27 0.24764 0.470320 -6.04
252900_at  shikimate kinase - like protein shikimate--- AT4G39540 -1.15 -0.20 -1.27 0.247705 0.470320 -6.04
249735_at  putative protein contains similarity to ge--- AT5G24450 1.14 0.19 1.27 0.247646 0.470320 -6.04
263057_at hypothetical protein predicted by genefin--- AT2G09840 1.15 0.20 1.27 0.247707 0.470320 -6.04
259736_at  endo-beta-1,4-glucanase, putative similAtGH9C2 AT1G64390 1.69 0.76 1.27 0.247821 0.470440 -6.04
254377_at  subtilisin proteinase - like subtilisin-like --- AT4G21650 1.67 0.74 1.27 0.24782 0.470440 -6.04
249967_at putative protein --- AT5G19050 1.11 0.15 1.27 0.247901 0.470512 -6.04
256561_s_ahypothetical protein similar to putative re--- --- -1.09 -0.13 -1.27 0.247893 0.470512 -6.04
256656_at hypothetical protein similar to hypothetic--- AT3G18900 1.10 0.14 1.26 0.248025 0.470709 -6.04
258192_at  putative terpene synthase-related prote --- AT3G29110 1.09 0.12 1.26 0.248116 0.470833 -6.04
250039_at  disease resistance protein -like disease--- AT5G18370 -1.13 -0.17 -1.26 0.248132 0.470833 -6.04
265391_at Expressed protein ; supported by cDNA GAUT10 AT2G20810 -1.09 -0.12 -1.26 0.24816 0.470847 -6.04
247690_at putative protein MBD7 AT5G59800 -1.21 -0.27 -1.26 0.248331 0.471133 -6.04
262959_at  protein translation factor Sui1 homolog, --- AT1G54290 1.12 0.16 1.26 0.248514 0.471442 -6.04
265062_at  receptor kinase, putative similar to rece --- AT1G61550 1.19 0.25 1.26 0.248615 0.471593 -6.04
262963_at  dihydrolipoamide S-acetyltransferase, p--- AT1G54220 -1.09 -0.13 -1.26 0.248684 0.471612 -6.04
251636_at  calcium-dependent protein kinase calciuCPK32 AT3G57530 1.39 0.48 1.26 0.248647 0.471612 -6.04
247417_at putative protein similar to unknown prote--- AT5G63040 -1.10 -0.14 -1.26 0.248687 0.471612 -6.04
251835_at  lipase -like protein monoglyceride lipase--- AT3G55180 1.10 0.13 1.26 0.248722 0.471639 -6.04
248732_at  xyloglucan endo-1,4-beta-D-glucanase XTH20 AT5G48070 -1.13 -0.18 -1.26 0.248743 0.471641 -6.04
249104_at sucrose transporter protein ATSUC6 AT5G43610 -1.10 -0.14 -1.26 0.248804 0.471717 -6.04
256775_at hypothetical protein predicted by genem--- AT3G13770 -1.18 -0.24 -1.26 0.248875 0.471812 -6.04
252615_at serine/proline-rich  protein --- AT3G45230 -1.17 -0.23 -1.26 0.249073 0.472031 -6.04
255892_at hypothetical protein contains similarity to--- AT1G17910 1.10 0.13 1.26 0.249068 0.472031 -6.04
258163_at  aldose 1-epimerase, putative similar to --- AT3G17940 -1.10 -0.14 -1.26 0.249012 0.472031 -6.04
256539_at hypothetical protein predicted by genem--- --- 1.09 0.13 1.26 0.249073 0.472031 -6.04
247289_at 2-oxoglutarate/malate translocator  ; supDIT2.1 AT5G64290 -1.13 -0.18 -1.26 0.249331 0.472404 -6.04
250473_at  annexin -like protein annexin (AnnAt2), ANN6 AT5G10220 1.08 0.12 1.26 0.249301 0.472404 -6.04



247308_at receptor-like protein kinase --- AT5G63930 1.11 0.15 1.26 0.249332 0.472404 -6.04
250113_at putative protein similar to unknown proteFRL1 AT5G16320 -1.10 -0.14 -1.26 0.249451 0.472590 -6.04
254891_at  putative protein Fly Fas-associated fact SAY1 AT4G11740 -1.09 -0.13 -1.26 0.249603 0.472839 -6.04
249740_at unknown protein --- AT5G24500 -1.16 -0.21 -1.26 0.249704 0.472950 -6.04
260214_at hypothetical protein contains Pfam profil --- AT1G74510 -1.10 -0.14 -1.26 0.249696 0.472950 -6.04
263771_at putative Athila retroelement ORF1 prote --- --- 1.08 0.11 1.26 0.249827 0.473120 -6.05
267558_at unknown protein  ; supported by cDNA: LUH AT2G32700 -1.09 -0.13 -1.26 0.249835 0.473120 -6.05
246401_at  DNA-binding protein, putative similar to AtMYB50 AT1G57560 1.18 0.24 1.26 0.249926 0.473214 -6.05
266723_at  SKP1/ASK1 (At16), putative similar to SASK16 AT2G03190 1.09 0.12 1.26 0.249925 0.473214 -6.05
247654_at  cytoplasmic ribosomal protein S15a - lik--- AT5G59850 -1.29 -0.36 -1.26 0.250056 0.473343 -6.05
267554_at  E2, ubiquitin-conjugating enzyme, putat--- AT2G32790 1.13 0.17 1.26 0.250047 0.473343 -6.05
267389_at putative beta-glucosidase BGLU28 AT2G44460 -2.47 -1.30 -1.26 0.250045 0.473343 -6.05
252996_s_ageranylgeranyl pyrophosphate synthaseGGR AT4G38460 1.12 0.16 1.26 0.250158 0.473496 -6.05
245392_at glutaredoxin ;supported by full-length cD--- AT4G15680 1.47 0.56 1.26 0.250211 0.473504 -6.05
246512_at  putative phytochelatin synthetase putat IRX6 AT5G15630 1.14 0.18 1.26 0.250185 0.473504 -6.05
247392_at  glutamate-1-semialdehyde 2,1-aminom GSA1 AT5G63570 1.17 0.22 1.26 0.250224 0.473504 -6.05
265096_at  unknown protein Location of ESTs 40C --- AT1G04030 -1.12 -0.16 -1.26 0.250339 0.473681 -6.05
245262_at predicted protein ; supported by cDNA: g--- AT4G16563 -1.19 -0.25 -1.26 0.25036 0.473683 -6.05
258888_at putative pectinesterase similar to pectine--- AT3G05620 1.19 0.25 1.26 0.250478 0.473867 -6.05
258588_s_a glyceraldehyde-3-phosphate dehydrogeGAPC1 AT3G04120 1.24 0.31 1.26 0.250504 0.473876 -6.05
247653_at  transcriptional coactivator - like protein --- AT5G59950 -1.09 -0.13 -1.26 0.25056 0.473943 -6.05
252665_at valine-rich protein --- AT3G44140 1.12 0.16 1.26 0.250627 0.474030 -6.05
264902_at unknown protein Location of EST gb|T22--- AT1G23060 -1.24 -0.30 -1.26 0.250798 0.474313 -6.05
AFFX-Athal-Arabidopsis thaliana /REF=M64116 /DE GAPC1 --- 1.17 0.23 1.26 0.250923 0.474459 -6.05
249687_at  putative protein oxidosqualene cyclase;ATPEN3 AT5G36150 1.10 0.14 1.26 0.250898 0.474459 -6.05
263923_at Expressed protein ; supported by cDNA --- AT2G36485 -1.15 -0.20 -1.26 0.250937 0.474459 -6.05
249405_at beta subunit of protein farnesyl transferaERA1 AT5G40280 -1.10 -0.13 -1.26 0.251021 0.474541 -6.05
246870_at ferrochelatase-I FC1 AT5G26030 1.38 0.47 1.26 0.251022 0.474541 -6.05
247526_at  putative protein C2H2 zinc-finger protei --- AT5G61470 1.10 0.13 1.26 0.251074 0.474600 -6.05
258960_at  hypothetical protein similar to myb-relat --- AT3G10590 1.10 0.14 1.26 0.251219 0.474834 -6.05
256291_at  protein kinase, putative contains Pfam pAtNek7 AT3G12200 -1.12 -0.17 -1.26 0.25127 0.474892 -6.05
249487_at  ABC transporter -like protein TAP-like ATAP2 AT5G39040 1.21 0.27 1.26 0.251294 0.474898 -6.05
250774_at ATP-dependent RNA helicase-like prote--- AT5G05450 -1.15 -0.20 -1.25 0.251421 0.475099 -6.05
251723_at  putative protein speckle-type protein, S --- AT3G56230 1.13 0.17 1.25 0.251491 0.475191 -6.05
249511_at putative protein contains similarity to unk--- AT5G38500 1.09 0.13 1.25 0.251568 0.475298 -6.05



262486_at  putative bzip-like transcription factor sim--- AT1G21740 1.16 0.21 1.25 0.251647 0.475408 -6.05
266303_at putative receptor-like protein kinase --- AT2G27060 -1.20 -0.26 -1.25 0.25173 0.475485 -6.05
246082_at  receptor protein kinase - like protein kinEFR AT5G20480 1.34 0.42 1.25 0.25172 0.475485 -6.05
261175_at unknown protein --- AT1G04800 -1.11 -0.15 -1.25 0.251891 0.475751 -6.05
264547_at unknown protein ; supported by cDNA: gCLC-F AT1G55620 -1.16 -0.21 -1.25 0.251918 0.475762 -6.05
266581_at putative desiccation related protein  ; su --- AT2G46140 1.59 0.67 1.25 0.252057 0.475797 -6.05
252491_at  disease resistance protein RPP8-like pr--- AT3G46730 -1.09 -0.12 -1.25 0.252021 0.475797 -6.05
245966_at AP2 domain containing protein RAP2.11RAP2.11 AT5G19790 1.11 0.15 1.25 0.252012 0.475797 -6.05
257657_at Expressed protein ; supported by full-len--- AT3G13235 1.09 0.13 1.25 0.252021 0.475797 -6.05
252720_at  putative protein predicted protein, Arabi --- AT3G43970 -1.12 -0.17 -1.25 0.251961 0.475797 -6.05
256194_at unknown protein --- --- -1.14 -0.19 -1.25 0.252062 0.475797 -6.05
249301_at putative protein similar to unknown prote--- AT5G41440 1.13 0.17 1.25 0.25217 0.475922 -6.05
253933_at hypothetical protein --- AT4G26820 1.12 0.16 1.25 0.252164 0.475922 -6.05
250859_at  cytochrom P450 - like protein cytochromCYP77A4 AT5G04660 -1.08 -0.11 -1.25 0.252236 0.476008 -6.05
257206_at putative lectin similar to lectin SP:P0287--- AT3G16530 1.64 0.71 1.25 0.252416 0.476277 -6.05
263137_at  gamma glutamyl hydrolase, putative simATGGH1 AT1G78660 1.23 0.30 1.25 0.25242 0.476277 -6.05
253509_at  putative protein kainate receptor, RattusGLR2.4 AT4G31710 1.11 0.15 1.25 0.252447 0.476287 -6.05
245442_at hypothetical protein --- AT4G16710 -1.09 -0.12 -1.25 0.252565 0.476472 -6.05
262837_at  dynamin, putative similar to dynamin-1 ADL1C AT1G14830 1.11 0.15 1.25 0.252714 0.476660 -6.05
248637_at DNAJ-like protein --- AT5G49060 -1.10 -0.13 -1.25 0.252728 0.476660 -6.05
254961_at  putative acyl-CoA synthetase acyl-CoA --- AT4G11030 1.11 0.15 1.25 0.252725 0.476660 -6.05
248395_at putative protein contains similarity to unkAtPP2-A14AT5G52120 -1.15 -0.20 -1.25 0.252791 0.476739 -6.06
263888_at unknown protein --- AT2G37000 1.14 0.19 1.25 0.25293 0.476961 -6.06
255538_at putative transcription factor  ; supported MYB55 AT4G01680 1.31 0.39 1.25 0.253112 0.477227 -6.06
266169_at putative protease inhibitor  ;supported by--- AT2G38900 -1.09 -0.13 -1.25 0.253107 0.477227 -6.06
264683_at unknown protein similar to putative inosiFRA3 AT1G65580 -1.08 -0.12 -1.25 0.253137 0.477234 -6.06
253793_at  myosin heavy chain - like protein (fragmXIH AT4G28710 1.09 0.12 1.25 0.25321 0.477268 -6.06
264061_at putative cyclin-dependent kinase regulatCKS2 AT2G27970 -1.24 -0.31 -1.25 0.253177 0.477268 -6.06
252605_s_a sulfotransferase-like protein FLAVONO --- AT3G45070 / -1.08 -0.12 -1.25 0.253218 0.477268 -6.06
260909_at hypothetical protein predicted by genem--- AT1G02670 1.12 0.16 1.25 0.253266 0.477320 -6.06
251602_at Expressed protein ; supported by full-len--- AT3G57785 -1.10 -0.14 -1.25 0.253338 0.477415 -6.06
249647_at putative protein hypothetical proteins - A--- AT5G37040 1.14 0.18 1.25 0.253375 0.477445 -6.06
255571_at hypothetical protein  ; supported by cDN--- AT4G01220 -1.18 -0.24 -1.25 0.253472 0.477484 -6.06
257775_at  short-chain alcohol dehydrogenase, put--- AT3G29260 1.11 0.15 1.25 0.253479 0.477484 -6.06
250070_at phosphoribosylanthranilate transferase- --- AT5G17980 1.19 0.25 1.25 0.253431 0.477484 -6.06



260272_at  F-box protein family, AtFBL14 contains --- AT1G80570 -1.15 -0.20 -1.25 0.253473 0.477484 -6.06
261720_at hypothetical protein similar to hypotheticHDA08 AT1G08460 -1.19 -0.25 -1.25 0.253511 0.477505 -6.06
262364_at  disease resistance protein, putative sim--- AT1G72860 1.09 0.13 1.25 0.253614 0.477659 -6.06
245584_at amine oxidase like protein ATAO1 AT4G14940 1.08 0.12 1.25 0.253731 0.477763 -6.06
262614_at putative pattern formation protein EMB3 GN AT1G13980 -1.18 -0.24 -1.25 0.253725 0.477763 -6.06
256721_at  hypothetical protein predicted by genefi WAVE1 AT2G34150 1.13 0.17 1.25 0.253714 0.477763 -6.06
251314_at putative protein several hypothetical pro --- AT3G61180 -1.08 -0.11 -1.25 0.253774 0.477803 -6.06
260579_at putative cytochrome c oxidase Vc subun--- AT2G47380 1.11 0.15 1.25 0.253845 0.477898 -6.06
264229_at unknown protein --- AT1G67480 1.17 0.23 1.25 0.253879 0.477923 -6.06
251323_at delta-8 sphingolipid desaturase  ;suppor--- AT3G61580 1.12 0.16 1.25 0.253929 0.477965 -6.06
259511_at unknown protein contains similarity to coATCCS AT1G12520 1.36 0.45 1.25 0.253955 0.477965 -6.06
257605_at hypothetical protein predicted by genem--- AT3G13840 1.08 0.11 1.25 0.253965 0.477965 -6.06
250334_at NADH dehydrogenase (ubiquinone)  ;su--- AT5G11770 1.10 0.14 1.25 0.254004 0.478000 -6.06
263663_at putative malate dehydrogenase similar t --- AT1G04410 1.10 0.14 1.25 0.254035 0.478019 -6.06
251547_at  putative protein predicted proteins, Arab--- AT3G58860 -1.11 -0.15 -1.25 0.254075 0.478055 -6.06
251548_at  putative protein predicted protein, Arabi --- --- 1.13 0.18 1.25 0.254133 0.478125 -6.06
264919_at hypothetical protein contains similarity to--- AT1G60540 1.10 0.14 1.25 0.2542 0.478211 -6.06
251704_at  putative protein unknown protein 110K5--- AT3G56360 -1.28 -0.35 -1.25 0.254278 0.478318 -6.06
260204_at hypothetical protein predicted by gensca--- AT1G52900 1.10 0.14 1.25 0.25434 0.478395 -6.06
254316_at  putative protein glycine-rich cell wall pro--- --- -1.11 -0.15 -1.25 0.254438 0.478540 -6.06
248415_at unknown protein --- AT5G51620 -1.09 -0.13 -1.25 0.254523 0.478659 -6.06
247787_at putative protein various predicted protein--- AT5G58640 -1.09 -0.13 -1.24 0.25479 0.478965 -6.06
267215_at hypothetical protein --- AT2G02630 1.08 0.11 1.25 0.254734 0.478965 -6.06
260697_at unknown protein --- AT1G32530 1.16 0.22 1.24 0.254751 0.478965 -6.06
257728_at hypothetical protein predicted by genem--- AT3G18295 1.13 0.18 1.25 0.254708 0.478965 -6.06
260270_at putative disease resistance protein simil --- AT1G63730 -1.10 -0.14 -1.24 0.25479 0.478965 -6.06
257593_at  phosphatidylinositol transfer protein, pu --- AT3G24840 1.09 0.13 1.24 0.254842 0.479023 -6.06
262495_at  unknown protein Contains similarity to g--- AT1G21780 1.15 0.21 1.24 0.254897 0.479047 -6.06
252314_at hypothetical protein --- AT3G49400 -1.11 -0.15 -1.24 0.254889 0.479047 -6.06
258614_at putative S-adenosylmethionine:2-demet --- AT3G02770 1.19 0.25 1.24 0.254969 0.479143 -6.06
256412_at hypothetical protein predicted by genemELO1 AT3G11220 -1.11 -0.15 -1.24 0.255013 0.479186 -6.06
249969_at  putative protein glycine-rich protein GR --- AT5G19090 1.20 0.27 1.24 0.255062 0.479239 -6.06
263490_at  F-box protein ORE9, AtFBL7 identical toMAX2 AT2G42620 -1.21 -0.28 -1.24 0.255101 0.479273 -6.06
245685_at Expressed protein ; supported by cDNA E2F1 AT5G22220 1.09 0.12 1.24 0.255125 0.479279 -6.06
260256_at putative type II intron maturase contains--- AT1G74350 1.12 0.16 1.24 0.255396 0.479747 -6.06



249919_at  putative protein predicted protein, Arabi --- AT5G19250 1.12 0.16 1.24 0.255416 0.479747 -6.06
246205_at hypothetical protein ; supported by cDNA--- AT4G36970 -1.21 -0.27 -1.24 0.255617 0.480030 -6.06
258593_at unknown protein --- AT3G04480 1.16 0.22 1.24 0.25563 0.480030 -6.06
256036_at  fructose-2,6-bisphosphatase, putative sF2KP AT1G07110 -1.11 -0.15 -1.24 0.255629 0.480030 -6.06
256155_at  MYB-family transcription factor, putativeMYB83 AT3G08500 1.09 0.12 1.24 0.255689 0.480102 -6.06
250246_at polyamine oxidase ATPAO1 AT5G13700 1.08 0.12 1.24 0.25578 0.480193 -6.07
262286_at Expressed protein ; supported by full-len--- AT1G68585 -1.23 -0.30 -1.24 0.255774 0.480193 -6.07
252750_at  putative protein hypothetical protein q30--- AT3G43420 -1.08 -0.11 -1.24 0.255841 0.480269 -6.07
249961_at  putative protein predicted proteins, Arab--- AT5G18770 -1.12 -0.16 -1.24 0.255927 0.480390 -6.07
259716_at unknown protein --- AT1G60995 / -1.14 -0.19 -1.24 0.256015 0.480516 -6.07
257065_at  diacylglycerol pyrophosphate phosphata--- AT3G18220 1.16 0.22 1.24 0.25606 0.480560 -6.07
261799_at unknown protein contains similarity to co--- AT1G30473 1.15 0.20 1.24 0.256141 0.480673 -6.07
250108_at homeobox-leucine zipper protein HAT7 ATHB-3 AT5G15150 1.13 0.18 1.24 0.256183 0.480712 -6.07
256286_at unknown protein --- AT3G12180 -1.11 -0.15 -1.24 0.256283 0.480859 -6.07
254989_at  retrotransposon like protein copia-like re--- --- 1.12 0.16 1.24 0.256313 0.480877 -6.07
252210_at DNA binding protein OBP1 AT3G50410 1.17 0.23 1.24 0.256383 0.480969 -6.07
253159_at HMG delta protein  ;supported by full-lenHMGB5 AT4G35570 -1.09 -0.13 -1.24 0.256466 0.481086 -6.07
260259_at unknown protein similar to unknown pro --- AT1G74300 1.10 0.14 1.24 0.256505 0.481119 -6.07
250518_at Expressed protein ; supported by cDNA --- AT5G08139 -1.09 -0.12 -1.24 0.256538 0.481119 -6.07
263330_at putative leucine-rich repeat disease resi --- AT2G15320 -1.23 -0.30 -1.24 0.256548 0.481119 -6.07
258821_at  putative wound-induced basic protein s --- AT3G07230 -1.13 -0.18 -1.24 0.256635 0.481243 -6.07
263347_at putative U4/U6 small nuclear ribonucleo --- AT2G05720 1.14 0.19 1.24 0.256723 0.481296 -6.07
246814_at  acyl carrier protein precursor - like acyl ACP5 AT5G27200 1.09 0.13 1.24 0.256721 0.481296 -6.07
248408_at ripening-related protein-like --- AT5G51520 1.09 0.12 1.24 0.256726 0.481296 -6.07
246131_at MOLYBDOPTERIN BIOSYNTHESIS CNB73 AT5G20990 1.09 0.12 1.24 0.256945 0.481649 -6.07
249788_at putative protein contains similarity to unkATXR6 AT5G24330 1.16 0.21 1.24 0.256978 0.481649 -6.07
264457_at puative glucosyl transferase similar to im--- AT1G10400 -1.11 -0.15 -1.24 0.256976 0.481649 -6.07
262444_at hypothetical protein similar to putative es--- AT1G47480 1.20 0.27 1.24 0.257002 0.481655 -6.07
264653_at  unknown protein Contains similarity to RAMI1 AT1G08980 -1.15 -0.21 -1.24 0.257039 0.481684 -6.07
255244_at putative protein various hypothetical pro --- AT4G05620 1.10 0.14 1.24 0.25716 0.481871 -6.07
251891_at  aintegumaenta-like protein ovule develoWRI1 AT3G54320 -1.09 -0.12 -1.24 0.257184 0.481876 -6.07
258086_at dihydrolipoamide S-acetyltransferase ideLTA2 AT3G25860 -1.13 -0.17 -1.24 0.257262 0.481984 -6.07
252304_at hypothetical protein --- AT3G49230 1.08 0.11 1.24 0.257285 0.481987 -6.07
254403_at subtilisin-like serine protease contains s --- AT4G21323 1.08 0.11 1.24 0.257334 0.482039 -6.07
259271_at Expressed protein ; supported by full-len--- AT3G01170 1.12 0.16 1.24 0.257398 0.482118 -6.07



267323_at unknown protein --- AT2G19340 1.10 0.14 1.24 0.257484 0.482241 -6.07
251041_at  ubiquitin-protein ligase E3-alpha -like prPRT6 AT5G02310 1.15 0.20 1.24 0.257523 0.482275 -6.07
245980_at putative protein  ;supported by full-length--- AT5G13140 1.96 0.97 1.24 0.257581 0.482343 -6.07
250033_at eukaryotic cap-binding protein (gb|AAC1NCBP AT5G18110 1.09 0.13 1.24 0.257664 0.482459 -6.07
253126_at  putative protein probable membrane pro--- AT4G36050 -1.19 -0.25 -1.24 0.257721 0.482489 -6.07
260743_at unknown protein --- AT1G15030 1.21 0.28 1.24 0.257722 0.482489 -6.07
259265_at hypothetical protein predicted by gensca--- AT3G01250 1.09 0.12 1.24 0.25779 0.482537 -6.07
250432_at  putative protein various predicted prote --- AT5G10420 -1.10 -0.13 -1.24 0.257785 0.482537 -6.07
251178_at  cytokinin oxidase -like protein cytokinin CKX6 AT3G63440 1.25 0.32 1.24 0.257847 0.482564 -6.07
266363_at hypothetical protein predicted by gensca--- AT2G41250 -1.20 -0.26 -1.24 0.257841 0.482564 -6.07
256997_at  subtilisin-like serine protease, putative c--- AT3G14067 -1.17 -0.23 -1.24 0.257899 0.482621 -6.07
264565_at hypothetical protein Similar to hypothetic--- AT1G05280 1.14 0.18 1.24 0.257995 0.482761 -6.07
267218_at Expressed protein ; supported by full-len--- AT2G02515 1.10 0.14 1.24 0.258076 0.482873 -6.07
263089_at putative retroelement pol polyprotein --- --- 1.13 0.18 1.24 0.258128 0.482932 -6.07
261863_at unknown protein ; supported by cDNA: g--- AT1G50630 1.14 0.18 1.24 0.258153 0.482938 -6.07
263103_at putative Ta11-like non-LTR retroelemen --- --- 1.11 0.14 1.23 0.258287 0.483150 -6.07
255842_at putative serine carboxypeptidase II scpl46 AT2G33530 1.27 0.35 1.23 0.258375 0.483240 -6.07
267301_at ubiquitin activating enzyme 1 (UBA1) ideATUBA1 AT2G30110 -1.10 -0.14 -1.23 0.258378 0.483240 -6.07
261849_at  pectin methylesterase, putative similar t--- AT1G11370 -1.11 -0.16 -1.23 0.258459 0.483352 -6.07
259606_at hypothetical protein predicted by genemMAP65-8 AT1G27920 -1.09 -0.12 -1.23 0.25858 0.483540 -6.07
265298_s_aputative retroelement pol polyprotein con--- --- -1.09 -0.12 -1.23 0.258672 0.483672 -6.07
263434_at putative homeodomain transcription factPRS AT2G28610 -1.09 -0.12 -1.23 0.258716 0.483715 -6.07
249227_at peroxidase (emb|CAA66960.1) --- AT5G42180 1.10 0.14 1.23 0.258811 0.483772 -6.08
248098_at unknown protein  ; supported by cDNA: --- AT5G55290 -1.10 -0.14 -1.23 0.258804 0.483772 -6.08
265311_at hypothetical protein predicted by gensca--- AT2G20250 -1.18 -0.24 -1.23 0.258794 0.483772 -6.08
250069_at disease resistance protein-like --- AT5G17970 1.10 0.14 1.23 0.258835 0.483778 -6.08
259743_at hypothetical protein predicted by genefin--- AT1G71140 1.47 0.56 1.23 0.25894 0.483935 -6.08
255878_at putative bZIP transcription factor contain--- AT2G40620 -1.16 -0.22 -1.23 0.259078 0.484153 -6.08
257263_at unknown protein  ;supported by full-leng--- AT3G22070 1.19 0.25 1.23 0.259183 0.484233 -6.08
260158_at unknown protein --- AT1G79910 1.11 0.15 1.23 0.259203 0.484233 -6.08
246628_at  signal recognition particle 54 kDa prote --- AT1G48900 -1.08 -0.11 -1.23 0.259206 0.484233 -6.08
257342_at  pseudogene, putative polyprotein simila--- --- 1.17 0.23 1.23 0.259166 0.484233 -6.08
251771_at  putative protein cellulose synthase (celACSLA14 AT3G56000 1.11 0.15 1.23 0.259318 0.484244 -6.08
257750_at unknown protein  ;supported by full-leng--- AT3G18800 1.12 0.17 1.23 0.259312 0.484244 -6.08
256007_at  allinase, putative similar to allinase GI:1SAMC2 AT1G34065 -1.14 -0.19 -1.23 0.259255 0.484244 -6.08



248845_at disease resistance protein-like --- AT5G46470 -1.13 -0.18 -1.23 0.259276 0.484244 -6.08
249844_at putative protein similar to unknown prote--- AT5G23590 -1.12 -0.16 -1.23 0.259284 0.484244 -6.08
247945_at putative protein contains similarity to unk--- AT5G57150 -1.34 -0.42 -1.23 0.259375 0.484311 -6.08
266897_at  remorin identical to GB:M25268, a non- --- AT2G45820 -1.18 -0.24 -1.23 0.259526 0.484553 -6.08
256998_at hypothetical protein predicted by genem--- AT3G14180 1.13 0.18 1.23 0.259624 0.484578 -6.08
261831_at  ADP-ribosylation factor, putative similarATARFA1FAT1G10630 1.15 0.21 1.23 0.259591 0.484578 -6.08
266870_at putative heterogeneous nuclear ribonuc --- AT2G44710 -1.16 -0.22 -1.23 0.259626 0.484578 -6.08
265456_at Expressed protein ; supported by full-lenSDH4 AT2G46505 1.09 0.13 1.23 0.259645 0.484578 -6.08
253064_at  bZIP transcription factor - like protein bZAtbZIP7 AT4G37730 1.11 0.15 1.23 0.259635 0.484578 -6.08
249679_at unknown protein --- AT5G35980 -1.08 -0.10 -1.23 0.259706 0.484597 -6.08
253676_at  cytidine deaminase - like protein cytidin --- AT4G29570 1.13 0.17 1.23 0.259713 0.484597 -6.08
256709_at hypothetical protein predicted by genem--- --- -1.09 -0.13 -1.23 0.259741 0.484597 -6.08
265882_at putative copper amine oxidase --- AT2G42490 1.16 0.21 1.23 0.259729 0.484597 -6.08
264386_at  putative pyrophosphate-fructose-6-phos--- AT1G12000 1.22 0.29 1.23 0.259791 0.484652 -6.08
246827_at  copper binding - like protein mavicyanin--- AT5G26330 -1.12 -0.16 -1.23 0.259842 0.484708 -6.08
267224_at hypothetical protein predicted by gensca--- AT2G43990 -1.13 -0.17 -1.23 0.259883 0.484744 -6.08
262379_at hypothetical protein predicted by gensca--- AT1G73020 1.09 0.13 1.23 0.260069 0.485050 -6.08
254625_at Expressed protein ; supported by full-lenSNI1 AT4G18470 1.12 0.16 1.23 0.26011 0.485088 -6.08
252417_at putative calcium-binding protein calcium--- AT3G47480 1.64 0.71 1.23 0.260371 0.485534 -6.08
255320_at putative transposon protein --- --- 1.08 0.11 1.23 0.260421 0.485548 -6.08
250605_at glycine/proline-rich protein flagelliform s --- AT5G07570 1.11 0.16 1.23 0.26042 0.485548 -6.08
256448_s_aunknown protein MED21 AT4G04780 / 1.10 0.14 1.23 0.260464 0.485589 -6.08
264756_at  receptor protein kinase (IRK1), putative --- AT1G61370 1.44 0.53 1.23 0.260613 0.485668 -6.08
251220_at  cytochrome c oxidase subunit 5c-like pr--- AT3G62400 1.15 0.20 1.23 0.260634 0.485668 -6.08
264550_at hypothetical protein predicted by gensca--- AT1G09450 1.17 0.23 1.23 0.260621 0.485668 -6.08
257999_at hypothetical protein similar to hypothetic--- AT3G27540 1.20 0.27 1.23 0.260599 0.485668 -6.08
250596_at putative protein contains similarity to unk--- AT5G07780 1.16 0.21 1.23 0.260632 0.485668 -6.08
253389_at hypothetical protein  ;supported by full-le--- AT4G32680 -1.09 -0.12 -1.23 0.260567 0.485668 -6.08
264856_at  3-hydroxy-3-methylglutaryl-coenzyme AHMG2 AT2G17370 1.14 0.19 1.23 0.260677 0.485699 -6.08
253634_at  putative protein ENOD20 gene product --- AT4G30590 1.08 0.11 1.23 0.260693 0.485699 -6.08
255696_at putative nucleotide sugar epimerase GAE3 AT4G00110 -1.11 -0.15 -1.23 0.260865 0.485814 -6.08
257668_at  sugar transporter, putative similar to GB--- AT3G20460 1.15 0.21 1.23 0.260827 0.485814 -6.08
248462_at nucleotide-binding protein  ; supported bNBP35 AT5G50960 -1.12 -0.16 -1.23 0.260788 0.485814 -6.08
262772_at puative calcium-transporting ATPase simACA.l AT1G13210 1.22 0.29 1.23 0.260883 0.485814 -6.08
264721_at hypothetical protein predicted by gensca--- AT1G23000 1.10 0.14 1.23 0.260829 0.485814 -6.08



259663_at hypothetical protein predicted by genemPRA7 AT1G55190 1.12 0.17 1.23 0.260862 0.485814 -6.08
258218_at  methyltransferase, putative similar to m XPL1 AT3G17998 / -1.16 -0.21 -1.23 0.26099 0.485904 -6.08
251216_at  putative protein hypothetical protein a, t --- --- 1.09 0.13 1.23 0.261038 0.485904 -6.08
253355_at putative protein --- AT4G33380 -1.09 -0.12 -1.23 0.261021 0.485904 -6.08
257585_at hypothetical protein predicted by genem--- AT3G12420 1.11 0.15 1.23 0.261003 0.485904 -6.08
252547_at  putative protein many predicted proteins--- AT3G45840 -1.12 -0.17 -1.23 0.261025 0.485904 -6.08
249996_at  glutaredoxin -like protein glutaredoxin, c--- AT5G18600 1.22 0.29 1.23 0.261077 0.485905 -6.08
251992_at  putative protein myosin heavy chain, En--- AT3G53350 -1.14 -0.20 -1.23 0.261098 0.485905 -6.08
256218_at hypothetical protein predicted by genem--- AT1G56270 1.13 0.17 1.23 0.261102 0.485905 -6.08
246865_s_a eukaryotic translation initiation factor - l TIF3B1 AT5G25780 / -1.08 -0.11 -1.23 0.261188 0.485975 -6.08
256704_at  deacetylvindoline 4-O-acetyltransferase--- AT3G30280 1.09 0.13 1.23 0.261189 0.485975 -6.08
246471_s_a putative protein predicted proteins, Arab--- AT5G17100 / -1.09 -0.12 -1.23 0.261204 0.485975 -6.08
247223_at MADS box transcription factor-like MAF4 AT5G65070 1.08 0.11 1.23 0.261261 0.486002 -6.08
255131_at  putative protein hypothetical protein ssr --- AT4G08280 -1.10 -0.14 -1.23 0.261253 0.486002 -6.08
261853_at unknown protein --- AT1G50660 -1.14 -0.19 -1.23 0.261303 0.486042 -6.08
253497_at  putative protein microtubule-associated --- AT4G31880 -1.12 -0.16 -1.23 0.261344 0.486077 -6.08
261516_at  hypoxanthine ribosyl transferase, putati --- AT1G71750 -1.09 -0.13 -1.23 0.261386 0.486077 -6.08
256355_at hypothetical protein predicted by genem--- AT1G55040 -1.12 -0.16 -1.23 0.261383 0.486077 -6.08
257952_at putative peroxidase almost identical to G--- AT3G21770 1.16 0.21 1.23 0.261635 0.486500 -6.08
258672_at hypothetical protein --- AT3G08570 -1.12 -0.16 -1.23 0.2617 0.486582 -6.08
248458_at putative protein contains similarity to unkEYE AT5G51430 -1.10 -0.13 -1.22 0.261776 0.486683 -6.08
256099_at  cytochrome P450, putative similar to cy CYP78A5 AT1G13710 -1.16 -0.22 -1.22 0.26182 0.486685 -6.08
249781_at unknown protein --- AT5G24250 1.12 0.17 1.22 0.261814 0.486685 -6.08
262459_at hypothetical protein similar to hypothetic--- AT1G50400 1.14 0.19 1.22 0.262009 0.486996 -6.09
253953_at  putative protein extensin precursor - tom--- AT4G26750 1.17 0.22 1.22 0.262044 0.487023 -6.09
251934_at  putative protein delta-latroinsectotoxin p--- AT3G54070 1.12 0.17 1.22 0.262083 0.487054 -6.09
265816_s_aputative  elongation factor beta-1  ;suppo--- AT1G30230 / -1.14 -0.19 -1.22 0.262213 0.487257 -6.09
264380_at unknown protein predicted by genscan a--- AT2G25190 1.08 0.11 1.22 0.262273 0.487329 -6.09
246833_at putative protein --- AT5G26620 -1.08 -0.11 -1.22 0.262374 0.487478 -6.09
246863_at  nodulin - like protein early nodulin N93, --- AT5G25940 1.23 0.30 1.22 0.262522 0.487712 -6.09
260064_at  ethylene-insensitive3-like3 (EIL3) identi EIL3 AT1G73730 1.14 0.19 1.22 0.262649 0.487907 -6.09
264316_at unknown protein ; supported by cDNA: gENT1,AT AT1G70330 1.13 0.17 1.22 0.262731 0.488020 -6.09
252327_at  MTN3-like protein MtN3 gene product - --- AT3G48740 -1.16 -0.21 -1.22 0.262786 0.488083 -6.09
250776_at monooxygenase  ;supported by full-leng--- AT5G05320 1.09 0.12 1.22 0.262837 0.488137 -6.09
245433_at hypothetical protein --- AT4G17140 1.10 0.14 1.22 0.262871 0.488162 -6.09



246126_at  putative protein predicted protein, OryzaATNUDX1 AT5G20070 -1.22 -0.29 -1.22 0.262973 0.488271 -6.09
247877_at putative protein contains similarity to ankXBAT32 AT5G57740 1.18 0.24 1.22 0.262962 0.488271 -6.09
251429_at dynamin-like protein 4 (ADL4)  ; support ADL1E AT3G60190 -1.11 -0.15 -1.22 0.263107 0.488480 -6.09
261467_at unknown protein VOZ1 AT1G28520 -1.16 -0.21 -1.22 0.263143 0.488484 -6.09
263615_at putative MYB family transcription factor  MYB100 AT2G25230 -1.08 -0.11 -1.22 0.263152 0.488484 -6.09
261854_at unknown protein --- AT1G50670 1.08 0.11 1.22 0.26323 0.488518 -6.09
265976_at putative Athila retroelement ORF1 prote --- --- -1.10 -0.14 -1.22 0.263217 0.488518 -6.09
256339_at hypothetical protein --- AT1G72080 1.10 0.13 1.22 0.263235 0.488518 -6.09
261740_at hypothetical protein similar to unknown p--- AT1G47740 -1.15 -0.20 -1.22 0.263387 0.488742 -6.09
249446_at  receptor protein kinase -like protein pro --- AT5G39390 1.10 0.13 1.22 0.263398 0.488742 -6.09
259201_at hypothetical protein predicted using gen --- AT3G09080 1.15 0.20 1.22 0.263438 0.488777 -6.09
246149_at peroxidase ATP N  ;supported by full-len--- AT5G19890 -1.68 -0.75 -1.22 0.263468 0.488792 -6.09
249794_at putative protein contains similarity to unkAtCXE18 AT5G23530 1.08 0.12 1.22 0.263627 0.488912 -6.09
247398_at  putative protein predicted protein, Arabi --- AT5G62950 -1.12 -0.16 -1.22 0.263583 0.488912 -6.09
248411_at unknown protein --- AT5G51580 1.09 0.12 1.22 0.263633 0.488912 -6.09
249060_at putative protein similar to unknown proteVPS2.2 AT5G44560 -1.09 -0.12 -1.22 0.263652 0.488912 -6.09
256066_at hypothetical protein similar to hypothetic--- AT1G06980 -1.32 -0.40 -1.22 0.263569 0.488912 -6.09
263460_at putative acetolactate synthase --- AT2G31810 1.14 0.19 1.22 0.263661 0.488912 -6.09
267347_at hypothetical protein predicted by genefin--- AT2G39950 -1.09 -0.13 -1.22 0.263724 0.488989 -6.09
262097_at hypothetical protein predicted by genem--- AT1G55990 1.10 0.14 1.22 0.263767 0.488996 -6.09
258769_at putative alpha-hydroxynitrile lyase similaMES17 AT3G10870 -1.18 -0.24 -1.22 0.26377 0.488996 -6.09
254640_at  ion transporter - like protein integral me NRAMP5 AT4G18790 1.10 0.14 1.22 0.26388 0.489119 -6.09
265224_at putative pectinesterase --- AT2G36710 -1.10 -0.14 -1.22 0.263865 0.489119 -6.09
245032_at En/Spm-like transposon protein related t--- --- 1.16 0.21 1.22 0.263943 0.489157 -6.09
266507_at  unknown protein EST matches on the re--- AT2G47860 1.09 0.13 1.22 0.263938 0.489157 -6.09
255058_s_a putative protein various hypothetical pro--- --- 1.08 0.11 1.22 0.263974 0.489175 -6.09
245012_at NADH dehydrogenase D3 --- --- -1.14 -0.18 -1.22 0.264119 0.489403 -6.09
252209_at  putative protein RXF26, Arabidopsis tha--- AT3G50400 1.20 0.26 1.22 0.264207 0.489522 -6.09
252730_at putative protein --- AT3G43110 1.14 0.20 1.22 0.264226 0.489522 -6.09
261169_at  sucrose-phosphate synthase, putative sATSPS3F AT1G04920 1.11 0.15 1.22 0.264316 0.489610 -6.09
260169_at  hypothetical protein predicted  by genefFUT13 AT1G71990 -1.19 -0.26 -1.22 0.264311 0.489610 -6.09
247149_at unknown protein  ;supported by full-leng--- AT5G65660 -1.23 -0.30 -1.22 0.264436 0.489791 -6.09
254872_at putative protein several hypothetical pro --- AT4G11560 -1.09 -0.13 -1.22 0.264696 0.490234 -6.09
247689_at  putative protein protein tyrosine phosph--- AT5G59770 -1.14 -0.19 -1.22 0.264737 0.490250 -6.09
259820_at subtilisin-like serine protease contains s --- AT1G66210 1.11 0.15 1.22 0.264748 0.490250 -6.09



255400_at hypothetical protein --- --- 1.11 0.15 1.22 0.26482 0.490270 -6.09
246112_at putative protein predicted proteins - Arab--- AT5G20200 1.12 0.17 1.22 0.264876 0.490270 -6.09
248474_at  pyruvate dehydrogenase E1 componenMAB1 AT5G50850 1.12 0.17 1.22 0.264887 0.490270 -6.09
264148_at  NAM (no apical meristem)-like protein, ANAC003 AT1G02220 2.25 1.17 1.22 0.264845 0.490270 -6.09
262696_at hypothetical protein --- AT1G75870 -1.10 -0.14 -1.22 0.264861 0.490270 -6.09
263501_s_ahypothetical protein --- AT2G07673 -1.11 -0.15 -1.22 0.264781 0.490270 -6.09
253811_at hypothetical protein  ;supported by full-leULT1 AT4G28190 1.22 0.28 1.22 0.264992 0.490348 -6.09
265955_at putative ABC transporter PDR5 AT2G37280 1.10 0.14 1.22 0.264994 0.490348 -6.09
262936_at hypothetical protein similar to putative NATCHX2 AT1G79400 -1.14 -0.19 -1.22 0.26496 0.490348 -6.09
261734_at hypothetical protein similar to hypothetic--- AT1G47790 1.09 0.13 1.22 0.265054 0.490418 -6.10
245908_at  laccase-like protein laccase - Acer pseuLAC14 AT5G09360 1.17 0.22 1.22 0.265108 0.490462 -6.10
257237_at  DNA nick sensor, putative contains Pfa --- AT3G14890 -1.29 -0.37 -1.22 0.265134 0.490462 -6.10
246689_at putative protein predicted proteins - Arab--- --- -1.08 -0.11 -1.22 0.265142 0.490462 -6.10
255989_at putative protein --- AT5G35069 1.12 0.17 1.22 0.26517 0.490475 -6.10
255466_at  putative protein similar to A. thaliana pro--- AT4G03000 -1.11 -0.15 -1.21 0.265338 0.490744 -6.10
260857_at unknown protein contains Pfam profile:PLYM1 AT1G21880 -1.26 -0.33 -1.21 0.26538 0.490778 -6.10
253397_at  putative protein kinase protein kinase T --- AT4G32710 -1.09 -0.12 -1.21 0.265481 0.490778 -6.10
264775_at  putative endo-1,4-beta-D-glucanase simCEL5 AT1G22880 -1.13 -0.17 -1.21 0.265417 0.490778 -6.10
257524_at hypothetical protein similar to putative p DEL3 AT3G01330 1.11 0.15 1.21 0.265456 0.490778 -6.10
257106_at unknown protein --- AT3G29060 1.09 0.12 1.21 0.265474 0.490778 -6.10
248290_at Ca2+-transporting ATPase-like protein --- AT5G53010 1.11 0.16 1.21 0.265504 0.490778 -6.10
265944_at putative SET-domain transcriptional reg ASHR2 AT2G19640 1.12 0.17 1.21 0.265506 0.490778 -6.10
245835_at hypothetical protein similar to putative tr --- AT1G42190 1.09 0.13 1.21 0.265553 0.490825 -6.10
265730_at 60S ribosomal protein L27 --- AT2G32220 -1.37 -0.45 -1.21 0.265618 0.490904 -6.10
260939_at hypothetical protein contains similarity to--- AT1G45180 1.28 0.36 1.21 0.265668 0.490918 -6.10
248851_s_adisease resistance protein-like  ; suppor --- AT5G46260 / -1.11 -0.15 -1.21 0.265657 0.490918 -6.10
246132_at Rad51-like protein  ; supported by cDNAATRAD51 AT5G20850 1.08 0.11 1.21 0.265712 0.490959 -6.10
260521_at putative villin 2 VLN2 AT2G41740 1.16 0.22 1.21 0.265811 0.490996 -6.10
255423_at putative calmodulin --- AT4G03290 1.09 0.13 1.21 0.265801 0.490996 -6.10
256966_at  pollen specific protein, putative similar t sks13 AT3G13400 1.09 0.12 1.21 0.26581 0.490996 -6.10
265552_at putative plasma membrane proton ATPaAHA6 AT2G07560 1.10 0.13 1.21 0.265818 0.490996 -6.10
253520_at hypothetical protein ;supported by full-le --- AT4G31410 -1.09 -0.12 -1.21 0.265885 0.491041 -6.10
246677_at putative protein predicted proteins - Arab--- --- 1.11 0.15 1.21 0.265877 0.491041 -6.10
264428_at hypothetical protein predicted by genem--- AT1G61790 1.16 0.22 1.21 0.266034 0.491276 -6.10
258198_at putative transcription factor similar to traNF-YA6 AT3G14020 -1.12 -0.16 -1.21 0.266161 0.491471 -6.10



248261_at putative protein similar to unknown protePDV1 AT5G53280 -1.10 -0.13 -1.21 0.266221 0.491542 -6.10
262791_at unknown protein EST gb|F13926 comes--- AT1G10830 -1.12 -0.17 -1.21 0.266267 0.491586 -6.10
258669_at hypothetical protein predicted by gensca--- AT3G08800 -1.09 -0.12 -1.21 0.266369 0.491655 -6.10
248992_at disease resistance protein RPS4 --- AT5G45230 1.10 0.14 1.21 0.26633 0.491655 -6.10
262845_at unknown protein ; supported by cDNA: g--- AT1G14740 1.20 0.27 1.21 0.266361 0.491655 -6.10
251310_at  homeobox protein Anthocyaninless2 ANHDG1 AT3G61150 -1.13 -0.18 -1.21 0.266413 0.491666 -6.10
254992_at putative transcriptional regulator SPT16 AT4G10710 -1.14 -0.19 -1.21 0.266418 0.491666 -6.10
247867_at SNF1 related protein kinase-like protein CIPK21 AT5G57630 -1.18 -0.24 -1.21 0.2665 0.491777 -6.10
266426_x_ahypothetical protein predicted by gensca--- AT2G07140 -1.19 -0.25 -1.21 0.266578 0.491881 -6.10
250734_at putative protein similar to unknown prote--- AT5G06270 1.28 0.36 1.21 0.266602 0.491887 -6.10
251275_at  putative protein anthranilate phosphorib--- AT3G61720 1.16 0.22 1.21 0.266653 0.491917 -6.10
259230_at unknown protein  ; supported by cDNA: OBE1 AT3G07780 1.13 0.18 1.21 0.266661 0.491917 -6.10
261979_at  nitrate reductase, putative similar to nitrNIA2 AT1G37130 1.18 0.24 1.21 0.266751 0.492041 -6.10
254708_at  ubiquitin-specific protease 20 (UBP20), UBP20 AT4G17895 1.10 0.13 1.21 0.266841 0.492062 -6.10
264883_s_asecretory carrier membrane protein iden--- AT1G11180 / 1.10 0.13 1.21 0.266812 0.492062 -6.10
248331_at putative protein contains similarity to 40S--- AT5G52650 -1.18 -0.24 -1.21 0.266809 0.492062 -6.10
264877_at putative obtusifoliol 14-alpha demethylasCYP51G2 AT2G17330 1.08 0.11 1.21 0.266848 0.492062 -6.10
248155_at  putative protein 3 (2'), 5'-bisphosphate nAHL AT5G54390 -1.12 -0.17 -1.21 0.266951 0.492211 -6.10
246309_at putative transmembrane protein G1p BraATG1 AT3G51790 -1.25 -0.33 -1.21 0.266977 0.492220 -6.10
266475_at putative lipase --- AT2G31100 1.10 0.13 1.21 0.267008 0.492238 -6.10
250422_at  putative protein KIAA0255 gene, Homo --- AT5G10840 1.17 0.23 1.21 0.267036 0.492250 -6.10
247755_at subtilisin-like serine protease contains s ATSBT4.12AT5G59090 -1.09 -0.12 -1.21 0.267059 0.492251 -6.10
248599_at putative protein contains similarity to unk--- AT5G49380 1.17 0.22 1.21 0.267167 0.492410 -6.10
254394_at subtilisin-like serine protease contains s --- AT4G21630 1.08 0.11 1.21 0.267249 0.492446 -6.10
262842_at  xyloglucan endo-transglycosylase, putaXTR2 AT1G14720 -1.22 -0.29 -1.21 0.26724 0.492446 -6.10
251889_at  putative protein probable lectin 2 precur--- AT3G54080 -1.22 -0.29 -1.21 0.267251 0.492446 -6.10
250642_at receptor-like protein kinase several receERL2 AT5G07180 -1.08 -0.12 -1.21 0.267309 0.492513 -6.10
265316_at unknown protein --- AT2G20400 -1.15 -0.21 -1.21 0.267375 0.492595 -6.10
257001_at  Sm protein, putative similar to GB:AAB6--- AT3G14080 1.10 0.14 1.21 0.267417 0.492632 -6.10
267486_at putative protein kinase contains a protei APK2B AT2G02800 1.16 0.21 1.21 0.267515 0.492712 -6.10
261890_at hypothetical protein predicted by genem--- AT1G80970 1.19 0.25 1.21 0.267525 0.492712 -6.10
254113_at hypothetical protein --- AT4G24900 -1.10 -0.14 -1.21 0.26752 0.492712 -6.10
264598_at putative dimethylaniline monooxygenase--- AT1G04610 1.09 0.12 1.21 0.267563 0.492743 -6.10
246968_at  RING finger-like protein RING-H2 finge --- AT5G24870 1.14 0.19 1.21 0.267594 0.492758 -6.10
263070_at unknown protein --- AT2G17600 1.10 0.13 1.21 0.267618 0.492758 -6.10



266328_at unknown protein  ; supported by full-leng--- AT2G01600 1.08 0.11 1.21 0.267691 0.492758 -6.10
256911_at  glutamine:fructose-6-phosphate amidot --- AT3G24090 1.40 0.49 1.21 0.267649 0.492758 -6.10
256963_at  lysyl-tRNA synthetase, putative similar tOVA5 AT3G13490 -1.15 -0.20 -1.21 0.267701 0.492758 -6.10
245292_at Expressed protein ; supported by cDNA --- AT4G15093 1.13 0.18 1.21 0.267681 0.492758 -6.10
248037_at sexual differentiation process protein ISPOPT1 AT5G55930 1.26 0.33 1.21 0.267762 0.492772 -6.10
257861_at putative transporter similar to SV2 relate--- AT3G13050 1.12 0.17 1.21 0.267773 0.492772 -6.10
256409_at hypothetical protein --- AT1G66620 -1.12 -0.16 -1.21 0.267766 0.492772 -6.10
248529_at protein kinase ;supported by full-length c--- AT5G50000 -1.15 -0.20 -1.21 0.267832 0.492801 -6.10
253859_at Expressed protein ; supported by full-len--- AT4G27657 1.90 0.92 1.21 0.267828 0.492801 -6.10
248791_at palmitoyl-protein thioesterase precursor---- AT5G47350 1.08 0.11 1.21 0.267888 0.492863 -6.10
260176_at unknown protein similar to Pi starvation- --- AT1G71950 -1.11 -0.15 -1.21 0.268002 0.492994 -6.10
256900_at  pectate lyase, putative similar to pectate--- AT3G24670 1.12 0.16 1.21 0.268002 0.492994 -6.10
264671_at unknown protein  ; supported by full-leng--- AT1G09920 1.11 0.16 1.21 0.26803 0.493006 -6.10
249907_at putative protein DNA repair protein RADRAD5 AT5G22750 -1.09 -0.13 -1.21 0.26808 0.493058 -6.10
245902_at  putative protein Scythe protein, Xenopu--- AT5G11080 1.15 0.21 1.21 0.268324 0.493466 -6.11
257972_at  putative protein kinase, ATN1 almost id ATN1 AT3G27560 1.11 0.15 1.21 0.268444 0.493648 -6.11
263077_at putative mitotic control protein dis3  ; su EMB2763 AT2G17510 -1.08 -0.12 -1.21 0.268475 0.493666 -6.11
260923_at  glycine-rich RNA-binding protein grp1a, --- AT1G21570 -1.11 -0.15 -1.21 0.268516 0.493700 -6.11
260080_at  putative RNA-binding protein contains PAPUM7 AT1G78160 1.08 0.11 1.21 0.268573 0.493766 -6.11
260963_at hypothetical protein predicted by genem--- AT1G44990 -1.10 -0.14 -1.21 0.268618 0.493808 -6.11
261298_at  cytochrome c oxidase assembly protein--- AT1G48510 -1.09 -0.13 -1.21 0.268673 0.493869 -6.11
255011_at  cytochrome c several plant cytochrome CYTC-2 AT4G10040 1.37 0.45 1.21 0.268735 0.493943 -6.11
257990_at putative myc-like DNA-binding protein si --- AT3G19860 -1.14 -0.19 -1.21 0.268806 0.494035 -6.11
255268_at  putative protein ubiquitin, Tetrahymena --- AT4G05230 1.11 0.15 1.20 0.268867 0.494068 -6.11
257768_at  RING zinc finger protein, putative conta--- AT3G23060 1.13 0.18 1.21 0.268853 0.494068 -6.11
247509_at heat shock factor 6 HSFB2A AT5G62020 1.12 0.16 1.20 0.268968 0.494212 -6.11
249233_at putative protein contains similarity to glu--- AT5G42150 -1.31 -0.39 -1.20 0.2691 0.494336 -6.11
251465_at  transporter-like protein UDP-galactose tUTR6 AT3G59360 1.08 0.11 1.20 0.26906 0.494336 -6.11
250376_at putative protein --- AT5G11550 1.18 0.24 1.20 0.269097 0.494336 -6.11
261662_at  MAP kinase kinase 5, putative similar toATMKK7 AT1G18350 1.09 0.13 1.20 0.269132 0.494354 -6.11
265849_at hypothetical protein predicted by gensca--- AT2G35736 1.15 0.20 1.20 0.269279 0.494386 -6.11
251539_at  serine/threonine-specific protein kinase --- AT3G58690 -1.13 -0.18 -1.20 0.269268 0.494386 -6.11
257968_at hypothetical protein predicted by genem--- AT3G27550 -1.16 -0.21 -1.20 0.269252 0.494386 -6.11
246610_at putative protein --- AT5G35400 -1.10 -0.14 -1.20 0.269224 0.494386 -6.11
246713_at  mRNA capping enzyme - like capping e--- AT5G28210 1.12 0.17 1.20 0.269239 0.494386 -6.11



245636_at hypothetical protein similar to hypothetic--- AT1G25240 -1.13 -0.18 -1.20 0.269279 0.494386 -6.11
245356_at adenosylhomocysteinase ;supported by MEE58 AT4G13940 1.15 0.21 1.20 0.269361 0.494496 -6.11
250366_at  putative protein predicted proteins in ca--- AT5G11420 -1.83 -0.87 -1.20 0.269427 0.494578 -6.11
266526_at putative tetracycline transporter protein --- AT2G16980 1.11 0.15 1.20 0.269509 0.494688 -6.11
247883_at unknown protein --- AT5G57790 1.15 0.20 1.20 0.269727 0.495049 -6.11
251601_at Expressed protein ; supported by full-len--- AT3G57800 -1.17 -0.23 -1.20 0.269961 0.495279 -6.11
262989_at  F28C11.5 similar to INNER NO OUTERINO AT1G23420 1.12 0.16 1.20 0.269921 0.495279 -6.11
259260_at unknown protein similar to unknown pro --- AT3G11370 1.11 0.15 1.20 0.269912 0.495279 -6.11
250331_at  putative protein self-incompatibility prote--- AT5G11820 1.11 0.15 1.20 0.269957 0.495279 -6.11
251852_at putative protein --- AT3G54750 -1.15 -0.20 -1.20 0.269876 0.495279 -6.11
264667_s_ahypothetical protein identical to hypothetZW18 AT1G09980 / -1.09 -0.13 -1.20 0.270148 0.495582 -6.11
265309_at putative myosin heavy chain XIG AT2G20290 -1.15 -0.21 -1.20 0.270202 0.495643 -6.11
253784_at  putative protein WREBP-1, Nicotiana taPHR1 AT4G28610 -1.11 -0.15 -1.20 0.270293 0.495769 -6.11
248154_at putative protein strong similarity to unkn --- AT5G54400 1.44 0.52 1.20 0.270338 0.495812 -6.11
251570_at putative protein several hypothetical pro --- AT3G58300 1.11 0.15 1.20 0.27037 0.495830 -6.11
261162_at hypothetical protein predicted by gensca--- AT1G34440 1.12 0.16 1.20 0.270523 0.496072 -6.11
250857_at unknown protein --- AT5G04790 -1.15 -0.20 -1.20 0.270659 0.496281 -6.11
256305_at glutathione S-conjugate transporting AT MRP1 AT1G30400 1.15 0.21 1.20 0.270786 0.496400 -6.11
247544_at putative protein  ;supported by full-length--- AT5G61670 -1.14 -0.19 -1.20 0.270748 0.496400 -6.11
264278_at  myrosinase binding protein, putative sim--- AT1G60130 -1.09 -0.12 -1.20 0.270789 0.496400 -6.11
245189_at F12A21.18 hypothetical protein --- AT1G67670 1.08 0.11 1.20 0.27083 0.496434 -6.11
255480_at Expressed protein ; supported by full-len--- AT4G02485 -1.09 -0.12 -1.20 0.270857 0.496443 -6.11
250948_at putative protein --- AT5G03490 1.17 0.23 1.20 0.270903 0.496488 -6.11
250416_at  putative protein predicted proteins, Arab--- AT5G11220 1.10 0.14 1.20 0.27109 0.496774 -6.11
246787_s_a cdc20-like protein putative cdc20 protei --- AT5G27570 / 1.08 0.12 1.20 0.271102 0.496774 -6.11
265683_at putative auxin-regulated protein --- AT2G24400 -1.11 -0.15 -1.20 0.271143 0.496809 -6.11
251955_at  putative protein predicted proteins, Arab--- AT3G53680 1.10 0.14 1.20 0.271203 0.496878 -6.11
260592_at  cellulose synthase catalytic subunit, putCSLE1 AT1G55850 -1.13 -0.18 -1.20 0.271234 0.496896 -6.11
257584_at hypothetical protein similar to putative no--- --- -1.16 -0.21 -1.20 0.271281 0.496942 -6.11
254888_at  putative protein predicted protein, Arabi --- AT4G11780 -1.10 -0.13 -1.20 0.271306 0.496948 -6.11
263473_at putative glucosyltransferase  ; supportedUGT74D1 AT2G31750 -1.30 -0.38 -1.20 0.271331 0.496954 -6.11
254382_at hypothetical protein --- AT4G21890 1.15 0.20 1.20 0.271686 0.497446 -6.12
257860_at Expressed protein ; supported by cDNA --- AT3G13062 -1.16 -0.21 -1.20 0.271682 0.497446 -6.12
260455_at hypothetical protein predicted by gensca--- AT1G72500 -1.27 -0.35 -1.20 0.271697 0.497446 -6.12
251994_at  protein kinase - like protein kinase, ArabKIPK AT3G52890 -1.20 -0.27 -1.20 0.271709 0.497446 -6.12



257617_at hypothetical protein --- AT3G26550 1.09 0.13 1.20 0.271645 0.497446 -6.12
255865_at unknown protein --- AT2G30330 -1.08 -0.11 -1.20 0.271743 0.497469 -6.12
264737_at unknown protein --- AT1G62210 1.14 0.19 1.20 0.271928 0.497767 -6.12
251983_at  putative protein MtN21, Medicago trunc--- AT3G53210 -1.15 -0.20 -1.20 0.272012 0.497840 -6.12
253499_at  putative protein zinc-finger helicase, Ho--- AT4G31900 1.09 0.13 1.20 0.272006 0.497840 -6.12
261585_at  NAC domain protein, putative similar to ANAC001 AT1G01010 1.17 0.23 1.20 0.272136 0.497974 -6.12
245699_at putative protein ;supported by full-length--- AT5G04250 1.19 0.25 1.20 0.272113 0.497974 -6.12
257800_at unknown protein  ;supported by full-leng--- AT3G15900 1.13 0.17 1.20 0.27215 0.497974 -6.12
248323_at unknown protein --- AT5G52770 1.08 0.11 1.20 0.272241 0.498101 -6.12
247783_at  light harvesting pigment - like protein LE--- AT5G58800 1.21 0.27 1.20 0.272406 0.498362 -6.12
257558_s_ahypothetical protein contains Pfam profil --- AT3G22000 / -1.09 -0.13 -1.19 0.272505 0.498504 -6.12
266168_at putative protease inhibitor  ;supported by--- AT2G38870 1.35 0.43 1.19 0.272948 0.499203 -6.12
252604_at  high-affinity nitrate transporter - like pro NRT2.6 AT3G45060 1.37 0.45 1.19 0.272942 0.499203 -6.12
253512_at  putative protein protein phosphatase 2CWIN2 AT4G31750 1.10 0.14 1.19 0.272953 0.499203 -6.12
255592_s_ahypothetical protein --- AT2G34280 / -1.11 -0.16 -1.19 0.273062 0.499363 -6.12
247408_at  ZAP - like protein nuclear protein ZAP, --- AT5G62760 -1.08 -0.11 -1.19 0.273095 0.499383 -6.12
250756_at putative protein strong similarity to unkn ROPGEF5AT5G05940 1.10 0.14 1.19 0.273311 0.499719 -6.12
246464_at  quinone oxidoreductase -like protein pro--- AT5G16980 1.10 0.13 1.19 0.273323 0.499719 -6.12
258594_at hypothetical protein predicted by gensca--- AT3G04490 -1.10 -0.14 -1.19 0.27353 0.500058 -6.12
265932_at hypothetical protein predicted by grail LBD8 AT2G19510 1.08 0.11 1.19 0.273577 0.500104 -6.12
250374_at putative protein EMF1 AT5G11530 1.19 0.25 1.19 0.273778 0.500432 -6.12
257296_at hypothetical protein predicted by genem--- AT3G28020 1.10 0.14 1.19 0.273841 0.500506 -6.12
264368_at  hypothetical protein Contains similarity --- AT1G03280 -1.10 -0.13 -1.19 0.273896 0.500545 -6.12
248313_at putative protein contains similarity to GT--- AT5G52580 -1.08 -0.11 -1.19 0.273906 0.500545 -6.12
254768_at hypothetical protein --- AT4G13320 1.11 0.15 1.19 0.273973 0.500609 -6.12
260779_at  splicing factor, putative similar to human--- AT1G14650 -1.10 -0.14 -1.19 0.273985 0.500609 -6.12
250544_at  syntaxin-like protein syntaxin-related pr SYP132 AT5G08080 -1.12 -0.17 -1.19 0.274029 0.500649 -6.12
254935_at  putative disease resistance protein simi --- AT4G10780 1.12 0.16 1.19 0.274094 0.500728 -6.12
260461_at membrane protein PTM1 precursor isolo--- AT1G10980 -1.11 -0.15 -1.19 0.274139 0.500770 -6.12
245379_at heat shock transcription factor HSF1 HSF1 AT4G17750 -1.12 -0.17 -1.19 0.274164 0.500776 -6.12
245371_at hypothetical protein ;supported by full-le --- AT4G15750 -1.11 -0.16 -1.19 0.274208 0.500816 -6.12
262806_at putative pyrophosphate-dependent phos--- AT1G20950 -1.16 -0.22 -1.19 0.274389 0.501105 -6.12
258110_at putative cytochrome P450 similar to GB CYP72A7 AT3G14610 1.13 0.17 1.19 0.274434 0.501116 -6.12
245785_at  cellulose synthase catalytic subunit, putATCSLD6 AT1G32180 1.10 0.14 1.19 0.274458 0.501116 -6.12
256222_at hypothetical protein predicted by genem--- AT1G56210 -1.16 -0.21 -1.19 0.274482 0.501116 -6.12



255395_at hypothetical protein --- --- -1.09 -0.12 -1.19 0.274469 0.501116 -6.12
247564_at  RNA helicase - like protein RNA helicas--- AT5G61140 -1.11 -0.15 -1.19 0.274639 0.501285 -6.12
258854_at  putative UDP-glucosyl transferase simil --- AT3G02100 -1.11 -0.15 -1.19 0.274646 0.501285 -6.12
260113_at hypothetical protein predicted by gensca--- AT1G63300 1.08 0.11 1.19 0.274613 0.501285 -6.12
264369_at  Ste-20 related kinase SPAK, putative si --- AT1G70430 1.10 0.14 1.19 0.274663 0.501285 -6.12
251940_at  putative protein lysine decarboxylase (E--- AT3G53450 1.10 0.13 1.19 0.274739 0.501384 -6.13
258425_at unknown protein --- AT3G16760 -1.08 -0.11 -1.19 0.274846 0.501499 -6.13
248133_at unknown protein --- AT5G54850 1.15 0.20 1.19 0.274826 0.501499 -6.13
262854_at unknown protein --- AT1G20870 1.10 0.14 1.19 0.274892 0.501543 -6.13
258519_at unknown protein --- AT3G06760 1.13 0.17 1.19 0.274938 0.501571 -6.13
246882_at  putative protein predicted proteins, Hom--- AT5G26180 -1.09 -0.12 -1.19 0.274952 0.501571 -6.13
260791_at lipase-like protein similar to lipase GB:AA--- AT1G06250 1.10 0.13 1.19 0.275019 0.501655 -6.13
250100_at Expressed protein ; supported by cDNA GLN1;4 AT5G16570 1.30 0.38 1.19 0.275158 0.501867 -6.13
260252_at putative mitochondrial carrier protein sim--- AT1G74240 -1.14 -0.19 -1.19 0.275303 0.502092 -6.13
267345_at unknown protein  ; supported by cDNA: --- AT2G44240 1.34 0.42 1.19 0.275332 0.502104 -6.13
253754_at  glycine-rich protein like glycine-rich prot--- AT4G29020 1.40 0.49 1.19 0.275536 0.502406 -6.13
252390_at Expressed protein ; supported by cDNA --- AT3G47836 -1.11 -0.15 -1.19 0.275541 0.502406 -6.13
261896_at  mRNA export protein, putative similar to--- AT1G80670 -1.12 -0.17 -1.19 0.275588 0.502418 -6.13
254242_at  serine /threonine kinase - like protein se--- AT4G23200 1.36 0.45 1.19 0.275592 0.502418 -6.13
245060_at  GDP-mannose  pyrophosphorylase updCYT1 AT2G39770 1.08 0.12 1.19 0.275634 0.502441 -6.13
248340_at putative protein similar to unknown prote--- AT5G52180 -1.10 -0.14 -1.19 0.275671 0.502441 -6.13
251114_at transcription factor GT-3a --- AT5G01380 1.40 0.49 1.19 0.275659 0.502441 -6.13
251322_at cysteine synthase AtcysC1  ;supported bCYSC1 AT3G61440 -1.26 -0.34 -1.19 0.275703 0.502460 -6.13
248864_at bHLH protein-like --- AT5G46760 -1.08 -0.11 -1.19 0.275764 0.502531 -6.13
247614_at putative protein --- AT5G60240 1.09 0.12 1.19 0.275856 0.502659 -6.13
257050_at putative protein phosphatase type 2C si --- AT3G15260 -1.13 -0.18 -1.19 0.275932 0.502710 -6.13
254913_at  putative protein beta-transducin repeats--- AT4G11270 -1.09 -0.13 -1.19 0.275918 0.502710 -6.13
255079_s_a 14-3-3 protein GF14chi (grf1) identical tGF14 PHI AT1G35160 / 1.08 0.12 1.19 0.275951 0.502710 -6.13
257362_at hypothetical protein predicted by genefin--- AT2G45840 1.08 0.11 1.19 0.275977 0.502719 -6.13
252293_at  4-coumarate-CoA ligase -like protein 4- --- AT3G48990 1.09 0.13 1.19 0.276138 0.502877 -6.13
257863_at hypothetical protein similar to GRAB1 pranac057 AT3G17730 1.08 0.11 1.19 0.276141 0.502877 -6.13
262178_at  membrane protein, putative similar to mKOM AT1G77860 1.14 0.19 1.18 0.276176 0.502877 -6.13
263423_at hypothetical protein predicted by gensca--- AT2G31700 1.09 0.13 1.18 0.27623 0.502877 -6.13
259669_at  short chain alcohol dehydrogenase, putABA2 AT1G52340 -1.12 -0.17 -1.18 0.276183 0.502877 -6.13
246372_at hypothetical protein predicted by genem--- AT1G51900 1.09 0.13 1.18 0.276241 0.502877 -6.13



261665_at  beta-glucan-elicitor receptor, putative si --- AT1G18310 -1.09 -0.13 -1.18 0.276207 0.502877 -6.13
265607_at hypothetical protein predicted by gensca--- AT2G25370 1.09 0.12 1.19 0.276167 0.502877 -6.13
264912_at  auxin-induced protein, putative similar t --- AT1G60750 1.10 0.14 1.18 0.276281 0.502911 -6.13
266585_at putative retroelement pol polyprotein --- --- 1.12 0.16 1.18 0.276315 0.502931 -6.13
252656_at hypothetical protein --- AT3G44770 1.14 0.18 1.18 0.276416 0.503076 -6.13
257916_at unknown protein similar to hypothetical p--- AT3G23210 -1.16 -0.22 -1.18 0.276447 0.503092 -6.13
261030_at unknown protein contains similarity to nu--- AT1G17410 -1.12 -0.16 -1.18 0.276497 0.503143 -6.13
255825_at Expressed protein ; supported by full-len--- AT2G40475 1.16 0.21 1.18 0.276594 0.503280 -6.13
250923_at putative protein  ; supported by full-lengtCDC25 AT5G03455 1.12 0.17 1.18 0.276758 0.503537 -6.13
266266_at putative enolase (2-phospho-D-glycerate--- AT2G29560 -1.12 -0.16 -1.18 0.276834 0.503612 -6.13
264995_at  mutator-like transposase, putative simila--- --- 1.13 0.18 1.18 0.276843 0.503612 -6.13
249629_at  kinesin -like protein Krm protein, L.japo --- AT5G37590 -1.14 -0.19 -1.18 0.27688 0.503639 -6.13
261192_at  NAM protein, putative similar to NAM prANAC13 AT1G32870 -1.14 -0.19 -1.18 0.276928 0.503645 -6.13
264151_at hypothetical protein    predicted by gene--- AT1G02070 1.11 0.14 1.18 0.276922 0.503645 -6.13
263707_at hypothetical protein Similar to gi|157382--- AT1G09300 -1.15 -0.21 -1.18 0.277039 0.503807 -6.13
263834_at hypothetical protein --- AT2G40316 -1.11 -0.15 -1.18 0.277109 0.503855 -6.13
250587_at putative protein contains similarity to RIN--- AT5G07640 1.09 0.13 1.18 0.277093 0.503855 -6.13
257805_at  sugar transport, putative similar to D-XYATPLT5 AT3G18830 1.21 0.28 1.18 0.277207 0.503898 -6.13
257056_at unknown protein similar to hypothetical p--- AT3G15350 1.10 0.14 1.18 0.27726 0.503898 -6.13
263254_x_ahypothetical protein similar to hypothetic--- --- -1.14 -0.19 -1.18 0.277265 0.503898 -6.13
247501_at  putative protein predicted proteins, Arab--- AT5G61920 -1.08 -0.11 -1.18 0.277254 0.503898 -6.13
249738_at 60s acidic ribosomal protein P1 --- AT5G24510 1.08 0.11 1.18 0.277288 0.503898 -6.13
248697_at putative protein contains similarity to acy--- AT5G48370 -1.19 -0.25 -1.18 0.277287 0.503898 -6.13
246643_s_a putative protein various predicted prote --- --- -1.09 -0.12 -1.18 0.277253 0.503898 -6.13
252573_at  zinc finger protein zinc finger protein ID --- AT3G45260 -1.10 -0.14 -1.18 0.277377 0.503941 -6.13
260671_at unknown protein ;supported by full-lengt --- AT1G19310 -1.12 -0.16 -1.18 0.277367 0.503941 -6.13
253450_at  putative protein MUS308 gene, Drosop --- AT4G32700 -1.08 -0.12 -1.18 0.277352 0.503941 -6.13
244922_s_ahypothetical protein --- AT2G07674 -1.12 -0.17 -1.18 0.277441 0.503976 -6.13
252749_at putative protein several hypothetical pro --- --- 1.10 0.13 1.18 0.277429 0.503976 -6.13
253961_at  putative protein SPF1 protein, Ipomoea WRKY34 AT4G26440 1.09 0.12 1.18 0.277485 0.504017 -6.13
246179_at  putative protein hypothetical protein F2A--- AT5G28440 1.13 0.18 1.18 0.277539 0.504075 -6.13
250448_at  putative protein lignostilbene-alpha,beta--- AT5G10820 1.18 0.24 1.18 0.277741 0.504401 -6.13
256681_at unknown protein ; supported by cDNA: gSPP2 AT3G52340 -1.33 -0.41 -1.18 0.277789 0.504423 -6.13
266389_s_aunknown protein --- AT2G31580 / 1.09 0.12 1.18 0.277797 0.504423 -6.13
265478_at unknown protein  ;supported by full-lengMEE14 AT2G15890 -1.09 -0.13 -1.18 0.277905 0.504578 -6.13



264035_at hypothetical protein predicted by genefin--- AT2G03630 -1.11 -0.16 -1.18 0.277938 0.504598 -6.13
263038_at conserved hypothetical protein protein p--- AT1G23270 1.09 0.13 1.18 0.278081 0.504817 -6.14
266161_at hypothetical protein ATCHX7 AT2G28170 1.13 0.18 1.18 0.278164 0.504848 -6.14
254443_at  putative protein (fragment) BRCA1-assoBRCA1 AT4G21070 1.09 0.13 1.18 0.278148 0.504848 -6.14
255559_at  putative NAK-like ser/thr protein kinase --- AT4G02010 -1.13 -0.17 -1.18 0.278153 0.504848 -6.14
249358_at  sucrose cleavage protein -like sucrose c--- AT5G40510 1.11 0.15 1.18 0.27821 0.504891 -6.14
254818_at  pEARLI 1-like protein Arabidopsis thalia--- AT4G12470 -1.49 -0.57 -1.18 0.278352 0.505087 -6.14
248652_at putative protein contains similarity to phySHV2 AT5G49270 -1.16 -0.21 -1.18 0.278362 0.505087 -6.14
248591_at xylulose kinase  ; supported by cDNA: g --- AT5G49650 1.11 0.15 1.18 0.278423 0.505157 -6.14
261975_at unknown protein --- AT1G64640 1.33 0.41 1.18 0.278469 0.505200 -6.14
260233_at putative cytochrome P450 similar to cytoCYP98A9 AT1G74550 1.17 0.22 1.18 0.278511 0.505235 -6.14
267423_at putative potassium transporter KUP11 AT2G35060 -1.18 -0.24 -1.18 0.278563 0.505290 -6.14
267523_at unknown protein --- AT2G30600 -1.11 -0.15 -1.18 0.278595 0.505308 -6.14
249574_at  putative protein embryonic abundant pr PDLP7 AT5G37660 1.10 0.14 1.18 0.278718 0.505359 -6.14
263167_at  unknown protein Belongs to PF|01121 U--- AT1G03030 -1.12 -0.16 -1.18 0.278678 0.505359 -6.14
260528_at putative WRKY-type DNA binding protei WRKY23 AT2G47260 1.25 0.33 1.18 0.278756 0.505359 -6.14
260797_at  neoxanthin cleavage enzyme, putative sNCED9 AT1G78390 1.11 0.15 1.18 0.278694 0.505359 -6.14
249352_at putative transcription factor MYB22  ; suMYB22 AT5G40430 -1.08 -0.11 -1.18 0.278669 0.505359 -6.14
261590_at hypothetical protein predicted by genemROPGEF2AT1G01700 -1.09 -0.12 -1.18 0.278749 0.505359 -6.14
260889_at hypothetical protein predicted by genem--- AT1G29120 -1.09 -0.12 -1.18 0.278825 0.505443 -6.14
254414_at hypothetical protein HSA32 AT4G21320 1.12 0.17 1.18 0.27885 0.505448 -6.14
260360_at  chorismate mutase, putative contains PCM3 AT1G69370 -1.14 -0.19 -1.18 0.278909 0.505476 -6.14
258273_at unknown protein  ;supported by full-lengGRX4 AT3G15660 -1.08 -0.11 -1.18 0.278896 0.505476 -6.14
264630_at hypothetical protein predicted by genemFAS1 AT1G65470 1.12 0.17 1.18 0.278994 0.505589 -6.14
266467_at Not56-like protein  ; supported by cDNA ALG3 AT2G47760 1.11 0.15 1.18 0.279085 0.505674 -6.14
250844_at putative protein  ;supported by full-lengthSIM AT5G04470 -1.22 -0.29 -1.18 0.27907 0.505674 -6.14
250967_at  putative protein In2, Zea mays, EMBL:X--- AT5G02790 1.14 0.19 1.18 0.279195 0.505833 -6.14
261883_at  protein kinase, putative similar to recep --- AT1G80870 -1.11 -0.14 -1.18 0.279265 0.505862 -6.14
262320_at hypothetical protein predicted by gensca--- AT1G27550 -1.10 -0.13 -1.18 0.2793 0.505862 -6.14
248013_at putative protein contains similarity to carACA8 AT5G56330 1.14 0.19 1.18 0.279246 0.505862 -6.14
245086_at putative translation initiation factor --- AT2G39820 -1.09 -0.13 -1.18 0.279297 0.505862 -6.14
266446_at hypothetical protein predicted by gensca--- AT2G43310 -1.09 -0.12 -1.18 0.279342 0.505898 -6.14
251170_at ATMRK1  ;supported by full-length cDNAATMRK1 AT3G63260 1.08 0.11 1.18 0.279471 0.506093 -6.14
265811_at unknown protein possibly related to thymEDA2 AT2G18080 1.09 0.13 1.18 0.279506 0.506115 -6.14
256378_at  receptor protein kinase, putative contain--- AT1G66830 -1.09 -0.12 -1.18 0.279541 0.506139 -6.14



256047_at hypothetical protein predicted by genem--- AT1G07060 1.12 0.16 1.18 0.279597 0.506199 -6.14
259766_at unknown protein ;supported by full-lengt --- AT1G64360 -1.19 -0.25 -1.18 0.279719 0.506364 -6.14
259960_at  cell division control protein, putative sim--- AT1G53710 1.13 0.17 1.18 0.279732 0.506364 -6.14
259072_at unknown protein similar to unknown pro FLA18 AT3G11700 1.14 0.19 1.18 0.279814 0.506472 -6.14
253584_at putative protein several hypothetical pro --- AT4G30700 -1.09 -0.13 -1.17 0.27994 0.506660 -6.14
252423_at  putative protein putative hydrolyse - Ara--- AT3G47590 1.09 0.13 1.17 0.280041 0.506687 -6.14
260848_at  pectinesterase, putative similar to pectinsks8 AT1G21850 1.14 0.18 1.17 0.280019 0.506687 -6.14
254544_at  putative chitinase chitinase (EC 3.2.1.14--- AT4G19820 1.12 0.16 1.17 0.280044 0.506687 -6.14
261354_at unknown protein ; supported by cDNA: gatnudt3 AT1G79690 1.10 0.14 1.17 0.28004 0.506687 -6.14
261138_at hypothetical protein contains Pfam profil --- AT1G19710 -1.11 -0.15 -1.17 0.28008 0.506712 -6.14
248260_at putative protein similar to unknown prote--- AT5G53240 1.09 0.13 1.17 0.280105 0.506716 -6.14
256019_at  cytochrome P-450, putative similar to cy--- AT1G58260 / -1.09 -0.13 -1.17 0.280179 0.506811 -6.14
250601_at putative protein contains similarity to He --- AT5G07810 1.08 0.12 1.17 0.280392 0.507156 -6.14
251409_at Expressed protein ; supported by full-len--- AT3G60245 -1.26 -0.34 -1.17 0.280471 0.507219 -6.14
250204_at leucine zipper protein-like ATEXO70CAT5G13990 -1.11 -0.15 -1.17 0.280454 0.507219 -6.14
253622_at  cyclic nucleotide and calmodulin-regula ATCNGC9AT4G30560 1.10 0.13 1.17 0.280506 0.507241 -6.14
260545_at putative glutathione peroxidase  ;supporATGPX3 AT2G43350 -1.11 -0.14 -1.17 0.280536 0.507255 -6.14
248891_at MCM3 homolog (emb|CAA03887.1) MCM3 AT5G46280 -1.45 -0.53 -1.17 0.280588 0.507309 -6.14
248119_at serine/threonine-specific protein kinase- --- AT5G54590 1.13 0.18 1.17 0.280786 0.507627 -6.14
251562_at  putative protein hypothetical protein T24--- AT3G57890 -1.09 -0.13 -1.17 0.280813 0.507636 -6.14
252748_at putative protein putative proteins - Arabi --- --- -1.09 -0.12 -1.17 0.281048 0.508020 -6.14
250346_at  lysine decarboxylase - like protein lysine--- AT5G11950 1.29 0.37 1.17 0.281114 0.508099 -6.14
267113_at hypothetical protein predicted by gensca--- AT2G14850 1.08 0.12 1.17 0.281285 0.508327 -6.14
258077_at unknown protein  ;supported by full-leng--- AT3G26110 1.12 0.16 1.17 0.281282 0.508327 -6.14
255166_at  putative protein putative centromeric pro--- --- 1.09 0.12 1.17 0.281328 0.508365 -6.14
254091_at hypothetical protein --- AT4G25070 1.18 0.24 1.17 0.281423 0.508461 -6.15
249305_at putative protein strong similarity to unkn --- AT5G41490 1.11 0.16 1.17 0.281426 0.508461 -6.15
248779_at acetoacyl-CoA-thiolase  ;supported by fu--- AT5G47720 -1.18 -0.23 -1.17 0.281473 0.508506 -6.15
263656_at putative auxin-induced protein AUX2-11 SHY2 AT1G04240 -1.61 -0.68 -1.17 0.281606 0.508586 -6.15
255964_at hypothetical protein predicted by genemZYP1b AT1G22275 -1.09 -0.13 -1.17 0.281597 0.508586 -6.15
249616_s_acontains similarity to DnaJ protein --- AT5G37440 / -1.09 -0.12 -1.17 0.281586 0.508586 -6.15
261497_x_ahypothetical protein contains similarity toAGL59 AT1G28460 -1.10 -0.14 -1.17 0.281575 0.508586 -6.15
249635_at putative glucan synthase glucan synthasATGSL09 AT5G36870 1.10 0.14 1.17 0.281684 0.508657 -6.15
262082_s_a wall-associated kinase 2, putative simila--- AT1G56120 / 1.29 0.37 1.17 0.28169 0.508657 -6.15
263359_at putative lysosomal acid lipase ATLIP1 AT2G15230 -1.12 -0.16 -1.17 0.281752 0.508728 -6.15



247044_at MAP protein kinase  ; supported by cDNMAPKKK5 AT5G66850 1.13 0.18 1.17 0.2818 0.508774 -6.15
253718_at  serine/threonine-specific receptor prote --- AT4G29450 1.11 0.15 1.17 0.281929 0.508968 -6.15
245315_at proteasome chain protein ; supported byPBD2 AT4G14800 -1.09 -0.12 -1.17 0.281964 0.508973 -6.15
260320_at hypothetical protein similar to putative p --- AT1G63930 1.14 0.19 1.17 0.281979 0.508973 -6.15
247909_at unknown protein  ; supported by full-leng--- AT5G57370 -1.11 -0.15 -1.17 0.282009 0.508973 -6.15
251156_at  putative protein ZCF61, Arabidopsis thaEDL3 AT3G63060 1.12 0.17 1.17 0.282022 0.508973 -6.15
246494_at  putative protein putative cellulose synthCSLA11 AT5G16190 1.11 0.15 1.17 0.28205 0.508984 -6.15
246754_at  transcription factor - like protein Hap5a NF-YC8 AT5G27910 1.13 0.18 1.17 0.282142 0.509110 -6.15
264319_at  subtilisin-like serine protease, putative cSDD1 AT1G04110 1.12 0.16 1.17 0.282241 0.509128 -6.15
264535_at  Phosphatidylinositol Transfer Protein, p --- AT1G55690 1.27 0.35 1.17 0.282219 0.509128 -6.15
257229_at putative calmodulin-binding protein cont IQD26 AT3G16490 1.13 0.17 1.17 0.282181 0.509128 -6.15
257434_at hypothetical protein predicted by gensca--- AT2G21740 1.08 0.11 1.17 0.282207 0.509128 -6.15
248522_at predicted protein --- AT5G50565 / -1.09 -0.12 -1.17 0.282372 0.509323 -6.15
246014_at putative protein --- AT5G10680 1.10 0.13 1.17 0.282461 0.509324 -6.15
267402_at putative SF16 protein {Helianthus annuuIQD6 AT2G26180 1.14 0.19 1.17 0.282421 0.509324 -6.15
260150_at putative oxidoreductase similar to gibbe --- AT1G52820 1.11 0.15 1.17 0.282452 0.509324 -6.15
263972_at unknown protein --- AT2G42760 -1.37 -0.45 -1.17 0.282405 0.509324 -6.15
248535_at putative protein contains similarity to GT--- AT5G50120 1.12 0.17 1.17 0.282557 0.509456 -6.15
264478_at hypothetical protein predicted by gensca--- AT1G77270 1.09 0.12 1.17 0.282594 0.509483 -6.15
253176_at  putative protein Human (H326) mRNA, --- AT4G35140 -1.15 -0.21 -1.17 0.282739 0.509671 -6.15
246185_at  5-methyltetrahydropteroyltriglutamate-hATMS3 AT5G20980 -1.08 -0.11 -1.17 0.282744 0.509671 -6.15
256806_at  CCAAT-binding factor B chain, putative NF-YA9 AT3G20910 -1.11 -0.15 -1.17 0.282832 0.509790 -6.15
248991_at putative protein contains similarity to dis --- AT5G45220 1.15 0.21 1.17 0.283052 0.510147 -6.15
254719_at  putative protein beta 1,3-glucanase, Tri --- AT4G13600 1.11 0.15 1.17 0.283148 0.510279 -6.15
253778_at  heat-shock protein heat-shock protein h--- AT4G28480 -1.12 -0.16 -1.17 0.283232 0.510350 -6.15
257847_at hypothetical protein predicted by genefin--- AT3G13020 1.10 0.14 1.17 0.283218 0.510350 -6.15
246212_at putative protein ; supported by cDNA: gi SPT AT4G36930 -1.33 -0.41 -1.17 0.283329 0.510451 -6.15
257332_at hypothetical protein --- --- 1.13 0.18 1.17 0.283333 0.510451 -6.15
247244_at putative protein similar to unknown prote--- AT5G64710 -1.09 -0.12 -1.17 0.283453 0.510628 -6.15
253935_at  putative aspartate-tRNA ligase aspartat --- AT4G26870 -1.25 -0.32 -1.17 0.28352 0.510698 -6.15
256059_at hypothetical protein contains similarity to--- AT1G06990 -1.12 -0.16 -1.17 0.283537 0.510698 -6.15
250940_at putative protein --- AT5G03310 -1.08 -0.12 -1.17 0.283573 0.510722 -6.15
256717_at hypothetical protein predicted by gensca--- AT2G34110 1.11 0.15 1.17 0.283619 0.510725 -6.15
247192_at histone H3 (sp|P05203)  ; supported by --- AT5G65360 -1.68 -0.75 -1.17 0.283598 0.510725 -6.15
251619_at  putative protein hypothetical protein At2--- AT3G58050 -1.07 -0.10 -1.16 0.283809 0.511027 -6.15



253165_at  putative protein predicted protein, Arabi --- AT4G35320 1.23 0.30 1.16 0.283904 0.511051 -6.15
264379_at hypothetical protein predicted by grail --- AT2G25200 -1.20 -0.26 -1.16 0.28398 0.511051 -6.15
254340_at  putative protein hypothetical protein HY--- AT4G22120 1.24 0.31 1.16 0.283953 0.511051 -6.15
258492_at unknown protein --- AT3G02390 -1.09 -0.12 -1.16 0.283968 0.511051 -6.15
260188_at Mutator-like transposase similar to mudr--- --- 1.08 0.11 1.16 0.283851 0.511051 -6.15
262446_at hypothetical protein predicted by gensca--- AT1G49310 -1.27 -0.34 -1.16 0.283904 0.511051 -6.15
252076_at  LS1-like protein AT-LS1 product - Arabi --- AT3G51660 1.29 0.37 1.16 0.283976 0.511051 -6.15
250430_at putative protein --- AT5G10460 1.08 0.11 1.16 0.284009 0.511063 -6.15
248885_at putative protein similar to unknown prote--- AT5G46150 -1.09 -0.13 -1.16 0.284088 0.511165 -6.15
265635_at hypothetical protein predicted by gensca--- AT2G25360 1.08 0.11 1.16 0.284181 0.511293 -6.15
253582_at Expressed protein ;supported by cDNA: --- AT4G30670 -1.15 -0.20 -1.16 0.284335 0.511529 -6.15
255920_at putative protein --- AT5G28590 1.12 0.17 1.16 0.284397 0.511601 -6.15
249764_at septum site-determining MinD (dbj|BAA9MIND AT5G24020 -1.13 -0.17 -1.16 0.284484 0.511676 -6.15
248178_at root cap protein 2-like protein --- AT5G54370 1.13 0.18 1.16 0.284472 0.511676 -6.15
255802_s_a putative protein RING-H2 finger protein --- AT4G10150 / -1.08 -0.12 -1.16 0.284513 0.511688 -6.15
245510_at hypothetical protein --- AT4G15740 1.16 0.21 1.16 0.284617 0.511835 -6.15
250814_at  E2, ubiquitin-conjugating enzyme, putatUBC22 AT5G05080 -1.11 -0.15 -1.16 0.284663 0.511877 -6.15
256237_at  leucine rich repeat protein, putative conDRT100 AT3G12610 2.57 1.36 1.16 0.284715 0.511931 -6.15
263164_at putative glutamate/aspartate-binding pe --- AT1G03070 -1.10 -0.14 -1.16 0.284786 0.511978 -6.15
250064_at  disease resistance protein - like downy DAR4 AT5G17890 -1.13 -0.18 -1.16 0.28477 0.511978 -6.15
255703_at putative chalcone synthase similar to pla--- AT4G00040 -1.16 -0.21 -1.16 0.284861 0.512031 -6.16
265562_at hypothetical protein predicted by gensca--- AT2G05500 1.07 0.10 1.16 0.284855 0.512031 -6.16
246694_at putative protein --- --- 1.09 0.13 1.16 0.285029 0.512294 -6.16
247470_at  putative protein various predicted prote --- AT5G62220 1.34 0.42 1.16 0.285078 0.512301 -6.16
262740_at  lipase, putative contains Pfam profile: P--- AT1G28590 -1.10 -0.13 -1.16 0.285076 0.512301 -6.16
264046_at putative non-LTR retroelement reverse t --- AT2G22440 1.10 0.13 1.16 0.285252 0.512573 -6.16
257539_at hypothetical protein predicted by genem--- AT3G29150 1.09 0.12 1.16 0.285334 0.512680 -6.16
265823_at hypothetical protein predicted by gensca--- AT2G35760 -1.10 -0.13 -1.16 0.285369 0.512702 -6.16
257602_at  hydrolase, putative similar to Metal Dep--- AT3G13800 1.10 0.13 1.16 0.28547 0.512843 -6.16
246590_at  cyclic nucleotide and calmodulin-regula CNGC18 AT5G14870 1.08 0.11 1.16 0.285507 0.512869 -6.16
265669_at unknown protein  ;supported by full-leng--- AT2G32040 -1.17 -0.22 -1.16 0.285599 0.512993 -6.16
245161_at putative myrosinase binding protein NSP2 AT2G33070 -1.12 -0.17 -1.16 0.285793 0.513084 -6.16
253361_at putative protein various predicted protein--- AT4G33100 1.18 0.23 1.16 0.285733 0.513084 -6.16
266978_at putative disease resistance response pr --- AT2G39430 1.10 0.13 1.16 0.285675 0.513084 -6.16
259074_at putative protein kinase contains Pfam prRPK2 AT3G02130 -1.15 -0.21 -1.16 0.285817 0.513084 -6.16



253797_at  putative protein 55.11 protein homolog, RPN1B AT4G28470 -1.07 -0.10 -1.16 0.285851 0.513084 -6.16
265957_at hypothetical protein predicted by gensca--- AT2G37300 1.07 0.10 1.16 0.285831 0.513084 -6.16
254285_at  putative cdc2 kinase homolog cdc2 kina--- AT4G22940 -1.12 -0.17 -1.16 0.28584 0.513084 -6.16
253086_at hypothetical protein --- AT4G36370 1.08 0.11 1.16 0.285822 0.513084 -6.16
246386_at  beta-galactosidase, putative similar to bBGAL16 AT1G77410 1.12 0.17 1.16 0.285772 0.513084 -6.16
256180_at  light repressible receptor protein kinase--- AT1G51810 1.07 0.10 1.16 0.285909 0.513148 -6.16
249917_at putative protein strong similarity to unkn --- AT5G22460 1.58 0.66 1.16 0.285944 0.513169 -6.16
266258_at 60S acidic ribosomal protein P2  ;suppo --- AT2G27720 -1.18 -0.24 -1.16 0.285999 0.513227 -6.16
247466_at  putative protein predicted proteins, Arab--- AT5G62090 -1.15 -0.20 -1.16 0.286053 0.513284 -6.16
255077_at putative protein --- AT4G09150 -1.16 -0.21 -1.16 0.286216 0.513497 -6.16
249608_at  multispanning membrane protein - like m--- AT5G37310 -1.11 -0.15 -1.16 0.286195 0.513497 -6.16
245604_at hypothetical protein --- AT4G14290 -1.11 -0.14 -1.16 0.286293 0.513553 -6.16
260997_at  zinc-finger protein (ZPT4-4), putative si --- AT1G26610 -1.08 -0.11 -1.16 0.28629 0.513553 -6.16
261601_at  ARP protein, putative similar to ARP proNQR AT1G49670 1.09 0.12 1.16 0.286332 0.513562 -6.16
265488_at hypothetical protein predicted by gensca--- AT2G15610 1.10 0.14 1.16 0.286343 0.513562 -6.16
261754_at  alpha-amylase, putative similar to alphaAMY2 AT1G76130 1.28 0.36 1.16 0.286539 0.513874 -6.16
256342_at unknown protein ; supported by full-leng--- AT1G72020 1.10 0.13 1.16 0.286573 0.513894 -6.16
250833_at  myotubularin - like protein myotubularin --- AT5G04540 1.09 0.13 1.16 0.286606 0.513912 -6.16
262950_at  transcription initiation factor, putative sim--- AT1G75510 1.08 0.11 1.16 0.286797 0.514214 -6.16
265297_at putative disease resistance protein conta--- AT2G14080 1.08 0.12 1.16 0.286832 0.514238 -6.16
258239_at putative chlorophyll A-B binding protein LHCB2.3 AT3G27690 -1.55 -0.63 -1.16 0.286861 0.514249 -6.16
250900_at putative protein  ; supported by cDNA: gATB' ALPHAT5G03470 -1.13 -0.18 -1.16 0.286895 0.514269 -6.16
245504_at glutaredoxin --- AT4G15660 -1.17 -0.22 -1.16 0.287242 0.514811 -6.16
248451_at putative protein similar to unknown prote--- AT5G51180 1.08 0.11 1.16 0.287229 0.514811 -6.16
251362_at DEAD box RNA helicase RH12 --- AT3G61240 -1.10 -0.14 -1.16 0.287283 0.514843 -6.16
251820_at  putative protein In2-1 protein, Zea maysGSTL2 AT3G55040 -1.21 -0.28 -1.16 0.287335 0.514897 -6.16
248486_at respiratory burst oxidase protein RHD2 AT5G51060 1.08 0.11 1.16 0.287369 0.514916 -6.16
265362_at putative retroelement pol polyprotein --- --- -1.09 -0.12 -1.16 0.287413 0.514955 -6.16
249173_at unknown protein --- AT5G43000 1.12 0.17 1.15 0.287517 0.515100 -6.16
252527_at  dTDP-glucose 4-6-dehydratases-like pr UXS5 AT3G46440 1.12 0.16 1.15 0.287801 0.515528 -6.16
256498_at hypothetical protein --- --- -1.09 -0.12 -1.15 0.287799 0.515528 -6.16
257553_at  unknown protein contains Pfam profile:PTPR2 AT3G16830 -1.16 -0.21 -1.15 0.287835 0.515549 -6.16
267364_at unknown protein  ;supported by full-lengELF4 AT2G40080 -1.12 -0.16 -1.15 0.287936 0.515690 -6.16
257175_s_a cyclopropane-fatty-acyl-phospholipid sy--- AT3G23470 / -1.10 -0.14 -1.15 0.288087 0.515779 -6.16
256455_at unknown protein ;supported by full-lengt --- AT1G75190 -1.09 -0.13 -1.15 0.288058 0.515779 -6.16



265899_s_a SKP1/ASK1 (At3), putative similar to fimASK4 AT1G20140 / -1.11 -0.14 -1.15 0.28805 0.515779 -6.16
263424_at putative RING zinc finger protein --- AT2G31510 -1.10 -0.13 -1.15 0.288099 0.515779 -6.16
246360_at hypothetical protein --- --- 1.09 0.13 1.15 0.288051 0.515779 -6.16
265535_at  hypothetical protein predicted by gensc --- AT2G15900 1.09 0.12 1.15 0.288188 0.515857 -6.16
259640_at  beta-glucosidase, putative identical to GBGLU18 AT1G52400 -1.23 -0.30 -1.15 0.288171 0.515857 -6.16
267630_at unknown protein predicted by genefinde--- AT2G42130 -1.12 -0.17 -1.15 0.288362 0.516128 -6.17
253209_at  putative protein membrane-associated s--- AT4G34830 -1.13 -0.17 -1.15 0.288452 0.516248 -6.17
261469_at unknown protein AtRLP4 AT1G28340 -1.09 -0.13 -1.15 0.288504 0.516299 -6.17
246380_at  cytochrome P450, putative similar to cy CYP96A15AT1G57750 1.14 0.19 1.15 0.288525 0.516299 -6.17
264846_at senescence-associated protein contains--- AT2G17850 1.10 0.13 1.15 0.288687 0.516548 -6.17
252695_s_a hypothetical protein predicted proteins, --- --- -1.07 -0.10 -1.15 0.288717 0.516561 -6.17
255781_at unknown protein --- AT1G19880 1.09 0.12 1.15 0.288896 0.516840 -6.17
251115_at  putative protein symplekin - Homo sapieESP4 AT5G01400 1.10 0.13 1.15 0.288957 0.516869 -6.17
267466_at putative GDSL-motif lipase/hydrolase sim--- AT2G19010 -1.09 -0.12 -1.15 0.288957 0.516869 -6.17
253591_at  putative protein hypothetical protein, ScMUS81 AT4G30870 -1.14 -0.19 -1.15 0.28905 0.516994 -6.17
253206_at  putative squalene synthase non-consenSQS1 AT4G34640 1.10 0.14 1.15 0.289087 0.517021 -6.17
263500_s_ahypothetical protein --- AT2G07672 -1.11 -0.15 -1.15 0.289128 0.517052 -6.17
250766_at putative protein similar to unknown prote--- AT5G05550 1.11 0.15 1.15 0.289304 0.517292 -6.17
256868_at  eukaryotic translation initiation factor 4BEIF4B1 AT3G26400 1.17 0.23 1.15 0.289307 0.517292 -6.17
256959_at  methyltransferase, putative   --- AT3G13440 -1.08 -0.11 -1.15 0.28938 0.517382 -6.17
253259_at  putative protein ethylene-responsive eleRRTF1 AT4G34410 1.33 0.41 1.15 0.289421 0.517414 -6.17
266558_at putative polygalacturonase --- AT2G23900 -1.09 -0.12 -1.15 0.289456 0.517436 -6.17
266838_at similar to jasmonate-inducible proteins f --- AT2G25980 1.10 0.13 1.15 0.289516 0.517463 -6.17
249390_at  60S RIBOSOMAL PROTEIN L5 -like 60--- AT5G40130 -1.08 -0.12 -1.15 0.289509 0.517463 -6.17
251346_at  putative protein hypothetical protein F14--- AT3G60980 1.09 0.13 1.15 0.2896 0.517573 -6.17
251320_at  3-methyl-2-oxobutanoate hydroxy-methPANB2 AT3G61530 1.08 0.12 1.15 0.289679 0.517674 -6.17
253950_at  putative dihydrolipoamide succinyltrans --- AT4G26910 1.17 0.23 1.15 0.289749 0.517688 -6.17
255415_at hypothetical protein --- AT4G03160 -1.07 -0.10 -1.15 0.289722 0.517688 -6.17
267546_at putative disease resistance protein AtRLP23 AT2G32680 1.57 0.65 1.15 0.289756 0.517688 -6.17
254062_at  putative protein zinc finger protein ZNF2--- AT4G25380 1.38 0.46 1.15 0.289862 0.517838 -6.17
266070_at hypothetical protein predicted by genscaEXLB3 AT2G18660 2.69 1.43 1.15 0.289908 0.517880 -6.17
257639_at hypothetical protein --- AT3G25720 1.10 0.14 1.15 0.289993 0.517950 -6.17
260724_at unknown protein ;supported by full-lengt --- AT1G48140 1.09 0.13 1.15 0.289988 0.517950 -6.17
253839_at  putative protein prolactin-induced T cell --- AT4G27890 1.11 0.15 1.15 0.290025 0.517967 -6.17
252537_at  putative transporter protein peptide tran--- AT3G45710 1.10 0.14 1.15 0.290158 0.518042 -6.17



247331_at putative protein contains similarity to AT FP3 AT5G63530 1.20 0.26 1.15 0.290123 0.518042 -6.17
265322_at hypothetical protein predicted by gensca--- AT2G18270 -1.08 -0.11 -1.15 0.290093 0.518042 -6.17
259369_s_ahypothetical protein similar to putative C--- AT1G69150 / 1.09 0.13 1.15 0.290158 0.518042 -6.17
264805_at unknown protein similar to putative DNAATRX AT1G08600 -1.10 -0.14 -1.15 0.290519 0.518613 -6.17
259088_at  unknown protein, contains TNFR/NGFR--- AT3G04970 -1.15 -0.20 -1.15 0.290524 0.518613 -6.17
252526_at  putative protein ethylene-forming enzym--- AT3G46480 1.12 0.16 1.15 0.290605 0.518719 -6.17
257628_at  cytochrome P450, putative contains PfaCYP71B26AT3G26290 -1.22 -0.29 -1.15 0.290877 0.518739 -6.17
246188_at putative protein --- AT5G21050 1.08 0.11 1.15 0.29079 0.518739 -6.17
264692_at  DNA binding protein MybSt1, putative s --- AT1G70000 -1.12 -0.16 -1.15 0.290916 0.518739 -6.17
252241_at  putative protein CND41, chloroplast nuc--- AT3G50050 1.10 0.13 1.15 0.290935 0.518739 -6.17
246135_at  putative protein non-consensus donor s--- AT5G20885 -1.20 -0.26 -1.15 0.290772 0.518739 -6.17
249462_at  putative protein predicted proteins, ArabEMB2744 AT5G39680 -1.10 -0.14 -1.15 0.290777 0.518739 -6.17
253862_at NOZZLE/SPOROCYTELESS  ; supporteSPL AT4G27330 1.13 0.17 1.15 0.290799 0.518739 -6.17
263728_at  gamma-adaptin, putative similar to gam--- AT1G60070 -1.10 -0.14 -1.15 0.290854 0.518739 -6.17
247683_at  serine/threonine-specific protein kinase --- AT5G59660 1.11 0.15 1.15 0.290865 0.518739 -6.17
246225_at putative protein ;supported by full-lengthLEJ2 AT4G36910 -1.12 -0.17 -1.15 0.29069 0.518739 -6.17
261172_at hypothetical protein predicted by genem--- AT1G04840 -1.11 -0.14 -1.15 0.290792 0.518739 -6.17
267283_at Mutator-like transposase similar to MUR--- --- -1.07 -0.10 -1.15 0.290763 0.518739 -6.17
258195_at myb protein(myb26) contains myb DNA ATMYB26 AT3G13890 -1.10 -0.14 -1.15 0.290811 0.518739 -6.17
246248_at hypothetical protein --- AT4G36560 -1.08 -0.11 -1.15 0.290927 0.518739 -6.17
249659_s_aputative protein similar to unknown prote--- AT5G36710 / 1.13 0.18 1.15 0.290991 0.518758 -6.17
255772_at  calmodulin, putative similar to calmodul --- AT1G18530 -1.10 -0.14 -1.15 0.29097 0.518758 -6.17
258718_at unknown protein  ; supported by cDNA: --- AT3G09760 -1.10 -0.14 -1.15 0.291026 0.518780 -6.17
246601_at  copper amine oxidase, putative similar t--- AT1G31710 1.89 0.92 1.15 0.291093 0.518859 -6.17
247997_at putative protein contains similarity to actATARP8 AT5G56180 1.11 0.15 1.15 0.291148 0.518915 -6.17
250317_at tubulin beta-6 chain (sp|P29514)  ; suppTUB6 AT5G12250 -1.31 -0.39 -1.14 0.291326 0.519193 -6.17
261108_at  1-aminocyclopropane-1-carboxylate synACS10 AT1G62960 -1.12 -0.17 -1.14 0.291403 0.519208 -6.17
249860_at prolylcarboxypeptidase-like protein  ;sup--- AT5G22860 1.69 0.76 1.14 0.291358 0.519208 -6.17
265516_at putative Athila retroelement ORF1 prote --- --- -1.10 -0.13 -1.14 0.291396 0.519208 -6.17
259898_at hypothetical protein predicted by genefin--- AT1G71200 1.09 0.13 1.14 0.291466 0.519281 -6.17
261792_at  cinnamoyl CoA reductase, puitative simCCR1 AT1G15950 1.11 0.15 1.14 0.291531 0.519355 -6.17
257448_s_aputative protein various predicted protein--- AT2G11620 / 1.09 0.13 1.14 0.291577 0.519396 -6.17
249289_at N-hydroxycinnamoyl/benzoyltransferase--- AT5G41040 1.45 0.53 1.14 0.291727 0.519622 -6.17
254731_at hypothetical protein --- AT4G13750 -1.11 -0.15 -1.14 0.291758 0.519637 -6.17
267500_s_aputative cytochrome P450 CYP704A1AT2G44890 / -1.16 -0.22 -1.14 0.291864 0.519730 -6.18



247811_at  leucine zipper-containing protein leucineATEXO70BAT5G58430 1.24 0.32 1.14 0.291878 0.519730 -6.18
261514_at hypothetical protein predicted by genem--- AT1G71870 -1.14 -0.19 -1.14 0.29184 0.519730 -6.17
258946_at hypothetical protein predicted by gensca--- AT3G10650 -1.12 -0.16 -1.14 0.292144 0.519920 -6.18
266053_at unknown protein --- AT2G40730 1.10 0.14 1.14 0.292139 0.519920 -6.18
251965_at  putative protein variety of predicted prot--- AT3G53360 -1.10 -0.14 -1.14 0.292059 0.519920 -6.18
257901_at hypothetical protein predicted by gensca--- --- 1.09 0.13 1.14 0.292083 0.519920 -6.18
255031_at putative proteins various hypothetical pr --- AT4G09490 1.12 0.17 1.14 0.292111 0.519920 -6.18
245163_at putative flavin-containing monooxygenas--- AT2G33230 1.12 0.16 1.14 0.292133 0.519920 -6.18
248166_at putative protein contains similarity to pre--- AT5G54520 -1.08 -0.11 -1.14 0.292102 0.519920 -6.18
248302_at putative protein similar to unknown prote--- AT5G53160 -1.14 -0.18 -1.14 0.292218 0.520010 -6.18
246721_at  putative protein glycine-rich protein, Pha--- --- -1.08 -0.11 -1.14 0.292241 0.520010 -6.18
262001_at  myrosinase binding protein, putative sim--- AT1G33790 -1.11 -0.15 -1.14 0.29237 0.520186 -6.18
252869_at putative protein --- AT4G39930 1.09 0.13 1.14 0.292385 0.520186 -6.18
249933_at rac GTPase activating protein --- AT5G22400 -1.08 -0.12 -1.14 0.292455 0.520223 -6.18
256509_at  NADPH oxidoreductase, putative simila --- AT1G75300 -1.18 -0.24 -1.14 0.292474 0.520223 -6.18
265663_at unknown protein predicted by genscan; --- AT2G24290 -1.11 -0.15 -1.14 0.292442 0.520223 -6.18
259590_at hypothetical protein contains similarity to--- AT1G28160 1.10 0.14 1.14 0.292543 0.520305 -6.18
254520_at  potassium transporter-like protein putat --- AT4G19960 1.14 0.18 1.14 0.292746 0.520608 -6.18
254885_at  putative protein various predicted prote --- AT4G11745 1.12 0.17 1.14 0.292759 0.520608 -6.18
263776_s_aputative cyclic nucleotide-regulated ion cATCNGC3AT2G46430 / 1.50 0.59 1.14 0.29279 0.520623 -6.18
245857_at  putative protein various predicted prote --- --- 1.13 0.17 1.14 0.292821 0.520636 -6.18
247670_at  putative protein predicted proteins, C.el --- AT5G60190 -1.13 -0.17 -1.14 0.293095 0.521083 -6.18
246855_at  putative protein various predicted prote --- AT5G26280 1.28 0.36 1.14 0.293263 0.521341 -6.18
247707_at  scarecrow-like 11 - like scarecrow-like 1--- AT5G59450 1.47 0.56 1.14 0.293331 0.521422 -6.18
262121_at  endo-1,4-beta-glucanase precursor, putATCEL2 AT1G02800 1.12 0.16 1.14 0.293362 0.521433 -6.18
251448_at  allyl alcohol dehydrogenase-like protein--- AT3G59845 1.09 0.12 1.14 0.293383 0.521433 -6.18
250806_at putative protein similar to unknown prote--- AT5G05070 1.09 0.12 1.14 0.293492 0.521545 -6.18
260330_at  putative RING zinc finger protein contai --- AT1G80400 -1.09 -0.13 -1.14 0.293482 0.521545 -6.18
262192_at hypothetical protein predicted by genem--- AT1G77830 -1.08 -0.11 -1.14 0.293517 0.521549 -6.18
252678_s_anitrilase 2  ;supported by full-length cDNNIT2 AT3G44300 / 1.09 0.12 1.14 0.293591 0.521558 -6.18
251237_at  bZIP transcription factor-like protein DNCPuORF3 AT3G62420 / 1.10 0.13 1.14 0.293576 0.521558 -6.18
251329_at  putative protein hypothetical protein F1 SYP73 AT3G61450 1.13 0.18 1.14 0.293589 0.521558 -6.18
255888_at hypothetical protein contains similarity to--- AT1G20300 -1.28 -0.36 -1.14 0.293627 0.521581 -6.18
245451_at disease resistance RPP5 like protein SNC1 AT4G16890 -1.08 -0.11 -1.14 0.293768 0.521791 -6.18
261839_at unknown protein --- AT1G16040 -1.10 -0.14 -1.14 0.29384 0.521797 -6.18



245635_at  zinc finger protein ID1, putative similar tAtIDD16 AT1G25250 1.08 0.11 1.14 0.293836 0.521797 -6.18
259687_at unknown protein --- AT1G63110 -1.12 -0.17 -1.14 0.293804 0.521797 -6.18
249749_at unknown protein BIN4 AT5G24630 1.11 0.15 1.14 0.293922 0.521903 -6.18
250681_at unknown protein --- AT5G06590 -1.08 -0.11 -1.14 0.293961 0.521931 -6.18
266472_at unknown protein --- AT2G31150 -1.08 -0.11 -1.14 0.294012 0.521981 -6.18
264008_at unknown protein --- AT2G21120 1.13 0.17 1.14 0.294085 0.522070 -6.18
248741_at putative protein similar to unknown proteSLY2 AT5G48170 -1.15 -0.20 -1.14 0.294247 0.522317 -6.18
246637_at  putative protein polymorphic membrane--- AT5G34870 1.10 0.14 1.14 0.29428 0.522335 -6.18
261777_at hypothetical protein predicted by genem--- AT1G76210 1.09 0.13 1.14 0.29433 0.522344 -6.18
257018_at unknown protein --- AT3G19630 -1.10 -0.14 -1.14 0.294345 0.522344 -6.18
265623_at hypothetical protein predicted by genefin--- AT2G27270 -1.11 -0.15 -1.14 0.294354 0.522344 -6.18
267646_at putative phosphate transporter PHT5 AT2G32830 1.15 0.20 1.14 0.294472 0.522514 -6.18
264953_at alcohol dehydrogenase identical to alcohADH1 AT1G77120 -1.13 -0.18 -1.14 0.294515 0.522548 -6.18
266740_at hypothetical protein predicted by genefin--- AT2G46840 1.10 0.13 1.14 0.294584 0.522630 -6.18
250808_at putative protein contains similarity to unkATG18E AT5G05150 1.12 0.16 1.14 0.294649 0.522642 -6.18
262463_at  hexose transporter, putative similar to hSTP9 AT1G50310 1.18 0.24 1.14 0.294657 0.522642 -6.18
255949_at hypothetical protein predicted by genem--- AT1G22080 1.07 0.10 1.14 0.294659 0.522642 -6.18
254897_at  serine/threonine kinase-like protein rece--- AT4G11470 1.31 0.39 1.14 0.29474 0.522704 -6.18
245577_at kinase like protein --- AT4G14780 -1.11 -0.15 -1.14 0.29473 0.522704 -6.18
255189_at hypothetical protein --- AT4G07350 1.08 0.12 1.14 0.294811 0.522789 -6.18
257058_at Expressed protein ; supported by cDNA COX17 AT3G15352 1.41 0.50 1.14 0.294845 0.522809 -6.18
262144_at hypothetical protein predicted by genem--- AT1G52620 1.09 0.12 1.14 0.29508 0.523185 -6.18
255263_at  4-coumarate--CoA ligase - like protein 4--- AT4G05160 1.08 0.11 1.14 0.29513 0.523233 -6.18
250830_at putative protein similar to unknown prote--- AT5G04910 1.13 0.17 1.14 0.295154 0.523235 -6.18
255986_x_a putative protein predicted proteins, Arab--- --- 1.07 0.10 1.13 0.295254 0.523371 -6.18
257502_at unknown protein --- AT1G78110 1.21 0.28 1.13 0.295277 0.523372 -6.18
254082_at  glutamine cyclotransferase precursor - QC AT4G25720 1.21 0.27 1.13 0.295303 0.523377 -6.18
264894_at unknown protein Location of EST gb|AA--- AT1G23040 1.11 0.16 1.13 0.295356 0.523430 -6.18
262389_at hypothetical protein contains similarity to--- AT1G49270 1.09 0.13 1.13 0.29548 0.523610 -6.19
248826_at casein kinase II beta chain ; supported bCKB1 AT5G47080 -1.12 -0.17 -1.13 0.295601 0.523743 -6.19
246320_at unknown protein --- AT1G16560 1.15 0.20 1.13 0.29558 0.523743 -6.19
266400_at methylenetetrahydrofolate dehydrogena --- AT2G38660 1.08 0.11 1.13 0.295707 0.523849 -6.19
262393_at hypothetical protein contains similarity to--- AT1G49490 -1.10 -0.13 -1.13 0.2957 0.523849 -6.19
258523_at  pectin methylesterase, putative similar t--- AT3G06830 1.07 0.10 1.13 0.295819 0.524006 -6.19
246766_at hypothetical protein --- AT5G27340 1.15 0.20 1.13 0.295882 0.524077 -6.19



266125_at putative GATA-type zinc finger transcrip --- AT2G45050 1.12 0.16 1.13 0.296006 0.524256 -6.19
253964_at  putative protein qkI-7, Mus musculus --- AT4G26480 -1.09 -0.13 -1.13 0.296067 0.524324 -6.19
254470_at putative protein other hypothetical prote --- --- 1.12 0.17 1.13 0.296093 0.524328 -6.19
266561_at unknown protein --- AT2G23960 1.08 0.11 1.13 0.29645 0.524694 -6.19
264599_at putative myosin heavy chain similar to GXIA AT1G04600 -1.09 -0.12 -1.13 0.29646 0.524694 -6.19
250889_at  putative protein exostose-related protei --- AT5G04500 1.09 0.13 1.13 0.296422 0.524694 -6.19
263402_at hypothetical protein similar to hypothetic--- AT2G04050 1.42 0.51 1.13 0.296329 0.524694 -6.19
261010_at hypothetical protein predicted by genem--- AT1G26350 -1.09 -0.13 -1.13 0.296403 0.524694 -6.19
245815_at unknown protein --- AT1G26090 -1.11 -0.15 -1.13 0.296387 0.524694 -6.19
246276_at Cu2+-transporting ATPase-like protein HMA1 AT4G37270 -1.08 -0.12 -1.13 0.296415 0.524694 -6.19
264025_at AUX1-like amino acid permease  ; suppo--- AT2G21050 1.36 0.45 1.13 0.296521 0.524762 -6.19
251554_at  putative protein predicted protein, Arabi --- AT3G58670 1.11 0.15 1.13 0.296556 0.524783 -6.19
255349_at hypothetical protein --- AT4G03830 -1.07 -0.10 -1.13 0.296642 0.524893 -6.19
253314_at hypothetical protein --- AT4G33890 -1.08 -0.11 -1.13 0.296701 0.524917 -6.19
253368_at  myosin - like protein unconventional myXI-I AT4G33200 -1.09 -0.13 -1.13 0.296682 0.524917 -6.19
267610_at  K+ transporter, AKT1 identical to GB:U0AKT1 AT2G26650 -1.27 -0.35 -1.13 0.296725 0.524919 -6.19
257497_at hypothetical protein predicted by genem--- AT1G51430 -1.15 -0.21 -1.13 0.296865 0.525126 -6.19
252741_at  putative protein predicted protein, Arabi --- AT3G43280 -1.08 -0.12 -1.13 0.296961 0.525219 -6.19
257258_at hypothetical protein contains Pfam profil --- AT3G22040 -1.14 -0.19 -1.13 0.296964 0.525219 -6.19
261586_at  hypothetical protein predicted by genem--- AT1G01640 -1.22 -0.29 -1.13 0.297119 0.525452 -6.19
249324_at cytochrome c1 precursor  ; supported by--- AT5G40810 -1.08 -0.11 -1.13 0.29726 0.525620 -6.19
254920_at  putative protein 24 kDa seed maturationBTI2 AT4G11220 -1.11 -0.15 -1.13 0.297256 0.525620 -6.19
260344_at  polyneuridine aldehyde esterase, putati MES15 AT1G69240 1.10 0.14 1.13 0.297289 0.525631 -6.19
258632_s_a putative MAP3K epsilon protein kinase MAPKKK7 AT3G07980 / -1.13 -0.18 -1.13 0.297429 0.525798 -6.19
254986_at  putative protein SF16 protein -HelianthuIQD16 AT4G10640 1.07 0.10 1.13 0.297412 0.525798 -6.19
256580_s_ahypothetical protein --- AT3G28810 / 1.08 0.11 1.13 0.297481 0.525848 -6.19
247363_at unknown protein --- AT5G63200 -1.10 -0.13 -1.13 0.297568 0.525960 -6.19
257909_at Expressed protein ; supported by full-len--- AT3G25480 -1.12 -0.17 -1.13 0.297631 0.526032 -6.19
253072_at putative protein  ;supported by full-length--- AT4G37830 1.08 0.11 1.13 0.297764 0.526063 -6.19
266569_at unknown protein --- AT2G24080 1.08 0.12 1.13 0.297737 0.526063 -6.19
266248_at hypothetical protein predicted by gensca--- AT2G27650 1.07 0.10 1.13 0.297748 0.526063 -6.19
260307_at unknown protein similar to unknown pro --- AT1G70620 -1.07 -0.10 -1.13 0.2977 0.526063 -6.19
266564_at putative serine carboxypeptidase II scpl22 AT2G24000 1.13 0.17 1.13 0.297701 0.526063 -6.19
260954_at  glyoxalase II isozyme, putative similar toGLX2-4 AT1G06130 -1.11 -0.15 -1.13 0.297927 0.526269 -6.19
248989_at disease resistance protein RPS4 --- AT5G45200 -1.11 -0.15 -1.13 0.297925 0.526269 -6.19



265540_at Mutator-like transposase similar to  MUR--- --- 1.08 0.11 1.13 0.297985 0.526291 -6.19
264426_at hypothetical protein similar to hypothetic--- AT1G61760 -1.11 -0.15 -1.13 0.297963 0.526291 -6.19
264333_at hypothetical protein similar to putative T AtTLP4 AT1G61940 1.08 0.12 1.13 0.298042 0.526350 -6.19
259384_at  putative lectin contains Pfam profile: PF--- AT3G16450 1.12 0.16 1.13 0.29809 0.526393 -6.19
260057_at putative protein phosphatase 2C similar --- AT1G78200 1.08 0.12 1.13 0.298165 0.526404 -6.19
256705_at  cytochrome P450, putative similar to GBCYP702A8AT3G30290 -1.11 -0.15 -1.13 0.298165 0.526404 -6.19
252696_at  hypothetical protein predicted transposo--- --- 1.08 0.10 1.13 0.298143 0.526404 -6.19
249833_at putative protein contains similarity to unk--- AT5G23430 1.12 0.16 1.13 0.298205 0.526435 -6.19
247267_at 40S ribosomal protein S28 (sp|P34789) RPS28 AT5G64140 -1.21 -0.28 -1.13 0.298404 0.526704 -6.19
259142_at unknown protein similar to ankyrin like p--- AT3G10200 1.10 0.14 1.13 0.298398 0.526704 -6.19
261064_at unknown protein ftsh10 AT1G07510 -1.12 -0.16 -1.13 0.298441 0.526729 -6.19
262080_at unknown protein ; supported by cDNA: gCW14 AT1G59650 1.13 0.17 1.13 0.298585 0.526901 -6.19
267195_at putative protein kinase contains a protei --- AT2G30940 1.13 0.18 1.13 0.298564 0.526901 -6.19
251411_at regulatory subunit of protein kinase CK2CKB3 AT3G60250 -1.10 -0.14 -1.13 0.298684 0.527035 -6.19
253211_at  amidase - like protein amidase, Bacillus--- AT4G34880 1.08 0.12 1.13 0.29872 0.527057 -6.19
249576_at  putative protein predicted protein, Arabi --- AT5G37690 -1.08 -0.11 -1.13 0.298755 0.527079 -6.19
246774_at  polygalacturonase-like protein polygalac--- AT5G27530 1.09 0.13 1.13 0.298822 0.527132 -6.19
251040_at  ribonuclease II-like protein ribonucleaseEMB2730 AT5G02250 -1.16 -0.21 -1.13 0.298831 0.527132 -6.19
264833_at putative protein phosphatase similar to G--- AT1G03590 1.16 0.21 1.13 0.298917 0.527243 -6.19
264726_at Expressed protein ; supported by full-len--- AT1G22985 1.12 0.17 1.13 0.299097 0.527489 -6.19
264240_at  protein kinase, putative Simisimilar to p --- AT1G54820 -1.44 -0.53 -1.13 0.299103 0.527489 -6.19
266394_at Ras-related GTP-binding protein (ARA-4ARA4 AT2G43130 -1.10 -0.13 -1.12 0.299144 0.527520 -6.20
262783_at receptor-kinase isolog --- AT1G10850 -1.21 -0.27 -1.12 0.29941 0.527948 -6.20
246281_at hypothetical protein NAPRT1 AT4G36940 -1.15 -0.20 -1.12 0.299507 0.528078 -6.20
248569_at receptor protein kinase-like --- AT5G49770 -1.11 -0.15 -1.12 0.299654 0.528297 -6.20
267287_at putative pectinesterase sks16 AT2G23630 1.08 0.11 1.12 0.299755 0.528399 -6.20
253899_at  putative protein protein disulfide-isomerATPDIL5-4AT4G27080 1.10 0.14 1.12 0.299793 0.528399 -6.20
253110_at hypothetical protein --- AT4G35930 1.14 0.19 1.12 0.299805 0.528399 -6.20
258481_at putative phosphatidate phosphohydrolasLPP3 AT3G02600 -1.13 -0.17 -1.12 0.299798 0.528399 -6.20
264853_at putative ligand-gated ion channel proteinGLR2 AT2G17260 / -1.11 -0.15 -1.12 0.299832 0.528401 -6.20
264074_at putative retroelement pol polyprotein rela--- --- -1.09 -0.13 -1.12 0.299852 0.528401 -6.20
257353_at hypothetical protein predicted by genscaNPY4 AT2G23050 1.09 0.13 1.12 0.299978 0.528582 -6.20
250478_at  non-phototropic hypocotyl 3-like proteinDOT3 AT5G10250 -1.12 -0.16 -1.12 0.300026 0.528586 -6.20
259925_at thaumatin-like protein similar to thaumatPR5 AT1G75040 2.71 1.44 1.12 0.300005 0.528586 -6.20
265766_at unknown protein --- AT2G48080 1.13 0.17 1.12 0.300121 0.528615 -6.20



260637_at  ACC oxidase, putative similar to ACC o ACO2 AT1G62380 1.31 0.39 1.12 0.30007 0.528615 -6.20
249445_at  putative protein predicted protein, Arabi --- AT5G39380 -1.11 -0.15 -1.12 0.300108 0.528615 -6.20
265191_at hypothetical protein Similar to Saccharo --- AT1G05120 -1.09 -0.13 -1.12 0.300136 0.528615 -6.20
264891_at  putative pectinesterase similar to GB:AA--- AT1G23200 -1.15 -0.21 -1.12 0.300254 0.528783 -6.20
246861_at  putative protein phytochrome-associate IAA28 AT5G25890 1.10 0.13 1.12 0.300303 0.528793 -6.20
247532_at  putative protein disease resistance prot --- AT5G61560 1.30 0.38 1.12 0.300329 0.528793 -6.20
258129_at hypothetical protein predicted by genemROPGEF8AT3G24620 -1.10 -0.13 -1.12 0.300324 0.528793 -6.20
261568_at  DNA-binding protein, putative similar to NGA3 AT1G01030 1.10 0.13 1.12 0.300413 0.528900 -6.20
253968_at  putative calcineurin B-like protein calcinCBL7 AT4G26560 1.09 0.12 1.12 0.300597 0.529183 -6.20
263130_at hypothetical protein predicted by genscaPOLD3 AT1G78650 -1.18 -0.24 -1.12 0.300663 0.529257 -6.20
261020_at hypothetical protein similar to reticuline o--- AT1G26390 1.28 0.36 1.12 0.300769 0.529281 -6.20
248108_at molybdopterin synthase sulphurylase (g CNX5 AT5G55130 1.10 0.14 1.12 0.300756 0.529281 -6.20
262182_at hypothetical protein predicted by genem--- AT1G77890 1.09 0.12 1.12 0.300708 0.529281 -6.20
252801_at  putative protein various predicted Helica--- --- 1.08 0.12 1.12 0.300732 0.529281 -6.20
258279_at  putative self-incompatibility protein simi --- AT3G26870 -1.07 -0.10 -1.12 0.300947 0.529553 -6.20
259668_at hypothetical protein predicted by genem--- AT1G52390 1.09 0.12 1.12 0.301002 0.529609 -6.20
251393_at  putative protein symbiosis-related proteATG8G AT3G60640 -1.14 -0.19 -1.12 0.30106 0.529670 -6.20
259102_at unknown protein similar to hin1 GB:CAANHL1 AT3G11660 -1.11 -0.16 -1.12 0.301102 0.529704 -6.20
253171_at putative protein  ;supported by full-length--- AT4G35040 -1.11 -0.15 -1.12 0.30113 0.529711 -6.20
247243_at nodulin-like protein --- AT5G64700 1.16 0.21 1.12 0.301197 0.529788 -6.20
252254_at hypothetical protein  ; supported by cDNDMS3 AT3G49250 -1.08 -0.11 -1.12 0.301292 0.529890 -6.20
253026_at hypothetical protein --- AT4G38120 1.14 0.18 1.12 0.301301 0.529890 -6.20
264796_at unknown protein similar to ESTs gb|T20ZIGA4 AT1G08680 -1.09 -0.13 -1.12 0.301419 0.530033 -6.20
251894_at  putative protein predicted proteins, Arab--- AT3G54380 1.11 0.15 1.12 0.301429 0.530033 -6.20
262971_at  receptor-like protein kinase, putative rec--- AT1G75640 1.13 0.18 1.12 0.3015 0.530118 -6.20
266868_at hypothetical protein predicted by gensca--- AT2G44630 -1.09 -0.12 -1.12 0.301616 0.530235 -6.20
253201_at  putative ribosomal protein S16 ribosom SSR16 AT4G34620 -1.09 -0.13 -1.12 0.30159 0.530235 -6.20
264732_at  serpin, putative similar to serpin GI:119 --- AT1G62160 1.08 0.10 1.12 0.301636 0.530235 -6.20
267564_at putative protein kinase contains a protei --- AT2G30740 1.11 0.14 1.12 0.301763 0.530416 -6.20
252655_at hypothetical protein with predicted heme--- AT3G44760 1.08 0.11 1.12 0.301786 0.530416 -6.20
248468_at UDP-glucose:protein transglucosylase; rRGP4 AT5G50750 1.11 0.15 1.12 0.301904 0.530513 -6.20
253073_at  cytochrome P450 monooxygenase - likeCYP81F4 AT4G37410 1.11 0.15 1.12 0.301937 0.530513 -6.20
252035_at  beta-ketoacyl-CoA synthase like proteinKCS15 AT3G52160 1.11 0.15 1.12 0.301953 0.530513 -6.20
267485_at putative MYB family transcription factor  MYB88 AT2G02820 -1.12 -0.16 -1.12 0.301942 0.530513 -6.20
267105_at hypothetical protein predicted by gensca--- AT2G14760 1.12 0.17 1.12 0.301958 0.530513 -6.20



249033_at putative protein contains similarity to dis --- AT5G44920 1.10 0.13 1.12 0.302016 0.530563 -6.20
248993_at putative protein contains similarity to dis --- AT5G45240 1.09 0.13 1.12 0.302032 0.530563 -6.20
264552_at hypothetical protein predicted by gensca--- AT1G09470 -1.15 -0.20 -1.12 0.30212 0.530675 -6.20
266628_at unknown protein --- AT2G35330 1.08 0.11 1.12 0.302152 0.530691 -6.20
252014_at  putative protein predicted proteins, Arab--- AT3G52870 1.31 0.39 1.12 0.302198 0.530731 -6.20
247268_at putative protein contains similarity to non--- AT5G64080 1.12 0.17 1.12 0.302231 0.530749 -6.20
256434_at putative 60S ribosomal protein L37a sim--- AT3G10950 -1.08 -0.11 -1.12 0.302353 0.530921 -6.20
262174_at putative GDP-mannose pyrophosphoryla--- AT1G74910 1.13 0.17 1.12 0.302395 0.530955 -6.20
251073_at putative protein hypothetical proteins - A--- AT5G01750 -1.07 -0.10 -1.12 0.302606 0.531283 -6.20
258836_at hypothetical protein predicted using gen --- AT3G07210 -1.14 -0.18 -1.12 0.302691 0.531351 -6.20
257387_s_aputative receptor-like protein kinase --- AT2G14440 / -1.11 -0.15 -1.12 0.302684 0.531351 -6.20
254495_at hypothetical protein EMB1895 AT4G20060 -1.15 -0.20 -1.12 0.302737 0.531391 -6.20
255532_at  hypothetical protein similar to orf at end--- AT4G02170 1.13 0.18 1.12 0.302782 0.531401 -6.20
265982_at putative retroelement pol polyprotein --- --- 1.08 0.11 1.12 0.302789 0.531401 -6.20
252352_at Expressed protein ; supported by full-len--- AT3G48185 -1.12 -0.17 -1.12 0.302863 0.531449 -6.21
259467_at hypothetical protein predicted by genem--- AT1G19060 1.07 0.10 1.12 0.302858 0.531449 -6.21
250229_at putative protein contains similarity to nasNACA3 AT5G13850 -1.16 -0.22 -1.12 0.302989 0.531547 -6.21
252788_at putative protein several hypothetical pro --- --- 1.09 0.12 1.12 0.302977 0.531547 -6.21
255606_at  hypothetical protein similar to T3F17.5, --- AT4G01110 -1.13 -0.17 -1.12 0.302957 0.531547 -6.21
262513_at unknown protein ; supported by cDNA: g--- AT1G34270 -1.10 -0.13 -1.12 0.303046 0.531607 -6.21
257933_at  aminoalcoholphosphotransferase, putatAAPT2 AT3G25585 -1.16 -0.22 -1.11 0.303098 0.531607 -6.21
264344_at putative aspartic proteinase similar to G --- AT1G11910 1.07 0.10 1.11 0.303186 0.531607 -6.21
258311_at  transport inhibitor response 1 (TIR1), puAFB2 AT3G26810 1.10 0.13 1.11 0.30314 0.531607 -6.21
265079_at hypothetical protein contains similarity to--- AT1G55460 -1.08 -0.11 -1.11 0.303184 0.531607 -6.21
254024_at  putative pathogenesis-related protein ge--- AT4G25780 -1.16 -0.21 -1.11 0.303112 0.531607 -6.21
254468_at  UDP-glucose 4-epimerase - like protein --- AT4G20460 1.09 0.13 1.11 0.303123 0.531607 -6.21
253878_at  trehalose-6-phosphate synthase - like pTPS4 AT4G27550 1.08 0.11 1.11 0.303334 0.531825 -6.21
255561_at putative hexose transporter similar to pla--- AT4G02050 1.15 0.20 1.11 0.303409 0.531875 -6.21
260053_at hypothetical protein similar to unknown p--- AT1G78120 -1.12 -0.16 -1.11 0.303407 0.531875 -6.21
264623_at putative NPK1-related protein kinase 2 SANP1 AT1G09000 1.08 0.11 1.11 0.303501 0.531939 -6.21
245995_at  putative protein various predicted prote --- --- 1.13 0.18 1.11 0.303539 0.531939 -6.21
263399_at unknown protein ; supported by full-leng--- AT2G31490 -1.09 -0.13 -1.11 0.303525 0.531939 -6.21
259315_at unknown protein AtRP2 AT3G01200 -1.08 -0.11 -1.11 0.303531 0.531939 -6.21
247292_at unknown protein --- AT5G64490 -1.10 -0.14 -1.11 0.303772 0.532307 -6.21
260242_at putative transcription factor similar to bHEGL3 AT1G63650 1.09 0.13 1.11 0.303883 0.532461 -6.21



262567_at hypothetical protein contains similarity to--- AT1G34300 1.15 0.21 1.11 0.304067 0.532564 -6.21
246772_at  putative protein unknown protein T12H1--- AT5G27490 -1.19 -0.25 -1.11 0.30404 0.532564 -6.21
266448_s_aunknown protein  ;supported by full-leng--- AT2G43210 -1.09 -0.12 -1.11 0.304098 0.532564 -6.21
255142_at stromal ascorbate peroxidase  ; supporteSAPX AT4G08390 1.41 0.49 1.11 0.304082 0.532564 -6.21
266067_s_ahypothetical protein predicted by gensca--- AT2G18810 / -1.07 -0.10 -1.11 0.304106 0.532564 -6.21
258028_at hypothetical protein --- AT3G27473 1.07 0.09 1.11 0.304027 0.532564 -6.21
254372_at  putative protein predicted proteins, Arab--- AT4G21620 1.19 0.25 1.11 0.304096 0.532564 -6.21
245552_at cytochrome P450 like protein CYP705A3AT4G15360 1.09 0.12 1.11 0.304147 0.532595 -6.21
265176_at  OBP32pep protein, putative identical to --- AT1G23520 1.09 0.12 1.11 0.304248 0.532731 -6.21
265124_at hypothetical protein similar to putative C--- AT1G55430 -1.11 -0.15 -1.11 0.304411 0.532977 -6.21
258357_at putative leucine-rich repeat transmembr SRF7 AT3G14350 1.17 0.23 1.11 0.304532 0.533017 -6.21
253186_at  putative protein predicted proteins, Arab--- AT4G35270 -1.14 -0.18 -1.11 0.304507 0.533017 -6.21
257532_at hypothetical protein similar to hypothetic--- AT3G04700 1.39 0.48 1.11 0.304574 0.533017 -6.21
262924_s_a vacuolar ATP synthase, putative similarAVA-P4 AT1G19910 / -1.11 -0.15 -1.11 0.304539 0.533017 -6.21
245226_at gene_id:K17E7.15~unknown protein --- AT3G29970 1.51 0.60 1.11 0.304566 0.533017 -6.21
257208_at hypothetical protein predicted by gensca--- AT3G14910 -1.14 -0.18 -1.11 0.304525 0.533017 -6.21
AFFX-BioB- E. coli /GEN=bioB /DB_XREF=gb:J0442--- --- 1.17 0.22 1.11 0.304673 0.533149 -6.21
257552_at  cellulase, putative contains Pfam profile--- AT3G26130 1.08 0.11 1.11 0.304721 0.533191 -6.21
260659_s_ahypothetical protein predicted by genem--- AT1G19460 / -1.07 -0.10 -1.11 0.304783 0.533259 -6.21
251581_at  putative protein CARBON CATABOLITE--- AT3G58560 -1.11 -0.15 -1.11 0.304845 0.533326 -6.21
260175_at  neutral invertase, putative similar to neu--- AT1G72000 -1.08 -0.11 -1.11 0.304901 0.533383 -6.21
253905_s_a putative protein retrotransposon Opie-2 --- --- -1.07 -0.10 -1.11 0.304962 0.533403 -6.21
249480_s_a protein kinase - like protein receptor-like--- AT5G38990 / 1.24 0.31 1.11 0.304982 0.533403 -6.21
254838_at hypothetical protein --- AT4G12380 -1.12 -0.17 -1.11 0.304941 0.533403 -6.21
249753_at putative protein similar to unknown prote--- AT5G24610 1.07 0.10 1.11 0.305158 0.533629 -6.21
263563_at putative retroelement pol polyprotein --- --- 1.09 0.13 1.11 0.305139 0.533629 -6.21
250207_at chalcone synthase (naringenin-chalconeTT4 AT5G13930 -1.30 -0.38 -1.11 0.305344 0.533912 -6.21
251709_at  response regulator-like protein respons ARR17 AT3G56380 -1.07 -0.10 -1.11 0.305404 0.533978 -6.21
248787_at putative protein similar to unknown prote--- AT5G47420 1.14 0.19 1.11 0.305451 0.534002 -6.21
260478_at DnaJ isolog --- AT1G11040 1.08 0.12 1.11 0.305465 0.534002 -6.21
246614_at serine/threonine protein kinase SOS2 (gSOS2 AT5G35410 -1.09 -0.12 -1.11 0.305684 0.534058 -6.21
260823_at hypothetical  protein predicted by genemDRIP1 AT1G06770 -1.09 -0.12 -1.11 0.305602 0.534058 -6.21
254616_at shaggy-like protein kinase etha (EC 2.7.BIN2 AT4G18710 -1.09 -0.12 -1.11 0.305672 0.534058 -6.21
267030_at unknown protein SCAR2 AT2G38440 -1.08 -0.12 -1.11 0.305643 0.534058 -6.21
262141_s_ahypothetical protein predicted by genem--- AT1G52440 / -1.07 -0.10 -1.11 0.305668 0.534058 -6.21



265743_s_aEn/Spm-like transposon protein related t--- --- 1.08 0.11 1.11 0.305551 0.534058 -6.21
251674_at hypothetical protein --- AT3G57250 1.09 0.13 1.11 0.30568 0.534058 -6.21
245566_at disease resistance RPS2 like protein --- AT4G14610 1.10 0.13 1.11 0.305612 0.534058 -6.21
255946_at  glycine hydroxymethyltransferase, puta SHM6 AT1G22020 1.07 0.10 1.11 0.305745 0.534072 -6.21
248627_at putative protein similar to unknown prote--- AT5G48950 1.12 0.17 1.11 0.305763 0.534072 -6.21
254507_at  Glu-rich protein mature-parasite-infecte --- AT4G20160 -1.08 -0.11 -1.11 0.305752 0.534072 -6.21
247897_at unknown protein  ;supported by full-lengTET15 AT5G57810 1.09 0.12 1.11 0.305952 0.534362 -6.21
257784_at  geranylgeranylated protein, putative simMUB4 AT3G26980 1.31 0.39 1.11 0.306029 0.534415 -6.21
259740_at  phytochrome, putative similar to GI:296 --- AT1G64300 -1.14 -0.19 -1.11 0.306019 0.534415 -6.21
248000_at WD-repeat protein-like  ;supported by fu --- AT5G56190 1.10 0.14 1.11 0.306084 0.534469 -6.21
256927_at unknown protein --- AT3G22550 -1.08 -0.12 -1.11 0.306109 0.534472 -6.21
256162_at hypothetical protein similar to hypothetic--- AT1G55390 1.08 0.11 1.11 0.306133 0.534473 -6.21
255761_at hypothetical protein predicted by gensca--- AT1G16770 1.09 0.13 1.11 0.306162 0.534483 -6.21
264916_at  ATP citrate-lyase, putative similar to ATACLA-2 AT1G60810 -1.13 -0.18 -1.11 0.306187 0.534485 -6.21
260578_at unknown protein predicted by genscan --- AT2G47350 -1.09 -0.12 -1.11 0.30628 0.534607 -6.21
251104_at  F-box protein family, AtFBL3 contains s --- AT5G01720 1.12 0.17 1.11 0.306343 0.534676 -6.21
254268_at  putative protein FAF1, Mus musculus, P--- AT4G23040 1.11 0.15 1.11 0.306386 0.534711 -6.21
247702_at putative protein  ;supported by full-length--- AT5G59500 -1.10 -0.14 -1.11 0.306487 0.534845 -6.21
260838_at hypothetical protein predicted by genem--- AT1G43680 1.08 0.11 1.11 0.306552 0.534917 -6.21
256652_at hypothetical protein similar to putative acLPAT5 AT3G18850 1.25 0.32 1.11 0.306606 0.534971 -6.22
264187_at unknown protein ;supported by full-lengt --- AT1G54860 1.07 0.10 1.11 0.306652 0.534971 -6.22
257796_at hypothetical protein predicted by genem--- AT3G15930 -1.10 -0.14 -1.11 0.306637 0.534971 -6.22
254601_at  putative protein DNA (cytosine-5-)-methCMT2 AT4G19020 -1.14 -0.19 -1.11 0.306736 0.535035 -6.22
257681_at hypothetical protein predicted by genem--- AT3G13370 -1.07 -0.10 -1.11 0.306724 0.535035 -6.22
256427_at hypothetical protein predicted by genscaLBD21 AT3G11090 -1.19 -0.25 -1.11 0.306817 0.535135 -6.22
259153_at unknown protein  ;supported by full-leng--- AT3G10250 -1.11 -0.15 -1.11 0.306874 0.535194 -6.22
248294_at RNA-binding protein-like --- AT5G53060 -1.10 -0.14 -1.11 0.306942 0.535271 -6.22
252647_at  protein-tyrosine-phosphatase-like prote --- AT3G44620 -1.15 -0.21 -1.11 0.307013 0.535312 -6.22
263607_at unknown protein predicted by genscan a--- AT2G16270 1.13 0.17 1.11 0.307011 0.535312 -6.22
246506_at  putative protein hypothetical protein T26--- AT5G16110 1.12 0.16 1.11 0.307053 0.535341 -6.22
247657_at Expressed protein ; supported by full-len--- AT5G59845 1.11 0.15 1.11 0.307084 0.535355 -6.22
258938_at germin-like protein similar to germin type--- AT3G10080 1.48 0.57 1.10 0.307151 0.535431 -6.22
264266_at putative protein phosphatase 2C similar --- AT1G09160 -1.13 -0.18 -1.10 0.307294 0.535639 -6.22
267489_s_aputative DNA2-NAM7 helicase family pro--- AT2G19120 / -1.14 -0.19 -1.10 0.307507 0.535869 -6.22
260952_at hypothetical protein predicted by genem--- AT1G06140 -1.13 -0.18 -1.10 0.307537 0.535869 -6.22



247273_at unknown protein CPuORF4 AT5G64340 / -1.15 -0.21 -1.10 0.307494 0.535869 -6.22
261320_at unknown protein ; supported by cDNA: g--- AT1G53120 -1.08 -0.11 -1.10 0.307543 0.535869 -6.22
261288_at hypothetical protein predicted by genem--- AT1G37010 -1.10 -0.13 -1.10 0.307475 0.535869 -6.22
266859_at putative MADS-box protein AGL41 AT2G26880 1.11 0.15 1.10 0.307599 0.535885 -6.22
265443_at beta-expansin  ;supported by full-length ATEXPB1 AT2G20750 1.13 0.17 1.10 0.307586 0.535885 -6.22
249681_s_aputative protein strong similarity to unkn --- --- 1.12 0.17 1.10 0.307634 0.535905 -6.22
251494_at  protein kinase-like protein Pto kinase in --- AT3G59350 1.23 0.30 1.10 0.307659 0.535907 -6.22
246971_at  Protein phosphatase 2C-like protein pro--- AT5G24940 1.08 0.12 1.10 0.307709 0.535953 -6.22
258201_at hypothetical protein predicted by gensca--- AT3G13910 1.19 0.25 1.10 0.307872 0.536165 -6.22
254865_s_a putative protein, fragment other predicte--- AT4G05350 / 1.08 0.11 1.10 0.307912 0.536165 -6.22
248752_at unknown protein --- AT5G47600 1.08 0.12 1.10 0.307879 0.536165 -6.22
247671_at  putative protein slow myosin heavy cha --- AT5G60210 -1.07 -0.10 -1.10 0.307933 0.536165 -6.22
246254_at MAP kinase like protein ATMPK14 AT4G36450 1.17 0.22 1.10 0.307948 0.536165 -6.22
256358_at unknown protein --- AT1G66470 -1.11 -0.15 -1.10 0.30804 0.536283 -6.22
259610_at  bZIP protein, putative similar to GI:6008--- AT1G52320 -1.08 -0.11 -1.10 0.308094 0.536337 -6.22
261791_at unknown protein ; supported by full-leng--- AT1G16170 -1.23 -0.30 -1.10 0.308256 0.536578 -6.22
255506_at  predicted glycosyl transferase similar toGATL6 AT4G02130 -1.20 -0.26 -1.10 0.308317 0.536644 -6.22
263832_at putative polygalacturonase --- AT2G40310 1.07 0.10 1.10 0.308403 0.536752 -6.22
253416_at pyruvate decarboxylase-1 (Pdc1) --- AT4G33070 1.13 0.17 1.10 0.308433 0.536763 -6.22
261355_at putative malate oxidoreductase similar toATNADP-MAT1G79750 1.11 0.15 1.10 0.308487 0.536816 -6.22
260367_at unknown protein  ;supported by full-leng--- AT1G69760 -1.28 -0.36 -1.10 0.308528 0.536848 -6.22
256839_at  calmodulin, putative similar to calmodul --- AT3G22930 1.11 0.15 1.10 0.308625 0.536853 -6.22
252519_at hypothetical protein --- AT3G46360 -1.09 -0.13 -1.10 0.308598 0.536853 -6.22
264525_at unknown protein Highly Similar to branc ATBCAT-1AT1G10060 -1.39 -0.48 -1.10 0.308607 0.536853 -6.22
249696_at copia-like retrotransposable element --- --- -1.08 -0.11 -1.10 0.308618 0.536853 -6.22
253496_at  glutathione peroxidase - like protein glu ATGPX7 AT4G31870 1.31 0.39 1.10 0.308775 0.536924 -6.22
255221_at putative protein various predicted protein--- AT4G05150 -1.10 -0.14 -1.10 0.308784 0.536924 -6.22
251226_at  proline-rich protein proline-rich protein pPRP3 AT3G62680 1.10 0.13 1.10 0.308759 0.536924 -6.22
264603_at hypothetical protein predicted by gensca--- AT1G04670 1.07 0.10 1.10 0.308783 0.536924 -6.22
248206_at unknown protein --- AT5G54350 1.11 0.15 1.10 0.308764 0.536924 -6.22
248746_at NADH dehydrogenase 10.5K chain-like --- AT5G47890 -1.16 -0.21 -1.10 0.308822 0.536946 -6.22
257682_at hypothetical protein predicted by genem--- AT3G13240 -1.07 -0.10 -1.10 0.308844 0.536946 -6.22
259888_at hypothetical protein similar to nodule inc--- AT1G76350 -1.26 -0.33 -1.10 0.308885 0.536976 -6.22
250000_at  putative protein PGPD14 - Petunia x hy--- AT5G18650 -1.13 -0.17 -1.10 0.308926 0.537006 -6.22
255441_at putative cullin-like 1 protein similar to O. ATCUL1 AT4G02570 1.09 0.12 1.10 0.308998 0.537050 -6.22



261571_at  hypothetical protein predicted by genem--- AT1G01150 1.08 0.12 1.10 0.308993 0.537050 -6.22
255593_at hypothetical protein --- AT4G01650 -1.09 -0.13 -1.10 0.309036 0.537076 -6.22
262314_at unknown protein contains similarity to zi --- AT1G70810 1.11 0.15 1.10 0.309071 0.537095 -6.22
250001_at  tub family-like protein tubby-like protein AtTLP11 AT5G18680 -1.15 -0.20 -1.10 0.309125 0.537148 -6.22
251222_at  putative membrane protein clone:2-72. --- AT3G62580 -1.16 -0.22 -1.10 0.309253 0.537272 -6.22
266455_at putative bHLH transcription factor --- AT2G22760 1.23 0.30 1.10 0.309256 0.537272 -6.22
263642_at putative fimbrin --- AT2G04750 -1.08 -0.12 -1.10 0.309267 0.537272 -6.22
249613_at  putative protein mDj10, Mus musculus, --- AT5G37380 -1.12 -0.16 -1.10 0.309364 0.537399 -6.22
252157_at hypothetical protein --- AT3G50430 -1.09 -0.12 -1.10 0.309528 0.537643 -6.22
263825_at putative laccase (diphenol oxidase) LAC5 AT2G40370 1.22 0.29 1.10 0.309573 0.537680 -6.22
263664_at  putative auxin-induced protein, IAA17/AAXR3 AT1G04250 -1.27 -0.34 -1.10 0.309648 0.537720 -6.22
256435_at putative leucoanthocyanidin dioxygenas --- AT3G11180 1.10 0.13 1.10 0.30969 0.537720 -6.22
266665_at unknown protein --- AT2G29790 1.10 0.14 1.10 0.309641 0.537720 -6.22
255569_at putative CAAX prenyl protease  ; supporATSTE24 AT4G01320 -1.08 -0.11 -1.10 0.309672 0.537720 -6.22
246012_at  Pspzf zinc finger protein - like DNA bind--- AT5G10650 -1.14 -0.19 -1.10 0.309792 0.537857 -6.22
253641_at hypothetical protein ;supported by full-le --- AT4G29980 1.11 0.15 1.10 0.309858 0.537893 -6.22
249548_at  lipid transfer - like protein lipid transfer l --- AT5G38170 -1.09 -0.12 -1.10 0.30986 0.537893 -6.22
260798_at unknown protein contains similarity to ap--- AT1G78280 1.15 0.20 1.10 0.309885 0.537896 -6.22
260048_at unknown protein contains Pfam profile: P--- AT1G73750 1.36 0.45 1.10 0.309929 0.537931 -6.22
255345_at putative aspartic protease  ; supported b--- AT4G04460 1.37 0.46 1.10 0.310012 0.538033 -6.22
245423_at putative protein --- AT4G17483 1.11 0.15 1.10 0.310082 0.538113 -6.22
247651_at  histone H2A - like protein histone H2A, HTA6 AT5G59870 -1.43 -0.51 -1.10 0.310261 0.538384 -6.22
257140_at  MYB family transcription factor (hsr1), pMYB30 AT3G28910 1.21 0.28 1.10 0.3103 0.538410 -6.22
258535_at unknown protein  ; supported by cDNA: --- AT3G06750 -1.18 -0.24 -1.10 0.310364 0.538429 -6.22
250744_at putative protein strong similarity to unkn --- AT5G05840 1.11 0.15 1.10 0.310375 0.538429 -6.22
248209_at flavonol 3-O-glucosyltransferase-like pro--- AT5G53990 1.13 0.17 1.10 0.310382 0.538429 -6.22
253755_at  26S proteasome subunit 4-like protein DRPT2a AT4G29040 -1.09 -0.13 -1.10 0.310494 0.538510 -6.23
264294_at hypothetical protein similar to heat shoc --- AT1G78750 -1.09 -0.13 -1.10 0.31051 0.538510 -6.23
261031_at hypothetical protein predicted by genem--- AT1G17360 -1.19 -0.25 -1.10 0.310501 0.538510 -6.23
256213_at  protein kinase, putative contains Pfam p--- AT1G50990 1.10 0.14 1.10 0.310523 0.538510 -6.23
258464_at kinesin-like protein similar to KLP2 protePOK1 AT3G17360 1.07 0.10 1.10 0.310599 0.538602 -6.23
265060_at  HD-Zip protein, putative similar to HD-ZATHB-15 AT1G52150 -1.22 -0.29 -1.10 0.310628 0.538611 -6.23
261613_at abscisic acid responsive elements-bindi ABF1 AT1G49720 -1.15 -0.20 -1.10 0.310845 0.538946 -6.23
250952_at putative protein ATIREG2 AT5G03570 1.12 0.16 1.10 0.310895 0.538963 -6.23
262874_at hypothetical protein predicted by genem--- AT1G65020 -1.11 -0.16 -1.10 0.310902 0.538963 -6.23



251696_at putative protein --- --- 1.11 0.15 1.10 0.310979 0.539051 -6.23
247832_at  putative protein predicted proteins, ArabEOL2 AT5G58550 -1.10 -0.14 -1.10 0.311 0.539051 -6.23
266206_at unknown protein  ; supported by full-leng--- AT2G27730 1.12 0.17 1.10 0.311099 0.539145 -6.23
248365_at putative protein strong similarity to unkn --- AT5G52500 1.09 0.13 1.10 0.311101 0.539145 -6.23
246987_at  myb-related protein, 33.3K (pir |S71284MYBR1 AT5G67300 1.18 0.24 1.09 0.311279 0.539412 -6.23
264528_at hypothetical protein similar to Human XE--- AT1G30810 1.07 0.10 1.09 0.311412 0.539600 -6.23
246995_at formin-like protein --- AT5G67470 -1.16 -0.21 -1.09 0.31155 0.539800 -6.23
263033_s_aunknown protein ; supported by full-leng--- AT1G23950 / -1.15 -0.20 -1.09 0.311618 0.539868 -6.23
260554_at putative zinc protease member of insulin--- AT2G41790 1.08 0.10 1.09 0.311637 0.539868 -6.23
258240_at oleosin isoform identical to oleosin isofo OLEO4 AT3G27660 1.10 0.14 1.09 0.31172 0.539888 -6.23
253528_s_a putative protein bcop gene product - Dr --- AT4G31480 / -1.08 -0.11 -1.09 0.311692 0.539888 -6.23
245652_at  F-box protein family, putative  --- AT4G13960 1.10 0.14 1.09 0.311707 0.539888 -6.23
249854_at putative protein contains similarity to ser--- AT5G22960 -1.11 -0.15 -1.09 0.311829 0.540036 -6.23
262276_at hypothetical protein predicted by genem--- AT1G68700 1.09 0.13 1.09 0.311901 0.540120 -6.23
264256_at putative importin alpha similar to GB:AA IMPA-4 AT1G09270 1.08 0.11 1.09 0.312093 0.540411 -6.23
261608_at unknown protein similar to putative este --- AT1G49650 -1.10 -0.14 -1.09 0.312266 0.540647 -6.23
259655_at unknown protein --- AT1G55210 1.31 0.39 1.09 0.312276 0.540647 -6.23
253518_at hypothetical protein --- AT4G31400 -1.11 -0.15 -1.09 0.312435 0.540880 -6.23
251938_at  60S RIBOSOMAL PROTEIN L12 -like 6--- AT3G53430 -1.12 -0.17 -1.09 0.312501 0.540954 -6.23
262331_at unknown protein --- AT1G64050 -1.07 -0.10 -1.09 0.312579 0.541047 -6.23
252192_at  CASEIN KINASE II, ALPHA CHAIN 2 (CCKA2 AT3G50000 1.08 0.11 1.09 0.31262 0.541077 -6.23
264041_at MADS-box protein (AGL3)  ; supported b 04-ספט AT2G03710 -1.20 -0.27 -1.09 0.312713 0.541198 -6.23
256376_s_aunknown protein PXMT1 AT1G66690 / 1.32 0.40 1.09 0.312774 0.541262 -6.23
252026_at  serine protein kinase - like serine protei SRPK4 AT3G53030 -1.09 -0.13 -1.09 0.312901 0.541434 -6.23
245172_at hypothetical protein predicted by gensca--- AT2G47540 1.07 0.10 1.09 0.312921 0.541434 -6.23
245999_at  putative protein predicted protein, ArabiCOPT5 AT5G20650 -1.08 -0.11 -1.09 0.313071 0.541612 -6.23
256882_at  RNA-binding protein, putative similar to --- AT3G26420 / -1.12 -0.16 -1.09 0.313059 0.541612 -6.23
266433_at unknown protein --- AT2G07110 1.08 0.11 1.09 0.313221 0.541830 -6.23
264909_at unknown protein --- AT2G17300 -1.09 -0.13 -1.09 0.313259 0.541855 -6.23
258987_at  putative SCO1 protein similar to SCO1 --- AT3G08950 -1.19 -0.26 -1.09 0.313366 0.541957 -6.23
258004_at unknown protein similar to putative transMYB110 AT3G29020 1.09 0.13 1.09 0.313346 0.541957 -6.23
264530_at hypothetical protein --- AT1G30780 1.11 0.15 1.09 0.313459 0.542077 -6.23
261666_at hypothetical protein contains similarity to--- AT1G18440 1.12 0.16 1.09 0.313556 0.542204 -6.23
255173_at  putative transposon protein similar to A --- --- 1.10 0.14 1.09 0.313615 0.542265 -6.23
249154_at Nicotiana EREBP-3 like --- AT5G43410 1.45 0.54 1.09 0.313694 0.542360 -6.23



262916_at  glutathione S-transferase, putative simi ATGSTU16AT1G59700 -1.16 -0.21 -1.09 0.313764 0.542440 -6.23
250254_at 24-sterol C-methyltransferase  ; support SMT1 AT5G13710 1.14 0.18 1.09 0.313792 0.542448 -6.23
258628_at unknown protein --- AT3G02890 -1.19 -0.25 -1.09 0.313864 0.542532 -6.23
250696_at putative protein similar to unknown prote--- AT5G06790 -1.07 -0.09 -1.09 0.313894 0.542542 -6.23
262337_at hypothetical protein similar to hypothetic--- AT1G64260 -1.11 -0.15 -1.09 0.313952 0.542602 -6.23
264017_s_aputative ER lumen protein retaining rece--- AT2G21190 / 1.08 0.12 1.09 0.313999 0.542641 -6.23
252580_at putative protein putative proteins - Arabi --- AT3G45490 1.08 0.11 1.09 0.314031 0.542655 -6.23
247360_at cytochrome P450-like protein  ;supporte CYP94B1 AT5G63450 1.29 0.37 1.09 0.314137 0.542726 -6.23
260941_at  peroxidase, putative similar to peroxida --- AT1G44970 1.14 0.19 1.09 0.314199 0.542726 -6.23
251250_at  putative protein pectin methylesterase - --- AT3G62180 1.12 0.16 1.09 0.314178 0.542726 -6.23
254477_at zinc-finger protein Lsd1  ;supported by f --- AT4G20380 1.12 0.16 1.09 0.314106 0.542726 -6.23
249175_at COP8 (constitutive photomorphogenic) hCOP8 AT5G42970 -1.08 -0.11 -1.09 0.314144 0.542726 -6.23
257898_s_ahypothetical protein predicted by gensca--- --- -1.07 -0.10 -1.09 0.314215 0.542726 -6.23
249058_at disease resistance protein-like TAO1 AT5G44510 1.10 0.14 1.09 0.314338 0.542898 -6.24
248221_at vacuolar sorting protein-like; embryogenVPS26A AT5G53530 -1.07 -0.10 -1.09 0.31441 0.542980 -6.24
264335_s_ahypothetical protein contains similarity toUPL1 AT1G55860 / -1.07 -0.10 -1.09 0.314517 0.543125 -6.24
248366_at SCARECROW transcriptional regulator- --- AT5G52510 -1.11 -0.15 -1.09 0.314802 0.543461 -6.24
258959_at putative amino acid transporter similar toCAT7 AT3G10600 1.09 0.12 1.09 0.314807 0.543461 -6.24
248186_at unknown protein  ;supported by full-leng--- AT5G53880 -1.41 -0.50 -1.09 0.314761 0.543461 -6.24
257559_at hypothetical protein contains Pfam profil --- AT3G22050 1.09 0.13 1.09 0.314765 0.543461 -6.24
262870_at  alcohol dehydrogenase, putative similar--- AT1G64710 -1.36 -0.45 -1.09 0.314836 0.543470 -6.24
247301_at DNA topoisomerase III --- AT5G63920 1.14 0.19 1.09 0.314885 0.543513 -6.24
257970_at putative sucrose cleavage protein simila --- AT3G27570 -1.10 -0.14 -1.09 0.315071 0.543752 -6.24
249663_s_aunknown protein --- --- 1.11 0.15 1.09 0.315066 0.543752 -6.24
253721_at hypothetical protein  ;supported by full-le--- AT4G29250 1.12 0.16 1.09 0.315193 0.543881 -6.24
250310_at unknown protein --- AT5G12230 1.12 0.16 1.09 0.31517 0.543881 -6.24
262077_at dynamin-like protein similar to dynamin GADL3 AT1G59610 -1.08 -0.11 -1.09 0.315224 0.543892 -6.24
256086_at hypothetical protein predicted by genem--- AT1G20770 -1.09 -0.13 -1.08 0.31526 0.543914 -6.24
245185_at  F12A21.11 similar to T-Complex protein--- AT1G67760 -1.12 -0.16 -1.08 0.31531 0.543958 -6.24
260599_at  cytochrome P450, putative similar to SPCYP708A1AT1G55940 -1.07 -0.10 -1.08 0.315342 0.543972 -6.24
248393_at putative protein contains similarity to unkATBAG1 AT5G52060 1.16 0.21 1.08 0.315436 0.543985 -6.24
267628_at unknown protein similar to GP|2262147|--- AT2G42280 1.10 0.14 1.08 0.315445 0.543985 -6.24
253149_at  NAD+ dependent isocitrate dehydrogen--- AT4G35650 -1.09 -0.13 -1.08 0.315441 0.543985 -6.24
248277_at ABC transporter-like protein --- AT5G52860 1.11 0.15 1.08 0.31544 0.543985 -6.24
261009_at hypothetical protein similar to putative a MES13 AT1G26360 1.10 0.14 1.08 0.315529 0.544089 -6.24



254100_at hypothetical protein  ;supported by full-le--- AT4G25020 -1.18 -0.23 -1.08 0.315563 0.544107 -6.24
250270_at  putative protein FL10, EGF responsive --- AT5G12980 -1.11 -0.15 -1.08 0.315623 0.544169 -6.24
254448_at  fatty acid hydroxylase - like protein fattyFAH2 AT4G20870 1.29 0.36 1.08 0.315649 0.544173 -6.24
254956_at  putative protein various predicted prote --- AT4G10850 1.08 0.11 1.08 0.315685 0.544194 -6.24
255439_at putative phospho-ser/thr phosphatase s BSL1 AT4G03080 -1.08 -0.12 -1.08 0.315859 0.544453 -6.24
257778_at hypothetical protein predicted by gensca--- --- 1.10 0.14 1.08 0.3159 0.544483 -6.24
245396_at hypothetical protein ;supported by full-le --- AT4G14870 -1.16 -0.21 -1.08 0.316024 0.544620 -6.24
246668_at putative protein --- --- 1.08 0.11 1.08 0.316051 0.544620 -6.24
259228_at unknown protein similar to hypothetical p--- AT3G07720 -1.11 -0.15 -1.08 0.316028 0.544620 -6.24
266739_at unknown protein predicted by genscan --- AT2G46730 -1.09 -0.12 -1.08 0.316162 0.544769 -6.24
256229_at unknown protein MSL3 AT1G58200 1.12 0.17 1.08 0.316296 0.544960 -6.24
250421_at putative protein OCP3 AT5G11270 -1.12 -0.16 -1.08 0.316455 0.545156 -6.24
245491_at hypothetical protein LDL3 --- 1.11 0.15 1.08 0.316458 0.545156 -6.24
247527_at  leucine-rich receptor-like protein kinase --- AT5G61480 1.14 0.19 1.08 0.316486 0.545164 -6.24
256063_at Expressed protein ; supported by full-lenSTN1 AT1G07130 -1.10 -0.13 -1.08 0.31676 0.545470 -6.24
245971_at putative protein  ; supported by cDNA: gNPH4 AT5G20730 1.09 0.12 1.08 0.316754 0.545470 -6.24
259555_at hypothetical protein --- --- 1.08 0.11 1.08 0.316709 0.545470 -6.24
265232_s_ahypothetical protein --- AT2G07715 -1.10 -0.14 -1.08 0.316725 0.545470 -6.24
247800_at Expressed protein ; supported by full-len--- AT5G58570 -1.41 -0.50 -1.08 0.316805 0.545484 -6.24
263745_at hypothetical protein predicted by genefinCHR34 AT2G21450 -1.08 -0.11 -1.08 0.316816 0.545484 -6.24
264432_at hypothetical protein similar to hypothetic--- AT1G61710 -1.08 -0.12 -1.08 0.31693 0.545639 -6.24
256820_at  far-red impaired response protein, putatFHY3 AT3G22170 -1.08 -0.11 -1.08 0.317025 0.545651 -6.24
255803_at  putative protein vesicle-associated mem--- AT4G10170 -1.08 -0.11 -1.08 0.317057 0.545651 -6.24
251832_at  putative protein tomato leucine zipper-cATEXO70HAT3G55150 1.27 0.34 1.08 0.317039 0.545651 -6.24
262694_at unknown protein --- AT1G62790 1.21 0.27 1.08 0.317035 0.545651 -6.24
260043_at hypothetical protein predicted by genem--- --- -1.11 -0.15 -1.08 0.317032 0.545651 -6.24
262206_at putative ubiquinol-cytochrome c reducta --- AT2G01090 -1.11 -0.15 -1.08 0.317111 0.545662 -6.24
256298_at DNA-binding protein contains Pfam prof AGL94 AT1G69540 1.09 0.12 1.08 0.317092 0.545662 -6.24
263950_at hypothetical protein predicted by genefinHVA22J AT2G36020 1.07 0.10 1.08 0.317138 0.545669 -6.24
252842_at putative protein hypothetical proteins - A--- --- -1.10 -0.14 -1.08 0.317191 0.545718 -6.24
259493_at unknown protein --- AT1G15840 -1.09 -0.13 -1.08 0.317257 0.545790 -6.24
246745_at  60S ribosomal protein L22 - like ribosom--- AT5G27770 -1.17 -0.22 -1.08 0.31736 0.545879 -6.24
249669_at putative protein similar to unknown prote--- --- -1.08 -0.11 -1.08 0.317398 0.545879 -6.24
245265_at hypothetical protein ; supported by cDNAACD6 AT4G14400 1.73 0.79 1.08 0.317404 0.545879 -6.24
255144_at putative protein predicted proteins - Arab--- --- -1.07 -0.10 -1.08 0.317399 0.545879 -6.24



250321_at  zinc finger transcription factor -like prote--- AT5G12850 1.09 0.13 1.08 0.31746 0.545899 -6.24
260826_at hypothetical protein predicted by genem--- AT1G06710 -1.09 -0.12 -1.08 0.317464 0.545899 -6.24
261920_at  isocitrate dehydrogenase, putative simi --- AT1G65930 1.10 0.13 1.08 0.317495 0.545911 -6.24
247759_at copper transport protein - like ;supportedCOPT3 AT5G59040 1.08 0.11 1.08 0.317542 0.545952 -6.24
252895_at hypothetical protein --- AT4G39450 -1.08 -0.11 -1.08 0.317736 0.546244 -6.24
258258_at  transcriptional regulator (FUSCA3) idenFUS3 AT3G26790 -1.08 -0.11 -1.08 0.31777 0.546261 -6.24
259783_at  auxin-induced protein, putative similar t SAUR68 AT1G29510 1.50 0.59 1.08 0.317952 0.546327 -6.24
265803_at hypothetical protein predicted by gensca--- AT2G18115 1.12 0.16 1.08 0.317913 0.546327 -6.24
247084_at NAM (no apical meristem)-like protein NAC105 AT5G66300 1.08 0.12 1.08 0.317937 0.546327 -6.24
245135_at putative non-LTR retroelement reverse t --- --- 1.10 0.14 1.08 0.317951 0.546327 -6.24
246928_at  putative protein Scythe protein - Xenop --- AT5G25270 1.08 0.11 1.08 0.31795 0.546327 -6.24
245431_at hypothetical protein --- AT4G17080 -1.09 -0.12 -1.08 0.317914 0.546327 -6.24
260634_at  initiation factor isozyme 4F p82 subunit --- AT1G62410 1.09 0.13 1.08 0.318037 0.546391 -6.24
262475_at hypothetical protein predicted by genem--- AT1G50340 1.10 0.14 1.08 0.318037 0.546391 -6.24
253448_at  putative protein mRNA for KIAA0079 ge--- AT4G32640 1.08 0.10 1.08 0.318196 0.546622 -6.24
259204_s_a hypothetical protein predicted by gensc --- --- 1.08 0.11 1.08 0.318444 0.546966 -6.25
264536_at hypothetical protein predicted by genemPRA1.G1 AT1G55640 1.14 0.19 1.08 0.318438 0.546966 -6.25
247579_at  cytochrome P450 - like protein cytochroCYP89A3 AT5G61320 -1.08 -0.11 -1.08 0.318501 0.547022 -6.25
247992_at unknown protein --- AT5G56520 -1.09 -0.12 -1.08 0.318557 0.547077 -6.25
264196_at putative RING zinc finger protein Contai --- AT1G22670 1.08 0.11 1.08 0.318678 0.547244 -6.25
259112_at putative 60S ribosomal protein  L22 sim --- AT3G05560 -1.19 -0.25 -1.08 0.318713 0.547262 -6.25
260572_at putative molybdopterin synthase large s --- AT2G43760 1.08 0.11 1.08 0.318788 0.547290 -6.25
246939_at  AP2 domain containing protein AP2 domSHN2 AT5G25390 1.09 0.13 1.08 0.3188 0.547290 -6.25
262034_at hypothetical protein predicted by genem--- --- 1.08 0.12 1.08 0.318798 0.547290 -6.25
260162_at unknown protein GC5 AT1G79830 -1.07 -0.10 -1.08 0.318847 0.547329 -6.25
257927_at ethylene response factor 1 (ERF1) identERF1 AT3G23240 1.94 0.95 1.08 0.318887 0.547353 -6.25
265466_at putative CCAAT-box binding trancriptionNF-YB8 AT2G37060 1.12 0.16 1.08 0.318909 0.547353 -6.25
258406_at hypothetical protein similar to hypotheticATRBL14 AT3G17611 1.07 0.10 1.08 0.318953 0.547387 -6.25
245468_at pectinesterase like protein --- AT4G15980 1.08 0.11 1.08 0.319031 0.547426 -6.25
260469_at BRCA1-associated RING domain protei AGD4 AT1G10870 -1.11 -0.16 -1.08 0.319067 0.547426 -6.25
263088_at putative replication protein A1 --- --- -1.08 -0.11 -1.08 0.319096 0.547426 -6.25
249196_at unknown protein  supported by full-lengt --- AT5G42560 1.09 0.12 1.08 0.319076 0.547426 -6.25
248348_at putative protein similar to unknown prote--- AT5G52190 -1.09 -0.12 -1.08 0.319059 0.547426 -6.25
265414_at nodulin-like protein --- AT2G16660 -1.26 -0.33 -1.08 0.319209 0.547537 -6.25
245127_at putative Na+/Ca2+ antiporter  ; supporteATMHX AT2G47600 1.17 0.23 1.08 0.319187 0.547537 -6.25



247616_at  putative protein various predicted prote --- AT5G60260 1.09 0.12 1.08 0.319258 0.547581 -6.25
251388_at  putative protein protein regulating cytokMAP65-4 AT3G60840 1.10 0.14 1.08 0.319287 0.547589 -6.25
246255_at transcription initiation factor like protein ATPBRP AT4G36650 -1.10 -0.13 -1.08 0.319369 0.547689 -6.25
259719_at unknown protein contains gamma-thioni LCR66 AT1G61070 1.08 0.11 1.07 0.319414 0.547724 -6.25
256054_at unknown protein --- AT1G07120 -1.07 -0.09 -1.07 0.319641 0.548074 -6.25
247732_at  putative protein various predicted prote --- AT5G59600 -1.07 -0.10 -1.07 0.319692 0.548097 -6.25
258932_at hypothetical protein predicted by genscaPAP16 AT3G10150 -1.08 -0.12 -1.07 0.319703 0.548097 -6.25
247012_at putative protein contains similarity to MYTRB2 AT5G67580 -1.09 -0.13 -1.07 0.319798 0.548219 -6.25
246088_at putative protein --- AT5G20600 -1.13 -0.17 -1.07 0.319915 0.548378 -6.25
263806_at hypothetical protein predicted by genefin--- AT2G04305 1.21 0.28 1.07 0.320006 0.548477 -6.25
259698_at  hypothetical protein similar to hypothetic--- AT1G68930 -1.11 -0.15 -1.07 0.320021 0.548477 -6.25
254462_at putative protein  ;supported by full-length--- AT4G20150 1.07 0.10 1.07 0.320053 0.548490 -6.25
264456_at  unknown protein similar to T cell recept --- AT1G10390 -1.09 -0.12 -1.07 0.320094 0.548520 -6.25
245842_at  proline-rich protein, putative similar to pRXF26 AT1G58430 1.08 0.11 1.07 0.320203 0.548665 -6.25
265130_at unknown protein similar to ESTs gb|T76 --- AT1G30890 1.07 0.09 1.07 0.320339 0.548856 -6.25
257485_at hypothetical protein contains Pfam profil --- AT1G63580 1.19 0.26 1.07 0.320507 0.549103 -6.25
265069_at awaiting functional assignment similar to--- AT1G55545 1.09 0.12 1.07 0.320557 0.549124 -6.25
252651_at putative protein several hypothetical pro --- AT3G44700 1.10 0.14 1.07 0.320567 0.549124 -6.25
255293_at putative zinc finger protein --- AT4G04730 -1.09 -0.13 -1.07 0.320656 0.549235 -6.25
262324_at hypothetical protein similar to hypotheticATCHX16 AT1G64170 -1.55 -0.63 -1.07 0.320781 0.549367 -6.25
256834_at  cyclophilin, putative similar to cyclophili --- AT3G22920 1.08 0.11 1.07 0.320761 0.549367 -6.25
265510_at putative microtubule-associated protein ATG8D AT2G05630 -1.09 -0.12 -1.07 0.320899 0.549527 -6.25
245132_at hypothetical protein predicted by genefin--- AT2G45320 -1.14 -0.18 -1.07 0.321081 0.549759 -6.25
262365_at  disease resistance protein, putative sim--- AT1G72870 1.11 0.15 1.07 0.321082 0.549759 -6.25
261735_at hypothetical protein similar to hypothetic--- AT1G47765 -1.09 -0.13 -1.07 0.321182 0.549889 -6.25
266405_at hypothetical protein predicted by gensca--- AT2G38580 1.17 0.22 1.07 0.321229 0.549924 -6.25
261897_at hypothetical protein predicted by genem--- AT1G80950 1.10 0.13 1.07 0.321251 0.549924 -6.25
245511_at hypothetical protein --- AT4G15755 1.07 0.10 1.07 0.321359 0.550037 -6.25
252783_at  putative protein predicted proteins, Arab--- --- 1.08 0.11 1.07 0.321365 0.550037 -6.25
257197_at  selenium binding protein, putative similaSBP3 AT3G23800 -1.08 -0.11 -1.07 0.321397 0.550050 -6.25
246000_at  putative protein predicted proteins, Arab--- AT5G20820 1.17 0.23 1.07 0.321498 0.550181 -6.25
263631_at unknown protein  ; supported by full-leng--- AT2G04900 1.08 0.11 1.07 0.321552 0.550191 -6.25
253741_at putative protein various hypothetical and--- AT4G28890 -1.08 -0.10 -1.07 0.321534 0.550191 -6.25
251356_at putative protein hypothetical proteins - AAtPP2-A13AT3G61060 -1.11 -0.15 -1.07 0.321594 0.550213 -6.25
265449_at putative arginine/serine-rich splicing fact--- AT2G46610 -1.14 -0.19 -1.07 0.321613 0.550213 -6.25



261818_at  similar to hypethetical 62.8 KD protein i --- AT1G11390 1.10 0.13 1.07 0.321685 0.550295 -6.25
249578_at  putative protein predicted protein, Arabi --- AT5G37730 -1.07 -0.10 -1.07 0.32174 0.550348 -6.25
251423_at  regulatory protein - like regulatory proteCYCP3;2 AT3G60550 1.11 0.15 1.07 0.321872 0.550533 -6.25
247706_at putative ripening-related protein - like pu--- AT5G59480 1.22 0.29 1.07 0.321923 0.550565 -6.25
260083_at putative elicitor-responsive gene similar --- AT1G63220 1.34 0.42 1.07 0.321939 0.550565 -6.25
259405_at Expressed protein ; supported by cDNA --- AT1G17744 1.14 0.18 1.07 0.321964 0.550566 -6.25
249682_at putative protein similar to unknown prote--- AT5G36080 1.08 0.11 1.07 0.322075 0.550715 -6.25
261935_at  phosphoribosylanthranilate transferase,--- AT1G22610 1.08 0.11 1.07 0.322146 0.550794 -6.25
266032_x_aputative replication protein A1 --- --- 1.09 0.13 1.07 0.322191 0.550831 -6.25
263782_at hypothetical protein predicted by genefin--- AT2G46380 1.10 0.13 1.07 0.322244 0.550880 -6.25
262647_at  putative growth regulator protein similar--- AT1G14020 1.13 0.18 1.07 0.322321 0.550969 -6.26
253675_at hypothetical protein --- AT4G29560 -1.08 -0.11 -1.07 0.322404 0.551071 -6.26
248146_at translation initiation factor-like protein --- AT5G54940 -1.09 -0.12 -1.07 0.322674 0.551408 -6.26
247306_at ser/thr protein phosphatase catalytic subPP7 AT5G63870 -1.11 -0.15 -1.07 0.322635 0.551408 -6.26
266040_at hypothetical protein --- AT2G07738 1.07 0.10 1.07 0.32267 0.551408 -6.26
259339_at putative adenylylsulfate kinase similar to--- AT3G03900 1.12 0.16 1.07 0.322772 0.551534 -6.26
246279_at homeodomain protein ATHB40 AT4G36740 1.12 0.17 1.07 0.322981 0.551834 -6.26
257767_at hypothetical protein predicted by genem--- AT3G23040 -1.11 -0.15 -1.07 0.322996 0.551834 -6.26
259692_at unknown protein --- AT1G63080 -1.09 -0.12 -1.07 0.323138 0.552036 -6.26
266485_at putative phospholipase  ;supported by fu--- AT2G47630 1.21 0.28 1.07 0.323406 0.552452 -6.26
263210_at Expressed protein ; supported by cDNA --- AT1G10585 2.13 1.09 1.07 0.323432 0.552456 -6.26
261528_at  pectate lyase, putative similar to pectateAT59 AT1G14420 1.09 0.13 1.07 0.32347 0.552479 -6.26
261058_at  histone, putative similar to histone H3 GHTR12 AT1G01370 1.08 0.10 1.07 0.323525 0.552490 -6.26
248973_at disease resistance protein-like TTR1 AT5G45050 1.07 0.10 1.07 0.323511 0.552490 -6.26
255932_at  mutator-like transposase, putative simila--- --- 1.09 0.12 1.07 0.323554 0.552497 -6.26
255255_at coded for by A. thaliana cDNA T44741 --- AT4G05070 -1.15 -0.21 -1.06 0.323716 0.552707 -6.26
247537_s_a ABC transport protein - like ABC transp ATH15 AT5G61690 / -1.09 -0.12 -1.06 0.323725 0.552707 -6.26
248690_at acetyl-CoA C-acetyltransferase  ; suppo ACAT2 AT5G48230 1.07 0.10 1.06 0.323765 0.552734 -6.26
264220_at unknown protein similar to putative actinARPC3 AT1G60430 1.08 0.11 1.06 0.323798 0.552748 -6.26
259599_at  serine carboxypeptidase II, putative simSCPL45 AT1G28110 1.32 0.40 1.06 0.323867 0.552826 -6.26
265785_at hypothetical protein predicted by gensca--- AT2G07290 1.07 0.10 1.06 0.323921 0.552876 -6.26
257977_at hypothetical protein predicted by genem--- AT3G20850 1.09 0.12 1.06 0.324019 0.553003 -6.26
266942_at putative ATP binding protein TXND9 AT2G18990 -1.15 -0.20 -1.06 0.324119 0.553008 -6.26
265084_at hypothetical protein contains Cys3His zi SOM AT1G03790 1.09 0.12 1.06 0.324058 0.553008 -6.26
260847_s_a alanine aminotransferase, putative simi AlaAT1 AT1G17290 / 1.09 0.12 1.06 0.324077 0.553008 -6.26



254324_at  putative protein various predicted prote --- AT4G22640 1.11 0.15 1.06 0.324096 0.553008 -6.26
259255_at putative glycerol-3-phosphate dehydroge--- AT3G07690 1.17 0.23 1.06 0.324182 0.553074 -6.26
264704_at unknown protein similar to putative glycoLGT8 AT1G70090 1.15 0.21 1.06 0.324334 0.553281 -6.26
262601_at hypothetical protein similar to GB:P4996ATHSRP54AT1G15310 1.12 0.17 1.06 0.324352 0.553281 -6.26
266890_at acyl carrier protein identical to GB:L2357MTACP-1 AT2G44620 1.11 0.15 1.06 0.324565 0.553603 -6.26
260608_at putative polygalacturonase --- AT2G43870 1.99 0.99 1.06 0.3246 0.553621 -6.26
250237_at putative protein strong similarity to unkn --- AT5G13560 1.11 0.15 1.06 0.324684 0.553639 -6.26
262672_at  RNA pseudouridylate synthase, putative--- AT1G76050 -1.09 -0.12 -1.06 0.324644 0.553639 -6.26
259212_at hypothetical protein predicted by genefin--- AT3G09180 -1.10 -0.13 -1.06 0.324682 0.553639 -6.26
267510_at unknown protein  ; supported by full-lengSAP18 AT2G45640 -1.12 -0.16 -1.06 0.324747 0.553706 -6.26
266670_at putative flavonol 3-O-glucosyltransferaseUGT71C2 AT2G29740 -1.11 -0.15 -1.06 0.32479 0.553738 -6.26
264474_s_a ribulose-bisphosphate carboxylase smaRBCS1A AT1G06820 / 1.07 0.10 1.06 0.324893 0.553873 -6.26
251521_at  putative protein receptor kinase homoloACR4 AT3G59420 -1.11 -0.15 -1.06 0.32494 0.553911 -6.26
258498_at unknown protein similar to pollen coat p --- AT3G02480 1.21 0.28 1.06 0.325095 0.554050 -6.26
256032_at  polyprotein, putative similar to polyprote--- --- 1.06 0.09 1.06 0.325052 0.554050 -6.26
261733_at  clathrin coat assembly protein AP17, pu--- AT1G47830 -1.08 -0.11 -1.06 0.325071 0.554050 -6.26
257826_at  RING zinc finger protein, putative conta--- AT3G26730 -1.08 -0.12 -1.06 0.325237 0.554162 -6.26
251816_at Expressed protein ; supported by cDNA TON1B AT3G55005 -1.12 -0.17 -1.06 0.325196 0.554162 -6.26
257785_at  geranylgeranylated protein, putative simMUB4 AT3G26980 1.34 0.42 1.06 0.325299 0.554162 -6.26
265804_at putative peptide methionine sulfoxide re --- AT2G18030 -1.07 -0.10 -1.06 0.325321 0.554162 -6.26
266343_at putative non-LTR retroelement reverse t --- --- 1.10 0.14 1.06 0.325265 0.554162 -6.26
246707_at putative protein --- --- -1.09 -0.12 -1.06 0.32533 0.554162 -6.26
257040_at unknown protein  ; supported by cDNA: SCO2 AT3G19220 -1.14 -0.19 -1.06 0.325328 0.554162 -6.26
256605_at hypothetical protein predicted by gensca--- AT3G32940 -1.10 -0.13 -1.06 0.325444 0.554314 -6.26
263924_at enolase (2-phospho-D-glycerate hydroy LOS2 AT2G36530 1.21 0.27 1.06 0.325501 0.554370 -6.26
252466_x_aputative protein several hypothetical pro --- --- 1.09 0.12 1.06 0.325527 0.554373 -6.26
262234_at putative G protein coupled receptor idenGCR1 AT1G48270 1.13 0.18 1.06 0.325582 0.554426 -6.26
250360_at  putative protein probable serine/threoni --- AT5G11360 1.09 0.12 1.06 0.325846 0.554791 -6.26
263266_at hypothetical protein predicted by gensca--- AT2G16520 1.08 0.12 1.06 0.325839 0.554791 -6.26
266024_at En/Spm-like transposon protein related t--- --- -1.08 -0.11 -1.06 0.325896 0.554835 -6.26
258082_at Expressed protein ; supported by full-lenCLE27 AT3G25905 -1.18 -0.24 -1.06 0.326103 0.555133 -6.26
255790_at hypothetical protein predicted by genefin--- AT2G33560 1.09 0.13 1.06 0.326119 0.555133 -6.26
251372_at putative protein  ;supported by full-length--- AT3G60520 -1.11 -0.16 -1.06 0.326273 0.555234 -6.26
257274_at  geranylgeranyl pyrophosphate syntheta--- AT3G14510 1.10 0.13 1.06 0.326328 0.555234 -6.26
245935_at hypothetical protein --- AT5G19840 -1.08 -0.11 -1.06 0.326299 0.555234 -6.26



247100_at selenium-binding protein-like --- AT5G66520 -1.09 -0.13 -1.06 0.326269 0.555234 -6.26
262042_at  polygalacturonase, putative similar to po--- AT1G80140 -1.09 -0.13 -1.06 0.326349 0.555234 -6.26
253371_at  putative protein FAB1 protein, Saccharo--- AT4G33240 1.10 0.14 1.06 0.326339 0.555234 -6.26
245261_at Expressed protein ; supported by cDNA --- AT4G14385 -1.08 -0.11 -1.06 0.326285 0.555234 -6.26
251387_at putative protein --- AT3G60810 -1.15 -0.20 -1.06 0.326465 0.555391 -6.27
255984_at  inositol polyphosphate 5-phosphatase I IP5PI AT1G34120 -1.09 -0.12 -1.06 0.326498 0.555404 -6.27
253394_at  putative protein predicted protein, Syne VTE1 AT4G32770 -1.17 -0.23 -1.06 0.326535 0.555426 -6.27
248104_at S-adenosyl-L-methionine:salicylic acid c IAMT1 AT5G55250 -1.23 -0.29 -1.06 0.326799 0.555813 -6.27
245901_at HOMEOBOX PROTEIN KNOTTED-1 LI KNAT4 AT5G11060 -1.14 -0.19 -1.06 0.326811 0.555813 -6.27
253875_at  putative protein ENOD20 gene, Medica --- AT4G27520 -1.19 -0.25 -1.06 0.326984 0.555816 -6.27
262065_at hypothetical protein predicted by genem--- AT1G56180 -1.16 -0.21 -1.06 0.326983 0.555816 -6.27
265074_at hypothetical protein ; supported by cDNAemb1011 AT1G55540 -1.10 -0.14 -1.06 0.326876 0.555816 -6.27
266180_at putative PHD-type zinc finger protein  ;s AL6 AT2G02470 -1.12 -0.16 -1.06 0.32689 0.555816 -6.27
263318_at Expressed protein ; supported by full-lenAtGDU4 AT2G24762 -1.45 -0.54 -1.06 0.326936 0.555816 -6.27
249183_at  E2, ubiquitin-conjugating enzyme 18 (UUBC18 AT5G42990 -1.08 -0.11 -1.06 0.326845 0.555816 -6.27
264617_at unknown protein --- AT2G17660 1.18 0.24 1.06 0.326939 0.555816 -6.27
264476_at hypothetical protein contains similarity toPGSIP2 AT1G77130 -1.10 -0.14 -1.06 0.327178 0.556034 -6.27
251201_at  putative protein predicted protein, Arabi --- AT3G63020 1.07 0.10 1.06 0.327184 0.556034 -6.27
255848_at hypothetical protein predicted by gensca--- AT2G33640 1.09 0.13 1.06 0.327209 0.556034 -6.27
251343_at  phosphatidate cytidylyltransferase - like--- AT3G60620 -1.17 -0.22 -1.06 0.327188 0.556034 -6.27
258112_at putative cytochrome P450 similar to GB CYP72A10AT3G14640 -1.09 -0.13 -1.06 0.327332 0.556200 -6.27
257825_at  protein kinase, putative contains Pfam p--- AT3G26700 1.09 0.13 1.06 0.327377 0.556229 -6.27
260088_at  tonoplast intrinsic protein, alpha (alpha-TIP3;1 AT1G73190 1.10 0.14 1.06 0.327399 0.556229 -6.27
250379_at  transcription factor like protein transcripTINY2 AT5G11590 -1.08 -0.11 -1.06 0.327482 0.556229 -6.27
254267_at dihydroorotase  ; supported by cDNA: giPYR4 AT4G22930 -1.10 -0.13 -1.06 0.327495 0.556229 -6.27
265424_at putative sugar transporter --- AT2G20780 1.10 0.13 1.06 0.327429 0.556229 -6.27
258307_x_a hypothetical protein predicted by genem--- --- 1.09 0.12 1.06 0.327473 0.556229 -6.27
266829_at hypothetical protein predicted by gensca--- AT2G22940 1.07 0.10 1.06 0.327543 0.556270 -6.27
257752_at hypothetical protein predicted by gensca--- AT3G18720 -1.09 -0.13 -1.06 0.327594 0.556314 -6.27
254691_at hypothetical protein  ; supported by full-l --- AT4G17840 1.15 0.20 1.06 0.327764 0.556562 -6.27
252621_at putative protein Ac-like transposases --- --- -1.09 -0.12 -1.06 0.327802 0.556585 -6.27
257309_at hypothetical protein predicted by genem--- AT3G28150 -1.07 -0.09 -1.05 0.327847 0.556620 -6.27
248111_at wax synthase-like protein --- AT5G55330 1.08 0.11 1.05 0.328072 0.556960 -6.27
251897_at  RING finger - like protein DNA-binding M--- AT3G54360 -1.11 -0.15 -1.05 0.3281 0.556967 -6.27
264194_at putative wall-associated kinase contains--- AT1G22720 1.09 0.12 1.05 0.328277 0.557225 -6.27



250590_at exonuclease-like protein --- AT5G07710 -1.08 -0.11 -1.05 0.328362 0.557261 -6.27
255015_at  putative protein m6A methyltransferase EMB1691 AT4G09980 -1.14 -0.19 -1.05 0.328336 0.557261 -6.27
255404_at predicted protein --- AT4G03153 1.09 0.12 1.05 0.328371 0.557261 -6.27
261178_at  synaptobrevin 7B, putative similar to GBATVAMP7 AT1G04760 -1.08 -0.10 -1.05 0.328562 0.557503 -6.27
258978_at unknown protein  ; supported by cDNA: --- AT3G09320 -1.08 -0.11 -1.05 0.328541 0.557503 -6.27
246043_at  putative protein predicted protein, Arabi --- AT5G19380 -1.17 -0.23 -1.05 0.328727 0.557741 -6.27
251851_at  structural maintenance of chromosomesTTN8 AT3G54670 -1.09 -0.13 -1.05 0.328777 0.557785 -6.27
254065_at gibberellin 20-oxidase - Arabidopsis thalGA20OX1 AT4G25420 1.24 0.31 1.05 0.328838 0.557845 -6.27
253280_at  poly(A)-binding protein non-consensus PAB2 AT4G34110 -1.08 -0.11 -1.05 0.328931 0.557921 -6.27
264569_at unknown protein EST gb|ATTS1136 com--- --- 1.08 0.11 1.05 0.32893 0.557921 -6.27
251266_at  putative protein hypothetical protein At2--- AT3G62320 1.10 0.14 1.05 0.328973 0.557950 -6.27
261699_at hypothetical protein identical to hypothet--- AT1G32660 1.10 0.13 1.05 0.328998 0.557951 -6.27
257059_at unknown protein  ; supported by cDNA: --- AT3G15280 -1.08 -0.11 -1.05 0.329158 0.558139 -6.27
262265_at hypothetical protein predicted by gensca--- --- 1.12 0.17 1.05 0.329137 0.558139 -6.27
254107_at  putative protein putative glycerol-3-phos--- AT4G25220 1.11 0.15 1.05 0.329227 0.558179 -6.27
260090_at  putative serine carboxypeptidase similascpl4 AT1G73310 -1.07 -0.10 -1.05 0.32923 0.558179 -6.27
257430_at hypothetical protein similar to hypothetic--- AT2G28580 1.11 0.15 1.05 0.329373 0.558379 -6.27
265144_at putative serine/threonine protein kinase --- AT1G51170 -1.12 -0.17 -1.05 0.329552 0.558641 -6.27
252233_at AtMYB84  ;supported by full-length cDN MYB84 AT3G49690 -1.10 -0.13 -1.05 0.329637 0.558745 -6.27
260371_at unknown protein  ; supported by cDNA: --- AT1G69690 -1.24 -0.32 -1.05 0.329664 0.558748 -6.27
267542_at hypothetical protein predicted by genefin--- AT2G32740 1.08 0.11 1.05 0.329714 0.558791 -6.27
266667_at hypothetical protein predicted by gensca--- AT2G29770 1.07 0.10 1.05 0.329801 0.558896 -6.27
249382_at  putative protein predicted proteins, Arab--- AT5G40050 1.07 0.10 1.05 0.329825 0.558896 -6.27
245702_at calcium lipid binding protein - like GC doSYTC AT5G04220 -1.13 -0.18 -1.05 0.329928 0.558918 -6.27
260008_at  putative RING zinc finger protein contai --- AT1G68070 -1.08 -0.11 -1.05 0.329892 0.558918 -6.27
252381_s_a ABC-type transport protein-like protein ABCA4 AT3G47750 / -1.10 -0.13 -1.05 0.329936 0.558918 -6.27
247714_at  wuschel protein - like wuschel protein, AWOX2 AT5G59340 1.16 0.21 1.05 0.329874 0.558918 -6.27
250228_at cell cycle switch protein FZR3 AT5G13840 1.10 0.14 1.05 0.329977 0.558946 -6.27
247978_at 60S ribosomal protein L31  ;supported b--- AT5G56710 -1.22 -0.29 -1.05 0.330117 0.559142 -6.27
250570_at putative protein hypothetical bacterial pr EMB1873 AT5G08170 -1.12 -0.16 -1.05 0.330281 0.559337 -6.27
245663_at  steroid sulfotransferase, putative simila --- AT1G28170 1.08 0.11 1.05 0.330261 0.559337 -6.27
260114_at  AIG1-like protein similar to AIG1 protein--- AT1G33880 1.08 0.11 1.05 0.330344 0.559402 -6.27
254694_at putative protein --- AT4G17900 1.12 0.17 1.05 0.330418 0.559485 -6.27
263852_at putative mutT domain protein ATNUDT6 AT2G04450 1.53 0.62 1.05 0.330476 0.559520 -6.27
266020_at hypothetical protein SDG11 AT2G05900 1.11 0.15 1.05 0.330487 0.559520 -6.27



251390_at  guanine nucleotide exchange factor - lik--- AT3G60860 1.10 0.13 1.05 0.330559 0.559601 -6.28
266516_at putative glutaredoxin  ;supported by full- --- AT2G47880 1.23 0.30 1.05 0.330617 0.559616 -6.28
262758_at hypothetical protein predicted by genem--- AT1G10780 -1.09 -0.13 -1.05 0.330602 0.559616 -6.28
252628_at putative protein --- AT3G44960 -1.07 -0.10 -1.05 0.330665 0.559654 -6.28
248922_at putative protein contains similarity to homWOX8 AT5G45980 1.08 0.10 1.05 0.330695 0.559665 -6.28
264430_at  cineole synthase, putative similar to 1,8TPS14 AT1G61680 -1.08 -0.11 -1.05 0.33079 0.559701 -6.28
256851_at hypothetical protein predicted by genem--- AT3G27930 1.07 0.10 1.05 0.330781 0.559701 -6.28
255922_at  trehalose-6-phosphate phosphatase, pu--- AT1G22210 1.08 0.11 1.05 0.330787 0.559701 -6.28
249080_at putative protein strong similarity to unkn SUVR2 AT5G43990 1.12 0.16 1.05 0.330925 0.559887 -6.28
265123_at hypothetical protein similar to putative C--- AT1G55440 1.07 0.10 1.05 0.33128 0.559995 -6.28
259570_at hypothetical protein COR47 AT1G20440 1.18 0.23 1.05 0.331241 0.559995 -6.28
245081_at  unknown protein overlap with T20D16.8--- --- 1.14 0.19 1.05 0.331171 0.559995 -6.28
265291_at unknown protein predicted by genscan; --- AT2G22720 1.09 0.13 1.05 0.331227 0.559995 -6.28
259709_at Expressed protein ; supported by full-len--- AT1G77655 1.10 0.14 1.05 0.331283 0.559995 -6.28
245591_at hypothetical protein --- AT4G14530 1.07 0.09 1.05 0.331057 0.559995 -6.28
262321_at hypothetical protein predicted by gensca--- AT1G27570 1.08 0.12 1.05 0.331252 0.559995 -6.28
260725_at Expressed protein ; supported by full-len--- AT1G48170 1.09 0.12 1.05 0.33105 0.559995 -6.28
247869_at CCHH finger protein 2-like protein (pir||SZFP2 AT5G57520 1.06 0.09 1.05 0.331113 0.559995 -6.28
245028_at unknown protein --- AT2G26570 1.13 0.17 1.05 0.331164 0.559995 -6.28
249495_at  germin - like protein GLP6 exon 2 interrGLP6 AT5G39100 1.10 0.14 1.05 0.331282 0.559995 -6.28
245222_at contains similarity to En/Spm transposon--- --- -1.07 -0.10 -1.05 0.331123 0.559995 -6.28
266310_at  putative PCI domain protein proteasom FUS12 AT2G26990 -1.09 -0.13 -1.05 0.331431 0.560202 -6.28
259267_at unknown protein  ;supported by full-leng--- AT3G01130 -1.08 -0.11 -1.05 0.33149 0.560261 -6.28
252969_at  putative protein vsf-1 protein, Lycopersi --- AT4G38900 -1.08 -0.11 -1.05 0.331565 0.560347 -6.28
259020_at unknown protein  ; supported by cDNA: --- AT3G07470 -1.11 -0.15 -1.05 0.331726 0.560536 -6.28
253599_at  putative protein ash1 protein, Drosophil SDG4 AT4G30860 1.13 0.18 1.05 0.331719 0.560536 -6.28
263622_at hypothetical protein predicted by gensca--- AT2G04870 -1.08 -0.12 -1.05 0.331774 0.560575 -6.28
245873_at  bHLH transcription factor GBOF-1, putaCIB5 AT1G26260 -1.11 -0.15 -1.05 0.331807 0.560590 -6.28
247763_at RNA polymerase II NRPB7 AT5G59180 -1.09 -0.12 -1.05 0.331892 0.560691 -6.28
259710_at  putative aminotransferase similar to kyn--- AT1G77670 -1.25 -0.32 -1.05 0.331976 0.560792 -6.28
261130_at unknown protein ; supported by cDNA: gPRMT10 AT1G04870 -1.17 -0.23 -1.05 0.332037 0.560821 -6.28
252973_s_apeptidylprolyl isomerase ROC1  ;suppor ROC1 AT4G38740 -1.13 -0.18 -1.05 0.332043 0.560821 -6.28
AFFX-Athal-Arabidopsis thaliana /REF=M64116 /DE GAPC1 --- 1.18 0.24 1.05 0.332072 0.560830 -6.28
250537_at Expressed protein ; supported by full-len--- AT5G08565 1.15 0.20 1.04 0.332131 0.560846 -6.28
258500_at S-adenosylmethionine decarboxylase id CPuORF9 AT3G02468 / 1.09 0.12 1.04 0.332129 0.560846 -6.28



252894_at hypothetical protein --- AT4G39440 -1.10 -0.14 -1.04 0.33221 0.560897 -6.28
263827_at unknown protein --- AT2G40420 1.15 0.20 1.04 0.332201 0.560897 -6.28
247366_at putative protein contains similarity to zin --- AT5G63260 1.11 0.14 1.04 0.332241 0.560908 -6.28
255847_at putative thioredoxin ACHT3 AT2G33270 1.07 0.10 1.04 0.332345 0.561042 -6.28
258529_at  hypothetical protein predicted by genem--- AT3G06740 -1.12 -0.17 -1.04 0.332541 0.561330 -6.28
253367_at hypothetical protein --- AT4G33180 -1.15 -0.20 -1.04 0.3327 0.561432 -6.28
249378_at  putative protein microtubule-associated --- AT5G40450 -1.13 -0.18 -1.04 0.332647 0.561432 -6.28
257979_at unknown protein --- AT3G20730 -1.09 -0.12 -1.04 0.332659 0.561432 -6.28
253681_at cytidine deaminase 3 (CDA3) --- AT4G29630 1.09 0.12 1.04 0.332677 0.561432 -6.28
250662_at steroid sulfotransferase-like protein  ;supST2A AT5G07010 1.21 0.28 1.04 0.332748 0.561462 -6.28
264144_at  latex-abundant protein, putative similar AtMC6 AT1G79320 1.08 0.11 1.04 0.332766 0.561462 -6.28
254611_at Expressed protein ; supported by full-len--- AT4G19095 1.08 0.11 1.04 0.332797 0.561471 -6.28
247511_at  Fdr1 Cen - like protein Fdr1, Oryza sativ--- AT5G62040 1.10 0.14 1.04 0.332908 0.561576 -6.28
247353_at alcohol dehydrogenase-like protein  ;sup--- AT5G63620 1.11 0.15 1.04 0.332906 0.561576 -6.28
266649_at putative aquaporin (tonoplast intrinsic prTIP4;1 AT2G25810 -1.08 -0.11 -1.04 0.332967 0.561618 -6.28
255773_at  flavonol 4'-sulfotransferase, putative simSOT17 AT1G18590 -1.28 -0.36 -1.04 0.332982 0.561618 -6.28
263521_at hypothetical protein predicted by gensca--- AT2G24960 -1.12 -0.17 -1.04 0.333022 0.561632 -6.28
265279_at hypothetical protein predicted by gensca--- AT2G28460 1.13 0.18 1.04 0.33304 0.561632 -6.28
258562_at unknown protein  ;supported by full-leng--- AT3G05980 1.07 0.10 1.04 0.33309 0.561635 -6.28
254627_at Expressed protein ; supported by full-len--- AT4G18395 -1.08 -0.10 -1.04 0.333086 0.561635 -6.28
262013_s_amudrA-like protein similar to Mu transpo --- --- -1.11 -0.15 -1.04 0.333144 0.561683 -6.28
250291_at aspartate kinase  ;supported by full-lengAK-LYS1 AT5G13280 1.14 0.18 1.04 0.333181 0.561688 -6.28
251311_at FUSCA PROTEIN FUS6  ; supported byFUS6 AT3G61140 -1.08 -0.11 -1.04 0.333218 0.561688 -6.28
246466_at  sugar transporter - like protein D-XYLO --- AT5G17010 -1.13 -0.18 -1.04 0.333234 0.561688 -6.28
245651_s_a F5A9.18 unknown protein; similar to ES--- AT1G24793 / 1.12 0.17 1.04 0.333245 0.561688 -6.28
264656_at unknown protein Contains similarity to B--- AT1G09010 -1.08 -0.11 -1.04 0.333301 0.561740 -6.28
251341_at  ribosomal protein S13 -like AtRPS13A m--- AT3G60770 -1.18 -0.24 -1.04 0.33341 0.561758 -6.28
255233_at  putative protein ADRENODOXIN PRECMFDX1 AT4G05450 -1.09 -0.13 -1.04 0.333368 0.561758 -6.28
247757_at putative protein --- AT5G59105 / 1.07 0.10 1.04 0.333405 0.561758 -6.28
255182_at hypothetical protein --- --- 1.08 0.11 1.04 0.333351 0.561758 -6.28
266782_at putative ligand-gated ion channel proteinATGLR2.7 AT2G29120 1.08 0.11 1.04 0.333467 0.561813 -6.28
256010_at  auxin response factor, putative similar t ARF19 AT1G19220 -1.10 -0.13 -1.04 0.333501 0.561828 -6.28
248085_at putative protein similar to unknown proteSVL1 AT5G55480 1.19 0.25 1.04 0.333526 0.561829 -6.28
244976_at cytochrome B6 --- --- -1.08 -0.11 -1.04 0.333586 0.561888 -6.28
254825_at  putative protein Pad-1, Neurospora cras--- AT4G12640 -1.12 -0.17 -1.04 0.333617 0.561899 -6.28



264423_at hypothetical protein predicted by genem--- AT1G61690 1.10 0.14 1.04 0.333698 0.561994 -6.28
246218_at  RUB1-conjugating enzyme RCE1, puta RCE1 AT4G36800 -1.13 -0.18 -1.04 0.333875 0.562250 -6.28
265142_at unknown protein DABB1 AT1G51360 1.08 0.11 1.04 0.333904 0.562258 -6.28
252176_at  protein kinase ATN1 -like protein protei --- AT3G50720 1.10 0.14 1.04 0.334022 0.562390 -6.28
264769_at hypothetical protein predicted by genem--- AT1G61350 1.20 0.26 1.04 0.334032 0.562390 -6.28
257651_at  polygalacturonase, putative similar to e --- AT3G16850 -1.18 -0.24 -1.04 0.334107 0.562476 -6.28
254595_at floral homeotic protein agamous (AGAMAG AT4G18960 1.07 0.10 1.04 0.334267 0.562704 -6.28
257498_at hypothetical protein predicted by genem--- AT1G69660 1.08 0.12 1.04 0.334329 0.562732 -6.28
259341_at unknown protein similar to hypothetical pATBPM4 AT3G03740 1.08 0.11 1.04 0.334333 0.562732 -6.28
263372_at 60S ribosomal protein L14  ;supported b--- AT2G20450 -1.20 -0.26 -1.04 0.334561 0.563073 -6.28
263548_at  glycine-rich RNA binding protein 7 AlterCCR2 AT2G21660 / -1.09 -0.13 -1.04 0.334639 0.563163 -6.28
250713_at putative protein similar to unknown prote--- AT5G06130 -1.10 -0.13 -1.04 0.334756 0.563319 -6.29
245725_at  sucrose synthase, putative similar to suSUS6 AT1G73370 1.19 0.26 1.04 0.334793 0.563340 -6.29
267206_at putative dioxygenase --- AT2G30830 1.08 0.12 1.04 0.334836 0.563370 -6.29
250890_at  3-oxoacyl-[acyl-carrier-protein] synthase--- AT5G04520 1.08 0.11 1.04 0.334868 0.563382 -6.29
261693_at hypothetical protein similar to hypotheticDCP1 AT1G08370 -1.07 -0.10 -1.04 0.334902 0.563399 -6.29
265588_at putative pathogenesis-related protein --- AT2G19970 1.37 0.45 1.04 0.33504 0.563589 -6.29
253532_at  putative protein centromere protein E, H--- AT4G31570 -1.08 -0.11 -1.04 0.335067 0.563592 -6.29
256373_at hypothetical protein SGA2 AT1G66740 1.11 0.16 1.04 0.335142 0.563678 -6.29
259659_at hypothetical protein contains similarity to--- AT1G55170 1.12 0.17 1.04 0.335287 0.563800 -6.29
245286_at cytosolic O-acetylserine(thiol)lyase (EC OASA1 AT4G14880 1.09 0.12 1.04 0.335289 0.563800 -6.29
246104_at  DNA-binding protein - like DNA-binding WRKY74 AT5G28650 1.07 0.10 1.04 0.335263 0.563800 -6.29
247761_at phosphoprotein phosphatase 1 catalytic TOPP2 AT5G59160 1.09 0.12 1.04 0.335376 0.563904 -6.29
259936_at putative UDP-glucose:glycoprotein glucoEBS1 AT1G71220 -1.08 -0.11 -1.04 0.335447 0.563937 -6.29
246167_at putative protein --- --- 1.10 0.14 1.04 0.335422 0.563937 -6.29
252435_at putative protein several hypothetical pro --- --- 1.10 0.13 1.04 0.33547 0.563937 -6.29
258271_at hypothetical protein predicted by genem--- AT3G15605 1.09 0.13 1.04 0.335612 0.564112 -6.29
258793_at hypothetical protein supported by full-len--- AT3G04780 1.08 0.12 1.04 0.335623 0.564112 -6.29
260509_at natural resistance-associated macrophaNRAMP2 AT1G47240 1.07 0.09 1.04 0.335775 0.564316 -6.29
257148_at  cytochrome c, putative similar to cytoch--- AT3G27240 1.15 0.20 1.04 0.335794 0.564316 -6.29
251782_at beta-N-acetylhexosaminidase -like proteHEXO1 AT3G55260 1.13 0.17 1.04 0.335866 0.564396 -6.29
260201_at F12A21.27 hypothetical protein;supporte--- AT1G67600 1.19 0.25 1.04 0.335931 0.564463 -6.29
259060_at hypothetical protein predicted by gensca--- AT3G07400 -1.12 -0.16 -1.04 0.336039 0.564603 -6.29
267418_at putative RING zinc finger protein --- AT2G35000 1.10 0.14 1.04 0.336076 0.564624 -6.29
260194_at hypothetical protein similar to hypothetic--- AT1G67530 -1.17 -0.22 -1.04 0.336323 0.564956 -6.29



261680_at hypothetical protein similar to hypothetic--- AT1G47350 -1.07 -0.09 -1.04 0.336313 0.564956 -6.29
263185_at  transport protein, putative similar to tran--- AT1G05520 1.07 0.10 1.04 0.336401 0.565045 -6.29
259390_at hypothetical protein predicted by genem--- AT1G06340 1.09 0.12 1.03 0.336492 0.565156 -6.29
262790_at putative translation initiation factor similaTIF3H1 AT1G10840 -1.06 -0.09 -1.03 0.336535 0.565186 -6.29
260944_at  beta-galactosidase, putative similar to bBGAL5 AT1G45130 1.65 0.73 1.03 0.336658 0.565345 -6.29
254614_at  putatative protein various predicted prot--- AT4G19191 -1.11 -0.16 -1.03 0.336679 0.565345 -6.29
255114_at putative protein various putative reverse--- --- -1.13 -0.17 -1.03 0.336792 0.565492 -6.29
265646_at putative lipase --- AT2G27360 -1.09 -0.13 -1.03 0.336889 0.565614 -6.29
261939_at  cytochrome c oxidase subunit, putative COX6B AT1G22450 1.12 0.16 1.03 0.337031 0.565810 -6.29
262600_at  unknown protein ESTs gb|H37032, gb|RMBD10 AT1G15340 -1.12 -0.17 -1.03 0.337186 0.565947 -6.29
260212_at hypothetical protein predicted by gensca--- AT1G74480 1.07 0.10 1.03 0.337145 0.565947 -6.29
251515_at putative protein several hypothetical pro --- AT3G59270 -1.06 -0.09 -1.03 0.33718 0.565947 -6.29
246697_at putative protein --- AT5G29210 -1.09 -0.13 -1.03 0.337354 0.566146 -6.29
262404_at  transposon-like ORF, putative similar to--- --- 1.08 0.12 1.03 0.337336 0.566146 -6.29
265348_at putative RNA-binding protein --- AT2G22600 -1.09 -0.13 -1.03 0.337516 0.566376 -6.29
248565_at putative protein similar to unknown prote--- AT5G49710 1.12 0.17 1.03 0.337571 0.566426 -6.29
260800_at unknown protein TSD2 AT1G78240 1.13 0.17 1.03 0.337624 0.566431 -6.29
247424_at  LIM7 - like protein LIM7, Lilium longiflor AtVEX1 AT5G62850 -1.09 -0.12 -1.03 0.337616 0.566431 -6.29
259944_at hypothetical protein predicted by gensca--- AT1G71470 1.08 0.11 1.03 0.337788 0.566587 -6.29
255721_at unknown protein ;supported by full-lengt --- AT1G31940 -1.07 -0.10 -1.03 0.337747 0.566587 -6.29
263505_s_ahypothetical protein --- AT2G07678 -1.18 -0.23 -1.03 0.337791 0.566587 -6.29
264767_at hypothetical protein similar to putative seSD1-29 AT1G61380 1.24 0.31 1.03 0.337935 0.566786 -6.29
258393_at unknown protein similar to unknown pro --- AT3G15480 -1.14 -0.19 -1.03 0.338111 0.566844 -6.29
258832_at putative protein kinase similar to APK1A--- AT3G07070 1.09 0.13 1.03 0.338118 0.566844 -6.29
252197_at  receptor protein kinase -like protein rece--- AT3G50230 1.07 0.10 1.03 0.33807 0.566844 -6.29
251354_at  putative protein hypothetical protein T17--- AT3G61090 1.07 0.10 1.03 0.338053 0.566844 -6.29
257347_at  pseudogene, gene_id:K17E7.6  --- --- 1.07 0.10 1.03 0.338063 0.566844 -6.29
259021_at hypothetical protein predicted by genefin--- AT3G07540 -1.17 -0.22 -1.03 0.338053 0.566844 -6.29
246342_at  putative protein male sterility protein 2 -FAR6 AT3G56700 1.07 0.10 1.03 0.338154 0.566862 -6.29
265610_at unknown protein  ;supported by full-leng--- AT2G25430 1.07 0.10 1.03 0.338489 0.566965 -6.29
248311_at beta-carotene hydroxylase BETA-OHAAT5G52570 1.15 0.20 1.03 0.338431 0.566965 -6.29
255232_at  putative protein phosphatidylinositol-3,4AGD13 AT4G05330 -1.12 -0.16 -1.03 0.338302 0.566965 -6.29
264568_at putative O-GlcNAc transferase similar to--- AT1G05150 -1.11 -0.15 -1.03 0.338451 0.566965 -6.29
258829_at putative Sec24-like COPII protein simila --- AT3G07100 1.07 0.09 1.03 0.338349 0.566965 -6.29
261368_at  protein kinase, putative similar to many --- AT1G53070 1.12 0.16 1.03 0.33842 0.566965 -6.29



266287_at putative tropinone reductase --- AT2G29150 1.10 0.14 1.03 0.338419 0.566965 -6.29
252227_at  putative protein various predicted prote --- AT3G49900 1.08 0.11 1.03 0.338467 0.566965 -6.29
258058_at unknown protein --- AT3G28980 -1.09 -0.12 -1.03 0.338358 0.566965 -6.29
253328_at  putative protein ABC-type transport pro ATNAP13 AT4G33460 -1.08 -0.12 -1.03 0.338401 0.566965 -6.29
260354_at unknown protein  ;supported by full-leng--- AT1G69330 -1.13 -0.18 -1.03 0.338426 0.566965 -6.29
250337_at  putative protein SF21 protein, Helianthu--- AT5G11790 -1.31 -0.39 -1.03 0.338598 0.567107 -6.29
266016_at putative RING zinc finger protein  ; supp--- AT2G18670 / -1.09 -0.13 -1.03 0.338828 0.567246 -6.29
250659_at MtN21 nodulin protein-like --- AT5G07050 1.10 0.14 1.03 0.338844 0.567246 -6.29
257028_at  hypothetical protein predicted by genem--- AT3G19230 1.15 0.21 1.03 0.338712 0.567246 -6.29
259503_at unknown protein ; supported by cDNA: g--- AT1G15870 -1.12 -0.17 -1.03 0.338856 0.567246 -6.29
265775_at Mutator-like transposase similar to  MUR--- --- 1.13 0.18 1.03 0.338835 0.567246 -6.29
267022_at hypothetical protein predicted by gensca--- AT2G34230 1.07 0.09 1.03 0.338792 0.567246 -6.29
265065_at putative phytochelatin synthase ATPCS2 AT1G03980 1.08 0.10 1.03 0.338803 0.567246 -6.29
263025_at  reverse transcriptase, putative similar to--- --- -1.09 -0.12 -1.03 0.338892 0.567265 -6.29
258468_at unknown protein predicted by genscan+ --- AT3G06070 -1.23 -0.29 -1.03 0.339185 0.567626 -6.30
247790_at putative PRL1 associated protein  ;supp --- AT5G58720 1.09 0.13 1.03 0.339199 0.567626 -6.30
253187_at  putative zinc-finger protein PEThy;ZPT4--- AT4G35280 -1.07 -0.10 -1.03 0.339282 0.567626 -6.30
247892_at putative protein contains similarity to DN--- AT5G57970 1.15 0.20 1.03 0.339266 0.567626 -6.30
255101_at  putative lipid transfer protein similar to P--- AT4G08670 1.11 0.15 1.03 0.339245 0.567626 -6.30
257415_at hypothetical protein similar to hypothetic--- AT1G70040 1.09 0.13 1.03 0.339247 0.567626 -6.30
254027_at  putative mitochondrial protein Homo sa --- AT4G25835 1.14 0.19 1.03 0.339213 0.567626 -6.30
251261_at  putative protein polygalacturonase - Lyc--- AT3G62110 -1.20 -0.26 -1.03 0.339478 0.567913 -6.30
263202_at  putative inositol 1,4,5-trisphosphate 5-p5PTASE13AT1G05630 1.22 0.29 1.03 0.339541 0.567977 -6.30
258032_at hypothetical protein predicted by genem--- AT3G21170 1.12 0.17 1.03 0.339579 0.567998 -6.30
250423_s_a cytochrome P450 - like protein cytochroCYP81K2 AT5G10600 / 1.08 0.10 1.03 0.33971 0.568175 -6.30
253470_s_a putative protein dnaK-type molecular chSDH3-2 AT4G32210 / -1.08 -0.11 -1.03 0.339734 0.568175 -6.30
255385_at putative hydrolase --- AT4G03610 -1.11 -0.15 -1.03 0.339787 0.568222 -6.30
266530_at bHLH transcription factor AMS AT2G16910 1.07 0.09 1.03 0.339832 0.568255 -6.30
252673_at  CCR4-associated factor 1-like protein C--- AT3G44240 1.08 0.12 1.03 0.339933 0.568302 -6.30
256689_at hypothetical protein predicted by genem--- AT3G32150 1.08 0.11 1.03 0.339937 0.568302 -6.30
262515_at unknown protein ; supported by cDNA: g--- AT1G34200 1.13 0.18 1.03 0.339903 0.568302 -6.30
257152_at Expressed protein ; supported by full-lenPUX1 AT3G27310 -1.07 -0.10 -1.03 0.339959 0.568302 -6.30
256879_at unknown protein similar to auxin-indepe --- AT3G26370 -1.07 -0.09 -1.03 0.340006 0.568338 -6.30
267216_at hypothetical protein --- AT2G02620 -1.08 -0.12 -1.03 0.340078 0.568417 -6.30
250475_at sulfate transporter  ; supported by cDNASULTR2;1 AT5G10180 -1.23 -0.30 -1.03 0.340158 0.568509 -6.30



267437_at hypothetical protein predicted by genefin--- AT2G19200 -1.08 -0.11 -1.03 0.34023 0.568587 -6.30
248681_at pectate lyase non-consensus AG donor --- AT5G48900 1.95 0.96 1.03 0.34035 0.568746 -6.30
247242_at unknown protein --- AT5G64690 1.07 0.10 1.03 0.340376 0.568748 -6.30
266082_at hypothetical protein predicted by gensca--- AT2G37830 -1.12 -0.17 -1.03 0.340414 0.568770 -6.30
245925_at bZIP transcription factor family protein s BZO2H3 AT5G28770 1.12 0.17 1.03 0.340514 0.568896 -6.30
260738_at hypothetical protein predicted by genem--- AT1G14990 -1.08 -0.11 -1.03 0.340569 0.568946 -6.30
249500_at  expansin-like protein expansin - PrunusATEXPA21AT5G39260 1.13 0.18 1.03 0.34061 0.568973 -6.30
245610_at hypothetical protein --- AT4G14380 1.09 0.12 1.03 0.340666 0.569024 -6.30
262686_at  proteasome regulatory subunit S3, puta--- AT1G75990 1.10 0.13 1.03 0.340739 0.569104 -6.30
247203_at unknown protein  ; supported by cDNA: --- AT5G65180 -1.08 -0.11 -1.02 0.340926 0.569375 -6.30
247675_at  putative protein large number of predict --- AT5G59940 1.11 0.16 1.02 0.340983 0.569428 -6.30
265821_at  putative homeodomain transcription facWUS AT2G17950 -1.13 -0.17 -1.02 0.341036 0.569475 -6.30
264612_at unknown protein similar to GB:AAC3746--- AT1G04560 -1.11 -0.16 -1.02 0.341195 0.569699 -6.30
257404_at hypothetical protein predicted by genscaSUVR1 AT1G04050 1.09 0.12 1.02 0.341381 0.569969 -6.30
265250_at putative receptor protein kinase similar t BRL2 AT2G01950 -1.13 -0.18 -1.02 0.341435 0.570017 -6.30
262669_at hypothetical protein --- AT1G62850 -1.08 -0.12 -1.02 0.341604 0.570257 -6.30
267604_at hypothetical protein predicted by genefinZFN2 AT2G32930 1.18 0.24 1.02 0.341708 0.570389 -6.30
249286_at transcription factor-like protein --- AT5G41580 -1.09 -0.12 -1.02 0.341814 0.570440 -6.30
255445_at hypothetical protein --- AT4G02740 1.10 0.13 1.02 0.341791 0.570440 -6.30
265757_x_aputative PttA2-like transposon protein re--- --- -1.11 -0.15 -1.02 0.341781 0.570440 -6.30
245879_at  putative subunit of TOC complex chloroATTOC64-AT5G09420 -1.24 -0.31 -1.02 0.34185 0.570458 -6.30
259425_at  4,5 PIP kinase, putative similar to 4,5 P PIPK11 AT1G01460 -1.08 -0.11 -1.02 0.341883 0.570473 -6.30
250881_at putative protein --- AT5G04080 -1.13 -0.17 -1.02 0.342073 0.570706 -6.30
265209_at putative DNA binding protein with homeoATHB22 AT2G36610 1.07 0.09 1.02 0.342055 0.570706 -6.30
259877_at unknown protein C-terminal portion simi SDG26 AT1G76710 -1.11 -0.15 -1.02 0.342205 0.570884 -6.30
250347_at putative protein --- AT5G11960 1.08 0.11 1.02 0.342353 0.571006 -6.30
248658_at chromosome condensation protein ATSMC3 AT5G48600 1.08 0.11 1.02 0.342329 0.571006 -6.30
246876_at  putative protein various predicted lysine--- AT5G26140 -1.08 -0.11 -1.02 0.342328 0.571006 -6.30
263430_at unknown protein  ;supported by full-leng--- AT2G22270 -1.10 -0.14 -1.02 0.34239 0.571025 -6.30
246432_at  RGA-like protein putative member of theRGL3 AT5G17490 1.16 0.21 1.02 0.342648 0.571413 -6.30
248996_at unknown protein RRS1 AT5G45260 -1.14 -0.19 -1.02 0.342691 0.571433 -6.30
245487_at phytochrome D PHYD AT4G16250 -1.10 -0.14 -1.02 0.342709 0.571433 -6.30
263241_at arginine decarboxylase identical to GP:1ADC1 AT2G16500 1.30 0.37 1.02 0.342785 0.571517 -6.30
256111_at unknown protein --- AT1G16820 -1.10 -0.14 -1.02 0.342993 0.571823 -6.30
254190_at Expressed protein ; supported by full-len--- AT4G23885 1.14 0.19 1.02 0.343279 0.572215 -6.30



265494_at putative calmodulin-like protein --- AT2G15680 -1.11 -0.16 -1.02 0.343278 0.572215 -6.30
245829_at hypothetical protein predicted by genem--- AT1G57780 -1.09 -0.12 -1.02 0.343362 0.572312 -6.30
263944_at hypothetical protein predicted by genefin--- --- 1.07 0.10 1.02 0.343448 0.572413 -6.31
253413_at  putative protein Fe(II) transport protein, ZIP9 AT4G33020 1.06 0.09 1.02 0.343475 0.572416 -6.31
259452_at  En/Spm-like transposon protein, putativ --- --- 1.09 0.12 1.02 0.343518 0.572446 -6.31
255065_s_a putative arginase similar to arginases (P--- AT4G08870 / -1.33 -0.41 -1.02 0.343553 0.572462 -6.31
261533_at hypothetical protein predicted by genem--- AT1G71690 -1.11 -0.15 -1.02 0.343581 0.572468 -6.31
265500_at putative non-LTR retroelement reverse t --- --- 1.14 0.19 1.02 0.343789 0.572712 -6.31
245907_at ubiquitin-like protein ubiquitins - differen --- AT5G09340 -1.07 -0.09 -1.02 0.34377 0.572712 -6.31
259902_at  disease resistance protein, putative simAtRLP13 AT1G74170 1.20 0.26 1.02 0.343803 0.572712 -6.31
252856_at putative protein ; supported by cDNA: gi --- AT4G39690 -1.07 -0.10 -1.02 0.343828 0.572712 -6.31
253316_s_a putative protein hyphally regulated prote--- AT4G33930 / -1.14 -0.19 -1.02 0.34388 0.572757 -6.31
263353_at hypothetical protein predicted by gensca--- AT2G22070 -1.09 -0.12 -1.02 0.344042 0.572942 -6.31
259101_at hypothetical protein predicted by gensca--- AT3G11640 1.07 0.10 1.02 0.344029 0.572942 -6.31
267545_at unknown protein GRP23 AT2G32690 -1.12 -0.17 -1.02 0.344109 0.573012 -6.31
263889_at putative ABC transporter ATNAP12 AT2G37010 1.09 0.13 1.02 0.344236 0.573056 -6.31
267636_at hypothetical protein predicted by gensca--- AT2G42110 1.07 0.10 1.02 0.344208 0.573056 -6.31
252714_x_a putative protein p97 homologous protei --- AT3G43880 -1.07 -0.09 -1.02 0.344162 0.573056 -6.31
260084_at  chromatin structure regulator, putative s--- AT1G63210 1.10 0.13 1.02 0.344221 0.573056 -6.31
248490_at putative protein similar to unknown prote--- AT5G50940 -1.23 -0.30 -1.02 0.344272 0.573075 -6.31
266354_at putative homeodomain transcription factPFS2 AT2G01500 1.08 0.12 1.02 0.344378 0.573139 -6.31
258476_at hypothetical protein predicted by genefin--- AT3G02400 -1.12 -0.16 -1.02 0.344346 0.573139 -6.31
255371_at putative RPP1-like disease resistance p --- AT4G04110 1.08 0.10 1.02 0.344386 0.573139 -6.31
259159_at unknown protein contains Pfam profile:PACBP4 AT3G05420 1.12 0.16 1.02 0.344422 0.573158 -6.31
266693_at unknown protein predicted by genscan;sMIOX2 AT2G19800 1.55 0.63 1.02 0.344477 0.573208 -6.31
262750_at unknown protein ; supported by cDNA: g--- AT1G28710 -1.10 -0.13 -1.02 0.344577 0.573332 -6.31
267472_at putative basic blue protein (plantacyaninARPN AT2G02850 -1.09 -0.13 -1.02 0.344644 0.573359 -6.31
245102_at putative non-LTR retroelement reverse t --- --- -1.13 -0.17 -1.02 0.344636 0.573359 -6.31
250300_at  putative protein various predicted prote --- AT5G11890 -1.13 -0.18 -1.02 0.344834 0.573612 -6.31
248385_at putative protein contains similarity to DN--- AT5G51910 1.11 0.14 1.02 0.344846 0.573612 -6.31
267439_at putative GDSL-motif lipase/hydrolase sim--- AT2G19060 1.09 0.13 1.02 0.344934 0.573675 -6.31
261542_at unknown protein contains Pfam profile: P--- AT1G63560 1.10 0.13 1.02 0.344918 0.573675 -6.31
263237_at hypothetical protein contains similarity to--- AT1G10610 -1.15 -0.20 -1.02 0.344989 0.573723 -6.31
266901_at hypothetical protein predicted by genscaJAZ7 AT2G34600 1.28 0.35 1.02 0.345127 0.573793 -6.31
256270_at unknown protein ; supported by cDNA: g--- AT3G12300 1.09 0.12 1.02 0.345156 0.573793 -6.31



248782_at palmitoyl-protein thioesterase precursor---- AT5G47340 -1.08 -0.12 -1.02 0.34506 0.573793 -6.31
258693_at unknown protein --- AT3G08650 1.07 0.10 1.02 0.345136 0.573793 -6.31
256234_at  50S ribosomal protein L10, putative sim--- AT3G12370 -1.08 -0.11 -1.02 0.345149 0.573793 -6.31
256794_at  ribosomal protein L27, putative similar t --- AT3G22230 -1.20 -0.27 -1.01 0.345341 0.574058 -6.31
249431_at  polygalacturonase-like protein polygalac--- AT5G39910 1.13 0.18 1.01 0.345386 0.574091 -6.31
256988_s_a adenosine triphosphatase, putative sim --- AT3G28710 / 1.07 0.10 1.01 0.34546 0.574128 -6.31
251982_at  pectate lyase -like protein pectate lyase--- AT3G53190 1.13 0.17 1.01 0.345455 0.574128 -6.31
262422_at hypothetical protein similar to hypothetic--- AT1G23440 1.10 0.14 1.01 0.345484 0.574128 -6.31
263046_at unknown protein  ; supported by cDNA: GRP3S AT2G05380 1.18 0.23 1.01 0.345559 0.574212 -6.31
266019_at putative calmodulin-binding protein  ; su --- AT2G18750 -1.07 -0.10 -1.01 0.345624 0.574278 -6.31
254513_at  cytochrome p450 like protein cytochromCYP71A27AT4G20240 1.07 0.10 1.01 0.345657 0.574291 -6.31
249356_at  putative protein predicted proteins, Arab--- AT5G40520 -1.15 -0.20 -1.01 0.3457 0.574320 -6.31
246730_at  40S ribosomal protein S19 - like 40S rib--- AT5G28060 -1.16 -0.21 -1.01 0.345894 0.574558 -6.31
256443_at hypothetical protein similar to hypothetic--- AT3G10960 1.16 0.22 1.01 0.345889 0.574558 -6.31
260819_at  b-Zip DNA binding protein, putative sim AtbZIP52 AT1G06850 1.17 0.22 1.01 0.345953 0.574587 -6.31
265344_at unknown protein predicted by genefinde--- AT2G22660 -1.12 -0.17 -1.01 0.345992 0.574587 -6.31
267285_at unknown protein --- AT2G23690 1.16 0.21 1.01 0.346037 0.574587 -6.31
262391_at  geranyl geranyl pyrophosphate synthasGGPS6 AT1G49530 -1.09 -0.12 -1.01 0.345962 0.574587 -6.31
251540_at  citrate synthase -like protein citrate syntCSY1 AT3G58740 1.07 0.09 1.01 0.34603 0.574587 -6.31
252624_at Expressed protein ; supported by full-lenPSK1 AT3G44735 -1.20 -0.26 -1.01 0.346066 0.574593 -6.31
255754_at  auxin-induced protein, putative similar t --- AT1G43040 1.06 0.09 1.01 0.346125 0.574649 -6.31
249416_at  putative protein DNA DAMAGE-RESPO--- AT5G39570 -1.09 -0.12 -1.01 0.346269 0.574847 -6.31
256452_at hypothetical protein predicted by genemAtHB33 AT1G75240 1.33 0.41 1.01 0.346397 0.574885 -6.31
246896_at  extensin - like protein Pex1 extensin-like--- AT5G25550 1.10 0.13 1.01 0.346387 0.574885 -6.31
257412_at unknown protein --- AT1G22980 -1.08 -0.12 -1.01 0.346418 0.574885 -6.31
253318_at  extensin-like protein extensin-like prote --- AT4G33970 -1.07 -0.10 -1.01 0.346333 0.574885 -6.31
265977_at putative retroelement pol polyprotein --- --- -1.07 -0.10 -1.01 0.346365 0.574885 -6.31
262073_at unknown protein ;supported by full-lengtZCW32 AT1G59640 -1.17 -0.23 -1.01 0.34679 0.575460 -6.31
265952_at unknown protein supported by cDNA: gi --- AT2G37478 / -1.08 -0.12 -1.01 0.34684 0.575479 -6.31
257649_at predicted protein ARR1 AT3G16857 1.08 0.11 1.01 0.346893 0.575479 -6.31
251799_at  putative protein P59 PROTEIN (HSP BI--- AT3G55520 -1.11 -0.16 -1.01 0.346902 0.575479 -6.31
258564_at  poly(A) polymerase, putative similar to p--- AT3G06560 -1.08 -0.11 -1.01 0.346874 0.575479 -6.31
266379_at  1,4-beta-xylan endohydrolase   --- AT2G14690 1.09 0.12 1.01 0.34694 0.575500 -6.31
263849_at putative retroelement pol polyprotein --- --- -1.11 -0.14 -1.01 0.346999 0.575556 -6.31
257281_s_ahypothetical protein predicted by gensca--- AT3G29680 / 1.10 0.14 1.01 0.347037 0.575577 -6.31



249326_at unknown protein  ; supported by cDNA: SYN2 AT5G40840 -1.09 -0.12 -1.01 0.347103 0.575612 -6.31
261917_at hypothetical protein similar to TMV resis --- AT1G65920 -1.19 -0.25 -1.01 0.34713 0.575612 -6.31
256632_at hypothetical protein --- AT3G28330 1.10 0.14 1.01 0.347134 0.575612 -6.31
266989_at putative myrosinase-binding protein  ;su JAL23 AT2G39330 -1.59 -0.67 -1.01 0.347193 0.575627 -6.31
264762_at  receptor kinase, putative similar to rece --- AT1G61460 1.10 0.13 1.01 0.34719 0.575627 -6.31
250324_at  putative protein nitrilase/Fhit protein, Ca--- AT5G12040 -1.10 -0.14 -1.01 0.347245 0.575671 -6.31
253786_at  receptor protein kinase-like protein rece--- AT4G28650 1.09 0.12 1.01 0.347343 0.575728 -6.31
256993_at unknown protein  ; supported by cDNA: --- AT3G28670 -1.07 -0.10 -1.01 0.347355 0.575728 -6.31
266515_at putative tubby protein AtTLP3 AT2G47900 -1.12 -0.16 -1.01 0.347345 0.575728 -6.31
247858_at similar to unknown protein (pir||T34863) TTL AT5G58220 1.09 0.13 1.01 0.34745 0.575844 -6.31
249381_at  acidic ribosomal protein P2 -like acidic r--- AT5G40040 1.10 0.14 1.01 0.347538 0.575947 -6.31
263681_at hypothetical protein predicted by genscaORC6 AT1G26840 -1.12 -0.17 -1.01 0.3477 0.576174 -6.31
252454_at  putative protein various predicted prote --- AT3G47130 -1.07 -0.09 -1.01 0.34773 0.576182 -6.31
267455_at  hypothetical protein predicted by gensc --- AT2G33760 -1.11 -0.15 -1.01 0.347892 0.576330 -6.32
248702_at unknown protein --- AT5G48420 -1.07 -0.10 -1.01 0.347895 0.576330 -6.32
265177_at  OBP32pep protein, putative identical to --- AT1G23640 1.07 0.10 1.01 0.347847 0.576330 -6.31
251533_at putative protein several hypothetical pro ATRBL15 AT3G58460 1.07 0.10 1.01 0.347948 0.576375 -6.32
257191_at Expressed protein ; supported by full-len--- AT3G13175 -1.10 -0.13 -1.01 0.348004 0.576427 -6.32
248457_at putative protein contains similarity to wa --- AT5G51420 1.12 0.16 1.01 0.348054 0.576460 -6.32
255085_at putative protein several hypothetical pro --- --- -1.08 -0.12 -1.01 0.348075 0.576460 -6.32
255470_at hypothetical protein --- AT4G03040 1.09 0.13 1.01 0.348338 0.576813 -6.32
267053_s_aperoxidase --- AT2G38380 / 1.19 0.25 1.01 0.348322 0.576813 -6.32
252833_at Expressed protein ; supported by cDNA AGP3 AT4G40090 -1.08 -0.10 -1.01 0.348457 0.576958 -6.32
253540_at  putative protein various predicted prote --- AT4G31615 -1.08 -0.11 -1.01 0.348477 0.576958 -6.32
245170_at  60S ribosomal protein L18, 5'partial No --- AT2G47570 1.09 0.12 1.01 0.348543 0.577025 -6.32
248279_at putative protein similar to unknown proteATIM AT5G52910 -1.20 -0.26 -1.01 0.348583 0.577051 -6.32
253940_at putative protein other Arabidopsis hypot --- AT4G26950 -1.10 -0.14 -1.01 0.348621 0.577071 -6.32
246216_at cytochrome P450 like protein ; supporte ROT3 AT4G36380 -1.12 -0.17 -1.01 0.348668 0.577107 -6.32
261855_at unknown protein --- AT1G50510 -1.11 -0.14 -1.01 0.348748 0.577198 -6.32
257980_at hypothetical protein predicted by genem--- AT3G20760 -1.08 -0.12 -1.01 0.348809 0.577258 -6.32
254855_s_a putative protein other predicted proteins--- AT4G12140 / 1.10 0.14 1.01 0.348929 0.577413 -6.32
246913_at  GATA transcription factor - like GATA tr--- AT5G25830 -1.11 -0.15 -1.01 0.348978 0.577454 -6.32
258830_at unknown protein --- AT3G07090 1.18 0.24 1.01 0.349033 0.577502 -6.32
248562_at putative protein strong similarity to unkn --- AT5G49680 1.20 0.27 1.01 0.349127 0.577616 -6.32
257984_at  putative cell differentiation protein simila--- AT3G20800 1.11 0.16 1.01 0.349209 0.577626 -6.32



252146_at  putative protein steroid sulfotransferase--- AT3G51210 1.07 0.09 1.01 0.349181 0.577626 -6.32
251335_at  1-aminocyclopropane-1-carboxylate oxi --- AT3G61400 1.13 0.18 1.01 0.349187 0.577626 -6.32
248144_at glucose-6-phosphate/phosphate translocGPT1 AT5G54800 1.10 0.14 1.01 0.349296 0.577728 -6.32
251009_at  putative protein predicted proteins, Arab--- AT5G02640 1.19 0.25 1.01 0.349396 0.577851 -6.32
261461_at hypothetical protein predicted by genem--- AT1G07860 1.10 0.13 1.01 0.349434 0.577872 -6.32
254620_at  pollen-specific protein - like 18.3K prote--- AT4G18590 -1.09 -0.12 -1.01 0.34949 0.577880 -6.32
266151_x_aEn/Spm transposon protein (mosaic-like--- --- 1.08 0.12 1.01 0.349515 0.577880 -6.32
248925_at GDSL-motif lipase/hydrolase-like protein--- AT5G45910 1.11 0.14 1.01 0.34948 0.577880 -6.32
255418_at predicted protein of unknown function --- AT4G03200 -1.11 -0.15 -1.01 0.349576 0.577940 -6.32
252691_at  kinesin -like protein KLP2 protein, Xeno--- AT3G44050 -1.07 -0.10 -1.00 0.349699 0.578101 -6.32
266831_at putative squalene epoxidase SQE2 AT2G22830 -1.27 -0.35 -1.00 0.349926 0.578198 -6.32
256413_at hypothetical protein predicted by genem--- AT3G11100 1.09 0.12 1.00 0.349904 0.578198 -6.32
251862_at  putative protein arm repeat containing pPUB14 AT3G54850 1.08 0.11 1.00 0.349814 0.578198 -6.32
267158_at putative expansin EXP3 AT2G37640 1.52 0.60 1.00 0.349951 0.578198 -6.32
256216_at calreticulin (crt1) identical to calreticulin CRT1 AT1G56340 / 1.18 0.24 1.00 0.349983 0.578198 -6.32
266233_at putative phloem-specific lectin AtPP2-B8 AT2G02340 1.07 0.10 1.00 0.350008 0.578198 -6.32
258102_at unknown protein contains Pfam profile: P--- AT3G23600 1.11 0.15 1.00 0.349874 0.578198 -6.32
246873_at putative protein --- AT5G26100 -1.08 -0.11 -1.00 0.350003 0.578198 -6.32
245664_at hypothetical protein predicted by genem--- AT1G28327 1.07 0.10 1.00 0.350011 0.578198 -6.32
263187_at  athila ORF 1, putative similar to Athila O--- --- -1.06 -0.09 -1.00 0.349825 0.578198 -6.32
258394_at unknown protein  ;supported by full-leng--- AT3G15530 1.17 0.23 1.00 0.350069 0.578252 -6.32
254876_at  putative phosphoribosylanthranilate tran--- AT4G11610 1.11 0.15 1.00 0.350135 0.578319 -6.32
248312_at unknown protein --- AT5G52580 1.09 0.13 1.00 0.350201 0.578343 -6.32
248788_at DNA-binding protein-like --- AT5G47430 1.07 0.10 1.00 0.350175 0.578343 -6.32
263361_at putative senescence-associated protein TET13 AT2G03840 -1.08 -0.12 -1.00 0.35033 0.578448 -6.32
258346_at hypothetical protein predicted by genem--- AT3G22690 -1.09 -0.13 -1.00 0.350317 0.578448 -6.32
250620_at embryo-specific protein 3 (ATS3)  ; suppATS3 AT5G07190 1.08 0.11 1.00 0.35034 0.578448 -6.32
257527_at  hypothetical protein similar to hypothetic--- AT3G01880 1.08 0.11 1.00 0.350463 0.578609 -6.32
260263_at hypothetical protein predicted by genefinJAG AT1G68480 -1.07 -0.09 -1.00 0.350518 0.578657 -6.32
264949_at unknown protein contains similarity to MMAF1 AT1G77080 -1.07 -0.10 -1.00 0.350545 0.578660 -6.32
250045_at  putative protein mRNA (orf04), Arabido --- AT5G17700 1.13 0.18 1.00 0.350667 0.578819 -6.32
248626_at receptor protein kinase-like protein --- AT5G48940 -1.08 -0.11 -1.00 0.350717 0.578861 -6.32
250658_at C3HC4-type RING zinc finger protein-lik --- AT5G07040 1.10 0.13 1.00 0.350803 0.578938 -6.32
265518_at hypothetical protein predicted by gensca--- AT2G06040 -1.13 -0.18 -1.00 0.350814 0.578938 -6.32
260255_at putative protein kinase similar to p58 pro--- AT1G74330 1.16 0.21 1.00 0.351094 0.579357 -6.32



258668_at hypothetical protein predicted by gensca--- AT3G08780 1.08 0.11 1.00 0.35112 0.579359 -6.32
266463_at hypothetical protein predicted by genefin--- AT2G47840 -1.09 -0.13 -1.00 0.351222 0.579485 -6.32
259855_at putative asparaginyl-tRNA synthetase si --- AT1G68420 -1.08 -0.11 -1.00 0.351307 0.579582 -6.32
256982_at unknown protein ECT2 AT3G13460 1.08 0.11 1.00 0.351387 0.579674 -6.32
248722_at pyrophosphate-fructose-6-phosphate 1- PFK2 AT5G47810 -1.06 -0.09 -1.00 0.351487 0.579795 -6.32
267335_s_a putative beta-1,3-glucanase  --- AT1G64760 / -1.14 -0.19 -1.00 0.351534 0.579831 -6.32
258509_at  protein kinase, putative similar to SERIN--- AT3G06620 -1.14 -0.19 -1.00 0.351562 0.579833 -6.32
260495_at unknown protein similar to T11A07.10 --- AT2G41810 1.12 0.16 1.00 0.351586 0.579833 -6.32
246986_at receptor-like protein kinase  ;supported RLK AT5G67280 -1.28 -0.36 -1.00 0.351616 0.579841 -6.32
245084_at putative MYB family transcription factor  AtMYB70 AT2G23290 -1.15 -0.20 -1.00 0.351793 0.579850 -6.32
251431_at  protein synthesis initiation factor - like eEIF4G AT3G60240 -1.07 -0.10 -1.00 0.351819 0.579850 -6.32
256533_at unknown protein --- AT1G33250 -1.12 -0.16 -1.00 0.351744 0.579850 -6.32
250226_at putative protein contains similarity to N-a--- AT5G13780 -1.09 -0.13 -1.00 0.351768 0.579850 -6.32
254842_at putative protein other hypothetical prote --- AT4G11950 1.10 0.14 1.00 0.351776 0.579850 -6.32
253091_at  cytochrome p450 - like protein cytochroCYP81D2 AT4G37360 1.08 0.11 1.00 0.351788 0.579850 -6.32
252839_at  putative protein PIF1 protein - Caenorha--- --- 1.12 0.16 1.00 0.351825 0.579850 -6.32
260657_at  wall-associated kinase 2, putative simila--- AT1G19390 1.09 0.13 1.00 0.35172 0.579850 -6.32
249540_at  4-coumarate--CoA ligase -like protein 4 --- AT5G38120 1.18 0.24 1.00 0.351858 0.579863 -6.32
245500_at reverse transcriptase like protein --- --- 1.08 0.10 1.00 0.351935 0.579883 -6.32
246655_at hypothetical protein --- AT5G35230 1.08 0.11 1.00 0.351928 0.579883 -6.32
257297_at  unknown protein contains Pfam profiles--- AT3G28040 -1.22 -0.28 -1.00 0.351972 0.579883 -6.32
247772_at  putative protein various predicted prote --- AT5G58610 1.10 0.13 1.00 0.351955 0.579883 -6.32
255259_at coded for by A. thaliana cDNA W43435 NDB2 AT4G05020 1.43 0.51 1.00 0.352152 0.580096 -6.32
252285_at  calmodulin-binding heat-shock - like pro--- AT3G49050 -1.08 -0.12 -1.00 0.352144 0.580096 -6.32
249882_at putative protein contains similarity to C2 --- AT5G22890 -1.07 -0.10 -1.00 0.352182 0.580104 -6.32
263020_at unknown protein --- AT1G23880 1.08 0.11 1.00 0.352249 0.580171 -6.32
250849_at  putative protein NAC2, Arabidopsis thalNAC2 AT5G04410 -1.08 -0.11 -1.00 0.352399 0.580377 -6.33
266517_at glycine decarboxylase complex H-protei --- AT2G35120 -1.20 -0.26 -1.00 0.3525 0.580501 -6.33
257630_at  cytochrome P450, putative similar to cy CYP71B16AT3G26150 1.07 0.10 1.00 0.352542 0.580529 -6.33
267275_at putative Na H antiporter ATCHX13 AT2G30240 1.11 0.15 1.00 0.352755 0.580837 -6.33
246849_at  putative protein various predicted prote --- AT5G26850 1.20 0.26 1.00 0.352809 0.580885 -6.33
252622_at  cysteine proteinase AALP, putative sim --- AT3G45310 -1.09 -0.13 -1.00 0.352976 0.581036 -6.33
245844_at hypothetical protein predicted by genem--- AT1G26170 -1.08 -0.12 -1.00 0.352976 0.581036 -6.33
259726_at Expressed protein ; supported by full-lenSCRL6 AT1G60985 -1.07 -0.10 -1.00 0.352977 0.581036 -6.33
250928_at putative protein EIN2 AT5G03280 -1.08 -0.11 -1.00 0.353217 0.581389 -6.33



255771_at hypothetical protein contains similarity to--- AT1G18550 -1.08 -0.12 -1.00 0.353244 0.581390 -6.33
250773_at putative protein similar to unknown prote--- AT5G05430 -1.14 -0.19 -1.00 0.353358 0.581536 -6.33
256225_at unknown protein ; supported by full-leng--- AT1G56220 -1.12 -0.16 -1.00 0.353415 0.581589 -6.33
252595_at  putative transporter protein peptide tran--- AT3G45690 1.09 0.12 1.00 0.353535 0.581669 -6.33
257798_at unknown protein NAI2 AT3G15950 1.12 0.16 1.00 0.353521 0.581669 -6.33
258722_at putative pathogenesis-related protein sim--- AT3G09590 1.08 0.11 1.00 0.35354 0.581669 -6.33
257242_at  9-cis-epoxycarotenoid dioxygenase, pu NCED6 AT3G24220 -1.08 -0.11 -1.00 0.353577 0.581688 -6.33
247161_at putative protein similar to unknown prote--- AT5G65810 1.11 0.14 1.00 0.353695 0.581839 -6.33
255357_at putative pectinesterase --- AT4G03930 -1.07 -0.10 -1.00 0.353747 0.581861 -6.33
256136_s_a lectin receptor kinase, putative similar to--- AT1G48720 -1.07 -0.09 -1.00 0.353759 0.581861 -6.33
252805_at putative protein --- AT3G42380 1.07 0.10 1.00 0.353872 0.581963 -6.33
251404_at putative protein --- AT3G60310 -1.09 -0.12 -1.00 0.353871 0.581963 -6.33
266980_at 60S ribosomal protein L35  ;supported b--- AT2G39390 -1.16 -0.22 -1.00 0.354001 0.582132 -6.33
253767_at 12S cruciferin seed storage protein CRU3 AT4G28520 1.08 0.11 1.00 0.354056 0.582181 -6.33
247000_at casein kinase II alpha subunit  ; supporteCKA1 AT5G67380 1.10 0.14 1.00 0.354092 0.582186 -6.33
245097_at Expressed protein ; supported by full-len--- AT2G40935 -1.07 -0.09 -1.00 0.35411 0.582186 -6.33
254426_at  putative protein predicted protein, Arabi --- AT4G21240 1.08 0.11 1.00 0.354143 0.582199 -6.33
249924_at kinase associated protein phosphatase KAPP AT5G19280 -1.10 -0.14 -0.99 0.354182 0.582220 -6.33
263926_at hypothetical protein predicted by genscaATEME1A AT2G21800 1.09 0.13 0.99 0.354312 0.582347 -6.33
259155_at transcription initiation factor IIB (TFIIB) id--- AT3G10330 -1.10 -0.14 -0.99 0.354361 0.582347 -6.33
257303_at hypothetical protein predicted by gensca--- AT3G30230 -1.08 -0.11 -0.99 0.354352 0.582347 -6.33
255453_at  hypothetical protein similar to A. thalian --- AT4G02900 -1.11 -0.15 -0.99 0.354342 0.582347 -6.33
255505_at SAR1/GTP-binding secretory factor  ;su ATSAR2 AT4G02080 -1.08 -0.11 -0.99 0.354399 0.582367 -6.33
254146_at  endo-1,4-beta-glucanase like protein enATGH9A3 AT4G24260 1.10 0.14 0.99 0.354483 0.582463 -6.33
267263_at similar to late embryogenesis abundant --- AT2G23110 1.46 0.55 0.99 0.354518 0.582480 -6.33
261983_at  protein kinase, putative similar to cdc2- --- AT1G33770 1.14 0.19 0.99 0.354595 0.582564 -6.33
260557_at putative endochitinase --- AT2G43610 1.06 0.09 0.99 0.354662 0.582565 -6.33
255898_at hypothetical protein similar to hypothetic--- AT1G17930 -1.08 -0.11 -0.99 0.354646 0.582565 -6.33
253705_at hexokinase  ; supported by cDNA: gi_85HXK1 AT4G29130 1.13 0.17 0.99 0.354672 0.582565 -6.33
249590_at  putative protein SIAH1, Brassica napus --- AT5G37870 -1.07 -0.10 -0.99 0.354707 0.582579 -6.33
258328_at putative zinc finger protein similar to aut --- AT3G16090 1.06 0.09 0.99 0.354886 0.582832 -6.33
256388_at unknown protein --- AT3G06180 -1.09 -0.12 -0.99 0.354935 0.582870 -6.33
264710_at putative phytochelatin synthetase simila COBL6 AT1G09790 -1.08 -0.11 -0.99 0.354973 0.582891 -6.33
245983_at  5-formyltetrahydrofolate cyclo-ligase-lik 5-FCL AT5G13050 -1.08 -0.11 -0.99 0.355341 0.583242 -6.33
255695_at putative protein UNE11 AT4G00080 1.07 0.10 0.99 0.355315 0.583242 -6.33



256910_at hypothetical protein --- AT3G24080 -1.10 -0.14 -0.99 0.355258 0.583242 -6.33
258339_at putative dynein light chain protein simila --- AT3G16120 1.07 0.09 0.99 0.355294 0.583242 -6.33
260953_at  transcriptional activator RF2a, putative --- AT1G06070 -1.09 -0.12 -0.99 0.355323 0.583242 -6.33
249203_at cytochrome P450 CYP71A16AT5G42590 1.09 0.12 0.99 0.355296 0.583242 -6.33
263096_at class 1 non-symbiotic hemoglobin (AHB AHB1 AT2G16060 1.22 0.29 0.99 0.355401 0.583300 -6.33
262412_at 14-3-3 protein GF14omicron (grf11) sim GRF11 AT1G34760 -1.10 -0.14 -0.99 0.355459 0.583354 -6.33
257627_at  cytochrome P450, putative contains PfaCYP71B25AT3G26270 -1.09 -0.12 -0.99 0.355532 0.583430 -6.33
257684_s_a unknown protein contains Pfam profile: VCS AT3G13290 / -1.10 -0.13 -0.99 0.3556 0.583500 -6.33
262882_at  cytochrome p450, putative similar to cytCYP89A2 AT1G64900 1.26 0.33 0.99 0.355746 0.583698 -6.33
259435_at hypothetical protein similar to putative p --- AT1G01450 1.07 0.10 0.99 0.355799 0.583743 -6.33
261437_at hypothetical protein predicted by genscaRAD51D AT1G07745 -1.09 -0.12 -0.99 0.355838 0.583765 -6.33
250014_at  anthranilate phosphoribosyltransferase,TRP1 AT5G17990 1.32 0.40 0.99 0.355917 0.583852 -6.33
251605_at receptor-like protein kinase several rece--- AT3G57830 1.10 0.13 0.99 0.35597 0.583897 -6.33
259843_at hypothetical protein predicted by genem--- AT1G73570 -1.11 -0.16 -0.99 0.355997 0.583900 -6.33
251882_at  peptide transport - like protein peptide t PTR1 AT3G54140 1.10 0.13 0.99 0.356053 0.583927 -6.33
247669_at  putative protein transcriptional represso--- AT5G60170 -1.11 -0.15 -0.99 0.356065 0.583927 -6.33
267230_at unknown protein ARL AT2G44080 1.51 0.60 0.99 0.356191 0.584092 -6.33
258737_at unknown protein similar to unknown pro --- AT3G05940 -1.08 -0.10 -0.99 0.356299 0.584185 -6.33
261410_at metallothionein-like protein identical to SMT1C AT1G07610 1.27 0.35 0.99 0.356295 0.584185 -6.33
246574_at  copper amine oxidase, putative similar t--- AT1G31670 1.16 0.22 0.99 0.35642 0.584257 -6.33
259236_at unknown protein  ; supported by full-leng--- AT3G11530 -1.07 -0.10 -0.99 0.356409 0.584257 -6.33
265156_at hypothetical protein predicted by gensca--- AT1G31000 -1.09 -0.12 -0.99 0.356394 0.584257 -6.33
257246_at  pectinesterase, putative contains Pfam --- AT3G24130 1.08 0.11 0.99 0.356506 0.584357 -6.33
258597_x_ahypothetical protein predicted by genem--- AT3G04390 1.07 0.10 0.99 0.356561 0.584404 -6.33
256189_at hypothetical protein predicted by genem--- AT1G30140 -1.07 -0.10 -0.99 0.35672 0.584623 -6.33
251977_at  putative protein auxin-induced protein 6--- AT3G53250 -1.07 -0.10 -0.99 0.356745 0.584623 -6.33
249409_at  putative protein KED, Nicotiana tabacum--- AT5G40340 -1.27 -0.35 -0.99 0.356915 0.584817 -6.33
261567_at Expressed protein ; supported by cDNA --- AT1G33055 1.25 0.32 0.99 0.356892 0.584817 -6.33
266512_at unknown protein --- AT2G47690 -1.07 -0.09 -0.99 0.356958 0.584845 -6.33
250990_at serine/threonine-specific protein kinase NAK AT5G02290 1.16 0.22 0.99 0.357026 0.584914 -6.34
264489_at putative squamosa-promoter binding pro--- AT1G27370 -1.17 -0.23 -0.99 0.357126 0.585035 -6.34
265555_at putative Mutator-like transposase related--- --- -1.06 -0.08 -0.99 0.357166 0.585060 -6.34
252992_at  putative protein phosphatase-2c protein--- AT4G38520 1.13 0.17 0.99 0.357303 0.585241 -6.34
251920_at  uracil phosphoribosyltransferase-like pr --- AT3G53900 -1.18 -0.24 -0.99 0.357375 0.585276 -6.34
248750_at putative protein similar to unknown prote--- AT5G47530 1.13 0.18 0.99 0.357369 0.585276 -6.34



264391_at pectate lyase-like protein Similar to style--- AT1G11920 1.08 0.11 0.99 0.357416 0.585301 -6.34
245820_at  allyl alcohol dehydrogenase, putative si --- AT1G26320 1.08 0.11 0.99 0.357502 0.585399 -6.34
264404_at putative cytochrome P450 CYP82F1 AT2G25160 1.10 0.14 0.99 0.357541 0.585422 -6.34
256726_at unknown protein --- AT3G52210 1.11 0.16 0.99 0.357706 0.585649 -6.34
267334_at hypothetical protein predicted by gensca--- AT2G19420 1.09 0.12 0.99 0.357822 0.585798 -6.34
247499_at predicted protein --- AT5G61865 -1.08 -0.11 -0.99 0.357855 0.585810 -6.34
247293_at putative protein similar to unknown prote--- AT5G64510 1.31 0.38 0.99 0.357917 0.585869 -6.34
248482_at unknown protein --- AT5G50970 -1.07 -0.10 -0.99 0.358082 0.586097 -6.34
265303_at hypothetical protein --- --- 1.08 0.11 0.99 0.358215 0.586272 -6.34
256610_at hypothetical protein predicted by genem--- AT3G30845 -1.07 -0.09 -0.99 0.358309 0.586385 -6.34
266640_at Expressed protein ; supported by full-len--- AT2G35585 1.10 0.14 0.99 0.358364 0.586433 -6.34
257732_at unknown protein contains Pfam profile: PAtCASP AT3G18480 -1.08 -0.11 -0.99 0.358433 0.586503 -6.34
247838_at  ubiquitin-specific protease 23 (UBP23), UBP23 AT5G57990 -1.15 -0.20 -0.99 0.358483 0.586535 -6.34
253488_at  putative protein reproductive meristem gREM1 AT4G31610 1.10 0.14 0.99 0.358504 0.586535 -6.34
257794_at hypothetical protein predicted by gensca--- AT3G27050 -1.11 -0.15 -0.99 0.358534 0.586543 -6.34
263623_at hypothetical protein predicted by gensca--- AT2G04860 -1.07 -0.09 -0.99 0.358617 0.586594 -6.34
253141_at  putative protein hypothetical protein F22--- AT4G35430 / -1.09 -0.13 -0.99 0.358602 0.586594 -6.34
256861_at  beta-amylase, putative similar to beta-aBAM1 AT3G23920 1.16 0.21 0.98 0.358864 0.586882 -6.34
257958_at unknown protein similar to disease resis --- AT3G25510 1.09 0.13 0.98 0.358888 0.586882 -6.34
256903_at hypothetical protein --- AT3G23960 1.08 0.11 0.98 0.358826 0.586882 -6.34
255193_at  score=10.1, E=1.2, N=1 contains simila VFB3 AT4G07400 -1.09 -0.12 -0.98 0.358922 0.586882 -6.34
261545_at unknown protein --- AT1G63530 1.08 0.12 0.98 0.358919 0.586882 -6.34
254449_at  putative protein predicted protein, CaenHEN1 AT4G20910 -1.11 -0.15 -0.98 0.358997 0.586963 -6.34
259797_at unknown protein --- --- -1.10 -0.14 -0.98 0.359037 0.586986 -6.34
261687_at hypothetical protein predicted by genem--- AT1G47280 1.08 0.11 0.98 0.359116 0.587031 -6.34
264558_at putative protein kinase Similar to cdc2 p --- AT1G09600 1.07 0.10 0.98 0.359111 0.587031 -6.34
255122_at putative athila-like protein --- --- -1.11 -0.15 -0.98 0.359142 0.587032 -6.34
257227_at monodehydroascorbate reductase similaMDAR4 AT3G27820 -1.09 -0.12 -0.98 0.359208 0.587056 -6.34
252836_at putative protein predicted polyproteins - --- --- 1.07 0.10 0.98 0.35919 0.587056 -6.34
259440_at hypothetical protein predicted by genemBPS1 AT1G01550 1.08 0.11 0.98 0.359371 0.587140 -6.34
255460_at hypothetical protein similar to A. thaliana--- AT4G02800 1.07 0.10 0.98 0.359372 0.587140 -6.34
248200_at O-methyltransferase  ;supported by full- ATOMT1 AT5G54160 1.24 0.31 0.98 0.359296 0.587140 -6.34
263313_at  14-3-3 protein (grf15), putative contains--- AT2G10450 1.08 0.12 0.98 0.359388 0.587140 -6.34
267631_at hypothetical protein predicted by genefin--- AT2G42150 -1.07 -0.10 -0.98 0.359325 0.587140 -6.34
251590_at  pollen-specific protein BAN102-like protAGP23 AT3G57690 1.12 0.16 0.98 0.359432 0.587169 -6.34



263368_at putative protein kinase contains a protei --- AT2G20470 1.10 0.14 0.98 0.359493 0.587227 -6.34
256439_at putative [Mn] superoxide dismutase sim MSD1 AT3G10920 -1.10 -0.13 -0.98 0.359553 0.587284 -6.34
253877_at Expressed protein ; supported by cDNA --- AT4G27435 -1.18 -0.24 -0.98 0.359597 0.587313 -6.34
246068_at  putative protein ribosomal protein S8 - Z--- AT5G20290 -1.16 -0.22 -0.98 0.35963 0.587324 -6.34
258383_at hypothetical protein predicted by gensca--- AT3G15440 -1.19 -0.25 -0.98 0.359722 0.587433 -6.34
261328_at unknown protein --- AT1G44835 -1.09 -0.12 -0.98 0.359832 0.587571 -6.34
251103_at  putative protein protein phosphatase typ--- AT5G01700 1.11 0.15 0.98 0.359905 0.587647 -6.34
266268_at unknown protein predicted by genefinde--- AT2G29510 -1.07 -0.10 -0.98 0.359985 0.587735 -6.34
252480_at  putative protein methyl-CpG-binding proMBD5 AT3G46580 -1.07 -0.09 -0.98 0.360013 0.587740 -6.34
254836_at  flavonoid 3,5-hydroxylase like protein flaCYP706A7AT4G12330 1.07 0.09 0.98 0.360103 0.587844 -6.34
255901_at  GDP-L-fucose synthetase, putative sim GER2 AT1G17890 1.13 0.18 0.98 0.360389 0.588101 -6.34
258569_at  ribosomal protein L17, putative similar t emb2171 AT3G04400 -1.12 -0.17 -0.98 0.360375 0.588101 -6.34
256920_at hypothetical protein predicted by genem--- AT3G18980 1.07 0.10 0.98 0.360386 0.588101 -6.34
261645_at hypothetical protein similar to hypothetic--- --- -1.07 -0.10 -0.98 0.360336 0.588101 -6.34
246147_s_a 26S proteasome AAA-ATPase subunit RPT6A AT5G19990 / 1.09 0.12 0.98 0.360287 0.588101 -6.34
257408_at unknown protein similar to A. thaliana prSON1 AT2G17310 1.09 0.13 0.98 0.360475 0.588199 -6.34
258003_at expansin At-EXP5 identical to expansin EXPA5 AT3G29030 1.31 0.39 0.98 0.360567 0.588265 -6.34
256765_at  aminotransferase, putative similar to amPOP2 AT3G22200 1.11 0.15 0.98 0.360542 0.588265 -6.34
267133_at unknown protein --- AT2G23440 1.09 0.12 0.98 0.360604 0.588283 -6.34
262858_at major latex protein type3 identical to ma --- AT1G14940 -1.08 -0.11 -0.98 0.360658 0.588286 -6.34
266855_at unknown protein --- AT2G26920 -1.09 -0.13 -0.98 0.360649 0.588286 -6.34
260569_at  putative signal recognition particle prote--- AT2G43640 -1.09 -0.12 -0.98 0.360782 0.588448 -6.34
263641_at putative non-LTR retroelement reverse t --- --- -1.07 -0.10 -0.98 0.360838 0.588496 -6.34
245481_at hypothetical protein --- AT4G16170 -1.08 -0.11 -0.98 0.360941 0.588565 -6.34
266210_at 60S ribosomal protein L10A  ; supportedPGY1 AT2G27530 -1.15 -0.20 -0.98 0.360957 0.588565 -6.34
245561_at indole-3-acetate beta-glucosyltransferasUGT84A4 AT4G15500 1.10 0.14 0.98 0.360924 0.588565 -6.34
258277_at putative cytochrome P450 similar to cytoPAD3 AT3G26830 1.77 0.82 0.98 0.361042 0.588662 -6.34
251758_at transcription factor L2  ;supported by ful --- AT3G55770 -1.09 -0.12 -0.98 0.361293 0.588729 -6.34
260248_at heat shock protein 101 (HSP101) identicATHSP101AT1G74310 1.17 0.23 0.98 0.361265 0.588729 -6.34
262149_at hypothetical protein predicted by genem--- AT1G52530 -1.11 -0.15 -0.98 0.361135 0.588729 -6.34
247020_at putative protein strong similarity to unkn --- AT5G67020 1.11 0.16 0.98 0.361225 0.588729 -6.34
258626_at  transfactor, putative similar to transfacto--- AT3G04450 -1.09 -0.13 -0.98 0.3613 0.588729 -6.34
256224_at GTP-binding protein (SAR1B) identical t ATSAR1B AT1G56330 1.12 0.16 0.98 0.361198 0.588729 -6.34
247629_at putative protein SIZ1 AT5G60410 1.09 0.13 0.98 0.361205 0.588729 -6.34
249100_at unknown protein --- AT5G43560 1.08 0.12 0.98 0.361316 0.588729 -6.34



257355_at hypothetical protein predicted by gensca--- AT2G38150 1.08 0.11 0.98 0.361251 0.588729 -6.34
247538_at  ABC family transporter - like protein AB ATH16 AT5G61700 1.06 0.09 0.98 0.361384 0.588798 -6.34
252440_at  aquaporin-like protein aquaporin - Vern TIP5;1 AT3G47440 -1.07 -0.10 -0.98 0.361432 0.588834 -6.34
262835_at  Na+ H+ antiporter, putative similar to  NATNHX8 AT1G14660 -1.08 -0.11 -0.98 0.361591 0.589051 -6.34
248256_at developmental protein SINA (seven in a --- AT5G53360 1.09 0.12 0.98 0.361674 0.589144 -6.34
267501_at unknown protein --- AT2G45540 1.10 0.14 0.98 0.361797 0.589260 -6.35
267479_at hypothetical protein --- AT2G02690 1.06 0.09 0.98 0.361774 0.589260 -6.35
260326_at putative MYB family transcription factor AtMYB103AT1G63910 1.09 0.13 0.98 0.361897 0.589381 -6.35
264301_at hypothetical protein contains similarity to--- AT1G78780 1.22 0.29 0.98 0.362017 0.589491 -6.35
246290_at calmodulin-3  ;supported by full-length c CAM3 AT3G56800 1.07 0.10 0.98 0.362008 0.589491 -6.35
247083_at unknown protein --- AT5G66290 1.07 0.10 0.98 0.362044 0.589491 -6.35
261529_at hypothetical protein contains similarity to--- AT1G14430 -1.07 -0.10 -0.98 0.362068 0.589491 -6.35
255626_at coded for by A. thaliana cDNA T20615  --- AT4G00780 -1.10 -0.13 -0.98 0.362174 0.589533 -6.35
258700_at putative SF16 protein similar to SF16 pr IQD1 AT3G09710 1.08 0.11 0.98 0.362197 0.589533 -6.35
262218_at hypothetical protein contains similarity to--- AT1G74770 1.12 0.17 0.98 0.362125 0.589533 -6.35
265031_at  serine/threonine protein kinase, putative--- AT1G61590 1.07 0.09 0.98 0.362157 0.589533 -6.35
265173_at unknown protein --- AT1G23530 1.08 0.11 0.98 0.362288 0.589580 -6.35
247359_at acyltransferase-like protein ;supported b--- AT5G63560 1.10 0.14 0.98 0.362297 0.589580 -6.35
266789_at unknown protein  ; supported by full-leng--- AT2G29020 -1.08 -0.11 -0.98 0.362303 0.589580 -6.35
261415_at globulin-like protein similar to GB:75953 --- AT1G07750 -1.16 -0.22 -0.98 0.362421 0.589687 -6.35
246207_at RNA-binding like protein non-consensus--- AT4G36960 -1.08 -0.11 -0.98 0.362408 0.589687 -6.35
250136_at  putative protein de novo DNA methyltraDRM1 AT5G15380 1.15 0.21 0.98 0.36258 0.589861 -6.35
259028_at  putative C2H2-type zinc finger protein pTAC1 AT3G09290 1.09 0.13 0.98 0.362556 0.589861 -6.35
248526_at putative protein contains similarity to AT --- AT5G50740 1.12 0.16 0.98 0.362852 0.590174 -6.35
252506_at  putative protein UDP-galactose transpoUTR5 AT3G46180 -1.09 -0.12 -0.98 0.362799 0.590174 -6.35
262410_at  MAGE protein, putative identical to GB: --- AT1G34770 -1.14 -0.19 -0.98 0.362901 0.590174 -6.35
249542_at  putative protein transcription factor HapNF-YC12 AT5G38140 -1.11 -0.15 -0.98 0.362859 0.590174 -6.35
250775_at putative protein contains similarity to end--- AT5G05460 1.16 0.21 0.98 0.362897 0.590174 -6.35
249979_s_aputative protein --- AT5G18860 / 1.21 0.27 0.98 0.362955 0.590184 -6.35
257518_at hypothetical protein --- AT3G03880 -1.07 -0.09 -0.98 0.362959 0.590184 -6.35
255106_at putative protein hypothetical proteins of --- --- 1.07 0.09 0.98 0.363087 0.590349 -6.35
266371_at calmodulin-like protein identical to GB:X --- AT2G41410 1.18 0.23 0.98 0.363171 0.590394 -6.35
256115_at unknown protein ; supported by cDNA: g--- AT1G16880 1.13 0.17 0.98 0.363159 0.590394 -6.35
252397_at hypothetical protein --- AT3G47980 1.12 0.17 0.98 0.363192 0.590394 -6.35
251272_at homeobox-leucine zipper protein ATHB-ATHB-12 AT3G61890 1.25 0.32 0.98 0.363248 0.590444 -6.35



247208_at nodulin-like  ;supported by full-length cD--- AT5G64870 1.09 0.12 0.97 0.363427 0.590554 -6.35
256165_at hypothetical protein predicted by genem--- AT1G48780 -1.11 -0.15 -0.97 0.363471 0.590554 -6.35
265799_at unknown protein  ; supported by cDNA: --- AT2G35680 -1.09 -0.12 -0.97 0.363445 0.590554 -6.35
255286_at see T14P8.10 (GB:AF069298) --- AT4G04650 1.12 0.16 0.97 0.36335 0.590554 -6.35
246023_at ethylene-insensitive3-like2 (EIL2) EIL2 AT5G21120 1.08 0.11 0.97 0.363471 0.590554 -6.35
251247_at hypothetical protein --- AT3G62140 -1.10 -0.14 -0.97 0.363446 0.590554 -6.35
262125_at  heat shock protein, putative similar to mEDA1 AT1G59680 1.08 0.12 0.97 0.363555 0.590605 -6.35
263819_x_aputative TNP2-like transposon protein re--- --- 1.06 0.09 0.97 0.363545 0.590605 -6.35
251267_at  putative protein hypothetical protein BA --- AT3G62330 1.10 0.13 0.97 0.363658 0.590625 -6.35
254451_at  adrenodoxin - like protein adrenodoxin --- AT4G21090 -1.06 -0.09 -0.97 0.363628 0.590625 -6.35
254361_at Expressed protein ; supported by full-len--- AT4G22212 1.11 0.15 0.97 0.363642 0.590625 -6.35
247770_at  putative protein predicted proteins, Arab--- AT5G58930 -1.22 -0.29 -0.97 0.36367 0.590625 -6.35
257181_at hypothetical protein --- AT3G13190 -1.10 -0.14 -0.97 0.363762 0.590731 -6.35
250657_at steroid sulfotransferase-like protein ST2B AT5G07000 1.18 0.24 0.97 0.364053 0.591119 -6.35
249280_at unknown protein --- AT5G41940 1.11 0.14 0.97 0.364045 0.591119 -6.35
261065_at hypothetical protein predicted by genem--- AT1G07500 -1.11 -0.15 -0.97 0.364156 0.591131 -6.35
261841_at  BTG1 binding factor 1, putative similar t--- AT1G15920 -1.08 -0.11 -0.97 0.364164 0.591131 -6.35
257015_at hypothetical protein predicted by genem--- AT3G28680 1.09 0.12 0.97 0.364095 0.591131 -6.35
257118_at hypothetical protein --- AT3G20180 -1.07 -0.10 -0.97 0.364155 0.591131 -6.35
247799_at subtilisin-like serine protease contains s --- AT5G58840 1.12 0.16 0.97 0.364191 0.591134 -6.35
258739_s_aunknown protein similar to hypothetical p--- AT1G54300 / 1.07 0.10 0.97 0.364291 0.591253 -6.35
252970_at small auxin up RNA (SAUR-AC1)  ;suppSAUR15 AT4G38850 -1.14 -0.19 -0.97 0.364443 0.591415 -6.35
255350_at putative transposon protein similar to de--- --- -1.07 -0.10 -0.97 0.364438 0.591415 -6.35
266845_at unknown protein --- AT2G26110 1.14 0.19 0.97 0.364608 0.591558 -6.35
260589_at hypothetical protein predicted by genem--- AT1G53400 -1.07 -0.09 -0.97 0.364572 0.591558 -6.35
249294_at unknown protein --- AT5G41270 -1.13 -0.18 -0.97 0.364586 0.591558 -6.35
259771_at unknown protein --- AT1G29470 -1.12 -0.16 -0.97 0.364647 0.591579 -6.35
261369_at  protein kinase, putative similar to many --- AT1G53060 1.11 0.15 0.97 0.364838 0.591846 -6.35
262044_s_ahypothetical protein predicted by gensca--- AT1G80210 / -1.08 -0.11 -0.97 0.364924 0.591945 -6.35
261356_at predicted protein --- AT1G79660 -1.12 -0.16 -0.97 0.365162 0.592109 -6.35
249167_at putative protein similar to unknown prote--- AT5G42860 1.22 0.28 0.97 0.36521 0.592109 -6.35
254846_at Expressed protein ; supported by full-lenPLDGAMMAT4G11830 1.10 0.14 0.97 0.365224 0.592109 -6.35
253431_at  putative protein predicted protein, Arabi --- AT4G32440 1.09 0.12 0.97 0.365233 0.592109 -6.35
249836_at unknown protein  ;supported by full-lengHMGB6 AT5G23420 -1.18 -0.24 -0.97 0.365079 0.592109 -6.35
246551_at  putative protein predicted proteins, Arab--- AT5G15070 1.09 0.12 0.97 0.365121 0.592109 -6.35



252071_at  putative protein DNA helicase homolog --- AT3G51690 1.06 0.09 0.97 0.365137 0.592109 -6.35
247828_at  putative protein KIAA0066, Homo sapie--- AT5G58510 1.07 0.10 0.97 0.365095 0.592109 -6.35
266977_at putative phospholipase --- AT2G39420 -1.21 -0.28 -0.97 0.365334 0.592230 -6.35
253025_at hypothetical protein --- AT4G38120 -1.12 -0.17 -0.97 0.365561 0.592430 -6.35
252267_at  putative protein NITROGEN REGULAT --- AT3G49640 -1.12 -0.16 -0.97 0.365541 0.592430 -6.35
262293_at  heat-shock protein 90, putative identica --- AT1G27640 1.12 0.17 0.97 0.365529 0.592430 -6.35
261228_at  C-8,7 sterol isomerase identical to GB:AHYD1 AT1G20050 -1.10 -0.14 -0.97 0.365522 0.592430 -6.35
260770_at  RING-H2 finger protein RHA3a, putative--- AT1G49200 -1.41 -0.49 -0.97 0.365734 0.592669 -6.35
250365_at  putative protein serine threonine tyrosin--- AT5G11410 -1.14 -0.18 -0.97 0.365798 0.592730 -6.35
266547_at similar to eyes absent protein  ;supporteATEYA AT2G35320 -1.07 -0.09 -0.97 0.365913 0.592874 -6.35
265157_at putative reverse transcriptase similar to --- --- -1.08 -0.11 -0.97 0.365976 0.592933 -6.35
259108_at putative translationally controlled tumor --- AT3G05540 1.07 0.10 0.97 0.366107 0.593103 -6.35
257365_x_aputative antifungal protein PDF1.2b AT2G26020 -1.49 -0.58 -0.97 0.366173 0.593169 -6.35
249521_at putative protein strong similarity to unkn --- AT5G38690 -1.08 -0.11 -0.97 0.366251 0.593252 -6.35
252324_at  protein translocation complex sec61 ga --- AT3G48570 1.09 0.12 0.97 0.366314 0.593311 -6.35
261575_at hypothetical protein contains similarity to--- AT1G01130 1.13 0.18 0.97 0.366339 0.593311 -6.35
260650_at Expressed protein ; supported by full-lenTOM2B AT1G32370 1.07 0.10 0.97 0.366373 0.593323 -6.35
260476_at unknown protein --- AT1G11060 1.10 0.14 0.97 0.366514 0.593510 -6.36
246033_at hydroxymethylbilane synthase  ;supporteHEMC AT5G08280 -1.11 -0.16 -0.97 0.366574 0.593526 -6.36
254227_at  putative protein chS-Rex-b - Gallus gall BTI1 AT4G23630 -1.12 -0.16 -0.97 0.366576 0.593526 -6.36
264385_at unknown protein --- AT1G12020 -1.13 -0.17 -0.97 0.366605 0.593530 -6.36
246312_at  G-protein, putative contains Pfam profileXLG3 AT1G31930 1.20 0.26 0.97 0.366735 0.593700 -6.36
259056_at hypothetical protein similar to Ku70-bind--- AT3G03420 -1.10 -0.14 -0.97 0.366763 0.593703 -6.36
245544_at UTP-glucose glucosyltransferase like pr --- AT4G15270 1.09 0.12 0.97 0.366913 0.593863 -6.36
259195_at hypothetical protein predicted by gensca--- AT3G01730 1.09 0.12 0.97 0.366914 0.593863 -6.36
257716_at hypothetical protein predicted by genem--- AT3G18300 1.08 0.11 0.97 0.366999 0.593958 -6.36
257418_at hypothetical protein predicted by genefin--- AT1G30850 1.12 0.16 0.97 0.367127 0.594060 -6.36
258031_s_ahypothetical protein similar to hypothetic--- AT3G27480 / -1.10 -0.14 -0.97 0.36714 0.594060 -6.36
245496_at LET1 like protein --- AT4G16440 -1.08 -0.11 -0.97 0.367099 0.594060 -6.36
255034_at  putative protein Phaseolus vulgaris cDN--- --- 1.07 0.10 0.97 0.367196 0.594067 -6.36
258561_at putative hexose transporter similar to heSTP6 AT3G05960 -1.11 -0.15 -0.97 0.367177 0.594067 -6.36
267043_at unknown protein --- AT2G34330 -1.09 -0.12 -0.97 0.367231 0.594081 -6.36
245091_at unknown protein --- AT2G40910 1.08 0.12 0.97 0.36735 0.594133 -6.36
262915_at response regulator 3 identical to responsARR3 AT1G59940 1.09 0.13 0.97 0.367367 0.594133 -6.36
247146_at unknown protein --- AT5G65610 -1.13 -0.18 -0.97 0.367315 0.594133 -6.36



255239_at contains similarity to Arabidopsis thalian--- --- 1.06 0.08 0.97 0.367359 0.594133 -6.36
247966_at putative protein contains similarity to unk--- AT5G56610 1.08 0.11 0.97 0.367426 0.594186 -6.36
262796_at cysteine proteinase XCP2 identical to paXCP2 AT1G20850 1.23 0.30 0.97 0.367472 0.594198 -6.36
264242_at hypothetical protein predicted by genem--- AT1G54640 -1.06 -0.09 -0.97 0.367486 0.594198 -6.36
251257_at  ADP-ribosylation factor-like protein ADPATARFA1EAT3G62290 1.12 0.16 0.97 0.367535 0.594235 -6.36
258320_at hypothetical protein predicted by genem--- AT3G22710 1.07 0.10 0.97 0.367693 0.594339 -6.36
258695_at putative ascorbate peroxidase strong simAPX2 AT3G09640 1.10 0.13 0.97 0.367648 0.594339 -6.36
250319_at putative protein strong similarity to unkn --- AT5G12120 -1.06 -0.09 -0.97 0.367703 0.594339 -6.36
265665_at cysteine proteinase contains similarity to--- AT2G27420 -1.07 -0.10 -0.97 0.367687 0.594339 -6.36
245429_at Bax inhibitor-1-like protein --- AT4G17580 1.06 0.09 0.97 0.36784 0.594518 -6.36
263526_at hypothetical protein predicted by gensca--- AT2G24830 1.07 0.10 0.97 0.367873 0.594529 -6.36
264485_at unknown protein ; supported by cDNA: g--- AT1G77220 1.08 0.11 0.96 0.367957 0.594622 -6.36
265498_at putative C2H2-type zinc finger protein lik--- AT2G15740 -1.07 -0.09 -0.96 0.368342 0.595203 -6.36
255373_s_aputative protein --- --- 1.09 0.12 0.96 0.36839 0.595239 -6.36
265463_at unknown protein IRX9 AT2G37090 1.13 0.18 0.96 0.368443 0.595282 -6.36
253098_at cytochrome P450-like protein CYP81D3 AT4G37340 1.09 0.13 0.96 0.368632 0.595545 -6.36
267208_at putative shaggy-like protein kinase dzetaASKdZeta AT2G30980 1.06 0.09 0.96 0.368673 0.595569 -6.36
251378_at putative protein --- AT3G60660 -1.08 -0.11 -0.96 0.368791 0.595717 -6.36
261783_at  vacuolar assembly protein vps41, putat --- AT1G08190 -1.09 -0.13 -0.96 0.36885 0.595729 -6.36
252956_at farnesylated protein (ATFP6)  ; supporteATFP6 AT4G38580 -1.21 -0.28 -0.96 0.368845 0.595729 -6.36
249102_at patatin-like protein --- AT5G43590 1.06 0.09 0.96 0.368941 0.595832 -6.36
261067_at  lectin, putative contains Pfam profile: PF--- AT1G07460 -1.08 -0.11 -0.96 0.368976 0.595847 -6.36
263422_s_aputative ubiquitin-like protein  ; supporte --- AT2G17190 / 1.07 0.10 0.96 0.369039 0.595906 -6.36
263146_at  lipase, putative similar to lipase GI:1145GLIP2 AT1G53940 1.09 0.13 0.96 0.369166 0.596069 -6.36
266326_at putative cytochrome b5  ;supported by fuCB5-C AT2G46650 -1.32 -0.40 -0.96 0.369205 0.596091 -6.36
246846_at putative protein --- AT5G26760 -1.07 -0.10 -0.96 0.369338 0.596163 -6.36
261710_at hypothetical protein identical to hypothet--- AT1G32730 -1.09 -0.13 -0.96 0.369352 0.596163 -6.36
258539_at  putative RNA-binding protein contains P--- AT3G06970 1.07 0.10 0.96 0.369348 0.596163 -6.36
249370_at  zinc finger - like protein predicted protei --- AT5G40710 -1.06 -0.08 -0.96 0.369355 0.596163 -6.36
249004_at unknown protein --- AT5G44570 1.10 0.14 0.96 0.369488 0.596336 -6.36
257895_at  dihydrolipoamide dehydrogenase, putatLPD1 AT3G16950 -1.17 -0.22 -0.96 0.369669 0.596586 -6.36
249697_at unknown protein --- AT5G35510 -1.08 -0.11 -0.96 0.369715 0.596619 -6.36
246452_at putative protein predicted proteins - ArabBPA1 AT5G16840 -1.08 -0.11 -0.96 0.369762 0.596622 -6.36
257383_at hypothetical protein predicted by gensca--- AT2G19630 -1.07 -0.10 -0.96 0.36977 0.596622 -6.36
253898_s_atryptophan synthase beta-subunit (TSB2TSB2 AT4G27070 / 1.26 0.33 0.96 0.369842 0.596697 -6.36



251728_at cysteine-tRNA ligase-like protein severa--- AT3G56300 -1.08 -0.11 -0.96 0.36995 0.596829 -6.36
251789_at  serine/threonine-specific protein kinase --- AT3G55450 -1.10 -0.14 -0.96 0.370038 0.596857 -6.36
267600_at  mitochondrial F1-ATPase, gamma subu--- AT2G33040 1.12 0.17 0.96 0.37002 0.596857 -6.36
266976_at putative phospholipase --- AT2G39410 1.13 0.17 0.96 0.370046 0.596857 -6.36
250765_at unknown protein  ;supported by full-leng--- AT5G05930 1.12 0.16 0.96 0.370121 0.596936 -6.36
252662_at  putative protein Sec24A protein, Homo CEF AT3G44340 1.08 0.12 0.96 0.370261 0.597111 -6.36
245109_at hypothetical protein predicted by genefin--- AT2G41520 -1.09 -0.12 -0.96 0.370282 0.597111 -6.36
252664_at putative protein several hypothetical pro --- AT3G44080 -1.06 -0.09 -0.96 0.370311 0.597115 -6.36
263294_at hypothetical protein predicted by genefin--- --- -1.11 -0.14 -0.96 0.370386 0.597193 -6.36
247346_at diacylglycerol kinase ATDGK2 AT5G63770 1.12 0.17 0.96 0.370443 0.597244 -6.36
245965_at  pectin methylesterase-like protein pecti --- AT5G19730 1.15 0.20 0.96 0.370469 0.597244 -6.36
260213_at putative protein kinase similar to protein --- AT1G74490 -1.07 -0.09 -0.96 0.370524 0.597290 -6.36
252202_at  anthranilate N-hydroxycinnamoyl/benzo--- AT3G50300 1.08 0.11 0.96 0.370643 0.597439 -6.36
246931_at  putative protein apoptosis-related prote --- AT5G25170 1.27 0.34 0.96 0.370688 0.597470 -6.36
245175_at putative protein disulfide-isomerase UNE5 AT2G47470 1.15 0.20 0.96 0.370754 0.597535 -6.36
263243_at putative glyoxalase II GLX2-5 AT2G31350 1.09 0.13 0.96 0.370865 0.597641 -6.36
253697_at  nucleotide pyrophosphatase -like protei --- AT4G29700 1.51 0.59 0.96 0.370873 0.597641 -6.36
245851_at  putative protein HERC2 - Homo sapiensKEG AT5G13530 -1.08 -0.11 -0.96 0.371097 0.597744 -6.36
256154_at hypothetical protein predicted by genem--- AT3G08490 1.09 0.13 0.96 0.371093 0.597744 -6.36
261764_at  receptor lectin kinase, putative similar to--- AT1G15530 -1.09 -0.12 -0.96 0.37099 0.597744 -6.36
267225_at hypothetical protein predicted by gensca--- AT2G44000 1.08 0.11 0.96 0.37102 0.597744 -6.36
255738_at hypothetical protein predicted by genem--- AT1G25570 -1.07 -0.10 -0.96 0.37112 0.597744 -6.36
255655_at contains similarity to gag proteins --- AT4G00980 -1.14 -0.18 -0.96 0.371105 0.597744 -6.36
252452_at  receptor protein kinase - like protein pro--- AT3G47110 1.06 0.09 0.96 0.371005 0.597744 -6.36
245302_at Expressed protein ; supported by cDNA KAN3 AT4G17695 -1.14 -0.19 -0.96 0.371151 0.597751 -6.36
249437_at putative protein predicted proteins - Arab--- AT5G39990 1.10 0.13 0.96 0.371177 0.597751 -6.36
251721_s_aalpha-soluble NSF attachment protein  ; ALPHA-SNAT3G56190 / -1.09 -0.12 -0.96 0.371274 0.597865 -6.36
257421_at hypothetical protein predicted by genefin--- AT1G12030 -1.15 -0.20 -0.96 0.371313 0.597885 -6.36
257259_at hypothetical protein predicted by genem--- AT3G22090 1.06 0.09 0.96 0.37135 0.597903 -6.37
261850_at hypothetical protein predicted by genem--- AT1G50470 1.11 0.15 0.96 0.371413 0.597962 -6.37
249584_s_a Membrane integral protein (MIP) -like PNIP4;1 AT5G37810 / 1.09 0.13 0.96 0.371467 0.597970 -6.37
254055_at hypothetical protein --- AT4G25330 1.07 0.10 0.96 0.371497 0.597970 -6.37
260751_at unknown protein SCD1 AT1G49040 1.13 0.18 0.96 0.371487 0.597970 -6.37
252271_s_a putative protein CGI-141 protein- Homo--- AT3G49420 / -1.07 -0.09 -0.96 0.371765 0.598276 -6.37
255256_at see GB:AC003952 similar to a family of --- AT4G05080 -1.10 -0.13 -0.96 0.371757 0.598276 -6.37



264494_at hypothetical protein predicted by genefin--- AT1G27461 1.12 0.16 0.96 0.371726 0.598276 -6.37
249689_at putative protein similar to unknown prote--- AT5G36190 -1.06 -0.09 -0.96 0.371807 0.598301 -6.37
250737_at putative protein similar to unknown prote--- AT5G06370 1.11 0.15 0.96 0.371921 0.598442 -6.37
257766_at  auxin-inducible gene (IAA2) identical to IAA2 AT3G23030 -1.13 -0.18 -0.96 0.371949 0.598445 -6.37
264328_at putative IAA1 protein Match to IAA10 proIAA10 AT1G04100 1.12 0.16 0.96 0.372085 0.598622 -6.37
266825_at unknown protein --- AT2G22890 1.17 0.22 0.96 0.372188 0.598676 -6.37
259217_at  unknown protein similar to F16N3.20 G --- AT3G03620 -1.08 -0.11 -0.96 0.372197 0.598676 -6.37
257441_at putative GDSL-motif lipase/hydrolase sim--- AT2G04020 -1.09 -0.13 -0.96 0.372189 0.598676 -6.37
253293_at Expressed protein ; supported by cDNA --- AT4G33905 1.13 0.17 0.96 0.37225 0.598718 -6.37
248650_at putative protein similar to unknown prote--- AT5G49250 -1.11 -0.15 -0.96 0.37235 0.598795 -6.37
261875_at  receptor-like protein kinase, putative sim--- AT1G50610 -1.07 -0.10 -0.96 0.372326 0.598795 -6.37
264723_at putative salt-inducible protein similar to G--- AT1G22960 -1.07 -0.10 -0.96 0.372399 0.598832 -6.37
255693_s_aputative BRCA2 homolog BRCA2(IV AT4G00020 / -1.08 -0.11 -0.95 0.372637 0.599156 -6.37
245847_at  MYB DNA-binding - like protein myb-relMYB64 AT5G11050 1.09 0.13 0.95 0.372653 0.599156 -6.37
265898_at hypothetical protein predicted by gensca--- AT2G25690 1.14 0.19 0.95 0.372682 0.599159 -6.37
264403_at  unknown protein similarity to HSR201 p--- AT2G25150 -1.07 -0.10 -0.95 0.372753 0.599232 -6.37
259872_at putative translation initiation factor IF-2 s--- AT1G76810 -1.07 -0.10 -0.95 0.372922 0.599462 -6.37
245977_at glucose-6-phosphate 1-dehydrogenase G6PD2 AT5G13110 1.16 0.21 0.95 0.373054 0.599631 -6.37
259453_at  gibberelin 20-oxidase, putative, 5' partiaATGA20OXAT1G44090 1.11 0.15 0.95 0.37309 0.599646 -6.37
261584_at CAF protein identical to RNA helicase/RDCL1 AT1G01040 -1.12 -0.16 -0.95 0.373206 0.599791 -6.37
260612_at hypothetical protein similar to hypothetic--- AT1G53360 -1.07 -0.09 -0.95 0.373327 0.599943 -6.37
267608_at hypothetical protein predicted by gensca--- AT2G26770 -1.08 -0.11 -0.95 0.373403 0.600022 -6.37
265337_at putative ADP-ribosylation factor  ;suppo TTN5 AT2G18390 -1.12 -0.17 -0.95 0.373463 0.600042 -6.37
252153_at putative protein several hypothetical pro --- AT3G51360 1.10 0.14 0.95 0.373467 0.600042 -6.37
253746_at  putative protein hypothetical protein - A --- AT4G29100 1.17 0.23 0.95 0.373634 0.600257 -6.37
263801_at putative Athila retroelement ORF1 prote --- --- -1.07 -0.10 -0.95 0.373654 0.600257 -6.37
245457_s_adisease resistance RPP5 like protein --- AT4G16940 / 1.08 0.11 0.95 0.373695 0.600280 -6.37
252574_at  receptor like protein kinase receptor like--- AT3G45430 1.09 0.12 0.95 0.373815 0.600430 -6.37
260485_at putative amp-binding protein similar to a--- AT1G68270 -1.08 -0.11 -0.95 0.374007 0.600697 -6.37
250652_at putative protein similar to unknown proteFLA21 AT5G06920 1.08 0.11 0.95 0.374045 0.600715 -6.37
262929_at hypothetical protein ;supported by full-le --- AT1G65720 1.11 0.15 0.95 0.374297 0.601079 -6.37
260005_at unknown protein  ;supported by full-leng--- AT1G67920 1.29 0.37 0.95 0.37441 0.601217 -6.37
246742_at TOPP8 serine/threonine protein phosph TOPP8 AT5G27840 1.06 0.08 0.95 0.374463 0.601260 -6.37
258140_at Expressed protein ; supported by cDNA ALDH2C4 AT3G24503 1.22 0.29 0.95 0.374632 0.601338 -6.37
251858_at  aquaporin MIP - like protein aquaporin 2PIP2;5 AT3G54820 1.13 0.18 0.95 0.37459 0.601338 -6.37



255913_at  kinase, putative similar to leaf rust resis --- AT1G66980 -1.06 -0.09 -0.95 0.374636 0.601338 -6.37
267487_at putative non-LTR retroelement reverse t --- --- 1.09 0.12 0.95 0.374643 0.601338 -6.37
258408_at unknown protein similar to putative Na+/ATCHX19 AT3G17630 -1.07 -0.10 -0.95 0.374597 0.601338 -6.37
245280_at Expressed protein ; supported by cDNA VRN2 AT4G16845 -1.08 -0.11 -0.95 0.374712 0.601405 -6.37
253342_at Expressed protein ; supported by cDNA PAA1 AT4G33520 -1.19 -0.26 -0.95 0.374774 0.601463 -6.37
264964_at hypothetical protein predicted by genem--- AT1G60460 1.10 0.13 0.95 0.374807 0.601474 -6.37
253292_at Expressed protein ; supported by full-len--- AT4G33985 1.12 0.17 0.95 0.374879 0.601547 -6.37
256313_s_a RNA-binding protein, putative contains APUM17 AT1G35850 / -1.06 -0.09 -0.95 0.374906 0.601548 -6.37
248253_at putative protein contains similarity to patCRF3 AT5G53290 1.07 0.10 0.95 0.374972 0.601586 -6.37
246006_at  putative protein DIM1 protein, Homo sa YLS8 AT5G08290 -1.07 -0.10 -0.95 0.374982 0.601586 -6.37
254005_at  subtilisin-like serine protease contains sUNE17 AT4G26330 -1.11 -0.15 -0.95 0.375047 0.601647 -6.37
254871_at  Srw1 -like protein WD repeat protein Sr CCS52A2 AT4G11920 -1.06 -0.09 -0.95 0.375146 0.601763 -6.37
262856_at unknown protein contains Pfam profile: P--- AT1G14910 -1.10 -0.13 -0.95 0.375338 0.601988 -6.37
258301_at hypothetical protein predicted by genem--- --- 1.06 0.09 0.95 0.375338 0.601988 -6.37
248074_at putative protein similar to unknown proteFLA1 AT5G55730 1.24 0.31 0.95 0.37537 0.601997 -6.37
258968_at hypothetical protein similar to hypothetic--- AT3G10460 1.08 0.11 0.95 0.375429 0.602048 -6.37
254633_at putative protein (fragment) MRH1 AT4G18640 -1.13 -0.17 -0.95 0.375604 0.602118 -6.37
245480_at transcription factor like protein --- AT4G16150 -1.06 -0.09 -0.95 0.375595 0.602118 -6.37
265321_at putative Tub family protein AtTLP2 AT2G18280 1.07 0.09 0.95 0.375601 0.602118 -6.37
261713_at  protein kinase, putative identical to bHLMYC2 AT1G32640 -1.14 -0.18 -0.95 0.375584 0.602118 -6.37
266965_at nodulin-like protein --- AT2G39510 1.08 0.11 0.95 0.375511 0.602118 -6.37
248966_at unknown protein ;supported by full-lengt --- AT5G45360 -1.08 -0.12 -0.95 0.375685 0.602163 -6.37
253304_at putative protein  ;supported by full-length--- AT4G33640 1.09 0.12 0.95 0.375662 0.602163 -6.37
249045_at berberine bridge enzyme-like protein --- AT5G44380 1.30 0.38 0.95 0.375771 0.602216 -6.37
245406_at GTP-binding RAB2A like protein ATRABB1AAT4G17160 1.07 0.09 0.95 0.375766 0.602216 -6.37
267042_at putative non-LTR retroelement reverse t --- AT2G34320 1.08 0.10 0.95 0.375883 0.602353 -6.37
247251_at cellulose synthase catalytic subunit CESA6 AT5G64740 -1.11 -0.16 -0.95 0.375975 0.602377 -6.37
265419_at putative secretory carrier-associated me--- AT2G20840 1.10 0.13 0.95 0.376004 0.602377 -6.37
262909_at  serine/threonine protein phosphatase tyPP2A-1 AT1G59830 1.08 0.11 0.95 0.375994 0.602377 -6.37
256800_at hypothetical protein predicted by genem--- AT3G20900 1.09 0.12 0.95 0.375942 0.602377 -6.37
256948_at unknown protein --- AT3G18930 1.07 0.10 0.95 0.37606 0.602425 -6.37
250063_at  disease resistance protein - like diseaseCSA1 AT5G17880 1.10 0.14 0.95 0.376136 0.602505 -6.37
254069_at  putative protein similarity to antisense bATNUDT1 AT4G25434 -1.11 -0.15 -0.95 0.37621 0.602553 -6.37
263506_s_ahypothetical protein --- --- 1.10 0.13 0.95 0.376232 0.602553 -6.37
251715_at  putative protein putative WRKY-type DN--- AT3G56390 -1.07 -0.09 -0.95 0.376246 0.602553 -6.37



254740_s_a glycine hydroxymethyltransferase - like --- AT2G42450 / 1.26 0.34 0.95 0.376305 0.602605 -6.38
266790_at expansin AtEx6 identical to GB U30480;ATEXPA6 AT2G28950 1.43 0.51 0.95 0.376421 0.602665 -6.38
259795_at hypothetical protein predicted by genem--- AT1G64290 1.09 0.12 0.95 0.376419 0.602665 -6.38
254129_at  putative tRNA isopentenyltransferase tRIPT4 AT4G24650 1.07 0.10 0.95 0.376377 0.602665 -6.38
249220_at putative protein strong similarity to unkn --- AT5G42420 1.09 0.12 0.95 0.376465 0.602693 -6.38
267118_at hypothetical protein --- AT2G32590 1.09 0.12 0.95 0.37653 0.602713 -6.38
265688_at putative calmodulin-binding protein --- AT2G24300 -1.06 -0.08 -0.95 0.376505 0.602713 -6.38
251649_at  Ca2+-transporting ATPase-like protein ACA11 AT3G57330 1.14 0.19 0.95 0.376598 0.602778 -6.38
245693_at thioredoxin - like protein WCRKC2 AT5G04260 1.09 0.12 0.95 0.376699 0.602807 -6.38
263839_at putative cis-Golgi SNARE protein  ;suppMEMB11 AT2G36900 -1.12 -0.17 -0.95 0.376656 0.602807 -6.38
265764_at hypothetical protein predicted by gensca--- AT2G48060 -1.09 -0.13 -0.95 0.376678 0.602807 -6.38
250864_at  putative protein predicted proteins, Arab--- AT5G03870 1.08 0.12 0.95 0.376722 0.602807 -6.38
256210_at hypothetical protein --- AT1G50950 -1.25 -0.32 -0.95 0.376755 0.602819 -6.38
257295_at  serine/threonine protein kinase, putativeGPK1 AT3G17420 1.14 0.19 0.95 0.37681 0.602864 -6.38
249012_at  flavonoid 3,5-hydroxylase-like; cytochroCYP706A3AT5G44620 1.08 0.11 0.95 0.376855 0.602895 -6.38
265963_s_a40S ribosomal protein S5 identical to GPATRPS5B AT2G37270 / -1.16 -0.22 -0.95 0.376909 0.602938 -6.38
253960_at  putative protein various predicted prote GAMT1 AT4G26420 1.09 0.13 0.95 0.376988 0.603023 -6.38
255736_at unknown protein contains similarity to pe--- AT1G25380 1.08 0.11 0.95 0.377064 0.603102 -6.38
246582_at hypothetical protein predicted by genem--- AT1G31750 -1.19 -0.25 -0.95 0.377113 0.603138 -6.38
250926_at Expressed protein ; supported by full-len--- AT5G03555 -1.18 -0.24 -0.95 0.377168 0.603184 -6.38
258872_at  hypothetical protein similar to L1 specifiHDG8 AT3G03260 1.12 0.16 0.95 0.37722 0.603224 -6.38
251159_at hypothetical protein --- AT3G63230 -1.11 -0.15 -0.94 0.377425 0.603510 -6.38
249191_at putative protein similar to unknown prote--- AT5G42760 -1.11 -0.14 -0.94 0.377658 0.603839 -6.38
267482_s_aunknown protein --- AT2G02770 / -1.21 -0.28 -0.94 0.377773 0.603981 -6.38
248602_s_aMADS-box protein-like --- AT5G38620 / 1.06 0.09 0.94 0.377813 0.604002 -6.38
252488_at  glucuronosyl transferase-like protein glu--- AT3G46700 -1.07 -0.10 -0.94 0.377895 0.604049 -6.38
249976_at  Serine/arginine rich protein - like SerineSCL28 AT5G18810 1.08 0.11 0.94 0.377892 0.604049 -6.38
248086_at putative protein similar to unknown proteGEX1 AT5G55490 1.06 0.09 0.94 0.378101 0.604336 -6.38
259671_at  protein kinase, putative similar to GI:757--- AT1G52290 1.20 0.26 0.94 0.378187 0.604390 -6.38
249133_at putative protein strong similarity to unkn TAF4 AT5G43130 1.06 0.09 0.94 0.378168 0.604390 -6.38
260875_at hypothetical protein predicted by genemSKP2A AT1G21410 1.16 0.22 0.94 0.37829 0.604470 -6.38
248488_at putative protein contains similarity to RN--- AT5G51080 -1.08 -0.11 -0.94 0.378264 0.604470 -6.38
244994_at NADH dehydrogenase ND5 --- --- -1.10 -0.13 -0.94 0.378393 0.604591 -6.38
255066_at  F-box protein family, AtFBW2 contains --- AT4G08980 -1.07 -0.09 -0.94 0.378484 0.604695 -6.38
256577_at unknown protein --- AT3G28220 -1.33 -0.41 -0.94 0.37852 0.604710 -6.38



264003_at Expressed protein ; supported by full-lenGEM AT2G22475 1.10 0.14 0.94 0.378628 0.604714 -6.38
257460_at  auxin induced protein, putative similar to--- AT1G75580 1.07 0.10 0.94 0.378708 0.604714 -6.38
257841_at  nitrate transporter, putative similar to nit--- AT3G25260 1.07 0.10 0.94 0.378651 0.604714 -6.38
260508_at Unknown protein ; supported by cDNA: gGAMMA CAT1G47260 1.07 0.10 0.94 0.378674 0.604714 -6.38
260118_s_ahypothetical protein predicted by gensca--- AT1G33940 / -1.10 -0.14 -0.94 0.378629 0.604714 -6.38
267407_at unknown protein MEE27 AT2G34880 1.08 0.11 0.94 0.378641 0.604714 -6.38
262191_at hypothetical protein contains similarity to--- --- 1.08 0.11 0.94 0.378703 0.604714 -6.38
259757_at putative thioredoxin similar to protein disATPDIL1-2AT1G77510 1.28 0.36 0.94 0.378813 0.604838 -6.38
246402_at  jasmonate inducible protein, putative sim--- AT1G57570 1.07 0.09 0.94 0.378871 0.604862 -6.38
250592_at putative protein contains similarity to unk--- AT5G07740 1.09 0.13 0.94 0.378881 0.604862 -6.38
254454_at hypothetical protein EMB2271 AT4G21130 -1.08 -0.11 -0.94 0.378939 0.604912 -6.38
262074_at  glutathione S-transferase, putative simi ATGSTU1 AT1G59670 -1.14 -0.19 -0.94 0.379126 0.605139 -6.38
253383_at putative protein  ;supported by full-length--- AT4G32900 -1.12 -0.16 -0.94 0.379184 0.605139 -6.38
245192_at F12A21.9 hypothetical protein --- AT1G67780 -1.07 -0.09 -0.94 0.379187 0.605139 -6.38
256381_at  lipid transfer protein, putative contains P--- AT1G66850 -1.09 -0.12 -0.94 0.379136 0.605139 -6.38
257116_at  arginine methyltransferase, putative simPRMT6 AT3G20020 -1.09 -0.12 -0.94 0.379244 0.605187 -6.38
252152_at putative protein several hypothetical pro --- AT3G51350 1.07 0.10 0.94 0.379332 0.605287 -6.38
244945_at cytochrome c biogenesis orf206 --- --- -1.10 -0.14 -0.94 0.379406 0.605362 -6.38
250242_at putative protein similar to unknown prote--- AT5G13620 1.07 0.10 0.94 0.3795 0.605439 -6.38
259972_at  unknown protein N-term similar to N-terCUC3 AT1G76420 1.13 0.17 0.94 0.379508 0.605439 -6.38
249791_at amino acid transporter  ; supported by c AAP7 AT5G23810 -1.13 -0.18 -0.94 0.379564 0.605444 -6.38
245447_at triacylglycerol lipase like protein --- AT4G16820 1.27 0.34 0.94 0.379546 0.605444 -6.38
246540_at  nitrilase associated protein-like nitrilase SP1L4 AT5G15600 -1.11 -0.16 -0.94 0.379593 0.605449 -6.38
250132_at putative protein similar to unknown proteKAN AT5G16560 -1.16 -0.21 -0.94 0.379689 0.605501 -6.38
261779_at hypothetical protein predicted by genem--- AT1G76230 -1.06 -0.09 -0.94 0.379705 0.605501 -6.38
263816_at putative CCHC-type zinc finger protein c--- --- 1.09 0.13 0.94 0.379663 0.605501 -6.38
252636_at  putative protein triacylglycerol lipase, Ps--- AT3G44510 1.08 0.11 0.94 0.379795 0.605601 -6.38
259802_at  thionin identical to GI:1181531 from [Ar THI2.1 AT1G72260 -1.58 -0.66 -0.94 0.379833 0.605620 -6.38
245930_at  transcriptional co-activator-like protein p--- AT5G09240 -1.13 -0.18 -0.94 0.379973 0.605682 -6.38
262096_at NAC1 identical to NAC1 GB:AAF21437 NAC1 AT1G56010 1.18 0.24 0.94 0.379978 0.605682 -6.38
253750_at  putative transcription factor leghemoglo--- AT4G29000 1.11 0.15 0.94 0.379942 0.605682 -6.38
263026_at hypothetical protein predicted by genem--- AT1G24000 1.07 0.10 0.94 0.379922 0.605682 -6.38
256350_at hypothetical protein contains similarity toPGSIP4 AT1G54940 1.07 0.09 0.94 0.380135 0.605890 -6.38
259114_at 26S proteasome AAA-ATPase subunit RRPT5A AT3G05530 -1.07 -0.10 -0.94 0.380265 0.606020 -6.38
256547_at  receptor-like serine/threonine kinase, pu--- AT3G14840 1.17 0.22 0.94 0.38027 0.606020 -6.38



266731_at unknown protein --- AT2G03260 1.07 0.09 0.94 0.380322 0.606059 -6.38
250026_at putative protein similar to unknown prote--- AT5G18090 1.09 0.12 0.94 0.380656 0.606450 -6.38
248193_at  homogentisate 1,2-dioxygenase  ;suppoHGO AT5G54080 1.15 0.21 0.94 0.38065 0.606450 -6.38
263162_at hypothetical protein predicted by genem--- AT1G54150 -1.07 -0.09 -0.94 0.380673 0.606450 -6.38
256977_at  hypothetical protein predicted by genem--- --- -1.08 -0.11 -0.94 0.380653 0.606450 -6.38
263060_s_ahypothetical protein --- AT2G07679 / -1.11 -0.16 -0.94 0.381049 0.607007 -6.38
267627_at putative ATP-dependent RNA helicase --- AT2G42270 -1.15 -0.20 -0.94 0.38134 0.607404 -6.39
265654_s_aEn/Spm-like transposon protein related t--- --- 1.07 0.09 0.94 0.381351 0.607404 -6.39
264785_at putative non-LTR retroelement reverse t --- --- 1.08 0.11 0.94 0.381437 0.607497 -6.39
264112_at  putative 1,3-beta-D-glucan synthase  CALS5 AT2G13680 1.09 0.12 0.94 0.381826 0.607863 -6.39
261436_at  protein kinase, putative (fragment) simil --- AT1G07870 1.12 0.16 0.94 0.381806 0.607863 -6.39
253677_at  cytidine deaminase - like protein cytidin --- AT4G29580 1.09 0.13 0.94 0.381795 0.607863 -6.39
245950_at  putative protein predicted protein, D. me--- AT5G19570 -1.12 -0.17 -0.94 0.381738 0.607863 -6.39
250536_at Expressed protein ; supported by full-len--- AT5G08535 -1.09 -0.12 -0.94 0.381816 0.607863 -6.39
248481_at putative protein similar to unknown prote--- AT5G50930 1.09 0.12 0.94 0.381779 0.607863 -6.39
263246_at hypothetical protein predicted by gensca--- AT2G31460 1.09 0.13 0.94 0.38187 0.607890 -6.39
258008_at putative late embryogenesis abundant p--- AT3G19430 1.08 0.10 0.94 0.381949 0.607931 -6.39
265684_at unknown protein --- AT2G24410 -1.06 -0.08 -0.94 0.381948 0.607931 -6.39
262152_s_ahypothetical protein predicted by genem--- AT1G52430 / -1.07 -0.10 -0.94 0.381991 0.607955 -6.39
252105_at  protein phosphatase 2C-like protein pro--- AT3G51470 -1.10 -0.13 -0.94 0.382036 0.607984 -6.39
248539_at ribitol dehydrogenase-like  ; supported b--- AT5G50130 -1.10 -0.13 -0.94 0.382078 0.608009 -6.39
250711_at cell division related protein-like --- AT5G06110 -1.08 -0.11 -0.93 0.382196 0.608069 -6.39
249165_at putative protein similar to unknown proteATIPK1 AT5G42810 -1.12 -0.16 -0.93 0.382191 0.608069 -6.39
245245_at  delta-aminolevulinic acid dehydratase (Ahemb2 AT1G44318 -1.08 -0.11 -0.93 0.382195 0.608069 -6.39
265310_at hypothetical protein predicted by genefin--- AT2G20280 -1.07 -0.10 -0.93 0.38231 0.608109 -6.39
249591_at  putative protein predicted protein, Arabi --- --- 1.06 0.09 0.93 0.382322 0.608109 -6.39
258261_at  putative RING zinc finger protein contai --- AT3G15740 1.14 0.19 0.93 0.382264 0.608109 -6.39
259539_at  axi 1 protein, putative similar to axi 1 pr --- AT1G20550 -1.09 -0.12 -0.93 0.382354 0.608109 -6.39
248214_at putative protein similar to unknown prote--- AT5G53670 1.11 0.16 0.93 0.382333 0.608109 -6.39
259397_at hypothetical protein predicted by genem--- AT1G17680 -1.07 -0.10 -0.93 0.382421 0.608173 -6.39
256715_at  hypothetical protein predicted by genefi MEE18 AT2G34090 1.12 0.16 0.93 0.38256 0.608309 -6.39
253991_at  putative nucleic acid binding protein sin PEP AT4G26000 -1.08 -0.11 -0.93 0.382544 0.608309 -6.39
253813_at  putative protein hypothetical protein - A --- AT4G28150 1.08 0.12 0.93 0.382715 0.608471 -6.39
259510_at hypothetical protein predicted by gensca--- AT1G43970 1.06 0.08 0.93 0.382707 0.608471 -6.39
252803_at  putative protein various predicted prote --- --- -1.09 -0.12 -0.93 0.382798 0.608561 -6.39



250894_s_a putative protein proline-rich protein APG--- AT5G03810 / 1.08 0.12 0.93 0.383063 0.608904 -6.39
265482_at hypothetical protein contains a domain r --- AT2G15780 1.78 0.83 0.93 0.383068 0.608904 -6.39
261179_at unknown protein --- AT1G04985 -1.09 -0.12 -0.93 0.38313 0.608919 -6.39
251990_at  putative protein MICRONUCLEAR LINK--- AT3G53320 -1.12 -0.16 -0.93 0.383112 0.608919 -6.39
246488_at  steroid 5alpha-reductase-like protein ste--- AT5G16010 -1.15 -0.20 -0.93 0.383228 0.609031 -6.39
267478_at hypothetical protein predicted by gensca--- AT2G02700 1.06 0.09 0.93 0.383279 0.609070 -6.39
255674_at probable plasma membrane intrinsic proPIP1;4 AT4G00430 -1.16 -0.21 -0.93 0.383383 0.609153 -6.39
245946_at  putative protein glyoxal oxidase precurs--- AT5G19580 -1.10 -0.14 -0.93 0.383385 0.609153 -6.39
253109_at  putative protein predicted protein A_TMMCA1 AT4G35920 -1.15 -0.20 -0.93 0.383564 0.609317 -6.39
254579_at hypothetical protein  ;supported by full-le--- AT4G19400 -1.09 -0.13 -0.93 0.383576 0.609317 -6.39
265288_at putative glutaredoxin  ;supported by full- --- AT2G20270 -1.10 -0.14 -0.93 0.383608 0.609317 -6.39
246737_at putative protein --- AT5G27710 -1.15 -0.20 -0.93 0.383578 0.609317 -6.39
247111_at unknown protein --- AT5G65880 -1.13 -0.17 -0.93 0.383621 0.609317 -6.39
265390_at unknown protein  ; supported by full-leng--- AT2G20820 1.07 0.10 0.93 0.383934 0.609772 -6.39
250755_at DnaJ-like protein  ; supported by cDNA: --- AT5G05750 1.10 0.13 0.93 0.383991 0.609819 -6.39
265251_at unknown protein predicted by genscan TET14 AT2G01960 1.08 0.11 0.93 0.38415 0.609987 -6.39
255022_at  NAM/NAP like protein nap gene, ArabidANAC070 AT4G10350 1.07 0.10 0.93 0.384124 0.609987 -6.39
267341_at hypothetical protein predicted by gensca--- AT2G44200 -1.11 -0.15 -0.93 0.384201 0.610026 -6.39
253819_at  receptor protein kinase like protein lecti --- AT4G28350 1.46 0.55 0.93 0.38439 0.610283 -6.39
252347_at  ribosomal protein L13 homolog ribosom--- AT3G48130 1.08 0.12 0.93 0.384454 0.610343 -6.39
252733_at  putative protein INDOLE-3-ACETIC AC --- AT3G43120 -1.08 -0.10 -0.93 0.384499 0.610370 -6.39
266864_at putative hydroxymethylglutaryl-CoA lyas--- AT2G26800 1.10 0.14 0.93 0.384548 0.610406 -6.39
250457_at splicing factor-like protein  ; supported b --- AT5G09880 -1.08 -0.11 -0.93 0.384659 0.610540 -6.39
264582_at putative ovule-specific homeotic protein HDG2 AT1G05230 -1.08 -0.11 -0.93 0.384695 0.610555 -6.39
262528_at H+-transporting ATPase AHA10 IdenticaAHA10 AT1G17260 1.10 0.13 0.93 0.384729 0.610566 -6.39
250393_at  serine/threonine protein phosphatase -l --- AT5G10900 -1.08 -0.11 -0.93 0.384859 0.610730 -6.39
252614_at  serpin-like protein serpin - Hordeum vul --- AT3G45220 1.06 0.08 0.93 0.385148 0.611146 -6.39
257944_at  SKP1/ASK1 (At9), putative similar to SkASK9 AT3G21850 1.07 0.10 0.93 0.385269 0.611295 -6.39
255352_at putative transposon protein similar to ath--- --- -1.08 -0.11 -0.93 0.385418 0.611448 -6.39
257346_at  pseudogene, putative retroelement pol --- --- -1.08 -0.11 -0.93 0.385412 0.611448 -6.39
252255_at  pectinesterase - like protein pectinester --- AT3G49220 -1.19 -0.26 -0.93 0.38559 0.611634 -6.39
265981_s_aputative replication protein A1 --- --- 1.10 0.14 0.93 0.385584 0.611634 -6.39
255654_at Similar to receptor kinase --- AT4G00970 1.26 0.33 0.93 0.385654 0.611652 -6.39
245239_at  putative homeodomain-protein similarityFWA AT4G25530 -1.08 -0.11 -0.93 0.385652 0.611652 -6.39
251831_at  pectate lyase -like protein pectate lyase--- AT3G55140 -1.06 -0.08 -0.93 0.385942 0.611797 -6.39



258289_at hypothetical protein predicted by genem--- AT3G23450 -1.07 -0.09 -0.93 0.385948 0.611797 -6.39
255185_at hypothetical protein --- AT4G07740 1.08 0.11 0.93 0.385961 0.611797 -6.39
248020_at putative protein strong similarity to unkn --- AT5G56490 1.06 0.09 0.93 0.385872 0.611797 -6.39
246156_at putative protein predicted proteins from --- AT5G20090 1.09 0.12 0.93 0.385888 0.611797 -6.39
263984_at hypothetical protein predicted by gensca--- AT2G42670 -1.08 -0.11 -0.93 0.3858 0.611797 -6.39
246357_x_ahypothetical protein --- --- -1.08 -0.11 -0.93 0.385789 0.611797 -6.39
248161_at unknown protein --- AT5G54480 1.08 0.11 0.93 0.385873 0.611797 -6.39
247094_at  GDP-D-mannose 4,6-dehydratase; GM GMD1 AT5G66280 1.08 0.11 0.93 0.386179 0.611992 -6.39
255145_at hypothetical protein --- --- 1.09 0.12 0.93 0.386191 0.611992 -6.39
264416_at hypothetical protein similar to putative cu--- AT1G43140 -1.08 -0.11 -0.93 0.38615 0.611992 -6.39
248995_at disease resistance protein-like RRS1 AT5G45260 -1.07 -0.10 -0.93 0.386174 0.611992 -6.39
249155_at unknown protein --- AT5G43480 1.06 0.08 0.93 0.386457 0.612371 -6.39
245703_at S-adenosyl-L-methionine:salicylic acid c --- AT5G04380 -1.07 -0.10 -0.93 0.386519 0.612427 -6.40
262902_x_ahypothetical protein similar to putative M--- AT1G59930 -1.13 -0.18 -0.93 0.386628 0.612557 -6.40
267593_at similar to disease resistance protein (Cf-AtRLP25 AT2G33030 1.07 0.09 0.93 0.38678 0.612755 -6.40
259180_at unknown protein --- AT3G01680 1.23 0.30 0.92 0.386974 0.612896 -6.40
264200_at putative invertase Similar to LIM17 gene--- AT1G22650 1.13 0.17 0.92 0.386983 0.612896 -6.40
247691_at heat shock protein 18  ;supported by fullHSP18.2 AT5G59720 1.08 0.11 0.93 0.386905 0.612896 -6.40
258190_at hypothetical protein predicted by genem--- AT3G29080 1.07 0.10 0.92 0.387057 0.612896 -6.40
246616_at aspartyl protease-like --- AT5G36260 1.13 0.17 0.92 0.387014 0.612896 -6.40
257013_at hypothetical protein contains Pfam profil --- AT3G26920 / 1.08 0.11 0.93 0.386923 0.612896 -6.40
245220_at hypothetical protein contains similarity to--- AT1G59171 -1.06 -0.09 -0.92 0.387045 0.612896 -6.40
246889_at  putative protein various predicted prote --- AT5G25470 1.09 0.13 0.92 0.387173 0.613020 -6.40
253611_at  RNase L inhibitor-like protein ribonucleaNAP15 AT4G30300 1.08 0.11 0.92 0.387189 0.613020 -6.40
247134_at putative protein similar to unknown prote--- AT5G66230 1.07 0.10 0.92 0.387287 0.613107 -6.40
259423_at unknown protein similar to putative MYB--- AT1G13880 -1.11 -0.15 -0.92 0.387351 0.613107 -6.40
255851_at hypothetical protein predicted by genem--- AT1G67040 -1.09 -0.13 -0.92 0.387334 0.613107 -6.40
263982_at hypothetical protein predicted by genefin--- AT2G42860 1.10 0.13 0.92 0.387325 0.613107 -6.40
260336_at putative protease IV similar to protease SPPA AT1G73990 -1.09 -0.13 -0.92 0.387505 0.613308 -6.40
264526_at  putative calcium ATPase very similar toECA3 AT1G10130 -1.09 -0.12 -0.92 0.387598 0.613412 -6.40
266077_at putative non-LTR retroelement reverse t --- --- 1.08 0.11 0.92 0.38766 0.613467 -6.40
259127_at putative translation initiation factor EIF-2--- AT3G02270 1.09 0.12 0.92 0.387926 0.613846 -6.40
245689_at phosphoglycerate mutase - like protein --- AT5G04120 1.08 0.11 0.92 0.388001 0.613922 -6.40
250823_at putative protein similar to unknown prote--- AT5G05180 -1.08 -0.11 -0.92 0.388272 0.614147 -6.40
248509_at Expressed protein ; supported by full-len--- AT5G50335 2.04 1.03 0.92 0.388278 0.614147 -6.40



249609_at  putative protein predicted proteins, Arab--- --- -1.07 -0.10 -0.92 0.388201 0.614147 -6.40
254899_at  serine/threonine kinase-like protein rece--- AT4G11490 1.10 0.14 0.92 0.388256 0.614147 -6.40
252189_at  cyclin D3-like protein Nicotiana tabacumCYCD3;3 AT3G50070 -1.12 -0.17 -0.92 0.388183 0.614147 -6.40
257549_at  hypothetical protein predicted by genemagl103 AT3G18650 1.10 0.13 0.92 0.388428 0.614342 -6.40
248198_at putative protein contains similarity to WD--- AT5G54200 1.16 0.22 0.92 0.388652 0.614516 -6.40
266749_at putative protein kinase contains a protei --- AT2G47060 1.17 0.22 0.92 0.388695 0.614516 -6.40
251160_at  inositol-1,4,5-trisphosphate 5-Phosphat --- AT3G63240 1.08 0.11 0.92 0.388673 0.614516 -6.40
263459_at ankyrin-like protein --- AT2G31820 1.12 0.16 0.92 0.3887 0.614516 -6.40
258065_at  putative pyruvate kinase similar to PYR --- AT3G25960 1.09 0.12 0.92 0.388649 0.614516 -6.40
266176_at lectin-like protein AtPP2-B2 AT2G02250 1.10 0.14 0.92 0.388601 0.614516 -6.40
246292_at  putative protein hnRNP A/B related protUBA2A AT3G56860 -1.09 -0.12 -0.92 0.388853 0.614716 -6.40
259377_at  putative poly(A) binding protein similar tPAB6 AT3G16380 1.10 0.14 0.92 0.38895 0.614826 -6.40
256961_at transcription initiation factor TFIID-1 (TATBP1 AT3G13445 -1.08 -0.11 -0.92 0.389065 0.614885 -6.40
250947_at putative protein --- AT5G03450 -1.10 -0.14 -0.92 0.389063 0.614885 -6.40
260392_at putative enolase similar to ENOLASE (2--- AT1G74030 1.48 0.56 0.92 0.389121 0.614885 -6.40
258010_at unknown protein similar to receptor-like --- AT3G19300 -1.07 -0.10 -0.92 0.389122 0.614885 -6.40
256601_s_a At14a-1 protein identical to At14a prote AT14A AT3G28290 / -1.07 -0.10 -0.92 0.389103 0.614885 -6.40
246634_at  epsilon-adaptin, putative similar to epsil --- AT1G31730 1.07 0.10 0.92 0.389166 0.614912 -6.40
265921_at putative C2H2-type zinc finger protein lik--- AT2G18490 -1.07 -0.10 -0.92 0.389207 0.614925 -6.40
253055_at  putative protein cyclin delta-1, ArabidopCYCD5;1 AT4G37630 -1.11 -0.15 -0.92 0.389228 0.614925 -6.40
262673_at unknown protein EMB1793 AT1G76060 -1.08 -0.11 -0.92 0.389275 0.614956 -6.40
255502_at  contains similarity to a protein kinase do--- AT4G02410 1.34 0.42 0.92 0.389329 0.614957 -6.40
259589_at unknown protein --- AT1G28135 -1.09 -0.13 -0.92 0.389328 0.614957 -6.40
255704_at putative proline-rich protein  ;supported --- AT4G00170 -1.06 -0.09 -0.92 0.389392 0.614971 -6.40
262016_at unknown protein --- --- 1.06 0.08 0.92 0.389375 0.614971 -6.40
247281_at immunophilin (gb|AAB57847.1)  ;supporFKBP12 AT5G64350 -1.07 -0.09 -0.92 0.389545 0.615043 -6.40
261998_at  putative gag-pol polyprotein similar to g --- --- 1.08 0.11 0.92 0.3895 0.615043 -6.40
257121_at hypothetical protein similar to auxin-indu--- AT3G20220 -1.08 -0.11 -0.92 0.389533 0.615043 -6.40
250436_at  RNA binding protein - like rna binding p --- AT5G10350 -1.08 -0.12 -0.92 0.389465 0.615043 -6.40
253774_at  NAM / CUC2 -like protein No apical me anac074 AT4G28530 1.14 0.18 0.92 0.389612 0.615107 -6.40
255643_at hypothetical protein --- AT4G00840 -1.07 -0.10 -0.92 0.3898 0.615360 -6.40
251647_at  protein kinase - like protein wall-associa--- AT3G57770 1.09 0.12 0.92 0.38984 0.615381 -6.40
252669_at  putative protein hypothetical protein F26--- AT3G44100 -1.07 -0.10 -0.92 0.389881 0.615403 -6.40
256768_at  hypothetical protein predicted by genemLDL2 AT3G13682 -1.06 -0.09 -0.92 0.389999 0.615546 -6.40
263245_at hypothetical protein predicted by gensca--- AT2G31470 -1.06 -0.09 -0.92 0.390037 0.615564 -6.40



262757_at putative Na/H antiporter similar to gi|483ATCHX1 AT1G16380 -1.08 -0.11 -0.92 0.390082 0.615593 -6.40
250930_at  putative protein P58 protein, Bos primigATP58IPK AT5G03160 1.18 0.24 0.92 0.390145 0.615648 -6.40
265234_at hypothetical protein --- AT2G07721 -1.09 -0.12 -0.92 0.390243 0.615761 -6.40
247591_at  high-affinity nitrate transporter ACH1 - l NRT2.4 AT5G60770 1.07 0.10 0.92 0.390316 0.615834 -6.40
255602_at Expressed protein ; supported by full-len--- AT4G01026 -1.09 -0.12 -0.92 0.390395 0.615915 -6.40
257453_at hypothetical protein predicted by gensca--- AT1G65130 -1.09 -0.12 -0.92 0.390449 0.615959 -6.40
253734_at  putative serine/threonine-specific recep --- AT4G29180 -1.08 -0.11 -0.92 0.390535 0.616051 -6.40
262831_at  cytochrome B561, putative similar to cy --- AT1G14730 1.14 0.19 0.92 0.390655 0.616197 -6.40
257955_at unknown protein  ; supported by cDNA: --- AT3G21810 1.16 0.22 0.92 0.390855 0.616428 -6.40
246712_at  putative protein various predicted prote --- --- 1.06 0.08 0.92 0.390837 0.616428 -6.40
266886_at Expressed protein ; supported by full-len--- AT2G44745 1.09 0.12 0.92 0.3909 0.616454 -6.40
251020_at  ABC transporter -like protein NBD-like pNAP9 AT5G02270 1.21 0.28 0.92 0.390925 0.616454 -6.40
266937_at hypothetical protein predicted by genefin--- AT2G18930 -1.08 -0.11 -0.92 0.39098 0.616459 -6.40
266069_at putative RING zinc finger protein MEE16 AT2G18650 -1.14 -0.19 -0.92 0.390982 0.616459 -6.40
245470_at retrotransposon like protein --- --- 1.09 0.13 0.92 0.391064 0.616544 -6.40
254822_at  polyubiquitin-like protein polyubiquitin 6 UPL5 AT4G12570 -1.07 -0.10 -0.92 0.39112 0.616591 -6.40
250078_at putative protein ORC3 AT5G16690 -1.09 -0.12 -0.92 0.39116 0.616611 -6.40
252295_at  signal recognition particle subunit 9 - lik --- AT3G49100 -1.11 -0.15 -0.92 0.391243 0.616657 -6.40
248069_at unknown protein --- AT5G55650 1.08 0.11 0.92 0.391224 0.616657 -6.40
254916_at  putative protein hypothetical protein F16--- AT4G11340 1.08 0.11 0.92 0.391352 0.616785 -6.40
266193_at unknown protein --- AT2G39080 1.09 0.12 0.92 0.391439 0.616881 -6.40
253296_at  putative protein inositol 1,3,4-trisphosph--- AT4G33770 1.07 0.10 0.92 0.391477 0.616898 -6.40
247155_at  2-oxoglutarate dehydrogenase, E1 com--- AT5G65750 1.11 0.16 0.92 0.391694 0.617112 -6.40
245587_at putative protein --- AT4G15020 -1.14 -0.19 -0.92 0.391669 0.617112 -6.40
263081_at putative homeodomain transcription factBLH5 AT2G27220 1.06 0.08 0.92 0.39169 0.617112 -6.40
260684_at  transcription factor, putative similar to GNF-YA8 AT1G17590 1.11 0.15 0.92 0.391788 0.617217 -6.41
263609_at putative LRR receptor protein kinase --- AT2G16250 -1.07 -0.10 -0.91 0.391909 0.617280 -6.41
248833_at Bax inhibitor-1 like  ;supported by full-lenATBI1 AT5G47120 1.09 0.13 0.91 0.391876 0.617280 -6.41
265790_at putative amino acid or GABA permease BAT1 AT2G01170 -1.11 -0.15 -0.91 0.391905 0.617280 -6.41
252211_at  putative protein predicted proteins, Arab--- AT3G50220 1.07 0.10 0.91 0.392044 0.617385 -6.41
255548_at putative CHP-rich zinc finger protein sim--- AT4G01930 1.06 0.08 0.91 0.392016 0.617385 -6.41
262447_at hypothetical protein contains similarity to--- AT1G49250 1.07 0.10 0.91 0.392057 0.617385 -6.41
256825_at unknown protein similar to cell wall-plas CWLP AT3G22120 1.79 0.84 0.91 0.392097 0.617405 -6.41
260231_at  putative RING zinc finger protein contai --- AT1G74410 -1.10 -0.14 -0.91 0.39213 0.617414 -6.41
256184_at epsilon subunit of mitochondrial F1-ATP--- AT1G51650 1.11 0.15 0.91 0.392174 0.617442 -6.41



249983_at  putative protein S-receptor kinase PK3 --- AT5G18470 1.62 0.69 0.91 0.392333 0.617610 -6.41
254983_at putative protein other hypothetical prote MEE53 AT4G10560 -1.07 -0.09 -0.91 0.392362 0.617610 -6.41
258790_at putative RNA-binding protein similar put FLK AT3G04610 -1.06 -0.08 -0.91 0.392361 0.617610 -6.41
266436_at putative clathrin binding protein (epsin) --- AT2G43160 1.14 0.19 0.91 0.392415 0.617650 -6.41
256327_at unknown protein ;supported by full-lengtGAUT9 AT3G02350 -1.10 -0.13 -0.91 0.392457 0.617673 -6.41
263467_at unknown protein --- AT2G31730 1.17 0.23 0.91 0.392583 0.617787 -6.41
266583_at Expressed protein ; supported by cDNA --- AT2G46220 -1.11 -0.15 -0.91 0.392581 0.617787 -6.41
257292_s_ahypothetical protein contains Pfam profil --- --- 1.06 0.08 0.91 0.392723 0.617965 -6.41
263112_at unknown protein Strong similarity to gi|2 --- AT1G03080 -1.08 -0.12 -0.91 0.392915 0.618224 -6.41
267081_at putative phosphatidylinositol-4-phosphatPIP5K5 AT2G41210 1.07 0.10 0.91 0.392992 0.618302 -6.41
263001_at hypothetical protein contains similarity toTAF6B4 AT1G54360 1.14 0.19 0.91 0.393036 0.618329 -6.41
265987_at unknown protein --- AT2G24240 1.12 0.17 0.91 0.393137 0.618405 -6.41
266909_at hypothetical protein predicted by genscaBRM AT2G46020 1.09 0.13 0.91 0.393139 0.618405 -6.41
245403_at putative protein --- AT4G17590 -1.07 -0.09 -0.91 0.393201 0.618446 -6.41
261393_at  NAM (no apical meristem)-like protein OSMB AT1G79580 1.07 0.09 0.91 0.393219 0.618446 -6.41
246646_at putative protein  ;supported by full-length--- AT5G35090 -1.08 -0.11 -0.91 0.393293 0.618519 -6.41
258477_at hypothetical protein predicted by genefinNBS1 AT3G02680 -1.06 -0.09 -0.91 0.393378 0.618611 -6.41
261326_s_a aminoacylase, putative similar to amino--- AT1G44180 / -1.12 -0.16 -0.91 0.393601 0.618876 -6.41
249539_at  putative protein AtPP - Brassica napus, --- AT5G38100 1.09 0.13 0.91 0.393593 0.618876 -6.41
265729_at putative glucan synthase ATGSL03 AT2G31960 -1.10 -0.14 -0.91 0.393778 0.619070 -6.41
263598_at putative xyloglucan-specific glucanase idEXGT-A3 AT2G01850 -1.08 -0.11 -0.91 0.393756 0.619070 -6.41
252089_at putative protein --- AT3G52110 1.11 0.15 0.91 0.393852 0.619137 -6.41
256736_at  terpene synthase, putative similar to ter --- AT3G29410 1.07 0.10 0.91 0.393876 0.619137 -6.41
251776_at  eukaryotic translation initiation factor 6 emb1624 AT3G55620 -1.10 -0.14 -0.91 0.393913 0.619153 -6.41
261103_s_a O-methyltransferase 1, putative similar --- AT1G62900 / 1.08 0.11 0.91 0.394014 0.619270 -6.41
263976_at unknown protein --- AT2G42700 -1.09 -0.12 -0.91 0.394064 0.619306 -6.41
255712_at hypothetical protein similar to A. thaliana--- AT4G00280 -1.07 -0.10 -0.91 0.394124 0.619357 -6.41
251474_at  putative protein diphthamide synthesis --- AT3G59630 -1.08 -0.11 -0.91 0.39428 0.619560 -6.41
263264_at histone H2A  ; supported by full-length cHTA8 AT2G38810 -1.14 -0.18 -0.91 0.394389 0.619660 -6.41
266902_at hypothetical protein predicted by gensca--- AT2G34580 1.07 0.09 0.91 0.394406 0.619660 -6.41
249897_at putative protein strong similarity to unkn --- AT5G22550 1.08 0.10 0.91 0.394425 0.619660 -6.41
263100_at hypothetical protein predicted by genscaAtPOT1a AT2G05210 -1.11 -0.14 -0.91 0.394534 0.619756 -6.41
262660_at putative protein kinase VIK AT1G14000 1.08 0.11 0.91 0.394557 0.619756 -6.41
249549_at  lipid transfer - like protein lipid transfer l --- AT5G38180 1.08 0.11 0.91 0.394568 0.619756 -6.41
251043_s_a putative protein various predicted prote --- AT5G02330 / -1.08 -0.11 -0.91 0.394676 0.619883 -6.41



255172_x_a putative transposon protein similar to A --- --- 1.10 0.14 0.91 0.394737 0.619936 -6.41
259210_at hypothetical protein nearly identical to hyHY2 AT3G09150 -1.10 -0.14 -0.91 0.39505 0.620299 -6.41
257599_at  60S ribosomal protein, putative similar t--- AT3G24830 -1.17 -0.23 -0.91 0.395102 0.620299 -6.41
267274_at putative mitochondrial carrier protein  ;su--- AT2G30160 -1.11 -0.15 -0.91 0.395104 0.620299 -6.41
260975_at  receptor-like serine/threonine kinase, pu--- AT1G53430 1.21 0.28 0.91 0.395064 0.620299 -6.41
258627_at unknown protein similar to peroxisomal PEX12 AT3G04460 1.10 0.13 0.91 0.394996 0.620299 -6.41
253551_at Expressed protein ; supported by cDNA --- AT4G30996 1.08 0.12 0.91 0.395231 0.620456 -6.41
263939_at hypothetical protein predicted by genefinATTIM44-2AT2G36070 -1.07 -0.10 -0.91 0.395309 0.620536 -6.41
263331_at unknown protein  ; supported by cDNA: --- AT2G15270 -1.07 -0.10 -0.91 0.395455 0.620722 -6.41
248031_at unknown protein  ; supported by cDNA: --- AT5G55640 -1.06 -0.08 -0.91 0.395745 0.621134 -6.41
245872_at hypothetical protein contains similarity to--- AT1G26300 1.08 0.11 0.91 0.39579 0.621163 -6.41
258145_at  integral membrane protein, putative sim--- AT3G18200 -1.09 -0.12 -0.91 0.395845 0.621205 -6.41
252773_at  putative protein predicted proteins, Arab--- --- 1.06 0.09 0.91 0.395873 0.621206 -6.41
256534_at unknown protein --- AT1G33270 -1.07 -0.10 -0.91 0.395982 0.621206 -6.41
249846_at cation-transporting ATPase --- AT5G23630 -1.06 -0.09 -0.91 0.395977 0.621206 -6.41
258785_at unknown protein --- --- -1.09 -0.13 -0.91 0.395966 0.621206 -6.41
266138_at unknown protein  ; supported by full-leng--- AT2G28060 -1.08 -0.11 -0.91 0.395969 0.621206 -6.41
249732_at 6-phosphogluconolactonase-like protein --- AT5G24420 -1.73 -0.79 -0.91 0.396171 0.621247 -6.41
256970_at  ABC transporter, putative similar to ATP--- AT3G21090 -1.08 -0.11 -0.91 0.396159 0.621247 -6.41
249284_at unknown protein  ;supported by full-leng--- AT5G41810 -1.08 -0.11 -0.91 0.396114 0.621247 -6.41
249620_at  putative protein predicted proteins, Arab--- AT5G37520 1.07 0.09 0.91 0.396114 0.621247 -6.41
263682_at hypothetical protein similar to reverse traAT5G4959--- -1.06 -0.09 -0.91 0.396167 0.621247 -6.41
247590_at  putative protein predicted proteins, Arab--- AT5G60720 1.08 0.12 0.91 0.396105 0.621247 -6.41
267473_at hypothetical protein predicted by genefin--- AT2G02750 -1.08 -0.10 -0.91 0.396359 0.621499 -6.41
248772_at photoreceptor-interacting protein-like --- AT5G47800 -1.17 -0.23 -0.91 0.396399 0.621520 -6.41
258679_at  putative 2,3-bisphosphoglycerate-indep--- AT3G08590 1.15 0.21 0.91 0.396707 0.621709 -6.41
258045_at  ubiquitin-specific protease 7 (UBP7), puUBP7 AT3G21280 -1.08 -0.11 -0.90 0.396711 0.621709 -6.41
245475_at hypothetical protein --- AT4G16080 1.07 0.10 0.91 0.396674 0.621709 -6.41
253832_at Expressed protein ; supported by full-len--- AT4G27654 1.23 0.30 0.91 0.396553 0.621709 -6.41
255102_s_aputative MuDR-A-like transposon protein--- --- -1.08 -0.12 -0.91 0.396698 0.621709 -6.41
257664_at hypothetical protein predicted by genemEMB2743 AT3G20400 1.10 0.13 0.91 0.396697 0.621709 -6.41
263051_s_aEn/Spm-like transposon protein related t--- --- 1.07 0.10 0.91 0.39658 0.621709 -6.41
261470_at  ethylene-responsive element binding fa ERF11 AT1G28370 1.41 0.49 0.90 0.396779 0.621771 -6.41
252125_at  putative protein hypothetical protein T19RTH AT3G51040 -1.08 -0.11 -0.90 0.396805 0.621771 -6.41
267163_at unknown protein --- AT2G37520 1.10 0.14 0.90 0.396915 0.621816 -6.41



255192_at hypothetical protein --- AT4G07380 -1.07 -0.10 -0.90 0.396916 0.621816 -6.41
257284_at TNP1-like protein similar to TNP1 protei --- --- 1.05 0.08 0.90 0.396875 0.621816 -6.41
248801_at homeobox-leucine zipper protein-like  ; sHAT2 AT5G47370 -1.24 -0.31 -0.90 0.39702 0.621938 -6.41
249811_at unknown protein  ;supported by full-leng--- AT5G23760 -1.06 -0.09 -0.90 0.39709 0.622005 -6.42
255061_at putative protein disulfide isomerase ATAPRL6 AT4G08930 -1.06 -0.09 -0.90 0.397132 0.622027 -6.42
264065_at hypothetical protein predicted by gensca--- AT2G27900 1.08 0.11 0.90 0.397367 0.622130 -6.42
262067_at hypothetical protein predicted by gensca--- AT1G80060 1.09 0.13 0.90 0.397454 0.622130 -6.42
261761_at hypothetical protein predicted by genemCENP-C AT1G15660 -1.07 -0.10 -0.90 0.397525 0.622130 -6.42
254290_at hypothetical protein --- AT4G23000 -1.11 -0.15 -0.90 0.397503 0.622130 -6.42
249911_at glucosyltransferase-like protein  ; suppo CSLA02 AT5G22740 -1.30 -0.38 -0.90 0.397296 0.622130 -6.42
261598_at unknown protein contains similarity to ex--- AT1G49750 1.38 0.47 0.90 0.397342 0.622130 -6.42
246458_at  putative protein various predicted prote --- AT5G16860 -1.09 -0.12 -0.90 0.397309 0.622130 -6.42
264073_at putative replication protein A1 --- --- -1.08 -0.11 -0.90 0.397503 0.622130 -6.42
244907_at hypothetical protein --- --- -1.06 -0.09 -0.90 0.397234 0.622130 -6.42
248413_at putative protein strong similarity to unkn PLE AT5G51600 -1.08 -0.10 -0.90 0.39749 0.622130 -6.42
261275_at  Mlo protein, putative similar to GB:Z838MLO14 AT1G26700 1.06 0.09 0.90 0.397496 0.622130 -6.42
256101_at hypothetical protein predicted by gensca--- AT1G13760 1.07 0.10 0.90 0.397358 0.622130 -6.42
266144_at hypothetical protein --- AT2G12170 -1.07 -0.10 -0.90 0.397562 0.622145 -6.42
255780_at hypothetical protein contains Pfam profilGAUT11 AT1G18580 1.09 0.12 0.90 0.397723 0.622354 -6.42
259292_at unknown protein --- AT3G11560 -1.08 -0.11 -0.90 0.398033 0.622711 -6.42
254945_at  putative RING finger protein ring finger --- AT4G10940 1.09 0.13 0.90 0.397989 0.622711 -6.42
256821_at  hypothetical protein predicted by genem--- AT3G22180 -1.12 -0.16 -0.90 0.39802 0.622711 -6.42
249121_at aluminum-induced protein-like  ; support--- AT5G43830 1.08 0.11 0.90 0.398188 0.622912 -6.42
264861_at  putative glucosidase similar to a-glucos --- AT1G24320 1.06 0.09 0.90 0.398401 0.623201 -6.42
248916_at receptor protein kinase-like protein pred --- AT5G45840 -1.19 -0.25 -0.90 0.398459 0.623226 -6.42
258537_at putative disease resistance protein simil --- AT3G04210 1.32 0.40 0.90 0.398471 0.623226 -6.42
254138_at hypothetical protein --- AT4G24950 1.07 0.10 0.90 0.398545 0.623269 -6.42
259697_at  putative DNA-binding protein similar to --- AT1G68920 1.07 0.10 0.90 0.398553 0.623269 -6.42
262708_at  UV-sensitive rad23, putative similar to U--- AT1G16190 -1.06 -0.09 -0.90 0.398663 0.623397 -6.42
246627_s_a 5-enolpyruvylshikimate-3-phosphate (E --- AT1G48860 / 1.20 0.27 0.90 0.398746 0.623474 -6.42
265210_at 60S ribosomal protein L24  ;supported bRPL24A AT2G36620 -1.26 -0.33 -0.90 0.398767 0.623474 -6.42
260601_at Expressed protein ; supported by cDNA ZIP11 AT1G55910 1.14 0.18 0.90 0.398811 0.623491 -6.42
258600_at putative protein kinase contains Pfam pr--- AT3G02810 -1.07 -0.10 -0.90 0.398832 0.623491 -6.42
251946_at  putative protein predicted proteins, Arab--- AT3G53540 -1.30 -0.38 -0.90 0.398965 0.623613 -6.42
266900_at hypothetical protein predicted by gensca--- AT2G34610 1.06 0.08 0.90 0.398959 0.623613 -6.42



265437_at hypothetical protein predicted by genscaMCM10 AT2G20980 1.08 0.11 0.90 0.399023 0.623661 -6.42
249662_s_aputative protein hypothetical proteins - A--- AT5G36680 / 1.06 0.08 0.90 0.399074 0.623699 -6.42
246413_at unknown protein --- AT1G77310 -1.08 -0.11 -0.90 0.399212 0.623828 -6.42
250434_at  histone H3 - like protein histone H3, Ara--- AT5G10390 -1.37 -0.45 -0.90 0.399188 0.623828 -6.42
259895_at unknown protein ;supported by full-lengtPFI AT1G71440 -1.07 -0.09 -0.90 0.399273 0.623880 -6.42
255846_at putative SWI/SNF complex subunit SW1ATSWI3B AT2G33610 -1.10 -0.13 -0.90 0.399299 0.623880 -6.42
254154_at hypothetical protein --- AT4G24460 -1.10 -0.14 -0.90 0.39934 0.623901 -6.42
253799_at  putative DNA-binding protein AP2 doma--- AT4G28140 1.53 0.61 0.90 0.399443 0.623975 -6.42
262138_at  NBS/LRR disease resistance protein, p --- AT1G52660 -1.09 -0.12 -0.90 0.399423 0.623975 -6.42
261950_at  zinc finger protein, putative similar to Do--- AT1G64620 1.12 0.16 0.90 0.399574 0.624138 -6.42
247052_at homeodomain transcription factor-like HB53 AT5G66700 1.08 0.11 0.90 0.399721 0.624325 -6.42
265275_at En/Spm-like transposon protein related t--- AT2G28440 1.14 0.18 0.90 0.399808 0.624399 -6.42
258344_at hypothetical protein similar to hypotheticCEG AT3G22650 1.07 0.10 0.90 0.399824 0.624399 -6.42
259132_at putative auxin-independent growth prom--- AT3G02250 -1.11 -0.15 -0.90 0.399901 0.624434 -6.42
247928_at villin --- AT5G57320 -1.09 -0.12 -0.90 0.399883 0.624434 -6.42
261926_at unknown protein PATL2 AT1G22530 -1.09 -0.12 -0.90 0.399976 0.624462 -6.42
249099_at putative protein similar to unknown prote--- AT5G43550 -1.06 -0.08 -0.90 0.400001 0.624462 -6.42
252935_at  dnaJ-like protein CAJ1 protein, Saccha --- AT4G39150 1.07 0.09 0.90 0.399949 0.624462 -6.42
256987_at hypothetical protein predicted by genem--- AT3G28560 1.07 0.09 0.90 0.400179 0.624686 -6.42
255900_at hypothetical protein predicted by genem--- AT1G17830 / 1.23 0.29 0.90 0.400199 0.624686 -6.42
265595_at 26S proteasome subunit 4  ;supported b--- AT2G20140 -1.09 -0.12 -0.90 0.400307 0.624770 -6.42
265874_at hypothetical protein predicted by genefin--- AT2G01640 -1.09 -0.12 -0.90 0.400305 0.624770 -6.42
245942_at  putative protein transcription regulator, --- AT5G19490 -1.06 -0.08 -0.90 0.400562 0.625125 -6.42
260471_at hypothetical protein predicted by genefin--- AT1G11070 1.06 0.09 0.90 0.400644 0.625209 -6.42
250840_at  putative protein predicted protein, Arabi --- --- -1.10 -0.14 -0.90 0.400706 0.625264 -6.42
249692_s_aputative protein strong similarity to unkn --- AT5G36670 / 1.09 0.12 0.90 0.40074 0.625273 -6.42
266479_at unknown protein  ; supported by cDNA: LSH3 AT2G31160 1.28 0.36 0.90 0.400804 0.625331 -6.42
255739_at unknown protein similar to hypothetical pANAC008 AT1G25580 1.10 0.14 0.90 0.40088 0.625387 -6.42
253624_at  putative protein 2-acylglycerophosphoe ATS2 AT4G30580 -1.10 -0.13 -0.90 0.400895 0.625387 -6.42
245077_at hypothetical protein predicted by gensca--- AT2G23160 1.11 0.14 0.90 0.40093 0.625399 -6.42
257012_at  RNA-binding protein, putative similar to TEL1 AT3G26120 1.07 0.09 0.90 0.400997 0.625419 -6.42
259078_at unknown protein predicted by genefindeHST AT3G05040 -1.07 -0.09 -0.90 0.400973 0.625419 -6.42
260713_at  disease resistance protein RPP1-WsA, --- AT1G17615 1.06 0.09 0.90 0.401074 0.625496 -6.42
258648_at putative auxin-independent growth prom--- AT3G07900 -1.13 -0.17 -0.90 0.401109 0.625508 -6.42
246519_at proline-rich protein other proline-rich pro--- AT3G23750 / 1.48 0.56 0.90 0.401288 0.625744 -6.42



263084_at hypothetical protein predicted by gensca--- AT2G27180 1.07 0.10 0.90 0.401367 0.625825 -6.42
255490_at  putative protein lysosomal trafficking reg--- AT4G02660 -1.07 -0.10 -0.90 0.40142 0.625863 -6.42
247072_at putative protein similar to unknown prote--- AT5G66490 -1.12 -0.16 -0.90 0.401539 0.625919 -6.42
253385_at  putative protein predicted protein, Caen--- AT4G32930 -1.07 -0.09 -0.90 0.401513 0.625919 -6.42
258430_at  phospholipase D, putative similar to phoPLDP1 AT3G16785 1.06 0.09 0.90 0.401536 0.625919 -6.42
251064_at putative zinc finger protein several zinc f--- AT5G01860 1.08 0.11 0.90 0.401565 0.625919 -6.42
258847_at unknown protein  ; supported by full-leng--- AT3G03100 -1.06 -0.09 -0.89 0.401824 0.626194 -6.42
251778_at  putative protein various predicted prote ROPGEF6AT3G55660 1.09 0.12 0.89 0.401816 0.626194 -6.42
250313_at  Rab geranylgeranyltransferase, beta su--- AT5G12210 -1.09 -0.13 -0.89 0.401789 0.626194 -6.42
262735_at hypothetical protein --- AT1G28630 1.07 0.10 0.89 0.401928 0.626270 -6.42
259529_at hypothetical protein --- AT1G12400 1.07 0.10 0.89 0.401906 0.626270 -6.42
261976_at hypothetical protein predicted by genem--- --- -1.08 -0.11 -0.89 0.401978 0.626306 -6.42
259488_at hypothetical protein preedicted by genem--- AT1G15780 -1.10 -0.13 -0.89 0.402038 0.626357 -6.42
251751_at  putative protein predicted proteins, Arab--- AT3G55720 1.06 0.08 0.89 0.402112 0.626429 -6.42
261223_at hypothetical protein predicted by genemHVA22H AT1G19950 1.06 0.08 0.89 0.402224 0.626488 -6.42
262838_at  major latex protein, putative similar to m--- AT1G14960 1.08 0.11 0.89 0.40225 0.626488 -6.42
259167_at putative oleosin similar to oleosin GB:AA--- AT3G01570 -1.06 -0.09 -0.89 0.402247 0.626488 -6.42
257758_at  eukaryotic translation elongation factor --- AT3G22980 1.08 0.12 0.89 0.402259 0.626488 -6.42
249789_at putative protein similar to unknown prote--- AT5G24340 -1.09 -0.12 -0.89 0.402343 0.626574 -6.42
262033_at  terminal ear1, putative similar to terminaMCT1 AT1G37140 1.08 0.11 0.89 0.402371 0.626576 -6.42
252954_at  putative thaumatin-like protein thaumati --- AT4G38660 1.29 0.36 0.89 0.402549 0.626725 -6.43
253541_at  putative protein various predicted prote --- AT4G31630 1.06 0.09 0.89 0.402517 0.626725 -6.43
260378_at putative actin similar to actin GB:CAB55ATARP4A AT1G73910 1.06 0.08 0.89 0.402524 0.626725 -6.43
265017_at unknown protein similar to EST emb|Z37--- AT1G24390 1.08 0.11 0.89 0.402638 0.626820 -6.43
248683_at putative protein similar to unknown prote--- AT5G48490 1.26 0.34 0.89 0.40291 0.626987 -6.43
246451_at  Inositol 1,3,4-Trisphosphate 5/6 kinase --- AT5G16760 1.06 0.08 0.89 0.402802 0.626987 -6.43
255824_at hypothetical protein predicted by genefin--- AT2G40530 -1.24 -0.31 -0.89 0.402854 0.626987 -6.43
266242_at hypothetical protein predicted by gensca--- AT2G27790 -1.07 -0.10 -0.89 0.402893 0.626987 -6.43
253250_at hypothetical protein --- AT4G34690 -1.06 -0.08 -0.89 0.402814 0.626987 -6.43
260054_at putative transporter contains Pfam profil UNE2 AT1G78130 -1.13 -0.18 -0.89 0.402879 0.626987 -6.43
265565_at putative retroelement pol polyprotein --- --- 1.07 0.10 0.89 0.402956 0.627017 -6.43
250107_at  ids-4 protein - like ids-4 protein, HordeuSPX4 AT5G15330 -1.11 -0.15 -0.89 0.403015 0.627065 -6.43
248827_at  calcium sensor protein, calcineurin-like CBL9 AT5G47100 -1.12 -0.16 -0.89 0.40307 0.627076 -6.43
249338_at putative protein similar to unknown proteanac095 AT5G41090 1.06 0.08 0.89 0.403077 0.627076 -6.43
245236_at  putative DNA mismatch repair protein s MSH3 AT4G25540 -1.06 -0.09 -0.89 0.403319 0.627410 -6.43



256507_at hypothetical protein predicted by genem--- AT1G75150 1.09 0.12 0.89 0.403357 0.627426 -6.43
263496_at unknown protein  ; supported by full-leng--- AT2G42570 1.10 0.14 0.89 0.40341 0.627466 -6.43
245217_at  retroelement pol polyprotein, putative  --- --- 1.10 0.14 0.89 0.403456 0.627494 -6.43
262867_at hypothetical protein predicted by gensca--- AT1G64960 1.08 0.11 0.89 0.403633 0.627550 -6.43
257449_at hypothetical protein predicted by gensca--- AT2G31420 1.08 0.11 0.89 0.403648 0.627550 -6.43
246589_at  glucosyltransferase -like protein glucosy--- AT5G14860 1.07 0.10 0.89 0.403742 0.627550 -6.43
262813_at unknown protein strong similarity to gi|33--- AT1G11670 1.23 0.30 0.89 0.4037 0.627550 -6.43
267349_at 60S acidic ribosomal protein P0 --- AT2G40010 -1.06 -0.09 -0.89 0.403762 0.627550 -6.43
262069_at hypothetical protein similar to SNF4-kina--- AT1G80090 -1.08 -0.12 -0.89 0.403587 0.627550 -6.43
263512_at hypothetical protein predicted by genefin--- --- -1.07 -0.09 -0.89 0.403767 0.627550 -6.43
263234_at hypothetical protein predicted by genefin--- AT1G10417 -1.07 -0.09 -0.89 0.403765 0.627550 -6.43
261358_s_ahypothetical protein predicted by gensca--- AT1G41920 / 1.07 0.10 0.89 0.403739 0.627550 -6.43
261486_at  nucleic acid binding protein (alfin-1), pu AL7 AT1G14510 -1.08 -0.11 -0.89 0.403626 0.627550 -6.43
267109_at hypothetical protein predicted by gensca--- AT2G14810 1.08 0.12 0.89 0.403931 0.627720 -6.43
255351_x_aputative transposon protein similar to ath--- --- 1.08 0.11 0.89 0.403913 0.627720 -6.43
261785_at hypothetical protein contains similarity to--- AT1G08230 -1.07 -0.09 -0.89 0.404001 0.627744 -6.43
255199_at coded for by A. thaliana cDNA N64969  --- AT4G07390 -1.07 -0.09 -0.89 0.404029 0.627744 -6.43
258428_at unknown protein --- AT3G16610 -1.07 -0.10 -0.89 0.404027 0.627744 -6.43
266854_at putative C2H2-type zinc finger protein lik--- AT2G26940 1.10 0.13 0.89 0.404195 0.627831 -6.43
252765_at putative protein hypothetical proteins - A--- AT3G42800 -1.14 -0.19 -0.89 0.404129 0.627831 -6.43
249796_at  26S proteasome, non-ATPase regulato --- AT5G23540 1.07 0.10 0.89 0.404173 0.627831 -6.43
260661_at hypothetical protein predicted by gensca--- AT1G19500 1.09 0.12 0.89 0.404155 0.627831 -6.43
265735_at putative aldolase  ;supported by full-leng--- AT2G01140 1.11 0.15 0.89 0.404296 0.627858 -6.43
255228_at  F-box protein family, AtFBL21 contains --- AT4G05470 -1.07 -0.09 -0.89 0.404241 0.627858 -6.43
259263_at putative UDP-glucose 6-dehydrogenase--- AT3G01010 1.07 0.10 0.89 0.404292 0.627858 -6.43
264688_at hypothetical protein similar to LG27/30-l --- AT1G09890 1.11 0.15 0.89 0.404327 0.627865 -6.43
262926_s_a receptor kinase, putative similar to rece ARK1 AT1G65790 / 1.22 0.28 0.89 0.404398 0.627889 -6.43
250815_s_aputative protein similar to unknown prote--- AT5G05040 / 1.10 0.13 0.89 0.404372 0.627889 -6.43
260865_at  reverse transcriptase, putative similar to--- AT1G43760 -1.08 -0.11 -0.89 0.404436 0.627905 -6.43
256332_at  trihelix DNA-binding protein (GT2) identGT2 AT1G76890 1.18 0.24 0.89 0.404488 0.627943 -6.43
246560_at putative protein hypothetical protein F1C--- AT5G15560 1.07 0.10 0.89 0.404606 0.627998 -6.43
251777_s_a pyruvate kinase - like protein pyruvate k--- AT3G55650 / -1.08 -0.11 -0.89 0.404558 0.627998 -6.43
257523_at  hypothetical protein similar to putative b--- AT3G01620 1.07 0.10 0.89 0.404584 0.627998 -6.43
253035_at  glycosyltransferase like protein alpha-1 CGL1 AT4G38240 1.07 0.09 0.89 0.404844 0.628325 -6.43
253096_at cytochrome P450-like protein CYP81D4 AT4G37330 -1.08 -0.11 -0.89 0.404971 0.628440 -6.43



250042_at  putative protein non-consensus GC don--- AT5G18420 1.07 0.10 0.89 0.404973 0.628440 -6.43
249985_at  Ser/Thr specific protein kinase - like pro--- AT5G18500 1.09 0.13 0.89 0.405052 0.628444 -6.43
266931_at putative non-LTR retroelement reverse t --- --- -1.07 -0.10 -0.89 0.405058 0.628444 -6.43
252078_at  putative protein brassinosteroid-insensi IMK2 AT3G51740 -1.06 -0.08 -0.89 0.40503 0.628444 -6.43
253794_at  putative protein dimethylaniline monoox--- AT4G28720 -1.22 -0.29 -0.89 0.405167 0.628516 -6.43
253402_at HD-zip transcription factor (athb-8) ATHB-8 AT4G32880 1.12 0.17 0.89 0.405188 0.628516 -6.43
267015_at unknown protein --- AT2G39340 -1.09 -0.12 -0.89 0.405143 0.628516 -6.43
245516_at hypothetical protein --- AT4G15820 -1.09 -0.13 -0.89 0.405469 0.628757 -6.43
266465_at putative auxin-responsive protein  ; suppGH3.9 AT2G47750 1.08 0.11 0.89 0.405435 0.628757 -6.43
255711_at putative WD repeat membrane protein  ;--- AT4G00090 -1.09 -0.12 -0.89 0.40541 0.628757 -6.43
251767_at  putative protein U4/U6 small nuclear rib--- AT3G55930 -1.06 -0.08 -0.89 0.405384 0.628757 -6.43
261441_at  NAM protein, putative similar to NAM prANAC010 AT1G28470 1.13 0.18 0.89 0.405481 0.628757 -6.43
252777_at hypothetical protein --- AT3G42970 1.07 0.10 0.89 0.405524 0.628782 -6.43
262392_at hypothetical protein predicted by gensca--- AT1G49520 -1.11 -0.15 -0.89 0.405653 0.628938 -6.43
254494_at putative protein C65DMY30S QRT3 AT4G20050 1.06 0.09 0.89 0.40571 0.628984 -6.43
261253_at unknown protein ;supported by full-lengt --- AT1G05840 -1.11 -0.15 -0.89 0.405872 0.629193 -6.43
256788_at  cytochrome P450, putative similar to cy CYP90D1 AT3G13730 -1.33 -0.41 -0.89 0.405905 0.629201 -6.43
248143_at putative protein similar to unknown prote--- AT5G55040 -1.07 -0.10 -0.89 0.405999 0.629305 -6.43
262827_at putative cytochrome P450 monooxygenaCYP71B29AT1G13100 1.15 0.21 0.89 0.406035 0.629317 -6.43
259147_at putative RNA binding protein similar to RAPUM4 AT3G10360 1.13 0.17 0.89 0.406076 0.629339 -6.43
255335_at putative transposon protein --- --- -1.07 -0.10 -0.89 0.406114 0.629354 -6.43
246318_at  putative protein predicted protein BAA8 --- AT3G56740 1.09 0.12 0.89 0.406454 0.629837 -6.43
249214_at  beta-1,3-glucanase-like protein   --- AT5G42720 -1.15 -0.20 -0.89 0.406528 0.629893 -6.43
261599_at hypothetical protein similar to hypothetic--- AT1G49700 1.08 0.11 0.89 0.406545 0.629893 -6.43
264356_at putative DNA repair protein Strong similaUVH6 AT1G03190 -1.07 -0.10 -0.88 0.406758 0.630180 -6.43
267123_at putative acetone-cyanohydrin lyase MES7 AT2G23560 1.14 0.19 0.88 0.40687 0.630233 -6.43
257456_at unknown protein predicted by genscan SRS4 AT2G18120 1.08 0.11 0.88 0.406837 0.630233 -6.43
265609_at hypothetical protein predicted by gensca--- AT2G25420 -1.12 -0.16 -0.88 0.406875 0.630233 -6.43
264684_at unknown protein HEXO3 AT1G65590 -1.15 -0.20 -0.88 0.407159 0.630399 -6.43
267267_at putative cytochrome P450 CYP71B9 AT2G02580 1.07 0.10 0.88 0.407023 0.630399 -6.43
258835_at  putative RNA-binding protein contains P--- AT3G07250 1.08 0.11 0.88 0.407103 0.630399 -6.43
266613_at similar to gibberellin-regulated proteins --- AT2G14900 1.93 0.95 0.88 0.407107 0.630399 -6.43
249725_at unknown protein --- AT5G35470 -1.07 -0.09 -0.88 0.407175 0.630399 -6.43
252648_at  disease resistance protein homolog dise--- AT3G44630 1.07 0.10 0.88 0.407164 0.630399 -6.43
249621_at  putative protein predicted proteins, Arab--- AT5G37530 -1.08 -0.11 -0.88 0.407076 0.630399 -6.43



257645_at unknown protein  ;supported by full-leng--- AT3G25790 1.09 0.13 0.88 0.4073 0.630549 -6.43
245661_at  purine permease, putative similar to purATPUP3 AT1G28220 1.08 0.11 0.88 0.407344 0.630575 -6.43
265151_at hypothetical protein similar to hypothetic--- AT1G51340 -1.09 -0.13 -0.88 0.40747 0.630697 -6.43
263698_at  hypothetical protein similar to a multitud--- --- 1.09 0.13 0.88 0.407478 0.630697 -6.43
267260_at putative proline-rich protein  ; supported AGP17 AT2G23130 -1.20 -0.27 -0.88 0.407656 0.630825 -6.43
266939_at plasma membrane proton ATPase  (PMAAHA1 AT2G18960 1.06 0.08 0.88 0.407699 0.630825 -6.43
253392_at  potassium channel protein AtKC potassATKC1 AT4G32650 1.26 0.33 0.88 0.407684 0.630825 -6.43
253735_at  putative protein SNF7 protein - SaccharSNF7.1 AT4G29160 -1.07 -0.10 -0.88 0.407659 0.630825 -6.43
265862_at putative S-locus glycoprotein --- AT2G01780 -1.08 -0.11 -0.88 0.407685 0.630825 -6.43
262310_at unknown protein contains similarity to mMLP31 AT1G70840 -1.07 -0.10 -0.88 0.407761 0.630878 -6.43
265150_at unknown protein  ; supported by cDNA: --- AT1G51200 -1.09 -0.13 -0.88 0.408083 0.630991 -6.44
248427_at subtilisin-like serine protease similar to sATSBT1.3 AT5G51750 1.10 0.13 0.88 0.407938 0.630991 -6.43
252099_at  putative protein senescence-associated--- AT3G51250 1.09 0.12 0.88 0.408044 0.630991 -6.43
261026_at hypothetical protein predicted by genem--- AT1G01240 -1.09 -0.13 -0.88 0.407959 0.630991 -6.43
251763_at  MYB transcription factor - like protein R MYB109 AT3G55730 1.09 0.12 0.88 0.408062 0.630991 -6.43
246935_at leucine-rich repeats containing protein gEBF2 AT5G25350 1.13 0.17 0.88 0.407994 0.630991 -6.43
266491_at putative retroelement pol polyprotein --- --- -1.07 -0.09 -0.88 0.407932 0.630991 -6.43
259844_at  lipid transfer protein, putative similar to --- AT1G73560 -1.07 -0.10 -0.88 0.40808 0.630991 -6.44
252568_at  receptor-like protein kinase receptor like--- AT3G45410 -1.12 -0.16 -0.88 0.407981 0.630991 -6.43
249530_at  putative protein asparaginyl-tRNA synth--- AT5G38750 -1.06 -0.09 -0.88 0.408336 0.631239 -6.44
265202_at unknown protein AT2G3681--- -1.08 -0.11 -0.88 0.408301 0.631239 -6.44
261705_at hypothetical protein predicted by genem--- AT1G32670 1.07 0.10 0.88 0.40833 0.631239 -6.44
251284_at hypothetical protein --- AT3G61840 -1.10 -0.14 -0.88 0.408354 0.631239 -6.44
248729_at cycloartenol synthase THAS1 AT5G48010 1.06 0.08 0.88 0.408386 0.631245 -6.44
250171_at  prohibitin - like protein prohibitin, ArabidATPHB5 AT5G14300 -1.07 -0.10 -0.88 0.408477 0.631344 -6.44
257213_at  mitochondrial NAD-dependent malate d--- AT3G15020 1.13 0.18 0.88 0.408522 0.631369 -6.44
248343_at putative protein contains similarity to myAtMYB19 AT5G52260 1.06 0.08 0.88 0.408624 0.631484 -6.44
250167_at  myb-related protein - like myb-related p ATMYB16 AT5G15310 -1.11 -0.15 -0.88 0.408738 0.631533 -6.44
254323_at  putative protein auxin-induced protein 1--- AT4G22620 1.18 0.24 0.88 0.408714 0.631533 -6.44
246377_at  low-temperature-specific protein, putativ--- AT1G57550 -1.12 -0.16 -0.88 0.408694 0.631533 -6.44
245114_at transcription factor IIB (TFIIB) identical t TFIIB AT2G41630 -1.13 -0.17 -0.88 0.40878 0.631554 -6.44
260038_at Expressed protein ; supported by full-len--- AT1G68875 1.06 0.09 0.88 0.408936 0.631753 -6.44
253248_at Putative S-phase-specific ribosomal pro --- AT4G34670 -1.19 -0.26 -0.88 0.409018 0.631837 -6.44
256559_at  Athila ORF 1, putative similar to Athila O--- --- -1.07 -0.09 -0.88 0.409099 0.631918 -6.44
263713_at Expressed protein ; supported by full-len--- AT2G20595 1.08 0.11 0.88 0.409149 0.631953 -6.44



262961_at  exonuclease, putative similar to 5'-3' ex XRN4 AT1G54490 1.07 0.10 0.88 0.409183 0.631964 -6.44
265572_at putative carbonic anhydrase ATACA2 AT2G28210 1.55 0.64 0.88 0.409293 0.632090 -6.44
252077_at putative protein several putative myosin --- AT3G51720 1.09 0.12 0.88 0.409391 0.632199 -6.44
256023_at hypothetical protein predicted by genemZW2 AT1G58330 1.09 0.12 0.88 0.409606 0.632208 -6.44
255275_at putative protein various ubiquitin-like pre--- AT4G05310 -1.05 -0.08 -0.88 0.409539 0.632208 -6.44
252046_at  putative protein extensin -Nicotiana taba--- AT3G52460 1.08 0.11 0.88 0.409454 0.632208 -6.44
266644_at unknown protein  ;supported by full-leng--- AT2G29660 -1.09 -0.13 -0.88 0.409619 0.632208 -6.44
254621_at  gene 11-1 protein - like gene 11-1 proteWAVE5 AT4G18600 -1.07 -0.10 -0.88 0.409608 0.632208 -6.44
262041_at  HPt phosphotransmitter, putative simila AHP6 AT1G80100 1.09 0.12 0.88 0.409538 0.632208 -6.44
253179_at  putative protein various predicted prote --- AT4G35200 -1.06 -0.08 -0.88 0.40961 0.632208 -6.44
255347_at putative retrotransposon protein --- --- -1.06 -0.09 -0.88 0.409469 0.632208 -6.44
253583_at  translation initiation factor-like protein tr --- AT4G30680 -1.09 -0.13 -0.88 0.409674 0.632218 -6.44
260295_at putative aminopeptidase similar to amino--- AT1G63770 -1.09 -0.12 -0.88 0.40968 0.632218 -6.44
251597_at  protein kinase - like protein wall-associa--- AT3G57750 1.17 0.22 0.88 0.409735 0.632259 -6.44
264672_at hypothetical protein predicted by gensca--- AT1G09750 1.81 0.85 0.88 0.410043 0.632359 -6.44
252451_at hypothetical protein --- AT3G47100 1.06 0.09 0.88 0.410006 0.632359 -6.44
253924_at  putative protein other hypothetical proteCOBL11 AT4G27110 1.08 0.11 0.88 0.410044 0.632359 -6.44
262997_at  disease resistance protein, putative simRPP27 AT1G54470 1.06 0.09 0.88 0.40998 0.632359 -6.44
250419_at  RPP1 disease resistance protein - like d--- AT5G11250 1.10 0.14 0.88 0.409978 0.632359 -6.44
256734_at unknown protein RIK AT3G29390 1.07 0.09 0.88 0.409828 0.632359 -6.44
267403_at MADS-box protein (AGL33) AGL33 AT2G26320 -1.05 -0.08 -0.88 0.409984 0.632359 -6.44
266387_at hypothetical protein predicted by gensca--- AT2G32360 -1.07 -0.10 -0.88 0.409907 0.632359 -6.44
245450_at disease resistance RPP5 like protein (fra--- AT4G16880 -1.07 -0.10 -0.88 0.410049 0.632359 -6.44
245760_s_a receptor serine/threonine kinase PR5K,--- AT1G66910 / 1.18 0.24 0.88 0.410195 0.632366 -6.44
246148_at  glycine-rich RNA-binding protein - like g--- AT5G19960 -1.08 -0.11 -0.88 0.41015 0.632366 -6.44
248057_at putative protein strong similarity to unkn --- AT5G55520 1.06 0.09 0.88 0.410116 0.632366 -6.44
249832_at disease resistance protein-like --- AT5G23400 1.09 0.12 0.88 0.410164 0.632366 -6.44
253106_at  putative protein predicted proteins, Arab--- AT4G35870 -1.07 -0.10 -0.88 0.41018 0.632366 -6.44
259518_at hypothetical protein ; supported by cDNAOPCL1 AT1G20510 -1.22 -0.28 -0.88 0.41022 0.632366 -6.44
260515_at  ATP-dependent transmembrane transp --- AT1G51460 1.08 0.11 0.88 0.410267 0.632395 -6.44
250949_at putative protein --- AT5G03510 1.06 0.09 0.88 0.410348 0.632477 -6.44
245070_at metallothionein-like protein identical to a--- AT2G23240 -1.10 -0.13 -0.88 0.410414 0.632537 -6.44
254096_at  acid phosphatase - like protein acid pho--- AT4G25150 -1.08 -0.11 -0.88 0.410487 0.632574 -6.44
252185_at putative protein --- AT3G50780 1.10 0.13 0.88 0.410494 0.632574 -6.44
261690_at  branched-chain amino acid aminotransf--- AT1G50090 1.07 0.10 0.88 0.410546 0.632612 -6.44



253406_at  putative protein GATA transcription fact --- AT4G32890 -1.14 -0.19 -0.88 0.41058 0.632622 -6.44
251617_at  putative protein hypothetical protein T24--- AT3G58000 -1.07 -0.09 -0.88 0.410696 0.632758 -6.44
264100_at lupeol synthase identical to lupeol synth LUP1 AT1G78970 1.25 0.33 0.88 0.410848 0.632948 -6.44
259948_at  unknown protein similar to LIGATIN GB--- AT1G71350 -1.11 -0.15 -0.88 0.410875 0.632948 -6.44
250651_at cytochrome P450 CYP93D1 AT5G06900 1.06 0.08 0.88 0.411047 0.633149 -6.44
264640_at  pollen allergen, putative similar to pollenATEXPB2 AT1G65680 1.11 0.16 0.88 0.411061 0.633149 -6.44
261008_at hypothetical protein contains similarity to--- AT1G26370 -1.09 -0.13 -0.88 0.411331 0.633394 -6.44
260397_at hypothetical protein predicted by genefin--- AT1G69680 1.07 0.10 0.88 0.411266 0.633394 -6.44
259168_at unknown protein similar to hypothetical p--- AT3G03570 1.08 0.11 0.88 0.411284 0.633394 -6.44
255282_at putative polyprotein --- --- 1.06 0.09 0.88 0.411317 0.633394 -6.44
248401_at putative protein similar to unknown proteHCF208 AT5G52110 -1.15 -0.20 -0.88 0.41146 0.633549 -6.44
251650_at hypothetical protein --- AT3G57360 -1.10 -0.14 -0.88 0.411631 0.633680 -6.44
251450_at squamosa promoter binding protein-like SPL12 AT3G60030 -1.08 -0.12 -0.88 0.411673 0.633680 -6.44
247606_at RNA helicase --- AT5G61000 -1.22 -0.29 -0.88 0.411616 0.633680 -6.44
259920_at putative phenylalanyl-tRNA synthetase b--- AT1G72550 -1.07 -0.10 -0.88 0.411683 0.633680 -6.44
258137_at Expressed protein ; supported by cDNA UBC37 AT3G24515 -1.06 -0.09 -0.88 0.411683 0.633680 -6.44
255955_at hypothetical protein predicted by gensca--- AT1G22030 -1.13 -0.18 -0.87 0.411759 0.633754 -6.44
264171_at hypothetical protein predicted by gensca--- AT1G02100 -1.09 -0.12 -0.87 0.411945 0.633996 -6.44
266632_at putative serpin --- AT2G35570 1.07 0.10 0.87 0.412007 0.634050 -6.44
263466_at hypothetical protein predicted by gensca--- AT2G31740 -1.06 -0.09 -0.87 0.412141 0.634084 -6.44
252360_at  putative protein predicted protein, Arabi --- AT3G48480 -1.09 -0.12 -0.87 0.412105 0.634084 -6.44
257614_at putative non-LTR retroelement reverse t --- --- -1.08 -0.12 -0.87 0.412138 0.634084 -6.44
252846_at putative protein several pectin methylest--- AT3G42160 -1.06 -0.08 -0.87 0.412112 0.634084 -6.44
262147_at  phospholipase D1, putative similar to phPLDALPHAAT1G52570 1.07 0.09 0.87 0.412238 0.634190 -6.44
250767_at putative protein contains similarity to unkATNFXL2 AT5G05660 1.06 0.09 0.87 0.412295 0.634236 -6.44
256815_at unknown protein contains Pfam profile: P--- AT3G21380 1.07 0.10 0.87 0.41244 0.634415 -6.44
249593_at  putative protein SIAH1 protein, Brassica--- AT5G37900 -1.07 -0.10 -0.87 0.412473 0.634425 -6.44
263885_at unknown protein --- AT2G36940 1.07 0.09 0.87 0.412605 0.634584 -6.44
265624_at CLAVATA3 CLE family of proteins; liganCLV3 AT2G27250 -1.08 -0.11 -0.87 0.412718 0.634715 -6.44
252207_at  putative protein mRNA of unknown func--- AT3G50370 -1.07 -0.10 -0.87 0.41318 0.635212 -6.44
261612_at  fucosyltransferase c3 protein, putative sFUT12 AT1G49710 -1.07 -0.09 -0.87 0.413125 0.635212 -6.44
253602_s_a leucyl aminopeptidase - like protein leuc--- AT4G30910 / 1.06 0.09 0.87 0.41311 0.635212 -6.44
258267_at putative delta 9 desaturase similar to de --- AT3G15870 -1.06 -0.08 -0.87 0.413154 0.635212 -6.44
257359_x_aputative protein kinase contains a protei --- AT2G34290 -1.06 -0.09 -0.87 0.413133 0.635212 -6.44
253490_at  methyltransferase - like protein methyltr--- AT4G31790 -1.15 -0.20 -0.87 0.41324 0.635218 -6.44



250391_at  putative protein predicted proteins, Arab--- --- -1.08 -0.11 -0.87 0.413222 0.635218 -6.44
256669_s_ahypothetical protein similar to hypothetic--- AT3G32200 / 1.08 0.12 0.87 0.413351 0.635347 -6.44
245196_at  F12A21.12 similar to pectate lyase like --- AT1G67750 1.18 0.24 0.87 0.413434 0.635431 -6.44
249708_at unknown protein --- AT5G35660 -1.14 -0.19 -0.87 0.413564 0.635588 -6.44
259613_at hypothetical protein predicted by genem--- AT1G48010 1.06 0.09 0.87 0.413647 0.635673 -6.44
265951_at hypothetical protein predicted by genefinOFP7 AT2G18500 1.12 0.17 0.87 0.413745 0.635781 -6.45
259676_at hypothetical protein similar to putative S --- AT1G77730 1.07 0.10 0.87 0.413793 0.635812 -6.45
254225_at  putative major latex protein major latex --- AT4G23670 -1.36 -0.44 -0.87 0.413826 0.635819 -6.45
249376_at Expressed protein ; supported by full-len--- AT5G40645 1.06 0.08 0.87 0.413855 0.635820 -6.45
265902_at hypothetical protein predicted by gensca--- AT2G25590 1.07 0.10 0.87 0.413926 0.635887 -6.45
249361_at  protein kinase - like protein protein kina --- AT5G40540 1.15 0.21 0.87 0.414025 0.635954 -6.45
264140_at  proteasome alpha subunit, putative sim --- AT1G79210 -1.07 -0.09 -0.87 0.414023 0.635954 -6.45
266877_at putative glucanase AtGH9B12AT2G44570 1.07 0.10 0.87 0.414091 0.636012 -6.45
262710_at unknown protein ESTs gb|T04357 and g--- AT1G16210 -1.06 -0.09 -0.87 0.414229 0.636144 -6.45
245319_at Expressed protein ; supported by full-len--- AT4G16146 -1.13 -0.18 -0.87 0.414232 0.636144 -6.45
255451_at putative protein similar to T5J8.17 --- AT4G02860 1.09 0.12 0.87 0.414437 0.636244 -6.45
256242_at actin-like protein contains Pfam profile: PATARP5 AT3G12380 -1.09 -0.13 -0.87 0.414384 0.636244 -6.45
263408_at predicted protein --- AT2G04060 1.06 0.09 0.87 0.414368 0.636244 -6.45
264609_at unknown protein  ;supported by full-leng--- AT1G04530 -1.14 -0.19 -0.87 0.414414 0.636244 -6.45
249904_at unknown protein --- AT5G22700 -1.07 -0.10 -0.87 0.414437 0.636244 -6.45
246042_at  cinnamyl-alcohol dehydrogenase - like --- AT5G19440 1.17 0.23 0.87 0.41454 0.636360 -6.45
256028_at  poly(A)-binding protein, putative similar PAB1 AT1G34140 1.10 0.13 0.87 0.414608 0.636420 -6.45
251596_at  1-acylcerol-3-phosphate acyltransferaseLPAT2 AT3G57650 1.06 0.08 0.87 0.414733 0.636570 -6.45
267491_at unknown protein predicted by genscan --- --- 1.09 0.13 0.87 0.414807 0.636641 -6.45
261965_at  athila ORF 1, putative similar to athila O--- --- 1.05 0.08 0.87 0.414845 0.636656 -6.45
252442_at  dUTP pyrophosphatase-like protein dUT--- AT3G46940 -1.14 -0.19 -0.87 0.415018 0.636878 -6.45
251141_at Expressed protein ; supported by full-len--- AT5G01075 -1.14 -0.19 -0.87 0.415078 0.636928 -6.45
257544_at putative DNA-binding protein similar to G--- AT3G20880 1.09 0.12 0.87 0.415192 0.637060 -6.45
262768_at  putative beta-1,4-N-acetylglucosaminylt--- AT1G12990 1.17 0.23 0.87 0.415262 0.637124 -6.45
255504_at  drought-induced-19-like 1 similar to dro --- AT4G02200 1.26 0.33 0.87 0.415478 0.637412 -6.45
265962_at nodulin-like protein  ;supported by full-le --- AT2G37460 -1.21 -0.27 -0.87 0.415558 0.637493 -6.45
253256_at  putative protein endothelin converting e--- AT4G34360 1.09 0.13 0.87 0.41559 0.637500 -6.45
253500_at  predicted protein RegA gene, Dictyoste ARR10 AT4G31920 -1.11 -0.15 -0.87 0.415634 0.637523 -6.45
248853_at protein kinase-like protein BSK2 AT5G46570 -1.09 -0.13 -0.87 0.415687 0.637562 -6.45
260013_at putative annexin similar to annexin p33 ANN5 AT1G68090 1.06 0.08 0.87 0.41576 0.637631 -6.45



246981_at unknown protein --- AT5G04840 -1.10 -0.14 -0.87 0.415795 0.637642 -6.45
250143_at  ADP-ribosylation factor - like protein ADATARFA1BAT5G14670 -1.07 -0.10 -0.87 0.415855 0.637657 -6.45
260577_at hypothetical protein predicted by genefin--- AT2G47340 1.07 0.10 0.87 0.415868 0.637657 -6.45
259864_at hypothetical protein predicted by gensca--- AT1G72800 1.13 0.18 0.87 0.415889 0.637657 -6.45
255159_at putative polyprotein --- --- 1.09 0.13 0.87 0.416002 0.637788 -6.45
249397_at  putative protein MtN21, Medicago trunc--- AT5G40230 1.10 0.14 0.87 0.416046 0.637812 -6.45
254820_s_a pEARLI 1-like protein Arabidopsis thalia--- AT4G12510 / 1.17 0.22 0.87 0.416247 0.637926 -6.45
256671_at unknown protein IQD3 AT3G52290 -1.11 -0.15 -0.87 0.416291 0.637926 -6.45
253700_at threonine synthase MTO2 AT4G29840 -1.11 -0.15 -0.87 0.416316 0.637926 -6.45
251254_at  putative protein anion exchanger 3, card--- AT3G62270 1.09 0.12 0.87 0.41629 0.637926 -6.45
245656_at hypothetical protein predicted by genem--- AT1G56620 1.07 0.10 0.87 0.416217 0.637926 -6.45
256001_at unknown protein contains similarity to ap--- AT1G29850 -1.10 -0.14 -0.87 0.416281 0.637926 -6.45
264237_at hypothetical protein predicted by genem--- AT1G54700 -1.06 -0.08 -0.87 0.416309 0.637926 -6.45
259992_at  putative heat shock transcription factor HSFA8 AT1G67970 1.12 0.17 0.87 0.416376 0.637945 -6.45
255223_at  putative protein predicted proteins, Arab--- AT4G05370 1.06 0.08 0.87 0.416385 0.637945 -6.45
259788_at  lipase/hydrolase, putative contains Pfam--- AT1G29670 1.33 0.41 0.87 0.416414 0.637948 -6.45
246275_at putative protein ; supported by full-lengthBEE2 AT4G36540 1.42 0.51 0.87 0.416582 0.637986 -6.45
252998_at  probable H+-transporting ATPase H+-tr --- AT4G38510 1.08 0.11 0.87 0.41649 0.637986 -6.45
254789_at  blue copper-binding protein, 15K (lamin--- AT4G12880 1.50 0.59 0.87 0.416575 0.637986 -6.45
266251_s_aunknown protein --- AT2G18320 / -1.06 -0.08 -0.87 0.416607 0.637986 -6.45
252653_at  putative kinesin-like protein similar to 4 --- AT3G44730 1.08 0.11 0.87 0.416604 0.637986 -6.45
267306_at Ran binding protein (AtRanBP1b) identic--- AT2G30060 -1.07 -0.10 -0.87 0.416569 0.637986 -6.45
254236_at  putative protein VSG expression site-as--- AT4G23840 -1.07 -0.09 -0.87 0.41666 0.638025 -6.45
263499_at unknown protein  ; supported by cDNA: TTL3 AT2G42580 1.12 0.17 0.87 0.416706 0.638053 -6.45
253466_at homeodomain containing protein 1  ; supKNAT5 AT4G32040 1.08 0.12 0.87 0.416784 0.638129 -6.45
262295_at  putative U2 snRNP auxiliary factor Stro ATU2AF35AT1G27650 -1.09 -0.13 -0.86 0.416888 0.638202 -6.45
261291_at hypothetical protein predicted by genem--- AT1G36970 1.11 0.16 0.86 0.416885 0.638202 -6.45
253476_at  S-receptor kinase -like protein serine/th SD2-5 AT4G32300 1.15 0.20 0.86 0.416982 0.638284 -6.45
246719_at  homology to many predicted putative re--- --- 1.06 0.08 0.86 0.416997 0.638284 -6.45
AFFX-r2-At-  Arabidopsis thaliana /REF=U84969 /DE--- --- 1.06 0.09 0.86 0.417077 0.638321 -6.45
257245_at  hypothetical protein contains Pfam prof --- AT3G24110 1.09 0.12 0.86 0.417058 0.638321 -6.45
256707_at hypothetical protein predicted by genem--- --- -1.06 -0.08 -0.86 0.417421 0.638723 -6.45
251127_at  putative protein predicted protein, Arabi --- AT5G01080 1.08 0.11 0.86 0.417401 0.638723 -6.45
264139_at hypothetical protein contains similarity to--- AT1G78940 -1.07 -0.10 -0.86 0.417424 0.638723 -6.45
245607_at kinesin like protein --- AT4G14330 1.07 0.10 0.86 0.417456 0.638729 -6.45



265622_at unknown protein --- AT2G27280 1.06 0.08 0.86 0.417529 0.638798 -6.45
251012_at putative protein  ;supported by full-length--- AT5G02580 1.44 0.53 0.86 0.417607 0.638875 -6.45
251717_at  putative protein EXOENZYMES REGULLAF3 AT3G55850 1.10 0.13 0.86 0.417679 0.638942 -6.45
263457_at unknown protein SR1 AT2G22300 1.16 0.22 0.86 0.41779 0.639068 -6.45
251714_at  putative protein leucine-rich receptor-lik --- AT3G56370 1.18 0.24 0.86 0.417901 0.639159 -6.45
256832_at  meiotic recombination protein (AtDMC1DMC1 AT3G22880 1.12 0.16 0.86 0.417905 0.639159 -6.45
266955_at mitochondrial ribosomal protein S14 RPS14 AT2G34520 -1.08 -0.12 -0.86 0.417945 0.639177 -6.45
262746_at Expressed protein ; supported by full-lenATNUDX1 AT1G28960 1.06 0.08 0.86 0.418078 0.639338 -6.45
250252_at transporter-like protein ;supported by ful ZIFL1 AT5G13750 1.27 0.35 0.86 0.418142 0.639349 -6.45
258666_at hypothetical protein KOB1 AT3G08550 -1.07 -0.09 -0.86 0.418137 0.639349 -6.45
258297_at Expressed protein ; supported by full-len--- AT3G23325 -1.08 -0.11 -0.86 0.418239 0.639383 -6.45
262460_s_a fructokinase, putative similar to fructokin--- AT1G06030 / 1.06 0.09 0.86 0.418248 0.639383 -6.45
254446_at tubulin beta-9 chain  ;supported by full-leTUB9 AT4G20890 -1.06 -0.09 -0.86 0.41824 0.639383 -6.45
255086_at  putative protein chromosome I BAC F11--- AT4G09300 1.08 0.11 0.86 0.418279 0.639388 -6.45
267331_at putative salt-inducible protein --- AT2G19280 -1.09 -0.12 -0.86 0.418316 0.639402 -6.45
266837_x_aunknown protein --- AT2G25990 -1.06 -0.09 -0.86 0.418544 0.639707 -6.45
266114_at hypothetical protein predicted by gensca--- AT2G02150 -1.06 -0.08 -0.86 0.418645 0.639818 -6.45
249018_at CHP-rich zinc finger protein-like --- AT5G44770 1.11 0.15 0.86 0.418746 0.639929 -6.45
247402_at  putative protein predicted proteins, Cae--- AT5G62750 1.06 0.09 0.86 0.418816 0.639995 -6.45
266428_at putative protein kinase contains a protei --- AT2G07180 1.09 0.12 0.86 0.418846 0.639997 -6.45
266438_at putative carboxyphosphonoenolpyruvate--- AT2G43180 -1.09 -0.12 -0.86 0.418987 0.640091 -6.45
264519_at putative reverse transcriptase similar to --- AT1G10000 1.09 0.12 0.86 0.419054 0.640091 -6.45
245087_at hypothetical protein predicted by genscaDAR2 AT2G39830 -1.11 -0.15 -0.86 0.418945 0.640091 -6.45
264801_at hypothetical protein gene overlaps Sp6 eemb2411 AT1G08840 1.07 0.10 0.86 0.419038 0.640091 -6.45
246802_at kinesin-like heavy chain non-consensus ATK4 AT5G27000 -1.09 -0.12 -0.86 0.419075 0.640091 -6.45
256469_at  zinc-finger protein, putative similar to G LOL1 AT1G32540 -1.12 -0.17 -0.86 0.418996 0.640091 -6.45
259635_at  purple acid phosphatase, putative similaPAP6 AT1G56360 1.08 0.11 0.86 0.419193 0.640227 -6.45
252138_at  peroxidase-like protein peroxidase ATP--- AT3G50990 -1.09 -0.12 -0.86 0.419251 0.640273 -6.45
260700_at hypothetical protein identical to hypothet--- AT1G32260 -1.08 -0.11 -0.86 0.419357 0.640392 -6.45
263561_at unknown protein --- AT2G15360 1.05 0.07 0.86 0.419679 0.640841 -6.46
258704_at putative protein kinase similar to Pto kin CCR1 AT3G09780 1.10 0.14 0.86 0.419709 0.640844 -6.46
259725_at Expressed protein ; supported by full-len--- AT1G61065 -1.12 -0.16 -0.86 0.419754 0.640869 -6.46
247794_at phosphoinositide specific phospholipasePLC1 AT5G58670 -1.09 -0.12 -0.86 0.419818 0.640924 -6.46
262944_at  phosphoglycerate kinase, putative simil PGK AT1G79550 1.10 0.14 0.86 0.419908 0.641019 -6.46
258215_at  phosphoprotein phosphatase, putative satToc64-IIIAT3G17970 -1.11 -0.15 -0.86 0.419954 0.641046 -6.46



265980_at hypothetical protein predicted by genefin--- --- 1.08 0.10 0.86 0.419983 0.641046 -6.46
254397_at  gibberellin 3 beta-hydroxylase - like pro GA3OX3 AT4G21690 1.13 0.18 0.86 0.42001 0.641046 -6.46
250835_at  putative protein various predicted prote DME AT5G04560 1.08 0.12 0.86 0.420074 0.641100 -6.46
259929_at  transcription factor, putative similar to S--- AT1G34360 -1.08 -0.11 -0.86 0.420177 0.641215 -6.46
AFFX-r2-At-  Arabidopsis thaliana /REF=M64116 /DE--- --- 1.15 0.20 0.86 0.420268 0.641254 -6.46
266545_at hypothetical protein predicted by genefin--- AT2G35290 1.14 0.19 0.86 0.420262 0.641254 -6.46
250151_at  high affinity nitrate transporter - like pro ATNRT2.7 AT5G14570 -1.14 -0.19 -0.86 0.420287 0.641254 -6.46
267261_at unknown protein  ;supported by full-leng--- AT2G23120 1.14 0.19 0.86 0.420476 0.641500 -6.46
259821_at subtilisin-like serine protease contains s --- AT1G66220 -1.09 -0.13 -0.86 0.420553 0.641521 -6.46
256051_at hypothetical protein similar to putative NCHX14 AT1G06970 1.09 0.12 0.86 0.420575 0.641521 -6.46
248332_at heat-shock protein  ; supported by cDNAATHSP90. AT5G52640 1.34 0.42 0.86 0.420529 0.641521 -6.46
256699_at hypothetical protein predicted by genem--- AT3G20690 -1.08 -0.12 -0.86 0.420608 0.641530 -6.46
258552_at putative pectate lyase similar to pectate --- AT3G07010 1.49 0.58 0.86 0.420654 0.641557 -6.46
245055_at hypothetical protein predicted by gensca--- AT2G26470 -1.08 -0.12 -0.86 0.420801 0.641738 -6.46
255891_at hypothetical protein predicted by genscaEGY3 AT1G17870 -1.08 -0.12 -0.86 0.420888 0.641799 -6.46
259546_at unknown protein --- AT1G35350 -1.19 -0.25 -0.86 0.420926 0.641799 -6.46
257538_at hypothetical protein predicted by genem--- AT3G16160 1.06 0.09 0.86 0.4209 0.641799 -6.46
251733_at copper homeostasis factor  ;supported bCCH AT3G56240 -1.08 -0.11 -0.86 0.421114 0.641938 -6.46
247118_at uridylyl transferases-like  ; supported by ACR1 AT5G65890 1.12 0.16 0.86 0.421157 0.641938 -6.46
261736_at hypothetical protein simlar to hypothetica--- AT1G47810 1.07 0.09 0.86 0.421147 0.641938 -6.46
254109_at  Pollen-specific protein precursor like PoSKS1 AT4G25240 -1.06 -0.09 -0.86 0.421066 0.641938 -6.46
257049_at hypothetical protein predicted by gensca--- AT3G15250 1.09 0.13 0.86 0.421122 0.641938 -6.46
263002_at hypothetical protein predicted by genem--- AT1G54200 -1.17 -0.23 -0.86 0.42121 0.641975 -6.46
262088_at unknown protein --- AT1G56020 1.07 0.09 0.86 0.421302 0.642073 -6.46
260828_at unknown protein --- AT1G06750 -1.07 -0.09 -0.86 0.421334 0.642079 -6.46
252249_at  putative protein heat shock protein 108 --- AT3G49770 1.08 0.12 0.86 0.421494 0.642280 -6.46
264873_at putative indole-3-acetate beta-glucosyltrUGT74B1 AT1G24100 -1.21 -0.28 -0.86 0.421526 0.642285 -6.46
254722_at  putative protein predicted protein, Arabi --- AT4G13530 1.13 0.18 0.86 0.421559 0.642292 -6.46
258994_at unknown protein similar to putative guanRAPTOR1 AT3G08850 -1.06 -0.09 -0.86 0.421624 0.642306 -6.46
249263_at putative protein contains similarity to unk--- AT5G41730 1.06 0.09 0.86 0.421606 0.642306 -6.46
258781_at hypothetical protein predicted by gensca--- AT3G11740 1.06 0.08 0.86 0.421685 0.642318 -6.46
255432_at SYR1-like syntaxin  ;supported by full-le SYP123 AT4G03330 1.07 0.09 0.86 0.421689 0.642318 -6.46
247900_at 60S acidic ribosomal protein P3  ; suppo--- AT5G57290 -1.15 -0.20 -0.86 0.421902 0.642471 -6.46
252551_at  phospholipase - like protein cytosolic ph--- AT3G45880 -1.10 -0.13 -0.86 0.421862 0.642471 -6.46
262562_at hypothetical protein predicted by genem--- AT1G34220 -1.06 -0.08 -0.86 0.421862 0.642471 -6.46



250578_at  proanthranilate N-benzoyltransferase -l --- AT5G07850 -1.06 -0.09 -0.86 0.4219 0.642471 -6.46
257084_at unknown protein --- AT3G20620 -1.11 -0.15 -0.85 0.421954 0.642507 -6.46
248430_at putative protein similar to unknown prote--- AT5G51800 -1.08 -0.10 -0.85 0.422001 0.642537 -6.46
252757_at putative protein several hypothetical pro --- --- 1.08 0.11 0.85 0.422044 0.642559 -6.46
261822_at unknown protein ;supported by full-lengt --- AT1G11380 -1.14 -0.19 -0.85 0.422074 0.642562 -6.46
246825_at  putative protein various predicted prote --- AT5G26260 1.06 0.08 0.85 0.422102 0.642562 -6.46
261110_at  E2, ubiquitin-conjugating enzyme 16 (UUBC16 AT1G75440 1.10 0.14 0.85 0.422363 0.642873 -6.46
258799_at putative 40S ribosomal protein identical RPSAb AT3G04770 -1.10 -0.14 -0.85 0.42235 0.642873 -6.46
252243_at putative protein some putative proteins ---- AT3G50120 -1.16 -0.21 -0.85 0.422473 0.642998 -6.46
262718_at hypothetical protein similar to putative no--- --- 1.07 0.10 0.85 0.42261 0.643121 -6.46
252027_at Spot 3 protein and vacuolar sorting receVSR1 AT3G52850 1.06 0.09 0.85 0.422589 0.643121 -6.46
249070_at cellulose synthase catalytic subunit-like CESA4 AT5G44030 1.09 0.12 0.85 0.422729 0.643240 -6.46
258970_at putative serine carboxypeptidase precurscpl49 AT3G10410 -1.10 -0.13 -0.85 0.422773 0.643240 -6.46
257852_at unknown protein --- AT3G12950 1.09 0.12 0.85 0.422765 0.643240 -6.46
255454_at hypothetical protein --- AT4G02910 1.06 0.09 0.85 0.422885 0.643368 -6.46
256464_at  late-embryogenesis abundant protein, p--- AT1G32560 1.20 0.27 0.85 0.422914 0.643369 -6.46
253604_at hypothetical protein --- AT4G30970 1.06 0.08 0.85 0.423054 0.643539 -6.46
247613_at  xABC transporter - like protein breast ca--- AT5G60740 1.08 0.12 0.85 0.423199 0.643716 -6.46
251707_at  protein kinase C inhibitor-like protein pr --- AT3G56490 1.08 0.10 0.85 0.423353 0.643826 -6.46
267242_at hypothetical protein predicted by grail --- AT2G02670 -1.07 -0.10 -0.85 0.423356 0.643826 -6.46
259828_at  RING-H2 zinc finger protein ATL3, puta--- AT1G72220 1.09 0.12 0.85 0.423337 0.643826 -6.46
262606_at hypothetical protein predicted by gensca--- AT1G15190 1.09 0.12 0.85 0.42351 0.644018 -6.46
267464_at putative pectinesterase --- AT2G19150 1.07 0.10 0.85 0.423575 0.644073 -6.46
253105_at  putative protein zinc finger protein, Arab--- AT4G35840 -1.11 -0.15 -0.85 0.423667 0.644170 -6.46
254954_at hypothetical protein  ;supported by full-le--- AT4G10910 -1.21 -0.27 -0.85 0.423855 0.644370 -6.46
267316_at homeodomain transcription factor (ATHBPHB AT2G34710 -1.13 -0.17 -0.85 0.423854 0.644370 -6.46
254993_at putative protein kinase --- AT4G10730 1.06 0.09 0.85 0.423951 0.644431 -6.46
248284_at Expressed protein ; supported by full-len--- AT5G52975 -1.09 -0.12 -0.85 0.423945 0.644431 -6.46
267151_at aspartate aminotransferase (AAT1) idenASP1 AT2G30970 1.10 0.14 0.85 0.423997 0.644457 -6.46
261727_at  S-adenosyl-methionine-sterol-C-methyl SMT3 AT1G76090 1.14 0.19 0.85 0.424107 0.644538 -6.46
255553_at predicted protein of unknown function  ;s--- AT4G01960 1.10 0.14 0.85 0.424105 0.644538 -6.46
260362_at putative protein kinase similar to C-term --- AT1G70530 1.17 0.23 0.85 0.424152 0.644548 -6.46
249260_at Pto kinase interactor 1-like protein --- AT5G41680 1.07 0.10 0.85 0.42417 0.644548 -6.46
264570_at unknown protein Similar to Caenorhabd --- AT1G05350 1.08 0.11 0.85 0.424224 0.644588 -6.46
251365_at  putative DNA-binding protein At2g3362 --- AT3G61310 -1.09 -0.13 -0.85 0.424294 0.644646 -6.46



257082_at hypothetical protein COBL10 AT3G20580 1.06 0.09 0.85 0.424347 0.644646 -6.46
260121_at  AIG1-like protein similar to AIG1 protein--- AT1G33910 1.06 0.08 0.85 0.424332 0.644646 -6.46
245381_at MYB transcription factor like protein MYB39 AT4G17785 1.06 0.09 0.85 0.424456 0.644768 -6.46
265370_s_aunknown protein related to GB:AAD1533--- AT3G30415 1.06 0.09 0.85 0.424582 0.644917 -6.46
247576_at  putative protein predicted protein, Arabi --- AT5G61280 -1.06 -0.08 -0.85 0.42467 0.645008 -6.46
261624_at  nucleotide sugar epimerase, putative si GAE2 AT1G02000 1.13 0.18 0.85 0.424744 0.645018 -6.46
259389_at hypothetical protein predicted by genem--- AT1G06320 1.06 0.09 0.85 0.424798 0.645018 -6.46
251610_at  putative protein hypothetical protein T24--- AT3G57930 -1.23 -0.30 -0.85 0.424841 0.645018 -6.46
256523_at unknown protein ;supported by full-lengt --- AT1G66070 -1.08 -0.11 -0.85 0.424808 0.645018 -6.46
249535_at  transporter -like protein N system amino--- AT5G38820 -1.09 -0.12 -0.85 0.424847 0.645018 -6.46
254548_at  putative protein various predicted prote --- AT4G19865 -1.13 -0.18 -0.85 0.424746 0.645018 -6.46
259720_at hypothetical protein predicted by genefin--- AT1G61080 1.08 0.11 0.85 0.424945 0.645081 -6.46
264136_at  leucine-rich repeat transmembrane protSRF5 AT1G78980 1.10 0.14 0.85 0.424942 0.645081 -6.46
255027_at  hypothetical protein F21E10.5 Arabidop--- AT4G09880 1.07 0.10 0.85 0.425046 0.645192 -6.46
246529_at serine/threonine-specific protein kinase- --- AT5G15730 1.17 0.22 0.85 0.425099 0.645229 -6.46
259530_at hypothetical protein --- AT1G12450 1.14 0.19 0.85 0.425156 0.645273 -6.46
264577_at putative peroxidase Strong similarity to ARCI3 AT1G05260 -1.06 -0.08 -0.85 0.425219 0.645285 -6.46
245258_at lupeol synthase like protein ; supported ATPEN1 AT4G15340 1.07 0.10 0.85 0.42522 0.645285 -6.46
266594_at hypothetical protein --- AT2G46190 1.05 0.07 0.85 0.425298 0.645360 -6.46
259808_at hypothetical protein contains Pfam profil --- AT1G49790 1.06 0.08 0.85 0.425648 0.645848 -6.47
250410_at  putative protein putative ATP/GTP-bind --- AT5G11010 -1.11 -0.15 -0.85 0.425697 0.645879 -6.47
264497_at hypothetical protein predicted by genscaATPUP4 AT1G30840 1.10 0.14 0.85 0.425866 0.646093 -6.47
252629_at  cytochrome P450 - like protein cytochro--- AT3G44970 -1.06 -0.08 -0.85 0.425984 0.646228 -6.47
259653_at unknown protein --- AT1G55240 1.06 0.08 0.85 0.426034 0.646261 -6.47
267633_at hypothetical protein predicted by genefin--- AT2G42180 1.06 0.08 0.85 0.426154 0.646400 -6.47
248351_at unknown protein  ; supported by cDNA: --- AT5G52200 1.12 0.16 0.85 0.426207 0.646439 -6.47
257492_at hypothetical protein contains similarity toARR19 AT1G49190 -1.05 -0.08 -0.85 0.42631 0.646531 -6.47
252240_at putative protein several hypothetical pro --- AT3G50010 -1.08 -0.11 -0.85 0.426325 0.646531 -6.47
260302_at putative sulfate transporter contains Pfa --- AT1G80310 / 1.09 0.13 0.85 0.426391 0.646545 -6.47
263653_at putative ethylene receptor (ERS2) EST gERS2 AT1G04310 1.09 0.12 0.85 0.426381 0.646545 -6.47
253277_at  cinnamyl alcohol dehydrogenase - like pATCAD5 AT4G34230 1.10 0.14 0.85 0.426425 0.646554 -6.47
258842_at unknown protein similar to putative ATP CLPS3 AT3G04680 -1.09 -0.13 -0.85 0.42654 0.646643 -6.47
258801_at  unknown protein predicted by genscan, --- AT3G04560 1.05 0.08 0.85 0.426534 0.646643 -6.47
258893_at putative disease resistance protein simil AtRLP33 AT3G05660 -1.27 -0.35 -0.85 0.42662 0.646720 -6.47
266692_at Ac-like transposase related to Ac Ds tra --- AT2G19960 -1.07 -0.09 -0.85 0.426756 0.646884 -6.47



246508_at  sugar transporter-like protein putative s PGLCT AT5G16150 1.09 0.12 0.85 0.426987 0.647191 -6.47
259760_at hypothetical protein similar to GB:AAD4 --- AT1G77580 -1.06 -0.08 -0.84 0.427148 0.647349 -6.47
254036_at  putative peroxidase peroxidase (EC 1.1--- AT4G25980 -1.07 -0.09 -0.84 0.427134 0.647349 -6.47
245477_at hypothetical protein ARR2 AT4G16110 1.07 0.10 0.84 0.427282 0.647380 -6.47
263821_s_a40S ribosomal protein S16 Same as GB--- AT2G09990 / -1.10 -0.14 -0.84 0.427229 0.647380 -6.47
259184_at unknown protein  ;supported by full-leng--- AT3G01520 -1.07 -0.10 -0.84 0.427231 0.647380 -6.47
249046_at berberine bridge enzyme --- AT5G44400 -1.15 -0.20 -0.84 0.427281 0.647380 -6.47
253894_at NWMU2 - 2S albumin 2 precursor --- AT4G27150 -1.06 -0.09 -0.84 0.427319 0.647393 -6.47
249859_at serine protein kinase-like protein  ;suppo--- AT5G22840 / -1.13 -0.18 -0.84 0.427435 0.647483 -6.47
260571_at MAP kinase (ATMPK6) identical to GB:QATMPK6 AT2G43790 1.06 0.09 0.84 0.42741 0.647483 -6.47
265131_at putative polygalacuronase isoenzyme 1 JP630 AT1G23760 1.17 0.23 0.84 0.427518 0.647565 -6.47
252995_at hypothetical protein  ;supported by full-le--- AT4G38370 -1.09 -0.12 -0.84 0.427577 0.647568 -6.47
254015_at  putative beta-galactosidase beta-galact BGAL12 AT4G26140 -1.11 -0.15 -0.84 0.427554 0.647568 -6.47
256544_at Mlo-like protein similar to Mlo [Hordeum MLO9 AT1G42560 1.08 0.11 0.84 0.427855 0.647947 -6.47
252800_at putative protein --- --- -1.07 -0.09 -0.84 0.428062 0.648217 -6.47
255057_at hypothetical protein --- AT4G09840 -1.06 -0.08 -0.84 0.428097 0.648227 -6.47
245191_at F12A21.10 similar to terminal ear1 gb|AATEL2 AT1G67770 1.11 0.15 0.84 0.428247 0.648318 -6.47
265264_at hypothetical protein predicted by gensca--- AT2G42930 1.06 0.09 0.84 0.428195 0.648318 -6.47
250583_at zinc finger transcription factor  ; supportePEI1 AT5G07500 1.06 0.09 0.84 0.428299 0.648318 -6.47
262573_at hypothetical protein Similar to gi|437740PDF1A AT1G15390 1.08 0.11 0.84 0.428238 0.648318 -6.47
260516_at unknown protein --- AT1G51450 -1.08 -0.11 -0.84 0.428296 0.648318 -6.47
265378_at putative GATA-type zinc finger transcrip --- AT2G18380 1.07 0.09 0.84 0.428378 0.648394 -6.47
263826_at hypothetical protein predicted by gensca--- AT2G40410 1.10 0.13 0.84 0.428512 0.648533 -6.47
259313_at hypothetical protein predicted by gensca--- AT3G05090 -1.08 -0.11 -0.84 0.428526 0.648533 -6.47
248946_at putative protein similar to unknown prote--- AT5G45530 1.06 0.09 0.84 0.428623 0.648636 -6.47
249168_at putative protein strong similarity to unkn --- AT5G42870 1.08 0.11 0.84 0.428662 0.648652 -6.47
265396_at predicted protein --- AT2G21040 -1.10 -0.14 -0.84 0.428835 0.648742 -6.47
252640_at  acyl CoA reductase -like protein acyl CoFAR8 AT3G44560 -1.06 -0.09 -0.84 0.428821 0.648742 -6.47
247264_at putative protein contains similarity to NAXND1 AT5G64530 1.17 0.23 0.84 0.428833 0.648742 -6.47
260093_at  putative serine carboxypeptidase similascpl6 AT1G73270 1.06 0.09 0.84 0.428813 0.648742 -6.47
246682_at  putative protein EXOSTOSIN-1 (PUTATXGD1 AT5G33290 1.08 0.11 0.84 0.428974 0.648892 -6.47
261730_s_a mutator-like transposase, putative simila--- --- -1.07 -0.10 -0.84 0.428992 0.648892 -6.47
250068_at CHP-rich zinc finger protein-like --- AT5G17960 1.08 0.12 0.84 0.429071 0.648970 -6.47
253286_at hypothetical protein FUC95A AT4G34260 1.31 0.39 0.84 0.429258 0.649179 -6.47
259234_at unknown protein similar to unknown pro --- AT3G11620 1.07 0.10 0.84 0.429281 0.649179 -6.47



266652_at unknown protein --- AT2G25760 -1.06 -0.09 -0.84 0.429323 0.649179 -6.47
263670_at hypothetical protein predicted by gensca--- AT2G04840 -1.06 -0.09 -0.84 0.429311 0.649179 -6.47
265765_at hypothetical protein predicted by gensca--- AT2G48060 -1.08 -0.10 -0.84 0.429401 0.649254 -6.47
246642_s_a putative protein predicted proteins, Arab--- --- 1.05 0.08 0.84 0.429525 0.649398 -6.47
260510_at hypothetical protein predicted by genem--- AT1G51580 -1.12 -0.17 -0.84 0.429726 0.649635 -6.47
260917_at unknown protein similar to hypothetical p--- AT1G02700 1.08 0.11 0.84 0.429739 0.649635 -6.47
266356_at putative uclacyanin I identical to GP:U76UCC1 AT2G32300 1.06 0.08 0.84 0.429794 0.649676 -6.47
265940_at putative nucleosome assembly protein NAP1;2 AT2G19480 -1.07 -0.10 -0.84 0.429836 0.649696 -6.47
248553_at putative protein strong similarity to unkn --- AT5G50170 1.15 0.20 0.84 0.429908 0.649761 -6.47
256329_at unknown protein SEC5A AT1G76850 1.05 0.08 0.84 0.43006 0.649949 -6.47
260665_at unknown protein ;supported by full-lengt --- AT1G19360 1.07 0.10 0.84 0.430161 0.650058 -6.47
260550_at putative sterol dehydrogenase  ; support--- AT2G43420 1.10 0.14 0.84 0.430239 0.650089 -6.47
252755_at putative protein hypothetical proteins - A--- --- -1.07 -0.10 -0.84 0.430239 0.650089 -6.47
252019_at  late embryogenesis abundant protein - --- AT3G53040 1.05 0.08 0.84 0.430274 0.650100 -6.47
259015_at unknown protein similar to hypothetical p--- AT3G07350 1.19 0.25 0.84 0.430354 0.650105 -6.47
246686_at putative protein predicted proteins - Arab--- --- 1.09 0.13 0.84 0.430357 0.650105 -6.47
265830_at putative helicase --- --- 1.09 0.12 0.84 0.430363 0.650105 -6.47
264016_at putative auxin-regulated protein --- AT2G21220 1.07 0.10 0.84 0.430431 0.650122 -6.47
266625_at putative peroxidase --- AT2G35380 1.07 0.10 0.84 0.430418 0.650122 -6.47
256419_at RNA-binding protein similar to GI:82925 --- AT1G33470 -1.08 -0.11 -0.84 0.430474 0.650122 -6.47
252229_at  putative protein lea32, Arabidopsis thali --- AT3G49890 -1.09 -0.12 -0.84 0.430489 0.650122 -6.47
252713_at calmodulin 7  ; supported by full-length cCAM7 AT3G43810 1.07 0.10 0.84 0.43064 0.650308 -6.47
261125_at  zinc finger protein 2, putative similar to --- AT1G04990 1.13 0.18 0.84 0.430797 0.650501 -6.47
246443_at hypothetical protein  ;supported by full-le--- AT5G17620 -1.08 -0.11 -0.84 0.430841 0.650525 -6.47
256952_at  mannosidase, putative similar to manno--- AT3G21160 -1.08 -0.12 -0.84 0.430911 0.650588 -6.47
265970_at Mutator-like transposase similar to  MUR--- --- 1.06 0.08 0.84 0.431021 0.650711 -6.47
249541_at  anthranilate N-benzoyltransferase -like --- AT5G38130 -1.07 -0.10 -0.84 0.431077 0.650753 -6.47
249069_at unknown protein --- AT5G44010 -1.16 -0.21 -0.84 0.431133 0.650794 -6.47
266513_at unknown protein --- AT2G47700 1.09 0.12 0.84 0.431263 0.650890 -6.47
265137_at  F-box protein family, AtFBX10 contains --- AT1G51290 1.07 0.10 0.84 0.431283 0.650890 -6.47
265406_at En/Spm-like transposon protein related t--- --- 1.05 0.07 0.84 0.431251 0.650890 -6.47
256420_at unknown protein --- AT1G33475 / 1.09 0.12 0.84 0.431428 0.651025 -6.47
265644_at hypothetical protein predicted by genefinATEPR1 AT2G27380 1.06 0.09 0.84 0.431429 0.651025 -6.47
264663_at  unknown protein Similar to A. thaliana r LRR XI-23 AT1G09970 1.22 0.29 0.84 0.431502 0.651092 -6.48
259486_at  embryo abundance protein (EMB20), pu--- AT1G15710 -1.08 -0.11 -0.84 0.431629 0.651197 -6.48



252807_at  putative replication protein various pred--- --- -1.05 -0.07 -0.84 0.431612 0.651197 -6.48
251195_at  glutaredoxin -like protein glutaredoxin, c--- AT3G62930 -1.12 -0.17 -0.84 0.431702 0.651265 -6.48
265231_s_ahypothetical protein --- AT2G07713 1.07 0.09 0.84 0.431777 0.651268 -6.48
266346_at putative homeodomain transcription factATHB17 AT2G01430 1.09 0.12 0.84 0.43179 0.651268 -6.48
256120_at hypothetical protein contains similarity to--- AT1G18130 1.06 0.08 0.84 0.431749 0.651268 -6.48
256893_x_aunknown protein --- --- -1.06 -0.08 -0.84 0.431864 0.651337 -6.48
263357_s_aMutator-like transposase similar to  MUR--- --- -1.06 -0.08 -0.84 0.431906 0.651357 -6.48
253222_at  chalcone synthase - like protein chalcon--- AT4G34850 -1.05 -0.08 -0.84 0.431969 0.651409 -6.48
262301_at  ripening-induced protein, putative simila--- AT1G70880 1.07 0.10 0.84 0.432001 0.651414 -6.48
263741_at hypothetical protein predicted by gensca--- AT2G20620 -1.09 -0.12 -0.84 0.432052 0.651448 -6.48
249013_at receptor-like protein kinase GSO2 AT5G44700 -1.05 -0.08 -0.84 0.432228 0.651671 -6.48
250304_at elongation factor 1B alpha-subunit (emb--- AT5G12110 -1.23 -0.30 -0.84 0.432332 0.651784 -6.48
259846_at  peptide transporter PTR2-B, putative si --- AT1G72140 1.08 0.11 0.83 0.432478 0.651875 -6.48
245458_at kinase like protein --- AT4G16970 1.07 0.10 0.83 0.432474 0.651875 -6.48
248215_at putative protein contains similarity to RN--- AT5G53680 1.10 0.14 0.83 0.432451 0.651875 -6.48
245698_at phosphate/phosphoenolpyruvate translo--- AT5G04160 1.12 0.17 0.83 0.432598 0.652013 -6.48
267447_at putative GTP-binding protein ArRABA1hAT2G33870 1.06 0.08 0.83 0.432743 0.652188 -6.48
266865_at omega-3 fatty acid desaturase identical FAD3 AT2G29980 1.76 0.81 0.83 0.432812 0.652193 -6.48
251927_at  hypothetical protein ER6 protein - Lycop--- AT3G53990 1.06 0.09 0.83 0.432991 0.652193 -6.48
252096_at hypothetical protein  ; supported by cDN--- AT3G51180 -1.12 -0.17 -0.83 0.433004 0.652193 -6.48
260346_at hypothetical protein predicted by genemCLE10 AT1G69320 / 1.08 0.11 0.83 0.432931 0.652193 -6.48
256123_at hypothetical protein predicted by genscaGC2 AT1G18190 1.05 0.08 0.83 0.432982 0.652193 -6.48
245234_at  myb-like protein similarity to ATMYB4 - AtMYB18 AT4G25560 1.08 0.11 0.83 0.432879 0.652193 -6.48
249296_at kinesin-like protein --- AT5G41310 1.08 0.11 0.83 0.432954 0.652193 -6.48
258795_at  hypothetical protein similar to putative D--- AT3G04570 1.08 0.12 0.83 0.432846 0.652193 -6.48
251896_at  putative protein predicted proteins, Arab--- AT3G54390 -1.09 -0.12 -0.83 0.432887 0.652193 -6.48
263369_at unknown protein --- AT2G20480 -1.06 -0.08 -0.83 0.433133 0.652259 -6.48
260003_at unknown protein  ;supported by full-lengIAR1 AT1G68100 1.06 0.08 0.83 0.433119 0.652259 -6.48
249182_at putative protein similar to unknown prote--- AT5G42960 1.06 0.09 0.83 0.433126 0.652259 -6.48
250995_at dnaK-type molecular chaperone hsc70.1HSC70-1 AT5G02500 -1.10 -0.14 -0.83 0.433231 0.652363 -6.48
259832_at  transfactor, putative similar to GI:45196--- AT1G69580 -1.19 -0.25 -0.83 0.433286 0.652403 -6.48
261768_at  gibberellin 3 beta-hydroxylase, putative GA3OX1 AT1G15550 1.08 0.11 0.83 0.433344 0.652404 -6.48
264401_at  dihydroflavonol 4-reductase, putative si BAN AT1G61720 1.05 0.08 0.83 0.433329 0.652404 -6.48
261656_at unknown protein similar to kinesin-like p ARK2 AT1G01950 1.19 0.25 0.83 0.433459 0.652459 -6.48
247861_at strong similarity to unknown protein (gb| --- AT5G58160 1.08 0.12 0.83 0.433466 0.652459 -6.48



253007_at  putative protein hypothetical protein HI0--- AT4G38090 -1.08 -0.12 -0.83 0.433436 0.652459 -6.48
253780_at  protein phosphatase 2C-like protein pro--- AT4G28400 -1.16 -0.22 -0.83 0.433536 0.652520 -6.48
259330_at hypothetical protein gene model predicte--- AT3G16270 1.08 0.11 0.83 0.433586 0.652554 -6.48
248766_at putative protein strong similarity to unkn --- AT5G47580 -1.15 -0.20 -0.83 0.433637 0.652586 -6.48
251720_at putative protein --- AT3G56160 -1.14 -0.19 -0.83 0.433946 0.653009 -6.48
245716_at Expressed protein ; supported by cDNA NDC1 AT5G08740 -1.12 -0.17 -0.83 0.434112 0.653172 -6.48
249660_at putative protein similar to unknown prote--- AT5G36720 / -1.09 -0.13 -0.83 0.434099 0.653172 -6.48
245154_at putative protein similarity to predicted pr --- AT5G12460 1.07 0.10 0.83 0.434194 0.653253 -6.48
253865_at  putative RING zinc finger protein Arabid--- AT4G27470 -1.11 -0.15 -0.83 0.434268 0.653321 -6.48
266626_at hypothetical protein predicted by gensca--- AT2G35360 -1.10 -0.13 -0.83 0.43432 0.653326 -6.48
262318_at putative hypersensitivity-related protein --- AT1G27620 1.07 0.10 0.83 0.434329 0.653326 -6.48
252119_at thioredoxin h  ;supported by full-length cATTRX1 AT3G51030 1.13 0.18 0.83 0.434396 0.653380 -6.48
248184_at CHP-rich zinc finger protein-like --- AT5G54050 -1.06 -0.08 -0.83 0.434443 0.653380 -6.48
260016_at  Athila ORF 1, putative simlar to GI:8065--- --- -1.06 -0.08 -0.83 0.434451 0.653380 -6.48
262240_at  Pto kinase interactor 1, putative similar --- AT1G48220 1.07 0.10 0.83 0.434654 0.653644 -6.48
266586_s_aputative protein --- --- 1.05 0.07 0.83 0.434758 0.653757 -6.48
249863_at putative protein contains similarity to unkVPS24.1 AT5G22950 1.05 0.07 0.83 0.434931 0.653974 -6.48
258777_at hypothetical protein predicted by gensca--- AT3G11850 -1.09 -0.13 -0.83 0.435077 0.654106 -6.48
264768_at hypothetical protein similar to putative do--- AT1G61410 -1.07 -0.09 -0.83 0.435065 0.654106 -6.48
248404_at trehalose-6-phosphate phosphatase ; suATTPPA AT5G51460 -1.15 -0.21 -0.83 0.435173 0.654113 -6.48
263918_at putative proline transporter  ;supported bProT3 AT2G36590 -1.28 -0.35 -0.83 0.435165 0.654113 -6.48
264001_at putative peroxidase  ;supported by full-le--- AT2G22420 -1.14 -0.19 -0.83 0.435123 0.654113 -6.48
258248_at hypothetical protein predicted by genem--- AT3G29140 -1.11 -0.14 -0.83 0.435196 0.654113 -6.48
264616_at unknown protein --- AT2G17740 1.47 0.56 0.83 0.435305 0.654234 -6.48
263710_at unknown protein  ;supported by full-leng--- AT1G09330 1.07 0.10 0.83 0.435347 0.654253 -6.48
251757_at  Ca-dependent solute carrier - like prote --- AT3G55640 -1.11 -0.15 -0.83 0.435423 0.654325 -6.48
245728_at  steroid 22-alpha-hydroxylase, putative s--- AT1G73340 1.08 0.12 0.83 0.435453 0.654326 -6.48
255708_at predicted protein --- AT4G00232 1.07 0.10 0.83 0.435525 0.654392 -6.48
246731_at  putative protein RING finger rngB prote ACBP5 AT5G27630 1.07 0.10 0.83 0.435619 0.654491 -6.48
267344_at hypothetical protein predicted by genefin--- AT2G44230 -1.16 -0.22 -0.83 0.435669 0.654522 -6.48
266689_at hypothetical protein predicted by gensca--- AT2G19930 1.12 0.17 0.83 0.435813 0.654695 -6.48
262908_at  pyruvate dehydrogenase e1 alpha subuAT-E1 ALPAT1G59900 -1.06 -0.09 -0.83 0.435877 0.654705 -6.48
267387_at hypothetical protein predicted by gensca--- AT2G44440 -1.05 -0.08 -0.83 0.435854 0.654705 -6.48
254304_at hypothetical protein  ; supported by cDN--- AT4G22270 -1.08 -0.12 -0.83 0.436053 0.654927 -6.48
253902_at NWMU4 - 2S albumin 4 precursor  ; sup--- AT4G27170 1.06 0.08 0.83 0.436176 0.655063 -6.48



265125_at hypothetical protein similar to putative C--- AT1G55410 1.05 0.08 0.83 0.436202 0.655063 -6.48
265141_at hypothetical protein predicted by gensca--- AT1G51350 1.07 0.10 0.83 0.436307 0.655083 -6.48
254235_at  putative Ap2 domain protein DNA-bindi CRF2 AT4G23750 -1.06 -0.09 -0.83 0.436329 0.655083 -6.48
253347_at putative protein --- AT4G33610 -1.06 -0.09 -0.83 0.436329 0.655083 -6.48
267183_at hypothetical protein predicted by gensca--- AT2G44020 -1.07 -0.09 -0.83 0.43627 0.655083 -6.48
259611_at  GTP-binding protein RAB7D, putative s AtRABG3dAT1G52280 -1.08 -0.11 -0.83 0.436519 0.655316 -6.48
260501_at unknown protein  ; supported by cDNA: --- AT2G41770 1.10 0.13 0.83 0.43655 0.655316 -6.48
257569_at hypothetical protein --- AT3G26350 -1.10 -0.13 -0.83 0.436571 0.655316 -6.48
253107_at  putative protein predicted proteins, Arab--- AT4G35880 1.09 0.12 0.83 0.436632 0.655365 -6.48
267241_at hypothetical protein predicted by gensca--- AT2G02490 / 1.06 0.08 0.83 0.43674 0.655440 -6.48
252589_s_aputative protein different transporter protNAXT1 AT3G45650 / 1.19 0.25 0.83 0.43673 0.655440 -6.48
248257_at putative protein similar to unknown prote--- AT5G53410 -1.09 -0.13 -0.83 0.436782 0.655460 -6.48
266785_at putative receptor-like protein kinase --- AT2G28970 1.07 0.10 0.83 0.436956 0.655678 -6.48
252980_at  putative protein Human multiple exostos--- AT4G38040 1.06 0.08 0.83 0.437286 0.655837 -6.48
265425_at hypothetical protein GCL2 AT2G20770 1.09 0.12 0.83 0.437253 0.655837 -6.48
249543_at Expressed protein ; supported by full-len--- --- -1.08 -0.10 -0.83 0.43726 0.655837 -6.48
246915_at  malate dehydrogenase - like protein maATNADP-MAT5G25880 -1.13 -0.17 -0.83 0.437147 0.655837 -6.48
254351_at  putative protein probable membrane proSOBER1 AT4G22300 1.08 0.11 0.83 0.43725 0.655837 -6.48
259542_at Expressed protein ; supported by full-len--- AT1G20575 -1.07 -0.09 -0.83 0.437191 0.655837 -6.48
246186_at  PINHEAD - like protein PINHEAD, Arab--- AT5G21030 -1.10 -0.14 -0.83 0.437303 0.655837 -6.48
266975_at hypothetical protein predicted by grail ATEXO70HAT2G39380 1.16 0.22 0.83 0.437256 0.655837 -6.48
254511_at hypothetical protein --- AT4G20220 1.07 0.09 0.83 0.43732 0.655837 -6.48
262638_at  oxidoreductase, putative contains Pfam--- AT1G06650 -1.06 -0.09 -0.83 0.437396 0.655852 -6.48
258624_at unknown protein  ; supported by cDNA: --- AT3G02950 -1.08 -0.11 -0.83 0.437417 0.655852 -6.48
263723_at putative Ta11-like non-LTR retroelemen --- AT2G13500 1.06 0.09 0.83 0.437394 0.655852 -6.48
255334_at putative transposon protein --- --- 1.05 0.07 0.82 0.437648 0.656156 -6.49
262173_at  betaine aldehyde dehydrogenase, putatALDH10A8AT1G74920 -1.07 -0.10 -0.82 0.437781 0.656268 -6.49
246354_at hypothetical protein --- AT1G38950 1.07 0.10 0.82 0.437759 0.656268 -6.49
252135_at  putative cold acclimation protein cold acCOR413-PAT3G50830 -1.10 -0.13 -0.82 0.437877 0.656370 -6.49
259270_at putative porin similar to outer mitochondVDAC1 AT3G01280 1.08 0.11 0.82 0.438022 0.656544 -6.49
266195_at putative RING zinc finger protein --- AT2G39100 1.06 0.09 0.82 0.43806 0.656557 -6.49
257104_at  ER lumen retaining receptor (HDEL rec --- AT3G25040 -1.07 -0.09 -0.82 0.438239 0.656783 -6.49
254331_s_a cytochrome P450 - like protein flavonoidCYP706A2AT4G22690 / 1.21 0.27 0.82 0.438531 0.657177 -6.49
259372_at  homeotic protein boi1AP1, putative sim AP1 AT1G69120 1.07 0.09 0.82 0.438596 0.657231 -6.49
245531_at hydroxynitrile lyase like protein scpl30 AT4G15100 1.10 0.14 0.82 0.438627 0.657234 -6.49



250012_x_aauxin-induced protein-like --- AT5G18060 -1.42 -0.51 -0.82 0.43883 0.657496 -6.49
257438_at hypothetical protein similarity to plant lip --- AT2G15325 1.06 0.08 0.82 0.439037 0.657736 -6.49
263892_at putative MYB family transcription factor RAX2 AT2G36890 1.05 0.07 0.82 0.439048 0.657736 -6.49
250712_at human RAN binding protein 16-like --- AT5G06120 -1.08 -0.10 -0.82 0.439116 0.657795 -6.49
256354_at  dormancy related protein, putative simil --- AT1G54870 -1.09 -0.12 -0.82 0.439187 0.657857 -6.49
250932_s_a putative protein MED7, Homo sapiens, --- AT5G03220 / -1.06 -0.09 -0.82 0.439253 0.657885 -6.49
248076_at unknown protein --- AT5G55750 1.06 0.08 0.82 0.439263 0.657885 -6.49
260669_at hypothetical protein predicted by genem--- AT1G19340 -1.07 -0.10 -0.82 0.439328 0.657940 -6.49
266559_at unknown protein --- AT2G23920 1.07 0.10 0.82 0.439372 0.657962 -6.49
246594_at pyrroline-5-carboxylate reductase  ;suppP5CR AT5G14800 -1.09 -0.12 -0.82 0.439454 0.657980 -6.49
265779_at unknown protein --- AT2G07360 1.11 0.15 0.82 0.439428 0.657980 -6.49
253409_at putative protein --- AT4G32960 -1.06 -0.08 -0.82 0.43947 0.657980 -6.49
248477_at putative protein similar to unknown prote--- AT5G50900 1.09 0.12 0.82 0.43952 0.658011 -6.49
261028_at hypothetical protein predicted by genem--- AT1G26620 -1.07 -0.09 -0.82 0.439634 0.658109 -6.49
255235_at contains similarity to transposases --- --- 1.09 0.12 0.82 0.439643 0.658109 -6.49
265447_at putative laccase (diphenol oxidase) LAC6 AT2G46570 1.09 0.12 0.82 0.439776 0.658221 -6.49
245410_at putative protein ATMAP70-AT4G17220 1.06 0.09 0.82 0.439769 0.658221 -6.49
254349_at hypothetical protein --- AT4G22250 -1.08 -0.11 -0.82 0.43983 0.658259 -6.49
259790_s_a auxin-induced protein, putative similar t --- AT1G29430 / 1.23 0.30 0.82 0.439976 0.658434 -6.49
245927_at  sterol glucosyltransferase - like protein --- AT5G24750 1.05 0.07 0.82 0.440433 0.658989 -6.49
257522_at Yippee-like protein similar to Yippee put --- AT3G08990 1.06 0.08 0.82 0.440409 0.658989 -6.49
263213_at unknown protein Strong similarity to gi|2 --- AT1G30560 1.08 0.11 0.82 0.440429 0.658989 -6.49
264524_at  tat-binding protein, putative Highly Simi ATBCAT-2AT1G10070 1.32 0.40 0.82 0.440464 0.658992 -6.49
258536_at  Rab escort protein, putative similar to c --- AT3G06540 1.08 0.11 0.82 0.440595 0.659110 -6.49
253989_at uncharacterized protein  ;supported by f --- AT4G26130 -1.11 -0.15 -0.82 0.440601 0.659110 -6.49
256710_at hypothetical protein predicted by genem--- AT3G30350 1.12 0.16 0.82 0.440653 0.659145 -6.49
247092_at putative protein contains similarity to perATFOLT1 AT5G66380 1.08 0.11 0.82 0.440728 0.659171 -6.49
263993_at hypothetical protein predicted by gensca--- --- 1.07 0.10 0.82 0.440727 0.659171 -6.49
263224_at putative GTP-binding protein Similar to W--- AT1G30580 -1.09 -0.13 -0.82 0.440833 0.659180 -6.49
264203_at  putative 40S ribosomal protein S18 MatPFL AT1G22780 -1.15 -0.21 -0.82 0.440809 0.659180 -6.49
259850_at hypothetical protein predicted by genem--- AT1G72240 -1.10 -0.13 -0.82 0.440768 0.659180 -6.49
261182_at hypothetical protein predicted by genem--- AT1G34575 -1.06 -0.08 -0.82 0.44085 0.659180 -6.49
261836_at hypothetical protein contains similarity toWAKL7 AT1G16090 1.28 0.36 0.82 0.440886 0.659190 -6.49
266046_at hypothetical protein --- AT2G07728 -1.09 -0.12 -0.82 0.441066 0.659417 -6.49
246577_at  MADS box transcription factor, putative AGL92 AT1G31640 -1.06 -0.09 -0.82 0.441284 0.659698 -6.49



259208_at hypothetical protein similar to GB:AAD43--- AT3G09060 -1.07 -0.09 -0.82 0.441328 0.659721 -6.49
262530_at putative receptor protein kinase Approxi AtRLP2 AT1G17240 -1.08 -0.11 -0.82 0.441504 0.659942 -6.49
267254_at putative protein kinase contains a protei SNRK2.9 AT2G23030 1.23 0.30 0.82 0.441553 0.659971 -6.49
254833_s_a copper amine oxidase like protein (fragm--- AT4G12280 / -1.06 -0.08 -0.82 0.441652 0.660033 -6.49
250935_at polyubiquitin (UBQ3) identical to GI:9288UBQ3 AT5G03240 -1.12 -0.16 -0.82 0.441635 0.660033 -6.49
246425_at cellulose synthase catalytic subunit (IRXIRX3 AT5G17420 -1.16 -0.21 -0.82 0.441867 0.660312 -6.49
266295_at tubulin beta-7 chain identical to GB:M84TUB7 AT2G29550 1.14 0.19 0.82 0.441962 0.660410 -6.49
248335_at putative protein strong similarity to unkn --- AT5G52450 1.12 0.16 0.82 0.442038 0.660463 -6.49
250785_at unknown protein --- AT5G05510 1.09 0.13 0.82 0.442056 0.660463 -6.49
258242_at hypothetical protein predicted by genem--- AT3G27640 -1.06 -0.09 -0.82 0.442087 0.660467 -6.49
261479_at unknown protein ;supported by full-lengt IQD28 AT1G14380 -1.10 -0.14 -0.82 0.442182 0.660565 -6.49
252169_at putative protein several bacterial phosph--- AT3G50520 1.11 0.15 0.82 0.442222 0.660582 -6.49
264162_at  acyl carrier protein, putative similar to a mtACP2 AT1G65290 -1.08 -0.11 -0.82 0.442421 0.660836 -6.49
252569_at  receptor-like protein kinase receptor like--- AT3G45420 -1.07 -0.10 -0.82 0.442457 0.660847 -6.49
261299_at unknown protein --- AT1G48550 -1.09 -0.12 -0.82 0.442521 0.660898 -6.49
265512_at hypothetical protein predicted by gensca--- AT2G05590 -1.09 -0.12 -0.82 0.442581 0.660901 -6.49
255533_at putative CHP-rich zinc finger protein sim--- AT4G02180 -1.06 -0.08 -0.82 0.442562 0.660901 -6.49
253453_at  protein phosphatase 2C - like protein pr--- AT4G31860 1.06 0.08 0.82 0.442683 0.660975 -6.49
265227_s_ahypothetical protein --- AT2G07695 1.08 0.11 0.82 0.442746 0.660975 -6.49
247615_at  putative protein various predicted prote --- AT5G60250 -1.06 -0.08 -0.82 0.442737 0.660975 -6.49
266729_at 50S ribosomal protein L7/L12 --- AT2G03130 -1.07 -0.09 -0.82 0.44274 0.660975 -6.49
258699_at unknown protein --- AT3G09470 -1.08 -0.11 -0.82 0.442793 0.661002 -6.49
264944_at hypothetical protein similar to hypothetic--- AT1G76940 1.10 0.13 0.82 0.44286 0.661058 -6.49
265281_at unknown protein  ; supported by full-leng--- AT2G28370 1.08 0.11 0.82 0.442927 0.661109 -6.49
267049_at putative transcription elongation factor --- AT2G34210 1.13 0.17 0.82 0.442952 0.661109 -6.49
265001_at hypothetical protein contains similarity to--- AT1G67350 1.06 0.09 0.81 0.443121 0.661229 -6.49
253287_at  putative protein dJ69E11.3, Homo sapie--- AT4G34270 1.06 0.08 0.81 0.443161 0.661229 -6.49
257316_at hypothetical protein predicted by genem--- --- 1.06 0.08 0.81 0.443177 0.661229 -6.49
262895_at hypothetical protein predicted by genem--- AT1G59800 1.08 0.11 0.81 0.443103 0.661229 -6.49
251236_at putative protein hypothetical proteins - A--- AT3G62380 -1.05 -0.07 -0.81 0.443115 0.661229 -6.49
262968_at hypothetical protein predicted by genem--- AT1G75720 1.07 0.09 0.81 0.443345 0.661337 -6.49
258462_at unknown protein --- AT3G17350 1.16 0.22 0.81 0.443298 0.661337 -6.49
257859_at Expressed protein ; supported by full-len--- AT3G12955 1.08 0.10 0.81 0.443366 0.661337 -6.49
255169_x_ahypothetical protein --- AT4G07940 -1.06 -0.09 -0.81 0.443331 0.661337 -6.49
253954_at  putative aconitase Pumpkin mRNA for a--- AT4G26970 1.11 0.15 0.81 0.443508 0.661361 -6.49



249327_at anion channel protein (gb|AAC05742.1) ATCLC-A AT5G40890 1.15 0.20 0.81 0.443553 0.661361 -6.49
250980_at putative protein --- AT5G03130 -1.16 -0.21 -0.81 0.443536 0.661361 -6.49
250491_at  putative protein predicted proteins, Arab--- AT5G09780 -1.10 -0.14 -0.81 0.443446 0.661361 -6.49
255514_s_ahypothetical protein similar to MNA5.4  sAGL78 AT5G65330 -1.07 -0.10 -0.81 0.443551 0.661361 -6.49
255854_at unknown protein ;supported by full-lengt --- AT1G67050 -1.19 -0.25 -0.81 0.443556 0.661361 -6.49
251801_at cytosolic triosephosphatisomerase  ;supTPI AT3G55440 -1.05 -0.07 -0.81 0.443647 0.661431 -6.49
263339_at Mutator-like transposase similar to  MUR--- --- -1.05 -0.07 -0.81 0.443689 0.661431 -6.49
248902_at unknown protein --- AT5G46440 1.07 0.09 0.81 0.443668 0.661431 -6.49
251673_at  beta-1,3-glucanase   BG3 AT3G57240 1.86 0.90 0.81 0.44385 0.661591 -6.49
254792_at  putative protein nucleoid DNA-binding p--- AT4G12920 1.07 0.09 0.81 0.443855 0.661591 -6.49
257729_at  histone deacetylase, putative contains PHDA15 AT3G18520 -1.10 -0.14 -0.81 0.44392 0.661622 -6.49
249706_at histone deacetylase HDA7 AT5G35600 -1.06 -0.09 -0.81 0.443934 0.661622 -6.49
259190_at  unknown protein est hit, predicted by geTPLATE AT3G01780 -1.09 -0.13 -0.81 0.444021 0.661665 -6.50
263835_at  putative eukaryotic translation initiation --- AT2G40290 -1.06 -0.09 -0.81 0.444021 0.661665 -6.50
255314_at putative transposon protein --- --- -1.08 -0.11 -0.81 0.44408 0.661710 -6.50
251219_at putative protein several hypothetical pro --- AT3G62390 -1.14 -0.18 -0.81 0.444211 0.661811 -6.50
245763_at  transposon protein, putative similar to E--- AT1G27850 1.06 0.08 0.81 0.444253 0.661811 -6.50
255399_at hypothetical protein --- --- -1.08 -0.11 -0.81 0.444255 0.661811 -6.50
254799_at putative protein various predicted protein--- AT4G13060 -1.07 -0.10 -0.81 0.444263 0.661811 -6.50
254000_at  galactinol synthase WSI76 protein inducAtGolS6 AT4G26250 -1.05 -0.07 -0.81 0.444308 0.661834 -6.50
250950_at putative protein ATEXO70AAT5G03540 / 1.08 0.12 0.81 0.4446 0.662225 -6.50
262574_at  unknown protein ESTs gb|R30529, gb|Z--- AT1G15230 -1.12 -0.16 -0.81 0.444952 0.662597 -6.50
247663_at  putative protein predicted proteins, ArabAPUM18 AT5G60110 -1.06 -0.08 -0.81 0.444965 0.662597 -6.50
247087_at putative protein contains similarity to elic--- AT5G66330 1.13 0.17 0.81 0.444911 0.662597 -6.50
266220_at putative dTDP-glucose 4-6-dehydratase --- AT2G28755 1.08 0.12 0.81 0.444905 0.662597 -6.50
263945_at hypothetical protein predicted by genefin--- AT2G36030 1.09 0.12 0.81 0.445042 0.662668 -6.50
260689_at hypothetical protein predicted by genem--- AT1G32290 1.08 0.12 0.81 0.445103 0.662716 -6.50
255230_at  ferredoxin--NADP+ reductase - like protATRFNR1 AT4G05390 1.26 0.33 0.81 0.445363 0.662838 -6.50
258814_at putative short-chain type dehydrogenase--- AT3G03980 -1.08 -0.11 -0.81 0.445304 0.662838 -6.50
250986_at putative protein --- AT5G02850 1.06 0.09 0.81 0.445389 0.662838 -6.50
265347_at similar to mammalian MHC III region proSUVH6 AT2G22740 -1.05 -0.07 -0.81 0.445384 0.662838 -6.50
256697_at hypothetical protein contains similarity toAtOCT4 AT3G20660 1.15 0.20 0.81 0.445308 0.662838 -6.50
253687_at putative protein  ;supported by full-length--- AT4G29520 1.35 0.43 0.81 0.445327 0.662838 -6.50
245596_at hypothetical protein AtPRD1 AT4G14180 -1.07 -0.09 -0.81 0.445276 0.662838 -6.50
251453_at  putative protein hypothetical protein At2--- AT3G60070 1.07 0.10 0.81 0.44549 0.662902 -6.50



263854_at putative mutT domain protein atnudt5 AT2G04430 -1.06 -0.09 -0.81 0.445465 0.662902 -6.50
256114_at unknown protein ; supported by cDNA: g--- AT1G16850 -1.23 -0.30 -0.81 0.445674 0.663003 -6.50
261633_at hypothetical protein predicted by genem--- AT1G49930 -1.06 -0.09 -0.81 0.445658 0.663003 -6.50
262905_at  thioredoxin, putative similar to thioredoxATH7 AT1G59730 1.05 0.08 0.81 0.445637 0.663003 -6.50
256555_at hypothetical protein similar to putative at--- --- 1.06 0.08 0.81 0.445674 0.663003 -6.50
254525_at  putative protein predicted protein, Arabi --- AT4G19580 -1.07 -0.10 -0.81 0.445723 0.663033 -6.50
245053_at putative pectinesterase --- AT2G26450 1.09 0.13 0.81 0.44583 0.663119 -6.50
250333_at  membrane translocase - like protein innTIM17-3 AT5G11690 -1.13 -0.18 -0.81 0.445839 0.663119 -6.50
247713_at  putative protein nonspecific lipid-transfe--- AT5G59330 1.07 0.09 0.81 0.445928 0.663192 -6.50
248118_at GDSL-motif lipase/hydrolase-like protein--- AT5G55050 1.38 0.46 0.81 0.445965 0.663192 -6.50
247204_at GTP binding protein-like AtRABH1aAT5G64990 1.07 0.10 0.81 0.445976 0.663192 -6.50
264511_at putative galactinol synthase similar to G AtGolS3 AT1G09350 -1.24 -0.31 -0.81 0.446066 0.663283 -6.50
261547_at  protein kinase, putative contains Pfam p--- AT1G63500 -1.07 -0.10 -0.81 0.446105 0.663297 -6.50
253842_at putative protein putative proteins from A --- AT4G27860 -1.21 -0.27 -0.81 0.446322 0.663561 -6.50
264269_at hypothetical protein predicted by genem--- AT1G60240 1.08 0.11 0.81 0.44634 0.663561 -6.50
250316_at cystatin (emb|CAA03929.1)  ; supportedATCYS1 AT5G12140 1.06 0.09 0.81 0.446388 0.663588 -6.50
251339_at  putative protein various predicted prote --- AT3G60780 -1.09 -0.12 -0.81 0.446472 0.663671 -6.50
250693_at  ubiquitin-specific protease 12 (UBP12) UBP12 AT5G06600 1.06 0.08 0.81 0.446562 0.663761 -6.50
253407_at putative protein --- AT4G32920 1.07 0.10 0.81 0.446687 0.663903 -6.50
246969_at glutamic acid-rich protein other glutamic --- AT5G24880 1.07 0.10 0.81 0.44678 0.663999 -6.50
261080_at proliferating cellular nuclear antigen idenPCNA1 AT1G07370 -1.29 -0.37 -0.81 0.446832 0.664033 -6.50
258707_at putative histone H2B similar to histone H--- AT3G09480 1.09 0.12 0.81 0.446934 0.664098 -6.50
265958_at putative adenylate kinase  ;supported byADK AT2G37250 1.12 0.16 0.81 0.446978 0.664098 -6.50
255253_at contains similarity to S. cerevisiae vacuoVPS28-2 AT4G05000 -1.06 -0.09 -0.81 0.446992 0.664098 -6.50
263005_at hypothetical protein predicted by genem--- AT1G54540 -1.12 -0.16 -0.81 0.446991 0.664098 -6.50
263320_at putative galactinol synthase  ;supported AtGolS1 AT2G47180 1.23 0.30 0.81 0.447074 0.664176 -6.50
265306_at unknown protein --- AT2G20320 1.10 0.14 0.81 0.447215 0.664299 -6.50
260891_at cysteine protease contains similarity to c--- AT1G29080 1.07 0.10 0.81 0.447193 0.664299 -6.50
252150_at  vacuolar sorting protein 35 homolog vacVPS35C AT3G51310 1.06 0.08 0.81 0.447299 0.664380 -6.50
264540_at hypothetical protein predicted by genem--- AT1G55630 -1.07 -0.10 -0.81 0.447421 0.664475 -6.50
260854_at  CCAAT-box binding factor HAP3 homo LEC1 AT1G21970 -1.09 -0.13 -0.81 0.447417 0.664475 -6.50
257531_at  putative RNA-binding protein contains P--- AT3G07250 1.06 0.08 0.81 0.447472 0.664508 -6.50
263342_at putative helicase --- --- 1.05 0.07 0.81 0.447592 0.664643 -6.50
249372_at glucose-6-phosphate dehydrogenase G6PD6 AT5G40760 1.13 0.18 0.81 0.447658 0.664698 -6.50
245042_at hypothetical protein predicted by genefinHEMD AT2G26540 -1.12 -0.17 -0.81 0.447721 0.664723 -6.50



265052_at  caffeic acid O-methyltransferase, putati --- AT1G51990 1.06 0.08 0.81 0.447792 0.664723 -6.50
261789_at  40S ribosomal protein S12, putative sim--- AT1G15930 -1.15 -0.20 -0.81 0.447761 0.664723 -6.50
266200_at hypothetical protein predicted by gensca--- AT2G38920 1.11 0.15 0.81 0.44777 0.664723 -6.50
262529_at putative receptor protein kinase Approxi AtRLP3 AT1G17250 1.08 0.12 0.81 0.447911 0.664857 -6.50
258100_at unknown protein --- AT3G23550 -1.38 -0.47 -0.81 0.44802 0.664908 -6.50
258596_at unknown protein LSH2 AT3G04510 1.08 0.11 0.81 0.448062 0.664908 -6.50
253111_at  putative protein glutamic acid-rich prote--- AT4G35940 1.09 0.13 0.81 0.447981 0.664908 -6.50
254735_at  putative disease resistance protein Cf-4AtRLP47 AT4G13810 1.08 0.10 0.81 0.448039 0.664908 -6.50
254369_at putative protein --- AT4G21720 1.09 0.13 0.81 0.448138 0.664977 -6.50
245044_at unknown protein Alternative splice forms--- AT2G26500 -1.05 -0.07 -0.81 0.448273 0.665135 -6.50
250085_at unknown protein --- AT5G17250 -1.09 -0.12 -0.80 0.448351 0.665206 -6.50
266175_at NAM (no apical meristem)-like protein ANAC035 AT2G02450 1.06 0.09 0.80 0.448398 0.665234 -6.50
253291_at Expressed protein ; supported by full-len--- AT4G33865 -1.09 -0.13 -0.80 0.448435 0.665244 -6.50
264009_at putative disease resistance response pr --- AT2G21110 1.06 0.09 0.80 0.448473 0.665257 -6.50
263665_at putative putative 60S ribosomal protein --- AT1G04480 -1.12 -0.17 -0.80 0.448514 0.665262 -6.50
251752_at proline transporter 2 PROT2 AT3G55740 1.11 0.15 0.80 0.448534 0.665262 -6.50
261416_at  ribosomal protein S15 identical to GB:ARPS15A AT1G07770 -1.14 -0.19 -0.80 0.448572 0.665275 -6.50
255804_at  putative protein IB1C3-1 protein, Arabid--- AT4G10220 1.08 0.11 0.80 0.44868 0.665377 -6.50
250467_at  trehalose-6-phosphate phosphatase -lik--- AT5G10100 1.06 0.09 0.80 0.448728 0.665377 -6.50
249308_at unknown protein  ; supported by cDNA: --- AT5G41350 -1.06 -0.08 -0.80 0.448716 0.665377 -6.50
259325_at unknown protein --- AT3G05320 1.48 0.57 0.80 0.448896 0.665582 -6.50
259420_at hypothetical protein similar to putative p --- AT1G13900 -1.05 -0.07 -0.80 0.448929 0.665587 -6.50
261882_at  GTP-binding protein, putative similar to PDE318 AT1G80770 -1.07 -0.09 -0.80 0.448965 0.665598 -6.50
267567_at putative cytochrome P450 CYP71A13AT2G30770 1.75 0.81 0.80 0.449069 0.665629 -6.50
263194_at  AP2 domain transcription factor, putativ --- AT1G36060 -1.10 -0.14 -0.80 0.449062 0.665629 -6.50
265534_at En/Spm-like transposon protein related t--- --- -1.05 -0.07 -0.80 0.449073 0.665629 -6.50
250654_at receptor protein kinase-like protein --- AT5G06940 1.07 0.10 0.80 0.449117 0.665650 -6.50
257262_at  zinc finger protein, putative contains Pfa--- AT3G21890 -1.13 -0.18 -0.80 0.449234 0.665750 -6.50
263461_at putative protein kinase contains a protei --- AT2G31800 -1.08 -0.11 -0.80 0.449242 0.665750 -6.50
262333_at hypothetical protein similar to putative se--- AT1G64020 -1.07 -0.10 -0.80 0.449292 0.665780 -6.50
245973_at  putative protein predicted proteins, Arab--- --- 1.05 0.07 0.80 0.449361 0.665838 -6.50
261534_at unknown protein ;supported by full-lengtPEX11C AT1G01820 -1.06 -0.08 -0.80 0.449502 0.665912 -6.50
258426_at hypothetical protein predicted by genefinPLDP1 AT3G16785 1.06 0.09 0.80 0.449527 0.665912 -6.50
245211_at  putative protein similarity to sec10, DrosSEC10 AT5G12370 -1.05 -0.07 -0.80 0.449472 0.665912 -6.50
245586_at hypothetical protein --- AT4G14980 1.06 0.09 0.80 0.449508 0.665912 -6.50



260337_at unknown protein WRKY57 AT1G69310 -1.08 -0.11 -0.80 0.449806 0.666152 -6.50
249278_at putative protein strong similarity to unkn --- AT5G41900 1.54 0.62 0.80 0.449739 0.666152 -6.50
245537_at hypothetical protein --- AT4G15200 1.06 0.08 0.80 0.449777 0.666152 -6.50
264880_at hypothetical protein contains similarity to--- AT1G61210 1.08 0.11 0.80 0.449781 0.666152 -6.50
249146_at putative protein contains similarity to CO--- AT5G43310 -1.06 -0.09 -0.80 0.44992 0.666278 -6.50
260059_at  trehalose-6-phosphate phosphatase (AtATTPPB AT1G78090 1.12 0.16 0.80 0.450052 0.666431 -6.50
249180_at 26S proteasome AAA-ATPase subunit RRPT4A AT5G43010 -1.09 -0.12 -0.80 0.450083 0.666433 -6.50
259454_at unknown protein similar to hypothetical p--- AT1G44050 1.07 0.10 0.80 0.450163 0.666508 -6.50
247801_at putative protein ; supported by full-length--- AT5G58560 -1.07 -0.09 -0.80 0.450303 0.666615 -6.50
262476_at phosphoprotein phosphatase identical to--- AT1G50370 1.06 0.09 0.80 0.450323 0.666615 -6.50
262200_at unknown protein similar to membrane pr--- AT2G01070 -1.08 -0.12 -0.80 0.450276 0.666615 -6.50
264233_at  ribosomal protein, putative similar to rib --- AT1G67430 -1.14 -0.19 -0.80 0.450393 0.666641 -6.51
250841_at  putative protein CGI-01 protein, Homo s--- AT5G04610 -1.12 -0.16 -0.80 0.450399 0.666641 -6.51
251594_at  putative protein DOC4, Mus musculus, --- AT3G57630 1.22 0.29 0.80 0.450506 0.666755 -6.51
257151_at  blue copper protein, putative similar to u--- AT3G27200 1.08 0.12 0.80 0.450589 0.666836 -6.51
261941_at hypothetical protein contains similarity to--- AT1G22490 -1.16 -0.22 -0.80 0.450647 0.666878 -6.51
246784_at signal peptidase  ; supported by cDNA: g--- AT5G27430 -1.06 -0.08 -0.80 0.450779 0.667031 -6.51
249508_at unknown protein --- AT5G38380 -1.06 -0.09 -0.80 0.450848 0.667089 -6.51
264145_at  latex-abundant protein, putative similar AtMC7 AT1G79310 -1.05 -0.07 -0.80 0.45088 0.667093 -6.51
262227_s_a 26S proteasome ATPase subunit, putat --- AT1G53750 / 1.06 0.08 0.80 0.450947 0.667149 -6.51
261226_at  expansin S2 precursor, putative similar ATEXPA11AT1G20190 1.52 0.60 0.80 0.450989 0.667168 -6.51
255231_at  F-box protein family, AtFBL20 contains --- AT4G05460 -1.06 -0.08 -0.80 0.451094 0.667280 -6.51
250754_at arginine-tRNA-protein transferase 1 homATE1 AT5G05700 1.06 0.09 0.80 0.451158 0.667317 -6.51
266408_at putative retroelement pol polyprotein --- --- 1.08 0.11 0.80 0.451207 0.667317 -6.51
252262_at putative protein several hypothetical pro --- AT3G49510 1.05 0.08 0.80 0.451191 0.667317 -6.51
255499_at  putative WD-repeat protein similar to C.--- AT4G02730 1.06 0.08 0.80 0.451253 0.667342 -6.51
254523_at  putative protein hypothetical protein, Ar FRS1 AT4G19990 1.10 0.14 0.80 0.451376 0.667467 -6.51
266123_at unknown protein identical to GB:AAB826--- AT2G45180 -1.05 -0.07 -0.80 0.451396 0.667467 -6.51
263842_at Expressed protein ; supported by full-len--- AT2G36835 -1.10 -0.14 -0.80 0.451661 0.667645 -6.51
246119_at  ankyrin-repeat protein patsas protein - DTIP1 AT5G20350 -1.08 -0.11 -0.80 0.451663 0.667645 -6.51
262386_at hypothetical protein predicted by gensca--- AT1G49370 1.09 0.12 0.80 0.451663 0.667645 -6.51
251482_s_areceptor lectin kinase 3 --- AT3G59740 / 1.07 0.10 0.80 0.451582 0.667645 -6.51
248876_at putative protein similar to unknown prote--- --- 1.05 0.07 0.80 0.451652 0.667645 -6.51
263431_at unknown protein  ;supported by full-leng--- AT2G22170 1.51 0.59 0.80 0.451883 0.667770 -6.51
258011_at  putative homeobox protein, HAT3.1 simHAT3.1 AT3G19510 -1.09 -0.12 -0.80 0.45192 0.667770 -6.51



245681_at  alkaline/neutral invertase, putative simil --- AT1G56560 -1.06 -0.08 -0.80 0.451982 0.667770 -6.51
261074_at hypothetical protein predicted by genem--- AT1G07290 -1.06 -0.09 -0.80 0.451955 0.667770 -6.51
249825_at putative protein similar to unknown prote--- AT5G23390 -1.06 -0.09 -0.80 0.451946 0.667770 -6.51
246271_at photosystem II oxygen-evolving complex--- AT4G37230 1.07 0.09 0.80 0.451944 0.667770 -6.51
247778_at  wounding stress induced protein - like w--- AT5G58750 -1.05 -0.08 -0.80 0.451827 0.667770 -6.51
263966_s_aputative TNP2-like transposon protein re--- --- -1.07 -0.09 -0.80 0.451929 0.667770 -6.51
257619_at unknown protein ICK3 AT3G24810 -1.08 -0.11 -0.80 0.452225 0.668048 -6.51
262261_at  CLE17, putative CLAVATA3/ESR-RelatCLE17 AT1G70895 1.08 0.11 0.80 0.452287 0.668048 -6.51
265515_at hypothetical protein predicted by gensca--- --- -1.06 -0.09 -0.80 0.452258 0.668048 -6.51
248696_at putative protein similar to unknown prote--- AT5G48360 -1.07 -0.09 -0.80 0.452247 0.668048 -6.51
249861_at Expressed protein ; supported by full-len--- AT5G22875 -1.07 -0.10 -0.80 0.452328 0.668065 -6.51
249428_at  putative protein predicted protein K5K13--- AT5G39870 1.05 0.07 0.80 0.452475 0.668240 -6.51
263079_at putative retroelement pol polyprotein --- --- 1.06 0.08 0.80 0.452545 0.668300 -6.51
259131_at unknown protein similar to hypothetical pSP1L3 AT3G02180 1.06 0.09 0.80 0.452698 0.668403 -6.51
260066_at putative lipase/acylhydrolase contains P--- AT1G73610 1.16 0.22 0.80 0.452703 0.668403 -6.51
263507_s_ahypothetical protein --- --- -1.09 -0.13 -0.80 0.45267 0.668403 -6.51
262284_at hypothetical protein predicted by genem--- AT1G68670 -1.10 -0.14 -0.80 0.452823 0.668493 -6.51
257256_at hypothetical protein contains Pfam profil --- AT3G21970 1.05 0.07 0.80 0.4528 0.668493 -6.51
246526_at  putative protein RXF26 - Arabidopsis thGLIP7 AT5G15720 1.06 0.08 0.80 0.45297 0.668667 -6.51
AFFX-Athal-Arabidopsis thaliana /REF=U84969 /DE --- --- 1.05 0.07 0.80 0.453047 0.668695 -6.51
260205_at hypothetical protein predicted by genefinTIFY7 AT1G70700 -1.17 -0.22 -0.80 0.453023 0.668695 -6.51
256934_at unknown protein contains Pfam profile:P--- AT3G22530 1.08 0.11 0.80 0.453106 0.668739 -6.51
251069_at  (1-4)-beta-mannan endohydrolase-like --- AT5G01930 -1.15 -0.21 -0.80 0.453171 0.668791 -6.51
254712_at hypothetical protein --- AT4G18080 -1.05 -0.07 -0.80 0.453206 0.668800 -6.51
255519_at hypothetical protein --- AT4G02310 -1.05 -0.07 -0.80 0.453313 0.668914 -6.51
260262_at  hypothetical protein similar to hypothetic--- AT1G68470 1.17 0.23 0.79 0.453751 0.669123 -6.51
255882_x_ahypothetical protein contains similarity to--- AT1G20280 1.07 0.10 0.80 0.453696 0.669123 -6.51
257432_at unknown protein --- AT2G21850 1.08 0.11 0.80 0.453665 0.669123 -6.51
257683_at hypothetical protein predicted by genem--- AT3G13280 1.06 0.09 0.80 0.453669 0.669123 -6.51
252264_at  putative protein hypothetical protein - S --- AT3G49590 1.06 0.09 0.79 0.453822 0.669123 -6.51
261308_at  protein kinase, putative contains similarRKL1 AT1G48480 1.29 0.37 0.80 0.45355 0.669123 -6.51
265532_at hypothetical protein predicted by gensca--- --- 1.07 0.10 0.79 0.453836 0.669123 -6.51
246129_at  putative protein predicted protein, Arabi --- --- 1.05 0.07 0.79 0.453754 0.669123 -6.51
259865_at putative casein kinase I similar to caseinCKL2 AT1G72710 -1.09 -0.12 -0.80 0.453731 0.669123 -6.51
254199_at  putative protein Ste-20 related kinase S--- AT4G24100 -1.07 -0.09 -0.79 0.453786 0.669123 -6.51



261636_at  branched-chain amino acid aminotransf--- AT1G50110 -1.07 -0.10 -0.79 0.453762 0.669123 -6.51
266676_s_ahypothetical protein predicted by grail --- AT2G29605 / -1.06 -0.09 -0.79 0.453806 0.669123 -6.51
267555_at Expressed protein ; supported by full-lenSUMO5 AT2G32765 1.07 0.10 0.80 0.453691 0.669123 -6.51
260229_at  putative RING zinc finger protein contai --- AT1G74370 -1.08 -0.12 -0.79 0.453867 0.669125 -6.51
253200_at vacuolar H+-transporting ATPase 16K c AVA-P1 AT4G34720 -1.08 -0.11 -0.79 0.453963 0.669223 -6.51
253763_at  xyloglucan endotransglycosylase - like --- AT4G28850 1.06 0.08 0.79 0.454026 0.669236 -6.51
AFFX-r2-At-  Arabidopsis thaliana /REF=U37281 /DE--- --- -1.05 -0.08 -0.79 0.454034 0.669236 -6.51
253169_at  putative protein various predicted prote --- AT4G35120 1.07 0.10 0.79 0.454059 0.669236 -6.51
247166_at unknown protein --- AT5G65840 -1.13 -0.18 -0.79 0.454251 0.669272 -6.51
255591_at putative expansin ATEXPA17AT4G01630 1.07 0.09 0.79 0.454289 0.669272 -6.51
259395_at  GTP-binding protein(RAB11D), putativeARA-2 AT1G06400 -1.06 -0.09 -0.79 0.454152 0.669272 -6.51
261144_s_aunknown protein ;supported by full-lengt --- AT1G19660 / -1.07 -0.09 -0.79 0.454142 0.669272 -6.51
248954_at unknown protein  ; supported by cDNA: --- AT5G45420 1.06 0.08 0.79 0.454245 0.669272 -6.51
245131_s_aunknown protein emb1067 AT2G45330 / 1.05 0.07 0.79 0.454279 0.669272 -6.51
249275_at polygalacturonase-like protein --- AT5G41870 -1.07 -0.10 -0.79 0.454237 0.669272 -6.51
246310_at sulfate transporter ATST1  ; supported bSULTR3;1 AT3G51895 -1.11 -0.15 -0.79 0.454425 0.669429 -6.51
258213_at hypothetical protein predicted by genem--- AT3G17950 -1.10 -0.14 -0.79 0.454482 0.669470 -6.51
248841_at ubiquitin-specific protease 21 (UBP21) idUBP21 AT5G46740 1.10 0.14 0.79 0.454535 0.669504 -6.51
245713_at S-adenosyl-L-methionine:salicylic acid cNAMT1 AT5G04370 1.09 0.13 0.79 0.4549 0.669955 -6.51
261466_at hypothetical protein predicted by genem--- AT1G07690 1.09 0.12 0.79 0.454873 0.669955 -6.51
250414_at  putative protein Glr5, Arabidopsis thaliaGLR2.6 AT5G11180 1.06 0.08 0.79 0.455083 0.670022 -6.51
248635_at unknown protein --- AT5G49050 1.06 0.09 0.79 0.455073 0.670022 -6.51
264649_at hypothetical protein Similar to Vicia sativ--- AT1G09060 -1.08 -0.11 -0.79 0.455151 0.670022 -6.51
260011_at  hypothetical protein similar to hypothetic--- AT1G68110 1.08 0.11 0.79 0.454979 0.670022 -6.51
263830_at hypothetical protein predicted by genefin--- AT2G40260 -1.06 -0.09 -0.79 0.455017 0.670022 -6.51
256684_at  geranylgeranyl pyrophosphate synthase--- AT3G32040 1.09 0.12 0.79 0.455131 0.670022 -6.51
267272_at hypothetical protein predicted by gensca--- --- -1.06 -0.08 -0.79 0.455128 0.670022 -6.51
264539_at hypothetical protein predicted by genem--- AT1G55590 -1.07 -0.10 -0.79 0.455258 0.670093 -6.51
257158_at  3-hydroxyisobutyryl-coenzyme A hydrol --- AT3G24360 -1.08 -0.11 -0.79 0.455231 0.670093 -6.51
264032_at unknown protein GEK1 AT2G03800 1.07 0.10 0.79 0.455294 0.670104 -6.51
249813_at acyltransferase  ; supported by full-lengtEMB3009 AT5G23940 -1.05 -0.07 -0.79 0.45534 0.670128 -6.51
255413_at putative alcohol dehydrogenase similar t--- AT4G03140 1.07 0.10 0.79 0.455506 0.670329 -6.51
248892_at unknown protein --- AT5G46300 1.06 0.08 0.79 0.455581 0.670396 -6.51
249451_s_ahypothetical protein --- AT5G39480 / 1.05 0.07 0.79 0.455621 0.670412 -6.51
250051_at MYB56 R2R3-MYB factor family membeAtMYB56 AT5G17800 1.09 0.12 0.79 0.455832 0.670679 -6.51



249745_at phloem-specific lectin-like protein AtPP2-B12AT5G24560 1.08 0.11 0.79 0.45596 0.670823 -6.51
247535_at  transcriptional activator - like protein D1--- AT5G61620 1.09 0.13 0.79 0.45606 0.670928 -6.51
258030_at hypothetical protein predicted by genem--- AT3G27590 1.08 0.11 0.79 0.456161 0.671033 -6.51
246436_at  putative protein cisplatin resistance-ass--- AT5G17440 -1.06 -0.08 -0.79 0.456286 0.671172 -6.51
255659_at Expressed protein ; supported by full-len--- AT4G00895 1.14 0.19 0.79 0.456343 0.671172 -6.51
263812_at putative replication protein A1 --- --- -1.05 -0.07 -0.79 0.456344 0.671172 -6.51
255689_at hypothetical protein --- AT4G00670 1.05 0.07 0.79 0.456469 0.671313 -6.51
249553_at  receptor serine/threonine protein kinase--- AT5G38260 1.09 0.13 0.79 0.456533 0.671364 -6.51
265026_at  putative 3-oxoacyl [acyl-carrier protein] --- AT1G24360 -1.10 -0.14 -0.79 0.456761 0.671655 -6.51
267544_at putative cytochrome b5 CB5-B AT2G32720 1.18 0.23 0.79 0.456853 0.671660 -6.51
259969_at putative pyrophosphate-dependent phos--- AT1G76550 1.15 0.20 0.79 0.456839 0.671660 -6.51
264492_at  unknown protein similar to unknown pro--- AT1G27430 -1.05 -0.07 -0.79 0.456852 0.671660 -6.51
257688_at  Snf2-related CBP activator protein, putaPIE1 AT3G12810 1.05 0.07 0.79 0.456919 0.671715 -6.51
265254_at unknown protein  ; supported by cDNA: DRB2 AT2G28380 -1.07 -0.09 -0.79 0.457077 0.671730 -6.52
256836_at  pyruvate kinase, putative similar to pyruPKP-ALPHAT3G22960 -1.08 -0.11 -0.79 0.457023 0.671730 -6.52
264275_at hypothetical protein predicted by genscaanac024 AT1G60350 -1.05 -0.07 -0.79 0.456995 0.671730 -6.52
259243_at  unknown protein similar to unknown pro--- AT3G07565 1.05 0.08 0.79 0.457072 0.671730 -6.52
265064_at hypothetical protein contains similarity toENT7 AT1G61630 1.10 0.14 0.79 0.457073 0.671730 -6.52
261297_at hypothetical protein predicted by genemJAZ4 AT1G48500 -1.05 -0.08 -0.79 0.457315 0.672037 -6.52
250367_s_aDEAD BOX RNA helicase RH15  ; supp --- AT5G11170 / -1.07 -0.09 -0.79 0.457384 0.672095 -6.52
258540_at hypothetical protein predicted by gensca--- AT3G06990 1.06 0.09 0.79 0.457421 0.672106 -6.52
254939_at  putative protein predicted proteins, Arab--- AT4G10800 -1.10 -0.14 -0.79 0.457478 0.672147 -6.52
264315_at  aromatic rich glycoprotein, putative sim --- AT1G70370 -1.25 -0.32 -0.79 0.457683 0.672404 -6.52
257513_s_ahypothetical protein --- AT1G12340 / -1.07 -0.10 -0.79 0.457824 0.672568 -6.52
266381_at putative sucrose-proton symporter ATSUC8 AT2G14670 1.06 0.08 0.79 0.457984 0.672760 -6.52
248819_at putative protein contains similarity to S-r --- AT5G47050 1.12 0.16 0.79 0.458142 0.672949 -6.52
256663_at unknown protein ;supported by full-lengt --- AT3G12050 -1.11 -0.15 -0.79 0.458257 0.673037 -6.52
252354_at  betaine aldehyde dehydrogenase-like pALDH10A9AT3G48170 1.06 0.08 0.79 0.458261 0.673037 -6.52
253998_at  putative peroxidase peroxidase ATP13a--- AT4G26010 1.05 0.07 0.79 0.458389 0.673182 -6.52
244914_at hypothetical protein --- --- 1.06 0.09 0.79 0.458469 0.673256 -6.52
255197_x_acontains similarity to Oryza sativa replica--- --- 1.07 0.10 0.79 0.458581 0.673333 -6.52
252393_at  putative protein predicted proteins, Arab--- AT3G47910 -1.07 -0.10 -0.79 0.458573 0.673333 -6.52
259607_at  P-glycoprotein, putative similar to P-glycPGP13 AT1G27940 1.05 0.07 0.79 0.458698 0.673461 -6.52
254761_at Expressed protein ; supported by full-lenCLE44 AT4G13195 1.10 0.13 0.79 0.45915 0.673851 -6.52
264370_at  hybrid proline-rich protein, putative simi --- AT1G12100 1.07 0.09 0.79 0.45909 0.673851 -6.52



253408_at  putative protein phosphoprotein phosph--- AT4G32950 -1.05 -0.08 -0.79 0.459073 0.673851 -6.52
262560_at hypothetical protein predicted by gensca--- AT1G34280 -1.07 -0.10 -0.79 0.459005 0.673851 -6.52
245984_at putative protein predicted proteins - Arab--- AT5G13090 1.07 0.09 0.79 0.45917 0.673851 -6.52
255965_at  14-3-3 protein (grf14), putative similar to--- AT1G22290 1.06 0.08 0.79 0.459139 0.673851 -6.52
263071_at putative retroelement pol polyprotein --- --- 1.06 0.08 0.79 0.45908 0.673851 -6.52
263336_x_ahypothetical protein predicted by gensca--- --- -1.06 -0.08 -0.78 0.459441 0.674206 -6.52
255366_x_aputative transposon protein --- --- 1.07 0.09 0.78 0.459516 0.674229 -6.52
257117_at  geranyl geranyl pyrophosphate synthas--- AT3G20160 -1.06 -0.08 -0.78 0.459516 0.674229 -6.52
256666_at  histone H2A, putative similar to histone HTA13 AT3G20670 1.15 0.20 0.78 0.459571 0.674241 -6.52
252448_at  beta-D-glucan exohydrolase - like prote--- AT3G47050 -1.07 -0.09 -0.78 0.459583 0.674241 -6.52
265710_at unknown protein --- AT2G03370 1.06 0.08 0.78 0.459718 0.674364 -6.52
259509_at  mutator-like transposase, putative simila--- --- 1.06 0.08 0.78 0.459726 0.674364 -6.52
260687_at  inner mitochondrial membrane protein, ATTIM23-1AT1G17530 -1.10 -0.14 -0.78 0.460017 0.674443 -6.52
266223_at putative thaumatin  ;supported by full-len--- AT2G28790 1.26 0.33 0.78 0.459973 0.674443 -6.52
255624_at MAP kinase 4 (MPK4)  ;supported by fu ATMPK4 AT4G01370 1.08 0.12 0.78 0.459863 0.674443 -6.52
255915_at putative protein --- AT5G28620 1.06 0.09 0.78 0.459904 0.674443 -6.52
260142_at unknown protein  ; supported by cDNA: --- AT1G71900 -1.08 -0.11 -0.78 0.459901 0.674443 -6.52
265379_at similar to late embryogenesis abundant --- AT2G18340 1.06 0.08 0.78 0.459904 0.674443 -6.52
252722_at  putative protein hypothetical protein F10--- --- 1.05 0.07 0.78 0.459991 0.674443 -6.52
258579_s_agermin-like protein contains Pfam profile--- AT3G04180 / 1.05 0.07 0.78 0.459966 0.674443 -6.52
267563_at putative protein kinase contains a protei --- AT2G30730 1.06 0.09 0.78 0.460053 0.674452 -6.52
261235_x_ahypothetical protein predicted by genem--- --- -1.06 -0.08 -0.78 0.46021 0.674466 -6.52
249597_at  putative protein probable quinone oxido--- AT5G37960 1.05 0.07 0.78 0.460154 0.674466 -6.52
254782_at  putative calmodulin calmodulin - Chlam UNE14 AT4G12860 1.07 0.10 0.78 0.460196 0.674466 -6.52
266043_at hypothetical protein --- AT2G07724 -1.08 -0.12 -0.78 0.460134 0.674466 -6.52
255354_at putative transposon protein --- --- -1.05 -0.07 -0.78 0.460112 0.674466 -6.52
266063_at putative SNF2/RAD54 family DNA repai CHR8 AT2G18760 -1.06 -0.09 -0.78 0.460283 0.674530 -6.52
265781_at putative Athila retroelement ORF1 prote --- --- 1.06 0.08 0.78 0.46035 0.674584 -6.52
257435_at putative RSZp22 splicing factor --- AT2G24590 -1.09 -0.12 -0.78 0.460425 0.674619 -6.52
264632_at DegP protease contains similarity to DegDegP4 AT1G65640 -1.05 -0.07 -0.78 0.460432 0.674619 -6.52
246959_at unknown protein --- AT5G24690 -1.14 -0.18 -0.78 0.460513 0.674650 -6.52
248994_at disease resistance protein-like RPS4 AT5G45250 -1.08 -0.12 -0.78 0.460496 0.674650 -6.52
245958_at  GNOM-like protein pattern-formation (G--- AT5G19610 1.06 0.08 0.78 0.460581 0.674707 -6.52
245856_at  putative protein predicted proteins, Arab--- --- 1.09 0.12 0.78 0.460702 0.674840 -6.52
251571_at putative protein several hypothetical pro --- AT3G58330 1.06 0.08 0.78 0.460744 0.674858 -6.52



255168_at  putative protein hypothetical protein T24--- --- 1.07 0.10 0.78 0.460899 0.674998 -6.52
253844_at hypothetical protein --- AT4G27930 1.07 0.10 0.78 0.460882 0.674998 -6.52
257563_at hypothetical protein predicted by genem--- AT3G19610 1.05 0.07 0.78 0.46099 0.675088 -6.52
258738_at hypothetical protein similar to hypothetic--- AT3G05750 -1.08 -0.11 -0.78 0.461131 0.675252 -6.52
258651_at putative phosphatidylinositol-4-phosphatPIP5K9 AT3G09920 1.08 0.11 0.78 0.461211 0.675316 -6.52
248316_at putative protein similar to unknown prote--- AT5G52670 1.09 0.12 0.78 0.461234 0.675316 -6.52
256759_at hypothetical protein predicted by genem--- AT3G25640 -1.09 -0.12 -0.78 0.461319 0.675397 -6.52
267234_x_aputative protein kinase contains a protei --- AT2G43930 1.07 0.09 0.78 0.461379 0.675441 -6.52
259940_at hypothetical protein --- AT1G71290 1.05 0.07 0.78 0.461442 0.675491 -6.52
266028_at hypothetical protein predicted by gensca--- AT2G06000 -1.09 -0.13 -0.78 0.461583 0.675570 -6.52
266744_at putative nucleoside triphosphatase  ; su --- AT2G02970 1.05 0.07 0.78 0.461704 0.675570 -6.52
267173_at origin recognition complex protein identi ORC2 AT2G37560 1.11 0.15 0.78 0.46166 0.675570 -6.52
250296_at heat shock protein 17.6-II  ;supported byHSP17.6II AT5G12020 1.15 0.21 0.78 0.461689 0.675570 -6.52
248319_at unknown protein --- AT5G52710 1.06 0.08 0.78 0.461578 0.675570 -6.52
251016_at  pathogenesis related protein - like patho--- AT5G02730 1.11 0.15 0.78 0.461648 0.675570 -6.52
249413_at  ras - related GTP binding protein - like sAtRABG1 AT5G39620 1.06 0.08 0.78 0.461618 0.675570 -6.52
251824_at  ABC transporter - like protein ATP-bind --- AT3G55090 1.07 0.09 0.78 0.461982 0.675934 -6.52
244956_s_ahypothetical protein --- --- -1.07 -0.10 -0.78 0.462102 0.676066 -6.52
260966_at  NBS/LRR disease resistance protein, p RPS5 AT1G12220 1.07 0.09 0.78 0.462254 0.676201 -6.52
262720_s_ahypothetical protein similar to hypothetic--- AT1G43600 / 1.05 0.08 0.78 0.462243 0.676201 -6.52
253045_at Expressed protein ; supported by full-len--- AT4G37445 1.11 0.15 0.78 0.46244 0.676343 -6.52
260138_at  calmodulin-4 identical to GB:Q03510 froCAM4 AT1G66410 -1.08 -0.11 -0.78 0.462424 0.676343 -6.52
262817_at putative reticuline oxidase strong similar --- AT1G11770 1.07 0.10 0.78 0.462418 0.676343 -6.52
257868_at unknown protein RIN4 AT3G25070 -1.09 -0.12 -0.78 0.462594 0.676525 -6.52
245572_at hypothetical protein PPD2 AT4G14720 -1.11 -0.16 -0.78 0.462739 0.676608 -6.52
262949_at  pectinesterase, putative similar to pectinsks18 AT1G75790 1.06 0.09 0.78 0.462725 0.676608 -6.52
248263_at pectinesterase  ; supported by cDNA: gi_PMEPCRFAT5G53370 1.14 0.18 0.78 0.462737 0.676608 -6.52
255157_at hypothetical protein --- --- 1.05 0.07 0.78 0.462921 0.676831 -6.52
254325_at  putative protein various predicted prote --- AT4G22650 1.09 0.13 0.78 0.463016 0.676926 -6.52
266133_at putative C2H2-type zinc finger protein --- AT2G45120 -1.06 -0.08 -0.78 0.463073 0.676966 -6.52
267132_at unknown protein NAPRT2 AT2G23420 1.12 0.17 0.78 0.463107 0.676972 -6.52
254144_at putative protein --- AT4G24690 -1.07 -0.09 -0.78 0.463156 0.676997 -6.52
246178_s_aputative protein predicted proteins - Arab--- --- 1.08 0.11 0.78 0.463184 0.676997 -6.52
258869_at hypothetical protein similar to xylose tranAtVGT1 AT3G03090 -1.08 -0.11 -0.78 0.463278 0.677075 -6.52
257014_at hypothetical protein predicted by gensca--- AT3G26930 -1.08 -0.12 -0.78 0.463296 0.677075 -6.52



249090_at Expressed protein ; supported by cDNA --- AT5G43745 1.09 0.13 0.78 0.463571 0.677240 -6.52
257550_at hypothetical protein similar to GB:AAD02--- AT3G18460 1.08 0.11 0.78 0.463582 0.677240 -6.52
257238_at unknown protein  ; supported by cDNA: --- AT3G17430 -1.09 -0.12 -0.78 0.463587 0.677240 -6.52
253339_at metal-transporting P-type ATPase  ; supPAA1 AT4G33520 1.10 0.14 0.78 0.463524 0.677240 -6.52
249728_at GTPase activator-like protein of Rab-like--- AT5G24390 1.07 0.10 0.78 0.463518 0.677240 -6.52
246635_at hypothetical protein predicted by genem--- AT1G31720 -1.10 -0.13 -0.78 0.463535 0.677240 -6.52
258270_at putative lysophospholipase similar to lys--- AT3G15650 1.15 0.21 0.78 0.463665 0.677309 -6.52
264341_at hypothetical protein predicted by gensca--- AT1G70270 1.05 0.07 0.78 0.463694 0.677309 -6.52
257673_at  unknown protein similar to GB:BAA8793--- AT3G20370 1.08 0.11 0.78 0.463762 0.677365 -6.53
257239_at unknown protein --- AT3G24100 -1.07 -0.09 -0.78 0.463814 0.677367 -6.53
253904_at NWMU1 - 2S albumin 1 precursor  ; sup--- AT4G27140 1.06 0.08 0.78 0.463823 0.677367 -6.53
256690_at hypothetical protein predicted by gensca--- AT3G32160 1.08 0.11 0.78 0.463882 0.677411 -6.53
256846_at  pectin methylesterase, putative similar t--- AT3G27980 -1.05 -0.07 -0.78 0.464 0.677540 -6.53
264214_s_a MADS-box transcription factor, putative AGL38 AT1G65300 / 1.06 0.08 0.78 0.464213 0.677804 -6.53
255012_at putative protein  ;supported by full-length--- AT4G10030 -1.11 -0.16 -0.78 0.464241 0.677804 -6.53
267626_at putative cytochrome P450 CYP712A1AT2G42250 1.11 0.14 0.78 0.4643 0.677847 -6.53
252761_at putative protein several hypothetical pro --- AT3G42770 1.10 0.14 0.78 0.464354 0.677883 -6.53
265727_at putative DNA topoisomerase III beta --- AT2G32000 -1.06 -0.09 -0.78 0.464398 0.677903 -6.53
252860_at  putative protein bZIP protein, Arabidops--- AT4G39790 1.05 0.07 0.78 0.464569 0.678084 -6.53
258846_at unknown protein  ; supported by full-leng--- AT3G03070 1.06 0.08 0.78 0.464581 0.678084 -6.53
248719_at respiratory burst oxidase protein  ; suppoRBOHD AT5G47910 1.24 0.31 0.78 0.464668 0.678168 -6.53
254692_at  putative protein predicted protein, Arabi --- AT4G17860 1.06 0.09 0.77 0.464824 0.678265 -6.53
256450_at  NADPH oxidoreductase, putative simila --- AT1G75290 1.06 0.08 0.77 0.464795 0.678265 -6.53
257899_at  P-glycoprotein, putative similar to P-glyc--- AT3G28345 -1.06 -0.08 -0.77 0.464773 0.678265 -6.53
254220_at putative protein Arabidopsis hypothetica--- AT4G23780 1.06 0.08 0.77 0.464928 0.678374 -6.53
249545_at  putative transmembrane protein putativ --- AT5G38030 -1.05 -0.08 -0.77 0.465066 0.678532 -6.53
247246_at invertase inhibitor homolog (emb|CAA73C/VIF2 AT5G64620 1.12 0.16 0.77 0.465178 0.678542 -6.53
247881_at putative protein similar to unknown prote--- AT5G57700 1.16 0.22 0.77 0.465126 0.678542 -6.53
260837_at  fructose 1,6-bisphosphatase, putative s --- AT1G43670 -1.12 -0.17 -0.77 0.465183 0.678542 -6.53
251628_at  translation initiation factor 3 -like proteinEIF3E AT3G57290 -1.07 -0.10 -0.77 0.465207 0.678542 -6.53
266762_at putative alcohol dehydrogenase --- AT2G47120 -1.06 -0.08 -0.77 0.465222 0.678542 -6.53
263135_at  flavanone 3-hydroxylase, putative simila--- AT1G78550 -1.08 -0.11 -0.77 0.465278 0.678580 -6.53
263578_at  F-box protein family, AtFBL10 contains --- AT2G17020 1.06 0.08 0.77 0.465363 0.678661 -6.53
246302_at Ca2+/H+-exchanging protein-like ArabidCAX3 AT3G51860 1.22 0.29 0.77 0.465574 0.678925 -6.53
258446_at hypothetical protein predicted by genma--- AT3G22430 -1.06 -0.08 -0.77 0.465728 0.679106 -6.53



265820_at hypothetical protein predicted by gensca--- AT2G17940 -1.08 -0.11 -0.77 0.465924 0.679349 -6.53
249353_at oleosin  ; supported by cDNA: gi_72525 OLEO2 AT5G40420 -1.08 -0.11 -0.77 0.466006 0.679425 -6.53
249270_at putative protein similar to unknown prote--- AT5G41780 -1.05 -0.07 -0.77 0.466145 0.679583 -6.53
252208_at  putative protein hypothetical protein KIA--- AT3G50380 -1.10 -0.13 -0.77 0.466192 0.679609 -6.53
263227_at Expressed protein ; supported by cDNA --- AT1G30750 1.07 0.10 0.77 0.466272 0.679651 -6.53
250855_at  putative protein predicted proteins, Arab--- AT5G04730 1.06 0.09 0.77 0.466281 0.679651 -6.53
261991_at hypothetical protein predicted by genem--- AT1G33700 -1.08 -0.11 -0.77 0.466326 0.679674 -6.53
264064_at hypothetical protein predicted by gensca--- AT2G27900 -1.06 -0.08 -0.77 0.466526 0.679847 -6.53
253472_at hypothetical protein --- AT4G32230 1.06 0.09 0.77 0.466534 0.679847 -6.53
266524_at  putative importin, beta subunit   --- AT2G16960 1.07 0.09 0.77 0.46651 0.679847 -6.53
249723_at putative protein similar to unknown prote--- AT5G35430 -1.05 -0.07 -0.77 0.4667 0.680045 -6.53
245244_at  IAA-amino acid hydrolase, putative sim ILL6 AT1G44350 1.10 0.14 0.77 0.46681 0.680075 -6.53
256615_at hypothetical protein predicted by genem--- AT3G22250 1.08 0.11 0.77 0.466789 0.680075 -6.53
254949_at hypothetical protein --- AT4G11020 1.06 0.09 0.77 0.466764 0.680075 -6.53
260002_at  putative ABC transporter similar to ABCATNAP3 AT1G67940 1.11 0.15 0.77 0.467058 0.680350 -6.53
255091_at putative protein various predicted protein--- --- 1.05 0.07 0.77 0.467055 0.680350 -6.53
263881_at unknown protein  ; supported by cDNA: --- AT2G21820 -1.06 -0.09 -0.77 0.467101 0.680369 -6.53
259346_at putative glutamate dehydrogenase simil GDH3 AT3G03910 1.06 0.08 0.77 0.467177 0.680392 -6.53
247229_at putative protein contains similarity to tetr--- AT5G65160 1.10 0.13 0.77 0.467155 0.680392 -6.53
248205_at cotton fiber expressed protein 1-like prot--- AT5G54300 -1.21 -0.28 -0.77 0.467393 0.680543 -6.53
251300_at hypothetical protein  ;supported by full-le--- AT3G61980 1.09 0.12 0.77 0.4674 0.680543 -6.53
266041_s_ahypothetical protein --- --- -1.06 -0.09 -0.77 0.467329 0.680543 -6.53
245617_at hypothetical protein --- AT4G14490 -1.05 -0.07 -0.77 0.467392 0.680543 -6.53
257923_at hypothetical protein predicted by gensca--- AT3G23160 1.18 0.24 0.77 0.467498 0.680643 -6.53
245969_at  putative protein nuclear gene for chloro --- AT5G19830 -1.12 -0.16 -0.77 0.467717 0.680918 -6.53
247129_at alpha-mannosidase --- AT5G66150 1.10 0.14 0.77 0.467864 0.681089 -6.53
253704_at  X-Pro dipeptidase - like protein (fragme --- AT4G29490 -1.07 -0.09 -0.77 0.467972 0.681144 -6.53
263742_at predicted protein --- AT2G20625 1.06 0.08 0.77 0.467992 0.681144 -6.53
260353_at putative nitrilase-associated protein simiSP1L2 AT1G69230 -1.07 -0.10 -0.77 0.467937 0.681144 -6.53
247514_at  peptide methionine sulfoxide reductase PMSR1 AT5G61640 -1.08 -0.11 -0.77 0.468031 0.681158 -6.53
253616_at  blight-associated protein homolog bligh EXLB2 AT4G30380 1.05 0.08 0.77 0.468084 0.681191 -6.53
260526_at putative WD-40 repeat protein --- AT2G47410 -1.06 -0.08 -0.77 0.468297 0.681458 -6.53
265066_at  unknown protein location of ESTs est VFLA9 AT1G03870 -1.11 -0.15 -0.77 0.46838 0.681491 -6.53
260666_at unknown protein ;supported by full-lengtPARVUS AT1G19300 -1.17 -0.22 -0.77 0.468365 0.681491 -6.53
260552_at putative glyoxalase II  ; supported by cDGLX2-1 AT2G43430 -1.05 -0.07 -0.77 0.468608 0.681772 -6.53



266505_at unknown protein --- AT2G47830 1.06 0.08 0.77 0.468632 0.681772 -6.53
252030_at  hypothetical protein predicted proteins, --- AT3G52690 1.05 0.07 0.77 0.468748 0.681897 -6.53
254919_at RING-H2 finger protein RHA1b  ;suppor RHA1B AT4G11360 1.11 0.15 0.77 0.468869 0.681986 -6.53
253102_at Expressed protein ; supported by full-len--- AT4G36105 1.09 0.13 0.77 0.468852 0.681986 -6.53
257528_at hypothetical protein predicted by genefin--- AT3G02125 1.06 0.08 0.77 0.468991 0.682120 -6.53
246938_at cyclin 3a CYCA2;1 AT5G25380 1.07 0.10 0.77 0.469052 0.682165 -6.53
260716_at peroxiredoxin identical to SP:O04005 froATPER1 AT1G48130 1.08 0.11 0.77 0.469092 0.682179 -6.53
261856_at hypothetical protein --- AT1G50530 -1.07 -0.10 -0.77 0.469186 0.682272 -6.53
249872_at unknown protein --- AT5G23130 1.20 0.27 0.77 0.469253 0.682283 -6.53
252461_at  putative protein predicted protein, Arabi --- --- 1.07 0.10 0.77 0.469239 0.682283 -6.53
254979_at subtilisin-like serine protease contains s --- AT4G10550 -1.06 -0.09 -0.77 0.469319 0.682336 -6.53
246729_at putative protein --- AT5G28070 -1.06 -0.08 -0.77 0.469425 0.682447 -6.53
261267_at unknown protein ;supported by full-lengt --- AT1G26750 1.07 0.10 0.77 0.469584 0.682634 -6.53
253068_at  putative protein Kaposi's sarcoma-asso --- AT4G37820 -1.06 -0.09 -0.77 0.469633 0.682661 -6.53
259186_at unknown protein similar to possible apos--- AT3G01590 -1.07 -0.10 -0.77 0.469729 0.682758 -6.53
261427_at  protein kinase, putative similar to CRK1IBS1 AT1G18670 1.12 0.17 0.77 0.469777 0.682785 -6.53
256424_at unknown protein ;supported by full-lengt --- AT1G33490 1.06 0.09 0.77 0.469816 0.682797 -6.53
247234_at putative protein similar to unknown prote--- AT5G64980 -1.06 -0.08 -0.77 0.469891 0.682863 -6.53
264349_at putative Proline synthetase associated p--- AT1G11930 1.05 0.07 0.76 0.470301 0.683354 -6.53
259798_at hypothetical protein predicted by genem--- AT1G64310 1.08 0.12 0.76 0.470298 0.683354 -6.53
252024_at  monodehydroascorbate reductase (NADATMDAR1AT3G52880 -1.08 -0.11 -0.76 0.470319 0.683354 -6.53
261688_at unknown protein contains similarity to pr--- AT1G47380 1.20 0.26 0.76 0.470419 0.683456 -6.53
250517_at  serine-type carboxypeptidase II-like proscpl35 AT5G08260 1.18 0.24 0.76 0.470649 0.683746 -6.54
246804_at putative protein --- --- 1.05 0.08 0.76 0.470737 0.683830 -6.54
255787_at putative cinnamoyl-CoA reductase highl --- AT2G33590 -1.09 -0.12 -0.76 0.470881 0.683997 -6.54
252309_at cysteine protease contains similarity to c--- AT3G49340 -1.06 -0.09 -0.76 0.470943 0.684043 -6.54
255030_at putative protein retrovirus-related polypr --- --- 1.06 0.09 0.76 0.471076 0.684193 -6.54
264982_at hypothetical protein predicted by gensca--- AT1G27220 1.07 0.10 0.76 0.471129 0.684225 -6.54
258546_at hypothetical protein predicted by genscaemb1974 AT3G07060 1.06 0.09 0.76 0.471219 0.684313 -6.54
254336_at  aspartic proteinase like protein oryzasin--- AT4G22050 1.08 0.11 0.76 0.471306 0.684396 -6.54
267641_at Argonaute (AGO1)-like protein AGO6 AT2G32940 1.05 0.07 0.76 0.471444 0.684488 -6.54
263988_at floral homeodomain transcription factor SHP2 AT2G42830 -1.06 -0.08 -0.76 0.471489 0.684488 -6.54
253015_at hypothetical protein --- AT4G37950 -1.06 -0.09 -0.76 0.471467 0.684488 -6.54
265341_at hypothetical protein predicted by gensca--- AT2G18360 1.09 0.12 0.76 0.471438 0.684488 -6.54
245915_s_a tubulin alpha-5 chain-like protein tubulinTUA3 AT5G19770 / -1.06 -0.09 -0.76 0.471765 0.684713 -6.54



264297_at hypothetical protein similar to hypothetic--- AT1G78710 1.05 0.07 0.76 0.471725 0.684713 -6.54
265401_at hypothetical protein predicted by gensca--- AT2G10970 1.06 0.08 0.76 0.471709 0.684713 -6.54
257695_at hypothetical protein contains Pfam profilHUA1 AT3G12680 -1.07 -0.09 -0.76 0.47176 0.684713 -6.54
251490_at putative protein --- AT3G59490 1.08 0.11 0.76 0.471864 0.684814 -6.54
248730_at putative protein similar to unknown prote--- AT5G48050 1.08 0.11 0.76 0.471901 0.684824 -6.54
255909_at  cdc2+/CDC28-related protein kinase, puCDKD1;3 AT1G18040 -1.10 -0.14 -0.76 0.472003 0.684928 -6.54
248521_s_anodulin-like protein ; supported by cDNA--- AT5G50520 / 1.06 0.09 0.76 0.472151 0.685012 -6.54
257358_at unknown protein predicted by genscan --- AT2G40990 1.10 0.13 0.76 0.472112 0.685012 -6.54
266610_at Ac-like transposase related to Ac/Ds tra --- --- -1.05 -0.07 -0.76 0.472133 0.685012 -6.54
248865_at putative protein similar to unknown prote--- AT5G46790 1.08 0.12 0.76 0.472409 0.685343 -6.54
250992_at  expansin precursor - like protein expansATEXPA9 AT5G02260 1.16 0.22 0.76 0.472439 0.685343 -6.54
263075_at hypothetical protein predicted by genefin--- AT2G17570 1.09 0.13 0.76 0.472576 0.685498 -6.54
262225_at  pectinesterase, putative similar to pectinATPME1 AT1G53840 1.14 0.19 0.76 0.472671 0.685593 -6.54
253830_at Expressed protein ; supported by full-len--- AT4G27652 1.30 0.38 0.76 0.472964 0.685974 -6.54
261428_at  isochorismate synthase, putative simila ICS2 AT1G18870 1.10 0.14 0.76 0.473127 0.686166 -6.54
255531_at  hypothetical protein similar to orf on MA--- AT4G02160 -1.06 -0.09 -0.76 0.473177 0.686195 -6.54
251722_at  putative protein neuronal glutamine tran--- AT3G56200 -1.12 -0.16 -0.76 0.473338 0.686385 -6.54
252584_at putative protein several hypothetical pro --- AT3G45560 1.06 0.08 0.76 0.473424 0.686466 -6.54
259647_at  acetyl-CoA synthetase, putative similar --- AT1G55325 -1.07 -0.10 -0.76 0.473456 0.686469 -6.54
263913_at putative receptor-like protein kinase --- AT2G36570 1.11 0.15 0.76 0.473522 0.686481 -6.54
245804_at hypothetical protein predicted by genem--- AT1G46696 1.05 0.07 0.76 0.473525 0.686481 -6.54
247151_at unknown protein  ;supported by full-lengbHLH093 AT5G65640 1.11 0.15 0.76 0.473571 0.686505 -6.54
257143_at  cytochrome P450, putative contains PfaCYP705A2AT3G20110 -1.07 -0.10 -0.76 0.473634 0.686509 -6.54
256847_at  early nodule-specific protein, putative s --- AT3G27950 1.06 0.09 0.76 0.47362 0.686509 -6.54
254269_at  putative serine/threonine kinase MAP3K--- AT4G23050 1.08 0.11 0.76 0.473779 0.686631 -6.54
252631_s_a putative protein predicted proteins, Arab--- --- -1.05 -0.07 -0.76 0.473775 0.686631 -6.54
258479_at hypothetical protein predicted by gensca--- AT3G02440 1.06 0.09 0.76 0.474061 0.686935 -6.54
255905_at  tonoplast intrinsic protein, putative simil BETA-TIP AT1G17810 -1.11 -0.15 -0.76 0.474078 0.686935 -6.54
265055_at hypothetical protein similar to hypothetic--- --- 1.06 0.09 0.76 0.474041 0.686935 -6.54
261489_at hypothetical protein contains similarity to--- AT1G14450 -1.05 -0.07 -0.76 0.474125 0.686959 -6.54
245562_at OBP33pep like protein contains non_co --- AT4G15520 -1.08 -0.11 -0.76 0.474266 0.687075 -6.54
257770_at unknown protein  ;supported by full-lengLFR AT3G22990 -1.07 -0.09 -0.76 0.47425 0.687075 -6.54
263319_at putative anion exchange protein identicaBOR1 AT2G47160 1.13 0.17 0.76 0.474401 0.687228 -6.54
267620_at  putative beta-1,3-glucanase   --- AT2G39640 1.06 0.08 0.76 0.474462 0.687251 -6.54
258348_at unknown protein  ;supported by full-leng--- AT3G17710 1.06 0.09 0.76 0.474485 0.687251 -6.54



246788_at  putative protein hypothetical proteins - AAGL89 AT5G27580 -1.05 -0.08 -0.76 0.474507 0.687251 -6.54
261227_at  proteasome regulatory subunit S3, putaEMB2719 AT1G20200 -1.05 -0.08 -0.76 0.474746 0.687553 -6.54
250453_at  putative protein predicted protein, Bacil --- AT5G10620 1.08 0.11 0.76 0.474788 0.687570 -6.54
252610_x_a putative protein putative MuDR protein --- --- 1.05 0.07 0.76 0.474844 0.687608 -6.54
258017_at unknown protein --- AT3G19370 -1.12 -0.17 -0.76 0.474937 0.687608 -6.54
262697_at  beta-glucosidase, putative similar to betATA27 AT1G75940 1.06 0.08 0.76 0.474878 0.687608 -6.54
248642_at putative protein similar to unknown prote--- AT5G49120 -1.06 -0.09 -0.76 0.474919 0.687608 -6.54
250778_at unknown protein ;supported by full-lengt --- AT5G05500 1.06 0.09 0.76 0.474965 0.687608 -6.54
256685_at hypothetical protein predicted by genem--- AT3G32100 1.07 0.09 0.76 0.475092 0.687749 -6.54
259279_at putative cystathionine gamma-synthase MTO1 AT3G01120 -1.06 -0.08 -0.76 0.475217 0.687885 -6.54
245724_at hypothetical protein predicted by genem--- AT1G73390 1.11 0.15 0.76 0.475324 0.687997 -6.54
263303_at unknown protein  ;supported by full-leng--- AT2G15240 -1.07 -0.10 -0.76 0.475356 0.687999 -6.54
266511_at putative ATP-dependent RNA helicase A--- AT2G47680 -1.08 -0.11 -0.76 0.475439 0.688042 -6.54
263955_at putative E2F5 family transcription factor E2F3 AT2G36010 1.10 0.13 0.76 0.475446 0.688042 -6.54
255461_at ent-kaurene synthetase A - like protein  GA1 AT4G02780 1.07 0.09 0.76 0.475522 0.688085 -6.54
250456_at 26S proteasome p55 protein-like  ; suppEMB2107 AT5G09900 -1.09 -0.12 -0.76 0.475566 0.688085 -6.54
248233_at  F-box protein family, AtFBL13 contains --- AT5G53840 -1.06 -0.09 -0.76 0.475564 0.688085 -6.54
250643_at putative protein similar to unknown prote--- AT5G06780 -1.05 -0.08 -0.76 0.475662 0.688180 -6.54
264719_at  receptor-like kinase, putative similar to --- AT1G70110 1.09 0.13 0.76 0.475709 0.688205 -6.54
253121_at  putative protein predicted protein, Caen--- AT4G35890 -1.05 -0.07 -0.75 0.475884 0.688283 -6.54
264626_at unknown protein AS2 AT1G65620 -1.10 -0.14 -0.75 0.47588 0.688283 -6.54
266011_at unknown protein --- AT2G37440 1.06 0.09 0.75 0.475852 0.688283 -6.54
254843_at  putative protein TAK1 binding protein - --- AT4G11860 -1.05 -0.07 -0.75 0.475877 0.688283 -6.54
256137_at  auxin-regulated protein, putative similar --- AT1G48690 -1.05 -0.07 -0.75 0.475963 0.688353 -6.54
248210_at ethylene-forming-enzyme-like dioxygena--- AT5G54000 1.06 0.08 0.75 0.476196 0.688648 -6.54
245149_at putative SWI/SNF family transcription acATSWI3A AT2G47620 -1.07 -0.09 -0.75 0.476279 0.688723 -6.54
247947_at auxin transport protein EIR1 (gb|AAC39 EIR1 AT5G57090 1.08 0.11 0.75 0.476311 0.688726 -6.54
257720_at hypothetical protein similar to GB:AAD02--- AT3G18450 1.07 0.10 0.75 0.476382 0.688786 -6.54
259022_at  putative asparaginyl-tRNA synthetase CNS2 AT3G07420 1.10 0.14 0.75 0.476597 0.688790 -6.54
263208_at  zinc finger protein 5, ZFP5 possible tranZFP5 AT1G10480 1.08 0.11 0.75 0.476579 0.688790 -6.54
251269_at  putative protein Pm5 protein - Homo sa --- AT3G62360 -1.08 -0.11 -0.75 0.476574 0.688790 -6.54
251135_at  putative protein proteophosphoglycan p--- AT5G01280 -1.06 -0.08 -0.75 0.476496 0.688790 -6.54
261619_x_ahypothetical protein --- --- 1.06 0.08 0.75 0.476543 0.688790 -6.54
253059_s_aputative protein other predicted proteins HHP5 AT4G37680 / -1.11 -0.14 -0.75 0.476502 0.688790 -6.54
257496_s_ahypothetical protein predicted by grail --- AT2G43730 / -1.08 -0.11 -0.75 0.476424 0.688790 -6.54



261246_at unknown protein SYTB AT1G20080 1.06 0.09 0.75 0.476652 0.688827 -6.54
261213_at unknown protein ; supported by cDNA: g--- AT1G12970 -1.06 -0.08 -0.75 0.476714 0.688872 -6.54
251147_at  kinesin heavy chain - like protein kinesi --- AT3G63480 1.06 0.09 0.75 0.47689 0.689083 -6.54
263541_at unknown protein  ; supported by full-leng--- AT2G24860 1.06 0.08 0.75 0.477019 0.689095 -6.54
255104_at Expressed protein ; supported by full-lenSAH7 AT4G08685 -1.24 -0.31 -0.75 0.476989 0.689095 -6.54
258630_at  putative CCHC-type zinc finger protein --- AT3G02820 1.10 0.13 0.75 0.476937 0.689095 -6.54
260942_s_ahypothetical protein contains similarity to--- AT1G45190 / -1.06 -0.09 -0.75 0.477016 0.689095 -6.54
245513_at SYBL1 like protein ATVAMP7 AT4G15780 -1.12 -0.16 -0.75 0.477061 0.689112 -6.54
250812_at putative protein similar to unknown prote--- AT5G04900 -1.06 -0.08 -0.75 0.477114 0.689144 -6.54
248100_at  beta-1,3-glucanase-like protein  ;suppo --- AT5G55180 -1.20 -0.26 -0.75 0.477318 0.689396 -6.54
264364_at unknown protein Similar to gb|U85207 s --- AT1G03330 -1.05 -0.08 -0.75 0.477429 0.689424 -6.54
254887_at  putative protein various predicted prote --- AT4G11770 1.07 0.09 0.75 0.477371 0.689424 -6.54
266584_s_aputative steroid sulfotransferase ST4C AT1G13430 / -1.05 -0.07 -0.75 0.477424 0.689424 -6.54
266736_at putative cytochrome P450  ; supported bCYP709B1AT2G46960 1.05 0.08 0.75 0.477543 0.689546 -6.54
263147_at  polyubiquitin, putative similar to polyubi --- AT1G53980 -1.05 -0.07 -0.75 0.477602 0.689587 -6.54
245174_at putative kinesin heavy chain --- AT2G47500 -1.12 -0.16 -0.75 0.477686 0.689665 -6.55
255937_at  transcriptional activator CBF1, putative DDF1 AT1G12610 1.13 0.18 0.75 0.477772 0.689746 -6.55
247138_at 3-dehydroquinate synthase-like protein  --- AT5G66120 1.10 0.13 0.75 0.477835 0.689792 -6.55
266166_at putative glucosyltransferase  ; supported--- AT2G28080 1.09 0.13 0.75 0.478053 0.689843 -6.55
260123_at  AIG1-like protein similar to AIG1 protein--- AT1G33890 -1.06 -0.08 -0.75 0.478021 0.689843 -6.55
265324_at hypothetical protein predicted by genefinATCOAD AT2G18250 -1.07 -0.10 -0.75 0.477969 0.689843 -6.55
251591_at  carboxyl terminal protease - like protein --- AT3G57680 1.12 0.16 0.75 0.477933 0.689843 -6.55
246054_at  putative protein predicted proteins, Arab--- AT5G08360 1.06 0.08 0.75 0.478045 0.689843 -6.55
261866_at  scarecrow-like 3 identical to GB:AAD24SCL3 AT1G50420 -1.27 -0.35 -0.75 0.478081 0.689843 -6.55
261330_at  transcription factor, putative similar to GMCM2 AT1G44900 -1.24 -0.31 -0.75 0.477948 0.689843 -6.55
250240_at unknown protein --- AT5G13590 -1.10 -0.13 -0.75 0.478115 0.689848 -6.55
262923_at Dhp1-like protein similar to Dhp1 proteinXRN3 AT1G75660 1.06 0.08 0.75 0.478151 0.689856 -6.55
256338_at hypothetical protein similar to seed matu--- AT1G72100 1.06 0.09 0.75 0.478326 0.689977 -6.55
249517_at putative protein similar to unknown prote--- AT5G38580 1.05 0.07 0.75 0.478321 0.689977 -6.55
263436_at hypothetical protein --- AT2G28690 1.07 0.09 0.75 0.478277 0.689977 -6.55
258118_at unknown protein --- AT3G14710 1.08 0.11 0.75 0.47838 0.690012 -6.55
261895_at metal ion transporter identical to GB:AA NRAMP1 AT1G80830 1.16 0.21 0.75 0.478461 0.690075 -6.55
259557_at hypothetical protein WAK4 AT1G21210 -1.05 -0.08 -0.75 0.478484 0.690075 -6.55
256324_at  MATE efflux family protein, putative con--- AT1G66760 1.28 0.36 0.75 0.478598 0.690196 -6.55
254765_at hypothetical protein --- AT4G13270 -1.07 -0.10 -0.75 0.478633 0.690202 -6.55



252280_at  SF16 -like protein SF16 protein, pollen iqd21 AT3G49260 1.17 0.22 0.75 0.478709 0.690241 -6.55
262986_at unknown protein similar to hypothetical p--- AT1G23390 -1.12 -0.17 -0.75 0.478721 0.690241 -6.55
254666_at  translation initiation factor eIF-2 gamma--- AT4G18330 1.05 0.07 0.75 0.478843 0.690330 -6.55
245343_at hypothetical protein ;supported by full-le --- AT4G15830 1.05 0.07 0.75 0.478873 0.690330 -6.55
247581_at  receptor-like protein kinase precursor - --- AT5G61350 -1.05 -0.08 -0.75 0.478866 0.690330 -6.55
253050_at  putative protein probable arabinogalactaAGP18 AT4G37450 1.21 0.28 0.75 0.479006 0.690479 -6.55
248960_at subtilisin-like protease --- AT5G45640 -1.09 -0.12 -0.75 0.479116 0.690594 -6.55
255312_at putative transposon protein --- --- -1.06 -0.08 -0.75 0.479186 0.690650 -6.55
255150_at putative xylan endohydrolase --- AT4G08160 1.11 0.15 0.75 0.479228 0.690667 -6.55
260497_at 40S ribosomal protein S2  ;supported by--- AT2G41840 -1.14 -0.19 -0.75 0.479299 0.690686 -6.55
247756_at subtilisin-like serine protease contains s --- AT5G59100 1.06 0.08 0.75 0.479302 0.690686 -6.55
246887_at  hexose transporter - like protein hexose--- AT5G26250 -1.06 -0.09 -0.75 0.479405 0.690755 -6.55
262863_at  rhamnosyltransferase, putative similar t --- AT1G64910 1.06 0.09 0.75 0.47941 0.690755 -6.55
265460_at putative caltractin  ;supported by full-len --- AT2G46600 -1.11 -0.15 -0.75 0.479448 0.690767 -6.55
245988_at  putative protein predicted protein, Plasm--- AT5G20610 -1.08 -0.12 -0.75 0.4796 0.690941 -6.55
263127_at hypothetical protein predicted by genemMSL6 AT1G78610 1.07 0.10 0.75 0.479819 0.691140 -6.55
249991_at  zinc finger -like protein zinc finger prote --- AT5G18550 1.06 0.08 0.75 0.479779 0.691140 -6.55
248869_at putative protein contains similarity to RN--- AT5G46840 -1.11 -0.15 -0.75 0.479859 0.691140 -6.55
253231_at  Nonclathrin coat protein gamma - like p --- AT4G34450 1.07 0.09 0.75 0.479849 0.691140 -6.55
260494_at putative receptor-like protein kinase --- AT2G41820 -1.08 -0.11 -0.75 0.479897 0.691152 -6.55
256869_at  nodulin, putative similar to nodulin GB:A--- AT3G26420 / -1.09 -0.13 -0.75 0.480079 0.691239 -6.55
248657_at peptidylprolyl isomerase ROF2 AT5G48570 -1.47 -0.56 -0.75 0.48005 0.691239 -6.55
255911_at  receptor-like kinase, putative similar to --- AT1G66930 -1.05 -0.07 -0.75 0.48006 0.691239 -6.55
265302_at Mutator-like transposase similar to  MUR--- --- 1.05 0.07 0.75 0.480074 0.691239 -6.55
251316_s_a putative protein putative protein BcDNA--- AT3G61480 / -1.06 -0.09 -0.75 0.480113 0.691244 -6.55
251473_at  putative protein myrosinase-binding pro--- AT3G59610 1.09 0.12 0.75 0.480167 0.691278 -6.55
267582_at putative protein kinase contains a protei --- AT2G41970 1.06 0.08 0.75 0.480227 0.691278 -6.55
250076_at putative protein; similar to unknown prot --- AT5G16660 -1.07 -0.10 -0.75 0.480214 0.691278 -6.55
259813_at  glutathione S-transferase, putative simi ATGSTF14AT1G49860 -1.06 -0.09 -0.75 0.480415 0.691348 -6.55
247245_at putative protein similar to unknown prote--- AT5G64720 -1.05 -0.08 -0.75 0.480373 0.691348 -6.55
252321_at hypothetical protein  ;supported by full-le--- AT3G48510 -1.07 -0.09 -0.75 0.480384 0.691348 -6.55
255873_at hypothetical protein predicted by genscaLBD13 AT2G30340 1.06 0.09 0.75 0.480335 0.691348 -6.55
246013_at  vacuolar calcium binding protein - like v --- AT5G10660 1.05 0.08 0.75 0.480433 0.691348 -6.55
254288_at  putative protein Human mRNA for KIAAAESP AT4G22970 1.05 0.07 0.75 0.480458 0.691348 -6.55
248383_at putative protein contains similarity to cyt --- AT5G51900 1.06 0.08 0.75 0.480696 0.691646 -6.55



250609_at peptide methionine sulfoxide reductase PMSR3 AT5G07470 -1.05 -0.08 -0.75 0.480827 0.691791 -6.55
263348_at cytoplasmic aconitate hydratase --- AT2G05710 1.09 0.12 0.75 0.480952 0.691880 -6.55
257637_at terpene synthase-related protein contain--- AT3G25810 1.05 0.07 0.75 0.481047 0.691880 -6.55
263406_at  subtilisin-like serine protease AIR3 almoAIR3 AT2G04160 -1.18 -0.24 -0.75 0.481045 0.691880 -6.55
258843_at putative protein kinase similar to hypothe--- AT3G04690 1.06 0.08 0.75 0.48107 0.691880 -6.55
265211_at late embryogenesis abundant protein (AATECP63 AT2G36640 -1.05 -0.07 -0.75 0.480953 0.691880 -6.55
249246_at unknown protein --- AT5G42290 -1.05 -0.08 -0.75 0.481042 0.691880 -6.55
264642_at putative CCAAT-binding transcription facNF-YB4 AT1G09030 1.06 0.09 0.75 0.48111 0.691893 -6.55
251732_at  putative protein prenylated Rab acceptoPRA1.B1 AT3G56110 1.05 0.08 0.75 0.481153 0.691912 -6.55
267560_at putative cytochrome P450 CYP76C3 AT2G45580 1.07 0.09 0.75 0.481246 0.692001 -6.55
264079_at putative seed storage protein (vicilin-like--- AT2G28490 1.06 0.08 0.74 0.481515 0.692311 -6.55
248740_at putative protein contains similarity to bZ --- AT5G48130 1.08 0.11 0.74 0.481552 0.692311 -6.55
261523_at  protein tyrosine phosphatase identical t PTP1 AT1G71860 1.06 0.08 0.74 0.481524 0.692311 -6.55
252524_at  putative protein mitochondrial ATP SYN--- AT3G46430 -1.07 -0.10 -0.74 0.481637 0.692333 -6.55
255129_at  nodulin-like protein nodulin gene MtN21--- AT4G08290 1.16 0.21 0.74 0.481671 0.692333 -6.55
253217_at  actin depolymerizing factor - like proteinADF9 AT4G34970 -1.15 -0.20 -0.74 0.481601 0.692333 -6.55
265194_at  1-aminocyclopropane-1-carboxylate oxiEFE AT1G05010 1.15 0.20 0.74 0.481689 0.692333 -6.55
265277_at unknown protein  ;supported by full-leng--- AT2G28410 -1.18 -0.24 -0.74 0.481824 0.692484 -6.55
266214_at putative retroelement integrase --- --- 1.05 0.07 0.74 0.481861 0.692493 -6.55
259980_at unknown protein  ;supported by full-leng--- AT1G76520 1.13 0.18 0.74 0.481933 0.692525 -6.55
249130_at putative protein contains similarity to chl --- AT5G43100 -1.05 -0.07 -0.74 0.481968 0.692525 -6.55
258056_at hypothetical protein similar to GB:AAD18--- AT3G29010 1.08 0.12 0.74 0.481975 0.692525 -6.55
264248_at hypothetical protein predicted by gensca--- AT1G78700 1.09 0.12 0.74 0.482086 0.692641 -6.55
248245_at MtN3 protein-like --- AT5G53190 1.07 0.10 0.74 0.482156 0.692698 -6.55
259487_at hypothetical protein contains similarity toTRFL5 AT1G15720 1.05 0.07 0.74 0.482244 0.692742 -6.55
245643_at  myb-related transcription factor (cpm7),MYB116 AT1G25340 1.06 0.08 0.74 0.482247 0.692742 -6.55
266609_at unknown protein  ; supported by cDNA: SRO1 AT2G35510 -1.09 -0.12 -0.74 0.482414 0.692856 -6.55
266573_at unknown protein --- AT2G23860 1.08 0.12 0.74 0.482425 0.692856 -6.55
247710_at  receptor-like protein kinase receptor-like--- AT5G59260 1.05 0.07 0.74 0.482439 0.692856 -6.55
259809_at hypothetical protein predicted by genem--- AT1G49800 1.09 0.13 0.74 0.482448 0.692856 -6.55
260304_at unknown protein identical to most of OB --- AT1G70480 1.10 0.14 0.74 0.482627 0.693052 -6.55
253936_at  STIG1 like protein STIG1 protein - com --- AT4G26880 1.06 0.08 0.74 0.482675 0.693052 -6.55
259547_at  gypsy/Ty3 element polyprotein, putative--- --- 1.06 0.08 0.74 0.482653 0.693052 -6.55
261092_at unknown protein --- AT1G62870 1.05 0.07 0.74 0.482743 0.693062 -6.55
259894_at hypothetical protein predicted by gensca--- AT1G71430 1.07 0.10 0.74 0.482737 0.693062 -6.55



250343_at  putative protein density regulated prote --- AT5G11900 -1.06 -0.08 -0.74 0.482854 0.693178 -6.55
257420_at hypothetical protein predicted by genem--- AT1G77250 -1.07 -0.10 -0.74 0.482991 0.693288 -6.55
252660_at putative protein --- AT3G44440 -1.05 -0.07 -0.74 0.482971 0.693288 -6.55
264210_at  putative myb-related transcription factorMYB3 AT1G22640 -1.09 -0.13 -0.74 0.48322 0.693572 -6.55
255580_at putative water channel protein TIP1;3 AT4G01470 1.08 0.11 0.74 0.483409 0.693776 -6.55
263012_at  homeotic protein, putative similar to homKNAT6 AT1G23380 -1.05 -0.07 -0.74 0.483423 0.693776 -6.55
261562_at  actin depolymerizing factor, putative simADF11 AT1G01750 1.08 0.11 0.74 0.483488 0.693826 -6.55
248059_at putative protein similar to unknown proteTRN1 AT5G55540 -1.12 -0.16 -0.74 0.48362 0.693840 -6.55
250568_at putative protein several putative ATP-de--- AT5G08110 -1.06 -0.09 -0.74 0.483564 0.693840 -6.55
246875_at  pathogenesis-related protein - like patho--- AT5G26130 1.06 0.08 0.74 0.48361 0.693840 -6.55
250638_at glycine-rich protein atGRP-6 GRP16 AT5G07540 -1.08 -0.10 -0.74 0.483544 0.693840 -6.55
251878_at  putative protein predicted protein, Arabi --- AT3G54310 -1.05 -0.07 -0.74 0.483729 0.693954 -6.55
262204_at unknown protein  ; supported by full-leng--- AT2G01100 1.06 0.08 0.74 0.484126 0.694480 -6.55
257137_at  P-glycoprotein, putative similar to P-glycABCB19 AT3G28860 -1.23 -0.29 -0.74 0.484506 0.694662 -6.55
260553_at unknown protein similar to T11A07.9 --- AT2G41800 1.06 0.08 0.74 0.484494 0.694662 -6.55
250661_at nucleoid DNA-binding-like protein  ;supp--- AT5G07030 -1.43 -0.51 -0.74 0.484446 0.694662 -6.55
260894_at hypothetical protein contains similarity to--- AT1G29220 -1.06 -0.08 -0.74 0.484527 0.694662 -6.55
262323_at  6-phosphogluconate dehydrogenase, p --- AT1G64190 1.05 0.07 0.74 0.484463 0.694662 -6.55
254437_s_aputative protein --- AT3G06433 -1.10 -0.14 -0.74 0.484476 0.694662 -6.55
248317_at unknown protein --- AT5G52680 1.06 0.08 0.74 0.484426 0.694662 -6.55
257090_at  protein kinase, putative contains Pfam p--- AT3G20530 -1.06 -0.09 -0.74 0.48433 0.694662 -6.55
265527_at putative Athila retroelement ORF1 prote --- --- -1.05 -0.07 -0.74 0.48441 0.694662 -6.55
254895_at hypothetical protein --- AT4G11870 -1.08 -0.11 -0.74 0.484561 0.694667 -6.55
258043_at unknown protein  ; supported by cDNA: --- AT3G21290 -1.05 -0.07 -0.74 0.484661 0.694766 -6.55
251561_at E2 ubiquitin-conjugating-like enzyme AhSCE1 AT3G57870 -1.05 -0.07 -0.74 0.484765 0.694871 -6.55
261901_at J8-like protein similar to DnaJ homologuJ8 AT1G80920 1.06 0.09 0.74 0.48494 0.695069 -6.56
256651_at hypothetical protein predicted by genem--- AT3G18840 1.07 0.10 0.74 0.484986 0.695069 -6.56
264495_at hypothetical protein predicted by genscaRIC2 AT1G27380 -1.06 -0.08 -0.74 0.484995 0.695069 -6.56
254104_at  putative protein predicted protein, Arabi --- AT4G25040 1.07 0.10 0.74 0.485045 0.695099 -6.56
252485_at  disease resistance protein RPP13-like pRPP13 AT3G46530 -1.06 -0.09 -0.74 0.485254 0.695310 -6.56
261797_at  cation-chloride co-transporter, putative --- AT1G30455 -1.06 -0.09 -0.74 0.485253 0.695310 -6.56
262037_at hypothetical protein predicted by genem--- --- 1.06 0.08 0.74 0.485334 0.695381 -6.56
254039_at  putative protein Human GS1 (protein of GPP1 AT4G25840 -1.08 -0.11 -0.74 0.485388 0.695415 -6.56
257655_at  unknown protein contains Pfam profiles--- AT3G13350 -1.13 -0.18 -0.74 0.485444 0.695451 -6.56
249538_at  kanadaptin - like protein unnamed ORF--- AT5G38840 -1.06 -0.08 -0.74 0.485494 0.695480 -6.56



246923_at  putative multispanning membrane prote--- AT5G25100 -1.07 -0.10 -0.74 0.485639 0.695643 -6.56
264282_at hypothetical protein similar to hypothetic--- AT1G61840 1.06 0.09 0.74 0.48573 0.695709 -6.56
261096_at  4-coumarate:coenzyme A ligase, putativACOS5 AT1G62940 1.06 0.09 0.74 0.485746 0.695709 -6.56
244905_at hypothetical protein --- --- -1.06 -0.08 -0.74 0.485822 0.695774 -6.56
258407_at unknown protein similar to unknown pro --- AT3G17620 1.09 0.13 0.74 0.485927 0.695882 -6.56
267536_at phospholipase D  ; supported by cDNA: PLDBETA AT2G42010 1.07 0.10 0.74 0.485965 0.695892 -6.56
253651_at  putative protein nucleoid DNA-binding p--- AT4G30030 1.07 0.10 0.74 0.486185 0.696120 -6.56
262403_s_a mutator-like transposase, putative simila--- --- -1.05 -0.07 -0.74 0.486175 0.696120 -6.56
246269_at putative protein --- AT4G37110 -1.13 -0.18 -0.74 0.486225 0.696133 -6.56
264097_s_a NADH dehydrogenase, putative similar --- AT1G16700 / 1.06 0.08 0.74 0.486268 0.696151 -6.56
252974_at putative protein  ; supported by cDNA: gMTN1 AT4G38800 1.06 0.08 0.74 0.486394 0.696183 -6.56
251716_at  anthranilate synthase alpha-1 chain - lik--- AT3G55870 -1.06 -0.08 -0.74 0.486406 0.696183 -6.56
265237_s_ahypothetical protein --- AT2G07706 1.06 0.09 0.74 0.486412 0.696183 -6.56
245717_at Expressed protein ; supported by cDNA --- AT5G33390 -1.06 -0.09 -0.74 0.486386 0.696183 -6.56
254553_at  TMV resistance protein N - like TMV res--- AT4G19530 -1.12 -0.16 -0.74 0.486488 0.696248 -6.56
262692_at hypothetical protein predicted by genem--- --- 1.06 0.09 0.74 0.48669 0.696493 -6.56
266540_at hypothetical protein predicted by gensca--- AT2G35310 1.06 0.08 0.74 0.486764 0.696522 -6.56
262438_at hypothetical protein identical to hypothet--- AT1G47410 -1.12 -0.16 -0.74 0.486771 0.696522 -6.56
250396_at  zinc finger -like protein CCHH finger pro--- AT5G10970 1.15 0.20 0.74 0.48682 0.696548 -6.56
251304_at putative protein several O-methyltransfe--- AT3G61990 1.22 0.29 0.74 0.487016 0.696785 -6.56
246609_at  putative receptor-like protein kinase rec--- AT5G35390 -1.05 -0.07 -0.73 0.487272 0.697107 -6.56
254845_at hydroxymethylglutaryl-CoA synthase  ;s MVA1 AT4G11820 1.08 0.11 0.73 0.487316 0.697121 -6.56
253419_at  putative protein predicted proteins, Arab--- AT4G32780 -1.07 -0.10 -0.73 0.487374 0.697121 -6.56
259353_at putative branched-chain amino acid ami --- AT3G05190 -1.05 -0.07 -0.73 0.487364 0.697121 -6.56
266262_at hypothetical protein predicted by gensca--- AT2G27590 -1.11 -0.15 -0.73 0.487419 0.697142 -6.56
249212_at putative protein strong similarity to unkn --- AT5G42690 1.06 0.09 0.73 0.487494 0.697196 -6.56
261047_at hypothetical protein predicted by genemAPUM22 AT1G01410 1.11 0.15 0.73 0.487518 0.697196 -6.56
262511_at  syntaxin-related protein At-SYR1, putat SYP125 AT1G11250 1.08 0.11 0.73 0.487551 0.697201 -6.56
245554_at cytochrome P450 like protein CYP705A4AT4G15380 1.05 0.07 0.73 0.487603 0.697231 -6.56
266418_at putative annexin  ;supported by full-leng ANNAT4 AT2G38750 -1.19 -0.25 -0.73 0.487679 0.697264 -6.56
265507_s_aAc-like transposase related to Ac/Ds tra --- --- -1.06 -0.08 -0.73 0.487688 0.697264 -6.56
250747_at glucuronosyl transferase-like protein --- AT5G05900 1.05 0.07 0.73 0.487916 0.697547 -6.56
246227_at hypothetical protein --- AT4G36510 -1.07 -0.10 -0.73 0.487961 0.697568 -6.56
266434_s_aunknown protein --- AT2G07120 / 1.05 0.07 0.73 0.488051 0.697652 -6.56
266170_at unknown protein  ;supported by full-leng--- AT2G39050 1.11 0.16 0.73 0.488097 0.697675 -6.56



250973_at  60S ribosomal protein - like 60S roiboso--- AT5G02870 -1.11 -0.16 -0.73 0.488197 0.697774 -6.56
264961_at unknown protein contains similarity to guPRAF1 AT1G76950 1.13 0.17 0.73 0.488281 0.697851 -6.56
257426_at hypothetical protein contains similarity to--- AT1G54850 -1.08 -0.11 -0.73 0.488456 0.697924 -6.56
245903_at  CLB1 - like protein CLB1 protein, LycopSYTD AT5G11100 1.06 0.09 0.73 0.488372 0.697924 -6.56
247195_at putative protein contains similarity to rec--- AT5G65500 1.07 0.10 0.73 0.488486 0.697924 -6.56
257917_at  ethylene responsive element binding pr --- AT3G23220 1.05 0.07 0.73 0.488461 0.697924 -6.56
263257_at putative DNA polymerase Beta similar to--- AT1G10520 -1.08 -0.12 -0.73 0.488458 0.697924 -6.56
265608_at hypothetical protein predicted by gensca--- AT2G25380 1.05 0.07 0.73 0.488558 0.697984 -6.56
260512_at unknown protein --- AT1G51520 -1.08 -0.11 -0.73 0.488683 0.698119 -6.56
251937_at  putative protein predicted protein, ArabiCPuORF46AT3G53400 / -1.21 -0.27 -0.73 0.488736 0.698151 -6.56
258745_at unknown protein ; supported by full-leng--- AT3G05920 -1.06 -0.09 -0.73 0.488849 0.698181 -6.56
248262_at Avr9 elicitor response protein-like  ; supp--- AT5G53340 1.08 0.11 0.73 0.488828 0.698181 -6.56
259549_at unknown protein ;supported by full-lengt --- AT1G35290 1.06 0.08 0.73 0.488793 0.698181 -6.56
249631_at  sen1-like protein SEN1 - Saccharomyce--- AT5G37160 1.06 0.08 0.73 0.488887 0.698192 -6.56
251162_at putative protein hypothetical proteins - A--- AT3G63300 -1.06 -0.08 -0.73 0.489077 0.698288 -6.56
263523_at hypothetical protein predicted by gensca--- --- -1.05 -0.08 -0.73 0.489052 0.698288 -6.56
245922_at  putative protein predicted proteins, Arab--- AT5G28810 -1.06 -0.09 -0.73 0.489076 0.698288 -6.56
248632_at unknown protein SLD5 AT5G49010 -1.13 -0.18 -0.73 0.48899 0.698288 -6.56
264265_at unknown protein  ; supported by cDNA: --- AT1G09280 -1.08 -0.11 -0.73 0.489186 0.698399 -6.56
254906_at  putative disease resistance response p --- AT4G11180 -1.06 -0.08 -0.73 0.489492 0.698750 -6.56
251671_at  putative protein hypothetical protein T5C--- AT3G57210 1.06 0.08 0.73 0.48949 0.698750 -6.56
251463_at hypothetical protein --- AT3G59800 1.06 0.09 0.73 0.489694 0.698994 -6.56
260721_at hypothetical protein predicted by genem--- AT1G48060 -1.06 -0.08 -0.73 0.489776 0.699066 -6.56
257924_at unknown protein --- AT3G23190 1.08 0.12 0.73 0.489922 0.699232 -6.56
264581_at hypothetical protein predicted by genefin--- AT1G05210 1.13 0.18 0.73 0.490195 0.699519 -6.56
265883_at unknown protein --- AT2G42310 1.06 0.08 0.73 0.490241 0.699519 -6.56
264940_at  galactinol synthase, putative similar to gAtGolS4 AT1G60470 1.21 0.27 0.73 0.490246 0.699519 -6.56
252339_at hypothetical protein --- AT3G48900 1.05 0.07 0.73 0.490217 0.699519 -6.56
250942_at putative protein --- AT5G03350 1.65 0.73 0.73 0.490302 0.699555 -6.56
256294_at unknown protein --- AT1G69450 1.07 0.10 0.73 0.490347 0.699575 -6.56
248561_at unknown protein --- AT5G49680 1.08 0.11 0.73 0.490437 0.699661 -6.56
255063_at putative transposon protein similar to ma--- --- -1.05 -0.06 -0.73 0.490583 0.699825 -6.56
247873_at diacylglycerol kinase-like protein --- AT5G57690 1.05 0.08 0.73 0.490638 0.699859 -6.56
264759_at  receptor protein kinase (IRK1), putative --- AT1G61480 -1.06 -0.09 -0.73 0.4907 0.699904 -6.56
261929_at hypothetical protein similar to axi 1-like p--- AT1G22460 1.07 0.10 0.73 0.490826 0.700040 -6.56



266664_at hypothetical protein predicted by grail --- AT2G29800 -1.06 -0.08 -0.73 0.490948 0.700126 -6.56
252021_at  putative protein predicted protein, Arabi --- AT3G53070 -1.07 -0.10 -0.73 0.49092 0.700126 -6.56
259667_at unknown protein ; supported by cDNA: g--- AT1G55270 -1.07 -0.10 -0.73 0.491007 0.700166 -6.56
265506_at putative non-LTR retroelement reverse t --- --- 1.07 0.10 0.73 0.491115 0.700230 -6.56
246467_at  UDP glucose:flavonoid 3-o-glucosyltran--- AT5G17040 1.09 0.13 0.73 0.491143 0.700230 -6.56
250219_at putative protein similar to unknown proteMPL1 AT5G14180 -1.15 -0.20 -0.73 0.491119 0.700230 -6.56
249052_at antifungal protein-like (PDF1.2) PDF1.2 AT5G44420 -1.29 -0.37 -0.73 0.491189 0.700251 -6.56
251847_at tryptophan synthase alpha chain ; suppoTSA1 AT3G54640 1.29 0.37 0.73 0.491382 0.700425 -6.56
256732_at hypothetical protein predicted by genem--- --- 1.05 0.07 0.73 0.491362 0.700425 -6.56
252577_at putative protein putative proteins - Arabi --- AT3G45460 1.05 0.07 0.73 0.491403 0.700425 -6.56
258753_at hypothetical protein predicted by genscaATEXO70HAT3G09530 1.05 0.06 0.73 0.4917 0.700673 -6.56
AFFX-r2-Ec-E. coli /GEN=bioC /DB_XREF=gb:J0442--- --- 1.13 0.18 0.73 0.491611 0.700673 -6.56
257692_at hypothetical protein contains similarity to--- AT3G12840 1.05 0.08 0.73 0.491693 0.700673 -6.56
265367_at hypothetical protein predicted by gensca--- --- -1.05 -0.07 -0.73 0.49168 0.700673 -6.56
257754_at  GTP binding protein, putative similar to ATRAB7B AT3G18820 -1.05 -0.08 -0.73 0.491738 0.700684 -6.56
265265_at unknown protein --- AT2G42900 1.09 0.12 0.73 0.492026 0.700992 -6.56
250411_at putative protein --- AT5G11120 -1.06 -0.08 -0.73 0.492047 0.700992 -6.56
262416_at  flavonol synthase, putative similar to fla --- AT1G49390 1.05 0.08 0.73 0.491993 0.700992 -6.56
254170_at  LG27/30-like gene LG27/30 gene - Arab--- AT4G24430 1.05 0.07 0.73 0.492116 0.701025 -6.56
267527_at unknown protein --- AT2G45610 -1.07 -0.10 -0.73 0.492131 0.701025 -6.56
257328_s_ahypothetical protein --- --- 1.08 0.11 0.73 0.492204 0.701085 -6.56
258831_at putative integral membrane protein cont --- AT3G07080 -1.05 -0.07 -0.73 0.492237 0.701088 -6.56
264817_at hypothetical protein similar to membrane--- AT1G03540 1.05 0.07 0.73 0.49237 0.701221 -6.57
263281_at putative glycine-rich RNA-binding protei --- AT2G14160 1.06 0.08 0.73 0.492392 0.701221 -6.57
253870_at putative protein --- AT4G27530 1.06 0.09 0.73 0.492454 0.701266 -6.57
246449_at hypothetical protein --- AT5G16810 -1.07 -0.09 -0.73 0.492525 0.701269 -6.57
263575_at hypothetical protein similar to hypothetic--- AT2G17070 -1.05 -0.08 -0.73 0.492521 0.701269 -6.57
255513_at PROLIFERA similar to S. cerevisiae MCPRL AT4G02060 -1.27 -0.35 -0.73 0.492548 0.701269 -6.57
255762_at unknown protein contains Pfam profile: PHAC12 AT1G16710 -1.06 -0.08 -0.73 0.492608 0.701309 -6.57
260948_at  delta 9 desaturase, putative similar to d --- AT1G06100 1.07 0.09 0.73 0.492675 0.701361 -6.57
261451_at unknown protein --- AT1G21060 -1.19 -0.25 -0.72 0.493035 0.701653 -6.57
261409_at zinc finger protein OBP2 identical to GB OBP2 AT1G07640 -1.06 -0.09 -0.72 0.49297 0.701653 -6.57
253603_at  putative protein SP8 binding protein, CuWRKY32 AT4G30935 -1.05 -0.07 -0.72 0.493064 0.701653 -6.57
248056_at unknown protein  ; supported by cDNA: XYLT AT5G55500 1.04 0.06 0.72 0.492982 0.701653 -6.57
267217_at hypothetical protein --- AT2G02610 1.05 0.07 0.72 0.492992 0.701653 -6.57



258754_at hypothetical protein similar to hypothetic--- AT3G11920 1.06 0.09 0.72 0.493029 0.701653 -6.57
256962_at  glucan endo-1,3-beta-glucosidase prec --- AT3G13560 -1.17 -0.22 -0.72 0.493212 0.701819 -6.57
252852_at hypothetical protein  ;supported by full-le--- AT4G39900 1.13 0.18 0.72 0.493267 0.701854 -6.57
253627_at  low temperature and salt responsive pro--- AT4G30650 -1.40 -0.49 -0.72 0.493365 0.701950 -6.57
257349_at unknown protein --- AT2G30630 1.06 0.08 0.72 0.493425 0.701991 -6.57
261594_at  DNA-binding factor, putative similar to GAT-GTL1 AT1G33240 -1.07 -0.09 -0.72 0.493624 0.702231 -6.57
260030_at putative bZIP transcription factor similar AtbZIP AT1G68880 1.06 0.08 0.72 0.493775 0.702401 -6.57
248211_at flavonol 3-O-glucosyltransferase-like pro--- AT5G54010 1.04 0.06 0.72 0.493816 0.702415 -6.57
263456_at unknown protein --- AT2G22125 1.08 0.11 0.72 0.494126 0.702463 -6.57
267602_at unknown protein  ; supported by cDNA: --- AT2G32970 1.08 0.11 0.72 0.49395 0.702463 -6.57
250564_at  putative protein sigma factor F inhibitor --- AT5G08060 1.05 0.07 0.72 0.494057 0.702463 -6.57
245270_at tubulin alpha-6 chain (TUA6) ; supportedTUA6 AT4G14960 1.12 0.16 0.72 0.494072 0.702463 -6.57
248364_at fibrillarin 3 (AtFib3) similar to fibrillarin 1 --- AT5G52490 1.05 0.07 0.72 0.494104 0.702463 -6.57
256157_at  longevity assurance protein, putative simLAG13 AT1G13580 1.08 0.11 0.72 0.494071 0.702463 -6.57
248435_at oleosin-like OLEO3 AT5G51210 1.07 0.10 0.72 0.494069 0.702463 -6.57
258306_at putative transcription factor similar to G/ ATBZIP42 AT3G30530 1.05 0.06 0.72 0.494026 0.702463 -6.57
253104_at  thaumatin-like protein thaumatin-like pro--- AT4G36010 -1.22 -0.29 -0.72 0.493993 0.702463 -6.57
259438_at unknown protein similar to putative dehyAN AT1G01510 -1.09 -0.12 -0.72 0.494168 0.702478 -6.57
248742_at unknown protein --- AT5G48200 -1.07 -0.09 -0.72 0.49448 0.702878 -6.57
263901_at unknown protein  ;supported by full-leng--- AT2G36320 -1.08 -0.12 -0.72 0.494561 0.702949 -6.57
260758_at  endo-beta-1,4-glucanase, putative similAtGH9C1 AT1G48930 1.08 0.11 0.72 0.494668 0.703058 -6.57
266380_at unknown protein MEE13 AT2G14680 -1.06 -0.09 -0.72 0.494772 0.703162 -6.57
263738_at hypothetical protein predicted by genem--- AT1G60060 1.17 0.23 0.72 0.494834 0.703206 -6.57
258016_at hypothetical protein similar to poly(A)-binMPC AT3G19350 1.06 0.08 0.72 0.494916 0.703279 -6.57
262211_at  AP2 domain containing protein, putativeORA47 AT1G74930 1.24 0.31 0.72 0.494958 0.703294 -6.57
248354_at putative protein contains similarity to unk--- AT5G52330 1.06 0.08 0.72 0.494991 0.703298 -6.57
265197_at putative glucosyl transferase UGT73C1 AT2G36750 1.05 0.07 0.72 0.495098 0.703363 -6.57
265808_at hypothetical protein predicted by gensca--- AT2G17960 1.06 0.08 0.72 0.495091 0.703363 -6.57
260010_at putative trehalose-6-phosphate synthaseATTPS6 AT1G68020 1.10 0.13 0.72 0.495146 0.703387 -6.57
245430_at hypothetical protein FIP2 AT4G17060 -1.05 -0.06 -0.72 0.495435 0.703754 -6.57
250974_at  meiosis specific - like protein Spo11, M RHL2 AT5G02820 -1.13 -0.18 -0.72 0.495506 0.703811 -6.57
250939_at  putative protein various predicted prote iqd2 AT5G03040 1.10 0.13 0.72 0.495563 0.703848 -6.57
249493_at  acyltransferase -like protein Anthocyani --- AT5G39080 1.10 0.14 0.72 0.495729 0.703943 -6.57
261151_at  sec14 cytosolic factor, putative similar t --- AT1G19650 -1.06 -0.08 -0.72 0.495754 0.703943 -6.57
253345_at putative protein BCA5 AT4G33580 1.08 0.11 0.72 0.495683 0.703943 -6.57



249053_at berberine bridge enzyme-like protein --- AT5G44440 1.07 0.10 0.72 0.495745 0.703943 -6.57
253760_at  putative protein (fragment) predicted proAT4G2881--- 1.07 0.10 0.72 0.495842 0.704024 -6.57
265315_at hypothetical protein predicted by genefinCLASP AT2G20190 -1.06 -0.08 -0.72 0.496093 0.704040 -6.57
257973_at unknown protein --- AT3G20720 1.07 0.10 0.72 0.4959 0.704040 -6.57
259815_at hypothetical protein predicted by genem--- AT1G49870 -1.06 -0.08 -0.72 0.496031 0.704040 -6.57
262294_at hypothetical protein identical to hypothet--- AT1G27610 1.06 0.08 0.72 0.495993 0.704040 -6.57
262269_at hypothetical protein predicted by genem--- --- 1.05 0.07 0.72 0.495998 0.704040 -6.57
259890_at inner mitochondrial membrane protein idATTIM23-2AT1G72750 1.11 0.14 0.72 0.496131 0.704040 -6.57
258210_at  Eukaryotic initiation factor 4A, putative sEIF4A1 AT3G13920 -1.06 -0.08 -0.72 0.496123 0.704040 -6.57
267003_at hypothetical protein predicted by genefin--- AT2G34340 1.06 0.08 0.72 0.496076 0.704040 -6.57
249520_at putative protein similar to unknown prote--- AT5G38670 1.05 0.07 0.72 0.496099 0.704040 -6.57
251307_at putative protein  ;supported by full-length--- AT3G61200 1.07 0.10 0.72 0.496289 0.704221 -6.57
260667_at  very-long-chain fatty acid condensing e KCS4 AT1G19440 1.05 0.08 0.72 0.496499 0.704321 -6.57
246838_at  flap endonuclease - like protein OsFEN --- AT5G26680 -1.06 -0.08 -0.72 0.496531 0.704321 -6.57
259408_at  protein phosphatase 2A 65 kDa regulat PP2AA2 AT3G25800 -1.05 -0.07 -0.72 0.496439 0.704321 -6.57
252685_at  disease resistence - like protein RPP1-W--- AT3G44410 1.11 0.15 0.72 0.496576 0.704321 -6.57
252933_at  putative receptor-like protein kinase rec--- AT4G39110 -1.07 -0.10 -0.72 0.496422 0.704321 -6.57
251426_at  URIDYLATE KINASE-like protein URID--- AT3G60180 -1.06 -0.09 -0.72 0.496458 0.704321 -6.57
252893_at hypothetical protein --- AT4G39420 1.04 0.06 0.72 0.496556 0.704321 -6.57
254246_at  protein kinase - like protein receptor kinEMB1290 AT4G23250 1.05 0.07 0.72 0.496632 0.704357 -6.57
246741_at  glycine rich protein - like glycine rich proemb1644 AT5G27720 1.07 0.10 0.72 0.496737 0.704462 -6.57
250450_at putative transcription factor MYB92  ; suATMYB92 AT5G10280 1.04 0.06 0.72 0.496773 0.704469 -6.57
248011_at S-adenosyl-L-methionine:salicylic acid cGAMT2 AT5G56300 -1.05 -0.07 -0.72 0.496812 0.704481 -6.57
249225_at TMV resistance protein-like --- AT5G42140 1.09 0.13 0.72 0.49689 0.704504 -6.57
258629_at stelar K+ outward rectifying channel (SKSKOR AT3G02850 -1.05 -0.07 -0.72 0.496871 0.704504 -6.57
255378_at  putative glucan synthase component simATGSL05 AT4G03550 1.05 0.08 0.72 0.497214 0.704844 -6.57
251582_at  putative protein CARBON CATABOLITE--- AT3G58580 1.06 0.08 0.72 0.497222 0.704844 -6.57
249819_at unknown protein --- AT5G23640 -1.05 -0.07 -0.72 0.497192 0.704844 -6.57
249930_at synaptobrevin-like protein ATVAMP7 AT5G22360 -1.06 -0.08 -0.72 0.497413 0.705071 -6.57
259245_at  unknown protein predicted by genefinde--- AT3G07660 -1.07 -0.10 -0.72 0.497648 0.705360 -6.57
267524_at unknown protein --- AT2G30600 -1.09 -0.12 -0.72 0.497788 0.705426 -6.57
265373_at putative replication protein A1 RPA1A AT2G06510 -1.11 -0.16 -0.72 0.497726 0.705426 -6.57
250770_at laccase (diphenol oxidase) LAC12 AT5G05390 1.08 0.12 0.72 0.497772 0.705426 -6.57
251598_at  AP2 transcription factor - like protein va--- AT3G57600 1.05 0.07 0.72 0.497867 0.705465 -6.57
247634_at  late embryonic abundant protein - like la--- AT5G60520 1.05 0.07 0.72 0.497903 0.705465 -6.57



254866_at  putative protein other predicted proteins--- AT4G12220 -1.05 -0.06 -0.72 0.497908 0.705465 -6.57
265372_at Ac-like transposase related to Ac/Ds tra --- AT2G06500 1.07 0.09 0.72 0.498041 0.705609 -6.57
246640_x_a putative protein predicted proteins, Arab--- --- 1.06 0.08 0.72 0.498138 0.705703 -6.57
252514_at GTP-binding protein ara-3  ; supported bATRAB8A AT3G46060 -1.05 -0.07 -0.72 0.498253 0.705778 -6.57
266339_s_ahypothetical protein predicted by gensca--- AT2G01360 / 1.06 0.09 0.72 0.498247 0.705778 -6.57
246685_at  putative protein nucleoid DNA-binding p--- AT5G33350 1.11 0.15 0.72 0.498577 0.706194 -6.57
259985_at unknown protein  ; supported by cDNA: --- AT1G76620 1.06 0.08 0.71 0.498695 0.706286 -6.57
255107_at hypothetical protein --- AT4G08730 1.07 0.10 0.71 0.498704 0.706286 -6.57
264085_at putative glutamyl tRNA reductase HEMA3 AT2G31250 1.05 0.07 0.71 0.498833 0.706381 -6.57
265392_at lipoic acid synthase (LIP1)  ; supported bLIP1 AT2G20860 -1.05 -0.07 -0.71 0.498833 0.706381 -6.57
246477_at putative transcription factor (MYB9) AtMYB9 AT5G16770 1.11 0.15 0.71 0.498868 0.706387 -6.57
257103_at hypothetical protein contains Pfam profil --- AT3G25060 -1.07 -0.09 -0.71 0.49894 0.706401 -6.57
256901_at hypothetical protein contains similarity to--- --- 1.04 0.06 0.71 0.498915 0.706401 -6.57
263971_at hypothetical protein predicted by genefinAtRLP29 AT2G42800 1.07 0.10 0.71 0.499312 0.706861 -6.57
245979_at  putative protein leucine zipper-containinATEXO70CAT5G13150 1.05 0.07 0.71 0.499327 0.706861 -6.57
257265_at  PHD-finger protein, putative contains Pf--- AT3G14980 -1.06 -0.09 -0.71 0.499542 0.707121 -6.57
253344_at  putative protein predicted protein, Arabi --- AT4G33550 1.12 0.16 0.71 0.499682 0.707275 -6.57
265767_at putative exonuclease contains zinc-fingeREF4 AT2G48110 1.07 0.09 0.71 0.499765 0.707350 -6.57
265405_at putative protein kinase contains a protei --- AT2G16750 -1.11 -0.15 -0.71 0.499907 0.707468 -6.57
246285_at putative protein --- AT4G36980 -1.05 -0.07 -0.71 0.499911 0.707468 -6.57
267034_at unknown protein  ;supported by full-leng--- AT2G38310 -1.19 -0.25 -0.71 0.49996 0.707494 -6.58
249648_at  putative protein hypothetical protein T28--- AT5G37050 -1.08 -0.12 -0.71 0.500106 0.707657 -6.58
255735_at  transmembrane protein, putative similar--- AT1G25520 -1.11 -0.15 -0.71 0.500164 0.707660 -6.58
252387_at  aldose 1-epimerase - like protein aldose--- AT3G47800 1.08 0.12 0.71 0.500171 0.707660 -6.58
247749_at  myb-related protein - like myb-related p MYB119 AT5G58850 1.07 0.10 0.71 0.500325 0.707791 -6.58
254017_at putative transcription factor --- AT4G26170 1.04 0.06 0.71 0.500295 0.707791 -6.58
247186_at putative protein contains similarity to aux--- AT5G65470 1.10 0.14 0.71 0.500395 0.707791 -6.58
248058_at putative protein similar to unknown prote--- AT5G55530 1.06 0.09 0.71 0.500417 0.707791 -6.58
261753_at unknown protein --- AT1G76340 1.07 0.09 0.71 0.500419 0.707791 -6.58
245609_at disease resistance N like protein --- AT4G14368 / 1.07 0.09 0.71 0.500536 0.707913 -6.58
257737_at  uridine kinase/uracil phosphoribosyl tra --- AT3G27440 -1.06 -0.08 -0.71 0.500616 0.707982 -6.58
265848_at putative sugar transporter INT3 AT2G35740 1.09 0.12 0.71 0.500728 0.708009 -6.58
260306_at hypothetical protein predicted by genscaEDA24 AT1G70540 1.06 0.09 0.71 0.500715 0.708009 -6.58
264398_at unknown protein similar to hypothetical p--- AT1G61730 -1.06 -0.08 -0.71 0.500703 0.708009 -6.58
248862_at unknown protein --- AT5G46730 -1.09 -0.12 -0.71 0.500884 0.708015 -6.58



AFFX-r2-Ec-E. coli /GEN=bioC /DB_XREF=gb:J0442--- --- 1.14 0.19 0.71 0.500887 0.708015 -6.58
253487_at  ribosomal protein S6 - like ribosomal pr RPS6 AT4G31700 -1.16 -0.21 -0.71 0.500875 0.708015 -6.58
251060_at  putative protein serine/threonine proteinATSR1 AT5G01820 1.25 0.32 0.71 0.500786 0.708015 -6.58
265241_at hypothetical protein --- --- -1.07 -0.10 -0.71 0.500852 0.708015 -6.58
250618_at putative protein hypothetical proteins - AATBAG3 AT5G07220 -1.05 -0.08 -0.71 0.501011 0.708016 -6.58
250764_at putative protein similar to unknown prote--- AT5G05960 1.54 0.62 0.71 0.501012 0.708016 -6.58
251944_at  ABC transporter -like protein breast can--- AT3G53510 1.08 0.11 0.71 0.501004 0.708016 -6.58
261600_x_ahypothetical protein similar to hypothetic--- AT1G49680 / -1.05 -0.07 -0.71 0.500967 0.708016 -6.58
253730_at  putative protein hypothetical protein T25--- AT4G29480 1.10 0.14 0.71 0.50105 0.708022 -6.58
260506_at  Cyclin, putative similar to GB:CAB7726 CYCA3;2 AT1G47210 1.12 0.16 0.71 0.50108 0.708022 -6.58
264499_at Expressed protein ; supported by full-len--- AT1G30795 1.07 0.09 0.71 0.501109 0.708022 -6.58
257269_at unknown protein contains Pfam profile: PNPSN13 AT3G17440 1.09 0.12 0.71 0.501314 0.708267 -6.58
252087_at  putative protein putative Na+/H+-excha chx28 AT3G52080 -1.05 -0.07 -0.71 0.501354 0.708279 -6.58
267422_at putative protein kinase contains a protei --- AT2G35050 -1.05 -0.07 -0.71 0.501385 0.708279 -6.58
260708_at expressed protein ; supported by full-len--- AT1G32310 -1.07 -0.09 -0.71 0.501426 0.708294 -6.58
247122_at  putative protein non-consensus AT don ATSAC1B AT5G66020 1.08 0.11 0.71 0.501618 0.708521 -6.58
264908_at unknown protein --- AT2G17440 1.06 0.08 0.71 0.501701 0.708551 -6.58
260077_at thaumatin-like protein contains Pfam pro--- AT1G73620 -1.07 -0.10 -0.71 0.501685 0.708551 -6.58
252897_at  cytochrome P450 - like protein cytochroCYP96A9 AT4G39480 / -1.06 -0.08 -0.71 0.501804 0.708652 -6.58
265926_at  RUB1-conjugating enzyme, putative sim--- AT2G18600 -1.09 -0.12 -0.71 0.501862 0.708691 -6.58
257081_at  RING zinc finger protein contains Pfam --- AT3G30460 -1.05 -0.08 -0.71 0.502068 0.708762 -6.58
264707_at unknown protein --- AT1G09730 -1.05 -0.08 -0.71 0.501964 0.708762 -6.58
245533_at putative phosphocholine cytidylyltransfe CCT2 AT4G15130 -1.15 -0.21 -0.71 0.501977 0.708762 -6.58
254540_s_a putative protein chitinase / lysozyme PZ--- AT4G19770 / -1.05 -0.07 -0.71 0.502068 0.708762 -6.58
265783_at putative Athila retroelement ORF1 prote --- --- 1.07 0.09 0.71 0.502025 0.708762 -6.58
266367_s_aunknown protein --- AT2G41390 / 1.05 0.07 0.71 0.502107 0.708773 -6.58
247856_at receptor-like protein kinase --- AT5G58300 -1.08 -0.11 -0.71 0.502226 0.708898 -6.58
257851_at unknown protein --- AT3G12940 -1.06 -0.08 -0.71 0.502313 0.708976 -6.58
254484_at hypothetical protein --- AT4G20760 -1.05 -0.08 -0.71 0.502446 0.709093 -6.58
262006_at hypothetical protein predicted by gensca--- AT1G64570 -1.06 -0.08 -0.71 0.502458 0.709093 -6.58
253910_at  putative receptor like kinase receptor-lik--- AT4G27290 -1.05 -0.07 -0.71 0.50269 0.709376 -6.58
248744_at putative protein contains similarity to CO--- AT5G48250 -1.08 -0.11 -0.71 0.50283 0.709502 -6.58
245386_at hypothetical protein ;supported by full-le RALFL32 AT4G14010 1.14 0.19 0.71 0.502863 0.709502 -6.58
260643_at hypothetical protein contains similarity to--- AT1G53270 1.05 0.08 0.71 0.502873 0.709502 -6.58
255139_s_a extensin-like protein hydroxyproline-rich--- AT4G08400 / 1.05 0.07 0.71 0.502953 0.709571 -6.58



245650_at F5A9.20 similar to S-adenosyl-L-methio --- AT1G24735 -1.06 -0.09 -0.71 0.503089 0.709676 -6.58
263468_at hypothetical protein predicted by gensca--- AT2G31930 -1.07 -0.09 -0.71 0.503067 0.709676 -6.58
253148_at cyclin 2b protein CYCB2;2 AT4G35620 1.07 0.09 0.71 0.503231 0.709832 -6.58
255325_at putative membrane trafficking factor  ;suPUX4 AT4G04210 -1.06 -0.08 -0.71 0.503341 0.709856 -6.58
255491_at  putative zinc finger protein similar to po AtIDD12 AT4G02670 1.05 0.07 0.71 0.50332 0.709856 -6.58
262079_at unknown protein ; supported by cDNA: gZCW7 AT1G59600 -1.09 -0.12 -0.71 0.503315 0.709856 -6.58
255198_at  contains similarity to an Arabidopsis tha--- --- -1.05 -0.07 -0.71 0.503424 0.709929 -6.58
257054_at Expressed protein ; supported by full-lenMT3 AT3G15353 -1.04 -0.06 -0.71 0.503459 0.709935 -6.58
249601_at  quinone oxidoreductase -like protein pro--- AT5G37980 -1.08 -0.11 -0.71 0.50383 0.710322 -6.58
256488_at hypothetical protein NFD4 AT1G31470 1.06 0.08 0.71 0.503858 0.710322 -6.58
267468_at unknown protein  ; supported by cDNA: --- AT2G30530 1.07 0.09 0.71 0.503782 0.710322 -6.58
260296_at putative disease resistance protein simil --- AT1G63750 1.21 0.28 0.71 0.503829 0.710322 -6.58
261812_at hypothetical protein contains similarity to--- AT1G08270 1.05 0.07 0.71 0.503946 0.710394 -6.58
251434_at  polygalacturonase-like protein polygalac--- AT3G59850 1.06 0.08 0.71 0.504003 0.710394 -6.58
257136_at hypothetical protein predicted by genscaASML2 AT3G12890 -1.06 -0.08 -0.71 0.503982 0.710394 -6.58
267009_at unknown protein --- AT2G39260 -1.05 -0.07 -0.71 0.504068 0.710442 -6.58
258770_at hypothetical protein --- AT3G10830 1.05 0.07 0.71 0.504118 0.710469 -6.58
264044_at putative pyrophosphate--fructose-6-phosPFK5 AT2G22480 1.06 0.08 0.71 0.504195 0.710490 -6.58
258926_s_aunknown protein N-terminus similar to u anac052 AT3G10480 / 1.08 0.11 0.71 0.504173 0.710490 -6.58
254016_at  putative transcription factor ArabidopsisCGA1 AT4G26150 1.11 0.15 0.71 0.504311 0.710521 -6.58
260342_at hypothetical protein predicted by genem--- AT1G69280 -1.07 -0.09 -0.71 0.5043 0.710521 -6.58
251418_at  putative protein prib5, Ribes nigrum, EM--- AT3G60440 1.10 0.14 0.71 0.504305 0.710521 -6.58
252431_at putative protein MAG2 AT3G47700 1.09 0.13 0.71 0.504438 0.710656 -6.58
257858_at hypothetical protein predicted by genefin--- AT3G12920 1.11 0.15 0.70 0.504611 0.710820 -6.58
254211_at phosphatase like protein phosphoproteinSGT1A AT4G23570 -1.10 -0.13 -0.70 0.504617 0.710820 -6.58
248926_at Ole e I (main olive allergen)-like protein --- AT5G45880 -1.11 -0.15 -0.70 0.50472 0.710921 -6.58
266066_at putative xyloglucan endo-transglycosyla XTH21 AT2G18800 1.08 0.11 0.70 0.504924 0.711060 -6.58
266250_at putative reverse transcriptase --- --- 1.06 0.08 0.70 0.504943 0.711060 -6.58
248188_at putative protein contains similarity to heaHSFA9 AT5G54070 -1.05 -0.06 -0.70 0.504852 0.711060 -6.58
257231_at DegP protease contains similarity to DegDEGP12 AT3G16550 1.05 0.07 0.70 0.504886 0.711060 -6.58
250442_at putative protein hypothetical bacterial pr MSL2 AT5G10490 1.06 0.08 0.70 0.505055 0.711174 -6.58
259545_at hypothetical protein ; supported by cDNAAAE1 AT1G20560 -1.06 -0.08 -0.70 0.505142 0.711248 -6.58
244913_at hypothetical protein --- --- 1.06 0.08 0.70 0.505214 0.711248 -6.58
258740_at  Lon protease, putative similar to Lon proLON3 AT3G05780 1.08 0.11 0.70 0.505232 0.711248 -6.58
246648_at putative protein predicted proteins from --- --- 1.06 0.08 0.70 0.505214 0.711248 -6.58



260210_at  putative xyloglucan fucosyltransferase sFUT3 AT1G74420 1.07 0.10 0.70 0.505424 0.711474 -6.58
245978_at  putative protein MORC microrchidia - H--- AT5G13130 1.06 0.09 0.70 0.505553 0.711568 -6.58
266866_at putative ABC transporter PDR3 AT2G29940 -1.10 -0.14 -0.70 0.505538 0.711568 -6.58
252704_at  putative protein KIAA0161 gene, Homo --- AT3G43750 -1.06 -0.08 -0.70 0.505601 0.711592 -6.58
258220_at  DnaJ, putative similar to DnaJ GB:BAA8--- AT3G17830 -1.08 -0.11 -0.70 0.505703 0.711691 -6.58
256904_at unknown protein --- AT3G23980 -1.05 -0.07 -0.70 0.5059 0.711837 -6.58
266999_at putative HMG protein ; supported by full --- AT2G34450 -1.08 -0.11 -0.70 0.505874 0.711837 -6.58
256292_at unknown protein --- AT1G69430 -1.07 -0.09 -0.70 0.505854 0.711837 -6.58
265801_at fertilization-independent seed 2 protein iFIS2 AT2G35670 1.06 0.08 0.70 0.506059 0.711972 -6.58
253100_at  cytochrome P450 monooxygenase -likeCYP81F3 AT4G37400 -1.19 -0.26 -0.70 0.506042 0.711972 -6.58
256923_at hypothetical protein --- AT3G29635 -1.07 -0.10 -0.70 0.506126 0.712023 -6.58
260395_at homeobox gene 13 protein identical to hATHB13 AT1G69780 1.14 0.18 0.70 0.50622 0.712111 -6.58
266404_at hypothetical protein predicted by genefin--- AT2G38590 -1.05 -0.07 -0.70 0.50633 0.712222 -6.58
252882_at Expressed protein ; supported by full-len--- AT4G39675 1.04 0.06 0.70 0.506491 0.712317 -6.58
254570_s_a puatative protein various predicted prote--- AT4G19250 / -1.06 -0.09 -0.70 0.506444 0.712317 -6.58
261943_at  plasma membrane ATPase, putative simAHA9 AT1G80660 1.06 0.08 0.70 0.506486 0.712317 -6.58
250490_at  pectin methylesterase - like protein pec --- AT5G09760 1.13 0.18 0.70 0.506605 0.712395 -6.58
250892_at  putative protein beta-(1-3)-glucosyl tranATCSLA09AT5G03760 1.46 0.55 0.70 0.506609 0.712395 -6.58
249281_at GTPase activator protein of Rab-like sm--- AT2G36460 / 1.06 0.08 0.70 0.506649 0.712406 -6.58
266411_at putative peptidyl-prolyl cis-trans isomera--- AT2G38730 -1.08 -0.10 -0.70 0.50675 0.712505 -6.58
266885_at putative small GTP-binding protein contaRAB6A AT2G44610 -1.07 -0.09 -0.70 0.507107 0.712919 -6.58
264764_at  receptor kinase, putative similar to rece --- AT1G61440 1.05 0.07 0.70 0.507095 0.712919 -6.58
258358_at unknown protein similar to unknown pro --- AT3G14380 1.06 0.08 0.70 0.507348 0.713214 -6.58
258903_at  hypothetical protein similar to zinc finge--- AT3G06410 -1.09 -0.12 -0.70 0.507678 0.713634 -6.58
265018_s_ahypothetical protein predicted by gensca--- AT2G13770 1.05 0.08 0.70 0.507727 0.713658 -6.58
254459_at  gibberellin 20-oxidase - like protein gibbGA2OX8 AT4G21200 -1.05 -0.07 -0.70 0.507853 0.713791 -6.59
266568_at unknown protein --- AT2G24070 1.05 0.07 0.70 0.507949 0.713839 -6.59
244903_at hypothetical protein --- --- -1.16 -0.21 -0.70 0.507921 0.713839 -6.59
256691_at hypothetical protein predicted by genem--- --- 1.05 0.06 0.70 0.508132 0.713985 -6.59
254337_at  putative protein hypothetical protein dl4 --- AT4G22060 1.06 0.08 0.70 0.508147 0.713985 -6.59
263744_at Mutator-like transposase similar to  MUR--- AT2G21420 1.06 0.08 0.70 0.50811 0.713985 -6.59
264402_at  HSP100/ClpB, putative similar to HSP1 CLPB4 AT2G25140 -1.12 -0.16 -0.70 0.508224 0.714049 -6.59
254713_at hypothetical protein --- AT4G18090 1.08 0.11 0.70 0.508457 0.714333 -6.59
247496_at  putative protein predicted proteins, ArabGUT1 AT5G61840 -1.05 -0.07 -0.70 0.508633 0.714536 -6.59
262330_at  disease resistance protein, putative simRLM1 AT1G64070 1.06 0.09 0.70 0.509088 0.715102 -6.59



250169_at  putative protein many predicted proteins--- AT5G15340 -1.09 -0.13 -0.70 0.509098 0.715102 -6.59
264541_at hypothetical protein predicted by genem--- AT1G55660 1.07 0.10 0.70 0.509244 0.715218 -6.59
256316_at hypothetical protein --- AT1G35890 1.05 0.07 0.70 0.509232 0.715218 -6.59
260710_at  protein phosphatase 2C, putative simila--- AT1G17545 1.05 0.07 0.70 0.509307 0.715263 -6.59
258971_at  unknown protein similar to uridylyl transACR6 AT3G01990 1.15 0.20 0.70 0.50947 0.715403 -6.59
247750_at  protein kinase 6 - like protein kinase 6, --- AT5G58950 1.06 0.08 0.70 0.50944 0.715403 -6.59
245059_at unknown protein  ;supported by full-lengRHC2A AT2G39720 1.05 0.07 0.70 0.509519 0.715427 -6.59
262285_at hypothetical protein predicted by genem--- AT1G68680 1.05 0.08 0.70 0.509551 0.715429 -6.59
250397_at  histon H3 protein HISTONE H3.2, MINO--- AT5G10980 -1.04 -0.06 -0.70 0.509686 0.715575 -6.59
267549_at hypothetical protein predicted by gensca--- AT2G32640 -1.17 -0.22 -0.70 0.509719 0.715577 -6.59
248498_at selenium-binding protein-like --- AT5G50390 -1.06 -0.08 -0.70 0.509846 0.715672 -6.59
256202_s_ahypothetical protein --- AT1G48150 / -1.05 -0.07 -0.70 0.509849 0.715672 -6.59
260061_at cell division protein kinase similar to cell CDKD1;1 AT1G73690 1.09 0.12 0.70 0.51005 0.715909 -6.59
265005_at Expressed protein ; supported by full-len--- AT1G61667 -1.10 -0.14 -0.70 0.510147 0.715913 -6.59
263150_at  heat-shock protein, putative similar to h --- AT1G54050 -1.12 -0.16 -0.70 0.510144 0.715913 -6.59
259504_at  inorganic pyrophosphatase, putative simAVP1 AT1G15690 1.07 0.10 0.70 0.51013 0.715913 -6.59
252597_at putative protein several hypothetical pro --- --- -1.07 -0.10 -0.70 0.510321 0.716113 -6.59
250431_at  cyclin protein - like cyclin D2.1 protein, CYCD4;2 AT5G10440 1.05 0.08 0.69 0.510492 0.716233 -6.59
262934_s_ahypothetical protein contains similarity to--- AT1G16270 / 1.08 0.11 0.69 0.510523 0.716233 -6.59
249695_at putative protein similar to unknown prote--- --- -1.05 -0.07 -0.69 0.510595 0.716233 -6.59
249573_at  ubiquitin-like protein (UBQ9), putative s UBQ9 AT5G37640 -1.05 -0.07 -0.69 0.510573 0.716233 -6.59
247236_at putative protein similar to unknown prote--- AT5G64590 -1.06 -0.08 -0.69 0.510587 0.716233 -6.59
245990_at  putative protein predicted proteins, Arab--- AT5G20640 1.08 0.11 0.69 0.510473 0.716233 -6.59
252840_at  putative protein various predicted helica--- --- 1.05 0.07 0.69 0.510686 0.716312 -6.59
251625_at  beta-1,3-glucanase 2 (BG2) (PR-2)  ;suBGL2 AT3G57260 2.00 1.00 0.69 0.510714 0.716312 -6.59
258310_at unknown protein ICE1 AT3G26744 -1.06 -0.09 -0.69 0.510759 0.716331 -6.59
264110_at unknown protein --- --- -1.04 -0.06 -0.69 0.510804 0.716351 -6.59
255050_at  putative protein hypothetical protein F1 --- --- -1.07 -0.10 -0.69 0.510883 0.716417 -6.59
247636_at putative protein predicted proteins from --- AT5G60570 1.06 0.08 0.69 0.511002 0.716461 -6.59
247874_at 101 kDa heat shock protein; HSP101-lik --- AT5G57710 1.09 0.12 0.69 0.511008 0.716461 -6.59
256581_at hypothetical protein --- AT3G28830 1.04 0.06 0.69 0.511005 0.716461 -6.59
255732_at  fatty acid condensing enzyme CUT1, puKCS5 AT1G25450 / 1.16 0.22 0.69 0.511256 0.716579 -6.59
249971_at  dermal glycoprotein - like dermal glycop--- AT5G19110 1.10 0.14 0.69 0.511249 0.716579 -6.59
253032_at  guanine nucleotide-exchange protein -li --- AT4G38200 -1.05 -0.07 -0.69 0.511343 0.716579 -6.59
251586_at zinc finger-like protein several zinc fingeGIS AT3G58070 -1.08 -0.11 -0.69 0.511226 0.716579 -6.59



259018_at unknown protein similar to unknown pro AIR12 AT3G07390 1.20 0.26 0.69 0.511143 0.716579 -6.59
260035_at peroxidase ATP23a identical to peroxida--- AT1G68850 1.10 0.14 0.69 0.511213 0.716579 -6.59
264010_at putative disease resistance response pr --- AT2G21100 -1.09 -0.13 -0.69 0.511344 0.716579 -6.59
256670_at  Athila ORF 1, putative similar to Athila O--- --- -1.05 -0.07 -0.69 0.511283 0.716579 -6.59
252764_at  nucleic acid binding protein-like nucleic AL3 AT3G42790 -1.06 -0.08 -0.69 0.511393 0.716604 -6.59
264978_at unknown protein contains Pfam profile:P--- AT1G27120 1.11 0.16 0.69 0.511454 0.716646 -6.59
260985_at  dTDP-D-glucose 4,6-dehydratase, puta MUM4 AT1G53500 1.06 0.09 0.69 0.51159 0.716709 -6.59
245800_at  heat shock transcription factor, putative HSFB4 AT1G46264 1.05 0.08 0.69 0.511556 0.716709 -6.59
261484_at  E2, ubiquitin-conjugating enzyme 1 (UBUBC1 AT1G14400 -1.05 -0.07 -0.69 0.511594 0.716709 -6.59
264792_at hypothetical protein similar to hypothetic--- AT1G08620 -1.05 -0.08 -0.69 0.511635 0.716723 -6.59
252875_at GTP-binding protein GB3  ;supported byRABA4B AT4G39990 -1.05 -0.07 -0.69 0.511714 0.716745 -6.59
252371_at  putative protein finger protein SIG1, Sac--- AT3G48070 -1.06 -0.09 -0.69 0.511702 0.716745 -6.59
245630_at hypothetical protein similar to putative se--- AT1G25360 -1.06 -0.08 -0.69 0.511901 0.716963 -6.59
249414_at putative transcription factor MYB89  ; suMYB89 AT5G39700 -1.06 -0.08 -0.69 0.511981 0.717031 -6.59
247569_at  Cf-5 disease resistance protein - like Hc--- AT5G61240 1.08 0.12 0.69 0.512036 0.717033 -6.59
253930_at embryo-specific protein 1 (ATS1) ATS1 AT4G26740 1.06 0.08 0.69 0.512045 0.717033 -6.59
264780_at putative protein kinase similar to MAP3KEDR1 AT1G08720 -1.07 -0.10 -0.69 0.512238 0.717259 -6.59
246830_at  chaperonin gamma chain - like protein c--- AT5G26360 -1.11 -0.15 -0.69 0.512369 0.717382 -6.59
267079_at hypothetical protein predicted by gensca--- AT2G41200 -1.05 -0.07 -0.69 0.512389 0.717382 -6.59
252909_at putative protein --- AT4G39680 -1.05 -0.07 -0.69 0.5127 0.717774 -6.59
255923_at hypothetical protein contains Pfam profil --- AT1G22180 1.16 0.22 0.69 0.512804 0.717875 -6.59
264564_at hypothetical protein predicted by gensca--- AT1G05290 -1.04 -0.06 -0.69 0.512879 0.717937 -6.59
258244_at unknown protein  ; supported by cDNA: --- AT3G27770 -1.05 -0.07 -0.69 0.512996 0.717968 -6.59
254266_at protein kinase - like protein serine threonCRK5 AT4G23130 1.19 0.25 0.69 0.512969 0.717968 -6.59
265159_at unknown protein similar to EST gb|T432--- AT1G31060 1.07 0.09 0.69 0.512986 0.717968 -6.59
264166_at unknown protein ; supported by cDNA: g--- AT1G65370 1.06 0.08 0.69 0.513034 0.717977 -6.59
267457_at putative proline-rich protein AGP30 AT2G33790 -1.06 -0.08 -0.69 0.51315 0.718096 -6.59
258910_at  putative RNA helicase similar to RNA h --- AT3G06480 -1.05 -0.07 -0.69 0.513276 0.718228 -6.59
247893_at  RNA polymerase I, II and III 24.3 kDa s RPB5C AT5G57980 1.07 0.10 0.69 0.513391 0.718344 -6.59
257876_at hypothetical protein predicted by genem--- AT3G17130 1.11 0.15 0.69 0.513499 0.718437 -6.59
260759_at hypothetical protein contains similarity to--- AT1G49180 -1.10 -0.14 -0.69 0.513521 0.718437 -6.59
250477_at  putative protein CIS,CIS-MUCONATE T--- AT5G10190 -1.05 -0.07 -0.69 0.5136 0.718504 -6.59
249709_at putative protein similar to unknown proteiqd33 AT5G35670 -1.07 -0.10 -0.69 0.513664 0.718550 -6.59
265359_at putative MYB family transcription factor  MYB7 AT2G16720 -1.16 -0.22 -0.69 0.513851 0.718723 -6.59
265407_at  F-box protein family, AtFBX8 contains F--- AT2G16810 1.09 0.12 0.69 0.513841 0.718723 -6.59



262641_at unknown protein ;supported by full-lengt --- AT1G62730 -1.04 -0.06 -0.69 0.513942 0.718727 -6.59
258345_at unknown protein --- AT3G22845 1.05 0.07 0.69 0.513957 0.718727 -6.59
254441_at  prolamin box binding protein - like PBF --- AT4G21050 1.05 0.07 0.69 0.51398 0.718727 -6.59
258117_at hypothetical protein predicted by gensca--- AT3G14700 1.05 0.07 0.69 0.513931 0.718727 -6.59
260149_at putative oxidoreductase similar to adven--- AT1G52810 -1.13 -0.18 -0.69 0.514046 0.718776 -6.59
265061_at hypothetical protein contains similarity to--- AT1G61640 -1.14 -0.19 -0.69 0.514201 0.718894 -6.59
247848_at  resistance protein - like disease resistan--- AT5G58120 -1.07 -0.10 -0.69 0.514225 0.718894 -6.59
251045_s_a putative protein various predicted prote --- AT2G13910 / 1.04 0.06 0.69 0.514189 0.718894 -6.59
260291_at putative protein kinase similar to MAP3KYDA AT1G63700 1.04 0.06 0.69 0.514453 0.719032 -6.59
247250_at FAS2 (dbj|BAA77766.1)  ; supported by FAS2 AT5G64630 1.09 0.13 0.69 0.514473 0.719032 -6.59
264198_at  unknown protein ESTs gb|Z34075, gb|Z--- AT1G22800 -1.08 -0.11 -0.69 0.514369 0.719032 -6.59
261391_at hypothetical protein similar to hypothetic--- AT1G35030 1.06 0.09 0.69 0.514481 0.719032 -6.59
253708_at  gamma-glutamyltransferase-like proteinGGT4 AT4G29210 -1.13 -0.18 -0.69 0.514401 0.719032 -6.59
261432_at hypothetical protein predicted by genem--- AT1G07680 1.05 0.07 0.69 0.514597 0.719150 -6.59
248080_at wax synthase-like protein --- AT5G55380 1.07 0.10 0.69 0.514742 0.719175 -6.59
255653_at Similar to receptor kinase --- AT4G00960 -1.05 -0.07 -0.69 0.514672 0.719175 -6.59
247180_at histone H3 --- AT5G65350 / -1.05 -0.07 -0.69 0.514716 0.719175 -6.59
249444_at  putative protein S-locus-specific glycop --- AT5G39370 -1.05 -0.07 -0.69 0.514709 0.719175 -6.59
251749_at  putative protein predicted proteins, Arab--- AT3G55690 1.05 0.07 0.69 0.514944 0.719414 -6.59
262357_at  jacalin, putative similar to jacalin GI:289--- AT1G73040 -1.19 -0.25 -0.69 0.515008 0.719424 -6.59
262115_at Expressed protein ; supported by full-len--- AT1G02813 -1.06 -0.08 -0.69 0.515015 0.719424 -6.59
257622_at  hypothetical protein contains Pfam prof --- AT3G20280 -1.08 -0.11 -0.69 0.515079 0.719470 -6.59
248267_at NADH-dependent glutamate synthase GLT1 AT5G53460 -1.09 -0.12 -0.69 0.515164 0.719545 -6.59
258936_s_a hypothetical protein similar to hypothetic--- --- 1.05 0.07 0.69 0.515306 0.719700 -6.59
250212_at putative protein contains similarity to SESUVH4 AT5G13960 1.06 0.08 0.69 0.515405 0.719793 -6.59
248342_at unknown protein MBD13 AT5G52230 -1.05 -0.07 -0.69 0.515666 0.720114 -6.59
248734_at putative protein similar to unknown proteELP1 AT5G48090 -1.08 -0.11 -0.69 0.515719 0.720145 -6.59
250390_at  separation anxiety protein - like separat --- AT5G11340 -1.04 -0.06 -0.69 0.515833 0.720215 -6.60
248389_at AP2 domain transcription factor-like protCBF4 AT5G51990 -1.06 -0.08 -0.69 0.515813 0.720215 -6.60
261025_at Expressed protein ; supported by full-len--- AT1G01225 1.11 0.15 0.69 0.515874 0.720228 -6.60
262268_at hypothetical protein predicted by genem--- --- -1.04 -0.06 -0.69 0.516029 0.720401 -6.60
250611_at gibberellin 20-oxidase GA20OX3 AT5G07200 -1.10 -0.13 -0.69 0.516074 0.720419 -6.60
246549_at  putative protein predicted proteins, Arab--- AT5G15050 -1.11 -0.15 -0.69 0.516202 0.720509 -6.60
249369_at  putative protein Kelch motif containing p--- AT5G40680 1.05 0.08 0.69 0.516171 0.720509 -6.60
266802_at Expressed protein ; supported by cDNA --- AT2G22900 -1.27 -0.34 -0.68 0.51643 0.720749 -6.60



266493_at Mutator-like transposase similar to  MUR--- --- 1.05 0.07 0.68 0.516541 0.720749 -6.60
249142_at putative protein similar to unknown prote--- AT5G43230 1.06 0.09 0.68 0.516506 0.720749 -6.60
255126_at  putative protein hypothetical protein ssr --- AT4G08270 1.05 0.07 0.68 0.516546 0.720749 -6.60
248662_at unknown protein --- AT5G48690 1.06 0.08 0.68 0.516554 0.720749 -6.60
257479_at hypothetical protein contains similarity toWAKL4 AT1G16150 1.09 0.13 0.68 0.516563 0.720749 -6.60
250777_at putative protein similar to unknown prote--- AT5G05440 1.25 0.33 0.68 0.516722 0.720880 -6.60
265872_at unknown protein  ;supported by full-lengatnudt17 AT2G01670 1.08 0.12 0.68 0.516707 0.720880 -6.60
250899_at putative protein  ; supported by cDNA: g--- AT5G03340 1.08 0.11 0.68 0.516815 0.720880 -6.60
256574_at hypothetical protein similar to callose sy --- AT3G14780 1.10 0.14 0.68 0.516799 0.720880 -6.60
263153_s_a myrosinase-associated protein, putative--- AT1G54000 / 1.14 0.18 0.68 0.516779 0.720880 -6.60
258891_at unknown protein EMB2016 AT3G05680 -1.05 -0.07 -0.68 0.516878 0.720923 -6.60
264262_at Expressed protein ; supported by full-len--- AT1G09200 -1.27 -0.35 -0.68 0.516909 0.720923 -6.60
254106_at geranylgeranylated protein ATGP4  ; su ATGP4 AT4G24990 1.07 0.09 0.68 0.517059 0.721047 -6.60
266765_at putative inorganic pyrophosphatase AtPPa3 AT2G46860 -1.05 -0.07 -0.68 0.517061 0.721047 -6.60
264650_at putative transcription factor Similar to ScNF-YC9 AT1G08970 -1.06 -0.08 -0.68 0.517098 0.721054 -6.60
254302_at hypothetical protein --- AT4G22800 -1.04 -0.06 -0.68 0.517391 0.721418 -6.60
244963_at PSII cytochrome b559 --- --- -1.04 -0.06 -0.68 0.517451 0.721458 -6.60
252579_at  putative protein hypothetical protein At2--- AT3G45510 -1.05 -0.07 -0.68 0.517516 0.721505 -6.60
249627_at  NADH dehydrogenase (ubiquinone) (ECEMB1467 AT5G37510 1.07 0.10 0.68 0.51756 0.721522 -6.60
262195_at  allergen, putative similar to allergen (Ol --- AT1G78040 1.13 0.18 0.68 0.51766 0.721550 -6.60
247064_at putative protein contains similarity to dis --- AT5G66890 1.10 0.14 0.68 0.517636 0.721550 -6.60
253914_at  putative protein late embryogenesis abu--- AT4G27400 1.08 0.12 0.68 0.517675 0.721550 -6.60
250273_at  pre-mRNA splicing factor ATP-dependeEMB3011 AT5G13010 -1.05 -0.07 -0.68 0.517842 0.721739 -6.60
255442_at  predicted NADH dehydrogenase 24 kD --- AT4G02580 1.05 0.07 0.68 0.517955 0.721852 -6.60
255164_at hypothetical protein --- --- 1.05 0.07 0.68 0.518067 0.721964 -6.60
252408_at putative transcription factor MYB94  ; suATMYB94 AT3G47600 1.05 0.07 0.68 0.518153 0.722040 -6.60
245608_at protein kinase --- AT4G14350 1.08 0.11 0.68 0.518342 0.722074 -6.60
247784_at subtilisin-like serine protease contains s --- AT5G58810 -1.05 -0.07 -0.68 0.518384 0.722074 -6.60
247503_at  GCN4-complementing protein - like GC AGD1 AT5G61980 1.06 0.09 0.68 0.518399 0.722074 -6.60
251462_at  mitogen-activated protein kinase-like pr ATMPK10 AT3G59790 1.07 0.10 0.68 0.518272 0.722074 -6.60
265655_at unknown protein contains weak PHD zin--- AT2G13920 -1.06 -0.08 -0.68 0.518294 0.722074 -6.60
266734_at hypothetical protein predicted by genefin--- AT2G46900 1.07 0.09 0.68 0.518364 0.722074 -6.60
264387_at putative growth regulator protein contain--- AT1G11990 -1.06 -0.08 -0.68 0.518377 0.722074 -6.60
259993_at unknown protein --- AT1G67960 1.06 0.09 0.68 0.518439 0.722086 -6.60
251967_at  putative protein DMR-N9 PROTEIN, Mu--- AT3G53390 1.05 0.07 0.68 0.518571 0.722124 -6.60



257515_at  zinc finger protein, putative similar to zinDOT5 AT1G13290 1.05 0.07 0.68 0.518733 0.722124 -6.60
249822_at unknown protein --- AT5G23710 -1.06 -0.08 -0.68 0.518703 0.722124 -6.60
259745_at unknown protein SAG18 AT1G71190 1.06 0.08 0.68 0.51869 0.722124 -6.60
258469_at unknown protein contains Pfam profile: PPRXIIF AT3G06050 1.05 0.07 0.68 0.518573 0.722124 -6.60
252201_at  putative protein anthranilate N-hydroxyc--- AT3G50295 1.05 0.07 0.68 0.518733 0.722124 -6.60
248280_at putative protein similar to unknown prote--- AT5G52950 1.06 0.08 0.68 0.518719 0.722124 -6.60
254569_s_ahypothetical protein --- --- 1.05 0.07 0.68 0.518633 0.722124 -6.60
265208_at putative giberellin beta-hydroxylase cont--- AT2G36690 1.16 0.22 0.68 0.518752 0.722124 -6.60
261658_at hypothetical protein predicted by genem--- AT1G50040 1.17 0.22 0.68 0.519032 0.722288 -6.60
259950_at  hypothetical protein predicted by genefi --- AT1G71410 1.06 0.09 0.68 0.518925 0.722288 -6.60
253861_at  putative protein MSP1 protein, Sacchar --- AT4G27680 1.05 0.08 0.68 0.519145 0.722288 -6.60
261039_at Expressed protein ; supported by full-lenELF4-L4 AT1G17455 -1.09 -0.12 -0.68 0.519002 0.722288 -6.60
260675_at unknown protein ; supported by cDNA: g--- AT1G19430 -1.07 -0.10 -0.68 0.519012 0.722288 -6.60
248055_at serine/threonine-specific kinase like prot--- AT5G55830 1.06 0.08 0.68 0.518963 0.722288 -6.60
257762_at hypothetical protein XRCC4 AT3G23100 -1.05 -0.08 -0.68 0.519154 0.722288 -6.60
251253_at  putative zinc-finger protein zinc-finger p--- AT3G62240 1.09 0.13 0.68 0.519098 0.722288 -6.60
259187_at putative transcription factor similar to myAtMYB57 AT3G01530 -1.07 -0.10 -0.68 0.519086 0.722288 -6.60
257029_at  dem-like protein similar to dem  GB:CAA--- AT3G19240 -1.06 -0.08 -0.68 0.519294 0.722439 -6.60
254973_at  putative retrotransposon Oryza australie--- --- 1.06 0.09 0.68 0.519337 0.722454 -6.60
261404_at  alpha galactosyltransferase, putative sim--- AT1G18690 -1.10 -0.14 -0.68 0.5194 0.722498 -6.60
263531_s_ahypothetical protein predicted by gensca--- AT2G25020 / 1.05 0.07 0.68 0.519468 0.722548 -6.60
260451_at putative AP2 domain transcription factor --- AT1G72360 -1.22 -0.28 -0.68 0.519629 0.722684 -6.60
256370_at  MATE efflux family protein, putative con--- AT1G66780 1.05 0.08 0.68 0.519606 0.722684 -6.60
249678_at protein kinase-like --- AT5G35980 1.04 0.06 0.68 0.519698 0.722702 -6.60
262025_at  growth regulator, putative similar to axi --- AT1G35510 -1.06 -0.09 -0.68 0.519737 0.722702 -6.60
257169_at Expressed protein ; supported by full-lenAtSec20 AT3G24315 -1.06 -0.09 -0.68 0.519726 0.722702 -6.60
260982_at  chalcone isomerase, putative similar to --- AT1G53520 1.19 0.25 0.68 0.520037 0.722895 -6.60
262407_at hypothetical protein predicted by genem--- AT1G34630 1.10 0.14 0.68 0.519995 0.722895 -6.60
264779_at  putative thioredoxin similar to ESTs gb| ACHT4 AT1G08570 1.13 0.18 0.68 0.520043 0.722895 -6.60
254217_at  putative protein other hypothetical prote--- AT4G23720 1.05 0.06 0.68 0.520009 0.722895 -6.60
258958_at vacuolar membrane ATPase subunit G (VMA10 AT3G01390 1.08 0.11 0.68 0.520117 0.722895 -6.60
249564_at unknown protein --- AT5G38400 -1.06 -0.09 -0.68 0.520152 0.722895 -6.60
253226_at  beta-galactosidase - like protein beta-D BGAL11 AT4G35010 -1.05 -0.07 -0.68 0.519981 0.722895 -6.60
260817_at unknown protein --- AT1G06900 -1.06 -0.08 -0.68 0.520161 0.722895 -6.60
256714_at cysteine proteinase contains similarity to--- AT2G34080 1.06 0.09 0.68 0.520102 0.722895 -6.60



264588_at unknown protein contains similarity to C --- AT2G17730 1.12 0.17 0.68 0.520207 0.722915 -6.60
267572_at 3-hydroxyisobutyryl-coenzyme A hydrola--- AT2G30660 1.06 0.08 0.68 0.520265 0.722951 -6.60
251692_s_a serine carboxypeptidase-like protein ca --- AT3G52020 / -1.05 -0.07 -0.68 0.52037 0.723052 -6.60
250413_at  adenine phosphoribosyltransferase - lik APT5 AT5G11160 1.08 0.12 0.68 0.520611 0.723322 -6.60
248796_at VAMP (vesicle-associated membrane pr--- AT5G47180 -1.09 -0.13 -0.68 0.520627 0.723322 -6.60
262894_at  disease resistance protein, putative sim--- AT1G59780 -1.06 -0.09 -0.68 0.520777 0.723487 -6.60
265032_at ribosomal protein identical to ribosomal RPL3B AT1G61580 -1.13 -0.17 -0.68 0.520821 0.723504 -6.60
256972_at unknown protein --- AT3G21140 -1.06 -0.08 -0.68 0.52105 0.723734 -6.60
251006_at  putative protein predicted proteins, Arab--- AT5G02600 -1.06 -0.09 -0.68 0.52102 0.723734 -6.60
255083_s_ahypothetical protein --- --- 1.07 0.09 0.68 0.521108 0.723771 -6.60
254196_at putative protein --- AT4G24030 1.07 0.10 0.68 0.521495 0.724263 -6.60
249051_at berberine bridge enzyme-like protein  ; s--- AT5G44390 -1.07 -0.10 -0.68 0.521758 0.724571 -6.60
260318_at hypothetical protein predicted by genefin--- AT1G63960 1.07 0.09 0.68 0.521873 0.724571 -6.60
245653_at heat shock transcription factor like prote FBD1 AT4G13985 1.06 0.08 0.68 0.521875 0.724571 -6.60
249848_at putative protein similar to unknown proteNIC3 AT5G23220 -1.06 -0.08 -0.68 0.521869 0.724571 -6.60
245526_at putative protein NRPD4 AT4G15950 1.05 0.06 0.68 0.521805 0.724571 -6.60
251113_at hypothetical protein --- AT5G01370 1.07 0.09 0.68 0.522008 0.724711 -6.60
245938_at  putative protein protein phosphatase-1 --- AT5G19680 -1.08 -0.11 -0.68 0.522072 0.724711 -6.60
253082_at  putative glycine-rich cell wall protein gly--- AT4G36230 -1.10 -0.14 -0.68 0.522071 0.724711 -6.60
252779_at putative protein --- AT3G42990 1.05 0.07 0.67 0.522222 0.724832 -6.60
248384_at mandelonitrile lyase-like protein --- AT5G51930 1.05 0.07 0.67 0.522199 0.724832 -6.60
259887_at putative protein kinase similar to protein --- AT1G76360 -1.06 -0.08 -0.67 0.522384 0.724996 -6.60
252212_at  protein kinase -like protein NTPK1 proteMAPKKK2 AT3G50310 1.14 0.19 0.67 0.522468 0.724996 -6.60
264354_s_aunknown protein similar to Lambda-PRL--- AT1G03200 / -1.06 -0.08 -0.67 0.522457 0.724996 -6.60
259567_at hypothetical protein --- AT1G20500 -1.06 -0.09 -0.67 0.522459 0.724996 -6.60
258189_at unknown protein  ;supported by full-lengJAZ3 AT3G17860 -1.11 -0.15 -0.67 0.522509 0.725010 -6.60
245370_at Expressed protein ; supported by full-len--- AT4G16840 1.11 0.15 0.67 0.522562 0.725039 -6.60
265886_at putative protein phosphatase 2C  ; supp --- AT2G25610 / -1.12 -0.16 -0.67 0.522602 0.725051 -6.60
261500_at hypothetical protein predicted by genem--- AT1G28400 1.15 0.20 0.67 0.522924 0.725454 -6.60
259988_at  Athila ORF 1, putative simlar to GI:8065--- --- -1.04 -0.06 -0.67 0.523021 0.725499 -6.60
250797_at unknown protein --- AT5G05310 1.06 0.09 0.67 0.523013 0.725499 -6.60
266531_at  putative plasma membrane intrinsic pro--- AT2G16835 1.04 0.06 0.67 0.5231 0.725521 -6.60
264595_at  putative vesicle-associated membrane VAMP721 AT1G04750 -1.08 -0.11 -0.67 0.523095 0.725521 -6.60
251646_at putative protein --- AT3G57780 1.21 0.28 0.67 0.52335 0.725824 -6.60
263508_s_ahypothetical protein --- --- -1.07 -0.10 -0.67 0.523576 0.726057 -6.60



265568_s_ahypothetical protein predicted by gensca--- --- -1.07 -0.10 -0.67 0.523582 0.726057 -6.60
249455_s_a putative protein predicted proteins, Arab--- AT1G50870 / 1.05 0.07 0.67 0.523628 0.726077 -6.60
251480_at  putative protein inducible carbonyl redu --- AT3G59710 1.07 0.10 0.67 0.523894 0.726357 -6.60
254918_at  putative protein phosphatase like protei SGT1B AT4G11260 1.06 0.08 0.67 0.523871 0.726357 -6.60
257883_at  calmodulin-binding protein, putative con--- AT3G16940 -1.07 -0.10 -0.67 0.523965 0.726411 -6.60
255120_x_aputative transposon protein similar to ma--- --- 1.05 0.07 0.67 0.524034 0.726462 -6.60
256596_at hypothetical protein predicted by genem--- AT3G28540 -1.11 -0.15 -0.67 0.524269 0.726567 -6.61
263269_at En/Spm-like transposon protein related t--- --- -1.05 -0.07 -0.67 0.524255 0.726567 -6.61
257836_at hypothetical protein --- --- -1.05 -0.07 -0.67 0.524184 0.726567 -6.61
251618_at  putative protein unknown protein At2g4 --- AT3G58020 -1.09 -0.12 -0.67 0.524212 0.726567 -6.61
266681_at copia-like retroelement pol polyprotein --- --- 1.04 0.06 0.67 0.524265 0.726567 -6.61
254674_at  EREBP - like protein EREBP-1 (Ethylen--- AT4G18450 -1.04 -0.06 -0.67 0.524654 0.727013 -6.61
265201_at unknown protein --- AT2G36810 -1.04 -0.06 -0.67 0.524652 0.727013 -6.61
245021_at PSII component --- --- -1.07 -0.10 -0.67 0.524713 0.727050 -6.61
263219_at putative serine proteinase Strong similar--- AT1G30600 1.08 0.11 0.67 0.524859 0.727164 -6.61
249213_at unknown protein --- AT5G42700 -1.05 -0.07 -0.67 0.524838 0.727164 -6.61
250617_at  Mei2-like protein Mei2-like protein - Ara AML4 AT5G07290 1.06 0.09 0.67 0.524989 0.727300 -6.61
254081_at  putative protein various predicted prote --- AT4G25660 1.07 0.09 0.67 0.525158 0.727402 -6.61
264876_at hypothetical protein --- AT2G17410 -1.06 -0.08 -0.67 0.525153 0.727402 -6.61
259011_s_aunknown protein similar to putative prote--- AT3G07380 / 1.06 0.08 0.67 0.525137 0.727402 -6.61
262752_at putative mitotic cyclin similar to gb|D896CYCB3;1 AT1G16330 1.07 0.09 0.67 0.525206 0.727425 -6.61
245085_at putative poly(A) binding protein  ; suppo PAB4 AT2G23350 1.07 0.10 0.67 0.525298 0.727507 -6.61
248018_at putative protein strong similarity to unkn --- AT5G56470 1.06 0.09 0.67 0.525356 0.727543 -6.61
265086_at  hypothetical protein contains Zinc finge RING1B AT1G03770 1.08 0.11 0.67 0.525516 0.727677 -6.61
250534_at NADH dehydrogenase  ;supported by fuCI51 AT5G08530 -1.05 -0.07 -0.67 0.525496 0.727677 -6.61
267459_at unknown protein  ;supported by full-leng--- AT2G33850 -1.05 -0.07 -0.67 0.525604 0.727754 -6.61
261963_at hypothetical protein predicted by genem--- --- -1.06 -0.09 -0.67 0.525688 0.727783 -6.61
260870_at  GTP-binding protein(RAB1Y), putative sATRAB18 AT1G43890 1.06 0.09 0.67 0.525673 0.727783 -6.61
246419_at  UDP glucose:flavonoid 3-o-glucosyltranUGT78D3 AT5G17030 -1.05 -0.07 -0.67 0.525832 0.727805 -6.61
256738_at  geranylgeranyl pyrophosphate synthase--- AT3G29430 -1.06 -0.08 -0.67 0.525803 0.727805 -6.61
257842_at  P-glycoprotein, putative similar to P-glycPGP18 AT3G28390 1.05 0.07 0.67 0.525815 0.727805 -6.61
265320_at unknown protein predicted by genscan --- AT2G18320 -1.05 -0.08 -0.67 0.525822 0.727805 -6.61
260610_at putative SF16 protein {Helianthus annuuIQD14 AT2G43680 -1.09 -0.13 -0.67 0.525954 0.727930 -6.61
250558_at  flavonoid 3-hydroxylase - like protein flaTT7 AT5G07990 -1.06 -0.09 -0.67 0.526296 0.728359 -6.61
245934_at  putative protein NAC1 - Medicago truncanac082 AT5G09330 1.07 0.10 0.67 0.526371 0.728397 -6.61



249251_at putative protein similar to unknown prote--- AT5G42000 1.07 0.10 0.67 0.52644 0.728397 -6.61
263201_at  putative ADP-glucose pyrophosphorylasAPS2 AT1G05610 1.06 0.08 0.67 0.526451 0.728397 -6.61
258841_at hypothetical protein similar to hypothetic--- AT3G04660 -1.05 -0.07 -0.67 0.526425 0.728397 -6.61
264813_at  putative Ca2+-dependent ser/thr proteinCPK16 AT2G17890 1.07 0.10 0.67 0.526552 0.728448 -6.61
253299_at hypothetical protein  ;supported by full-le--- AT4G33800 -1.06 -0.09 -0.67 0.526527 0.728448 -6.61
263589_at hypothetical protein predicted by gensca--- AT2G25280 -1.05 -0.06 -0.67 0.526669 0.728545 -6.61
250924_at putative protein  ;supported by full-length--- AT5G03440 -1.06 -0.08 -0.67 0.526686 0.728545 -6.61
263920_at unknown protein  ;supported by full-leng--- AT2G36410 1.07 0.10 0.67 0.526967 0.728889 -6.61
255039_at calmodulin-domain protein kinase CDPKCPK4 AT4G09570 1.06 0.09 0.67 0.527114 0.729049 -6.61
253613_at  PR-1-like protein gene PR-1 protein - M--- AT4G30320 -1.06 -0.09 -0.67 0.52719 0.729109 -6.61
266311_at hypothetical protein predicted by gensca--- AT2G27130 -1.18 -0.24 -0.67 0.5273 0.729181 -6.61
248610_at SRP54 (signal recognition particle 54 KD--- AT5G49500 -1.05 -0.07 -0.67 0.527306 0.729181 -6.61
252142_at  putative protein hypothetical protein F16--- AT3G51120 -1.07 -0.09 -0.67 0.527373 0.729230 -6.61
256228_at  phosphoglycerate kinase, putative simil --- AT1G56190 -1.07 -0.10 -0.67 0.527544 0.729414 -6.61
259638_at  coatomer complex subunit, putative sim--- AT1G52360 1.06 0.09 0.67 0.52757 0.729414 -6.61
266873_at putative PREG1-like negative regulator CYCP4;1 AT2G44740 -1.21 -0.27 -0.67 0.527777 0.729523 -6.61
258972_at hypothetical protein predicted by gensca--- AT3G01920 -1.09 -0.12 -0.67 0.527774 0.729523 -6.61
266788_at putative receptor-like protein kinase --- AT2G29000 -1.04 -0.06 -0.67 0.527721 0.729523 -6.61
264814_at putative SET-domain transcriptional reg SDG37 AT2G17900 -1.08 -0.11 -0.67 0.527688 0.729523 -6.61
249380_at  glutaredoxin -like protein glutaredoxin, c--- AT5G40370 1.05 0.07 0.67 0.528079 0.729896 -6.61
252238_at peroxidase ATP21a --- AT3G49960 1.06 0.08 0.67 0.528142 0.729940 -6.61
254444_at  putative protein riboflavin biosynthesis p--- AT4G20960 -1.10 -0.14 -0.66 0.528286 0.730094 -6.61
249039_at late embryogenesis abundant protein-lik --- AT5G44310 1.06 0.08 0.66 0.528353 0.730143 -6.61
267229_s_aputative translation initiation factor eIF-2--- AT2G44070 / 1.11 0.16 0.66 0.528407 0.730174 -6.61
254962_at  putative glucanase endo-beta-1,4-D-gluAtGH9C3 AT4G11050 -1.06 -0.08 -0.66 0.528441 0.730175 -6.61
246029_at leucine-rich repeat protein  ; supported b--- AT5G21090 1.05 0.07 0.66 0.528499 0.730211 -6.61
259403_at unknown protein ; supported by full-lengPGDH AT1G17745 1.24 0.31 0.66 0.52855 0.730238 -6.61
257930_at hypothetical protein --- AT3G17010 -1.07 -0.10 -0.66 0.528587 0.730244 -6.61
255392_at hypothetical protein --- --- 1.04 0.06 0.66 0.528651 0.730289 -6.61
262787_at putative clathrin-coat assembly protein s--- AT1G10730 1.09 0.12 0.66 0.528829 0.730446 -6.61
262363_at  disease resistance protein, putative sim--- AT1G72850 -1.05 -0.07 -0.66 0.528822 0.730446 -6.61
258897_at unknown protein --- AT3G05730 -1.44 -0.52 -0.66 0.529203 0.730741 -6.61
255832_at hypothetical protein predicted by genefin--- AT2G33360 1.08 0.10 0.66 0.529192 0.730741 -6.61
262605_at hypothetical protein Strong similarity to g--- AT1G15170 1.19 0.25 0.66 0.529148 0.730741 -6.61
259622_at hypothetical protein predicted by gensca--- AT1G43010 -1.05 -0.07 -0.66 0.52918 0.730741 -6.61



247179_at putative protein contains similarity to bH --- AT5G65320 -1.05 -0.07 -0.66 0.529147 0.730741 -6.61
246953_at unknown protein  ;supported by full-lengVPS60.2 AT5G04850 -1.05 -0.07 -0.66 0.529245 0.730755 -6.61
248495_at putative protein strong similarity to unkn --- AT5G50780 -1.06 -0.09 -0.66 0.52928 0.730760 -6.61
257878_at hypothetical protein predicted by genem--- AT3G17150 1.05 0.08 0.66 0.529406 0.730845 -6.61
264608_at putative acetyl-CoA acyltransferase StroPKT4 AT1G04710 -1.05 -0.08 -0.66 0.529374 0.730845 -6.61
254578_at  putative pectinacetylesterase protein pe--- AT4G19400 / -1.09 -0.12 -0.66 0.529474 0.730894 -6.61
259537_at hypothetical protein ; supported by cDNAPHR1 AT1G12370 -1.07 -0.09 -0.66 0.52965 0.731093 -6.61
257444_at hypothetical protein predicted by gensca--- AT2G12550 -1.07 -0.09 -0.66 0.529717 0.731135 -6.61
256791_at hypothetical protein predicted by gensca--- --- -1.07 -0.10 -0.66 0.529745 0.731135 -6.61
248846_at putative protein similar to unknown prote--- AT5G46500 1.05 0.07 0.66 0.529795 0.731161 -6.61
247078_at unknown protein  ; supported by cDNA: --- AT5G66000 -1.06 -0.08 -0.66 0.529829 0.731163 -6.61
267319_at ABC transporter (AtMRP2) identical to GATMRP2 AT2G34660 1.08 0.11 0.66 0.529967 0.731310 -6.61
255608_at hypothetical protein --- AT4G01140 -1.07 -0.10 -0.66 0.53002 0.731339 -6.61
263767_at putative retroelement pol polyprotein --- --- 1.04 0.06 0.66 0.530075 0.731370 -6.61
260723_at unknown protein --- AT1G48070 1.05 0.07 0.66 0.530126 0.731391 -6.61
256203_at hypothetical protein --- AT1G50800 -1.06 -0.08 -0.66 0.530155 0.731391 -6.61
250541_at  putative proline-rich protein surface pro --- AT5G09520 1.10 0.14 0.66 0.530334 0.731595 -6.61
254087_at  brefeldin A-sensitive Golgi protein - like --- AT4G24840 1.04 0.06 0.66 0.530508 0.731721 -6.61
261731_s_ahypothetical protein similar to hypothetic--- AT1G47780 / 1.04 0.06 0.66 0.530506 0.731721 -6.61
258343_at unknown protein similar to hypothetical p--- AT3G22810 -1.06 -0.08 -0.66 0.530521 0.731721 -6.61
265638_at similar to PIG-L --- AT2G27340 -1.05 -0.07 -0.66 0.530624 0.731818 -6.61
246211_at G-box-binding factor 1 ; supported by cDGBF1 AT4G36730 1.11 0.15 0.66 0.530722 0.731909 -6.61
262508_at  serine/threonine kinase, putative similar--- AT1G11300 1.13 0.18 0.66 0.53085 0.732042 -6.61
254572_at  putative protein predicted protein MTCY--- AT4G19380 -1.05 -0.07 -0.66 0.530929 0.732062 -6.61
253327_at putative transcription factor MYB69 AT4G33450 1.07 0.10 0.66 0.530908 0.732062 -6.61
256886_at hypothetical protein contains Pfam profil --- AT3G15130 -1.04 -0.06 -0.66 0.531015 0.732135 -6.61
267294_at hypothetical protein predicted by genscaYCF37 AT2G23670 -1.08 -0.11 -0.66 0.53105 0.732139 -6.61
251263_at  putative protein DNAJ PROTEIN - Syne--- AT3G62190 -1.05 -0.08 -0.66 0.531122 0.732194 -6.61
248157_at putative protein similar to unknown prote--- AT5G54420 1.05 0.07 0.66 0.531183 0.732235 -6.61
256333_at Sm-like protein contains Pfam profile: PF--- AT1G76860 -1.09 -0.12 -0.66 0.531585 0.732744 -6.61
261366_at unknown protein --- AT1G53100 1.15 0.20 0.66 0.531889 0.732844 -6.61
257060_at unknown protein --- AT3G18230 -1.06 -0.08 -0.66 0.531793 0.732844 -6.61
254819_at  pEARLI 1-like protein Arabidopsis thalia--- AT4G12500 1.42 0.51 0.66 0.531978 0.732844 -6.61
267094_at putative diphenol oxidase  ; supported b IRX12 AT2G38080 1.20 0.26 0.66 0.531755 0.732844 -6.61
256108_at hypothetical protein predicted by genem--- AT1G16940 1.08 0.11 0.66 0.531717 0.732844 -6.61



259128_at unknown protein similar to pushover GBBIG AT3G02260 -1.08 -0.12 -0.66 0.531943 0.732844 -6.61
259383_at  putative lectin contains Pfam profile: PFJR1 AT3G16470 -1.28 -0.35 -0.66 0.531968 0.732844 -6.61
247066_at DNA binding protein-like --- AT5G66940 1.04 0.06 0.66 0.531966 0.732844 -6.61
250488_at  beta-glucosidase - like protein beta-gluc--- AT5G09700 1.05 0.07 0.66 0.531731 0.732844 -6.61
248667_at putative protein contains similarity to sm--- AT5G48710 1.04 0.06 0.66 0.531833 0.732844 -6.61
264291_at hypothetical protein contains similarity to--- AT1G78800 1.06 0.08 0.66 0.53205 0.732898 -6.61
265537_at putative retroelement pol polyprotein con--- --- 1.06 0.09 0.66 0.532126 0.732914 -6.61
257503_at  DAG-like protein similar to DAG protein --- AT1G72530 1.07 0.10 0.66 0.532125 0.732914 -6.61
263251_at unknown protein  ; supported by cDNA: --- AT2G31410 -1.11 -0.15 -0.66 0.53222 0.732917 -6.61
251013_at  putative protein various predicted prote --- AT5G02540 -1.36 -0.44 -0.66 0.532265 0.732917 -6.61
267270_at hypothetical protein predicted by gensca--- AT2G02550 1.07 0.10 0.66 0.53225 0.732917 -6.61
256390_at putative MAP kinase similar to MAP kinaATMKK8 AT3G06230 1.05 0.07 0.66 0.532289 0.732917 -6.61
246393_at  phosphoglycerate kinase, putative simil --- AT1G58150 -1.06 -0.08 -0.66 0.532231 0.732917 -6.61
265807_at unknown protein --- AT2G17990 1.06 0.08 0.66 0.532359 0.732969 -6.61
260195_at hypothetical protein predicted by gensca--- AT1G67540 1.05 0.08 0.66 0.532537 0.733126 -6.61
245846_at  P-type transporting ATPase, putative si --- AT1G26130 -1.07 -0.10 -0.66 0.532522 0.733126 -6.61
262888_at  RNA-directed RNA polymerase, putativ RDR1 AT1G14790 -1.14 -0.18 -0.66 0.532621 0.733167 -6.62
257221_at  MYB family transcription factor (GL1) idATMYB0 AT3G27920 1.07 0.10 0.66 0.532631 0.733167 -6.62
251121_at putative protein  ; supported by cDNA: gAGG1 AT3G63420 1.08 0.11 0.66 0.532688 0.733202 -6.62
259554_at hypothetical protein --- --- -1.07 -0.10 -0.66 0.532802 0.733255 -6.62
267144_at unknown protein GPAT6 AT2G38110 1.13 0.18 0.66 0.532916 0.733255 -6.62
263206_at  unknown protein similar to ESTs gb|T43--- AT1G10590 1.04 0.06 0.66 0.53286 0.733255 -6.62
251347_at  putative protein ferritin 1 precursor - Ara--- AT3G61010 1.09 0.13 0.66 0.532913 0.733255 -6.62
248089_at salt stress inducible small GTP binding pAtRAN4 AT5G55080 1.06 0.08 0.66 0.53292 0.733255 -6.62
245445_at apetala2 domain TINY like protein --- AT4G16750 -1.14 -0.19 -0.66 0.532763 0.733255 -6.62
262010_at hypothetical protein predicted by genem--- --- 1.06 0.08 0.66 0.533035 0.733369 -6.62
260258_at putative ribosomal protein similar to ribo --- AT1G74270 -1.08 -0.10 -0.66 0.533262 0.733417 -6.62
257735_at  pectate lyase, putative similar to pectate--- AT3G27400 1.10 0.13 0.66 0.533226 0.733417 -6.62
263603_at hypothetical protein --- AT2G16340 1.07 0.09 0.66 0.533348 0.733417 -6.62
265146_at putative glucosyl transferase --- AT1G51210 1.11 0.14 0.66 0.53327 0.733417 -6.62
249557_at receptor serine/threonine kinase PR5K  PR5K AT5G38280 1.10 0.14 0.66 0.533298 0.733417 -6.62
260842_at  19S proteosome subunit 9, putative simATS9 AT1G29150 -1.06 -0.08 -0.66 0.533153 0.733417 -6.62
245916_at putative protein --- AT5G28720 1.06 0.08 0.66 0.53334 0.733417 -6.62
257034_at hypothetical protein predicted by gensca--- AT3G19184 -1.05 -0.06 -0.66 0.533359 0.733417 -6.62
258784_at unknown protein --- AT3G11770 -1.09 -0.13 -0.66 0.533105 0.733417 -6.62



263956_at putative homeodomain transcription factBLH1 AT2G35940 1.10 0.14 0.66 0.533431 0.733458 -6.62
246975_at putative protein hypothetical proteins - A--- AT5G24890 -1.07 -0.10 -0.66 0.533454 0.733458 -6.62
251991_at  transcription factor NF-Y, CCAAT-bindinNF-YB10 AT3G53340 -1.07 -0.10 -0.66 0.53352 0.733506 -6.62
266217_at unknown protein AT2G2883--- 1.05 0.07 0.66 0.533566 0.733525 -6.62
250822_at unknown protein --- AT5G05230 -1.05 -0.07 -0.66 0.533781 0.733776 -6.62
244967_at PSI J protein --- --- 1.11 0.16 0.66 0.534126 0.734206 -6.62
248969_at unknown protein  ; supported by cDNA: --- AT5G45310 -1.12 -0.17 -0.65 0.534242 0.734272 -6.62
253615_at  cyclic nucleotide and calmodulin-regula CNGC17 AT4G30360 -1.08 -0.11 -0.65 0.534244 0.734272 -6.62
261543_at unknown protein contains Pfam profile: P--- AT1G63550 1.07 0.09 0.65 0.534271 0.734272 -6.62
257398_at hypothetical protein predicted by genefin--- AT2G01990 -1.04 -0.06 -0.65 0.534375 0.734371 -6.62
265827_at hypothetical protein predicted by genefinVOZ2 AT2G42400 1.04 0.06 0.65 0.534452 0.734433 -6.62
258194_at unknown protein  ; supported by full-leng--- AT3G29170 1.07 0.10 0.65 0.534667 0.734684 -6.62
264986_at  glutathione transferase, putative similar ATGSTU1 AT1G27130 -1.23 -0.30 -0.65 0.534782 0.734798 -6.62
257286_s_a transposase, putative similar to transpo --- AT1G19260 / 1.06 0.08 0.65 0.535036 0.735102 -6.62
251028_at  putative protein putative hydrolase At2g--- AT5G02230 1.06 0.09 0.65 0.535084 0.735124 -6.62
252160_at proline-rich protein --- AT3G50570 1.07 0.10 0.65 0.535179 0.735211 -6.62
246550_at  putative protein predicted protein, Arabi --- AT5G14920 1.23 0.30 0.65 0.535253 0.735268 -6.62
261155_at unknown protein ;supported by full-lengt --- AT1G04960 1.06 0.09 0.65 0.535535 0.735567 -6.62
248513_at unknown protein --- AT5G50500 -1.04 -0.06 -0.65 0.535525 0.735567 -6.62
260733_at  RNA-binding protein, putative similar to --- AT1G17640 1.07 0.09 0.65 0.535721 0.735650 -6.62
267111_s_ahypothetical protein predicted by gensca--- --- 1.07 0.09 0.65 0.535699 0.735650 -6.62
267420_at hypothetical protein predicted by grail --- AT2G35030 -1.11 -0.15 -0.65 0.535725 0.735650 -6.62
245777_at unknown protein contains similarity to di atnudt21 AT1G73540 1.26 0.34 0.65 0.535659 0.735650 -6.62
266474_at hypothetical protein predicted by grail --- AT2G31110 -1.17 -0.23 -0.65 0.535795 0.735661 -6.62
252768_at putative protein hypothetical proteins - A--- --- -1.05 -0.06 -0.65 0.535797 0.735661 -6.62
255845_at putative cinnamoyl-CoA reductase highl --- AT2G33600 -1.09 -0.12 -0.65 0.535848 0.735686 -6.62
261684_at hypothetical protein predicted by genem--- AT1G47400 -1.20 -0.26 -0.65 0.535894 0.735705 -6.62
263186_at  lectin receptor kinase, putative similar to--- --- 1.08 0.10 0.65 0.535983 0.735739 -6.62
244991_s_aNADH dehydrogenase ND2 --- --- -1.05 -0.07 -0.65 0.535975 0.735739 -6.62
266959_at  putative DNA replication licensing facto MCM5 AT2G07690 -1.18 -0.24 -0.65 0.536152 0.735926 -6.62
252709_at  putative protein predicted proteins, Arab--- AT3G43840 1.04 0.06 0.65 0.536373 0.736186 -6.62
246751_at  pectin methyl-esterase - like protein pec--- AT5G27870 -1.04 -0.06 -0.65 0.536595 0.736446 -6.62
257339_s_aATP synthase subunit 9 --- AT2G07671 1.09 0.12 0.65 0.536781 0.736532 -6.62
258874_at hypothetical protein similar to unknown p--- AT3G03230 1.07 0.09 0.65 0.536787 0.736532 -6.62
254912_at  respiratory burst oxidase homolog F - li --- AT4G11230 1.05 0.07 0.65 0.536716 0.736532 -6.62



266350_at  putative protein transport protein SEC12STL2P AT2G01470 -1.08 -0.10 -0.65 0.536754 0.736532 -6.62
256211_at  gibberellin 20-oxidase, putative similar tGA2OX7 AT1G50960 -1.04 -0.06 -0.65 0.536882 0.736574 -6.62
246665_s_aputative protein predicted proteins - Arab--- --- 1.06 0.08 0.65 0.536871 0.736574 -6.62
261862_at  DNA-binding protein, putative similar to --- AT1G50410 -1.07 -0.10 -0.65 0.537028 0.736686 -6.62
252403_at hypothetical protein --- AT3G48080 1.04 0.06 0.65 0.537016 0.736686 -6.62
247016_at putative protein contains similarity to sig --- AT5G66970 1.06 0.08 0.65 0.537163 0.736819 -6.62
250501_at  carboxypeptidase - like protein GC donoSCPL19 AT5G09640 -1.05 -0.07 -0.65 0.537222 0.736819 -6.62
248601_at putative protein contains similarity to unk--- AT5G49400 1.04 0.06 0.65 0.537213 0.736819 -6.62
261726_at putative auxin-independent growth prom--- AT1G76270 -1.09 -0.13 -0.65 0.537283 0.736858 -6.62
266850_at unknown protein --- AT2G26850 1.05 0.06 0.65 0.537356 0.736914 -6.62
259461_at unknown protein --- AT1G18900 1.09 0.12 0.65 0.537389 0.736915 -6.62
252657_at hypothetical protein --- AT3G44780 1.04 0.06 0.65 0.537479 0.736949 -6.62
257371_at putative CCAAT-box binding trancriptionNF-YB5 AT2G47810 1.06 0.09 0.65 0.537447 0.736949 -6.62
254166_at  HSP90-like protein HSP90 homolog - CSHD AT4G24190 1.17 0.23 0.65 0.537531 0.736977 -6.62
251809_at  putative protein predicted proteins, Arab--- AT3G55600 -1.06 -0.08 -0.65 0.537614 0.737047 -6.62
252778_at  putative protein replication protein A 51 --- --- -1.05 -0.07 -0.65 0.537668 0.737070 -6.62
259189_at unknown protein AGP11 AT3G01700 -1.07 -0.09 -0.65 0.537696 0.737070 -6.62
248685_at putative protein similar to unknown prote--- AT5G48500 -1.08 -0.12 -0.65 0.537817 0.737192 -6.62
253120_at  putative protein phospholipase D, ArabiPLDDELTAAT4G35790 -1.07 -0.10 -0.65 0.5379 0.737199 -6.62
249656_at putative protein hypothetical proteins - d--- AT5G37130 -1.04 -0.06 -0.65 0.537878 0.737199 -6.62
260050_at hypothetical protein predicted by genemAGL64 AT1G29960 / 1.06 0.08 0.65 0.537919 0.737199 -6.62
252772_at hypothetical protein --- --- 1.05 0.07 0.65 0.537979 0.737237 -6.62
264747_at unknown protein --- AT1G70150 -1.07 -0.10 -0.65 0.538201 0.737497 -6.62
249684_s_acytochrome P450-like --- AT5G36110 / -1.05 -0.07 -0.65 0.538311 0.737590 -6.62
265249_at putative C2H2-type zinc finger protein likSGR5 AT2G01940 -1.14 -0.19 -0.65 0.538334 0.737590 -6.62
256884_at hypothetical protein contains Pfam profil --- AT3G15200 -1.09 -0.12 -0.65 0.538532 0.737816 -6.62
250955_at  putative protein various predicted prote CPUORF4AT5G03190 -1.22 -0.29 -0.65 0.538642 0.737924 -6.62
264293_at  cell division cycle protein, putative simil APC6 AT1G78770 -1.05 -0.06 -0.65 0.538809 0.738066 -6.62
257867_at unknown protein --- AT3G17780 1.06 0.09 0.65 0.53881 0.738066 -6.62
262992_at hypothetical protein predicted by genemATG12A AT1G54210 -1.07 -0.10 -0.65 0.538953 0.738084 -6.62
256835_at  ATP sulfurylase, putative similar to ATPAPS1 AT3G22890 -1.11 -0.15 -0.65 0.5389 0.738084 -6.62
266639_at defender against cell death protein identDAD2 AT2G35520 -1.05 -0.07 -0.65 0.538908 0.738084 -6.62
257277_at  disease resistance protein, putative sim--- AT3G14470 1.06 0.09 0.65 0.53895 0.738084 -6.62
252667_at  protein kinase-like protein MSTK2S kinaNEK6 AT3G44200 1.07 0.10 0.65 0.539099 0.738195 -6.62
260122_at  AIG1-like protein similar to AIG1 protein--- AT1G33900 -1.06 -0.09 -0.65 0.539098 0.738195 -6.62



248376_at unknown protein ; supported by full-leng--- AT5G51880 1.05 0.07 0.65 0.539246 0.738219 -6.62
251698_at putative protein --- AT3G56610 1.04 0.06 0.65 0.539232 0.738219 -6.62
265421_s_apredicted protein --- AT2G20616 / -1.05 -0.08 -0.65 0.539202 0.738219 -6.62
259731_at unknown protein similar to unknown pro --- AT1G77460 1.12 0.17 0.65 0.539217 0.738219 -6.62
266115_at protease inhibitor II  ;supported by full-leLCR72 AT2G02140 1.09 0.13 0.65 0.539281 0.738222 -6.62
260372_at unknown protein contains a region simila--- AT1G73980 1.05 0.07 0.65 0.539532 0.738336 -6.62
248476_at putative protein similar to unknown prote--- AT5G50890 -1.12 -0.16 -0.65 0.539456 0.738336 -6.62
253671_at serine threonine-specific receptor protei --- AT4G29990 -1.07 -0.10 -0.65 0.539416 0.738336 -6.62
255090_at  putative protein disease resistance prot --- AT4G09360 -1.05 -0.08 -0.65 0.539505 0.738336 -6.62
252703_at  leucine-rich repeat protein LRP -like leu--- AT3G43740 -1.05 -0.07 -0.65 0.539472 0.738336 -6.62
262054_s_a putative heat-shock protein contains Pfa--- AT1G79920 / 1.07 0.10 0.65 0.539558 0.738336 -6.62
265204_at hypothetical protein predicted by gensca--- AT2G36650 1.04 0.06 0.65 0.539663 0.738435 -6.62
245791_at  defender against cell death protein, putaATDAD1 AT1G32210 1.06 0.08 0.65 0.539771 0.738539 -6.62
261421_at hypothetical protein similar to unknown pIQD30 AT1G18840 1.13 0.18 0.65 0.53994 0.738641 -6.62
245478_at galactokinase like protein ARA1 AT4G16130 1.13 0.17 0.65 0.539952 0.738641 -6.62
261623_at hypothetical protein similar to reticuline oATSEC1A AT1G01980 1.05 0.08 0.65 0.539902 0.738641 -6.62
262012_s_a integral membrane protein, putative sim--- AT1G35625 / -1.05 -0.07 -0.65 0.539976 0.738641 -6.62
263190_at  mutator-like transposase, putative simila--- --- 1.04 0.06 0.65 0.540018 0.738655 -6.62
263968_s_a PttA-like transposon protein no ATG ide--- --- 1.06 0.08 0.65 0.540197 0.738856 -6.62
249037_at putative protein contains similarity to surFLA13 AT5G44130 1.19 0.26 0.65 0.540247 0.738879 -6.62
249959_at  NADH:ubiquinone oxidoreductase - like--- AT5G18800 1.07 0.09 0.64 0.54043 0.739009 -6.62
256971_at unknown protein contains Pfam profile:P--- AT3G21100 1.07 0.10 0.64 0.540471 0.739009 -6.62
266651_at putative casein kinase I --- AT2G25760 -1.06 -0.08 -0.64 0.54043 0.739009 -6.62
264629_at hypothetical protein similar to hypothetic--- AT1G65540 1.06 0.09 0.64 0.540447 0.739009 -6.62
259220_at  expressed protein predicted by genefind--- AT3G03550 -1.06 -0.09 -0.64 0.54051 0.739018 -6.62
260060_at feebly-like protein similar to feebly prote --- AT1G73680 1.07 0.09 0.64 0.540712 0.739114 -6.62
257123_at hypothetical protein --- AT3G20030 1.04 0.06 0.64 0.540805 0.739114 -6.62
249871_at putative protein similar to unknown prote--- AT5G23110 1.08 0.11 0.64 0.540807 0.739114 -6.62
245223_at gene_id:K17E7.5~unknown protein --- AT3G29791 -1.05 -0.07 -0.64 0.54072 0.739114 -6.62
260742_at  putative glycerol kinase identical to SP: IAA34 AT1G15050 1.05 0.06 0.64 0.54066 0.739114 -6.62
245448_at disease resistance RPP5 like protein RPP4 AT4G16860 -1.06 -0.08 -0.64 0.5408 0.739114 -6.62
263285_at unknown protein DOT1 AT2G36120 -1.10 -0.14 -0.64 0.540663 0.739114 -6.62
244906_at hypothetical protein --- ATMG00690 -1.05 -0.07 -0.64 0.540886 0.739135 -6.62
265542_at putative SNF2 subfamily transcription reSYD AT2G28290 1.04 0.06 0.64 0.540887 0.739135 -6.62
251481_at  receptor lectin kinase-like protein (fragm--- AT3G59730 1.04 0.06 0.64 0.540978 0.739215 -6.62



253442_at  H+-transporting ATPase - like protein H--- AT4G32530 1.05 0.07 0.64 0.541018 0.739225 -6.62
260864_at hypothetical protein predicted by gensca--- --- -1.06 -0.08 -0.64 0.541133 0.739338 -6.62
250982_at  putative protein zinc finger protein, ArabJKD AT5G03150 1.09 0.13 0.64 0.541197 0.739381 -6.62
252585_s_a putative protein UbcH 7-binding protein --- AT3G45570 / 1.04 0.06 0.64 0.541575 0.739809 -6.63
257936_at hypothetical protein contains similarity to--- --- -1.06 -0.09 -0.64 0.541554 0.739809 -6.63
251380_at putative protein --- AT3G60700 1.05 0.07 0.64 0.541815 0.740074 -6.63
260561_at putative endochitinase --- AT2G43580 1.07 0.09 0.64 0.541834 0.740074 -6.63
260744_at hypothetical protein predicted by genem--- AT1G15010 1.26 0.33 0.64 0.54189 0.740106 -6.63
265408_at Mutator-like transposase similar to  MUR--- --- 1.04 0.06 0.64 0.541954 0.740149 -6.63
266035_at enoyl-ACP reductase (enr-A) MOD1 AT2G05990 1.11 0.15 0.64 0.542039 0.740221 -6.63
248463_at putative protein contains similarity to unk--- AT5G51130 -1.13 -0.17 -0.64 0.542488 0.740627 -6.63
249645_at thionin Thi2.2  ;supported by full-length cTHI2.2 AT5G36910 1.07 0.10 0.64 0.542398 0.740627 -6.63
263777_at putative cyclic nucleotide-regulated ion cATCNGC1AT2G46450 -1.23 -0.29 -0.64 0.542499 0.740627 -6.63
262788_at unknown protein ESTs gb|T75618 and g--- AT1G10690 1.07 0.10 0.64 0.542448 0.740627 -6.63
256798_at  uracil-DNA glycosylase, putative similar--- AT3G18630 1.07 0.10 0.64 0.542465 0.740627 -6.63
251017_at  protein phosphatase - like protein prote --- AT5G02760 -1.36 -0.44 -0.64 0.542631 0.740737 -6.63
256770_at  hypothetical protein predicted by genem--- AT3G13700 / 1.07 0.10 0.64 0.542742 0.740737 -6.63
260940_at  26S proteasome regulatory particle tripl --- AT1G45000 -1.06 -0.09 -0.64 0.542701 0.740737 -6.63
258321_at early light-induced protein identical to eaELIP1 AT3G22840 1.06 0.08 0.64 0.542644 0.740737 -6.63
263068_at putative poly(A) polymerase --- AT2G17580 -1.06 -0.09 -0.64 0.542722 0.740737 -6.63
260737_at  receptor-like serine threonine kinase, pu--- AT1G17540 -1.06 -0.09 -0.64 0.542774 0.740737 -6.63
250667_at 40S ribosomal protein S4  ;supported by--- AT5G07090 -1.11 -0.15 -0.64 0.542956 0.740940 -6.63
264556_at  putative transcription factor contains MyMYB61 AT1G09540 -1.04 -0.06 -0.64 0.54312 0.741107 -6.63
252817_at putative protein hypothetical proteins - A--- --- 1.06 0.09 0.64 0.543175 0.741107 -6.63
248218_at unknown protein ;supported by full-lengt --- AT5G53710 -1.07 -0.10 -0.64 0.543159 0.741107 -6.63
250055_at NADH-cytochrome b5 reductase  ;suppoATCBR AT5G17770 1.13 0.18 0.64 0.543349 0.741182 -6.63
261621_at hypothetical protein similar to guanine n EDA10 AT1G01960 -1.05 -0.07 -0.64 0.54336 0.741182 -6.63
260534_at hypothetical protein predicted by grail --- --- -1.05 -0.07 -0.64 0.543347 0.741182 -6.63
258634_at  putative RNA-binding protein contains P--- AT3G08000 -1.10 -0.14 -0.64 0.543327 0.741182 -6.63
265502_at putative poly(A) binding protein --- AT2G15500 -1.06 -0.09 -0.64 0.543489 0.741225 -6.63
263107_at putative cytochrome P450 CYP705A6AT2G05180 -1.05 -0.06 -0.64 0.543438 0.741225 -6.63
245936_at putative protein predicted proteins - diffe--- AT5G19850 1.07 0.10 0.64 0.54346 0.741225 -6.63
254914_at peroxidase ATP19a --- AT4G11290 -1.26 -0.34 -0.64 0.54358 0.741257 -6.63
257287_at hypothetical protein predicted by genem--- --- -1.04 -0.06 -0.64 0.5436 0.741257 -6.63
258108_at unknown protein contains Pfam profile: P--- AT3G23570 -1.16 -0.21 -0.64 0.54361 0.741257 -6.63



261986_s_a cytochrome P450, putative similar to CYCYP76C5 AT1G33720 / 1.15 0.20 0.64 0.543673 0.741298 -6.63
262119_s_a glutathione S-transferase, putative simi ATGSTF6 AT1G02920 / 1.19 0.25 0.64 0.54384 0.741349 -6.63
263138_at hypothetical protein predicted by genem--- AT1G65090 1.04 0.06 0.64 0.543813 0.741349 -6.63
260396_at putative heme oxygenase similar to hemho3 AT1G69720 1.09 0.13 0.64 0.543792 0.741349 -6.63
265561_s_aputative glycine-rich protein --- AT1G47480 / -1.07 -0.10 -0.64 0.543781 0.741349 -6.63
255542_at hypothetical protein --- AT4G01860 -1.06 -0.09 -0.64 0.544168 0.741708 -6.63
255756_at  endo-beta-1,4-D-glucanase, putative simAtGH9B5 AT1G19940 1.06 0.08 0.64 0.544152 0.741708 -6.63
264422_at unknown protein similar to unknown pro LCV2 AT1G43130 -1.05 -0.08 -0.64 0.544306 0.741851 -6.63
256167_at hypothetical protein similar to putative re--- --- 1.05 0.07 0.64 0.544501 0.742028 -6.63
261993_at unknown protein --- AT1G33860 1.05 0.07 0.64 0.544484 0.742028 -6.63
245539_at ABC transporter homolog PDR2 AT4G15230 -1.07 -0.09 -0.64 0.54455 0.742050 -6.63
247562_at putative protein --- AT5G61120 -1.04 -0.06 -0.64 0.544661 0.742158 -6.63
265445_at 60S ribosomal protein L12  ;supported b--- AT2G37190 -1.15 -0.20 -0.64 0.544756 0.742243 -6.63
251091_at pyridoxine biosynthesis protein - like pyrRSR4 AT5G01410 -1.13 -0.17 -0.64 0.544829 0.742297 -6.63
263890_at putative auxin-induced protein --- AT2G37030 -1.07 -0.10 -0.64 0.544864 0.742301 -6.63
258107_at unknown protein  ; supported by cDNA: ALF5 AT3G23560 1.05 0.07 0.64 0.544909 0.742318 -6.63
261580_at unknown protein ;supported by full-lengt IQD18 AT1G01110 1.08 0.11 0.64 0.545022 0.742427 -6.63
245399_at membrane channel like protein ;supporteTIP2;2 AT4G17340 -1.10 -0.14 -0.64 0.545211 0.742510 -6.63
248760_at unknown protein  ;supported by full-leng--- AT5G47570 -1.07 -0.10 -0.64 0.545188 0.742510 -6.63
264413_s_ahypothetical protein similar to hypothetic--- --- 1.07 0.09 0.64 0.545212 0.742510 -6.63
249878_at TATA-binding protein-associated phosp NF-YB13 AT5G23090 -1.07 -0.09 -0.64 0.545133 0.742510 -6.63
250607_at  putative protein mammalian inositol hexIPK2a AT5G07370 -1.04 -0.06 -0.64 0.54533 0.742625 -6.63
264152_at  Mago Nashi-like protein similar to MagoMAGO AT1G02140 -1.05 -0.08 -0.64 0.545591 0.742777 -6.63
259615_at  dessication-related protein, putative sim--- AT1G47980 1.06 0.09 0.64 0.545576 0.742777 -6.63
263043_at conserved hypothetical protein predicted--- AT1G23350 -1.06 -0.09 -0.64 0.54548 0.742777 -6.63
253661_at  putative protein bZIP protein - Arabidop--- AT4G30130 -1.05 -0.08 -0.64 0.545556 0.742777 -6.63
253018_at  putative protein Zn finger protein BBF2a--- AT4G38000 -1.05 -0.07 -0.64 0.545604 0.742777 -6.63
251903_at  putative protein 24 kDa seed maturation--- AT3G54120 1.13 0.18 0.64 0.545717 0.742887 -6.63
256588_at unknown protein --- AT3G28790 1.06 0.08 0.64 0.545762 0.742903 -6.63
250635_at  glycine-rich protein glycine-rich protein GRP14 AT5G07510 -1.06 -0.08 -0.64 0.545825 0.742945 -6.63
248776_at unknown protein --- AT5G47900 -1.05 -0.07 -0.64 0.545931 0.743000 -6.63
246853_at putative protein --- AT5G26890 -1.05 -0.07 -0.64 0.545899 0.743000 -6.63
253290_at  putative protein predicted protein F10M --- AT4G34330 1.05 0.07 0.64 0.546 0.743034 -6.63
267281_at putative protein kinase contains a protei --- AT2G19400 -1.07 -0.09 -0.64 0.546021 0.743034 -6.63
251718_at putative protein hypothetical proteins - AMRLK AT3G56100 1.07 0.09 0.64 0.546084 0.743075 -6.63



246358_x_ahypothetical protein --- AT2G06570 -1.05 -0.08 -0.64 0.546161 0.743137 -6.63
257611_at unknown protein --- AT3G26580 1.07 0.10 0.64 0.546232 0.743189 -6.63
252462_at  putative protein various predicted genes--- AT3G47250 -1.05 -0.07 -0.64 0.546296 0.743231 -6.63
262665_at  xyloglucan fucosyltransferase, putative FUT7 AT1G14070 -1.15 -0.20 -0.63 0.546436 0.743244 -6.63
249255_at Na+/H+ antiporter-like protein CHX18 AT5G41610 -1.06 -0.09 -0.63 0.54643 0.743244 -6.63
264714_at  receptor-like protein kinase, putative sim--- AT1G69990 1.06 0.08 0.64 0.546391 0.743244 -6.63
266013_s_ahypothetical protein --- AT2G07702 1.05 0.07 0.64 0.54634 0.743244 -6.63
262205_at hypothetical protein predicted by genefin--- AT2G01080 -1.05 -0.08 -0.63 0.546469 0.743245 -6.63
257047_at hypothetical protein predicted by genem--- AT3G19570 1.08 0.10 0.63 0.546681 0.743343 -6.63
262223_at hypothetical protein predicted by genem--- AT1G74680 -1.09 -0.12 -0.63 0.546633 0.743343 -6.63
258844_at hypothetical protein predicted by genscaSWP AT3G04740 -1.05 -0.06 -0.63 0.546704 0.743343 -6.63
250556_at diacylglycerol kinase (ATDGK1) ; suppo DGK1 AT5G07920 -1.11 -0.16 -0.63 0.546701 0.743343 -6.63
248550_at putative protein similar to unknown proteQS AT5G50210 1.09 0.12 0.63 0.546698 0.743343 -6.63
254216_at V-ATPase subunit G (vag2 gene) VAG2 AT4G23710 1.10 0.14 0.63 0.546744 0.743353 -6.63
257885_at  S1 self-incompatibility protein, putative --- AT3G16970 1.05 0.07 0.63 0.546842 0.743386 -6.63
263602_at 40S ribosomal protein S25 --- AT2G16360 -1.05 -0.07 -0.63 0.546866 0.743386 -6.63
250793_at leucoanthocyanidin dioxygenase-like pro--- AT5G05600 -1.14 -0.19 -0.63 0.546812 0.743386 -6.63
249207_at C2H2-type zinc finger protein-like --- AT5G42640 1.05 0.07 0.63 0.546912 0.743404 -6.63
254476_at  putative protein gamma-SNAP protein, GSNAP AT4G20410 -1.05 -0.07 -0.63 0.547158 0.743625 -6.63
258504_at putative sterol-C5-desaturase identical t --- AT3G02590 1.04 0.06 0.63 0.547186 0.743625 -6.63
259373_at hypothetical protein predicted by genem--- AT1G69160 -1.14 -0.18 -0.63 0.547205 0.743625 -6.63
258367_at putative protein kinase similar to protein WAG2 AT3G14370 1.05 0.08 0.63 0.547144 0.743625 -6.63
248296_at protochlorophyllide reductase; oxidoredu--- AT5G53090 -1.07 -0.09 -0.63 0.547286 0.743691 -6.63
265915_at En/Spm-like transposon protein related t--- --- -1.04 -0.06 -0.63 0.547322 0.743696 -6.63
265252_at putative Na+/H+ antiporter SOS1 AT2G01980 -1.04 -0.06 -0.63 0.5476 0.743896 -6.63
247968_at 40S ribosomal protein S30 homolog (em--- AT5G56670 -1.12 -0.16 -0.63 0.547599 0.743896 -6.63
252190_at  putative protein various predicted genes--- AT3G50170 -1.05 -0.07 -0.63 0.547525 0.743896 -6.63
264342_at unknown protein ; supported by full-leng--- AT1G12080 -1.25 -0.33 -0.63 0.547564 0.743896 -6.63
246765_at  glutamic acid-rich protein hypothetical p--- AT5G27330 -1.06 -0.08 -0.63 0.547774 0.744000 -6.63
253658_at  cadmium-transporting ATPase-like prot HMA3 AT4G30120 -1.05 -0.07 -0.63 0.547756 0.744000 -6.63
264488_s_aunknown protein similar to EST gb|AA65--- AT1G27330 / 1.09 0.12 0.63 0.547736 0.744000 -6.63
259552_at hypothetical protein --- AT1G21320 1.06 0.08 0.63 0.547842 0.744048 -6.63
250639_at  oleosin-like protein oleosin - Brassica n GRP20 AT5G07560 1.06 0.08 0.63 0.547923 0.744090 -6.63
265180_at putative OBP32pep protein  ;supported --- AT1G23590 1.04 0.05 0.63 0.547939 0.744090 -6.63
262833_at  cyclin, putative contains Pfam profile: P SDS AT1G14750 -1.04 -0.06 -0.63 0.548087 0.744247 -6.63



257200_at hypothetical protein predicted by genem--- --- -1.04 -0.06 -0.63 0.548252 0.744427 -6.63
256623_at myosin identical to myosin GB:CAB6187ATM1 AT3G19960 -1.06 -0.08 -0.63 0.548317 0.744471 -6.63
259810_at  Na+/H+ antiporter, putative similar to prATNHD2 AT1G49810 1.04 0.06 0.63 0.548362 0.744487 -6.63
253244_at  putative protein SEC14 protein, SacchaCOW1 AT4G34580 1.07 0.10 0.63 0.54842 0.744522 -6.63
247473_at  putative protein AT-hook protein 2,  Ara--- AT5G62260 1.07 0.10 0.63 0.548583 0.744654 -6.63
249605_at  putative protein predicted protein, Arabi --- AT5G37240 -1.06 -0.08 -0.63 0.548577 0.744654 -6.63
245696_at phytochrome kinase substrate 1 - like prPKS4 AT5G04190 -1.16 -0.22 -0.63 0.548695 0.744762 -6.63
250261_at  peptide transporter - like protein peptide--- AT5G13400 1.11 0.16 0.63 0.548777 0.744830 -6.63
248999_at putative protein contains similarity to hea--- AT5G44970 1.05 0.06 0.63 0.548842 0.744873 -6.63
251381_at  secretory protein - like 33 kDa secretoryPDLP8 AT3G60720 / -1.10 -0.14 -0.63 0.548955 0.744982 -6.63
263021_at hypothetical protein predicted by genem--- AT1G23910 1.04 0.06 0.63 0.549014 0.745018 -6.63
253623_at  GDP-mannose pyrophosphorylase like --- AT4G30570 -1.05 -0.07 -0.63 0.549208 0.745237 -6.63
252545_at putative protein --- AT3G45820 1.06 0.08 0.63 0.549458 0.745532 -6.63
252666_at putative protein hypothetical proteins - A--- AT3G44180 1.06 0.08 0.63 0.549664 0.745767 -6.63
266830_at 1-aminocyclopropane-1-carboxylate synACS4 AT2G22810 1.22 0.28 0.63 0.549704 0.745777 -6.63
255180_at putative polyprotein --- --- 1.04 0.06 0.63 0.549778 0.745834 -6.63
245692_at myc - like protein BHLH101 AT5G04150 -1.07 -0.10 -0.63 0.549826 0.745835 -6.63
256809_at hypothetical protein predicted by genemALY3 AT3G21430 1.06 0.09 0.63 0.549845 0.745835 -6.63
249468_at  putative protein predicted proteins, Arab--- AT5G39650 -1.04 -0.06 -0.63 0.549916 0.745887 -6.63
256764_at hypothetical protein predicted by gensca--- AT3G29310 -1.07 -0.09 -0.63 0.549955 0.745888 -6.63
249865_at unknown protein  ; supported by cDNA: --- AT5G22820 1.07 0.09 0.63 0.549982 0.745888 -6.63
246890_at Expressed protein ; supported by cDNA --- AT5G25410 1.06 0.08 0.63 0.55009 0.745946 -6.63
248618_at myb-related transcription factor AtMYB78 AT5G49620 1.06 0.08 0.63 0.550072 0.745946 -6.63
249297_at unknown protein --- AT5G41320 1.05 0.06 0.63 0.550287 0.746168 -6.63
260547_at putative trypsin inhibitor  ;supported by f --- AT2G43550 -1.19 -0.26 -0.63 0.550423 0.746256 -6.64
261221_at hypothetical protein predicted by genem--- AT1G19960 1.42 0.50 0.63 0.550438 0.746256 -6.64
265691_at unknown protein predicted by genscan --- AT2G24330 -1.08 -0.11 -0.63 0.550482 0.746256 -6.64
263997_at hypothetical protein predicted by genefin--- AT2G22520 -1.04 -0.06 -0.63 0.550465 0.746256 -6.64
267594_at hypothetical protein predicted by genefin--- AT2G33000 1.05 0.07 0.63 0.550698 0.746504 -6.64
267063_at hypothetical protein predicted by genefin--- AT2G41120 1.07 0.10 0.63 0.550911 0.746623 -6.64
AFFX-r2-Ec-E. coli /GEN=bioD /DB_XREF=gb:J0442--- --- 1.14 0.19 0.63 0.550897 0.746623 -6.64
247582_at  putative protein various predicted prote --- AT5G60760 1.06 0.08 0.63 0.550862 0.746623 -6.64
266879_at putative phragmoplastin ADL1D AT2G44590 1.06 0.08 0.63 0.550917 0.746623 -6.64
249870_at unknown protein TGH AT5G23080 -1.13 -0.17 -0.63 0.551062 0.746775 -6.64
258015_at unknown protein --- AT3G19340 -1.06 -0.08 -0.63 0.551202 0.746921 -6.64



246017_at putative protein predicted proteins from --- AT5G10730 -1.05 -0.06 -0.63 0.551285 0.746989 -6.64
251244_at  pectinacetylesterase precursor-like prot --- AT3G62060 -1.06 -0.08 -0.63 0.551334 0.746998 -6.64
258288_at unknown protein LSH4 --- 1.11 0.15 0.63 0.551357 0.746998 -6.64
259614_at  dioxygenase, putative similar to dioxygeATGA2OX AT1G47990 1.05 0.08 0.63 0.551499 0.747146 -6.64
266618_at unknown protein --- AT2G35480 1.13 0.17 0.63 0.551577 0.747207 -6.64
257376_at hypothetical protein predicted by gensca--- AT2G32350 1.05 0.07 0.63 0.551647 0.747257 -6.64
264972_at  meiotic asynaptic mutant asy1, putativeASY1 AT1G67370 -1.08 -0.11 -0.63 0.551703 0.747289 -6.64
261471_at hypothetical protein contains similarity to--- AT1G14460 1.09 0.12 0.63 0.551786 0.747357 -6.64
264943_at hypothetical protein predicted by genem--- AT1G76910 1.06 0.09 0.63 0.552035 0.747606 -6.64
265769_at unknown protein weak similarity to prote--- AT2G48090 1.06 0.08 0.63 0.552027 0.747606 -6.64
259197_at putative peroxidase similar to peroxidase--- AT3G03670 1.20 0.27 0.63 0.552142 0.747706 -6.64
263989_at putative MAP kinase  ; supported by cDNATMPK20 AT2G42880 -1.08 -0.11 -0.63 0.552358 0.747865 -6.64
248390_at importin alpha subunit IMPA-8 AT5G52000 1.04 0.06 0.63 0.552344 0.747865 -6.64
249477_s_a germin - like protein probable germin ty --- AT5G38930 / -1.04 -0.06 -0.63 0.552357 0.747865 -6.64
264825_at hypothetical protein predicted by gensca--- AT1G03720 -1.06 -0.08 -0.63 0.552443 0.747935 -6.64
266150_s_ahypothetical protein --- AT2G12290 / -1.16 -0.21 -0.63 0.552543 0.747999 -6.64
249523_at cytochrome b-561 (gb|AAD45585.1)  ;suACYB-1 AT5G38630 1.05 0.07 0.63 0.552564 0.747999 -6.64
260277_at hypothetical protein predicted by gensca--- AT1G80520 1.11 0.15 0.62 0.552588 0.747999 -6.64
266087_at putative alcohol dehydrogenase --- AT2G37790 -1.06 -0.09 -0.62 0.552652 0.748006 -6.64
250043_at  putative protein proline-rich protein APG--- AT5G18430 1.06 0.09 0.62 0.552659 0.748006 -6.64
257643_at  AP2 domain transcription factor contain--- AT3G25730 1.14 0.19 0.62 0.552712 0.748034 -6.64
260000_at  unknown protein similar to C-terminal h ATMAP70-AT1G68060 -1.07 -0.09 -0.62 0.552888 0.748228 -6.64
250514_at  GDP dissociation inhibitor GDP dissocia--- AT5G09550 1.05 0.07 0.62 0.552946 0.748262 -6.64
257086_at hypothetical protein predicted by genem--- AT3G20490 1.08 0.11 0.62 0.553022 0.748276 -6.64
257450_at unknown protein similar to gb|AAD14477--- AT1G10530 1.06 0.09 0.62 0.552999 0.748276 -6.64
266602_at hypothetical protein predicted by gensca--- AT2G46050 -1.04 -0.05 -0.62 0.553115 0.748357 -6.64
264399_at  postsynaptic protein CRIPT, putative sim--- AT1G61780 -1.04 -0.05 -0.62 0.553467 0.748522 -6.64
247914_at xyloglucan endotransglycosylase --- AT5G57540 1.06 0.08 0.62 0.553386 0.748522 -6.64
247211_at unknown protein  ; supported by full-leng--- AT5G64880 -1.10 -0.13 -0.62 0.55343 0.748522 -6.64
253787_at  serine/threonine kinase-like protein rece--- AT4G28670 1.05 0.07 0.62 0.553289 0.748522 -6.64
249802_at putative protein similar to unknown prote--- AT5G23770 -1.04 -0.06 -0.62 0.553382 0.748522 -6.64
256026_at  auxin response factor 1, putative simila --- AT1G34170 1.05 0.06 0.62 0.553448 0.748522 -6.64
265758_at hypothetical protein similar to myosin-lik --- --- -1.04 -0.06 -0.62 0.553372 0.748522 -6.64
253088_at ferulate-5-hydroxylase (FAH1)  ; supportFAH1 AT4G36220 1.12 0.16 0.62 0.553568 0.748615 -6.64
263765_at putative phosphatidylinositol phophatidy SFH3 AT2G21540 1.17 0.23 0.62 0.553716 0.748760 -6.64



252994_at  putative protein gene PC326 protein - m--- AT4G38480 1.13 0.17 0.62 0.553773 0.748760 -6.64
248588_at unknown protein  ; supported by cDNA: --- AT5G49540 1.05 0.07 0.62 0.553754 0.748760 -6.64
253962_at hypothetical protein --- AT4G26460 1.05 0.07 0.62 0.553882 0.748862 -6.64
245928_s_avegetative storage protein Vsp1  ;suppo VSP1 AT5G24770 / -1.39 -0.48 -0.62 0.553974 0.748890 -6.64
245590_at hypothetical protein --- AT4G15060 1.05 0.07 0.62 0.553939 0.748890 -6.64
249044_at Na+-dependent inorganic phosphate cotPHT4;6 AT5G44370 1.07 0.10 0.62 0.554001 0.748890 -6.64
252311_at  calcium dependent protein kinase - like --- AT3G49370 1.12 0.17 0.62 0.554094 0.748971 -6.64
245461_at hypothetical protein --- AT4G17000 -1.05 -0.07 -0.62 0.554131 0.748977 -6.64
264829_at hypothetical protein predicted by genscaANAC006 AT1G03490 -1.04 -0.06 -0.62 0.554324 0.749149 -6.64
262689_at unknown protein ANAC026 AT1G62700 1.05 0.07 0.62 0.554307 0.749149 -6.64
253362_s_a putative protein cyclopropane-fatty-acyl --- AT4G33110 / 1.07 0.10 0.62 0.554572 0.749174 -6.64
258532_at  ribosomal protein L29, putative similar t --- AT3G06700 -1.13 -0.18 -0.62 0.554529 0.749174 -6.64
248972_at putative protein similar to unknown proteATDSS1(VAT5G45010 1.09 0.12 0.62 0.554434 0.749174 -6.64
247633_at  putative zinc finger protein finger protein--- AT5G60470 1.08 0.12 0.62 0.55446 0.749174 -6.64
258204_at hypothetical protein predicted by genemAtGRF5 AT3G13960 -1.06 -0.09 -0.62 0.554573 0.749174 -6.64
265490_s_aputative polygalacturonase --- AT2G15450 / -1.05 -0.07 -0.62 0.554551 0.749174 -6.64
263652_at unknown protein EST gb|H76414 comes--- AT1G04330 -1.04 -0.06 -0.62 0.554554 0.749174 -6.64
254303_at predicted protein --- AT4G22830 1.05 0.07 0.62 0.554656 0.749223 -6.64
251829_at  putative protein KIAA0882 protein, Hom--- AT3G55020 -1.12 -0.16 -0.62 0.554674 0.749223 -6.64
265717_at unknown protein  ;supported by full-leng--- AT2G03510 1.07 0.09 0.62 0.554792 0.749337 -6.64
262302_at hypothetical protein predicted by genem--- AT1G70910 -1.06 -0.08 -0.62 0.554832 0.749347 -6.64
260246_at hypothetical protein similar to GB:AAD20--- AT1G74220 1.05 0.07 0.62 0.554892 0.749383 -6.64
264182_at  MADS-box protein, putative similar to MAGL23 AT1G65360 -1.05 -0.06 -0.62 0.554943 0.749406 -6.64
247362_at putative protein strong similarity to unkn ATPAP29 AT5G63140 -1.09 -0.13 -0.62 0.554974 0.749406 -6.64
251264_at  multifunctional aminoacyl-tRNA ligase-l --- AT3G62120 -1.05 -0.06 -0.62 0.555072 0.749494 -6.64
249488_at  putative protein putative transposase TA--- --- 1.05 0.06 0.62 0.555151 0.749556 -6.64
262083_at hypothetical protein predicted by genem--- AT1G56100 -1.05 -0.07 -0.62 0.555267 0.749583 -6.64
258007_at putative tyrosine phosphatase similar to ATPEN2 AT3G19420 -1.07 -0.10 -0.62 0.55529 0.749583 -6.64
262186_at hypothetical protein --- AT1G77960 -1.11 -0.15 -0.62 0.555303 0.749583 -6.64
259427_at  MADS-box transcription factor, putative AGL28 AT1G01530 1.05 0.06 0.62 0.555288 0.749583 -6.64
264858_at hypothetical protein SNL3 AT1G24190 1.05 0.08 0.62 0.555414 0.749670 -6.64
257030_at unknown protein --- --- 1.05 0.07 0.62 0.555466 0.749670 -6.64
255868_at putative MYB family transcription factor --- AT2G30380 1.06 0.08 0.62 0.555448 0.749670 -6.64
247803_at similar to unknown protein (gb|AAF6313--- AT5G58340 1.04 0.05 0.62 0.555592 0.749796 -6.64
254995_at putative protein --- AT4G10370 1.06 0.08 0.62 0.555648 0.749814 -6.64



251687_at  quinone reductase-like protein zeta-crys--- AT3G56460 -1.05 -0.06 -0.62 0.555671 0.749814 -6.64
260349_at  mitotic checkpoint protein, putative simi --- AT1G69400 -1.06 -0.08 -0.62 0.555782 0.749846 -6.64
253846_at  putative protein MSP1, Saccharomyces--- AT4G28000 1.04 0.06 0.62 0.555793 0.749846 -6.64
259095_at acyl carrier protein 1 precursor (ACP) id ACP1 AT3G05020 1.13 0.17 0.62 0.55577 0.749846 -6.64
264122_at  GTP-binding protein, ara-5 ras homologARA-5 AT1G02130 -1.04 -0.05 -0.62 0.5559 0.749909 -6.64
259241_at unknown protein similar to unknown pro --- AT3G33530 -1.04 -0.06 -0.62 0.555971 0.749909 -6.64
265835_at putative retroelement pol polyprotein --- --- 1.06 0.09 0.62 0.555961 0.749909 -6.64
250206_at mitochondrial phosphate translocator --- AT5G14040 1.10 0.13 0.62 0.555953 0.749909 -6.64
262585_at hypothetical protein Is a member of the BOR4 AT1G15460 1.07 0.10 0.62 0.556029 0.749942 -6.64
260971_at hypothetical protein predicted by genem--- AT1G53620 1.05 0.07 0.62 0.556105 0.749956 -6.64
265240_s_ahypothetical protein --- AT2G07691 -1.06 -0.08 -0.62 0.556091 0.749956 -6.64
252686_at  putative protein predicted protein, Arabi --- --- -1.04 -0.06 -0.62 0.556159 0.749984 -6.64
265015_at putative Ta11-1 reverse transcriptase si --- --- 1.04 0.06 0.62 0.556241 0.750050 -6.64
247764_at subtilisin-like serine protease contains s --- AT5G59190 -1.05 -0.07 -0.62 0.556282 0.750061 -6.64
264311_at hypothetical protein similar to hypothetic--- AT1G70400 -1.04 -0.06 -0.62 0.556431 0.750218 -6.64
252492_at  chloroplast import-associated channel pTOC75-III AT3G46740 -1.06 -0.08 -0.62 0.556553 0.750338 -6.64
256599_at hypothetical protein predicted by gensca--- AT3G14760 -1.05 -0.07 -0.62 0.556776 0.750554 -6.64
265905_at putative transcription elongation factor S--- AT2G25640 1.04 0.06 0.62 0.556779 0.750554 -6.64
250934_at  DNAJ protein - like DNAJ domain-conta--- AT5G03030 1.08 0.12 0.62 0.557131 0.750940 -6.64
266385_at pathogenesis-related PR-1-like protein idPR1 AT2G14610 1.96 0.97 0.62 0.557104 0.750940 -6.64
249491_at  germin - like protein germin-like protein --- AT5G39130 -1.05 -0.07 -0.62 0.557279 0.751095 -6.64
254514_at hypothetical protein --- AT4G20250 -1.06 -0.09 -0.62 0.557319 0.751105 -6.64
256687_x_ahypothetical protein predicted by genem--- AT3G32120 1.05 0.07 0.62 0.557364 0.751120 -6.64
257293_at unknown protein similar to symbiosis-relAPG8H AT3G15580 -1.07 -0.10 -0.62 0.557567 0.751173 -6.64
265774_at hypothetical protein predicted by gensca--- AT2G07240 1.07 0.10 0.62 0.557628 0.751173 -6.64
252787_at putative protein several En/Spm-like tran--- --- 1.04 0.05 0.62 0.557623 0.751173 -6.64
254209_at Expressed protein ; supported by cDNA --- AT4G23490 -1.08 -0.12 -0.62 0.557619 0.751173 -6.64
258199_at unknown protein --- AT3G14030 1.05 0.07 0.62 0.557497 0.751173 -6.64
258441_at hypothetical protein predicted by genmaAT3G1726--- 1.05 0.07 0.62 0.557472 0.751173 -6.64
263833_at hypothetical protein --- AT2G40316 -1.04 -0.06 -0.62 0.557633 0.751173 -6.64
260955_at unknown protein contains similarity to U --- AT1G06000 1.12 0.16 0.62 0.557757 0.751207 -6.64
252999_at putative protein other Arabidopsis hypot --- AT4G38500 -1.05 -0.07 -0.62 0.557736 0.751207 -6.64
251001_at putative protein --- AT5G02670 -1.07 -0.09 -0.62 0.557716 0.751207 -6.64
262799_at hypothetical protein predicted by gensca--- AT1G20970 1.08 0.12 0.62 0.557916 0.751334 -6.64
245366_at Expressed protein ; supported by full-lenAtMAPR4 AT4G14965 -1.04 -0.06 -0.62 0.557999 0.751334 -6.64



265806_at putative auxin-regulated protein --- AT2G18010 1.16 0.22 0.62 0.558016 0.751334 -6.64
257822_at  rotamase FKBP (ROF1) identical to rotaROF1 AT3G25230 -1.13 -0.18 -0.62 0.557932 0.751334 -6.64
248091_at putative protein strong similarity to unkn VTC5 AT5G55120 1.16 0.21 0.62 0.557965 0.751334 -6.64
264643_at unknown protein PGSIP5 AT1G08990 1.04 0.06 0.62 0.558116 0.751379 -6.64
257529_at hypothetical protein predicted by gensca--- AT3G03290 1.05 0.07 0.62 0.55809 0.751379 -6.64
252682_at  putative protein AtOXA1, Arabidopsis th--- AT3G44370 1.06 0.09 0.62 0.558236 0.751453 -6.64
263329_at hypothetical protein contains C3HC4 zin--- AT2G15260 -1.05 -0.07 -0.62 0.558231 0.751453 -6.64
261858_at Expressed protein ; supported by full-len--- AT1G50570 -1.04 -0.06 -0.62 0.55835 0.751473 -6.64
266911_at putative protein kinase contains a protei --- AT2G45910 -1.07 -0.09 -0.62 0.558337 0.751473 -6.64
257572_at hypothetical protein predicted by genem--- AT3G16880 1.06 0.08 0.62 0.558309 0.751473 -6.64
249632_at  caffeic acid O-methyltransferase-like pr --- AT5G37170 1.04 0.06 0.62 0.558483 0.751479 -6.64
265642_at putative nitrilase  ;supported by full-leng NLP1 AT2G27450 1.07 0.09 0.62 0.558519 0.751479 -6.64
246105_at  putative protein predicted helicase prote--- --- 1.04 0.05 0.62 0.558503 0.751479 -6.64
251808_at  AP3-complex beta-3A adaptin subunit-l --- AT3G55480 1.06 0.08 0.62 0.558496 0.751479 -6.64
263362_at putative selenium-binding protein --- AT2G03880 -1.04 -0.06 -0.62 0.558468 0.751479 -6.64
252837_at putative protein hypothetical proteins - A--- --- 1.04 0.06 0.62 0.558612 0.751560 -6.64
255130_at hypothetical protein  ; supported by full-l --- AT4G08240 1.06 0.08 0.62 0.55866 0.751580 -6.64
260892_at cysteine proteinase contains similarity to--- AT1G29110 1.06 0.08 0.61 0.558901 0.751815 -6.64
248038_at unknown protein --- AT5G55980 -1.05 -0.06 -0.61 0.558897 0.751815 -6.64
266804_at  cyclophilin identical to GB:AF020433; p CYP5 AT2G29960 -1.05 -0.08 -0.61 0.559105 0.751821 -6.64
265122_at similar to flavin-binding monooxygenaseFMO GS-OAT1G62540 -1.04 -0.06 -0.61 0.559133 0.751821 -6.64
267401_at unknown protein --- AT2G26210 -1.05 -0.07 -0.61 0.558994 0.751821 -6.64
245864_at hypothetical protein predicted by genem--- AT1G58070 1.09 0.12 0.61 0.559136 0.751821 -6.64
245098_at ethylene response sensor (ERS) identic ERS1 AT2G40940 1.12 0.16 0.61 0.559009 0.751821 -6.64
261677_at unknown protein ;supported by full-lengt --- AT1G18470 -1.08 -0.11 -0.61 0.559075 0.751821 -6.64
250370_at  putative protein putative transcription el --- AT5G11430 1.04 0.06 0.61 0.559116 0.751821 -6.64
262137_at  transcription factor, putative similar to tr --- AT1G77920 1.05 0.07 0.61 0.559237 0.751851 -6.64
258608_at unknown protein  ;supported by full-leng--- AT3G03020 -1.10 -0.14 -0.61 0.559269 0.751851 -6.64
258331_at putative coatomer complex subunit simil --- AT3G15980 -1.06 -0.08 -0.61 0.55929 0.751851 -6.64
249599_at  putative protein AtPP protein, Brassica --- AT5G37990 -1.06 -0.08 -0.61 0.559263 0.751851 -6.64
254734_at  methionyl-tRNA synthetase - like protei --- AT4G13780 -1.05 -0.08 -0.61 0.55968 0.752327 -6.65
264418_at  nuclear ribonucleoprotein, putative simi --- AT1G43190 -1.07 -0.10 -0.61 0.55971 0.752327 -6.65
261186_at hypothetical protein predicted by genem--- --- -1.04 -0.06 -0.61 0.559839 0.752456 -6.65
253837_at  putative proline-rich protein extensin - V--- AT4G27850 1.05 0.07 0.61 0.559903 0.752498 -6.65
249461_at  putative protein predicted proteins, Arab--- AT5G39640 1.05 0.07 0.61 0.55995 0.752516 -6.65



251675_at  helicase-like protein DNA helicase YGLINO80 AT3G57300 -1.04 -0.06 -0.61 0.560082 0.752650 -6.65
250355_at  putative protein predicted protein, Arabi --- AT5G11700 -1.06 -0.08 -0.61 0.560424 0.752931 -6.65
247791_at cyclophilin ROC7  ;supported by full-lengROC7 AT5G58710 1.07 0.10 0.61 0.560412 0.752931 -6.65
260658_at hypothetical protein predicted by genem--- AT1G19410 1.06 0.08 0.61 0.560376 0.752931 -6.65
247758_at subtilisin-like serine protease contains s ATSBT4.1 AT5G59120 1.06 0.09 0.61 0.560357 0.752931 -6.65
249217_at ubiquitin-like protein  ; supported by cDNUBL5 AT5G42300 1.04 0.06 0.61 0.560571 0.753033 -6.65
249531_at  putative protein predicted protein, ArabiAtGDU7 AT5G38770 1.05 0.07 0.61 0.560632 0.753033 -6.65
256318_s_ahypothetical protein --- --- -1.04 -0.06 -0.61 0.56055 0.753033 -6.65
263022_s_a gamma-adaptin, putative similar to gam--- AT1G23900 / 1.07 0.10 0.61 0.560615 0.753033 -6.65
253625_at  signal recognition particle receptor-like --- AT4G30600 1.04 0.06 0.61 0.560724 0.753112 -6.65
260590_at  phosphoenolpyruvate carboxylase 1, puATPPC1 AT1G53310 1.07 0.09 0.61 0.561042 0.753451 -6.65
254762_at Expressed protein ; supported by full-len--- AT4G13230 -1.05 -0.07 -0.61 0.561023 0.753451 -6.65
264783_at  putative calcium-dependent protein kinaPPCK1 AT1G08650 -1.11 -0.15 -0.61 0.561243 0.753592 -6.65
258575_at putative O-linked GlcNAc transferase simSEC AT3G04240 1.05 0.07 0.61 0.561306 0.753592 -6.65
265098_at unknown protein --- AT1G04010 -1.11 -0.15 -0.61 0.561302 0.753592 -6.65
255741_at  tRNA isopentenyl transferase, putative ATIPT6 AT1G25410 -1.05 -0.07 -0.61 0.561312 0.753592 -6.65
256804_at hypothetical protein predicted by genem--- AT3G20920 1.04 0.05 0.61 0.561304 0.753592 -6.65
249460_at  v-SNARE - like protein v-SNARE AtVTI --- AT5G39630 -1.05 -0.07 -0.61 0.56136 0.753613 -6.65
262512_at Expressed protein ; supported by full-len--- AT1G17145 1.12 0.16 0.61 0.561453 0.753693 -6.65
251177_at  cyclophylin -like protein CDC28/cdc2-lik--- AT3G63400 1.06 0.09 0.61 0.561627 0.753882 -6.65
250083_at glutathione S-transferase-like protein  ; sATGSTF12AT5G17220 -1.06 -0.08 -0.61 0.561686 0.753917 -6.65
264962_at  auxin transport protein EIR1, putative s PIN6 AT1G77110 1.07 0.09 0.61 0.561745 0.753952 -6.65
252162_at hypothetical protein --- AT3G50590 1.08 0.12 0.61 0.561835 0.753974 -6.65
253177_s_a O-methyltransferase - like protein caffei --- AT4G35150 / -1.08 -0.11 -0.61 0.561861 0.753974 -6.65
263308_at hypothetical protein predicted by gensca--- --- 1.04 0.06 0.61 0.561831 0.753974 -6.65
246920_at  phytocyanin-related protein-like phytocy--- AT5G25090 1.04 0.06 0.61 0.561976 0.754083 -6.65
246076_at  sucrose-phosphate synthase-like protei ATSPS1F AT5G20280 -1.05 -0.07 -0.61 0.562062 0.754110 -6.65
255014_at MADS-box protein AGL11  ; supported bSTK AT4G09960 1.04 0.06 0.61 0.562057 0.754110 -6.65
259451_at  synaptosomal associated protein (SNAPSNAP30 AT1G13890 1.04 0.06 0.61 0.562681 0.754897 -6.65
246776_at  kinesin-like protein kinesin-like heavy ch--- AT5G27550 1.07 0.10 0.61 0.562934 0.754970 -6.65
249340_at putative protein contains similarity to my--- AT5G41140 1.06 0.08 0.61 0.562927 0.754970 -6.65
263445_at unknown protein --- AT2G31590 1.04 0.06 0.61 0.562922 0.754970 -6.65
247304_at amino acid transporter AAP4 (pir||S5116AAP4 AT5G63850 1.08 0.11 0.61 0.562908 0.754970 -6.65
258703_at unknown protein --- AT3G09750 -1.06 -0.08 -0.61 0.562931 0.754970 -6.65
251700_at  putative protein exocyst complex protei --- AT3G56640 -1.09 -0.12 -0.61 0.562849 0.754970 -6.65



260843_at unknown protein similar to hypothetical p--- AT1G29060 -1.04 -0.05 -0.61 0.562986 0.754995 -6.65
262795_at hypothetical protein predicted by gensca--- AT1G13130 1.07 0.10 0.61 0.563333 0.755416 -6.65
265246_at putative pectinesterase ATPMEPCAT2G43050 1.06 0.08 0.61 0.563498 0.755593 -6.65
255983_at  polyneuridine aldehyde esterase, putati MES14 AT1G33990 1.05 0.07 0.61 0.56361 0.755668 -6.65
246195_at  E2, ubiquitin-conjugating enzyme 17 (UUBC17 AT4G36410 1.22 0.29 0.61 0.56362 0.755668 -6.65
264180_at hypothetical protein contains similarity to--- AT1G02190 1.05 0.07 0.61 0.563742 0.755787 -6.65
262312_at hypothetical protein similar to putative ri MLP28 AT1G70830 1.51 0.59 0.61 0.563891 0.755942 -6.65
254812_at  nucleotide sugar epimerase -like proteinGAE5 AT4G12250 1.12 0.17 0.61 0.563959 0.755988 -6.65
245726_at  homeobox protein, putative similar to hoHDG11 AT1G73360 -1.05 -0.07 -0.61 0.564018 0.756024 -6.65
253736_at  Proline-rich APG - like protein proline-ri --- AT4G28780 1.08 0.12 0.61 0.564103 0.756093 -6.65
257981_at ethylene-insensitive 3 (EIN3) identical toEIN3 AT3G20770 -1.05 -0.07 -0.61 0.564141 0.756100 -6.65
266520_at cyclic nucleotide and calmodulin-regulat ATCNGC6AT2G23980 1.06 0.08 0.61 0.56425 0.756108 -6.65
248388_at putative protein contains similarity to my--- AT5G51980 1.06 0.08 0.61 0.56428 0.756108 -6.65
260111_at hypothetical protein similar to unknown p--- AT1G63320 -1.04 -0.06 -0.61 0.564248 0.756108 -6.65
261379_at unknown protein similar to YGL010w-like--- AT1G18720 -1.04 -0.06 -0.61 0.564181 0.756108 -6.65
263769_at 5S ribosomal RNA --- --- 1.06 0.08 0.61 0.564416 0.756246 -6.65
261859_at  E2, ubiquitin-conjugating enzyme, putatUBC20 AT1G50490 -1.06 -0.09 -0.61 0.56448 0.756288 -6.65
248917_at putative protein similar to unknown prote--- AT5G45850 -1.04 -0.05 -0.61 0.564519 0.756295 -6.65
257052_at putative 3-hydroxybutyryl-CoA dehydrog--- AT3G15290 -1.05 -0.06 -0.61 0.564656 0.756434 -6.65
262210_at hypothetical protein predicted by genscaIQD31 AT1G74690 -1.12 -0.16 -0.61 0.564722 0.756461 -6.65
258420_at  putative RNA polymerase similar to RNA--- AT3G16680 1.04 0.06 0.61 0.564743 0.756461 -6.65
261964_at hypothetical protein similar to envelope- --- --- 1.04 0.05 0.61 0.564778 0.756464 -6.65
263188_at hypothetical protein predicted by gensca--- AT1G36095 1.05 0.07 0.61 0.564839 0.756501 -6.65
262253_s_aunknown protein contains similarity to tra--- AT1G53880 / -1.05 -0.08 -0.60 0.565034 0.756629 -6.65
254809_at  putative protein auxin-induced protein 1--- AT4G12410 -1.07 -0.10 -0.61 0.565008 0.756629 -6.65
245735_at  myb-like transcription factor, putative si MYB54 AT1G73410 1.04 0.05 0.61 0.565008 0.756629 -6.65
265375_at unknown protein  ;supported by full-lengVPS2.1 AT2G06530 1.06 0.09 0.60 0.565107 0.756682 -6.65
263156_at  myrosinase-associated protein, putative--- AT1G54030 -1.10 -0.14 -0.60 0.56519 0.756749 -6.65
267632_at hypothetical protein predicted by gensca--- AT2G42160 -1.07 -0.10 -0.60 0.565302 0.756811 -6.65
251213_at putative protein hypothetical proteins - A--- --- -1.05 -0.06 -0.60 0.565302 0.756811 -6.65
265754_x_aEn/Spm transposon protein (mosaic-like--- --- 1.04 0.06 0.60 0.565479 0.757003 -6.65
257709_at unknown protein similar to negative regu--- AT3G27325 -1.07 -0.10 -0.60 0.565515 0.757007 -6.65
257105_at unknown protein --- AT3G15300 1.08 0.11 0.60 0.565575 0.757042 -6.65
249664_at  putative protein histone stem-loop bindi --- AT5G36722 / -1.05 -0.07 -0.60 0.565695 0.757160 -6.65
261595_at hypothetical protein predicted by gensca--- AT1G33070 1.04 0.06 0.60 0.565754 0.757193 -6.65



258941_at putative monodehydroascorbate reductaMDHAR AT3G09940 1.44 0.53 0.60 0.565887 0.757328 -6.65
255863_s_aputative GDSL-motif lipase/hydrolase sim--- AT2G30220 / 1.04 0.06 0.60 0.56598 0.757362 -6.65
246172_s_a fragment of 1-aminocyclopropane-1-carACS1 AT3G61510 / 1.07 0.09 0.60 0.565951 0.757362 -6.65
251580_at  putative protein ethylene-responsive pro--- AT3G58450 1.07 0.10 0.60 0.566075 0.757445 -6.65
246883_at  putative protein many predicted proteins--- AT5G26190 1.04 0.06 0.60 0.566215 0.757569 -6.65
254587_at  resistance protein RPP5 - like downy m--- AT4G19520 1.06 0.08 0.60 0.566267 0.757569 -6.65
257419_at hypothetical protein predicted by gensca--- AT1G30800 -1.04 -0.06 -0.60 0.566248 0.757569 -6.65
253346_at hypothetical protein --- AT4G33600 1.05 0.06 0.60 0.566319 0.757595 -6.65
267236_at GDP dissociation inhibitor identical to G ATGDI1 AT2G44100 1.05 0.07 0.60 0.566482 0.757696 -6.65
248682_at cytochrome b5 (dbj|BAA74840.1)  ; suppCB5-D AT5G48810 -1.05 -0.07 -0.60 0.566528 0.757696 -6.65
246970_at  cytochrome P450-like protein fatty acid CYP714A2AT5G24900 1.08 0.11 0.60 0.566447 0.757696 -6.65
258885_at  putative uridylate kinase similar to uridy--- AT3G10030 -1.04 -0.06 -0.60 0.566501 0.757696 -6.65
249206_at putative protein similar to unknown proteATS AT5G42630 -1.06 -0.09 -0.60 0.566596 0.757742 -6.65
267175_s_aactin 3 identical to GB:U29480;supporte ACT1 AT2G37620 / 1.07 0.10 0.60 0.5667 0.757836 -6.65
250962_at  putative protein various predicted prote --- AT5G02990 -1.05 -0.07 -0.60 0.566754 0.757865 -6.65
263121_at  receptor protein kinase, putative similar --- AT1G78530 1.06 0.08 0.60 0.566985 0.758130 -6.65
249161_at 20S proteasome subunit PAF1 (gb|AAC PAF1 AT5G42790 -1.04 -0.05 -0.60 0.567048 0.758169 -6.65
264412_at hypothetical protein similar to putative tr --- AT1G43260 1.04 0.06 0.60 0.56717 0.758243 -6.65
260218_at  putative RING zinc finger protein contai --- AT1G74620 1.04 0.05 0.60 0.567164 0.758243 -6.65
248646_at unknown protein  ;supported by full-leng--- AT5G49100 -1.10 -0.14 -0.60 0.567276 0.758341 -6.65
248544_at putative protein contains similarity to L-isPIMT2 AT5G50240 -1.09 -0.13 -0.60 0.567326 0.758363 -6.65
251676_at hypothetical protein --- AT3G57320 -1.07 -0.10 -0.60 0.567431 0.758459 -6.65
263853_at putative mutT domain protein --- AT2G04440 1.07 0.10 0.60 0.567494 0.758499 -6.65
266212_at putative retroelement pol polyprotein --- --- -1.06 -0.09 -0.60 0.567532 0.758505 -6.65
257793_at unknown protein  ;supported by full-leng--- AT3G26960 -1.21 -0.28 -0.60 0.567756 0.758760 -6.65
249363_at DegP protease contains similarity to DegDegP13 AT5G40560 1.04 0.06 0.60 0.567974 0.759006 -6.65
261491_at hypothetical protein contains similarity toFLP AT1G14350 1.14 0.19 0.60 0.568018 0.759021 -6.65
259053_at unknown protein similar to hypothetical p--- AT3G03320 1.05 0.07 0.60 0.568096 0.759037 -6.65
245128_at unknown protein similar to gi2344899|AC--- AT2G45380 -1.05 -0.08 -0.60 0.568075 0.759037 -6.65
246785_at  glutathione synthetase gsh2 non-conse GSH2 AT5G27380 -1.10 -0.14 -0.60 0.568227 0.759044 -6.65
261171_at unknown protein --- AT1G04880 1.05 0.07 0.60 0.568187 0.759044 -6.65
247868_at Myb-related transcription factor-like prot MYB36 AT5G57620 -1.05 -0.07 -0.60 0.568268 0.759044 -6.65
249394_at  putative protein predicted protein, Arabi --- AT5G40180 -1.04 -0.05 -0.60 0.568225 0.759044 -6.65
246465_at  quinone oxidoreductase - like protein pr--- AT5G17000 1.09 0.12 0.60 0.568244 0.759044 -6.65
257417_at hypothetical protein predicted by gensca--- AT1G10110 1.05 0.07 0.60 0.56851 0.759323 -6.65



251979_at  caffeic acid O-methyltransferase - like pLUT1 AT3G53130 / -1.05 -0.07 -0.60 0.568563 0.759349 -6.65
247490_at LFY floral meristem identity control proteLFY AT5G61850 1.04 0.06 0.60 0.568603 0.759359 -6.65
257983_at unknown protein --- AT3G20790 -1.14 -0.18 -0.60 0.568861 0.759441 -6.65
260715_at hypothetical protein predicted by genem--- AT1G48200 1.09 0.13 0.60 0.568867 0.759441 -6.65
266468_at unknown protein ; supported by cDNA: g--- AT2G47960 -1.06 -0.08 -0.60 0.568918 0.759441 -6.65
266759_at unknown protein predicted by genefinde--- AT2G46915 1.05 0.07 0.60 0.568765 0.759441 -6.65
249923_at  conglutin gamma - like protein conglutin--- AT5G19120 1.10 0.13 0.60 0.568841 0.759441 -6.65
253723_at extensin-like protein  ;supported by full-l --- AT4G29240 1.05 0.07 0.60 0.568932 0.759441 -6.65
255921_at hypothetical protein contains Pfam profilAPUM8 AT1G22240 1.05 0.07 0.60 0.568789 0.759441 -6.65
245110_at hypothetical protein predicted by genefin--- AT2G41550 -1.04 -0.06 -0.60 0.568914 0.759441 -6.65
253732_at putative protein several hypothetical pro --- AT4G29140 -1.05 -0.07 -0.60 0.569084 0.759512 -6.65
258039_at unknown protein  ;supported by full-leng--- AT3G21200 -1.05 -0.07 -0.60 0.569072 0.759512 -6.65
262187_at hypothetical protein --- AT1G77960 -1.04 -0.06 -0.60 0.569075 0.759512 -6.65
250178_at  putative protein various unknown or pre--- AT5G14430 -1.04 -0.06 -0.60 0.569279 0.759682 -6.66
257416_at unknown protein --- AT2G17750 1.06 0.08 0.60 0.569312 0.759682 -6.66
256382_at unknown protein ;supported by full-lengt --- AT1G66860 -1.13 -0.18 -0.60 0.569249 0.759682 -6.66
259177_at hypothetical protein similar to putative p --- AT3G01630 1.04 0.06 0.60 0.5698 0.760288 -6.66
263823_s_aAP2 domain transcription factor --- AT2G40340 / -1.11 -0.15 -0.60 0.570113 0.760509 -6.66
252276_at hypothetical protein  ; supported by cDN--- AT3G49490 1.06 0.08 0.60 0.570105 0.760509 -6.66
252359_at  putative protein predicted proteins, Arab--- AT3G48440 1.07 0.09 0.60 0.570409 0.760509 -6.66
259799_at  drought induced protein, putative simila --- AT1G72290 1.04 0.06 0.60 0.570064 0.760509 -6.66
252101_at rac-like GTP binding protein Arac11  ; suROP1 AT3G51300 1.05 0.07 0.60 0.570466 0.760509 -6.66
266440_at unknown protein --- AT2G43235 / 1.05 0.07 0.60 0.570396 0.760509 -6.66
250964_at  putative protein various predicted prote --- AT5G03010 1.06 0.08 0.60 0.570565 0.760509 -6.66
256449_at  mutator transposase MUDRA, putative --- --- 1.05 0.07 0.60 0.570516 0.760509 -6.66
258073_at  putative auxin-resistance protein, AXR1--- AT3G25880 -1.05 -0.06 -0.60 0.570173 0.760509 -6.66
262998_at hypothetical protein predicted by genem--- AT1G54280 1.04 0.05 0.60 0.570327 0.760509 -6.66
247639_s_a undecaprenyl diphosphate synthase un --- AT5G60500 / 1.04 0.05 0.60 0.570354 0.760509 -6.66
248870_at putative protein similar to unknown prote--- AT5G46710 1.17 0.23 0.60 0.570151 0.760509 -6.66
264039_at putative cold-regulated protein  ;support --- AT2G03740 -1.05 -0.06 -0.60 0.570501 0.760509 -6.66
248582_at heat shock protein 70 (gb|AAF27639.1) CPHSC70-AT5G49910 1.09 0.12 0.60 0.570315 0.760509 -6.66
251543_at putative protein --- AT3G58770 1.05 0.07 0.60 0.570271 0.760509 -6.66
259964_at  glutathione transferase, putative similar ATGSTU2 AT1G53680 1.05 0.06 0.60 0.570525 0.760509 -6.66
260280_at unknown protein contains AP2 DNA-bind--- AT1G80580 -1.08 -0.11 -0.60 0.57011 0.760509 -6.66
245571_at light induced protein like --- AT4G14695 -1.06 -0.09 -0.60 0.57056 0.760509 -6.66



262478_at hypothetical protein similar to hypothetic--- AT1G11170 -1.05 -0.07 -0.60 0.570646 0.760572 -6.66
254771_at hypothetical protein MEE56 AT4G13380 1.05 0.06 0.60 0.570839 0.760785 -6.66
254590_at hypothetical protein --- AT4G18860 1.04 0.06 0.60 0.570949 0.760888 -6.66
261327_at  transcription factor, putative contains AP--- AT1G44830 1.31 0.39 0.60 0.571172 0.761139 -6.66
254773_at  putative protein Cyclic beta-1-3-glucan ATCSLA15AT4G13410 -1.13 -0.18 -0.59 0.571343 0.761261 -6.66
265107_s_asimilar to glucose 1-dehydrogenase (AB--- AT1G62610 / 1.05 0.07 0.60 0.571296 0.761261 -6.66
250276_at  putative protein mRNA, Moritella marina--- AT5G13030 -1.05 -0.07 -0.59 0.571363 0.761261 -6.66
260117_at  AIG1-like protein similar to AIG1 protein--- AT1G33950 -1.04 -0.05 -0.59 0.571492 0.761389 -6.66
253460_at hypothetical protein --- AT4G32130 1.06 0.08 0.59 0.571714 0.761439 -6.66
262500_at  unknown protein Contains PF|00646 F- FBP7 AT1G21760 -1.05 -0.06 -0.59 0.571664 0.761439 -6.66
255152_at  Rab-like protein Rab11 protein - Arabid --- AT4G08190 -1.04 -0.05 -0.59 0.571634 0.761439 -6.66
257873_at  P-glycoprotein, putative similar to P-glycPGP17 AT3G28380 1.06 0.08 0.59 0.571666 0.761439 -6.66
248314_at putative protein similar to unknown prote--- AT5G52620 -1.04 -0.06 -0.59 0.571592 0.761439 -6.66
256931_at  LEA protein, putative similar to LEA pro--- AT3G22490 1.04 0.06 0.59 0.57173 0.761439 -6.66
256946_at hypothetical protein contains Pfam profilHAF2 AT3G19040 1.08 0.11 0.59 0.571815 0.761507 -6.66
250093_at hypothetical protein --- AT5G17370 -1.04 -0.06 -0.59 0.571892 0.761565 -6.66
251589_at  putative protein SINA2p zinc finger prot SINAT2 AT3G58040 -1.05 -0.07 -0.59 0.571963 0.761615 -6.66
266622_at hypothetical protein predicted by gensca--- AT2G35430 -1.06 -0.08 -0.59 0.57201 0.761634 -6.66
253353_at  pathogenesis-related protein - like patho--- AT4G33730 -1.04 -0.06 -0.59 0.572213 0.761816 -6.66
266483_at unknown protein  ;supported by full-lengCRR6 AT2G47910 1.06 0.08 0.59 0.572236 0.761816 -6.66
247019_at AP2 domain transcription factor-like --- AT5G67010 1.05 0.07 0.59 0.572268 0.761816 -6.66
263784_at Expressed protein ; supported by full-len--- AT2G46375 1.05 0.07 0.59 0.57228 0.761816 -6.66
249108_at steroid sulfotransferase-like --- AT5G43690 -1.04 -0.05 -0.59 0.572338 0.761848 -6.66
246698_at putative protein --- --- 1.04 0.06 0.59 0.572517 0.762042 -6.66
249893_at Expressed protein ; supported by full-len--- AT5G22555 -1.05 -0.07 -0.59 0.572563 0.762059 -6.66
250858_at  I-box binding factor - like protein I-box b--- AT5G04760 1.07 0.10 0.59 0.572691 0.762140 -6.66
262785_at putative carboxyl-terminal peptidase sim--- AT1G10750 1.08 0.11 0.59 0.572665 0.762140 -6.66
265138_at hypothetical protein predicted by gensca--- AT1G51300 -1.07 -0.09 -0.59 0.572726 0.762143 -6.66
256404_at unknown protein similar to far-red impairFRS7 AT3G06250 -1.07 -0.09 -0.59 0.57285 0.762263 -6.66
266793_at homeotic protein AGL30 AGL30 AT2G03060 -1.09 -0.12 -0.59 0.572906 0.762292 -6.66
250102_at receptor-like protein kinase LRR1 AT5G16590 1.06 0.08 0.59 0.573051 0.762441 -6.66
261643_at hypothetical protein similar to hypotheticTAF4B AT1G27720 1.07 0.09 0.59 0.573143 0.762520 -6.66
245503_at kinase like protein --- AT4G15650 -1.04 -0.06 -0.59 0.573212 0.762564 -6.66
245570_at  heat shock protein 101 (HSP101),putat CLPB2 AT4G14670 -1.05 -0.07 -0.59 0.573243 0.762564 -6.66
249509_at strong similarity to unknown protein (gb| --- AT5G38390 -1.04 -0.05 -0.59 0.573483 0.762838 -6.66



255483_at  putative glycosyltransferase similar to AXT2 AT4G02500 -1.07 -0.10 -0.59 0.573685 0.763063 -6.66
252132_at  putative LEA protein Picea glauca late e--- AT3G50790 -1.10 -0.14 -0.59 0.573763 0.763121 -6.66
263074_at putative HMG protein  ;supported by full HMGB4 AT2G17560 -1.06 -0.08 -0.59 0.573824 0.763158 -6.66
264464_at putative heat-shock protein similar to GB--- AT1G10350 -1.05 -0.08 -0.59 0.57391 0.763183 -6.66
264215_at  cytochrome P450, putative similar to cy CYP96A3 AT1G65340 1.04 0.06 0.59 0.573891 0.763183 -6.66
252756_s_aputative protein hypothetical proteins - A--- AT1G58520 / -1.05 -0.06 -0.59 0.57404 0.763312 -6.66
267513_at unknown protein  ; supported by cDNA: --- AT2G45620 -1.05 -0.07 -0.59 0.574131 0.763348 -6.66
249011_at putative protein strong similarity to unkn --- AT5G44670 -1.12 -0.16 -0.59 0.574201 0.763348 -6.66
254396_at  peptide transporter - like protein peptide--- AT4G21680 -1.28 -0.35 -0.59 0.574187 0.763348 -6.66
248909_at serine threonine protein kinase ; supportCIPK19 AT5G45810 1.07 0.09 0.59 0.574173 0.763348 -6.66
254359_at  putative protein hypothetical protein YM--- AT4G22360 -1.05 -0.07 -0.59 0.574315 0.763455 -6.66
245337_at Expressed protein ; supported by full-len--- AT4G16566 -1.04 -0.06 -0.59 0.574482 0.763632 -6.66
252809_at  putative protein various predicted prote --- --- -1.04 -0.06 -0.59 0.574588 0.763729 -6.66
248725_at acetyl-CoA:benzylalcohol acetyltranferas--- AT5G47980 1.05 0.07 0.59 0.57474 0.763886 -6.66
253066_at  1-aminocyclopropane-1-carboxylate synACS8 AT4G37770 1.23 0.30 0.59 0.574775 0.763889 -6.66
267481_at putative receptor-like protein kinase --- AT2G02780 1.13 0.17 0.59 0.574856 0.763952 -6.66
258727_at  ethylene-responsive protein, putative si --- AT3G11930 1.06 0.08 0.59 0.575002 0.764031 -6.66
247167_at unknown protein --- AT5G65850 -1.06 -0.08 -0.59 0.574988 0.764031 -6.66
261807_at Expressed protein ; supported by full-len--- AT1G30515 -1.04 -0.06 -0.59 0.575016 0.764031 -6.66
249765_at putative protein contains similarity to unkSLAH3 AT5G24030 1.17 0.22 0.59 0.575124 0.764088 -6.66
245419_at putative protein MSH4 AT4G17380 -1.04 -0.06 -0.59 0.575126 0.764088 -6.66
258488_at unknown protein  ;supported by full-leng--- AT3G02420 -1.05 -0.07 -0.59 0.575217 0.764127 -6.66
260662_at  2-hydroxyisoflavone reductase, putative--- AT1G19540 1.06 0.08 0.59 0.575223 0.764127 -6.66
264973_at  nitrate transporter, putative nitrate trans--- AT1G27040 1.06 0.08 0.59 0.575288 0.764170 -6.66
267252_at hypothetical protein predicted by gensca--- AT2G23100 1.05 0.07 0.59 0.575416 0.764295 -6.66
257271_at Expressed protein ; supported by full-len--- AT3G28007 -1.16 -0.22 -0.59 0.575539 0.764369 -6.66
260901_at  flavin-containing monooxygenases, putaYUC11 AT1G21430 -1.06 -0.09 -0.59 0.575524 0.764369 -6.66
256400_at  putative RING zinc finger protein contai --- AT3G06140 -1.06 -0.09 -0.59 0.575594 0.764382 -6.66
252930_at  putative endo-1,4-beta-glucanase endo AtGH9B18AT4G39010 1.06 0.08 0.59 0.575615 0.764382 -6.66
245811_at hypothetical protein similar to putative re--- --- 1.05 0.07 0.59 0.57569 0.764437 -6.66
265631_at putative helicase --- --- 1.04 0.05 0.59 0.57577 0.764498 -6.66
256694_at hypothetical protein predicted genscan+ --- --- 1.05 0.07 0.59 0.575849 0.764524 -6.66
252556_at  putative protein step II splicing factor hS--- AT3G45950 -1.04 -0.05 -0.59 0.575881 0.764524 -6.66
248875_at disease resistance protein-like --- AT5G46470 1.08 0.11 0.59 0.57589 0.764524 -6.66
266546_at putative AT-hook DNA-binding protein --- AT2G35270 1.04 0.06 0.59 0.576158 0.764775 -6.66



260702_at  calmodulin, putative similar to calmodul --- AT1G32250 1.05 0.06 0.59 0.57618 0.764775 -6.66
247767_at  putative protein various predicted prote AGL82 AT5G58890 1.04 0.06 0.59 0.576135 0.764775 -6.66
246545_at  pectate lyase -like protein pectate lyase--- AT5G15110 1.04 0.06 0.59 0.576242 0.764813 -6.66
255333_at putative polyprotein --- --- 1.04 0.06 0.59 0.576303 0.764850 -6.66
249374_at 20S proteasome beta subunit PBB2  ;suPBB2 AT5G40580 -1.05 -0.07 -0.59 0.576443 0.764991 -6.66
258237_at myb protein identical to ATMYB3 GB:BAATMYB21 AT3G27810 -1.04 -0.06 -0.59 0.576621 0.765183 -6.66
259469_at hypothetical protein predicted by gensca--- AT1G19100 1.04 0.06 0.59 0.576719 0.765224 -6.66
264496_at putative polyprotein similar to GB:AAC02--- --- 1.06 0.08 0.59 0.576696 0.765224 -6.66
256802_at  cytochrome P450, putative similar to cy CYP705A3AT3G20950 1.04 0.06 0.59 0.576892 0.765408 -6.66
251907_at  putative protein 85p protein - Medicago --- AT3G53760 -1.09 -0.12 -0.59 0.576927 0.765411 -6.66
255665_at hypothetical protein CRP AT4G00450 -1.04 -0.06 -0.59 0.57716 0.765617 -6.66
247910_at putative protein similar to unknown prote--- AT5G57410 1.06 0.09 0.59 0.577183 0.765617 -6.66
252872_at  putative serine/threonine protein kinaseSNRK2.7 AT4G40010 1.04 0.06 0.59 0.577164 0.765617 -6.66
250160_at  putative protein various predicted prote ATHB30 AT5G15210 -1.12 -0.16 -0.59 0.577243 0.765626 -6.66
249547_at  lipid transfer - like protein P48h-10 prote--- AT5G38160 1.06 0.09 0.59 0.577257 0.765626 -6.66
263312_at putative replication protein A1 --- --- -1.05 -0.06 -0.59 0.577371 0.765732 -6.66
257953_at predicted protein supported by full-lengt PEX22 AT3G21865 -1.08 -0.11 -0.59 0.577496 0.765854 -6.66
250077_at putative protein --- AT5G16680 -1.04 -0.06 -0.59 0.577597 0.765943 -6.66
AFFX-Athal-Arabidopsis thaliana /REF=M64116 /DE GAPC1 --- 1.07 0.09 0.58 0.577673 0.765999 -6.66
265616_at hypothetical protein predicted by genefin--- AT2G25500 1.04 0.05 0.58 0.577858 0.766200 -6.66
257813_at  Cdc45-like protein similar to Cdc45 GB:CDC45 AT3G25100 1.04 0.06 0.58 0.577941 0.766265 -6.66
252127_at  putative protein ATP binding protein - HPLP3a AT3G50960 -1.07 -0.09 -0.58 0.577983 0.766277 -6.66
252938_at hypothetical protein --- AT4G39190 -1.15 -0.21 -0.58 0.578101 0.766325 -6.66
252957_at glycine-rich protein 2 (GRP2)  ; supporteGRP2 AT4G38680 -1.10 -0.13 -0.58 0.578096 0.766325 -6.66
248444_at putative protein similar to unknown prote--- --- 1.04 0.06 0.58 0.57812 0.766325 -6.66
261825_at  endo-xyloglucan transferase, putative s --- AT1G11545 1.31 0.39 0.58 0.578192 0.766375 -6.66
264925_at  hypothetical protein contains similarity t --- AT1G60670 -1.05 -0.08 -0.58 0.578226 0.766376 -6.66
253357_at  Dem -like protein Dem (defective embry--- AT4G33400 -1.05 -0.07 -0.58 0.578271 0.766391 -6.66
261778_at hypothetical protein predicted by genem--- AT1G76220 -1.04 -0.05 -0.58 0.578404 0.766523 -6.66
246658_at  putative protein predicted proteins, Arab--- --- 1.04 0.06 0.58 0.578448 0.766537 -6.66
252834_at  putative protein RING-H2 zinc finger pro--- AT4G40070 -1.10 -0.14 -0.58 0.578554 0.766588 -6.66
251549_at  putative protein predicted proteins, Arab--- AT3G58890 -1.04 -0.06 -0.58 0.578526 0.766588 -6.66
263297_at putative ADP-ribosylation factor  ; suppoATARFB1AAT2G15310 1.08 0.11 0.58 0.578814 0.766666 -6.66
266925_at unknown protein  ;supported by full-lengPEX11D AT2G45740 -1.04 -0.06 -0.58 0.578811 0.766666 -6.66
263813_s_aputative TNP1-like transposon protein re--- --- -1.05 -0.06 -0.58 0.578805 0.766666 -6.66



248593_at pectin methylesterase  ;supported by ful --- AT5G49180 1.07 0.09 0.58 0.578731 0.766666 -6.66
249555_at  putative protein predicted protein, rice;s--- AT5G38300 -1.05 -0.07 -0.58 0.578679 0.766666 -6.66
262406_at  myb-related protein, putative similar to mAtMYB93 AT1G34670 1.06 0.08 0.58 0.578722 0.766666 -6.66
265877_at unknown protein  ; supported by cDNA: BZIP34 AT2G42380 1.09 0.12 0.58 0.579096 0.766950 -6.66
246431_at  calcium-binding protein calcium bindingAPC1 AT5G17480 -1.04 -0.05 -0.58 0.579065 0.766950 -6.66
258305_at hypothetical protein predicted by gensca--- --- 1.03 0.05 0.58 0.579218 0.767067 -6.67
258061_at unknown protein  ; supported by cDNA: --- AT3G25910 1.05 0.07 0.58 0.57928 0.767105 -6.67
247994_at RNA-binding protein-like --- AT5G56140 -1.06 -0.08 -0.58 0.579601 0.767485 -6.67
263317_s_asimilar to mammalian MHC III region proSUVH7 AT1G17770 / 1.07 0.10 0.58 0.579717 0.767594 -6.67
251231_at  Glutathione transferase III-like protein GATGSTF13AT3G62760 1.05 0.06 0.58 0.579897 0.767788 -6.67
264730_at hypothetical protein similar to putative re--- AT1G62085 -1.05 -0.07 -0.58 0.579933 0.767791 -6.67
263671_at hypothetical protein predicted by gensca--- AT2G04830 1.04 0.06 0.58 0.580081 0.767853 -6.67
250956_at putative protein --- AT5G03210 1.07 0.10 0.58 0.580049 0.767853 -6.67
259115_at hypothetical protein predicted by gensca--- AT3G01360 -1.06 -0.08 -0.58 0.580029 0.767853 -6.67
251534_at  ATP-dependent RNA helicase-like prote--- AT3G58510 1.08 0.11 0.58 0.580127 0.767869 -6.67
247522_at putative protein  ; supported by cDNA: g--- AT5G61340 -1.06 -0.09 -0.58 0.58016 0.767869 -6.67
262769_at actin-like protein strong similarity to gb|UDIS1 AT1G13180 1.06 0.08 0.58 0.580426 0.767905 -6.67
257368_at hypothetical protein predicted by gensca--- AT2G29860 -1.04 -0.06 -0.58 0.580457 0.767905 -6.67
264451_s_aputative lectin receptor kinase very simil --- --- 1.05 0.07 0.58 0.580491 0.767905 -6.67
256562_at Ty1/Copia-type retroelement polyprotein--- --- -1.04 -0.06 -0.58 0.58049 0.767905 -6.67
263695_at  putative phosphoribosylglycinamide form--- AT1G31220 -1.05 -0.06 -0.58 0.580372 0.767905 -6.67
264610_at Expressed protein ; supported by full-len--- AT1G04645 -1.05 -0.07 -0.58 0.580244 0.767905 -6.67
261966_x_ahypothetical protein similar to putative tr --- --- -1.04 -0.06 -0.58 0.580295 0.767905 -6.67
245772_at hypothetical protein similar to putative hy--- AT1G30300 1.08 0.11 0.58 0.580343 0.767905 -6.67
246381_at hypothetical protein --- --- -1.08 -0.11 -0.58 0.5804 0.767905 -6.67
259593_at  nuclear transport factor 2, putative similNTF2B AT1G27970 1.04 0.05 0.58 0.58064 0.768058 -6.67
246921_at  putative protein small unique nuclear re--- AT5G25080 -1.07 -0.10 -0.58 0.580771 0.768106 -6.67
266362_at unknown protein --- AT2G32430 1.06 0.08 0.58 0.580739 0.768106 -6.67
250200_at peroxidase ATP20a (emb|CAA67338.1) --- AT5G14130 1.06 0.08 0.58 0.580777 0.768106 -6.67
259166_at unknown protein  ; supported by cDNA: --- AT3G01670 1.15 0.21 0.58 0.580867 0.768107 -6.67
245781_at  S-ribonuclease binding protein SBP1, pSBP1 AT1G45976 1.06 0.08 0.58 0.58085 0.768107 -6.67
258550_at putative mudrA protein similar to mudrA --- --- -1.05 -0.07 -0.58 0.580941 0.768107 -6.67
259812_at unknown protein --- AT1G49840 1.07 0.10 0.58 0.58098 0.768107 -6.67
253016_at  putative protein partial LG127/30 gene ---- AT4G37950 -1.04 -0.05 -0.58 0.58089 0.768107 -6.67
250509_at cytochrome P450 CYP78A7 AT5G09970 1.06 0.08 0.58 0.580958 0.768107 -6.67



263376_at putative surface protein  ; supported by cFLA6 AT2G20520 1.04 0.05 0.58 0.581073 0.768186 -6.67
266030_x_ahypothetical protein predicted by gensca--- --- 1.05 0.08 0.58 0.581126 0.768211 -6.67
266708_at putative chloroplast nucleoid DNA bindin--- AT2G03200 1.07 0.09 0.58 0.581419 0.768553 -6.67
247028_at DNA polymerase alpha 1 ICU2 AT5G67100 1.11 0.15 0.58 0.581458 0.768561 -6.67
250235_s_a ubiquinol--cytochrome-c reductase - like--- AT5G13430 / 1.04 0.06 0.58 0.581681 0.768811 -6.67
245593_at IAA7 like protein IAA14 AT4G14550 1.13 0.17 0.58 0.581837 0.768973 -6.67
266459_at unknown protein supported by full-length--- AT2G47970 1.05 0.07 0.58 0.581932 0.769054 -6.67
245345_at proteinase like protein ;supported by full --- AT4G16640 -1.04 -0.06 -0.58 0.582224 0.769395 -6.67
260533_at putative U1 small nuclear ribonucleoprot--- AT2G43370 1.04 0.06 0.58 0.582583 0.769825 -6.67
256116_at unknown protein contains similarity to mCPuORF5 AT1G16858 / 1.05 0.08 0.58 0.582727 0.769845 -6.67
262493_at  auxilin-like protein similar to GB:CAB40--- AT1G21660 1.04 0.06 0.58 0.582793 0.769845 -6.67
246573_at  copper amine oxidase, putative similar t--- AT1G31690 1.07 0.09 0.58 0.582852 0.769845 -6.67
253792_at  ammonium transporter - like protein amAMT1;4 AT4G28700 1.06 0.08 0.58 0.582706 0.769845 -6.67
261365_at  proton pump interactor, putative similar --- AT1G53110 1.13 0.18 0.58 0.582868 0.769845 -6.67
265772_at putative protein kinase contains a protei RKF3 AT2G48010 1.06 0.09 0.58 0.582832 0.769845 -6.67
249041_at male sterility MS5; pollenless3 --- AT5G44330 -1.05 -0.07 -0.58 0.582832 0.769845 -6.67
252838_at hypothetical protein --- --- 1.04 0.05 0.58 0.58273 0.769845 -6.67
247666_at  putative protein various predicted prote --- AT5G60140 -1.04 -0.05 -0.58 0.582961 0.769923 -6.67
256391_at hypothetical protein predicted by gensca--- AT3G06090 1.04 0.05 0.58 0.583057 0.770005 -6.67
251477_at putative protein --- AT3G59680 1.04 0.06 0.58 0.583317 0.770259 -6.67
245871_at hypothetical protein predicted by genem--- AT1G26290 1.06 0.09 0.58 0.5833 0.770259 -6.67
248501_at golgi SNARE protein MEMB12 AT5G50440 1.06 0.08 0.58 0.583395 0.770318 -6.67
249359_at  putative protein unnamed ORF, Homo s--- AT5G40470 -1.06 -0.08 -0.58 0.583484 0.770346 -6.67
253071_at putative protein various predicted protein--- AT4G37880 1.05 0.06 0.58 0.583464 0.770346 -6.67
259474_at unknown protein ;supported by full-lengt --- AT1G19130 1.12 0.16 0.58 0.583615 0.770475 -6.67
249926_at  E1, ubiquitin-like activating enzyme EC ECR1 AT5G19180 -1.06 -0.08 -0.58 0.583714 0.770560 -6.67
255570_at putative carrier protein similar to mitochoADNT1 AT4G01100 1.05 0.07 0.58 0.583856 0.770704 -6.67
265430_at hypothetical protein predicted by genefin--- AT2G20700 1.08 0.11 0.57 0.584076 0.770949 -6.67
252148_at MS5-like protein --- AT3G51280 1.05 0.07 0.57 0.584282 0.771147 -6.67
266663_at putative receptor-like protein kinase  ; su--- AT2G25790 -1.07 -0.10 -0.57 0.584294 0.771147 -6.67
264324_at myosin heavy chain MYA2 Strong similaXIB AT1G04160 -1.09 -0.13 -0.57 0.584334 0.771156 -6.67
246679_at  putative protein replication protein A1 - --- --- -1.04 -0.06 -0.57 0.584491 0.771318 -6.67
245268_at hypothetical protein ; supported by cDNAPRMT7 AT4G16570 1.09 0.12 0.57 0.584754 0.771487 -6.67
263063_s_aputative peroxidase --- AT2G18140 / 1.08 0.11 0.57 0.584711 0.771487 -6.67
263740_at hypothetical protein predicted by genscaRALFL14 AT2G20660 -1.06 -0.08 -0.57 0.584722 0.771487 -6.67



260417_at putative chromomethylase similar to chr CMT3 AT1G69770 1.10 0.14 0.57 0.58468 0.771487 -6.67
249082_at legumin-like protein CRA1 AT5G44120 1.04 0.06 0.57 0.584797 0.771499 -6.67
256040_at hypothetical protein similar to putative C--- AT1G07270 1.04 0.06 0.57 0.584849 0.771523 -6.67
266647_at hypothetical protein predicted by grail --- AT2G25870 -1.06 -0.09 -0.57 0.585029 0.771671 -6.67
254772_at  extensin-like protein extensin class 1 pr --- AT4G13390 -1.03 -0.05 -0.57 0.585001 0.771671 -6.67
259648_at hypothetical protein predicted by genem--- --- -1.04 -0.05 -0.57 0.585118 0.771692 -6.67
256025_at  xylan endohydrolase, putative similar toRXF12 AT1G58370 1.08 0.11 0.57 0.585118 0.771692 -6.67
257167_at  hypothetical protein predicted by genemchr40 AT3G24340 -1.04 -0.06 -0.57 0.585146 0.771692 -6.67
254817_at  putative SWH1 protein SWH1 protein - ORP2B AT4G12460 -1.05 -0.07 -0.57 0.585332 0.771892 -6.67
261219_at hypothetical protein predicted by genem--- AT1G19980 1.05 0.08 0.57 0.585414 0.771941 -6.67
250466_at  putative protein TETRATRICOPEPTIDE--- AT5G10090 1.04 0.06 0.57 0.585437 0.771941 -6.67
248429_at putative protein contains similarity to pro--- AT5G51770 1.10 0.14 0.57 0.585602 0.772114 -6.67
252593_at  putative protein tRNA intron endonucleaATSEN1 AT3G45590 -1.06 -0.08 -0.57 0.585732 0.772197 -6.67
250060_at  chromo domain protein polycomb-like pTFL2 AT5G17690 -1.06 -0.08 -0.57 0.585731 0.772197 -6.67
262871_at hypothetical protein predicted by genem--- AT1G65010 1.15 0.20 0.57 0.58597 0.772358 -6.67
257171_at unknown protein  ; supported by full-leng--- AT3G23760 -1.05 -0.07 -0.57 0.58599 0.772358 -6.67
265564_s_ahypothetical protein predicted by gensca--- --- 1.05 0.07 0.57 0.585928 0.772358 -6.67
257307_at  myb-like transcription factor, putative coMYB121 AT3G30210 -1.06 -0.09 -0.57 0.58591 0.772358 -6.67
267615_at putative phytocyanin --- AT2G26720 -1.07 -0.09 -0.57 0.58609 0.772446 -6.67
246864_at cytochrome P450 GA3 ; supported by cDGA3 AT5G25900 -1.09 -0.13 -0.57 0.586176 0.772505 -6.67
255171_at hypothetical protein --- AT4G07990 1.04 0.06 0.57 0.586236 0.772505 -6.67
246706_at  putative protein predicted proteins, Arab--- --- 1.08 0.11 0.57 0.586225 0.772505 -6.67
245972_at  putative protein predicted proteins, Arab--- AT5G20680 -1.06 -0.08 -0.57 0.586409 0.772652 -6.67
262194_at hypothetical protein similar to putative cu--- AT1G77930 -1.07 -0.10 -0.57 0.58645 0.772652 -6.67
253727_at profilin 2  ; supported by full-length cDNAPFN2 AT4G29350 -1.05 -0.07 -0.57 0.586437 0.772652 -6.67
253957_at putative protein  ; supported by cDNA: gAGP13 AT4G26320 -1.07 -0.10 -0.57 0.586625 0.772782 -6.67
264033_at hypothetical protein predicted by gensca--- AT2G03580 -1.05 -0.08 -0.57 0.586684 0.772782 -6.67
255448_at hypothetical protein --- AT4G02810 1.06 0.08 0.57 0.586612 0.772782 -6.67
261631_at unknown protein contains similarity to pu--- AT1G49940 -1.04 -0.06 -0.57 0.586671 0.772782 -6.67
257115_at kinesin-like protein contains Pfam profile--- AT3G20150 1.05 0.07 0.57 0.586839 0.772844 -6.67
257551_at hypothetical protein contains similarity to--- --- 1.05 0.07 0.57 0.586897 0.772844 -6.67
245384_at glycoprotein homolog ;supported by full- --- AT4G16790 1.08 0.11 0.57 0.58678 0.772844 -6.67
255220_at polyubiquitin (UBQ10) identical to GI:870UBQ10 AT4G05320 -1.05 -0.08 -0.57 0.586901 0.772844 -6.67
254964_at  98b like protein 98b - Daucus carota (ca--- AT4G11080 1.06 0.08 0.57 0.5868 0.772844 -6.67
257506_at  auxin-induced protein, putative similar t --- AT1G29440 1.18 0.24 0.57 0.586951 0.772866 -6.67



264189_s_ahypothetical protein similar to acyl-carrieACP3 AT1G54580 / -1.06 -0.09 -0.57 0.587014 0.772904 -6.67
258845_at unknown protein  ; supported by full-leng--- AT3G03150 -1.05 -0.07 -0.57 0.587176 0.773039 -6.67
259986_at thaumatin-like protein similar to thaumat --- AT1G75050 1.05 0.07 0.57 0.587185 0.773039 -6.67
262127_at hypothetical protein predicted by genem--- AT1G52550 -1.06 -0.09 -0.57 0.58738 0.773163 -6.67
258131_at  protein kinase, putative similar to GB:BA--- AT3G24540 1.06 0.09 0.57 0.587348 0.773163 -6.67
248780_at 4-nitrophenylphosphatase-like protein  ;sATPGLP2 AT5G47760 1.05 0.07 0.57 0.587333 0.773163 -6.67
253285_at  fatty acid elongase - like protein fatty acKCS16 AT4G34250 -1.09 -0.13 -0.57 0.587439 0.773196 -6.67
247471_at  putative protein receptor-like protein kinERL1 AT5G62230 1.05 0.07 0.57 0.587619 0.773315 -6.67
261668_at  2-isopropylmalate synthase, putative simMAML-4 AT1G18500 -1.06 -0.08 -0.57 0.587631 0.773315 -6.67
248866_s_aputative protein contains similarity to car--- AT5G46810 / -1.04 -0.06 -0.57 0.587617 0.773315 -6.67
245036_at putative SF16 protein {Helianthus annuuIqd4 AT2G26410 1.04 0.06 0.57 0.588084 0.773419 -6.67
257468_at hypothetical protein contains similarity to--- AT1G47470 1.04 0.05 0.57 0.587901 0.773419 -6.67
246525_at CONSTANS  ;supported by full-length c CO AT5G15840 -1.05 -0.07 -0.57 0.588001 0.773419 -6.67
263113_at unknown protein Belongs to PF|00583 A--- AT1G03150 -1.04 -0.05 -0.57 0.588006 0.773419 -6.67
267253_at putative serine carboxypeptidase I --- AT2G22960 -1.04 -0.05 -0.57 0.588057 0.773419 -6.67
257472_at hypothetical protein predicted by genem--- AT1G56040 1.04 0.06 0.57 0.587792 0.773419 -6.67
262274_at  deaminase, putative similar to cytidine/dTADA AT1G68720 -1.04 -0.06 -0.57 0.587937 0.773419 -6.67
266612_at 22 kDa peroxisomal membrane protein --- AT2G14860 -1.04 -0.06 -0.57 0.588038 0.773419 -6.67
260611_at  putative beta-1,3-glucanase, C terminal --- AT2G43670 -1.06 -0.08 -0.57 0.587785 0.773419 -6.67
252989_at  putative pectinesterase pectinesterase sks9 AT4G38420 -1.20 -0.27 -0.57 0.588003 0.773419 -6.67
260836_at hypothetical protein predicted by gensca--- --- -1.04 -0.05 -0.57 0.588058 0.773419 -6.67
250443_at  Pto kinase interactor - like protein Pto k RBK1 AT5G10520 -1.24 -0.31 -0.57 0.588123 0.773426 -6.67
266682_at putative disease resistance protein --- AT2G19780 -1.08 -0.12 -0.57 0.588186 0.773465 -6.67
254807_at putative protein --- AT4G12700 1.06 0.09 0.57 0.588283 0.773549 -6.67
266619_at similar to harpin-induced protein hin1 fro--- AT2G35460 -1.06 -0.08 -0.57 0.588345 0.773585 -6.67
253379_at  putative protein glycogenin glucosyltranPGSIP3 AT4G33330 -1.04 -0.06 -0.57 0.588432 0.773655 -6.67
258589_at putative GDSL-motif lipase/acylhydrolasLTL1 AT3G04290 -1.05 -0.08 -0.57 0.588603 0.773835 -6.67
248244_at heat shock transcription factor HSF30-lik--- AT5G53640 -1.05 -0.07 -0.57 0.58873 0.773957 -6.67
253788_at  aromatic amino-acid decarboxylase - lik--- AT4G28680 1.05 0.07 0.57 0.58885 0.774070 -6.67
252857_at  putative protein various predicted prote --- AT4G39756 1.04 0.06 0.57 0.588919 0.774116 -6.67
258142_at unknown protein --- AT3G18120 1.05 0.08 0.57 0.588999 0.774177 -6.67
252215_at  kinesin -like protein KINESIN-LIKE PROKICP-02 AT3G50240 -1.14 -0.19 -0.57 0.589065 0.774219 -6.67
263898_at  SKP1 interacting partner 6 (SKIP6), putSKIP6 AT2G21950 -1.05 -0.07 -0.57 0.589247 0.774414 -6.67
253199_at clathrin assembly protein AP19 homolog--- AT4G35410 -1.10 -0.14 -0.57 0.589327 0.774474 -6.67
260009_at unknown protein  ;supported by full-leng--- AT1G67950 -1.07 -0.10 -0.57 0.589394 0.774478 -6.68



265222_at putative endosomal protein  ; supported --- AT2G01970 1.04 0.05 0.57 0.58948 0.774478 -6.68
246301_at calcium-dependent protein kinase CPK13 AT3G51850 -1.04 -0.06 -0.57 0.589636 0.774478 -6.68
266203_at putative phloem-specific lectin AtPP2-B1 AT2G02230 -1.12 -0.16 -0.57 0.589604 0.774478 -6.68
256896_at hypothetical protein predicted by genem--- AT3G24630 1.09 0.13 0.57 0.589633 0.774478 -6.68
265995_at hypothetical protein predicted by gensca--- AT2G24140 1.04 0.06 0.57 0.589533 0.774478 -6.68
249392_at peroxidase ATP26a --- AT5G40150 -1.05 -0.07 -0.57 0.589544 0.774478 -6.68
257493_at unknown protein --- AT1G48180 1.07 0.10 0.57 0.58963 0.774478 -6.68
245203_at hypothetical protein similar to protein pro--- --- 1.04 0.05 0.57 0.589604 0.774478 -6.68
265206_at putative protease belongs to eukaryotic --- AT2G36670 1.05 0.08 0.57 0.589992 0.774526 -6.68
263171_at unknown protein CCX4 AT1G54115 1.05 0.07 0.57 0.589833 0.774526 -6.68
250929_at putative protein  ; supported by cDNA: g--- AT5G03290 1.07 0.10 0.57 0.589991 0.774526 -6.68
250519_at GDSL-motif lipase/acylhydrolase-like pro--- AT5G08460 1.05 0.07 0.57 0.590046 0.774526 -6.68
249366_at dihydroxyacetone 3-phosphate reductas--- AT5G40610 -1.13 -0.18 -0.57 0.589917 0.774526 -6.68
259151_at kinesin-like protein similar to carboxy-ter--- AT3G10310 -1.06 -0.08 -0.57 0.589707 0.774526 -6.68
250640_at  putative protein protein kinase Xa21 - O--- AT5G07150 1.09 0.12 0.57 0.589902 0.774526 -6.68
256571_at hypothetical protein predicted by gensca--- AT3G30730 1.04 0.05 0.57 0.590017 0.774526 -6.68
254366_s_a LTR retrotransposon like protein retrovi --- --- -1.04 -0.06 -0.57 0.589777 0.774526 -6.68
255097_at  predicted transposon protein similar to T--- --- 1.06 0.08 0.57 0.589851 0.774526 -6.68
264252_at  putative GTP-binding protein, SAR1B s ATSARA1AAT1G09180 -1.05 -0.06 -0.57 0.589961 0.774526 -6.68
245900_at  putative protein predicted proteins, Arab--- AT5G11040 -1.05 -0.08 -0.57 0.590182 0.774660 -6.68
266508_at hypothetical protein predicted by genefin--- AT2G47920 1.06 0.08 0.57 0.590242 0.774695 -6.68
256801_at  cytochrome P450, putative similar to cy CYP705A3AT3G20940 1.04 0.06 0.56 0.590415 0.774877 -6.68
245865_at hypothetical protein contains similarity to--- AT1G58025 1.04 0.06 0.56 0.590609 0.775088 -6.68
251234_s_aputative dTDP-glucose 4-6-dehydratase UXS4 AT2G47650 / -1.07 -0.10 -0.56 0.590721 0.775145 -6.68
266029_at putative serine carboxypeptidase II scpl38 AT2G05850 1.05 0.07 0.56 0.590704 0.775145 -6.68
245892_at  putative lipid transfer protein lipid transf --- AT5G09370 1.07 0.09 0.56 0.590836 0.775235 -6.68
266301_at putative MYB family transcription factor AtMYB81 AT2G26960 1.07 0.09 0.56 0.590858 0.775235 -6.68
252539_at putative protein --- AT3G45730 1.06 0.08 0.56 0.591001 0.775379 -6.68
252085_s_a serine-type carboxypeptidase like prote scpl37 AT3G52000 / -1.04 -0.05 -0.56 0.591044 0.775390 -6.68
257305_at hypothetical protein predicted by genem--- --- -1.05 -0.08 -0.56 0.591268 0.775639 -6.68
264267_at hypothetical protein contains similarity to--- AT1G60200 -1.05 -0.07 -0.56 0.591343 0.775693 -6.68
249957_at  putative protein predicted proteins, Arab--- AT5G18900 1.06 0.08 0.56 0.591512 0.775852 -6.68
249172_at putative protein similar to unknown prote--- AT5G42950 1.05 0.07 0.56 0.59154 0.775852 -6.68
264247_at  potassium transporter, putative similar t --- AT1G60160 1.10 0.14 0.56 0.591566 0.775852 -6.68
253449_at  putative protein hypothetical protein yjb --- AT4G32700 1.04 0.06 0.56 0.591745 0.776042 -6.68



255369_at putative NifU-like metallocluster assembISU3 AT4G04080 1.05 0.07 0.56 0.591942 0.776255 -6.68
249383_at  putative protein putative DNA-binding p PRE1 AT5G39860 -1.08 -0.12 -0.56 0.592308 0.776513 -6.68
250524_at putative protein contains similarity to I-bo--- AT5G08520 -1.04 -0.06 -0.56 0.592287 0.776513 -6.68
255266_at  receptor protein kinase - like protein rec--- AT4G05200 -1.05 -0.07 -0.56 0.592251 0.776513 -6.68
262798_at  putative SPL1-related protein similar to SPL14 AT1G20980 -1.05 -0.07 -0.56 0.592214 0.776513 -6.68
260314_at unknown protein similar to putative prote--- AT1G63830 1.08 0.11 0.56 0.592282 0.776513 -6.68
265748_at putative Athila retroelement ORF1 prote --- --- -1.05 -0.06 -0.56 0.592509 0.776687 -6.68
267139_s_ahypothetical protein predicted by genefin--- AT2G38195 / -1.04 -0.05 -0.56 0.592475 0.776687 -6.68
249960_at squamosa promoter binding protein-like SPL7 AT5G18830 -1.05 -0.06 -0.56 0.592602 0.776716 -6.68
256817_at  F-box protein family, AtFBW1 contains --- AT3G21410 -1.05 -0.07 -0.56 0.592626 0.776716 -6.68
263811_at putative acyl-CoA synthetase ; supporte --- AT2G04350 -1.05 -0.07 -0.56 0.592633 0.776716 -6.68
246711_at putative protein --- AT5G28190 -1.04 -0.06 -0.56 0.592703 0.776763 -6.68
267145_at putative acetyltransferase ATMAK3 AT2G38130 -1.05 -0.07 -0.56 0.592759 0.776792 -6.68
262349_at unknown protein  ;supported by full-leng--- AT2G48130 1.07 0.09 0.56 0.592845 0.776860 -6.68
245808_at RNA binding protein identical to RNA binATRBP1 AT1G58470 -1.06 -0.08 -0.56 0.592901 0.776888 -6.68
263613_at unknown protein --- AT2G25250 1.10 0.13 0.56 0.593045 0.776950 -6.68
258212_at unknown protein contains Pfam profile:P--- AT3G17920 -1.04 -0.05 -0.56 0.593042 0.776950 -6.68
255998_at hypothetical protein contains similarity to--- AT1G29780 -1.04 -0.06 -0.56 0.59305 0.776950 -6.68
246990_at subtilisin-like serine protease ARA12 almARA12 AT5G67360 -1.08 -0.11 -0.56 0.59312 0.776974 -6.68
254006_at  putative protein various predicted prote --- AT4G26340 1.04 0.06 0.56 0.593137 0.776974 -6.68
252095_at  epoxide hydrolase-like protein epoxide --- AT3G51000 1.06 0.08 0.56 0.593333 0.777172 -6.68
254044_at  putative xyloglucan endo-1,4-beta-D-gluXTR9 AT4G25820 1.04 0.06 0.56 0.593356 0.777172 -6.68
259352_at unknown protein --- AT3G05170 1.08 0.11 0.56 0.593395 0.777178 -6.68
257886_at  pectinesterase, putative similar to pectin--- AT3G17060 1.05 0.07 0.56 0.593447 0.777202 -6.68
254362_at Expressed protein ; supported by full-len--- AT4G22160 1.06 0.09 0.56 0.593608 0.777368 -6.68
253556_at  serine/threonine-specific protein kinase --- AT4G31100 1.04 0.05 0.56 0.593723 0.777475 -6.68
253090_at beta-galactosidase like protein ; support BGAL3 AT4G36360 1.21 0.27 0.56 0.594022 0.777495 -6.68
257962_at hypothetical protein predicted by gensca--- AT3G19790 1.08 0.11 0.56 0.593823 0.777495 -6.68
246351_at  unknown protein contains similarity to b--- AT1G16570 -1.04 -0.06 -0.56 0.594008 0.777495 -6.68
249272_at geranylgeranyl transferase alpha subun --- AT5G41820 1.07 0.10 0.56 0.594114 0.777495 -6.68
251239_at putative protein several hypothetical pro --- AT3G62440 1.06 0.09 0.56 0.59386 0.777495 -6.68
254364_at  glycine-rich protein glycine-rich cell wal --- AT4G22020 -1.05 -0.08 -0.56 0.594077 0.777495 -6.68
255405_s_ahypothetical protein similar to A. thaliana--- AT4G03440 / -1.06 -0.08 -0.56 0.594074 0.777495 -6.68
249447_at  PTEN -like protein PTEN/MMAC1, Ratt PTEN1 AT5G39400 1.07 0.10 0.56 0.593968 0.777495 -6.68
255212_at putative athila transposon protein --- --- 1.04 0.05 0.56 0.593985 0.777495 -6.68



257595_at hypothetical protein predicted by gensca--- AT3G24750 1.04 0.06 0.56 0.59394 0.777495 -6.68
256508_at unknown protein --- AT1G75140 -1.04 -0.06 -0.56 0.594113 0.777495 -6.68
264305_at Expressed protein ; supported by full-lenLSH7 AT1G78815 -1.04 -0.06 -0.56 0.594247 0.777595 -6.68
255316_at putative protein --- --- 1.04 0.06 0.56 0.594259 0.777595 -6.68
247808_at contains similarity to unknown protein (gECT10 AT5G58190 1.04 0.05 0.56 0.594306 0.777613 -6.68
258352_at putative auxin-induced protein similar to IAA31 AT3G17600 -1.06 -0.08 -0.56 0.594343 0.777617 -6.68
250512_at Expressed protein ; supported by full-len--- AT5G09995 1.05 0.07 0.56 0.594527 0.777724 -6.68
264234_at hypothetical protein contains similarity to--- AT1G54720 -1.04 -0.05 -0.56 0.594492 0.777724 -6.68
262359_at  disease resistance protein, putative sim--- AT1G73060 / 1.05 0.07 0.56 0.594513 0.777724 -6.68
246717_at putative protein --- AT5G28920 -1.04 -0.06 -0.56 0.594644 0.777832 -6.68
262836_at hypothetical protein predicted by genem--- AT1G14680 1.04 0.05 0.56 0.594719 0.777885 -6.68
256551_at unknown protein --- --- -1.05 -0.07 -0.56 0.594805 0.777953 -6.68
246755_at F-box protein family contains similarity to--- AT5G27920 1.10 0.14 0.56 0.594906 0.778041 -6.68
254584_at  putative protein probable membrane proVPS54 AT4G19490 1.04 0.06 0.56 0.595165 0.778246 -6.68
248137_at putative protein contains similarity to cyt --- AT5G54950 1.05 0.06 0.56 0.595118 0.778246 -6.68
255377_at hypothetical protein --- AT4G03500 1.05 0.07 0.56 0.595162 0.778246 -6.68
264109_at unknown protein --- AT2G13720 1.04 0.06 0.56 0.5952 0.778246 -6.68
246427_at  ADP/ATP translocase-like protein adp/aER-ANT1 AT5G17400 1.05 0.08 0.56 0.595294 0.778325 -6.68
248326_at Notchless protein homolog --- AT5G52820 -1.06 -0.08 -0.56 0.595636 0.778504 -6.68
254179_at  putative protein various predicted prote --- AT4G23910 -1.07 -0.09 -0.56 0.595498 0.778504 -6.68
247404_at  permease 1 - like protein permease 1, c--- AT5G62890 -1.10 -0.14 -0.56 0.595612 0.778504 -6.68
267251_at putative casein kinase II catalytic (alpha --- AT2G23070 1.04 0.06 0.56 0.595596 0.778504 -6.68
248456_at putative protein similar to unknown prote--- AT5G51380 -1.03 -0.05 -0.56 0.595508 0.778504 -6.68
245179_at  putative protein similarity to predicted p --- AT5G12400 1.05 0.07 0.56 0.595539 0.778504 -6.68
246067_at  membrane transporter - like protein whi --- AT5G19410 -1.04 -0.06 -0.56 0.595686 0.778526 -6.68
253810_at  putative NADH dehydrogenase NADH dNDB1 AT4G28220 -1.12 -0.16 -0.56 0.59583 0.778668 -6.68
253781_at  putative protein predicted protein, Arabi --- AT4G28580 1.04 0.06 0.56 0.595892 0.778705 -6.68
246835_at  putative protein putative APC11 anapha--- AT5G26640 1.05 0.08 0.56 0.596001 0.778803 -6.68
260844_at peroxisomal targeting signal type 2 rece PEX7 AT1G29260 -1.04 -0.06 -0.56 0.596078 0.778821 -6.68
253514_at  putative protein DNA-binding protein AB--- AT4G31805 -1.04 -0.05 -0.56 0.596083 0.778821 -6.68
263465_at hypothetical protein predicted by gensca--- AT2G31940 1.06 0.08 0.56 0.596652 0.779519 -6.68
261459_at  O-methyltransferase, putative similar to --- AT1G21100 -1.26 -0.33 -0.56 0.596728 0.779565 -6.68
259961_at  auxin-induced protein kinase, putative sWAG1 AT1G53700 1.05 0.07 0.56 0.596755 0.779565 -6.68
260422_at hypothetical protein predicted by genem--- AT1G69630 1.04 0.06 0.55 0.596867 0.779667 -6.68
261306_at regulatory protein HAL3B similar to GB:A--- AT1G48610 1.05 0.06 0.55 0.596952 0.779733 -6.68



253210_at  putative protein predicted protein, ArabiMTN2 AT4G34840 -1.05 -0.07 -0.55 0.596996 0.779742 -6.68
267276_at hypothetical protein predicted by genscaASL5 AT2G30130 1.04 0.06 0.55 0.597027 0.779742 -6.68
262649_at unknown protein contains similarity to xe--- AT1G14040 1.13 0.17 0.55 0.597116 0.779814 -6.68
251693_at putative protein several hypothetical pro --- AT3G56550 1.05 0.07 0.55 0.597174 0.779844 -6.68
260312_at putative disease resistance protein simil --- AT1G63880 -1.06 -0.08 -0.55 0.597208 0.779844 -6.68
254400_at kinesin-related protein katA  ; supported ATK1 AT4G21270 -1.04 -0.05 -0.55 0.597418 0.780029 -6.68
250099_at unknown protein  ; supported by cDNA: --- AT5G17300 1.06 0.08 0.55 0.59741 0.780029 -6.68
253955_at  putative DNA binding protein DNA bind ATRBP45CAT4G27000 -1.07 -0.10 -0.55 0.597569 0.780181 -6.68
262644_at beta-VPE nearly identical to beta-VPE GBETA-VPEAT1G62710 1.05 0.07 0.55 0.597682 0.780194 -6.68
264263_at Expressed protein ; supported by full-lenAtPP2-B15AT1G09155 -1.04 -0.06 -0.55 0.597654 0.780194 -6.68
260105_at hypothetical protein predicted by gensca--- --- -1.04 -0.06 -0.55 0.597668 0.780194 -6.68
256272_at unknown protein --- AT3G12100 1.04 0.06 0.55 0.59782 0.780330 -6.68
255156_at putative athila transposon protein --- --- 1.03 0.05 0.55 0.597872 0.780354 -6.68
261574_at  cytochrome P450, putative similar to cy CYP78A8 AT1G01190 1.10 0.13 0.55 0.597922 0.780357 -6.68
259024_at hypothetical protein predicted by genem--- --- 1.06 0.08 0.55 0.597977 0.780357 -6.68
263616_at unknown protein --- AT2G04680 1.05 0.07 0.55 0.597959 0.780357 -6.68
264498_at Expressed protein ; supported by full-lenDIS2 AT1G30825 1.05 0.07 0.55 0.598055 0.780360 -6.68
245960_at  subtilisin-like protein subtilisin/kexin isozS1P AT5G19660 1.03 0.05 0.55 0.598082 0.780360 -6.68
248511_at Expressed protein ; supported by cDNA CPI1 AT5G50375 -1.08 -0.11 -0.55 0.598036 0.780360 -6.68
258200_at putative ATPase similar to ATPase II GB--- AT3G13900 1.05 0.08 0.55 0.598165 0.780424 -6.68
245205_at  putative protein similarity to splicing fac --- AT5G12280 1.06 0.09 0.55 0.598236 0.780472 -6.68
267128_at putative acetone-cyanohydrin lyase MES1 AT2G23620 -1.05 -0.08 -0.55 0.598511 0.780562 -6.68
265135_at unknown protein similar to unknown pro --- AT1G51270 1.05 0.06 0.55 0.598447 0.780562 -6.68
256403_at unknown protein similar to SPOP (novel BPM2 AT3G06190 -1.04 -0.06 -0.55 0.598483 0.780562 -6.68
264631_at DegP protease contains similarity to DegDegP3 AT1G65630 -1.05 -0.07 -0.55 0.598448 0.780562 -6.68
253180_at  putative protein various predicted prote --- AT4G35210 -1.04 -0.06 -0.55 0.598471 0.780562 -6.68
249714_at unknown protein --- --- -1.06 -0.08 -0.55 0.598469 0.780562 -6.68
266936_at hypothetical protein predicted by genefin--- AT2G18920 1.04 0.05 0.55 0.598637 0.780637 -6.68
250281_at  putative protein prdeicted proteins, Sch --- AT5G13240 -1.06 -0.09 -0.55 0.598603 0.780637 -6.68
260527_at unknown protein  ;supported by full-leng--- AT2G47270 1.17 0.23 0.55 0.598761 0.780709 -6.68
246394_at  myrosinase binding protein, putative sim--- AT1G58160 1.04 0.05 0.55 0.598736 0.780709 -6.68
260969_at beta-fructosidase identical to beta-fructoATBETAFRAT1G12240 -1.11 -0.15 -0.55 0.598803 0.780720 -6.68
257166_at hypothetical protein similar to putative N--- AT3G24710 1.04 0.06 0.55 0.59896 0.780880 -6.68
252903_at  putative protein various predicted prote --- AT4G39570 -1.08 -0.11 -0.55 0.599089 0.781003 -6.68
258997_at hypothetical protein similar to unknown p--- AT3G01810 -1.08 -0.11 -0.55 0.599267 0.781042 -6.68



259124_at  floral homeotic protein AGL4 identical to 02-ספט AT3G02310 1.04 0.05 0.55 0.599218 0.781042 -6.68
267249_at hypothetical protein predicted by gensca--- AT2G23040 -1.04 -0.06 -0.55 0.599249 0.781042 -6.68
259623_at hypothetical protein predicted by genem--- AT1G42700 -1.06 -0.08 -0.55 0.599289 0.781042 -6.68
255971_at transposon related protein similar to retr --- --- -1.04 -0.05 -0.55 0.599242 0.781042 -6.68
266403_at putative acid phosphatase contains meta--- AT2G38600 -1.05 -0.07 -0.55 0.599439 0.781192 -6.68
248431_at auxin-responsive GH3-like protein --- AT5G51470 -1.05 -0.06 -0.55 0.59952 0.781208 -6.68
250976_at  putative protein various predicted prote --- AT5G03060 -1.04 -0.06 -0.55 0.599519 0.781208 -6.68
261538_at unknown protein ; supported by cDNA: g--- AT1G01830 -1.10 -0.13 -0.55 0.599719 0.781411 -6.68
265747_s_ahypothetical protein predicted by genefin--- AT2G06570 / -1.05 -0.07 -0.55 0.599744 0.781411 -6.68
264272_at hypothetical protein contains similarity toANAC023 AT1G60280 1.04 0.05 0.55 0.599804 0.781444 -6.68
246411_at hypothetical protein contains similarity to--- AT1G57770 -1.10 -0.14 -0.55 0.600059 0.781687 -6.69
254237_at  cysteine proteinase contains similarity t --- AT4G23520 -1.04 -0.05 -0.55 0.600041 0.781687 -6.69
249290_at putative protein strong similarity to unkn --- AT5G41060 1.08 0.11 0.55 0.60011 0.781709 -6.69
255007_at  putative oxidoreductase 11beta-hydroxyAtHSD5 AT4G10020 -1.04 -0.06 -0.55 0.600224 0.781813 -6.69
259381_s_a putative lectin contains Pfam profile: PFNSP1 AT3G16390 / -1.20 -0.27 -0.55 0.60032 0.781871 -6.69
267495_at myb-like protein isolog ETC2 AT2G30420 -1.09 -0.13 -0.55 0.600337 0.781871 -6.69
261050_at  transcription factor MYC7E, putative sim--- AT1G01260 -1.07 -0.10 -0.55 0.600612 0.782184 -6.69
251614_at hypothetical protein --- AT3G57970 1.05 0.08 0.55 0.60082 0.782302 -6.69
255867_at hypothetical protein predicted by gensca--- AT2G30370 1.04 0.06 0.55 0.600773 0.782302 -6.69
267020_at hypothetical protein predicted by gensca--- AT2G39320 -1.05 -0.07 -0.55 0.600874 0.782302 -6.69
257810_at  TOM20, putative similar to TOM20 GB:CTOM20-1 AT3G27070 -1.05 -0.06 -0.55 0.60074 0.782302 -6.69
260514_at hypothetical protein predicted by genem--- AT1G51480 1.04 0.06 0.55 0.600856 0.782302 -6.69
251735_at  putative protein ferritin 2 precursor - VigATFER3 AT3G56090 1.11 0.15 0.55 0.600978 0.782348 -6.69
246456_at telomerase reverse transcriptase  ; suppATTERT AT5G16850 1.04 0.06 0.55 0.60097 0.782348 -6.69
262999_at  NAM protein, putative similar to NAM prANAC020 AT1G54330 -1.06 -0.09 -0.55 0.601079 0.782391 -6.69
249667_at unknown protein --- --- 1.04 0.05 0.55 0.601077 0.782391 -6.69
263525_at putative MADS-box protein AGL61 AT2G24840 1.06 0.08 0.55 0.601238 0.782553 -6.69
250091_at unknown protein --- AT5G17340 1.04 0.05 0.55 0.601531 0.782860 -6.69
249852_at monosaccharide transporter STP11 AT5G23270 1.05 0.07 0.55 0.601571 0.782860 -6.69
245887_at  putative protein CD2 cytoplasmic doma --- AT5G09390 -1.03 -0.05 -0.55 0.601577 0.782860 -6.69
255049_at gibberellin-regulated protein GASA2 preGASA2 AT4G09610 -1.04 -0.05 -0.55 0.601779 0.783078 -6.69
251324_at plasma membrane intrinsic protein 1a  ;sPIP1A AT3G61430 -1.05 -0.08 -0.55 0.601925 0.783179 -6.69
262219_at hypothetical protein predicted by genem--- AT1G74750 1.07 0.10 0.55 0.601919 0.783179 -6.69
261187_at  beta-1,3-glucanase precursor, putative --- AT1G32860 -1.08 -0.11 -0.55 0.602183 0.783305 -6.69
264681_s_a permease 1-like protein permease 1 - M--- AT1G65550 / 1.05 0.08 0.55 0.602088 0.783305 -6.69



263580_at hypothetical protein similar to hypothetic--- AT2G17140 1.05 0.07 0.55 0.602194 0.783305 -6.69
257760_s_a putative AC-like transposase similar to O--- --- 1.04 0.06 0.55 0.602158 0.783305 -6.69
258119_at putative MAP kinase similar to GB:AAD5MPK19 AT3G14720 -1.05 -0.07 -0.55 0.602094 0.783305 -6.69
245996_at putative protein predicted non-LTR reve --- --- -1.04 -0.06 -0.55 0.602326 0.783430 -6.69
251171_at putative protein several hypothetical pro --- AT3G63220 1.04 0.05 0.55 0.602358 0.783430 -6.69
257881_at putative serine carboxypeptidase II similscpl33 AT3G17180 -1.06 -0.08 -0.55 0.602568 0.783435 -6.69
247049_at putative protein similar to unknown prote--- AT5G66440 1.22 0.28 0.55 0.60256 0.783435 -6.69
259398_at hypothetical protein predicted by genemPRA1.F1 AT1G17700 1.14 0.19 0.55 0.602415 0.783435 -6.69
266121_at unknown protein  ; supported by cDNA: --- AT2G02160 -1.06 -0.08 -0.55 0.602549 0.783435 -6.69
254934_at  putative Ap2 domain protein DNA-bindi CRF1 AT4G11140 -1.05 -0.07 -0.55 0.602531 0.783435 -6.69
259636_at  RNA pseudouridylate synthase, putative--- AT1G56345 -1.09 -0.13 -0.55 0.602484 0.783435 -6.69
252369_at  putative protein deoxycytidylate deamin--- AT3G48540 1.04 0.06 0.55 0.602618 0.783455 -6.69
253845_at  putative protein myosin heavy chain chi --- AT4G27980 1.03 0.05 0.55 0.60278 0.783576 -6.69
246166_at putative protein --- --- -1.05 -0.06 -0.55 0.602772 0.783576 -6.69
247079_at Expressed protein ; supported by cDNA AKRP AT5G66055 -1.07 -0.09 -0.55 0.602838 0.783607 -6.69
248070_at putative protein similar to unknown prote--- AT5G55660 1.04 0.06 0.55 0.602914 0.783617 -6.69
246810_at  putative protein many predicted proteins--- --- 1.04 0.06 0.55 0.602889 0.783617 -6.69
261007_at hypothetical protein similar to reticuline o--- AT1G26400 -1.03 -0.05 -0.55 0.603199 0.783942 -6.69
246388_at hypothetical protein predicted by gensca--- AT1G77405 1.06 0.08 0.55 0.603248 0.783961 -6.69
260994_at hypothetical protein contains similarity to--- AT1G12130 -1.05 -0.07 -0.55 0.603335 0.784029 -6.69
250748_at AtPH1-like protein  ;supported by full-len--- AT5G05710 1.05 0.07 0.54 0.603513 0.784216 -6.69
252889_at hypothetical protein --- AT4G39380 1.05 0.08 0.54 0.603687 0.784398 -6.69
263120_at  cytochrome P450, putative similar to cy CYP708A3AT1G78490 1.28 0.35 0.54 0.603909 0.784508 -6.69
246047_at  putative protein predicted proteins, Arab--- --- 1.04 0.06 0.54 0.603811 0.784508 -6.69
267625_at putative RNA-binding protein --- AT2G42240 -1.04 -0.06 -0.54 0.603873 0.784508 -6.69
247915_at putative protein similar to unknown prote--- AT5G57570 -1.04 -0.06 -0.54 0.6039 0.784508 -6.69
255390_at  hypothetical protein similar to A. thalian --- --- 1.04 0.06 0.54 0.603971 0.784543 -6.69
249724_at disease resistance protein --- AT5G35450 1.03 0.05 0.54 0.604067 0.784623 -6.69
260418_s_ahypothetical protein predicted by genefinCOX19-1 AT1G66590 / -1.11 -0.15 -0.54 0.604118 0.784645 -6.69
258276_at putative signal peptidase 21kDa subunit --- AT3G15710 -1.05 -0.08 -0.54 0.604169 0.784664 -6.69
255876_at hypothetical protein --- AT2G40480 -1.10 -0.13 -0.54 0.604201 0.784664 -6.69
264124_at hypothetical protein predicted by genemATOCT2 AT1G79360 1.05 0.07 0.54 0.604294 0.784739 -6.69
251242_at ARGININE/SERINE-RICH SPLICING FARSP31 AT3G61860 -1.04 -0.06 -0.54 0.604694 0.784991 -6.69
254023_at  putative protein hypothetical protein T27--- AT4G25770 -1.05 -0.07 -0.54 0.604606 0.784991 -6.69
246907_at  AtBgamma - like protein B' regulatory s --- AT5G25510 -1.05 -0.08 -0.54 0.604548 0.784991 -6.69



245454_at disease resistance RPP5 like protein --- AT4G16920 1.04 0.05 0.54 0.604685 0.784991 -6.69
252830_at  putative protein 70K peroxisomal membPXA1 AT4G39850 -1.04 -0.05 -0.54 0.604692 0.784991 -6.69
257255_at hypothetical protein contains Pfam profil --- AT3G21960 -1.04 -0.06 -0.54 0.604627 0.784991 -6.69
259492_at hypothetical protein predicted by genem--- AT1G15830 -1.07 -0.10 -0.54 0.604845 0.785008 -6.69
246760_at  putative protein predicted proteins, Cae--- AT5G27970 1.04 0.06 0.54 0.604879 0.785008 -6.69
266068_at putative geranylgeranyl pyrophosphate sGGPS4 AT2G18640 -1.05 -0.07 -0.54 0.604856 0.785008 -6.69
257098_at hypothetical protein --- --- -1.04 -0.06 -0.54 0.604746 0.785008 -6.69
261237_at hypothetical protein contains similarity to--- AT1G32980 1.04 0.06 0.54 0.6048 0.785008 -6.69
249887_at putative protein similar to unknown prote--- AT5G22310 1.14 0.19 0.54 0.605209 0.785391 -6.69
255229_at  F-box protein family, AtFBL22 contains --- AT4G05490 1.03 0.05 0.54 0.605272 0.785428 -6.69
251863_at  kinesin-like protein kinesin, SyncephalaMRH2 AT3G54870 1.04 0.05 0.54 0.605334 0.785464 -6.69
267143_at putative peptide/amino acid transporter --- AT2G38100 -1.05 -0.06 -0.54 0.605383 0.785483 -6.69
258222_at putative zinc finger protein contains Pfam--- AT3G15680 -1.09 -0.12 -0.54 0.605493 0.785546 -6.69
261374_at hypothetical protein contains thioredoxin--- AT1G52990 -1.04 -0.05 -0.54 0.605501 0.785546 -6.69
267575_at unknown protein predicted by genscan; --- AT2G30690 1.05 0.06 0.54 0.605589 0.785616 -6.69
257326_s_ahypothetical protein --- --- -1.05 -0.07 -0.54 0.605754 0.785741 -6.69
264646_at hypothetical protein Similar to Homo copBON3 AT1G08860 1.04 0.06 0.54 0.605749 0.785741 -6.69
246583_at  protein kinase -like protein Ste-20 relate--- AT5G14720 -1.05 -0.08 -0.54 0.605814 0.785773 -6.69
252248_at  putative protein resistance gene Hcr2-5AtRLP44 AT3G49750 -1.08 -0.11 -0.54 0.605871 0.785803 -6.69
265531_at hypothetical protein predicted by genscaAtGRF6 AT2G06200 1.04 0.06 0.54 0.605936 0.785843 -6.69
253483_at  putative protein anthranilate N-hydroxyc--- AT4G31910 1.08 0.11 0.54 0.606009 0.785893 -6.69
266167_at unknown protein  ;supported by full-lengYLS5 AT2G38860 1.16 0.21 0.54 0.606131 0.786007 -6.69
261539_at hypothetical protein predicted by genem--- AT1G01840 -1.05 -0.07 -0.54 0.606363 0.786184 -6.69
245541_at hypothetical protein --- AT4G15240 -1.07 -0.09 -0.54 0.606372 0.786184 -6.69
266373_x_aputative retroelement pol polyprotein --- --- 1.05 0.07 0.54 0.606364 0.786184 -6.69
255285_at  putative protein A. thaliana hypothetical --- AT4G04630 -1.15 -0.20 -0.54 0.60662 0.786462 -6.69
260563_at putative glucosyltransferase UGT74F1 AT2G43840 -1.05 -0.07 -0.54 0.606972 0.786794 -6.69
265351_at putative MADS-box protein AGL17 AGL17 AT2G22630 1.05 0.07 0.54 0.607015 0.786794 -6.69
256463_s_aunknown protein --- --- 1.04 0.06 0.54 0.606936 0.786794 -6.69
252427_at hypothetical protein --- AT3G47640 1.09 0.13 0.54 0.606998 0.786794 -6.69
253333_at 2-dehydro-3-deoxyphosphoheptonate alDHS2 AT4G33510 1.05 0.06 0.54 0.607155 0.786810 -6.69
251563_at  anthranilate phosphoribosyltransferase---- AT3G57880 1.08 0.11 0.54 0.60707 0.786810 -6.69
251775_s_adelta-1-pyrroline-5-carboxylate syntheta P5CS1 AT2G39800 / 1.10 0.14 0.54 0.607142 0.786810 -6.69
250759_at unknown protein --- AT5G06020 -1.04 -0.05 -0.54 0.607165 0.786810 -6.69
260750_at  light repressible receptor protein kinase--- AT1G49100 -1.04 -0.06 -0.54 0.607299 0.786895 -6.69



256830_at  eukaryotic translation initiation factor 3 TIF3C2 AT3G22860 1.05 0.07 0.54 0.6073 0.786895 -6.69
264555_at hypothetical protein predicted by gensca--- AT1G09360 1.04 0.06 0.54 0.607391 0.786969 -6.69
258641_at unknown protein  ;supported by full-leng--- AT3G08030 1.16 0.22 0.54 0.60753 0.787077 -6.69
255940_at  prolyl endopeptidase, putative similar to--- AT1G20380 -1.04 -0.05 -0.54 0.607544 0.787077 -6.69
255207_at Expressed protein ; supported by full-len--- AT4G07515 1.03 0.05 0.54 0.607703 0.787239 -6.69
258517_at  galactose kinase identical to GB:AAB94GALK AT3G06580 1.05 0.06 0.54 0.608001 0.787537 -6.69
259558_at hypothetical protein WAK5 AT1G21230 -1.05 -0.07 -0.54 0.608002 0.787537 -6.69
258483_at putative mannose-6-phosphate isomera MEE31 AT3G02570 -1.07 -0.10 -0.54 0.608154 0.787547 -6.69
257285_at unknown protein --- AT3G29760 -1.06 -0.09 -0.54 0.608138 0.787547 -6.69
259042_at  RGA1-like protein similar to RGA1 proteRGL2 AT3G03450 -1.07 -0.09 -0.54 0.608135 0.787547 -6.69
246663_at putative protein --- AT5G35300 1.04 0.06 0.54 0.608182 0.787547 -6.69
254676_at putative protein Hypothetical protein YD --- AT4G18460 1.05 0.08 0.54 0.608116 0.787547 -6.69
266213_s_aMutator-like transposase similar to  MUR--- --- 1.04 0.06 0.54 0.608313 0.787671 -6.69
260863_at hypothetical protein predicted by genem--- --- 1.07 0.09 0.54 0.608439 0.787789 -6.69
255191_at may be a pseudogene --- --- 1.04 0.05 0.54 0.608507 0.787789 -6.69
261473_at hypothetical protein similar to putative D--- AT1G14490 -1.08 -0.11 -0.54 0.608501 0.787789 -6.69
255962_at  glycine-rich RNA-binding protein, putati --- AT1G22330 1.17 0.23 0.54 0.608677 0.787886 -6.69
264255_at  putative SF2/ASF splicing modulator, S --- AT1G09140 1.06 0.09 0.54 0.608721 0.787886 -6.69
246201_at minor allergen ;supported by full-length c--- AT4G36750 -1.04 -0.05 -0.54 0.608661 0.787886 -6.69
267634_at putative actin --- AT2G42100 1.04 0.05 0.54 0.608709 0.787886 -6.69
254856_at  putative ribosomal protein (fragment) rib--- AT4G12160 -1.04 -0.06 -0.54 0.60879 0.787931 -6.69
262367_at hypothetical protein contains similarity toVPS46.2 AT1G73030 -1.05 -0.08 -0.54 0.608828 0.787936 -6.69
252758_at putative protein several hypothetical pro --- --- 1.05 0.07 0.54 0.608925 0.787972 -6.69
247396_at  putative protein predicted proteins, Oryz--- AT5G62930 1.04 0.05 0.54 0.608904 0.787972 -6.69
254456_at  putative protein ribophorin II precursor, HAP6 AT4G21150 1.05 0.07 0.54 0.609062 0.788059 -6.69
254383_at hypothetical protein --- AT4G21950 -1.04 -0.06 -0.54 0.609043 0.788059 -6.69
252766_at putative protein hypothetical proteins - A--- --- 1.06 0.08 0.54 0.609117 0.788086 -6.69
259912_at hypothetical protein iqd8 AT1G72670 1.05 0.07 0.54 0.609308 0.788285 -6.69
266027_at En/Spm-like transposon protein related t--- --- 1.04 0.05 0.54 0.60934 0.788285 -6.69
265022_at putative agp1 similar to GB:CAA48293;sBCP1 AT1G24520 1.06 0.08 0.54 0.609556 0.788520 -6.69
252932_at  putative proton pump vacuolar proton AVHA-A3 AT4G39080 1.04 0.06 0.54 0.609674 0.788628 -6.69
262977_at  transcription factor, putative similar to D--- AT1G75490 -1.05 -0.07 -0.54 0.609742 0.788670 -6.69
256138_at  Nt-gh3 deduced protein, putative simila --- AT1G48670 -1.06 -0.08 -0.54 0.60978 0.788676 -6.69
252003_at  hypothetical protein emm32, StreptococZPR3 AT3G52770 -1.04 -0.06 -0.54 0.609829 0.788695 -6.69
266953_at hypothetical protein predicted by gensca--- AT2G34540 1.04 0.06 0.53 0.609899 0.788700 -6.69



250052_at  putative protein predicted proteins, Arab--- AT5G17830 -1.05 -0.07 -0.53 0.609919 0.788700 -6.69
265693_at putative poly(A) binding protein --- AT2G24350 -1.05 -0.07 -0.53 0.609938 0.788700 -6.69
256701_at  transcription initiation factor IIF, beta su--- AT3G52270 -1.05 -0.07 -0.53 0.610015 0.788756 -6.69
252912_at  ribosomal protein S25 ribosomal protein--- AT4G39200 -1.07 -0.10 -0.53 0.61006 0.788769 -6.69
265800_at similar to ch-TOG protein from Homo saMOR1 AT2G35630 -1.05 -0.07 -0.53 0.610408 0.789174 -6.69
248116_at putative protein contains similarity to MYMYB120 AT5G55020 1.05 0.08 0.53 0.610599 0.789376 -6.69
255959_at  phosphatidylinositol-4-phosphate 5-kinaATPIP5K1 AT1G21980 -1.16 -0.22 -0.53 0.610737 0.789422 -6.69
247045_at putative protein similar to unknown prote--- AT5G66930 -1.05 -0.08 -0.53 0.610822 0.789422 -6.69
266111_at unknown protein --- AT2G02060 / -1.04 -0.06 -0.53 0.610842 0.789422 -6.69
267291_at putative C2H2-type zinc finger protein lik--- AT2G23740 1.08 0.11 0.53 0.610842 0.789422 -6.69
263094_at hypothetical protein predicted by gensca--- AT2G16020 -1.05 -0.06 -0.53 0.610826 0.789422 -6.69
245762_at  ATP-dependent DNA helicase RecQ, p --- AT1G27880 1.03 0.05 0.53 0.610756 0.789422 -6.69
261359_at hypothetical protein predicted by gensca--- --- -1.04 -0.06 -0.53 0.610996 0.789577 -6.69
262587_at unknown protein Contains PF|00561 alp--- AT1G15490 1.08 0.11 0.53 0.611031 0.789578 -6.69
265397_at hypothetical protein predicted by gensca--- --- 1.04 0.05 0.53 0.611631 0.790308 -6.70
250521_at selenium-binding protein-like --- AT5G08490 1.04 0.06 0.53 0.611729 0.790389 -6.70
262130_at hypothetical protein predicted by genem--- AT1G02890 -1.05 -0.07 -0.53 0.611841 0.790490 -6.70
259286_at hypothetical protein similar to hypotheticBSMT1 AT3G11480 -1.43 -0.51 -0.53 0.612443 0.790909 -6.70
264179_at hypothetical protein predicted by genem--- AT1G02180 1.07 0.10 0.53 0.61226 0.790909 -6.70
249637_at hypothetical protein --- AT5G36900 -1.04 -0.06 -0.53 0.612323 0.790909 -6.70
258732_at putative alkaline/neutral invertase simila --- AT3G05820 1.04 0.06 0.53 0.612357 0.790909 -6.70
AFFX-CreX-Bacteriophage P1 /GEN=cre /DB_XREF--- --- 1.09 0.13 0.53 0.612398 0.790909 -6.70
265508_at hypothetical protein predicted by gensca--- AT2G15930 1.04 0.05 0.53 0.612431 0.790909 -6.70
247512_at  putative protein predicted protein, Arabi --- AT5G61720 1.04 0.05 0.53 0.612348 0.790909 -6.70
251027_at  putative protein hypothetical protein F7A--- AT5G02210 -1.03 -0.05 -0.53 0.612285 0.790909 -6.70
258158_at acid phosphatase type 5 identical to GB PAP17 AT3G17790 1.14 0.18 0.53 0.612507 0.790946 -6.70
259209_at  putative RNA-binding protein identical to--- AT3G09160 1.03 0.05 0.53 0.612593 0.790974 -6.70
247067_at putative protein strong similarity to unkn --- AT5G66950 -1.06 -0.09 -0.53 0.612597 0.790974 -6.70
246941_at putative protein several hypothetical pro --- AT5G25415 1.04 0.06 0.53 0.612731 0.791025 -6.70
263611_at hypothetical protein predicted by gensca--- AT2G16450 1.04 0.05 0.53 0.612741 0.791025 -6.70
246812_at  putative protein predicted proteins, Arab--- --- -1.04 -0.05 -0.53 0.612683 0.791025 -6.70
260690_at  RING finger protein, putative similar to GNHL8 AT1G32340 1.03 0.05 0.53 0.612845 0.791091 -6.70
258442_at hypothetical protein predicted by genem--- AT3G01015 1.04 0.06 0.53 0.612861 0.791091 -6.70
263820_at hypothetical protein predicted by gensca--- --- -1.07 -0.09 -0.53 0.612983 0.791203 -6.70
250911_at SERINE/THREONINE-PROTEIN KINASCTR1 AT5G03730 1.06 0.08 0.53 0.613169 0.791398 -6.70



251441_at  SKP1/ASK1 (At5), putative similar to SkASK5 AT3G60020 1.04 0.05 0.53 0.613283 0.791501 -6.70
252711_at  lipid-transfer protein-like protein nonspe--- AT3G43720 1.15 0.21 0.53 0.613381 0.791582 -6.70
253034_at  calcium-dependent protein kinase -like CPK26 AT4G38230 1.05 0.06 0.53 0.613472 0.791656 -6.70
248259_at proline-rich cell wall protein-like  ;suppor--- AT5G53330 1.04 0.06 0.53 0.613543 0.791686 -6.70
256080_at  high mobility group protein (HMG1), put--- AT1G20690 1.04 0.05 0.53 0.613565 0.791686 -6.70
248489_at unknown protein --- AT5G51090 1.04 0.05 0.53 0.613739 0.791820 -6.70
266427_at hypothetical protein predicted by gensca--- AT2G07170 1.05 0.07 0.53 0.613719 0.791820 -6.70
267350_at putative DNA-directed RNA polymerase NRPD1B AT2G40030 1.05 0.07 0.53 0.613804 0.791845 -6.70
254202_at  putative protein hydroxymuconic semia --- AT4G24140 1.07 0.10 0.53 0.613827 0.791845 -6.70
257442_at legumin-like protein contains a 11-S plan--- AT2G28680 1.06 0.09 0.53 0.613996 0.792017 -6.70
261795_at unknown protein ; supported by cDNA: g--- AT1G16010 -1.04 -0.05 -0.53 0.614037 0.792025 -6.70
267092_at unknown protein  ;supported by full-lengAUX1 AT2G38120 1.10 0.14 0.53 0.614097 0.792054 -6.70
260926_at unknown protein GLTP2 AT1G21360 1.04 0.06 0.53 0.614128 0.792054 -6.70
247824_at  putative protein Na+/H+-exchanging proCHX25 AT5G58460 -1.05 -0.07 -0.53 0.61427 0.792135 -6.70
252826_at hypothetical protein  ; supported by cDN--- AT4G40050 -1.04 -0.06 -0.53 0.61433 0.792135 -6.70
257405_at putative calmodulin similar to EST gb|AA--- AT1G24620 -1.04 -0.05 -0.53 0.614299 0.792135 -6.70
252962_at  splicing factor - like protein splicing fact --- AT4G38780 -1.05 -0.06 -0.53 0.614319 0.792135 -6.70
251014_at  putative protein fimbriae-associated pro--- AT5G02520 -1.04 -0.05 -0.53 0.61444 0.792232 -6.70
255935_at hypothetical protein contains Pfam profil --- AT1G12700 -1.05 -0.07 -0.53 0.614521 0.792292 -6.70
259007_at putative MYB family transcription factor MYB3R-3 AT3G09370 -1.06 -0.08 -0.53 0.614593 0.792325 -6.70
247719_at Expressed protein ; supported by full-len--- AT5G59305 -1.05 -0.06 -0.53 0.614616 0.792325 -6.70
260452_at putative SRF-type transcription factor co--- AT1G72350 1.07 0.09 0.53 0.614671 0.792350 -6.70
252744_at  putative protein hypothetical protein At2--- AT3G43310 -1.04 -0.06 -0.53 0.614709 0.792354 -6.70
250698_at putative protein similar to unknown prote--- AT5G06810 -1.04 -0.05 -0.53 0.614784 0.792407 -6.70
257302_at hypothetical protein predicted by genem--- AT3G30220 1.04 0.05 0.53 0.614882 0.792444 -6.70
263358_x_ahypothetical protein similar to hypothetic--- --- 1.04 0.06 0.53 0.614864 0.792444 -6.70
261956_at  oxidoreductase, putative similar to PRO--- AT1G64590 1.08 0.11 0.53 0.615013 0.792552 -6.70
256465_at hypothetical protein predicted by gensca--- AT1G32570 -1.06 -0.09 -0.53 0.615035 0.792552 -6.70
264473_at hypothetical protein predicted by genem--- AT1G67180 1.08 0.12 0.53 0.61508 0.792565 -6.70
245402_at putative protein --- AT4G17585 -1.05 -0.07 -0.53 0.615137 0.792593 -6.70
265543_at unknown protein --- AT2G28270 -1.03 -0.05 -0.53 0.615202 0.792611 -6.70
247113_at unknown protein ;supported by full-lengt --- AT5G65960 1.04 0.06 0.53 0.615255 0.792611 -6.70
261121_at hypothetical protein predicted by genem--- AT1G75340 -1.03 -0.05 -0.53 0.615237 0.792611 -6.70
258859_at Expressed protein ; supported by full-len--- AT3G02120 1.03 0.05 0.53 0.615407 0.792639 -6.70
263905_at putative beta-fructofuranosidase (invertaAtcwINV4 AT2G36190 1.06 0.09 0.53 0.615364 0.792639 -6.70



262628_at  glucan synthase, putative similar to glucATGSL07 AT1G06490 -1.06 -0.08 -0.53 0.615402 0.792639 -6.70
263139_at hypothetical protein similar to hypothetic--- AT1G65110 1.03 0.05 0.53 0.615416 0.792639 -6.70
256918_s_ahypothetical protein similar to hypothetic--- AT3G18960 / 1.06 0.08 0.53 0.615606 0.792727 -6.70
246534_at putative protein several hypothetical pro --- AT5G15890 1.06 0.08 0.53 0.615558 0.792727 -6.70
254338_s_a pectate lyase like protein pectate lyase, --- AT4G22080 / 1.03 0.05 0.53 0.615537 0.792727 -6.70
255313_at putative transposon protein --- --- -1.05 -0.06 -0.53 0.615623 0.792727 -6.70
256371_at hypothetical protein --- AT1G66770 1.04 0.06 0.53 0.615698 0.792779 -6.70
258503_at unknown protein --- AT3G02500 1.05 0.07 0.53 0.615779 0.792839 -6.70
259941_s_aputative DEAD/DEAH box helicase cont --- AT1G71280 / 1.04 0.06 0.53 0.615877 0.792886 -6.70
245046_at putative membrane transporter  ; supporPDE135 AT2G26510 1.05 0.06 0.53 0.615886 0.792886 -6.70
265095_at  putative cruciferin 12S seed storage proCRU2 AT1G03880 1.04 0.06 0.53 0.615995 0.792982 -6.70
252335_at  putative protein putative protein - Arabid--- AT3G48860 1.05 0.07 0.53 0.616088 0.793057 -6.70
246720_at  putative protein predicted proteins, Arab--- AT5G28950 -1.03 -0.04 -0.53 0.616129 0.793065 -6.70
246924_at  putative protein KIAA0332 - Homo sapie--- AT5G25060 1.03 0.05 0.53 0.61626 0.793189 -6.70
245883_at  ribosomal protein S15-like ribosomal pr --- AT5G09500 1.04 0.05 0.53 0.616316 0.793216 -6.70
262045_at hypothetical protein predicted by genem--- AT1G80240 / -1.07 -0.10 -0.52 0.616441 0.793333 -6.70
256153_at  ubiquitin-like (UBQ12), putative similar tUBQ12 AT1G55060 -1.05 -0.07 -0.52 0.61649 0.793351 -6.70
254343_at PRH26 protein  ;supported by full-length 03-אפר AT4G21990 -1.14 -0.19 -0.52 0.61668 0.793451 -6.70
251366_at putative protein several hypothetical pro --- AT3G61340 1.04 0.06 0.52 0.616707 0.793451 -6.70
258581_at hypothetical protein predicted by gensca--- AT3G04160 -1.04 -0.06 -0.52 0.616685 0.793451 -6.70
258290_at hypothetical protein predicted by genem--- AT3G23460 -1.03 -0.05 -0.52 0.616644 0.793451 -6.70
247459_at  putative protein embryo-specific protein--- AT5G62200 -1.04 -0.06 -0.52 0.616811 0.793540 -6.70
246385_at  mitotic cyclin a2-type, putative similar toCYCA1;2 AT1G77390 1.11 0.15 0.52 0.617029 0.793776 -6.70
264306_at unknown protein predicted by genemark--- AT1G78890 1.05 0.07 0.52 0.617081 0.793798 -6.70
263743_at coatomer alpha subunit --- AT2G21390 -1.04 -0.05 -0.52 0.61712 0.793803 -6.70
265914_at En/Spm-like transposon protein related t--- --- 1.03 0.05 0.52 0.617306 0.793975 -6.70
256278_at unknown protein ; supported by full-leng--- AT3G12130 -1.04 -0.05 -0.52 0.617375 0.793975 -6.70
254542_s_a putative LTR retrotransposon Brassica --- --- -1.03 -0.05 -0.52 0.617376 0.793975 -6.70
266605_at putative SNF2 subfamily transcriptional BRM AT2G46020 -1.04 -0.06 -0.52 0.617393 0.793975 -6.70
266055_at hypothetical protein predicted by gensca--- AT2G40650 1.05 0.07 0.52 0.617539 0.794118 -6.70
257204_at Expressed protein ; supported by full-lenRALFL24 AT3G23805 1.12 0.16 0.52 0.617633 0.794174 -6.70
257210_at hypothetical protein TTL2 AT3G14950 1.03 0.05 0.52 0.617679 0.794174 -6.70
258749_at hypothetical protein predicted by gensca--- AT3G05760 1.05 0.07 0.52 0.617687 0.794174 -6.70
265983_at putative homeodomain transcription factHB-2 AT2G18550 -1.04 -0.05 -0.52 0.617756 0.794191 -6.70
263429_at putative aspartate aminotransferase  ;suAAT AT2G22250 1.15 0.21 0.52 0.617805 0.794191 -6.70



246277_at hypothetical protein --- AT4G36460 -1.05 -0.07 -0.52 0.617793 0.794191 -6.70
263045_at hypothetical protein predicted by gensca--- AT2G05370 1.04 0.06 0.52 0.617893 0.794205 -6.70
252306_at hypothetical protein --- AT3G49270 1.03 0.05 0.52 0.61803 0.794205 -6.70
261217_at hypothetical protein contains similarity toUBP11 AT1G32850 1.03 0.05 0.52 0.617973 0.794205 -6.70
254518_at  downy mildew resistance-like protein do--- AT4G19910 1.04 0.06 0.52 0.617934 0.794205 -6.70
265840_at hypothetical protein predicted by gensca--- AT2G14530 -1.05 -0.08 -0.52 0.618025 0.794205 -6.70
246570_at  putative protein nonmuscle myosin hea --- AT5G14990 1.04 0.06 0.52 0.61806 0.794205 -6.70
256895_at  zinc-finger protein, putative almost iden --- --- 1.04 0.06 0.52 0.617989 0.794205 -6.70
258568_at unknown protein contains Pfam profile:P--- AT3G04470 -1.04 -0.06 -0.52 0.618458 0.794441 -6.70
245040_at hypothetical protein predicted by genefin--- AT2G26520 1.05 0.07 0.52 0.618462 0.794441 -6.70
256626_at  hypothetical protein, 5' partial   --- AT3G20015 -1.11 -0.15 -0.52 0.618468 0.794441 -6.70
259991_at putative S-adenosyl-L-methionine:salicy --- AT1G68040 1.04 0.06 0.52 0.618439 0.794441 -6.70
249665_at unknown protein --- AT5G35830 -1.05 -0.07 -0.52 0.618487 0.794441 -6.70
265117_at  putative proline-rich cell wall protein (pir--- AT1G62500 1.06 0.09 0.52 0.618306 0.794441 -6.70
256554_at hypothetical protein similar to putative ga--- --- -1.06 -0.08 -0.52 0.61836 0.794441 -6.70
248281_at unknown protein --- AT5G52980 1.04 0.05 0.52 0.618622 0.794525 -6.70
248370_at homeodomain transcription factor-like HDG7 AT5G52170 -1.05 -0.08 -0.52 0.618601 0.794525 -6.70
251724_at putative protein --- AT3G56250 -1.04 -0.06 -0.52 0.618687 0.794564 -6.70
247181_at putative protein similar to unknown prote--- AT5G65370 1.04 0.06 0.52 0.618739 0.794586 -6.70
263485_at putative villin  ; supported by cDNA: gi_3VLN1 AT2G29890 1.04 0.06 0.52 0.618905 0.794710 -6.70
265294_at Mutator-like transposase similar to  MUR--- --- 1.05 0.07 0.52 0.618898 0.794710 -6.70
254600_at  4-coumarate-CoA ligase - like 4-couma --- AT4G19010 -1.08 -0.10 -0.52 0.619085 0.794896 -6.70
267207_at putative dioxygenase --- AT2G30840 1.11 0.15 0.52 0.619261 0.794917 -6.70
256259_at hypothetical protein predicted by genem--- AT3G12460 1.06 0.08 0.52 0.619275 0.794917 -6.70
252258_at putative protein several hypothetical pro --- AT3G49450 1.05 0.07 0.52 0.619265 0.794917 -6.70
251238_at putative protein several hypothetical pro --- AT3G62430 -1.05 -0.07 -0.52 0.619266 0.794917 -6.70
262009_at hypothetical protein predicted by genem--- AT1G35610 1.05 0.07 0.52 0.619237 0.794917 -6.70
248781_at putative protein similar to unknown prote--- AT5G47870 1.10 0.13 0.52 0.619331 0.794943 -6.70
250569_at  myc-like protein myc-like regulatory R gBIM1 AT5G08130 1.08 0.12 0.52 0.619374 0.794954 -6.70
260692_at hypothetical protein predicted by genem--- AT1G32430 1.04 0.06 0.52 0.619449 0.794973 -6.70
246475_at  putative protein IFA-binding protein - Ar --- AT5G16720 -1.06 -0.08 -0.52 0.619459 0.794973 -6.70
257471_at  G-box binding factor, putative similar to ATBZIP4 AT1G59530 -1.03 -0.05 -0.52 0.619512 0.794997 -6.70
255840_at unknown protein --- AT2G33520 -1.06 -0.09 -0.52 0.619642 0.795043 -6.70
250945_at putative protein --- AT5G03400 -1.04 -0.06 -0.52 0.619653 0.795043 -6.70
266777_at putative AAA-type ATPase ftsh3 AT2G29080 -1.04 -0.05 -0.52 0.619608 0.795043 -6.70



250878_at  maturase -like protein gene cob intron 3--- AT5G04050 -1.07 -0.10 -0.52 0.619691 0.795048 -6.70
258621_at zinc finger protein 1 (zfn1) identical to zi ZFN1 AT3G02830 -1.04 -0.06 -0.52 0.62006 0.795297 -6.70
259378_at unknown protein  supported by full-lengt --- AT3G16310 -1.09 -0.13 -0.52 0.619997 0.795297 -6.70
262657_at ribonuclease contains similarity to RNas--- AT1G14210 1.10 0.14 0.52 0.620047 0.795297 -6.70
264988_at  glutathione transferase, putative similar ATGSTU14AT1G27140 -1.06 -0.08 -0.52 0.619998 0.795297 -6.70
262332_at hypothetical protein similar to putative se--- AT1G64030 1.04 0.06 0.52 0.619962 0.795297 -6.70
249638_at acetyl-CoA synthetase  ; supported by c --- AT5G36880 1.11 0.15 0.52 0.620214 0.795451 -6.70
252401_at  putative protein predicted proteins, Arab--- AT3G48030 1.05 0.07 0.52 0.620283 0.795494 -6.70
258368_at subtilisin-like serine protease contains s --- AT3G14240 -1.10 -0.13 -0.52 0.620402 0.795498 -6.70
249145_at enoyl CoA hydratase-like protein ATDCI1 AT5G43280 1.04 0.05 0.52 0.620433 0.795498 -6.70
246116_at putative protein predicted proteins - Arab--- AT5G20310 1.05 0.07 0.52 0.62044 0.795498 -6.70
260831_at  glutaredoxin, putative similar to glutared--- AT1G06830 -1.25 -0.33 -0.52 0.62046 0.795498 -6.70
253182_at  putative protein ctf, Mycobacterium lepr --- AT4G35190 1.08 0.10 0.52 0.620372 0.795498 -6.70
248045_at HEAT SHOCK PROTEIN 81-2 (HSP81- HSP81-2 AT5G56030 1.11 0.15 0.52 0.620513 0.795520 -6.70
254293_at  putative protein SF16 protein, HelianthuIQD22 AT4G23060 1.08 0.12 0.52 0.620613 0.795588 -6.70
246624_at  flavin-containing monooxygenase, puta YUC10 AT1G48910 -1.04 -0.06 -0.52 0.620635 0.795588 -6.70
257715_at  putative zinc transporter identical to put ZIP1 AT3G12750 -1.08 -0.12 -0.52 0.620749 0.795689 -6.70
263903_at putative touch-induced calmodulin --- AT2G36180 1.04 0.05 0.52 0.620861 0.795788 -6.70
263092_at hypothetical protein predicted by gensca--- AT2G16210 -1.04 -0.05 -0.52 0.620916 0.795813 -6.70
246675_at putative protein --- AT5G30420 -1.04 -0.06 -0.52 0.620984 0.795856 -6.70
250624_at putative protein --- AT5G07330 1.04 0.06 0.52 0.621035 0.795877 -6.70
262087_at hypothetical protein predicted by genem--- AT1G56030 1.04 0.06 0.52 0.621135 0.795960 -6.70
248979_at putative protein contains similarity to dis AtPP2-A6 AT5G45080 -1.05 -0.06 -0.52 0.621287 0.796066 -6.70
261503_at  hypothetical protein predicted by genem--- AT1G71691 1.05 0.07 0.52 0.621261 0.796066 -6.70
264325_at putative phosphoribosylanthranilate tran--- AT1G04150 1.05 0.08 0.52 0.62143 0.796102 -6.70
256003_at  Ta11 non-LTR retroelement protein, pu --- AT3G31430 1.05 0.07 0.52 0.62149 0.796102 -6.70
261703_at  OsNAC7 protein, putative similar to OsNANAC012 AT1G32770 1.04 0.05 0.52 0.621364 0.796102 -6.70
260803_at  glutathione transferase, putative similar ATGSTU22AT1G78340 -1.04 -0.05 -0.52 0.621471 0.796102 -6.70
257490_x_a Myb homolog (CPC), putative similar to ETC1 AT1G01380 -1.03 -0.04 -0.52 0.621434 0.796102 -6.70
248703_at  dermal glycoprotein precursor, extracel --- AT5G48430 1.36 0.45 0.52 0.62161 0.796211 -6.70
266661_at TINY-like AP2 domain transcription facto--- AT2G25820 1.05 0.07 0.52 0.621757 0.796310 -6.70
248643_at putative protein strong similarity to unkn --- AT5G49130 -1.04 -0.06 -0.52 0.621772 0.796310 -6.70
259886_at putative protein kinase similar to protein --- AT1G76370 -1.04 -0.05 -0.52 0.621809 0.796310 -6.70
253678_at cytidine deaminase 7 --- AT4G29600 -1.04 -0.05 -0.52 0.621827 0.796310 -6.70
263115_at Expressed protein ; supported by cDNA --- AT1G03055 -1.08 -0.11 -0.52 0.621913 0.796332 -6.70



253008_at  expansin -like protein expansin (GhEX1ATEXPA20AT4G38210 1.06 0.09 0.52 0.621914 0.796332 -6.70
256470_at hypothetical protein predicted by genem--- AT1G42570 -1.04 -0.05 -0.52 0.622015 0.796417 -6.70
246670_at putative protein --- AT5G30520 -1.05 -0.08 -0.52 0.622304 0.796742 -6.70
263316_s_aputative ligand-gated ion channel proteinATGLR2.3 AT2G24710 / 1.04 0.06 0.52 0.622359 0.796767 -6.70
263774_at unknown protein  ; supported by cDNA: --- AT2G40280 -1.04 -0.06 -0.52 0.622478 0.796875 -6.70
257576_at hypothetical protein predicted by genem--- AT3G28280 1.04 0.06 0.52 0.622515 0.796878 -6.70
254119_at  putative pectate lyase pectate lyase, Mu--- AT4G24780 1.18 0.24 0.52 0.622691 0.797059 -6.71
264823_at putative serine/threonine protein phosphBSU1 AT1G03445 1.06 0.08 0.52 0.622751 0.797090 -6.71
247552_at  phytochelatin synthetase - like protein pCOB AT5G60920 -1.07 -0.10 -0.52 0.622928 0.797185 -6.71
249306_at RING zinc finger protein-like  ;supported--- AT5G41400 1.11 0.15 0.51 0.62314 0.797185 -6.71
251351_s_aCaLB protein NTMC2T4 AT3G60950 / -1.04 -0.06 -0.51 0.623049 0.797185 -6.71
244957_at hypothetical protein AT2G0783--- -1.04 -0.06 -0.52 0.623016 0.797185 -6.71
245232_at  actin depolymerizing factor-like protein ADF7 AT4G25590 -1.04 -0.06 -0.51 0.623094 0.797185 -6.71
260282_at putative N-terminal acetyltransferase simEMB2753 AT1G80410 -1.04 -0.06 -0.51 0.623126 0.797185 -6.71
266128_at hypothetical protein predicted by genscaEMB2766 --- -1.04 -0.06 -0.51 0.623071 0.797185 -6.71
263817_at hypothetical protein predicted by gensca--- --- 1.05 0.07 0.51 0.623109 0.797185 -6.71
264414_s_aputative protein several hypothetical pro --- --- -1.07 -0.10 -0.52 0.622931 0.797185 -6.71
258427_at  putative DNA-binding protein similar to --- AT3G16600 1.03 0.05 0.51 0.623253 0.797265 -6.71
245753_at hypothetical protein similar to putative re--- --- 1.04 0.05 0.51 0.623272 0.797265 -6.71
248718_at farnesyl diphosphate synthase precurso FPS1 AT5G47770 1.07 0.10 0.51 0.623386 0.797321 -6.71
260447_at hypothetical protein similar to N-term of --- AT1G72410 1.04 0.05 0.51 0.623358 0.797321 -6.71
261980_at hypothetical protein predicted by genem--- AT1G33820 1.03 0.05 0.51 0.623555 0.797493 -6.71
252106_at  putative glutamate receptor putative gluATGLR3.6 AT3G51480 1.06 0.08 0.51 0.623649 0.797503 -6.71
250915_at  homeodomain -like protein homeodomaHB51 AT5G03790 1.07 0.10 0.51 0.623667 0.797503 -6.71
262023_at hypothetical protein predicted by genem--- AT1G35500 -1.04 -0.06 -0.51 0.623668 0.797503 -6.71
262063_at unknown protein identical to unknown pr--- AT1G80000 1.05 0.07 0.51 0.623739 0.797549 -6.71
264181_at  ubiquitin, putative similar to ubiquitin GI UBQ13 AT1G65350 -1.03 -0.05 -0.51 0.623801 0.797584 -6.71
256243_at  basic chitinase identical to basic chitina ATHCHIB AT3G12500 -1.15 -0.21 -0.51 0.623843 0.797593 -6.71
246065_at  calcium-dependent protein kinase - like CPK34 AT5G19360 -1.04 -0.06 -0.51 0.623935 0.797622 -6.71
246004_at germin-like protein  ; supported by cDNAGER3 AT5G20630 1.46 0.55 0.51 0.623931 0.797622 -6.71
246193_at Expressed protein ; supported by full-len--- --- -1.04 -0.06 -0.51 0.623991 0.797648 -6.71
261751_at  chloroplast drought-induced stress proteCDSP32 AT1G76080 -1.03 -0.05 -0.51 0.624066 0.797699 -6.71
245708_at pectate lyase-like protein --- AT5G04310 1.05 0.07 0.51 0.624343 0.797715 -6.71
263385_at ABA-regulated gene (ATEM6)  ; supportGEA6 AT2G40170 -1.05 -0.07 -0.51 0.624498 0.797715 -6.71
255252_at contains similarity to Gossypium hirsutu --- AT4G04990 1.04 0.06 0.51 0.62447 0.797715 -6.71



253653_at hypothetical protein --- AT4G30050 1.04 0.06 0.51 0.624305 0.797715 -6.71
264992_at  integral membrane protein, putative sim--- AT1G67300 -1.05 -0.07 -0.51 0.624399 0.797715 -6.71
267222_at putative polygalacturonase --- AT2G43880 -1.04 -0.05 -0.51 0.62436 0.797715 -6.71
259040_at putative glutathione transferase similar t ATGSTU8 AT3G09270 1.22 0.29 0.51 0.624151 0.797715 -6.71
258304_at hypothetical protein predicted by genem--- --- -1.03 -0.05 -0.51 0.624406 0.797715 -6.71
263576_at hypothetical protein similar to hypothetic--- AT2G17080 1.03 0.05 0.51 0.62446 0.797715 -6.71
255450_at putative protein similar to T5J8.18 --- AT4G02850 -1.04 -0.06 -0.51 0.62434 0.797715 -6.71
263908_at hypothetical protein predicted by genefin--- AT2G36480 -1.04 -0.06 -0.51 0.624145 0.797715 -6.71
263198_at  lipase, putative similar to lipase GI:1145GLIP3 AT1G53990 1.06 0.08 0.51 0.624368 0.797715 -6.71
250591_at alpha galactosyltransferase protein --- AT5G07720 -1.05 -0.07 -0.51 0.624774 0.797906 -6.71
252528_at  E2, ubiquitin-conjugating enzyme 13 (UUBC13 AT3G46460 -1.04 -0.05 -0.51 0.624768 0.797906 -6.71
254929_at  putative protein mitochondrial carrier pr --- AT4G11440 1.04 0.06 0.51 0.624704 0.797906 -6.71
256037_at hypothetical protein predicted by genem--- AT1G19160 -1.05 -0.07 -0.51 0.624787 0.797906 -6.71
248179_at receptor-protein kinase-like protein THE1 AT5G54380 -1.10 -0.14 -0.51 0.624867 0.797912 -6.71
261251_at hypothetical protein predicted by genem--- AT1G05920 1.06 0.09 0.51 0.624897 0.797912 -6.71
265113_at hypothetical protein --- --- 1.04 0.06 0.51 0.62484 0.797912 -6.71
263662_at ankyrin-like protein EST gb|ATTS0956 c--- AT1G04430 1.07 0.10 0.51 0.625003 0.798002 -6.71
245751_s_ahypothetical protein contains similarity to--- AT1G25682 / 1.08 0.11 0.51 0.625091 0.798071 -6.71
256476_at TNP2-like transposon protein similar to G--- --- 1.04 0.05 0.51 0.625136 0.798083 -6.71
247983_at pyrophosphate-dependent phosphofructPFK7 AT5G56630 1.12 0.16 0.51 0.62531 0.798127 -6.71
251332_at  putative protein putative protein At2g46 --- AT3G61670 1.06 0.09 0.51 0.625311 0.798127 -6.71
255835_at unknown protein --- AT2G33420 1.04 0.06 0.51 0.625258 0.798127 -6.71
249820_at putative protein contains similarity to I-bo--- AT5G23650 -1.07 -0.10 -0.51 0.625215 0.798127 -6.71
253554_at  putative protein predicted protein, Caen--- AT4G30940 -1.06 -0.09 -0.51 0.625345 0.798127 -6.71
257947_at putative isocitrate lyase similar to GB:P2ICL AT3G21720 -1.05 -0.08 -0.51 0.625668 0.798494 -6.71
263684_at hypothetical protein predicted by gensca--- AT1G26900 -1.04 -0.06 -0.51 0.625802 0.798530 -6.71
249218_at pitrilysin --- AT5G42390 -1.06 -0.08 -0.51 0.625893 0.798530 -6.71
256743_at Expressed protein ; supported by full-len--- AT3G29370 1.12 0.17 0.51 0.62585 0.798530 -6.71
262642_at hypothetical protein predicted by genem--- AT1G62690 1.04 0.06 0.51 0.625816 0.798530 -6.71
249853_at farnesyl cysteine carboxyl methyltransfeATSTE14AAT5G23320 -1.04 -0.06 -0.51 0.625906 0.798530 -6.71
248830_at putative protein contains similarity to SE--- AT5G47150 1.04 0.06 0.51 0.625772 0.798530 -6.71
253131_at homeodomain - like protein several homWOX13 AT4G35550 -1.05 -0.07 -0.51 0.626033 0.798603 -6.71
254978_at subtilisin-like serine protease contains s --- AT4G10540 1.03 0.05 0.51 0.626012 0.798603 -6.71
248534_at putative protein contains similarity to pol --- AT5G50030 1.04 0.06 0.51 0.626231 0.798810 -6.71
263608_at putative glycine-rich RNA-binding protei --- --- -1.05 -0.07 -0.51 0.626282 0.798831 -6.71



253508_at  putative protein various predicted prote --- AT4G31680 -1.04 -0.06 -0.51 0.62636 0.798886 -6.71
248723_at acetyl-CoA:benzylalcohol acetyltranferas--- AT5G47950 1.04 0.06 0.51 0.626464 0.798974 -6.71
246546_at voltage-dependent anion-selective chan VDAC3 AT5G15090 -1.06 -0.08 -0.51 0.62663 0.799060 -6.71
266603_at hypothetical protein predicted by gensca--- AT2G46040 1.04 0.06 0.51 0.626591 0.799060 -6.71
254941_s_aputative protein various reverse transcrip--- --- 1.04 0.06 0.51 0.626637 0.799060 -6.71
250922_at Expressed protein ; supported by full-len--- AT5G03345 -1.04 -0.06 -0.51 0.626712 0.799067 -6.71
249768_at receptor-like protein kinase --- AT5G24100 1.05 0.07 0.51 0.626685 0.799067 -6.71
253918_at putative protein  ; supported by full-lengtPHOS34 AT4G27320 1.04 0.06 0.51 0.626789 0.799075 -6.71
255033_at  putative protein phosphonopyruvate dec--- AT4G09520 -1.05 -0.07 -0.51 0.626775 0.799075 -6.71
253163_at  putative protein E1B 19K/Bcl-2-interacti --- AT4G35750 -1.06 -0.08 -0.51 0.627073 0.799393 -6.71
249292_at repair endonuclease (gb|AAF01274.1)  ;UVH1 AT5G41150 1.04 0.05 0.51 0.627174 0.799463 -6.71
256351_at  NPK1-related protein kinase, putative s ANP2 AT1G54960 -1.04 -0.05 -0.51 0.627199 0.799463 -6.71
245075_at putative cytochrome P450 CYP96A1 AT2G23180 -1.04 -0.06 -0.51 0.627385 0.799567 -6.71
250799_at putative protein strong similarity to unkn --- AT5G05350 -1.04 -0.06 -0.51 0.62737 0.799567 -6.71
250979_at putative protein --- AT5G03090 -1.06 -0.08 -0.51 0.627317 0.799567 -6.71
264235_at  myosin, putative similar to myosin GI:43XIE AT1G54560 1.05 0.07 0.51 0.6275 0.799599 -6.71
250047_at  BCS1 - like protein h-bcs1, Homo sapie--- AT5G17730 1.05 0.07 0.51 0.627503 0.799599 -6.71
261035_at hypothetical protein contains Pfam profil --- --- -1.03 -0.05 -0.51 0.627515 0.799599 -6.71
246259_at  amino acid permease, putative contains--- AT1G31830 -1.05 -0.07 -0.51 0.627625 0.799649 -6.71
265813_at  putative NAM (no apical meristem)-like VND1 AT2G18060 -1.04 -0.05 -0.51 0.627605 0.799649 -6.71
260085_at putative D-ribulose-5-phosphate similar --- AT1G63290 1.04 0.05 0.51 0.627764 0.799732 -6.71
245904_at  sucrose-phosphate synthase -like proteATSPS2F AT5G11110 -1.05 -0.07 -0.51 0.627795 0.799732 -6.71
256087_at hypothetical protein predicted by gensca--- AT1G20800 1.04 0.06 0.51 0.627794 0.799732 -6.71
249602_at  porin -like protein porin, Prunus armenia--- AT5G37610 1.04 0.06 0.51 0.627985 0.799929 -6.71
249653_at  putative protein REPLICATION PROTE--- --- 1.04 0.05 0.51 0.628226 0.800191 -6.71
261024_at hypothetical protein predicted by genem--- AT1G12190 1.04 0.05 0.51 0.628265 0.800197 -6.71
251229_at beta-glucosidase-like protein several be BGLU7 AT3G62740 -1.04 -0.05 -0.51 0.628421 0.800339 -6.71
247559_at  histone deacetylase - like GR AF-1 spe HDA18 AT5G61070 1.04 0.05 0.51 0.628447 0.800339 -6.71
249533_at  putative protein predicted protein, Arabi --- AT5G38790 1.04 0.06 0.51 0.628532 0.800341 -6.71
249650_at Expressed protein ; supported by cDNA SEF AT5G37055 1.05 0.07 0.51 0.628576 0.800341 -6.71
259473_at hypothetical protein predicted by gensca--- AT1G19025 1.05 0.07 0.51 0.628582 0.800341 -6.71
256201_at hypothetical protein predicted by gensca--- AT1G58230 -1.04 -0.06 -0.51 0.628589 0.800341 -6.71
265599_at unknown protein AT2G1425--- 1.04 0.06 0.51 0.628705 0.800346 -6.71
252612_at hypothetical protein --- AT3G45160 1.23 0.30 0.51 0.628733 0.800346 -6.71
263651_at unknown protein Similar to Nicotiana les--- AT1G04340 1.05 0.08 0.51 0.62867 0.800346 -6.71



249415_at  promoter-binding protein like ascorbate CDF2 AT5G39660 -1.07 -0.10 -0.51 0.628707 0.800346 -6.71
245555_at HSR201 like protein --- AT4G15390 -1.04 -0.06 -0.51 0.628782 0.800364 -6.71
250162_at  FtsH protease, putative similar to FtsH- FTSH6 AT5G15250 -1.03 -0.05 -0.51 0.628864 0.800423 -6.71
263481_at predicted protein --- AT2G04025 1.03 0.05 0.51 0.62906 0.800628 -6.71
261140_at unknown protein --- AT1G19680 -1.05 -0.06 -0.51 0.629204 0.800767 -6.71
265357_at  E2, ubiquitin-conjugating enzyme, putatUBC29 AT2G16740 -1.06 -0.08 -0.51 0.62941 0.800912 -6.71
252594_at  putative transporter protein peptide tran--- AT3G45680 1.07 0.10 0.51 0.629423 0.800912 -6.71
251344_at putative protein beige-like protein (CDC4--- AT3G60920 -1.04 -0.06 -0.51 0.629402 0.800912 -6.71
259854_at  RING-H2 zinc finger protein ATL3, puta--- AT1G72200 1.06 0.08 0.51 0.629514 0.800982 -6.71
262868_at unknown protein --- AT1G64980 1.07 0.09 0.50 0.629713 0.801147 -6.71
246392_at hypothetical protein predicted by genem--- AT1G58120 / -1.03 -0.05 -0.50 0.629697 0.801147 -6.71
258688_at putative eukaryotic translation initiation f --- AT3G07920 -1.03 -0.05 -0.50 0.629775 0.801173 -6.71
250731_at putative protein contains similarity to MAAGL96 AT5G06500 1.04 0.05 0.50 0.629804 0.801173 -6.71
256641_at hypothetical protein similar to putative re--- --- 1.05 0.07 0.50 0.629894 0.801198 -6.71
245162_at putative myosin heavy chain XID AT2G33240 1.07 0.10 0.50 0.62988 0.801198 -6.71
257321_at hypothetical protein --- --- 1.08 0.12 0.50 0.629988 0.801273 -6.71
248324_at putative protein similar to unknown prote--- AT5G52790 -1.05 -0.07 -0.50 0.630096 0.801365 -6.71
265652_x_ahypothetical protein predicted by gensca--- --- -1.05 -0.07 -0.50 0.630156 0.801397 -6.71
245335_at pore protein homolog ;supported by full- ATOEP16-AT4G16160 1.05 0.07 0.50 0.630235 0.801453 -6.71
248929_at myrosinase-binding protein-like; jasmon --- AT5G46000 -1.04 -0.06 -0.50 0.630285 0.801472 -6.71
254254_at hypothetical protein --- AT4G23330 -1.05 -0.07 -0.50 0.63034 0.801497 -6.71
252236_at  zinc-finger-like protein Cys2/His2-type z--- AT3G49930 -1.04 -0.06 -0.50 0.630409 0.801541 -6.71
265134_at putative acyl-CoA : 1-acylglycerol-3-pho LPAT3 AT1G51260 1.06 0.08 0.50 0.630497 0.801608 -6.71
264052_at putative cytochrome P450 CYP79B3 AT2G22330 1.08 0.12 0.50 0.630544 0.801622 -6.71
264283_at hypothetical protein contains similarity to--- AT1G61850 1.04 0.06 0.50 0.630736 0.801752 -6.71
254517_at  putative protein conserved hypothetical --- AT4G20310 -1.04 -0.06 -0.50 0.630751 0.801752 -6.71
261382_at hypothetical protein contains similarity toCVP2 AT1G05470 1.05 0.07 0.50 0.630724 0.801752 -6.71
251249_at  putative protein 10-deacetylbaccatin III- --- AT3G62160 1.04 0.06 0.50 0.630895 0.801890 -6.71
256151_at  multispanning membrane protein, putat --- AT1G55130 -1.06 -0.08 -0.50 0.631187 0.802057 -6.71
263056_at Mutator-like transposase similar to  MUR--- --- 1.03 0.04 0.50 0.631138 0.802057 -6.71
265554_at hypothetical protein predicted by gensca--- AT2G07505 1.03 0.05 0.50 0.631273 0.802057 -6.71
259728_at putative coatomer zeta subunit similar to--- AT1G60970 1.04 0.05 0.50 0.631247 0.802057 -6.71
251377_at putative protein --- AT3G60650 -1.04 -0.05 -0.50 0.631114 0.802057 -6.71
247662_at  protein kinase - like protein kinase 1, Po--- AT5G60090 1.06 0.08 0.50 0.631086 0.802057 -6.71
245658_at hypothetical protein predicted by genemRALFL4 AT1G28270 -1.04 -0.05 -0.50 0.631235 0.802057 -6.71



258293_at unknown protein PHO1 AT3G23430 1.17 0.22 0.50 0.631458 0.802248 -6.71
252402_s_a putative protein predicted proteins, Arab--- AT3G48050 / -1.04 -0.05 -0.50 0.631501 0.802258 -6.71
253900_at translation initiation factor  ; supported b--- AT4G27130 -1.04 -0.06 -0.50 0.631688 0.802451 -6.71
267395_at unknown protein --- AT2G44250 1.03 0.05 0.50 0.631739 0.802471 -6.71
245145_at putative dihydrodipicolinate synthase  ;s DHDPS2 AT2G45440 -1.07 -0.10 -0.50 0.63197 0.802541 -6.71
246537_at  putative protein protochlorophyllide redu--- AT5G15940 -1.04 -0.06 -0.50 0.631842 0.802541 -6.71
264544_s_aunknown protein --- AT1G55790 / -1.04 -0.05 -0.50 0.63191 0.802541 -6.71
248705_at putative protein similar to unknown prote--- AT5G48520 -1.05 -0.08 -0.50 0.631885 0.802541 -6.71
263029_at unknown protein --- AT1G24050 -1.03 -0.04 -0.50 0.631944 0.802541 -6.71
253142_at  putative protein methyl-directed mismatMLH3 AT4G35520 -1.04 -0.05 -0.50 0.632055 0.802604 -6.71
260222_at putative alpha galactosyltransferase simXXT5 AT1G74380 1.08 0.11 0.50 0.632188 0.802692 -6.71
267211_at Expressed protein ; supported by full-len--- AT2G44065 1.03 0.05 0.50 0.63223 0.802692 -6.71
265645_at unknown protein --- AT2G27370 1.04 0.05 0.50 0.632219 0.802692 -6.71
262698_at  AMP-binding protein, putative contains --- AT1G75960 -1.10 -0.14 -0.50 0.632376 0.802792 -6.71
250870_at hypothetical protein --- AT5G03920 -1.04 -0.06 -0.50 0.632414 0.802792 -6.71
258084_at putative B regulatory subunit of protein p--- AT3G26020 1.06 0.09 0.50 0.63239 0.802792 -6.71
265866_at unknown protein  ;supported by full-leng--- AT2G01710 -1.05 -0.06 -0.50 0.632486 0.802838 -6.71
262677_at unknown protein --- AT1G75860 -1.08 -0.10 -0.50 0.632792 0.803137 -6.71
264600_at hypothetical protein predicted by gensca--- AT1G04730 1.06 0.09 0.50 0.632767 0.803137 -6.71
249737_at putative protein similar to unknown prote--- AT5G24480 1.04 0.06 0.50 0.63288 0.803164 -6.71
267137_at hypothetical protein predicted by genscaACPT AT2G23410 -1.04 -0.05 -0.50 0.632883 0.803164 -6.71
261537_at  carbonyl reductase, putative similar to c--- AT1G01800 -1.03 -0.05 -0.50 0.633071 0.803358 -6.71
245742_at  aldehyde dehydrogenase, putative simi ALDH3H1 AT1G44170 1.07 0.09 0.50 0.633209 0.803443 -6.71
247894_at putative protein similar to unknown proteCPL4 AT5G58000 / -1.07 -0.10 -0.50 0.633178 0.803443 -6.71
262153_at unknown protein --- AT1G52710 -1.03 -0.05 -0.50 0.633414 0.803658 -6.71
262756_at putative transport protein may be a mem 06-אוק AT1G16370 -1.15 -0.20 -0.50 0.633637 0.803897 -6.71
266946_at putative protein kinase contains a protei --- AT2G18890 1.05 0.07 0.50 0.633841 0.804111 -6.71
254787_at putative protein hypothetical proteins Ara--- AT4G12690 -1.07 -0.10 -0.50 0.633913 0.804158 -6.71
252365_at Expressed protein ; supported by full-len--- AT3G48350 -1.10 -0.14 -0.50 0.634083 0.804299 -6.71
260905_at hypothetical protein predicted by genem--- AT1G02710 -1.03 -0.04 -0.50 0.634095 0.804299 -6.71
248123_at putative protein similar to unknown prote--- AT5G54720 1.04 0.05 0.50 0.634139 0.804310 -6.71
256506_at unknown protein --- AT1G75160 1.05 0.07 0.50 0.634228 0.804333 -6.71
255254_at hypothetical protein --- AT4G05030 1.05 0.08 0.50 0.634224 0.804333 -6.71
251420_at  transcription factor - like protein transcr --- AT3G60490 -1.06 -0.08 -0.50 0.634357 0.804408 -6.71
266383_at putative pathogenesis related-1 (PR1) p ATPRB1 AT2G14580 -1.06 -0.09 -0.50 0.634338 0.804408 -6.71



258337_at hypothetical protein predicted by genem--- AT3G16040 1.06 0.08 0.50 0.634426 0.804451 -6.71
264706_at hypothetical protein predicted by gensca--- AT1G09720 -1.03 -0.04 -0.50 0.634489 0.804485 -6.71
263173_at hypothetical protein predicted by genemBRX-LIKE3AT1G54180 1.04 0.05 0.50 0.634622 0.804521 -6.71
255852_at unknown protein SVL2 AT1G66970 1.12 0.16 0.50 0.634622 0.804521 -6.71
258895_at putative epoxide hydrolase similar to epo--- AT3G05600 -1.03 -0.05 -0.50 0.634623 0.804521 -6.71
266721_at unknown protein FT1 AT2G03220 1.06 0.08 0.50 0.634796 0.804607 -6.72
265198_at putative glucosyl transferase UGT73C2 AT2G36760 -1.03 -0.05 -0.50 0.63473 0.804607 -6.72
246324_at  arginine/serine-rich protein, putative simSR45 AT1G16610 -1.04 -0.05 -0.50 0.634768 0.804607 -6.72
265881_at hypothetical protein predicted by gensca--- AT2G42480 1.04 0.06 0.50 0.635214 0.804957 -6.72
247227_at putative protein contains similarity to AP--- AT5G65130 1.04 0.05 0.50 0.635168 0.804957 -6.72
265223_at putative pectinesterase --- AT2G36700 1.03 0.04 0.50 0.635214 0.804957 -6.72
261385_at  lipid-transfer protein, putative similar to --- AT1G05450 1.03 0.05 0.50 0.635157 0.804957 -6.72
266915_at hypothetical protein predicted by gensca--- AT2G45870 -1.04 -0.05 -0.50 0.63526 0.804970 -6.72
256850_at hypothetical protein similar to hypothetic--- --- -1.03 -0.04 -0.50 0.635307 0.804986 -6.72
262277_at  transmembrane protein, putative similar--- AT1G68650 1.09 0.13 0.50 0.635355 0.805001 -6.72
249438_at  putative protein BCS1 nuclear gene encAATP1 AT5G40010 -1.05 -0.07 -0.50 0.635451 0.805078 -6.72
255489_at  predicted protein destination factor simi --- AT4G02650 / 1.05 0.08 0.50 0.635502 0.805098 -6.72
267332_at hypothetical protein predicted by gensca--- AT2G19290 -1.03 -0.04 -0.50 0.635564 0.805133 -6.72
248644_at disease resistance protein-like --- AT5G49140 1.03 0.05 0.50 0.635843 0.805441 -6.72
265590_at  SKP1/ASK1 (At17), putative similar to SMEO AT2G20160 1.04 0.05 0.50 0.636065 0.805596 -6.72
261671_at hypothetical protein similar to hypothetic--- AT1G18340 -1.07 -0.10 -0.50 0.63603 0.805596 -6.72
262255_at hypothetical protein similar to hypothetic--- AT1G53790 1.03 0.05 0.50 0.636071 0.805596 -6.72
263865_at putative ABC transporter related to mult ABCB1 AT2G36910 -1.06 -0.08 -0.50 0.636112 0.805602 -6.72
263513_at unknown protein --- AT2G12400 -1.07 -0.10 -0.50 0.636195 0.805664 -6.72
263775_at putative MYB family transcription factor  CPC AT2G46410 -1.04 -0.06 -0.50 0.636268 0.805711 -6.72
245668_at  dormancy-associated protein, putative sDYL1 AT1G28330 -1.05 -0.08 -0.49 0.636398 0.805830 -6.72
248572_at unknown protein --- AT5G49800 1.04 0.06 0.49 0.636446 0.805846 -6.72
248441_at putative protein contains similarity to rec--- AT5G51270 -1.03 -0.04 -0.49 0.636657 0.806069 -6.72
258143_at hypothetical protein --- AT3G18170 1.06 0.09 0.49 0.636814 0.806162 -6.72
263381_at putative MADS-box protein AGL48 AT2G40210 1.04 0.05 0.49 0.636836 0.806162 -6.72
246647_at putative protein predicted proteins from --- --- -1.03 -0.05 -0.49 0.636779 0.806162 -6.72
255299_at putative adenosine deaminase similar to--- AT4G04880 1.04 0.06 0.49 0.636994 0.806296 -6.72
266597_at putative WRKY-type DNA binding protei WRKY43 AT2G46130 -1.03 -0.05 -0.49 0.637013 0.806296 -6.72
263625_at  F-box protein family, AtFBX9 contains F--- AT2G04920 1.04 0.05 0.49 0.637186 0.806441 -6.72
261573_at hypothetical protein identical to hyothetic--- AT1G01180 -1.04 -0.05 -0.49 0.637198 0.806441 -6.72



249276_at DNA polymerase alpha subunit IV (primaPOLA3 AT5G41880 -1.20 -0.26 -0.49 0.637324 0.806555 -6.72
AFFX-Athal-Arabidopsis thaliana /REF=U37281.1 /D--- --- -1.05 -0.07 -0.49 0.637679 0.806870 -6.72
257921_at  hypothetical protein contains Pfam prof --- AT3G23270 1.03 0.05 0.49 0.637669 0.806870 -6.72
261188_at hypothetical protein contains similarity to--- --- -1.04 -0.06 -0.49 0.637643 0.806870 -6.72
252794_at  putative protein predicted proteins, Arab--- --- -1.03 -0.05 -0.49 0.637826 0.806967 -6.72
264081_at putative RING zinc finger transcription n --- AT2G28540 -1.05 -0.07 -0.49 0.637807 0.806967 -6.72
251960_at GTPase AtRAB8  ;supported by full-lengHEMB1 AT1G69740 / 1.04 0.06 0.49 0.637963 0.807095 -6.72
259585_at hypothetical protein contains similarity to--- AT1G28090 -1.04 -0.05 -0.49 0.638015 0.807117 -6.72
264089_at actin depolymerizing factor 6  ;supportedADF6 AT2G31200 -1.06 -0.08 -0.49 0.638095 0.807173 -6.72
252137_at  dehydrin-like protein dehydrin  Xero2 - AXERO1 AT3G50980 1.05 0.07 0.49 0.638148 0.807196 -6.72
264898_at Unknown protein ; supported by full-leng--- AT1G23205 -1.06 -0.09 -0.49 0.638265 0.807298 -6.72
255768_at Expressed protein ; supported by full-len--- AT1G16705 -1.04 -0.05 -0.49 0.638426 0.807458 -6.72
264517_at hypothetical protein predicted by gensca--- AT1G10120 -1.05 -0.08 -0.49 0.638548 0.807522 -6.72
267465_at subtilisin-like serine protease contains s SLP3 AT2G19170 -1.10 -0.14 -0.49 0.638539 0.807522 -6.72
248412_at putative protein contains similarity to DN--- AT5G51590 1.04 0.06 0.49 0.638616 0.807563 -6.72
250307_at putative protein similar to unknown prote--- AT5G12170 1.07 0.10 0.49 0.638714 0.807643 -6.72
267108_at hypothetical protein predicted by gensca--- AT2G14830 1.03 0.05 0.49 0.638833 0.807749 -6.72
264482_at  sugar carrier protein, putative similar to --- AT1G77210 1.10 0.14 0.49 0.638985 0.807895 -6.72
AFFX-BioB- E. coli /GEN=bioB /DB_XREF=gb:J0442--- --- 1.08 0.11 0.49 0.639179 0.807951 -6.72
259029_at putative oxysterol-binding protein similarORP3B AT3G09300 1.05 0.07 0.49 0.639159 0.807951 -6.72
251781_at  P-glycoprotein - like P-glycoprotein (pmPGP20 AT3G55320 1.04 0.06 0.49 0.639237 0.807951 -6.72
251102_at putative transporter protein Na+/H+ anti CHX27 AT5G01690 1.06 0.09 0.49 0.639094 0.807951 -6.72
261635_at  tubulin alpha-6 chain, putative identical --- AT1G50020 1.05 0.07 0.49 0.639115 0.807951 -6.72
245062_at hypothetical protein predicted by genscaBPM3 AT2G39760 1.03 0.05 0.49 0.639241 0.807951 -6.72
255394_at  hypothetical protein similar to A. thalian --- --- 1.04 0.06 0.49 0.639424 0.808054 -6.72
256208_at hypothetical protein predicted by genem--- AT1G50930 1.03 0.04 0.49 0.639429 0.808054 -6.72
266669_at putative flavonol 3-O-glucosyltransferaseUGT71C1 AT2G29750 -1.05 -0.07 -0.49 0.639369 0.808054 -6.72
261150_at  floral nectary-specific protein, putative sJMT AT1G19640 -1.15 -0.20 -0.49 0.639485 0.808080 -6.72
245564_at hypothetical protein emb2739 AT4G14590 1.04 0.06 0.49 0.639735 0.808351 -6.72
254728_at hypothetical protein --- AT4G13690 1.04 0.05 0.49 0.639811 0.808402 -6.72
265399_at hypothetical protein predicted by gensca--- AT2G11010 1.08 0.12 0.49 0.639911 0.808485 -6.72
266920_at hypothetical protein predicted by gensca--- AT2G45750 1.05 0.06 0.49 0.639956 0.808496 -6.72
260251_at putative heat shock protein similar to GB--- AT1G74250 -1.06 -0.08 -0.49 0.640096 0.808628 -6.72
248139_at putative protein similar to unknown prote--- AT5G54970 -1.30 -0.38 -0.49 0.640304 0.808847 -6.72
259374_at putative AP2 domain transcription factor --- AT3G16280 1.05 0.08 0.49 0.640351 0.808861 -6.72



252102_at dehydrin Xero2  ; supported by cDNA: g LTI30 AT3G50970 -1.13 -0.17 -0.49 0.640444 0.808909 -6.72
262405_at hypothetical protein contains similarity toHDG10 AT1G34650 -1.04 -0.06 -0.49 0.64046 0.808909 -6.72
248689_at SCARECROW gene regulator-like  ; supPAT1 AT5G48150 1.05 0.07 0.49 0.640664 0.808988 -6.72
262061_at hypothetical protein contains similarity toATPP2-B1 AT1G80110 -1.04 -0.06 -0.49 0.640642 0.808988 -6.72
266809_at unknown protein  ; supported by cDNA: --- AT2G29970 -1.08 -0.11 -0.49 0.640653 0.808988 -6.72
254071_at hypothetical protein --- AT4G25510 1.03 0.05 0.49 0.64058 0.808988 -6.72
259572_at hypothetical protein --- AT1G20400 1.05 0.06 0.49 0.640717 0.809010 -6.72
246084_at  putative protein predicted proteins, ArabATBRXL4 AT5G20540 1.04 0.06 0.49 0.640975 0.809291 -6.72
250049_at  putative protein predicted proteins, Arab--- AT5G17780 1.04 0.06 0.49 0.641068 0.809363 -6.72
249766_at peroxidase-like protein --- AT5G24070 1.04 0.06 0.49 0.641238 0.809533 -6.72
258983_at  putative aminotransferase similar to bet --- AT3G08860 1.13 0.18 0.49 0.641328 0.809602 -6.72
248168_at beta-glucosidase BGLU41 AT5G54570 1.04 0.06 0.49 0.641382 0.809625 -6.72
248208_at unknown protein ATHB52 AT5G53980 1.06 0.08 0.49 0.641445 0.809660 -6.72
250354_at  putative protein predicted proteins, Dros--- AT5G11640 -1.04 -0.06 -0.49 0.641543 0.809738 -6.72
250215_at putative protein similar to unknown prote--- AT5G14080 -1.04 -0.05 -0.49 0.641736 0.809892 -6.72
247109_at putative protein similar to unknown proteATPSK5 AT5G65870 -1.09 -0.12 -0.49 0.641727 0.809892 -6.72
258417_at Expressed protein ; supported by cDNA --- AT3G17365 -1.05 -0.07 -0.49 0.641942 0.810018 -6.72
254056_at  putative protein Group I Pectinesterase --- AT4G25250 -1.04 -0.06 -0.49 0.641933 0.810018 -6.72
260504_at Cyclin similar to GB:CAB77269 from [PisCYCA3;3 AT1G47220 1.04 0.06 0.49 0.641892 0.810018 -6.72
253869_at hypothetical protein --- AT4G27510 -1.05 -0.07 -0.49 0.64203 0.810084 -6.72
250507_at putative protein similar to unknown prote--- AT5G09940 1.04 0.05 0.49 0.642083 0.810106 -6.72
266409_at hypothetical protein predicted by grail --- AT2G38510 -1.05 -0.06 -0.49 0.64223 0.810247 -6.72
255358_at hypothetical protein --- AT4G03940 -1.03 -0.05 -0.49 0.642284 0.810270 -6.72
267390_at putative beta-glucosidase BGLU29 AT2G44470 1.04 0.05 0.49 0.642331 0.810284 -6.72
260413_at hypothetical protein predicted by genefin--- AT1G69800 -1.05 -0.08 -0.49 0.642502 0.810410 -6.72
264579_at Expressed protein ; supported by full-len--- AT1G05205 1.06 0.08 0.49 0.642483 0.810410 -6.72
262399_at unknown protein ;supported by full-lengt --- AT1G49500 -1.06 -0.08 -0.49 0.642593 0.810481 -6.72
265578_at unknown protein --- AT2G20100 -1.05 -0.07 -0.49 0.642724 0.810602 -6.72
252302_at  putative protein hypothetical protein Rv0--- AT3G49190 1.03 0.05 0.49 0.642857 0.810711 -6.72
251077_at  putative protein COP1-interacting prote --- AT5G01980 -1.03 -0.04 -0.49 0.642918 0.810711 -6.72
248062_at unknown protein  ;supported by full-leng--- AT5G55450 1.39 0.47 0.49 0.642916 0.810711 -6.72
250184_at  putative protein various predicted prote --- AT5G14240 1.04 0.05 0.49 0.643045 0.810827 -6.72
250201_at  ankyrin - like protein 270 kDa ankyrin G--- AT5G14230 1.10 0.14 0.48 0.643108 0.810862 -6.72
246361_s_ahypothetical protein --- --- -1.03 -0.05 -0.48 0.643168 0.810892 -6.72
249512_at DNA repair protein RAD23 homolog ;sup--- AT5G38470 -1.03 -0.04 -0.48 0.643268 0.810933 -6.72



252841_at  putative protein replication protein A 51 --- --- -1.05 -0.07 -0.48 0.643271 0.810933 -6.72
256486_at  chloroplast nucleoid DNA binding prote --- AT1G31450 1.04 0.06 0.48 0.643326 0.810957 -6.72
260911_at hypothetical protein predicted by genem--- AT1G02490 -1.04 -0.05 -0.48 0.643389 0.810992 -6.72
265041_at unknown protein Contains similarity to h TOM22-I AT1G04070 -1.06 -0.09 -0.48 0.643734 0.811379 -6.72
266674_at hypothetical protein predicted by gensca--- AT2G29620 -1.03 -0.05 -0.48 0.643768 0.811379 -6.72
253125_at  DnaJ-like protein DnaJ-like protein, Pha--- AT4G36040 -1.05 -0.07 -0.48 0.643854 0.811444 -6.72
250771_at NBS/LRR disease resistance protein --- AT5G05400 -1.04 -0.05 -0.48 0.643945 0.811468 -6.72
265300_at unknown protein contains weak PHD zin--- AT2G13950 -1.05 -0.07 -0.48 0.643919 0.811468 -6.72
256860_at hypothetical protein similar to acetyl-CoA--- AT3G23840 -1.04 -0.06 -0.48 0.644061 0.811477 -6.72
256197_at hypothetical protein --- --- -1.06 -0.08 -0.48 0.64404 0.811477 -6.72
256084_at hypothetical protein predicted by gensca--- AT1G20750 1.05 0.06 0.48 0.644095 0.811477 -6.72
245839_at  disease resistance protein, putative sim--- AT1G58390 1.03 0.05 0.48 0.644044 0.811477 -6.72
255969_at Expressed protein ; supported by full-len--- AT1G22330 1.08 0.11 0.48 0.644201 0.811567 -6.72
260305_at putative ADP-ribosylation factor 1 nearlyARFA1D AT1G70490 -1.05 -0.07 -0.48 0.644257 0.811592 -6.72
261499_at  cytochrome P450 (CYP93A1), putative CYP705A2AT1G28430 1.04 0.06 0.48 0.644548 0.811687 -6.72
255777_at  glycine-rich RNA-binding protein, putati GR-RBP6 AT1G18630 -1.05 -0.07 -0.48 0.644465 0.811687 -6.72
248480_at ATP-dependent Clp protease ATP-bindi CLPC1 AT5G50920 -1.04 -0.05 -0.48 0.64462 0.811687 -6.72
261766_at  auxin-induced protein IAA5, putative simIAA5 AT1G15580 -1.12 -0.16 -0.48 0.644688 0.811687 -6.72
266577_at predicted protein --- AT2G23945 -1.04 -0.06 -0.48 0.644538 0.811687 -6.72
252266_at  putative protein ethylene-forming enzym--- AT3G49630 1.06 0.08 0.48 0.64453 0.811687 -6.72
246618_at putative protein similar to unknown prote--- AT5G36280 1.03 0.05 0.48 0.644502 0.811687 -6.72
258411_at hypothetical protein predicted by genma--- AT3G17280 -1.04 -0.05 -0.48 0.64468 0.811687 -6.72
249556_at Expressed protein ; supported by full-len--- AT5G38195 -1.04 -0.05 -0.48 0.644593 0.811687 -6.72
252881_at  putative protein predicted proteins, Arab--- AT4G39610 1.06 0.08 0.48 0.644481 0.811687 -6.72
253427_at  putative protein phosphate/phosphoeno--- AT4G32390 -1.04 -0.05 -0.48 0.64475 0.811721 -6.72
248497_at putative protein strong similarity to unkn ATEXO70FAT5G50380 1.06 0.09 0.48 0.644845 0.811750 -6.72
259206_at hypothetical protein similar to putative p --- AT3G09040 1.05 0.07 0.48 0.644829 0.811750 -6.72
255388_at  hypothetical protein similar to A. thalian --- --- -1.03 -0.05 -0.48 0.645091 0.812015 -6.72
246680_at putative protein predicted proteins - Arab--- --- 1.04 0.06 0.48 0.645163 0.812061 -6.72
249851_at MADS-box transcription factor-like proteTT16 AT5G23260 1.03 0.04 0.48 0.645237 0.812110 -6.72
256550_at  En/Spm-like transposon protein, putativ --- --- 1.03 0.05 0.48 0.645313 0.812160 -6.72
256639_at hypothetical protein predicted by genem--- --- 1.05 0.07 0.48 0.645387 0.812208 -6.72
252231_at hypothetical protein  ;supported by full-le--- AT3G49720 1.05 0.07 0.48 0.645434 0.812223 -6.72
250154_at  putative aldose 1-epimerase - like prote--- AT5G15140 -1.03 -0.04 -0.48 0.645864 0.812629 -6.72
255625_at  GBF2, G-box binding factor  ;supportedGBF2 AT4G01120 -1.06 -0.09 -0.48 0.645839 0.812629 -6.72



254902_at putative protein several hypothetical pro --- AT4G11550 -1.04 -0.05 -0.48 0.645843 0.812629 -6.72
259897_at putative beta-glucanase similar to beta-gATCEL3 AT1G71380 1.04 0.05 0.48 0.646063 0.812835 -6.72
266419_at putative annexin  ;supported by full-leng ANNAT3 AT2G38760 -1.06 -0.08 -0.48 0.646279 0.813016 -6.72
248097_at protein phosphatase X isoform 2 (gb|AAPPX2 AT5G55260 1.05 0.07 0.48 0.646349 0.813016 -6.72
259282_at unknown protein similar to unknown pro GPAT5 AT3G11430 1.05 0.07 0.48 0.646331 0.813016 -6.72
245646_x_aF5A9.9 hypothetical protein --- AT1G24851 / 1.03 0.05 0.48 0.646339 0.813016 -6.72
253729_at  beta-1,3-glucanase-like protein beta-1,3--- AT4G29360 1.05 0.07 0.48 0.646486 0.813143 -6.72
250579_at  putative protein terminal ear1, Zea may MCT2 AT5G07930 -1.04 -0.05 -0.48 0.646646 0.813299 -6.72
264751_at  putative superoxide-generating NADPHFRO3 AT1G23020 1.13 0.18 0.48 0.64671 0.813332 -6.72
246567_at  alpha-mannosidase -like protein mannoGMII AT5G14950 -1.03 -0.05 -0.48 0.646743 0.813332 -6.72
250760_at unknown protein --- AT5G06040 -1.04 -0.05 -0.48 0.647055 0.813643 -6.72
245739_at  mitotic cyclin a2-type, putative similar toCYCA1;1 AT1G44110 1.03 0.05 0.48 0.647062 0.813643 -6.72
258820_at putative tryptophanyl-tRNA synthetase s--- AT3G04600 1.03 0.05 0.48 0.647108 0.813656 -6.72
258988_at unknown protein similar to unknown pro --- AT3G08890 1.04 0.06 0.48 0.647365 0.813853 -6.73
254481_at hypothetical protein  ; supported by cDN--- AT4G20480 -1.06 -0.08 -0.48 0.647443 0.813853 -6.73
249497_at putative protein predicted proteins - diffe--- AT5G39220 1.05 0.06 0.48 0.647394 0.813853 -6.73
256073_at  terminal Flower 1 (TFL1), putative similaE12A11 AT1G18100 1.04 0.06 0.48 0.647306 0.813853 -6.73
246715_at  putative protein glucose-6-phosphate/p --- AT5G28230 1.05 0.07 0.48 0.647409 0.813853 -6.73
259413_at hypothetical protein contains similarity to--- AT1G02320 -1.04 -0.05 -0.48 0.647532 0.813920 -6.73
263516_at AtRer1B  ;supported by full-length cDNAATRER1B AT2G21600 -1.04 -0.06 -0.48 0.647605 0.813922 -6.73
259885_at hypothetical protein contains Pfam profil --- AT1G76380 -1.06 -0.08 -0.48 0.647595 0.813922 -6.73
245634_at  MtN21 nodulin protein, putative similar t--- AT1G25270 -1.04 -0.06 -0.48 0.647658 0.813944 -6.73
267318_at fatty acid hydroxylase (FAH1) identical t FAH1 AT2G34770 -1.04 -0.06 -0.48 0.647831 0.813973 -6.73
257991_at unknown protein --- AT3G19870 -1.05 -0.07 -0.48 0.64786 0.813973 -6.73
261198_at  nitrate transporter, putative similar to G ATNRT2.5 AT1G12940 1.03 0.05 0.48 0.647821 0.813973 -6.73
263998_at unknown protein --- AT2G22510 1.09 0.12 0.48 0.647726 0.813973 -6.73
255529_at CTP synthase - like protein --- AT4G02120 1.04 0.06 0.48 0.647826 0.813973 -6.73
262102_at hypothetical protein contains similarity toCUL2 AT1G02980 1.03 0.05 0.48 0.647946 0.814013 -6.73
254539_s_a chitinase - like protein chitinase / lysozy--- AT4G19750 / -1.03 -0.05 -0.48 0.647963 0.814013 -6.73
257484_at unknown protein --- AT1G01650 -1.03 -0.05 -0.48 0.64802 0.814021 -6.73
256935_at unknown protein  ;supported by full-leng--- AT3G22570 1.03 0.05 0.48 0.648077 0.814021 -6.73
245884_at  branched-chain alpha keto-acid dehydro--- AT5G09300 1.06 0.08 0.48 0.648072 0.814021 -6.73
245529_at SEN1 like protein MAA3 AT4G15570 -1.07 -0.10 -0.48 0.648251 0.814196 -6.73
252385_at  putative protein Vps29, SchizosaccharoMAG1 AT3G47810 -1.03 -0.05 -0.48 0.648334 0.814255 -6.73
262972_at unknown protein --- AT1G75620 -1.04 -0.06 -0.48 0.6484 0.814293 -6.73



258512_at  beta-glucosidase, putative similar to bet--- AT3G06510 / -1.03 -0.04 -0.48 0.648712 0.814301 -6.73
254923_at protein phosphatase type 1 PP1BG  ;su TOPP7 AT4G11240 -1.05 -0.07 -0.48 0.648679 0.814301 -6.73
253297_at  beta-xylan endohydrolase -like protein (--- AT4G33810 -1.04 -0.05 -0.48 0.64855 0.814301 -6.73
247981_at putative protein similar to unknown proteMIOX5 AT5G56640 1.03 0.05 0.48 0.648673 0.814301 -6.73
261780_at  cyclin, putative similar to B-like cyclin GCYCB2;4 AT1G76310 1.04 0.06 0.48 0.648942 0.814301 -6.73
257020_at  mitotic checkpoint protein, putative simi --- AT3G19590 -1.04 -0.06 -0.48 0.648766 0.814301 -6.73
251989_at  RNA helicase -like protein RNA helicaseLOS4 AT3G53110 -1.04 -0.06 -0.48 0.648886 0.814301 -6.73
263161_at  myrosinase-associated protein, putative--- AT1G54020 -1.43 -0.51 -0.48 0.648772 0.814301 -6.73
261510_at hypothetical protein predicted by gensca--- AT1G71760 -1.04 -0.05 -0.48 0.648934 0.814301 -6.73
248407_at pectinesterase --- AT5G51500 -1.04 -0.05 -0.48 0.648534 0.814301 -6.73
266726_at  SKP1/ASK1 (At19), putative similar to SASK19 AT2G03160 -1.05 -0.08 -0.48 0.648895 0.814301 -6.73
266919_at hypothetical protein predicted by genscaAT2G4578--- 1.03 0.05 0.48 0.648904 0.814301 -6.73
252820_at  plasma membrane H+-ATPase-like protAHA8 AT3G42640 -1.06 -0.09 -0.48 0.648878 0.814301 -6.73
255002_at  AIG1-like protein AIG1 - Arabidopsis tha--- AT4G09940 -1.04 -0.06 -0.48 0.648675 0.814301 -6.73
257386_at hypothetical protein predicted by gensca--- AT2G42440 1.03 0.04 0.48 0.648553 0.814301 -6.73
265843_at putative acyl-CoA oxidase possibly a pe ACX5 AT2G35690 -1.04 -0.06 -0.48 0.649158 0.814528 -6.73
248142_at putative protein similar to unknown prote--- AT5G55040 -1.03 -0.05 -0.48 0.649207 0.814545 -6.73
267543_at 26S proteasome regulatory subunit --- AT2G32730 -1.03 -0.04 -0.48 0.649343 0.814566 -6.73
244955_at hypothetical protein --- --- 1.06 0.08 0.48 0.649302 0.814566 -6.73
248293_at unknown protein --- AT5G53050 -1.06 -0.09 -0.48 0.649367 0.814566 -6.73
262683_at anter-specific proline-rich -like protein (A--- AT1G75920 1.03 0.05 0.48 0.649355 0.814566 -6.73
255162_at putative transposon protein --- --- 1.03 0.04 0.48 0.649591 0.814802 -6.73
246071_at  ids4-like protein ids-4 protein - HordeumSPX1 AT5G20150 -1.11 -0.15 -0.48 0.649647 0.814827 -6.73
254655_s_a ribosomal protein L32 -like protein ribos--- AT4G18100 / -1.07 -0.09 -0.48 0.649763 0.814838 -6.73
AFFX-r2-Ec-E. coli /GEN=bioB /DB_XREF=gb:J0442--- --- 1.11 0.15 0.48 0.649752 0.814838 -6.73
246353_s_ahypothetical protein --- --- -1.03 -0.05 -0.48 0.64973 0.814838 -6.73
261392_at hypothetical protein predicted by genem--- AT1G79780 1.03 0.05 0.47 0.650102 0.814877 -6.73
258141_at hypothetical protein HON4 AT3G18035 -1.05 -0.07 -0.47 0.650085 0.814877 -6.73
255916_at putative protein --- AT5G28550 -1.05 -0.06 -0.47 0.649832 0.814877 -6.73
257336_at hypothetical protein --- --- -1.03 -0.05 -0.47 0.650109 0.814877 -6.73
254030_at  putative acidic ribosomal protein acidic --- AT4G25890 -1.10 -0.14 -0.47 0.650108 0.814877 -6.73
250633_at  peptide methionine sulfoxide reductase PMSR2 AT5G07460 1.13 0.18 0.47 0.650151 0.814877 -6.73
260990_at hypothetical protein predicted by genem--- AT1G12180 -1.05 -0.07 -0.47 0.650149 0.814877 -6.73
264532_at  seed imbibition protein, putative similar AtSIP1 AT1G55740 -1.04 -0.05 -0.47 0.650103 0.814877 -6.73
245819_at cauliflower identical to CAULIFLOWER GCAL AT1G26310 1.04 0.05 0.47 0.650148 0.814877 -6.73



246709_s_a putative protein many predicted proteins--- AT5G28160 / 1.03 0.04 0.47 0.650103 0.814877 -6.73
259276_at putative peroxidase very similar to perox--- AT3G01190 1.03 0.05 0.47 0.650256 0.814964 -6.73
267449_at hypothetical protein predicted by gensca--- AT2G33690 -1.03 -0.04 -0.47 0.650319 0.814998 -6.73
265285_at hypothetical protein predicted by gensca--- AT2G20410 1.05 0.06 0.47 0.6504 0.815009 -6.73
267417_at putative RING zinc finger protein --- AT2G34990 1.03 0.05 0.47 0.650394 0.815009 -6.73
260655_at  pathogenesis-related protein 5 precurso--- AT1G19320 -1.08 -0.11 -0.47 0.650828 0.815250 -6.73
247810_at 26S proteasome AAA-ATPase subunit RRPT3 AT5G58290 1.04 0.05 0.47 0.650877 0.815250 -6.73
266770_at putative expansin Experimental evidenc ATEXPA15AT2G03090 1.06 0.09 0.47 0.650851 0.815250 -6.73
260965_s_ahypothetical protein predicted by genem--- --- 1.03 0.05 0.47 0.650839 0.815250 -6.73
256280_at unknown protein --- AT3G12590 1.04 0.06 0.47 0.650807 0.815250 -6.73
250205_at unknown protein --- AT5G14020 1.04 0.05 0.47 0.650784 0.815250 -6.73
254596_at  putative protein proline-rich protein APG--- AT4G18975 -1.04 -0.05 -0.47 0.650872 0.815250 -6.73
261312_at putative NPK1-related protein kinase 2 p--- AT1G05790 1.04 0.06 0.47 0.65081 0.815250 -6.73
253694_at Expressed protein ; supported by full-len--- AT4G29735 -1.04 -0.06 -0.47 0.65107 0.815402 -6.73
253454_at Expressed protein ; supported by cDNA --- AT4G31875 1.07 0.09 0.47 0.651059 0.815402 -6.73
256614_at hypothetical protein predicted by genem--- AT3G29300 1.04 0.05 0.47 0.651202 0.815450 -6.73
253771_at hypothetical protein  ;supported by full-le--- AT4G28430 -1.04 -0.06 -0.47 0.651194 0.815450 -6.73
248345_at unknown protein SHOC1 AT5G52290 1.03 0.05 0.47 0.651216 0.815450 -6.73
258214_at  amidase, putative similar to amidase GBatToc64-IIIAT3G17970 -1.07 -0.10 -0.47 0.651397 0.815543 -6.73
259002_at putative glutaredoxin similar to glutaredoROXY1 AT3G02000 -1.06 -0.08 -0.47 0.651394 0.815543 -6.73
265459_at unknown protein  ; supported by full-leng--- AT2G46540 1.03 0.05 0.47 0.65138 0.815543 -6.73
252213_at  flavonol synthase - like protein SRG1 p --- AT3G50210 1.05 0.07 0.47 0.651561 0.815613 -6.73
264343_at unknown protein  ; supported by full-leng--- AT1G11850 1.06 0.09 0.47 0.651558 0.815613 -6.73
256783_at  casein kinase, putative similar to casein--- AT3G13670 1.03 0.04 0.47 0.651533 0.815613 -6.73
260091_at  putative serine carboxypeptidase similascpl5 AT1G73290 -1.04 -0.05 -0.47 0.651683 0.815722 -6.73
248548_at transmembrane transport protein-like --- AT5G50300 1.03 0.05 0.47 0.651922 0.815752 -6.73
256748_x_a En/Spm transposon protein, putative sim--- --- -1.04 -0.06 -0.47 0.651794 0.815752 -6.73
256206_at hypothetical protein predicted by genem--- AT1G50910 1.05 0.08 0.47 0.651863 0.815752 -6.73
252804_at putative protein --- --- 1.03 0.04 0.47 0.651781 0.815752 -6.73
261937_at  peptide transporter, putative similar to p--- AT1G22570 -1.09 -0.13 -0.47 0.651908 0.815752 -6.73
256693_at hypothetical protein predicted by genem--- --- 1.03 0.05 0.47 0.651894 0.815752 -6.73
265700_at putative MYB family transcription factor --- AT2G03470 1.03 0.04 0.47 0.651989 0.815791 -6.73
254007_s_a putative protein RNA-directed DNA poly--- AT1G60720 1.03 0.05 0.47 0.652094 0.815878 -6.73
251529_at  ATP-dependent RNA helicase-like prote--- AT3G58570 1.04 0.05 0.47 0.652379 0.816190 -6.73
264481_at  transcription factor TINY, putative simila--- AT1G77200 -1.04 -0.06 -0.47 0.652725 0.816578 -6.73



245782_at  60S ribosomal protein (fragment), putat --- AT1G35200 -1.05 -0.07 -0.47 0.652933 0.816792 -6.73
252816_at putative protein several putative proteins--- AT3G42550 1.03 0.04 0.47 0.653019 0.816855 -6.73
252554_s_a protein kinase - like receptor-like proteinMEE39 AT3G45920 / -1.03 -0.05 -0.47 0.653061 0.816863 -6.73
250157_at  prx10 peroxidase - like protein prx10 pe--- AT5G15180 1.04 0.05 0.47 0.653164 0.816903 -6.73
258221_at Snf1-related protein kinase KIN11 (AKINAKIN11 AT3G29160 -1.07 -0.10 -0.47 0.653128 0.816903 -6.73
251557_at v-ATPase subunit D (vATPD)  ; supporte--- AT3G58730 -1.04 -0.05 -0.47 0.653235 0.816946 -6.73
264104_at En/Spm-like transposon protein related t--- --- -1.04 -0.06 -0.47 0.653469 0.817194 -6.73
257330_at hypothetical protein --- --- -1.04 -0.05 -0.47 0.653546 0.817246 -6.73
247752_at putative protein --- AT5G59060 1.03 0.04 0.47 0.653589 0.817255 -6.73
251294_at  zinc transporter-like protein zinc transpoMTPA1 AT3G61940 -1.04 -0.05 -0.47 0.65382 0.817498 -6.73
254334_at predicted protein --- AT4G22760 -1.04 -0.06 -0.47 0.653888 0.817540 -6.73
258094_at putative cytochrome P450 similar to GB CYP72A15AT3G14690 1.04 0.06 0.47 0.653959 0.817583 -6.73
247058_at dolichyl-di-phosphooligosaccharide-prot DGL1 AT5G66680 -1.04 -0.06 -0.47 0.65402 0.817614 -6.73
246562_at  putative protein unknown protein F14P3LNG1 AT5G15580 1.24 0.31 0.47 0.654168 0.817755 -6.73
258721_at unknown protein similar to hypothetical p--- AT3G09560 -1.06 -0.08 -0.47 0.654269 0.817798 -6.73
252641_at  putative protein predicted protein, Arabi --- AT3G44570 1.04 0.05 0.47 0.654274 0.817798 -6.73
265289_at unknown protein predicted by genscan;s--- AT2G22690 1.03 0.04 0.47 0.654369 0.817871 -6.73
255672_at hypothetical protein  ; supported by cDNEDA8 AT4G00310 1.04 0.06 0.47 0.654677 0.818212 -6.73
263337_at hypothetical protein predicted by gensca--- --- -1.03 -0.04 -0.47 0.654803 0.818218 -6.73
252069_s_aputative protein putative protein T18N14--- AT3G51640 / -1.04 -0.05 -0.47 0.654825 0.818218 -6.73
247430_at putative protein contains similarity to DN--- AT5G62610 1.04 0.06 0.47 0.654728 0.818218 -6.73
265196_at hypothetical protein predicted by genscaSWC2 AT2G36740 -1.05 -0.07 -0.47 0.654811 0.818218 -6.73
245603_at hypothetical protein --- AT4G14280 1.04 0.06 0.47 0.654953 0.818332 -6.73
257782_at hypothetical protein predicted by genem--- AT3G27120 / 1.04 0.06 0.47 0.655209 0.818473 -6.73
249205_at cycloartenol synthase MRN1 AT5G42600 -1.07 -0.09 -0.47 0.655148 0.818473 -6.73
263323_at putative receptor-like protein kinase --- AT2G04300 -1.04 -0.05 -0.47 0.655183 0.818473 -6.73
259926_at putative DNA-3-methyladenine glycosyla--- AT1G75090 -1.03 -0.04 -0.47 0.655167 0.818473 -6.73
265230_s_ahypothetical protein --- AT2G07707 -1.05 -0.08 -0.47 0.655271 0.818486 -6.73
259396_at  shaggy-like kinase, putative similar to PGSK1 AT1G06390 -1.03 -0.05 -0.47 0.655414 0.818486 -6.73
266738_at unknown protein predicted by genefinde--- AT2G47010 1.06 0.08 0.47 0.655296 0.818486 -6.73
251535_at hypothetical protein  ;supported by full-le--- AT3G58540 1.06 0.08 0.47 0.655513 0.818486 -6.73
247103_at putative protein similar to unknown proteDAR7 AT5G66610 1.04 0.05 0.47 0.655578 0.818486 -6.73
266186_at unknown protein AERO2 AT2G38960 -1.03 -0.04 -0.47 0.65553 0.818486 -6.73
263535_at hypothetical protein predicted by gensca--- AT2G24970 -1.05 -0.06 -0.47 0.655346 0.818486 -6.73
263524_x_ahypothetical protein predicted by gensca--- --- -1.05 -0.07 -0.47 0.655518 0.818486 -6.73



255311_at putative protein --- --- -1.03 -0.05 -0.47 0.655518 0.818486 -6.73
267149_s_aMutator-like transposase similar to  MUR--- --- -1.05 -0.07 -0.47 0.655562 0.818486 -6.73
252180_at  putative protein cyclin-dependent kinaseKRP2 AT3G50630 1.06 0.08 0.47 0.655723 0.818596 -6.73
258779_at putative protein kinase contains Pfam pr--- AT3G11870 -1.03 -0.04 -0.47 0.65581 0.818596 -6.73
248822_at peroxidase  ;supported by full-length cD --- AT5G47000 1.03 0.05 0.47 0.655794 0.818596 -6.73
256867_at hypothetical protein predicted by genem--- AT3G26390 1.03 0.05 0.47 0.655772 0.818596 -6.73
247521_at  putative protein ATP/GTP nucleotide-bi --- AT5G61450 -1.04 -0.06 -0.47 0.655875 0.818633 -6.73
261137_at  auxin-induced protein, putative similar t --- AT1G19830 1.03 0.05 0.47 0.655951 0.818683 -6.73
259932_at  zinc finger protein, putative similar to G STOP1 AT1G34370 1.04 0.06 0.47 0.656337 0.818795 -6.73
250627_at putative amidase --- AT5G07360 1.04 0.06 0.47 0.656304 0.818795 -6.73
260389_at Expressed protein ; supported by full-len--- AT1G74055 1.06 0.08 0.47 0.656116 0.818795 -6.73
248957_at 26S proteasome subunit-like protein --- AT5G45620 1.04 0.05 0.47 0.656364 0.818795 -6.73
264397_at hypothetical protein --- AT1G11820 1.05 0.08 0.47 0.656136 0.818795 -6.73
256176_at hypothetical protein predicted by genemATEXO70GAT1G51640 1.03 0.05 0.47 0.656307 0.818795 -6.73
265364_at putative retroelement pol polyprotein --- --- 1.03 0.05 0.47 0.656333 0.818795 -6.73
266191_at putative peroxidase --- AT2G39040 1.04 0.06 0.47 0.656249 0.818795 -6.73
255722_at hypothetical protein --- AT3G29570 -1.04 -0.06 -0.47 0.656205 0.818795 -6.73
247282_at putative protein strong similarity to unkn AtMC3 AT5G64240 1.04 0.06 0.47 0.65647 0.818879 -6.73
247259_at  CPR5 protein, putative Constitutive expCPR5 AT5G64930 -1.05 -0.08 -0.46 0.656691 0.818879 -6.73
251280_at  putative protein beta-1,3-glucanase pre --- AT3G61810 -1.04 -0.05 -0.46 0.656719 0.818879 -6.73
265557_at unknown protein --- --- 1.04 0.06 0.46 0.656667 0.818879 -6.73
251458_at putative protein several retrotransposon --- --- 1.04 0.05 0.47 0.656591 0.818879 -6.73
266107_at hypothetical protein predicted by gensca--- AT2G37910 1.06 0.08 0.47 0.656566 0.818879 -6.73
255391_at  hypothetical protein similar to T6P5.7, G--- --- -1.03 -0.04 -0.47 0.656577 0.818879 -6.73
254714_at  myb-like protein snapdragon myb prote AtMYB79 AT4G13480 1.03 0.05 0.46 0.656684 0.818879 -6.73
256808_at unknown protein ALY3 AT3G21430 1.03 0.04 0.46 0.657053 0.818966 -6.73
249589_at  pyridoxal kinase -like protein pyridoxal kSOS4 AT5G37850 1.03 0.04 0.46 0.656856 0.818966 -6.73
249955_at  sugar transporter - like protein probable--- AT5G18840 1.10 0.13 0.46 0.656939 0.818966 -6.73
258473_s_aputative stearoyl-acyl carrier protein des--- AT3G02610 / -1.06 -0.08 -0.46 0.657094 0.818966 -6.73
250597_at NAM (no apical meristem)-like protein  ;sANAC080 AT5G07680 -1.08 -0.11 -0.46 0.656956 0.818966 -6.73
256552_at hypothetical protein predicted by genem--- AT3G31350 1.04 0.06 0.46 0.657017 0.818966 -6.73
266654_at putative oleosin protein --- AT2G25890 1.05 0.07 0.46 0.657079 0.818966 -6.73
254379_at  putative protein calmodulin-binding prot --- AT4G21820 -1.03 -0.04 -0.46 0.657111 0.818966 -6.73
246530_at Expressed protein ; supported by full-len--- AT5G15725 -1.03 -0.05 -0.46 0.657089 0.818966 -6.73
263672_at putative retroelement pol polyprotein --- --- 1.03 0.05 0.46 0.65721 0.819043 -6.73



254663_at potassium channel protein KAT2 KAT2 AT4G18290 1.05 0.07 0.46 0.657418 0.819258 -6.73
250656_at putative protein contains similarity to unk--- AT5G06970 -1.05 -0.08 -0.46 0.657568 0.819356 -6.73
255919_at putative protein --- --- 1.04 0.05 0.46 0.657537 0.819356 -6.73
258387_at hypothetical protein predicted by gensca--- AT3G15550 1.04 0.06 0.46 0.657699 0.819475 -6.73
253230_at putative protein  ; supported by full-lengt--- AT4G34700 1.04 0.05 0.46 0.657748 0.819491 -6.73
266921_at putative cytochrome P450 CYP86A8 AT2G45970 1.11 0.15 0.46 0.658008 0.819593 -6.73
256360_at hypothetical protein --- AT1G66440 -1.05 -0.07 -0.46 0.65787 0.819593 -6.73
248400_at putative protein contains similarity to AP--- AT5G52020 -1.05 -0.07 -0.46 0.658111 0.819593 -6.73
257165_at  beta-1,3-glucanase, putative similar to b--- AT3G24330 -1.05 -0.08 -0.46 0.658042 0.819593 -6.73
254156_at  Rab geranylgeranyl transferase like pro--- AT4G24490 -1.05 -0.07 -0.46 0.658116 0.819593 -6.73
262765_at putative cytochrome P450 monooxygenaCYP86C4 AT1G13150 1.04 0.06 0.46 0.658037 0.819593 -6.73
263640_at hypothetical protein predicted by gensca--- AT2G25270 -1.04 -0.05 -0.46 0.658118 0.819593 -6.73
251988_at  CYTOCHROME P450-like protein CYTOCYP71B31AT3G53300 1.03 0.04 0.46 0.658021 0.819593 -6.73
258547_at unknown protein --- AT3G06895 -1.03 -0.04 -0.46 0.658181 0.819627 -6.73
251338_at  putative protein VAP27, Nicotiana plum VAP AT3G60600 / 1.03 0.05 0.46 0.658333 0.819637 -6.73
250445_at  nucleoid DNA-binding protein cnd41 - li --- AT5G10760 1.30 0.37 0.46 0.658293 0.819637 -6.73
258802_at  unknown protein predicted by genscan, --- AT3G04650 -1.05 -0.07 -0.46 0.658257 0.819637 -6.73
259939_s_a ARE1-like protein similar to ARE1 GB:C--- AT1G71270 / 1.05 0.07 0.46 0.658332 0.819637 -6.73
257128_at  cytochrome P450, putative contains PfaCYP705A1AT3G20080 -1.05 -0.07 -0.46 0.658488 0.819785 -6.73
261478_at unknown protein MIOX1 AT1G14520 1.06 0.08 0.46 0.658588 0.819866 -6.73
253766_at putative protein  ;supported by full-length--- AT4G28770 -1.04 -0.05 -0.46 0.658657 0.819894 -6.73
251067_at hypothetical protein --- AT5G01910 -1.06 -0.08 -0.46 0.658683 0.819894 -6.73
258867_at hypothetical protein predicted by genefin--- AT3G03130 -1.04 -0.05 -0.46 0.658762 0.819948 -6.73
245411_at hypothetical protein --- AT4G17240 -1.07 -0.09 -0.46 0.65903 0.820102 -6.73
262994_at hypothetical protein predicted by gensca--- AT1G54420 -1.03 -0.04 -0.46 0.659012 0.820102 -6.73
248903_at 3-oxoacyl-[acyl-carrier-protein] synthaseKAS I AT5G46290 1.07 0.10 0.46 0.658951 0.820102 -6.73
246942_at  anion exchanger-like protein chloride-bi --- AT5G25430 -1.04 -0.06 -0.46 0.658967 0.820102 -6.73
262497_at  putative 20S proteasome beta subunit PPBC1 AT1G21720 -1.04 -0.05 -0.46 0.659098 0.820142 -6.73
252692_at  cysteine proteinase contains similarity t --- AT3G43960 1.09 0.13 0.46 0.659205 0.820231 -6.73
259023_at unknown protein  ; supported by cDNA: --- AT3G07510 -1.06 -0.09 -0.46 0.659242 0.820232 -6.73
260853_at hypothetical protein predicted by genem--- AT1G21950 -1.06 -0.08 -0.46 0.659537 0.820554 -6.73
244941_at hypothetical protein --- --- -1.04 -0.06 -0.46 0.659624 0.820617 -6.73
258450_at  hypothetical protein predicted by gensc --- --- 1.04 0.05 0.46 0.659662 0.820620 -6.73
259713_at  unknown protein similar to phosphate tr --- AT1G77610 -1.05 -0.08 -0.46 0.659732 0.820662 -6.73
266833_at hypothetical protein predicted by gensca--- --- -1.03 -0.04 -0.46 0.659894 0.820774 -6.73



256515_at  terpene synthase, putative contains Pfa--- AT1G66020 -1.04 -0.05 -0.46 0.659892 0.820774 -6.73
247299_at putative protein contains similarity to PH--- AT5G63900 -1.03 -0.05 -0.46 0.660182 0.821087 -6.73
267354_at putative MYB family transcription factor  MYB25 AT2G39880 1.06 0.08 0.46 0.660325 0.821098 -6.73
262808_at Avr9 elicitor response-like protein strong--- AT1G11730 -1.04 -0.05 -0.46 0.660334 0.821098 -6.73
252518_at  receptor-like protein kinase homolog lig --- AT3G46350 -1.04 -0.05 -0.46 0.660316 0.821098 -6.73
252926_at  H+-transporting ATPase 16K chain P2, ATVHA-C3AT4G38920 1.04 0.06 0.46 0.660232 0.821098 -6.73
260810_s_a retroelement protein, putative similar to --- --- 1.04 0.05 0.46 0.660558 0.821331 -6.74
259839_at  peptide transporter, putative similar to p--- AT1G52190 -1.22 -0.29 -0.46 0.660833 0.821629 -6.74
264966_at hypothetical protein predicted by genem--- AT1G60570 1.05 0.07 0.46 0.661023 0.821820 -6.74
267566_at unknown protein predicted by genscan --- AT2G30760 1.03 0.04 0.46 0.66116 0.821856 -6.74
249935_at acyl CoA reductase-like protein FAR7 AT5G22420 1.03 0.05 0.46 0.661139 0.821856 -6.74
264425_at  serine/threonine protein kinase, putative--- AT1G61750 -1.03 -0.05 -0.46 0.66115 0.821856 -6.74
253215_at  putative protein AT.I.24-7, Arabidopsis t--- AT4G34950 -1.10 -0.14 -0.46 0.661354 0.822016 -6.74
256127_at  small GTP-binding protein (RAB11F), p AtRABA6bAT1G18200 1.04 0.06 0.46 0.661384 0.822016 -6.74
248150_at kinesin-like protein ; supported by cDNAATK3 AT5G54670 1.09 0.13 0.46 0.661396 0.822016 -6.74
256021_at unknown protein contains Pfam profile: PZW9 AT1G58270 1.06 0.08 0.46 0.661541 0.822089 -6.74
248623_at putative protein similar to unknown prote--- AT5G49170 1.13 0.18 0.46 0.661635 0.822089 -6.74
262289_at unknown protein identical to unknown pr--- AT1G70770 1.03 0.05 0.46 0.66161 0.822089 -6.74
260072_at unknown protein supported by cDNA: Ce--- AT1G73650 1.04 0.06 0.46 0.661568 0.822089 -6.74
260811_s_ahypothetical protein predicted by genem--- --- -1.03 -0.04 -0.46 0.661543 0.822089 -6.74
253720_at  acid phosphatase-like protein  acid pho --- AT4G29270 -1.03 -0.05 -0.46 0.661782 0.822227 -6.74
257504_at  dynein light chain, putative similar to dy ROPGEF1AT1G52240 1.08 0.11 0.46 0.661855 0.822234 -6.74
266199_at putative calcium-dependent protein kina CPK20 AT2G38910 -1.03 -0.05 -0.46 0.661896 0.822234 -6.74
247003_at putative protein similar to unknown prote--- AT5G67550 1.05 0.07 0.46 0.661874 0.822234 -6.74
265170_at putative carbonic anhydrase BCA3 AT1G23730 -1.23 -0.30 -0.46 0.661933 0.822235 -6.74
245549_at cellulose synthase like protein ATCSLB06AT4G15320 -1.04 -0.05 -0.46 0.662013 0.822290 -6.74
266891_at putative GTP-binding protein  ; supporteARAC9 AT2G44690 1.04 0.06 0.46 0.662101 0.822309 -6.74
265217_s_aunknown protein ESTs gb|H76594 and g--- AT1G05090 / -1.05 -0.08 -0.46 0.66207 0.822309 -6.74
245313_at UFD1 like protein ; supported by full-leng--- AT4G15420 1.04 0.06 0.46 0.662151 0.822326 -6.74
265786_at putative replication protein A1 --- --- -1.03 -0.04 -0.46 0.662311 0.822435 -6.74
246299_at embryonic abundant protein AtEm1 EM1 AT3G51810 -1.03 -0.04 -0.46 0.662309 0.822435 -6.74
265579_at hypothetical protein predicted by gensca--- AT2G20070 1.04 0.05 0.46 0.662354 0.822443 -6.74
255818_at hypothetical protein predicted by genefin--- AT2G33570 1.11 0.15 0.46 0.662487 0.822475 -6.74
254205_at  putative protein kinesin heavy chain -St --- AT4G24170 1.04 0.06 0.46 0.662467 0.822475 -6.74
253712_at  putative protein putative NADH oxidoredDER1 AT4G29330 -1.04 -0.06 -0.46 0.662421 0.822475 -6.74



255834_at putative RNA-binding protein --- AT2G33410 -1.03 -0.04 -0.46 0.662594 0.822533 -6.74
262008_s_a CACTA-element, putative similar to TNP--- --- -1.05 -0.06 -0.46 0.662606 0.822533 -6.74
251071_at putative protein receptor protein kinases--- AT5G01950 1.06 0.09 0.46 0.662793 0.822720 -6.74
253848_at  putative protein regulator protein, Pseud--- AT4G28020 -1.05 -0.07 -0.46 0.662834 0.822726 -6.74
251449_at Rab GDP dissociation inhibitor  ; supporATGDI2 AT3G59920 1.05 0.07 0.46 0.662943 0.822817 -6.74
256353_at unknown protein ; supported by full-leng--- AT1G55000 -1.04 -0.05 -0.46 0.66302 0.822868 -6.74
247513_at  quinone oxidoreductase - like protein qu--- AT5G61510 1.05 0.07 0.46 0.663108 0.822933 -6.74
260319_at hypothetical protein predicted by genefin--- AT1G63950 1.05 0.06 0.46 0.663181 0.822978 -6.74
258438_at hypothetical protein predicted by gensca--- AT3G17230 1.03 0.04 0.46 0.663308 0.823091 -6.74
254123_at  Bnm1 like protein pollen-specific proteinAPPB1 AT4G24640 -1.04 -0.05 -0.45 0.66348 0.823259 -6.74
261765_at  cyclin, putative similar to cyclin GI:5621CYCA2;3 AT1G15570 1.04 0.06 0.45 0.663544 0.823294 -6.74
246338_s_a putative protein putative integral membrATCHX10 AT3G44920 / -1.03 -0.04 -0.45 0.663596 0.823314 -6.74
250561_at  glycerophosphodiester phosphodiestera--- AT5G08030 -1.05 -0.06 -0.45 0.663708 0.823318 -6.74
261493_at  DNA-binding protein p24, putative similaWHY1 AT1G14410 -1.06 -0.08 -0.45 0.663702 0.823318 -6.74
254169_at putative protein  ; supported by cDNA: g--- AT4G24290 -1.05 -0.07 -0.45 0.66367 0.823318 -6.74
247412_at unknown protein --- AT5G63010 1.04 0.06 0.45 0.663751 0.823327 -6.74
253880_at Expressed protein ;supported by cDNA: --- AT4G27590 1.04 0.06 0.45 0.663848 0.823403 -6.74
247674_at  putative protein large number of predict --- AT5G59930 1.05 0.07 0.45 0.663928 0.823457 -6.74
267408_at putative CTP synthase --- AT2G34890 -1.03 -0.05 -0.45 0.664088 0.823610 -6.74
266943_at putative reverse transcriptase --- --- 1.05 0.08 0.45 0.664211 0.823718 -6.74
257257_at hypothetical protein contains Pfam profil --- AT3G22020 1.03 0.04 0.45 0.664398 0.823905 -6.74
252877_at hypothetical protein supported by full-len--- AT4G39630 -1.04 -0.06 -0.45 0.664441 0.823915 -6.74
249526_at putative protein contains similarity to pro--- AT5G38560 1.05 0.07 0.45 0.664536 0.823987 -6.74
254637_at  putative protein KIAA0244 gene, Homo --- AT4G18720 -1.04 -0.05 -0.45 0.664625 0.824053 -6.74
261426_at unknown protein contains similarity to D --- AT1G18680 1.03 0.05 0.45 0.66467 0.824063 -6.74
251047_at  putative protein mature-parasite-infecte --- AT5G02390 1.04 0.06 0.45 0.664746 0.824114 -6.74
250103_at transcription factor (gb|AAD53095.1)  ; sMYB43 AT5G16600 1.04 0.05 0.45 0.664813 0.824151 -6.74
252746_at  sucrose synthase -like protein SUCROSSUS4 AT3G43190 -1.04 -0.05 -0.45 0.664971 0.824268 -6.74
261683_at hypothetical protein similar to hypothetic--- AT1G47300 -1.03 -0.05 -0.45 0.66498 0.824268 -6.74
254313_at  extensin like protein extensin like protei --- AT4G22460 -1.04 -0.06 -0.45 0.665108 0.824383 -6.74
251292_at  putative protein hypothetical protein F1N--- AT3G61920 1.05 0.07 0.45 0.665305 0.824582 -6.74
249178_at putative protein similar to unknown proteSCP2 AT5G42890 1.03 0.05 0.45 0.665499 0.824778 -6.74
256421_at hypothetical protein predicted by genem--- AT1G33500 1.03 0.05 0.45 0.665542 0.824787 -6.74
252581_at hypothetical protein --- AT3G45500 1.04 0.06 0.45 0.665615 0.824797 -6.74
265904_at putative beta-glucosidase BGLU14 AT2G25630 1.04 0.05 0.45 0.665623 0.824797 -6.74



256367_at  C-x8-C-x5-C-x3-H type Zinc finger prote--- AT1G66810 1.04 0.06 0.45 0.665965 0.824898 -6.74
262434_at  lysine and histidine specific transporter, --- AT1G47670 -1.07 -0.10 -0.45 0.665994 0.824898 -6.74
262110_at  SF2/ASF-like splicing modulator Srp30,SR1 AT1G02840 -1.05 -0.06 -0.45 0.665902 0.824898 -6.74
251491_at  fructokinase-like protein fructokinase - L--- AT3G59480 1.05 0.08 0.45 0.665819 0.824898 -6.74
246684_at  putative protein nucleoid DNA-binding pCDR1 AT5G33340 1.05 0.07 0.45 0.665749 0.824898 -6.74
246102_at  putative protein various predicted prote --- AT5G32590 -1.03 -0.05 -0.45 0.66588 0.824898 -6.74
263992_at putative retroelement pol polyprotein --- --- 1.03 0.05 0.45 0.665934 0.824898 -6.74
252489_at  disease resistance protein RPP8-like pr--- AT3G46710 1.04 0.06 0.45 0.665869 0.824898 -6.74
262051_at  putative coatomer protein complex, sub--- AT1G79990 1.04 0.06 0.45 0.666124 0.824925 -6.74
262889_at hypothetical protein --- AT1G14800 1.05 0.07 0.45 0.666121 0.824925 -6.74
258522_at hypothetical protein predicted by genem--- AT3G06660 1.06 0.08 0.45 0.666064 0.824925 -6.74
266060_at unknown protein unusual splice site at s --- AT2G18630 1.05 0.07 0.45 0.666252 0.825038 -6.74
263204_at hypothetical protein contains similarity tochr31 AT1G05490 -1.03 -0.04 -0.45 0.66632 0.825078 -6.74
252279_at  1-aminocyclopropane-1-carboxylate synACS9 AT3G49700 1.04 0.06 0.45 0.666532 0.825295 -6.74
250118_at putative protein similar to unknown prote--- AT5G16460 1.04 0.05 0.45 0.666653 0.825348 -6.74
261714_at hypothetical protein similar to hypotheticTET16 AT1G18510 1.05 0.07 0.45 0.666622 0.825348 -6.74
254583_at hypothetical protein --- AT4G19480 -1.04 -0.05 -0.45 0.666683 0.825348 -6.74
247135_at auxin-induced protein-like --- AT5G66260 1.03 0.04 0.45 0.66679 0.825436 -6.74
251412_at RING-H2 zinc finger protein ATL4  ; sup ATL4 AT3G60220 1.09 0.12 0.45 0.666862 0.825480 -6.74
260920_at  amp-binding protein, putative similar to --- AT1G21530 -1.03 -0.04 -0.45 0.666941 0.825534 -6.74
257099_s_a disease resistance protein, putative, 3' p--- AT3G24982 / 1.03 0.04 0.45 0.667081 0.825616 -6.74
245177_at  annexin-like protein genmodel supporte--- AT5G12380 1.04 0.05 0.45 0.66706 0.825616 -6.74
260131_at unknown protein contains Pfam profile: P--- AT1G66310 -1.04 -0.05 -0.45 0.667161 0.825671 -6.74
251468_at  epsin-like protein Af10-protein - Avena f--- AT3G59290 -1.04 -0.05 -0.45 0.667206 0.825682 -6.74
253789_at  putative protein predicted proteins, Arab--- AT4G28570 1.05 0.06 0.45 0.667348 0.825752 -6.74
249704_at Myb-related transcription factor LBM2-likTT2 AT5G35550 1.05 0.07 0.45 0.667371 0.825752 -6.74
254748_at unknown protein --- --- -1.03 -0.05 -0.45 0.667334 0.825752 -6.74
255177_at strong similarity to 1-aminocyclopropaneACS11 AT4G08040 1.12 0.16 0.45 0.667467 0.825785 -6.74
266498_at 1-aminocyclopropane-1-carboxylate oxid--- AT2G06960 1.03 0.05 0.45 0.66747 0.825785 -6.74
266851_at similar to avrRpt2-induced protein 1 ATPP2-A3 AT2G26820 1.03 0.04 0.45 0.667638 0.825813 -6.74
256951_at hypothetical protein predicted by genem--- AT3G19085 -1.03 -0.04 -0.45 0.667605 0.825813 -6.74
263315_at Expressed protein ; supported by full-len--- AT2G05755 1.03 0.04 0.45 0.667551 0.825813 -6.74
266307_at putative cytochrome P450 CYP705A8AT2G27000 -1.04 -0.06 -0.45 0.667608 0.825813 -6.74
248344_at hyaluronan mediated motility receptor-lik--- AT5G52280 -1.07 -0.10 -0.45 0.667709 0.825856 -6.74
265666_at putative rac GTPase activating protein --- AT2G27440 -1.03 -0.04 -0.45 0.66782 0.825949 -6.74



262913_at  NADPH-dependent codeinone reductas--- AT1G59960 -1.10 -0.14 -0.45 0.667892 0.825993 -6.74
248609_at unknown protein  ; supported by cDNA: --- AT5G49440 1.04 0.06 0.45 0.667952 0.826022 -6.74
258533_at hypothetical protein --- AT3G06670 1.04 0.06 0.45 0.668045 0.826092 -6.74
247647_at  respiratory burst oxidase protein - like re--- AT5G60010 -1.04 -0.05 -0.45 0.668123 0.826144 -6.74
257993_at hypothetical protein similar to hypothetic--- AT3G19890 -1.03 -0.05 -0.45 0.668301 0.826320 -6.74
245944_at  putative protein various predicted prote MSL9 AT5G19520 1.04 0.05 0.45 0.668348 0.826333 -6.74
264448_at putative sensory transduction histidine kAHK3 AT1G27320 1.03 0.04 0.45 0.668597 0.826596 -6.74
247534_at  pyrophosphate-dependent phosphofrucPFK4 AT5G61580 -1.03 -0.04 -0.45 0.668643 0.826608 -6.74
249915_at putative protein similar to unknown prote--- AT5G22870 1.03 0.05 0.45 0.668773 0.826634 -6.74
246298_at putative protein sequence in GenBank AETO1 AT3G51770 -1.03 -0.05 -0.45 0.668766 0.826634 -6.74
252522_at hypothetical protein --- AT1G32337 / 1.03 0.05 0.45 0.668766 0.826634 -6.74
258111_at putative cytochrome P450 similar to GB CYP72A9 AT3G14630 -1.05 -0.07 -0.45 0.668828 0.826658 -6.74
260240_at putative tRNA isopentenyl transferase s ATIPT1 AT1G68460 -1.03 -0.05 -0.45 0.668894 0.826695 -6.74
257938_at  cell elongation protein, Dwarf1 identical DWF1 AT3G19820 1.17 0.22 0.45 0.668966 0.826738 -6.74
249733_at 6-phosphogluconolactonase-like protein emb2024 AT5G24400 1.04 0.05 0.45 0.669019 0.826738 -6.74
259620_s_a Tam3-like transposon protein similar to --- --- 1.05 0.08 0.45 0.669038 0.826738 -6.74
264075_at envelope-like protein identical to GB:AA --- --- 1.05 0.07 0.45 0.669245 0.826950 -6.74
267157_at putative MYB family transcription factor  AS1 AT2G37630 1.06 0.08 0.45 0.669381 0.826966 -6.74
262355_at unknown protein --- AT1G72820 -1.05 -0.07 -0.45 0.66939 0.826966 -6.74
260181_at  endo-1,4-beta-glucanase identical to enATGH9B1 AT1G70710 -1.09 -0.12 -0.45 0.669391 0.826966 -6.74
247798_at subtilisin-like serine protease contains s --- AT5G58830 -1.03 -0.04 -0.45 0.669403 0.826966 -6.74
251435_at putative protein hypothetical proteins - A--- --- -1.03 -0.05 -0.45 0.669456 0.826986 -6.74
265282_at unknown protein --- AT2G20380 -1.04 -0.05 -0.45 0.669628 0.827153 -6.74
258170_at unknown protein similar to senescence-a--- AT3G21600 -1.09 -0.12 -0.45 0.669664 0.827153 -6.74
246740_at putative protein --- AT5G27810 1.03 0.04 0.45 0.669789 0.827218 -6.74
254180_at  putative protein hin1 protein homolog, O--- AT4G23930 -1.06 -0.09 -0.45 0.669778 0.827218 -6.74
263850_at hypothetical protein predicted by genefin--- AT2G04480 1.06 0.08 0.45 0.669901 0.827311 -6.74
256217_at hypothetical protein predicted by genem--- AT1G56320 1.07 0.10 0.45 0.669995 0.827383 -6.74
260198_at F12A21.23 hypothetical protein --- AT1G67635 1.03 0.04 0.45 0.670131 0.827506 -6.74
264274_at  disease resistance protein RPS4, putat --- AT1G60320 1.04 0.05 0.45 0.670243 0.827534 -6.74
254644_at  CLE2, putative CLAVATA3/ESR-RelateCLE2 AT4G18510 1.04 0.06 0.44 0.670312 0.827534 -6.74
255765_at  protein kinase, putative contains Pfam p--- AT1G16760 -1.03 -0.04 -0.44 0.670285 0.827534 -6.74
256031_at  choline kinase (GmCK2p), putative sim --- AT1G34100 -1.03 -0.05 -0.44 0.670336 0.827534 -6.74
262423_at hypothetical protein predicted by gensca--- AT1G23450 -1.03 -0.05 -0.45 0.670223 0.827534 -6.74
253462_at  synaptobrevin-like protein synaptobrevi ATVAMP7 AT4G32150 -1.04 -0.06 -0.44 0.670601 0.827719 -6.74



249127_at actin-like protein  ; supported by cDNA: ATARP9 AT5G43500 -1.04 -0.06 -0.44 0.67063 0.827719 -6.74
258711_at  ubiquitin-like protein (UBQ8) identical toUBQ8 AT3G09790 -1.04 -0.05 -0.44 0.670598 0.827719 -6.74
261200_at  60S ribosomal protein L27a, putative si --- AT1G12960 1.04 0.05 0.44 0.670547 0.827719 -6.74
265695_at putative replication protein A1  ;supporteRPA2 AT2G24490 -1.10 -0.14 -0.44 0.670696 0.827755 -6.74
264715_at hypothetical protein contains similarity to--- AT1G70180 -1.04 -0.05 -0.44 0.670794 0.827832 -6.74
264431_at  RNA polymerase II subunit (hsRPB10), --- AT1G61700 -1.04 -0.06 -0.44 0.670889 0.827904 -6.74
259432_at  myb-related protein, putative similar to m--- AT1G01520 1.05 0.07 0.44 0.671021 0.828022 -6.74
248907_at putative protein contains similarity to unk--- AT5G46340 -1.03 -0.05 -0.44 0.67128 0.828055 -6.74
255952_at  MADS-box protein (ZAP1), putative simAGL104 AT1G22130 -1.03 -0.04 -0.44 0.671189 0.828055 -6.74
258948_at putative sulfite oxidase similar to sulfite oSOX AT3G01910 1.03 0.04 0.44 0.671246 0.828055 -6.74
263407_at bZIP protein (AtbZIP48) to be published AtbZIP48 AT2G04038 -1.03 -0.05 -0.44 0.671202 0.828055 -6.74
252645_at  bZIP transcription factor -like protein DcDPBF2 AT3G44460 1.04 0.05 0.44 0.671122 0.828055 -6.74
259779_s_ahypothetical protein predicted by genem--- AT1G29620 / -1.04 -0.05 -0.44 0.671302 0.828055 -6.74
260376_at putative cytochrome P-450 similar to cytCYP78A10AT1G74110 -1.03 -0.05 -0.44 0.671263 0.828055 -6.74
257817_at  putative RNA-binding protein contains P--- AT3G25150 1.04 0.05 0.44 0.671383 0.828073 -6.74
260387_at putative flavonol sulfotransferase similarSOT16 AT1G74100 1.09 0.13 0.44 0.671425 0.828073 -6.74
261811_at  DNA polymerase epsilon catalytic subu TIL1 AT1G08260 -1.05 -0.08 -0.44 0.671415 0.828073 -6.74
262280_at unknown protein --- AT1G68580 1.07 0.10 0.44 0.67171 0.828272 -6.74
247403_at  putative protein hypersensitive-induced --- AT5G62740 1.04 0.05 0.44 0.671872 0.828272 -6.74
262260_at  major latex protein (MLP149), putative sMLP34 AT1G70850 1.05 0.07 0.44 0.67168 0.828272 -6.74
253103_at  putative auxin-induced protein high sim --- AT4G36110 1.19 0.25 0.44 0.671913 0.828272 -6.74
250687_at putative protein similar to unknown prote--- AT5G06660 1.03 0.04 0.44 0.671894 0.828272 -6.74
262556_at hypothetical protein --- AT1G31370 -1.03 -0.05 -0.44 0.671832 0.828272 -6.74
262723_at hypothetical protein predicted by genem--- AT1G43630 1.05 0.07 0.44 0.671882 0.828272 -6.74
267324_at hypothetical protein predicted by gensca--- AT2G19360 1.03 0.04 0.44 0.671806 0.828272 -6.74
260906_at hypothetical protein predicted by genem--- AT1G02540 -1.03 -0.05 -0.44 0.671767 0.828272 -6.74
258670_at unknown protein --- AT3G08810 -1.04 -0.06 -0.44 0.671954 0.828278 -6.74
246208_at hypothetical protein ; supported by cDNASFH12 AT4G36490 1.04 0.05 0.44 0.672053 0.828354 -6.74
254858_at  putative protein other predicted proteins--- AT4G12070 1.04 0.05 0.44 0.672244 0.828545 -6.74
253756_at Cdk-activating kinase CAK1At ; supporteCAK1AT AT4G28980 1.03 0.04 0.44 0.672348 0.828629 -6.74
252356_at putative protein various predicted protein--- --- 1.05 0.07 0.44 0.672413 0.828664 -6.74
263175_at hypothetical protein similar to unknown p--- AT1G05510 1.03 0.04 0.44 0.672472 0.828692 -6.74
254282_at hypothetical protein --- AT4G22860 -1.03 -0.05 -0.44 0.672799 0.828960 -6.74
263462_at similar to Ariadne protein from Drosophi ARI11 AT2G31780 1.03 0.05 0.44 0.672796 0.828960 -6.74
265358_at putative HesB-like protein  ; supported b--- AT2G16710 1.05 0.07 0.44 0.672798 0.828960 -6.74



246066_at  putative protein predicted proteins, HomSMG7 AT5G19400 1.04 0.06 0.44 0.672891 0.828984 -6.74
262443_at Expressed protein ; supported by full-len--- AT1G47655 1.05 0.07 0.44 0.672882 0.828984 -6.74
260208_s_aunknown protein similar to Ca+2-binding--- AT1G70670 / 1.07 0.10 0.44 0.673097 0.829188 -6.74
247269_at alternative oxidase 2 (sp|O22049) AOX2 AT5G64210 1.03 0.05 0.44 0.673166 0.829188 -6.74
259777_at  zinc finger protein, putative similar to G --- AT1G29570 1.03 0.05 0.44 0.673164 0.829188 -6.74
261364_at dynamin-like protein similar to GB:U255 --- AT1G53140 1.04 0.06 0.44 0.673373 0.829225 -6.74
250615_at putative protein ankyrins - different spec--- AT5G07270 -1.04 -0.06 -0.44 0.67332 0.829225 -6.74
260850_at  glucose 6 phosphate/phosphate translo--- AT1G21870 -1.04 -0.06 -0.44 0.673354 0.829225 -6.74
254139_at hypothetical protein --- AT4G24600 1.04 0.06 0.44 0.673269 0.829225 -6.74
261878_at  cytochrome P450, putative similar to CYCYP705A2AT1G50560 1.03 0.05 0.44 0.673378 0.829225 -6.74
245684_at Expressed protein ; supported by cDNA RHF2A AT5G22000 1.03 0.05 0.44 0.673467 0.829249 -6.74
263549_at unknown protein MEE3 AT2G21650 -1.16 -0.21 -0.44 0.673469 0.829249 -6.74
256969_at unknown protein --- AT3G21080 1.13 0.18 0.44 0.673539 0.829289 -6.74
264744_at hypothetical protein predicted by genem--- AT1G62050 1.07 0.09 0.44 0.673681 0.829420 -6.74
260104_x_ahypothetical protein predicted by genem--- AT1G35410 1.04 0.06 0.44 0.67372 0.829423 -6.74
AFFX-BioDnE. coli /GEN=bioD /DB_XREF=gb:J0442--- --- 1.09 0.12 0.44 0.673813 0.829426 -6.74
247411_at putative protein contains similarity to unk--- AT5G63000 -1.04 -0.06 -0.44 0.673826 0.829426 -6.74
265420_s_ahypothetical protein predicted by genscaBRX AT1G31880 / 1.05 0.07 0.44 0.673831 0.829426 -6.74
250746_at glucuronosyl transferase-like protein --- AT5G05880 1.03 0.04 0.44 0.673953 0.829503 -6.74
257425_at hypothetical protein similar to heat shoc --- AT1G60400 1.05 0.07 0.44 0.673966 0.829503 -6.74
249109_at auxin-induced protein AUX2-11 (sp P33 ATAUX2-1AT5G43700 -1.13 -0.18 -0.44 0.674278 0.829707 -6.75
264088_at unknown protein emb1381 AT2G31340 -1.04 -0.05 -0.44 0.674232 0.829707 -6.75
258763_s_aputative beta-mannan endohydrolase sim--- AT3G10900 / 1.03 0.04 0.44 0.674175 0.829707 -6.74
257354_x_ahypothetical protein predicted by genefin--- --- -1.04 -0.06 -0.44 0.674256 0.829707 -6.75
254174_at putative protein various predicted proteinYSL1 AT4G24120 -1.06 -0.08 -0.44 0.674413 0.829714 -6.75
249174_at putative protein similar to unknown prote--- AT5G42900 -1.07 -0.09 -0.44 0.67437 0.829714 -6.75
256773_at hypothetical protein predicted by genem--- AT3G13630 -1.04 -0.05 -0.44 0.674328 0.829714 -6.75
259336_at hypothetical protein C-term portion simil SDG20 AT3G03750 1.06 0.08 0.44 0.674567 0.829714 -6.75
248439_at putative protein similar to unknown prote--- AT5G51250 -1.03 -0.05 -0.44 0.674506 0.829714 -6.75
265133_s_aunknown protein similar to hypothetical p--- AT1G51240 / -1.03 -0.04 -0.44 0.674574 0.829714 -6.75
247451_at MYB99  ; supported by cDNA: gi_15375ATMYB99 AT5G62320 1.04 0.06 0.44 0.674534 0.829714 -6.75
248090_at putative protein contains similarity to NPMAPKKK1 AT5G55090 1.03 0.04 0.44 0.674508 0.829714 -6.75
252191_at  putative protein various predicted genes--- AT3G50180 1.04 0.06 0.44 0.674669 0.829768 -6.75
265936_at putative potassium/proton antiporter ATKEA4 AT2G19600 -1.04 -0.06 -0.44 0.674691 0.829768 -6.75
255463_at  putative polyprotein of LTR transposon --- --- 1.04 0.05 0.44 0.674764 0.829799 -6.75



251607_at hypothetical protein --- AT3G57850 1.03 0.05 0.44 0.674789 0.829799 -6.75
261597_at hypothetical protein predicted by genemPUB26 AT1G49780 -1.14 -0.19 -0.44 0.67485 0.829829 -6.75
259772_at hypothetical protein predicted by genem--- AT1G29480 1.03 0.04 0.44 0.674945 0.829901 -6.75
245278_at syntaxin ; supported by cDNA: gi_21493SYP23 AT4G17730 -1.05 -0.07 -0.44 0.675071 0.830011 -6.75
252484_at  glucuronosyl transferase-like protein glu--- AT3G46690 1.04 0.06 0.44 0.675334 0.830166 -6.75
249716_at sterile apetala (emb|CAA11128.1) SAP AT5G35770 -1.04 -0.05 -0.44 0.675343 0.830166 -6.75
248109_at DNA topoisomerase I TOP1BETAAT5G55310 1.03 0.05 0.44 0.675335 0.830166 -6.75
253128_at  Calcium-dependent serine/threonine proCPK18 AT4G36070 1.03 0.04 0.44 0.675237 0.830166 -6.75
256944_at unknown protein similar to unknown pro VRN1 AT3G18990 1.05 0.07 0.44 0.675504 0.830305 -6.75
259375_at putative APG protein similar to anter-spe--- AT3G16370 1.39 0.47 0.44 0.675622 0.830305 -6.75
262262_at unknown protein identical to unknown pr--- AT1G70780 / 1.06 0.08 0.44 0.675634 0.830305 -6.75
257261_s_ahypothetical protein contains Pfam profil --- AT3G21920 / 1.03 0.04 0.44 0.675599 0.830305 -6.75
263192_at  hypothetical protein putative acetyl-CoAACC1 AT1G36160 -1.05 -0.07 -0.44 0.675638 0.830305 -6.75
250710_at MYB family transcription factor-like MYB33 AT5G06100 -1.03 -0.05 -0.44 0.675705 0.830343 -6.75
262400_at unknown protein ; supported by cDNA: gRTV1 AT1G49480 -1.03 -0.04 -0.44 0.675762 0.830369 -6.75
246220_at putative protein ; supported by cDNA: gi --- AT4G37210 -1.03 -0.05 -0.44 0.67583 0.830407 -6.75
259674_at thaumatin-like protein similar to thaumat --- AT1G77700 1.04 0.06 0.44 0.675891 0.830423 -6.75
245056_at putative glucosyltransferase UGT76D1 AT2G26480 1.05 0.07 0.44 0.67594 0.830423 -6.75
267443_at hypothetical protein predicted by genefin--- AT2G19000 1.03 0.04 0.44 0.675952 0.830423 -6.75
256128_at  laccase, putative similar to high-pI laccaLAC1 AT1G18140 -1.04 -0.05 -0.44 0.676057 0.830507 -6.75
264060_at hypothetical protein predicted by gensca--- AT2G27980 1.03 0.04 0.44 0.676162 0.830591 -6.75
265333_at hypothetical protein predicted by genscaAtHB24 AT2G18350 -1.05 -0.07 -0.44 0.676203 0.830597 -6.75
247729_at  1-aminocyclopropane-1-carboxylate oxi --- AT5G59530 1.07 0.10 0.44 0.676474 0.830622 -6.75
262891_at  ent-kaurene synthase, putative similar t GA2 AT1G79460 1.06 0.08 0.44 0.676368 0.830622 -6.75
267311_at hypothetical protein --- AT2G34670 1.03 0.04 0.44 0.676493 0.830622 -6.75
261809_at  rac GTPase activating protein, putative --- AT1G08340 1.05 0.07 0.44 0.676514 0.830622 -6.75
250632_at  putative protein cyclin 2 - TrypanosomaCYCP4;3 AT5G07450 1.04 0.06 0.44 0.676301 0.830622 -6.75
251913_at putative protein several malat dehydroge--- AT3G53910 1.03 0.05 0.44 0.676292 0.830622 -6.75
255393_at hypothetical protein --- --- -1.03 -0.04 -0.44 0.676497 0.830622 -6.75
263007_at hypothetical protein contains similarity to--- AT1G54260 -1.03 -0.05 -0.44 0.676461 0.830622 -6.75
265228_s_ahypothetical protein --- AT2G07698 -1.04 -0.06 -0.44 0.676609 0.830693 -6.75
253550_at  putative protein kinase serine/threonineSIP3 AT4G30960 1.06 0.09 0.44 0.67683 0.830920 -6.75
261011_at cytochrome b5 similar to cytochrome b5 CB5-A AT1G26340 1.04 0.06 0.44 0.676942 0.831013 -6.75
250483_at  alpha-hydroxynitrile lyase-like protein a MES5 AT5G10300 1.05 0.07 0.44 0.677113 0.831177 -6.75
256570_at unknown protein  ; supported by cDNA: --- AT3G19540 1.03 0.04 0.43 0.677318 0.831178 -6.75



250298_at  putative protein NLI-interacting factor is --- AT5G11860 -1.04 -0.05 -0.43 0.677368 0.831178 -6.75
251317_at  putative protein polygalacturonase - Zea--- AT3G61490 -1.06 -0.08 -0.43 0.677304 0.831178 -6.75
246109_at hypothetical protein (fragment?) --- AT5G20120 -1.04 -0.06 -0.43 0.677282 0.831178 -6.75
262356_at hypothetical protein predicted by genem--- AT1G73000 1.03 0.05 0.43 0.677294 0.831178 -6.75
253501_at predicted protein predicted protein on BAHSL1 AT4G32010 1.04 0.05 0.43 0.677298 0.831178 -6.75
254828_at putative cell wall-plasma membrane discAIR1 AT4G12550 1.03 0.05 0.43 0.677334 0.831178 -6.75
256974_at unknown protein similar to putative retro--- --- -1.03 -0.04 -0.43 0.677477 0.831250 -6.75
265802_at predicted protein --- AT2G35733 -1.04 -0.06 -0.43 0.677499 0.831250 -6.75
261115_at hypothetical protein predicted by genem--- AT1G75360 1.03 0.04 0.43 0.677684 0.831432 -6.75
263884_at hypothetical protein predicted by gensca--- AT2G36920 1.03 0.04 0.43 0.677792 0.831519 -6.75
246613_at acetyl-CoA carboxylase  ;supported by f CAC2 AT5G35360 -1.05 -0.06 -0.43 0.678042 0.831695 -6.75
267416_at putative phosphatidylinositol-glycan syntSETH1 AT2G34980 1.03 0.05 0.43 0.678045 0.831695 -6.75
254152_at hypothetical protein --- AT4G24410 -1.03 -0.04 -0.43 0.678037 0.831695 -6.75
254859_at  putative protein Arabidopsis thaliana Cl --- AT4G12060 -1.05 -0.06 -0.43 0.678225 0.831696 -6.75
256067_at unknown protein ;supported by full-lengt --- AT1G07170 -1.05 -0.07 -0.43 0.678228 0.831696 -6.75
261583_at pyruvate dehydrogenase E1 alpha subu PDH-E1 A AT1G01090 1.03 0.05 0.43 0.67813 0.831696 -6.75
259032_at  hypothetical protein similar to hypothetic--- AT3G09380 1.03 0.04 0.43 0.678149 0.831696 -6.75
248949_at putative protein strong similarity to unkn --- AT5G45570 -1.03 -0.04 -0.43 0.678176 0.831696 -6.75
254987_s_ahypothetical protein --- AT4G10660 / -1.03 -0.04 -0.43 0.678266 0.831698 -6.75
265097_at unknown protein BARD1 AT1G04020 1.06 0.08 0.43 0.678427 0.831822 -6.75
265108_s_a similar to flavin-binding monooxygenase--- AT1G62620 / 1.04 0.06 0.43 0.678513 0.831822 -6.75
248598_at putative protein contains similarity to unk--- AT5G49370 1.04 0.06 0.43 0.678511 0.831822 -6.75
247196_at putative protein similar to unknown proteAIL7 AT5G65510 1.03 0.04 0.43 0.67848 0.831822 -6.75
255642_at hypothetical protein iqd17 AT4G00820 -1.06 -0.09 -0.43 0.678632 0.831923 -6.75
246263_at unknown protein --- AT1G31780 -1.05 -0.06 -0.43 0.67882 0.832083 -6.75
258798_at hypothetical protein predicted by genem--- AT3G04540 1.04 0.05 0.43 0.678901 0.832083 -6.75
256182_at Expressed protein ; supported by full-lenSYP81 AT1G51740 -1.05 -0.07 -0.43 0.678908 0.832083 -6.75
254538_at  putative protein chitinase / lysozyme PZ--- AT4G19740 -1.03 -0.04 -0.43 0.678896 0.832083 -6.75
245807_at AP2 domain containing protein RAP2.1 RAP2.1 AT1G46768 -1.08 -0.11 -0.43 0.679058 0.832222 -6.75
262685_at unknown protein ; supported by cDNA: g--- AT1G76010 -1.05 -0.07 -0.43 0.679302 0.832297 -6.75
256841_x_ahypothetical protein predicted by genem--- --- -1.06 -0.08 -0.43 0.679294 0.832297 -6.75
252753_at hypothetical protein --- AT3G43500 1.04 0.05 0.43 0.679215 0.832297 -6.75
246032_s_aputative protein --- --- 1.04 0.05 0.43 0.67918 0.832297 -6.75
263011_at conserved hypothetical protein protein s --- AT1G23250 -1.03 -0.05 -0.43 0.679277 0.832297 -6.75
250612_s_a putative protein ARR2 protein - ArabidoARR13 AT2G27070 / 1.05 0.07 0.43 0.679389 0.832360 -6.75



249722_at putative protein similar to unknown prote--- AT5G35430 -1.03 -0.04 -0.43 0.679648 0.832632 -6.75
252028_at hypothetical protein --- AT3G52640 -1.06 -0.08 -0.43 0.679979 0.832992 -6.75
250233_at  putative protein weak homology with preIQD11 AT5G13460 1.13 0.17 0.43 0.680034 0.833015 -6.75
247733_at  putative protein heat shock protein 40 D--- AT5G59610 -1.05 -0.08 -0.43 0.680083 0.833030 -6.75
255167_at  putative protein  hypothetical protein T2--- --- 1.03 0.04 0.43 0.680125 0.833037 -6.75
260021_at unknown protein --- AT1G30010 -1.06 -0.09 -0.43 0.680229 0.833120 -6.75
257808_at  unknown protein, putative contains Pfam--- AT3G26935 1.03 0.05 0.43 0.680277 0.833134 -6.75
259450_at hypothetical protein predicted by genemDRL1 AT1G13870 1.04 0.06 0.43 0.680543 0.833414 -6.75
255751_at  terpene synthase family protein, putativ --- AT1G31950 1.04 0.06 0.43 0.680639 0.833488 -6.75
247097_at  mannan endo-1,4-beta-mannosidase   --- AT5G66460 1.05 0.07 0.43 0.680718 0.833540 -6.75
250904_at subtilisin-like serine protease contains s --- AT5G03620 -1.03 -0.04 -0.43 0.680823 0.833579 -6.75
254183_at  putative protein predicted protein, Arabi --- AT4G23960 -1.04 -0.05 -0.43 0.680793 0.833579 -6.75
248432_at putative protein similar to unknown prote--- AT5G51390 1.08 0.11 0.43 0.681042 0.833802 -6.75
255616_at hypothetical protein --- AT4G01290 -1.05 -0.08 -0.43 0.681147 0.833885 -6.75
253094_at  putative protein DnaJ-like protein, Phas--- AT4G37480 -1.03 -0.04 -0.43 0.681263 0.833983 -6.75
257488_s_aputative RING-finger protein --- AT1G36950 / 1.03 0.04 0.43 0.681337 0.834029 -6.75
260448_at hypothetical protein predicted by gensca--- AT1G72410 1.04 0.05 0.43 0.681497 0.834059 -6.75
255903_at  myb-like protein, putative similar to mybMYB52 AT1G17950 -1.03 -0.04 -0.43 0.681467 0.834059 -6.75
248873_at disease resistance protein-like --- AT5G46450 -1.11 -0.15 -0.43 0.681437 0.834059 -6.75
254173_at  putative protein Kaposi's sarcoma-asso REN1 AT4G24580 -1.03 -0.04 -0.43 0.681508 0.834059 -6.75
252399_at  putative cyclic nucleotide-gated channeCNGC16 AT3G48010 1.03 0.04 0.43 0.68169 0.834224 -6.75
247165_at transcription factor-like protein  ; supportMYB68 AT5G65790 1.03 0.04 0.43 0.681716 0.834224 -6.75
250387_at  putative protein predicted proteins, Arab--- AT5G11290 1.03 0.04 0.43 0.681783 0.834262 -6.75
254197_at  trehalase - like protein trehalase 1 GMTTRE1 AT4G24040 -1.05 -0.08 -0.43 0.681863 0.834315 -6.75
252313_at  RNA-binding - like protein RNA-binding CID10 AT3G49390 1.06 0.09 0.43 0.681913 0.834332 -6.75
265242_at hypothetical protein --- AT2G07705 -1.06 -0.09 -0.43 0.682084 0.834496 -6.75
248829_at putative protein contains similarity to Ba --- AT5G47130 -1.05 -0.08 -0.43 0.682124 0.834499 -6.75
251975_at  CDC48 - like protein transitional endopl --- AT3G53230 1.11 0.16 0.43 0.682352 0.834734 -6.75
254974_at  putative flavanone 3-beta-hydroxylase n--- AT4G10490 1.03 0.04 0.43 0.682426 0.834780 -6.75
251632_at hypothetical protein --- AT3G57440 -1.04 -0.06 -0.43 0.682494 0.834818 -6.75
252582_at putative protein several hypothetical pro --- AT3G45530 1.03 0.05 0.43 0.682619 0.834926 -6.75
246902_at putative protein --- AT5G25640 -1.03 -0.04 -0.43 0.682757 0.835050 -6.75
247253_at  beta-1,3-glucanase  --- AT5G64790 1.11 0.15 0.43 0.682802 0.835060 -6.75
255017_at hypothetical protein  ;supported by full-leCNX7 AT4G10100 -1.04 -0.05 -0.43 0.682856 0.835082 -6.75
257226_at hypothetical protein predicted by genem--- AT3G27880 1.09 0.13 0.43 0.683159 0.835176 -6.75



252592_at mitogen-activated protein kinase 3  ; supNAXT1 AT3G45640 / 1.10 0.14 0.43 0.683227 0.835176 -6.75
249492_at germin-like protein (GLP2a) copy1 GER2 AT5G39130 / -1.03 -0.04 -0.43 0.683252 0.835176 -6.75
265994_at putative multispanning membrane prote --- AT2G24170 -1.08 -0.11 -0.43 0.683269 0.835176 -6.75
257560_at  galactosyltransferase, putative contains--- AT3G14960 1.03 0.04 0.43 0.682979 0.835176 -6.75
253887_at  putative protein isp4 protein, Schizosac OPT6 AT4G27730 -1.09 -0.12 -0.43 0.683184 0.835176 -6.75
265856_at hypothetical protein predicted by genefinLBD16 AT2G42430 -1.05 -0.07 -0.43 0.683271 0.835176 -6.75
264036_at hypothetical protein similar to hypothetic--- AT2G03810 1.05 0.07 0.43 0.683076 0.835176 -6.75
AFFX-r2-P1 Bacteriophage P1 /GEN=cre /DB_XREF--- --- 1.06 0.08 0.43 0.683299 0.835176 -6.75
265890_s_aEn/Spm-like transposon protein related t--- --- 1.03 0.04 0.43 0.683226 0.835176 -6.75
254660_at  receptor serine/threonine kinase-like pro--- AT4G18250 1.06 0.08 0.43 0.683498 0.835215 -6.75
267228_at putative polygalacturonase --- AT2G43890 1.03 0.04 0.43 0.6834 0.835215 -6.75
262709_at  unknown protein ESTs gb|F15498, gb|HSYP51 AT1G16240 1.04 0.06 0.43 0.683459 0.835215 -6.75
252576_s_a clpC-like protein AtClpC - Arabidopsis t --- AT3G45450 / 1.06 0.08 0.43 0.683514 0.835215 -6.75
252159_at hypothetical protein --- AT3G50540 1.03 0.05 0.43 0.683457 0.835215 -6.75
256939_at  multicatalytic endopeptidase complex, pPBD1 AT3G22630 -1.05 -0.07 -0.43 0.6836 0.835275 -6.75
254996_at  putative protein kinase CLV1 receptor k--- AT4G10390 -1.04 -0.06 -0.43 0.683705 0.835359 -6.75
265380_at putative retroelement pol polyprotein --- --- 1.03 0.05 0.43 0.683768 0.835391 -6.75
259391_s_a delta 9 desaturase, putative similar to d --- AT1G06350 / 1.03 0.05 0.43 0.683869 0.835469 -6.75
246221_at step II splicing factor - like protein ; suppSMP2 AT4G37120 1.04 0.05 0.43 0.683953 0.835482 -6.75
256642_at hypothetical protein similar to hypothetic--- AT3G32280 1.03 0.04 0.43 0.683927 0.835482 -6.75
249114_at putative protein similar to unknown prote--- --- 1.04 0.06 0.43 0.683994 0.835488 -6.75
257633_at hypothetical protein CYP86C2 AT3G26125 -1.03 -0.04 -0.43 0.684035 0.835493 -6.75
260609_at putative receptor protein kinase --- AT2G43690 1.03 0.05 0.42 0.684128 0.835563 -6.75
260490_at  ATP-dependent transmembrane transp CER5 AT1G51500 1.07 0.10 0.42 0.684492 0.835786 -6.75
259822_at  myb-related transcription factor, putativeMYB20 AT1G66230 1.07 0.10 0.42 0.684531 0.835786 -6.75
255271_at putative protein (ubiquitin like) to various--- AT4G05260 1.04 0.05 0.42 0.684387 0.835786 -6.75
251761_at  glucuronosyl transferase - like protein g--- AT3G55700 -1.05 -0.07 -0.42 0.684436 0.835786 -6.75
248893_at unknown protein --- AT5G46310 1.04 0.06 0.42 0.684382 0.835786 -6.75
253931_at  putative CDP-diacylglycerol synthetase --- AT4G26770 1.04 0.05 0.42 0.68453 0.835786 -6.75
246724_at  putative protein CDPK substrate protein--- AT5G29000 -1.04 -0.06 -0.42 0.68484 0.835849 -6.75
257905_at unknown protein --- --- -1.04 -0.05 -0.42 0.6848 0.835849 -6.75
246424_at Exportin1 (XPO1) protein  ; supported byXPO1A AT5G17020 -1.04 -0.06 -0.42 0.684814 0.835849 -6.75
261868_s_ahypothetical protein contains similarity to--- AT1G11450 / 1.02 0.04 0.42 0.684673 0.835849 -6.75
258096_at hypothetical protein similar to putative p --- AT3G23650 -1.04 -0.05 -0.42 0.684839 0.835849 -6.75
261504_at  MADS-box protein identical to GB:AAC4AGL12 AT1G71692 -1.04 -0.06 -0.42 0.684697 0.835849 -6.75



254279_at Expressed protein ; supported by full-len--- AT4G22750 1.04 0.05 0.42 0.684781 0.835849 -6.75
254380_at putative protein --- AT4G21865 1.12 0.16 0.42 0.684959 0.835951 -6.75
248514_s_aunknown protein --- AT5G50510 / -1.03 -0.04 -0.42 0.685004 0.835960 -6.75
255612_at hypothetical protein --- AT4G01240 1.05 0.06 0.42 0.685058 0.835978 -6.75
248571_at putative protein similar to unknown prote--- --- -1.03 -0.04 -0.42 0.685091 0.835978 -6.75
258251_at unknown protein  ; supported by full-leng--- AT3G15810 -1.04 -0.05 -0.42 0.685241 0.836116 -6.75
263102_at unknown protein --- AT2G05270 -1.03 -0.04 -0.42 0.685347 0.836201 -6.75
252676_at putative protein --- AT3G44280 -1.03 -0.04 -0.42 0.685432 0.836259 -6.75
259304_at putative nucleotide repair protein similar ERCC1 AT3G05210 -1.03 -0.05 -0.42 0.685515 0.836271 -6.75
262814_at putative heat-shock protein strong simila--- AT1G11660 -1.03 -0.04 -0.42 0.685491 0.836271 -6.75
266263_at putative flavonol sulfotransferase --- AT2G27570 1.03 0.05 0.42 0.685667 0.836342 -6.75
259494_at  mitotic checkpoint protein, putative simi --- AT1G15850 -1.04 -0.06 -0.42 0.685645 0.836342 -6.75
263346_at En/Spm-like transposon protein related t--- --- 1.03 0.05 0.42 0.685683 0.836342 -6.75
252384_at  ABC-type transport protein-like protein AATH7 AT3G47790 -1.03 -0.04 -0.42 0.685759 0.836389 -6.75
261383_at hypothetical protein predicted by genem--- AT1G05380 -1.04 -0.05 -0.42 0.685929 0.836553 -6.75
255218_at putative athila transposon protein --- --- 1.03 0.04 0.42 0.686111 0.836729 -6.75
248754_at putative protein contains similarity to CCNF-YB6 AT5G47670 1.03 0.04 0.42 0.686162 0.836747 -6.75
249776_at unknown protein --- AT5G24170 -1.05 -0.07 -0.42 0.686241 0.836799 -6.75
247124_at  prolyl 4-hydroxylase, alpha subunit-like --- AT5G66060 1.03 0.04 0.42 0.68629 0.836814 -6.75
AFFX-BioB- E. coli /GEN=bioB /DB_XREF=gb:J0442--- --- 1.11 0.14 0.42 0.686334 0.836823 -6.75
257900_at hypothetical protein predicted by genem--- AT3G28420 1.03 0.04 0.42 0.686439 0.836870 -6.75
259457_at  auxin response factor 1, putative simila ARF23 AT1G43950 1.03 0.04 0.42 0.686446 0.836870 -6.75
247820_at serine/threonine protein kinase ; supportSIP1 AT5G58380 1.05 0.06 0.42 0.686628 0.837032 -6.75
253261_at  putative protein mRNA, partial cds, SchCHB3 AT4G34430 -1.04 -0.05 -0.42 0.686652 0.837032 -6.75
260136_at hypothetical protein predicted by genem--- AT1G66360 -1.03 -0.05 -0.42 0.686885 0.837270 -6.75
246048_at putative protein --- --- -1.04 -0.05 -0.42 0.68708 0.837464 -6.75
258445_at putative lipoxygenase similar to lipoxygeLOX5 AT3G22400 -1.06 -0.08 -0.42 0.687278 0.837660 -6.75
261343_s_aputative protein hypothetical proteins - d--- --- 1.03 0.04 0.42 0.6875 0.837805 -6.75
254223_at  putative protein Pennisetum ciliare poss--- AT4G23730 -1.03 -0.04 -0.42 0.687507 0.837805 -6.75
249170_at abscisic acid responsive elements-bindi --- AT5G42910 1.03 0.04 0.42 0.687497 0.837805 -6.75
256187_at 55 kDa B regulatory subunit of phosphatATB ALPHAT1G51690 1.04 0.06 0.42 0.687655 0.837940 -6.75
249760_at (+)-delta-cadinene synthase (d-cadineneTPS21 AT5G23960 1.03 0.04 0.42 0.6877 0.837951 -6.75
267191_at similar to Mlo proteins from H. vulgare  ; MLO15 AT2G44110 1.05 0.07 0.42 0.687763 0.837983 -6.75
254060_at  putative protein polytropic murine leuka SHB1 AT4G25350 1.06 0.09 0.42 0.688036 0.838270 -6.75
263189_at hypothetical protein similar to hypothetic--- AT1G36100 1.03 0.04 0.42 0.688101 0.838305 -6.75



252847_at  putative transposase hypothetical prote --- AT3G42170 -1.04 -0.05 -0.42 0.688206 0.838388 -6.75
261697_at hypothetical protein identical to hypothet--- AT1G32610 -1.06 -0.08 -0.42 0.688254 0.838402 -6.75
246063_at  putative protein predicted proteins, Arab--- AT5G19340 1.03 0.04 0.42 0.688524 0.838665 -6.75
253164_at Expressed protein ; supported by full-len--- AT4G35725 1.03 0.05 0.42 0.688544 0.838665 -6.75
263751_at putative kinesin heavy chain --- AT2G21300 1.06 0.08 0.42 0.68945 0.839724 -6.76
247384_at protein kinase  ; supported by cDNA: gi_--- AT5G63370 1.06 0.08 0.42 0.689546 0.839797 -6.76
257913_at unknown protein  ; supported by cDNA: LAG1 AT3G25540 1.04 0.05 0.42 0.689672 0.839890 -6.76
252791_at  transposase - like protein putative trans--- --- 1.03 0.04 0.42 0.689697 0.839890 -6.76
259125_at unknown protein Pfam HMM hit: Regula --- AT3G02300 -1.03 -0.04 -0.42 0.68979 0.839959 -6.76
259706_at unknown protein similar to GB:AAD4143--- AT1G77540 1.04 0.05 0.42 0.689875 0.840017 -6.76
266918_at putative LIM-domain protein --- AT2G45800 1.03 0.04 0.42 0.690019 0.840058 -6.76
261442_at Expressed protein ; supported by full-len--- AT1G28375 -1.03 -0.05 -0.42 0.689951 0.840058 -6.76
256423_at  serine carboxypeptidase, putative similascpl18 AT1G33540 1.03 0.04 0.42 0.68999 0.840058 -6.76
261870_at  nuclear transport factor 2, putative similNTL AT1G11570 1.04 0.05 0.42 0.69006 0.840063 -6.76
258591_at hypothetical protein  ; supported by full-l --- AT3G04360 1.03 0.04 0.42 0.690192 0.840179 -6.76
255429_at hypothetical protein --- AT4G03410 1.05 0.06 0.42 0.690338 0.840313 -6.76
249525_at putative protein similar to unknown prote--- AT5G38650 -1.03 -0.04 -0.42 0.690445 0.840329 -6.76
265155_at  putative major latex protein type 1 simila--- AT1G30990 1.03 0.05 0.42 0.690473 0.840329 -6.76
255648_at coded for by A. thaliana cDNA T20730 --- AT4G00910 -1.03 -0.04 -0.42 0.690499 0.840329 -6.76
252870_at adenosine-5-phosphosulfate-kinase AKN2 AT4G39940 -1.13 -0.18 -0.42 0.690444 0.840329 -6.76
246235_at putative protein --- AT4G36830 -1.04 -0.06 -0.42 0.690555 0.840352 -6.76
250455_at unknown protein  ; supported by full-lengPROPEP4 AT5G09980 -1.05 -0.07 -0.42 0.69068 0.840459 -6.76
257142_at  cytochrome P450, putative contains PfaCYP705A1AT3G20090 1.05 0.06 0.42 0.690901 0.840639 -6.76
259744_at putative ketoacyl-CoA synthase similar tKCS7 AT1G71160 -1.03 -0.04 -0.42 0.690892 0.840639 -6.76
266124_at putative PREG1-like negative regulator cycp3;1 AT2G45080 1.04 0.05 0.42 0.690975 0.840683 -6.76
259774_at  plasma membrane associated protein, p--- AT1G29520 1.05 0.07 0.41 0.691179 0.840798 -6.76
257791_at unknown protein contains Pfam profile:P--- AT3G27110 1.05 0.06 0.41 0.691149 0.840798 -6.76
262828_at major latex protein type1 identical to ma --- AT1G14950 1.06 0.08 0.41 0.691169 0.840798 -6.76
249755_at unknown protein  ;supported by full-leng--- AT5G24580 1.11 0.15 0.41 0.691358 0.840824 -6.76
264486_at hypothetical protein contains similarity to--- AT1G77180 -1.04 -0.06 -0.41 0.691394 0.840824 -6.76
258176_at  B regulatory subunit of PP2A, putative s--- AT3G21650 -1.06 -0.09 -0.41 0.691259 0.840824 -6.76
265068_at hypothetical protein Similar to Kinesin pr--- AT1G55550 -1.03 -0.04 -0.41 0.691373 0.840824 -6.76
252251_at hypothetical protein --- AT3G49820 1.03 0.04 0.41 0.691276 0.840824 -6.76
248368_at mandelonitrile lyase-like protein  ; suppo--- AT5G51950 -1.03 -0.04 -0.41 0.691422 0.840824 -6.76
255376_x_aputative athila-like protein --- --- 1.05 0.07 0.41 0.691485 0.840855 -6.76



250116_at putative protein similar to unknown prote--- AT5G16430 1.04 0.06 0.41 0.691643 0.841001 -6.76
252553_at putative protein --- AT3G45910 -1.03 -0.05 -0.41 0.691678 0.841001 -6.76
252368_at  cytochrome P450-like protein cytochromCYP94B3 AT3G48520 1.08 0.12 0.41 0.69173 0.841019 -6.76
251658_at putative protein strictosidine synthase (E--- AT3G57020 -1.08 -0.11 -0.41 0.691939 0.841223 -6.76
254957_at putative protein  ; supported by full-lengt--- AT4G10970 -1.04 -0.05 -0.41 0.691972 0.841223 -6.76
267235_at unknown protein --- AT2G43945 -1.03 -0.04 -0.41 0.692033 0.841254 -6.76
267171_at putative DOF zinc finger protein DOF2.4 AT2G37590 -1.04 -0.06 -0.41 0.692107 0.841298 -6.76
260115_at  AIG1-like protein similar to AIG1 protein--- AT1G33870 1.04 0.06 0.41 0.692144 0.841298 -6.76
265651_at hypothetical protein predicted by gensca--- AT2G13900 -1.03 -0.04 -0.41 0.692246 0.841378 -6.76
252372_at  aldehyde dehydrogenase (NAD+)-like pALDH2B4 AT3G48000 1.05 0.07 0.41 0.692314 0.841398 -6.76
249429_at putative protein --- AT5G39880 -1.03 -0.04 -0.41 0.692337 0.841398 -6.76
263967_at En/Spm-like transposon protein --- --- -1.03 -0.04 -0.41 0.692381 0.841406 -6.76
250572_at putative protein MIR834A --- -1.05 -0.06 -0.41 0.692616 0.841558 -6.76
265971_at putative retroelement pol polyprotein --- --- -1.03 -0.04 -0.41 0.692571 0.841558 -6.76
248963_at unknown protein --- AT5G45700 -1.04 -0.05 -0.41 0.69261 0.841558 -6.76
260154_at putative histone H2A similar to histone HHTA9 AT1G52740 -1.05 -0.07 -0.41 0.692785 0.841718 -6.76
249083_at prohibitin non-consensus TT acceptor spATPHB7 AT5G44140 -1.03 -0.05 -0.41 0.692912 0.841829 -6.76
261332_s_ahypothetical protein contains similarity to--- --- -1.03 -0.04 -0.41 0.69301 0.841903 -6.76
251306_at  putative DNA-binding protein DNA-bind --- AT3G61260 -1.04 -0.06 -0.41 0.693127 0.841954 -6.76
261215_at  subtilase, putative similar to subtilase G--- AT1G32970 1.03 0.04 0.41 0.693099 0.841954 -6.76
259916_at hypothetical protein predicted by genefin--- AT1G72600 1.03 0.04 0.41 0.693189 0.841985 -6.76
261091_at  protein kinase, putative contains Pfam p--- AT1G07550 1.03 0.05 0.41 0.69324 0.842003 -6.76
263781_at hypothetical protein predicted by genefin--- AT2G46360 1.03 0.04 0.41 0.693348 0.842044 -6.76
260144_at putative ABC transporter similar to breas--- AT1G71960 -1.04 -0.06 -0.41 0.693318 0.842044 -6.76
250357_at  putative protein various predicted prote --- AT5G11730 -1.04 -0.05 -0.41 0.693402 0.842065 -6.76
262148_at  chloroplast-localized small heat shock p--- AT1G52560 -1.07 -0.10 -0.41 0.693489 0.842125 -6.76
257077_at  PR-1 protein, putative similar to PR-1a --- AT3G19690 -1.05 -0.07 -0.41 0.693649 0.842275 -6.76
251949_at  receptor protein kinase -like protein CLV--- AT3G53590 1.04 0.06 0.41 0.693792 0.842297 -6.76
255222_at  putative protein Mitochondrial ATPase (--- AT4G05340 1.03 0.04 0.41 0.693787 0.842297 -6.76
250048_s_a BCS1 - like protein h-bcs1, Homo sapie--- AT5G17740 / 1.03 0.05 0.41 0.693815 0.842297 -6.76
250405_at  ubiquitin-specific protease 22 (UBP22) UBP22 AT5G10790 -1.05 -0.07 -0.41 0.693809 0.842297 -6.76
264974_at unknown protein contains Pfam proifle:PATHB54 AT1G27050 -1.04 -0.05 -0.41 0.693898 0.842353 -6.76
259010_at unknown protein contains helix-loop-hel --- AT3G07340 1.06 0.08 0.41 0.693955 0.842378 -6.76
265412_at putative chloroplast outer membrane proTOC132 AT2G16640 -1.03 -0.04 -0.41 0.694039 0.842411 -6.76
246106_at  receptor-like protein kinase precursor - --- AT5G28680 1.02 0.03 0.41 0.694074 0.842411 -6.76



256097_at unknown protein --- AT1G13670 1.03 0.04 0.41 0.694093 0.842411 -6.76
254851_at  putative disease resistance protein (TM--- AT4G12010 -1.06 -0.09 -0.41 0.694313 0.842632 -6.76
250461_at hypothetical protein --- AT5G10010 1.04 0.06 0.41 0.694464 0.842683 -6.76
263952_s_aunknown protein  ;supported by full-leng--- AT2G35810 / -1.03 -0.05 -0.41 0.694502 0.842683 -6.76
263752_at putative retroelement pol polyprotein --- --- -1.04 -0.06 -0.41 0.694498 0.842683 -6.76
248617_at putative protein similar to unknown prote--- AT5G49590 1.03 0.04 0.41 0.694443 0.842683 -6.76
255560_at  hypothetical protein similar to C. elegan--- AT4G02030 -1.03 -0.04 -0.41 0.694724 0.842908 -6.76
255980_at hypothetical protein ;supported by full-le --- AT1G33970 -1.04 -0.05 -0.41 0.694768 0.842916 -6.76
258443_at unknown protein --- AT3G22290 1.04 0.05 0.41 0.694814 0.842926 -6.76
261400_at  protein phosphatase-2C, putative simila--- AT1G79630 -1.05 -0.07 -0.41 0.694854 0.842930 -6.76
248306_at unknown protein  ; supported by cDNA: WRKY27 AT5G52830 1.05 0.08 0.41 0.695039 0.843110 -6.76
250684_at zinc finger-like protein GIS2 AT5G06650 1.03 0.05 0.41 0.695277 0.843264 -6.76
262917_at hypothetical protein contains similarity to--- AT1G64800 -1.04 -0.06 -0.41 0.695261 0.843264 -6.76
251750_at  glucuronosyl transferase - like protein g--- AT3G55710 -1.05 -0.07 -0.41 0.69521 0.843264 -6.76
254428_at  putative protein Human mRNA for KIAAZAC AT4G21160 1.03 0.05 0.41 0.69533 0.843283 -6.76
261073_at hypothetical protein predicted by genem--- AT1G07300 1.03 0.05 0.41 0.69539 0.843311 -6.76
264051_at hypothetical protein predicted by gensca--- AT2G22340 -1.03 -0.05 -0.41 0.69543 0.843315 -6.76
264977_at unknown protein --- AT1G27090 -1.06 -0.08 -0.41 0.69561 0.843334 -6.76
260419_at putative protein kinase contains Pfam pr--- AT1G69730 1.09 0.12 0.41 0.695488 0.843334 -6.76
248250_at cyclic nucleotide-regulated ion channel (CNGC1 AT5G53130 -1.07 -0.10 -0.41 0.695529 0.843334 -6.76
260621_at  carbonic anhydrase, putative  ACA5 AT1G08065 -1.03 -0.05 -0.41 0.69563 0.843334 -6.76
247631_at  putative MADS box protein various predAGL62 AT5G60440 1.03 0.04 0.41 0.695602 0.843334 -6.76
249277_at GDSL-motif lipase/hydrolase-like protein--- AT5G41890 1.09 0.13 0.41 0.69573 0.843409 -6.76
261922_at  amp-binding protein, putative similar to AAE12 AT1G65890 1.05 0.07 0.41 0.695931 0.843503 -6.76
264594_at hypothetical protein ; supported by cDNAATSERAT AT2G17640 1.03 0.05 0.41 0.695863 0.843503 -6.76
251615_at  putative protein hypothetical protein T24--- AT3G57980 1.05 0.07 0.41 0.695967 0.843503 -6.76
245394_at hypothetical protein ;supported by full-le --- AT4G16450 1.04 0.06 0.41 0.695992 0.843503 -6.76
256475_s_a myosin heavy chain ATM2, putative sim--- AT1G42680 / 1.03 0.05 0.41 0.695916 0.843503 -6.76
260459_at hypothetical protein predicted by gensca--- AT1G68240 1.03 0.05 0.41 0.696041 0.843515 -6.76
264734_at hypothetical protein predicted by genemSLAH1 AT1G62280 1.03 0.04 0.41 0.696075 0.843515 -6.76
258217_at unknown protein contains Pfam profile PXPL1 AT3G17998 / 1.06 0.08 0.41 0.696142 0.843551 -6.76
251443_at  putative protein unknown protein At2g4 --- AT3G59940 1.06 0.09 0.41 0.696381 0.843626 -6.76
265836_at Mutator-like transposase similar to  MUR--- --- 1.03 0.05 0.41 0.696347 0.843626 -6.76
248438_at putative protein contains similarity to fertEMF2 AT5G51230 1.05 0.07 0.41 0.696374 0.843626 -6.76
259264_at putative aldose 1-epimerase shows simi --- AT3G01260 1.04 0.06 0.41 0.696389 0.843626 -6.76



246022_at  putative protein predicted protein - Arab--- AT5G21110 -1.03 -0.04 -0.41 0.696276 0.843626 -6.76
249071_at putative protein similar to unknown prote--- AT5G44050 -1.08 -0.12 -0.41 0.696978 0.843659 -6.76
250314_at putative protein contains similarity to RN--- AT5G12190 -1.03 -0.04 -0.41 0.696703 0.843659 -6.76
266246_at putative cytochrome P450 CYP94C1 AT2G27690 1.11 0.14 0.41 0.696953 0.843659 -6.76
264852_at similar to Mlo proteins from H. vulgare ; MLO8 AT2G17480 -1.08 -0.12 -0.41 0.697008 0.843659 -6.76
253838_at  putative zinc finger protein zinc finger p --- AT4G27880 1.05 0.07 0.41 0.696799 0.843659 -6.76
261249_at hypothetical protein predicted by genem--- AT1G05880 1.03 0.05 0.41 0.696587 0.843659 -6.76
258330_at unknown protein ROPGEF1AT3G16130 1.03 0.05 0.41 0.696916 0.843659 -6.76
247730_at  glucuronosyl transferase - like protein gUGT76E1 AT5G59580 1.06 0.08 0.41 0.696618 0.843659 -6.76
264826_at  putative 1-aminocyclopropane-1-carbox2A6 AT1G03410 -1.04 -0.06 -0.41 0.696999 0.843659 -6.76
260287_at unknown protein contains two Kelch mo --- AT1G80440 -1.06 -0.08 -0.41 0.69694 0.843659 -6.76
266232_at putative phloem-specific lectin AtPP2-B6 AT2G02310 1.03 0.04 0.41 0.696943 0.843659 -6.76
254070_at hypothetical protein --- AT4G25430 1.05 0.07 0.41 0.696812 0.843659 -6.76
266502_at hypothetical protein predicted by gensca--- AT2G47720 / -1.03 -0.04 -0.41 0.696625 0.843659 -6.76
263454_at putative cysteine proteinase --- AT2G22160 -1.03 -0.05 -0.41 0.696722 0.843659 -6.76
246806_at putative cdc20 protein --- AT5G27080 -1.03 -0.05 -0.41 0.696483 0.843659 -6.76
249657_at  sen1-like protein SEN1 - Saccharomyce--- AT5G37140 -1.03 -0.04 -0.41 0.696971 0.843659 -6.76
255148_at putative mitogen-activated protein kinas MAPKKK1 AT4G08470 1.08 0.11 0.41 0.697246 0.843902 -6.76
249711_at putative protein contains similarity to tra --- AT5G35680 -1.04 -0.06 -0.41 0.697393 0.843990 -6.76
257514_at hypothetical protein similar to putative re--- --- -1.05 -0.07 -0.41 0.697362 0.843990 -6.76
247354_at flavonol synthase  ;supported by full-lengFLS3 AT5G63590 1.03 0.04 0.41 0.697606 0.844186 -6.76
252966_at  putative protein various predicted prote --- AT4G38870 1.04 0.05 0.41 0.697628 0.844186 -6.76
247884_at lipid transfer protein; glossy1 homolog CER3 AT5G57800 -1.09 -0.12 -0.41 0.697735 0.844245 -6.76
265143_at unknown protein NFU5 AT1G51390 -1.04 -0.05 -0.41 0.697751 0.844245 -6.76
255879_at  receptor-like kinase, putative similar to --- AT1G67000 1.08 0.11 0.41 0.697876 0.844261 -6.76
251893_at putative protein --- AT3G54380 1.03 0.04 0.41 0.697846 0.844261 -6.76
250086_at NAM (no apical meristem)-like protein anac086 AT5G17260 -1.04 -0.05 -0.41 0.697837 0.844261 -6.76
263335_x_ahypothetical protein --- --- 1.03 0.04 0.41 0.697936 0.844289 -6.76
265768_at putative sugar transporter  ;supported by--- AT2G48020 -1.03 -0.04 -0.40 0.698629 0.844710 -6.76
266382_at hypothetical protein predicted by gensca--- --- 1.03 0.04 0.40 0.698608 0.844710 -6.76
252221_at  RuvB DNA helicase - like protein DNA h--- AT3G49830 1.03 0.05 0.40 0.6985 0.844710 -6.76
248978_at putative protein contains similarity to dis AtPP2-A8 AT5G45070 1.04 0.06 0.40 0.698654 0.844710 -6.76
258268_at  putative WD-repeat protein contains PfaWSIP2 AT3G15880 -1.05 -0.07 -0.40 0.698558 0.844710 -6.76
252500_at proteinase inhibitor-like protein endopep--- AT3G46860 -1.03 -0.04 -0.40 0.698424 0.844710 -6.76
251568_at putative protein several hypothetical pro --- AT3G58280 1.04 0.05 0.40 0.698418 0.844710 -6.76



254165_at  putative protein hypothetical protein - C --- AT4G24330 -1.05 -0.07 -0.40 0.698375 0.844710 -6.76
258826_at putative glucan synthase similar to glucaATGSL10 AT3G07160 1.03 0.04 0.40 0.698432 0.844710 -6.76
246241_at patatin-like protein PLP4 AT4G37050 -1.04 -0.06 -0.40 0.698637 0.844710 -6.76
260311_at hypothetical protein predicted by gensca--- AT1G70570 1.03 0.04 0.40 0.698955 0.844822 -6.76
253468_at  putative protein predicted gene T10G3. --- AT4G32160 1.04 0.06 0.40 0.698974 0.844822 -6.76
257986_at Expressed protein ; supported by full-lenAGP40 AT3G20865 1.05 0.07 0.40 0.699078 0.844822 -6.76
263087_s_aputative sugar transporter --- AT2G16120 / 1.03 0.05 0.40 0.69906 0.844822 -6.76
260809_at hypothetical protein predicted by genem--- AT1G43730 -1.03 -0.04 -0.40 0.698891 0.844822 -6.76
248496_at MtN3-like protein  ;supported by full-leng--- AT5G50790 1.04 0.06 0.40 0.699049 0.844822 -6.76
255539_at  putative actin polymerization factor simiCRK AT4G01710 -1.03 -0.05 -0.40 0.69904 0.844822 -6.76
258870_at putative NADP-dependent oxidoreducta --- AT3G03080 1.03 0.05 0.40 0.69908 0.844822 -6.76
255800_at  putative protein transposase, Ipomoea --- AT4G10200 1.03 0.04 0.40 0.699004 0.844822 -6.76
255417_at  F-box protein GRR1-like protein 1, AtFBGRH1 AT4G03190 1.13 0.18 0.40 0.69933 0.844901 -6.76
259998_at hypothetical protein similar to unknown pBPC3 AT1G68120 1.05 0.07 0.40 0.699287 0.844901 -6.76
256320_at  DnaJ protein, putative contains Pfam pr--- AT3G12170 1.04 0.05 0.40 0.699268 0.844901 -6.76
256985_at  myb-related protein 5 identical to GB:S6ATMYB5 AT3G13540 1.04 0.06 0.40 0.699254 0.844901 -6.76
262973_at  histone H3, putative similar to HISTONE--- AT1G75600 -1.03 -0.04 -0.40 0.699313 0.844901 -6.76
261107_at unknown protein ; supported by cDNA: g--- AT1G63010 -1.03 -0.04 -0.40 0.699426 0.844971 -6.76
259807_at hypothetical protein predicted by gensca--- AT1G47920 1.03 0.04 0.40 0.699586 0.845120 -6.76
251131_at  laccase - like protein laccase precursor LAC10 AT5G01190 1.03 0.04 0.40 0.699712 0.845227 -6.76
246288_at unknown protein --- AT1G31850 -1.04 -0.06 -0.40 0.699905 0.845371 -6.76
258686_at  putative polygalacturonase similar to po--- AT3G07840 -1.03 -0.04 -0.40 0.699869 0.845371 -6.76
249680_s_aputative protein strong similarity to unkn --- AT3G61730 / 1.02 0.03 0.40 0.700026 0.845427 -6.76
257161_at hypothetical protein predicted by genscaSMAP2 AT3G24280 -1.03 -0.04 -0.40 0.69999 0.845427 -6.76
259573_at hypothetical protein --- --- 1.03 0.04 0.40 0.700088 0.845458 -6.76
251773_at  putative protein HSPC058, Homo sapie--- AT3G55960 -1.05 -0.08 -0.40 0.700307 0.845513 -6.76
253937_at  putative NPK1-related protein kinase N MAPKKK1 AT4G26890 -1.06 -0.08 -0.40 0.700319 0.845513 -6.76
261587_at hypothetical protein predicted by genem--- AT1G01660 -1.03 -0.04 -0.40 0.700176 0.845513 -6.76
266008_at hypothetical protein predicted by gensca--- AT2G37390 1.04 0.05 0.40 0.700269 0.845513 -6.76
247341_at unknown protein --- AT5G63720 -1.03 -0.04 -0.40 0.700252 0.845513 -6.76
267488_at putative cadmium-transporting ATPase THMA4 AT2G19110 -1.05 -0.07 -0.40 0.700419 0.845589 -6.76
259608_at unknown protein ECT9 AT1G27960 -1.04 -0.05 -0.40 0.700593 0.845755 -6.76
262761_at  unknown protein ESTs gb|AA395702, g--- AT1G10720 1.05 0.07 0.40 0.700729 0.845873 -6.76
258070_at hypothetical protein predicted by genem--- AT3G26040 -1.04 -0.06 -0.40 0.70084 0.845963 -6.76
260928_at hypothetical protein similar to putative g GATL5 AT1G02720 1.03 0.05 0.40 0.701278 0.846367 -6.76



261914_at  dirigent protein, putative similar to dirige--- AT1G65870 -1.05 -0.07 -0.40 0.701265 0.846367 -6.76
254824_s_a origin recognition complex subunit 1 -likORC1B AT4G12620 / -1.05 -0.06 -0.40 0.701286 0.846367 -6.76
266163_at hypothetical protein predicted by gensca--- AT2G28130 1.05 0.07 0.40 0.701418 0.846470 -6.76
252054_at hypothetical protein  ;supported by full-leOFP18 AT3G52540 1.04 0.05 0.40 0.701446 0.846470 -6.76
263341_at hypothetical protein predicted by gensca--- --- 1.03 0.05 0.40 0.701575 0.846581 -6.76
263055_at unknown protein --- --- -1.03 -0.04 -0.40 0.701633 0.846607 -6.76
256807_at unknown protein contains Pfam profile: PNFU4 AT3G20970 1.03 0.05 0.40 0.701834 0.846757 -6.76
257067_at unknown protein contains Pfam profile: PCYP77A5PAT3G18270 -1.04 -0.05 -0.40 0.701943 0.846757 -6.76
259678_at  putative 30S ribosomal protein S13 sim --- AT1G77750 -1.05 -0.07 -0.40 0.701935 0.846757 -6.76
263855_at putative non-LTR retrolelement reverse --- AT2G04420 1.03 0.05 0.40 0.701891 0.846757 -6.76
265452_at putative bHLH transcription factor ATAIB AT2G46510 -1.11 -0.15 -0.40 0.701806 0.846757 -6.76
259433_at hypothetical protein predicted by gensca--- AT1G01570 1.04 0.05 0.40 0.702127 0.846933 -6.76
266954_at hypothetical protein predicted by genefin--- AT2G34530 -1.03 -0.04 -0.40 0.702191 0.846966 -6.76
247197_at receptor-like protein kinase --- AT5G65240 -1.08 -0.11 -0.40 0.702418 0.847018 -6.76
257571_at  hypothetical protein predicted by genem--- AT3G16870 -1.06 -0.09 -0.40 0.70242 0.847018 -6.76
257037_at  nuclear acid binding protein, putative si ATRBP47BAT3G19130 1.06 0.09 0.40 0.702377 0.847018 -6.76
255769_at hypothetical protein predicted by genem--- AT1G18610 -1.03 -0.04 -0.40 0.702366 0.847018 -6.76
266377_at Mutator-like transposase similar to  MUR--- --- 1.02 0.03 0.40 0.702359 0.847018 -6.76
263841_at putative xyloglucan endo-transglycosyla --- AT2G36870 1.25 0.32 0.40 0.702548 0.847109 -6.76
256058_at  UDP-glucose glucosyltransferase, putatUGT71C5 AT1G07240 -1.04 -0.06 -0.40 0.702569 0.847109 -6.76
249939_at unknown protein  ;supported by full-leng--- AT5G22430 1.04 0.06 0.40 0.702628 0.847135 -6.76
245080_at putative receptor-like protein kinase --- AT2G23300 -1.05 -0.06 -0.40 0.702809 0.847308 -6.76
251635_at endo-polygalacturonase ADPG1 AT3G57510 1.04 0.06 0.40 0.702953 0.847437 -6.76
267598_at hypothetical protein predicted by genefin--- AT2G33010 1.04 0.06 0.40 0.702991 0.847438 -6.76
248217_at cytochrome b5 (dbj|BAA74839.1)  ;suppCB5-E AT5G53560 1.04 0.06 0.40 0.703158 0.847551 -6.76
266456_at putative bHLH transcription factor NAI1 AT2G22770 -1.04 -0.05 -0.40 0.703235 0.847551 -6.76
245294_at casein kinase I ; supported by cDNA: gi_CKI1 AT4G14340 -1.03 -0.05 -0.40 0.703253 0.847551 -6.76
262358_at  mandelonitrile lyase, putative similar to --- AT1G73050 1.04 0.05 0.40 0.703165 0.847551 -6.76
262256_at hypothetical protein similar to putative re--- --- 1.04 0.05 0.40 0.70327 0.847551 -6.76
247257_at proteasome regulatory subunit-like  ; supRPN5B AT5G64760 -1.07 -0.10 -0.40 0.703312 0.847556 -6.76
265556_at putative Athila retroelement ORF1-like p--- --- 1.03 0.05 0.40 0.703701 0.847980 -6.76
267551_at  ubiquitin-specific protease 1 (UBP1), puUBP1 AT2G32780 -1.04 -0.06 -0.40 0.703801 0.848056 -6.76
259730_at unknown protein similar to hypothetical p--- AT1G77660 1.09 0.12 0.40 0.704029 0.848067 -6.76
252312_at  hypothetical protein SF16 protein, Heliaiqd15 AT3G49380 -1.04 -0.05 -0.40 0.703983 0.848067 -6.76
257797_at hypothetical protein contains Pfam profil --- AT3G15940 1.04 0.05 0.40 0.70391 0.848067 -6.76



261101_at  transcription factor DREB1A, putative s ddf2 AT1G63030 1.04 0.06 0.40 0.70392 0.848067 -6.76
254512_at  terpene cyclase like protein vetispiradie--- AT4G20230 -1.03 -0.05 -0.40 0.704052 0.848067 -6.76
253374_at hypothetical protein  ; supported by cDN--- AT4G33140 1.03 0.04 0.40 0.703982 0.848067 -6.76
253185_at  putative protein bZIP protein - Arabidop--- AT4G35240 -1.04 -0.06 -0.40 0.70407 0.848067 -6.76
264724_at  putative JUN kinase activator protein si CSN5A AT1G22920 -1.03 -0.04 -0.40 0.704109 0.848068 -6.76
256716_at  hypothetical protein predicted by genefi --- AT2G34100 1.03 0.05 0.40 0.704159 0.848085 -6.76
253085_s_a putative protein hypothetical protein, Ar --- AT4G36270 / -1.05 -0.07 -0.40 0.704278 0.848155 -6.76
249837_at Expressed protein ; supported by full-len--- AT5G23480 1.03 0.05 0.40 0.704293 0.848155 -6.76
249432_at  putative ATP/GTP-binding protein putatCLPS5 AT5G39930 -1.03 -0.04 -0.40 0.704386 0.848202 -6.77
266313_at putative protein kinase contains a protei CIPK3 AT2G26980 1.06 0.08 0.40 0.704405 0.848202 -6.77
251661_at  putative protein NODULIN-26 - Glycine SIP2;1 AT3G56950 1.04 0.06 0.40 0.70492 0.848429 -6.77
257093_at hypothetical protein  ;supported by full-le--- AT3G20570 1.06 0.08 0.40 0.704921 0.848429 -6.77
262487_at unknown protein ESTs gb|T42839 and g--- AT1G21610 -1.02 -0.03 -0.40 0.704896 0.848429 -6.77
267469_at unknown protein  ; supported by cDNA: WRKY21 AT2G30590 1.04 0.05 0.40 0.704895 0.848429 -6.77
246323_at hypothetical protein predicted by genem--- AT1G16690 1.04 0.05 0.40 0.704874 0.848429 -6.77
255930_at hypothetical protein predicted by gensca--- AT1G12660 1.03 0.04 0.40 0.704703 0.848429 -6.77
252029_s_a putative RNA binding protein heterogen--- AT3G52660 / -1.03 -0.04 -0.40 0.704644 0.848429 -6.77
259464_at hypothetical protein predicted by genem--- AT1G18990 -1.03 -0.04 -0.40 0.704929 0.848429 -6.77
263747_at putative ubiquitin activating enzyme SAE2 AT2G21470 1.03 0.04 0.40 0.70481 0.848429 -6.77
260366_at putative protein kinase similar to C-term --- AT1G70460 -1.03 -0.04 -0.40 0.704967 0.848430 -6.77
246150_at putative protein predicted proteins from --- AT5G19930 1.06 0.08 0.40 0.705057 0.848494 -6.77
249956_at  putative protein CGI-66 protein, Homo s--- AT5G18940 1.03 0.04 0.39 0.705339 0.848744 -6.77
259833_at  MYB-family transcription factor, putativeMYB105 AT1G69560 -1.03 -0.04 -0.39 0.705316 0.848744 -6.77
263480_at putative root iron transporter protein ZIP7 AT2G04032 -1.04 -0.05 -0.39 0.70559 0.848815 -6.77
245320_at Expressed protein ; supported by full-len--- AT4G16444 -1.03 -0.04 -0.39 0.705543 0.848815 -6.77
252538_at  putative transporter protein peptide tran--- AT3G45720 1.03 0.04 0.39 0.705453 0.848815 -6.77
260691_s_ahypothetical protein predicted by genem--- --- 1.03 0.05 0.39 0.705499 0.848815 -6.77
261915_at  amp-binding protein, putative similar to BZO1 AT1G65880 -1.02 -0.04 -0.39 0.705595 0.848815 -6.77
267203_at hypothetical protein predicted by genefin--- AT2G31035 1.02 0.03 0.39 0.705621 0.848815 -6.77
265889_at hypothetical protein predicted by genefin--- AT2G15130 1.04 0.05 0.39 0.705752 0.848837 -6.77
247700_at  RNA-binding protein - like cold-inducible--- AT5G59860 -1.02 -0.04 -0.39 0.705683 0.848837 -6.77
264453_at  putative GTP-binding protein similar to S--- AT1G10300 -1.02 -0.04 -0.39 0.705716 0.848837 -6.77
246615_at putative protein similar to unknown prote--- --- 1.03 0.05 0.39 0.705857 0.848919 -6.77
248460_at Expressed protein ; supported by full-len--- AT5G50915 1.12 0.16 0.39 0.706057 0.849115 -6.77
264668_at  putative 2,3-bisphosphoglycerate-indep--- AT1G09780 1.04 0.06 0.39 0.706137 0.849166 -6.77



245948_at putative protein  ;supported by full-length--- AT5G19540 -1.05 -0.07 -0.39 0.7062 0.849197 -6.77
254224_at calcium-dependent protein kinase (CDP CDPK6 AT4G23650 1.03 0.04 0.39 0.706297 0.849224 -6.77
260866_at  polyprotein, putative similar to polyprote--- --- -1.03 -0.05 -0.39 0.706278 0.849224 -6.77
253288_at hypothetical protein --- AT4G34310 1.03 0.05 0.39 0.706466 0.849383 -6.77
253650_at EST GB:N37377 spans last intron and 3--- AT4G30020 -1.19 -0.26 -0.39 0.706528 0.849413 -6.77
262542_at hypothetical protein similar to NAM-like anac016 AT1G34180 -1.06 -0.08 -0.39 0.706641 0.849447 -6.77
251085_at  putative protein insulinase - Homo sapie--- AT5G01440 1.03 0.05 0.39 0.706668 0.849447 -6.77
245779_at hypothetical protein predicted by genem--- AT1G73510 -1.03 -0.04 -0.39 0.706629 0.849447 -6.77
250619_at A9  ;supported by full-length cDNA: Cere--- AT5G07230 1.02 0.03 0.39 0.706713 0.849456 -6.77
251747_at  putative protein various predicted prote --- AT3G55670 1.03 0.04 0.39 0.706906 0.849643 -6.77
247693_at  putative protein leucine zipper-containinATEXO70HAT5G59730 1.10 0.14 0.39 0.707009 0.849722 -6.77
248858_at AP47 50p (gb|AAB88283.1) ; supported --- AT5G46630 1.03 0.05 0.39 0.707072 0.849753 -6.77
254186_at  putative protein cellulose synthase cataCSLG1 AT4G24010 1.03 0.05 0.39 0.70713 0.849777 -6.77
251754_at  beta-1,3-glucanase - like protein beta-1 --- AT3G55780 -1.04 -0.05 -0.39 0.70739 0.850045 -6.77
256481_at  elicitor response protein, putative simila--- AT1G33430 -1.03 -0.04 -0.39 0.70747 0.850096 -6.77
250585_at putative protein contains similarity to rec--- AT5G07620 1.07 0.10 0.39 0.707517 0.850109 -6.77
258272_at  unknown protein similar to serine/threon--- AT3G15610 -1.05 -0.06 -0.39 0.707762 0.850358 -6.77
260680_s_a GATA transcription factor 3, putative sim--- AT1G08000 / 1.03 0.04 0.39 0.707821 0.850385 -6.77
264058_at  F-box protein family, AtFBX7 contains F--- AT2G03560 1.03 0.04 0.39 0.707927 0.850467 -6.77
246016_at  histidine kinase - like protein sensory traAHK5 AT5G10720 1.04 0.05 0.39 0.708096 0.850625 -6.77
254090_at  MtN3 - like protein MtN3 (induced durin --- AT4G25010 1.04 0.05 0.39 0.708381 0.850883 -6.77
253800_at  putative protein probable cell wall prote --- AT4G28160 -1.04 -0.05 -0.39 0.708385 0.850883 -6.77
249176_at thioredoxin (clone GIF1) (pir||S58118)  ; ATTRX3 AT5G42980 1.03 0.04 0.39 0.708534 0.850893 -6.77
253191_at cysteine protease XCP1 identical to papXCP1 AT4G35350 1.11 0.16 0.39 0.708499 0.850893 -6.77
266006_at putative ABC transporter --- AT2G37360 -1.04 -0.06 -0.39 0.708549 0.850893 -6.77
253031_at  putative protein cellulose synthase - Po CSLD4 AT4G38190 -1.03 -0.05 -0.39 0.708585 0.850893 -6.77
265604_s_ahypothetical protein predicted by gensca--- --- -1.03 -0.05 -0.39 0.70857 0.850893 -6.77
265600_at hypothetical protein predicted by gensca--- --- -1.03 -0.04 -0.39 0.708617 0.850893 -6.77
246672_at putative protein --- --- 1.03 0.04 0.39 0.708694 0.850940 -6.77
248621_at putative protein similar to unknown prote--- AT5G49350 -1.03 -0.05 -0.39 0.708869 0.851106 -6.77
251498_at putative protein hypothetical proteins - A--- AT3G59070 -1.04 -0.05 -0.39 0.709113 0.851309 -6.77
245801_at hypothetical protein similar to hypothetic--- AT1G46912 1.03 0.04 0.39 0.709088 0.851309 -6.77
266160_at hypothetical protein ATCHX8 AT2G28180 1.04 0.06 0.39 0.709356 0.851556 -6.77
258515_at  ATP citrate lyase, putative similar to ATACLB-1 AT3G06650 1.03 0.04 0.39 0.709451 0.851580 -6.77
248114_at wax synthase-like protein --- AT5G55370 1.03 0.05 0.39 0.70943 0.851580 -6.77



258578_at germin-like protein contains Pfam profile--- AT3G04200 1.05 0.07 0.39 0.70962 0.851693 -6.77
251978_at  CYTOCHROME P450 - like protein CYTCYP71B30AT3G53290 1.04 0.05 0.39 0.709586 0.851693 -6.77
266538_at hypothetical protein predicted by gensca--- AT2G35230 -1.03 -0.04 -0.39 0.70966 0.851697 -6.77
261729_s_a hexokinase, putative similar to hexokinaHXK3 AT1G47840 1.02 0.04 0.39 0.709707 0.851708 -6.77
249499_at hypothetical protein --- AT5G39250 1.03 0.04 0.39 0.709811 0.851744 -6.77
246739_at  putative protein predicted protein, Arabi --- AT5G27800 -1.03 -0.04 -0.39 0.709789 0.851744 -6.77
267100_at unknown protein --- AT2G41470 1.03 0.04 0.39 0.709931 0.851809 -6.77
256349_at  late embryogenesis protein, putative sim--- AT1G54890 1.31 0.39 0.39 0.709954 0.851809 -6.77
266386_at putative homeodomain transcription factHDG3 AT2G32370 1.04 0.05 0.39 0.709978 0.851809 -6.77
249617_at receptor protein kinase-like protein --- AT5G37450 1.04 0.06 0.39 0.710117 0.851886 -6.77
263232_at  putative light repressible receptor prote --- AT1G05700 -1.03 -0.04 -0.39 0.710095 0.851886 -6.77
248022_at putative protein contains similarity to RNAPUM12 AT5G56510 1.02 0.04 0.39 0.710523 0.852290 -6.77
262266_at mudrA-like protein similar to mudrA GB:A--- --- -1.03 -0.05 -0.39 0.710566 0.852290 -6.77
262053_at  putative DnaJ protein contains Pfam proATERDJ2AAT1G79940 1.04 0.05 0.39 0.710559 0.852290 -6.77
261737_at hypothetical protein similar to putative d --- AT1G47885 1.03 0.05 0.39 0.710656 0.852354 -6.77
257910_at hypothetical protein similar to hypothetic--- AT3G25580 1.04 0.05 0.39 0.710807 0.852490 -6.77
246056_at  katanin p80 subunit - like protein katani --- AT5G08390 1.04 0.05 0.39 0.710919 0.852525 -6.77
253129_at  glycine-rich protein glycine-rich protein CSDP1 AT4G36020 -1.05 -0.06 -0.39 0.710936 0.852525 -6.77
255661_at hypothetical protein ULP1B AT4G00690 1.03 0.04 0.39 0.710948 0.852525 -6.77
245890_at  ribosomal protein S15-like ribosomal pr --- AT5G09490 -1.02 -0.03 -0.39 0.711187 0.852712 -6.77
252495_at putative protein hypothetical proteins - A--- AT3G46770 1.03 0.05 0.39 0.711154 0.852712 -6.77
245920_at putative protein --- --- -1.02 -0.03 -0.39 0.711216 0.852712 -6.77
262834_at hypothetical protein predicted by genscaMAP65-7 AT1G14690 -1.03 -0.04 -0.39 0.71133 0.852760 -6.77
249661_x_aputative protein similar to unknown prote--- --- -1.04 -0.05 -0.39 0.711331 0.852760 -6.77
252066_at  receptor-protein kinase-like protein receFER AT3G51550 1.05 0.07 0.39 0.711515 0.852853 -6.77
264154_at unknown protein --- AT1G65430 -1.03 -0.04 -0.39 0.711696 0.852853 -6.77
266222_at hypothetical protein predicted by gensca--- AT2G28780 1.03 0.04 0.39 0.711566 0.852853 -6.77
245160_at putative leucine-rich repeat disease resi AtRLP28 AT2G33080 1.03 0.04 0.39 0.711587 0.852853 -6.77
259356_at unknown protein --- AT3G05250 -1.03 -0.04 -0.39 0.711572 0.852853 -6.77
245894_at putative protein  ; supported by full-lengt--- AT5G09310 1.03 0.04 0.39 0.711607 0.852853 -6.77
246556_at  putative protein hypothetical protein T4P--- AT5G15480 1.04 0.05 0.39 0.711693 0.852853 -6.77
260755_at hypothetical protein predicted by genem--- AT1G48980 -1.03 -0.04 -0.39 0.711708 0.852853 -6.77
258236_at hypothetical protein predicted by genem--- AT3G27800 -1.03 -0.04 -0.39 0.711845 0.852972 -6.77
249806_at putative protein contains similarity to unk--- AT5G23850 -1.07 -0.09 -0.39 0.711947 0.853050 -6.77
264461_s_ahypothetical protein --- AT1G10190 / 1.02 0.03 0.39 0.711999 0.853068 -6.77



265049_at  jasmonate inducible protein, putative sim--- AT1G52060 -1.03 -0.04 -0.39 0.712082 0.853122 -6.77
267115_s_aputative cellulose synthase ATCSLB04AT2G32530 / 1.07 0.10 0.38 0.712204 0.853178 -6.77
245125_at putative histidine kinase identical to GB: CKI1 AT2G47430 1.03 0.05 0.38 0.7122 0.853178 -6.77
258543_at unknown protein --- AT3G06870 -1.04 -0.05 -0.38 0.712296 0.853200 -6.77
261316_at  MAP kinase BnMAP4K alpha1, putativeATMAP4K AT1G53165 1.03 0.04 0.38 0.712274 0.853200 -6.77
262793_at  putative cytochrome P450 monooxygenCYP71B7 AT1G13110 -1.08 -0.10 -0.38 0.712364 0.853236 -6.77
264241_at hypothetical protein contains similarity to--- AT1G54840 -1.02 -0.03 -0.38 0.71243 0.853271 -6.77
263211_at germin-like oxalate oxidase similar to ESGLP7 AT1G10460 -1.04 -0.06 -0.38 0.712479 0.853284 -6.77
258000_at AIG2-like protein similar to AIG2 protein --- AT3G28940 -1.06 -0.08 -0.38 0.712763 0.853430 -6.77
260518_at  cinnamyl alcohol dehydrogenase, putat --- AT1G51410 1.03 0.04 0.38 0.712788 0.853430 -6.77
246645_at putative protein  ;supported by full-length--- AT5G35080 1.04 0.05 0.38 0.712785 0.853430 -6.77
257391_at hypothetical protein predicted by gensca--- AT2G32050 1.02 0.04 0.38 0.712737 0.853430 -6.77
266764_at putative pectinesterase  ;supported by fu--- AT2G47050 1.03 0.05 0.38 0.712672 0.853430 -6.77
256337_at unknown protein --- AT1G72060 1.09 0.13 0.38 0.71305 0.853449 -6.77
247368_at putative protein contains similarity to kin --- AT5G63320 1.04 0.05 0.38 0.713051 0.853449 -6.77
261276_at  v-SNARE protein AtVTI1b, putative sim VTI1B AT1G26670 -1.04 -0.06 -0.38 0.712931 0.853449 -6.77
245455_at disease resistance RPP5 like protein (fra--- AT4G16930 1.03 0.04 0.38 0.713066 0.853449 -6.77
267394_s_aputative cellulase AtGH9B9 AT2G44540 / 1.03 0.05 0.38 0.712917 0.853449 -6.77
254378_at  putative protein NADH oxidoreductase cDER2.1 AT4G21810 -1.06 -0.08 -0.38 0.712846 0.853449 -6.77
250553_at  putative protein PTD008, Homo sapiens--- AT5G07960 1.04 0.05 0.38 0.713053 0.853449 -6.77
255743_at unknown protein ; supported by cDNA: g--- AT1G25375 -1.03 -0.04 -0.38 0.713158 0.853480 -6.77
254194_at auxin response factor 9 (ARF9)  ; suppoARF9 AT4G23980 1.05 0.07 0.38 0.713167 0.853480 -6.77
265128_at hypothetical protein predicted by gensca--- AT1G30860 1.04 0.06 0.38 0.713278 0.853569 -6.77
260034_at putative DNA-binding protein Pfam HMM--- AT1G68810 -1.09 -0.13 -0.38 0.713631 0.853638 -6.77
252315_at  putative protein PrMC3 - Pinus radiata,PCXE12 AT3G48690 1.04 0.05 0.38 0.713495 0.853638 -6.77
260482_at endomembrane protein EMP70 precuso--- AT1G10950 -1.03 -0.04 -0.38 0.713533 0.853638 -6.77
249184_at receptor kinase-like protein --- AT5G43020 -1.05 -0.07 -0.38 0.713636 0.853638 -6.77
265110_at hypothetical protein predicted by gensca--- AT1G62490 -1.04 -0.06 -0.38 0.713491 0.853638 -6.77
245823_at hypothetical protein predicted by genem--- AT1G57906 1.03 0.05 0.38 0.713535 0.853638 -6.77
248016_at putative protein similar to unknown prote--- AT5G56380 -1.04 -0.06 -0.38 0.713592 0.853638 -6.77
252047_at  putative protein heat shock protein - Gly--- AT3G52490 1.04 0.05 0.38 0.71361 0.853638 -6.77
255431_at putative C-type U1 snRNP similar to U1 --- AT4G03120 -1.02 -0.03 -0.38 0.71384 0.853838 -6.77
248469_at putative protein similar to unknown proteanac097 AT5G50820 1.04 0.06 0.38 0.713992 0.853952 -6.77
246164_at  putative protein predicted proteins, Arab--- --- 1.03 0.04 0.38 0.71401 0.853952 -6.77
264742_at hypothetical protein similar to hypothetic--- AT1G62130 -1.04 -0.05 -0.38 0.714285 0.854236 -6.77



247533_at  putative protein kinase-like transmembr--- AT5G61570 -1.08 -0.11 -0.38 0.714421 0.854354 -6.77
247260_at putative protein contains similarity to unk--- AT5G64500 -1.04 -0.06 -0.38 0.714769 0.854725 -6.77
262156_at hypothetical protein contains similarity to--- AT1G52680 1.03 0.05 0.38 0.714968 0.854836 -6.77
262241_at hypothetical protein predicted by genem--- AT1G48390 -1.02 -0.04 -0.38 0.71499 0.854836 -6.77
250117_at isopentenyl pyrophosphate:dimethyllally IPP1 AT5G16440 1.05 0.07 0.38 0.714997 0.854836 -6.77
257440_at unknown protein --- AT2G24880 -1.03 -0.04 -0.38 0.715012 0.854836 -6.77
257740_at  hypothetical protein predicted by genem--- AT3G27330 1.02 0.03 0.38 0.715054 0.854842 -6.77
256117_at unknown protein ; supported by cDNA: g--- AT1G16840 -1.03 -0.04 -0.38 0.715166 0.854894 -6.77
245218_s_a viral resistance protein, putative, 5' part --- AT1G58848 / -1.03 -0.04 -0.38 0.715173 0.854894 -6.77
263441_at putative kinesin-like spindle protein --- AT2G28620 1.03 0.04 0.38 0.715263 0.854957 -6.77
261691_at  branched-chain amino acid aminotransf--- AT1G50060 -1.03 -0.04 -0.38 0.715426 0.855107 -6.77
261910_at zinc finger protein identical to GB:AAA87ZFP1 AT1G80730 -1.03 -0.04 -0.38 0.715532 0.855189 -6.77
263476_at putative poly(ADP-ribose) glycohydrolasTEJ AT2G31870 -1.03 -0.04 -0.38 0.715764 0.855398 -6.77
246688_at putative protein predicted proteins - Arab--- --- 1.03 0.04 0.38 0.715782 0.855398 -6.77
257340_at  pseudogene, retroelement pol polyprote--- --- -1.03 -0.05 -0.38 0.71587 0.855459 -6.77
264309_at  coatomer alpha subunit, putative simila --- AT1G62020 -1.03 -0.04 -0.38 0.715971 0.855534 -6.77
247927_at unknown protein --- AT5G57310 1.03 0.04 0.38 0.716021 0.855550 -6.77
255855_at  ABC transporter, putative similar to ABCPDR11 AT1G66950 -1.04 -0.06 -0.38 0.716144 0.855607 -6.77
266187_at putative retroelement pol polyprotein --- AT2G38970 1.05 0.07 0.38 0.71611 0.855607 -6.77
261712_at  alcohol dehydrogenase, putative similar--- AT1G32780 1.03 0.05 0.38 0.716392 0.855858 -6.77
262637_at  oxidoreductase, putative contains Pfam--- AT1G06640 -1.15 -0.20 -0.38 0.716491 0.855932 -6.77
266365_at ferredoxin-dependent glutamate synthasGLU2 AT2G41220 1.04 0.06 0.38 0.716875 0.856265 -6.77
257889_at  S1 self-incompatibility protein, putative --- AT3G17080 -1.04 -0.05 -0.38 0.716872 0.856265 -6.77
251682_s_ahypothetical protein --- AT3G57110 / -1.04 -0.05 -0.38 0.71689 0.856265 -6.77
248574_at putative protein strong similarity to unkn --- AT5G49830 1.03 0.04 0.38 0.71692 0.856265 -6.77
249771_at receptor-like protein kinase  ; supported --- AT5G24080 1.05 0.07 0.38 0.716966 0.856275 -6.77
260707_s_aExpressed protein ; supported by full-len--- AT1G32410 1.04 0.06 0.38 0.717129 0.856425 -6.77
260829_s_a chloroplast thylakoidal processing pepti --- AT1G06870 / 1.04 0.06 0.38 0.717232 0.856503 -6.77
261324_at unknown protein --- AT1G44770 1.04 0.06 0.38 0.717436 0.856567 -6.77
257146_at unknown protein contains Pfam profile:PGTE8 AT3G27260 -1.02 -0.03 -0.38 0.717341 0.856567 -6.77
250913_at  3-deoxy-D-manno-octulosonic acid tran--- AT5G03770 -1.03 -0.04 -0.38 0.717391 0.856567 -6.77
251779_at  putative protein various predicted prote --- --- 1.03 0.04 0.38 0.717434 0.856567 -6.77
253350_at hypothetical protein --- AT4G33690 -1.03 -0.04 -0.38 0.717525 0.856628 -6.77
264271_at  beta-glucosidase, putative similar to betBGLU6 AT1G60270 1.06 0.08 0.38 0.71776 0.856733 -6.77
267461_at putative auxin-regulated protein  ;suppo --- AT2G33830 -1.04 -0.05 -0.38 0.717701 0.856733 -6.77



255715_s_ahypothetical protein --- AT4G00320 / -1.03 -0.04 -0.38 0.717763 0.856733 -6.77
267245_at hypothetical protein --- AT2G02640 -1.03 -0.04 -0.38 0.71767 0.856733 -6.77
266344_at hypothetical protein predicted by gensca--- AT2G01580 -1.03 -0.04 -0.38 0.717877 0.856824 -6.77
258419_at unknown protein --- AT3G16670 1.14 0.19 0.38 0.718042 0.856976 -6.77
255076_at  putative protein RING-H2 zinc finger pro--- AT4G09130 1.03 0.04 0.38 0.718321 0.857265 -6.77
249884_at Na+/H+ antiporter-like protein CHX9 AT5G22910 -1.03 -0.04 -0.38 0.718434 0.857324 -6.77
264997_at hypothetical protein contains similarity toHAC2 AT1G67220 1.04 0.05 0.38 0.718481 0.857324 -6.77
250610_at glycine-rich protein PUTG1  ;supported GRP19 AT5G07550 1.05 0.07 0.38 0.71851 0.857324 -6.77
252005_at  purple acid phosphatase-like protein puPAP21 AT3G52810 1.04 0.06 0.38 0.718521 0.857324 -6.77
248212_at CHP-rich zinc finger protein-like --- AT5G54020 -1.03 -0.05 -0.38 0.71858 0.857349 -6.77
257288_at  anthocyanin 5-aromatic acyltransferase--- AT3G29670 1.03 0.04 0.38 0.718659 0.857354 -6.77
253946_at  putative APG protein proline-rich protein--- AT4G26790 1.05 0.07 0.38 0.718634 0.857354 -6.77
256718_at hypothetical protein predicted by gensca--- AT2G34120 1.03 0.04 0.38 0.718775 0.857447 -6.77
260244_at putative choline kinase similar to GB:AA--- AT1G74320 1.03 0.04 0.38 0.718957 0.857485 -6.77
252715_x_a putative protein predicted protein, Arabi --- AT3G43900 1.03 0.05 0.38 0.718874 0.857485 -6.77
263394_at hypothetical protein predicted by genefin--- --- 1.03 0.04 0.38 0.718898 0.857485 -6.77
264034_s_aunknown protein ATUPS1 AT2G03590 / 1.03 0.04 0.38 0.718951 0.857485 -6.77
245391_at symbiosis-related like protein ;supportedATG8F AT4G16520 1.05 0.06 0.38 0.719037 0.857536 -6.77
254489_at  putative protein berberine bridge enzym--- AT4G20800 1.03 0.04 0.37 0.719202 0.857688 -6.77
262743_at unknown protein similar to unknown pro --- AT1G29020 1.03 0.05 0.37 0.719393 0.857866 -6.77
259157_at hypothetical protein predicted by genem--- AT3G05440 1.02 0.03 0.37 0.719426 0.857866 -6.77
257240_at  monooxygenase, putatve contains Pfam--- AT3G24200 1.03 0.04 0.37 0.719592 0.858018 -6.77
257997_at hypothetical protein similar to hypothetic--- AT3G27500 1.03 0.04 0.37 0.719692 0.858093 -6.77
256352_at  proline-rich protein, putative similar to pATPRP1 AT1G54970 -1.04 -0.05 -0.37 0.71973 0.858093 -6.77
266544_at similar to late embryogenesis abundant --- AT2G35300 1.03 0.04 0.37 0.719829 0.858122 -6.77
264207_at  unknown protein strong similarity to hyp--- AT1G22750 -1.04 -0.06 -0.37 0.71982 0.858122 -6.77
245880_at  putative hydrolase EtbD1 - Rhodococcu--- AT5G09430 -1.04 -0.06 -0.37 0.719926 0.858193 -6.77
256991_at unknown protein --- AT3G28600 -1.03 -0.04 -0.37 0.720046 0.858275 -6.77
252600_at  putative protein unknown protein CGI-1 VPS24.2 AT3G45000 -1.04 -0.05 -0.37 0.720071 0.858275 -6.77
252438_at  putative protein riboflavin biosynthesis p--- AT3G47390 -1.02 -0.04 -0.37 0.720145 0.858316 -6.77
263262_at unknown protein --- AT2G38830 -1.03 -0.04 -0.37 0.720181 0.858316 -6.77
262027_at  DNA-binding protein, putative similar to HOS10 AT1G35515 1.06 0.08 0.37 0.720228 0.858328 -6.77
246705_x_a putative protein predicted resistance pro--- --- 1.03 0.04 0.37 0.720442 0.858538 -6.77
257500_s_a putative serine carboxypeptidase similascpl2 AT1G73300 / 1.02 0.03 0.37 0.720486 0.858546 -6.77
261876_at pirin-like protein similar to pirin GB:AAF2--- AT1G50590 -1.08 -0.11 -0.37 0.720576 0.858608 -6.77



246978_at  cytochrome P450-like protein fatty acid CYP714A1AT5G24910 -1.05 -0.07 -0.37 0.720951 0.859010 -6.78
265861_at hypothetical protein predicted by gensca--- AT2G01790 1.03 0.04 0.37 0.72104 0.859045 -6.78
255914_at hypothetical protein predicted by genem--- AT1G20290 1.04 0.05 0.37 0.721216 0.859045 -6.78
254536_at  putative protein chitinase / lysozyme PZ--- AT4G19720 -1.03 -0.04 -0.37 0.721235 0.859045 -6.78
265633_at  F-box protein family, AtFBL6 contains sEBF1 AT2G25490 1.04 0.05 0.37 0.721173 0.859045 -6.78
255726_at  lysine and histidine specific transporter, --- AT1G25530 1.11 0.15 0.37 0.72112 0.859045 -6.78
265514_s_aMutator-like transposase similar to  MUR--- --- -1.03 -0.04 -0.37 0.721244 0.859045 -6.78
255383_at hypothetical protein --- AT4G03570 1.02 0.03 0.37 0.721153 0.859045 -6.78
247999_at  E2, ubiquitin-conjugating enzyme, putatUBC30 AT5G56150 1.03 0.04 0.37 0.721539 0.859094 -6.78
252343_at  putative protein hypothetical protein F12--- AT3G48610 -1.10 -0.14 -0.37 0.721555 0.859094 -6.78
260888_at hypothetical protein similar to allergen G--- AT1G29140 1.03 0.04 0.37 0.721474 0.859094 -6.78
261104_at unknown protein --- AT1G62910 1.03 0.05 0.37 0.721649 0.859094 -6.78
261884_at  myrosinase precursor, putative  --- AT1G80910 -1.03 -0.05 -0.37 0.721605 0.859094 -6.78
263116_s_aunknown protein Similar to gb|U51990 p--- AT1G03140 / 1.03 0.05 0.37 0.721682 0.859094 -6.78
262849_at unknown protein ; supported by cDNA: g--- AT1G14710 1.08 0.11 0.37 0.72156 0.859094 -6.78
254690_at  N-acetylornithine deacetylase-like prote--- AT4G17830 1.02 0.03 0.37 0.7217 0.859094 -6.78
265014_at  hypothetical protein similar to deacetylv --- AT1G24430 1.04 0.06 0.37 0.721545 0.859094 -6.78
250594_at putative protein contains similarity to unk--- AT5G07760 -1.03 -0.04 -0.37 0.72162 0.859094 -6.78
257669_at  DNA mismatch repair protein, putative cMSH5 AT3G20475 -1.03 -0.04 -0.37 0.721582 0.859094 -6.78
266841_at putative heat shock transcription factor ATHSFA2 AT2G26150 -1.05 -0.07 -0.37 0.721978 0.859380 -6.78
265756_at putative bZIP transcription factor similar --- AT2G13150 -1.02 -0.03 -0.37 0.722099 0.859481 -6.78
267386_at unknown protein --- AT2G44430 -1.05 -0.06 -0.37 0.722197 0.859552 -6.78
262322_at hypothetical protein similar to hypothetic--- AT1G27590 -1.04 -0.05 -0.37 0.72232 0.859653 -6.78
248268_at importin beta --- AT5G53480 -1.04 -0.05 -0.37 0.722506 0.859655 -6.78
254283_s_a anthocyanidin synthase - like protein pu--- AT4G22870 / -1.04 -0.06 -0.37 0.722499 0.859655 -6.78
266872_at unknown protein --- AT2G44730 1.03 0.05 0.37 0.722455 0.859655 -6.78
258349_at Expressed protein ; supported by full-lenHYH AT3G17609 -1.07 -0.10 -0.37 0.722548 0.859655 -6.78
257696_at  protein kinase, putative similar to protei AGC1.5 AT3G12690 -1.05 -0.06 -0.37 0.722536 0.859655 -6.78
249226_at GDSL-motif lipase/hydrolase-like protein--- AT5G42170 -1.03 -0.04 -0.37 0.722481 0.859655 -6.78
246891_at  putative protein various predicted prote --- AT5G25490 -1.02 -0.04 -0.37 0.722659 0.859733 -6.78
246710_at  putative protein predicted proteins, Arab--- --- 1.02 0.03 0.37 0.722688 0.859733 -6.78
254585_at  resistence protein - like downy mildew r --- AT4G19500 -1.03 -0.04 -0.37 0.72276 0.859773 -6.78
262190_at unknown protein --- AT1G78030 -1.04 -0.06 -0.37 0.722838 0.859821 -6.78
264138_at  beta-Amyrin Synthase, putative similar --- AT1G78950 -1.03 -0.05 -0.37 0.723397 0.860217 -6.78
257915_at superman protein identical to superman SUP AT3G23130 1.03 0.05 0.37 0.723348 0.860217 -6.78



256082_at hypothetical protein predicted by gensca--- AT1G20720 1.05 0.08 0.37 0.723313 0.860217 -6.78
266750_s_aputative pectinesterase VGDH1 AT2G47030 / -1.03 -0.04 -0.37 0.72336 0.860217 -6.78
246983_at receptor protein kinase-like protein  ; sup--- AT5G67200 -1.04 -0.06 -0.37 0.723256 0.860217 -6.78
266443_at putative myb-related transcription factor --- AT2G43270 -1.02 -0.04 -0.37 0.723225 0.860217 -6.78
252795_at  putative protein predicted proteins, Arab--- --- 1.03 0.04 0.37 0.723834 0.860692 -6.78
265386_at unknown protein  ;supported by full-leng--- AT2G20930 -1.03 -0.04 -0.37 0.723926 0.860757 -6.78
258013_at unknown protein --- AT3G19320 1.04 0.05 0.37 0.723991 0.860759 -6.78
247961_at putative protein similar to unknown prote--- AT5G56570 -1.03 -0.04 -0.37 0.724004 0.860759 -6.78
265308_at putative protein kinase contains a protei ALE2 AT2G20300 1.02 0.03 0.37 0.724134 0.860869 -6.78
264417_at hypothetical protein contains similarity to--- --- -1.05 -0.06 -0.37 0.724279 0.860997 -6.78
250209_at putative protein similar to unknown prote--- AT5G14030 -1.04 -0.05 -0.37 0.724363 0.861051 -6.78
267589_at hypothetical protein --- --- 1.02 0.03 0.37 0.72446 0.861122 -6.78
260092_at  putative serine carboxypeptidase similascpl3 AT1G73280 1.03 0.04 0.37 0.724615 0.861127 -6.78
246811_at putative protein --- AT5G27170 -1.03 -0.04 -0.37 0.724595 0.861127 -6.78
245210_at  putative protein similarity to UVB-resista--- AT5G12350 -1.03 -0.04 -0.37 0.724509 0.861127 -6.78
255361_at hypothetical protein --- --- 1.02 0.03 0.37 0.724541 0.861127 -6.78
265489_at hypothetical protein predicted by gensca--- AT2G15640 -1.04 -0.06 -0.37 0.724996 0.861535 -6.78
265906_at hypothetical protein predicted by gensca--- AT2G25565 1.03 0.04 0.37 0.725283 0.861765 -6.78
265395_at putative LRR receptor protein kinase  ; sSRF1 AT2G20850 -1.04 -0.06 -0.37 0.725303 0.861765 -6.78
249812_at putative protein similar to unknown prote--- AT5G23830 1.04 0.06 0.37 0.725247 0.861765 -6.78
249131_at putative protein contains similarity to RNAPUM14 AT5G43110 -1.02 -0.04 -0.37 0.725347 0.861772 -6.78
248712_at unknown protein --- AT5G48280 -1.03 -0.04 -0.37 0.725691 0.862136 -6.78
258840_at unknown protein similar to unknown pro --- AT3G04620 -1.02 -0.03 -0.37 0.725745 0.862156 -6.78
253938_at  putative homeodomain protein homeod --- AT4G26920 -1.03 -0.05 -0.37 0.725948 0.862351 -6.78
258565_at unknown protein  ; supported by cDNA: --- AT3G04350 1.05 0.06 0.37 0.726035 0.862373 -6.78
245858_at  CER1-like protein CER1-like, A.thaliana--- AT5G28280 -1.03 -0.05 -0.37 0.726042 0.862373 -6.78
255443_at sulfate transporter protein similar to sulfaSULTR3;2 AT4G02700 -1.03 -0.05 -0.36 0.72641 0.862462 -6.78
259513_at hypothetical protein ; supported by cDNAARK3 AT1G12430 -1.03 -0.04 -0.36 0.72635 0.862462 -6.78
248246_at putative protein contains similarity to MYTRY AT5G53200 1.03 0.05 0.37 0.726278 0.862462 -6.78
246626_at hypothetical protein contains similarity to--- AT1G48870 -1.04 -0.06 -0.36 0.726338 0.862462 -6.78
254499_at  putative protein probable membrane pro--- AT4G20100 1.03 0.04 0.36 0.72633 0.862462 -6.78
253134_at  putative protein procollagen-proline diox--- AT4G35820 1.03 0.04 0.36 0.72636 0.862462 -6.78
260845_at  transcription factor, putative similar to tr --- AT1G17310 -1.03 -0.04 -0.37 0.726288 0.862462 -6.78
264934_at hypothetical protein predicted by gensca--- AT1G61090 -1.03 -0.04 -0.36 0.726419 0.862462 -6.78
267453_at putative homeodomain transcription factHB-3 AT2G33880 -1.04 -0.06 -0.36 0.726551 0.862498 -6.78



260934_at hypothetical protein predicted by genem--- AT1G45100 -1.02 -0.03 -0.36 0.726557 0.862498 -6.78
259459_at  En/Spm-like transposon protein, putativ --- --- -1.03 -0.04 -0.36 0.726563 0.862498 -6.78
247399_at putative protein similar to unknown prote--- AT5G62960 1.06 0.08 0.36 0.726772 0.862567 -6.78
247599_at putative protein --- AT5G60880 -1.06 -0.08 -0.36 0.726693 0.862567 -6.78
264393_at unknown protein Contains similarity to h --- AT1G11880 -1.03 -0.04 -0.36 0.726754 0.862567 -6.78
264596_at unknown protein similar to polygalacturo--- AT1G04625 1.04 0.05 0.36 0.726768 0.862567 -6.78
263018_at putative non-LTR retroelement reverse t --- --- -1.02 -0.03 -0.36 0.726854 0.862619 -6.78
260919_at hypothetical protein predicted by genem--- AT1G21520 / 1.12 0.16 0.36 0.72699 0.862730 -6.78
246414_at hypothetical protein similar to hypothetic--- AT1G77340 1.03 0.04 0.36 0.727061 0.862730 -6.78
261548_at  DNA-binding protein, putative contains --- AT1G63480 1.04 0.05 0.36 0.727035 0.862730 -6.78
261342_at putative replication protein similar to rep --- AT1G52950 1.02 0.04 0.36 0.72711 0.862743 -6.78
260140_at  Myb-related transcription factor, putativeMYB90 AT1G66390 -1.03 -0.05 -0.36 0.727175 0.862775 -6.78
263919_at unknown protein  ;supported by full-leng--- AT2G36470 -1.10 -0.14 -0.36 0.727314 0.862851 -6.78
248003_at putative protein contains similarity to unk--- AT5G56220 -1.11 -0.15 -0.36 0.727283 0.862851 -6.78
245626_at unknown protein ;supported by full-lengt --- AT1G56700 1.04 0.06 0.36 0.727414 0.862880 -6.78
245553_at lupeol synthase like protein BARS1 AT4G15370 -1.02 -0.03 -0.36 0.727405 0.862880 -6.78
254985_x_a putative reverse-transcriptase -like prote--- --- -1.04 -0.05 -0.36 0.727538 0.862981 -6.78
245089_at putative transketolase precursor  ; suppo--- AT2G45290 1.15 0.20 0.36 0.727601 0.863012 -6.78
248197_at NADPH:protochlorophyllide oxidoreduct PORA AT5G54190 1.03 0.04 0.36 0.727855 0.863179 -6.78
260574_at hypothetical protein predicted by genefin--- AT2G47300 -1.03 -0.05 -0.36 0.727788 0.863179 -6.78
256477_at unknown protein --- --- -1.03 -0.04 -0.36 0.727855 0.863179 -6.78
257511_at hypothetical protein --- AT1G43000 1.03 0.04 0.36 0.72798 0.863282 -6.78
256132_at hypothetical protein similar to hypothetic--- AT1G13610 -1.03 -0.04 -0.36 0.728344 0.863598 -6.78
262091_at  Myb-family transcription factor, putative MYB72 AT1G56160 -1.03 -0.04 -0.36 0.728337 0.863598 -6.78
257183_at ABC transporter contains Pfam profile: P--- AT3G13220 -1.03 -0.04 -0.36 0.728398 0.863598 -6.78
261214_at Mutator-like protein similar to many pred--- --- -1.04 -0.05 -0.36 0.728389 0.863598 -6.78
246541_at  ubiquitin-fusion degradation protein-like--- AT5G15400 1.03 0.04 0.36 0.728507 0.863682 -6.78
257704_at  myb-related transcription factor, putativeATMYB67 AT3G12720 1.02 0.03 0.36 0.72857 0.863712 -6.78
256950_at hypothetical protein similar to hypothetic--- AT3G19080 -1.06 -0.08 -0.36 0.728693 0.863813 -6.78
266351_at unknown protein  ;supported by full-leng--- AT2G01490 -1.03 -0.05 -0.36 0.728841 0.863898 -6.78
246222_at TINY-like protein ; supported by cDNA: gRAP2.10 AT4G36900 1.06 0.09 0.36 0.728837 0.863898 -6.78
255307_at  hypothetical protein similar to A. thalian RIC10 AT4G04900 1.03 0.05 0.36 0.728968 0.864004 -6.78
262767_at putative oxysterol-binding protein similarORP1D AT1G13170 1.06 0.09 0.36 0.729021 0.864023 -6.78
253498_at putative protein various predicted protein--- AT4G31890 1.06 0.09 0.36 0.729195 0.864184 -6.78
263925_at putative glycine-rich RNA binding protein--- AT2G21690 -1.02 -0.03 -0.36 0.729307 0.864271 -6.78



252114_at  mucin -like protein hemomucin, Drosop --- AT3G51450 -1.09 -0.13 -0.36 0.729365 0.864295 -6.78
253826_s_a E2, ubiquitin-conjugating enzyme 9 (UBUBC9 AT4G27960 / 1.02 0.03 0.36 0.729479 0.864367 -6.78
251587_at hypothetical protein --- AT3G58080 -1.05 -0.07 -0.36 0.729502 0.864367 -6.78
266843_at hypothetical protein predicted by gensca--- AT2G26135 1.03 0.04 0.36 0.729573 0.864407 -6.78
251928_at  putative protein hypothetical protein At2--- AT3G53980 1.09 0.13 0.36 0.729714 0.864529 -6.78
251881_at  DIPHOSPHOMEVALONATE DECARBO--- AT3G54250 1.06 0.08 0.36 0.730015 0.864841 -6.78
267573_at putative tropinone reductase --- AT2G30670 1.02 0.03 0.36 0.730114 0.864895 -6.78
263479_x_ahypothetical protein predicted by gensca--- --- 1.03 0.04 0.36 0.730137 0.864895 -6.78
250447_at  putative protein KIAA0332 gene, Homo --- AT5G10800 1.03 0.04 0.36 0.730246 0.864980 -6.78
246107_at  putative protein various predicted prote --- --- 1.03 0.04 0.36 0.730352 0.865060 -6.78
267121_at putative GDSL-motif lipase/hydrolase sim--- AT2G23540 1.06 0.08 0.36 0.730393 0.865064 -6.78
265025_at Expressed protein ; supported by full-len--- AT1G24575 1.03 0.05 0.36 0.730842 0.865550 -6.78
263006_at hypothetical protein contains similarity to--- AT1G54240 -1.03 -0.04 -0.36 0.730971 0.865658 -6.78
264606_at unknown protein  ;supported by full-leng--- AT1G04660 1.04 0.06 0.36 0.731065 0.865694 -6.78
256810_at  adenyl cyclase, putative similar to aden --- AT3G21465 -1.03 -0.05 -0.36 0.731141 0.865694 -6.78
245535_at cell wall protein like --- AT4G15160 1.03 0.05 0.36 0.731109 0.865694 -6.78
255972_at hypothetical protein similar to hypothetic--- --- -1.02 -0.03 -0.36 0.731153 0.865694 -6.78
263290_at unknown protein --- AT2G10930 -1.02 -0.03 -0.36 0.7312 0.865705 -6.78
256786_at unknown protein  ;supported by full-leng--- AT3G13740 -1.04 -0.05 -0.36 0.731289 0.865720 -6.78
265167_at putative OBP32pep protein --- AT1G23680 -1.03 -0.04 -0.36 0.731256 0.865720 -6.78
264288_at Expressed protein ; supported by full-len--- AT1G62045 1.03 0.04 0.36 0.731455 0.865872 -6.78
262353_at hypothetical protein similar to hypothetic--- AT1G64210 -1.02 -0.03 -0.36 0.731528 0.865894 -6.78
255396_at hypothetical protein --- --- 1.03 0.04 0.36 0.731617 0.865894 -6.78
252308_at  putative protein sugar transporter 2, Dro--- AT3G49310 1.03 0.04 0.36 0.731582 0.865894 -6.78
261916_at  jasmonic acid, putative similar to jasmo anac028 AT1G65910 1.03 0.05 0.36 0.731626 0.865894 -6.78
258388_at putative expansin S2 precursor similar toATEXPA12AT3G15370 -1.02 -0.03 -0.36 0.731705 0.865943 -6.78
264822_at putative ribonucleoprotein --- AT1G03457 1.05 0.08 0.36 0.731807 0.865975 -6.78
258605_at phi-1-like protein similar to phi-1 (phosphEXL6 AT3G02970 1.03 0.05 0.36 0.7318 0.865975 -6.78
264501_at  putative lipase Similar to nodulins and l --- AT1G09390 -1.08 -0.12 -0.36 0.732015 0.866176 -6.78
254429_at Expressed protein ; supported by full-len--- AT4G21105 1.03 0.04 0.36 0.732081 0.866209 -6.78
252571_at  putative protein syntaxin 8 - Homo sapieSYP72 AT3G45280 -1.03 -0.05 -0.36 0.732133 0.866225 -6.78
263240_s_aunknown protein  ; supported by cDNA: --- AT1G72590 / 1.04 0.06 0.36 0.732173 0.866227 -6.78
245859_at  serine (threonine) protein kinase - like sATNEK3 AT5G28290 1.05 0.07 0.36 0.732466 0.866427 -6.78
264405_at  putative mitogen-activated protein kinasATMPK1 AT1G10210 -1.06 -0.08 -0.36 0.732494 0.866427 -6.78
247039_at putative protein contains similarity to APATEB1C AT5G67270 -1.04 -0.06 -0.36 0.732413 0.866427 -6.78



248356_at putative protein strong similarity to unkn ATEXO70AAT5G52350 -1.02 -0.03 -0.36 0.732424 0.866427 -6.78
255950_at hypothetical protein predicted by genem--- AT1G22110 1.04 0.05 0.36 0.732544 0.866441 -6.78
260161_at hypothetical protein similar to putative p ROPGEF1AT1G79860 1.02 0.03 0.36 0.73274 0.866629 -6.78
254802_at  endoxyloglucan transferase-like protein --- AT4G13090 -1.04 -0.05 -0.36 0.732792 0.866645 -6.78
249157_at unknown protein --- AT5G43510 / 1.02 0.03 0.36 0.732972 0.866813 -6.78
264352_at unknown protein Strong similarity to gi|2 --- AT1G03270 1.05 0.07 0.36 0.733143 0.866970 -6.78
248988_at putative protein contains similarity to cyc--- AT5G45190 -1.03 -0.04 -0.36 0.733312 0.867035 -6.78
253436_at  ubiquinol-cytochrome c reductase - like --- AT4G32470 1.03 0.04 0.36 0.7333 0.867035 -6.78
254519_at putative protein W15DMY30S --- AT4G19940 -1.04 -0.06 -0.36 0.733272 0.867035 -6.78
251999_at  hypothetical protein teichoic acid biosyn--- AT3G52700 1.03 0.04 0.36 0.733351 0.867036 -6.78
246175_s_a putative protein hypothetical protein F15--- AT5G28320 / -1.03 -0.04 -0.35 0.733516 0.867141 -6.78
264066_at Argonaute (AGO1)-like protein AGO5 AT2G27880 1.03 0.04 0.35 0.733505 0.867141 -6.78
264901_at  putative sulphate transporter protein str AST91 AT1G23090 1.09 0.13 0.35 0.733688 0.867300 -6.78
265878_at putative SUPERMAN-like C2H2 zinc fingZFP11 AT2G42410 -1.02 -0.03 -0.35 0.733993 0.867536 -6.78
267071_at unknown protein --- AT2G40980 -1.03 -0.04 -0.35 0.734002 0.867536 -6.78
245157_at putative polygalacturonase --- AT2G33160 1.02 0.04 0.35 0.73394 0.867536 -6.78
267611_at unknown protein SPX2 AT2G26660 1.05 0.07 0.35 0.734429 0.867823 -6.78
256543_at unknown protein supported by full-length--- AT1G42480 -1.03 -0.05 -0.35 0.734358 0.867823 -6.78
265019_at putative myosin heavy chain similar to E--- AT1G24560 1.02 0.03 0.35 0.734473 0.867823 -6.78
247711_at  receptor-like protein kinase receptor-like--- AT5G59270 -1.03 -0.04 -0.35 0.734475 0.867823 -6.78
248141_at unknown protein --- AT5G55010 -1.03 -0.04 -0.35 0.734444 0.867823 -6.78
245737_at hypothetical protein similar to putative he--- AT1G44160 -1.04 -0.06 -0.35 0.734511 0.867823 -6.78
255476_at  hypothetical protein similar to reverse tr --- --- 1.03 0.05 0.35 0.734422 0.867823 -6.78
254496_at  hyuC-like protein 5-substituted hydanto ATAAH AT4G20070 -1.08 -0.11 -0.35 0.734699 0.868000 -6.78
263365_at putative heat shock protein --- AT2G20550 -1.05 -0.06 -0.35 0.73484 0.868123 -6.78
262258_at 20S proteasome subunit PAE1 identical PAE1 AT1G53850 -1.03 -0.05 -0.35 0.734881 0.868126 -6.78
260126_at putative hydroxymethyltransferase similaSHM7 AT1G36370 -1.05 -0.06 -0.35 0.735118 0.868136 -6.78
254873_at  putative protein a 162 kDa component oEIF3A AT4G11420 -1.03 -0.04 -0.35 0.73527 0.868136 -6.78
255242_at  putative protein putative retrotransposo --- --- 1.03 0.04 0.35 0.735229 0.868136 -6.78
249038_at putative protein contains similarity to unkRING1A AT5G44280 1.03 0.04 0.35 0.73501 0.868136 -6.78
260957_at delta 9 desaturase identical to delta 9 deADS1 AT1G06080 1.05 0.07 0.35 0.735247 0.868136 -6.78
252865_at Expressed protein ; supported by full-len--- AT4G39753 -1.04 -0.06 -0.35 0.735029 0.868136 -6.78
264518_at unknown protein --- AT1G09980 -1.04 -0.06 -0.35 0.735161 0.868136 -6.78
262015_at hypothetical protein predicted by genem--- --- -1.03 -0.04 -0.35 0.73493 0.868136 -6.78
254534_at  putative Fe(II) transport protein Fe(II) traIRT2 AT4G19680 1.02 0.03 0.35 0.735157 0.868136 -6.78



262036_at  ATP-dependent RNA helicase, putative --- AT1G35530 1.04 0.06 0.35 0.735173 0.868136 -6.78
267376_at  putative receptor-like protein kinase, ERER AT2G26330 1.12 0.16 0.35 0.735454 0.868270 -6.78
252340_at myb-like protein AtMYB45 AT3G48920 1.05 0.06 0.35 0.73546 0.868270 -6.78
248848_at disease resistance protein-like --- AT5G46520 1.02 0.03 0.35 0.735649 0.868449 -6.78
246170_at  putative protein various predicted prote --- AT5G32450 -1.03 -0.05 -0.35 0.735815 0.868533 -6.78
246287_at unknown protein --- AT1G31870 -1.03 -0.04 -0.35 0.735765 0.868533 -6.78
252767_at  ring-box protein-like ring-box protein 1 - --- AT3G42830 1.03 0.04 0.35 0.735874 0.868533 -6.78
250032_at glutamate dehydrogenase (EC 1.4.1.-) 1GDH1 AT5G18170 1.09 0.13 0.35 0.735859 0.868533 -6.78
267170_at putative RING zinc finger protein --- AT2G37585 -1.05 -0.07 -0.35 0.735975 0.868608 -6.78
267138_s_asimilar to SOR1 from the fungus Cercos PDX1.1 AT2G38210 / -1.07 -0.09 -0.35 0.736125 0.868740 -6.78
251998_at  putative protein KIAA0010 protein, HomUPL7 AT3G53090 -1.03 -0.04 -0.35 0.736221 0.868805 -6.78
247462_at  A9 protein precursor - like A9 protein pr --- AT5G62080 1.03 0.05 0.35 0.736256 0.868805 -6.78
257982_at unknown protein similar to TYPE II DNAATTOP6B AT3G20780 1.04 0.05 0.35 0.736688 0.869125 -6.78
255710_at predicted protein of unknown function  ; --- AT4G00030 / 1.05 0.07 0.35 0.736591 0.869125 -6.78
264907_at unknown protein similar to S.pombe pro --- AT2G17280 1.08 0.11 0.35 0.736698 0.869125 -6.78
250275_at  putative protein mRNA, Moritella marina--- AT5G13030 1.04 0.05 0.35 0.736646 0.869125 -6.78
264028_at putative nitrilase-associated protein Alte SPR1 AT2G03680 1.05 0.07 0.35 0.736718 0.869125 -6.78
265257_at succinyl-CoA ligase beta subunit  ;suppo--- AT2G20420 1.06 0.08 0.35 0.736865 0.869254 -6.78
256921_at unknown protein  ;supported by full-leng--- AT3G18940 -1.03 -0.04 -0.35 0.736958 0.869254 -6.78
267012_at similar to latex allergen from Hevea brasPLP6 AT2G39220 1.08 0.11 0.35 0.736941 0.869254 -6.78
253030_at hypothetical protein FRS5 AT4G38180 -1.02 -0.03 -0.35 0.73698 0.869254 -6.78
267190_at putative N-myristoyltransferase  ; suppo NMT2 AT2G44170 -1.03 -0.04 -0.35 0.737066 0.869311 -6.78
263960_at putative kinesin-related cytokinesis prote--- AT2G36200 -1.03 -0.04 -0.35 0.737145 0.869359 -6.78
253434_at potassium channel - protein AKT5 AT4G32500 -1.03 -0.04 -0.35 0.737262 0.869414 -6.78
256519_at hypothetical protein predicted by gensca--- AT1G66110 1.04 0.06 0.35 0.737268 0.869414 -6.78
255527_at putative protein --- AT4G02360 1.11 0.15 0.35 0.737323 0.869434 -6.78
253570_at hypothetical protein --- AT4G31260 1.03 0.05 0.35 0.73741 0.869492 -6.78
261247_at hypothetical protein predicted by genem--- AT1G20070 -1.12 -0.16 -0.35 0.737798 0.869608 -6.78
256160_at  pyruvate dehydrogenase E1 beta subunPDH-E1 B AT1G30120 -1.04 -0.06 -0.35 0.737688 0.869608 -6.78
264332_at hypothetical protein predicted by genem--- AT1G61920 1.03 0.04 0.35 0.737961 0.869608 -6.78
255082_at  putative protein polyphosphoinositide b --- AT4G09160 1.03 0.04 0.35 0.738179 0.869608 -6.78
258894_at putative disease resistance protein simil AtRLP32 AT3G05650 -1.07 -0.09 -0.35 0.738126 0.869608 -6.78
254240_at Expressed protein ; supported by full-lenSP1L5 AT4G23496 1.03 0.04 0.35 0.737912 0.869608 -6.78
248520_at 11-beta-hydroxysteroid dehydrogenase-AtHSD1 AT5G50600 / -1.04 -0.06 -0.35 0.737827 0.869608 -6.78
246750_at  putative protein predicted proteins, DrosAT5G2786--- 1.05 0.07 0.35 0.737815 0.869608 -6.78



258858_at putative 40S ribosomal protein S19 simi --- AT3G02080 -1.05 -0.07 -0.35 0.737787 0.869608 -6.78
258326_at unknown protein similar to putative DNASOL1 AT3G22760 1.04 0.06 0.35 0.738114 0.869608 -6.78
259949_at hypothetical protein predicted by gensca--- AT1G71420 -1.03 -0.04 -0.35 0.738191 0.869608 -6.78
259061_at  putative GTP-binding protein similar to GAtRABA5bAT3G07410 1.06 0.08 0.35 0.738309 0.869608 -6.78
256692_at hypothetical protein predicted by genem--- AT3G32050 -1.02 -0.03 -0.35 0.737655 0.869608 -6.78
261430_at hypothetical protein predicted by genem--- AT1G18830 -1.04 -0.05 -0.35 0.738277 0.869608 -6.78
259785_at unknown protein ;supported by full-lengt --- AT1G29490 -1.03 -0.05 -0.35 0.738093 0.869608 -6.78
248033_s_aputative protein similar to unknown prote--- AT5G54330 / 1.03 0.04 0.35 0.737708 0.869608 -6.78
267050_at putative RNA-binding protein  ; supporte--- AT2G41060 1.03 0.04 0.35 0.737956 0.869608 -6.78
266840_at hypothetical protein predicted by gensca--- AT2G26160 1.02 0.03 0.35 0.737619 0.869608 -6.78
267052_at unknown protein --- AT2G38410 1.03 0.04 0.35 0.738167 0.869608 -6.78
263059_at putative non-LTR retrolelement reverse --- --- -1.03 -0.04 -0.35 0.738237 0.869608 -6.78
256527_at  thionin, putative similar to thionin [Arabi --- AT1G66100 -1.04 -0.06 -0.35 0.738211 0.869608 -6.78
259468_at unknown protein TTN10 AT1G19080 / 1.03 0.05 0.35 0.738443 0.869721 -6.78
266753_at auxin-induced protein (IAA20) identical t IAA20 AT2G46990 1.03 0.04 0.35 0.738517 0.869763 -6.78
263386_at unknown protein  ; supported by cDNA: --- AT2G40150 1.06 0.08 0.35 0.73872 0.869826 -6.79
263133_at hypothetical protein predicted by genem--- AT1G78450 1.12 0.16 0.35 0.738648 0.869826 -6.79
253510_at hypothetical protein GDU1 AT4G31730 -1.06 -0.09 -0.35 0.738622 0.869826 -6.78
249387_at  putative protein predicted proteins, Arab--- AT5G40070 -1.04 -0.05 -0.35 0.738723 0.869826 -6.79
260368_at AtHVA22c identical to AtHVA22c GB:AFATHVA22CAT1G69700 -1.09 -0.13 -0.35 0.738896 0.869983 -6.79
246535_at putative protein several hypothetical pro --- AT5G15900 1.04 0.06 0.35 0.738949 0.869983 -6.79
249623_at  putative protein Ariadne-2 protein (ARI2--- AT5G37560 1.02 0.03 0.35 0.73897 0.869983 -6.79
259289_at hypothetical protein predicted by gensca--- AT3G11350 1.03 0.04 0.35 0.739012 0.869987 -6.79
260869_at  stearoyl acyl carrier protein desaturase,--- AT1G43800 -1.02 -0.03 -0.35 0.73907 0.870010 -6.79
255929_at hypothetical protein predicted by genem--- AT1G12650 -1.03 -0.05 -0.35 0.739176 0.870069 -6.79
259994_at  putative C2H2-type zinc finger protein cAtIDD14 AT1G68130 / -1.04 -0.06 -0.35 0.739272 0.870069 -6.79
247539_at  putative protein predicted protein, Arabi --- AT5G61710 -1.02 -0.03 -0.35 0.739229 0.870069 -6.79
253927_at putative protein --- AT4G26710 1.03 0.05 0.35 0.739257 0.870069 -6.79
250476_at MADS box protein FLOWERING LOCUSFLC AT5G10140 -1.03 -0.04 -0.35 0.739313 0.870071 -6.79
265050_at  jasmonate inducible protein, putative sim--- AT1G52070 1.02 0.04 0.35 0.739446 0.870129 -6.79
261760_at hypothetical protein similar to putative R--- AT1G15600 1.04 0.05 0.35 0.739561 0.870129 -6.79
262643_at unknown protein ;supported by full-lengt --- AT1G62770 1.05 0.07 0.35 0.73957 0.870129 -6.79
250637_at glycine-rich protein atGRP-7 GRP17 AT5G07530 1.03 0.04 0.35 0.739449 0.870129 -6.79
255382_at putative pre-mRNA splicing factor similaEMB2770 AT4G03430 1.02 0.03 0.35 0.739577 0.870129 -6.79
258280_at  putative self-incompatibility protein simi --- AT3G26880 -1.02 -0.03 -0.35 0.739591 0.870129 -6.79



245483_at cysteine proteinase contains similarity to--- AT4G16190 -1.02 -0.04 -0.35 0.73983 0.870186 -6.79
266713_at unknown protein --- AT2G46760 -1.03 -0.04 -0.35 0.739804 0.870186 -6.79
259415_at hypothetical protein contains similarity to--- AT1G02330 -1.04 -0.05 -0.35 0.739782 0.870186 -6.79
261331_at hypothetical protein predicted by genem--- --- -1.03 -0.04 -0.35 0.73972 0.870186 -6.79
258942_at  unknown protein predicted by genscan, --- AT3G09960 -1.03 -0.04 -0.35 0.739684 0.870186 -6.79
260524_at unknown protein --- AT2G47230 1.03 0.04 0.35 0.739911 0.870192 -6.79
247957_at protein phosphatase 2C ABI2 (PP2C) (sABI2 AT5G57050 1.05 0.07 0.35 0.739881 0.870192 -6.79
257594_at unknown protein --- AT3G24740 -1.03 -0.05 -0.35 0.740004 0.870217 -6.79
253356_at  putative protein myosin II heavy chain - --- AT4G33390 1.03 0.04 0.35 0.740009 0.870217 -6.79
264976_at  peptide transporter, putative similar to pNRT1.6 AT1G27080 1.03 0.05 0.35 0.740089 0.870266 -6.79
262872_at hypothetical protein predicted by genem--- AT1G64690 1.04 0.06 0.35 0.740223 0.870292 -6.79
260698_at unknown protein contains similarity to L---- AT1G32300 1.02 0.03 0.35 0.740225 0.870292 -6.79
257480_at hypothetical protein similar to putative R--- AT1G15640 1.05 0.08 0.35 0.740182 0.870292 -6.79
259686_at  transcription factor SCARECROW, puta--- AT1G63100 -1.04 -0.06 -0.35 0.740439 0.870481 -6.79
261454_at hypothetical protein predicted by genem--- AT1G21090 -1.03 -0.04 -0.35 0.740462 0.870481 -6.79
255477_at coded for by A. thaliana cDNA R64991  --- AT4G02370 1.04 0.05 0.35 0.740528 0.870514 -6.79
262559_at unknown protein similar to hypothetical p--- AT1G31300 -1.03 -0.04 -0.35 0.740587 0.870538 -6.79
265692_at hypothetical protein predicted by gensca--- AT2G24340 1.03 0.04 0.34 0.740636 0.870551 -6.79
246933_at ZFP3 zinc finger protein  ; supported by ZFP3 AT5G25160 1.02 0.03 0.34 0.740706 0.870588 -6.79
254801_at  endoxyloglucan transferase-like protein --- AT4G13080 -1.02 -0.03 -0.34 0.74083 0.870682 -6.79
255202_at putative polyprotein --- --- 1.03 0.04 0.34 0.740862 0.870682 -6.79
264786_at putative Ta11-like non-LTR retroelemen --- AT2G17920 -1.03 -0.04 -0.34 0.740949 0.870739 -6.79
256731_at hypothetical protein contains Pfam profil --- AT3G30340 1.03 0.04 0.34 0.741035 0.870751 -6.79
250468_at  transcription factor TEIL/ethylene-insen --- AT5G10120 1.02 0.03 0.34 0.741024 0.870751 -6.79
254492_at endomembrane-associated protein  ; su PCAP1 AT4G20260 -1.03 -0.04 -0.34 0.741098 0.870779 -6.79
266201_at similar to MtN3 protein  ;supported by fu --- AT2G39060 1.03 0.04 0.34 0.741177 0.870828 -6.79
252811_at putative protein several hypothetical pro --- --- 1.03 0.04 0.34 0.741247 0.870865 -6.79
247036_at putative protein contains similarity to MA--- AT5G67130 -1.04 -0.06 -0.34 0.741317 0.870902 -6.79
247358_at flavonol synthase FLS2 AT5G63580 -1.03 -0.05 -0.34 0.741395 0.870904 -6.79
266178_at putative phloem-specific lectin AtPP2-B4 AT2G02280 1.03 0.04 0.34 0.741363 0.870904 -6.79
251303_at  NAM-like protein no apical meristem (N ANAC066 AT3G61910 -1.02 -0.03 -0.34 0.741682 0.871132 -6.79
263293_x_ahypothetical protein similar to hypothetic--- --- 1.02 0.03 0.34 0.741734 0.871132 -6.79
248930_at unknown protein --- AT5G46010 1.03 0.04 0.34 0.741742 0.871132 -6.79
257491_at  hypothetical protein predicted by genem--- AT1G06170 -1.02 -0.03 -0.34 0.741725 0.871132 -6.79
257880_at  AMP-binding protein, putative contains AAE7 AT3G16910 1.05 0.07 0.34 0.741786 0.871139 -6.79



262803_at  unknown protein Location of ESTs 152C--- AT1G21000 -1.05 -0.07 -0.34 0.741986 0.871195 -6.79
264378_at hypothetical protein predicted by gensca--- AT2G25220 -1.08 -0.11 -0.34 0.741985 0.871195 -6.79
259093_at unknown protein similar to putative prote--- AT3G04860 1.06 0.08 0.34 0.741901 0.871195 -6.79
246330_at aldehyde oxidase  ; supported by cDNA AAO2 AT3G43600 -1.07 -0.10 -0.34 0.741964 0.871195 -6.79
246125_at Expressed protein ; supported by full-len--- AT5G19875 -1.09 -0.13 -0.34 0.742246 0.871411 -6.79
262271_x_ahypothetical protein predicted by genem--- --- 1.05 0.07 0.34 0.742226 0.871411 -6.79
265473_at Expressed protein ; supported by full-lenLCR10 AT2G15535 1.03 0.04 0.34 0.742302 0.871431 -6.79
250010_at  AP2-domain DNA-binding protein -like D--- AT5G18450 -1.04 -0.05 -0.34 0.742359 0.871454 -6.79
260193_at putative amino acid permease similar to --- AT1G67640 1.04 0.05 0.34 0.742469 0.871537 -6.79
262969_at unknown protein --- AT1G75710 -1.04 -0.05 -0.34 0.742634 0.871642 -6.79
265485_at putative Ta11-like non-LTR retroelemen --- --- 1.04 0.06 0.34 0.742619 0.871642 -6.79
263159_at RSH3 (RelA/SpoT homolog) identical to RSH3 AT1G54130 -1.04 -0.05 -0.34 0.742791 0.871781 -6.79
256411_at ATP-dependent Clp protease proteolyticCLPP3 AT1G66670 -1.05 -0.06 -0.34 0.742857 0.871801 -6.79
266571_at unknown protein --- AT2G23830 1.06 0.08 0.34 0.742922 0.871801 -6.79
265812_at hypothetical protein predicted by gensca--- AT2G18070 1.03 0.05 0.34 0.74291 0.871801 -6.79
245822_at unknown protein ; supported by cDNA: g--- AT1G26110 -1.03 -0.05 -0.34 0.743807 0.871944 -6.79
258184_at  two-component phosphorelay mediator AHP1 AT3G21510 1.04 0.05 0.34 0.743614 0.871944 -6.79
254573_at  putative pectinacetylesterase pectinace--- AT4G19420 1.06 0.08 0.34 0.743765 0.871944 -6.79
251194_at putative protein --- AT3G62920 1.05 0.06 0.34 0.74381 0.871944 -6.79
255525_at coded for by A. thaliana cDNA T04215 s--- AT4G02340 1.03 0.04 0.34 0.743509 0.871944 -6.79
250183_at  putative protein various predicted prote --- AT5G14510 1.04 0.06 0.34 0.743574 0.871944 -6.79
256302_at Expressed protein ; supported by full-len--- AT1G69526 1.03 0.05 0.34 0.743671 0.871944 -6.79
246992_at N-acetyltransferase hookless1-like prote--- AT5G67430 1.03 0.04 0.34 0.743699 0.871944 -6.79
247941_at putative protein strong similarity to unkn --- AT5G57200 -1.02 -0.03 -0.34 0.743242 0.871944 -6.79
247635_at  serine/threonine-protein kinase - like proGRIK2 AT5G60548 / 1.02 0.03 0.34 0.743595 0.871944 -6.79
252471_at phosphoprotein phosphatase  ;supporte TOPP5 AT3G46820 -1.03 -0.04 -0.34 0.743761 0.871944 -6.79
262250_at Expressed protein predicted by genscan--- AT1G48280 -1.10 -0.13 -0.34 0.743797 0.871944 -6.79
250037_at  disease resistance protein -like disease--- AT5G18350 1.04 0.05 0.34 0.743126 0.871944 -6.79
265493_at unknown protein predicted by genscan --- AT2G15670 -1.03 -0.04 -0.34 0.743279 0.871944 -6.79
265603_at hypothetical protein predicted by gensca--- --- 1.03 0.04 0.34 0.743286 0.871944 -6.79
247472_at  cytokinesis regulating protein - like PRCMAP65-9 AT5G62250 -1.02 -0.03 -0.34 0.743593 0.871944 -6.79
261706_at hypothetical protein similar to hypothetic--- --- 1.02 0.03 0.34 0.743802 0.871944 -6.79
252560_at  histone H2B -like protein histone H2B1,HTB11 AT3G46030 -1.02 -0.03 -0.34 0.743526 0.871944 -6.79
266023_at copia-like retroelement pol polyprotein --- --- 1.03 0.04 0.34 0.743279 0.871944 -6.79
258513_at  protein kinase, putative contains Pfam p--- AT3G06630 -1.02 -0.03 -0.34 0.743242 0.871944 -6.79



245778_at  RNA-binding glycine-rich protein, putati --- AT1G73530 1.04 0.06 0.34 0.743902 0.872009 -6.79
251126_at  putative protein various predicted prote --- AT5G01070 1.02 0.04 0.34 0.744298 0.872128 -6.79
253731_at  acid phosphatase-like protein  acid pho --- AT4G29260 -1.02 -0.03 -0.34 0.744136 0.872128 -6.79
249717_at unknown protein  ;supported by full-leng--- AT5G35730 1.03 0.04 0.34 0.744236 0.872128 -6.79
256359_at  protein kinase, putative contains Pfam p--- AT1G66460 -1.02 -0.03 -0.34 0.744244 0.872128 -6.79
245452_at retrotransposon like protein --- --- -1.02 -0.03 -0.34 0.74425 0.872128 -6.79
256618_at hypothetical protein VRN5 AT3G24440 1.06 0.09 0.34 0.744253 0.872128 -6.79
252007_at  hypothetical protein MobA, Pseudomon--- AT3G52830 1.03 0.05 0.34 0.74431 0.872128 -6.79
250872_at  putative protein SF16 protein, common IQD12 AT5G03960 -1.03 -0.04 -0.34 0.744198 0.872128 -6.79
255190_x_a may be a pseudogene similar to a famil --- --- -1.02 -0.03 -0.34 0.744477 0.872244 -6.79
257186_at hypothetical protein predicted by genem--- AT3G13130 -1.03 -0.05 -0.34 0.744486 0.872244 -6.79
259565_at hypothetical protein --- AT1G20530 -1.02 -0.03 -0.34 0.744552 0.872277 -6.79
244990_s_ahypothetical protein --- --- -1.06 -0.09 -0.34 0.744779 0.872498 -6.79
250046_at  putative protein predicted proteins, Arab--- AT5G17720 1.03 0.04 0.34 0.744819 0.872500 -6.79
266849_at putative vacuolar processing enzyme ideALPHA-VPAT2G25940 -1.03 -0.04 -0.34 0.744857 0.872500 -6.79
251101_at putative transporter protein Na+/H+ anti CHX26 AT5G01680 1.02 0.03 0.34 0.745024 0.872651 -6.79
257736_at hypothetical protein predicted by genem--- AT3G27410 1.03 0.04 0.34 0.745107 0.872703 -6.79
246678_at putative protein predicted replication A1 --- --- -1.03 -0.04 -0.34 0.745186 0.872751 -6.79
251973_at  nodulin / glutamate-ammonia ligase - lik--- AT3G53180 -1.05 -0.07 -0.34 0.745583 0.872900 -6.79
260087_at hypothetical protein predicted by gensca--- AT1G73200 1.04 0.05 0.34 0.745573 0.872900 -6.79
262715_at putative myb-related transcription factor MYB58 AT1G16490 -1.02 -0.03 -0.34 0.745521 0.872900 -6.79
252891_at  putative WRKY DNA-binding protein DNWRKY13 AT4G39410 -1.04 -0.05 -0.34 0.745459 0.872900 -6.79
258047_at putative 4-coumarate:CoA ligase 2 almo4CL2 AT3G21240 1.11 0.15 0.34 0.74562 0.872900 -6.79
251279_at hypothetical protein --- AT3G61800 1.05 0.06 0.34 0.745573 0.872900 -6.79
257961_at unknown protein --- AT3G19780 -1.03 -0.04 -0.34 0.74546 0.872900 -6.79
248872_at Expressed protein ; supported by full-lenMSP2 AT5G46795 -1.03 -0.04 -0.34 0.745554 0.872900 -6.79
249532_at  AtPP - like protein AtPP protein, Brassic--- AT5G38780 1.06 0.09 0.34 0.745695 0.872943 -6.79
246284_at putative protein --- AT4G36780 -1.03 -0.04 -0.34 0.746201 0.873397 -6.79
255770_at hypothetical protein predicted by gensca--- AT1G18560 1.03 0.04 0.34 0.74645 0.873397 -6.79
247630_at putative protein SIZ1 AT5G60410 1.03 0.04 0.34 0.746375 0.873397 -6.79
254053_s_a SRG1-like protein strong homology to S--- AT4G25300 / 1.05 0.07 0.34 0.746519 0.873397 -6.79
261072_at  hexose transporter, putative similar to GATSTP2 AT1G07340 1.03 0.05 0.34 0.746341 0.873397 -6.79
262179_at hypothetical protein predicted by genemAGL66 AT1G77980 1.03 0.05 0.34 0.746479 0.873397 -6.79
250230_at putative protein similar to unknown prote--- AT5G13900 1.05 0.07 0.34 0.746371 0.873397 -6.79
256312_x_ahypothetical protein --- AT1G35820 1.02 0.03 0.34 0.746504 0.873397 -6.79



266143_at Expressed protein ; supported by cDNA --- AT2G38905 1.03 0.05 0.34 0.746232 0.873397 -6.79
266935_at  F-box protein LKP2/ADO2, AtFBX2c ideLKP2 AT2G18915 1.03 0.04 0.34 0.746542 0.873397 -6.79
262702_at putative protein phosphatase 2C similar --- AT1G16220 1.03 0.04 0.34 0.746477 0.873397 -6.79
249683_x_aputative protein similar to unknown prote--- --- -1.03 -0.04 -0.34 0.746301 0.873397 -6.79
267607_s_aepoxide hydrolase (ATsEH) identical to GATSEH AT2G26740 / -1.05 -0.07 -0.34 0.746721 0.873517 -6.79
254177_at  putative protein gene T22C1.1, Caenor --- AT4G23860 -1.04 -0.05 -0.34 0.746709 0.873517 -6.79
251909_at  putative protein initiator-binding protein TRFL4 AT3G53790 -1.03 -0.04 -0.34 0.746775 0.873536 -6.79
258347_at unknown protein identical to LEA-like pro--- AT3G17520 -1.03 -0.04 -0.34 0.746905 0.873598 -6.79
263874_at putative ATP synthase  ;supported by fu--- AT2G21870 1.04 0.05 0.34 0.74689 0.873598 -6.79
261311_at  disease resistance protein RTM1, putat --- AT1G05770 1.04 0.06 0.34 0.747108 0.873612 -6.79
262196_at  ubiquitin-fusion protein, putative similar MUB5 AT1G77870 -1.06 -0.08 -0.34 0.74704 0.873612 -6.79
265910_at putative vacuolar ATP synthase proteoli --- AT2G25610 -1.03 -0.04 -0.34 0.747115 0.873612 -6.79
261185_at  cytochrome p450, putative similar to GBCYP94D1 AT1G34540 -1.02 -0.04 -0.34 0.74704 0.873612 -6.79
257195_at hypothetical protein predicted by genem--- AT3G23680 1.03 0.04 0.34 0.747119 0.873612 -6.79
253000_at putative protein other predicted proteins --- AT4G38360 1.03 0.05 0.34 0.747147 0.873612 -6.79
247436_at dehydrogenase  ; supported by cDNA: gALDH12A1AT5G62530 -1.04 -0.05 -0.34 0.747502 0.873822 -6.79
245522_at hypothetical protein --- AT4G15890 1.02 0.04 0.34 0.74748 0.873822 -6.79
266430_at unknown protein --- AT2G07200 1.02 0.03 0.34 0.747391 0.873822 -6.79
249079_at putative protein contains similarity to unk--- AT5G43930 -1.04 -0.05 -0.34 0.747518 0.873822 -6.79
261894_at unknown protein ;supported by full-lengtMGT1 AT1G80900 1.03 0.04 0.34 0.747442 0.873822 -6.79
257495_at unknown protein ATPDIL5-1AT1G07960 1.03 0.04 0.33 0.74789 0.873906 -6.79
259051_at  unknown protein similar to CGI-86 prote--- AT3G03330 -1.03 -0.04 -0.33 0.74796 0.873906 -6.79
254850_at putative protein predicted proteins Arabi --- AT4G12000 -1.04 -0.06 -0.34 0.747737 0.873906 -6.79
250972_at  putative protein various Myb related proLCL1 AT5G02840 1.04 0.06 0.33 0.748095 0.873906 -6.79
264808_at unknown protein similar to EST gb|H372PRA1.E AT1G08770 1.03 0.04 0.34 0.74779 0.873906 -6.79
259045_at  calmodulin-like protein similar to calmod--- AT3G03410 -1.03 -0.04 -0.33 0.747847 0.873906 -6.79
263008_at unknown protein RPP27 AT1G54470 1.02 0.03 0.33 0.748066 0.873906 -6.79
AFFX-Athal-Arabidopsis thaliana /REF=U84969 /DE --- --- 1.03 0.04 0.34 0.747723 0.873906 -6.79
246531_at MADS box protein AGL2  ; supported by 01-ספט AT5G15800 1.03 0.05 0.33 0.748165 0.873906 -6.79
264159_at unknown protein ;supported by full-lengt --- AT1G65270 -1.02 -0.03 -0.33 0.748022 0.873906 -6.79
250722_at unknown protein  ;supported by full-leng--- AT5G06190 1.04 0.06 0.34 0.747691 0.873906 -6.79
250888_at  putative protein trichohyalin, Oryctolagu--- AT5G04460 -1.04 -0.06 -0.33 0.747876 0.873906 -6.79
246726_at  putative protein predicted protein, Arabi --- AT5G29050 -1.02 -0.03 -0.33 0.748017 0.873906 -6.79
265591_at hypothetical protein predicted by gensca--- AT2G20150 1.04 0.05 0.33 0.74815 0.873906 -6.79
259829_at  oligopeptide transporter, putative simila --- --- -1.03 -0.05 -0.33 0.747942 0.873906 -6.79



250428_at  putative protein phosphatase protein tyrPAS2 AT5G10480 1.05 0.07 0.33 0.748378 0.874065 -6.79
256474_at unknown protein --- --- 1.03 0.05 0.33 0.748339 0.874065 -6.79
265099_at  unknown protein Location of EST 248L9--- AT1G03990 1.07 0.10 0.33 0.748491 0.874108 -6.79
265168_at putative Ser/Thr protein kinase --- AT1G23700 1.03 0.04 0.33 0.748464 0.874108 -6.79
250717_at putative protein similar to unknown prote--- AT5G06200 1.04 0.05 0.33 0.748731 0.874343 -6.79
251424_at putative protein 04.05.01.01 --- AT3G60560 1.02 0.03 0.33 0.748835 0.874421 -6.79
257877_at hypothetical protein --- AT3G17140 1.03 0.04 0.33 0.749001 0.874569 -6.79
246409_at  CRK1 protein, putative similar to CRK1 --- AT1G57700 -1.04 -0.05 -0.33 0.749302 0.874876 -6.79
262650_at  lipoamide dehydrogenase, putative   --- AT1G14090 1.02 0.03 0.33 0.749346 0.874882 -6.79
252997_at  putative pollen allergen pollen allergen ATEXLA2 AT4G38400 -1.08 -0.10 -0.33 0.749435 0.874899 -6.79
255640_at hypothetical protein --- AT4G00800 1.04 0.05 0.33 0.749436 0.874899 -6.79
263969_at putative VSF-1-like b-ZIP transcription faUNE4 AT2G12940 -1.03 -0.04 -0.33 0.749592 0.875035 -6.79
254381_at  putative protein membrane-associated s--- AT4G21880 1.03 0.05 0.33 0.749652 0.875061 -6.79
266958_at putative trans-prenyltransferase GPS1 AT2G34630 -1.04 -0.05 -0.33 0.74978 0.875165 -6.79
265409_at unknown protein PIP2;8 AT2G16830 / -1.03 -0.04 -0.33 0.749874 0.875230 -6.79
256141_at  lysine and histidine specific transporter, --- AT1G48640 -1.02 -0.03 -0.33 0.749979 0.875263 -6.79
258361_at unknown protein similar to hypothetical p--- AT3G14270 1.05 0.07 0.33 0.74997 0.875263 -6.79
251403_at  putative protein RING finger protein AO--- AT3G60300 -1.04 -0.05 -0.33 0.750125 0.875345 -6.79
257589_at hypothetical protein predicted by gensca--- AT1G55050 -1.03 -0.05 -0.33 0.750088 0.875345 -6.79
262654_at  putative mandelonitrile lyase similar to m--- AT1G14180 1.04 0.05 0.33 0.750169 0.875351 -6.79
255766_at unknown protein ;supported by full-lengt --- AT1G16750 -1.03 -0.05 -0.33 0.750295 0.875440 -6.79
260782_at unknown protein ; supported by cDNA: g--- AT1G14570 -1.02 -0.03 -0.33 0.750323 0.875440 -6.79
261293_at unknown protein ; supported by cDNA: g--- AT1G36980 -1.02 -0.03 -0.33 0.750424 0.875514 -6.79
262442_at unknown protein identical to hypothetica--- AT1G47420 -1.02 -0.03 -0.33 0.750719 0.875813 -6.79
248377_at unknown protein  ; supported by full-leng--- AT5G51720 -1.06 -0.08 -0.33 0.7508 0.875818 -6.79
257454_at hypothetical protein predicted by genem--- AT1G65170 1.03 0.05 0.33 0.750798 0.875818 -6.79
260012_at Expressed protein ; supported by cDNA --- AT1G67865 -1.05 -0.07 -0.33 0.751189 0.875909 -6.79
253684_at nucleotide pyrophosphatase - like protei --- AT4G29690 1.03 0.04 0.33 0.751054 0.875909 -6.79
260851_at  nodulin-like protein similar to MtN21 GB--- AT1G21890 1.03 0.04 0.33 0.751332 0.875909 -6.79
252016_at  putative protein predicted protein, Arabi --- AT3G52950 -1.03 -0.04 -0.33 0.751082 0.875909 -6.79
253354_at  putative protein RNA helicase DBP2 - S--- AT4G33370 -1.05 -0.07 -0.33 0.751195 0.875909 -6.79
250269_at  anthranilate phosphoribosyltransferase --- AT5G12970 -1.03 -0.04 -0.33 0.750953 0.875909 -6.79
265698_at hypothetical protein predicted by gensca--- AT2G32160 -1.03 -0.04 -0.33 0.751327 0.875909 -6.79
253680_at cytidine deaminase 2 (CDA2) --- AT4G29620 1.02 0.03 0.33 0.75123 0.875909 -6.79
254465_at  tapetum-specific A3 like protein Arabido--- AT4G20420 -1.03 -0.04 -0.33 0.751229 0.875909 -6.79



252812_at putative protein hypothetical proteins - A--- --- -1.02 -0.03 -0.33 0.75106 0.875909 -6.79
255006_at  putative protein kinase M.sativa mRNA --- AT4G10010 -1.02 -0.03 -0.33 0.751335 0.875909 -6.79
248604_at protein kinase --- AT5G49470 -1.05 -0.06 -0.33 0.751338 0.875909 -6.79
257565_at hypothetical protein predicted by genem--- AT3G28620 -1.02 -0.03 -0.33 0.751494 0.875956 -6.79
267432_at putative UDP-N-acetylglucosamine pyro--- AT2G35020 1.04 0.06 0.33 0.751459 0.875956 -6.79
257462_at hypothetical protein --- AT1G65740 -1.03 -0.04 -0.33 0.751432 0.875956 -6.79
249132_at putative protein contains similarity to unk--- AT5G43120 -1.03 -0.04 -0.33 0.751541 0.875965 -6.79
246587_at  putative protein predicted proteins, Arab--- --- 1.03 0.04 0.33 0.751587 0.875974 -6.79
262624_at  CCR4-associated factor, putative simila--- AT1G06450 1.03 0.04 0.33 0.75166 0.875991 -6.79
258080_at unknown protein  ;supported by full-leng--- AT3G25930 1.02 0.03 0.33 0.751678 0.875991 -6.79
247933_at  putative protein non-consensus CG don--- AT5G56980 1.07 0.10 0.33 0.751897 0.876198 -6.79
249232_at dynamin-like protein (pir||S59558)  ;suppADL1 AT5G42080 1.04 0.05 0.33 0.75197 0.876198 -6.79
245722_at unknown protein --- AT1G73430 -1.04 -0.05 -0.33 0.751968 0.876198 -6.79
258238_at unknown protein RST1 AT3G27670 -1.02 -0.03 -0.33 0.752061 0.876258 -6.79
263614_at putative serpin --- AT2G25240 1.03 0.05 0.33 0.75224 0.876422 -6.79
245953_at  myrosinase - binding protein - like proba--- AT5G28520 1.04 0.05 0.33 0.752295 0.876442 -6.79
248484_at carbonyl reductase-like protein --- AT5G51030 -1.02 -0.03 -0.33 0.752406 0.876526 -6.79
264323_at putative dimethylaniline monooxygenase--- AT1G04180 1.10 0.14 0.33 0.752541 0.876594 -6.79
256287_at hypothetical protein --- AT3G12190 1.02 0.04 0.33 0.752536 0.876594 -6.79
262656_at  unknown protein location of EST TAT5A--- AT1G14200 1.03 0.04 0.33 0.752702 0.876736 -6.79
251487_at cysteine synthase OASC AT3G59760 -1.05 -0.08 -0.33 0.752881 0.876766 -6.79
263928_at hypothetical protein predicted by gensca--- AT2G36330 -1.04 -0.06 -0.33 0.752878 0.876766 -6.79
252284_at  putative protein various predicted prote --- AT3G49020 1.03 0.04 0.33 0.752848 0.876766 -6.79
262076_at hypothetical protein identical to GB:Q39 ATMPK2 AT1G59580 -1.03 -0.05 -0.33 0.752818 0.876766 -6.79
247587_at  putative protein predicted proteins, C.el --- AT5G60620 1.03 0.04 0.33 0.752962 0.876815 -6.79
264449_at hypothetical protein predicted by genscaNPGR1 AT1G27460 1.05 0.07 0.33 0.753121 0.876912 -6.79
246495_at  putative protein hypothetical protein T2E--- AT5G16200 -1.09 -0.13 -0.33 0.753109 0.876912 -6.79
266904_at putative pyruvate dehydrogenase E1 be --- AT2G34590 1.05 0.07 0.33 0.75323 0.876983 -6.79
AFFX-TrpnXB. subtilis /GEN=trpD, trpC /DB_XREF= --- --- 1.02 0.03 0.33 0.75326 0.876983 -6.79
257946_at hypothetical protein predicted by genem--- AT3G21710 -1.03 -0.04 -0.33 0.753332 0.876989 -6.79
260492_at putative polygalacturonase PGAZAT AT2G41850 1.04 0.05 0.33 0.753418 0.876989 -6.79
255815_at  histone H3, putative similar to histone HMGH3 AT1G19890 1.03 0.04 0.33 0.753408 0.876989 -6.79
261157_at  peroxidase ATP13a, putative similar to --- AT1G34510 -1.02 -0.03 -0.33 0.753389 0.876989 -6.79
267119_at putative cellulose synthase ATCSLB01AT2G32610 1.02 0.03 0.33 0.753556 0.876998 -6.79
263309_at putative replication protein A1 --- --- -1.04 -0.05 -0.33 0.75358 0.876998 -6.79



256139_at  Nt-gh3 deduced protein, putative simila --- AT1G48660 -1.03 -0.04 -0.33 0.753563 0.876998 -6.79
257604_s_ahypothetical protein predicted by genem--- AT1G11810 / -1.02 -0.04 -0.33 0.753571 0.876998 -6.79
255755_s_a polygalacturonase, putative similar to po--- AT1G43050 / -1.03 -0.04 -0.33 0.75364 0.877023 -6.79
259355_at hypothetical protein predicted by genefin--- AT3G05240 -1.03 -0.04 -0.33 0.753682 0.877027 -6.79
260597_at hypothetical protein predicted by genem--- AT1G55915 -1.04 -0.06 -0.33 0.75378 0.877036 -6.79
255912_at  2,3-oxidosqualene-triterpenoid cyclase, --- AT1G66960 -1.03 -0.05 -0.33 0.753841 0.877036 -6.79
263017_at putative cyclin 2 CYCB2;1 AT2G17620 -1.02 -0.03 -0.33 0.753844 0.877036 -6.79
245030_at putative polygalacturonase --- AT2G26620 1.02 0.03 0.33 0.753833 0.877036 -6.79
256347_at unknown protein similar to putative disea--- --- 1.03 0.04 0.33 0.753898 0.877054 -6.79
245184_at F12A21.8 hypothetical protein --- AT1G67790 -1.03 -0.04 -0.33 0.753963 0.877078 -6.79
256357_at hypothetical protein --- AT1G66490 -1.02 -0.03 -0.33 0.753995 0.877078 -6.79
254881_at hypothetical protein --- AT4G11700 1.02 0.03 0.33 0.754132 0.877155 -6.79
247825_at  RNA/ssDNA-binding protein - like RNA/TAF15b AT5G58470 1.03 0.04 0.33 0.754138 0.877155 -6.79
251565_at putative protein several hypothetical pro LBD29 AT3G58190 1.02 0.03 0.33 0.754196 0.877178 -6.79
258363_at putative pectin methylesterase similar toATPMEPCAT3G14300 1.03 0.04 0.33 0.75445 0.877428 -6.79
252798_at putative protein --- AT3G42310 -1.02 -0.03 -0.33 0.75461 0.877569 -6.79
259624_at hypothetical protein similar to unknown p--- AT1G43020 1.03 0.04 0.33 0.754665 0.877589 -6.79
263795_at putative cyclic nucleotide-regulated ion cATCNGC1AT2G24610 1.03 0.04 0.33 0.754807 0.877710 -6.79
255471_at  putative oxidoreductase similar to A. thaAOP3 AT4G03050 -1.03 -0.04 -0.33 0.754896 0.877723 -6.79
245469_at reverse transcriptase like protein --- --- 1.02 0.03 0.33 0.754872 0.877723 -6.79
249371_at hypothetical protein --- AT5G40750 1.02 0.03 0.32 0.755078 0.877845 -6.79
247116_at Mlo protein-like ; supported by cDNA: gi_MLO10 AT5G65970 1.03 0.04 0.32 0.755051 0.877845 -6.79
263551_at hypothetical protein contains NLS (PS50--- AT2G17110 -1.06 -0.08 -0.32 0.755248 0.877954 -6.79
249655_at  putative helicase PIF1 protein - Caenor --- --- -1.02 -0.03 -0.32 0.755234 0.877954 -6.79
253494_at putative protein --- AT4G31830 -1.03 -0.04 -0.32 0.755539 0.878157 -6.79
248078_at putative protein contains similarity to CH--- AT5G55780 1.02 0.03 0.32 0.755501 0.878157 -6.79
249504_at  disease resistance protein - like disease--- AT5G38850 -1.05 -0.08 -0.32 0.755525 0.878157 -6.79
256104_at  trehalose-6-phosphate synthase, putativATTPS2 AT1G16980 -1.02 -0.03 -0.32 0.755658 0.878172 -6.79
248428_at protein phosphatase-2C; PP2C-like prot AHG1 AT5G51760 1.02 0.03 0.32 0.755667 0.878172 -6.79
254946_at  putative protein proline-rich protein, Bra--- AT4G10950 -1.03 -0.04 -0.32 0.7556 0.878172 -6.79
254425_at  putative membrane associated protein m--- AT4G21450 -1.02 -0.03 -0.32 0.75588 0.878196 -6.79
267456_at  E2, ubiquitin-conjugating enzyme, putatPHO2 AT2G33770 -1.06 -0.08 -0.32 0.755822 0.878196 -6.79
250155_at  putative protein predicted proteins, Arab--- AT5G15160 -1.07 -0.09 -0.32 0.755821 0.878196 -6.79
246169_at  putative protein predicted protein, Haem--- AT5G32470 -1.03 -0.04 -0.32 0.75584 0.878196 -6.79
252674_at  cytochrome P450-like protein CYTOCHCYP71B38AT3G44250 1.02 0.03 0.32 0.755848 0.878196 -6.79



255778_at 3-phosphoserine phosphatase identical PSP AT1G18640 1.02 0.03 0.32 0.755939 0.878220 -6.79
244930_at hypothetical protein --- AT2G07809 1.02 0.03 0.32 0.756032 0.878264 -6.79
261128_at ubiquitin-specific protease 2 (UBP2) ide UBP2 AT1G04860 -1.03 -0.04 -0.32 0.756083 0.878264 -6.79
255493_at  putative glutamate-/aspartate-binding p --- AT4G02690 -1.02 -0.03 -0.32 0.756092 0.878264 -6.79
258433_at translationally controlled tumor protein-li TCTP AT3G16640 1.03 0.04 0.32 0.756442 0.878541 -6.79
253155_at  putative protein predicted protein, Arabi --- AT4G35720 -1.03 -0.04 -0.32 0.756522 0.878541 -6.79
264888_at hypothetical protein --- AT1G23070 -1.03 -0.04 -0.32 0.756524 0.878541 -6.79
266754_at hypothetical protein --- AT2G46980 -1.03 -0.05 -0.32 0.756371 0.878541 -6.79
252721_at  putative protein predicted proteins, Arab--- AT3G43990 1.04 0.05 0.32 0.756497 0.878541 -6.79
AFFX-TrpnXB. subtilis /GEN=trpC, trpF /DB_XREF=g--- --- -1.02 -0.03 -0.32 0.756629 0.878574 -6.79
250082_at polygalacturonase-like protein --- AT5G17200 1.03 0.05 0.32 0.756598 0.878574 -6.79
254840_at hypothetical protein --- AT4G11930 -1.04 -0.05 -0.32 0.756669 0.878575 -6.79
245334_at Expressed protein ; supported by full-lenRALFL33 AT4G15800 -1.06 -0.08 -0.32 0.756734 0.878607 -6.79
259516_at hypothetical protein ; supported by cDNAERD10 AT1G20450 -1.05 -0.08 -0.32 0.75695 0.878726 -6.79
255934_at  cytochrome P450, putative similar to cy CYP87A2 AT1G12740 1.02 0.03 0.32 0.756911 0.878726 -6.79
262725_at hypothetical protein predicted by genem--- AT1G43580 1.05 0.07 0.32 0.756952 0.878726 -6.79
254434_at ethylene-regulated transcript 2 (ERT2) --- AT4G20880 -1.02 -0.03 -0.32 0.757282 0.878973 -6.79
253769_at  putative protein (fragment) protein kinasRIC7 AT4G28560 -1.03 -0.05 -0.32 0.757235 0.878973 -6.79
256994_s_a limonene cyclase, putative similar to limATTPS-CINAT3G25820 / -1.02 -0.03 -0.32 0.757549 0.878973 -6.79
264410_s_ahypothetical protein predicted by genem--- --- 1.02 0.03 0.32 0.757407 0.878973 -6.79
266372_at  putative two-component response regu ATRR3 AT2G41310 1.03 0.04 0.32 0.757567 0.878973 -6.79
265524_at hypothetical protein --- --- -1.02 -0.03 -0.32 0.757479 0.878973 -6.79
254472_at  putative protein predicted proteins, Arab--- --- -1.02 -0.03 -0.32 0.757589 0.878973 -6.79
253023_at hypothetical protein --- AT4G38070 1.04 0.05 0.32 0.757587 0.878973 -6.79
265549_at hypothetical protein predicted by gensca--- --- -1.03 -0.04 -0.32 0.757459 0.878973 -6.79
261759_at hypothetical protein similar to putative R--- AT1G15590 1.03 0.04 0.32 0.757429 0.878973 -6.79
252726_at  putative protein predicted proteins, Arab--- --- 1.04 0.05 0.32 0.757247 0.878973 -6.79
245412_at hypothetical protein --- AT4G17280 -1.04 -0.06 -0.32 0.757785 0.879101 -6.79
260615_at mitochondrial NAD-dependent malate de--- AT1G53240 -1.05 -0.08 -0.32 0.757815 0.879101 -6.79
246256_at glucosyltransferase-like protein --- AT4G36770 1.04 0.06 0.32 0.757739 0.879101 -6.79
256620_at  disease resistance protein, putative sim--- AT3G24480 1.05 0.07 0.32 0.757901 0.879156 -6.79
261546_at hypothetical protein --- AT1G63520 -1.02 -0.04 -0.32 0.757939 0.879156 -6.79
252330_at hypothetical protein --- AT3G48770 1.04 0.05 0.32 0.758041 0.879184 -6.80
266341_at hypothetical protein predicted by gensca--- AT2G01510 -1.03 -0.04 -0.32 0.758028 0.879184 -6.80
262439_at hypothetical protein identical to hypothet--- AT1G47730 1.02 0.03 0.32 0.758195 0.879228 -6.80



249673_at cytochrome P450-like CYP79A4PAT5G35920 1.02 0.03 0.32 0.758174 0.879228 -6.80
254884_at  H+-transporting ATPase - like protein H--- AT4G11730 1.02 0.03 0.32 0.758127 0.879228 -6.80
254758_at  putative protein dimethylaniline monooxYUC2 AT4G13260 1.05 0.07 0.32 0.75827 0.879271 -6.80
257244_at  receptor kinase, putative similar to CLV --- AT3G24240 1.05 0.07 0.32 0.758373 0.879345 -6.80
260976_at hypothetical protein CID8 AT1G53650 1.04 0.05 0.32 0.758516 0.879401 -6.80
AFFX-BioC- E. coli /GEN=bioC /DB_XREF=gb:J0442--- --- 1.05 0.07 0.32 0.758536 0.879401 -6.80
260321_at  putative RING zinc finger protein Pfam --- AT1G63900 -1.03 -0.04 -0.32 0.758502 0.879401 -6.80
262445_at Expressed protein ; supported by full-len--- AT1G47485 -1.03 -0.04 -0.32 0.75861 0.879434 -6.80
254097_at  putative Ser/Thr protein kinase serine/th--- AT4G25160 -1.02 -0.03 -0.32 0.758797 0.879434 -6.80
249514_at  14-3-3 protein GF14psi (grf3/RCI1) idenGRF3 AT5G38480 -1.03 -0.04 -0.32 0.758689 0.879434 -6.80
258234_at hypothetical protein similar to myb-relateMYB118 AT3G27785 -1.02 -0.03 -0.32 0.758783 0.879434 -6.80
262011_at hypothetical protein predicted by genem--- AT1G35614 1.03 0.05 0.32 0.758751 0.879434 -6.80
247969_at putative protein similar to unknown prote--- AT5G56700 -1.04 -0.06 -0.32 0.758684 0.879434 -6.80
249506_at putative protein --- AT5G38880 -1.03 -0.04 -0.32 0.759005 0.879587 -6.80
257436_s_ahypothetical protein predicted by genefin--- AT2G24650 / -1.03 -0.05 -0.32 0.758967 0.879587 -6.80
254677_at chloroplast protein cs/ch-42 --- AT4G18490 -1.03 -0.04 -0.32 0.759136 0.879694 -6.80
259412_at  DNA binding protein GT-1, putative sim --- AT1G13450 -1.03 -0.04 -0.32 0.759348 0.879761 -6.80
262739_at  lipase, putative contains Pfam profile: P--- AT1G28650 1.05 0.07 0.32 0.759312 0.879761 -6.80
247343_at unknown protein --- AT5G63740 -1.02 -0.03 -0.32 0.759343 0.879761 -6.80
252670_at dnaJ protein homolog atj3  ;supported b ATJ3 AT3G44110 -1.03 -0.04 -0.32 0.759297 0.879761 -6.80
260365_at hypothetical protein predicted by genefin--- AT1G70630 1.03 0.04 0.32 0.759598 0.879843 -6.80
250479_at  GTP-binding protein GTP-binding prote AtRABH1eAT5G10260 1.03 0.04 0.32 0.759697 0.879843 -6.80
252268_at kinesin-like protein several kinesin-like p--- AT3G49650 -1.04 -0.05 -0.32 0.759714 0.879843 -6.80
264740_at unknown protein --- AT1G62070 1.03 0.04 0.32 0.759614 0.879843 -6.80
263974_at hypothetical protein predicted by grail --- AT2G42720 1.03 0.04 0.32 0.759705 0.879843 -6.80
262519_at  putative ribokinase Except for first 69 am--- AT1G17160 -1.04 -0.06 -0.32 0.759727 0.879843 -6.80
256702_at unknown protein contains Pfam profile: P--- AT3G30380 1.04 0.06 0.32 0.759727 0.879843 -6.80
258839_at unknown protein  ; supported by cDNA: --- AT3G07170 -1.02 -0.03 -0.32 0.759625 0.879843 -6.80
245787_at unknown protein --- AT1G32130 1.03 0.04 0.32 0.759822 0.879907 -6.80
264304_at Expressed protein ; supported by full-len--- AT1G78895 1.03 0.05 0.32 0.759903 0.879956 -6.80
255816_at unknown protein  ;supported by full-lengGLTP1 AT2G33470 1.02 0.03 0.32 0.760132 0.880046 -6.80
263470_at putative unconventional myosin XIF AT2G31900 1.02 0.03 0.32 0.760047 0.880046 -6.80
249962_at  pectin methyl esterase -like protein pec --- AT5G18990 1.04 0.06 0.32 0.760079 0.880046 -6.80
263657_at putative casein kinase I similar to GB:CACKL13 AT1G04440 1.05 0.07 0.32 0.760135 0.880046 -6.80
263977_at hypothetical protein predicted by gensca--- AT2G42660 -1.03 -0.05 -0.32 0.760189 0.880064 -6.80



259054_at putative hypersensitivity-related gene simCHAT AT3G03480 -1.15 -0.20 -0.32 0.760248 0.880088 -6.80
249501_s_a expansin-like protein expansin - PrunusATEXP26 AT5G39270 / -1.02 -0.03 -0.32 0.760297 0.880100 -6.80
265598_at putative protein phosphatase 2C --- AT2G14270 1.03 0.04 0.32 0.760375 0.880146 -6.80
253995_at Col-0 casein kinase I-like protein  ; suppCK1 AT4G26100 1.03 0.05 0.32 0.760425 0.880149 -6.80
267243_at hypothetical protein predicted by gensca--- AT2G02660 -1.02 -0.03 -0.32 0.760455 0.880149 -6.80
248360_at putative protein contains similarity to unk--- AT5G52430 1.04 0.05 0.32 0.760764 0.880373 -6.80
266994_at MADS-box protein (AGL29) AGL29 AT2G34440 -1.03 -0.04 -0.32 0.760746 0.880373 -6.80
246718_at  putative protein various predicted prote --- --- -1.03 -0.04 -0.32 0.760715 0.880373 -6.80
255895_at  12-oxophytodienoate reductase, putativ--- AT1G17990 / 1.09 0.13 0.32 0.760817 0.880390 -6.80
258092_at Expressed protein ; supported by full-len--- AT3G14595 -1.04 -0.06 -0.32 0.760942 0.880490 -6.80
256679_at putative protein similar to ATP synthase ATPQ AT3G52300 1.03 0.04 0.32 0.761107 0.880561 -6.80
253084_at  putative protein lateral root primordia (LSTY2 AT4G36260 1.04 0.06 0.32 0.761197 0.880561 -6.80
250708_at Expressed protein ; supported by full-lenRBE AT5G06070 1.02 0.03 0.32 0.761095 0.880561 -6.80
265111_at similar to 14KD proline-rich protein DC2 --- AT1G62510 -1.14 -0.19 -0.32 0.76117 0.880561 -6.80
259722_at putative DNA helicase similar to ATP-DEATRECQ4 AT1G60930 1.02 0.03 0.32 0.761192 0.880561 -6.80
256532_at  PPR-repeat protein, putative contains m--- AT1G33350 -1.04 -0.06 -0.32 0.761358 0.880591 -6.80
260473_at hypothetical protein predicted by genefin--- AT1G10880 1.03 0.04 0.32 0.761377 0.880591 -6.80
258619_at isopentenyl diphosphate:dimethylallyl di IPP2 AT3G02780 1.03 0.05 0.32 0.761303 0.880591 -6.80
254795_at putative protein --- AT4G12990 1.02 0.03 0.32 0.761272 0.880591 -6.80
263301_x_ahypothetical protein predicted by genefin--- --- -1.02 -0.04 -0.32 0.761646 0.880857 -6.80
257469_at hypothetical protein predicted by genem--- AT1G49290 -1.02 -0.03 -0.32 0.761731 0.880911 -6.80
251079_at hypothetical protein --- AT5G02000 -1.02 -0.03 -0.32 0.76198 0.881114 -6.80
248426_at putative protein contains similarity to pep--- AT5G51740 -1.02 -0.03 -0.32 0.761984 0.881114 -6.80
264126_at hypothetical protein predicted by genemNUA AT1G79280 -1.02 -0.03 -0.32 0.762196 0.881182 -6.80
249804_at galactinol synthase AtGolS5 AT5G23790 1.02 0.03 0.32 0.762135 0.881182 -6.80
258135_at Expressed protein ; supported by full-len--- AT3G24506 1.03 0.04 0.32 0.762231 0.881182 -6.80
260186_at hypothetical protein predicted by genefin--- AT1G36020 1.03 0.05 0.32 0.762236 0.881182 -6.80
254064_at  putative protein hypothetical protein - A --- AT4G25410 -1.02 -0.03 -0.32 0.762165 0.881182 -6.80
263272_at hypothetical protein predicted by gensca--- --- -1.02 -0.03 -0.31 0.762356 0.881276 -6.80
246340_s_a AtPP -like protein AtPP protein, Brassic --- AT3G44860 / -1.06 -0.08 -0.31 0.762462 0.881354 -6.80
267097_at unknown protein predicted by genscan --- AT2G41440 -1.02 -0.03 -0.31 0.762518 0.881374 -6.80
266688_at hypothetical protein --- AT2G19660 -1.02 -0.03 -0.31 0.762641 0.881427 -6.80
248699_at putative protein similar to unknown proteATZIP4 AT5G48390 1.03 0.05 0.31 0.76263 0.881427 -6.80
252219_at putative protein some putative proteins ---- AT3G50160 -1.03 -0.04 -0.31 0.762719 0.881427 -6.80
250129_at S-adenosylmethionine:2-demethylmena --- AT5G16450 1.03 0.04 0.31 0.762711 0.881427 -6.80



259058_at putative cytochrome P450 similar to cytoCYP89A9 AT3G03470 1.06 0.08 0.31 0.762759 0.881429 -6.80
257160_at hypothetical protein predicted by genem--- --- -1.04 -0.05 -0.31 0.762855 0.881451 -6.80
252361_at hypothetical protein --- AT3G48490 1.05 0.08 0.31 0.762855 0.881451 -6.80
262154_at unknown protein contains similarity to ly --- AT1G52700 1.04 0.06 0.31 0.763298 0.881714 -6.80
266607_at hypothetical protein predicted by genefin--- AT2G46300 1.03 0.04 0.31 0.763496 0.881714 -6.80
263093_at putative replication protein A1 --- --- 1.02 0.03 0.31 0.763221 0.881714 -6.80
247684_at  serine/threonine-specific protein kinase --- AT5G59670 1.16 0.22 0.31 0.763481 0.881714 -6.80
252936_at  putative protein transcription initiation fa--- AT4G39160 -1.04 -0.06 -0.31 0.763191 0.881714 -6.80
261371_at  ubiquitin-conjugating enzyme, putative sUBC26 AT1G53020 1.02 0.03 0.31 0.76358 0.881714 -6.80
247121_at putative protein contains similarity to ribo--- AT5G66010 1.03 0.04 0.31 0.763585 0.881714 -6.80
247991_at expansin  ;supported by full-length cDNAATEXPA14AT5G56320 1.02 0.03 0.31 0.763565 0.881714 -6.80
245212_at hypothetical protein predicted by genscaAT1G4422--- -1.04 -0.05 -0.31 0.76351 0.881714 -6.80
258506_at hypothetical protein predicted by genem--- AT3G06520 1.04 0.05 0.31 0.763456 0.881714 -6.80
255938_at hypothetical protein contains Pfam profil --- AT1G12620 -1.03 -0.05 -0.31 0.763313 0.881714 -6.80
253595_at  putative protein M1 protein, Streptococc--- AT4G30830 -1.02 -0.03 -0.31 0.76334 0.881714 -6.80
250344_at  glutaredoxin - like protein glutaredoxin, --- AT5G11930 1.05 0.07 0.31 0.76315 0.881714 -6.80
257574_at hypothetical protein predicted by genem--- AT3G20710 1.03 0.04 0.31 0.763668 0.881765 -6.80
254482_at  TWIN SISTER OF FT (TSF) terminal floTSF AT4G20370 1.03 0.04 0.31 0.764033 0.881964 -6.80
246369_at  light repressible receptor protein kinase--- AT1G51910 1.03 0.04 0.31 0.763986 0.881964 -6.80
262615_at initiation factor 5A-4 identical to initiationELF5A-1 AT1G13950 1.03 0.04 0.31 0.763909 0.881964 -6.80
263568_at hypothetical protein predicted by gensca--- AT2G27160 -1.03 -0.05 -0.31 0.764021 0.881964 -6.80
264149_at  NAM (no apical meristem)-like protein, anac005 AT1G02250 1.02 0.03 0.31 0.763987 0.881964 -6.80
256395_at putative helix-loop-helix DNA-binding proMUTE AT3G06120 1.03 0.04 0.31 0.764128 0.882028 -6.80
249023_at putative protein strong similarity to unkn --- AT5G44850 1.06 0.08 0.31 0.76433 0.882172 -6.80
259575_at unknown protein --- AT1G35320 -1.02 -0.03 -0.31 0.764323 0.882172 -6.80
253198_at putative protein various predicted protein--- AT4G35360 1.03 0.04 0.31 0.764434 0.882207 -6.80
255750_at hypothetical protein predicted by genem--- AT1G31960 -1.02 -0.03 -0.31 0.764437 0.882207 -6.80
262674_at anter-specific proline-rich -like protein (AEXL4 AT1G75910 -1.03 -0.04 -0.31 0.76458 0.882326 -6.80
259773_at  auxin-induced protein, putative similar t --- AT1G29500 1.09 0.13 0.31 0.764692 0.882346 -6.80
255184_at putative athila transposon protein --- --- -1.02 -0.03 -0.31 0.764713 0.882346 -6.80
251921_at  40S ribosomal protein S21 homolog ribo--- AT3G53890 -1.06 -0.09 -0.31 0.764662 0.882346 -6.80
252503_at  putative protein hypothetical protein F16--- AT3G46910 1.03 0.04 0.31 0.764859 0.882413 -6.80
260192_at putative DNA polymerase alpha subunit POLA2 AT1G67630 -1.07 -0.10 -0.31 0.764916 0.882413 -6.80
249373_at  putative protein vanilloid receptor gene, --- AT5G40670 -1.03 -0.04 -0.31 0.764856 0.882413 -6.80
262167_at  putative RING zinc finger protein contai --- AT1G74990 1.03 0.04 0.31 0.764925 0.882413 -6.80



246979_s_aputative protein hypothetical proteins - A--- AT5G24990 / -1.03 -0.05 -0.31 0.765048 0.882509 -6.80
263591_at unknown protein ATMAP65-AT2G01910 -1.09 -0.12 -0.31 0.765187 0.882581 -6.80
259310_s_aExpressed protein ; supported by cDNA --- AT3G05160 / 1.03 0.04 0.31 0.765171 0.882581 -6.80
258418_at unknown protein --- AT3G16660 1.09 0.13 0.31 0.76527 0.882631 -6.80
267480_at putative retroelement pol polyprotein --- --- -1.02 -0.03 -0.31 0.765321 0.882646 -6.80
267038_at expressed protein supported by cDNA: C--- AT2G38480 1.06 0.09 0.31 0.765647 0.882854 -6.80
245975_at  putative protein CGI-107 protein - Homo--- AT5G13070 -1.03 -0.04 -0.31 0.765581 0.882854 -6.80
262983_at hypothetical protein similar to unknown p--- AT1G54550 1.03 0.04 0.31 0.765646 0.882854 -6.80
246683_at  putative protein chromokinesin KIF4 - H--- AT5G33300 -1.03 -0.04 -0.31 0.765656 0.882854 -6.80
265486_at unknown protein predicted by genscan --- AT2G15560 1.03 0.04 0.31 0.765702 0.882863 -6.80
255826_at putative uroporphyrinogen decarboxylasHEME2 AT2G40490 -1.03 -0.04 -0.31 0.765991 0.882897 -6.80
248807_at pectin methylesterase-like --- AT5G47500 1.02 0.03 0.31 0.766028 0.882897 -6.80
248673_at putative protein contains similarity to dis --- AT5G48780 -1.02 -0.03 -0.31 0.765888 0.882897 -6.80
254882_s_a putative protein various predicted revers--- --- 1.02 0.03 0.31 0.766081 0.882897 -6.80
258169_at hypothetical protein --- AT3G21590 1.03 0.04 0.31 0.766046 0.882897 -6.80
262311_at  homeodomain leucine zipper protein, puATHB18 AT1G70920 1.03 0.04 0.31 0.765986 0.882897 -6.80
253363_at hypothetical protein --- AT4G33130 1.03 0.04 0.31 0.766062 0.882897 -6.80
246314_at  promoter-binding factor-like protein Dc3AREB3 AT3G56850 -1.03 -0.04 -0.31 0.766045 0.882897 -6.80
250378_at  putative oligopeptide transporter protein--- AT5G11570 -1.03 -0.04 -0.31 0.765966 0.882897 -6.80
250641_at  putative bZIP protein bZIP protein HY5 --- AT5G07160 -1.03 -0.04 -0.31 0.766123 0.882902 -6.80
263273_x_aEn/Spm-like transposon protein related t--- --- 1.02 0.03 0.31 0.766181 0.882924 -6.80
259323_at unknown protein --- AT3G05280 1.02 0.03 0.31 0.766335 0.883011 -6.80
245378_at GLABRA2 like protein HDG4 AT4G17710 1.02 0.03 0.31 0.766371 0.883011 -6.80
258834_at GTP cyclohydrolase I similar to GTP cyc--- AT3G07270 1.03 0.04 0.31 0.766373 0.883011 -6.80
255153_at putative protein several hypothetical pro --- AT4G08210 -1.03 -0.04 -0.31 0.766582 0.883074 -6.80
254868_at  copper amine oxidase like protein (fragm--- AT4G12270 -1.03 -0.04 -0.31 0.766545 0.883074 -6.80
265829_at unknown protein --- AT2G14490 -1.02 -0.03 -0.31 0.766621 0.883074 -6.80
264955_at  F-box protein family, AtFBX3 contains s--- AT1G76920 -1.03 -0.05 -0.31 0.766483 0.883074 -6.80
250902_at  putative protein predicted proteins, Arab--- AT5G03590 1.03 0.04 0.31 0.766614 0.883074 -6.80
258448_at unknown protein --- AT3G22290 -1.02 -0.03 -0.31 0.766789 0.883081 -6.80
248818_at Lon protease homolog 1 precursor identLON2 AT5G47040 -1.03 -0.05 -0.31 0.76684 0.883081 -6.80
248396_at unknown protein --- AT5G52130 -1.03 -0.04 -0.31 0.766808 0.883081 -6.80
255731_at  phosphoprotein phosphatase 2A, regulaRCN1 AT1G25490 -1.02 -0.03 -0.31 0.76692 0.883081 -6.80
261805_at hypothetical protein almost identical to h--- AT1G30540 1.03 0.04 0.31 0.766698 0.883081 -6.80
247739_at  40S ribosomal protein S8 - like 40S ribo--- AT5G59240 -1.03 -0.05 -0.31 0.766794 0.883081 -6.80



264348_at putative NPK1-related protein kinase 2 sNRT1.1 AT1G12110 -1.15 -0.20 -0.31 0.766908 0.883081 -6.80
256362_at hypothetical protein --- AT1G66450 1.03 0.04 0.31 0.766937 0.883081 -6.80
249000_at putative protein contains similarity to hea--- AT5G44980 -1.03 -0.04 -0.31 0.767081 0.883202 -6.80
253162_at phosphoserine aminotransferase  ;suppoPSAT AT4G35630 1.10 0.13 0.31 0.767259 0.883318 -6.80
248645_at unknown protein GEX2 AT5G49150 1.03 0.04 0.31 0.76724 0.883318 -6.80
263258_at putative permease similar to putative pe --- AT1G10540 1.04 0.05 0.31 0.767337 0.883364 -6.80
253370_at  pectinesterase - like protein pectin meth--- AT4G33230 -1.03 -0.05 -0.31 0.7674 0.883391 -6.80
263109_at hypothetical protein similar to putative C--- AT1G65180 -1.03 -0.04 -0.31 0.767452 0.883406 -6.80
245546_at cellulose synthase like protein ATCSLB05AT4G15290 1.04 0.06 0.31 0.767551 0.883475 -6.80
265046_s_a mutator-like transposase, putative simila--- --- 1.02 0.03 0.31 0.767712 0.883616 -6.80
264798_at  putative myosin MYA1, class V (Z28389XIC AT1G08730 1.02 0.03 0.31 0.767872 0.883756 -6.80
252424_at  putative protein activating signal cointeg--- AT3G47610 -1.03 -0.05 -0.31 0.768093 0.883921 -6.80
245585_at hypothetical --- AT4G14970 -1.02 -0.04 -0.31 0.768064 0.883921 -6.80
245159_at putative cellulose synthase ATCSLD1 AT2G33100 -1.03 -0.04 -0.31 0.768215 0.884017 -6.80
258590_at  putative response regulator protein (recARR22 AT3G04280 -1.02 -0.03 -0.31 0.768453 0.884246 -6.80
265833_at Mutator-like transposase similar to  MUR--- --- 1.02 0.03 0.31 0.768575 0.884342 -6.80
267164_at CER1-like protein may be involved in wa--- AT2G37700 1.02 0.03 0.31 0.768684 0.884422 -6.80
252171_at hypothetical protein  ; supported by cDN--- AT3G50590 1.02 0.03 0.31 0.768734 0.884430 -6.80
267424_at hypothetical protein predicted by gensca--- AT2G34800 1.02 0.03 0.31 0.768768 0.884430 -6.80
264914_at  clathrin adaptor medium chain protein MHAP13 AT1G60780 1.03 0.04 0.31 0.768857 0.884488 -6.80
259977_at unknown protein  ;supported by full-leng--- AT1G76590 -1.07 -0.09 -0.31 0.769024 0.884636 -6.80
260930_at  GTP-binding protein Sar1, putative simi --- AT1G02620 -1.05 -0.07 -0.31 0.7692 0.884652 -6.80
267125_at putative acetone-cyanohydrin lyase MES4 AT2G23580 -1.02 -0.03 -0.31 0.769326 0.884652 -6.80
254149_at  putative protein hypothetical protein  - A--- AT4G24300 1.03 0.05 0.31 0.769338 0.884652 -6.80
256563_at unknown protein RALFL27 AT3G29780 1.03 0.04 0.31 0.769145 0.884652 -6.80
258019_at hypothetical protein predicted by genem--- AT3G19470 -1.02 -0.03 -0.31 0.769341 0.884652 -6.80
248641_at unknown protein --- AT5G49110 -1.03 -0.04 -0.31 0.769186 0.884652 -6.80
254172_at  clathrin coat assembly like protein clath --- AT4G24550 1.02 0.03 0.31 0.769372 0.884652 -6.80
265520_at hypothetical protein predicted by gensca--- AT2G06020 -1.03 -0.05 -0.31 0.769387 0.884652 -6.80
263489_at putative inositol polyphosphate 5'-phosp--- AT2G31830 -1.03 -0.04 -0.31 0.769115 0.884652 -6.80
251168_at putative protein several hypothetical pro --- AT3G63370 1.03 0.04 0.30 0.769622 0.884833 -6.80
259836_at unknown protein ROPGEF1AT1G52240 -1.02 -0.03 -0.30 0.769602 0.884833 -6.80
254766_at  putative protein predicted protein, ArabiTPS12 AT4G13280 1.02 0.03 0.30 0.769798 0.884991 -6.80
256980_at hypothetical protein contains Pfam profilDRB3 AT3G26932 1.03 0.05 0.30 0.769926 0.885048 -6.80
255109_s_ahypothetical protein --- AT4G08760 1.02 0.03 0.30 0.769915 0.885048 -6.80



265593_s_aunknown protein  ;supported by full-lengLCV1 AT2G20120 / 1.02 0.03 0.30 0.770131 0.885115 -6.80
264163_at Expressed protein ; supported by full-len--- AT1G65445 1.03 0.04 0.30 0.770088 0.885115 -6.80
245224_at gene_id:K17E7.8~unknown protein --- AT3G29796 -1.02 -0.03 -0.30 0.770086 0.885115 -6.80
245619_at hypothetical protein --- AT4G13990 -1.04 -0.05 -0.30 0.770151 0.885115 -6.80
252444_at  putative protein Na+-dependent inorganPHT4;3 AT3G46980 -1.02 -0.03 -0.30 0.770179 0.885115 -6.80
252332_at putative protein --- AT3G48810 1.03 0.05 0.30 0.770366 0.885287 -6.80
267539_at putative RING zinc finger protein  ; supp--- AT2G42030 -1.03 -0.04 -0.30 0.770612 0.885480 -6.80
267024_s_aputative aquaporin (plasma membrane i NIP2;1 AT2G29870 / -1.03 -0.04 -0.30 0.770603 0.885480 -6.80
250072_at putative protein similar to unknown prote--- AT5G17210 1.04 0.05 0.30 0.770713 0.885548 -6.80
264444_at putative squamosa-promoter binding pro--- AT1G27360 -1.02 -0.03 -0.30 0.770749 0.885548 -6.80
253906_at  putative protein disease resistance prot --- AT4G27220 -1.03 -0.05 -0.30 0.770801 0.885563 -6.80
260644_at hypothetical protein contains similarity to--- AT1G53290 -1.03 -0.04 -0.30 0.771152 0.885878 -6.80
262471_at hypothetical protein similar to hypothetic--- AT1G50140 1.03 0.04 0.30 0.771131 0.885878 -6.80
266746_s_aputative glutathione S-transferase  ;suppATGSTF3 AT2G02930 / 1.11 0.15 0.30 0.771391 0.885910 -6.80
267614_at putative cytochrome P450 BAS1 AT2G26710 -1.08 -0.11 -0.30 0.77129 0.885910 -6.80
261953_at  UDP-galactose 4-epimerase, putative s RHD1 AT1G64440 -1.05 -0.07 -0.30 0.771426 0.885910 -6.80
248600_at putative protein contains similarity to unk--- AT5G49390 1.03 0.04 0.30 0.771353 0.885910 -6.80
254769_at hypothetical protein --- AT4G13330 1.05 0.07 0.30 0.77142 0.885910 -6.80
261468_s_ahypothetical protein predicted by genem--- AT1G27860 / -1.03 -0.04 -0.30 0.771389 0.885910 -6.80
255099_at hypothetical protein --- --- 1.02 0.03 0.30 0.771452 0.885910 -6.80
266312_at 20S proteasome subunit C8 (PAG1/PRCPAG1 AT2G27020 -1.03 -0.04 -0.30 0.771578 0.885957 -6.80
266165_at putative copper/zinc superoxide dismutaCSD2 AT2G28190 1.13 0.18 0.30 0.771601 0.885957 -6.80
255048_at gibberellin-regulated protein GASA3 preGASA3 AT4G09600 -1.02 -0.03 -0.30 0.77161 0.885957 -6.80
256842_at hypothetical protein predicted by genem--- --- 1.02 0.03 0.30 0.771878 0.886175 -6.80
254001_at  putative protein PRE87 mRNA, Pinus raMIOX4 AT4G26260 1.08 0.11 0.30 0.771862 0.886175 -6.80
265047_at hypothetical protein similar to unknown pIQD27 AT1G51960 1.03 0.04 0.30 0.772077 0.886315 -6.80
261258_at unknown protein --- AT1G26640 -1.03 -0.04 -0.30 0.772057 0.886315 -6.80
254085_at  abscisic acid-induced - like protein abscHVA22D AT4G24960 -1.05 -0.07 -0.30 0.772228 0.886443 -6.80
259498_at unknown protein similar to putative cis-GGOS11 AT1G15880 1.02 0.03 0.30 0.772366 0.886537 -6.80
264409_s_ahypothetical protein similar to hypothetic--- --- -1.03 -0.04 -0.30 0.772387 0.886537 -6.80
251651_at  putative protein transcription initiation fa--- AT3G57370 -1.02 -0.03 -0.30 0.772539 0.886545 -6.80
259269_at putative pectate lyase similar to pectate --- AT3G01270 -1.03 -0.04 -0.30 0.772637 0.886545 -6.80
256416_at  ferritin subunit, putative similar to ferritinATFER2 AT3G11050 1.03 0.04 0.30 0.772659 0.886545 -6.80
257455_s_ahypothetical protein --- AT1G27870 / -1.02 -0.03 -0.30 0.772553 0.886545 -6.80
265035_at hypothetical protein contains Pfam profil --- AT1G61620 -1.03 -0.04 -0.30 0.772537 0.886545 -6.80



255201_at putative transposon protein --- --- 1.02 0.03 0.30 0.772608 0.886545 -6.80
254672_at hypothetical protein --- --- -1.03 -0.04 -0.30 0.772666 0.886545 -6.80
262857_at major latex homologue type2 identical to--- AT1G14930 -1.02 -0.03 -0.30 0.77275 0.886597 -6.80
254586_at  TMV resistance protein N-like TMV resi --- AT4G19510 1.03 0.04 0.30 0.772796 0.886605 -6.80
259068_at unknown protein PEX13 AT3G07560 -1.03 -0.04 -0.30 0.77291 0.886646 -6.80
256467_at  copia-type polyprotein, putative similar t--- --- -1.02 -0.03 -0.30 0.772874 0.886646 -6.80
254811_at  putative protein 2-hydroxy-6-oxohepta-2--- AT4G12230 -1.03 -0.04 -0.30 0.773024 0.886649 -6.80
263645_at putative GTP-binding protein --- AT2G04720 1.02 0.03 0.30 0.773068 0.886649 -6.80
248113_at wax synthase-like protein --- AT5G55360 -1.03 -0.04 -0.30 0.773067 0.886649 -6.80
245959_at  peptide transport protein-like peptide tra--- AT5G19640 -1.02 -0.04 -0.30 0.772999 0.886649 -6.80
267321_at hypothetical protein predicted by genefin--- AT2G19320 1.03 0.04 0.30 0.773132 0.886678 -6.80
262142_at hypothetical protein predicted by genem--- AT1G52640 -1.03 -0.04 -0.30 0.773246 0.886764 -6.80
252476_at  glucosyltransferase-like protein UDP-gl --- AT3G46650 -1.03 -0.04 -0.30 0.773539 0.887056 -6.80
266257_at putative chorismate mutase/prephenate PD1 AT2G27820 1.03 0.05 0.30 0.773776 0.887238 -6.80
263964_at putative CCHC-type zinc finger protein c--- AT2G12880 -1.03 -0.04 -0.30 0.773741 0.887238 -6.80
261232_at unknown protein ; supported by cDNA: g--- AT1G20220 1.02 0.03 0.30 0.773907 0.887299 -6.80
265839_at putative serpin --- AT2G14540 1.02 0.04 0.30 0.773946 0.887299 -6.80
250389_at  putative protein probable flavin-containi YUC4 AT5G11320 1.02 0.03 0.30 0.773943 0.887299 -6.80
264141_at hypothetical protein predicted by genem--- AT1G79090 -1.02 -0.03 -0.30 0.774008 0.887326 -6.80
264281_at hypothetical protein similar to putative C--- AT1G61830 1.03 0.04 0.30 0.774084 0.887369 -6.80
251401_at  stellacyanin (uclacyanin 3) - like protein --- AT3G60270 1.03 0.04 0.30 0.774293 0.887518 -6.80
259145_at hypothetical protein predicted by gensca--- AT3G10180 -1.02 -0.03 -0.30 0.774271 0.887518 -6.80
262307_at  heat shock protein DnaJ, putative simila--- AT1G71000 1.03 0.05 0.30 0.77439 0.887585 -6.80
261774_at unknown protein --- AT1G76260 1.04 0.06 0.30 0.774501 0.887668 -6.80
248101_at chaperone GrpE-like protein  ;supported--- AT5G55200 1.06 0.08 0.30 0.77455 0.887680 -6.80
254971_at  major intrinsic protein (MIP) - like nodul NIP5;1 AT4G10380 1.04 0.05 0.30 0.774594 0.887685 -6.80
254756_at  putative protein late embryogenesis abuEDA21 AT4G13235 -1.02 -0.03 -0.30 0.774671 0.887729 -6.80
250851_at  putative protein rngB protein, Dictyostel --- AT5G04420 -1.03 -0.04 -0.30 0.774896 0.887943 -6.80
248974_at disease resistance protein-like --- AT5G45060 -1.02 -0.03 -0.30 0.775091 0.888090 -6.80
257896_at  basic chitinase, putative similar to basic--- AT3G16920 1.09 0.12 0.30 0.775103 0.888090 -6.80
263530_at  HSP100/ClpB, putative similar to HSP1 --- AT2G25030 / 1.02 0.03 0.30 0.77521 0.888124 -6.80
248443_at gibberellin 20-oxidase-like protein --- AT5G51310 -1.02 -0.03 -0.30 0.775179 0.888124 -6.80
249483_at Expressed protein ; supported by cDNA --- AT5G38895 1.03 0.04 0.30 0.775317 0.888201 -6.80
259858_at putative receptor kinase similar to recep --- AT1G68400 1.05 0.06 0.30 0.775578 0.888366 -6.80
258961_at  hypothetical protein similar to myb-relat --- AT3G10580 -1.02 -0.03 -0.30 0.775511 0.888366 -6.80



264559_at unknown protein similar to hypothetical p--- AT1G09610 -1.02 -0.03 -0.30 0.775573 0.888366 -6.80
256566_at hypothetical protein --- AT3G19530 1.02 0.03 0.30 0.775754 0.888524 -6.80
256335_at hypothetical protein predicted by genem--- AT1G72110 1.03 0.04 0.30 0.7758 0.888532 -6.80
257439_at hypothetical protein similar to hypothetic--- AT2G17000 1.02 0.03 0.30 0.775897 0.888598 -6.80
259025_at hypothetical protein predicted by genem--- --- -1.03 -0.04 -0.30 0.776157 0.888792 -6.80
263214_at hypothetical protein predicted by gensca--- AT1G30660 -1.03 -0.04 -0.30 0.776106 0.888792 -6.80
249649_at  putative transporter protein Na+ H+-excCHX24 AT5G37060 -1.02 -0.03 -0.30 0.776183 0.888792 -6.80
260124_at  E2, ubiquitin-conjugating enzyme, putatUBC31 AT1G36340 1.02 0.03 0.30 0.776223 0.888794 -6.80
265550_at hypothetical protein predicted by gensca--- --- 1.02 0.03 0.30 0.776339 0.888853 -6.80
249503_at  expansin-like protein expansin - PrunusATEXPA24AT5G39310 1.02 0.03 0.30 0.776353 0.888853 -6.80
250138_at  DRH1 DEAD box protein - like DRH1 D --- AT5G14610 1.02 0.03 0.30 0.776459 0.888885 -6.80
255381_at RMA1 RING zinc finger protein identical RMA1 AT4G03510 -1.05 -0.07 -0.30 0.77642 0.888885 -6.80
259246_s_ahypothetical protein predicted by gensca--- AT3G07730 / -1.03 -0.04 -0.30 0.776567 0.888902 -6.80
265504_at putative Ta11-like non-LTR retroelemen --- --- -1.02 -0.04 -0.30 0.776541 0.888902 -6.80
252831_at 2-dehydro-3-deoxyphosphoheptonate alDHS1 AT4G39980 1.07 0.10 0.30 0.776591 0.888902 -6.80
257215_at  RING zinc finger protein, putative conta--- AT3G15070 1.02 0.03 0.29 0.776936 0.889252 -6.80
264990_at  unknown protein supported by cDNA: C--- AT1G27210 1.05 0.07 0.29 0.776992 0.889272 -6.80
267135_at cyclin-dependent kinase inhibitor proteinICK1 AT2G23430 -1.05 -0.07 -0.29 0.777104 0.889355 -6.80
264127_at  serine/threonine protein kinase, putativeAGC1.7 AT1G79250 -1.02 -0.03 -0.29 0.777388 0.889520 -6.80
253269_at hypothetical protein --- AT4G34140 1.02 0.03 0.29 0.777307 0.889520 -6.80
255364_s_aputative fibrillin  ; supported by full-lengt --- AT4G04020 / 1.03 0.04 0.29 0.777404 0.889520 -6.80
258748_at germin-like protein similar to germin precGLP8 AT3G05930 1.03 0.04 0.29 0.7774 0.889520 -6.80
264510_at putative phytochrome-associated proteinPIF3 AT1G09530 -1.04 -0.06 -0.29 0.777548 0.889640 -6.80
262531_at putative leucine-rich receptor protein kin --- AT1G17230 / 1.03 0.05 0.29 0.777867 0.889670 -6.80
246859_at  putative protein various predicted prote --- AT5G25950 -1.02 -0.03 -0.29 0.777837 0.889670 -6.80
246687_at  putative protein proline-rich protein APG--- AT5G33370 1.03 0.04 0.29 0.777884 0.889670 -6.80
257564_at unknown protein --- AT3G28610 -1.03 -0.05 -0.29 0.777663 0.889670 -6.80
245490_at hypothetical protein LDL3 AT4G16310 1.03 0.04 0.29 0.777886 0.889670 -6.80
264892_at  GH3-like auxin-regulated protein highly --- AT1G23160 1.02 0.03 0.29 0.777831 0.889670 -6.80
247413_at NBS/LRR disease resistance protein --- AT5G63020 1.03 0.04 0.29 0.777861 0.889670 -6.80
255217_s_ahypothetical protein --- --- -1.03 -0.05 -0.29 0.777832 0.889670 -6.80
262781_s_aproteasome epsilon chain precursor idenPBE1 AT1G13060 / 1.03 0.04 0.29 0.778062 0.889827 -6.80
257547_at hypothetical protein predicted by gensca--- AT3G13000 -1.07 -0.09 -0.29 0.778108 0.889835 -6.80
252072_at  putative protein protein kinase PK1, rec--- AT3G51710 1.02 0.03 0.29 0.778165 0.889855 -6.80
267339_at unknown protein  ; supported by cDNA: --- AT2G39870 1.04 0.06 0.29 0.778287 0.889950 -6.80



261203_at Expressed protein ; supported by full-len--- AT1G12845 1.10 0.13 0.29 0.778342 0.889969 -6.80
253309_at  male sterility 2-like protein male sterility CER4 AT4G33790 -1.05 -0.07 -0.29 0.778576 0.890102 -6.80
257975_at unknown protein similar to GB:AAD3063--- AT3G20830 -1.04 -0.05 -0.29 0.778548 0.890102 -6.80
266369_at hypothetical protein predicted by genscaBOP2 AT2G41370 1.03 0.05 0.29 0.7785 0.890102 -6.80
262057_at unknown protein ;supported by full-lengt --- AT1G80040 -1.02 -0.03 -0.29 0.77862 0.890108 -6.80
252224_at putative protein various ADP-RIBOSYLAATARLA1BAT3G49860 1.03 0.04 0.29 0.778774 0.890239 -6.80
253504_at hypothetical protein --- AT4G31960 1.02 0.02 0.29 0.778832 0.890262 -6.80
253376_at  hypothetical protein Arabidopsis thalian --- AT4G33290 1.02 0.03 0.29 0.77892 0.890317 -6.80
259784_at  auxin-induced protein, putative similar t --- AT1G29450 -1.05 -0.07 -0.29 0.778999 0.890318 -6.80
252052_at beta-fructofuranosidase AtcwINV2 AT3G52600 1.02 0.03 0.29 0.778973 0.890318 -6.80
249111_at unknown protein --- AT5G43770 1.02 0.03 0.29 0.779184 0.890485 -6.81
254925_at  beta-adaptin - like protein beta-adaptin --- AT4G11380 1.03 0.04 0.29 0.77939 0.890519 -6.81
247530_at  glycosylasparaginase - like protein glyc --- AT5G61540 -1.03 -0.05 -0.29 0.779409 0.890519 -6.81
251748_at  putative protein predicted protein, Arabi --- AT3G55680 1.03 0.04 0.29 0.779253 0.890519 -6.81
256635_at hypothetical protein predicted by gensca--- AT3G28260 -1.02 -0.03 -0.29 0.779354 0.890519 -6.81
255024_at hypothetical protein --- AT4G09860 1.02 0.03 0.29 0.779294 0.890519 -6.81
261531_at RB-binding protein -like similar to retinob--- AT1G63490 1.03 0.05 0.29 0.779517 0.890553 -6.81
255075_at  putative protein RING-H2 zinc finger pro--- AT4G09110 -1.02 -0.03 -0.29 0.779506 0.890553 -6.81
247804_at strong similarity to unknown protein (pir| SVL5 AT5G58170 1.02 0.03 0.29 0.779606 0.890611 -6.81
253717_at  putative protein putative suppressor pro--- AT4G29440 1.02 0.03 0.29 0.779763 0.890611 -6.81
255056_at  putative protein helix-loop-helix protein TT8 AT4G09820 -1.02 -0.03 -0.29 0.779707 0.890611 -6.81
246903_at putative protein --- AT5G25750 1.03 0.04 0.29 0.779738 0.890611 -6.81
263877_at hypothetical protein predicted by genefin--- AT2G21780 -1.02 -0.03 -0.29 0.779657 0.890611 -6.81
261051_at  cytochrome P450, putative similar to cy CYP703A2AT1G01280 1.02 0.03 0.29 0.780172 0.891034 -6.81
252911_at  cytochrome P450 -like protein cytochro CYP96A12AT4G39510 -1.07 -0.09 -0.29 0.78033 0.891170 -6.81
246851_at  putative protein various predicted prote AGL26 AT5G26870 1.02 0.03 0.29 0.780375 0.891176 -6.81
259462_at hypothetical protein contains similarity to--- AT1G18940 1.03 0.05 0.29 0.780623 0.891329 -6.81
252914_at  putative protein dehydrin, Glycine max, --- AT4G39130 1.03 0.04 0.29 0.780558 0.891329 -6.81
258746_at germin-like protein similar to germin prec--- AT3G05950 -1.02 -0.04 -0.29 0.780626 0.891329 -6.81
263207_at putative endoxyloglucan transferase simXTH33 AT1G10550 -1.10 -0.14 -0.29 0.780933 0.891635 -6.81
247369_at unknown protein --- AT5G63340 1.03 0.04 0.29 0.780977 0.891641 -6.81
255370_at putative protein --- --- -1.02 -0.03 -0.29 0.781079 0.891713 -6.81
246093_at  ethylene-forming-enzyme-like dioxygen --- AT5G20550 1.02 0.03 0.29 0.781133 0.891729 -6.81
257566_x_ahypothetical protein predicted by genem--- --- 1.02 0.03 0.29 0.781191 0.891751 -6.81
263086_at putative non-LTR retrolelement reverse --- AT2G16110 -1.02 -0.03 -0.29 0.781299 0.891785 -6.81



246695_at putative protein --- --- 1.03 0.04 0.29 0.781295 0.891785 -6.81
247344_at ARI-like RING zinc finger protein-like --- AT5G63750 -1.03 -0.04 -0.29 0.781363 0.891813 -6.81
248656_at fimbrin 2 (gb|AAB97844.1)  ; supported --- AT5G48460 -1.07 -0.10 -0.29 0.781502 0.891872 -6.81
257072_at  myrosinase-associated protein, putative--- AT3G14220 -1.05 -0.06 -0.29 0.781571 0.891872 -6.81
266322_at putative auxin-regulated protein --- AT2G46690 1.05 0.07 0.29 0.781569 0.891872 -6.81
264755_at  receptor kinase, putative similar to rece --- AT1G61390 -1.02 -0.03 -0.29 0.781489 0.891872 -6.81
249248_at unknown protein --- AT5G42320 1.03 0.04 0.29 0.781631 0.891896 -6.81
255806_at  fructokinase - like protein fructokinase, --- AT4G10260 1.02 0.02 0.29 0.781718 0.891951 -6.81
251166_at  heat shock transcription factor-like proteAT-HSFA7AT3G63350 1.02 0.03 0.29 0.781827 0.892030 -6.81
247596_at  putative protein predicted protein, Droso--- AT5G60840 -1.04 -0.06 -0.29 0.781906 0.892053 -6.81
257872_at  P-glycoprotein, putative similar to P-glycPGP16 AT3G28360 -1.02 -0.03 -0.29 0.781925 0.892053 -6.81
260347_at  DHHC-type zinc finger protein, putative --- AT1G69420 -1.04 -0.05 -0.29 0.782172 0.892188 -6.81
246473_at  putative protein cathepsin L-like cystein--- AT5G17140 1.02 0.04 0.29 0.782224 0.892188 -6.81
247887_at unknown protein --- AT5G57880 1.02 0.03 0.29 0.782239 0.892188 -6.81
263453_at hypothetical protein predicted by genefin--- AT2G22180 -1.02 -0.03 -0.29 0.782205 0.892188 -6.81
264040_at putative uridylyl transferase  ; supportedACR5 AT2G03730 1.02 0.03 0.29 0.782113 0.892188 -6.81
265745_at hypothetical protein predicted by gensca--- --- 1.02 0.03 0.29 0.782422 0.892308 -6.81
256549_at hypothetical protein predicted by genem--- --- -1.02 -0.03 -0.29 0.78242 0.892308 -6.81
251406_at  putative protein various predicted prote --- AT3G60260 1.04 0.06 0.29 0.782702 0.892570 -6.81
254319_at  putative protein predicted proteins, Arab--- AT4G22560 -1.03 -0.05 -0.29 0.78273 0.892570 -6.81
266179_at putative phloem-specific lectin AtPP2-B5 AT2G02300 1.02 0.03 0.29 0.782781 0.892583 -6.81
AFFX-r2-P1 Bacteriophage P1 /GEN=cre /DB_XREF--- --- 1.04 0.06 0.29 0.782821 0.892584 -6.81
253418_at  putative protein tom-1B protein, Gallus --- AT4G32760 -1.02 -0.03 -0.29 0.782875 0.892595 -6.81
254717_at  histone H2A.F/Z - like protein histone HHTA4 AT4G13570 -1.03 -0.04 -0.29 0.782908 0.892595 -6.81
253749_at phytochrome-associated protein PAP2 ; PAP2 AT4G29080 1.12 0.17 0.29 0.783031 0.892689 -6.81
263191_at  polyprotein, putative similar to polyprote--- --- 1.03 0.04 0.29 0.783114 0.892739 -6.81
254754_at  pectate lyase like protein pectate lyase --- AT4G13210 1.02 0.03 0.29 0.783163 0.892751 -6.81
254508_at  putative protein gene F4P9.34 chromos--- AT4G20170 -1.03 -0.04 -0.29 0.783415 0.892784 -6.81
263941_at unknown protein --- --- -1.03 -0.04 -0.29 0.783261 0.892784 -6.81
261835_at hypothetical protein contains similarity to--- AT1G16040 -1.02 -0.03 -0.29 0.783466 0.892784 -6.81
252140_at putative protein several hypothetical pro --- AT3G51070 -1.02 -0.03 -0.29 0.783335 0.892784 -6.81
266085_at hypothetical protein --- AT2G37800 1.03 0.04 0.29 0.783428 0.892784 -6.81
266392_at late embryogenesis abundant M10 proteM10 AT2G41280 1.02 0.03 0.29 0.783411 0.892784 -6.81
266706_at hypothetical protein predicted by gensca--- AT2G03320 -1.02 -0.03 -0.29 0.783415 0.892784 -6.81
261274_at  myb-related protein, putative similar to GMYB117 AT1G26780 1.02 0.03 0.29 0.783591 0.892882 -6.81



252609_at putative protein --- AT3G45110 -1.02 -0.03 -0.29 0.783689 0.892949 -6.81
254488_at  putative protein receptor-like protein kin--- AT4G20790 -1.02 -0.02 -0.29 0.783928 0.893177 -6.81
252059_at  E2, ubiquitin-conjugating enzyme, putatUEV1D-4 AT3G52560 1.02 0.03 0.29 0.78414 0.893196 -6.81
258294_at hypothetical protein predicted by genem--- AT3G23350 1.02 0.03 0.29 0.784109 0.893196 -6.81
262974_at hypothetical protein predicted by genem--- AT1G75550 -1.02 -0.03 -0.29 0.784053 0.893196 -6.81
258572_at hypothetical protein --- AT3G04270 -1.02 -0.03 -0.29 0.784152 0.893196 -6.81
245931_at  major pollen allergen-like protein pollen --- AT5G09280 -1.03 -0.04 -0.29 0.78418 0.893196 -6.81
252705_at  putative protein predicted proteins, Arab--- --- 1.03 0.04 0.29 0.784149 0.893196 -6.81
246667_at putative protein hypothetical proteins - A--- --- -1.02 -0.03 -0.28 0.784278 0.893264 -6.81
249330_at putative protein similar to unknown prote--- AT5G40970 1.02 0.03 0.28 0.784361 0.893268 -6.81
246491_at hypothetical protein --- AT5G16100 1.02 0.03 0.28 0.78434 0.893268 -6.81
251436_at  putative protein hypothetical protein At2ARGOS AT3G59900 1.11 0.16 0.28 0.784549 0.893438 -6.81
255611_at hypothetical protein --- AT4G01210 1.02 0.03 0.28 0.784708 0.893557 -6.81
252349_at  cell division cycle protein 23 homolog ceAPC8 AT3G48150 -1.04 -0.05 -0.28 0.784771 0.893557 -6.81
250044_at  disease resistance protein RPP1-WsB ---- AT5G17680 -1.03 -0.05 -0.28 0.784764 0.893557 -6.81
251555_at shatterproof 1 (SHP1)/ agamous -like 1 SHP1 AT3G58780 1.02 0.03 0.28 0.78505 0.893786 -6.81
251197_at  glutaredoxin -like protein glutaredoxin, c--- AT3G62960 -1.05 -0.07 -0.28 0.785017 0.893786 -6.81
255402_at Expressed protein hemf2 AT4G03205 -1.05 -0.07 -0.28 0.785177 0.893885 -6.81
256747_at unknown protein similar to CW14 GB:BA--- AT3G29180 -1.03 -0.04 -0.28 0.785341 0.893890 -6.81
259327_at  putative lectin contains Pfam profile: PF--- AT3G16460 -1.10 -0.14 -0.28 0.785368 0.893890 -6.81
245688_at  prolin-rich protein, putative similar to proAGP31 AT1G28290 1.13 0.17 0.28 0.785279 0.893890 -6.81
252598_at  putative protein putative proteins AT4g0--- --- 1.02 0.02 0.28 0.785377 0.893890 -6.81
256758_at hypothetical protein similar to Athila retro--- --- 1.02 0.04 0.28 0.785325 0.893890 -6.81
247742_at  random slug protein - like random slug c--- AT5G58980 -1.03 -0.04 -0.28 0.785441 0.893918 -6.81
258486_at putative 40S ribosomal protein similar to--- AT3G02560 -1.06 -0.08 -0.28 0.785549 0.893997 -6.81
251382_at  pectinesterase - like protein pectinester --- AT3G60730 1.02 0.03 0.28 0.785834 0.894276 -6.81
257400_s_ahypothetical protein --- AT1G23810 / -1.02 -0.03 -0.28 0.785886 0.894290 -6.81
267239_at unknown protein --- AT2G02510 1.02 0.03 0.28 0.786024 0.894336 -6.81
267618_at putative cyclin  ; supported by cDNA: gi_CYCB1;4 AT2G26760 -1.03 -0.04 -0.28 0.785985 0.894336 -6.81
251075_at  putative protein leucine-rich receptor-lik --- AT5G01890 1.05 0.07 0.28 0.786043 0.894336 -6.81
259968_at unknown protein --- AT1G76530 1.02 0.03 0.28 0.786107 0.894364 -6.81
265621_at NAM (no apical meristem)-like protein NTL8 AT2G27300 1.02 0.03 0.28 0.786177 0.894377 -6.81
245241_at hypothetical protein contains similarity to--- AT1G44478 -1.02 -0.03 -0.28 0.786198 0.894377 -6.81
244958_at hypothetical protein --- --- -1.02 -0.03 -0.28 0.786236 0.894377 -6.81
250134_at Expressed protein ; supported by cDNA --- --- -1.03 -0.04 -0.28 0.786346 0.894455 -6.81



249452_at  Sec7/gnom -like protein GNOM, Arabid --- AT5G39500 -1.02 -0.03 -0.28 0.786383 0.894455 -6.81
261352_at  DNA repair protein RAD23, putative simRAD23 AT1G79650 -1.02 -0.03 -0.28 0.786535 0.894538 -6.81
253982_at calcineurin B-like protein 3  ;supported bATCBL3 AT4G26570 1.04 0.05 0.28 0.786534 0.894538 -6.81
253709_at  pyrophosphate-dependent phosphofrucPFK1 AT4G29220 -1.03 -0.04 -0.28 0.786622 0.894548 -6.81
254471_s_a putative protein parts of other proteins o--- --- 1.02 0.03 0.28 0.78659 0.894548 -6.81
256303_at  disease resistance protein, putative sim--- AT1G69550 -1.03 -0.04 -0.28 0.786686 0.894576 -6.81
264844_at putative glycosylation enzyme  ; support --- AT1G03520 -1.03 -0.04 -0.28 0.786797 0.894590 -6.81
265513_at hypothetical protein --- --- 1.02 0.03 0.28 0.786738 0.894590 -6.81
264358_at hypothetical protein predicted by genefin--- AT1G03180 -1.03 -0.04 -0.28 0.786815 0.894590 -6.81
245624_at glucosyltransferase like protein --- AT4G14090 1.03 0.04 0.28 0.787017 0.894715 -6.81
267176_at putative zinc finger protein --- AT2G37730 -1.02 -0.03 -0.28 0.787005 0.894715 -6.81
255295_at putative sugar transporter --- AT4G04760 1.02 0.03 0.28 0.787043 0.894715 -6.81
258658_at putative adenosine kinase similar to adeADK1 AT3G09820 1.05 0.07 0.28 0.787143 0.894784 -6.81
256317_at hypothetical protein predicted by genem--- AT1G35900 -1.04 -0.05 -0.28 0.78726 0.894872 -6.81
259437_at  protein serine/threonine kinase, putative--- AT1G01540 -1.04 -0.06 -0.28 0.787711 0.894914 -6.81
266453_at putative protein kinase contains a protei --- AT2G43230 1.02 0.03 0.28 0.787401 0.894914 -6.81
248043_s_aheat shock protein (emb|CAA72514.1) --- AT5G56000 / -1.04 -0.06 -0.28 0.787634 0.894914 -6.81
255059_at  putative protein downy mildew resistanc--- AT4G09420 -1.05 -0.08 -0.28 0.787692 0.894914 -6.81
251504_at  putative protein putative multidrug effluxTT12 AT3G59030 -1.02 -0.04 -0.28 0.78772 0.894914 -6.81
250328_at putative protein --- AT5G11780 1.03 0.04 0.28 0.787657 0.894914 -6.81
262548_at unknown protein contains similarity to arAGO2 AT1G31280 -1.03 -0.04 -0.28 0.787563 0.894914 -6.81
249110_at disease resistance protein --- AT5G43730 -1.02 -0.03 -0.28 0.787729 0.894914 -6.81
265140_at  F-box protein family, AtFBX11 contains --- AT1G51320 1.02 0.03 0.28 0.787541 0.894914 -6.81
252793_at hypothetical protein --- --- 1.02 0.02 0.28 0.787665 0.894914 -6.81
255123_at putative lipid transfer protein --- AT4G08530 -1.02 -0.03 -0.28 0.787602 0.894914 -6.81
251846_at histone H2A.F/Z  ;supported by full-leng HTA11 AT3G54560 -1.07 -0.10 -0.28 0.78779 0.894940 -6.81
255397_at putative transposon protein --- --- 1.03 0.04 0.28 0.787972 0.895102 -6.81
245560_at indole-3-acetate beta-glucosyltransferasUGT84A1 AT4G15480 1.03 0.04 0.28 0.788113 0.895166 -6.81
257906_at  ribosomal protein, putative similar to 60 ATL5 AT3G25520 -1.06 -0.08 -0.28 0.788127 0.895166 -6.81
255398_at hypothetical protein --- AT4G03740 -1.02 -0.03 -0.28 0.788147 0.895166 -6.81
257610_at  zinc finger protein, putative similar to finAtIDD11 AT3G13810 -1.05 -0.08 -0.28 0.78822 0.895172 -6.81
266912_at hypothetical protein predicted by genefin--- AT2G45900 -1.08 -0.12 -0.28 0.788231 0.895172 -6.81
249030_at putative protein similar to unknown prote--- --- -1.02 -0.03 -0.28 0.788394 0.895313 -6.81
267182_at unknown protein --- AT2G23360 1.03 0.04 0.28 0.788706 0.895590 -6.81
253639_at  putative protein component of aniline di --- AT4G30550 -1.03 -0.05 -0.28 0.788716 0.895590 -6.81



248661_at putative protein contains similarity to MAAGL80 AT5G48670 1.04 0.05 0.28 0.788843 0.895689 -6.81
265083_at hypothetical protein predicted by genefin--- AT1G03820 1.05 0.07 0.28 0.788945 0.895716 -6.81
246652_at  extensin -like protein extensin, soybean--- AT5G35190 1.02 0.03 0.28 0.788943 0.895716 -6.81
255563_at  putative CHP-rich zinc finger protein sim--- AT4G01740 -1.02 -0.03 -0.28 0.789023 0.895716 -6.81
AFFX-CreX-Bacteriophage P1 /GEN=cre /DB_XREF--- --- 1.05 0.07 0.28 0.788986 0.895716 -6.81
252196_at  putative protein predicted protein, Arabi --- AT3G50200 1.03 0.04 0.28 0.789085 0.895742 -6.81
251952_at  histone H2B - like protein histone H2B-2--- AT3G53650 1.02 0.03 0.28 0.789137 0.895755 -6.81
262527_at  SRG1-like protein Strong homology to S--- AT1G17010 -1.02 -0.03 -0.28 0.789277 0.895870 -6.81
256456_at unknown protein ; supported by full-leng--- AT1G75180 1.04 0.06 0.28 0.789439 0.895876 -6.81
254294_at  putative membrane protein membrane pATRBL7 AT4G23070 1.04 0.06 0.28 0.789362 0.895876 -6.81
249686_at putative protein contains similarity to cyt CYP716A2AT5G36140 1.02 0.02 0.28 0.789374 0.895876 -6.81
251953_at  putative protein predicted protein, ArabiCPuORF5 AT3G53668 / -1.03 -0.04 -0.28 0.789436 0.895876 -6.81
267605_at putative protein disulfide isomerase  ; suATPDIL2-3AT2G32920 -1.03 -0.04 -0.28 0.789592 0.895940 -6.81
262300_at  ripening-induced protein, putative simila--- AT1G70870 -1.02 -0.03 -0.28 0.789645 0.895940 -6.81
254829_at  AIR1A-like protein putative cell wall-plas--- AT4G12530 -1.02 -0.03 -0.28 0.789731 0.895940 -6.81
251180_at  putative protein hypothetical protein (T3--- AT3G62640 -1.04 -0.05 -0.28 0.789536 0.895940 -6.81
258603_at putative heat shock transcription factor sATHSFA1EAT3G02990 -1.03 -0.04 -0.28 0.789656 0.895940 -6.81
247646_at  putative protein various predicted prote --- AT5G59990 1.02 0.03 0.28 0.789704 0.895940 -6.81
266522_at putative ubiquitin-conjugating enzyme UBC23 AT2G16920 -1.02 -0.03 -0.28 0.79003 0.896055 -6.81
256496_at hypothetical protein similar to hypothetic--- AT1G31510 1.02 0.03 0.28 0.790021 0.896055 -6.81
256567_at  amino acid permease, putative contains--- AT3G19553 1.02 0.03 0.28 0.789938 0.896055 -6.81
254609_at Expressed protein ; supported by full-len--- AT4G18970 1.06 0.08 0.28 0.790068 0.896055 -6.81
255179_at putative transposon protein --- --- -1.02 -0.02 -0.28 0.790064 0.896055 -6.81
256949_at hypothetical protein predicted by genem--- AT3G19070 -1.02 -0.03 -0.28 0.789931 0.896055 -6.81
261999_at hypothetical protein predicted by genem--- AT1G33800 -1.03 -0.04 -0.28 0.790198 0.896056 -6.81
257804_at  protein kinase, putative similar to somat--- AT3G18810 1.02 0.03 0.28 0.790227 0.896056 -6.81
250551_at  SNAP25 - like protein SNAP25A proteinSNAP29 AT5G07880 1.02 0.03 0.28 0.790173 0.896056 -6.81
247377_at pectate lyase  ; supported by cDNA: gi_ --- AT5G63180 1.18 0.24 0.28 0.79021 0.896056 -6.81
255992_at unknown protein --- AT1G29790 -1.03 -0.04 -0.28 0.790281 0.896073 -6.81
262700_at unknown protein --- AT1G76020 -1.03 -0.04 -0.28 0.790408 0.896129 -6.81
259693_at hypothetical protein predicted by genem--- AT1G63060 -1.03 -0.04 -0.28 0.790385 0.896129 -6.81
265428_at hypothetical protein predicted by grail --- AT2G20720 1.05 0.07 0.28 0.790489 0.896176 -6.81
253057_at  putative protein amino-acid N-acetyltran--- AT4G37670 1.06 0.09 0.28 0.790545 0.896194 -6.81
263936_at putative ATP-dependent RNA helicase A--- AT2G35920 -1.03 -0.04 -0.28 0.790632 0.896249 -6.81
250943_at putative protein --- AT5G03360 1.02 0.03 0.28 0.790759 0.896348 -6.81



262812_at hypothetical protein predicted by gensca--- AT1G11690 -1.02 -0.02 -0.28 0.790836 0.896390 -6.81
247005_at adenylylsulfate kinase-like protein  ;supp--- AT5G67520 -1.03 -0.04 -0.28 0.791025 0.896525 -6.81
253069_at  hexokinase - like protein hexokinase, A HKL3 AT4G37840 1.02 0.03 0.28 0.791033 0.896525 -6.81
257252_at  glutathione reductase, cytosolic identicaATGR1 AT3G24170 -1.04 -0.06 -0.28 0.791148 0.896566 -6.81
260503_at  proteasome, 30 kda subunit (ec 3.4.99. PAF2 AT1G47250 -1.02 -0.03 -0.28 0.791109 0.896566 -6.81
260580_at unknown protein --- AT2G47390 -1.02 -0.03 -0.28 0.791306 0.896567 -6.81
263685_at unknown protein similar to cell differentiaATCUL3 AT1G26830 -1.02 -0.03 -0.28 0.791292 0.896567 -6.81
248714_at polygalacturonase  ;supported by full-len--- AT5G48140 1.02 0.03 0.28 0.791301 0.896567 -6.81
252307_at  putative protein SAE1-S9-protein, Brass--- --- -1.02 -0.03 -0.28 0.791267 0.896567 -6.81
255594_at putative ABC transporter ATABC1 AT4G01660 -1.02 -0.03 -0.28 0.791484 0.896680 -6.81
261723_at unknown protein ; supported by full-leng--- AT1G76200 1.02 0.03 0.28 0.791477 0.896680 -6.81
255683_at putative malate oxidoreductase --- AT4G00570 1.03 0.04 0.27 0.791604 0.896771 -6.81
249817_at putative protein similar to unknown prote--- AT5G23820 1.12 0.17 0.27 0.791807 0.896956 -6.81
250248_at transporter-like protein ZIF1 AT5G13740 1.05 0.07 0.27 0.792305 0.896969 -6.81
261279_at  class I chitinase, putative similar to GB: POM1 AT1G05850 1.11 0.15 0.27 0.792031 0.896969 -6.81
253562_at putative protein  ;supported by full-length--- AT4G31130 1.02 0.03 0.27 0.792407 0.896969 -6.81
250011_at  putative protein crp1 protein, maize, PIR--- AT5G18475 -1.02 -0.03 -0.27 0.792389 0.896969 -6.81
266192_at unknown protein --- AT2G39080 1.02 0.03 0.27 0.791865 0.896969 -6.81
260410_at putative peptide transporter similar to pe--- AT1G69870 1.04 0.06 0.27 0.792196 0.896969 -6.81
248353_at cytochrome P450 CYP96A4 AT5G52320 -1.02 -0.03 -0.27 0.792266 0.896969 -6.81
261462_at hypothetical protein predicted by gensca--- AT1G07850 -1.03 -0.04 -0.27 0.792104 0.896969 -6.81
266755_at putative alcohol dehydrogenase --- AT2G47150 -1.02 -0.04 -0.27 0.792322 0.896969 -6.81
248724_at putative protein strong similarity to unkn --- AT5G47970 1.04 0.05 0.27 0.792365 0.896969 -6.81
257364_at hypothetical protein predicted by gensca--- AT2G45940 1.02 0.03 0.27 0.792061 0.896969 -6.81
257507_at  zinc finger protein, putative similar to G --- AT1G29600 1.02 0.02 0.27 0.791897 0.896969 -6.81
246690_at hypothetical protein --- --- -1.02 -0.03 -0.27 0.791981 0.896969 -6.81
249522_at putative protein similar to unknown prote--- AT5G38700 1.02 0.03 0.27 0.792261 0.896969 -6.81
245099_at unknown protein  ; supported by cDNA: RHC1A AT2G40830 1.03 0.05 0.27 0.791959 0.896969 -6.81
256592_at hypothetical protein predicted by genem--- --- 1.02 0.03 0.27 0.79246 0.896983 -6.81
249505_at putative protein --- --- -1.05 -0.06 -0.27 0.792726 0.897240 -6.81
264395_at putative GDP-dissociation inhibitor Cont --- AT1G12070 -1.03 -0.04 -0.27 0.792816 0.897253 -6.81
263571_at putative disease resistance protein ident--- AT2G17050 -1.02 -0.02 -0.27 0.792795 0.897253 -6.81
246918_at  putative protein hypothetical protein F17--- AT5G25340 1.03 0.04 0.27 0.793123 0.897518 -6.81
261770_at  prolyl endopeptidase, putative similar to--- AT1G76140 1.02 0.03 0.27 0.793129 0.897518 -6.81
245534_at hypothetical protein --- AT4G15150 1.02 0.03 0.27 0.793183 0.897535 -6.81



246691_at putative protein predicted proteins - Arab--- --- 1.02 0.03 0.27 0.793264 0.897537 -6.81
264366_at unknown protein EST gb|N96383 comes--- AT1G03250 -1.03 -0.04 -0.27 0.793231 0.897537 -6.81
249245_at putative protein contains similarity to CH--- AT5G42280 1.03 0.04 0.27 0.793409 0.897657 -6.81
259495_at  NBS/LRR disease resistance protein, p --- AT1G15890 -1.03 -0.04 -0.27 0.793594 0.897822 -6.81
255613_at putative RING zinc finger protein --- AT4G01270 1.03 0.04 0.27 0.793695 0.897860 -6.81
259100_at DNA-damage-repair/toleration protein D DRT102 AT3G04880 1.02 0.03 0.27 0.793707 0.897860 -6.81
245146_at putative cis-Golgi SNARE protein  ; suppGOS12 AT2G45200 -1.02 -0.03 -0.27 0.793765 0.897881 -6.81
264546_at Expressed protein ; supported by cDNA --- AT1G55805 1.04 0.06 0.27 0.793841 0.897923 -6.81
267460_at putative squamosa-promoter binding proSPL3 AT2G33810 1.08 0.11 0.27 0.793889 0.897932 -6.81
264155_at unknown protein GTB1 AT1G65440 -1.03 -0.04 -0.27 0.794241 0.898286 -6.81
262490_at hypothetical protein predicted by genscaUREF AT1G21840 1.03 0.04 0.27 0.79445 0.898409 -6.81
251248_at  P-glycoprotein-like proetin P-glycoprotePGP21 AT3G62150 1.10 0.14 0.27 0.794504 0.898409 -6.81
263789_at putative GDSL-motif lipase/hydrolase sim--- AT2G24560 1.03 0.04 0.27 0.794495 0.898409 -6.81
260646_at hypothetical protein similar to CHP-rich z--- AT1G53340 1.03 0.05 0.27 0.794507 0.898409 -6.81
259379_at putative MYB family transcription factor --- AT3G16350 -1.05 -0.07 -0.27 0.794621 0.898449 -6.81
256859_at hypothetical protein --- AT3G22940 -1.03 -0.04 -0.27 0.794591 0.898449 -6.81
262022_at hypothetical protein predicted by genem--- AT1G35490 -1.03 -0.04 -0.27 0.794839 0.898651 -6.81
256444_at hypothetical protein predicted by genem--- AT3G11060 1.02 0.03 0.27 0.795113 0.898761 -6.81
266164_at putative salt-inducible protein --- AT2G28050 1.04 0.05 0.27 0.795173 0.898761 -6.81
248274_at isp4 protein ATOPT9 AT5G53510 1.02 0.03 0.27 0.79515 0.898761 -6.81
261977_at hypothetical protein contains similarity to--- --- 1.02 0.03 0.27 0.795063 0.898761 -6.81
260776_at  zinc finger protein, putative similar to zin--- AT1G14580 -1.05 -0.07 -0.27 0.795052 0.898761 -6.81
247626_at  receptor like protein kinase receptor like--- AT5G60300 / 1.07 0.10 0.27 0.795039 0.898761 -6.81
265934_at unknown protein EER5 AT2G19560 -1.02 -0.03 -0.27 0.795403 0.898977 -6.81
252414_at  putative protein sn-glycerol-3-phosphate--- AT3G47420 -1.03 -0.05 -0.27 0.795592 0.899146 -6.81
264083_at ethylene reponse factor-like AP2 domainATERF15 AT2G31230 1.08 0.11 0.27 0.795811 0.899259 -6.81
251214_at putative protein hypothetical proteins - A--- AT3G62500 1.02 0.03 0.27 0.795805 0.899259 -6.81
261921_at hypothetical protein predicted by genem--- AT1G65900 -1.04 -0.06 -0.27 0.795804 0.899259 -6.81
267438_at putative GDSL-motif lipase/hydrolase sim--- AT2G19050 -1.03 -0.05 -0.27 0.795905 0.899321 -6.81
257575_at hypothetical protein similar to hypothetic--- --- 1.02 0.03 0.27 0.79601 0.899395 -6.81
261801_at hypothetical protein similar to hypotheticAAE14 AT1G30520 -1.03 -0.04 -0.27 0.796146 0.899504 -6.81
252044_at  outer envelope membrane protein-like pOEP7 AT3G52420 -1.02 -0.03 -0.27 0.796204 0.899525 -6.81
258659_at  B' regulatory subunit of PP2A (AtB'beta ATB' BETAAT3G09880 -1.02 -0.03 -0.27 0.796315 0.899606 -6.81
261148_at unknown protein ; supported by full-lengGAMMA CAT1G19580 1.02 0.03 0.27 0.796553 0.899830 -6.81
264020_at  putative signal sequence receptor, alph --- AT2G21160 -1.03 -0.04 -0.27 0.796644 0.899889 -6.81



257384_at unknown protein --- AT2G15110 -1.02 -0.03 -0.27 0.796746 0.899959 -6.81
250805_at unknown protein --- AT5G05050 -1.02 -0.03 -0.27 0.797028 0.900099 -6.81
253580_at  putative protein RING-H2 finger protein --- AT4G30400 -1.05 -0.07 -0.27 0.797006 0.900099 -6.81
256295_at hypothetical protein --- AT1G69470 1.02 0.03 0.27 0.796969 0.900099 -6.81
259866_at putative calmodulin similar to calmodulin--- AT1G76640 1.07 0.09 0.27 0.796911 0.900099 -6.81
245748_at unknown protein contains similarity to ph--- AT1G51140 1.04 0.06 0.27 0.797093 0.900128 -6.81
255408_at  hypothetical protein similar to A. thalian --- AT4G03490 1.04 0.05 0.27 0.797291 0.900307 -6.81
266228_at unknown protein  ; supported by full-lengCXIP4 AT2G28910 -1.03 -0.04 -0.27 0.797379 0.900354 -6.81
255206_at putative transposon protein --- --- -1.02 -0.02 -0.27 0.797451 0.900354 -6.81
266810_at hypothetical protein predicted by gensca--- AT2G44880 1.02 0.03 0.27 0.797417 0.900354 -6.81
267177_at Expressed protein ; supported by full-len--- AT2G37580 1.04 0.05 0.27 0.79753 0.900355 -6.81
261264_at hypothetical protein predicted by genem--- AT1G26710 1.03 0.04 0.27 0.797504 0.900355 -6.81
251235_at  putative protein lysophospholipase hom--- AT3G62860 -1.04 -0.05 -0.27 0.797593 0.900363 -6.81
252432_at hypothetical protein --- AT3G47675 / 1.02 0.02 0.27 0.797617 0.900363 -6.81
259811_at hypothetical protein predicted by genem--- AT1G49830 -1.02 -0.03 -0.27 0.797956 0.900659 -6.81
247852_at ATGP1  ; supported by cDNA: gi_13358YKT61 AT5G58060 -1.02 -0.03 -0.27 0.797958 0.900659 -6.81
246333_at  proteinkinase AtPP -like protein AtPP p --- AT3G44840 1.02 0.03 0.27 0.798086 0.900759 -6.81
245434_at hypothetical protein --- AT4G17140 -1.02 -0.03 -0.27 0.79814 0.900775 -6.81
267051_at hypothetical protein predicted by genefin--- AT2G38500 -1.03 -0.04 -0.27 0.798296 0.900818 -6.81
259544_at hypothetical protein ; supported by full-leCAT3 AT1G20620 1.02 0.03 0.27 0.798293 0.900818 -6.81
254653_at  polygalacturonase-like protein exopolyg--- AT4G18180 -1.02 -0.02 -0.27 0.798239 0.900818 -6.81
259031_at putative transcription factor similar to ge --- AT3G09360 -1.03 -0.04 -0.27 0.798503 0.901007 -6.81
261234_x_ahypothetical protein predicted by genem--- --- -1.02 -0.03 -0.27 0.798663 0.901101 -6.81
261738_s_ahypothetical protein identical to hypothet--- AT1G47813 / -1.03 -0.05 -0.27 0.798665 0.901101 -6.81
253990_at  putative thioredoxin thioredoxin - Lilium ACHT1 AT4G26160 -1.04 -0.05 -0.27 0.798815 0.901225 -6.81
264021_at putative auxin-regulated protein  ;suppo --- AT2G21200 1.05 0.07 0.27 0.798921 0.901300 -6.81
267240_at hypothetical protein predicted by gensca--- AT2G02680 1.02 0.03 0.26 0.798986 0.901328 -6.81
249999_at  triacylglycerol lipase-like protein triacylg--- AT5G18640 -1.04 -0.06 -0.26 0.799206 0.901399 -6.81
265950_s_aputative protein kinase contains a protei --- AT2G18530 / -1.02 -0.03 -0.26 0.799184 0.901399 -6.81
249562_at disease resistance protein-like --- AT5G38350 -1.02 -0.03 -0.26 0.7991 0.901399 -6.81
256245_at heat shock protein 70 identical to heat s HSP70 AT3G12580 -1.09 -0.13 -0.26 0.799127 0.901399 -6.81
246602_at  copper amine oxidase, putative similar t--- AT1G31710 -1.04 -0.06 -0.26 0.799302 0.901418 -6.81
258913_at  unknown protein similar to putative Anio--- AT3G06450 1.03 0.04 0.26 0.799265 0.901418 -6.81
245589_at subtilisin-like serine protease contains s --- AT4G15040 -1.03 -0.04 -0.26 0.799348 0.901426 -6.81
255133_at  putative protein (fragment) glutamine-ric--- AT4G08320 -1.02 -0.03 -0.26 0.799753 0.901456 -6.81



247147_at putative protein contains similarity to RINGTE7 AT5G65630 1.03 0.04 0.26 0.799654 0.901456 -6.81
262409_at hypothetical protein predicted by genem--- --- 1.03 0.04 0.26 0.799889 0.901456 -6.81
256462_at hypothetical protein predicted by genem--- AT1G36230 1.02 0.03 0.26 0.79943 0.901456 -6.81
261184_at  pol polyprotein, putative similar to many--- --- 1.02 0.04 0.26 0.799866 0.901456 -6.81
266423_at putative DNA-directed RNA polymerase RPB5D AT2G41340 -1.03 -0.04 -0.26 0.799852 0.901456 -6.81
259107_at hypothetical protein predicted by genem--- AT3G05460 1.02 0.03 0.26 0.799612 0.901456 -6.81
246857_at putative protein --- AT5G25920 1.02 0.03 0.26 0.7996 0.901456 -6.81
264043_at putative cyclin D CYCD2;1 AT2G22490 -1.02 -0.03 -0.26 0.799826 0.901456 -6.81
264622_at putative vacuolar sorting protein 35 VPS35A AT2G17790 -1.02 -0.03 -0.26 0.799844 0.901456 -6.81
250260_at putative protein contains similarity to unk--- AT5G13810 -1.02 -0.03 -0.26 0.799594 0.901456 -6.81
263244_at hypothetical protein predicted by gensca--- AT2G31480 -1.02 -0.03 -0.26 0.799858 0.901456 -6.81
251947_at  putative protein various predicted prote --- AT3G53550 -1.02 -0.02 -0.26 0.799868 0.901456 -6.81
245005_at ribosomal protein S14 --- --- -1.04 -0.05 -0.26 0.800025 0.901520 -6.81
256864_at  topoisomerase II identical to topoisome TOPII AT3G23890 1.03 0.04 0.26 0.800008 0.901520 -6.81
266714_at NAM (no apical meristem)-like protein EMB2301 AT2G46770 -1.02 -0.03 -0.26 0.800096 0.901531 -6.81
259261_at unknown protein similar to unknown pro --- AT3G11390 -1.02 -0.04 -0.26 0.800114 0.901531 -6.81
245514_at OEP8 like protein --- AT4G15810 1.03 0.05 0.26 0.800168 0.901547 -6.81
265973_at putative non-LTR retroelement reverse t --- --- -1.02 -0.02 -0.26 0.800405 0.901681 -6.81
247228_at trehalose-6-phosphate phosphatase --- AT5G65140 1.07 0.10 0.26 0.800384 0.901681 -6.81
248778_at unknown protein --- AT5G47940 -1.02 -0.03 -0.26 0.800351 0.901681 -6.81
253152_at  putative protein predicted proteins, Arab--- AT4G35690 -1.03 -0.04 -0.26 0.800537 0.901785 -6.81
249823_s_aputative protein contains similarity to AB--- AT5G23350 / -1.03 -0.04 -0.26 0.80063 0.901846 -6.81
256196_at hypothetical protein predicted by genem--- --- 1.02 0.03 0.26 0.800828 0.902024 -6.81
262820_at  putative obtusifoliol 14-alpha demethylaCYP51G1 AT1G11680 -1.02 -0.03 -0.26 0.801045 0.902094 -6.81
266249_at hypothetical protein predicted by gensca--- AT2G27630 -1.02 -0.03 -0.26 0.801078 0.902094 -6.81
245912_at  putative protein sulfate transporter ATS SULTR3;5 AT5G19600 1.06 0.08 0.26 0.801013 0.902094 -6.81
263169_at hypothetical protein similar to unknown p--- AT1G03010 1.03 0.04 0.26 0.801028 0.902094 -6.81
246805_at  putative protein various predicted transcAGL101 AT5G27050 -1.02 -0.03 -0.26 0.801088 0.902094 -6.81
247703_at  putative protein predicted proteins, HomSRR1 AT5G59560 1.02 0.03 0.26 0.801146 0.902115 -6.81
262150_at hypothetical protein contains similarity toFRS6 AT1G52520 -1.02 -0.03 -0.26 0.801257 0.902196 -6.81
258828_at putative purple acid phosphatase similarPAP15 AT3G07130 1.02 0.03 0.26 0.80145 0.902368 -6.81
263675_x_aEn/Spm-like transposon protein related t--- --- 1.03 0.04 0.26 0.801594 0.902486 -6.81
251286_at  putative protein Bcl-2-interacting protein--- AT3G61710 -1.02 -0.03 -0.26 0.801696 0.902555 -6.81
252634_x_a putative protein predicted proteins, Arab--- --- 1.02 0.03 0.26 0.801939 0.902785 -6.81
259048_at DegP protease contains similarity to degDegP7 AT3G03380 -1.02 -0.03 -0.26 0.802021 0.902789 -6.81



263540_at unknown protein --- AT2G24780 -1.02 -0.03 -0.26 0.802011 0.902789 -6.81
249273_at unknown protein --- AT5G41850 1.03 0.04 0.26 0.802068 0.902797 -6.81
255137_at  extensin-like protein extensin precursor --- AT4G08370 -1.02 -0.03 -0.26 0.802217 0.902919 -6.81
259786_at  lipase/hydrolase, putative contains Pfam--- AT1G29660 1.20 0.26 0.26 0.802381 0.902977 -6.81
259702_at  putative endo-1,3-beta-glucanase simila--- AT1G77780 -1.02 -0.03 -0.26 0.80237 0.902977 -6.81
261679_at  polyprotein, putative similar to polyprote--- --- -1.02 -0.02 -0.26 0.802386 0.902977 -6.81
251395_at unknown protein  ;supported by full-lengFLA8 AT2G45470 1.16 0.21 0.26 0.802476 0.902986 -6.81
257027_at  DNA repair protein, putative similar to RATRAD54 AT3G19210 1.02 0.03 0.26 0.802638 0.902986 -6.81
254510_at  cadinene synthase like protein (+)-delta--- AT4G20210 1.03 0.04 0.26 0.802667 0.902986 -6.81
262043_at unknown protein PSF1 AT1G80190 -1.03 -0.04 -0.26 0.802504 0.902986 -6.81
266038_at putative ABC transporter ATMRP11 AT2G07680 -1.04 -0.05 -0.26 0.802632 0.902986 -6.81
265793_at unknown protein --- AT2G01220 1.03 0.04 0.26 0.802695 0.902986 -6.81
257738_at  40S ribosomal subunit protein S21, puta--- AT3G27450 -1.02 -0.02 -0.26 0.802711 0.902986 -6.81
263280_x_ahypothetical protein predicted by gensca--- --- 1.02 0.03 0.26 0.802702 0.902986 -6.81
267348_at unknown protein --- AT2G39960 1.02 0.03 0.26 0.802789 0.903029 -6.81
251905_at  putative protein zinc finger protein GCSGAPB AT1G42970 / 1.02 0.03 0.26 0.802866 0.903071 -6.81
249855_at unknown protein --- AT5G22970 1.02 0.03 0.26 0.802989 0.903076 -6.82
262792_at hypothetical protein predicted by genem--- AT1G10710 1.02 0.03 0.26 0.802981 0.903076 -6.82
262002_at hypothetical protein predicted by genem--- AT1G64450 -1.02 -0.02 -0.26 0.802978 0.903076 -6.82
247062_at putative protein similar to unknown prote--- AT5G66810 -1.04 -0.06 -0.26 0.803145 0.903164 -6.82
245538_at p140mDia like protein --- AT4G15200 -1.02 -0.03 -0.26 0.803147 0.903164 -6.82
257155_at hypothetical protein predicted by gensca--- AT3G27290 1.03 0.04 0.26 0.80345 0.903352 -6.82
254864_at putative reverse transcriptase other puta--- --- 1.02 0.02 0.26 0.803473 0.903352 -6.82
245353_at hypothetical protein ;supported by full-le --- AT4G16000 1.04 0.06 0.26 0.803445 0.903352 -6.82
249569_at  putative protein Pit1 - Arabidopsis thalia--- AT5G38070 1.03 0.04 0.26 0.803434 0.903352 -6.82
266974_at unknown protein --- AT2G39370 1.02 0.02 0.26 0.803528 0.903370 -6.82
251513_at  pirin-like protein pirin - Lycopersicon es PRN AT3G59220 1.08 0.11 0.26 0.803632 0.903443 -6.82
258340_at hypothetical protein predicted by gensca--- AT3G22770 1.02 0.02 0.26 0.803678 0.903449 -6.82
248394_at unknown protein --- AT5G52070 -1.02 -0.03 -0.26 0.804118 0.903706 -6.82
260249_s_aunknown protein similar to unknown pro --- AT1G74280 / -1.03 -0.04 -0.26 0.804183 0.903706 -6.82
253753_at  glycine-rich protein like glycine-rich prot--- AT4G29030 -1.02 -0.03 -0.26 0.804011 0.903706 -6.82
259781_at  reverse transcriptase, putative similar to--- --- -1.02 -0.03 -0.26 0.804093 0.903706 -6.82
264459_at putative reverse transcriptase similar to --- --- 1.03 0.05 0.26 0.804057 0.903706 -6.82
255315_at hypothetical protein --- --- 1.02 0.03 0.26 0.804071 0.903706 -6.82
264812_at putative thaumatin-like pathogenesis-rel --- AT2G17860 -1.02 -0.03 -0.26 0.804177 0.903706 -6.82



248808_at putative protein contains similarity to pho--- AT5G47510 1.02 0.02 0.26 0.804227 0.903711 -6.82
264647_at putative respiratory burst oxidase proteinATRBOHBAT1G09090 -1.02 -0.03 -0.26 0.804268 0.903712 -6.82
255336_at putative transposon protein --- --- -1.02 -0.02 -0.26 0.804451 0.903873 -6.82
247516_at  germin-like protein - like germin-like pro--- AT5G61750 1.02 0.03 0.26 0.804622 0.903887 -6.82
260825_at hypothetical protein predicted by genem--- AT1G06810 1.02 0.03 0.26 0.804518 0.903887 -6.82
246869_at  putative protein various predicted prote --- --- 1.02 0.03 0.26 0.804596 0.903887 -6.82
251836_at  lipase -like protein monoglyceride lipase--- AT3G55190 1.02 0.02 0.26 0.804603 0.903887 -6.82
256956_at expressed protein  supported by cDNA: --- AT3G13410 -1.02 -0.03 -0.26 0.80468 0.903908 -6.82
244918_at hypothetical protein AT2G0774--- -1.02 -0.03 -0.26 0.80478 0.903975 -6.82
259787_at  auxin-induced protein, putative similar t --- AT1G29460 -1.07 -0.09 -0.26 0.80491 0.904078 -6.82
265009_at  putative protein kinase similar to GB:AA--- AT1G24650 1.02 0.03 0.26 0.804974 0.904104 -6.82
260196_at hypothetical protein similar to hypothetic--- AT1G67570 -1.02 -0.02 -0.26 0.805074 0.904172 -6.82
246619_at transmembrane protein FT27/PFT27-like--- AT5G36290 1.02 0.02 0.26 0.805234 0.904234 -6.82
259456_s_aunknown protein similar to putative non- --- --- 1.02 0.03 0.26 0.805248 0.904234 -6.82
248406_at pectinesterase --- AT5G51490 1.03 0.04 0.26 0.805218 0.904234 -6.82
245828_at  transcription factor, putative similar to trVIM1 AT1G57820 -1.02 -0.03 -0.26 0.805337 0.904289 -6.82
265343_at unknown protein ; supported by full-lengNIC1 AT2G22570 1.04 0.05 0.26 0.805527 0.904413 -6.82
248837_at putative protein similar to unknown prote--- AT5G47260 1.02 0.02 0.26 0.805515 0.904413 -6.82
250603_at  putative protein mature parasite-infecte --- AT5G07820 1.02 0.03 0.26 0.805638 0.904494 -6.82
252164_at  hypothetical protein nodH - Rhizobium s--- AT3G50620 -1.05 -0.06 -0.26 0.805738 0.904509 -6.82
253033_at  putative protein aminoacylase I - Sus sc--- AT4G38220 -1.02 -0.03 -0.26 0.805859 0.904509 -6.82
262734_at  lipase, putative similar to lipase GB:AAA--- AT1G28640 1.02 0.03 0.26 0.805766 0.904509 -6.82
261877_at putative indole-3-acetate beta-glucosyltr --- AT1G50580 -1.02 -0.03 -0.26 0.805779 0.904509 -6.82
256389_at hypothetical protein predicted by genefin--- AT3G06220 -1.02 -0.03 -0.26 0.80589 0.904509 -6.82
258898_at putative DNA helicase RECQI1 AT3G05740 -1.04 -0.05 -0.26 0.805884 0.904509 -6.82
257070_at hypothetical protein predicted by genem--- AT3G28190 -1.02 -0.03 -0.26 0.80609 0.904690 -6.82
251466_at  putative protein hypothetical protein SP --- AT3G59340 -1.02 -0.03 -0.26 0.806167 0.904731 -6.82
253348_at  putative protein SMT4 protein - Saccha --- AT4G33620 -1.02 -0.02 -0.26 0.806237 0.904765 -6.82
264339_at  trehalose-6-phosphate synthase, putativTPS8 AT1G70290 -1.03 -0.05 -0.25 0.806639 0.904886 -6.82
259055_at unknown protein  ;supported by full-lengUNE6 AT3G03340 -1.02 -0.03 -0.25 0.806662 0.904886 -6.82
263058_at putative non-LTR retrolelement reverse --- --- -1.02 -0.03 -0.25 0.806623 0.904886 -6.82
266496_at putative zinc finger protein --- --- 1.02 0.03 0.25 0.806545 0.904886 -6.82
266209_at similar to terminal flower  ; supported by ATC AT2G27550 1.03 0.05 0.25 0.806639 0.904886 -6.82
259780_at  exonuclease, putative similar to GI:4884--- AT1G29630 1.02 0.03 0.25 0.806415 0.904886 -6.82
246215_at putative cytoskeletal protein ; supported --- AT4G37180 -1.05 -0.07 -0.25 0.806554 0.904886 -6.82



266173_at unknown protein --- AT2G02410 -1.02 -0.03 -0.25 0.806448 0.904886 -6.82
254473_s_a putative protein kinase like proteins, Ara--- AT4G20520 / -1.02 -0.03 -0.25 0.806744 0.904934 -6.82
266860_at putative phospholipase C --- AT2G26870 1.04 0.06 0.25 0.806927 0.905095 -6.82
251917_at putative protein --- AT3G53970 -1.02 -0.03 -0.25 0.807072 0.905112 -6.82
258508_at  protein kinase, putative similar to SERIN--- AT3G06640 1.02 0.02 0.25 0.807099 0.905112 -6.82
263439_at hypothetical protein predicted by genscaATEXO70HAT2G28650 -1.02 -0.03 -0.25 0.807101 0.905112 -6.82
265350_at unknown protein predicted by genscan --- AT2G22620 1.02 0.03 0.25 0.807094 0.905112 -6.82
254791_at  SERINE CARBOXYPEPTIDASE I PRE scpl20 AT4G12910 -1.02 -0.03 -0.25 0.807186 0.905163 -6.82
262774_at  chloroplast nucleoid DNA binding prote --- AT1G13230 -1.02 -0.02 -0.25 0.807309 0.905256 -6.82
245821_at hypothetical protein similar to putative u --- AT1G26270 1.03 0.04 0.25 0.807392 0.905260 -6.82
265393_at unknown protein  ; supported by cDNA: --- AT2G20830 -1.04 -0.05 -0.25 0.80739 0.905260 -6.82
266108_at putative peptide/amino acid transporter --- AT2G37900 1.02 0.03 0.25 0.807591 0.905382 -6.82
266960_at putative retroelement pol polyprotein --- --- 1.02 0.03 0.25 0.807713 0.905382 -6.82
264641_at  ATP-dependent Clp protease proteolytic--- AT1G09130 -1.02 -0.03 -0.25 0.807666 0.905382 -6.82
248066_at putative protein contains similarity to pecQRT1 AT5G55590 1.02 0.03 0.25 0.807739 0.905382 -6.82
261097_at  protein kinase, putative contains protein--- AT1G62950 1.03 0.04 0.25 0.807676 0.905382 -6.82
250749_at 26S proteasome regulatory subunit S12 RPN8A AT5G05780 -1.02 -0.02 -0.25 0.807733 0.905382 -6.82
267601_at hypothetical protein predicted by genefin--- AT2G32980 -1.02 -0.03 -0.25 0.807942 0.905476 -6.82
249303_at putative protein strong similarity to unkn --- AT5G41460 1.03 0.05 0.25 0.807874 0.905476 -6.82
252370_at putative protein --- AT3G48600 -1.04 -0.05 -0.25 0.807932 0.905476 -6.82
258472_at unknown protein identical to unknown pr--- AT3G06080 -1.03 -0.05 -0.25 0.808028 0.905528 -6.82
255421_at putative protein phosphatase regulatory --- AT4G03260 -1.02 -0.03 -0.25 0.808073 0.905534 -6.82
265481_at unknown protein  ; supported by cDNA: --- AT2G15960 -1.02 -0.03 -0.25 0.808137 0.905561 -6.82
261380_at hypothetical protein predicted by genem--- AT1G05400 1.03 0.04 0.25 0.808223 0.905613 -6.82
261945_at unknown protein --- AT1G64530 1.04 0.05 0.25 0.808266 0.905616 -6.82
245906_at putative protein  ;supported by full-length--- AT5G11070 1.05 0.07 0.25 0.808373 0.905692 -6.82
262214_at  germin subunit, putative similar to germ--- AT1G74820 1.02 0.03 0.25 0.80853 0.905824 -6.82
246384_at  glutaredoxin, putative similar to glutared--- AT1G77370 -1.02 -0.03 -0.25 0.808616 0.905835 -6.82
249135_at putative protein similar to unknown prote--- AT5G43160 -1.04 -0.06 -0.25 0.808675 0.905835 -6.82
246470_at  putative protein predicted proteins, from--- AT5G17080 -1.02 -0.03 -0.25 0.808699 0.905835 -6.82
261477_at unknown protein --- AT1G14310 -1.03 -0.04 -0.25 0.808687 0.905835 -6.82
255727_at hypothetical protein similar to unknown p--- AT1G25510 1.02 0.03 0.25 0.808785 0.905848 -6.82
253649_at  putative protein predicted protein, Arabi --- AT4G29790 -1.04 -0.05 -0.25 0.80879 0.905848 -6.82
250023_at  beta-1,3-glucanase-like protein   --- AT5G18220 -1.02 -0.03 -0.25 0.809141 0.906196 -6.82
246608_at  putative protein various predicted prote --- AT5G35380 1.02 0.03 0.25 0.809281 0.906220 -6.82



255713_s_apredicted protein --- AT4G00234 / -1.02 -0.02 -0.25 0.809243 0.906220 -6.82
263586_at unknown protein predicted by genscan;c--- AT2G25350 -1.03 -0.04 -0.25 0.809265 0.906220 -6.82
255195_at may be a pseudogene --- --- 1.02 0.03 0.25 0.809391 0.906299 -6.82
253891_at putative protein  ;supported by full-length--- AT4G27720 1.04 0.06 0.25 0.809576 0.906410 -6.82
261313_at hypothetical protein predicted by gensca--- AT1G52970 1.02 0.02 0.25 0.80961 0.906410 -6.82
246273_at globulin-like protein --- AT4G36700 -1.02 -0.03 -0.25 0.809559 0.906410 -6.82
245700_at carbonate dehydratase - like protein ;su ACA3 AT5G04180 -1.02 -0.03 -0.25 0.809953 0.906750 -6.82
260988_at  MAP3K alpha protein kinase, putative sMAP3KA AT1G53570 1.03 0.04 0.25 0.810051 0.906815 -6.82
264994_at hypothetical protein contains similarity to--- AT1G67270 -1.02 -0.03 -0.25 0.810265 0.907011 -6.82
248840_at unknown protein  ; supported by cDNA: --- AT5G46770 1.02 0.03 0.25 0.810438 0.907159 -6.82
252388_at putative protein  ;supported by full-length--- AT3G47850 1.02 0.03 0.25 0.810483 0.907165 -6.82
262236_at hypothetical protein similar to hypothetic--- AT1G48330 1.04 0.06 0.25 0.810539 0.907184 -6.82
247314_at  3(2),5-bisphosphate nucleotidase (emb SAL2 AT5G64000 -1.06 -0.08 -0.25 0.810824 0.907369 -6.82
257392_at hypothetical protein FLA3 AT2G24450 -1.02 -0.03 -0.25 0.810794 0.907369 -6.82
259446_at hypothetical protein contains similarity to--- AT1G02410 -1.03 -0.04 -0.25 0.810824 0.907369 -6.82
250847_at  putative protein predicted protein, Arabi --- AT5G04480 -1.04 -0.06 -0.25 0.810951 0.907377 -6.82
251210_at hypothetical protein  ;supported by full-le--- AT3G62810 1.02 0.03 0.25 0.810945 0.907377 -6.82
248156_at unknown protein --- AT5G54410 -1.02 -0.02 -0.25 0.810937 0.907377 -6.82
265984_at putative limonene cyclase TPS10 AT2G24210 -1.02 -0.03 -0.25 0.811095 0.907392 -6.82
253873_at hypothetical protein ;supported by full-le PRA1.H AT4G27540 -1.02 -0.03 -0.25 0.811139 0.907392 -6.82
246247_at putative protein --- AT4G36640 1.06 0.09 0.25 0.811004 0.907392 -6.82
259183_at hypothetical protein similar to putative p --- AT3G01580 -1.03 -0.04 -0.25 0.811163 0.907392 -6.82
255757_at putative protein ROPGEF3AT4G00460 -1.02 -0.03 -0.25 0.81115 0.907392 -6.82
258931_at  hypothetical protein similar to hypotheticDML2 AT3G10010 1.03 0.05 0.25 0.81125 0.907423 -6.82
248266_at putative protein similar to unknown prote--- AT5G53440 1.02 0.02 0.25 0.81131 0.907423 -6.82
253014_at  MADS-box protein AGL17 -like protein AGL21 AT4G37940 1.02 0.02 0.25 0.811283 0.907423 -6.82
259532_at hypothetical protein --- AT1G12470 1.02 0.02 0.25 0.811456 0.907453 -6.82
254702_at  putative protein predicted protein, Arabi --- AT4G17940 -1.02 -0.03 -0.25 0.811387 0.907453 -6.82
245495_at hypothetical protein --- AT4G16400 -1.02 -0.02 -0.25 0.811445 0.907453 -6.82
264116_at putative poly (ADP-ribose) polymerase PARP2 AT2G31320 -1.04 -0.05 -0.25 0.811507 0.907462 -6.82
255954_at hypothetical protein predicted by genememb2204 AT1G22090 1.02 0.03 0.25 0.811544 0.907462 -6.82
257234_at hypothetical protein predicted by genem--- AT3G14880 1.03 0.04 0.25 0.811606 0.907487 -6.82
255238_at see GB:AL022580) --- --- -1.01 -0.02 -0.25 0.811746 0.907599 -6.82
256447_at  nitrate transporter NTL1, putative simila--- AT1G33440 1.02 0.04 0.25 0.811822 0.907639 -6.82
258002_at AIG2-like protein similar to AIG2 protein AIG2 AT3G28930 -1.10 -0.14 -0.25 0.811879 0.907658 -6.82



247906_at putative protein similar to unknown proteIAA33 AT5G57420 -1.03 -0.04 -0.25 0.811936 0.907678 -6.82
265938_at putative SF21 protein  {Helianthus annu --- AT2G19620 1.06 0.08 0.25 0.811987 0.907691 -6.82
265290_at putative anthocyanidin-3-glucoside rham--- AT2G22590 1.02 0.03 0.25 0.812027 0.907691 -6.82
258631_at putative polygalacturonase similar to po QRT2 AT3G07970 1.06 0.09 0.25 0.812174 0.907726 -6.82
263349_at putative chromodomain-helicase-DNA-bCHR5 AT2G13370 1.03 0.04 0.25 0.812172 0.907726 -6.82
263447_s_aputative PHD-type zinc finger protein ATX2 AT1G05830 / -1.04 -0.06 -0.25 0.812178 0.907726 -6.82
244946_at hypothetical protein --- --- 1.02 0.02 0.25 0.812222 0.907731 -6.82
256277_at  omega-6 fatty acid desaturase, endoplaFAD2 AT3G12120 -1.03 -0.05 -0.25 0.812335 0.907768 -6.82
257992_at hypothetical protein similar to hypothetic--- AT3G19880 1.03 0.04 0.25 0.812316 0.907768 -6.82
260918_at hypothetical protein predicted by genem--- AT1G21510 -1.02 -0.03 -0.25 0.812491 0.907853 -6.82
267045_at putative protein kinase contains a protei CIPK13 AT2G34180 1.02 0.03 0.25 0.812469 0.907853 -6.82
266650_at unknown protein --- AT2G25800 -1.02 -0.04 -0.25 0.812571 0.907898 -6.82
246579_at hypothetical protein predicted by genem--- AT1G31620 1.02 0.03 0.25 0.812671 0.907921 -6.82
250919_at  putative protein myosin heavy chain, Gi --- AT5G03660 1.02 0.03 0.25 0.812639 0.907921 -6.82
266412_at hypothetical protein predicted by genscaMAP65-5 AT2G38720 -1.02 -0.03 -0.25 0.812825 0.908049 -6.82
262565_at hypothetical protein predicted by gensca--- AT1G34320 1.02 0.03 0.25 0.81301 0.908177 -6.82
251827_at chalcone isomerase  ;supported by full-l TT5 AT3G55120 -1.03 -0.04 -0.25 0.813056 0.908177 -6.82
259205_at hypothetical protein similar to putative p --- AT3G09030 -1.02 -0.03 -0.25 0.813059 0.908177 -6.82
264098_at hypothetical protein predicted by genem--- AT1G79260 -1.03 -0.05 -0.25 0.813173 0.908260 -6.82
263536_at putative WRKY-type DNA binding protei WRKY60 AT2G25000 1.05 0.07 0.25 0.81328 0.908334 -6.82
252188_at  putative clathrin coat assembly protein c--- AT3G50860 -1.03 -0.05 -0.24 0.813779 0.908803 -6.82
262390_at hypothetical protein predicted by gensca--- AT1G49260 -1.02 -0.03 -0.24 0.813775 0.908803 -6.82
252242_at  F-box protein family, AtFBL16 contains VFB2 AT3G50080 -1.02 -0.03 -0.24 0.813909 0.908872 -6.82
260184_s_a putative protein predicted proteins, Arab--- --- 1.02 0.02 0.24 0.813921 0.908872 -6.82
255188_at contains similarity to Xenopus laevis rep--- --- 1.02 0.02 0.24 0.813966 0.908878 -6.82
260795_at  CLE3, putative CLAVATA3/ESR-RelateCLE3 AT1G06225 -1.02 -0.03 -0.24 0.814106 0.908945 -6.82
265148_at unknown protein --- AT1G51160 1.02 0.03 0.24 0.814086 0.908945 -6.82
259680_at  putative AUX1-like permease similar to LAX3 AT1G77690 1.09 0.13 0.24 0.814223 0.909031 -6.82
253711_at hypothetical protein DER1 --- 1.02 0.03 0.24 0.814336 0.909113 -6.82
263619_at putative GDP-mannose  pyrophosphory --- AT2G04650 1.02 0.03 0.24 0.814498 0.909116 -6.82
259904_at hypothetical protein predicted by genem--- AT1G74150 1.02 0.03 0.24 0.814453 0.909116 -6.82
247484_at  putative protein predicted proteins, Plas--- AT5G62110 -1.02 -0.03 -0.24 0.814497 0.909116 -6.82
261657_at  pathogenesis-related protein 1b precurs--- AT1G50050 1.02 0.03 0.24 0.814401 0.909116 -6.82
248054_at unknown protein --- AT5G55820 1.03 0.04 0.24 0.814595 0.909136 -6.82
253311_s_a putative protein xylan endohydrolase iso--- AT4G33830 / 1.02 0.02 0.24 0.814565 0.909136 -6.82



251018_at  60S ribosomal protein - like 60S ribosom--- AT5G02450 1.03 0.04 0.24 0.814652 0.909155 -6.82
248159_at unknown protein --- AT5G54460 1.02 0.02 0.24 0.814734 0.909202 -6.82
257481_at hypothetical protein identical to hypothetALMT1 AT1G08430 1.02 0.03 0.24 0.814859 0.909297 -6.82
256672_at  ABC transporter, putative contains Pfam--- AT3G52310 1.02 0.04 0.24 0.81503 0.909443 -6.82
255856_at unknown protein identical to unknown pr--- AT1G66940 1.08 0.12 0.24 0.815159 0.909543 -6.82
244910_s_ahypothetical protein --- --- -1.02 -0.03 -0.24 0.815341 0.909701 -6.82
249598_at  putative protein AtPP protein, Brassica --- AT5G37970 -1.02 -0.03 -0.24 0.815402 0.909725 -6.82
259319_at  Snf1-related protein kinase KIN10 (AKINAKIN10 AT3G01090 -1.02 -0.02 -0.24 0.815501 0.909746 -6.82
256739_s_ahypothetical protein similar to putative re--- --- -1.01 -0.02 -0.24 0.815462 0.909746 -6.82
265928_at Ac-like transposase related to Ac/Ds tra --- --- 1.02 0.03 0.24 0.815633 0.909760 -6.82
246337_at  putative protein putative integral membrCHX12 AT3G44910 -1.03 -0.04 -0.24 0.815586 0.909760 -6.82
253805_at putative protein --- AT4G28260 1.02 0.03 0.24 0.815617 0.909760 -6.82
254221_at  putative polygalacturonase polygalactur--- AT4G23820 -1.08 -0.11 -0.24 0.815673 0.909760 -6.82
253127_at  putative Myc-type transcription factor m--- AT4G36060 1.02 0.02 0.24 0.815845 0.909908 -6.82
263042_at conserved hypothetical protein protein p--- AT1G23340 1.02 0.03 0.24 0.815929 0.909957 -6.82
266861_at putative choline kinase  ;supported by fuemb1187 AT2G26830 -1.02 -0.03 -0.24 0.816002 0.909994 -6.82
245306_at Expressed protein ; supported by full-lenELIP2 AT4G14690 1.02 0.03 0.24 0.816089 0.910011 -6.82
248363_at nodulin-like protein --- AT5G52480 1.02 0.02 0.24 0.816137 0.910011 -6.82
249003_at putative protein contains similarity to sm--- AT5G44500 -1.02 -0.03 -0.24 0.816103 0.910011 -6.82
267585_s_aputative actin ACT9 AT2G42090 1.02 0.03 0.24 0.816435 0.910165 -6.82
258278_at  putative self-incompatibility protein simi --- AT3G26860 1.02 0.03 0.24 0.816408 0.910165 -6.82
267537_at putative guanylate kinase  ; supported b GK-1 AT2G41880 -1.06 -0.08 -0.24 0.816399 0.910165 -6.82
251765_at putative protein --- --- 1.02 0.03 0.24 0.816325 0.910165 -6.82
248355_at putative protein strong similarity to unkn ATEXO70AAT5G52340 1.02 0.02 0.24 0.816504 0.910197 -6.82
246999_at photoreceptor-interacting protein-like  ; sNPY3 AT5G67440 -1.04 -0.05 -0.24 0.816629 0.910292 -6.82
258791_at  hevein-like protein precursor (PR-4) idePR4 AT3G04720 1.05 0.08 0.24 0.816846 0.910345 -6.82
252198_x_a putative protein predicted protein, Arabi --- AT3G50250 1.03 0.04 0.24 0.816853 0.910345 -6.82
258886_at putative importin alpha similar to GB:AA IMPA-7 AT3G05720 1.02 0.03 0.24 0.816803 0.910345 -6.82
250790_at putative protein similar to unknown prote--- AT5G05640 1.03 0.04 0.24 0.816768 0.910345 -6.82
256537_at unknown protein --- AT1G33340 -1.05 -0.07 -0.24 0.816876 0.910345 -6.82
261004_at  hypothetical protein similar to putative b--- AT1G26450 1.03 0.04 0.24 0.81708 0.910443 -6.82
259382_s_ajasmonate inducible protein isolog  ;suppJAL31 AT3G16420 / -1.10 -0.14 -0.24 0.817061 0.910443 -6.82
259223_at hypothetical protein WOX11 AT3G03660 -1.02 -0.03 -0.24 0.817084 0.910443 -6.82
250839_at  MADS-box protein - like SLM3 MADS-bAGL99 AT5G04640 1.02 0.02 0.24 0.817204 0.910532 -6.82
260964_at  E2, ubiquitin-conjugating enzyme 15 (UATUBC2-1AT1G45050 1.02 0.02 0.24 0.817443 0.910755 -6.82



251802_at  E2, ubiquitin-conjugating enzyme 14 (UUBC14 AT3G55380 1.02 0.02 0.24 0.817514 0.910763 -6.82
263983_at unknown protein  ;supported by full-leng--- AT2G42780 1.02 0.02 0.24 0.81757 0.910763 -6.82
248374_at MADS box transcription factor-like AGL71 AT5G51870 -1.02 -0.02 -0.24 0.817548 0.910763 -6.82
257568_s_ahypothetical protein --- AT3G23950 / -1.02 -0.04 -0.24 0.817643 0.910800 -6.82
252983_at cinnamyl-alcohol dehydrogenase ELI3-1ELI3-1 AT4G37980 1.04 0.05 0.24 0.817724 0.910800 -6.82
264618_at hypothetical protein predicted by genefin--- AT2G17680 1.02 0.03 0.24 0.817718 0.910800 -6.82
265398_at unknown protein ATMAK10 AT2G11000 -1.02 -0.03 -0.24 0.817865 0.910914 -6.82
266103_at putative VAMP-associated protein  ;suppPVA12 AT2G45140 1.02 0.03 0.24 0.81817 0.911162 -6.82
247365_at putative protein similar to unknown prote--- AT5G63220 1.02 0.03 0.24 0.818146 0.911162 -6.82
263897_at putative shikimate kinase precursor --- AT2G21940 1.03 0.05 0.24 0.818238 0.911162 -6.82
249448_at cdc2-like protein cdc2cAt AT5G39420 -1.03 -0.04 -0.24 0.818248 0.911162 -6.82
265261_at putative APG isolog protein --- AT2G42990 1.06 0.09 0.24 0.818437 0.911327 -6.82
249707_at putative protein similar to unknown prote--- AT5G35640 -1.03 -0.04 -0.24 0.818522 0.911333 -6.82
259758_s_aputative caffeic acid 3-O-methyltransfera--- AT1G77520 / -1.02 -0.03 -0.24 0.8185 0.911333 -6.82
264998_at unknown protein similar to hypothetical p--- AT1G67330 -1.07 -0.10 -0.24 0.818702 0.911445 -6.82
266698_at copia-like retroelement pol polyprotein  ;SNF7.2 AT2G19830 1.02 0.03 0.24 0.818696 0.911445 -6.82
259233_at hypothetical protein --- AT3G11380 1.01 0.02 0.24 0.818869 0.911585 -6.82
246639_x_a adenylate kinase -like protein predicted --- --- 1.02 0.03 0.24 0.818908 0.911585 -6.82
251026_at hypothetical protein FHL AT5G02200 1.08 0.10 0.24 0.819084 0.911653 -6.82
252490_at  glucuronosyl transferase-like protein glu--- AT3G46720 1.02 0.03 0.24 0.819099 0.911653 -6.82
257971_at unknown protein similar to hypothetical pGC6 AT3G27530 1.03 0.04 0.24 0.819129 0.911653 -6.82
260197_at F12A21.25 hypothetical protein --- AT1G67623 -1.02 -0.03 -0.24 0.81902 0.911653 -6.82
264030_at putative steroid sulfotransferase --- AT2G03770 -1.02 -0.03 -0.24 0.819598 0.912005 -6.82
247840_at  putative protein protein x 0001, Homo s--- AT5G58020 -1.02 -0.02 -0.24 0.819564 0.912005 -6.82
246592_at  putative protein predicted protein, Arabi --- AT5G14890 1.02 0.03 0.24 0.819605 0.912005 -6.82
253324_at Expressed protein ; supported by full-len--- AT4G33940 1.02 0.03 0.24 0.819602 0.912005 -6.82
245895_at  SIR2-family protein sirtuin type 4 (SIRT SRT2 AT5G09230 1.02 0.03 0.24 0.819656 0.912018 -6.82
252849_at Histon H3  ;supported by full-length cDN--- AT4G40040 1.02 0.03 0.24 0.81971 0.912033 -6.82
264827_at hypothetical protein similar to anthranila --- AT1G03390 -1.02 -0.02 -0.24 0.819831 0.912123 -6.82
254699_at  putative protein predicted protein, Arabi --- AT4G17990 1.02 0.03 0.24 0.819943 0.912203 -6.82
252529_at  putative protein several oxidases, main --- AT3G46490 1.06 0.08 0.24 0.820076 0.912307 -6.82
254883_at  putative protein histidine-rich glycoproteHAP2 AT4G11720 1.02 0.03 0.24 0.820127 0.912318 -6.82
266477_at CLE4 CLAVATA3/ESR-Related 4 (CLE4CLE6 AT2G31085 1.02 0.03 0.24 0.820271 0.912434 -6.82
250921_at Expressed protein ; supported by full-len--- AT5G03460 1.03 0.04 0.24 0.820681 0.912812 -6.82
246049_at  putative protein predicted proteins, Arab--- --- -1.02 -0.03 -0.24 0.820691 0.912812 -6.82



247839_at  eukaryotic initiation factor 4, eIF4-like p --- AT5G57870 1.03 0.04 0.24 0.82084 0.912914 -6.82
257976_at  putative transcription factor contains APPLT1 AT3G20840 1.02 0.03 0.24 0.820862 0.912914 -6.82
262869_s_a putative protein predicted protein, CaenGTG1 AT1G64990 / -1.02 -0.03 -0.24 0.820922 0.912936 -6.82
265625_at hypothetical protein predicted by gensca--- AT2G27240 1.02 0.03 0.24 0.820979 0.912955 -6.82
251912_at  protein kinase-like protein wall-associat --- AT3G53840 -1.02 -0.03 -0.24 0.821057 0.912997 -6.82
263554_at putative Ta11-like non-LTR retroelemen --- --- -1.03 -0.05 -0.24 0.821156 0.913063 -6.82
247682_at  serine/threonine-specific protein kinase --- AT5G59650 1.02 0.03 0.23 0.821312 0.913192 -6.82
254296_at hypothetical protein --- AT4G23090 1.02 0.03 0.23 0.821411 0.913257 -6.82
249992_at  AP2 domain -like protein AP2/EREBP-l PUCHI AT5G18560 1.02 0.03 0.23 0.821555 0.913309 -6.82
245588_at putative protein --- AT4G15030 1.03 0.04 0.23 0.821578 0.913309 -6.82
262545_at  prolin rich protein, putative similar to pro--- AT1G31250 -1.02 -0.03 -0.23 0.821526 0.913309 -6.82
253713_at putative protein several hypothetical pro --- AT4G29370 -1.02 -0.02 -0.23 0.821634 0.913327 -6.82
251273_at  serine/threonine-protein kinase-like prot--- AT3G61960 -1.03 -0.04 -0.23 0.822381 0.913757 -6.82
248341_at unknown protein --- AT5G52220 1.02 0.04 0.23 0.822301 0.913757 -6.82
266281_at putative protein kinase contains a protei --- AT2G29250 -1.02 -0.03 -0.23 0.822311 0.913757 -6.82
248375_at potassium/proton antiporter-like protein KEA5 AT5G51710 -1.02 -0.02 -0.23 0.822325 0.913757 -6.82
263464_at putative ARI-like RING zinc finger protei --- AT2G31760 -1.02 -0.03 -0.23 0.822359 0.913757 -6.82
259266_at hypothetical protein predicted by gensca--- AT3G01240 -1.02 -0.02 -0.23 0.822102 0.913757 -6.82
247920_at putative protein contains similarity to unk--- AT5G57670 1.02 0.03 0.23 0.822227 0.913757 -6.82
251572_at  pelota-like protein pelota PEL1 - Arabid --- AT3G58390 1.02 0.03 0.23 0.822351 0.913757 -6.82
249646_at  SEN1-like protein SEN1 - Saccharomyc--- AT5G37030 1.02 0.02 0.23 0.822316 0.913757 -6.82
247107_at senescence-associated protein almost idSTR16 AT5G66040 1.03 0.04 0.23 0.822684 0.913781 -6.82
255060_at  putative protein TMV resistance protein --- AT4G09430 1.02 0.03 0.23 0.82252 0.913781 -6.82
245715_s_aExpressed protein ; supported by cDNA --- AT5G08670 / 1.02 0.03 0.23 0.822759 0.913781 -6.82
244989_s_ahypothetical protein --- --- 1.03 0.04 0.23 0.822575 0.913781 -6.82
247054_at zinc finger protein --- AT5G66730 1.02 0.03 0.23 0.822733 0.913781 -6.82
251433_at  putative protein SERINE/THREONINE- --- AT3G59830 1.01 0.02 0.23 0.822764 0.913781 -6.82
251363_at putative transcription factor (MYB17) AtMYB17 AT3G61250 -1.03 -0.04 -0.23 0.822693 0.913781 -6.82
261830_at  protein kinase, putative similar to protei --- AT1G10620 1.02 0.03 0.23 0.822724 0.913781 -6.82
256925_at hypothetical protein predicted by genem--- --- 1.02 0.02 0.23 0.822491 0.913781 -6.82
263310_s_ahypothetical protein --- --- -1.02 -0.02 -0.23 0.822987 0.913984 -6.82
257173_at  S-adenosyl-L-homocysteinas, putative sSAHH2 AT3G23810 1.07 0.10 0.23 0.823125 0.914093 -6.82
251871_at hypothetical protein --- AT3G54520 1.01 0.02 0.23 0.823259 0.914192 -6.82
249880_at putative protein similar to unknown prote--- AT5G23180 1.02 0.03 0.23 0.823315 0.914192 -6.82
263617_at putative retroelement pol polyprotein --- --- 1.02 0.03 0.23 0.823334 0.914192 -6.82



257113_at  cytochrome P450, putative contains PfaCYP705A2AT3G20130 1.04 0.06 0.23 0.823681 0.914489 -6.82
262815_at putative cytochrome P450 strong similarCYP71A18AT1G11610 -1.04 -0.05 -0.23 0.823646 0.914489 -6.82
266259_at unknown protein  ;supported by full-leng--- AT2G27830 -1.02 -0.03 -0.23 0.824262 0.914536 -6.82
259174_at  hypothetical protein similar to putative gUNE7 AT3G03690 1.01 0.02 0.23 0.824378 0.914536 -6.82
265702_at putative purple acid phosphatase contai PAP9 AT2G03450 1.02 0.03 0.23 0.823783 0.914536 -6.82
255511_at Expressed protein ; supported by cDNA PIT1 AT4G02075 1.04 0.06 0.23 0.824443 0.914536 -6.82
247896_at  26S proteasome regulatory subunit p27--- AT5G57950 -1.02 -0.02 -0.23 0.823944 0.914536 -6.82
248305_at putative protein similar to unknown proteATUSP AT5G52560 -1.02 -0.03 -0.23 0.824202 0.914536 -6.82
261397_at  hexose transporter, putative similar to hSGB1 AT1G79820 1.03 0.05 0.23 0.824486 0.914536 -6.82
251648_at  protein kinase - like protein S-receptor k--- AT3G57720 1.02 0.03 0.23 0.824066 0.914536 -6.82
264886_at  S-linalool synthase, putative similar to STPS04 AT1G61120 1.15 0.20 0.23 0.824031 0.914536 -6.82
247905_at unknown protein --- AT5G57400 -1.01 -0.02 -0.23 0.824225 0.914536 -6.82
255178_at may be a pseudogene --- --- -1.02 -0.02 -0.23 0.824299 0.914536 -6.82
253660_at  putative protein proline-rich protein APG--- AT4G30140 1.02 0.02 0.23 0.824256 0.914536 -6.82
255996_s_a receptor-like serine threonine kinase, pu--- AT1G29730 / -1.02 -0.03 -0.23 0.824017 0.914536 -6.82
261997_at hypothetical protein similar C-term of ga --- --- 1.02 0.02 0.23 0.823925 0.914536 -6.82
260116_at  AIG1 identical to AIG1 (exhibits RPS2- AIG1 AT1G33960 -1.02 -0.02 -0.23 0.824009 0.914536 -6.82
264068_at putative homeodomain transcription factBLH8 AT2G27990 -1.04 -0.05 -0.23 0.824466 0.914536 -6.82
246813_at  putative protein various predicted prote --- --- 1.02 0.02 0.23 0.824456 0.914536 -6.82
247589_at REVOLUTA or interfascicular fiberless 1REV AT5G60690 -1.02 -0.03 -0.23 0.824037 0.914536 -6.82
257920_at hypothetical protein predicted by genem--- AT3G23260 1.02 0.02 0.23 0.824265 0.914536 -6.82
244909_at hypothetical protein --- --- 1.02 0.03 0.23 0.824633 0.914610 -6.82
260067_at putative lipid transfer protein similar to li --- AT1G73780 1.02 0.03 0.23 0.824601 0.914610 -6.82
263389_at putative retroelement pol polyprotein --- --- 1.02 0.02 0.23 0.824701 0.914641 -6.82
253022_at putative protein --- AT4G38060 1.04 0.05 0.23 0.824845 0.914742 -6.82
257640_at hypothetical protein --- AT3G25750 -1.02 -0.03 -0.23 0.824872 0.914742 -6.82
245413_at asparagine--tRNA ligase NS1 AT4G17300 1.02 0.03 0.23 0.824936 0.914768 -6.82
252186_at putative protein --- AT3G50810 -1.02 -0.03 -0.23 0.825006 0.914802 -6.82
254816_at  putative adenine phosphoribosyltransfe APT4 AT4G12440 1.01 0.02 0.23 0.825379 0.915082 -6.82
255300_at putative phosphatidylglycerotransferase CLS AT4G04870 -1.03 -0.04 -0.23 0.825307 0.915082 -6.82
249596_s_a glucuronosyl transferase-like protein glu--- AT5G37950 / 1.03 0.04 0.23 0.825352 0.915082 -6.82
256471_at hypothetical protein predicted by genem--- --- -1.02 -0.02 -0.23 0.82542 0.915083 -6.82
255368_at hypothetical protein --- --- -1.02 -0.02 -0.23 0.825498 0.915125 -6.82
255386_at hypothetical protein --- AT4G03620 -1.02 -0.02 -0.23 0.825618 0.915213 -6.82
251898_at floral homeotic protein APETALA3 (AP3 AP3 AT3G54340 -1.01 -0.02 -0.23 0.825716 0.915278 -6.82



263340_at hypothetical protein predicted by gensca--- --- -1.02 -0.02 -0.23 0.825767 0.915290 -6.82
246644_at putative protein --- AT5G35100 1.03 0.04 0.23 0.825922 0.915333 -6.82
262730_at putative transport protein may be a memATOCT3 AT1G16390 -1.02 -0.03 -0.23 0.826008 0.915333 -6.82
245111_at putative Ta11-like non-LTR retroelemen --- --- -1.02 -0.03 -0.23 0.826123 0.915333 -6.82
256322_at unknown protein ; supported by cDNA: gAXR4 AT1G54990 -1.04 -0.05 -0.23 0.826167 0.915333 -6.82
252008_at hypothetical protein ; supported by cDNA--- AT3G52610 -1.02 -0.03 -0.23 0.825992 0.915333 -6.82
266244_at unknown protein --- AT2G27740 1.05 0.07 0.23 0.826102 0.915333 -6.82
263141_at hypothetical protein similar to unknown p--- AT1G65210 1.02 0.02 0.23 0.825939 0.915333 -6.82
262541_at hypothetical protein contains similarity to--- --- -1.01 -0.02 -0.23 0.825849 0.915333 -6.82
257579_at hypothetical protein predicted by genefin--- AT3G11000 -1.02 -0.03 -0.23 0.826152 0.915333 -6.82
260991_at hypothetical protein predicted by genem--- AT1G12160 1.02 0.02 0.23 0.826227 0.915355 -6.82
261181_at  monosaccharide transporter, putative s --- AT1G34580 1.02 0.03 0.23 0.82639 0.915415 -6.82
252544_at  respiratory burst oxidase - like protein ( --- AT3G45810 1.02 0.03 0.23 0.826402 0.915415 -6.82
248581_at putative protein strong similarity to unkn --- AT5G49900 1.03 0.04 0.23 0.826346 0.915415 -6.82
267091_at Expressed protein ; supported by full-len--- AT2G38185 -1.03 -0.04 -0.23 0.826615 0.915607 -6.82
262329_at hypothetical protein similar to hypothetic--- AT1G64090 -1.02 -0.02 -0.23 0.826685 0.915640 -6.82
249702_at axi 1 (auxin-independent growth promot --- AT5G35570 1.05 0.07 0.23 0.826892 0.915736 -6.82
261120_at  homeodomain protein BELL1, putative sBLH3 AT1G75410 -1.03 -0.04 -0.23 0.826858 0.915736 -6.82
257853_at  hypothetical protein predicted by genefi --- AT3G12960 -1.02 -0.03 -0.23 0.826819 0.915736 -6.82
249419_s_a putative protein MADS-box protein 2, LoAGL98 AT5G39750 / 1.02 0.02 0.23 0.827042 0.915858 -6.82
251350_at  cytochrome P450 monooxygenase-like CYP76C7 AT3G61040 -1.03 -0.04 -0.23 0.827224 0.916014 -6.82
250239_at ABC transporter-like protein --- AT5G13580 -1.03 -0.04 -0.23 0.827285 0.916038 -6.82
252819_at putative protein several hypothetical pro --- --- -1.01 -0.02 -0.23 0.82752 0.916198 -6.82
251106_at  putative protein peroxisomal Ca-depend--- AT5G01500 1.07 0.09 0.23 0.827551 0.916198 -6.82
248660_at RNA-binding protein-like --- AT5G48650 1.02 0.03 0.23 0.827513 0.916198 -6.82
266735_at putative pectinesterase  ; supported by c--- AT2G46930 1.02 0.03 0.23 0.827892 0.916442 -6.82
247859_at unknown protein --- AT5G58410 -1.01 -0.02 -0.23 0.827829 0.916442 -6.82
249640_at  cationic amino acid transporter -like proCAT3 AT5G36940 1.03 0.04 0.23 0.827873 0.916442 -6.82
262372_at hypothetical protein predicted by genefin--- AT1G73130 1.03 0.04 0.23 0.828045 0.916450 -6.82
248027_at outward rectifying potassium channel KCATKCO1 AT5G55630 -1.02 -0.03 -0.23 0.828099 0.916450 -6.82
259695_at hypothetical protein predicted by genem--- AT1G63170 1.02 0.03 0.23 0.828083 0.916450 -6.82
252642_at  putative protein predicted protein, Arabi --- AT3G44580 -1.01 -0.02 -0.23 0.828003 0.916450 -6.82
254823_at putative protein predicted protein --- AT4G12580 1.01 0.02 0.23 0.828008 0.916450 -6.82
263062_at putative phosphatidylinositol/phophatidy --- AT2G18180 -1.02 -0.03 -0.23 0.828181 0.916496 -6.82
267576_at putative Mutator-like transposase --- --- -1.02 -0.03 -0.23 0.82828 0.916561 -6.82



266949_s_aunknown protein ;supported by full-lengt --- AT2G18840 / 1.02 0.03 0.23 0.828323 0.916564 -6.82
253934_at  putative beta-1,3-glucanase beta-1,3-gl --- AT4G26830 1.02 0.02 0.23 0.828478 0.916646 -6.82
254439_s_a carbonic anhydrase -like protein carbonACA6 AT4G20990 / 1.01 0.02 0.23 0.828462 0.916646 -6.82
248017_at protein kinase-like protein --- AT5G56460 1.03 0.04 0.23 0.828562 0.916695 -6.82
258024_at hypothetical protein predicted by genem--- AT3G19360 -1.04 -0.05 -0.22 0.828683 0.916784 -6.82
262488_at unknown protein EST gb|AA586241 com--- AT1G21830 -1.04 -0.05 -0.22 0.829041 0.917080 -6.82
265023_at unknown protein weak similarity to C3HC--- AT1G24440 -1.02 -0.04 -0.22 0.829067 0.917080 -6.82
256749_at hypothetical protein similar to putative re--- --- 1.02 0.02 0.22 0.829111 0.917080 -6.82
267522_at hypothetical protein predicted by gensca--- AT2G30430 1.02 0.03 0.22 0.829073 0.917080 -6.82
245921_at  putative protein predicted protein, Arabi --- AT5G28800 -1.01 -0.02 -0.22 0.829183 0.917115 -6.82
266895_at hypothetical protein predicted by gensca--- AT2G26040 -1.02 -0.02 -0.22 0.829259 0.917155 -6.82
258018_at hypothetical protein predicted by gensca--- AT3G19500 -1.02 -0.04 -0.22 0.829331 0.917190 -6.82
248587_at Expressed protein ; supported by full-len--- AT5G49550 -1.02 -0.03 -0.22 0.829596 0.917438 -6.82
257675_at  ethylene responsive element binding fa ERF7 AT3G20310 -1.02 -0.03 -0.22 0.829685 0.917493 -6.82
257278_at hypothetical protein predicted by genem--- AT3G14480 1.02 0.03 0.22 0.830059 0.917861 -6.82
245465_at cellulose synthase like protein ATCSLA01AT4G16590 1.07 0.10 0.22 0.830232 0.918009 -6.82
253853_at  putative diacylglycerol kinase (fragment--- AT4G28130 1.02 0.02 0.22 0.830531 0.918294 -6.83
252216_at putative protein several hypothetical pro --- AT3G50420 -1.02 -0.03 -0.22 0.830644 0.918375 -6.83
255281_at contains similarity to glucan synthases GSL1 AT4G04970 -1.01 -0.02 -0.22 0.830895 0.918608 -6.83
262980_at  endo-beta-1,4-glucanase, putative similAtGH9B7 AT1G75680 1.08 0.11 0.22 0.830978 0.918655 -6.83
253207_at  putative protein small auxin up-regulate--- AT4G34770 -1.05 -0.07 -0.22 0.831203 0.918770 -6.83
247110_at putative protein contains similarity to rec--- AT5G65830 1.03 0.04 0.22 0.831179 0.918770 -6.83
258652_at putative Ras-like GTP-binding protein coATRABC2 AT3G09910 1.03 0.05 0.22 0.831168 0.918770 -6.83
260463_at DNA helicase isolog RECQ4A AT1G10930 -1.01 -0.02 -0.22 0.831335 0.918827 -6.83
261174_at  26S proteasome regulatory subunit, put--- AT1G04810 -1.02 -0.03 -0.22 0.831296 0.918827 -6.83
266969_at similar to gibberellin-regulated proteins --- AT2G39540 -1.02 -0.03 -0.22 0.831394 0.918848 -6.83
245181_at putative protein similarity to various pred--- AT5G12420 -1.05 -0.07 -0.22 0.83147 0.918887 -6.83
245559_at glycine-rich protein like --- AT4G15460 1.02 0.02 0.22 0.831922 0.919313 -6.83
253214_at  putative protein karyopherin alpha 1, DrARO1 AT4G34940 1.02 0.02 0.22 0.831936 0.919313 -6.83
267552_at putative purple acid phosphatase precurPAP13 AT2G32770 1.02 0.02 0.22 0.832015 0.919356 -6.83
263768_x_aputative Athila retroelement ORF1 prote --- --- 1.01 0.02 0.22 0.832083 0.919387 -6.83
248240_at CUC2 (dbj|BAA19529.1) CUC2 AT5G53950 1.02 0.02 0.22 0.832457 0.919755 -6.83
256260_at hypothetical protein --- AT3G12440 -1.01 -0.02 -0.22 0.832546 0.919809 -6.83
245962_at putative protein predicted proteins - Arab--- AT5G19700 -1.02 -0.03 -0.22 0.832674 0.919861 -6.83
267373_at unknown protein CID7 AT2G26280 1.02 0.03 0.22 0.832646 0.919861 -6.83



260517_at unknown protein SPP1 AT1G51420 1.01 0.02 0.22 0.832881 0.920045 -6.83
257542_at hypothetical protein predicted by genem--- AT3G26050 1.01 0.02 0.22 0.832981 0.920067 -6.83
266827_at putative serine carboxypeptidase I SCPL12 AT2G22920 1.02 0.02 0.22 0.832944 0.920067 -6.83
265329_at putative succinate dehydrogenase flavo SDH1-2 AT2G18450 1.02 0.03 0.22 0.833046 0.920094 -6.83
261016_at  beta-glucosidase, putative similar to betBGLU40 AT1G26560 1.06 0.09 0.22 0.833283 0.920203 -6.83
256226_at unknown protein ; supported by cDNA: gATDI19 AT1G56280 -1.02 -0.03 -0.22 0.833196 0.920203 -6.83
261959_s_a polyprotein, putative similar to polyprote--- --- 1.02 0.03 0.22 0.833377 0.920203 -6.83
261517_at unknown protein ; supported by full-leng--- AT1G71780 -1.02 -0.03 -0.22 0.833387 0.920203 -6.83
246291_at hypothetical protein  ; supported by full-l --- AT3G56820 -1.02 -0.03 -0.22 0.833363 0.920203 -6.83
262551_at putative heat shock transcription factor sRUB1 AT1G31340 -1.02 -0.03 -0.22 0.833363 0.920203 -6.83
248887_at Expressed protein ; supported by full-len--- AT5G46115 1.02 0.03 0.22 0.833456 0.920234 -6.83
257314_at  integral membrane protein, putative con--- AT3G26590 -1.04 -0.06 -0.22 0.833541 0.920243 -6.83
251694_s_a putative protein NAM (no apical meristeanac063 AT3G55210 / 1.01 0.02 0.22 0.833544 0.920243 -6.83
261527_at hypothetical protein similar to putative re--- AT1G14390 -1.02 -0.03 -0.22 0.833774 0.920452 -6.83
267192_at hypothetical protein predicted by grail --- AT2G30890 -1.02 -0.03 -0.22 0.834068 0.920509 -6.83
253807_at  putative GPI-anchored protein GPI-anc --- AT4G28280 -1.02 -0.03 -0.22 0.834006 0.920509 -6.83
252407_at chloroplast NAD-dependent malate dehyMDH AT3G47520 1.02 0.03 0.22 0.833944 0.920509 -6.83
262675_at anter-specific proline-rich -like protein (AEXL6 AT1G75930 1.02 0.03 0.22 0.833892 0.920509 -6.83
251509_at  pectinesterase precursor-like protein pe--- AT3G59010 -1.05 -0.07 -0.22 0.834036 0.920509 -6.83
261978_at  Athila retroelment ORF 1, putative simil --- --- 1.01 0.02 0.22 0.833998 0.920509 -6.83
255944_at putative protein --- --- 1.02 0.03 0.22 0.834196 0.920607 -6.83
245670_at  mitochondrial protein (AtJ1), putative si ATJ1 AT1G28210 -1.03 -0.05 -0.22 0.834239 0.920609 -6.83
251719_at  putative protein PUTATIVE PROTEIN A--- AT3G56140 1.02 0.03 0.22 0.83433 0.920621 -6.83
265509_at putative retroelement pol polyprotein con--- --- -1.02 -0.03 -0.22 0.834312 0.920621 -6.83
245453_at disease resistance RPP5 like protein --- AT4G16900 1.02 0.02 0.22 0.834474 0.920690 -6.83
266025_at putative retroelement pol polyprotein --- --- -1.02 -0.02 -0.22 0.83444 0.920690 -6.83
252165_at hypothetical protein  ;supported by full-le--- AT3G50550 -1.02 -0.03 -0.22 0.834644 0.920834 -6.83
262824_at  putative DNA binding protein similar to gRBP45B AT1G11650 -1.01 -0.02 -0.22 0.834722 0.920874 -6.83
248041_at unknown protein  ;supported by full-lengemb2731 AT5G55940 1.01 0.02 0.22 0.834836 0.920956 -6.83
259146_at putative glycerol-3-phosphate dehydrogeSDP6 AT3G10370 1.02 0.03 0.22 0.834984 0.921030 -6.83
249005_at terpene cyclase/synthase --- AT5G44630 1.01 0.02 0.22 0.834965 0.921030 -6.83
245551_at cytochrome P450 like protein CYP705A2AT4G15350 -1.01 -0.02 -0.22 0.835061 0.921071 -6.83
249932_at unknown protein --- AT5G22390 1.05 0.07 0.22 0.835299 0.921260 -6.83
252505_at  dehydrogenase -like protein alcohol deh--- AT3G46170 1.02 0.03 0.22 0.835314 0.921260 -6.83
265363_at hypothetical protein predicted by gensca--- --- 1.01 0.02 0.22 0.835379 0.921288 -6.83



247423_at  putative protein predicted proteins, Arab--- AT5G62830 1.01 0.02 0.22 0.83556 0.921369 -6.83
263498_at unknown protein  ; supported by cDNA: LSH10 AT2G42610 1.09 0.12 0.22 0.835573 0.921369 -6.83
263915_at hypothetical protein predicted by gensca--- AT2G36430 1.05 0.07 0.22 0.835502 0.921369 -6.83
267484_at  E2, ubiquitin-conjugating enzyme 2 (UBATUBC2 AT2G02760 1.02 0.02 0.22 0.835743 0.921511 -6.83
245786_at  G-Box binding protein, putative similar t --- AT1G32150 -1.01 -0.02 -0.22 0.835833 0.921521 -6.83
263940_at putative calcium-dependent protein kina CPK25 AT2G35890 -1.01 -0.02 -0.22 0.835823 0.921521 -6.83
249761_at acetyl-CoA:benzylalcohol acetyltranferas--- AT5G23970 -1.02 -0.03 -0.22 0.83588 0.921529 -6.83
254207_at  putative protein Dof zinc finger protein - --- AT4G24060 1.02 0.03 0.21 0.83615 0.921571 -6.83
254222_at hypothetical protein --- AT4G23840 -1.02 -0.03 -0.22 0.836031 0.921571 -6.83
264302_at  ATPase 70 kDa subunit, putative simila VHA-A AT1G78900 -1.02 -0.03 -0.22 0.836111 0.921571 -6.83
251560_at  squamosa promoter-binding protein homSPL15 AT3G57920 1.02 0.03 0.21 0.836161 0.921571 -6.83
257739_at unknown protein --- AT3G27470 1.02 0.03 0.22 0.835978 0.921571 -6.83
247974_at putative protein contains similarity to tra --- AT5G56780 1.02 0.02 0.22 0.836136 0.921571 -6.83
246184_at  beta-D-glucan exohydrolase - like prote--- AT5G20950 -1.03 -0.04 -0.21 0.836269 0.921645 -6.83
252259_at  putative protein acidic ribosomal protein--- AT3G49460 -1.03 -0.04 -0.21 0.836382 0.921726 -6.83
248359_at unknown protein --- AT5G52410 -1.02 -0.03 -0.21 0.836722 0.921878 -6.83
249643_at  putative transposase putative transposa--- --- 1.02 0.03 0.21 0.836702 0.921878 -6.83
251569_at putative protein several hypothetical pro --- AT3G58290 -1.02 -0.03 -0.21 0.836653 0.921878 -6.83
250499_at  beta-xylosidase - like protein beta-xylosBXL3 AT5G09730 -1.02 -0.02 -0.21 0.836689 0.921878 -6.83
261079_s_atranscription factor IIA large subunit sim --- AT1G07470 / -1.02 -0.02 -0.21 0.836659 0.921878 -6.83
246823_at putative protein --- AT5G26970 -1.01 -0.02 -0.21 0.836882 0.921938 -6.83
258465_at unknown protein PMEI2 AT3G17220 1.02 0.03 0.21 0.836871 0.921938 -6.83
257467_at hypothetical protein similar to hypotheticLBD4 AT1G31320 -1.03 -0.04 -0.21 0.836898 0.921938 -6.83
246242_at putative protein --- AT4G36600 -1.02 -0.04 -0.21 0.83708 0.921960 -6.83
253006_at  putative amino acid transport protein am--- AT4G38250 1.02 0.03 0.21 0.837055 0.921960 -6.83
245923_at  putative protein predicted proteins, Arab--- AT5G28820 -1.02 -0.03 -0.21 0.837052 0.921960 -6.83
252810_at putative protein several hypothetical pro --- --- 1.02 0.03 0.21 0.837057 0.921960 -6.83
260402_at  putative gamma-glutamyltransferase (ligGGT3 AT1G69820 1.02 0.03 0.21 0.837157 0.922001 -6.83
252203_at hypothetical protein --- AT3G50320 -1.02 -0.02 -0.21 0.837565 0.922368 -6.83
246497_at putative protein hypothetical proteins - A--- AT5G16220 -1.03 -0.05 -0.21 0.837572 0.922368 -6.83
258877_at putative expansin precursor similar to exATEXPA13AT3G03220 1.04 0.06 0.21 0.837674 0.922436 -6.83
247845_at  beta-1,3 glucanase - like protein beta-1 --- AT5G58090 1.02 0.02 0.21 0.837916 0.922555 -6.83
257312_at Expressed protein ; supported by full-lenAT3G2659--- 1.02 0.02 0.21 0.837909 0.922555 -6.83
248125_at 2S storage protein-like --- AT5G54740 1.02 0.03 0.21 0.837944 0.922555 -6.83
264029_at unknown protein MRH6 AT2G03720 1.02 0.02 0.21 0.837944 0.922555 -6.83



255146_at  putative protein disease resistance prot --- AT4G08450 -1.01 -0.02 -0.21 0.837993 0.922564 -6.83
260722_at  protein phosphatase-2C, putative simila--- AT1G48040 -1.03 -0.04 -0.21 0.838082 0.922618 -6.83
266525_at putative tetracycline transporter protein MEE15 AT2G16970 1.02 0.03 0.21 0.838352 0.922871 -6.83
246346_at hypothetical protein --- AT3G56810 -1.03 -0.04 -0.21 0.838479 0.922966 -6.83
248923_at putative protein similar to unknown proteatnudt11 AT5G45940 1.02 0.03 0.21 0.838558 0.923009 -6.83
256326_at  RING zinc-finger protein, putative conta--- AT3G02340 -1.02 -0.03 -0.21 0.838646 0.923017 -6.83
262019_s_ahypothetical protein predicted by gensca--- --- 1.02 0.02 0.21 0.83863 0.923017 -6.83
259995_at  putative golgi transport complex protein--- AT1G67930 1.02 0.03 0.21 0.838692 0.923020 -6.83
256175_at unknown protein --- AT1G51670 -1.02 -0.02 -0.21 0.83873 0.923020 -6.83
255579_at putative bHLH DNA-binding protein --- AT4G01460 1.04 0.05 0.21 0.83888 0.923129 -6.83
252719_at  putative protein predicted protein, Arabi --- AT3G43950 1.02 0.02 0.21 0.83891 0.923129 -6.83
256346_s_aunknown protein --- AT2G15040 -1.01 -0.02 -0.21 0.839033 0.923220 -6.83
247975_at putative protein similar to unknown prote--- AT5G56800 1.01 0.02 0.21 0.839184 0.923341 -6.83
258322_at putative selenocysteine methyltransferasHMT3 AT3G22740 -1.05 -0.08 -0.21 0.839285 0.923408 -6.83
259769_at  RNA-binding protein MEI2, putative simAML5 AT1G29400 1.03 0.04 0.21 0.839411 0.923502 -6.83
260393_at putative lipase similar to lipase GB:CAA --- AT1G73920 1.02 0.03 0.21 0.839632 0.923656 -6.83
255874_at hypothetical protein predicted by genscaETG1 AT2G40550 -1.05 -0.08 -0.21 0.839606 0.923656 -6.83
251308_at putative protein several hypothetical pro GAUT1 AT3G61130 1.02 0.02 0.21 0.839944 0.923955 -6.83
264346_at putative amino-cyclopropane-carboxylic --- AT1G12010 -1.02 -0.02 -0.21 0.84005 0.924027 -6.83
245425_at carboxyl-terminal proteinase like protein UCH3 AT4G17510 -1.01 -0.02 -0.21 0.840177 0.924039 -6.83
266473_at unknown protein --- AT2G31110 1.05 0.07 0.21 0.840149 0.924039 -6.83
264697_at  cyclin, putative similar to cyclin D GI:36 CYCD1;1 AT1G70210 1.08 0.11 0.21 0.840207 0.924039 -6.83
260382_at unknown protein --- AT1G73850 -1.02 -0.03 -0.21 0.840224 0.924039 -6.83
267603_at unknown protein  ; supported by cDNA: ATZW10 AT2G32900 1.02 0.03 0.21 0.840279 0.924056 -6.83
258246_s_ahypothetical protein similar to putative tr --- --- 1.01 0.02 0.21 0.840408 0.924153 -6.83
259588_at unknown protein ;supported by full-lengt --- AT1G27930 -1.01 -0.02 -0.21 0.840547 0.924262 -6.83
246363_at hypothetical protein --- AT1G40390 -1.02 -0.03 -0.21 0.840803 0.924498 -6.83
247872_at putative protein similar to unknown prote--- AT5G57670 1.02 0.03 0.21 0.840883 0.924542 -6.83
252260_at putative protein several hypothetical pro --- AT3G49480 1.02 0.03 0.21 0.841016 0.924554 -6.83
260960_at  calcium-binding protein, putative similar--- AT1G05990 -1.02 -0.03 -0.21 0.840988 0.924554 -6.83
263815_at hypothetical protein predicted by gensca--- AT2G10020 1.03 0.04 0.21 0.840976 0.924554 -6.83
261717_at  helix-loop-helix protein homolog, putativBEE1 AT1G18400 1.06 0.09 0.21 0.84127 0.924566 -6.83
254960_at predicted protein --- AT4G10845 1.02 0.03 0.21 0.841083 0.924566 -6.83
255748_at hypothetical protein predicted by genem--- AT1G32000 1.01 0.02 0.21 0.84127 0.924566 -6.83
250997_at  putative protein histone H2B-2, tomato, --- AT5G02570 1.02 0.02 0.21 0.841119 0.924566 -6.83



249349_at putative transcription factor MYB24  ; suMYB24 AT5G40350 -1.02 -0.02 -0.21 0.841181 0.924566 -6.83
250451_at  cdc2-like protein kinase cdc2-like proteiCDKC;1 AT5G10270 1.02 0.03 0.21 0.841269 0.924566 -6.83
245466_at glucosyltransferase like protein --- AT4G16600 1.02 0.03 0.21 0.841694 0.924988 -6.83
261904_at unknown protein contains similarity to au--- AT1G65040 -1.01 -0.02 -0.21 0.841787 0.925045 -6.83
264114_at hypothetical protein predicted by genscaCDT1A AT2G31270 1.04 0.05 0.21 0.841883 0.925106 -6.83
263917_at putative AP2 domain transcription factorHRD AT2G36450 1.02 0.03 0.21 0.841929 0.925112 -6.83
264863_at  putative peroxidase similar to peroxidas--- AT1G24110 1.02 0.03 0.21 0.842006 0.925152 -6.83
267425_at putative berberine bridge enzyme --- AT2G34810 1.05 0.07 0.21 0.842163 0.925280 -6.83
258771_at unknown protein  ;supported by full-leng--- AT3G10770 -1.02 -0.02 -0.21 0.842258 0.925282 -6.83
250573_at putative protein --- AT5G08220 / -1.02 -0.03 -0.21 0.842287 0.925282 -6.83
254367_at hypothetical protein --- AT4G21700 1.02 0.03 0.21 0.842246 0.925282 -6.83
257039_at  tRNA isopentenyl transferase, putative ATIPT8 AT3G19160 1.02 0.03 0.21 0.842374 0.925333 -6.83
261363_at  pectinesterase, putative similar to GB:ZSKS6 AT1G41830 1.11 0.15 0.21 0.842574 0.925352 -6.83
264644_at hypothetical protein Similar to CaenorhaCAX11 AT1G08960 -1.02 -0.03 -0.21 0.842553 0.925352 -6.83
256348_at hypothetical protein predicted by genem--- AT1G54880 -1.02 -0.02 -0.21 0.842527 0.925352 -6.83
256646_at hypothetical protein predicted by genem--- AT3G13590 1.02 0.03 0.21 0.842593 0.925352 -6.83
262384_at  disease resistance protein, putative sim--- AT1G72950 -1.02 -0.03 -0.21 0.842574 0.925352 -6.83
255322_at putative protein --- --- -1.01 -0.02 -0.21 0.842729 0.925421 -6.83
255425_s_aputative protein --- AT4G02950 / 1.02 0.03 0.21 0.842737 0.925421 -6.83
257477_at unknown protein --- AT1G10660 -1.02 -0.03 -0.21 0.842783 0.925427 -6.83
248716_at unknown protein  ;supported by full-leng--- AT5G48210 -1.02 -0.03 -0.21 0.842946 0.925516 -6.83
254774_at hypothetical protein --- AT4G13440 1.03 0.04 0.21 0.84293 0.925516 -6.83
252868_at  putative protein tubulin-folding cofactor POR AT4G39920 1.01 0.02 0.21 0.843128 0.925672 -6.83
262904_at  chaperone, putative similar to chaperon--- AT1G59725 1.02 0.03 0.21 0.8435 0.926035 -6.83
251631_at putative protein several hypothetical pro --- AT3G57430 1.02 0.03 0.21 0.8436 0.926101 -6.83
265042_at  unknown protein Similar to acid phosph--- AT1G04040 -1.05 -0.07 -0.20 0.843721 0.926140 -6.83
251105_at  putative protein unknown protein At2g3 ATSCAR4 AT5G01730 1.04 0.05 0.20 0.843734 0.926140 -6.83
260152_at putative IAA6 protein similar to IAA6 pro IAA6 AT1G52830 -1.04 -0.05 -0.20 0.843757 0.926140 -6.83
261961_at hypothetical protein predicted by genem--- AT1G36510 -1.02 -0.03 -0.20 0.843867 0.926215 -6.83
254678_at hypothetical protein --- AT4G18500 -1.02 -0.02 -0.20 0.843959 0.926272 -6.83
259621_at unknown protein --- AT1G42710 1.01 0.02 0.20 0.844178 0.926467 -6.83
258381_at kinesin-like protein similar to mitotic cen KINESIN-1AT3G16630 -1.02 -0.03 -0.20 0.844308 0.926517 -6.83
266710_at putative Ser/Thr protein kinase --- AT2G46850 1.02 0.02 0.20 0.844345 0.926517 -6.83
260778_at  splicing factor, putative similar to human--- AT1G14640 1.02 0.03 0.20 0.844328 0.926517 -6.83
248213_at putative protein similar to unknown proteAtGRF7 AT5G53660 -1.02 -0.02 -0.20 0.844458 0.926597 -6.83



249129_at cyclin A-type CYCA3;1 AT5G43080 1.02 0.02 0.20 0.844896 0.927033 -6.83
253320_at  putative protein ThiJ protein, Escherich --- AT4G34020 -1.02 -0.02 -0.20 0.845142 0.927213 -6.83
250059_at peroxidase ATP13a  ; supported by full- --- AT5G17820 1.02 0.02 0.20 0.845134 0.927213 -6.83
263174_at  jasmonate inducible protein, putative simESP AT1G54040 -1.04 -0.06 -0.20 0.845286 0.927327 -6.83
257718_at  organ separation protein, putative similaanac058 AT3G18400 1.02 0.03 0.20 0.845424 0.927388 -6.83
252155_at putative protein --- AT3G50920 1.02 0.03 0.20 0.845411 0.927388 -6.83
264824_at  unknown protein similar to gb|T45484, e2A6 --- -1.03 -0.04 -0.20 0.845526 0.927411 -6.83
266134_s_aputative beta-expansin --- AT1G65680 / -1.02 -0.02 -0.20 0.845503 0.927411 -6.83
256163_at  terpene cyclase, putative similar to terp --- AT1G48820 -1.01 -0.02 -0.20 0.845707 0.927565 -6.83
260856_at TINY-like protein similar to TINY GB:CA --- AT1G21910 1.07 0.10 0.20 0.845809 0.927633 -6.83
260767_s_aunknown protein ; supported by full-leng--- AT1G49140 / 1.02 0.02 0.20 0.846037 0.927838 -6.83
252616_at  serine threonine-protein kinase-like protGRIK1 AT3G45240 / -1.02 -0.03 -0.20 0.846211 0.927985 -6.83
258371_at hypothetical protein contains similarity to--- AT3G14410 1.02 0.03 0.20 0.846255 0.927988 -6.83
265423_at unknown protein --- AT2G20790 1.03 0.04 0.20 0.846455 0.928163 -6.83
253515_at  auxin induced like-protein auxin-induced--- AT4G31320 1.02 0.03 0.20 0.846622 0.928261 -6.83
258767_at putative (1-4)-beta-mannan endohydrola--- AT3G10890 1.01 0.02 0.20 0.846626 0.928261 -6.83
256085_at hypothetical protein predicted by gensca--- AT1G20760 -1.01 -0.02 -0.20 0.84667 0.928264 -6.83
247010_at 60S ribosomal protein L26  ;supported b--- AT5G67510 1.04 0.06 0.20 0.846794 0.928355 -6.83
260074_at putative ras-related GTP-binding proteinAtRABA6aAT1G73640 1.02 0.02 0.20 0.846901 0.928428 -6.83
246676_at putative protein --- --- 1.01 0.02 0.20 0.846977 0.928457 -6.83
252049_at putative protein putative and hypothetica--- AT3G52510 -1.02 -0.02 -0.20 0.847009 0.928457 -6.83
267450_at hypothetical protein predicted by gensca--- AT2G33720 1.02 0.03 0.20 0.847108 0.928486 -6.83
254406_at  putative transposable element reverse t--- --- -1.01 -0.02 -0.20 0.847117 0.928486 -6.83
266871_at unknown protein --- AT2G44710 -1.01 -0.02 -0.20 0.84718 0.928511 -6.83
266722_at unknown protein FUT2 AT2G03210 -1.02 -0.02 -0.20 0.847316 0.928526 -6.83
249402_at Expressed protein ; supported by full-len--- AT5G40155 1.02 0.02 0.20 0.847289 0.928526 -6.83
260456_at hypothetical protein --- AT1G72490 1.02 0.03 0.20 0.847291 0.928526 -6.83
245336_at Expressed protein ; supported by full-len--- AT4G16515 1.07 0.10 0.20 0.847491 0.928674 -6.83
257845_at unknown protein GC donor splice site at --- AT3G28430 1.02 0.02 0.20 0.847544 0.928687 -6.83
266888_s_aputative thiamin pyrophosphokinase  ; s TPK1 AT1G02880 / -1.02 -0.02 -0.20 0.849139 0.929107 -6.83
253302_at Expressed protein ; supported by full-len--- AT4G33660 -1.02 -0.03 -0.20 0.848596 0.929107 -6.83
264157_at  xyloglucan endotransglycosylase, putat XTH17 AT1G65310 -1.03 -0.04 -0.20 0.848917 0.929107 -6.83
247517_at  100 kDa coactivator - like protein 100 k --- AT5G61780 -1.02 -0.03 -0.20 0.848617 0.929107 -6.83
251623_at  MADS transcription factor-like protein a AGL18 AT3G57390 1.01 0.02 0.20 0.848806 0.929107 -6.83
259496_at hypothetical protein predicted by gensca--- AT1G15900 1.02 0.02 0.20 0.848937 0.929107 -6.83



259407_at  protein phosphatase 2A regulatory subuPP2AA3 AT1G13320 1.01 0.02 0.20 0.849081 0.929107 -6.83
255813_at  hypothetical protein contains Pfam prof --- AT1G19930 1.02 0.02 0.20 0.848468 0.929107 -6.83
258583_at putative SRF-type transcription factor coAGL57 AT3G04100 -1.01 -0.02 -0.20 0.848703 0.929107 -6.83
256955_at  L-ascorbate oxidase precursor, putativesks11 AT3G13390 1.02 0.03 0.20 0.849017 0.929107 -6.83
266680_s_ahypothetical protein predicted by genefin--- AT2G19850 / 1.01 0.02 0.20 0.848276 0.929107 -6.83
264090_at  cytochrome P-450, putative similar to cyCYP79C1 AT1G79370 -1.02 -0.02 -0.20 0.848935 0.929107 -6.83
255849_at hypothetical protein predicted by genefin--- AT2G33320 -1.01 -0.02 -0.20 0.848435 0.929107 -6.83
245945_at  putative protein various predicted prote ROPGEF1AT5G19560 1.01 0.02 0.20 0.848118 0.929107 -6.83
263271_s_ahypothetical protein predicted by gensca--- --- -1.01 -0.02 -0.20 0.848049 0.929107 -6.83
249328_at AtRAD3 (dbj|BAA92828.1)  ; supported ATR AT5G40820 -1.02 -0.03 -0.20 0.849033 0.929107 -6.83
245855_at sulfate transporter  ; supported by cDNASULTR4;1 AT5G13550 1.02 0.03 0.20 0.848468 0.929107 -6.83
252781_at  polygalacturonase -like protein polygala--- AT3G42950 1.02 0.02 0.20 0.848353 0.929107 -6.83
263183_at putative glucan synthase Highly similar tCALS1 AT1G05570 1.05 0.07 0.20 0.849135 0.929107 -6.83
259651_at unknown protein --- AT1G55280 -1.04 -0.05 -0.20 0.848567 0.929107 -6.83
AFFX-TrpnXB. subtilis /GEN=trpE, trpD /DB_XREF= --- --- 1.02 0.02 0.20 0.849149 0.929107 -6.83
262105_at  pectin esterase, putative similar to pect --- AT1G02810 1.02 0.03 0.20 0.848458 0.929107 -6.83
249883_at Na+/H+ antiporter-like protein CHX3 AT5G22900 1.01 0.02 0.20 0.848072 0.929107 -6.83
246836_s_a putative protein MADS box protein AGL--- AT5G26650 / 1.01 0.02 0.20 0.848995 0.929107 -6.83
246629_at unknown protein similar to hypothetical p--- AT1G50750 1.02 0.03 0.20 0.84797 0.929107 -6.83
260711_at  myosin, putative similar to myosin GI:43MYA1 AT1G17580 1.02 0.03 0.20 0.848894 0.929107 -6.83
265004_at  polyprotein, putative similar to polyprote--- --- -1.02 -0.03 -0.20 0.848594 0.929107 -6.83
260180_at  E2, ubiquitin-conjugating enzyme, putatMMZ2 AT1G70660 -1.02 -0.03 -0.20 0.848617 0.929107 -6.83
251165_at putative protein different MAP kinases --- AT3G63330 1.02 0.03 0.20 0.848253 0.929107 -6.83
251202_at  putative protein predicted protein, C.ele--- AT3G63040 -1.01 -0.02 -0.20 0.848642 0.929107 -6.83
247888_at phytocyanin/early nodulin-like protein --- AT5G57920 -1.02 -0.02 -0.20 0.849203 0.929121 -6.83
260879_at hypothetical protein predicted by genem--- AT1G21480 1.02 0.02 0.20 0.849351 0.929150 -6.83
262514_at  NAM(no apical meristem) protein, putat anac017 AT1G34190 1.01 0.02 0.20 0.849308 0.929150 -6.83
251123_at  putative protein predicted proteins, Arab--- AT5G01030 1.01 0.02 0.20 0.849348 0.929150 -6.83
250983_at  putative protein In2, Zea mays, EMBL:X--- AT5G02780 1.06 0.09 0.20 0.849787 0.929508 -6.83
246919_at  putative protein hypothetical protein - R --- AT5G25460 1.13 0.17 0.20 0.849842 0.929508 -6.83
AFFX-r2-Ec-E. coli /GEN=bioB /DB_XREF=gb:J0442--- --- -1.03 -0.04 -0.20 0.849831 0.929508 -6.83
252079_at MAP kinase  ; supported by cDNA: gi_14CPuORF44AT3G51630 / -1.01 -0.02 -0.20 0.84972 0.929508 -6.83
261758_at hypothetical protein contains similarity toADT6 AT1G08250 1.03 0.04 0.20 0.849944 0.929514 -6.83
252718_at  putative protein predicted proteins, Arab--- AT3G43940 1.02 0.02 0.20 0.849992 0.929514 -6.83
254114_at  putative protein (fragment) MtN21 gene--- AT4G24980 1.02 0.03 0.20 0.850092 0.929514 -6.83



253587_at hypothetical protein --- AT4G30770 -1.02 -0.02 -0.20 0.850009 0.929514 -6.83
253439_at  dimethylaniline monooxygenase - like pYUC1 AT4G32540 1.02 0.02 0.20 0.850078 0.929514 -6.83
246991_at peroxidase (emb|CAA66967.1) --- AT5G67400 1.02 0.02 0.20 0.850051 0.929514 -6.83
252843_at glycine-rich protein other glycine-rich pro--- AT3G42130 1.02 0.03 0.20 0.850137 0.929519 -6.83
248847_at disease resistance protein-like --- AT5G46510 1.01 0.02 0.20 0.850233 0.929580 -6.83
263872_at putative cellulose synthase catalytic subCESA9 AT2G21770 -1.02 -0.03 -0.20 0.850524 0.929853 -6.83
249818_at Expressed protein ; supported by cDNA TUB8 AT5G23860 1.03 0.04 0.20 0.851071 0.929868 -6.83
252110_at  disease resistance-like protein TMV res--- AT3G51560 -1.01 -0.02 -0.20 0.851014 0.929868 -6.83
262472_at hypothetical protein similar to putative no--- AT1G50160 1.01 0.02 0.20 0.85106 0.929868 -6.83
267342_at putative heme A:farnesyltransferase  ; s COX10 AT2G44520 1.02 0.03 0.20 0.851036 0.929868 -6.83
264503_at  hypothetical protein Similar to Arabidop --- AT1G09410 -1.01 -0.02 -0.20 0.851017 0.929868 -6.83
256795_at  20S proteasome subunit PAC1 identicaPAC1 AT3G22110 -1.01 -0.02 -0.20 0.850907 0.929868 -6.83
254497_at  Phosphoribosylanthranilate transferase --- AT4G20080 -1.02 -0.03 -0.20 0.850743 0.929868 -6.83
248077_at putative protein contains similarity to CH--- AT5G55770 1.01 0.02 0.20 0.850754 0.929868 -6.83
256375_at unknown protein --- AT1G66720 1.01 0.02 0.20 0.85104 0.929868 -6.83
AFFX-Athal-Arabidopsis thaliana /REF=U37281.1 /D--- --- -1.01 -0.02 -0.20 0.850945 0.929868 -6.83
261642_at  ADP-glucose pyrophosphorylase, putat APL2 AT1G27680 1.02 0.03 0.20 0.850862 0.929868 -6.83
249614_at  putative protein predicted proteins, ArabWSD1 AT5G37300 -1.01 -0.02 -0.20 0.850847 0.929868 -6.83
255054_s_a cellulase-like protein cellulase (EC 3.2.1AtGH9B15AT4G09740 / -1.02 -0.02 -0.20 0.850584 0.929868 -6.83
245548_at cytochrome P450 like protein CYP702A3AT4G15310 1.01 0.02 0.20 0.851108 0.929868 -6.83
257806_at hypothetical protein predicted by gensca--- AT3G18670 1.02 0.02 0.19 0.851229 0.929955 -6.83
261852_at unknown protein ;supported by full-lengt --- AT1G50440 1.01 0.02 0.19 0.85128 0.929966 -6.83
260587_at unknown protein ; supported by cDNA: g--- AT1G53210 -1.02 -0.02 -0.19 0.851426 0.930061 -6.83
262691_at TPR-repeat protein contains multiple TP--- AT1G62740 -1.02 -0.03 -0.19 0.851448 0.930061 -6.83
251527_at  putative protein hypothetical protein A_ --- AT3G58650 -1.01 -0.02 -0.19 0.85159 0.930127 -6.83
255158_s_ahypothetical protein --- --- 1.01 0.02 0.19 0.85156 0.930127 -6.83
257017_at  beta-xylosidase, putative similar to beta--- AT3G19620 1.01 0.02 0.19 0.851837 0.930353 -6.83
245606_at hypothetical protein --- AT4G14310 1.02 0.02 0.19 0.851928 0.930406 -6.83
245230_at  hypothetical protein Contains Zinc finge--- AT4G25610 -1.02 -0.03 -0.19 0.852203 0.930662 -6.83
253075_at  putative disease resistance protein TMV--- AT4G36150 -1.01 -0.02 -0.19 0.852597 0.930767 -6.83
253241_at fatty acid elongase 1 KCS18 AT4G34520 1.02 0.03 0.19 0.852586 0.930767 -6.83
262676_at  SKP1/ASK1 (At1) identical to Skp1a GI SKP1 AT1G75950 1.01 0.02 0.19 0.852561 0.930767 -6.83
252244_at putative protein some putative proteins ---- AT3G50130 1.02 0.03 0.19 0.852504 0.930767 -6.83
252955_at multiubiquitin chain binding protein (MBPRPN10 AT4G38630 -1.01 -0.02 -0.19 0.852469 0.930767 -6.83
247796_at Expressed protein ;supported by cDNA: --- AT5G58782 -1.02 -0.02 -0.19 0.852613 0.930767 -6.83



264225_at hypothetical protein predicted by genem--- AT1G67420 1.02 0.04 0.19 0.852625 0.930767 -6.83
265667_at putative CCAAT-binding transcription facNF-YB11 AT2G27470 1.01 0.02 0.19 0.85239 0.930767 -6.83
255111_at  peroxidase C2 precursor like protein pe--- AT4G08780 -1.12 -0.16 -0.19 0.852692 0.930795 -6.83
255016_at  sucrose-phosphate synthase - like proteATSPS4F AT4G10120 -1.02 -0.03 -0.19 0.852799 0.930868 -6.83
253884_at heat shock protein 21 HSP21 AT4G27670 1.02 0.03 0.19 0.852946 0.930984 -6.83
246034_at  putative protein FH protein interacting p--- AT5G08350 1.03 0.04 0.19 0.853052 0.931035 -6.83
257068_at  non-LTR reverse transcriptase, putative--- --- -1.01 -0.02 -0.19 0.853093 0.931035 -6.83
261555_s_ahypothetical protein predicted by gensca--- AT1G63230 / 1.01 0.02 0.19 0.853116 0.931035 -6.83
266984_at unknown protein  ; supported by cDNA: --- AT2G39570 1.03 0.04 0.19 0.853241 0.931083 -6.83
253645_at  putative protein G protein beta subunit- VIP3 AT4G29830 -1.01 -0.02 -0.19 0.853214 0.931083 -6.83
249254_at unknown protein --- AT5G42110 1.02 0.02 0.19 0.853387 0.931153 -6.83
249603_at  putative protein predicted proteins, Arab--- AT5G37210 1.01 0.02 0.19 0.853365 0.931153 -6.83
252517_at  receptor-like protein kinase homolog lig --- AT3G46340 1.02 0.02 0.19 0.853483 0.931214 -6.83
256673_at unknown protein FLA15 AT3G52370 1.06 0.09 0.19 0.853692 0.931224 -6.83
246630_at hypothetical protein predicted by genem--- AT1G50730 -1.03 -0.04 -0.19 0.853697 0.931224 -6.83
253965_at hypothetical protein --- AT4G26490 -1.02 -0.03 -0.19 0.853536 0.931224 -6.83
256330_at hypothetical protein predicted by genem--- AT1G76870 1.02 0.03 0.19 0.853602 0.931224 -6.83
265789_at putative receptor-like protein kinase --- AT2G01210 1.02 0.02 0.19 0.85365 0.931224 -6.83
259869_at putative heat shock protein predicted by --- AT1G76770 -1.02 -0.02 -0.19 0.853752 0.931240 -6.83
260632_at  homeobox protein, putative similar to hoSTM AT1G62360 1.02 0.02 0.19 0.853928 0.931307 -6.83
260748_at  RING-H2 finger protein RHA3a, putative--- AT1G49210 1.06 0.08 0.19 0.853936 0.931307 -6.83
245344_at  F-box protein family, AtFBL4 contains s --- AT4G15475 1.02 0.03 0.19 0.8539 0.931307 -6.83
260560_at putative endochitinase --- AT2G43590 -1.03 -0.04 -0.19 0.854093 0.931388 -6.83
252396_at hypothetical protein --- AT3G47980 1.01 0.02 0.19 0.854069 0.931388 -6.83
244915_s_ahypothetical protein --- --- -1.01 -0.02 -0.19 0.854188 0.931404 -6.83
245369_at Expressed protein ; supported by full-len--- AT4G15975 1.03 0.04 0.19 0.85415 0.931404 -6.83
260756_at  hypothetical protein contains similarity t --- AT1G48970 1.01 0.02 0.19 0.854339 0.931480 -6.83
254554_at hypothetical protein --- AT4G19550 1.02 0.02 0.19 0.854307 0.931480 -6.83
263328_at hypothetical protein similar to hypothetic--- AT2G15280 -1.02 -0.03 -0.19 0.854636 0.931758 -6.83
265497_at putative non-LTR retroelement reverse t --- --- 1.04 0.05 0.19 0.854833 0.931928 -6.83
252301_at  putative protein various predicted prote EMB2261 --- 1.02 0.03 0.19 0.85491 0.931968 -6.83
258146_at  putative WD-repeat protein (WDR1-like --- AT3G18060 -1.02 -0.02 -0.19 0.854985 0.932006 -6.83
262317_at unknown protein  ;supported by full-lengEDA4 AT2G48140 -1.03 -0.04 -0.19 0.85507 0.932053 -6.83
245435_at hypothetical protein AT4G1714--- -1.01 -0.02 -0.19 0.85525 0.932205 -6.83
247162_at xyloglucan endo-transglycosylase-like p --- AT5G65730 1.04 0.06 0.19 0.855458 0.932211 -6.83



250165_at  putative protein many predicted proteins--- AT5G15290 -1.01 -0.02 -0.19 0.85543 0.932211 -6.83
260281_at unknown protein --- AT1G80500 1.02 0.02 0.19 0.855412 0.932211 -6.83
256750_at unknown protein contains Pfam profile: P--- AT3G27150 -1.02 -0.03 -0.19 0.855512 0.932211 -6.83
256924_at  Anthocyanin 5-aromatic acyltransferaseAT5MAT AT3G29590 -1.02 -0.02 -0.19 0.855506 0.932211 -6.83
252237_at  putative protein lateral suppressor prote--- AT3G49950 1.02 0.03 0.19 0.855582 0.932211 -6.83
251844_at  putative protein retinoblastoma-associa --- AT3G54630 1.02 0.02 0.19 0.855447 0.932211 -6.83
262267_at hypothetical protein predicted by gensca--- --- -1.01 -0.02 -0.19 0.855556 0.932211 -6.83
253405_at  transcription factor TINY homolog trans --- AT4G32800 1.03 0.04 0.19 0.855881 0.932268 -6.83
258356_at unknown protein --- AT3G14340 -1.02 -0.03 -0.19 0.855954 0.932268 -6.83
267186_at unknown protein  ; supported by cDNA: --- AT2G44090 1.01 0.02 0.19 0.855823 0.932268 -6.83
258175_at  FKBP-type peptidyl-prolyl cis-trans isomTWD1 AT3G21640 -1.02 -0.02 -0.19 0.855962 0.932268 -6.83
248361_at putative protein similar to unknown proteEDA41 AT5G52460 1.02 0.02 0.19 0.855776 0.932268 -6.83
246533_at putative protein --- AT5G15880 -1.02 -0.03 -0.19 0.855957 0.932268 -6.83
258618_at Expressed protein ; supported by cDNA GASA5 AT3G02885 1.02 0.03 0.19 0.855825 0.932268 -6.83
247953_at cytochrome P450 CYP71B10AT5G57260 -1.01 -0.02 -0.19 0.855768 0.932268 -6.83
247248_at putative protein contains similarity to unk--- AT5G64560 1.03 0.04 0.19 0.856044 0.932269 -6.83
255545_at  putative polygalacturonidase similar to B--- AT4G01890 1.01 0.02 0.19 0.85604 0.932269 -6.83
258059_at  NAM-like protein (No Apical Meristem) sATNAC3 AT3G29035 1.02 0.03 0.19 0.856175 0.932281 -6.83
246176_at  putative protein DYNAMIN-LIKE PROT --- AT5G28410 1.01 0.02 0.19 0.85613 0.932281 -6.83
260432_at putative DNA binding protein similar to DWRKY9 AT1G68150 1.02 0.03 0.19 0.856178 0.932281 -6.83
263837_at unknown protein --- AT2G04500 1.01 0.02 0.19 0.856307 0.932377 -6.83
266432_s_aputative gag-protease polyprotein --- --- 1.01 0.02 0.19 0.856352 0.932381 -6.83
265888_at putative cleavage and polyadenylation sRIE1 AT2G01735 1.01 0.02 0.19 0.856399 0.932388 -6.83
248838_at carnitine/acylcarnitine translocase-like p BOU AT5G46800 -1.03 -0.04 -0.19 0.856746 0.932461 -6.83
259801_at  blue copper protein, putative similar to G--- AT1G72230 1.04 0.05 0.19 0.856664 0.932461 -6.83
262829_at  auxin-independent growth promoter, pu--- AT1G14970 -1.03 -0.04 -0.19 0.856698 0.932461 -6.83
261399_at  receptor protein kinase, putative similar --- AT1G79620 1.02 0.03 0.19 0.85661 0.932461 -6.83
260063_at  unknown protein contains Pfam profile: --- AT1G73720 -1.02 -0.02 -0.19 0.856741 0.932461 -6.83
259005_at unknown protein similar to nodule-specif--- AT3G01930 1.02 0.03 0.19 0.856752 0.932461 -6.83
263176_at  UDP-glucose:indole-3-acetate beta-D-gUGT75B2 AT1G05530 -1.01 -0.02 -0.19 0.856634 0.932461 -6.83
251828_at  putative protein unnamed sequence, Ho--- AT3G55070 -1.02 -0.02 -0.19 0.856877 0.932463 -6.83
255374_at hypothetical protein --- --- 1.01 0.02 0.19 0.856869 0.932463 -6.83
253123_at  thaumatin-like protein thaumatin-like pro--- AT4G36000 -1.02 -0.03 -0.19 0.856831 0.932463 -6.83
260701_at  heat shock transcription factor HSF8, p ATHSFA1DAT1G32330 1.02 0.03 0.19 0.857057 0.932481 -6.83
252776_at  putative protein predicted proteins, Arab--- AT3G42940 -1.02 -0.02 -0.19 0.857047 0.932481 -6.83



261994_at hypothetical protein contains similarity to--- AT1G33640 1.01 0.02 0.19 0.856988 0.932481 -6.83
259049_at unknown protein --- AT3G03370 -1.02 -0.03 -0.19 0.856938 0.932481 -6.83
260645_at hypothetical protein predicted by genemTTL1 AT1G53300 -1.03 -0.04 -0.19 0.857455 0.932736 -6.83
245909_at  putative protein DNA-directed RNA poly--- AT5G09380 -1.02 -0.03 -0.19 0.85743 0.932736 -6.83
259857_at hypothetical protein predicted by genefin--- AT1G68430 1.02 0.02 0.19 0.857409 0.932736 -6.83
264493_at  unknown protein similar to multiple exosGUT2 AT1G27440 -1.03 -0.04 -0.19 0.857354 0.932736 -6.83
255565_at  putative CHP-rich zinc finger protein sim--- AT4G01760 1.01 0.02 0.19 0.857633 0.932885 -6.83
262655_s_a putative mandelonitrile lyase similar to m--- AT1G14185 / -1.01 -0.02 -0.19 0.857716 0.932931 -6.83
253748_at  putative protein RNA-binding protein Ew--- AT4G28990 1.02 0.03 0.19 0.857832 0.933001 -6.83
257201_at unknown protein --- AT3G23740 -1.02 -0.02 -0.19 0.857862 0.933001 -6.83
245568_at hypothetical protein --- AT4G14650 -1.02 -0.03 -0.19 0.857974 0.933078 -6.83
263028_at  protein kinase, putative similar to PROT--- AT1G24030 -1.02 -0.03 -0.19 0.858061 0.933078 -6.83
254354_at hypothetical protein --- AT4G22370 1.01 0.02 0.19 0.8581 0.933078 -6.83
265517_at putative S1 self-incompatibility protein --- AT2G06090 1.01 0.02 0.19 0.858205 0.933078 -6.83
250560_at  replication factor A - like protein replicatRPA70B AT5G08020 1.03 0.04 0.19 0.858219 0.933078 -6.83
256004_at  retroelement pol polyprotein, putative  --- --- -1.01 -0.02 -0.19 0.858069 0.933078 -6.83
261641_at hypothetical protein similar to hypothetic--- AT1G27670 1.03 0.04 0.19 0.858145 0.933078 -6.83
246735_at  histone H2A-like protein histone H2A - BHTA7 AT5G27670 -1.02 -0.02 -0.19 0.858421 0.933119 -6.83
255181_at predicted protein of unknown function --- --- 1.02 0.02 0.19 0.858385 0.933119 -6.83
245580_at hypothetical protein --- AT4G14820 -1.02 -0.03 -0.19 0.85839 0.933119 -6.83
260265_at hypothetical protein similar to hypotheticLBD42 AT1G68510 -1.02 -0.03 -0.19 0.858353 0.933119 -6.83
249587_at  putative protein copper homeostasis fac--- AT5G37860 -1.01 -0.02 -0.19 0.858578 0.933246 -6.83
264896_at  Hypothetical protein similar to endo-1,4 AtGH9B6 AT1G23210 1.01 0.02 0.19 0.858649 0.933279 -6.83
264567_s_aputative peroxidase ATP12a Strong sim --- AT1G05240 / -1.02 -0.02 -0.18 0.85871 0.933300 -6.83
254143_at  putative protein histidine-rich calcium-b --- AT4G24680 1.01 0.02 0.18 0.85882 0.933375 -6.83
249559_at putative protein --- AT5G38320 1.02 0.03 0.18 0.858939 0.933416 -6.83
245214_at F12A21.1 hypothetical protein --- AT1G67855 1.01 0.02 0.18 0.858931 0.933416 -6.83
247190_at D-type cyclin (emb|CAB41347.1)  ;suppoCYCD4;1 AT5G65420 1.02 0.02 0.18 0.859069 0.933513 -6.83
267201_at putative protein kinase contains a protei --- AT2G31010 -1.03 -0.04 -0.18 0.859369 0.933757 -6.83
256660_at hypothetical protein similar to hypothetic--- AT3G12060 1.02 0.02 0.18 0.859376 0.933757 -6.83
248987_at dimethylaniline monooxygenase (N-oxid--- AT5G45180 1.01 0.02 0.18 0.859545 0.933897 -6.83
245816_at hypothetical protein similar to hypothetic--- AT1G26210 -1.03 -0.05 -0.18 0.85972 0.933997 -6.83
245073_at putative glucosyltransferase --- AT2G23210 -1.01 -0.02 -0.18 0.859708 0.933997 -6.83
246671_at putative protein --- --- 1.01 0.02 0.18 0.859834 0.934077 -6.83
255175_at putative glucosyltransferase  ;supported ATCSLC12AT4G07960 -1.02 -0.02 -0.18 0.859945 0.934152 -6.83



264480_at hypothetical protein predicted by genemEFS AT1G77300 1.02 0.02 0.18 0.86008 0.934187 -6.83
246100_at  putative protein predicted protein, Arabi --- --- -1.01 -0.02 -0.18 0.860029 0.934187 -6.83
261329_at hypothetical protein predicted by genem--- AT1G44890 1.02 0.02 0.18 0.860099 0.934187 -6.83
247379_at unknown protein --- --- -1.02 -0.03 -0.18 0.860168 0.934198 -6.83
250152_at  putative protein predicted proteins, Arab--- AT5G15120 1.01 0.02 0.18 0.860194 0.934198 -6.83
247035_at putative protein similar to unknown proteALC AT5G67110 1.01 0.02 0.18 0.860232 0.934198 -6.83
261272_at Expressed protein ; supported by cDNA --- AT1G26665 -1.03 -0.04 -0.18 0.860274 0.934199 -6.83
266971_at unknown protein --- AT2G39580 1.03 0.04 0.18 0.860403 0.934257 -6.83
263370_at hypothetical protein predicted by gensca--- AT2G20500 1.03 0.04 0.18 0.860451 0.934257 -6.83
252050_at hypothetical protein --- AT3G52550 1.02 0.03 0.18 0.860433 0.934257 -6.83
266875_at putative flavonol synthase --- AT2G44800 1.02 0.02 0.18 0.860603 0.934363 -6.83
265360_s_aputative Athila retroelement ORF1 prote --- --- -1.01 -0.02 -0.18 0.860629 0.934363 -6.83
255831_at hypothetical protein predicted by gensca--- AT2G33350 -1.01 -0.02 -0.18 0.860793 0.934496 -6.83
258772_at putative ubiquinol-cytochrome C reducta--- AT3G10860 -1.02 -0.03 -0.18 0.86113 0.934796 -6.83
245139_at putative AT-hook DNA-binding protein h --- AT2G45430 -1.01 -0.02 -0.18 0.861234 0.934796 -6.83
255875_s_aputative protein kinase contains a protei --- AT2G40500 / -1.02 -0.02 -0.18 0.861206 0.934796 -6.83
245482_at hypothetical protein --- AT4G16180 -1.02 -0.03 -0.18 0.861161 0.934796 -6.83
263050_at unknown protein  ; supported by cDNA: ATVPS11 AT2G05170 -1.01 -0.02 -0.18 0.861316 0.934841 -6.83
245186_at F12A21.15 hypothetical protein ARR11 AT1G67710 1.03 0.05 0.18 0.861601 0.935017 -6.83
249736_at unknown protein --- AT5G24460 -1.01 -0.02 -0.18 0.861553 0.935017 -6.83
264132_at hypothetical protein predicted by genem--- AT1G79100 -1.02 -0.03 -0.18 0.861579 0.935017 -6.83
256572_at  40S RIBOSOMAL PROTEIN S25, putat--- AT3G30740 1.01 0.02 0.18 0.861682 0.935060 -6.83
254041_at Expressed protein ; supported by full-len--- AT4G25830 -1.05 -0.07 -0.18 0.862123 0.935417 -6.83
251609_at  putative protein hypothetical protein T24--- AT3G57900 -1.01 -0.02 -0.18 0.862122 0.935417 -6.83
245360_at naringenin 3-dioxygenase like protein ;s --- AT4G16330 -1.01 -0.02 -0.18 0.862134 0.935417 -6.83
267391_at putative beta-glucosidase BGLU17 AT2G44480 1.02 0.03 0.18 0.862184 0.935427 -6.83
266858_at unknown protein GRV2 AT2G26890 -1.01 -0.02 -0.18 0.862353 0.935432 -6.83
257470_at hypothetical protein predicted by genem--- AT1G53770 -1.02 -0.03 -0.18 0.862342 0.935432 -6.83
252111_at  propable disease resistance protein dis --- AT3G51570 1.02 0.03 0.18 0.862273 0.935432 -6.83
257603_at unknown protein --- AT3G13820 1.01 0.02 0.18 0.862289 0.935432 -6.83
262670_s_atransposase [Escherichia coli] must be c--- --- -1.01 -0.02 -0.18 0.862704 0.935719 -6.83
250677_at putative protein similar to unknown prote--- AT5G06520 -1.01 -0.02 -0.18 0.86268 0.935719 -6.83
255119_at hypothetical protein --- --- 1.01 0.02 0.18 0.86274 0.935719 -6.83
259249_at hypothetical protein predicted by genefin--- AT3G07790 -1.02 -0.03 -0.18 0.862806 0.935746 -6.83
258612_at putative replication factor A similar to rep--- AT3G02920 1.01 0.02 0.18 0.862983 0.935893 -6.83



264562_at hypothetical protein predicted by genem--- AT1G55760 -1.03 -0.04 -0.18 0.863114 0.935914 -6.83
250850_at putative protein  ; supported by cDNA: g--- AT5G04550 -1.02 -0.03 -0.18 0.863125 0.935914 -6.83
251567_at putative protein several hypothetical pro --- AT3G58230 1.02 0.02 0.18 0.86307 0.935914 -6.83
245140_at unknown protein predicted by genefindeLBD18 AT2G45420 1.01 0.02 0.18 0.863324 0.936085 -6.83
254037_at  hypothetical protein hypothetical proteinATGDU2 AT4G25760 -1.01 -0.02 -0.18 0.863519 0.936136 -6.84
267366_at unknown protein  ;supported by full-leng--- AT2G44310 / -1.01 -0.02 -0.18 0.863459 0.936136 -6.83
252617_at  n-acetylglucosaminyl-phosphatidylinositSETH2 AT3G45100 1.01 0.02 0.18 0.863535 0.936136 -6.84
245527_at putative epoxide hydrolase --- AT4G15955 1.02 0.03 0.18 0.8635 0.936136 -6.84
263069_at unknown protein --- AT2G17590 1.03 0.04 0.18 0.863692 0.936176 -6.84
247879_at unknown protein --- AT5G57770 -1.01 -0.02 -0.18 0.863695 0.936176 -6.84
254930_at  putative protein hypothetical protein - A --- AT4G11450 1.03 0.04 0.18 0.863678 0.936176 -6.84
261757_at hypothetical protein similar to putative p --- AT1G08210 1.02 0.03 0.18 0.863749 0.936190 -6.84
258644_at  putative RNA-binding protein contains P--- AT3G07810 -1.01 -0.02 -0.18 0.863801 0.936202 -6.84
267326_at putative RNA-binding protein --- AT2G19380 1.02 0.02 0.18 0.863893 0.936257 -6.84
259806_at  mysoin-like protein similar to GI:235122--- AT1G47900 1.02 0.03 0.18 0.863988 0.936315 -6.84
267250_at similar to hookless1 (HLS1) --- AT2G23060 1.01 0.02 0.18 0.864055 0.936318 -6.84
257996_at unknown protein --- AT3G19950 -1.01 -0.02 -0.18 0.864073 0.936318 -6.84
259388_at  steroid sulfotransferase, putative simila ST4B AT1G13420 1.01 0.02 0.18 0.864199 0.936322 -6.84
262146_at  membrane protein, putative similar to mATRBL5 AT1G52580 1.03 0.04 0.18 0.864199 0.936322 -6.84
263091_at unknown protein --- AT2G16200 1.01 0.02 0.18 0.864163 0.936322 -6.84
257233_at hypothetical protein similar to SF16 prot IQD10 AT3G15050 1.01 0.02 0.18 0.864279 0.936364 -6.84
266659_at putative poly(A) polymerase  ; supported--- AT2G25850 -1.01 -0.02 -0.18 0.864322 0.936366 -6.84
266444_at putative extensin --- AT2G43150 1.02 0.03 0.18 0.864453 0.936463 -6.84
263726_at putative ABC transporter  ;supported by --- AT2G13610 1.06 0.09 0.18 0.864774 0.936767 -6.84
264957_at  F-box protein family, AtFBL5 contains sSKP2B AT1G77000 -1.03 -0.04 -0.18 0.864973 0.936893 -6.84
261848_at  pectin methylesterase, putative similar t--- AT1G11590 1.02 0.02 0.18 0.864951 0.936893 -6.84
256361_at  formyl transferase, putative contains Pfapde194 AT1G66520 -1.02 -0.03 -0.18 0.865124 0.936999 -6.84
249671_at putative protein similar to unknown proteLBD35 AT5G35900 1.01 0.02 0.18 0.865153 0.936999 -6.84
255241_at  putative protein hypothetical protein T5H--- --- -1.01 -0.02 -0.18 0.865317 0.937133 -6.84
252638_at  acyl CoA reductase - protein acyl CoA rFAR4 AT3G44540 1.02 0.02 0.18 0.865373 0.937149 -6.84
266961_at Athila retroelement ORF1-like protein --- --- -1.02 -0.02 -0.18 0.865437 0.937174 -6.84
251402_at  SRG1 - like protein SRG1 protein, Arab--- AT3G60290 -1.04 -0.05 -0.18 0.865547 0.937248 -6.84
250487_at  putative protein MRS2 protein, Sacchar --- AT5G09690 1.02 0.03 0.18 0.865668 0.937334 -6.84
261689_at hypothetical protein contains similarity to--- AT1G50140 -1.02 -0.03 -0.18 0.86596 0.937561 -6.84
262554_at hypothetical protein similar to hypothetic--- AT1G31380 1.01 0.02 0.18 0.865945 0.937561 -6.84



262927_at hypothetical protein shares similarity to C--- AT1G65810 -1.01 -0.02 -0.18 0.866059 0.937624 -6.84
264802_at putative syntaxin-related protein (U3945SYP111 AT1G08560 -1.03 -0.04 -0.17 0.86631 0.937841 -6.84
246662_at putative protein --- AT5G35290 1.01 0.02 0.17 0.866341 0.937841 -6.84
248904_at Expressed protein ; supported by full-len--- AT5G46295 -1.01 -0.02 -0.17 0.866439 0.937902 -6.84
249968_at  putative protein predicted proteins, Arab--- AT5G19070 1.03 0.04 0.17 0.866679 0.938086 -6.84
266333_at putative ubiquitin activating enzyme AXL AT2G32410 -1.02 -0.02 -0.17 0.866691 0.938086 -6.84
256133_at hypothetical protein predicted by genem--- AT1G13570 1.02 0.04 0.17 0.866761 0.938111 -6.84
257335_at hypothetical protein --- --- 1.01 0.02 0.17 0.866867 0.938111 -6.84
250140_at putative protein DRM2 AT5G14620 1.02 0.03 0.17 0.86681 0.938111 -6.84
261142_at  cyclic nucleotide and calmodulin-regula ATCNGC8AT1G19780 1.01 0.02 0.17 0.866878 0.938111 -6.84
265491_s_aputative retroelement pol polyprotein --- --- 1.01 0.02 0.17 0.867012 0.938210 -6.84
259752_at spore coat protein-like protein similar to LPR2 AT1G71040 -1.02 -0.03 -0.17 0.867198 0.938331 -6.84
255669_at predicted protein MBD3 AT4G00416 1.01 0.02 0.17 0.867205 0.938331 -6.84
264521_at unknown protein Location of EST gb|T4 --- AT1G10020 1.03 0.05 0.17 0.867389 0.938370 -6.84
258496_at putative plant adhesion molecule similar --- AT3G02460 -1.02 -0.03 -0.17 0.867333 0.938370 -6.84
249953_at  FAR1 - like protein far-red impaired res FRS12 AT5G18960 -1.02 -0.02 -0.17 0.867406 0.938370 -6.84
250474_at  annexin -like protein annexin (AnnAt2), ANNAT7 AT5G10230 1.01 0.02 0.17 0.867327 0.938370 -6.84
253559_at  1,3-beta-glucanase - like protein 1,3-be --- AT4G31140 1.01 0.02 0.17 0.867549 0.938470 -6.84
259281_at putative Myb-related transcription factor MYB106 AT3G01140 -1.02 -0.02 -0.17 0.86762 0.938470 -6.84
254909_at  putative disease resistance response p --- AT4G11210 -1.02 -0.02 -0.17 0.867622 0.938470 -6.84
262848_at unknown protein ; supported by cDNA: gBPC2 AT1G14685 -1.01 -0.02 -0.17 0.867778 0.938556 -6.84
251746_at mandelonitrile lyase-like protein ADHES--- AT3G56060 -1.02 -0.02 -0.17 0.867783 0.938556 -6.84
261541_at unknown protein contains Pfam profile: P--- AT1G63600 -1.01 -0.02 -0.17 0.867835 0.938567 -6.84
254399_at  G10 - like protein Maternal G10 like pro--- AT4G21110 1.01 0.02 0.17 0.867924 0.938618 -6.84
266807_at hypothetical protein --- AT2G29920 1.02 0.02 0.17 0.868495 0.938969 -6.84
252206_at centrin ATCEN2 AT3G50360 -1.01 -0.02 -0.17 0.868486 0.938969 -6.84
248802_at Expressed protein ; supported by cDNA --- AT5G47435 1.01 0.02 0.17 0.868468 0.938969 -6.84
246472_at  putative protein predicted protein, Arabi --- AT5G17130 1.01 0.02 0.17 0.868341 0.938969 -6.84
248183_at CHP-rich zinc finger protein-like --- AT5G54040 -1.01 -0.02 -0.17 0.868428 0.938969 -6.84
252782_at  putative protein predicted proteins, Arab--- --- 1.01 0.02 0.17 0.868447 0.938969 -6.84
254339_at  glucosidase like protein furostanol glycoBGLU3 AT4G22100 -1.01 -0.02 -0.17 0.868616 0.939011 -6.84
265538_at unknown protein predicted by genscan a--- AT2G15860 -1.02 -0.03 -0.17 0.868591 0.939011 -6.84
246217_at APETALA2 protein ; supported by cDNAAP2 AT4G36920 -1.03 -0.04 -0.17 0.868706 0.939063 -6.84
253685_at  putative protein nucleotide pyrophospha--- AT4G29710 -1.01 -0.02 -0.17 0.869184 0.939536 -6.84
256598_at  cytochrome P450 homolog, putative simBR6OX2 AT3G30180 1.02 0.03 0.17 0.869342 0.939567 -6.84



255677_at putative calmodulin-binding heat shock p--- AT4G00500 -1.02 -0.03 -0.17 0.869464 0.939567 -6.84
247254_at  CLE21, putative CLAVATA3/ESR-RelatCLE21 AT5G64800 -1.03 -0.04 -0.17 0.869501 0.939567 -6.84
264050_at putative non-LTR retroelement reverse t --- --- -1.02 -0.03 -0.17 0.86946 0.939567 -6.84
265885_at hypothetical protein predicted by genefin--- AT2G42330 1.02 0.03 0.17 0.869417 0.939567 -6.84
247219_at COP1-interacting protein CIP8  ; suppor CIP8 AT5G64920 -1.01 -0.02 -0.17 0.869362 0.939567 -6.84
261045_at  pathogenesis related protein, putative s--- AT1G01310 -1.01 -0.02 -0.17 0.869368 0.939567 -6.84
249902_at unknown protein --- AT5G22680 -1.02 -0.03 -0.17 0.869793 0.939837 -6.84
265352_at cytosolic cyclophilin (ROC3)  ;supportedROC3 AT2G16600 -1.01 -0.02 -0.17 0.86998 0.939909 -6.84
247143_at unknown protein --- AT5G65580 -1.02 -0.03 -0.17 0.869983 0.939909 -6.84
247678_at putative zinc transporter ZIP2 - like Z251ZIP2 AT5G59520 1.03 0.04 0.17 0.869914 0.939909 -6.84
255584_at putative reverse transcriptase-like protei --- --- -1.01 -0.02 -0.17 0.87011 0.939997 -6.84
263395_at putative mitochondrial inner membrane tATTIM44-1AT2G20500 / -1.01 -0.02 -0.17 0.870146 0.939997 -6.84
256658_at unknown protein --- AT3G12010 / 1.01 0.02 0.17 0.870211 0.940022 -6.84
253051_at cyclin cyc1  ; supported by cDNA: gi_16 CYCB1;1 AT4G37490 1.02 0.03 0.17 0.870311 0.940086 -6.84
264446_at  putative nuclear transport factor similar NTF2A AT1G27310 -1.01 -0.02 -0.17 0.870593 0.940346 -6.84
251974_at myb protein(MYB27) contains myb DNAAtMYB27 AT3G53200 -1.01 -0.02 -0.17 0.87069 0.940367 -6.84
256975_at unknown protein similar to putative retro--- AT3G21000 1.02 0.02 0.17 0.870695 0.940367 -6.84
262335_at hypothetical protein predicted by genemSPO11-2 AT1G63990 1.01 0.01 0.17 0.870949 0.940508 -6.84
248745_at unknown protein --- AT5G48250 -1.02 -0.02 -0.17 0.870894 0.940508 -6.84
258595_at unknown protein contains Pfam profile:P--- AT3G04500 -1.01 -0.02 -0.17 0.870925 0.940508 -6.84
254315_at  putative glycine-rich protein glycine-rich--- --- -1.02 -0.03 -0.17 0.871033 0.940554 -6.84
264576_at unknown protein Similar to Arabidopsis --- AT1G05360 1.01 0.02 0.17 0.871124 0.940563 -6.84
261082_at unknown protein ; supported by cDNA: g--- AT1G07360 -1.01 -0.01 -0.17 0.871095 0.940563 -6.84
246940_at  expressed protein glucose-6-phosphate--- AT5G25400 1.01 0.02 0.17 0.871201 0.940593 -6.84
256557_at hypothetical protein similar to hypothetic--- --- -1.01 -0.02 -0.17 0.871259 0.940593 -6.84
255124_at putative self-incompatability RNA-bindin APUM15 AT4G08560 1.02 0.03 0.17 0.871276 0.940593 -6.84
256092_at Expressed protein ; supported by full-lenHMGB3 AT1G20696 -1.01 -0.02 -0.17 0.871497 0.940775 -6.84
252141_at putative protein --- AT3G51100 1.01 0.02 0.17 0.871526 0.940775 -6.84
266153_at hypothetical protein --- --- 1.01 0.02 0.17 0.871706 0.940924 -6.84
264872_at  putative floral homeotic protein, AGL9 s 03-ספט AT1G24260 1.02 0.03 0.17 0.871859 0.941045 -6.84
259917_at hypothetical protein predicted by gensca--- AT1G72580 1.01 0.02 0.17 0.871987 0.941052 -6.84
254793_at hypothetical protein --- AT4G12930 -1.01 -0.02 -0.17 0.871989 0.941052 -6.84
260187_at hypothetical protein LBD5 AT1G36000 -1.01 -0.02 -0.17 0.871942 0.941052 -6.84
246659_at putative protein predicted proteins Arabi --- --- 1.01 0.02 0.17 0.872075 0.941100 -6.84
AFFX-r2-At- /FEATURE=cds-2 /GENE= /LABEL= /PR--- --- 1.01 0.02 0.17 0.872139 0.941124 -6.84



262770_at hypothetical protein predicted by gensca--- AT1G13190 -1.02 -0.03 -0.17 0.872287 0.941151 -6.84
252128_at  transcription factor-like protein ArabidopMNP AT3G50870 -1.01 -0.02 -0.17 0.87228 0.941151 -6.84
263916_at hypothetical protein predicted by gensca--- AT2G36440 -1.01 -0.02 -0.17 0.872282 0.941151 -6.84
254274_at  putative DNA binding protein DNA-bind --- AT4G22770 1.02 0.03 0.17 0.872468 0.941301 -6.84
255958_at  high affinity sulphate transporter, putativSULTR1;3 AT1G22150 -1.02 -0.02 -0.17 0.872733 0.941543 -6.84
258808_at  putative pyruvate kinase similar to pyruv--- AT3G04050 -1.01 -0.02 -0.17 0.872793 0.941563 -6.84
265548_s_aputative helicase --- --- 1.01 0.01 0.17 0.872891 0.941624 -6.84
254701_at  putative protein predicted protein, Arabi --- AT4G18030 -1.02 -0.04 -0.17 0.873437 0.941688 -6.84
252663_at putative protein several hypothetical pro --- AT3G44070 1.01 0.02 0.17 0.873512 0.941688 -6.84
261560_at  acyl CoA thioesterase, putative similar t--- AT1G01710 -1.01 -0.02 -0.17 0.87332 0.941688 -6.84
262887_at hypothetical protein --- AT1G14780 1.04 0.06 0.17 0.873619 0.941688 -6.84
252947_at  putative protein ubiquitin fusion degradaKAK AT4G38600 -1.01 -0.02 -0.17 0.873456 0.941688 -6.84
246660_at  putative protein predicted protein, Arabi --- AT5G35180 -1.01 -0.02 -0.17 0.87315 0.941688 -6.84
257922_at  ethylene receptor, putative (ETR2) simi ETR2 AT3G23150 1.03 0.04 0.17 0.873652 0.941688 -6.84
254915_s_a cysteine proteinase contains similarity t --- AT4G11310 / 1.06 0.09 0.17 0.873227 0.941688 -6.84
258083_at Expressed protein ; supported by full-len--- AT3G25855 1.01 0.02 0.17 0.873353 0.941688 -6.84
246382_at hypothetical protein --- --- -1.02 -0.02 -0.17 0.873573 0.941688 -6.84
262427_s_a thioglucosidase, putative similar to thiogBGLU34 AT1G47600 / 1.01 0.02 0.17 0.873375 0.941688 -6.84
254130_at MADS-box protein AGL24  ; supported bAGL24 AT4G24540 1.02 0.03 0.17 0.8731 0.941688 -6.84
265213_at clathrin protein  family Similar to clathrin --- AT1G05020 1.02 0.03 0.17 0.873294 0.941688 -6.84
255897_at  mutator-like transposase, putative simila--- --- 1.01 0.01 0.17 0.873458 0.941688 -6.84
266678_at hypothetical protein predicted by grail --- AT2G25870 1.01 0.02 0.17 0.873435 0.941688 -6.84
257586_at hypothetical protein predicted by genem--- AT1G50760 1.01 0.02 0.17 0.873302 0.941688 -6.84
262707_at hypothetical protein --- AT1G16290 1.02 0.02 0.17 0.873584 0.941688 -6.84
255363_x_ahypothetical protein --- --- -1.02 -0.03 -0.17 0.873764 0.941764 -6.84
257884_at hypothetical protein predicted by genem--- AT3G16960 1.01 0.02 0.16 0.873809 0.941768 -6.84
258423_at hypothetical protein predicted by genefin--- AT3G16730 -1.01 -0.02 -0.16 0.874222 0.942086 -6.84
251049_at  putative protein rab11 binding protein, B--- AT5G02430 1.01 0.02 0.16 0.874269 0.942086 -6.84
261847_at hypothetical protein predicted by genem--- AT1G11560 -1.02 -0.02 -0.16 0.874234 0.942086 -6.84
249561_at  disease resistance - like protein disease--- AT5G38340 -1.01 -0.02 -0.16 0.87426 0.942086 -6.84
248425_at ACC synthase; 1-aminocyclopropane-1-ACS12 AT5G51690 1.02 0.02 0.16 0.874349 0.942128 -6.84
254968_at  putative protein various predicted prote --- AT4G10420 -1.01 -0.02 -0.16 0.874421 0.942161 -6.84
247378_at ATP-dependent RNA helicase-like prote--- AT5G63120 -1.02 -0.03 -0.16 0.874493 0.942194 -6.84
254805_at pEARLI 1  ; supported by cDNA: gi_871 pEARLI 1 AT4G12480 -1.08 -0.12 -0.16 0.874796 0.942459 -6.84
261512_at  actin capping protein beta-2, putative si --- AT1G71790 -1.02 -0.03 -0.16 0.874822 0.942459 -6.84



262893_at hypothetical protein contains similarity to--- AT1G59790 -1.01 -0.02 -0.16 0.874945 0.942502 -6.84
260340_at putative dihydropterin pyrophosphokinas--- AT1G69190 1.01 0.02 0.16 0.874943 0.942502 -6.84
264699_at unknown protein ;supported by full-lengt --- AT1G69980 / -1.01 -0.02 -0.16 0.875019 0.942504 -6.84
262550_at hypothetical protein similar to hypothetic--- AT1G31310 1.01 0.02 0.16 0.875111 0.942504 -6.84
258969_at  hypothetical protein predicted by gensc --- AT3G10680 1.01 0.02 0.16 0.875082 0.942504 -6.84
251460_at hypothetical protein SAC9 AT3G59770 1.01 0.02 0.16 0.875099 0.942504 -6.84
252874_at  putative protein ipiB1 gene,  Phytophtho--- --- -1.01 -0.02 -0.16 0.875159 0.942511 -6.84
250175_at  putative protein CGI-67, Homo sapiens --- AT5G14390 -1.02 -0.03 -0.16 0.87528 0.942596 -6.84
265978_at putative retroelement pol polyprotein --- --- -1.01 -0.01 -0.16 0.87533 0.942606 -6.84
259918_at putative AP2 domain transcription factor --- AT1G72570 1.01 0.02 0.16 0.875534 0.942781 -6.84
247982_at serine O-acetyltransferase (EC 2.3.1.30 ATSERAT AT5G56760 1.01 0.02 0.16 0.875815 0.942950 -6.84
255226_at  UV-damaged DNA binding factor - like pDDB1A AT4G05420 1.01 0.02 0.16 0.875812 0.942950 -6.84
258757_at  putative RING zinc finger protein contai --- AT3G10910 / -1.02 -0.03 -0.16 0.875757 0.942950 -6.84
250392_at  putative protein multifunctional aminoac--- AT5G10880 1.01 0.02 0.16 0.875861 0.942955 -6.84
261434_at  receptor-like serine/threonine kinase, pu--- AT1G07650 1.02 0.03 0.16 0.876095 0.943080 -6.84
256995_at  protein kinase, putative contains similar --- AT3G25840 -1.01 -0.02 -0.16 0.876142 0.943080 -6.84
255149_at KNAT1 homeobox-like protein KNAT1 AT4G08150 -1.01 -0.02 -0.16 0.876107 0.943080 -6.84
249798_at putative protein contains similarity to pho--- AT5G23730 1.01 0.02 0.16 0.876143 0.943080 -6.84
266157_at unknown protein ATFUC1 AT2G28100 -1.01 -0.01 -0.16 0.87643 0.943306 -6.84
245676_at  nodule-specific protein, putative similar --- AT1G56670 1.01 0.02 0.16 0.876514 0.943306 -6.84
263909_at hypothetical protein predicted by genscaDML1 AT2G36490 -1.02 -0.03 -0.16 0.876512 0.943306 -6.84
249980_at putative protein --- AT5G18870 1.01 0.02 0.16 0.876518 0.943306 -6.84
256737_at  farnesyltranstransferase, putative (fragm--- AT3G29420 -1.01 -0.02 -0.16 0.876592 0.943337 -6.84
256029_at  integral membrane protein, putative simSTT3B AT1G34130 -1.03 -0.04 -0.16 0.876643 0.943337 -6.84
255375_at putative athila-like protein --- --- -1.01 -0.02 -0.16 0.87667 0.943337 -6.84
263930_at hypothetical protein predicted by gensca--- AT2G36300 1.01 0.02 0.16 0.876823 0.943448 -6.84
252469_at  protein kinase - like protein Raf protein --- AT3G46920 1.02 0.02 0.16 0.87725 0.943448 -6.84
259823_at  beta-1,3-glucanase precursor, putative --- AT1G66250 -1.02 -0.02 -0.16 0.877365 0.943448 -6.84
253135_at cytoplasmatic aconitate hydratase (citrat--- AT4G35830 -1.02 -0.03 -0.16 0.876977 0.943448 -6.84
257135_at hypothetical protein similar to oxidoredu --- AT3G12900 1.02 0.02 0.16 0.877542 0.943448 -6.84
261114_at  bZIP transcription factor ATB2, putativeAtbZIP44 AT1G75388 / 1.08 0.11 0.16 0.87696 0.943448 -6.84
257101_at  disease resistance protein, putative simAtRLP42 AT3G25020 1.01 0.02 0.16 0.877532 0.943448 -6.84
256608_at hypothetical protein predicted by genem--- AT3G30840 1.01 0.01 0.16 0.877016 0.943448 -6.84
255001_at  AIG1-like protein AIG1 - Arabidopsis tha--- AT4G09930 1.02 0.02 0.16 0.877218 0.943448 -6.84
256501_at hypothetical protein predicted by genem--- AT1G36756 -1.01 -0.02 -0.16 0.877433 0.943448 -6.84



244947_at hypothetical protein --- --- -1.02 -0.02 -0.16 0.877547 0.943448 -6.84
253380_at  hypothetical protein hypothetical proteinPGSIP3 AT4G33330 1.01 0.02 0.16 0.8775 0.943448 -6.84
257298_at hypothetical protein predicted by genem--- AT3G28155 -1.02 -0.02 -0.16 0.877055 0.943448 -6.84
254988_at  putative protein Ran GTPase activator 1GTC2 AT4G10670 -1.01 -0.02 -0.16 0.876875 0.943448 -6.84
260540_at hypothetical protein predicted by genefin--- AT2G43500 -1.01 -0.02 -0.16 0.877128 0.943448 -6.84
260159_at putative helicase similar to helicase GB: --- AT1G79890 -1.01 -0.02 -0.16 0.87756 0.943448 -6.84
265427_at unknown protein --- AT2G20740 -1.02 -0.02 -0.16 0.877296 0.943448 -6.84
262510_at hypothetical protein similar to hypothetic--- AT1G11270 -1.01 -0.02 -0.16 0.877541 0.943448 -6.84
255204_at putative myosin-like protein --- --- 1.02 0.02 0.16 0.877066 0.943448 -6.84
260788_at  cysteine proteinase contains similarity t --- AT1G06260 -1.01 -0.02 -0.16 0.8777 0.943554 -6.84
265404_at putative beta-galactosidase BGAL13 AT2G16730 1.02 0.03 0.16 0.877745 0.943558 -6.84
263677_at unknown protein PDLP2 AT1G04520 1.01 0.02 0.16 0.877844 0.943620 -6.84
265834_at hypothetical protein predicted by gensca--- AT2G14410 1.01 0.01 0.16 0.878014 0.943715 -6.84
263818_at putative retroelement pol polyprotein ap --- --- -1.01 -0.01 -0.16 0.877978 0.943715 -6.84
258231_at hypothetical protein contains Pfam profilRCK AT3G27730 -1.01 -0.02 -0.16 0.878086 0.943747 -6.84
247090_at putative protein similar to unknown prote--- AT5G66370 -1.01 -0.02 -0.16 0.878179 0.943758 -6.84
263023_at unknown protein --- AT1G23960 1.03 0.04 0.16 0.878169 0.943758 -6.84
245827_at  disease resistance protein RPS4, putat --- AT1G57830 1.01 0.02 0.16 0.878304 0.943835 -6.84
260018_at hypothetical protein predicted by genem--- AT1G41820 -1.01 -0.02 -0.16 0.878333 0.943835 -6.84
256472_at unknown protein --- --- -1.02 -0.02 -0.16 0.87839 0.943851 -6.84
255675_at MYC1 transcription factor ATMYC1 AT4G00480 1.01 0.02 0.16 0.878432 0.943853 -6.84
266914_at putative beta-amylase BAM7 AT2G45880 -1.02 -0.03 -0.16 0.878665 0.944058 -6.84
248148_at putative protein similar to unknown prote--- AT5G54930 1.02 0.03 0.16 0.878783 0.944076 -6.84
253822_at hypothetical protein --- AT4G28410 -1.01 -0.02 -0.16 0.878888 0.944076 -6.84
253888_at hypothetical protein ISI1 AT4G27750 -1.01 -0.02 -0.16 0.87885 0.944076 -6.84
261260_at hypothetical protein predicted by genem--- AT1G26680 1.01 0.02 0.16 0.878828 0.944076 -6.84
246783_at  sugar transporter-like protein putative s SFP2 AT5G27360 1.04 0.06 0.16 0.878747 0.944076 -6.84
260747_at unknown protein ; supported by cDNA: g--- AT1G78420 1.01 0.02 0.16 0.879015 0.944167 -6.84
251899_at  nucleoid DNA-binding - like protein nuc --- AT3G54400 1.06 0.09 0.16 0.879069 0.944181 -6.84
245869_at hypothetical protein predicted by genem--- AT1G26330 -1.01 -0.02 -0.16 0.879908 0.944590 -6.84
250469_at  pollen allergen -like protein SAH7 prote --- AT5G10130 -1.02 -0.02 -0.16 0.879953 0.944590 -6.84
250933_at  arabinogalactan protein - like arabinogaFLA11 AT5G03170 -1.03 -0.04 -0.16 0.879778 0.944590 -6.84
247878_at unknown protein --- AT5G57760 -1.11 -0.15 -0.16 0.880072 0.944590 -6.84
249756_at Expressed protein ; supported by full-len--- AT5G24313 1.01 0.02 0.16 0.8797 0.944590 -6.84
261593_at unknown protein --- AT1G33170 -1.08 -0.10 -0.16 0.879953 0.944590 -6.84



246077_at  putative protein XNP-1, Caenorhabditis CHR42 AT5G20420 -1.02 -0.03 -0.16 0.880066 0.944590 -6.84
266375_at En/Spm-like transposon protein related t--- --- 1.01 0.02 0.16 0.880023 0.944590 -6.84
263860_at hypothetical protein predicted by gensca--- --- 1.01 0.02 0.16 0.879748 0.944590 -6.84
257711_at  20S proteasome beta subunit (PBB1) idPBB1 AT3G27430 1.01 0.02 0.16 0.879919 0.944590 -6.84
255105_at putative sulfate transporter  ; supported SULTR1;1 AT4G08620 -1.01 -0.02 -0.16 0.87963 0.944590 -6.84
265992_at putative receptor-like protein kinase --- AT2G24130 -1.01 -0.02 -0.16 0.879617 0.944590 -6.84
259679_at  putative protein kinase Pfam HMM hit: E--- AT1G77720 1.01 0.01 0.16 0.879725 0.944590 -6.84
257508_at  bZIP transcription factor, putative conta --- AT1G64320 -1.01 -0.02 -0.16 0.879965 0.944590 -6.84
246605_at  putative protein predicted proteins, Arab--- --- 1.01 0.02 0.16 0.879905 0.944590 -6.84
253041_at phosphoenolpyruvate carboxykinase (ATPCK1 AT4G37870 1.02 0.04 0.16 0.880123 0.944601 -6.84
267514_at putative glycerate dehydrogenase  ; sup--- AT2G45630 1.03 0.05 0.16 0.880185 0.944623 -6.84
247226_at putative protein contains similarity to tra --- AT5G65100 -1.01 -0.01 -0.16 0.880263 0.944662 -6.84
260925_at  DNA-binding protein, putative contains --- AT1G21340 -1.01 -0.02 -0.16 0.880595 0.944885 -6.84
265640_at putative cysteine proteinase --- AT2G27395 -1.01 -0.01 -0.16 0.88058 0.944885 -6.84
263119_at  hypothetical protein predicted by genefi --- AT1G03110 -1.02 -0.03 -0.16 0.880538 0.944885 -6.84
251817_at  small GTP-binding protein - like (fragmeARA6 AT3G54840 -1.01 -0.02 -0.16 0.880645 0.944895 -6.84
251966_at  receptor lectin kinase -like protein recep--- AT3G53380 1.02 0.02 0.16 0.88069 0.944899 -6.84
264284_at  protein kinase, putative similar to protei --- AT1G61860 1.01 0.02 0.16 0.880771 0.944941 -6.84
261055_at  chloroplast nucleoid DNA binding prote --- AT1G01300 1.01 0.02 0.16 0.88091 0.945046 -6.84
245229_at putative protein contains EST gb:T45048--- AT4G25620 -1.02 -0.03 -0.16 0.880993 0.945079 -6.84
246096_at  beta-1,3-glucanase bg4  ;supported by BETAG4 AT5G20330 -1.01 -0.02 -0.16 0.881024 0.945079 -6.84
259660_at unknown protein ; supported by full-leng--- AT1G55260 1.05 0.07 0.16 0.881186 0.945152 -6.84
260640_at  viral resistance protein, putative similar --- AT1G53350 -1.03 -0.04 -0.16 0.881216 0.945152 -6.84
253944_at  SNF8 like protein SNF8 protein - yeast, VPS22 AT4G27040 1.01 0.02 0.16 0.881193 0.945152 -6.84
263124_at  beta-Amyrin Synthase, putative similar --- AT1G78480 -1.02 -0.02 -0.16 0.881282 0.945178 -6.84
252020_at  SKP1/ASK1 (At6), putative similar to SkASK6 AT3G53060 1.01 0.01 0.15 0.881469 0.945334 -6.84
245393_at  beta-1,3-glucanase class I precursor ;su--- AT4G16260 1.03 0.04 0.15 0.881902 0.945754 -6.84
250172_at putative protein --- AT5G14330 -1.02 -0.02 -0.15 0.882004 0.945774 -6.84
254695_at  putative protein predicted protein, Sacc ATL4H AT4G17905 / 1.01 0.02 0.15 0.881966 0.945774 -6.84
256283_at hypothetical protein --- AT3G12540 1.01 0.02 0.15 0.882095 0.945827 -6.84
259990_s_a F-box protein FKF1/ADO3, AtFBX2a ideFKF1 AT1G68050 / -1.02 -0.03 -0.15 0.882304 0.945962 -6.84
267006_at putative membrane transporter  ; suppor--- AT2G34190 1.01 0.02 0.15 0.882281 0.945962 -6.84
257832_at  light regulated protein, putative similar t CCL AT3G26740 1.01 0.02 0.15 0.882375 0.945994 -6.84
259742_at putative proline-rich APG protein similar GLIP6 AT1G71120 1.02 0.03 0.15 0.882433 0.946012 -6.84
256377_at hypothetical protein --- AT1G66650 -1.01 -0.01 -0.15 0.882553 0.946096 -6.84



253579_at  SERINE CARBOXYPEPTIDASE II-like BRS1 AT4G30610 -1.03 -0.04 -0.15 0.882714 0.946215 -6.84
256776_at  multispanning membrane protein, putat --- AT3G13772 1.01 0.02 0.15 0.882747 0.946215 -6.84
265942_at putative casein kinase I  ;supported by f ckl5 AT2G19470 -1.01 -0.02 -0.15 0.882806 0.946234 -6.84
259767_s_aunknown protein --- AT1G29350 / 1.01 0.02 0.15 0.882852 0.946239 -6.84
245614_at retrovirus-related like polyprotein --- --- -1.01 -0.02 -0.15 0.882922 0.946269 -6.84
261502_at hypothetical protein predicted by genemAtHB31 AT1G14440 -1.02 -0.03 -0.15 0.882968 0.946274 -6.84
260604_at  polyphosphoinositide binding protein, p --- AT1G55840 -1.02 -0.02 -0.15 0.883023 0.946289 -6.84
248859_at putative protein contains similarity to CH--- AT5G46660 -1.01 -0.02 -0.15 0.883113 0.946302 -6.84
247661_at  protein kinase - like protein kinase 1, Po--- AT5G60080 -1.01 -0.02 -0.15 0.883118 0.946302 -6.84
246367_at  light repressible receptor protein kinase--- AT1G51880 1.01 0.02 0.15 0.883282 0.946311 -6.84
249061_at putative protein similar to unknown prote--- AT5G44550 -1.01 -0.02 -0.15 0.883249 0.946311 -6.84
246168_at  meristem protein - like reproductive me --- AT5G32460 -1.02 -0.03 -0.15 0.883293 0.946311 -6.84
256811_at  serine/threonine-specific protein kinase --- AT3G21340 1.01 0.02 0.15 0.883231 0.946311 -6.84
266358_at hypothetical protein predicted by gensca--- AT2G32280 1.03 0.04 0.15 0.883362 0.946341 -6.84
265832_at putative replication protein A1 --- --- -1.01 -0.02 -0.15 0.883458 0.946400 -6.84
245675_at hypothetical protein similar to putative re--- --- -1.02 -0.02 -0.15 0.883554 0.946428 -6.84
261000_at hypothetical protein predicted by genem--- AT1G26540 1.01 0.02 0.15 0.883568 0.946428 -6.84
248420_at receptor-like protein kinase  ;supported --- AT5G51560 -1.03 -0.05 -0.15 0.883812 0.946560 -6.84
246035_at succinyl-CoA-ligase alpha subunit  ;supp--- AT5G08300 -1.03 -0.04 -0.15 0.883857 0.946560 -6.84
247416_at 40S ribosomal protein S15-like protein --- AT5G63070 1.01 0.02 0.15 0.883818 0.946560 -6.84
246542_at  transcriptional regulatory - like protein trSNL2 AT5G15020 1.02 0.02 0.15 0.883773 0.946560 -6.84
265089_at hypothetical protein similar to hypotheticSUVR1 AT1G04050 -1.01 -0.02 -0.15 0.883907 0.946569 -6.84
252937_at  SEC14 - like protein phosphatidylinositoSEC14 AT4G39180 -1.01 -0.02 -0.15 0.884132 0.946583 -6.84
255353_at putative transposon protein similar to Mu--- --- -1.01 -0.01 -0.15 0.884115 0.946583 -6.84
266627_at putative pre-mRNA splicing factor RNA MEE29 AT2G35340 1.01 0.02 0.15 0.884018 0.946583 -6.84
260322_at unknown protein --- AT1G63900 -1.01 -0.02 -0.15 0.884169 0.946583 -6.84
253154_at  putative protein predicted protein, Arabi --- AT4G35710 -1.01 -0.02 -0.15 0.884161 0.946583 -6.84
246336_at  putative protein putative integral membrATCHX4 AT3G44900 -1.01 -0.02 -0.15 0.883974 0.946583 -6.84
247224_at MADS box transcription factor-like prote MAF5 AT5G65080 1.02 0.03 0.15 0.884308 0.946673 -6.84
263446_at putative SET-domain transcriptional reg ATX1 AT2G31650 -1.01 -0.02 -0.15 0.884336 0.946673 -6.84
250811_at cysteine proteinase inhibitor-like protein --- AT5G05110 -1.02 -0.03 -0.15 0.884397 0.946693 -6.84
266988_at putative myrosinase-binding protein  ;su JAL22 AT2G39310 1.02 0.03 0.15 0.884584 0.946768 -6.84
246764_s_a putative protein At2g27780 and At2g13 --- AT2G13640 / 1.01 0.01 0.15 0.884627 0.946768 -6.84
246801_at threonyl-tRNA synthetase  ; supported b--- AT5G26830 1.01 0.02 0.15 0.884633 0.946768 -6.84
261321_at hypothetical protein predicted by genem--- AT1G44740 -1.01 -0.02 -0.15 0.884525 0.946768 -6.84



259574_at hypothetical protein MLP168 AT1G35310 -1.01 -0.01 -0.15 0.884773 0.946874 -6.84
245401_at hypothetical protein ;supported by full-le --- AT4G17670 1.03 0.05 0.15 0.884841 0.946902 -6.84
266846_at unknown protein --- AT2G25970 1.01 0.02 0.15 0.884991 0.947018 -6.84
267370_at unknown protein  ;supported by full-leng--- AT2G44525 1.01 0.01 0.15 0.885109 0.947051 -6.84
251129_at  putative protein predicted protein, Arabi --- AT5G01150 1.01 0.02 0.15 0.885224 0.947051 -6.84
266159_at putative chloroplast nucleoid DNA bindin--- AT2G28030 1.01 0.01 0.15 0.88508 0.947051 -6.84
261283_s_ahypothetical protein predicted by gensca--- --- -1.01 -0.01 -0.15 0.885229 0.947051 -6.84
260720_at hypothetical protein predicted by gensca--- AT1G48095 1.01 0.02 0.15 0.88515 0.947051 -6.84
257849_at unknown protein ECT5 AT3G13060 -1.02 -0.02 -0.15 0.885358 0.947053 -6.84
256790_at  ARR1 protein, putative similar to ARR1 ARR1 AT3G16857 1.01 0.02 0.15 0.885397 0.947053 -6.84
248479_at unknown protein --- AT5G50910 1.01 0.01 0.15 0.885366 0.947053 -6.84
263343_at putative replication protein A1 --- --- -1.01 -0.01 -0.15 0.885366 0.947053 -6.84
248612_at putative protein contains similarity to unk--- AT5G49530 1.02 0.03 0.15 0.885561 0.947105 -6.84
256688_at  non-LTR reverse transcriptase, putative--- AT3G32130 -1.01 -0.01 -0.15 0.885612 0.947105 -6.84
260699_at  MAP kinase, putative similar to MAP kinATMKK10 AT1G32320 -1.01 -0.02 -0.15 0.885559 0.947105 -6.84
259317_at hypothetical protein identical to hypothetHYP1 AT3G01100 1.01 0.02 0.15 0.885592 0.947105 -6.84
253322_at putative protein  ;supported by full-length--- AT4G33980 1.02 0.02 0.15 0.885696 0.947150 -6.84
267104_at ERD15 protein identical to GB D30719; ERD15 AT2G41430 -1.01 -0.02 -0.15 0.885743 0.947157 -6.84
247048_at photoreceptor-interacting protein-like  ; s--- AT5G66560 1.03 0.04 0.15 0.885976 0.947228 -6.84
250101_at putative protein contains similarity to betBGLU2 AT5G16580 1.02 0.03 0.15 0.885942 0.947228 -6.84
266982_at unknown protein  ; supported by cDNA: --- AT2G39500 1.02 0.02 0.15 0.88589 0.947228 -6.84
256634_s_ahypothetical protein predicted by gensca--- --- 1.01 0.01 0.15 0.88592 0.947228 -6.84
254436_at  putative protein receptor kinase-like pro--- AT4G20940 -1.01 -0.01 -0.15 0.886058 0.947260 -6.84
265924_at putative geranylgeranyl pyrophosphate s--- AT2G18620 -1.01 -0.01 -0.15 0.886089 0.947260 -6.84
254725_at  putative protein various predicted prote --- AT4G13650 -1.01 -0.02 -0.15 0.886184 0.947318 -6.84
257714_at  histone H3, putative similar to histone H--- AT3G27360 -1.01 -0.02 -0.15 0.886299 0.947352 -6.84
246723_at  putative protein various predicted prote --- AT5G29030 -1.01 -0.02 -0.15 0.886277 0.947352 -6.84
255261_s_a putative protein equilibrative nucleosideFUR1 AT4G05110 / 1.03 0.05 0.15 0.886898 0.947802 -6.84
258906_at  unknown protein similar to C-terminal h ATTLP9 AT3G06380 -1.01 -0.02 -0.15 0.8868 0.947802 -6.84
245310_at hypothetical protein ;supported by full-le RALFL31 AT4G13950 1.03 0.04 0.15 0.88696 0.947802 -6.84
244954_s_ahypothetical protein --- AT2G07732 -1.02 -0.04 -0.15 0.887006 0.947802 -6.84
248577_at myrosinase binding protein-like ; suppor --- AT5G49870 1.01 0.01 0.15 0.887089 0.947802 -6.84
251872_at putative protein predicted protein Arabid--- AT3G54570 -1.01 -0.02 -0.15 0.886883 0.947802 -6.84
262101_at hypothetical protein identical to hypothet--- AT1G59535 1.01 0.01 0.15 0.886981 0.947802 -6.84
267282_at unknown protein  ; supported by cDNA: --- AT2G19390 -1.01 -0.02 -0.15 0.887091 0.947802 -6.84



248416_at putative protein disease resistance prote--- AT5G51630 -1.01 -0.02 -0.15 0.887094 0.947802 -6.84
263522_at hypothetical protein --- AT2G24950 -1.01 -0.01 -0.15 0.887204 0.947875 -6.84
266026_at putative non-LTR retroelement reverse t --- --- 1.01 0.02 0.15 0.887277 0.947909 -6.84
256174_at  NADP-specific glutatamate dehydrogen--- AT1G51720 1.01 0.02 0.15 0.887376 0.947926 -6.84
256556_at  mutator-like transposase, putative simila--- --- 1.01 0.01 0.15 0.887345 0.947926 -6.84
254927_at  putative protein hypothetical protein - A --- AT4G11400 -1.01 -0.02 -0.15 0.887431 0.947940 -6.84
245754_at hypothetical protein predicted by genem--- AT1G35183 1.01 0.01 0.15 0.887571 0.948045 -6.84
254115_at  putative protein binding protein HPV16 --- AT4G24710 1.01 0.02 0.15 0.887736 0.948146 -6.84
265239_s_ahypothetical protein --- AT2G07692 1.01 0.02 0.15 0.887749 0.948146 -6.84
258062_at unknown protein  ; supported by cDNA: --- AT3G26000 -1.02 -0.02 -0.15 0.887824 0.948182 -6.84
257757_at hypothetical protein predicted by genscaPGSIP1 AT3G18660 -1.01 -0.02 -0.15 0.888013 0.948295 -6.84
256005_at hypothetical protein similar to putative re--- --- 1.01 0.02 0.15 0.887992 0.948295 -6.84
251190_at RING-H2 zinc finger protein ATL5  ; sup ATL5 AT3G62690 1.02 0.03 0.15 0.888063 0.948304 -6.84
248288_at unknown protein  ; supported by cDNA: --- AT5G52840 1.01 0.02 0.15 0.88811 0.948309 -6.84
248191_at putative protein similar to unknown prote--- AT5G54130 1.01 0.02 0.15 0.888261 0.948337 -6.84
253895_at NWMU3 - 2S albumin 3 precursor AT2S3 AT4G27160 1.01 0.01 0.15 0.888201 0.948337 -6.84
265526_x_aputative Athila retroelement ORF1 prote --- --- -1.01 -0.01 -0.15 0.88824 0.948337 -6.84
257212_at  zinc-binding dehydrogenase, putative c --- AT3G15090 -1.02 -0.02 -0.15 0.888383 0.948379 -6.84
253656_at  putative protein hypothetical protein - A emb1353 AT4G30090 -1.01 -0.01 -0.15 0.888346 0.948379 -6.84
258470_at Expressed protein ; supported by full-len--- AT3G06035 1.06 0.08 0.15 0.888752 0.948445 -6.84
261094_at hypothetical protein predicted by genem--- AT1G62920 -1.02 -0.02 -0.15 0.888571 0.948445 -6.84
260513_at  cyanogenic beta-glucosidase, putative sBGLU36 AT1G51490 1.01 0.02 0.15 0.888777 0.948445 -6.84
262334_at hypothetical protein similar to putative se--- AT1G64010 -1.01 -0.02 -0.15 0.888668 0.948445 -6.84
262212_at  response regulator 7, putative similar toARR15 AT1G74890 -1.02 -0.02 -0.15 0.888721 0.948445 -6.84
256258_at unknown protein NF-YC11 AT3G12480 1.01 0.01 0.15 0.888727 0.948445 -6.84
254589_at hypothetical protein --- AT4G18850 -1.01 -0.02 -0.15 0.888701 0.948445 -6.84
267117_at unknown protein --- AT2G32560 -1.01 -0.01 -0.15 0.888721 0.948445 -6.84
265000_at hypothetical protein predicted by genem--- AT1G67410 1.01 0.02 0.14 0.888977 0.948570 -6.84
246123_at  beta-1,3-glucanase-like protein beta-1,3--- AT5G20390 1.01 0.01 0.14 0.888966 0.948570 -6.84
266773_at hypothetical protein predicted by gensca--- AT2G29040 1.01 0.02 0.14 0.889099 0.948655 -6.84
249274_at unknown protein --- AT5G41860 1.02 0.02 0.14 0.889625 0.949172 -6.84
258098_at hypothetical protein similar to kinesin likeKINESIN-1AT3G23670 1.02 0.02 0.14 0.889695 0.949202 -6.84
246837_at  pectin acetylesterase precursor - like pr --- AT5G26670 1.02 0.03 0.14 0.889851 0.949280 -6.84
262264_at Niemann-Pick C disease protein-like pro--- AT1G42470 1.03 0.04 0.14 0.889828 0.949280 -6.84
259915_at unknown protein --- AT1G72790 -1.03 -0.04 -0.14 0.890019 0.949318 -6.84



255833_at unknown protein --- AT2G33390 1.01 0.02 0.14 0.890027 0.949318 -6.84
267328_at putative receptor-like protein kinase --- AT2G19230 1.01 0.02 0.14 0.890053 0.949318 -6.84
253744_s_a putative protein hypothetical protein F27--- --- -1.01 -0.01 -0.14 0.889959 0.949318 -6.84
252296_at  putative protein GMFP7 isoprenylated p--- AT3G48970 -1.02 -0.03 -0.14 0.890213 0.949428 -6.84
259500_at unknown protein ; supported by cDNA: g--- AT1G15740 1.02 0.02 0.14 0.890281 0.949428 -6.84
252668_at hypothetical protein --- AT3G44210 1.01 0.01 0.14 0.890254 0.949428 -6.84
263226_at  unknown protein Contains the PF|00650--- AT1G30690 -1.01 -0.01 -0.14 0.890375 0.949439 -6.84
252699_at  hypothetical protein predicted proteins, --- --- -1.02 -0.03 -0.14 0.890375 0.949439 -6.84
264290_at hypothetical protein predicted by genem--- AT1G78810 -1.02 -0.02 -0.14 0.890429 0.949453 -6.84
259729_at hypothetical protein predicted by genefin--- AT1G77640 1.03 0.05 0.14 0.890502 0.949486 -6.84
261605_at  CDPK-related protein kinase, putative s--- AT1G49580 -1.01 -0.02 -0.14 0.890645 0.949580 -6.84
263604_s_aputative replication protein A1 --- --- -1.01 -0.01 -0.14 0.890673 0.949580 -6.84
262243_at hypothetical protein predicted by genem--- --- 1.01 0.02 0.14 0.890811 0.949682 -6.84
259579_at  P-glycoprotein, putative similar to P-glycPGP14 AT1G28010 -1.04 -0.06 -0.14 0.890856 0.949685 -6.84
248706_at unknown protein --- AT5G48530 -1.01 -0.02 -0.14 0.89092 0.949710 -6.84
247317_at putative protein contains similarity to NAanac103 AT5G64060 -1.01 -0.02 -0.14 0.891105 0.949862 -6.84
266194_at unknown protein --- AT2G39090 1.01 0.01 0.14 0.891212 0.949926 -6.84
255469_at predicted OR23 protein of unknown func--- AT4G03030 1.01 0.02 0.14 0.891248 0.949926 -6.84
263463_at putative ARI-like RING zinc finger protei --- AT2G31770 -1.01 -0.01 -0.14 0.891486 0.950135 -6.84
257835_at  cytochrome P450 monooxygenase, put CYP82G1 AT3G25180 1.04 0.05 0.14 0.891653 0.950180 -6.84
267529_at putative protein kinase contains a protei AtAUR3 AT2G45490 1.01 0.02 0.14 0.891613 0.950180 -6.84
252523_at  putative protein light repressible recepto--- AT3G46400 -1.01 -0.02 -0.14 0.891612 0.950180 -6.84
267429_at putative UDP-galactose-4-epimerase MEE25 AT2G34850 1.02 0.02 0.14 0.89175 0.950184 -6.84
263585_at 60S ribosomal protein L39 --- AT2G25210 -1.03 -0.04 -0.14 0.891782 0.950184 -6.84
256150_at beta-fructofuranosidase identical to betaATFRUCT AT1G55120 1.03 0.04 0.14 0.891751 0.950184 -6.84
263572_at putative disease resistance protein simil --- AT2G17060 1.01 0.01 0.14 0.89195 0.950186 -6.84
255503_at  contains similarity to a protein kinase do--- AT4G02420 1.04 0.06 0.14 0.89193 0.950186 -6.84
245507_at hypothetical protein --- AT4G15710 1.02 0.02 0.14 0.891945 0.950186 -6.84
257306_at  hypothetical protein contains regions sim--- AT3G30200 1.01 0.01 0.14 0.891933 0.950186 -6.84
258602_at putative protein phosphatase-2C (PP2C --- AT3G02750 1.01 0.01 0.14 0.892169 0.950286 -6.84
265368_at hypothetical protein identical to hypothet--- AT2G13350 1.02 0.02 0.14 0.892166 0.950286 -6.84
246797_at putative protein  ;supported by full-length--- AT5G26790 -1.01 -0.01 -0.14 0.892149 0.950286 -6.84
254415_at subtilisin-like serine protease contains s ATSBT3.12AT4G21326 -1.01 -0.01 -0.14 0.892229 0.950306 -6.84
253254_at predicted protein SQS2 AT4G34650 1.02 0.03 0.14 0.892401 0.950445 -6.84
258227_at  6-4 photolyase (UVR3) identical to 6-4 pUVR3 AT3G15620 -1.04 -0.06 -0.14 0.892594 0.950577 -6.84



248654_at importin alpha IMPA-5 AT5G49310 1.01 0.02 0.14 0.892609 0.950577 -6.84
267187_s_aputative methylenetetrahydrofolate redu MTHFR2 AT2G44160 / -1.02 -0.02 -0.14 0.892684 0.950613 -6.84
264935_at hypothetical protein predicted by genem--- AT1G61150 1.02 0.02 0.14 0.892745 0.950634 -6.84
257875_at hypothetical protein --- AT3G17120 -1.01 -0.02 -0.14 0.892791 0.950636 -6.84
260763_at  RING-H2 finger protein RHA3a, putative--- AT1G49220 1.01 0.01 0.14 0.892831 0.950636 -6.84
260071_at putative proline-rich protein precursor si ESP1 AT1G73840 -1.01 -0.01 -0.14 0.892895 0.950660 -6.84
247388_s_atranscription factor Hap5a-like protein NF-YC1 AT3G48590 / -1.02 -0.03 -0.14 0.893026 0.950666 -6.84
252263_at putative protein several hypothetical pro --- AT3G49520 -1.01 -0.02 -0.14 0.892994 0.950666 -6.84
247397_at  Dof zinc finger protein - like Dof zinc fin --- AT5G62940 1.02 0.03 0.14 0.89296 0.950666 -6.84
258374_at hypothetical protein predicted by gensca--- AT3G14360 1.02 0.03 0.14 0.893211 0.950819 -6.84
261199_at unknown protein --- AT1G12950 -1.01 -0.01 -0.14 0.893267 0.950834 -6.84
266894_at hypothetical protein predicted by gensca--- AT2G26050 1.01 0.01 0.14 0.893565 0.950974 -6.84
259256_at putative coated vesicle membrane prote--- AT3G07680 1.01 0.02 0.14 0.893607 0.950974 -6.84
261059_at  transcription factor TINY, putative simila--- AT1G01250 1.02 0.02 0.14 0.893441 0.950974 -6.84
249449_at unknown protein --- AT5G39430 -1.01 -0.01 -0.14 0.893532 0.950974 -6.84
245849_at  leukotriene-A4 hydrolase-like protein le --- AT5G13520 -1.02 -0.03 -0.14 0.893649 0.950974 -6.84
260483_at Barley Mlo protein isolog  ; supported byMLO4 AT1G11000 1.02 0.02 0.14 0.893645 0.950974 -6.84
246894_at  heat-shock protein - like heat-shock pro--- AT5G25530 -1.02 -0.03 -0.14 0.893704 0.950980 -6.84
250295_at putative protein NEF1 AT5G13390 -1.01 -0.02 -0.14 0.893738 0.950980 -6.84
249544_at  anti-silencing factor 1-like protein S-locuASF1B AT5G38110 1.02 0.02 0.14 0.893881 0.951088 -6.84
262582_at hypothetical protein Is a member of the --- AT1G15410 1.03 0.04 0.14 0.89418 0.951362 -6.84
262437_at hypothetical protein --- --- -1.01 -0.02 -0.14 0.894396 0.951547 -6.84
260370_at putative aminolevulinate dehydratase simHEMB1 AT1G69740 -1.01 -0.02 -0.14 0.894588 0.951593 -6.84
246115_at  putative protein chloroplast outer envelo--- AT5G20300 1.01 0.02 0.14 0.894606 0.951593 -6.84
262578_at hypothetical protein Similar to gi|22113 A--- --- -1.01 -0.02 -0.14 0.894564 0.951593 -6.84
267041_at unknown protein --- AT2G34315 -1.01 -0.01 -0.14 0.894497 0.951593 -6.84
251856_at  Peptidase - like protein ileal peptidase, AMP1 AT3G54720 1.02 0.03 0.14 0.894742 0.951649 -6.84
257557_at  terpene synthase-related protein, putati --- AT3G14490 -1.01 -0.02 -0.14 0.894728 0.951649 -6.84
264950_at  peroxidase, putative similar to peroxida --- AT1G77100 -1.01 -0.02 -0.14 0.89482 0.951687 -6.84
250050_at  putative protein predicted protein, ArabiVAR3 AT5G17790 1.01 0.02 0.14 0.894943 0.951730 -6.84
264842_at hypothetical protein predicted by gensca--- AT1G03700 1.01 0.01 0.14 0.894903 0.951730 -6.84
255828_at hypothetical protein predicted by genefin--- AT2G40630 -1.01 -0.01 -0.14 0.895028 0.951776 -6.84
265705_at unknown protein related to MO25 (mous--- AT2G03410 1.03 0.04 0.14 0.895083 0.951790 -6.84
263487_at hypothetical protein predicted by genefin--- AT2G31850 -1.01 -0.01 -0.14 0.895145 0.951811 -6.84
258647_at unknown protein  ; supported by cDNA: --- AT3G07870 1.01 0.02 0.14 0.895515 0.951814 -6.84



248008_at transcription factor NtWRKY4-like ; suppWRKY2 AT5G56270 -1.02 -0.02 -0.14 0.895547 0.951814 -6.84
267070_at putative DnaJ protein --- AT2G41000 -1.02 -0.02 -0.14 0.8954 0.951814 -6.84
246749_at putative protein  ; supported by cDNA: g--- AT5G27830 1.02 0.02 0.14 0.895235 0.951814 -6.84
255262_at  putative protein equilibrative nucleoside--- AT4G05140 1.01 0.01 0.14 0.895571 0.951814 -6.84
249921_at reverse-transcriptase - like protein predi --- AT5G19270 -1.01 -0.01 -0.14 0.895607 0.951814 -6.84
267264_at putative serine carboxypeptidase II  ; su SCPL11 AT2G22970 -1.03 -0.04 -0.14 0.895332 0.951814 -6.84
256947_at hypothetical protein contains Pfam profilPOK2 AT3G19050 -1.01 -0.01 -0.14 0.895555 0.951814 -6.84
257089_at hypothetical protein SVL3 AT3G20520 1.01 0.02 0.14 0.895438 0.951814 -6.84
256719_at En/Spm-like transposon protein related t--- --- 1.01 0.02 0.14 0.895295 0.951814 -6.84
250241_at photoreceptor-interacting protein-like; no--- AT5G13600 1.01 0.02 0.14 0.895328 0.951814 -6.84
260325_at putative monodehydroascorbate reductaMDAR6 AT1G63940 -1.01 -0.02 -0.14 0.896045 0.952107 -6.84
247433_at  E2, ubiquitin-conjugating enzyme 3 (UBUBC3 AT5G62540 -1.02 -0.02 -0.14 0.896011 0.952107 -6.84
245208_at lateral root primordia (LRP1) LRP1 AT5G12330 -1.01 -0.02 -0.14 0.89605 0.952107 -6.84
257464_at hypothetical protein predicted by gensca--- AT1G20940 1.01 0.01 0.14 0.896043 0.952107 -6.84
257110_x_ahypothetical protein --- --- -1.01 -0.02 -0.14 0.896205 0.952140 -6.84
265560_at putative glycine-rich protein GRP-3 AT2G05520 1.01 0.01 0.14 0.896191 0.952140 -6.84
267521_at hypothetical protein predicted by genfind--- AT2G30480 1.01 0.02 0.14 0.896172 0.952140 -6.84
260624_at  high-affinity nitrate transporter ACH2 ideNRT2.2 AT1G08100 -1.02 -0.02 -0.14 0.896249 0.952142 -6.84
245834_at  transposon protein, putative similar to E--- --- -1.01 -0.01 -0.14 0.896338 0.952148 -6.84
256492_at hypothetical protein contains similarity to--- AT1G31490 -1.01 -0.02 -0.14 0.896311 0.952148 -6.84
262185_at  MADS box transcription factor, putative AGL67 AT1G77950 1.01 0.01 0.14 0.896439 0.952166 -6.84
257134_at hypothetical protein similar to oxidoredu --- AT3G12870 1.01 0.02 0.14 0.896414 0.952166 -6.84
254631_at  putative protein predicted proteins, ArabLSH9 AT4G18610 -1.02 -0.03 -0.13 0.896569 0.952174 -6.84
255141_at putative protein several hypothetical pro --- --- -1.01 -0.01 -0.14 0.896514 0.952174 -6.84
AFFX-r2-Ec-E. coli /GEN=bioB /DB_XREF=gb:J0442--- --- 1.03 0.04 0.13 0.896571 0.952174 -6.84
259595_at  CONSTANS family zinc finger protein, p--- AT1G28050 -1.02 -0.02 -0.13 0.896782 0.952292 -6.84
256282_at unknown protein --- AT3G12550 -1.01 -0.02 -0.13 0.896808 0.952292 -6.84
260859_at  serine carboxypeptidase II, putative simscpl44 AT1G43780 1.01 0.02 0.13 0.896728 0.952292 -6.84
261630_at hypothetical protein predicted by genem--- AT1G50080 -1.01 -0.01 -0.13 0.896969 0.952419 -6.84
259560_at hypothetical protein WAK2 AT1G21270 -1.03 -0.05 -0.13 0.897208 0.952577 -6.84
247950_at unknown protein --- AT5G57230 -1.01 -0.01 -0.13 0.897243 0.952577 -6.84
255205_at putative transposon protein --- --- -1.01 -0.01 -0.13 0.897214 0.952577 -6.84
267458_at similar to Mlo proteins from H. vulgare  ; MLO5 AT2G33670 -1.01 -0.02 -0.13 0.897449 0.952659 -6.84
267307_at putative laccase LAC3 AT2G30210 1.01 0.02 0.13 0.897371 0.952659 -6.84
255746_at  heat shock transcription factor, putative --- AT1G32020 -1.01 -0.01 -0.13 0.897487 0.952659 -6.84



258440_at putative protein phosphatase similar to p--- AT3G17250 -1.01 -0.02 -0.13 0.897454 0.952659 -6.84
247728_at putative protein --- --- 1.01 0.02 0.13 0.897567 0.952699 -6.84
254061_at putative protein several hypothetical pro --- AT4G25360 -1.01 -0.02 -0.13 0.897667 0.952716 -6.84
257781_at  spastin protein, putative similar to spast--- AT3G27120 -1.01 -0.01 -0.13 0.897645 0.952716 -6.84
261678_at  disease resistance protein, putative sim--- AT1G47370 -1.01 -0.02 -0.13 0.897939 0.952928 -6.84
246725_at  putative protein various predicted prote --- AT5G29040 1.02 0.02 0.13 0.89795 0.952928 -6.84
257693_at hypothetical protein predicted by genem--- AT3G12850 1.02 0.03 0.13 0.898102 0.953045 -6.84
257114_at  cytochrome P450, putative contains PfaCYP705A2AT3G20140 1.01 0.02 0.13 0.898163 0.953066 -6.84
254550_at Fe(II) transport protein  ;supported by fu IRT1 AT4G19690 -1.01 -0.01 -0.13 0.898206 0.953067 -6.84
257403_at hypothetical protein similar to hypothetic--- AT1G62520 1.01 0.02 0.13 0.898385 0.953083 -6.84
253882_at pelota (PEL1) PEL1 AT4G27650 -1.01 -0.02 -0.13 0.898332 0.953083 -6.84
253568_at  putative protein receptor-like kinase, Pe--- AT4G31230 1.01 0.02 0.13 0.898272 0.953083 -6.84
256953_at  flavonol 3-O-Glucosyltransferase, putat --- AT3G29630 1.01 0.02 0.13 0.898388 0.953083 -6.84
264389_at unknown protein similar to hypothetical p--- AT1G11960 1.02 0.03 0.13 0.898493 0.953150 -6.84
245695_at rec - like protein --- AT5G04270 -1.01 -0.02 -0.13 0.898767 0.953396 -6.84
251772_at  cyclophilin-like protein ROC7, cyclophili --- AT3G55920 1.01 0.02 0.13 0.898972 0.953408 -6.84
258889_at putative pectinesterase similar to pectine--- AT3G05610 -1.01 -0.02 -0.13 0.898978 0.953408 -6.84
247479_at  NAC - like protein OsNAC7, Oryza sativANAC101 AT5G62380 1.01 0.01 0.13 0.898982 0.953408 -6.84
248899_at carboxy-terminal proteinase D1-like prot --- AT5G46390 -1.01 -0.02 -0.13 0.898869 0.953408 -6.84
259508_at hypothetical protein predicted by genem--- --- -1.02 -0.02 -0.13 0.898988 0.953408 -6.84
248255_at ATP-dependent Clp protease ATP-bindi CLPX AT5G53350 -1.01 -0.02 -0.13 0.899043 0.953423 -6.84
248789_at putative protein strong similarity to unkn --- AT5G47440 -1.02 -0.02 -0.13 0.899124 0.953464 -6.84
253507_at  serine threonine protein kinase like prot --- AT4G32000 -1.02 -0.02 -0.13 0.899208 0.953509 -6.84
249235_at  beta-1,3-glucanase-like protein  ;suppo BG_PPAP AT5G42100 1.01 0.01 0.13 0.899467 0.953675 -6.84
258471_at  NPK1-related protein kinase 3 identical ANP3 AT3G06030 -1.01 -0.02 -0.13 0.899421 0.953675 -6.84
254344_at  alcohol dehydrogenase like protein prob--- AT4G22110 -1.02 -0.02 -0.13 0.899499 0.953675 -6.84
249117_at heat shock transcription factor-like proteAT-HSFA6AT5G43840 -1.01 -0.01 -0.13 0.899532 0.953675 -6.84
259837_at  aquaporin, putative similar to delta tono--- AT1G52180 -1.02 -0.02 -0.13 0.899794 0.953907 -6.84
248811_at putative protein contains similarity to ER--- AT5G47310 -1.01 -0.02 -0.13 0.899834 0.953907 -6.84
246516_at  putative protein auxin-independent grow--- AT5G15740 -1.04 -0.05 -0.13 0.899878 0.953909 -6.84
255209_at see GB:AF077408 --- --- -1.01 -0.02 -0.13 0.899985 0.953978 -6.84
259531_at hypothetical protein --- AT1G12460 1.02 0.02 0.13 0.900209 0.954021 -6.84
259294_at hypothetical protein predicted by genscaATN AT3G05330 -1.02 -0.02 -0.13 0.900185 0.954021 -6.84
264590_at unknown protein  ;supported by full-leng--- AT2G17710 -1.05 -0.07 -0.13 0.900074 0.954021 -6.84
259328_at  putative lectin contains Pfam profile: PFATMLP-30AT3G16440 1.01 0.02 0.13 0.900234 0.954021 -6.84



257282_at  TNP2-like transposon protein, putative s--- --- -1.01 -0.02 -0.13 0.900141 0.954021 -6.84
252702_at  putative protein predicted proteins, Arab--- --- 1.01 0.01 0.13 0.9003 0.954046 -6.84
AFFX-r2-Ec-E. coli /GEN=bioD /DB_XREF=gb:J0442--- --- -1.02 -0.04 -0.13 0.900423 0.954088 -6.84
249043_at berberine bridge enzyme --- AT5G44360 1.01 0.01 0.13 0.900407 0.954088 -6.84
262716_at  multicatalytic endopeptidase identical toPAB1 AT1G16470 -1.01 -0.02 -0.13 0.900592 0.954223 -6.84
247995_at putative protein contains similarity to pho--- AT5G56160 -1.01 -0.02 -0.13 0.900687 0.954279 -6.84
258130_at unknown protein --- AT3G24510 -1.01 -0.01 -0.13 0.900768 0.954320 -6.84
255822_at putative expansin  ;supported by full-len ATEXPA8 AT2G40610 1.09 0.12 0.13 0.900865 0.954379 -6.84
251908_at  putative protein late embryogenis abund--- AT3G53770 1.01 0.02 0.13 0.900965 0.954423 -6.84
257361_at putative Ta11-like non-LTR retroelemen --- --- 1.01 0.02 0.13 0.90099 0.954423 -6.84
263004_at hypothetical protein contains similarity toATNEK1 AT1G54510 -1.01 -0.02 -0.13 0.901277 0.954431 -6.84
252194_at  putative tyrosine phosphatase phospha ATPEN3 AT3G50110 -1.01 -0.02 -0.13 0.901291 0.954431 -6.84
246039_at  putative protein serine-arginine-rich spli --- AT5G19480 -1.01 -0.01 -0.13 0.901141 0.954431 -6.84
258224_at LEA76 homologue type2 identical to LEA--- AT3G15670 -1.01 -0.01 -0.13 0.901209 0.954431 -6.84
252739_at  putative protein mRNA, Homo sapiens, --- AT3G43250 -1.01 -0.01 -0.13 0.901222 0.954431 -6.84
257520_at hypothetical protein --- AT3G07710 -1.01 -0.02 -0.13 0.901098 0.954431 -6.84
248545_at cysteine proteinase similar to cysteine e --- AT5G50260 1.01 0.01 0.13 0.901234 0.954431 -6.84
246504_at hypothetical protein  ;supported by full-le--- AT5G16160 1.01 0.01 0.13 0.901396 0.954498 -6.84
258765_at putative pectinesterase contains similari --- AT3G10710 1.01 0.01 0.13 0.901564 0.954626 -6.84
260910_at  importin alpha, putative similar to impor IMPA-6 AT1G02690 -1.02 -0.02 -0.13 0.901642 0.954626 -6.84
253883_at hypothetical protein --- AT4G27660 1.01 0.02 0.13 0.901643 0.954626 -6.84
249094_at dimethylaniline monooxygenase-like YUC5 AT5G43890 -1.01 -0.02 -0.13 0.901766 0.954659 -6.84
263324_at hypothetical protein predicted by gensca--- AT2G04220 -1.01 -0.01 -0.13 0.9018 0.954659 -6.84
265436_at putative retroelement pol polyprotein --- --- 1.01 0.01 0.13 0.901717 0.954659 -6.84
266142_at unknown protein  ; supported by cDNA: --- AT2G39030 -1.06 -0.08 -0.13 0.901937 0.954761 -6.84
247361_at unknown protein  ;supported by full-leng--- AT5G63480 -1.01 -0.02 -0.13 0.902142 0.954912 -6.84
266047_at unknown protein --- AT2G40800 -1.01 -0.02 -0.13 0.902164 0.954912 -6.84
264129_at hypothetical protein predicted by genem--- AT1G79170 -1.01 -0.02 -0.13 0.902221 0.954928 -6.84
263673_at unknown protein --- AT2G04800 -1.02 -0.02 -0.13 0.902336 0.955006 -6.84
261936_at  seed maturation protein PM27, putative--- AT1G22600 1.01 0.02 0.13 0.902439 0.955070 -6.84
245812_at hypothetical protein predicted by genem--- --- -1.01 -0.01 -0.13 0.902607 0.955204 -6.84
255917_at putative protein --- AT5G28560 1.01 0.01 0.13 0.902729 0.955289 -6.84
250629_at respiratory burst oxidase protein A ATRBOHAAT5G07390 1.01 0.02 0.13 0.90278 0.955299 -6.84
248084_at sodium proton exchanger NHX3 AT5G55470 -1.01 -0.02 -0.13 0.902936 0.955420 -6.84
266695_at putative CCCH-type zinc finger protein  --- AT2G19810 -1.02 -0.03 -0.13 0.902997 0.955439 -6.84



260703_at  syntaxin, putative similar to syntaxin GBATSYP24 AT1G32270 -1.01 -0.01 -0.13 0.90306 0.955461 -6.84
256093_at predicted protein ; supported by cDNA: g--- AT1G20823 1.03 0.05 0.13 0.903144 0.955498 -6.84
259393_at  trehalose-6-phosphate synthase, putativATTPS7 AT1G06410 1.01 0.02 0.13 0.903234 0.955498 -6.84
253312_s_a putative protein (1,4)-beta-xylan endohy--- AT4G33850 / 1.01 0.01 0.13 0.903247 0.955498 -6.84
258325_at putative heat shock protein similar to pu HSFA6B AT3G22830 1.01 0.01 0.13 0.903262 0.955498 -6.84
266245_at putative translation initiation factor IF2 --- AT2G27700 1.01 0.01 0.13 0.903336 0.955532 -6.84
257743_at unknown protein --- AT3G27390 1.01 0.02 0.13 0.903549 0.955536 -6.84
265630_at unknown protein similar to ovarian tumo --- AT2G27350 1.01 0.01 0.13 0.903428 0.955536 -6.84
260230_at putative DNA-binding protein contains P--- AT1G74500 1.01 0.01 0.13 0.903431 0.955536 -6.84
255658_at hypothetical protein  ;supported by full-le--- AT4G00770 1.01 0.02 0.13 0.903508 0.955536 -6.84
249029_at disease resistance protein-like --- AT5G44870 1.01 0.01 0.13 0.903469 0.955536 -6.84
263587_at putative synaptobrevin ATVAMP7 AT2G25340 1.01 0.02 0.13 0.903596 0.955541 -6.84
267141_at putative MYB family transcription factor --- AT2G38090 -1.01 -0.02 -0.13 0.903845 0.955726 -6.84
257341_at  pseudogene, Mutator-like transposase s--- --- 1.01 0.01 0.13 0.903855 0.955726 -6.84
261772_at hypothetical protein predicted by genem--- AT1G76240 -1.02 -0.03 -0.13 0.903999 0.955789 -6.84
256942_at hypothetical protein similar to unknown pLSH4 AT3G23290 1.03 0.04 0.13 0.90404 0.955789 -6.84
259963_at  phosphate/phosphoenolpyruvate translo--- AT1G53660 -1.01 -0.01 -0.13 0.903959 0.955789 -6.84
257942_at  SKP1/ASK1 (At8), putative similar to SkASK8 AT3G21830 -1.01 -0.02 -0.12 0.904201 0.955915 -6.84
247765_at cytochrome P450 CYP86A1 CYP86A1 AT5G58860 1.02 0.03 0.12 0.904441 0.956125 -6.84
254794_at putative protein --- AT4G12970 1.04 0.05 0.12 0.904495 0.956138 -6.84
248717_at Expressed protein ; supported by full-len--- AT5G48175 -1.01 -0.01 -0.12 0.904634 0.956239 -6.84
265355_at hypothetical protein predicted by genefin--- AT2G16760 1.02 0.02 0.12 0.90487 0.956432 -6.84
253146_at  putative protein predicted protein, Arabi --- AT4G35590 1.01 0.01 0.12 0.9049 0.956432 -6.84
248525_s_aunknown protein --- AT5G50610 / 1.01 0.01 0.12 0.905033 0.956529 -6.84
261940_at hypothetical protein predicted by genem--- AT1G22520 1.01 0.02 0.12 0.905121 0.956577 -6.84
253253_at  putative protein auxin-regulated gene, V--- AT4G34750 1.01 0.01 0.12 0.905479 0.956646 -6.84
253274_at  Phosphoglycerate dehydrogenase - likeEDA9 AT4G34200 1.06 0.08 0.12 0.90547 0.956646 -6.84
255005_at putative protein putative proteins Arabid --- AT4G09990 -1.01 -0.02 -0.12 0.905361 0.956646 -6.84
260773_at gibberellin 2- oxidase identical to gibbereATGA2OX AT1G78440 -1.01 -0.02 -0.12 0.905234 0.956646 -6.84
263620_at hypothetical protein predicted by gensca--- --- 1.01 0.01 0.12 0.905338 0.956646 -6.84
251613_at hypothetical protein --- AT3G57960 -1.01 -0.02 -0.12 0.905303 0.956646 -6.84
250081_at unknown protein --- AT5G17180 1.01 0.01 0.12 0.905441 0.956646 -6.84
263649_at putative 1-aminocyclopropane-1-carboxy--- AT1G04380 -1.01 -0.01 -0.12 0.905586 0.956706 -6.84
250802_at pectinesterase --- AT5G04970 -1.01 -0.01 -0.12 0.90562 0.956706 -6.84
266701_at profilin 1  ; supported by cDNA: gi_1353 PRF1 AT2G19760 1.01 0.01 0.12 0.905759 0.956808 -6.84



250630_at hypothetical protein --- AT5G07400 -1.01 -0.02 -0.12 0.905927 0.956942 -6.84
261202_at  flower pigmentation protein ATAN11 ideATAN11 AT1G12910 1.01 0.01 0.12 0.905984 0.956957 -6.84
250437_at AtAGP4  ; supported by cDNA: gi_13926AGP4 AT5G10430 1.04 0.06 0.12 0.906248 0.956971 -6.84
257625_at  cytochrome P450, putative contains PfaCYP71B24AT3G26230 -1.05 -0.07 -0.12 0.906116 0.956971 -6.84
262249_at root hairless 1 (RHL1) similar to root hai RHL1 AT1G48380 1.01 0.02 0.12 0.906163 0.956971 -6.84
248897_at KCO-like protein 3 (emb|CAB40380.1) KCO3 AT5G46360 -1.01 -0.02 -0.12 0.906226 0.956971 -6.84
246571_at putative protein --- AT5G15000 -1.01 -0.01 -0.12 0.90614 0.956971 -6.84
265054_x_a mutator-like transposase, putative simila--- --- 1.01 0.02 0.12 0.906179 0.956971 -6.84
256778_at  nucleosome assembly protein, putative NAP1;4 AT3G13782 1.01 0.01 0.12 0.906292 0.956972 -6.84
262064_at  elongation factor, putative similar to ELOLOS1 AT1G56070 -1.01 -0.02 -0.12 0.906346 0.956979 -6.84
247998_at unknown protein --- AT5G56200 -1.02 -0.02 -0.12 0.906382 0.956979 -6.84
264002_at putative DnaJ protein  ;supported by full --- AT2G22360 -1.01 -0.02 -0.12 0.906441 0.956997 -6.84
266230_at hypothetical protein predicted by gensca--- AT2G28830 -1.02 -0.03 -0.12 0.906561 0.957075 -6.84
257703_at unknown protein ; supported by full-leng--- AT3G12640 -1.01 -0.01 -0.12 0.906641 0.957075 -6.84
246620_at cytochrome P450  ; supported by cDNA CYP81D1 AT5G36220 -1.02 -0.03 -0.12 0.906639 0.957075 -6.84
256368_at  cinnamyl alcohol dehydrogenase, putat --- AT1G66800 1.01 0.01 0.12 0.906865 0.957268 -6.84
250294_at  auxin reponsive - like protein Nt-gh3 de --- AT5G13380 1.01 0.01 0.12 0.907041 0.957409 -6.84
255979_at hypothetical protein UPF3 AT1G33980 -1.01 -0.01 -0.12 0.907151 0.957481 -6.84
257390_x_ahypothetical protein predicted by gensca--- --- -1.01 -0.02 -0.12 0.907251 0.957522 -6.84
252987_at  putative growth regulator protein auxin- --- AT4G38390 -1.01 -0.02 -0.12 0.907335 0.957522 -6.84
257710_at unknown protein  ;supported by full-leng--- AT3G27350 1.01 0.01 0.12 0.907398 0.957522 -6.84
255160_at putative pathogenesis-related protein --- AT4G07820 1.01 0.01 0.12 0.907389 0.957522 -6.84
256604_at hypothetical protein predicted by genem--- --- -1.01 -0.01 -0.12 0.907401 0.957522 -6.84
252729_at  putative protein replication protein A1, X--- --- -1.01 -0.01 -0.12 0.907603 0.957692 -6.84
265469_at unknown protein predicted by genscan --- AT2G37160 -1.01 -0.01 -0.12 0.907868 0.957797 -6.84
265762_at hypothetical protein --- AT2G01240 -1.01 -0.02 -0.12 0.907912 0.957797 -6.84
254151_at  F-box protein family, AtFBX14 similar to--- AT4G24390 1.01 0.01 0.12 0.907884 0.957797 -6.84
253315_at  putative protein various predicted prote --- AT4G33900 -1.01 -0.01 -0.12 0.907788 0.957797 -6.84
250142_at  polygalacturonase - like protein polygala--- AT5G14650 -1.02 -0.03 -0.12 0.90777 0.957797 -6.84
258633_at putative serine carboxypeptidase II similSCPL27 AT3G07990 -1.02 -0.03 -0.12 0.908158 0.957997 -6.84
264881_s_a lysine and histidine specific transporter, --- AT1G61270 / -1.01 -0.01 -0.12 0.908186 0.957997 -6.84
257057_at hypothetical protein predicted by gensca--- --- -1.01 -0.01 -0.12 0.908365 0.958053 -6.84
246315_at hypothetical protein --- AT3G56870 -1.02 -0.02 -0.12 0.908286 0.958053 -6.84
255970_s_ahypothetical protein predicted by genesc--- --- -1.01 -0.01 -0.12 0.908356 0.958053 -6.84
265533_at putative replication protein A1 --- --- 1.01 0.01 0.12 0.908457 0.958105 -6.84



248506_at adenylate kinase  ;supported by full-leng--- AT5G50370 -1.03 -0.04 -0.12 0.908697 0.958314 -6.85
247585_at  putative protein predicted proteins, Arab--- AT5G60680 1.01 0.02 0.12 0.908869 0.958363 -6.85
265838_at putative spliceosome associated protein--- AT2G14550 -1.01 -0.01 -0.12 0.90882 0.958363 -6.85
250282_at  putative protein predicted protein, Arabi --- AT5G13260 1.01 0.02 0.12 0.908859 0.958363 -6.85
255246_at  putative protein hypothetical protein F14--- --- 1.01 0.02 0.12 0.909053 0.958512 -6.85
262424_at hypothetical protein predicted by genem--- AT1G47680 -1.01 -0.01 -0.12 0.9091 0.958518 -6.85
246569_at  lysophospholipase -like protein lysopho --- AT5G14980 1.01 0.01 0.12 0.909156 0.958532 -6.85
252167_at  putative protein steroid dehydrogenase --- AT3G50560 1.01 0.02 0.12 0.909434 0.958780 -6.85
260858_at hypothetical protein predicted by genem--- AT1G43770 -1.01 -0.01 -0.12 0.90962 0.958780 -6.85
257820_at  immunophilin (FKBP15-1) identical to imFKBP15-1 AT3G25220 1.01 0.02 0.12 0.909608 0.958780 -6.85
246599_at  putative protein ATP-dependent RNA h --- AT5G14900 1.01 0.01 0.12 0.909633 0.958780 -6.85
255196_x_asee GB:AF058826 --- --- 1.01 0.01 0.12 0.909627 0.958780 -6.85
251384_at putative protein --- AT3G60760 -1.01 -0.01 -0.12 0.909643 0.958780 -6.85
246137_at  putative protein predicted proteins, ArabLSH1 AT5G28490 1.02 0.04 0.12 0.90969 0.958785 -6.85
247731_at  glucuronosyl transferase - like protein gUGT76E2 AT5G59590 1.01 0.01 0.12 0.909756 0.958810 -6.85
260284_at unknown protein  ; supported by full-leng--- AT1G80380 -1.01 -0.01 -0.12 0.909839 0.958854 -6.85
246793_at  putative protein seven transmembrane --- AT5G27210 1.01 0.01 0.12 0.909952 0.958884 -6.85
256761_at hypothetical protein predicted by gensca--- AT3G25670 1.01 0.02 0.12 0.909921 0.958884 -6.85
245253_at hydroperoxide lyase (HPOL) like proteinHPL1 AT4G15440 -1.05 -0.07 -0.12 0.910092 0.958906 -6.85
260472_at hypothetical protein predicted by genefin--- AT1G10990 -1.06 -0.08 -0.12 0.910099 0.958906 -6.85
256941_at hypothetical protein --- --- -1.01 -0.02 -0.12 0.910056 0.958906 -6.85
257811_at  nitrate transporter, putative similar to nit--- AT3G25280 1.01 0.01 0.12 0.910147 0.958913 -6.85
253818_at hypothetical protein --- AT4G28330 -1.01 -0.02 -0.12 0.910203 0.958927 -6.85
245648_at F5A9.12 hypothetical protein --- --- -1.01 -0.01 -0.12 0.9105 0.959196 -6.85
256386_at  cytochrome P450, putative contains Pfa--- AT1G66540 1.01 0.01 0.12 0.910557 0.959211 -6.85
260970_at unknown protein --- AT1G53640 1.01 0.02 0.12 0.91068 0.959297 -6.85
250807_at helicase-like transcription factor-like prot--- AT5G05130 -1.01 -0.02 -0.12 0.910732 0.959307 -6.85
248727_at cytochrome P450 CYP705A5AT5G47990 1.01 0.01 0.12 0.910862 0.959355 -6.85
245282_at hypothetical protein ; supported by cDNA--- AT4G14990 -1.01 -0.02 -0.12 0.910836 0.959355 -6.85
258878_at hypothetical protein predicted by gensca--- AT3G03170 1.01 0.01 0.12 0.910975 0.959430 -6.85
249772_at unknown protein --- AT5G24130 1.02 0.02 0.12 0.911027 0.959441 -6.85
263894_at putative cytochrome P450 CYP96A5 AT2G21910 1.01 0.01 0.12 0.911105 0.959472 -6.85
261456_at hypothetical protein predicted by genem--- AT1G21050 1.05 0.06 0.12 0.911141 0.959472 -6.85
254391_at  putative bifunctional nuclease bifunctionENDO3 AT4G21590 1.01 0.01 0.12 0.911445 0.959582 -6.85
259136_at unknown protein --- AT3G05470 1.01 0.02 0.12 0.911427 0.959582 -6.85



245489_at FCA gamma protein FCA AT4G16280 1.01 0.01 0.12 0.911456 0.959582 -6.85
248763_at putative protein similar to unknown prote--- AT5G47550 -1.07 -0.10 -0.12 0.91144 0.959582 -6.85
255422_at putative D-type cyclin CYCD6;1 AT4G03270 1.01 0.01 0.12 0.911291 0.959582 -6.85
265171_at hypothetical protein --- AT1G23790 -1.01 -0.01 -0.12 0.911549 0.959636 -6.85
258541_at hypothetical protein --- AT3G07000 1.01 0.01 0.12 0.911635 0.959656 -6.85
254733_at  putative polygalacturonase polygalactur--- AT4G13760 -1.01 -0.01 -0.12 0.911652 0.959656 -6.85
259386_at hypothetical protein contains similarity toNUB AT1G13400 1.01 0.01 0.12 0.911702 0.959664 -6.85
245659_at hypothetical protein predicted by genem--- AT1G28260 -1.02 -0.02 -0.11 0.911847 0.959773 -6.85
257790_at  gda-1, putative similar to gda-1 GB:CAA--- AT3G27090 -1.01 -0.02 -0.11 0.912048 0.959940 -6.85
261290_at hypothetical protein predicted by genem--- AT1G36990 1.01 0.02 0.11 0.912211 0.959978 -6.85
265181_at putative OBP32pep protein  ;supported --- AT1G23510 -1.01 -0.02 -0.11 0.912161 0.959978 -6.85
247622_at putative protein --- AT5G60350 1.01 0.01 0.11 0.912169 0.959978 -6.85
255110_at  peroxidase C2 precursor like protein pe--- AT4G08770 1.05 0.07 0.11 0.912325 0.960010 -6.85
257446_at hypothetical protein predicted by gensca--- AT2G10440 -1.01 -0.01 -0.11 0.912305 0.960010 -6.85
258265_at  putative beta-1,3-glucanase precursor s--- AT3G15800 -1.01 -0.01 -0.11 0.912435 0.960081 -6.85
258127_at unknown protein --- AT3G24570 1.01 0.01 0.11 0.91256 0.960124 -6.85
262898_at hypothetical protein predicted by genem--- AT1G59850 1.01 0.01 0.11 0.912527 0.960124 -6.85
263807_at putative indole-3-glycerol phosphate syn--- AT2G04400 1.04 0.06 0.11 0.912637 0.960160 -6.85
254327_at  RCc3- like protein RCc3 protein, Oryza --- AT4G22490 -1.02 -0.03 -0.11 0.912782 0.960231 -6.85
265972_at putative retroelement pol polyprotein --- --- 1.01 0.01 0.11 0.912788 0.960231 -6.85
246657_at  putative protein predicted proteins, Arab--- --- -1.01 -0.01 -0.11 0.912918 0.960324 -6.85
267169_at putative oxidoreductase --- AT2G37540 -1.02 -0.03 -0.11 0.913023 0.960390 -6.85
248110_at wax synthase-like protein --- AT5G55320 1.01 0.01 0.11 0.91312 0.960447 -6.85
266956_at unknown protein --- AT2G34510 1.02 0.03 0.11 0.913224 0.960474 -6.85
253563_at  putative protein predicted protein, Schiz--- AT4G31150 -1.01 -0.02 -0.11 0.91323 0.960474 -6.85
255121_at putative mitogen-activated protein kinas MAPKKK9 AT4G08480 -1.01 -0.02 -0.11 0.913349 0.960511 -6.85
265525_at putative Ty3-gypsy-like retroelement pol --- --- 1.01 0.01 0.11 0.913325 0.960511 -6.85
258040_at unknown protein  ;supported by full-leng--- AT3G21190 -1.05 -0.07 -0.11 0.913479 0.960604 -6.85
245520_at delta-cadinene synthase like protein ATTS1 AT4G15870 1.01 0.01 0.11 0.913636 0.960610 -6.85
256445_at hypothetical protein predicted by genem--- AT3G11160 -1.01 -0.01 -0.11 0.913692 0.960610 -6.85
265763_at unknown protein --- AT2G48060 -1.01 -0.01 -0.11 0.913569 0.960610 -6.85
261123_at hypothetical protein predicted by gensca--- AT1G62860 1.01 0.02 0.11 0.913696 0.960610 -6.85
245837_at  peptidylprolyl isomerase, putative simila--- AT1G58450 1.01 0.01 0.11 0.913693 0.960610 -6.85
263256_at unknown protein similar to ESTs gb|H36ATCPISCAAT1G10500 -1.01 -0.02 -0.11 0.913904 0.960785 -6.85
246233_at putative protein --- AT4G36550 1.02 0.03 0.11 0.914036 0.960802 -6.85



263596_at putative inositol polyphosphate-5-phosp --- AT2G01900 1.01 0.01 0.11 0.914046 0.960802 -6.85
267039_at hypothetical protein predicted by genefin--- AT2G34270 -1.01 -0.01 -0.11 0.913999 0.960802 -6.85
256848_at hypothetical protein similar to hypothetic--- AT3G27960 1.03 0.04 0.11 0.914362 0.960830 -6.85
265661_at putative protein kinase contains a protei --- AT2G24360 1.01 0.01 0.11 0.914634 0.960830 -6.85
264253_at putative kinesin similar to GB:AAB61066--- AT1G09170 1.01 0.02 0.11 0.914747 0.960830 -6.85
266388_at hypothetical protein predicted by gensca--- AT2G32340 -1.01 -0.02 -0.11 0.914698 0.960830 -6.85
264585_at auxin-resistance protein AXR1 E1 ubiquAXR1 AT1G05180 -1.01 -0.01 -0.11 0.914164 0.960830 -6.85
251167_at  putative protein proteinase inhibitor - Or--- AT3G63360 1.01 0.01 0.11 0.914283 0.960830 -6.85
246157_at  cytochrome-b5 reductase - like protein c--- AT5G20080 -1.01 -0.02 -0.11 0.914608 0.960830 -6.85
249163_at  glucose-6-phosphate isomerase, cytoso--- AT5G42740 -1.01 -0.02 -0.11 0.914523 0.960830 -6.85
252727_s_a putative protein predicted proteins, Arab--- --- 1.01 0.01 0.11 0.914169 0.960830 -6.85
258115_at hypothetical protein predicted by gescan--- AT3G14670 -1.01 -0.01 -0.11 0.914745 0.960830 -6.85
250631_at  pectin methyl-esterase-like protein pect --- AT5G07430 1.01 0.01 0.11 0.914603 0.960830 -6.85
261360_at hypothetical protein predicted by gensca--- --- 1.01 0.01 0.11 0.914493 0.960830 -6.85
255174_at putative Athila-like protein --- --- 1.01 0.01 0.11 0.914319 0.960830 -6.85
263527_at putative thaumatin-like pathogenesis-rel --- AT2G24810 -1.01 -0.02 -0.11 0.914465 0.960830 -6.85
254094_at  putative protein ATP-dependent DNA h --- AT4G25120 -1.01 -0.02 -0.11 0.914302 0.960830 -6.85
261918_at hypothetical protein --- AT1G65940 -1.01 -0.01 -0.11 0.91447 0.960830 -6.85
256640_at hypothetical protein predicted by genem--- AT3G32260 1.01 0.01 0.11 0.914812 0.960854 -6.85
265553_at putative retroelement pol polyprotein --- --- -1.01 -0.01 -0.11 0.914921 0.960924 -6.85
254786_at  putative protein gamma-interferon-induc--- AT4G12890 1.01 0.01 0.11 0.915012 0.960931 -6.85
252341_at  remorin -like protein remorin, Solanum t--- AT3G48940 -1.01 -0.01 -0.11 0.914993 0.960931 -6.85
265126_s_ahypothetical protein similar to hypothetic--- AT1G55380 / 1.01 0.01 0.11 0.915131 0.961012 -6.85
266655_at putative protein kinase contains a protei AtAUR2 AT2G25880 -1.01 -0.02 -0.11 0.915238 0.961080 -6.85
253375_at hypothetical protein --- AT4G33280 1.01 0.01 0.11 0.915331 0.961089 -6.85
263078_at hypothetical protein predicted by genefin--- AT2G05350 -1.01 -0.01 -0.11 0.915295 0.961089 -6.85
263600_at hypothetical protein predicted by genscaDRD1 AT2G16390 -1.01 -0.01 -0.11 0.915415 0.961134 -6.85
257157_at  syntaxin-like protein similar to syntaxin SYP32 AT3G24350 1.01 0.02 0.11 0.915568 0.961249 -6.85
253759_at AIM1 protein ; supported by cDNA: gi_1 AIM1 AT4G29010 -1.01 -0.01 -0.11 0.915813 0.961452 -6.85
254516_at putative protein --- AT4G20290 1.01 0.01 0.11 0.915845 0.961452 -6.85
249016_at putative protein contains similarity to DNREV1 AT5G44750 -1.01 -0.02 -0.11 0.915913 0.961479 -6.85
265755_at En/Spm transposon hypothetical protein--- --- 1.01 0.01 0.11 0.915957 0.961481 -6.85
257122_at  RNA-binding protein, putative contains APUM5 AT3G20250 1.01 0.02 0.11 0.91671 0.961493 -6.85
259257_at unknown protein  ;supported by full-leng--- AT3G07760 -1.01 -0.01 -0.11 0.916147 0.961493 -6.85
255724_at hypothetical protein BRCA2(IV AT4G00020 -1.01 -0.01 -0.11 0.916625 0.961493 -6.85



261606_at  peroxidase, putative similar to peroxida --- AT1G49570 -1.01 -0.02 -0.11 0.916183 0.961493 -6.85
263067_at hypothetical protein predicted by gensca--- AT2G17550 1.02 0.02 0.11 0.916485 0.961493 -6.85
261460_at  MAP kinase, putative similar to GB:CABATMPK13 AT1G07880 -1.01 -0.01 -0.11 0.916828 0.961493 -6.85
254681_at  putative protein HYA22 protein, Homo s--- AT4G18140 -1.01 -0.02 -0.11 0.916472 0.961493 -6.85
250927_at  lysine decarboxylase - like protein lysine--- AT5G03270 -1.01 -0.02 -0.11 0.916748 0.961493 -6.85
252177_at  protein kinase ATN1 - like protein prote --- AT3G50730 -1.01 -0.01 -0.11 0.916426 0.961493 -6.85
251271_at hypothetical protein ; supported by full-le--- AT3G62050 -1.01 -0.02 -0.11 0.916794 0.961493 -6.85
251312_at MADS-box protein AGL13  ; supported bAGL13 AT3G61120 1.01 0.01 0.11 0.916527 0.961493 -6.85
257476_at unknown protein --- AT1G80960 -1.01 -0.01 -0.11 0.916537 0.961493 -6.85
267019_at hypothetical protein predicted by gensca--- AT2G39130 -1.01 -0.01 -0.11 0.916884 0.961493 -6.85
249688_at putative protein tyrosine aminotransferas--- AT5G36160 -1.01 -0.02 -0.11 0.916127 0.961493 -6.85
256565_at hypothetical protein AT3G1951--- -1.01 -0.01 -0.11 0.916133 0.961493 -6.85
251164_s_a putative protein protein phosphatase 2C--- AT3G63320 / 1.01 0.01 0.11 0.916367 0.961493 -6.85
256345_at hypothetical protein similar to hypothetic--- AT1G55030 1.01 0.01 0.11 0.916642 0.961493 -6.85
250901_at putative protein  ; supported by cDNA: gRABC2A AT5G03530 1.03 0.04 0.11 0.916775 0.961493 -6.85
245741_at hypothetical protein similar to unknown p--- AT1G44120 1.01 0.01 0.11 0.9163 0.961493 -6.85
263437_at putative disease resistance response pr --- AT2G28670 1.01 0.01 0.11 0.916205 0.961493 -6.85
265487_at hypothetical protein --- --- 1.01 0.01 0.11 0.916796 0.961493 -6.85
252074_at  putative protein DNA helicase homolog --- AT3G51700 -1.01 -0.01 -0.11 0.916896 0.961493 -6.85
254002_at  steroid sulfotransferase - like protein ste--- AT4G26280 1.01 0.01 0.11 0.917101 0.961564 -6.85
263296_at unknown protein --- AT2G38800 1.02 0.03 0.11 0.917086 0.961564 -6.85
247321_s_aphosphatidylinositol 4-kinase (emb|CAB PI-4KBETAAT5G09350 / -1.01 -0.02 -0.11 0.917121 0.961564 -6.85
245826_at  disease resistance protein RPS4, putat --- AT1G57850 -1.01 -0.01 -0.11 0.917138 0.961564 -6.85
260285_at putative 3-isopropylmalate dehydrogena--- AT1G80560 1.01 0.02 0.11 0.917174 0.961564 -6.85
267609_at unknown protein similar to GP|522127|g--- AT2G26780 1.01 0.01 0.11 0.917317 0.961587 -6.85
266933_at putative Ta11-like non-LTR retroelemen --- AT2G07760 1.01 0.02 0.11 0.917398 0.961587 -6.85
261509_at hypothetical protein predicted by genem--- AT1G71740 -1.01 -0.02 -0.11 0.917331 0.961587 -6.85
249017_at C2 domain-containing protein-like --- AT5G44760 -1.01 -0.02 -0.11 0.917407 0.961587 -6.85
248321_at putative protein similar to unknown prote--- AT5G52740 1.01 0.01 0.11 0.917332 0.961587 -6.85
264420_at hypothetical protein predicted by genem--- AT1G43320 -1.01 -0.01 -0.11 0.917798 0.961953 -6.85
247120_at amino acid transporter protein-like --- AT5G65990 -1.01 -0.01 -0.11 0.917993 0.962024 -6.85
248325_at unknown protein --- AT5G52800 1.01 0.01 0.11 0.917965 0.962024 -6.85
247088_at unknown protein --- AT5G66340 -1.01 -0.01 -0.11 0.917966 0.962024 -6.85
251246_at  auxin-induced protein homolog auxin-in IAA30 AT3G62100 1.01 0.01 0.11 0.918085 0.962077 -6.85
262713_at unknown protein --- AT1G16520 1.02 0.02 0.11 0.918219 0.962172 -6.85



256586_at hypothetical protein --- AT3G28770 1.01 0.01 0.11 0.918289 0.962202 -6.85
249803_at putative protein similar to unknown prote--- AT5G23780 -1.01 -0.01 -0.11 0.918414 0.962289 -6.85
255752_at  secretory carrier membrane protein, put--- AT1G32050 -1.01 -0.02 -0.11 0.91869 0.962534 -6.85
263393_at hypothetical protein similar to hypothetic--- --- -1.01 -0.01 -0.11 0.918824 0.962585 -6.85
257815_at unknown protein --- AT3G25130 -1.01 -0.01 -0.11 0.918801 0.962585 -6.85
250375_at  putative protein L-gulono-gamma-lacton--- AT5G11540 -1.01 -0.01 -0.11 0.91907 0.962755 -6.85
254046_at hypothetical protein --- AT4G26020 1.01 0.01 0.11 0.919032 0.962755 -6.85
248117_at FH protein interacting protein FIP2 (gb|AFIP2 AT5G55000 -1.01 -0.02 -0.11 0.919225 0.962784 -6.85
245677_at hypothetical protein predicted by genem--- AT1G56660 1.01 0.01 0.11 0.919191 0.962784 -6.85
255893_at  threonyl-tRNA synthetase, putative sim --- AT1G17960 1.02 0.02 0.11 0.919163 0.962784 -6.85
257598_at  PRT1 identical to GB:CAA11891 from [APRT1 AT3G24800 -1.01 -0.02 -0.11 0.919364 0.962833 -6.85
266548_at unknown protein  ;supported by full-lengRPA AT2G35210 1.01 0.02 0.11 0.919344 0.962833 -6.85
255096_at  hypothetical protein similar to T21B4.5, --- --- -1.01 -0.01 -0.10 0.919458 0.962833 -6.85
253036_at putative protein other predicted proteins --- AT4G38340 1.01 0.01 0.10 0.919482 0.962833 -6.85
260839_at unknown protein --- AT1G43690 -1.01 -0.01 -0.11 0.919412 0.962833 -6.85
261826_at  pectin methylesterase, putative similar tPMEPCRAAT1G11580 1.02 0.03 0.10 0.919634 0.962948 -6.85
248423_at putative protein contains similarity to unk--- AT5G51670 1.01 0.02 0.10 0.919835 0.963070 -6.85
246229_at pectinesterase like protein sks15 AT4G37160 -1.01 -0.01 -0.10 0.919805 0.963070 -6.85
258165_at unknown protein  ; supported by cDNA: --- AT3G17900 -1.01 -0.01 -0.10 0.919934 0.963085 -6.85
265997_at Expressed protein ; supported by cDNA --- AT2G24250 -1.01 -0.01 -0.10 0.919903 0.963085 -6.85
255348_at hypothetical protein --- AT4G03820 -1.01 -0.01 -0.10 0.920102 0.963216 -6.85
251053_at  Ca2+/H+ exchanger-like protein Ca2+/HCAX4 AT5G01490 -1.02 -0.02 -0.10 0.920245 0.963322 -6.85
265842_at putative AP2 domain transcription factorERF38 AT2G35700 1.02 0.03 0.10 0.920386 0.963337 -6.85
263990_at putative phosphoprotein phosphatase  ; PP5.2 AT2G42810 -1.01 -0.01 -0.10 0.920361 0.963337 -6.85
266769_s_aputative reverse transcriptase --- --- -1.01 -0.01 -0.10 0.920316 0.963337 -6.85
253457_at  putative protein C56A3.6,Caenorhabdit --- AT4G32060 1.01 0.01 0.10 0.920585 0.963457 -6.85
256124_at hypothetical protein predicted by genscaATPUP9 AT1G18220 1.01 0.01 0.10 0.920547 0.963457 -6.85
253426_at  putative protein polygalacturonase (EC --- AT4G32375 -1.01 -0.01 -0.10 0.920684 0.963517 -6.85
254896_at MADS-box protein AGL14 AGL14 AT4G11880 -1.01 -0.01 -0.10 0.920753 0.963544 -6.85
267643_at hypothetical protein predicted by genefinRALFL17 AT2G32890 -1.01 -0.01 -0.10 0.920823 0.963573 -6.85
265286_at putative NADH-ubiquinone oxireductase--- AT2G20360 -1.01 -0.01 -0.10 0.920959 0.963671 -6.85
253471_at hypothetical protein --- --- 1.01 0.01 0.10 0.921074 0.963748 -6.85
245542_at CONSTANS like protein --- AT4G15250 -1.01 -0.01 -0.10 0.921279 0.963917 -6.85
259306_at unknown protein  ;supported by full-lengPNC1 AT3G05290 1.01 0.01 0.10 0.921544 0.964151 -6.85
245896_at putative transcriptional co-activator (KIWKIWI AT5G09250 1.01 0.02 0.10 0.921715 0.964286 -6.85



257062_at  zinc finger protein, putative contains PfaEMB2454 AT3G18290 1.02 0.03 0.10 0.922018 0.964302 -6.85
254615_at  RNase L inhibitor-like protein RNase L RLI2 AT4G19210 -1.01 -0.01 -0.10 0.921857 0.964302 -6.85
262394_at unknown protein emb1273 AT1G49510 1.01 0.02 0.10 0.921875 0.964302 -6.85
257396_at predicted protein EPF1 AT2G20875 -1.01 -0.01 -0.10 0.922027 0.964302 -6.85
257380_at hypothetical protein predicted by genefin--- AT2G28090 1.01 0.01 0.10 0.921948 0.964302 -6.85
247986_at unknown protein --- AT5G56880 1.01 0.01 0.10 0.921889 0.964302 -6.85
252530_at  putative protein several oxidases, main --- AT3G46500 1.01 0.01 0.10 0.921993 0.964302 -6.85
262458_at  serine/threonine kinase, putative similar--- AT1G11280 -1.01 -0.01 -0.10 0.922152 0.964389 -6.85
257731_at  unknown protein similar to CALCINEUR--- AT3G18430 1.01 0.01 0.10 0.922291 0.964490 -6.85
259962_at  RNA polymerase II, putative similar to G--- AT1G53690 1.01 0.01 0.10 0.922384 0.964543 -6.85
254297_at hypothetical protein --- AT4G23110 1.01 0.01 0.10 0.922441 0.964559 -6.85
259103_at unknown protein  ; supported by cDNA: --- AT3G11690 -1.02 -0.03 -0.10 0.922487 0.964563 -6.85
252780_at alcohol dehydrogenase (ATA1)  ;suppor ATA1 AT3G42960 1.01 0.02 0.10 0.922634 0.964672 -6.85
246816_at putative protein --- AT5G27230 1.01 0.01 0.10 0.922724 0.964722 -6.85
260752_at unknown protein contains similarity to fla--- AT1G49030 -1.01 -0.01 -0.10 0.922774 0.964729 -6.85
252380_at  ABC-type transport protein-like protein AATH2 AT3G47740 -1.01 -0.01 -0.10 0.922838 0.964739 -6.85
262470_at  disease resistance protein, putative sim--- AT1G50180 -1.01 -0.01 -0.10 0.922867 0.964739 -6.85
259046_at  calmodulin-like protein similar to calmod--- AT3G03400 1.01 0.01 0.10 0.922934 0.964765 -6.85
265063_at  receptor kinase, putative similar to rece --- AT1G61500 1.01 0.01 0.10 0.923019 0.964809 -6.85
256594_at hypothetical protein similar to putative A --- AT3G28520 -1.01 -0.01 -0.10 0.923065 0.964813 -6.85
266304_at hypothetical protein --- AT2G27090 1.01 0.01 0.10 0.923375 0.964953 -6.85
263965_at putative retroelement pol polyprotein --- --- -1.01 -0.01 -0.10 0.923348 0.964953 -6.85
262516_at putative glutathione transferase One of tATGSTU26AT1G17190 1.01 0.01 0.10 0.923298 0.964953 -6.85
265587_at putative pathogenesis-related protein --- AT2G19980 1.01 0.01 0.10 0.923356 0.964953 -6.85
253511_at  putative protein Sly1 protein, rat, PIR2:J--- AT4G31740 -1.01 -0.01 -0.10 0.92341 0.964953 -6.85
247712_at  E2, ubiquitin-conjugating enzyme 7 (UBUBC7 AT5G59300 -1.01 -0.01 -0.10 0.92348 0.964982 -6.85
245259_at kinesin like protein ; supported by cDNAPAKRP1 AT4G14150 -1.01 -0.01 -0.10 0.923536 0.964995 -6.85
246937_at  phospholipase D1-like protein phospho PLDALPHAAT5G25370 -1.01 -0.01 -0.10 0.923581 0.964998 -6.85
246638_at  putative protein predicted proteins, Arab--- --- 1.01 0.01 0.10 0.923813 0.965164 -6.85
262679_at unknown protein ; supported by cDNA: gLCR67 AT1G75830 -1.01 -0.01 -0.10 0.923824 0.965164 -6.85
248928_at Rac-like gtp binding protein ARAC2 (sp ARAC2 AT5G45970 -1.01 -0.01 -0.10 0.92389 0.965189 -6.85
260507_at unknown protein contains similarity to MWPP2 AT1G47200 1.01 0.02 0.10 0.923945 0.965202 -6.85
267498_at unknown protein --- AT2G45720 -1.01 -0.02 -0.10 0.924016 0.965214 -6.85
265163_at putative OBP32pep protein --- AT1G23580 -1.01 -0.01 -0.10 0.92406 0.965214 -6.85
260310_at hypothetical protein predicted by gensca--- AT1G70590 1.01 0.01 0.10 0.924083 0.965214 -6.85



249773_at squalene monooxygenase 2 (squalene eSQP2 AT5G24140 -1.01 -0.01 -0.10 0.924171 0.965261 -6.85
263144_at unknown protein similar to putative auxin--- AT1G54070 1.01 0.01 0.10 0.924296 0.965348 -6.85
247023_at putative protein similar to unknown proteHEC1 AT5G67060 1.01 0.02 0.10 0.924456 0.965382 -6.85
260625_at  storage protein, putative similar to GB:CMOM AT1G08060 1.01 0.01 0.10 0.924426 0.965382 -6.85
254808_at  adenine DNA glycosylase like protein A--- AT4G12740 1.01 0.01 0.10 0.924453 0.965382 -6.85
256212_at hypothetical protein --- AT1G50970 1.01 0.01 0.10 0.924604 0.965460 -6.85
256460_at  60S ribosomal protein L30, putative sim--- AT1G36240 1.01 0.01 0.10 0.924615 0.965460 -6.85
253855_at  senescence-associated protein -like senTET7 AT4G28050 1.02 0.03 0.10 0.924726 0.965495 -6.85
260873_at hypothetical protein predicted by gensca--- AT1G21580 1.01 0.01 0.10 0.924967 0.965495 -6.85
257949_at putative UDP-glucose glucosyltransferasUGT71B1 AT3G21750 1.01 0.02 0.10 0.925152 0.965495 -6.85
264470_at  cytochrome P450, putative similar to cy CYP735A2AT1G67110 1.01 0.01 0.10 0.924901 0.965495 -6.85
248229_at caffeic acid 3-O-methyltransferase-like p--- AT5G53810 1.01 0.01 0.10 0.924796 0.965495 -6.85
253533_at  putative protein cellulose synthase, Agr ATCSLC5 AT4G31590 1.03 0.04 0.10 0.924966 0.965495 -6.85
247960_at N-myristoyl transferase  ;supported by fuNMT1 AT5G57020 1.01 0.01 0.10 0.925251 0.965495 -6.85
251188_at  putative protein DESSICATION-RELAT--- AT3G62730 -1.01 -0.01 -0.10 0.924836 0.965495 -6.85
249050_at cyclin-dependent protein kinase-like pro --- AT5G44290 -1.01 -0.01 -0.10 0.925237 0.965495 -6.85
AFFX-BioC- E. coli /GEN=bioC /DB_XREF=gb:J0442--- --- 1.02 0.03 0.10 0.925242 0.965495 -6.85
245937_at  putative protein 22kDa peroxisomal me --- AT5G19750 1.01 0.02 0.10 0.924976 0.965495 -6.85
248471_at unknown protein --- AT5G50840 -1.01 -0.01 -0.10 0.925137 0.965495 -6.85
250372_at  putative protein various predicted prote --- AT5G11460 1.01 0.01 0.10 0.925114 0.965495 -6.85
258944_at hypothetical protein similar to hypotheticFLD AT3G10390 -1.01 -0.01 -0.10 0.925083 0.965495 -6.85
263458_at putative GTP-binding protein ATRABH1 AT2G22290 -1.01 -0.01 -0.10 0.925283 0.965495 -6.85
265467_at putative receptor-like protein kinase --- AT2G37050 1.01 0.02 0.10 0.92635 0.965538 -6.85
246994_at putative protein similar to unknown prote--- AT5G67460 1.02 0.03 0.10 0.926314 0.965538 -6.85
250506_at  ABC transporter, ATP-binding protein-li GCN2 AT5G09930 -1.01 -0.01 -0.10 0.926383 0.965538 -6.85
261156_s_ahypothetical protein predicted by genem--- AT1G34490 / -1.01 -0.01 -0.10 0.925971 0.965538 -6.85
263753_at putative dehydrin  ;supported by full-lengLEA AT2G21490 1.01 0.01 0.10 0.925515 0.965538 -6.85
248052_at putative protein contains similarity to CH--- AT5G55800 1.01 0.01 0.10 0.926297 0.965538 -6.85
247337_at putative protein similar to unknown protePDF2.5 AT5G63660 -1.01 -0.01 -0.10 0.925816 0.965538 -6.85
252499_s_a subtilisin-like serine protease contains s--- AT3G46840 / 1.01 0.01 0.10 0.925505 0.965538 -6.85
264905_at putative Mlo protein MLO7 AT2G17430 1.01 0.01 0.10 0.925785 0.965538 -6.85
253225_at Rho1Ps homolog  Rac-like protein ; sup ARAC3 AT4G35020 1.01 0.01 0.10 0.925844 0.965538 -6.85
259851_at  kinesin, putative  --- AT1G72250 1.01 0.01 0.10 0.926157 0.965538 -6.85
256695_at unknown protein --- AT3G32090 1.01 0.01 0.10 0.9263 0.965538 -6.85
250096_at putative protein similar to unknown prote--- AT5G17190 -1.01 -0.01 -0.10 0.925922 0.965538 -6.85



262388_at unknown protein --- AT1G49320 1.01 0.01 0.10 0.925889 0.965538 -6.85
255265_at  kinesin - like protein kinesin like protein ATK5 AT4G05190 -1.01 -0.01 -0.10 0.925703 0.965538 -6.85
266457_at putative glyoxysomal malate dehydroge PMDH1 AT2G22780 1.01 0.01 0.10 0.925634 0.965538 -6.85
262429_at  polyprotein, putative similar to polyprote--- --- -1.01 -0.01 -0.10 0.925862 0.965538 -6.85
264334_at  calcium-dependent protein kinase, putaCPK19 AT1G61950 1.01 0.01 0.10 0.925383 0.965538 -6.85
251452_at  putative protein male sterility protein 2 - --- AT3G60060 1.01 0.01 0.10 0.925892 0.965538 -6.85
257554_at  synaptobrevin, putative similar to SYNAVAMP728 AT3G24890 1.01 0.01 0.10 0.925937 0.965538 -6.85
257974_at unknown protein similar to NA-DAMAGE--- AT3G20820 -1.02 -0.04 -0.10 0.926206 0.965538 -6.85
255367_at putative transposon protein --- --- 1.01 0.01 0.10 0.926305 0.965538 -6.85
262979_s_aunknown protein similar to histone H3.2 --- AT1G13370 / -1.01 -0.01 -0.10 0.926246 0.965538 -6.85
261813_at  hypothetical protein contains similarity t --- AT1G08280 -1.01 -0.02 -0.10 0.925882 0.965538 -6.85
249412_at  putative protein predicted proteins, Arab--- AT5G40410 1.01 0.01 0.10 0.926344 0.965538 -6.85
247315_at unknown protein --- AT5G64010 -1.01 -0.01 -0.10 0.92663 0.965654 -6.85
249615_x_acontains similarity to unknown protein (pAGL105 AT5G37420 1.01 0.01 0.10 0.926586 0.965654 -6.85
263229_s_aputative polygalacturonase similar to GB--- AT1G05650 / -1.01 -0.01 -0.10 0.926569 0.965654 -6.85
260511_at  anthranilate phosphoribosyltransferase,--- AT1G51570 -1.01 -0.02 -0.10 0.926664 0.965654 -6.85
250820_at receptor-like protein kinase --- AT5G05160 -1.01 -0.01 -0.10 0.927002 0.965698 -6.85
248194_at Expressed protein ; supported by full-len--- AT5G54095 -1.01 -0.01 -0.10 0.926769 0.965698 -6.85
267360_at unknown protein  ;supported by full-leng--- AT2G40060 1.01 0.01 0.10 0.926794 0.965698 -6.85
247370_at putative protein similar to unknown prote--- AT5G63320 1.01 0.02 0.10 0.927041 0.965698 -6.85
254311_at hypothetical protein --- AT4G22440 -1.01 -0.01 -0.10 0.926992 0.965698 -6.85
261158_at hypothetical protein predicted by genem--- AT1G34500 1.01 0.01 0.10 0.927045 0.965698 -6.85
248825_at  ATP synthase delta chain, mitochondria--- AT5G47030 1.01 0.01 0.10 0.927022 0.965698 -6.85
267221_at similar to prokaryotic DNA polymerase I STI AT2G02480 1.01 0.01 0.10 0.927032 0.965698 -6.85
256888_at hypothetical protein predicted by genem--- AT3G15160 1.01 0.01 0.09 0.92725 0.965867 -6.85
248842_at unknown protein --- AT5G46850 -1.01 -0.01 -0.09 0.927304 0.965880 -6.85
259324_at unknown protein MIRO3 AT3G05310 1.01 0.01 0.09 0.92738 0.965915 -6.85
250263_at putative protein --- AT5G13470 1.01 0.01 0.09 0.927593 0.965916 -6.85
246972_s_a cytochrome P-450-like protein cytochro CYP71A14AT5G24950 / -1.02 -0.02 -0.09 0.927558 0.965916 -6.85
257273_at hypothetical protein contains Pfam profilUVH3 AT3G28030 1.01 0.01 0.09 0.927493 0.965916 -6.85
261637_at  DNA-binding protein PcMYB1, putative TRB1 AT1G49950 1.01 0.01 0.09 0.927581 0.965916 -6.85
266940_at unknown protein --- AT2G18970 1.01 0.01 0.09 0.927563 0.965916 -6.85
266136_at unknown protein  ;supported by full-leng--- AT2G45060 -1.01 -0.01 -0.09 0.927832 0.966121 -6.85
253798_at  predicted protein CUC2 (involved in orgANAC073 AT4G28500 -1.01 -0.01 -0.09 0.927881 0.966128 -6.85
251677_at  putative protein hypothetical protein At2BHLH039 AT3G56980 1.02 0.03 0.09 0.927964 0.966170 -6.85



247644_s_atranslation elongation factor eEF-1 alpha--- AT1G07920 / 1.01 0.01 0.09 0.928243 0.966259 -6.85
267595_at putative glucanse AtGH9B8 AT2G32990 -1.05 -0.07 -0.09 0.928162 0.966259 -6.85
254618_at  cellulose synthase - like protein cellulosIRX1 AT4G18780 -1.01 -0.02 -0.09 0.928171 0.966259 -6.85
248711_at putative protein similar to unknown prote--- AT5G48270 -1.01 -0.01 -0.09 0.928261 0.966259 -6.85
252333_at  putative protein N-terminus: several pre--- AT3G48830 1.01 0.01 0.09 0.928201 0.966259 -6.85
265160_at unknown protein similar to EST gb|AA39--- AT1G31050 1.01 0.01 0.09 0.928313 0.966269 -6.85
255289_at  score=11/3, E=0.23, N=1 contains F-bo--- AT4G04690 -1.01 -0.01 -0.09 0.928677 0.966472 -6.85
244904_at hypothetical protein --- --- -1.01 -0.02 -0.09 0.928629 0.966472 -6.85
259905_s_ahypothetical protein predicted by genem--- AT1G74130 / -1.01 -0.01 -0.09 0.928587 0.966472 -6.85
257428_at hypothetical protein predicted by genem--- AT1G78990 -1.01 -0.01 -0.09 0.928656 0.966472 -6.85
262123_at hypothetical protein predicted by gensca--- AT1G59630 1.01 0.01 0.09 0.928851 0.966608 -6.85
263970_at putative cytochrome P450 CYP718 AT2G42850 1.01 0.01 0.09 0.929044 0.966765 -6.85
262661_s_ahypothetical protein --- AT1G14230 / 1.03 0.04 0.09 0.929206 0.966882 -6.85
261603_at  DNA binding protein ACBF, putative simATRBP47AAT1G49600 1.02 0.02 0.09 0.929241 0.966882 -6.85
244908_at hypothetical protein --- --- -1.01 -0.02 -0.09 0.929403 0.967007 -6.85
247189_at unknown protein  ;supported by full-lengAGP7 AT5G65390 -1.02 -0.03 -0.09 0.929498 0.967061 -6.85
254709_at Expressed protein ; supported by cDNA AGD8 AT4G17890 1.01 0.01 0.09 0.929625 0.967150 -6.85
253227_at  protein kinase - like leucine rich repeat --- AT4G35030 1.01 0.01 0.09 0.929804 0.967291 -6.85
250916_at  monodehydroascorbate reductase (NADATMDAR2AT5G03630 1.02 0.03 0.09 0.930041 0.967494 -6.85
247483_at aldose reductase-like protein --- AT5G62420 -1.01 -0.01 -0.09 0.93019 0.967560 -6.85
249105_at 40S ribosomal protein S15 --- AT5G43640 -1.01 -0.01 -0.09 0.930183 0.967560 -6.85
248803_at selenium-binding protein-like --- AT5G47460 -1.01 -0.01 -0.09 0.930344 0.967676 -6.85
251608_at  putative protein hypothetical protein  At2UVI4-LIKE AT3G57860 -1.01 -0.01 -0.09 0.93046 0.967753 -6.85
251215_at  putative protein region within disulfide-is--- AT3G62510 1.01 0.01 0.09 0.930567 0.967821 -6.85
266591_at expressed protein  supported by cDNA: ABIL1 AT2G46225 -1.01 -0.02 -0.09 0.930616 0.967827 -6.85
263076_at putative protein kinase/endoribonucleas IRE1A AT2G17520 1.01 0.01 0.09 0.930757 0.967873 -6.85
245964_at  putative protein C-terminus of glutamine--- AT5G19720 -1.01 -0.01 -0.09 0.930734 0.967873 -6.85
267571_at 3-hydroxyisobutyryl-coenzyme A hydrola--- AT2G30650 -1.01 -0.01 -0.09 0.930867 0.967873 -6.85
250364_at  putative protein serine threonine tyrosin--- AT5G11400 1.01 0.01 0.09 0.930873 0.967873 -6.85
248350_at putative protein similar to unknown prote--- AT5G52160 1.01 0.01 0.09 0.930824 0.967873 -6.85
250003_at hypothetical protein predicted proteins - --- AT5G18710 -1.01 -0.01 -0.09 0.930985 0.967946 -6.85
250539_at WD-repeat protein-like  ; supported by c --- AT5G08560 -1.01 -0.01 -0.09 0.931039 0.967958 -6.85
266420_at putative RNA-binding protein  ; supporte--- AT2G38610 -1.01 -0.01 -0.09 0.931083 0.967960 -6.85
259086_at hypothetical protein predicted by genefin--- AT3G04990 1.01 0.01 0.09 0.931143 0.967978 -6.85
256662_at male sterility protein 2 (MS2) nearly idenMS2 AT3G11980 -1.01 -0.01 -0.09 0.931268 0.968064 -6.85



263702_at hypothetical protein identical to hypothet--- AT1G31240 1.01 0.01 0.09 0.931329 0.968083 -6.85
248647_at sucrose synthase SUS2 AT5G49190 1.01 0.01 0.09 0.931407 0.968105 -6.85
262540_at hypothetical protein predicted by genem--- AT1G34260 1.01 0.02 0.09 0.931435 0.968105 -6.85
254900_at hypothetical protein RALFL28 AT4G11510 -1.01 -0.01 -0.09 0.931571 0.968203 -6.85
254048_at  putative protein various predicted prote --- AT4G25680 -1.01 -0.02 -0.09 0.931732 0.968326 -6.85
254875_at  putative protein various predicted prote --- AT4G11590 -1.01 -0.01 -0.09 0.931795 0.968347 -6.85
259718_at unknown protein VIP5 AT1G61040 -1.01 -0.01 -0.09 0.932043 0.968404 -6.85
261068_at  tropinone reductase-I, putative similar to--- AT1G07450 1.01 0.01 0.09 0.932208 0.968404 -6.85
261873_at  serine/threonine kinase, putative similarSD1-13 AT1G11350 -1.01 -0.02 -0.09 0.932295 0.968404 -6.85
257424_at hypothetical protein predicted by genem--- AT1G78840 1.01 0.01 0.09 0.931944 0.968404 -6.85
262242_at hypothetical protein predicted by genem--- AT1G48360 -1.01 -0.01 -0.09 0.932231 0.968404 -6.85
262035_at  polyprotein, putative similar to polyprote--- --- 1.01 0.01 0.09 0.932317 0.968404 -6.85
260147_at putative oxidoreductase similar to  adve --- AT1G52790 1.01 0.01 0.09 0.932254 0.968404 -6.85
249471_at  putative protein predicted proteins, ArabEDL2 AT5G39360 1.01 0.01 0.09 0.932232 0.968404 -6.85
261880_at unknown protein HIT1 AT1G50500 -1.01 -0.01 -0.09 0.932186 0.968404 -6.85
251081_at  putative protein kinase wall-associated --- AT5G02070 1.01 0.01 0.09 0.932081 0.968404 -6.85
247395_at  putative protein predicted proteins, Arab--- AT5G62910 -1.01 -0.01 -0.09 0.93216 0.968404 -6.85
248755_at putative protein strong similarity to unkn --- AT5G47690 -1.01 -0.01 -0.09 0.932364 0.968409 -6.85
245407_at GTP-binding RAB2A like protein RABB1C AT4G17170 1.01 0.01 0.09 0.932564 0.968491 -6.85
247697_at  subtilisin-like protease - like protein subSBT5.4 AT5G59810 1.01 0.01 0.09 0.932571 0.968491 -6.85
253699_at  putative protein patatin-like protein, Sor PLP8 AT4G29800 -1.01 -0.01 -0.09 0.932547 0.968491 -6.85
254841_at putative protein predicted proteins Arabi --- AT4G11940 -1.01 -0.01 -0.09 0.932698 0.968579 -6.85
263569_at putative chromosome associated proteinTTN7 AT2G27170 -1.01 -0.02 -0.09 0.932787 0.968628 -6.85
261702_at unknown protein similar to hypothetical p--- AT1G32760 -1.01 -0.01 -0.09 0.932849 0.968648 -6.85
264338_at  potassium transporter, putative similar tKUP6 AT1G70300 -1.01 -0.02 -0.09 0.933302 0.968677 -6.85
256263_at  5,10-methylenetetrahydrofolate dehydro--- AT3G12290 1.01 0.01 0.09 0.933294 0.968677 -6.85
251550_at  putative protein proline-rich protein A41--- AT3G58800 -1.01 -0.01 -0.09 0.933104 0.968677 -6.85
258660_at hypothetical protein predicted by gensca--- AT3G09850 -1.01 -0.01 -0.09 0.933141 0.968677 -6.85
248300_at PP2A regulatory subunit  ;supported by TAP46 AT5G53000 1.01 0.01 0.09 0.933196 0.968677 -6.85
255297_x_ahypothetical protein --- --- 1.01 0.01 0.09 0.933083 0.968677 -6.85
249442_at putative protein  ; supported by cDNA: g--- AT5G39590 -1.02 -0.02 -0.09 0.933026 0.968677 -6.85
262387_s_ahypothetical protein contains similarity to--- AT1G49340 / -1.01 -0.01 -0.09 0.933009 0.968677 -6.85
255758_at hypothetical protein predicted by genem--- AT1G16800 1.01 0.01 0.09 0.933269 0.968677 -6.85
249759_at putative protein contains similarity to inteYSL2 AT5G24380 -1.01 -0.01 -0.09 0.932989 0.968677 -6.85
265127_at hypothetical protein similar to pollen spesks14 AT1G55560 -1.01 -0.01 -0.09 0.933448 0.968741 -6.85



260559_at putative polygalacturonase --- AT2G43860 -1.01 -0.01 -0.09 0.933427 0.968741 -6.85
254084_at  ubiquitin activating enzyme - like proteinSAE1A AT4G24940 1.01 0.02 0.09 0.933541 0.968777 -6.85
267047_at putative selenium-binding protein --- AT2G34370 -1.01 -0.01 -0.09 0.933568 0.968777 -6.85
256209_at  electron transport flavoprotein, putative ETFALPHAAT1G50940 -1.01 -0.01 -0.09 0.933791 0.968921 -6.85
247971_at zinc protease PQQL-like protein --- AT5G56730 1.01 0.01 0.09 0.933754 0.968921 -6.85
246078_s_a putative protein probable mitosis and m--- AT5G20430 / -1.01 -0.02 -0.09 0.933869 0.968957 -6.85
252143_at  putative protein centromere protein E - --- AT3G51150 1.01 0.01 0.09 0.934027 0.969077 -6.85
251968_at  putative protein proline-rich protein, Rap--- AT3G53100 -1.01 -0.01 -0.09 0.934092 0.969100 -6.85
247153_at receptor protein kinase-like protein BAM1 AT5G65700 1.01 0.02 0.09 0.934137 0.969103 -6.85
253673_at  putative protein putative phosphatase, G--- AT4G29530 1.01 0.01 0.09 0.934262 0.969153 -6.85
267156_at hypothetical protein predicted by gensca--- AT2G37610 1.01 0.01 0.09 0.934434 0.969153 -6.85
262976_at unknown protein SRS5 AT1G75520 -1.01 -0.01 -0.09 0.93444 0.969153 -6.85
257929_at  RNA Polymerase II subunit 14.5 kD, pu NRPB9A AT3G16980 1.01 0.01 0.09 0.934349 0.969153 -6.85
263991_at putative retroelement pol polyprotein --- --- -1.01 -0.01 -0.09 0.934407 0.969153 -6.85
254729_at  putative protein purple acid phosphatasPAP23 AT4G13700 1.01 0.01 0.09 0.934322 0.969153 -6.85
253851_at putative transcription factor MYB41 AtMYB41 AT4G28110 1.01 0.01 0.09 0.934592 0.969225 -6.85
262564_at  anionic peroxidase, putative similar to a--- AT1G34330 1.01 0.01 0.09 0.934595 0.969225 -6.85
257251_at  type 1 membrane protein, putative iden PMP AT3G24160 -1.01 -0.01 -0.09 0.934649 0.969237 -6.85
264981_at  valyl- tRNA synthetase, putative similar --- AT1G27160 -1.01 -0.01 -0.08 0.934951 0.969507 -6.85
251397_at  putative protein cim1 protein, Glycine mATEXPB5 AT3G60570 -1.01 -0.01 -0.08 0.935282 0.969629 -6.85
263111_s_ahypothetical protein contains similarity to--- AT1G65190 / -1.01 -0.01 -0.08 0.935211 0.969629 -6.85
257329_at hypothetical protein --- --- -1.01 -0.02 -0.08 0.935223 0.969629 -6.85
250369_at cyclin 3b  ; supported by cDNA: gi_6008CYC3B AT5G11300 -1.01 -0.01 -0.08 0.935269 0.969629 -6.85
256495_at hypothetical protein contains similarity to--- AT1G31530 1.01 0.01 0.08 0.935164 0.969629 -6.85
245318_at Expressed protein ; supported by full-len--- AT4G16980 -1.04 -0.06 -0.08 0.935513 0.969649 -6.85
258233_at hypothetical protein contains similarity toMYB118 AT3G27785 -1.01 -0.01 -0.08 0.935501 0.969649 -6.85
260520_at  mannosyl-oligosaccharide alpha-1,2-ma--- AT1G51590 1.01 0.01 0.08 0.935398 0.969649 -6.85
259634_at hypothetical protein --- AT1G56380 1.01 0.01 0.08 0.93537 0.969649 -6.85
263338_at hypothetical protein predicted by gensca--- --- 1.01 0.01 0.08 0.935445 0.969649 -6.85
254924_at  MAP kinase (ATMPK5) possible internaATMPK5 AT4G11330 -1.01 -0.02 -0.08 0.935657 0.969753 -6.85
254047_at hypothetical protein --- AT4G26040 1.01 0.01 0.08 0.935773 0.969765 -6.85
257821_at Expressed protein ; supported by full-lenRALFL26 AT3G25170 1.01 0.01 0.08 0.935796 0.969765 -6.85
261967_at  En/Spm-like transposon protein, putativ --- --- -1.01 -0.01 -0.08 0.935739 0.969765 -6.85
254333_at  predicted protein predicted protein ERGSMO1-3 AT4G22753 1.02 0.03 0.08 0.936006 0.969768 -6.85
261832_at  S-ribonuclease binding protein SBP1, p--- AT1G10650 -1.01 -0.02 -0.08 0.936138 0.969768 -6.85



261971_at  type 2 peroxiredoxin, putative similar to --- AT1G65990 1.01 0.01 0.08 0.936222 0.969768 -6.85
255877_at putative PTR2 family peptide transporte --- AT2G40460 -1.02 -0.03 -0.08 0.935979 0.969768 -6.85
266317_at calmodulin identical to GB:L18912; suppCAM5 AT2G27030 -1.01 -0.01 -0.08 0.936224 0.969768 -6.85
257043_at  receptor-like protein kinase, putative simIKU2 AT3G19700 1.01 0.01 0.08 0.936079 0.969768 -6.85
252599_at  receptor-like protein kinase receptor like--- AT3G45390 1.01 0.01 0.08 0.936169 0.969768 -6.85
252088_at putative protein --- AT3G52100 / 1.01 0.01 0.08 0.935882 0.969768 -6.85
259522_at hypothetical protein --- AT1G12490 -1.01 -0.01 -0.08 0.93617 0.969768 -6.85
260202_at hypothetical protein predicted by gensca--- --- -1.01 -0.01 -0.08 0.936026 0.969768 -6.85
248536_at ankyrin-like protein --- AT5G50140 -1.01 -0.01 -0.08 0.936364 0.969869 -6.85
247603_at  microtubule-associated motor - like mic --- AT5G60930 1.01 0.01 0.08 0.93655 0.970018 -6.85
266997_at hypothetical protein predicted by genefin--- AT2G34410 1.01 0.02 0.08 0.936663 0.970091 -6.85
264479_at hypothetical protein similar to receptor-li --- AT1G77280 1.01 0.01 0.08 0.936936 0.970097 -6.85
247442_s_atubulin beta-2/beta-3 chain (sp|P29512) TUB2 AT5G62690 / -1.01 -0.02 -0.08 0.936766 0.970097 -6.85
249622_at putative protein --- AT5G37550 -1.01 -0.01 -0.08 0.937292 0.970097 -6.85
262282_at hypothetical protein predicted by gensca--- AT1G68610 -1.01 -0.01 -0.08 0.937253 0.970097 -6.85
256636_at S-locus related protein SLR1 homolog (A--- AT3G12000 -1.01 -0.01 -0.08 0.937009 0.970097 -6.85
258341_at unknown protein similar to centromere p--- AT3G22790 -1.02 -0.03 -0.08 0.93701 0.970097 -6.85
259064_at  putative calmodulin similar to calmoduli AGD11 AT3G07490 -1.01 -0.01 -0.08 0.937307 0.970097 -6.85
251708_at Expressed protein ; supported by cDNA --- AT3G56580 1.01 0.01 0.08 0.937227 0.970097 -6.85
255684_at putative glycosylasparaginase --- AT4G00590 1.01 0.01 0.08 0.936739 0.970097 -6.85
265851_at hypothetical protein predicted by gensca--- AT2G42340 1.01 0.01 0.08 0.937131 0.970097 -6.85
252732_at  putative protein predicted proteins, Arab--- --- -1.01 -0.01 -0.08 0.937123 0.970097 -6.85
251517_at  putative protein hypothetical protein F12--- AT3G59370 1.00 0.01 0.08 0.937274 0.970097 -6.85
262553_at hypothetical protein similar to hypotheticRECQL2 AT1G31360 -1.01 -0.01 -0.08 0.937056 0.970097 -6.85
250675_at putative protein contains similarity to unk--- AT5G06260 1.01 0.01 0.08 0.93713 0.970097 -6.85
264312_at  putative protein kinase similar to protein--- AT1G70450 -1.01 -0.01 -0.08 0.937189 0.970097 -6.85
251062_at putative protein putative proteins - Arabi OFP1 AT5G01840 1.01 0.01 0.08 0.937372 0.970120 -6.85
257360_at unknown protein --- AT2G39240 -1.01 -0.01 -0.08 0.93747 0.970178 -6.85
257445_x_ahypothetical protein predicted by gensca--- --- 1.01 0.01 0.08 0.9377 0.970240 -6.85
258208_at putative acetyltransferase similar to dihy--- AT3G13930 1.01 0.01 0.08 0.937599 0.970240 -6.85
259853_at  leucine-rich receptor-like protein kinase --- AT1G72300 -1.01 -0.01 -0.08 0.937679 0.970240 -6.85
249215_at dihydroflavonol 4-reductase DFR AT5G42800 1.01 0.01 0.08 0.937616 0.970240 -6.85
248216_at unknown protein --- AT5G53690 -1.01 -0.01 -0.08 0.937811 0.970310 -6.85
255517_at  putative endo-1,4-beta glucanase similaAtGH9B13AT4G02290 -1.01 -0.01 -0.08 0.937857 0.970314 -6.85
261302_at hypothetical protein predicted by genem--- AT1G48580 -1.01 -0.01 -0.08 0.937931 0.970347 -6.85



259089_at hypothetical protein similar to GB:CAB36--- AT3G04960 -1.01 -0.01 -0.08 0.93805 0.970426 -6.85
249536_at  pollen coat -like protein pollen coat prot --- AT5G38760 1.01 0.01 0.08 0.938099 0.970433 -6.85
258370_at Expressed protein ; supported by full-len--- AT3G14395 1.01 0.01 0.08 0.938169 0.970434 -6.85
248570_at receptor protein kinase-like --- AT5G49780 1.01 0.01 0.08 0.938185 0.970434 -6.85
253378_at hypothetical protein --- AT4G33310 -1.01 -0.01 -0.08 0.938252 0.970459 -6.85
248219_at unknown protein  ; supported by full-leng--- AT5G53650 1.00 0.01 0.08 0.938603 0.970471 -6.85
259371_at unknown protein ;supported by full-lengt --- AT1G69080 1.02 0.03 0.08 0.938378 0.970471 -6.85
265986_at putative receptor-like protein kinase --- AT2G24230 1.01 0.01 0.08 0.938441 0.970471 -6.85
265933_at putative esterase contains esterase/lipas--- AT2G19550 1.01 0.01 0.08 0.938401 0.970471 -6.85
246430_at  calmodulin-like protein calmodulin-relate--- AT5G17470 1.01 0.01 0.08 0.938604 0.970471 -6.85
251405_at  plasma membrane H+-ATPase - like plaAHA7 AT3G60330 -1.01 -0.01 -0.08 0.938555 0.970471 -6.85
255215_at putative athila transposon protein --- --- -1.00 -0.01 -0.08 0.938569 0.970471 -6.85
257243_at  pectate lyase, putative similar to GB:AA--- AT3G24230 1.00 0.01 0.08 0.938401 0.970471 -6.85
267122_at putative acetone-cyanohydrin lyase MES6 AT2G23550 -1.01 -0.01 -0.08 0.938755 0.970583 -6.85
259332_at putative auxin-induced protein similar to --- AT3G03830 -1.01 -0.01 -0.08 0.938806 0.970591 -6.85
260860_at hypothetical protein predicted by genem--- AT1G43810 1.01 0.01 0.08 0.93889 0.970592 -6.85
262106_at hypothetical protein similar to Wee1-like WEE1 AT1G02970 1.01 0.01 0.08 0.938891 0.970592 -6.85
250584_at WD-repeat protein-like --- AT5G07590 -1.01 -0.01 -0.08 0.939126 0.970611 -6.85
247965_at putative protein similar to unknown proteAGP14 AT5G56540 -1.01 -0.01 -0.08 0.93901 0.970611 -6.85
257301_at hypothetical protein predicted by genem--- --- -1.01 -0.01 -0.08 0.939191 0.970611 -6.85
258623_at unknown protein  ; supported by cDNA: --- AT3G02790 -1.01 -0.02 -0.08 0.939208 0.970611 -6.85
254950_at putative protein  ;supported by full-length--- AT4G10810 1.01 0.01 0.08 0.939068 0.970611 -6.85
261908_at stig1-like protein similar to Stig1 GB:AAD--- AT1G50650 -1.01 -0.01 -0.08 0.939187 0.970611 -6.85
248318_at unknown protein --- AT5G52690 1.01 0.01 0.08 0.939135 0.970611 -6.85
250577_at  putative protein densin-180, Rattus norv--- AT5G07910 1.01 0.01 0.08 0.939306 0.970625 -6.85
254775_at hypothetical protein --- AT4G13450 -1.00 -0.01 -0.08 0.9393 0.970625 -6.85
245637_at hypothetical protein similar to putative p --- AT1G25230 -1.02 -0.03 -0.08 0.939351 0.970627 -6.85
249367_at  putative protein predicted protein, Arabi --- AT5G40630 1.01 0.01 0.08 0.939394 0.970628 -6.85
263612_at putative CDC21 protein MCM4 AT2G16440 1.02 0.03 0.08 0.939473 0.970662 -6.85
258303_at hypothetical protein predicted by genem--- --- 1.01 0.01 0.08 0.939512 0.970662 -6.85
263197_at  polyubiquitin, putative similar to polyubi --- AT1G53930 1.01 0.01 0.08 0.939822 0.970866 -6.85
266694_at putative clathrin assembly protein  ;supp--- AT2G19790 -1.01 -0.01 -0.08 0.939783 0.970866 -6.85
256517_at  PHD-finger protein, putative contains PfMMD1 AT1G66170 -1.01 -0.01 -0.08 0.939838 0.970866 -6.85
253070_at  putative protein symbiotic ammonium tr --- AT4G37850 1.01 0.01 0.08 0.93999 0.970980 -6.85
256083_at hypothetical protein predicted by gensca--- AT1G20730 1.01 0.01 0.08 0.940061 0.971009 -6.85



247169_at unknown protein --- AT5G65520 -1.01 -0.01 -0.08 0.940439 0.971355 -6.85
246203_at putative protein ; supported by full-length--- AT4G36610 -1.01 -0.02 -0.08 0.940585 0.971463 -6.85
252275_at  ubiquitin-specific protease 26 (UBP26) UBP26 AT3G49600 -1.01 -0.01 -0.08 0.940782 0.971622 -6.85
254033_at  V-ATPase G-subunit like protein G subuVATG3 AT4G25950 1.00 0.01 0.08 0.940824 0.971622 -6.85
257279_at unknown protein  ;supported by full-leng--- AT3G14430 1.01 0.01 0.08 0.940991 0.971749 -6.85
253776_at  ADP,ATP carrier-like protein ADP,ATP AAC3 AT4G28390 -1.01 -0.01 -0.08 0.941095 0.971813 -6.85
245071_at putative vetispiradiene synthase --- AT2G23230 1.01 0.01 0.08 0.941366 0.972049 -6.85
255634_at hypothetical protein  ; supported by cDNFRI AT4G00650 1.00 0.01 0.08 0.941621 0.972269 -6.85
249611_at  putative protein unnamed ORF, Homo sATSRL1 AT5G37370 1.01 0.01 0.08 0.941809 0.972418 -6.85
255632_at putative actin-depolymerizing factor  ;su ADF8 AT4G00680 -1.00 -0.01 -0.08 0.941882 0.972425 -6.85
246468_at  UDP glucose:flavonoid 3-o-glucosyltranUGT78D2 AT5G17050 -1.01 -0.02 -0.08 0.941901 0.972425 -6.85
248794_at ethylene responsive element binding facERF2 AT5G47220 1.03 0.04 0.08 0.941973 0.972455 -6.85
246868_at  protein phosphatase - like protein phosp--- AT5G26010 1.01 0.01 0.08 0.942088 0.972530 -6.85
262742_at  GTP-binding protein, putative similar to AtRABA1i AT1G28550 1.01 0.01 0.08 0.942213 0.972536 -6.85
249243_s_abeta-glucosidase BGLU13 AT5G42260 / -1.01 -0.01 -0.08 0.942219 0.972536 -6.85
249169_at putative protein strong similarity to unkn --- AT5G42880 -1.01 -0.01 -0.08 0.942222 0.972536 -6.85
267297_at putative RING zinc finger protein  ;suppo--- AT2G23780 1.01 0.01 0.08 0.942366 0.972597 -6.85
254718_at  putative protein disease resistance resp--- AT4G13580 1.01 0.01 0.08 0.942358 0.972597 -6.85
260924_at hypothetical protein similar to Pto kinase--- AT1G21590 1.01 0.01 0.07 0.942796 0.972997 -6.85
249943_at putative protein similar to unknown prote--- AT5G22280 -1.01 -0.02 -0.07 0.942887 0.973047 -6.85
256629_at  serine/threonine protein phosphatase, pATFYPP3 AT3G19980 -1.01 -0.01 -0.07 0.943104 0.973138 -6.85
250308_at calcium-dependent protein kinase CPK17 AT5G12180 -1.01 -0.01 -0.07 0.943069 0.973138 -6.85
249668_at putative protein similar to unknown prote--- AT5G35870 1.01 0.01 0.07 0.943092 0.973138 -6.85
259331_at putative auxin-induced protein similar to --- AT3G03840 -1.01 -0.01 -0.07 0.943383 0.973339 -6.85
251035_at Expressed protein ; supported by full-len--- AT5G02220 -1.01 -0.01 -0.07 0.943375 0.973339 -6.85
244952_at hypothetical protein --- --- -1.01 -0.01 -0.07 0.943546 0.973463 -6.85
255681_at predicted protein of unknown function DGD2 AT4G00550 1.01 0.01 0.07 0.943737 0.973615 -6.85
252081_at  putative heat shock transcription factor HSFA7A AT3G51910 1.01 0.02 0.07 0.943779 0.973615 -6.85
255861_at putative vacuolar sorting receptor --- AT2G30290 -1.00 -0.01 -0.07 0.943825 0.973618 -6.85
264537_at  receptor kinase, putative similar to CLV BRL1 AT1G55610 1.01 0.01 0.07 0.943952 0.973705 -6.85
256725_at hypothetical protein predicted by genefin--- AT2G34070 -1.01 -0.02 -0.07 0.944468 0.973882 -6.85
259756_at unknown protein  ; supported by cDNA: --- AT1G71080 1.01 0.01 0.07 0.94433 0.973882 -6.85
260544_at unknown protein predicted by genscan a--- AT2G43540 1.01 0.01 0.07 0.944541 0.973882 -6.85
264884_at unknown protein ;supported by full-lengt --- AT1G61170 1.01 0.02 0.07 0.944593 0.973882 -6.85
252567_at  zinc finger -like protein zinc finger prote --- AT3G46070 1.01 0.01 0.07 0.944566 0.973882 -6.85



248912_at GDSL-motif lipase/hydrolase-like protein--- AT5G45670 1.01 0.01 0.07 0.944404 0.973882 -6.85
257904_at  myb transcription factor, putative simila TDF1 AT3G28470 -1.00 -0.01 -0.07 0.944484 0.973882 -6.85
258266_at hypothetical protein predicted by genem--- AT3G15860 -1.01 -0.01 -0.07 0.944441 0.973882 -6.85
255306_at putative calcium dependent protein kina CPK23 AT4G04740 -1.01 -0.01 -0.07 0.944407 0.973882 -6.85
267154_at glutathione S-transferase identical to GBGSTF10 AT2G30870 -1.02 -0.03 -0.07 0.944289 0.973882 -6.85
262543_at Expressed protein ; supported by full-len--- AT1G34245 1.01 0.01 0.07 0.944413 0.973882 -6.85
253263_at abscisic acid responsive elements-bindi ABF3 AT4G34000 1.01 0.02 0.07 0.944731 0.973937 -6.85
254547_at putative protein --- AT4G19860 1.01 0.01 0.07 0.944723 0.973937 -6.85
246692_at  putative protein predicted protein, Arabi --- --- -1.01 -0.01 -0.07 0.944979 0.974148 -6.85
266657_at unknown protein  ;supported by full-leng--- AT2G25910 -1.00 -0.01 -0.07 0.945228 0.974360 -6.85
246595_at formate dehydrogenase (FDH)  ;supportFDH AT5G14780 -1.01 -0.01 -0.07 0.945343 0.974392 -6.85
254479_at  putative protein hypothetical protein - C --- AT4G20350 -1.01 -0.01 -0.07 0.945312 0.974392 -6.85
260433_at MtN21-like protein similar to MtN21 GB: --- AT1G68170 -1.01 -0.01 -0.07 0.945428 0.974411 -6.85
259362_s_a serin threonin-kinase, putative similar to--- AT1G13350 / 1.01 0.01 0.07 0.94547 0.974411 -6.85
264634_at  cytochrome P450, putative  CYP702A1AT1G65670 1.00 0.01 0.07 0.945491 0.974411 -6.85
266730_at putative RNA-binding protein --- AT2G03110 1.01 0.01 0.07 0.945548 0.974427 -6.85
253300_at  carbonate dehydratase - like protein ca BCA5 AT4G33580 1.01 0.01 0.07 0.945713 0.974489 -6.85
245850_at ankyrin-repeat containing protein ankyrinKEG AT5G13530 -1.01 -0.01 -0.07 0.945865 0.974489 -6.85
249031_at putative protein contains similarity to dis --- AT5G44900 1.01 0.01 0.07 0.945722 0.974489 -6.85
254099_at protein-methionine-S-oxide reductase  ;s--- AT4G25130 -1.01 -0.01 -0.07 0.945836 0.974489 -6.85
250908_at  GT2 -like protein GT2, Arabidopsis thal PTL AT5G03680 -1.01 -0.01 -0.07 0.945824 0.974489 -6.85
257548_s_ahypothetical protein LBD23 AT3G26620 / 1.00 0.01 0.07 0.945823 0.974489 -6.85
253974_at  receptor protein kinase - like protein Cf---- AT4G26540 -1.01 -0.02 -0.07 0.946322 0.974787 -6.85
247477_at  putative protein 21K protein precursor, --- AT5G62340 -1.01 -0.01 -0.07 0.946368 0.974787 -6.85
265925_at hypothetical protein predicted by gensca--- AT2G18610 1.01 0.01 0.07 0.946345 0.974787 -6.85
254880_at  putative protein Crp1, Zea mays, AF073--- AT4G11690 -1.01 -0.01 -0.07 0.946276 0.974787 -6.85
247911_at putative protein contains similarity to DNXRCC3 AT5G57450 1.01 0.01 0.07 0.946364 0.974787 -6.85
257577_at hypothetical protein predicted by genem--- --- -1.01 -0.01 -0.07 0.94652 0.974900 -6.85
255324_s_aputative reverse transcriptase --- --- -1.00 -0.01 -0.07 0.94659 0.974928 -6.85
264682_at  polygalacturonase, putative similar to po--- AT1G65570 -1.00 -0.01 -0.07 0.946844 0.974969 -6.85
250709_at putative protein similar to unknown proteLBD33 AT5G06080 1.01 0.01 0.07 0.946687 0.974969 -6.85
260998_at CAF protein similar to C2H2 zinc finger --- AT1G26590 1.01 0.01 0.07 0.946744 0.974969 -6.85
247200_at unknown protein  ;supported by full-leng--- AT5G65120 1.01 0.01 0.07 0.946809 0.974969 -6.85
255237_at hypothetical protein --- --- 1.00 0.01 0.07 0.946838 0.974969 -6.85
257814_at  acyl-(acyl carrier protein) thioesterase idAtFaTA AT3G25110 1.01 0.02 0.07 0.947084 0.975128 -6.85



256418_at hypothetical protein --- AT3G06160 1.00 0.01 0.07 0.94706 0.975128 -6.85
246177_at putative protein predicted proteins - Arab--- AT5G28420 -1.00 -0.01 -0.07 0.947272 0.975233 -6.85
266786_at putative non-LTR retroelement reverse t --- --- 1.00 0.01 0.07 0.947234 0.975233 -6.85
261076_at unknown protein ;supported by full-lengtSMO2-1 AT1G07420 -1.00 -0.01 -0.07 0.947487 0.975410 -6.85
249022_s_apolygalacturonase-like protein --- AT5G44830 / 1.01 0.01 0.07 0.947618 0.975502 -6.85
266273_at putative zinc transporter MTPB1 AT2G29410 1.02 0.03 0.07 0.947678 0.975516 -6.85
254940_at  putative protein predicted proteins, Arab--- AT4G10820 1.01 0.01 0.07 0.94776 0.975516 -6.85
254191_at hypothetical protein  ;supported by full-le--- AT4G23900 1.01 0.01 0.07 0.947753 0.975516 -6.85
254738_at RNA-binding protein like AT4G1386--- -1.01 -0.01 -0.07 0.948036 0.975589 -6.85
252540_at  putative protein CDP-alcohol phosphati --- AT3G45740 1.01 0.01 0.07 0.948014 0.975589 -6.85
245970_at beta-galactosidase  ; supported by cDNABGAL7 AT5G20710 -1.01 -0.01 -0.07 0.947879 0.975589 -6.85
257397_at hypothetical protein predicted by genscaRIC6 AT2G20430 1.01 0.01 0.07 0.947955 0.975589 -6.85
252493_at hypothetical protein --- AT3G46750 1.01 0.01 0.07 0.948045 0.975589 -6.85
262681_at anter-specific proline-rich -like protein (A--- AT1G75890 1.00 0.01 0.07 0.94823 0.975712 -6.85
264784_s_a unknown protein similar to Arabidopsis --- AT2G17830 / -1.01 -0.01 -0.07 0.948251 0.975712 -6.85
260041_at unknown protein similar to hypothetical p--- AT1G68780 -1.01 -0.01 -0.07 0.948537 0.975963 -6.85
249885_at putative protein strong similarity to unkn F8H AT5G22940 1.01 0.01 0.07 0.948664 0.975967 -6.85
258401_at unknown protein  ; supported by cDNA: --- AT3G15430 1.01 0.01 0.07 0.948619 0.975967 -6.85
266947_at hypothetical protein predicted by gensca--- AT2G18830 -1.01 -0.01 -0.07 0.948669 0.975967 -6.85
248252_at putative protein similar to unknown proteAGP22 AT5G53250 1.02 0.02 0.07 0.948778 0.976035 -6.85
266565_at putative serine carboxypeptidase II scpl23 AT2G24010 1.01 0.01 0.07 0.948886 0.976095 -6.85
254632_at  putative protein predicted protein, Arabi --- AT4G18630 1.01 0.01 0.07 0.948921 0.976095 -6.85
261829_at  P-glycoprotein, putative similar to P-glycPGP10 AT1G10680 -1.01 -0.01 -0.07 0.94916 0.976120 -6.85
255475_at contains a short region of similarity to an--- AT4G02480 1.01 0.01 0.07 0.94915 0.976120 -6.85
261054_at hypothetical protein predicted by genem--- AT1G01320 1.01 0.01 0.07 0.949103 0.976120 -6.85
252892_at hypothetical protein --- AT4G39420 1.00 0.01 0.07 0.949072 0.976120 -6.85
264125_at hypothetical protein predicted by genemEMB1135 AT1G79350 -1.01 -0.01 -0.07 0.949142 0.976120 -6.85
247724_at  putative protein predicted protein, ArabiMBD6 AT5G59380 -1.00 -0.01 -0.07 0.949389 0.976311 -6.85
265106_s_aputative membrane-associated salt-indu--- AT1G62590 / 1.00 0.01 0.07 0.949469 0.976349 -6.85
256171_s_ahypothetical protein similar to reverse tra--- --- -1.01 -0.01 -0.07 0.949535 0.976350 -6.85
254568_x_ahypothtetical protein --- --- 1.01 0.01 0.07 0.949555 0.976350 -6.85
256261_at ras-related GTP-binding protein containsRABA4D AT3G12160 1.01 0.01 0.07 0.949665 0.976375 -6.85
246355_at hypothetical protein --- --- 1.01 0.02 0.07 0.949629 0.976375 -6.85
246037_at  putative protein predicted chromosome --- AT5G19420 -1.01 -0.01 -0.07 0.949873 0.976545 -6.85
257769_at  indoleacetic acid (IAA)-inducible gene ( IAA7 AT3G23050 -1.03 -0.05 -0.07 0.949983 0.976588 -6.85



245647_at F5A9.22 hypothetical protein --- AT1G24706 1.00 0.01 0.07 0.95 0.976588 -6.85
258955_s_aunknown protein  ;supported by full-leng--- AT3G01450 / -1.01 -0.01 -0.07 0.950045 0.976590 -6.85
246128_at  putative protein predicted proteins, Arab--- --- 1.01 0.01 0.06 0.950093 0.976595 -6.85
257133_at hypothetical protein predicted by genem--- AT3G17190 1.00 0.01 0.06 0.950149 0.976609 -6.85
261490_at  tumor suppressor, putative similar to tumSAC52 AT1G14320 1.01 0.01 0.06 0.950246 0.976620 -6.85
266869_at putative glucosyltransferase --- AT2G44660 1.01 0.01 0.06 0.950222 0.976620 -6.85
250666_at  SPF1-like protein SPF1 protein - IpomoWRKY26 AT5G07100 1.01 0.02 0.06 0.950345 0.976678 -6.85
248516_at unknown protein --- AT5G50540 / -1.01 -0.01 -0.06 0.950492 0.976785 -6.85
261334_at unknown protein --- AT1G44960 1.01 0.01 0.06 0.950784 0.977041 -6.85
251962_at plasma membrane intrinsic protein 2a  ;sPIP2A AT3G53420 -1.01 -0.01 -0.06 0.950926 0.977062 -6.85
256546_at hypothetical protein contains similarity to--- AT3G14820 1.00 0.01 0.06 0.950853 0.977062 -6.85
256039_at hypothetical protein contains similarity to--- AT1G19190 -1.01 -0.01 -0.06 0.950932 0.977062 -6.85
247917_at putative protein similar to unknown proteBIO1 AT5G57590 -1.00 -0.01 -0.06 0.951092 0.977182 -6.85
257096_at hypothetical protein --- AT3G30820 -1.00 -0.01 -0.06 0.951212 0.977238 -6.85
265919_at putative retroelement pol polyprotein --- --- -1.01 -0.01 -0.06 0.951276 0.977238 -6.85
249675_at putative protein myrosinase-binding prot--- AT5G35940 1.00 0.01 0.06 0.951263 0.977238 -6.85
248638_at fatty acid elongase; beta-ketoacyl-CoA sKCS21 AT5G49070 -1.00 -0.01 -0.06 0.9514 0.977322 -6.85
260630_at subtilisin-like serine protease contains s ALE1 AT1G62340 1.01 0.01 0.06 0.951651 0.977498 -6.85
247336_at putative protein similar to unknown prote--- AT5G63640 1.01 0.01 0.06 0.951657 0.977498 -6.85
255697_at hypothetical protein --- AT4G00130 -1.01 -0.01 -0.06 0.951776 0.977576 -6.85
254908_at putative protein other hypothetical prote --- --- 1.01 0.01 0.06 0.951924 0.977684 -6.85
256915_at unknown protein --- AT3G23900 -1.01 -0.01 -0.06 0.951975 0.977692 -6.85
260108_at hypothetical protein similar to putative se--- AT1G63280 1.01 0.01 0.06 0.9521 0.977764 -6.85
255858_at zinc finger protein (ZFP6) identical to zinZFP6 AT1G67030 -1.01 -0.01 -0.06 0.95213 0.977764 -6.85
265371_at putative PttA-like transposon protein rela--- --- -1.00 -0.01 -0.06 0.952431 0.978028 -6.85
250819_at putative protein strong similarity to unkn --- AT5G05100 1.01 0.01 0.06 0.952517 0.978073 -6.85
252512_at  receptor protein kinase -like receptor-lik--- AT3G46290 1.00 0.01 0.06 0.952751 0.978101 -6.85
260247_at putative disease resistance protein simil AtRLP16 AT1G74200 -1.00 -0.01 -0.06 0.952776 0.978101 -6.85
262017_at  elongation factor, putative similar to ELO--- AT1G35550 -1.01 -0.01 -0.06 0.952905 0.978101 -6.85
266923_at unknown protein  ;supported by full-leng--- AT2G45980 1.00 0.01 0.06 0.952769 0.978101 -6.85
265996_at putative leucine aminopeptidase identica--- AT2G24200 -1.01 -0.02 -0.06 0.952802 0.978101 -6.85
250782_at SYN1 splice variant 1 (gb AAF08981.1) SYN1 AT5G05490 -1.01 -0.01 -0.06 0.952737 0.978101 -6.85
254478_at  putative protein TRANSCRIPTION INIT--- AT4G20330 -1.01 -0.01 -0.06 0.95293 0.978101 -6.85
262103_at  glutathione S-transferase, putative simi GSTF5 AT1G02940 1.01 0.01 0.06 0.952665 0.978101 -6.85
255274_at  putative protein various predicted prote --- --- 1.01 0.01 0.06 0.95291 0.978101 -6.85



260727_at  polygalacturonase PG1, putative simila --- AT1G48100 -1.01 -0.01 -0.06 0.953064 0.978113 -6.85
266783_at putative laccase (diphenol oxidase) LAC2 AT2G29130 1.01 0.01 0.06 0.953035 0.978113 -6.85
261340_at hypothetical protein predicted by genemAPUM9 AT1G35730 1.01 0.01 0.06 0.953071 0.978113 -6.85
254854_at  putative protein hypothetical protein SP --- AT4G12130 -1.01 -0.01 -0.06 0.95318 0.978137 -6.85
247290_at putative protein similar to unknown prote--- AT5G64450 1.01 0.01 0.06 0.953159 0.978137 -6.85
263661_at unknown protein EST gb|T45093 comes--- AT1G04290 1.01 0.01 0.06 0.953269 0.978184 -6.85
251805_at  putative protein RING-H2 finger protein SDIR1 AT3G55530 1.00 0.01 0.06 0.953442 0.978186 -6.85
252158_at CDPK-related protein kinase CRK AT3G50530 -1.01 -0.01 -0.06 0.953337 0.978186 -6.85
246416_at  putative protein predicted proteins, Arab--- AT5G16920 1.00 0.01 0.06 0.953397 0.978186 -6.85
256814_at  beta-glucosidase, putative similar to betBGLU19 AT3G21370 1.01 0.01 0.06 0.953433 0.978186 -6.85
264560_at hypothetical protein predicted by genem--- AT1G55820 -1.00 -0.01 -0.06 0.95355 0.978253 -6.85
245190_at F12A21.16 hypothetical protein --- AT1G67690 -1.01 -0.01 -0.06 0.953629 0.978290 -6.85
252447_at  beta-D-glucan exohydrolase - like prote--- AT3G47040 -1.00 -0.01 -0.06 0.95373 0.978350 -6.85
263562_at hypothetical protein predicted by gensca--- AT2G15420 -1.00 -0.01 -0.06 0.953773 0.978350 -6.85
252149_at  putative protein hypothetical protein T7I--- AT3G51290 1.00 0.01 0.06 0.954037 0.978577 -6.85
245305_at Expressed protein ; supported by full-len--- AT4G17215 -1.02 -0.02 -0.06 0.954333 0.978827 -6.85
257943_at  SKP1/ASK1 (At7), putative similar to SkASK7 AT3G21840 -1.01 -0.01 -0.06 0.954368 0.978827 -6.85
245436_at membrane protein homolog --- AT4G16620 1.00 0.01 0.06 0.954508 0.978884 -6.85
253534_at cytochrome P450 monooxygenase  ;supCYP83B1 AT4G31500 -1.01 -0.02 -0.06 0.9545 0.978884 -6.85
245691_at zinc finger protein - like ELF6 AT5G04240 1.01 0.01 0.06 0.954814 0.979108 -6.85
247356_at beta-galactosidase (emb|CAB64742.1)  MUM2 AT5G63800 -1.01 -0.01 -0.06 0.954856 0.979108 -6.85
250425_at  lectin-like protein kinase - like lectin-like--- AT5G10530 1.00 0.01 0.06 0.954806 0.979108 -6.85
264960_at hypothetical protein contains similarity toATEXT4 AT1G76930 1.02 0.03 0.06 0.955016 0.979229 -6.85
244950_at cytochrome c oxidase subunit 2 --- --- -1.01 -0.01 -0.06 0.955135 0.979232 -6.85
259782_at unknown protein --- AT1G29680 1.00 0.01 0.06 0.9552 0.979232 -6.85
259366_at  allene oxide cyclase, putative similar to AOC4 AT1G13280 1.01 0.01 0.06 0.955065 0.979232 -6.85
259559_at hypothetical protein WAK3 AT1G21240 -1.01 -0.01 -0.06 0.955235 0.979232 -6.85
259299_at unknown protein --- AT3G05080 1.01 0.01 0.06 0.95519 0.979232 -6.85
267427_at putative WRKY-type DNA binding protei WRKY35 AT2G34830 -1.00 -0.01 -0.06 0.955278 0.979233 -6.85
253024_at putative protein --- AT4G38080 -1.02 -0.03 -0.06 0.95537 0.979283 -6.85
267351_at unknown protein NRPD1B AT2G40030 1.00 0.01 0.06 0.955463 0.979331 -6.85
257394_at hypothetical protein predicted by gensca--- --- -1.01 -0.01 -0.06 0.955502 0.979331 -6.85
257156_at hypothetical protein predicted by genem--- AT3G24260 1.00 0.01 0.06 0.95565 0.979394 -6.85
254555_at  putative protein curved DNA-binding pro--- AT4G19570 -1.00 -0.01 -0.06 0.955634 0.979394 -6.85
255943_at  UDP-glucose glucosyltransferase, putatAtUGT85AAT1G22370 1.01 0.02 0.06 0.955834 0.979417 -6.85



267541_at hypothetical protein predicted by genefin--- AT2G32750 1.01 0.01 0.06 0.955844 0.979417 -6.85
252988_at  putative cold-regulated protein cold-reg --- AT4G38410 1.01 0.01 0.06 0.955818 0.979417 -6.85
263627_at Expressed protein ; supported by full-len--- AT2G04675 1.01 0.01 0.06 0.955755 0.979417 -6.85
263438_at unknown protein --- AT2G28660 1.01 0.01 0.06 0.955977 0.979510 -6.85
264733_at  phloem serpin-1, putative similar to phlo--- AT1G62170 1.00 0.01 0.06 0.956308 0.979804 -6.85
262602_at  unknown protein ESTs gb|AA650895, g--- AT1G15270 1.00 0.01 0.06 0.956551 0.980010 -6.85
254942_at  putative protein predicted proteins, Arab--- AT4G10880 -1.00 0.00 -0.06 0.956737 0.980156 -6.85
257159_at  protein kinase, putative similar to protei --- AT3G24400 1.01 0.01 0.06 0.956888 0.980245 -6.85
252728_at  putative protein various predicted prote --- --- -1.00 -0.01 -0.06 0.956909 0.980245 -6.85
244919_at cytochrome c biogenesis orf203 Protein --- AT2G07768 / -1.00 -0.01 -0.06 0.957123 0.980375 -6.85
248182_at putative protein contains similarity to CH--- AT5G54030 -1.00 -0.01 -0.06 0.957118 0.980375 -6.85
252532_at  glucosidase-like protein GLUCAN ENDO--- AT3G46570 -1.01 -0.01 -0.06 0.957249 0.980460 -6.85
246151_at putative protein predicted proteins from --- AT5G19950 -1.00 -0.01 -0.06 0.9575 0.980629 -6.85
244987_s_aribosomal protein L2 --- --- 1.00 0.00 0.06 0.957462 0.980629 -6.85
258177_at  ubiquitin-regulatory protein, putative con--- AT3G21660 1.00 0.01 0.06 0.957654 0.980743 -6.85
265376_at hypothetical protein predicted by genefin--- AT2G05810 1.00 0.01 0.05 0.957747 0.980795 -6.85
250963_at  putative protein various predicted prote --- AT5G03000 1.01 0.01 0.05 0.957793 0.980797 -6.85
247515_at  ABC family transporter - like protein AB ATH14 AT5G61740 -1.00 0.00 -0.05 0.957933 0.980842 -6.85
260977_at hypothetical protein predicted by genem--- AT1G53420 -1.00 -0.01 -0.05 0.957952 0.980842 -6.85
263041_at putative alliinase similar to alliinase GB:ATAR1 AT1G23320 -1.00 -0.01 -0.05 0.957966 0.980842 -6.85
255633_at Expressed protein ; supported by full-len--- AT4G00585 1.00 0.01 0.05 0.958034 0.980868 -6.85
254341_at  serine/threonine protein kinase like protSRF8 AT4G22130 -1.01 -0.02 -0.05 0.958304 0.981062 -6.85
254009_at  pyruvate kinase like protein pyruvate kin--- AT4G26390 -1.01 -0.01 -0.05 0.958468 0.981062 -6.85
246834_at  putative protein homeotic protein boi1A --- AT5G26630 -1.00 -0.01 -0.05 0.958405 0.981062 -6.85
264991_s_aputative protein hypothetical proteins - A--- AT1G67400 / 1.01 0.01 0.05 0.958431 0.981062 -6.85
265749_at putative retroelement pol polyprotein --- --- 1.00 0.01 0.05 0.958483 0.981062 -6.85
249937_at putative protein seed maturation protein --- AT5G22470 1.01 0.01 0.05 0.958462 0.981062 -6.85
265080_at  overlap with bases 100,099-109,160 of sks12 AT1G55570 1.01 0.01 0.05 0.958524 0.981062 -6.85
260449_at unknown protein --- AT1G72390 1.00 0.00 0.05 0.958828 0.981106 -6.85
255200_at hypothetical protein --- --- -1.00 -0.01 -0.05 0.958763 0.981106 -6.85
265687_s_ahypothetical protein predicted by gensca--- AT2G24470 / -1.00 -0.01 -0.05 0.958811 0.981106 -6.85
257069_at hypothetical protein predicted by gensca--- AT3G28170 -1.00 -0.01 -0.05 0.958863 0.981106 -6.85
252144_at  ribosomal protein L8 homolog ribosoma--- AT3G51190 1.00 0.01 0.05 0.958801 0.981106 -6.85
262546_at  iron-regulated transporter protein, putat ZIP10 AT1G31260 1.01 0.01 0.05 0.958655 0.981106 -6.85
265365_at En/Spm-like transposon protein related t--- --- -1.00 -0.01 -0.05 0.958868 0.981106 -6.85



260435_at putative transcription factor similar to CpMYB62 AT1G68320 -1.01 -0.01 -0.05 0.959017 0.981179 -6.85
266691_at hypothetical protein predicted by gensca--- AT2G19890 -1.00 -0.01 -0.05 0.959026 0.981179 -6.85
249300_at putative protein similar to unknown prote--- AT5G41380 1.00 0.01 0.05 0.959139 0.981251 -6.85
251125_at  putative protein - kinase protein kinase --- AT5G01060 -1.00 -0.01 -0.05 0.959263 0.981334 -6.85
248519_at 11-beta-hydroxysteroid dehydrogenase-AtHSD7 AT5G50590 / -1.00 -0.01 -0.05 0.959333 0.981361 -6.85
252763_at Expressed protein ; supported by cDNA --- AT3G42725 1.00 0.01 0.05 0.959892 0.981889 -6.85
253764_s_a protein kinase - like protein ADK1 prote ckl4 AT4G28860 / 1.00 0.01 0.05 0.959947 0.981901 -6.85
249997_at  chromatin remodelling complex ATPaseCHR17 AT5G18620 -1.00 -0.01 -0.05 0.960003 0.981914 -6.85
254777_at  putative protein hypothetical protein - A --- AT4G12960 1.01 0.01 0.05 0.960111 0.981981 -6.85
253262_at putative serine threonine protein kinase --- AT4G34440 -1.00 -0.01 -0.05 0.960233 0.982061 -6.85
246633_at hypothetical protein ; supported by cDNA--- AT1G29720 1.01 0.02 0.05 0.960388 0.982082 -6.85
257184_at  ABC transporter, putative similar to AtMATMRP8 AT3G13090 -1.00 -0.01 -0.05 0.960385 0.982082 -6.85
250271_at  putative protein predicted protein, ArabiCLE40 AT5G12990 -1.00 -0.01 -0.05 0.960362 0.982082 -6.85
254031_at putative protein other hypothetical prote --- AT4G25920 1.00 0.01 0.05 0.960426 0.982082 -6.85
252525_at putative protein hypothetical proteins --- AT3G46450 -1.00 -0.01 -0.05 0.960523 0.982094 -6.85
263546_at putative dihydrofolate reductase-thymidy--- AT2G21550 1.01 0.01 0.05 0.960492 0.982094 -6.85
259506_at  protein phosphatase type 2C, putative s--- AT1G43900 1.00 0.01 0.05 0.960626 0.982156 -6.85
247546_at Expressed protein ; supported by full-len--- AT5G61605 1.00 0.01 0.05 0.960679 0.982165 -6.85
253435_at  adenylate translocator (brittle-1) - like p SHS1 AT4G32400 -1.01 -0.01 -0.05 0.960787 0.982231 -6.85
250567_at hypothetical protein --- AT5G08090 -1.00 -0.01 -0.05 0.960959 0.982364 -6.85
258912_at  unknown protein similar to hypothetical --- AT3G06460 1.01 0.01 0.05 0.961092 0.982412 -6.85
259394_at hypothetical protein predicted by genem--- AT1G06420 1.00 0.00 0.05 0.961064 0.982412 -6.85
246753_at putative protein --- --- 1.00 0.01 0.05 0.961138 0.982414 -6.85
264102_at hypothetical protein predicted by genemECT8 AT1G79270 1.01 0.01 0.05 0.961428 0.982535 -6.85
266378_at hypothetical protein predicted by genefin--- AT2G14700 -1.00 -0.01 -0.05 0.96138 0.982535 -6.85
265528_at hypothetical protein predicted by gensca--- --- -1.00 0.00 -0.05 0.961395 0.982535 -6.85
249507_at similar to unknown protein (pir||T02618) --- AT5G38370 -1.00 0.00 -0.05 0.96142 0.982535 -6.85
263756_at putative ubiquitin fusion-degradation pro--- AT2G21270 1.00 0.00 0.05 0.961515 0.982547 -6.85
245264_at Expressed protein ; supported by cDNA --- AT4G17245 -1.01 -0.02 -0.05 0.961569 0.982547 -6.85
245523_at drought-induced protein like ATDI21 AT4G15910 1.01 0.01 0.05 0.961568 0.982547 -6.85
252051_at  putative protein similarity hypothetical p --- AT3G52570 1.00 0.01 0.05 0.961782 0.982720 -6.85
250853_s_a putative protein prtedicted prteins, Arab--- AT5G04680 / 1.00 0.00 0.05 0.961906 0.982803 -6.85
252717_at  putative protein predicted proteins, Arab--- AT3G43930 -1.01 -0.01 -0.05 0.961964 0.982818 -6.85
245267_at major latex protein like ; supported by cD--- AT4G14060 1.00 0.01 0.05 0.962283 0.983100 -6.85
267098_at hypothetical protein predicted by gensca--- AT2G41451 1.00 0.01 0.05 0.962595 0.983374 -6.85



258865_at NAM-like protein (no apical meristem) anac045 AT3G03200 1.00 0.00 0.05 0.962658 0.983395 -6.85
257409_at unknown protein predicted by genscan --- AT2G17470 -1.00 -0.01 -0.05 0.962706 0.983400 -6.85
260170_at putative sucrose transport protein simila SUC5 AT1G71890 -1.01 -0.01 -0.05 0.962774 0.983425 -6.85
265468_at hypothetical protein predicted by genefin--- AT2G37210 1.00 0.01 0.05 0.962989 0.983558 -6.85
247567_at  putative protein various predicted prote --- AT5G61190 -1.01 -0.01 -0.05 0.96299 0.983558 -6.85
248367_at actin depolymerizing factor-like  ;suppor ADF10 AT5G52360 -1.00 -0.01 -0.05 0.963114 0.983596 -6.85
250804_at putative protein contains similarity to car--- AT5G05030 -1.00 -0.01 -0.05 0.963096 0.983596 -6.85
257912_at formin-like protein AHF1 identical to formAFH1 AT3G25500 1.01 0.01 0.05 0.963536 0.983851 -6.85
258751_at low temperature and salt responsive proRCI2B AT3G05890 1.01 0.02 0.05 0.963442 0.983851 -6.85
267310_at unknown protein AIR9 AT2G34680 1.01 0.01 0.05 0.963508 0.983851 -6.85
267463_at Expressed protein ; supported by full-len--- AT2G33845 -1.01 -0.01 -0.05 0.963458 0.983851 -6.85
246625_at hypothetical protein predicted by gensca--- AT1G48880 -1.00 -0.01 -0.05 0.963595 0.983868 -6.85
259825_at  RNA and export factor binding protein, --- AT1G66260 1.00 0.01 0.05 0.963719 0.983906 -6.85
246120_at  tetratricopeptide repeat protein tetratrico--- AT5G20360 1.00 0.01 0.05 0.963691 0.983906 -6.85
246136_at  peptide transporter - like protein peptide--- AT5G28470 -1.00 -0.01 -0.05 0.963782 0.983925 -6.85
265334_at putative lipid transfer protein  ; supported--- AT2G18370 -1.01 -0.01 -0.05 0.963824 0.983925 -6.85
257427_at hypothetical protein predicted by genem--- AT1G79060 1.01 0.01 0.05 0.963928 0.983988 -6.85
256638_at  RNA-binding protein, putative similar to --- AT3G19090 1.01 0.01 0.05 0.964114 0.984114 -6.85
267570_at  putative RNA helicase A identical to GBHVT1 AT2G30800 1.00 0.01 0.05 0.964139 0.984114 -6.85
253247_at  Homeodomain - like protein similaritry toBLH6 AT4G34610 -1.01 -0.01 -0.05 0.964292 0.984193 -6.85
256659_at unknown protein similar to putative kines--- AT3G12020 -1.00 -0.01 -0.05 0.964329 0.984193 -6.85
254322_at hypothetical protein --- AT4G22600 1.01 0.01 0.05 0.964389 0.984193 -6.85
249364_at  putative protein predicted protein, Arabi --- AT5G40590 -1.00 -0.01 -0.05 0.964385 0.984193 -6.85
245153_at  putative protein similarity to predicted p --- AT5G12450 -1.00 0.00 -0.05 0.964446 0.984207 -6.85
264450_s_aunknown protein similar to hypothetical pSNL6 AT1G10250 / 1.01 0.01 0.05 0.964746 0.984470 -6.85
252145_at putative protein several putative proteins--- AT3G51200 -1.00 0.00 -0.05 0.964945 0.984629 -6.85
254329_at  putative protein oxysterol-binding proteiORP2A AT4G22540 1.00 0.01 0.05 0.965331 0.984660 -6.85
249063_at NBD-like protein (gb|AAD20643.1)  ;supPOP1 AT5G44110 -1.01 -0.01 -0.05 0.965399 0.984660 -6.85
262978_at  tubulin beta-1 chain identical to GB:P12TUB1 AT1G75780 1.02 0.03 0.05 0.965293 0.984660 -6.85
265791_at putative transcription factor MEE65 AT2G01280 -1.00 -0.01 -0.05 0.965286 0.984660 -6.85
247650_at putative protein  ;supported by full-length--- AT5G59960 1.01 0.01 0.05 0.965367 0.984660 -6.85
253707_at hypothetical protein --- AT4G29200 -1.00 0.00 -0.05 0.965284 0.984660 -6.85
245090_at putative integral membrane protein nodu--- AT2G40900 -1.01 -0.01 -0.05 0.965067 0.984660 -6.85
265165_at putative OBP32pep protein --- AT1G23610 1.00 0.00 0.05 0.965121 0.984660 -6.85
261716_at  kinesin-related protein, putative similar --- AT1G18410 1.00 0.00 0.05 0.965407 0.984660 -6.85



260861_at hypothetical protein predicted by genem--- --- -1.00 -0.01 -0.05 0.965115 0.984660 -6.85
259741_at unknown protein --- AT1G71020 -1.01 -0.01 -0.04 0.96556 0.984672 -6.85
245963_at  putative protein HPt phosphotransmitte --- AT5G19710 1.00 0.00 0.04 0.965592 0.984672 -6.85
264150_at  unknown protein similar to FUS5 proteinFUS5 AT1G02090 1.00 0.00 0.04 0.965568 0.984672 -6.85
255213_at putative athila transposon protein --- --- -1.00 0.00 -0.04 0.965571 0.984672 -6.85
253056_at SHORT-ROOT (SHR) SHR AT4G37650 -1.01 -0.01 -0.04 0.965742 0.984782 -6.85
259523_at hypothetical protein --- AT1G12500 -1.01 -0.01 -0.04 0.965802 0.984799 -6.85
260279_at putative DNA repair protein similar to  D --- AT1G80420 1.00 0.01 0.04 0.965849 0.984803 -6.85
250589_at transcription factor (gb|AAD53097.1)  ; sMYB76 AT5G07700 1.01 0.01 0.04 0.965895 0.984805 -6.85
247751_at putative protein --- AT5G59050 -1.01 -0.01 -0.04 0.965959 0.984827 -6.85
257995_at  putative monosaccharide transport prot --- AT3G19940 -1.00 -0.01 -0.04 0.966222 0.985051 -6.85
264797_at unknown protein similar to ESTs gb|T22 --- AT1G08710 1.00 0.01 0.04 0.966325 0.985051 -6.85
266697_at profilin 4  ; supported by full-length cDNAPRF5 AT2G19770 1.00 0.01 0.04 0.966363 0.985051 -6.85
247322_at unknown protein --- AT5G64090 -1.00 0.00 -0.04 0.966338 0.985051 -6.85
263814_at putative TNP2-like transposon protein re--- --- -1.00 0.00 -0.04 0.966395 0.985051 -6.85
266470_at putative non-LTR retroelement reverse t --- --- -1.01 -0.01 -0.04 0.966452 0.985066 -6.85
256030_at hypothetical protein contains similarity to--- AT1G34110 1.00 0.01 0.04 0.966532 0.985102 -6.85
245274_at ankyrin like protein ; supported by cDNA--- AT4G14360 1.00 0.01 0.04 0.967037 0.985153 -6.85
263509_s_ahypothetical protein --- AT2G07687 1.01 0.01 0.04 0.966678 0.985153 -6.85
254213_at  tyrosine transaminase like protein tyros --- AT4G23590 -1.00 0.00 -0.04 0.967004 0.985153 -6.85
257378_s_ahypothetical protein predicted by gensca--- AT2G02290 / -1.00 -0.01 -0.04 0.966976 0.985153 -6.85
AFFX-BioDnE. coli /GEN=bioD /DB_XREF=gb:J0442--- --- -1.01 -0.01 -0.04 0.966936 0.985153 -6.85
248083_at unknown protein --- AT5G55420 -1.01 -0.02 -0.04 0.967057 0.985153 -6.85
255663_at hypothetical protein --- AT4G00420 -1.00 -0.01 -0.04 0.966787 0.985153 -6.85
250606_s_a pectin methyl-esterase-like protein pect PPME1 AT1G69940 / -1.00 0.00 -0.04 0.967028 0.985153 -6.85
255251_at see GB:U95973 similar to a family of Ara--- AT4G04980 1.00 0.00 0.04 0.966936 0.985153 -6.85
256393_at hypothetical protein --- AT3G06280 1.00 0.00 0.04 0.966709 0.985153 -6.85
254392_at  endonuclease, putative ; supported by fENDO5 AT4G21600 -1.00 0.00 -0.04 0.966948 0.985153 -6.85
261989_at  disease resistance protein, putative sim--- AT1G33670 1.00 0.01 0.04 0.967134 0.985188 -6.85
250781_at DREB2A (dbj|BAA33794.1)  ; supportedDREB2A AT5G05410 1.01 0.01 0.04 0.967195 0.985206 -6.85
259268_at putative lamin similar to blue copper-bin --- AT3G01070 1.00 0.00 0.04 0.967251 0.985219 -6.85
247686_at  receptor-like protein kinase precursor - --- AT5G59700 -1.01 -0.01 -0.04 0.967422 0.985305 -6.85
248596_at putative protein contains similarity to myAtMYB111AT5G49330 -1.01 -0.01 -0.04 0.967421 0.985305 -6.85
256849_at hypothetical protein similar to hypothetic--- --- -1.00 -0.01 -0.04 0.967627 0.985470 -6.85
256214_x_ahypothetical protein predicted by genem--- AT1G51000 1.00 0.00 0.04 0.967737 0.985532 -6.85



266677_at hypothetical protein predicted by gensca--- AT2G29820 -1.00 -0.01 -0.04 0.967774 0.985532 -6.85
261549_at  DNA-binding protein, putative contains --- AT1G63470 1.00 0.01 0.04 0.967825 0.985539 -6.85
257570_at  dirigent protein, putative similar to dirige--- AT3G13662 1.00 0.00 0.04 0.967964 0.985625 -6.85
245889_at PEE-rich protein  ;supported by full-leng --- AT5G09480 1.01 0.01 0.04 0.967995 0.985625 -6.85
259827_at hypothetical protein --- AT1G72270 -1.00 0.00 -0.04 0.968122 0.985710 -6.85
247797_at predicted protein --- AT5G58780 1.00 0.01 0.04 0.968203 0.985739 -6.85
258022_at hypothetical protein predicted by genem--- AT3G19460 -1.00 0.00 -0.04 0.968237 0.985739 -6.85
253606_at  putative protein component of aniline di --- AT4G30530 1.01 0.01 0.04 0.968298 0.985757 -6.85
245836_at hypothetical protein similar to hypothetic--- --- 1.00 0.00 0.04 0.968461 0.985879 -6.85
250318_at dihydropyrimidinase  ; supported by cDN--- AT5G12200 -1.00 -0.01 -0.04 0.968589 0.985913 -6.85
245069_at putative glucosyltransferase UGT84B2 AT2G23250 1.00 0.00 0.04 0.968621 0.985913 -6.85
264174_s_ahypothetical protein ANAC004 AT1G02230 -1.00 -0.01 -0.04 0.968624 0.985913 -6.85
265416_at unknown protein  ; supported by full-leng--- AT2G37120 -1.01 -0.01 -0.04 0.968688 0.985934 -6.85
252063_at  lipid transfer protein-like protein lipid traLTP12 AT3G51590 -1.00 0.00 -0.04 0.968966 0.986158 -6.85
250145_at  putative protein predicted protein, Arabi --- AT5G14690 -1.00 -0.01 -0.04 0.968995 0.986158 -6.85
252620_at hypothetical protein --- --- 1.00 0.00 0.04 0.969105 0.986227 -6.85
250714_at sorting nexin-like protein SNX1 AT5G06140 1.00 0.01 0.04 0.969271 0.986228 -6.85
253824_at  putative protein protein kinase LePK7, LMTM1 AT4G27940 1.01 0.02 0.04 0.969323 0.986228 -6.85
257626_s_ahypothetical protein --- AT3G26240 / -1.00 0.00 -0.04 0.969292 0.986228 -6.85
249758_at putative protein similar to unknown prote--- AT5G24350 1.00 0.01 0.04 0.969214 0.986228 -6.85
245440_at RNA helicase --- AT4G16680 -1.00 0.00 -0.04 0.969317 0.986228 -6.85
255705_at hypothetical protein  ;supported by full-le--- AT4G00160 -1.00 0.00 -0.04 0.969383 0.986246 -6.85
245133_at putative nucleotide sugar epimerase GAE4 AT2G45310 1.01 0.01 0.04 0.969497 0.986274 -6.85
246395_at  dirigent protein, putative similar to dirige--- AT1G58170 -1.00 0.00 -0.04 0.969495 0.986274 -6.85
256426_at hypothetical protein predicted by gensca--- AT1G33420 1.01 0.01 0.04 0.969557 0.986291 -6.85
249734_at putative protein strong similarity to unkn IRE1-1 AT5G24360 1.00 0.00 0.04 0.969718 0.986357 -6.85
262128_at  late embryogenesis-abundant protein, p--- AT1G52690 1.02 0.03 0.04 0.969795 0.986357 -6.85
266174_at hypothetical protein predicted by gensca--- AT2G02440 -1.00 0.00 -0.04 0.969678 0.986357 -6.85
262975_at  zinc finger protein, putative similar to zinSTH2 AT1G75540 1.00 0.01 0.04 0.969795 0.986357 -6.85
251620_at  putative protein hypothetical protein F12--- AT3G58060 -1.00 -0.01 -0.04 0.969858 0.986377 -6.85
254704_at  putative protein predicted protein, ArabiAPRR2 AT4G18020 -1.00 0.00 -0.04 0.970055 0.986489 -6.85
254528_at hypothetical protein --- AT4G19620 -1.00 0.00 -0.04 0.97003 0.986489 -6.85
259629_at disease resistance protein contains domWRR4 AT1G56510 1.00 0.01 0.04 0.970228 0.986544 -6.85
252896_at  cytochrome P450 - like protein cytochroCYP96A9 AT4G39480 1.00 0.00 0.04 0.970219 0.986544 -6.85
266724_at hypothetical protein predicted by gensca--- AT2G03180 1.00 0.00 0.04 0.970238 0.986544 -6.85



248504_at transcription factor Hap5a-like NF-YC6 AT5G50480 -1.00 -0.01 -0.04 0.970385 0.986552 -6.85
262568_at hypothetical protein contains similarity toAtRLP5 AT1G34290 -1.00 0.00 -0.04 0.970506 0.986552 -6.85
246734_at  putative protein WRN (Werner syndromRECQSIM AT5G27680 1.00 0.00 0.04 0.970415 0.986552 -6.85
256665_at hypothetical protein predicted by genem--- AT3G20700 1.00 0.01 0.04 0.970464 0.986552 -6.85
249634_at putative protein several hypothetical pro --- --- -1.00 0.00 -0.04 0.970415 0.986552 -6.85
265410_at putative protein kinase contains a protei --- AT2G16620 1.00 0.00 0.04 0.970432 0.986552 -6.85
254474_at  putative protein predicted proteins, Arab--- AT4G20390 -1.00 -0.01 -0.04 0.970678 0.986577 -6.85
247381_at auxin-independent growth promoter-like --- AT5G63390 1.00 0.00 0.04 0.970646 0.986577 -6.85
255649_at contains region of similarity to mouse m --- AT4G00920 1.00 0.00 0.04 0.970604 0.986577 -6.85
258178_at hypothetical protein predicted by genem--- AT3G21680 1.00 0.00 0.04 0.970703 0.986577 -6.85
252265_at  putative protein SRG1 protein - ArabidoDIN11 AT3G49620 -1.01 -0.02 -0.04 0.970925 0.986680 -6.85
260565_at unknown protein predicted by genefinde--- AT2G43800 -1.01 -0.01 -0.04 0.970934 0.986680 -6.85
255210_at may be a pseudogene --- --- 1.00 0.00 0.04 0.970864 0.986680 -6.85
249032_at putative protein contains similarity to dis --- AT5G44910 1.01 0.02 0.04 0.971025 0.986728 -6.85
257620_at hypothetical protein predicted by genem--- AT3G24850 1.00 0.00 0.04 0.971156 0.986817 -6.85
251368_at  putative protein hypothetical protein At2--- AT3G61380 -1.01 -0.01 -0.04 0.971244 0.986818 -6.85
244942_at hypothetical protein --- --- -1.00 0.00 -0.04 0.971212 0.986818 -6.85
250834_at  putative protein various predicted prote DME AT5G04560 -1.00 -0.01 -0.04 0.971361 0.986889 -6.85
259845_at  auxin transporter splice variant b, putatiPIN1 AT1G73590 -1.00 -0.01 -0.04 0.971433 0.986889 -6.85
251410_at uclacyanin 3  ; supported by cDNA: gi_1UCC3 AT3G60280 1.00 0.00 0.04 0.971443 0.986889 -6.85
248254_at receptor protein kinase-like protein --- AT5G53320 1.00 0.01 0.04 0.971538 0.986942 -6.85
250220_at receptor protein kinase-like protein --- AT5G14210 -1.01 -0.01 -0.04 0.971727 0.986958 -6.85
265937_at putative RING zinc finger protein --- AT2G19610 1.00 0.00 0.04 0.971643 0.986958 -6.85
261066_at hypothetical protein predicted by genem--- AT1G07485 1.00 0.00 0.04 0.971711 0.986958 -6.85
264695_at  lipid transfer protein, putative similar to --- AT1G70250 1.00 0.01 0.04 0.971659 0.986958 -6.85
260130_s_a beta-glucosidase, putative similar to GBBGLU21 AT1G66270 / -1.00 0.00 -0.04 0.971785 0.986973 -6.85
248867_at bHLH transcription factor --- AT5G46830 -1.00 0.00 -0.04 0.971874 0.987019 -6.85
256630_at unknown protein --- AT3G28230 -1.00 0.00 -0.04 0.972029 0.987107 -6.85
245380_at hypothetical protein --- AT4G17760 -1.00 -0.01 -0.04 0.972047 0.987107 -6.85
262611_at Expressed protein ; supported by full-len--- AT1G14060 1.00 0.01 0.04 0.972106 0.987122 -6.85
252623_at hypothetical protein --- AT3G45320 -1.00 0.00 -0.04 0.97225 0.987181 -6.85
266042_s_ahypothetical protein --- AT2G07734 1.00 0.01 0.04 0.972226 0.987181 -6.85
249219_at putative protein contains similarity to SESDG25 AT5G42400 -1.00 0.00 -0.04 0.972469 0.987315 -6.85
248546_at putative protein similar to unknown prote--- AT5G50270 -1.00 0.00 -0.04 0.972458 0.987315 -6.85
245072_s_aputative cytochrome P450 CYP81D7 AT2G23190 / 1.00 0.00 0.04 0.972532 0.987336 -6.85



248485_at calcium-binding transporter-like protein --- AT5G51050 -1.00 -0.01 -0.04 0.972628 0.987336 -6.85
250500_at  periaxin - like protein periaxin, Rattus no--- AT5G09530 -1.03 -0.04 -0.04 0.972596 0.987336 -6.85
257304_at hypothetical protein predicted by gensca--- --- 1.00 0.00 0.04 0.972663 0.987336 -6.85
247588_at  protein disulfide isomerase precursor - ATPDIL1-4AT5G60640 -1.00 0.00 -0.04 0.972731 0.987344 -6.85
252708_at  putative protein amine oxidase, Canava--- AT3G43820 -1.00 0.00 -0.04 0.972757 0.987344 -6.85
250356_at  clathrin binding protein - like Af10-prote --- AT5G11710 -1.00 0.00 -0.04 0.972839 0.987384 -6.85
258756_at hypothetical protein similar to hypothetic--- AT3G11960 -1.00 0.00 -0.04 0.973041 0.987544 -6.85
265523_at putative Ty3-gypsy-like retroelement pol --- --- -1.00 0.00 -0.03 0.973164 0.987625 -6.85
260458_at unknown protein --- AT1G68250 -1.00 0.00 -0.03 0.973411 0.987832 -6.85
254683_at hypothetical protein  ;supported by full-le--- AT4G13800 -1.00 0.00 -0.03 0.973493 0.987872 -6.85
253482_at Expressed protein ; supported by cDNA --- AT4G31985 1.01 0.01 0.03 0.973674 0.987879 -6.85
260151_at unknown protein  ;supported by full-leng--- AT1G52910 1.01 0.01 0.03 0.973659 0.987879 -6.85
257162_s_a ammonium transporter, putative similar AMT1;3 AT3G24290 / -1.00 0.00 -0.03 0.973667 0.987879 -6.85
253194_s_ahypothetical protein --- --- 1.00 0.00 0.03 0.973653 0.987879 -6.85
263947_at unknown protein  ;supported by full-leng--- AT2G35820 1.00 0.01 0.03 0.974073 0.988152 -6.85
262339_at  WRKY DNA binding protein, putative si WRKY56 AT1G64000 -1.00 0.00 -0.03 0.974034 0.988152 -6.85
245655_at hypothetical protein predicted by genem--- AT1G56530 1.00 0.00 0.03 0.974053 0.988152 -6.85
264836_at unknown protein similar to hypothetical p--- AT1G03610 -1.00 -0.01 -0.03 0.974419 0.988415 -6.85
257588_x_a En/Spm-like transposon protein, putativ --- --- 1.00 0.01 0.03 0.974392 0.988415 -6.85
248405_at putative protein pectinesterase-like; stro SKS2 AT5G51480 -1.01 -0.02 -0.03 0.974592 0.988415 -6.85
257276_at  disease resistance protein, putative sim--- AT3G14460 1.00 0.00 0.03 0.974472 0.988415 -6.85
246974_at putative protein --- AT5G24980 1.00 0.00 0.03 0.97457 0.988415 -6.85
265891_at putative thionin --- AT2G15010 -1.00 0.00 -0.03 0.97454 0.988415 -6.85
265573_at putative zinc-finger protein similar to zinc--- AT2G28200 1.01 0.01 0.03 0.97467 0.988451 -6.85
253313_at  putative peroxidase peroxidase ATP12a--- AT4G33870 1.00 0.00 0.03 0.974745 0.988452 -6.85
248888_at potassium channel protein KAT1 (pir||S3KAT1 AT5G46240 -1.01 -0.01 -0.03 0.974903 0.988452 -6.85
266492_at putative protein kinase contains a protei --- AT2G07020 1.00 0.00 0.03 0.974808 0.988452 -6.85
263450_at putative calcium-dependent protein kina CPK24 AT2G31500 -1.00 0.00 -0.03 0.974932 0.988452 -6.85
245860_at  putative protein predicted proteins, Arab--- AT5G28310 -1.00 0.00 -0.03 0.974817 0.988452 -6.85
253145_at hypothetical protein --- AT4G35560 1.00 0.01 0.03 0.974915 0.988452 -6.85
254176_at  hypothetical protein hypothetical protein--- AT4G24200 -1.00 0.00 -0.03 0.975084 0.988519 -6.85
266549_at Expressed protein ; supported by full-lenEXL1 AT2G35150 1.00 0.00 0.03 0.975061 0.988519 -6.85
261721_at unknown protein ; supported by cDNA: g--- AT1G08480 -1.00 0.00 -0.03 0.975146 0.988538 -6.85
248131_at unknown protein --- AT5G54830 1.01 0.01 0.03 0.975353 0.988703 -6.85
246578_at  MADS-box protein, putative similar to MAGL86 AT1G31630 1.00 0.00 0.03 0.975398 0.988705 -6.85



262326_at hypothetical protein similar to putative d --- AT1G64140 / -1.00 0.00 -0.03 0.975724 0.988769 -6.85
257087_at  purple acid phosphatase, putative similaPAP18 AT3G20500 -1.00 0.00 -0.03 0.975593 0.988769 -6.85
246025_at  zwille/pinhead-like protein GERp95 - Ra--- AT5G21150 1.00 0.00 0.03 0.975789 0.988769 -6.85
253831_at Expressed protein ; supported by full-len--- AT4G27580 1.00 0.00 0.03 0.97553 0.988769 -6.85
263896_at hypothetical protein predicted by gensca--- AT2G21930 1.00 0.00 0.03 0.975626 0.988769 -6.85
248751_at putative protein similar to unknown prote--- AT5G47540 1.00 0.00 0.03 0.975732 0.988769 -6.85
246187_at putative protein AT5G2102--- -1.00 0.00 -0.03 0.975863 0.988769 -6.85
246588_at  putative protein predicted protein, Arabi --- AT3G06433 / 1.00 0.00 0.03 0.975777 0.988769 -6.85
252687_at  putative protein predicted protein, Arabi --- --- 1.00 0.00 0.03 0.975861 0.988769 -6.85
262995_s_ahypothetical protein predicted by genem--- --- -1.00 0.00 -0.03 0.975895 0.988769 -6.85
259834_at H-protein promoter binding factor-2b nea--- AT1G69570 -1.00 -0.01 -0.03 0.97603 0.988775 -6.85
266088_at hypothetical protein predicted by gensca--- AT2G37780 1.00 0.00 0.03 0.975983 0.988775 -6.85
265448_at putative DOF zinc finger protein DAG2 AT2G46590 -1.00 0.00 -0.03 0.97601 0.988775 -6.85
259119_at  transport protein SEC13, putative simila--- AT3G01340 1.00 0.00 0.03 0.976287 0.988963 -6.85
253491_at  RNA lariat debranching enzyme - like p --- AT4G31770 -1.00 -0.01 -0.03 0.976303 0.988963 -6.85
249750_at unknown protein  ;supported by full-leng--- AT5G24570 1.00 0.01 0.03 0.976483 0.989102 -6.85
248067_at unknown protein --- AT5G55600 -1.00 0.00 -0.03 0.976678 0.989135 -6.85
259930_at hypothetical protein predicted by genem--- AT1G34355 1.00 0.00 0.03 0.976584 0.989135 -6.85
247391_at unknown protein --- AT5G63540 -1.00 0.00 -0.03 0.976686 0.989135 -6.85
257230_at DegP protease contains similarity to DegDegP11 AT3G16540 -1.00 0.00 -0.03 0.976689 0.989135 -6.85
251566_at putative protein several hypothetical pro --- AT3G58210 1.00 0.00 0.03 0.976759 0.989162 -6.85
252649_at  putative protein histone deacetylase 1 - HDA9 AT3G44680 1.00 0.00 0.03 0.976853 0.989212 -6.85
254671_at  MuDR transposable element - like prote--- --- 1.00 0.00 0.03 0.976987 0.989261 -6.85
257192_at unknown protein  ;supported by full-lengEMB2769 AT3G13200 -1.00 0.00 -0.03 0.976974 0.989261 -6.85
251093_at putative protein several hypothetical pro --- AT5G01360 1.00 0.01 0.03 0.97707 0.989300 -6.85
252762_at  putative protein hypothetical protein MZ--- AT3G42780 -1.00 0.00 -0.03 0.977364 0.989473 -6.85
256166_at hypothetical protein --- AT1G36920 -1.00 0.00 -0.03 0.977386 0.989473 -6.85
251737_at 40S ribosomal protein S26 homolog sev--- AT3G56340 1.01 0.01 0.03 0.977393 0.989473 -6.85
260052_at  14-3-3 protein (grf13), putative containsGRF13 AT1G78220 1.00 0.00 0.03 0.977414 0.989473 -6.85
254332_at  leucine rich repeat receptor kinase-like --- AT4G22730 -1.00 0.00 -0.03 0.977611 0.989542 -6.85
260705_at unknown protein ;supported by full-lengtTOM2A AT1G32400 -1.00 0.00 -0.03 0.97757 0.989542 -6.85
249654_at putative protein hypothetical proteins - A--- --- 1.00 0.00 0.03 0.977578 0.989542 -6.85
265238_s_ahypothetical protein --- AT2G07696 -1.00 0.00 -0.03 0.977664 0.989551 -6.85
256954_at  E2, ubiquitin-conjugating enzyme, putatFUS9 AT3G13550 1.00 0.00 0.03 0.977809 0.989609 -6.85
262032_at  biotin holocarboxylase synthetase, putaHCS2 AT1G37150 1.00 0.00 0.03 0.97778 0.989609 -6.85



262426_s_a cytochrome P450, putative similar to cy --- AT1G47625 / -1.00 0.00 -0.03 0.977953 0.989712 -6.85
265243_at hypothetical protein predicted by genscaNPG1 AT2G43040 1.00 0.00 0.03 0.978187 0.989905 -6.85
249249_at unknown protein --- AT5G42330 -1.00 0.00 -0.03 0.978273 0.989921 -6.85
264080_at putative vacuolar proton-ATPase subun VHA-A1 AT2G28520 -1.00 0.00 -0.03 0.978334 0.989921 -6.85
256558_at hypothetical protein predicted by genem--- --- -1.00 0.00 -0.03 0.978333 0.989921 -6.85
249006_at putative protein similar to unknown prote--- AT5G44650 / -1.00 0.00 -0.03 0.978407 0.989947 -6.85
251223_at putative transcription factor MYB11 ATMYB11 AT3G62610 1.00 0.00 0.03 0.978446 0.989947 -6.85
260119_at  AIG1-like protein similar to AIG1 protein--- AT1G33930 -1.00 0.00 -0.03 0.978533 0.989952 -6.85
265312_at unknown protein --- AT2G20240 1.00 0.01 0.03 0.978625 0.989952 -6.85
260647_at hypothetical protein predicted by genem--- AT1G08030 1.00 0.00 0.03 0.978649 0.989952 -6.85
248733_at unknown protein ELP1 --- -1.00 0.00 -0.03 0.978668 0.989952 -6.85
261345_at hypothetical protein predicted by genefinDTA4 AT1G79760 1.00 0.00 0.03 0.978547 0.989952 -6.85
263195_at  non-specific lipid transfer protein, putati --- AT1G36150 -1.00 0.00 -0.03 0.978789 0.989986 -6.85
253151_at  putative polygalacturonase polygalactur--- AT4G35670 1.00 0.00 0.03 0.978762 0.989986 -6.85
255966_at  14-3-3 protein GF14epsilon (grf10) idenGRF10 AT1G22300 -1.00 0.00 -0.03 0.97892 0.990075 -6.85
248072_at unknown protein --- AT5G55680 -1.00 0.00 -0.03 0.979034 0.990147 -6.85
257941_at putative UDP-glucose glucosyltransferasUGT71B8 AT3G21800 -1.00 0.00 -0.03 0.979098 0.990167 -6.85
248982_at chloroplast nucleoid DNA-binding protei --- AT5G45120 1.00 0.00 0.03 0.979375 0.990403 -6.85
250690_at ABC transporter-like protein  ; supported--- AT5G06530 -1.00 0.00 -0.03 0.979428 0.990413 -6.85
251811_at  APETALA2 - like protein APETALA2, A SMZ AT3G54990 1.00 0.00 0.03 0.979482 0.990424 -6.85
260761_at hypothetical protein predicted by genem--- AT1G49150 1.00 0.00 0.03 0.979595 0.990494 -6.85
258308_at putative reverse transcriptase similar to --- --- -1.00 -0.01 -0.03 0.97964 0.990496 -6.85
248677_at unknown protein --- AT5G48860 -1.00 0.00 -0.03 0.979765 0.990520 -6.85
263721_at hypothetical protein predicted by gensca--- AT2G13630 1.00 0.00 0.03 0.979781 0.990520 -6.85
249857_at C2H2-type zinc finger protein-like --- AT5G22990 -1.00 0.00 -0.03 0.979795 0.990520 -6.85
261250_at unknown protein --- AT1G05890 -1.00 0.00 -0.03 0.980264 0.990907 -6.85
249153_s_aputative protein strong similarity to unkn --- AT5G43390 / 1.00 0.00 0.03 0.980229 0.990907 -6.85
253896_at  putative protein NBS/LRR disease resis--- AT4G27190 1.00 0.00 0.03 0.980354 0.990912 -6.85
261261_at putative aldehyde oxidase --- AT1G26730 1.01 0.01 0.03 0.980356 0.990912 -6.85
263694_at putative reverse transcriptase strong sim--- --- 1.00 0.00 0.03 0.980407 0.990920 -6.85
266776_at putative ubiquitin fusion-degradation pro--- AT2G29070 1.00 0.00 0.03 0.980634 0.990959 -6.85
256538_x_ahypothetical protein predicted by genem--- --- 1.00 0.00 0.03 0.980594 0.990959 -6.85
253702_at  Ca2+-transporting ATPase - like proteinACA10 AT4G29900 -1.00 0.00 -0.03 0.980606 0.990959 -6.85
266305_at putative DNA polymerase epsilon cataly TIL2 AT2G27120 -1.00 0.00 -0.03 0.980678 0.990959 -6.85
255747_s_ahypothetical protein predicted by genem--- AT1G32010 / 1.00 0.00 0.03 0.980706 0.990959 -6.85



264411_at  mutator-like transposase, putative simila--- --- 1.00 0.00 0.03 0.980548 0.990959 -6.85
244928_s_ahypothetical protein --- AT2G07716 1.00 0.00 0.02 0.980785 0.990995 -6.85
266424_at unknown protein --- AT2G41330 1.00 0.00 0.02 0.981022 0.991172 -6.85
257322_at hypothetical protein AT2G0766--- -1.00 0.00 -0.02 0.981058 0.991172 -6.85
247481_at  putative protein predicted protein, Arabi --- AT5G62400 -1.00 0.00 -0.02 0.981091 0.991172 -6.85
262278_at transcription factor PERIANTHIA identic PAN AT1G68640 1.00 0.00 0.02 0.98118 0.991187 -6.85
265792_at predicted by genscan and genefinder --- AT2G01390 -1.00 0.00 -0.02 0.981236 0.991187 -6.85
255528_at hypothetical protein --- AT4G02090 1.00 0.00 0.02 0.981236 0.991187 -6.85
256135_at hypothetical protein predicted by genem--- AT1G48730 -1.00 0.00 -0.02 0.981428 0.991205 -6.85
262139_at  mutator-like transposase, putative similaAT1G5261--- -1.00 0.00 -0.02 0.981411 0.991205 -6.85
258639_at  polygalacturonase (PGA3) identical to p--- AT3G07820 -1.00 0.00 -0.02 0.981357 0.991205 -6.85
262608_at  dioxygenase-like protein very similar to --- AT1G14120 -1.00 0.00 -0.02 0.981338 0.991205 -6.85
267033_at unknown protein  ;supported by full-leng--- AT2G38450 -1.00 0.00 -0.02 0.981481 0.991215 -6.85
245752_at hypothetical protein similar to Ac-like tra --- AT1G35150 1.00 0.00 0.02 0.981659 0.991351 -6.85
256789_at seven in absentia-like protein similar to S--- AT3G13672 -1.00 -0.01 -0.02 0.981777 0.991407 -6.85
261709_at  RNA-binding protein, putative similar to CID11 AT1G32790 -1.00 0.00 -0.02 0.981801 0.991407 -6.85
259923_at putative protein kinase contains Pfam pr--- AT1G72760 1.00 0.00 0.02 0.981849 0.991411 -6.85
245257_at calmodulin ; supported by cDNA: gi_582CAM8 AT4G14640 1.00 0.00 0.02 0.98197 0.991470 -6.85
245221_s_a polyprotein, putative similar to polyprote--- --- -1.00 0.00 -0.02 0.981995 0.991470 -6.85
245207_at  RING finger-like protein similarity to pre--- AT5G12310 1.00 0.00 0.02 0.982092 0.991525 -6.85
266593_at hypothetical protein predicted by gensca--- AT2G46200 1.00 0.00 0.02 0.982193 0.991583 -6.85
251039_at  putative protein hypothetical protein T6H--- AT5G02020 -1.00 -0.01 -0.02 0.982406 0.991618 -6.85
250332_at  putative protein predicted proteins, Arab--- AT5G11680 -1.00 0.00 -0.02 0.982419 0.991618 -6.85
256079_at hypothetical protein predicted by gensca--- AT1G20680 -1.00 0.00 -0.02 0.9823 0.991618 -6.85
264287_at hypothetical protein similar to hypothetic--- AT1G61930 -1.00 0.00 -0.02 0.982446 0.991618 -6.85
248372_at putative protein similar to unknown prote--- AT5G51850 1.00 0.00 0.02 0.982385 0.991618 -6.85
264184_at  early nodule-specific protein, putative s --- AT1G54790 1.00 0.00 0.02 0.982641 0.991772 -6.85
248264_at putative protein similar to unknown prote--- AT5G53310 -1.00 0.00 -0.02 0.982693 0.991781 -6.85
257112_at  cytochrome P450, putative contains PfaCYP705A2AT3G20120 -1.00 0.00 -0.02 0.982946 0.991948 -6.85
258702_at hypothetical protein predicted by genefin--- AT3G09730 -1.00 0.00 -0.02 0.98293 0.991948 -6.85
261802_at hypothetical protein similar to hypothetic--- AT1G30550 -1.00 0.00 -0.02 0.983047 0.992006 -6.85
246181_at  pectinesterase - like protein probable pe--- AT5G20860 -1.00 0.00 -0.02 0.98311 0.992025 -6.85
262081_at  kinesin motor protein (kin2), putative simZCF125 AT1G59540 1.00 0.00 0.02 0.983197 0.992069 -6.85
257080_at unknown protein --- AT3G15240 1.00 0.00 0.02 0.983777 0.992094 -6.85
247875_at putative protein similar to unknown prote--- AT5G57720 1.00 0.00 0.02 0.983605 0.992094 -6.85



260191_at putative protein kinase Pfam HMM hit: E--- AT1G67580 -1.00 0.00 -0.02 0.983508 0.992094 -6.85
245424_at putative protein --- AT4G17505 -1.00 0.00 -0.02 0.983665 0.992094 -6.85
257091_at  DNA polymerase, putative C-term similaPOLGAMMAT3G20540 1.00 0.00 0.02 0.983608 0.992094 -6.85
255125_at  putative protein SCARECROW - Arabid--- AT4G08250 -1.00 0.00 -0.02 0.983787 0.992094 -6.85
254124_at hypothetical protein  ; supported by cDN--- AT4G24500 -1.00 0.00 -0.02 0.983296 0.992094 -6.85
266393_at late embryogenesis abundant M17 proteM17 AT2G41260 -1.00 0.00 -0.02 0.983695 0.992094 -6.85
252684_at  disease resistence - like protein RPP1-W--- AT3G44400 -1.00 0.00 -0.02 0.983353 0.992094 -6.85
261647_at hypothetical protein similar to hypothetic--- AT1G27740 -1.00 0.00 -0.02 0.983775 0.992094 -6.85
248301_at DnaJ protein-like --- AT5G53150 1.00 0.00 0.02 0.983414 0.992094 -6.85
255187_s_aputative transposon protein --- --- 1.00 0.00 0.02 0.983349 0.992094 -6.85
265081_at  hypothetical protein contains Zinc finge MGP AT1G03840 -1.00 0.00 -0.02 0.983628 0.992094 -6.85
247114_at unknown protein  ; supported by cDNA: --- AT5G65910 -1.00 0.00 -0.02 0.983937 0.992202 -6.85
257494_at hypothetical protein predicted by genem--- AT1G32375 1.00 0.00 0.02 0.984159 0.992341 -6.85
267280_at diacylglycerol O-acyltransferase ; suppoTAG1 AT2G19450 -1.00 0.00 -0.02 0.984177 0.992341 -6.85
264062_at unknown protein --- AT2G27950 1.00 0.00 0.02 0.984206 0.992341 -6.85
251736_at  putative protein acetyl-CoA carboxylase--- AT3G56130 1.00 0.00 0.02 0.984251 0.992343 -6.85
257290_at hypothetical protein predicted by gensca--- AT3G15550 -1.00 0.00 -0.02 0.984362 0.992367 -6.85
249892_at unknown protein --- AT5G22600 -1.00 0.00 -0.02 0.98436 0.992367 -6.85
265822_at putative SEC1 family transport protein s ATSLY1 AT2G17980 -1.00 0.00 -0.02 0.98442 0.992381 -6.85
245079_at putative retroelement pol polyprotein --- --- -1.00 0.00 -0.02 0.984474 0.992391 -6.85
249262_at putative protein similar to unknown prote--- AT5G41720 1.00 0.00 0.02 0.984517 0.992391 -6.85
253529_at  putative protein hypothetical protein - A --- AT4G31520 1.00 0.00 0.02 0.984576 0.992407 -6.85
247595_at  ring finger protein - like ring finger prote--- AT5G60820 1.00 0.00 0.02 0.984785 0.992575 -6.85
258429_at putative GTP-binding protein similar to GTOC120 AT3G16620 -1.00 0.00 -0.02 0.984903 0.992605 -6.85
257429_at putative RING zinc finger protein --- AT2G27940 1.00 0.00 0.02 0.984869 0.992605 -6.85
265689_at hypothetical protein predicted by gensca--- AT2G24310 -1.00 0.00 -0.02 0.985073 0.992646 -6.85
262435_at  cytochrome P450, putative similar to cy CYP96A8 AT1G47620 1.00 0.00 0.02 0.985054 0.992646 -6.85
249179_at Expressed protein ; supported by full-len--- AT5G42955 -1.00 0.00 -0.02 0.985019 0.992646 -6.85
249642_at putative protein --- AT5G36960 1.00 0.00 0.02 0.985198 0.992727 -6.85
251577_at putative protein several hypothetical pro --- AT3G58350 -1.00 0.00 -0.02 0.985247 0.992732 -6.85
247070_at Expressed protein ; supported by full-len--- AT5G66815 -1.00 0.00 -0.02 0.985381 0.992780 -6.85
251373_at GATA transcription factor 4  ; supported --- AT3G60530 1.01 0.01 0.02 0.985372 0.992780 -6.85
258116_at hypothetical protein similar to terpene sy--- AT3G14520 1.00 0.00 0.02 0.985534 0.992867 -6.85
257048_at hypothetical protein predicted by genem--- AT3G19740 -1.00 0.00 -0.02 0.985554 0.992867 -6.85
248812_at palmitoyl-protein thioesterase precursor---- AT5G47330 -1.01 -0.01 -0.02 0.985695 0.992877 -6.85



251489_at putative protein putative proteins - Arabi --- AT3G59460 -1.00 0.00 -0.02 0.985678 0.992877 -6.85
248671_at putative protein strong similarity to unkn --- AT5G48750 1.00 0.00 0.02 0.985662 0.992877 -6.85
264439_at  adenine phosphoribosyltransferase 1, AAPT1 AT1G27450 1.00 0.00 0.02 0.986098 0.993239 -6.85
250497_at  putative protein predicted proteins, Arab--- AT5G09630 -1.00 0.00 -0.02 0.986254 0.993265 -6.85
247276_at putative protein contains similarity to RNHEN4 AT5G64390 1.00 0.00 0.02 0.986179 0.993265 -6.85
245997_at  putative protein saur1 protein, Zea may --- AT5G20810 -1.00 0.00 -0.02 0.986218 0.993265 -6.85
258122_at hypothetical protein contains similarity toATGSL04 AT3G14570 1.00 0.00 0.02 0.986382 0.993303 -6.85
257223_at  50S ribosomal protein L12-B identical toRPL12-B AT3G27840 1.00 0.00 0.02 0.986423 0.993303 -6.85
257543_at hypothetical protein predicted by genem--- AT3G28960 1.00 0.00 0.02 0.986343 0.993303 -6.85
256668_at hypothetical protein similar to hypothetic--- AT3G32190 1.00 0.00 0.02 0.986551 0.993345 -6.85
256871_at  WD-repeat protein, putative contains Pf --- AT3G26480 1.00 0.00 0.02 0.986535 0.993345 -6.85
256894_at  PREG-like protein, putative similar to P CYCP2;1 AT3G21870 1.00 0.00 0.02 0.986719 0.993445 -6.85
263397_s_aputative GDSL-motif lipase/hydrolase sim--- AT2G31540 / 1.00 0.00 0.02 0.986907 0.993445 -6.85
249560_at putative protein LCR80 AT5G38330 1.00 0.00 0.02 0.986955 0.993445 -6.85
257581_s_a RAV-like DNA-binding protein, putative --- AT1G50680 / 1.00 0.00 0.02 0.986948 0.993445 -6.85
265744_at putative CENP-B/ARS binding protein-lik--- --- -1.00 0.00 -0.02 0.986907 0.993445 -6.85
255407_at  hypothetical protein similar to A. thalian --- AT4G03480 1.00 0.00 0.02 0.98686 0.993445 -6.85
245805_at hypothetical protein predicted by genem--- AT1G46336 -1.00 0.00 -0.02 0.986761 0.993445 -6.85
253352_at  pathogenesis-related protein 1 precurso--- AT4G33710 1.00 0.00 0.02 0.987098 0.993525 -6.85
248844_s_aextA (emb CAA47807.1) --- AT5G46890 / -1.00 0.00 -0.02 0.987123 0.993525 -6.85
263985_at unknown protein  ;supported by full-leng--- AT2G42750 1.00 0.00 0.02 0.987382 0.993699 -6.85
257591_at  leucine-rich repeat disease resistance pAtRLP39 AT3G24900 -1.00 0.00 -0.02 0.987355 0.993699 -6.85
249565_at contains similarity to S1 self-incompatibi --- AT5G38440 -1.00 0.00 -0.02 0.98752 0.993794 -6.85
261263_at  H-protein promoter binding factor-2b, pu--- AT1G26790 1.00 0.00 0.02 0.987579 0.993809 -6.85
260146_at putative non-phototropic hypocotyl simila--- AT1G52770 1.00 0.00 0.02 0.987734 0.993878 -6.85
254435_at putative protein MS5 AT4G20900 -1.00 0.00 -0.02 0.987732 0.993878 -6.85
251070_at  translation initiation factor eIF-2 beta ch--- AT5G01940 -1.00 0.00 -0.02 0.987781 0.993881 -6.85
267198_at putative gibberellin-regulated protein --- AT2G30810 1.00 0.00 0.02 0.987831 0.993888 -6.85
255631_at hypothetical protein BSK3 AT4G00710 1.00 0.00 0.02 0.987912 0.993902 -6.85
250648_at late embryogenesis abundant protein LE--- AT5G06760 1.00 0.00 0.02 0.987932 0.993902 -6.85
246961_at unknown protein --- AT5G24710 -1.00 0.00 -0.02 0.988037 0.993963 -6.85
263065_at MAP kinase (ATMPK7) identical to GB:QATMPK7 AT2G18170 1.00 0.00 0.02 0.988257 0.994117 -6.85
263095_at Ac-like transposase related to Ac/Ds tra --- AT2G16040 1.00 0.00 0.02 0.988277 0.994117 -6.85
255052_at  rab7 -like protein rab7 protein -Vigna acATRABG3 AT4G09720 1.00 0.00 0.01 0.98851 0.994264 -6.85
264729_at putative metal-binding protein highly sim--- AT1G22990 1.00 0.00 0.01 0.988504 0.994264 -6.85



248276_at EspB-like protein YSL3 AT5G53550 -1.00 0.00 -0.01 0.988595 0.994305 -6.85
258415_at putative s-adenosylmethionine synthetasMTO3 AT3G17390 1.00 0.00 0.01 0.9887 0.994367 -6.85
267087_at putative MYB family transcription factor MYB101 AT2G32460 1.00 0.00 0.01 0.988792 0.994416 -6.85
249840_at unknown protein  ; supported by cDNA: ATLCBK1 AT5G23450 1.00 0.00 0.01 0.988972 0.994553 -6.85
255620_at  putative copper-containing glycoprotein --- AT4G01380 -1.00 0.00 -0.01 0.989259 0.994798 -6.85
253825_at Expressed protein ; supported by full-len--- AT4G28025 1.00 0.00 0.01 0.989406 0.994865 -6.85
267613_at putative second messenger-dependent PID2 AT2G26700 -1.00 0.00 -0.01 0.989414 0.994865 -6.85
254239_at  water channel - like protein plasma memPIP1;5 AT4G23400 1.00 0.00 0.01 0.989725 0.995091 -6.85
256774_at hypothetical protein predicted by genem--- AT3G13760 1.00 0.00 0.01 0.989717 0.995091 -6.85
245669_at hypothetical protein contains similarity toLEC2 AT1G28300 1.00 0.00 0.01 0.989818 0.995125 -6.85
249384_at  putative protein hypothetical protein F8M--- AT5G39890 -1.00 0.00 -0.01 0.989847 0.995125 -6.85
257457_at hypothetical protein predicted by genefin--- AT2G05430 1.00 0.00 0.01 0.989962 0.995198 -6.85
259525_at hypothetical protein ATEXPA7 AT1G12560 1.00 0.00 0.01 0.990054 0.995246 -6.85
254533_at  putative protein ARI protein - Drosophila--- AT4G19670 1.00 0.00 0.01 0.990102 0.995251 -6.85
265782_at putative two-component response regula--- AT2G07440 -1.00 0.00 -0.01 0.990159 0.995264 -6.85
256824_at hypothetical protein predicted by genemAT3G2212--- 1.00 0.00 0.01 0.990232 0.995294 -6.85
253513_at  peroxidase - like protein peroxidase, Sp--- AT4G31760 -1.00 0.00 -0.01 0.990295 0.995313 -6.85
248379_at RAR1 (gb|AAF18433.1) non-consensus PBS2 AT5G51700 1.00 0.00 0.01 0.990466 0.995353 -6.85
252792_at hypothetical protein --- --- 1.00 0.00 0.01 0.990385 0.995353 -6.85
249261_at putative protein similar to unknown prote--- --- 1.00 0.00 0.01 0.990431 0.995353 -6.85
247334_at cdc2-like protein kinase-like protein suppCDKE;1 AT5G63610 -1.00 0.00 -0.01 0.990706 0.995419 -6.85
267587_at unknown protein --- AT2G42080 1.00 0.00 0.01 0.990689 0.995419 -6.85
260962_at  pectin methylesterase, putative similar tPME7 AT1G44980 1.00 0.00 0.01 0.990685 0.995419 -6.85
248251_at unknown protein --- AT5G53220 -1.00 0.00 -0.01 0.990626 0.995419 -6.85
258318_at unknown protein --- AT3G22680 -1.00 0.00 -0.01 0.990823 0.995493 -6.85
250119_at putative protein similar to unknown prote--- AT5G16470 -1.00 0.00 -0.01 0.991093 0.995514 -6.85
264712_at unknown protein ECT11 AT1G09810 -1.00 0.00 -0.01 0.991063 0.995514 -6.85
245540_at ABC transporter like protein PDR2 AT4G15230 -1.00 0.00 -0.01 0.990909 0.995514 -6.85
264945_at  MADS-box protein (MADS2), putative s MAF1 AT1G77080 -1.00 0.00 -0.01 0.991214 0.995514 -6.85
249476_at  germin - like protein probable germin ty --- AT5G38910 -1.00 0.00 -0.01 0.991305 0.995514 -6.85
257837_at hypothetical protein predicted by genem--- AT3G25200 1.00 0.00 0.01 0.991129 0.995514 -6.85
255671_at Expressed protein ; supported by full-len--- AT4G00355 1.00 0.00 0.01 0.991211 0.995514 -6.85
245667_at FH protein interacting protein FIP1 identFIP1 AT1G28200 -1.00 0.00 -0.01 0.991225 0.995514 -6.85
251510_at putative protein several hypothetical pro --- AT3G59170 1.00 0.00 0.01 0.991279 0.995514 -6.85
259556_at hypothetical protein --- --- -1.00 0.00 -0.01 0.991294 0.995514 -6.85



265558_at putative non-LTR retroelement reverse t --- --- 1.00 0.00 0.01 0.991324 0.995514 -6.85
266848_at unknown protein  ;supported by full-leng--- AT2G25950 -1.00 0.00 -0.01 0.991632 0.995697 -6.85
247638_at  arabinogalactan protein - like arabinogaFLA12 AT5G60490 -1.00 0.00 -0.01 0.991637 0.995697 -6.85
248543_at putative protein similar to unknown prote--- AT5G50230 -1.00 0.00 -0.01 0.991561 0.995697 -6.85
251731_at  manganese superoxide dismutase-like --- AT3G56350 1.00 0.00 0.01 0.9917 0.995710 -6.85
266966_at hypothetical protein predicted by gensca--- AT2G39520 -1.00 0.00 -0.01 0.991737 0.995710 -6.85
252689_at  putative protein predicted proteins, Arab--- AT3G44030 -1.00 0.00 -0.01 0.992108 0.996038 -6.85
246963_at  putative protein nucleoid DNA-binding p--- AT5G24820 -1.00 0.00 -0.01 0.992276 0.996119 -6.85
258967_at  hypothetical protein predicted by gensc --- AT3G10470 1.00 0.00 0.01 0.992237 0.996119 -6.85
262652_at  hypothetical protein One of a cluster of FUT9 AT1G14110 -1.00 0.00 -0.01 0.99242 0.996219 -6.85
255276_at  putative fatty acid desaturase similar to DES-1-LIKAT4G04930 -1.00 0.00 -0.01 0.992738 0.996401 -6.85
266236_at putative glutathione S-transferase ATGSTZ2 AT2G02380 -1.00 0.00 -0.01 0.992775 0.996401 -6.85
265672_at putative cysteine proteinase inhibitor B ( --- AT2G31980 -1.00 0.00 -0.01 0.992696 0.996401 -6.85
254407_at  receptor kinase - like protein receptor-li --- AT4G21370 -1.00 0.00 -0.01 0.992733 0.996401 -6.85
249496_s_aputative protein predicted proteins - Arab--- AT5G39140 / 1.00 0.00 0.01 0.99299 0.996573 -6.85
252789_s_ahypothetical protein  ; supported by full-l --- AT1G21930 / -1.00 0.00 -0.01 0.993145 0.996641 -6.85
266118_at protease inhibitor II  ; supported by cDNALCR68 AT2G02130 1.00 0.00 0.01 0.993139 0.996641 -6.85
266145_at putative TNP2-like transposon protein --- --- -1.00 0.00 -0.01 0.993264 0.996716 -6.85
260765_at actin 8 almost identical to actin 8 GI:166ACT8 AT1G49240 -1.00 0.00 -0.01 0.993351 0.996760 -6.85
253459_at hypothetical protein --- AT4G32080 -1.00 0.00 -0.01 0.993449 0.996814 -6.85
264958_at unknown protein ; supported by cDNA: g--- AT1G76960 1.00 0.00 0.01 0.993598 0.996920 -6.85
267531_at putative calcium-dependent protein kina CPK14 AT2G41860 -1.00 0.00 -0.01 0.993767 0.997045 -6.85
255428_at  putative LRR receptor-like protein kinasSRF3 AT4G03390 -1.00 0.00 -0.01 0.993857 0.997091 -6.85
264969_at hypothetical protein contains similarity to--- AT1G67320 -1.00 0.00 -0.01 0.993921 0.997113 -6.85
253642_at hypothetical protein  ;supported by full-le--- AT4G29960 1.00 0.00 0.01 0.99409 0.997238 -6.85
253196_at NAD+ dependent isocitrate dehydrogenaIDH1 AT4G35260 1.00 0.00 0.01 0.994155 0.997259 -6.85
263921_at putative fructose bisphosphate aldolase --- AT2G36460 -1.00 0.00 -0.01 0.994273 0.997334 -6.85
245324_at lactate dehydrogenase (LDH1) ;supporte--- AT4G17260 1.00 0.00 0.01 0.994575 0.997505 -6.85
253817_at hypothetical protein  ;supported by full-le--- AT4G28310 1.00 0.00 0.01 0.994494 0.997505 -6.85
248670_at receptor protein kinase-like protein --- AT5G48740 -1.00 0.00 -0.01 0.994562 0.997505 -6.85
246714_at  putative protein predicted proteins, Arab--- AT5G28220 -1.00 0.00 -0.01 0.994757 0.997644 -6.85
263592_at putative non-LTR retroelement reverse t --- --- 1.00 0.00 0.01 0.994846 0.997645 -6.85
255308_at  putative component of vesicle-mediatedNSF AT4G04910 -1.00 0.00 -0.01 0.994803 0.997645 -6.85
246426_at  ovule development protein aintegumentBBM AT5G17430 -1.00 0.00 -0.01 0.995071 0.997699 -6.85
254886_at  putative protein bp4A protein, Brassica LCR17 AT4G11760 -1.00 0.00 -0.01 0.995045 0.997699 -6.85



246664_at putative protein predicted proteins - Arab--- --- 1.00 0.00 0.01 0.995075 0.997699 -6.85
251553_at  DNA-binding WRKY - like protein AR41WRKY69 AT3G58710 1.00 0.00 0.01 0.99496 0.997699 -6.85
258649_at  putative transitional endoplasmic reticulCDC48 AT3G09840 -1.00 0.00 -0.01 0.995343 0.997862 -6.85
267058_at putative protein kinase contains a protei MAPKKK1 AT2G32510 1.00 0.00 0.01 0.995393 0.997862 -6.85
256926_at hypothetical protein predicted by genem--- AT3G22540 1.00 0.00 0.01 0.995293 0.997862 -6.85
259203_at hypothetical protein predicted by genefin--- AT3G09130 1.00 0.00 0.01 0.995413 0.997862 -6.85
249551_at  putative protein predicted proteins, Arab--- AT5G38220 1.00 0.00 0.01 0.995671 0.998043 -6.85
257283_at hypothetical protein predicted by genem--- AT3G29750 -1.00 0.00 -0.01 0.99574 0.998043 -6.85
262020_at  polyprotein, putative similar to gag-pol p--- --- -1.00 0.00 -0.01 0.995768 0.998043 -6.85
245519_at retrotransposon like protein --- --- -1.00 0.00 -0.01 0.995725 0.998043 -6.85
252498_at putative protein several hypothetical pro --- AT3G46810 1.00 0.00 0.01 0.995849 0.998080 -6.85
250424_at  bromodomain protein - like bromodomaGTE2 AT5G10550 -1.00 0.00 -0.01 0.996026 0.998214 -6.85
266205_s_aputative dTDP-glucose 4-6-dehydratase AXS2 AT1G08200 / -1.00 0.00 -0.01 0.996075 0.998219 -6.85
258362_at unknown protein --- AT3G14280 1.00 0.00 0.00 0.996279 0.998336 -6.85
251440_at  SKP1/ASK1 (At13), putative similar to SASK13 AT3G60010 -1.00 0.00 0.00 0.996252 0.998336 -6.85
256027_at putative protein --- AT1G34160 1.00 0.00 0.00 0.996335 0.998348 -6.85
246482_at plant adhesion molecule 1 (PAM1)  ;supPAM1 AT5G15930 1.00 0.00 0.00 0.996732 0.998443 -6.85
248185_at flavonol 3-O-glucosyltransferase-like UF3GT AT5G54060 -1.00 0.00 0.00 0.996779 0.998443 -6.85
258980_at putative reversibly glycosylatable polypeRGP3 AT3G08900 1.00 0.00 0.00 0.996525 0.998443 -6.85
259465_at hypothetical protein similar to putative no--- AT1G19025 -1.00 0.00 0.00 0.996622 0.998443 -6.85
258558_at hypothetical protein predicted by genefin--- AT3G06000 -1.00 0.00 0.00 0.996685 0.998443 -6.85
250368_at putative protein  ; supported by cDNA: g--- AT5G11280 1.00 0.00 0.00 0.996603 0.998443 -6.85
253228_at putative protein  ;supported by full-length--- AT4G34630 1.00 0.00 0.00 0.996749 0.998443 -6.85
254581_at  putative protein membrane-associated s--- AT4G19440 1.00 0.00 0.00 0.996627 0.998443 -6.85
261305_at  glutamine synthetase, putative similar toGLN1;5 AT1G48470 1.00 0.00 0.00 0.997097 0.998717 -6.85
248919_at putative protein contains similarity to iso --- AT5G45920 -1.00 0.00 0.00 0.997367 0.998827 -6.85
249056_at putative protein similar to unknown prote--- AT5G44470 -1.00 0.00 0.00 0.997382 0.998827 -6.85
266390_at hypothetical protein predicted by gensca--- AT2G32310 1.00 0.00 0.00 0.997343 0.998827 -6.85
253521_at  multicatalytic endopeptidase complex, pPBA1 AT4G31300 1.00 0.00 0.00 0.997253 0.998827 -6.85
262759_at unknown protein --- AT1G10800 -1.00 0.00 0.00 0.997438 0.998839 -6.85
263886_at hypothetical protein predicted by genscaTKI1 AT2G36960 1.00 0.00 0.00 0.997488 0.998846 -6.85
263690_at  putative DNA-binding protein Similar to AtHB23 AT1G26960 -1.00 0.00 0.00 0.997795 0.999106 -6.85
248653_at disease resistance protein-like --- AT5G49290 -1.00 0.00 0.00 0.997879 0.999106 -6.85
267155_at  CLE7, putative CLAVATA3/ESR-related--- AT2G30925 1.00 0.00 0.00 0.997861 0.999106 -6.85
257379_x_aMutator-like transposase similar to  MUR--- --- 1.00 0.00 0.00 0.997936 0.999119 -6.85



249194_at kinesin heavy chain-like protein --- AT5G42490 1.00 0.00 0.00 0.997981 0.999120 -6.85
248297_at protochlorophyllide reductase; oxidoredu--- AT5G53100 -1.00 0.00 0.00 0.998362 0.999383 -6.85
253077_at hypothetical protein --- AT4G36170 1.00 0.00 0.00 0.998329 0.999383 -6.85
264720_at hypothetical protein similar to vetispiradi --- AT1G70080 1.00 0.00 0.00 0.998376 0.999383 -6.85
256408_at hypothetical protein --- AT1G66610 -1.00 0.00 0.00 0.998525 0.999489 -6.85
260880_at hypothetical protein similar to unknown p--- AT1G21380 -1.00 0.00 0.00 0.998733 0.999491 -6.85
256703_at  MADS-box transcription factor similar toAGL79 AT3G30260 -1.00 0.00 0.00 0.998699 0.999491 -6.85
248220_at 26S proteasome regulatory particle chai --- AT5G53540 -1.00 0.00 0.00 0.998775 0.999491 -6.85
249881_at cytochrome P450-like protein CYP86B1 AT5G23190 1.00 0.00 0.00 0.998653 0.999491 -6.85
254567_s_ahypothetical protein --- AT4G19260 / 1.00 0.00 0.00 0.998702 0.999491 -6.85
250628_at hypothetical protein --- AT5G07380 -1.00 0.00 0.00 0.99879 0.999491 -6.85
247069_at pectinesterase like protein  ;supported bsks17 AT5G66920 1.00 0.00 0.00 0.999066 0.999526 -6.85
262217_at hypothetical protein predicted by genem--- AT1G74770 1.00 0.00 0.00 0.999076 0.999526 -6.85
259314_at putative glucose and ribitol dehydrogena--- AT3G05260 1.00 0.00 0.00 0.999087 0.999526 -6.85
253978_at  putative protein probable kinesin - Arab --- AT4G26660 -1.00 0.00 0.00 0.998969 0.999526 -6.85
250699_at receptor-like protein kinase SRF2 AT5G06820 -1.00 0.00 0.00 0.999046 0.999526 -6.85
264771_at  phosphomethylpyrimidine kinase proba TH1 AT1G22940 1.00 0.00 0.00 0.998961 0.999526 -6.85
263354_at hypothetical protein predicted by grail --- AT2G22060 -1.00 0.00 0.00 0.999182 0.999576 -6.85
257597_at  protein kinase, putative similar to protei --- AT3G24790 -1.00 0.00 0.00 0.999263 0.999613 -6.85
251044_at  putative protein various predicted prote --- AT5G02350 1.00 0.00 0.00 0.999397 0.999704 -6.85
251923_at  reductase-like protein abscisic acid acti --- AT3G53880 -1.00 0.00 0.00 0.99956 0.999823 -6.85
260437_at hypothetical protein predicted by gensca--- AT1G68380 1.00 0.00 0.00 0.999675 0.999839 -6.85
252735_at  putative protein predicted proteins, Arab--- AT3G43170 1.00 0.00 0.00 0.999708 0.999839 -6.85
261520_at unknown protein ; supported by cDNA: gSEC6 AT1G71820 -1.00 0.00 0.00 0.999695 0.999839 -6.85
257452_at hypothetical protein predicted by gensca--- AT1G05740 1.00 0.00 0.00 0.999835 0.999922 -6.85
253690_at  putative protein various predicted prote --- AT4G29550 -1.00 0.00 0.00 0.999941 0.999945 -6.85
266637_at hypothetical protein  ;supported by full-leBRXL1 AT2G35600 1.00 0.00 0.00 0.999945 0.999945 -6.85



Interaction:(mut.72- mut.0) - (wt.72 - wt.0)
Description Gene SymbAGI FC logFC t P.Value adj.P.Val B

264415_at  AP2 domain containing protein, RAP2.6 AT1G43160 31.40 4.97 24.33 8.22E-08 0.0018758 6.89 FALSE
257774_at  short-chain alcohol dehydrogena--- AT3G29250 16.85 4.07 19.92 3.11E-07 0.0035452 6.28 FALSE
252118_at  putative protein various predicte --- AT3G51400 -4.43 -2.15 -17.03 8.77E-07 0.0066673 5.69 FALSE
251142_at Expressed protein ; supported by--- AT5G01015 6.84 2.77 15.98 1.34E-06 0.0076141 5.43 TRUE
263180_at unknown protein  ;supported by f URH2 AT1G05620 5.88 2.56 14.83 2.17E-06 0.0099118 5.11 FALSE
248701_at ligand-gated ion channel protein-GLR1.3 AT5G48410 4.38 2.13 12.66 6.09E-06 0.0199696 4.37 TRUE
266967_at unknown protein --- AT2G39530 3.30 1.72 12.65 6.13E-06 0.0199696 4.36 FALSE
256964_at unknown protein  ;supported by f AGP12 AT3G13520 3.99 1.99 11.22 1.33E-05 0.0220421 3.75 TRUE
259942_at unknown protein ATWHY2 AT1G71260 -2.66 -1.41 -11.25 1.31E-05 0.0220421 3.76 TRUE
247030_at putative protein similar to unknow--- AT5G67210 2.98 1.58 12.09 8.24E-06 0.0220421 4.13 TRUE
260235_at  putative SET protein, phospatas NRP1 AT1G74560 -2.93 -1.55 -11.33 1.25E-05 0.0220421 3.80 TRUE
248753_at acyl carrier protein-like mtACP3 AT5G47630 -3.21 -1.68 -10.92 1.58E-05 0.0220421 3.61 TRUE
266117_at hypothetical protein  ; supported --- AT2G02170 -2.93 -1.55 -10.56 1.97E-05 0.0220421 3.42 FALSE
251642_at  imbibition protein homolog probaAtSIP2 AT3G57520 3.65 1.87 10.62 1.90E-05 0.0220421 3.45 FALSE
264107_s_aputative receptor-like protein kinaSERK5 AT2G13790 // 3.78 1.92 10.73 1.77E-05 0.0220421 3.51 FALSE
248700_at ligand-gated ion channel protein-ATGLR1.2 AT5G48400 4.09 2.03 10.62 1.90E-05 0.0220421 3.45 FALSE
264160_at hypothetical protein predicted by --- AT1G65450 -4.16 -2.06 -10.66 1.85E-05 0.0220421 3.48 FALSE
252097_at putative protein hypothetical prot --- AT3G51090 2.94 1.56 10.68 1.83E-05 0.0220421 3.49 FALSE
253101_at cytochrome P450 monooxygenasCYP91A2 AT4G37430 11.53 3.53 11.18 1.36E-05 0.0220421 3.73 FALSE
248918_at senescence-specific cysteine proSAG12 AT5G45890 4.85 2.28 10.51 2.03E-05 0.0220421 3.40 FALSE
264614_s_aputative aldehyde oxidase similar--- AT1G02590 // 3.45 1.79 10.74 1.77E-05 0.0220421 3.51 FALSE
266247_at hypothetical protein predicted by --- AT2G27660 4.44 2.15 10.42 2.14E-05 0.0221827 3.35 FALSE
259150_at unknown protein similar to unkno--- AT3G10320 2.63 1.40 9.27 4.49E-05 0.023529 2.71 TRUE
267256_s_aputative serine carboxypeptidasescpl10 AT2G23000 // 3.84 1.94 9.39 4.13E-05 0.023529 2.78 TRUE
262811_at unknown protein ESTs gb|R6538--- AT1G11700 -3.29 -1.72 -9.90 2.96E-05 0.023529 3.07 TRUE
255604_at hypothetical protein --- AT4G01080 5.10 2.35 9.25 4.54E-05 0.023529 2.70 TRUE
249970_at  dermal glycoprotein precursor -li --- AT5G19100 7.08 2.82 9.43 4.03E-05 0.023529 2.80 FALSE
263786_at putative auxin-responsive proteinJAR1 AT2G46370 2.35 1.23 10.15 2.53E-05 0.023529 3.21 FALSE
250484_at asparagine synthetase ASN3  ; sASN3 AT5G10240 -2.87 -1.52 -9.66 3.45E-05 0.023529 2.94 TRUE
249115_at PINHEAD (gb|AAD40098.1); tranZLL AT5G43810 -2.42 -1.28 -9.34 4.28E-05 0.023529 2.75 TRUE
259272_at unknown protein similar to hypoth--- AT3G01290 3.70 1.89 9.58 3.65E-05 0.023529 2.89 FALSE
261335_at  nodulin protein, putative similar t--- AT1G44800 2.29 1.19 9.32 4.35E-05 0.023529 2.74 FALSE
256436_at hypothetical protein predicted by --- AT3G11150 2.95 1.56 9.33 4.33E-05 0.023529 2.74 FALSE



264053_at hypothetical protein predicted by --- AT2G22560 4.06 2.02 9.31 4.38E-05 0.023529 2.73 FALSE
260408_at putative thioredoxin similar to thioATH8 AT1G69880 3.85 1.95 9.98 2.81E-05 0.023529 3.12 FALSE
264685_at  endo-1,4-beta-glucanase, putativKOR2 AT1G65610 3.31 1.73 9.59 3.62E-05 0.023529 2.90 FALSE
249527_at  proline oxidase, mitochondrial pr--- AT5G38710 5.22 2.38 9.75 3.26E-05 0.023529 2.99 FALSE
244997_at RNA polymerase beta' subunit-2 --- --- -3.15 -1.66 -9.69 3.40E-05 0.023529 2.95 FALSE
258259_s_aunknown protein  ; supported by --- AT3G26820 // 2.99 1.58 9.32 4.35E-05 0.023529 2.74 FALSE
247723_at  protein phosphatase 2C - like AB--- AT5G59220 8.55 3.10 9.85 3.06E-05 0.023529 3.05 FALSE
248353_at cytochrome P450 CYP96A4 AT5G52320 2.64 1.40 9.52 3.80E-05 0.023529 2.86 FALSE
255074_at  putative protein RING-H2 zinc fin--- AT4G09100 3.16 1.66 9.84 3.08E-05 0.023529 3.04 FALSE
259418_at unknown protein ; supported by cGPAT2 AT1G02390 4.42 2.14 10.04 2.71E-05 0.023529 3.15 FALSE
258167_at  UDP-glucose:indole-3-acetate b UGT84A2 AT3G21560 8.52 3.09 9.93 2.91E-05 0.023529 3.09 FALSE
261819_at  receptor-like kinase, putative sim--- AT1G11410 -2.71 -1.44 -9.18 4.77E-05 0.0236309 2.66 TRUE
254612_at  putative protein hypothetical pro --- AT4G19100 -2.35 -1.23 -9.20 4.70E-05 0.0236309 2.67 FALSE
245130_at putative receptor-like protein kina--- AT2G45340 -2.41 -1.27 -9.11 5.00E-05 0.0242557 2.61 FALSE
256466_at  plastid protein, putative similar to--- AT1G32580 -2.33 -1.22 -9.06 5.18E-05 0.0246272 2.58 TRUE
245367_at Expressed protein ; supported byNRPB9B AT4G16265 -2.88 -1.52 -8.98 5.47E-05 0.0248348 2.53 FALSE
267134_at putative protein kinase contains a--- AT2G23450 2.14 1.10 8.96 5.55E-05 0.0248348 2.52 FALSE
267496_at putative lipase  ; supported by ful--- AT2G30550 3.99 2.00 8.97 5.54E-05 0.0248348 2.52 FALSE
257765_at hypothetical protein contains Pfa --- AT3G23020 -2.40 -1.26 -8.80 6.22E-05 0.0255363 2.41 TRUE
256818_at hypothetical protein contains Pfa --- AT3G21420 2.43 1.28 8.80 6.23E-05 0.0255363 2.41 FALSE
265945_at putative cytokinin oxidase  ; suppCKX2 AT2G19500 2.58 1.37 8.75 6.46E-05 0.0255363 2.38 FALSE
250975_at putative protein --- AT5G03050 -3.40 -1.77 -8.84 6.05E-05 0.0255363 2.44 FALSE
264458_at unknown protein similar to ESTs --- AT1G10410 2.65 1.41 8.78 6.30E-05 0.0255363 2.40 FALSE
267266_at putative metal ion transporter (NRNRAMP3 AT2G23150 2.60 1.38 8.74 6.49E-05 0.0255363 2.38 FALSE
257363_at hypothetical protein predicted by BAP2 AT2G45760 3.80 1.92 8.76 6.42E-05 0.0255363 2.39 FALSE
256771_at unknown protein --- AT3G13700 // -2.38 -1.25 -8.71 6.62E-05 0.0255863 2.36 FALSE
262653_at  dioxygenase-like protein very sim--- AT1G14130 2.25 1.17 8.68 6.80E-05 0.0258651 2.33 FALSE
264239_at hypothetical protein predicted by --- AT1G54770 -2.31 -1.21 -8.59 7.26E-05 0.0262334 2.27 TRUE
252921_at  putative protein DNA damage-in EDS5 AT4G39030 8.80 3.14 8.61 7.13E-05 0.0262334 2.29 FALSE
246214_at heat shock transcription factor HSHSF4 AT4G36988 // 3.80 1.92 8.57 7.36E-05 0.0262334 2.26 FALSE
261373_at  CMP-KDO synthetase, putative --- AT1G53000 -2.49 -1.32 -8.59 7.22E-05 0.0262334 2.28 FALSE
261951_at hypothetical protein predicted by --- AT1G64490 -2.63 -1.40 -8.44 8.05E-05 0.0282335 2.18 FALSE
249839_at Expressed protein ; supported by--- AT5G23405 -2.86 -1.52 -8.38 8.46E-05 0.0283625 2.13 TRUE
258616_at  putative protein kinase contains --- AT3G02880 3.34 1.74 8.42 8.22E-05 0.0283625 2.16 TRUE
253277_at  cinnamyl alcohol dehydrogenaseATCAD5 AT4G34230 3.89 1.96 8.38 8.45E-05 0.0283625 2.13 FALSE



251472_at  putative protein nodule inception--- AT3G59580 -2.40 -1.26 -8.29 9.06E-05 0.029945 2.07 TRUE
266712_at unknown protein --- AT2G46750 3.06 1.61 8.03 0.00011 0.0308938 1.89 TRUE
250646_at peroxidase (emb|CAA68212.1)  ; --- AT5G06720 3.66 1.87 8.18 9.79E-05 0.0308938 2.00 TRUE
251096_at  receptor like protein kinase rece LECRKA4.2AT5G01550 4.96 2.31 8.11 0.0001032 0.0308938 1.95 TRUE
263412_at putative histone H2B  ;supported --- AT2G28720 -2.41 -1.27 -7.92 0.0001199 0.0308938 1.81 TRUE
255264_at  putative protein ethylene respon --- AT4G05170 2.65 1.41 7.81 0.00013 0.0308938 1.73 FALSE
249540_at  4-coumarate--CoA ligase -like pr--- AT5G38120 6.76 2.76 8.04 0.0001088 0.0308938 1.90 TRUE
260605_at hypothetical protein predicted by --- AT2G43780 -2.36 -1.24 -8.00 0.0001124 0.0308938 1.87 FALSE
263679_at  RNA helicase, putative similar to--- AT1G59990 -3.00 -1.58 -7.97 0.0001153 0.0308938 1.84 TRUE
248878_at 50S ribosomal protein L14 --- AT5G46160 -2.29 -1.20 -7.85 0.0001267 0.0308938 1.76 FALSE
266419_at putative annexin  ;supported by f ANNAT3 AT2G38760 3.63 1.86 7.85 0.0001264 0.0308938 1.76 TRUE
247247_at 50S ribosomal protein L17  ;supp--- AT5G64650 -2.29 -1.19 -7.94 0.000118 0.0308938 1.82 TRUE
245710_at ferulate-5-hydroxylase --- AT5G04330 3.48 1.80 7.89 0.0001223 0.0308938 1.79 TRUE
250126_at ubiquitin C-terminal hydrolase-lik UCH1 AT5G16310 -2.88 -1.52 -7.87 0.0001246 0.0308938 1.77 TRUE
260897_at ER lumen protein retaining recepERD2 AT1G29330 2.48 1.31 8.10 0.0001039 0.0308938 1.94 TRUE
259347_at putative GAR1 protein similar to G--- AT3G03920 -2.35 -1.23 -7.99 0.0001132 0.0308938 1.86 TRUE
267562_at unknown protein similar to hypoth--- AT2G39670 -2.28 -1.19 -8.01 0.0001114 0.0308938 1.88 FALSE
263863_at 3-oxoacyl carrier protein synthas --- AT2G04540 -2.03 -1.02 -7.82 0.0001297 0.0308938 1.73 FALSE
257756_at  uridylate kinase, putative similar --- AT3G18680 -2.83 -1.50 -8.12 0.0001026 0.0308938 1.95 FALSE
262648_at  putative ribulose-1,5 bisphospha--- AT1G14030 -2.35 -1.23 -7.84 0.0001274 0.0308938 1.75 FALSE
251706_at  nodulin-like protein MtN21 - Med--- AT3G56620 2.86 1.52 7.92 0.0001195 0.0308938 1.81 FALSE
257824_at unknown protein  ; supported by --- AT3G25290 5.98 2.58 8.12 0.0001029 0.0308938 1.95 FALSE
259399_at hypothetical protein similar to put--- AT1G17710 3.20 1.68 7.83 0.0001284 0.0308938 1.74 FALSE
266098_at hypothetical protein predicted by --- AT2G37870 3.56 1.83 7.85 0.0001264 0.0308938 1.76 FALSE
260023_at unknown protein ATGA2OX2AT1G30040 4.66 2.22 7.98 0.0001138 0.0308938 1.86 FALSE
252543_at nonphototropic hypocotyl 1  ; supPHOT1 AT3G45780 -2.14 -1.10 -7.93 0.0001188 0.0308938 1.82 FALSE
248927_at ubiquitin activating enzyme E1-likAPG7 AT5G45900 2.72 1.45 8.03 0.0001102 0.0308938 1.89 FALSE
252511_at  putative protein serine/threonine --- AT3G46280 11.14 3.48 8.06 0.0001072 0.0308938 1.91 FALSE
260391_at putative strictosidine synthase exSS2 AT1G74020 2.90 1.54 7.80 0.0001318 0.0309893 1.72 TRUE
265305_at putative tyrosine decarboxylase --- AT2G20340 3.00 1.58 7.57 0.0001575 0.0320122 1.55 TRUE
264271_at  beta-glucosidase, putative similaBGLU6 AT1G60270 4.68 2.23 7.58 0.0001569 0.0320122 1.55 TRUE
250180_at  early nodule-specific protein - lik --- AT5G14450 -2.38 -1.25 -7.70 0.0001427 0.0320122 1.64 TRUE
250194_at  putative protein various predicte --- AT5G14550 -2.34 -1.23 -7.67 0.0001461 0.0320122 1.62 TRUE
266264_at Expressed protein ; supported by--- AT2G27775 -2.19 -1.13 -7.55 0.0001602 0.0320122 1.53 TRUE
246057_at  putative protein predicted protein--- AT5G08400 -2.19 -1.13 -7.54 0.0001611 0.0320122 1.53 FALSE



263483_at putative heat shock protein  ; supCR88 AT2G04030 -2.47 -1.31 -7.63 0.0001503 0.0320122 1.60 TRUE
266841_at putative heat shock transcription ATHSFA2 AT2G26150 4.16 2.05 7.64 0.0001489 0.0320122 1.60 TRUE
248362_at fibrillarin 1 (AtFib1) identical to fibFIB1 AT5G52470 -2.27 -1.19 -7.66 0.0001471 0.0320122 1.62 TRUE
266551_at unknown protein  ; supported by --- AT2G35260 -1.91 -0.94 -7.56 0.0001588 0.0320122 1.54 FALSE
266957_at unknown protein PTAC12 AT2G34640 -2.78 -1.48 -7.64 0.0001497 0.0320122 1.60 TRUE
251355_at  putative protein hypothetical pro --- AT3G61100 -2.98 -1.58 -7.52 0.0001649 0.0320122 1.51 TRUE
262937_at  FtsH protease, putative containsFTSH12 AT1G79560 -2.13 -1.09 -7.63 0.0001509 0.0320122 1.59 FALSE
261112_at unknown protein --- AT1G75420 -2.73 -1.45 -7.63 0.0001507 0.0320122 1.59 FALSE
252374_at response reactor 2 (ATRR2)  ; suARR5 AT3G48100 4.43 2.15 7.52 0.0001649 0.0320122 1.51 FALSE
247718_at  nonspecific lipid-transfer protein LTP4 AT5G59310 -3.24 -1.69 -7.63 0.0001501 0.0320122 1.60 FALSE
258534_at  thioredoxin, putative similar to th--- AT3G06730 -2.19 -1.13 -7.51 0.0001654 0.0320122 1.50 FALSE
255521_at  putative sucrose synthetase sim SUS3 AT4G02280 3.97 1.99 7.52 0.0001645 0.0320122 1.51 FALSE
259596_at  auxin-regulated GH3 protein, pu GH3.17 AT1G28130 6.80 2.76 7.51 0.0001656 0.0320122 1.50 FALSE
248563_at anthocyanidin-3-glucoside rhamn--- AT5G49690 4.13 2.05 7.67 0.0001462 0.0320122 1.62 FALSE
256024_at unknown protein contains Pfam pZF14 AT1G58340 9.28 3.21 7.61 0.0001529 0.0320122 1.58 FALSE
266570_at putative chloroplast ribosomal pro--- AT2G24090 -2.19 -1.13 -7.50 0.0001676 0.0321305 1.49 FALSE
245275_at beta-amylase ; supported by cDNBAM5 AT4G15210 7.47 2.90 7.28 0.0001994 0.0322043 1.33 TRUE
245362_at homeobox-leucine zipper protein HAT1 AT4G17460 -3.27 -1.71 -7.38 0.0001848 0.0322043 1.40 TRUE
263184_at  UDP-glucose:indole-3-acetate b UGT75B1 AT1G05560 3.45 1.79 7.44 0.000176 0.0322043 1.44 TRUE
253558_at  kinase binding protein - like Skb SKB1 AT4G31120 -2.54 -1.35 -7.31 0.0001944 0.0322043 1.35 FALSE
266197_at hypothetical protein predicted by --- AT2G39120 -2.20 -1.14 -7.32 0.0001931 0.0322043 1.36 TRUE
256595_x_ahypothetical protein --- AT3G28530 -2.65 -1.40 -7.36 0.0001873 0.0322043 1.39 TRUE
245569_at RNA polymerase II fifth largest suNRPE7 AT4G14660 -1.97 -0.98 -7.34 0.0001908 0.0322043 1.37 FALSE
263049_at unknown protein  ;supported by f --- AT2G05260 2.33 1.22 7.35 0.0001895 0.0322043 1.37 TRUE
262947_at unknown protein ;supported by fuGASA1 AT1G75750 -1.92 -0.94 -7.39 0.0001822 0.0322043 1.41 FALSE
250787_at meiotic check point regulator-likeEMB2771 AT5G05560 -2.15 -1.10 -7.37 0.0001858 0.0322043 1.39 FALSE
267553_s_ahypothetical protein predicted by --- AT2G32180 // -3.48 -1.80 -7.26 0.0002033 0.0322043 1.31 FALSE
255623_at putative L5 ribosomal protein  ;su--- AT4G01310 -2.16 -1.11 -7.28 0.0001996 0.0322043 1.32 FALSE
245010_at NADH dehydrogenase subunit --- --- -2.63 -1.39 -7.40 0.0001815 0.0322043 1.42 FALSE
246001_at  putative protein predicted protein--- AT5G20790 5.82 2.54 7.35 0.0001891 0.0322043 1.38 FALSE
258586_s_aputative trypsin inhibitor similar to--- AT3G04320 // 7.96 2.99 7.28 0.0002006 0.0322043 1.32 FALSE
261551_at  ATP dependent copper transpor HMA5 AT1G63440 2.22 1.15 7.30 0.0001976 0.0322043 1.33 FALSE
250158_at putative protein --- AT5G15190 4.25 2.09 7.30 0.0001975 0.0322043 1.33 FALSE
257632_at  cytochrome P450, putative similaCYP71B21 AT3G26190 4.77 2.25 7.28 0.0001999 0.0322043 1.32 FALSE
255436_at Expressed protein ; supported by--- AT4G03150 -1.91 -0.94 -7.41 0.0001792 0.0322043 1.43 FALSE



251155_at  putative protein outer envelope m--- AT3G63160 -2.05 -1.04 -7.45 0.0001742 0.0322043 1.45 FALSE
245027_at heme oxygenase 2 (HO2) HO2 AT2G26550 -2.27 -1.18 -7.45 0.0001744 0.0322043 1.45 FALSE
250580_at glutamate dehydrogenase 2  ; suGDH2 AT5G07440 7.01 2.81 7.48 0.0001698 0.0322043 1.48 FALSE
249193_at putative protein similar to unknowARC6 AT5G42480 -1.93 -0.95 -7.26 0.0002026 0.0322043 1.31 FALSE
245784_at hypothetical protein similar to hyp--- AT1G32190 -2.46 -1.30 -7.40 0.0001818 0.0322043 1.41 FALSE
262925_at hypothetical protein YSL7 AT1G65730 2.47 1.30 7.40 0.0001813 0.0322043 1.42 FALSE
254453_at amino acid transport protein AATAAT1 AT4G21120 3.61 1.85 7.25 0.0002051 0.0322709 1.30 TRUE
247386_at putative protein similar to unknowemb2746 AT5G63420 -2.15 -1.10 -7.20 0.0002133 0.0325207 1.26 TRUE
259759_at  hypothetical protein similar to GB--- AT1G77550 -2.25 -1.17 -7.19 0.000216 0.0325207 1.25 TRUE
263674_at hypothetical protein predicted by --- AT2G04790 -2.40 -1.26 -7.18 0.0002167 0.0325207 1.25 FALSE
256274_at  GTPase, putative contains Pfamemb2738 AT3G12080 -2.10 -1.07 -7.20 0.0002147 0.0325207 1.25 FALSE
253635_at  putative protein hypothetical pro --- AT4G30620 -2.05 -1.04 -7.19 0.0002149 0.0325207 1.25 FALSE
253791_at early auxin-inducible protein 11 ( IAA11 AT4G28640 -2.82 -1.49 -7.19 0.0002165 0.0325207 1.25 FALSE
253630_at  putative protein putative ATPase--- AT4G30490 2.82 1.50 7.20 0.0002146 0.0325207 1.25 FALSE
261772_at hypothetical protein predicted by --- AT1G76240 4.94 2.31 7.17 0.0002189 0.0325407 1.24 TRUE
259443_at  chitinase, putative similar to chiti--- AT1G02360 6.40 2.68 7.17 0.0002197 0.0325407 1.23 FALSE
267308_at putative malonyl-CoA:Acyl carrie --- AT2G30200 -2.57 -1.36 -7.14 0.0002242 0.0329903 1.21 FALSE
254773_at  putative protein Cyclic beta-1-3-gATCSLA15 AT4G13410 8.05 3.01 7.09 0.0002354 0.0334062 1.17 FALSE
245108_at putative cytokinin oxidase CKX1 AT2G41510 -2.13 -1.09 -7.09 0.0002351 0.0334062 1.17 TRUE
256894_at  PREG-like protein, putative similCYCP2;1 AT3G21870 -1.93 -0.95 -7.11 0.0002315 0.0334062 1.18 FALSE
251834_at ribosomal protein L35 -like variou--- AT3G55170 -2.15 -1.11 -7.08 0.0002358 0.0334062 1.16 FALSE
245525_at dynein light chain like protein --- AT4G15930 -1.86 -0.90 -7.12 0.000229 0.0334062 1.19 FALSE
252409_at  putative protein bundle sheath d --- AT3G47650 -2.26 -1.18 -7.11 0.0002301 0.0334062 1.19 FALSE
250441_at  oligopeptidase A - like protein ol --- AT5G10540 -1.92 -0.94 -7.07 0.0002387 0.0336037 1.15 FALSE
252058_at  putative protein hin1 protein -Nic--- AT3G52470 3.69 1.88 7.05 0.0002433 0.0340531 1.13 TRUE
245008_at hypothetical protein --- --- -2.02 -1.01 -7.03 0.000247 0.034143 1.12 TRUE
248798_at putative protein contains similarit --- AT5G47190 -2.31 -1.21 -7.03 0.0002462 0.034143 1.12 FALSE
260364_at putative alliinase similar to aliinasTAA1 AT1G70560 -3.15 -1.65 -7.02 0.0002497 0.0342582 1.11 TRUE
265895_at unknown protein  ;supported by f --- AT2G15000 -2.42 -1.28 -7.01 0.0002514 0.0342582 1.10 FALSE
246366_at  light repressible receptor protein --- AT1G51850 3.03 1.60 7.01 0.0002523 0.0342582 1.10 FALSE
252355_at  putative protein various predicte --- AT3G48250 -2.15 -1.11 -6.95 0.0002643 0.0346297 1.05 FALSE
254133_at putative protein various predicted--- AT4G24810 -1.95 -0.96 -6.95 0.0002657 0.0346297 1.05 FALSE
261931_at  alcohol dehydrogenase ADH, pu--- AT1G22430 -1.99 -0.99 -6.97 0.0002599 0.0346297 1.07 FALSE
265776_at hypothetical protein predicted by --- AT2G07340 -1.99 -0.99 -6.95 0.0002638 0.0346297 1.05 FALSE
254350_at  putative protein hypothetical pro --- AT4G22280 -1.91 -0.93 -6.98 0.0002588 0.0346297 1.07 FALSE



257670_at unknown protein --- AT3G20340 6.07 2.60 6.97 0.0002599 0.0346297 1.07 FALSE
266684_at 40S ribosomal protein S15A rps15ab AT2G19720 -1.95 -0.97 -6.96 0.0002624 0.0346297 1.06 FALSE
251011_at  putative protein histone H2A, ga HTA12 AT5G02560 -2.01 -1.00 -6.92 0.0002712 0.034944 1.03 FALSE
247826_at  beta 1-3 glucanase - like protein --- AT5G58480 -2.19 -1.13 -6.92 0.0002705 0.034944 1.03 FALSE
251959_at  putative protein KIAA0544 prote --- AT3G53410 -2.08 -1.06 -6.89 0.0002784 0.0349814 1.00 FALSE
250969_at putative protein  ;supported by fu --- AT5G02740 -2.07 -1.05 -6.89 0.0002788 0.0349814 1.00 FALSE
267435_at 30S ribosomal protein S5  ; supp --- AT2G33800 -1.99 -0.99 -6.91 0.0002745 0.0349814 1.02 FALSE
259863_at hypothetical protein  ;supported bELF4-L2 AT1G72630 -2.09 -1.06 -6.89 0.0002791 0.0349814 1.00 FALSE
261525_at hypothetical protein predicted by --- AT1G14330 2.79 1.48 6.90 0.0002771 0.0349814 1.01 FALSE
251172_at  putative protein chloroplast ribosRRF AT3G63190 -2.06 -1.04 -6.88 0.0002821 0.0349869 0.99 FALSE
259133_at  sugar transporter, putative simila--- AT3G05400 5.23 2.39 6.88 0.0002822 0.0349869 0.99 FALSE
257193_at Expressed protein ; supported by--- AT3G13160 -1.96 -0.97 -6.87 0.000284 0.035015 0.98 TRUE
260496_at putative ABC transporter --- AT2G41700 -1.91 -0.93 -6.85 0.0002879 0.0352607 0.97 TRUE
260100_at Expressed protein ; supported byBNS AT1G73177 -1.93 -0.95 -6.85 0.0002891 0.0352607 0.97 FALSE
258365_s_aputative diaminopimelate decarbo--- AT3G14390 // -2.32 -1.21 -6.84 0.0002911 0.0353083 0.96 FALSE
246272_at hydroxynitrile lyase like protein MES9 AT4G37150 8.82 3.14 6.83 0.0002934 0.0353083 0.95 FALSE
254724_at  putative protein IFA-binding prot --- AT4G13630 2.47 1.30 6.83 0.0002941 0.0353083 0.95 FALSE
255360_at putative protein  ;supported by fu --- AT4G03960 -2.15 -1.11 -6.81 0.0002995 0.0353219 0.93 TRUE
249026_at Expressed protein ; supported byOSB3 AT5G44785 -2.68 -1.42 -6.81 0.0002996 0.0353219 0.93 FALSE
255583_at  hypothetical protein similar to C. ARV2 AT4G01510 -2.36 -1.24 -6.80 0.000302 0.0353219 0.92 FALSE
256215_at unknown protein ;supported by fu--- AT1G50900 -2.26 -1.17 -6.80 0.0003012 0.0353219 0.93 FALSE
255332_at predicted protein of unknown fun --- AT4G04340 -1.93 -0.95 -6.80 0.0003012 0.0353219 0.93 FALSE
251336_at  putative protein hypothetical pro BAP1 AT3G61190 5.34 2.42 6.79 0.0003037 0.0353434 0.92 TRUE
246003_at chloroplast Cpn21 protein  ; suppCPN20 AT5G20720 -2.34 -1.23 -6.78 0.0003082 0.035691 0.90 FALSE
260390_at unknown protein  ; supported by --- AT1G73940 -2.35 -1.23 -6.76 0.0003112 0.035846 0.89 TRUE
258815_at putative short-chain type dehydro--- AT3G04000 4.03 2.01 6.76 0.0003135 0.0358467 0.89 TRUE
248298_at putative protein similar to unknow--- AT5G53110 3.54 1.82 6.75 0.0003143 0.0358467 0.88 FALSE
263902_at phosphoribosylformimino-5-amin APG10 AT2G36230 -2.09 -1.06 -6.75 0.0003165 0.0359174 0.88 FALSE
251083_at hypothetical protein  ; supported --- AT5G01590 -2.19 -1.13 -6.74 0.0003188 0.0360047 0.87 FALSE
250327_at  putative serine rich protein predi --- AT5G12050 -9.15 -3.19 -6.71 0.0003254 0.0361998 0.85 TRUE
255948_at hypothetical protein predicted by --- AT1G22060 -1.88 -0.91 -6.72 0.0003235 0.0361998 0.86 FALSE
252377_at  putative peptide transporter pept--- AT3G47960 2.67 1.42 6.67 0.0003372 0.0361998 0.82 FALSE
257530_at unknown protein --- AT3G03040 -2.04 -1.03 -6.70 0.0003296 0.0361998 0.84 FALSE
256050_at  leucine zipper protein, putative sATEXO70BAT1G07000 2.17 1.12 6.67 0.000338 0.0361998 0.81 FALSE
254502_at hypothetical protein PTAC14 AT4G20130 -2.47 -1.30 -6.68 0.0003341 0.0361998 0.82 FALSE



247862_at similar to unknown protein (sp|P7--- AT5G58250 -2.12 -1.08 -6.68 0.0003362 0.0361998 0.82 FALSE
248285_at putative protein similar to unknow--- AT5G52960 -1.77 -0.83 -6.68 0.000336 0.0361998 0.82 FALSE
253251_at  putative protein similarity predict --- AT4G34730 -2.92 -1.54 -6.69 0.0003313 0.0361998 0.83 FALSE
247340_at unknown protein --- AT5G63700 -1.94 -0.96 -6.72 0.0003238 0.0361998 0.86 FALSE
259658_at hypothetical protein predicted by NDF5 AT1G55370 -3.04 -1.60 -6.68 0.0003357 0.0361998 0.82 FALSE
249123_at beta-ketoacyl-CoA synthase  ; suKCS20 AT5G43760 1.77 0.83 6.56 0.0003728 0.0363303 0.72 TRUE
245060_at  GDP-mannose  pyrophosphorylaCYT1 AT2G39770 1.89 0.92 6.61 0.000356 0.0363303 0.76 TRUE
246809_s_a SAR DNA-binding protein - like S--- AT5G27120 // -1.79 -0.84 -6.62 0.0003551 0.0363303 0.76 TRUE
249090_at Expressed protein ; supported by--- AT5G43745 2.91 1.54 6.59 0.000364 0.0363303 0.74 TRUE
257164_at  mismatch binding protein, putativMSH1 AT3G24320 -2.16 -1.11 -6.60 0.00036 0.0363303 0.75 TRUE
265511_at putative glycine-rich protein  ; sup--- AT2G05540 -3.03 -1.60 -6.56 0.000375 0.0363303 0.71 TRUE
252362_at hypothetical protein PDE312 AT3G48500 -3.51 -1.81 -6.59 0.0003624 0.0363303 0.74 FALSE
266466_at hypothetical protein The first 3 ex--- AT2G47790 -2.07 -1.05 -6.61 0.0003579 0.0363303 0.76 TRUE
254026_at  putative calmodulin-binding prote--- AT4G25800 -1.82 -0.87 -6.55 0.0003775 0.0363303 0.70 FALSE
249315_at unknown protein --- AT5G41190 -1.91 -0.94 -6.61 0.0003582 0.0363303 0.76 FALSE
261044_at  molybdopterin biosynthesis CNXCNX3 AT1G01290 -2.24 -1.16 -6.65 0.0003446 0.0363303 0.79 TRUE
257891_at hypothetical protein predicted by RFC3 AT3G17170 -3.26 -1.70 -6.60 0.000359 0.0363303 0.75 TRUE
255572_at hypothetical protein  ; supported --- AT4G01050 -1.79 -0.84 -6.63 0.0003505 0.0363303 0.78 FALSE
260343_at  fructokinase (Frk1), putative sim --- AT1G69200 -2.89 -1.53 -6.58 0.0003654 0.0363303 0.74 FALSE
266280_at putative tropinone reductase --- AT2G29260 -1.83 -0.87 -6.62 0.0003547 0.0363303 0.77 FALSE
266889_at hypothetical protein predicted by --- AT2G44640 -2.27 -1.18 -6.59 0.0003651 0.0363303 0.74 FALSE
267388_at putative beta-glucosidase BGLU15 AT2G44450 4.37 2.13 6.64 0.0003469 0.0363303 0.79 FALSE
266279_at putative tropinone reductase --- AT2G29290 -2.65 -1.41 -6.58 0.0003666 0.0363303 0.73 FALSE
263226_at  unknown protein Contains the P --- AT1G30690 -1.83 -0.87 -6.57 0.0003696 0.0363303 0.73 FALSE
252084_at  wax synthase-like protein wax syAtSAT1 AT3G51970 2.55 1.35 6.66 0.0003411 0.0363303 0.80 FALSE
254011_at  putative protein transcription term--- AT4G26370 -2.28 -1.19 -6.65 0.0003436 0.0363303 0.80 FALSE
247059_at UTP-glucose glucosyltransferaseUGT72E2 AT5G66690 2.04 1.03 6.56 0.0003726 0.0363303 0.72 FALSE
245209_at  putative protein similarity to pred--- AT5G12340 13.80 3.79 6.56 0.0003748 0.0363303 0.71 FALSE
257773_at hypothetical protein predicted by --- AT3G29185 -2.21 -1.14 -6.55 0.0003768 0.0363303 0.71 FALSE
251447_at  U6 snRNA-associated Sm-like p --- AT3G59810 -1.83 -0.87 -6.53 0.0003852 0.0369151 0.69 FALSE
248173_at putative protein contains similarit --- AT5G54580 -2.00 -1.00 -6.51 0.0003908 0.0373 0.67 FALSE
261242_at subtilisin-like serine protease conSBT3.3 AT1G32960 3.63 1.86 6.50 0.0003955 0.037573 0.66 TRUE
263236_at  putative response regulator 3 simARR4 AT1G10470 3.46 1.79 6.49 0.0003974 0.037573 0.65 TRUE
259705_at  GRAB1-like protein similar to GRanac032 AT1G77450 3.50 1.81 6.49 0.0003986 0.037573 0.65 FALSE
258957_at feebly-like protein contains similaDOX1 AT3G01420 2.87 1.52 6.46 0.0004072 0.037663 0.63 TRUE



253273_at  putative protein hypothetical pro --- AT4G34180 1.90 0.93 6.34 0.0004584 0.037663 0.51 TRUE
264195_at putative gibberellin-regulated pro --- AT1G22690 -3.53 -1.82 -6.29 0.0004786 0.037663 0.47 FALSE
246603_at  copper amine oxidase, putative s--- AT1G31690 2.82 1.49 6.38 0.00044 0.037663 0.55 TRUE
255825_at Expressed protein ; supported by--- AT2G40475 3.04 1.60 6.33 0.0004619 0.037663 0.51 TRUE
261872_s_ahypthetical protein contains simila--- AT1G11520 // -2.16 -1.11 -6.42 0.0004245 0.037663 0.59 TRUE
251278_at  putative protein hypothetical pro emb1703 AT3G61780 -2.31 -1.21 -6.46 0.0004104 0.037663 0.62 TRUE
263371_at unknown protein  ;supported by f NOP10 AT2G20490 -2.49 -1.32 -6.39 0.0004357 0.037663 0.56 TRUE
260595_at unknown protein --- AT1G55890 -2.28 -1.19 -6.35 0.0004525 0.037663 0.53 FALSE
247776_at  phosphoinositide-specific phosp PLC4 AT5G58700 2.47 1.30 6.33 0.0004601 0.037663 0.51 FALSE
261102_at unknown protein --- AT1G62880 -1.91 -0.93 -6.38 0.0004382 0.037663 0.56 FALSE
246478_at putative protein several hypothet --- AT5G15980 -1.95 -0.96 -6.30 0.000474 0.037663 0.48 FALSE
258120_at hypothetical protein predicted by --- AT3G14730 -1.85 -0.89 -6.35 0.0004521 0.037663 0.53 FALSE
264047_at hypothetical protein predicted by --- AT2G22410 -2.02 -1.02 -6.32 0.0004668 0.037663 0.50 TRUE
260292_at  putative UDP-N-acetylmuramoylMURE AT1G63680 -1.74 -0.80 -6.32 0.0004642 0.037663 0.50 FALSE
255819_s_a40S ribosomal protein S26 --- AT2G40510 // -2.02 -1.01 -6.29 0.0004784 0.037663 0.47 FALSE
259945_at unknown protein --- AT1G71460 -2.30 -1.20 -6.41 0.0004292 0.037663 0.58 FALSE
253703_at  putative protein origin recognitio ORC5 AT4G29910 -2.16 -1.11 -6.33 0.0004601 0.037663 0.51 FALSE
246494_at  putative protein putative cellulos CSLA11 AT5G16190 2.26 1.18 6.37 0.0004456 0.037663 0.54 FALSE
259138_s_aputative DNA gyrase subunit B si--- AT3G10270 // -2.13 -1.09 -6.36 0.0004481 0.037663 0.54 FALSE
245886_at  ribosomal protein S15-like riboso--- AT5G09510 -1.83 -0.87 -6.46 0.0004107 0.037663 0.62 FALSE
261824_at  DAG protein, putative similar to --- AT1G11430 -1.83 -0.87 -6.30 0.000476 0.037663 0.48 FALSE
261119_at  chloroplast 50S ribosomal proteiemb2184 AT1G75350 -1.71 -0.77 -6.47 0.0004061 0.037663 0.63 FALSE
253020_at hypothetical protein --- AT4G38020 -2.57 -1.36 -6.31 0.0004706 0.037663 0.49 FALSE
251762_at sedoheptulose-bisphosphatase pSBPASE AT3G55800 -2.13 -1.09 -6.43 0.0004221 0.037663 0.59 FALSE
257280_at  9-cis-epoxycarotenoid dioxygenaNCED3 AT3G14440 3.40 1.77 6.39 0.0004359 0.037663 0.56 FALSE
262616_at  oxidoreductase, putative contain--- AT1G06620 4.14 2.05 6.31 0.000469 0.037663 0.49 FALSE
253632_at  senescence-associated protein hTET9 AT4G30430 1.75 0.81 6.40 0.0004305 0.037663 0.58 FALSE
255458_at  small nuclear riboprotein Sm-D1--- AT4G02840 -1.88 -0.91 -6.43 0.00042 0.037663 0.60 FALSE
245198_at Expressed protein ; supported by--- AT1G67700 -2.01 -1.01 -6.41 0.0004291 0.037663 0.58 FALSE
266832_at putative protein kinase contains aMAPKKK14AT2G30040 3.12 1.64 6.33 0.0004625 0.037663 0.50 FALSE
252922_at putative protein --- AT4G39040 -2.04 -1.03 -6.44 0.0004181 0.037663 0.60 FALSE
254126_at RNA-binding protein RNP-T precRBP31 AT4G24770 -2.14 -1.10 -6.44 0.0004161 0.037663 0.61 FALSE
262745_at  lipase, putative contains Pfam pr--- AT1G28600 2.52 1.33 6.41 0.0004262 0.037663 0.59 FALSE
267425_at putative berberine bridge enzyme--- AT2G34810 9.18 3.20 6.31 0.0004706 0.037663 0.49 FALSE
260793_at unknown protein ;supported by fu--- AT1G06190 -2.07 -1.05 -6.44 0.0004153 0.037663 0.61 FALSE



262671_at  calcium-dependent protein kinasCPK29 AT1G76040 2.62 1.39 6.41 0.0004265 0.037663 0.58 FALSE
262738_at hypothetical protein --- AT1G28530 -2.45 -1.29 -6.47 0.0004042 0.037663 0.64 FALSE
257903_at unknown protein --- AT3G28460 -2.00 -1.00 -6.41 0.0004277 0.037663 0.58 FALSE
247786_at  putative protein various predicte PMR5 AT5G58600 -1.89 -0.92 -6.43 0.0004206 0.037663 0.60 FALSE
245705_at zinc finger transcription factor-like--- AT5G04390 1.91 0.93 6.36 0.0004495 0.037663 0.53 FALSE
263014_at unknown protein similar to hypothCAF2 AT1G23400 -2.05 -1.04 -6.29 0.0004788 0.037663 0.47 FALSE
253802_at putative protein --- AT4G28180 -2.03 -1.02 -6.37 0.0004431 0.037663 0.55 FALSE
251839_at  putative protein patatin, SolanumPLA IIIA AT3G54950 3.23 1.69 6.31 0.0004677 0.037663 0.49 FALSE
251241_s_aputative protein hypothetical prot --- AT3G62460 // -2.74 -1.45 -6.40 0.0004338 0.037663 0.57 FALSE
246518_at  acetyltransferase-like protein GluAtGNA1 AT5G15770 -1.98 -0.98 -6.32 0.0004659 0.037663 0.50 FALSE
259526_at hypothetical protein --- AT1G12570 -4.44 -2.15 -6.30 0.0004733 0.037663 0.48 FALSE
259038_at unknown protein predicted by ge PTAC13 AT3G09210 -2.10 -1.07 -6.33 0.0004602 0.037663 0.51 FALSE
255462_at  hypothetical protein similar to A. --- AT4G02940 3.59 1.84 6.28 0.0004815 0.0377403 0.46 TRUE
245592_at CCAAT-binding transcription factNF-YB3 AT4G14540 -2.70 -1.43 -6.28 0.0004842 0.0377935 0.46 FALSE
248552_at RNA-binding protein-like  ; suppo--- AT5G50250 -2.03 -1.02 -6.27 0.0004855 0.0377935 0.46 FALSE
254452_at  UV-damaged DNA-binding proteDDB1B AT4G21100 -2.48 -1.31 -6.26 0.0004921 0.0378806 0.44 FALSE
246947_at  cytochrome P450-like protein CYCYP71B11 AT5G25120 -1.94 -0.96 -6.26 0.0004913 0.0378806 0.44 FALSE
251372_at putative protein  ;supported by fu --- AT3G60520 -2.46 -1.30 -6.26 0.000492 0.0378806 0.44 FALSE
256607_at unknown protein ; supported by c--- AT3G32930 -1.86 -0.89 -6.26 0.0004938 0.0378806 0.44 FALSE
251934_at  putative protein delta-latroinsect --- AT3G54070 -2.32 -1.21 -6.25 0.0004949 0.0378806 0.44 FALSE
260438_at putative bifunctional nuclease simENDO 2 AT1G68290 5.92 2.57 6.22 0.0005105 0.0381991 0.41 FALSE
264657_at  putative 26S protease regulatoryRPT5B AT1G09100 -1.95 -0.96 -6.21 0.0005162 0.0381991 0.40 TRUE
263929_at hypothetical protein predicted by URH1 AT2G36310 2.19 1.13 6.21 0.0005172 0.0381991 0.39 FALSE
245141_at putative flavonol reductase BEN1 AT2G45400 2.23 1.16 6.22 0.0005116 0.0381991 0.40 TRUE
262618_at unknown protein --- AT1G06560 -1.79 -0.84 -6.22 0.0005085 0.0381991 0.41 TRUE
264099_at  replicase, putative similar to repl --- AT1G79050 -2.09 -1.06 -6.24 0.0005032 0.0381991 0.42 TRUE
251256_at putative protein hypothetical prot --- AT3G62300 -2.42 -1.27 -6.21 0.0005166 0.0381991 0.39 TRUE
247312_at putative protein strong similarity t--- AT5G63970 2.37 1.24 6.24 0.0005032 0.0381991 0.42 FALSE
264523_at unknown protein Location of ESTERG28 AT1G10030 -1.86 -0.90 -6.20 0.0005208 0.0381991 0.39 FALSE
246568_at  E2F transcription factor -like protDEL2 AT5G14960 -2.32 -1.22 -6.22 0.0005126 0.0381991 0.40 FALSE
246997_at putative protein similar to unknow--- AT5G67390 -2.83 -1.50 -6.20 0.0005197 0.0381991 0.39 FALSE
254347_at  putative protein DNA-binding proWRKY31 AT4G22070 2.34 1.22 6.21 0.0005134 0.0381991 0.40 FALSE
252562_s_a Histone H4 - like protein histone --- AT3G45930 // -2.05 -1.04 -6.20 0.0005189 0.0381991 0.39 FALSE
267356_at putative isoamylase ISA1 AT2G39930 -2.05 -1.03 -6.19 0.0005247 0.0383574 0.38 FALSE
248984_at DNA-directed RNA polymerase sNRPC2 AT5G45140 -2.42 -1.27 -6.17 0.0005338 0.0383996 0.36 FALSE



255749_at  p68 RNA helicase, putative similSTRS1 AT1G31970 -1.97 -0.98 -6.17 0.0005336 0.0383996 0.36 FALSE
266903_at hypothetical protein predicted by MEE21 AT2G34570 -1.85 -0.89 -6.17 0.0005353 0.0383996 0.36 FALSE
264360_at  putative isoamylase Similar to giDBE1 AT1G03310 -2.38 -1.25 -6.17 0.000535 0.0383996 0.36 FALSE
264201_at unknown protein ;supported by fu--- AT1G22630 -2.94 -1.56 -6.18 0.000531 0.0383996 0.37 FALSE
256499_at unknown protein --- AT1G36640 3.71 1.89 6.18 0.0005321 0.0383996 0.37 FALSE
256356_s_ahypothetical protein --- AT1G66500 // 2.15 1.10 6.16 0.0005396 0.0385854 0.35 FALSE
245388_at hypothetical protein ;supported b --- AT4G16410 -1.83 -0.87 -6.14 0.0005494 0.038918 0.33 FALSE
264619_at putative chloroplast nucleoid DNA--- AT2G17760 2.16 1.11 6.15 0.0005478 0.038918 0.34 FALSE
263937_at putative RING zinc finger protein --- AT2G35910 2.09 1.06 6.15 0.0005474 0.038918 0.34 FALSE
248315_at selenium-binding protein-like MEF1 AT5G52630 -2.06 -1.04 -6.13 0.0005549 0.0389454 0.32 TRUE
250613_at  putative protein SF16 protein, poIQD24 AT5G07240 -2.33 -1.22 -6.13 0.000554 0.0389454 0.33 FALSE
244993_s_ahypothetical protein --- --- -2.37 -1.25 -6.14 0.0005517 0.0389454 0.33 FALSE
266132_at hypothetical protein predicted by SPX3 AT2G45130 4.69 2.23 6.12 0.0005593 0.039074 0.32 TRUE
257225_s_a 50S ribosomal protein L12-C ideRPL12-C AT3G27830 // -1.88 -0.91 -6.12 0.0005619 0.039074 0.31 FALSE
245642_at Expressed protein ; supported by--- AT1G25275 1.77 0.82 6.12 0.0005604 0.039074 0.31 FALSE
252123_at flavanone 3-hydroxylase (FH3)  ; F3H AT3G51240 1.90 0.93 6.08 0.0005823 0.0391237 0.28 FALSE
256661_at hypothetical protein similar to put--- AT3G11964 -1.91 -0.93 -6.11 0.0005683 0.0391237 0.30 TRUE
264605_at  putative auxin-induced protein, IAIAA12 AT1G04550 -2.05 -1.04 -6.09 0.0005778 0.0391237 0.28 TRUE
256002_at  carbamoylphosphate synthetaseCARB AT1G29900 -2.05 -1.04 -6.11 0.0005666 0.0391237 0.30 FALSE
249330_at putative protein similar to unknow--- AT5G40970 -2.02 -1.01 -6.09 0.000579 0.0391237 0.28 FALSE
256383_at hypothetical protein ; supported b--- AT1G66820 -2.22 -1.15 -6.10 0.0005715 0.0391237 0.29 FALSE
252559_at  RNA binding protein -like COLD---- AT3G46020 -1.77 -0.82 -6.09 0.0005751 0.0391237 0.29 FALSE
245738_at  nucellin, putative similar to nuce --- AT1G44130 3.19 1.67 6.08 0.0005809 0.0391237 0.28 FALSE
259087_at  hypothetical protein, contains Dn--- AT3G04980 -1.73 -0.79 -6.08 0.0005832 0.0391237 0.27 FALSE
259996_at hypothetical protein predicted by --- AT1G67910 -2.49 -1.32 -6.10 0.0005713 0.0391237 0.30 FALSE
245357_at putative protein ;supported by ful --- AT4G17560 -2.53 -1.34 -6.10 0.0005714 0.0391237 0.29 FALSE
256829_at unknown protein similar to alumin--- AT3G22850 3.20 1.68 6.08 0.0005818 0.0391237 0.28 FALSE
259793_at AP2-containing DNA-binding pro --- AT1G64380 7.05 2.82 6.07 0.0005892 0.0393827 0.26 TRUE
247891_at GTP binding protein-like --- AT5G57960 -1.96 -0.97 -6.06 0.0005922 0.0393827 0.26 FALSE
254181_at  FtsH protease, putative contains--- AT4G23940 -1.79 -0.84 -6.06 0.0005918 0.0393827 0.26 FALSE
245845_at  Pto kinase interactor, putative si PERK10 AT1G26150 -1.96 -0.97 -6.06 0.0005951 0.0394631 0.25 FALSE
253203_at arginine decarboxylase SPE2  ; sADC2 AT4G34710 6.86 2.78 6.02 0.0006182 0.0395319 0.22 TRUE
250598_at transcription factor-like protein  ; ATMYB29 AT5G07690 2.91 1.54 6.02 0.000615 0.0395319 0.22 FALSE
259515_at hypothetical protein ; supported b--- AT1G20430 -1.78 -0.83 -6.01 0.0006224 0.0395319 0.21 FALSE
252942_at putative protein  ;supported by fu --- AT4G39300 -2.17 -1.12 -6.00 0.000632 0.0395319 0.19 TRUE



257697_at hypothetical protein predicted by --- AT3G12700 2.86 1.52 6.05 0.0006014 0.0395319 0.24 TRUE
265946_s_a putative WD-40 repeat protein, MFVE AT2G19520 // -1.83 -0.87 -6.01 0.0006259 0.0395319 0.20 FALSE
262307_at  heat shock protein DnaJ, putativ --- AT1G71000 2.50 1.32 6.04 0.0006051 0.0395319 0.24 TRUE
259285_at hypothetical protein similar to put--- AT3G11460 -1.91 -0.94 -6.03 0.0006095 0.0395319 0.23 FALSE
258245_at hypothetical protein --- AT3G29075 1.98 0.98 6.05 0.0006026 0.0395319 0.24 FALSE
246943_at  putative protein kinase serine/thr--- AT5G25440 2.99 1.58 6.00 0.0006294 0.0395319 0.20 FALSE
264849_at putative ribosomal protein S4 con--- AT2G17360 -2.27 -1.18 -6.02 0.0006171 0.0395319 0.22 FALSE
267088_at 30S ribosomal protein S31  ;suppPSRP4 AT2G38140 -2.38 -1.25 -5.99 0.0006344 0.0395319 0.19 FALSE
252015_at  putative protein growth-regulatinAtGRF4 AT3G52910 -1.69 -0.76 -5.99 0.0006378 0.0395319 0.19 FALSE
245347_at ferredoxin ;supported by full-leng --- AT4G14890 -2.47 -1.30 -6.01 0.0006245 0.0395319 0.21 FALSE
253696_at  cytokinin oxidase - like protein cyCKX4 AT4G29740 5.51 2.46 6.05 0.0005992 0.0395319 0.25 FALSE
246746_at  putative protein predicted protein--- AT5G27820 -2.17 -1.12 -6.00 0.0006282 0.0395319 0.20 FALSE
245769_at hypothetical protein similar to putINT2 AT1G30220 1.81 0.86 6.01 0.0006226 0.0395319 0.21 FALSE
258920_at class 2 non-symbiotic hemoglobi --- AT1G04380 // -4.09 -2.03 -6.00 0.0006272 0.0395319 0.20 FALSE
247943_at light-inducible protein ATLS1-like--- AT5G57170 -3.28 -1.71 -5.99 0.0006372 0.0395319 0.19 FALSE
266747_at predicted by genefinder and gens--- AT2G02870 2.24 1.17 5.99 0.0006342 0.0395319 0.19 FALSE
266685_at hypothetical protein --- AT2G19710 1.99 0.99 6.01 0.0006258 0.0395319 0.20 FALSE
251021_at  thaumatin-like protein thaumatin --- AT5G02140 -3.55 -1.83 -6.02 0.0006156 0.0395319 0.22 FALSE
251497_at  putative protein phytochrome-asPIL6 AT3G59060 -2.10 -1.07 -6.02 0.000619 0.0395319 0.22 FALSE
260943_at  thioredoxin, putative similar to thATTRX5 AT1G45145 2.74 1.45 5.99 0.0006341 0.0395319 0.19 FALSE
262970_at unknown protein --- AT1G75690 -1.96 -0.97 -5.94 0.0006655 0.0395798 0.14 TRUE
264313_at  carbonic anhydrase, putative simBCA4 AT1G70410 -1.73 -0.79 -5.93 0.0006715 0.0395798 0.13 TRUE
245502_at hypothetical protein --- AT4G15640 -2.31 -1.21 -5.94 0.0006656 0.0395798 0.14 FALSE
260294_at GMP synthase similar to GMP sy--- AT1G63660 -1.85 -0.88 -5.97 0.0006467 0.0395798 0.17 FALSE
255132_at  inositol 1,3,4-trisphosphate 5/6-k--- AT4G08170 2.30 1.20 5.96 0.0006526 0.0395798 0.16 TRUE
256253_at  60S acidic ribosomal protein, pu --- AT3G11250 -2.09 -1.06 -5.97 0.0006503 0.0395798 0.17 TRUE
263636_at unknown protein  ; supported by --- AT2G11910 -2.08 -1.06 -5.94 0.0006648 0.0395798 0.14 FALSE
265118_at beta-fructosidase nearly identical--- AT1G62660 3.12 1.64 5.94 0.0006692 0.0395798 0.14 FALSE
260873_at hypothetical protein predicted by --- AT1G21580 1.73 0.79 5.95 0.000658 0.0395798 0.15 FALSE
261190_at  ribosomal protein L11, putative sPRPL11 AT1G32990 -2.04 -1.03 -5.94 0.0006649 0.0395798 0.14 FALSE
265724_at hypothetical protein predicted by OFP16 AT2G32100 -2.81 -1.49 -5.95 0.000659 0.0395798 0.15 FALSE
252056_at  ubiquitin extension protein (UBQUBQ1 AT3G52590 -1.89 -0.92 -5.94 0.0006699 0.0395798 0.14 FALSE
249900_at unknown protein emb1211 AT5G22640 -1.89 -0.92 -5.94 0.0006703 0.0395798 0.14 FALSE
249993_at  GTP-binding protein obg -like GT--- AT5G18570 -1.70 -0.77 -5.95 0.0006611 0.0395798 0.15 FALSE
250243_at cobalamin biosynthesis protein GUN5 AT5G13630 -2.55 -1.35 -5.96 0.0006563 0.0395798 0.16 FALSE



260167_at hypothetical protein predicted by --- AT1G71970 -2.19 -1.13 -5.98 0.000645 0.0395798 0.17 FALSE
265338_at putative ribosomal protein L6  ; s --- AT2G18400 -1.96 -0.97 -5.96 0.0006535 0.0395798 0.16 FALSE
251063_at  protein kinase ATN1-like protein --- AT5G01850 1.95 0.96 5.97 0.0006475 0.0395798 0.17 FALSE
258475_at putative tyrosyl-tRNA synthetase emb2768 AT3G02660 -1.85 -0.89 -5.98 0.0006451 0.0395798 0.17 FALSE
259422_at unknown protein --- AT1G13810 -2.69 -1.43 -5.92 0.0006809 0.0398244 0.12 FALSE
258281_at putative shikimate kinase similar --- AT3G26900 -1.68 -0.75 -5.92 0.0006785 0.0398244 0.12 FALSE
260047_at putative UDP-N-acetylglucosamin--- AT1G73740 1.92 0.94 5.92 0.0006794 0.0398244 0.12 FALSE
263375_s_aputative prohibitin  ;supported by ATPHB6 AT2G20530 // -2.16 -1.11 -5.90 0.0006912 0.0402213 0.11 TRUE
256706_at  auxin-independent growth promo--- AT3G30300 -2.05 -1.03 -5.90 0.0006909 0.0402213 0.11 FALSE
263737_at unknown protein ;supported by fu--- AT1G60010 -2.23 -1.16 -5.89 0.0006974 0.0404766 0.10 FALSE
260693_at  peptide transporter PTR2-B, put NRT1.5 AT1G32450 5.65 2.50 5.88 0.0007104 0.0405331 0.08 FALSE
255668_s_apredicted protein ; supported by f--- AT4G00238 // -2.32 -1.22 -5.87 0.0007146 0.0405331 0.07 TRUE
255788_at auxin regulated protein (IAA13) GIAA13 AT2G33310 -2.49 -1.31 -5.87 0.0007161 0.0405331 0.07 FALSE
256336_at unknown protein --- AT1G72030 -2.40 -1.26 -5.88 0.0007065 0.0405331 0.08 FALSE
253812_at  putative wound induced protein w--- AT4G28240 -2.19 -1.13 -5.89 0.0007028 0.0405331 0.09 FALSE
253669_at  dihydropteroate synthase-like pr --- AT4G30000 -1.85 -0.89 -5.87 0.0007136 0.0405331 0.07 FALSE
262170_at hypothetical protein predicted by --- AT1G74940 -2.77 -1.47 -5.88 0.0007086 0.0405331 0.08 FALSE
248248_at spermidine synthase  ;supported SPDS3 AT5G53120 3.22 1.69 5.87 0.0007119 0.0405331 0.08 FALSE
261886_s_ahypothetical protein predicted by --- AT1G80700 // -1.70 -0.76 -5.89 0.0007009 0.0405331 0.09 FALSE
245743_at  hypothetical protein contains sim--- AT1G51080 -2.58 -1.37 -5.88 0.0007081 0.0405331 0.08 FALSE
260581_at MYB transcription factor (Atmyb2MYB2 AT2G47190 2.63 1.39 5.85 0.0007276 0.0408154 0.05 TRUE
257608_at  chaperonin, putative similar to CHSP60-3A AT3G13860 -1.96 -0.97 -5.85 0.0007257 0.0408154 0.06 TRUE
254928_at  putative protein hypothetical pro --- AT4G11410 -1.97 -0.98 -5.85 0.0007283 0.0408154 0.05 FALSE
245354_at Lil3 protein ;supported by full-len LIL3:1 AT4G17600 -2.16 -1.11 -5.85 0.0007253 0.0408154 0.06 FALSE
254398_at  photosystem II oxygen-evolving PSBQA AT4G21280 -2.03 -1.02 -5.84 0.0007337 0.0408181 0.05 FALSE
265571_s_aunknown protein --- AT2G28020 // -1.83 -0.87 -5.84 0.0007328 0.0408181 0.05 FALSE
267385_at unknown protein highly similar to --- AT2G44380 3.14 1.65 5.85 0.0007314 0.0408181 0.05 FALSE
249975_s_a ribosomal protein L33 - like ribos--- AT3G06320 // -3.22 -1.69 -5.84 0.0007391 0.0408823 0.04 TRUE
253860_at hypothetical protein  ;supported b--- AT4G27700 -1.83 -0.87 -5.83 0.0007402 0.0408823 0.04 FALSE
246620_at cytochrome P450  ; supported byCYP81D1 AT5G36220 3.37 1.75 5.83 0.0007402 0.0408823 0.04 FALSE
261768_at  gibberellin 3 beta-hydroxylase, pGA3OX1 AT1G15550 -2.18 -1.12 -5.81 0.0007592 0.0411669 0.01 TRUE
250196_at polynucleotide phosphorylase --- AT5G14580 -2.22 -1.15 -5.79 0.0007703 0.0411669 0.00 FALSE
255795_at putative calcium-binding EF-handRD20 AT2G33380 5.03 2.33 5.81 0.0007562 0.0411669 0.02 FALSE
256932_at unknown protein --- AT3G22520 -1.84 -0.88 -5.80 0.000766 0.0411669 0.00 FALSE
264031_at unknown protein --- AT2G03780 -2.19 -1.13 -5.80 0.0007676 0.0411669 0.00 FALSE



249067_at putative protein similar to unknow--- AT5G43960 -1.93 -0.95 -5.82 0.000753 0.0411669 0.02 FALSE
264351_at unknown protein Contains similar--- AT1G03370 1.99 0.99 5.80 0.0007649 0.0411669 0.00 FALSE
262622_at hypothetical protein predicted by --- AT1G06510 -1.80 -0.85 -5.81 0.0007583 0.0411669 0.01 FALSE
263864_at hypothetical protein predicted by CPZ AT2G04530 -1.99 -0.99 -5.80 0.0007654 0.0411669 0.00 FALSE
256170_at  receptor protein kinase, putative --- AT1G51790 3.09 1.63 5.82 0.0007526 0.0411669 0.02 FALSE
260567_at putative glucosyltransferase  ;supUGT74F2 AT2G43820 2.81 1.49 5.80 0.0007651 0.0411669 0.00 FALSE
251914_at  putative protein serine/threonine --- AT3G53930 1.92 0.94 5.79 0.0007706 0.0411669 0.00 FALSE
263363_at putative cold-regulated protein  ;s--- AT2G03850 6.88 2.78 5.81 0.0007611 0.0411669 0.01 FALSE
266575_at putative chloroplast initiation fact --- AT2G24060 -2.05 -1.04 -5.81 0.0007589 0.0411669 0.01 FALSE
263488_at hypothetical protein predicted by --- AT2G31840 -2.39 -1.26 -5.79 0.0007739 0.0412422 -0.01 FALSE
264111_at hypothetical protein predicted by --- AT2G13690 -1.75 -0.81 -5.78 0.0007837 0.0416698 -0.02 FALSE
247258_at expressed protein similar to unkn--- AT5G64816 -2.13 -1.09 -5.77 0.0007916 0.0418076 -0.03 FALSE
244996_at ribosomal protein S2 --- --- -2.08 -1.06 -5.77 0.0007889 0.0418076 -0.03 FALSE
265583_at unknown protein --- AT2G20010 1.72 0.78 5.77 0.0007918 0.0418076 -0.03 FALSE
255978_at hypothetical protein --- AT1G34010 -1.79 -0.84 -5.76 0.0007937 0.0418136 -0.03 FALSE
262733_s_a lipase identical to lipase GB:AAA--- AT1G28660 // -2.13 -1.09 -5.76 0.0007962 0.0418331 -0.04 TRUE
248906_at putative protein similar to unknow--- AT5G46420 -1.87 -0.91 -5.76 0.0007978 0.0418331 -0.04 FALSE
245797_at  defective chloroplasts and leave --- AT1G45230 -1.62 -0.69 -5.75 0.000801 0.0419042 -0.04 FALSE
250884_at signal recognition particle 54CP pCPSRP54 AT5G03940 -1.81 -0.86 -5.75 0.0008053 0.0420331 -0.05 FALSE
263471_at hypothetical protein predicted by RAP AT2G31890 -2.06 -1.04 -5.74 0.0008084 0.0421016 -0.05 FALSE
256401_at putative guanylate kinase similar --- AT3G06200 -1.63 -0.71 -5.73 0.0008232 0.0421033 -0.07 FALSE
263142_at unknown protein --- AT1G65230 -2.02 -1.02 -5.73 0.0008182 0.0421033 -0.06 FALSE
251935_at  fructokinase - like protein fructok--- AT3G54090 -2.58 -1.37 -5.73 0.0008185 0.0421033 -0.06 TRUE
257940_at putative UDP-glucose glucosyltra--- AT3G21790 2.22 1.15 5.73 0.0008216 0.0421033 -0.07 FALSE
266598_at 3-methyl-2-oxobutanoate hydroxyKPHMT1 AT2G46110 -2.30 -1.20 -5.73 0.0008211 0.0421033 -0.07 FALSE
262879_at plastid RNA polymerase sigma-s SIGA AT1G64860 -2.04 -1.03 -5.74 0.0008128 0.0421033 -0.06 FALSE
261443_at  glutaredoxin, putative similar to gGRX480 AT1G28480 7.20 2.85 5.74 0.0008145 0.0421033 -0.06 FALSE
255657_at acidic ribosomal protein p1 simila--- AT4G00810 -2.10 -1.07 -5.73 0.0008232 0.0421033 -0.07 FALSE
257064_at hypothetical protein predicted by --- AT3G18260 2.23 1.16 5.72 0.0008293 0.042226 -0.08 FALSE
251780_s_a beta-ketoacyl-ACP reductase - li--- AT3G55290 // 3.00 1.58 5.72 0.000828 0.042226 -0.08 FALSE
259172_at O-acetylserine (thiol) lyase identi CS26 AT3G03630 -3.63 -1.86 -5.71 0.0008335 0.0423426 -0.08 FALSE
251536_at ketol-acid reductoisomerase  ; su--- AT3G58610 -1.99 -0.99 -5.71 0.0008409 0.0424443 -0.09 FALSE
248387_at unknown protein --- AT5G51960 -2.12 -1.08 -5.71 0.0008411 0.0424443 -0.09 FALSE
247618_at  receptor like protein kinase rece --- AT5G60280 2.00 1.00 5.71 0.0008401 0.0424443 -0.09 FALSE
248075_at selenium-binding protein-like CRR21 AT5G55740 -2.74 -1.45 -5.70 0.0008438 0.0424881 -0.09 FALSE



251804_at  beta-1,3-glucanase - like protein --- AT3G55430 2.51 1.33 5.70 0.0008464 0.0425241 -0.10 FALSE
261078_at unknown protein identical to SP:ORPL4 AT1G07320 -1.89 -0.92 -5.69 0.000855 0.0428644 -0.11 FALSE
258554_at putative DEAD/DEAH box helicas--- AT3G06980 -1.79 -0.84 -5.68 0.0008633 0.0431826 -0.12 FALSE
250415_at  putative protein GLUR3 ligand-gGLR2.5 AT5G11210 7.61 2.93 5.63 0.0009078 0.0433465 -0.17 TRUE
250529_at RNA helicase-like protein --- AT5G08610 -2.47 -1.31 -5.67 0.0008695 0.0433465 -0.13 TRUE
266643_s_aputative flavonol 3-O-glucosyltran--- AT2G29710 // 2.32 1.22 5.66 0.0008806 0.0433465 -0.14 TRUE
260020_at  hydrophilic protein, putative simi PDF6 AT1G29990 -1.70 -0.76 -5.65 0.0008919 0.0433465 -0.15 FALSE
261954_at  plastid ribosomal protein S6, put --- AT1G64510 -1.90 -0.93 -5.63 0.0009108 0.0433465 -0.17 FALSE
255446_at  hypothetical protein similar to A. --- AT4G02750 -2.02 -1.01 -5.65 0.0008916 0.0433465 -0.15 FALSE
249641_at DegP protease contains similarityDegP10 AT5G36950 -2.02 -1.01 -5.65 0.0008862 0.0433465 -0.14 FALSE
250733_at 2-cys peroxiredoxin-like protein  2-Cys Prx BAT5G06290 -2.16 -1.11 -5.64 0.0008996 0.0433465 -0.16 FALSE
250718_at unknown protein emb2735 AT5G06240 -1.88 -0.91 -5.64 0.0008988 0.0433465 -0.16 FALSE
258538_at putative tRNA pseudouridine syn --- AT3G06950 -1.81 -0.86 -5.67 0.0008729 0.0433465 -0.13 FALSE
256062_at unknown protein ;supported by fuLSH6 AT1G07090 -1.77 -0.82 -5.65 0.0008848 0.0433465 -0.14 FALSE
258355_at hypothetical protein predicted by --- AT3G14330 -2.52 -1.34 -5.63 0.0009028 0.0433465 -0.16 FALSE
251360_at  putative protein embryonic abun --- AT3G61210 -1.83 -0.87 -5.63 0.000908 0.0433465 -0.17 FALSE
259738_at predicted protein --- AT1G64355 -1.95 -0.96 -5.66 0.0008822 0.0433465 -0.14 FALSE
262933_at  polyamine oxidase, putative sim ATPAO4 AT1G65840 2.88 1.53 5.66 0.000877 0.0433465 -0.13 FALSE
254645_at putative protein --- AT4G18520 -2.01 -1.00 -5.64 0.0008991 0.0433465 -0.16 FALSE
257848_at hypothetical protein predicted by --- AT3G13030 -2.19 -1.13 -5.64 0.0009025 0.0433465 -0.16 FALSE
258557_at  hypothetical protein similar to rec--- AT3G05990 1.84 0.88 5.66 0.0008765 0.0433465 -0.13 FALSE
251031_at one helix protein (OHP)  ;supportOHP AT5G02120 -2.05 -1.04 -5.64 0.0009021 0.0433465 -0.16 FALSE
259370_at hypothetical protein predicted by --- AT1G69050 2.18 1.12 5.66 0.0008798 0.0433465 -0.14 FALSE
257911_at hypothetical protein contains sim GLYR1 AT3G25530 -1.70 -0.77 -5.65 0.0008869 0.0433465 -0.14 FALSE
264839_at  putative protochlorophyllide reduPOR C AT1G03630 -2.50 -1.32 -5.63 0.0009056 0.0433465 -0.17 FALSE
256698_at unknown protein --- AT3G20680 -2.14 -1.10 -5.62 0.0009122 0.0433465 -0.17 FALSE
253722_at  putative protein zinc finger trans --- AT4G29190 -2.15 -1.11 -5.63 0.0009109 0.0433465 -0.17 FALSE
248422_at putative protein strong similarity tYLS7 AT5G51640 1.63 0.71 5.62 0.0009155 0.0434132 -0.18 FALSE
262754_at putative inosine-5-monophospha --- AT1G16350 -2.08 -1.06 -5.62 0.0009199 0.0434412 -0.18 TRUE
245840_at hypothetical protein predicted by --- AT1G58420 4.66 2.22 5.62 0.0009195 0.0434412 -0.18 FALSE
247586_at  mipC protein - like (aquaporin) mPIP2;4 AT5G60660 1.89 0.92 5.61 0.0009223 0.0434671 -0.18 FALSE
244978_at RNA polymerase alpha subunit --- --- -1.79 -0.84 -5.60 0.0009341 0.0438423 -0.20 FALSE
267548_at putative disease resistance proteAtRLP22 AT2G32660 6.39 2.68 5.60 0.0009323 0.0438423 -0.20 FALSE
259253_at hypothetical protein predicted by --- AT3G07640 -1.65 -0.72 -5.60 0.0009366 0.0438695 -0.20 FALSE
253996_at nucleosome assembly protein I-liNAP1;1 AT4G26110 -2.04 -1.03 -5.59 0.0009403 0.0439505 -0.20 TRUE



265139_at unknown protein --- AT1G51310 -2.11 -1.08 -5.58 0.0009513 0.0441453 -0.22 TRUE
254503_at hypothetical protein  ;supported bPTAC9 AT4G20010 -1.98 -0.98 -5.59 0.0009482 0.0441453 -0.21 FALSE
245249_at acyl-CoA oxidase like protein ; suACX1 AT4G16760 2.46 1.30 5.58 0.0009508 0.0441453 -0.22 FALSE
247563_at  putative protein various predicte PDCB1 AT5G61130 -2.32 -1.21 -5.58 0.0009522 0.0441453 -0.22 FALSE
251892_at putative protein WRI1 AT3G54320 -2.42 -1.28 -5.57 0.0009663 0.044351 -0.23 FALSE
251853_at putative protein various Arabidop--- AT3G54790 -1.78 -0.84 -5.57 0.0009643 0.044351 -0.23 FALSE
253440_at putative protein ;supported by ful TIFY8 AT4G32570 -1.62 -0.70 -5.57 0.000964 0.044351 -0.23 FALSE
264702_at hypothetical protein contains sim --- AT1G70190 -2.01 -1.01 -5.57 0.0009629 0.044351 -0.23 FALSE
258027_at hypothetical protein predicted by --- AT3G19515 -1.88 -0.91 -5.57 0.0009659 0.044351 -0.23 FALSE
253021_at  putative protein permease 1 - Me--- AT4G38050 -2.00 -1.00 -5.56 0.0009735 0.0445881 -0.24 FALSE
253358_at gamma-VPE (vacuolar processinGAMMA-VPAT4G32940 -1.84 -0.88 -5.53 0.0009994 0.0446321 -0.27 FALSE
260089_at putative ATPase contains Pfam p--- AT1G73170 -1.67 -0.74 -5.53 0.0010011 0.0446321 -0.27 TRUE
246316_at putative protein predicted protein --- AT3G56890 -1.63 -0.71 -5.55 0.0009864 0.0446321 -0.25 FALSE
247748_at putative protein  ;supported by fu --- AT5G58920 -1.89 -0.92 -5.56 0.0009781 0.0446321 -0.24 FALSE
249230_at putative protein similar to unknow--- AT5G42070 -2.18 -1.12 -5.55 0.0009875 0.0446321 -0.25 FALSE
253264_at  protein kinase - like protein proteOST1 AT4G33950 -1.70 -0.77 -5.54 0.0009969 0.0446321 -0.26 FALSE
258805_at  putative beta-1,3-glucanase sim --- AT3G04010 2.53 1.34 5.54 0.0009963 0.0446321 -0.26 FALSE
248449_at putative protein similar to unknow--- AT5G51110 -1.72 -0.78 -5.55 0.0009865 0.0446321 -0.25 FALSE
262483_at  putative translation initiation fact FUG1 AT1G17220 -1.77 -0.83 -5.53 0.0010018 0.0446321 -0.27 FALSE
258424_at hypothetical protein predicted by --- AT3G16750 -2.02 -1.02 -5.55 0.0009817 0.0446321 -0.25 FALSE
267226_at unknown protein --- AT2G44010 4.33 2.11 5.53 0.000999 0.0446321 -0.26 FALSE
253981_at putative protein ;supported by ful --- AT4G26670 -1.77 -0.83 -5.54 0.0009968 0.0446321 -0.26 FALSE
267586_at hypothetical protein predicted by --- AT2G41950 -2.34 -1.22 -5.54 0.0009938 0.0446321 -0.26 FALSE
264575_at  putative chloroplast 50S ribosomemb2394 AT1G05190 -1.88 -0.91 -5.55 0.0009849 0.0446321 -0.25 FALSE
248035_at sucrose cleavage protein-like ;su --- AT5G55900 -1.80 -0.85 -5.53 0.0010056 0.044711 -0.27 FALSE
256873_at  cytochrome P450, putative contaCYP71B34 AT3G26300 // -1.96 -0.97 -5.53 0.001009 0.0447774 -0.27 FALSE
245323_at cysteine proteinase inhibitor like --- AT4G16500 2.20 1.14 5.50 0.0010337 0.0455153 -0.30 TRUE
264689_at hypothetical protein predicted by --- AT1G09900 -2.47 -1.31 -5.50 0.0010396 0.0455153 -0.31 TRUE
253004_at putative protein --- AT4G38280 // -2.38 -1.25 -5.50 0.0010349 0.0455153 -0.30 TRUE
245747_at hypothetical protein predicted by --- AT1G51100 -2.39 -1.26 -5.50 0.0010387 0.0455153 -0.30 FALSE
258643_at unknown protein  ;supported by f ATAB2 AT3G08010 -1.69 -0.75 -5.50 0.0010364 0.0455153 -0.30 FALSE
264186_at hypothetical protein predicted by --- AT1G54570 5.07 2.34 5.50 0.0010344 0.0455153 -0.30 FALSE
266293_at putative tropinone reductase  ;su --- AT2G29360 -1.77 -0.83 -5.50 0.0010323 0.0455153 -0.30 FALSE
253973_at Expressed protein ; supported by--- AT4G26555 -1.60 -0.68 -5.49 0.0010438 0.0455589 -0.31 FALSE
254187_at  putative protein hypothetical pro --- AT4G23890 -1.70 -0.76 -5.49 0.0010446 0.0455589 -0.31 FALSE



252688_at putative protein --- AT3G44020 -1.99 -0.99 -5.49 0.0010485 0.0456411 -0.31 FALSE
257451_at hypothetical protein predicted by BT3 AT1G05690 -1.89 -0.92 -5.48 0.0010515 0.0456863 -0.32 FALSE
261746_at unknown protein ;supported by fuPSAO AT1G08380 -1.71 -0.77 -5.48 0.0010579 0.0458778 -0.32 FALSE
245106_at unknown protein --- AT2G41650 -2.09 -1.07 -5.47 0.001064 0.0460131 -0.33 TRUE
265873_at  putative beta-1,3-glucanase  ;su --- AT2G01630 -2.09 -1.07 -5.47 0.001066 0.0460131 -0.33 FALSE
245492_at putative protein SPK1 AT4G16340 -1.89 -0.92 -5.47 0.0010671 0.0460131 -0.33 FALSE
265965_at putative glutamate/ornithine acet --- AT2G37500 -1.92 -0.94 -5.47 0.0010721 0.0461424 -0.34 FALSE
249876_at putative protein similar to unknowCaS AT5G23060 -2.13 -1.09 -5.46 0.001078 0.0463077 -0.34 FALSE
256070_at hypothetical protein predicted by --- AT1G13730 -1.77 -0.83 -5.46 0.0010814 0.0463201 -0.34 FALSE
255720_at phosphoribulokinase precursor idPRK AT1G32060 -1.91 -0.93 -5.46 0.0010824 0.0463201 -0.35 FALSE
252677_at nitrilase 3  ;supported by full-lengNIT3 AT3G44320 3.00 1.58 5.45 0.0010894 0.0465358 -0.35 TRUE
258079_at hypothetical protein predicted by --- AT3G25940 -1.86 -0.90 -5.45 0.0010949 0.0466828 -0.36 FALSE
260683_at  ribosomal protein, putative similaHLL AT1G17560 -1.89 -0.92 -5.44 0.0011069 0.0471045 -0.37 FALSE
259838_at unknown protein ;supported by fu--- AT1G52220 -1.70 -0.77 -5.43 0.0011111 0.0471087 -0.37 FALSE
264289_at hypothetical protein similar to hyp--- AT1G61890 4.98 2.32 5.43 0.00111 0.0471087 -0.37 FALSE
255440_at predicted protein of unknown fun --- AT4G02530 -2.06 -1.04 -5.43 0.0011165 0.047163 -0.38 FALSE
253856_at hypothetical protein  ;supported b--- AT4G28100 -1.67 -0.74 -5.43 0.0011147 0.047163 -0.38 FALSE
265722_at putative chlorophyll a/b binding pLHCB4.3 AT2G40100 2.84 1.51 5.42 0.0011231 0.047334 -0.38 TRUE
258292_at hypothetical protein predicted by --- AT3G23330 -2.07 -1.05 -5.42 0.0011247 0.047334 -0.38 FALSE
256603_at unknown protein similar to At14a --- AT3G28270 4.24 2.08 5.42 0.0011286 0.0474094 -0.39 FALSE
253028_at putative protein pde191 AT4G38160 -1.84 -0.88 -5.41 0.0011307 0.0474105 -0.39 FALSE
246701_at cysteine synthase  ;supported byCYSD2 AT5G28020 -2.06 -1.04 -5.41 0.0011339 0.047459 -0.39 FALSE
248510_at Expressed protein ; supported by--- --- -1.65 -0.72 -5.41 0.0011372 0.047509 -0.40 FALSE
244926_s_amaturase --- AT2G07711 // 2.09 1.07 5.40 0.0011426 0.0475834 -0.40 TRUE
251151_at hypothetical protein ; supported b--- AT3G63170 -2.08 -1.06 -5.40 0.0011436 0.0475834 -0.40 FALSE
258573_at hypothetical protein contains Pfa PTAC3 AT3G04260 -1.67 -0.74 -5.40 0.0011453 0.0475834 -0.40 FALSE
250139_at  putative protein de novo DNA m DRM2 AT5G14620 -1.62 -0.69 -5.40 0.00115 0.0475899 -0.41 FALSE
245338_at Expressed protein ; supported by--- AT4G16442 -2.28 -1.19 -5.40 0.0011496 0.0475899 -0.41 FALSE
250821_at putative protein similar to unknow--- AT5G05190 2.01 1.00 5.40 0.0011517 0.0475899 -0.41 FALSE
267068_at unknown protein --- AT2G41020 -2.10 -1.07 -5.39 0.001154 0.0475988 -0.41 FALSE
256981_at  brassinosteroid receptor kinase, BRL3 AT3G13380 2.71 1.44 5.35 0.0012093 0.047715 -0.46 TRUE
262946_at hypothetical protein predicted by --- AT1G79390 -1.85 -0.89 -5.37 0.0011894 0.047715 -0.44 TRUE
262957_s_a RNA polymerase II subunit, putaNRPB8A AT1G54250 // -1.58 -0.66 -5.35 0.0012155 0.047715 -0.46 FALSE
262402_at unknown protein ; supported by cTOM6 AT1G49410 -2.20 -1.14 -5.34 0.0012216 0.047715 -0.47 FALSE
265483_at hypothetical protein ; supported bSQN AT2G15790 -2.39 -1.26 -5.35 0.0012125 0.047715 -0.46 TRUE



260989_at unknown protein ; supported by c--- AT1G53450 -2.23 -1.16 -5.36 0.0012004 0.047715 -0.45 TRUE
267174_at 60S ribosomal protein L36  ;supp--- AT2G37600 -3.01 -1.59 -5.39 0.001164 0.047715 -0.42 TRUE
255046_at  H+-transporting ATP synthase-li ATPD AT4G09650 -2.00 -1.00 -5.38 0.0011748 0.047715 -0.43 FALSE
258993_at  putative chlorophyll a/b-binding pLHCB4.2 AT3G08940 -2.02 -1.02 -5.37 0.0011877 0.047715 -0.44 FALSE
255028_at  putative protein Arabidopsis thal PMP AT3G24160 // -3.60 -1.85 -5.38 0.0011778 0.047715 -0.43 TRUE
249015_at Dreg-2 like protein --- AT5G44730 -1.85 -0.89 -5.34 0.0012176 0.047715 -0.46 FALSE
245933_at  putative protein KIAA1521 - HomVPS9B AT5G09320 -1.71 -0.77 -5.37 0.0011864 0.047715 -0.44 FALSE
260548_at biotin synthase (Bio B)  ;supporteBIO2 AT2G43360 -2.64 -1.40 -5.37 0.0011889 0.047715 -0.44 FALSE
264045_at putative GTP cyclohydrolase --- AT2G22450 -1.75 -0.81 -5.36 0.0011949 0.047715 -0.45 FALSE
261578_at  acidic ribosomal protein, putative--- AT1G01100 -2.22 -1.15 -5.36 0.001201 0.047715 -0.45 FALSE
262699_at unknown protein --- AT1G75980 -1.86 -0.90 -5.37 0.0011817 0.047715 -0.43 FALSE
253547_at chloroplast omega-6 fatty acid deFAD6 AT4G30950 -1.80 -0.85 -5.36 0.0011908 0.047715 -0.44 FALSE
254262_at  putative protein annexin VII, Dict--- AT4G23470 2.13 1.09 5.34 0.0012177 0.047715 -0.46 FALSE
260799_at  UDP-glucose glucosyltransferas AtUGT85A4AT1G78270 -2.05 -1.03 -5.37 0.0011897 0.047715 -0.44 FALSE
247158_at branched-chain amino acid amin ATBCAT-5 AT5G65780 -1.74 -0.80 -5.34 0.0012209 0.047715 -0.47 FALSE
265943_at putative cytidine deaminase  ;supCDA1 AT2G19570 3.61 1.85 5.38 0.0011703 0.047715 -0.42 FALSE
250563_at  putative protein predicted protein--- AT5G08050 -2.49 -1.32 -5.35 0.0012111 0.047715 -0.46 FALSE
252350_at  ataxia-telangiectasia mutated pr ATM AT3G48190 -1.68 -0.75 -5.36 0.0011999 0.047715 -0.45 FALSE
266799_at unknown protein ATPSK2 AT2G22860 3.26 1.70 5.35 0.0012144 0.047715 -0.46 FALSE
264185_at unknown protein ;supported by fu--- AT1G54780 -1.78 -0.83 -5.37 0.0011844 0.047715 -0.44 FALSE
258730_at putative GTP-binding protein (ATATFP8 AT3G11730 -1.59 -0.66 -5.36 0.0012019 0.047715 -0.45 FALSE
264543_at hypothetical protein predicted by --- AT1G55780 2.14 1.10 5.38 0.0011681 0.047715 -0.42 FALSE
266929_at putative AT-hook DNA-binding pr--- AT2G45850 -1.84 -0.88 -5.37 0.0011802 0.047715 -0.43 FALSE
258162_at  dehydrogenase, putative similar --- AT3G17810 2.32 1.21 5.39 0.0011659 0.047715 -0.42 FALSE
248094_at trigger factor-like protein --- AT5G55220 -2.23 -1.16 -5.35 0.0012034 0.047715 -0.45 FALSE
253122_at hypothetical protein --- AT4G35987 -1.90 -0.93 -5.35 0.0012136 0.047715 -0.46 FALSE
252291_s_aperoxidase  ;supported by full-lenPRXCB AT3G49110 // 3.15 1.66 5.34 0.0012269 0.0478383 -0.47 TRUE
256134_at aminoalcoholphosphotransferaseAAPT1 AT1G13560 -1.72 -0.78 -5.33 0.0012296 0.0478634 -0.47 FALSE
252274_at  branched-chain-amino-acid transBCAT3 AT3G49680 -1.79 -0.84 -5.33 0.001237 0.0480696 -0.48 FALSE
260806_at RNA recognition motif-containing--- AT1G78260 1.62 0.70 5.31 0.0012548 0.0486769 -0.50 FALSE
258975_at putative WRKY-like transcriptionaWRKY45 AT3G01970 2.03 1.02 5.31 0.0012629 0.048907 -0.50 TRUE
253879_s_a UDP rhamnose--anthocyanidin-3--- AT4G27560 // 3.53 1.82 5.30 0.0012683 0.0489517 -0.51 TRUE
257131_at  mitochondrial carrier protein, put--- AT3G20240 -1.68 -0.75 -5.30 0.0012682 0.0489517 -0.51 FALSE
261086_at hypothetical protein predicted by TRFL3 AT1G17460 -1.69 -0.76 -5.30 0.0012748 0.0490676 -0.51 TRUE
253308_at  putative protein aminotransferasAGD2 AT4G33680 -1.74 -0.80 -5.30 0.0012756 0.0490676 -0.51 FALSE



259417_at unknown protein contains similar HFR1 AT1G02340 -2.72 -1.44 -5.30 0.0012794 0.0491303 -0.51 FALSE
247440_at peptide transporter --- AT5G62680 1.74 0.80 5.29 0.0012843 0.0491717 -0.52 TRUE
250283_at  putative protein many hypothetic--- AT5G13270 -1.89 -0.92 -5.29 0.001287 0.0491717 -0.52 FALSE
251712_at  putative protein non-consensus --- AT3G56120 -1.65 -0.72 -5.29 0.0012856 0.0491717 -0.52 FALSE
264280_at  beta-glucosidase, putative similaBGLU46 AT1G61820 3.61 1.85 5.26 0.0013352 0.0492107 -0.56 TRUE
251519_at  putative protein hypothetical pro GUN4 AT3G59400 -2.19 -1.13 -5.25 0.0013504 0.0492107 -0.57 TRUE
249354_at  nuclear pore protein -like nuclea EMB3012 AT5G40480 -2.46 -1.30 -5.26 0.0013291 0.0492107 -0.55 TRUE
258453_at  RNA polymerase I, II and III 24.3NRPB5 AT3G22320 -1.66 -0.73 -5.27 0.0013117 0.0492107 -0.54 FALSE
253585_at  putative protein hypothetical pro --- AT4G30720 -1.73 -0.79 -5.26 0.0013271 0.0492107 -0.55 FALSE
259344_at  putative polynucleotide phosphoRIF10 AT3G03710 -2.05 -1.04 -5.27 0.0013186 0.0492107 -0.55 TRUE
251427_at beta-glucosidase-like protein sevBGLU16 AT3G60130 2.36 1.24 5.25 0.0013426 0.0492107 -0.56 FALSE
256741_at hypothetical protein predicted by --- AT3G29375 -2.37 -1.25 -5.26 0.0013319 0.0492107 -0.56 TRUE
248093_at putative protein similar to unknow--- AT5G55210 -1.98 -0.98 -5.27 0.0013156 0.0492107 -0.54 FALSE
260981_at hypothetical protein predicted by --- AT1G53460 -2.06 -1.04 -5.26 0.0013286 0.0492107 -0.55 FALSE
255070_at  isoamylase-like protein probableISA3 AT4G09020 -1.71 -0.77 -5.26 0.0013353 0.0492107 -0.56 FALSE
245195_at  F12A21.13 putative photosystemPSBY AT1G67740 -1.78 -0.83 -5.26 0.0013353 0.0492107 -0.56 FALSE
248491_at unknown protein  ;supported by f --- AT5G51010 -2.35 -1.23 -5.26 0.0013328 0.0492107 -0.56 FALSE
258776_at  putative T-complex protein 1, ET--- AT3G11830 -1.98 -0.99 -5.27 0.0013094 0.0492107 -0.54 FALSE
260420_at unknown protein --- AT1G69610 1.82 0.87 5.27 0.0013186 0.0492107 -0.55 FALSE
252181_at Expressed protein ; supported by--- AT3G50685 -1.75 -0.81 -5.25 0.0013404 0.0492107 -0.56 FALSE
254796_at  putative protein protein kinase h --- AT4G13000 2.01 1.01 5.28 0.0012953 0.0492107 -0.53 FALSE
247376_at nucleotide diphosphate kinase IaNDPK2 AT5G63310 -1.70 -0.77 -5.24 0.0013505 0.0492107 -0.57 FALSE
247899_at Expressed protein ; supported by--- AT5G57345 -2.06 -1.04 -5.25 0.0013448 0.0492107 -0.57 FALSE
265274_at putative RNA methyltransferase --- AT2G28450 -2.03 -1.02 -5.25 0.0013473 0.0492107 -0.57 FALSE
255154_at putative protein several hypothet --- --- -1.63 -0.70 -5.28 0.0012954 0.0492107 -0.53 FALSE
252862_at  putative L-ascorbate oxidase L-a--- AT4G39830 4.96 2.31 5.26 0.0013272 0.0492107 -0.55 FALSE
265335_at Expressed protein ; supported by--- AT2G18245 -1.59 -0.67 -5.25 0.0013381 0.0492107 -0.56 FALSE
248105_at cell division protein FtsZ chloropl FTSZ1-1 AT5G55280 -2.22 -1.15 -5.27 0.0013169 0.0492107 -0.54 FALSE
246492_at  CRS2-like protein CRS2 - Zea m--- AT5G16140 -2.37 -1.25 -5.25 0.001349 0.0492107 -0.57 FALSE
262878_at hypothetical protein predicted by NDF2 AT1G64770 -2.01 -1.01 -5.28 0.0013053 0.0492107 -0.54 FALSE
246799_at putative protein various predicted--- AT5G26940 2.25 1.17 5.26 0.0013263 0.0492107 -0.55 FALSE
244992_s_aribosomal protein S7 --- --- -1.91 -0.93 -5.27 0.0013118 0.0492107 -0.54 FALSE
259751_at putative transcription factor similaMYBL2 AT1G71030 -1.84 -0.88 -5.28 0.0012965 0.0492107 -0.53 FALSE
251008_at putative protein ;supported by ful --- AT5G02710 -2.03 -1.02 -5.24 0.0013573 0.0492985 -0.57 FALSE
258917_at unknown protein C-terminal porti --- AT3G10630 -1.57 -0.65 -5.24 0.001356 0.0492985 -0.57 FALSE



250213_at H-protein promoter binding factorTBP1 AT5G13820 2.32 1.22 5.23 0.001366 0.0493022 -0.58 TRUE
255685_s_aputative tetrahydrofolate synthas --- AT4G00600 // -2.60 -1.38 -5.23 0.0013654 0.0493022 -0.58 TRUE
265021_at unknown protein  ;supported by f --- AT1G24610 -1.63 -0.70 -5.24 0.0013647 0.0493022 -0.58 FALSE
261957_at  methionine/cystathionine gammaATMGL AT1G64660 3.48 1.80 5.24 0.0013635 0.0493022 -0.58 FALSE
246152_at  IPP transferase - like protein tRNIPT9 AT5G20040 -1.77 -0.82 -5.23 0.0013699 0.0493083 -0.58 FALSE
245016_at carboxytransferase beta subunit --- --- -1.72 -0.79 -5.23 0.0013705 0.0493083 -0.58 FALSE
259984_at  putative RNA-binding protein con--- AT1G76460 -1.95 -0.97 -5.22 0.0013843 0.0496469 -0.59 FALSE
253485_at Expressed protein ; supported byWRKY18 AT4G31800 3.68 1.88 5.22 0.0013837 0.0496469 -0.59 FALSE
265330_at unknown protein GUT15 --- -1.94 -0.96 -5.21 0.0013989 0.0499678 -0.61 FALSE
250813_at GTP-binding protein (gb|AAD092TOC34 AT5G05000 -2.04 -1.03 -5.21 0.0013993 0.0499678 -0.61 FALSE
261189_at hypothetical protein contains sim NACA5 AT1G33040 -1.85 -0.89 -5.21 0.0013998 0.0499678 -0.61 FALSE
262931_at  small nuclear ribonucleoprotein, --- AT1G65700 -1.84 -0.88 -5.21 0.0014055 0.0500187 -0.61 FALSE
263114_at  putative photosystem I reaction cPSAD-2 AT1G03130 -1.87 -0.91 -5.21 0.0014083 0.0500187 -0.61 FALSE
248547_at putative protein contains similarit EMB1006 AT5G50280 -2.65 -1.41 -5.20 0.00141 0.0500187 -0.61 FALSE
248541_at protein kinase ATN1-like protein --- AT5G50180 -2.26 -1.18 -5.21 0.0014088 0.0500187 -0.61 FALSE
250257_at putative protein similar to unknow--- AT5G13770 -1.99 -0.99 -5.20 0.0014134 0.0500605 -0.62 FALSE
253609_at  H+-transporting ATPase type 2, AHA2 AT4G30190 2.00 1.00 5.20 0.0014167 0.0501002 -0.62 FALSE
265828_at hypothetical protein predicted by --- AT2G14520 -1.69 -0.76 -5.20 0.0014221 0.0501493 -0.62 FALSE
255041_at  putative protein hypothetical pro --- AT4G09620 -2.03 -1.02 -5.20 0.0014225 0.0501493 -0.62 FALSE
258526_at  DAG protein, putative similar to --- AT3G06790 -1.83 -0.87 -5.19 0.0014287 0.0501566 -0.63 FALSE
266948_at unknown protein --- AT2G18850 -2.77 -1.47 -5.19 0.0014293 0.0501566 -0.63 FALSE
260457_at unknown protein --- AT1G72480 -1.80 -0.85 -5.19 0.001425 0.0501566 -0.62 FALSE
267220_at putative sugar nucleotide phosphISPD AT2G02500 -2.03 -1.02 -5.19 0.001437 0.0502709 -0.63 TRUE
248624_at unknown protein  ; supported by --- AT5G48790 -1.73 -0.79 -5.19 0.0014391 0.0502709 -0.63 FALSE
262501_at  putative replication factor Similaremb1968 AT1G21690 -1.95 -0.96 -5.19 0.0014369 0.0502709 -0.63 FALSE
263680_at unknown protein --- AT1G26930 1.59 0.67 5.17 0.0014561 0.050428 -0.65 TRUE
267162_s_aputative phosphoribosylaminoimi --- AT2G05140 // -2.46 -1.30 -5.17 0.0014606 0.050428 -0.65 TRUE
255977_at  ribosomal protein S18, putative s--- AT1G34030 -2.21 -1.14 -5.17 0.0014558 0.050428 -0.65 FALSE
251883_at  ribosomal protein L17 -like prote --- AT3G54210 -1.78 -0.83 -5.18 0.0014494 0.050428 -0.64 FALSE
250444_at  beta-xylosidase - like protein bet--- AT5G10560 -1.87 -0.91 -5.18 0.0014498 0.050428 -0.64 FALSE
251766_at  putative protein PA26, p53 regul --- AT3G55890 // 1.79 0.84 5.17 0.001462 0.050428 -0.65 FALSE
247903_at unknown protein  ; supported by --- AT5G57340 -2.13 -1.09 -5.17 0.0014635 0.050428 -0.65 FALSE
264199_at  unknown protein contains simila --- AT1G22700 -1.92 -0.94 -5.17 0.0014622 0.050428 -0.65 FALSE
247201_at 50S ribosomal protein L29  ; supp--- AT5G65220 -2.05 -1.04 -5.17 0.0014571 0.050428 -0.65 FALSE
263676_at  putative RNA-binding protein IdeCRB AT1G09340 -2.22 -1.15 -5.17 0.0014697 0.050494 -0.66 TRUE



267606_at putative beta-ketoacyl-CoA synthKCS11 AT2G26640 -1.67 -0.74 -5.16 0.0014765 0.050494 -0.66 FALSE
261540_at unknown protein --- AT1G63610 -1.92 -0.94 -5.16 0.0014736 0.050494 -0.66 FALSE
254597_at hypothetical protein --- AT4G18980 2.40 1.26 5.16 0.0014723 0.050494 -0.66 FALSE
254271_at  serine/threonine kinase - like pro--- AT4G23150 3.76 1.91 5.16 0.0014744 0.050494 -0.66 FALSE
253172_at putative protein ;supported by ful --- AT4G35060 5.03 2.33 5.16 0.0014799 0.0505335 -0.66 FALSE
261300_at hypothetical protein predicted by --- AT1G48560 -1.93 -0.95 -5.15 0.0014866 0.0505366 -0.67 FALSE
261903_at chromomethylase identical to GBCMT1 AT1G80740 1.62 0.70 5.16 0.0014852 0.0505366 -0.67 FALSE
261482_at unknown protein ;supported by fuTHH1 AT1G14530 1.83 0.87 5.16 0.0014852 0.0505366 -0.67 FALSE
253140_at RING-H2 finger protein RHA3b  ;RHA3B AT4G35480 2.07 1.05 5.15 0.0015014 0.0509639 -0.68 FALSE
257937_at hypothetical protein predicted by --- AT3G19810 -1.63 -0.71 -5.14 0.0015051 0.0510137 -0.68 FALSE
252093_at  putative protein predicted protein--- AT3G51500 -1.86 -0.89 -5.14 0.0015134 0.0510614 -0.69 FALSE
255799_at Deetiolated1 (DET1) light signal tDET1 AT4G10180 -1.86 -0.90 -5.14 0.0015098 0.0510614 -0.68 FALSE
264254_at unknown protein --- AT1G09150 -1.60 -0.68 -5.14 0.0015155 0.0510614 -0.69 FALSE
260531_at putative acyl-CoA synthetase  ; sCER8 AT2G47240 -2.21 -1.14 -5.14 0.0015126 0.0510614 -0.68 FALSE
265594_at 50S ribosomal protein L4  ;suppo--- AT2G20060 -2.57 -1.36 -5.13 0.0015283 0.0512037 -0.70 FALSE
263621_at putative DNA-directed RNA polymNRPB6B AT2G04630 -1.84 -0.88 -5.13 0.001528 0.0512037 -0.70 FALSE
251744_at  putative protein CHLOROPLAST--- AT3G56010 -2.04 -1.03 -5.13 0.0015238 0.0512037 -0.69 FALSE
249691_at translation releasing factor RF-2 HCF109 AT5G36170 -1.61 -0.69 -5.13 0.0015287 0.0512037 -0.70 FALSE
257856_at  hypothetical protein predicted by--- AT3G12930 -1.62 -0.69 -5.13 0.001532 0.0512381 -0.70 FALSE
247304_at amino acid transporter AAP4 (pir AAP4 AT5G63850 2.44 1.28 5.12 0.0015353 0.0512751 -0.70 FALSE
247208_at nodulin-like  ;supported by full-len--- AT5G64870 1.90 0.92 5.12 0.0015411 0.0513933 -0.70 FALSE
245682_at Expressed protein ; supported by--- AT5G08750 1.81 0.86 5.12 0.001545 0.0514485 -0.71 FALSE
245317_at hypothetical protein ; supported b--- AT4G15610 1.82 0.86 5.10 0.0015727 0.0515418 -0.72 TRUE
248704_at putative protein pectinesterase-liksks3 AT5G48450 2.20 1.14 5.11 0.0015603 0.0515418 -0.72 TRUE
248039_at putative protein similar to unknow--- AT5G55950 1.61 0.69 5.11 0.0015519 0.0515418 -0.71 FALSE
263156_at  myrosinase-associated protein, p--- AT1G54030 3.20 1.68 5.11 0.0015524 0.0515418 -0.71 TRUE
249827_at unknown protein  ;supported by f --- AT5G23330 -1.98 -0.99 -5.11 0.0015644 0.0515418 -0.72 FALSE
253903_at kinesin-related protein katB  ; supATK2 AT4G27180 -1.55 -0.64 -5.11 0.001561 0.0515418 -0.72 FALSE
264442_at hypothetical protein similar to lec --- AT1G27480 -2.51 -1.33 -5.11 0.0015672 0.0515418 -0.72 FALSE
249138_at putative protein contains similarit WPP1 AT5G43070 1.74 0.80 5.10 0.001571 0.0515418 -0.72 FALSE
253216_at  cyclophilin - like protein cyclophi --- AT4G34960 -1.99 -0.99 -5.11 0.0015641 0.0515418 -0.72 FALSE
253607_at  small nuclear ribonucleoprotein h--- AT4G30330 -2.19 -1.13 -5.11 0.0015634 0.0515418 -0.72 FALSE
246454_at Expressed protein ; supported byDHAR3 AT5G16710 -1.77 -0.82 -5.10 0.0015719 0.0515418 -0.72 FALSE
249433_at  putative protein hypothetical pro --- AT5G39940 -2.23 -1.16 -5.10 0.0015796 0.0515452 -0.73 TRUE
266705_at 40S ribosomal protein S30  ; sup --- AT2G19750 -2.40 -1.26 -5.10 0.0015756 0.0515452 -0.73 FALSE



258324_at putative DNA binding protein idenTSO1 AT3G22780 -1.64 -0.72 -5.10 0.0015784 0.0515452 -0.73 FALSE
249377_at  putative protein predicted protein--- AT5G40690 2.92 1.55 5.10 0.0015819 0.051547 -0.73 TRUE
254779_at hypothetical protein --- AT4G12760 -1.66 -0.73 -5.09 0.0015872 0.0515719 -0.73 FALSE
259625_at  glyceraldehyde-3-phosphate dehGAPB AT1G42970 -2.06 -1.04 -5.09 0.0015869 0.0515719 -0.73 FALSE
252179_at  putative protein UDP-glucose:(g GATL2 AT3G50760 2.41 1.27 5.09 0.0015896 0.0515781 -0.74 FALSE
264613_at lipoyltransferase identical to GB:BLIP2 AT1G04640 -1.83 -0.88 -5.09 0.0015924 0.0515962 -0.74 FALSE
249335_at putative protein contains similarit NRPB12 AT5G41010 -1.78 -0.83 -5.09 0.0016006 0.0517864 -0.74 TRUE
252183_at  UTP-glucose glucosyltransferaseUGT72E1 AT3G50740 -2.09 -1.07 -5.08 0.001619 0.0519057 -0.75 TRUE
245152_at putative mitochondrial carrier pro --- AT2G47490 1.79 0.84 5.08 0.0016133 0.0519057 -0.75 FALSE
257587_at  3'-5' exonuclease, putative conta--- AT1G56310 -1.69 -0.76 -5.08 0.0016113 0.0519057 -0.75 FALSE
250523_at putative protein strong similarity t--- AT5G08510 -1.59 -0.67 -5.07 0.0016246 0.0519057 -0.76 FALSE
251066_at  putative protein RING-H2 finger --- AT5G01880 -2.59 -1.37 -5.07 0.0016248 0.0519057 -0.76 FALSE
248107_at small Ras-like GTP-binding proteRAN3 AT5G55190 -1.62 -0.69 -5.08 0.0016118 0.0519057 -0.75 FALSE
255636_at homeodomain protein AHDP  ; suANL2 AT4G00730 -1.97 -0.98 -5.07 0.0016241 0.0519057 -0.76 FALSE
253768_at putative protein --- AT4G28550 2.45 1.29 5.08 0.0016172 0.0519057 -0.75 FALSE
250879_at  putative protein various predicte --- AT5G04060 -2.13 -1.09 -5.08 0.0016185 0.0519057 -0.75 FALSE
246371_at unknown protein contains similar --- AT1G51940 -1.88 -0.91 -5.07 0.0016325 0.0519598 -0.76 TRUE
257635_at  cytochrome P450 monooxygenaCYP71B4 AT3G26280 -2.01 -1.01 -5.06 0.0016415 0.0519598 -0.77 FALSE
252548_at  kinesin-related protein - like kine--- AT3G45850 -1.89 -0.92 -5.06 0.0016392 0.0519598 -0.77 FALSE
251240_at putative protein --- AT3G62450 -1.67 -0.74 -5.06 0.0016424 0.0519598 -0.77 FALSE
267210_at dihydroxypolyprenylbenzoate meATCOQ3 AT2G30920 -1.56 -0.64 -5.07 0.0016291 0.0519598 -0.76 FALSE
253283_at hypothetical protein  ; supported --- AT4G34090 -2.29 -1.20 -5.07 0.0016376 0.0519598 -0.77 FALSE
259207_at unknown protein --- AT3G09050 -2.05 -1.03 -5.07 0.0016339 0.0519598 -0.76 FALSE
261728_at  pectinesterase, putative similar t sks5 AT1G76160 2.66 1.41 5.05 0.0016718 0.0520284 -0.79 TRUE
263851_at putative retroelement pol polypro --- --- 4.54 2.18 5.05 0.0016641 0.0520284 -0.78 TRUE
266589_at hypothetical protein predicted by --- AT2G46250 -2.19 -1.13 -5.05 0.0016715 0.0520284 -0.79 TRUE
246249_at salt-inducible like protein --- AT4G36680 -2.05 -1.03 -5.05 0.0016719 0.0520284 -0.79 FALSE
266482_at putative small nuclear ribonucleo --- AT2G47640 -2.08 -1.06 -5.05 0.0016565 0.0520284 -0.78 FALSE
247446_at unknown protein  ; supported by --- AT5G62650 -1.64 -0.71 -5.06 0.0016538 0.0520284 -0.78 FALSE
253537_at putative protein  ; supported by fuHCF153 AT4G31560 -1.85 -0.89 -5.05 0.0016688 0.0520284 -0.78 FALSE
250174_at agp6 AGP6 AT5G14380 1.66 0.73 5.05 0.0016659 0.0520284 -0.78 FALSE
258911_at  unknown protein similar to hypot--- AT3G06470 1.86 0.89 5.05 0.0016672 0.0520284 -0.78 FALSE
250058_at  plastid-specific ribosomal proteinPSRP6 AT5G17870 -2.04 -1.03 -5.05 0.0016633 0.0520284 -0.78 FALSE
253795_at  tyrosine transaminase-like prote --- AT4G28420 1.85 0.89 5.06 0.0016501 0.0520284 -0.77 FALSE
256796_at hypothetical protein predicted by --- AT3G22210 -2.69 -1.43 -5.05 0.0016643 0.0520284 -0.78 FALSE



262996_at hypothetical protein predicted by --- AT1G54440 -1.75 -0.81 -5.04 0.0016801 0.0521297 -0.79 TRUE
247187_at putative protein similar to unknow--- AT5G65490 -1.74 -0.80 -5.04 0.0016809 0.0521297 -0.79 FALSE
250938_at  putative protein various predicte --- AT5G03180 -2.21 -1.15 -5.04 0.001682 0.0521297 -0.79 TRUE
256672_at  ABC transporter, putative contai --- AT3G52310 2.06 1.04 5.04 0.0016875 0.0521505 -0.80 TRUE
247572_at putative protein  ; supported by fu--- AT5G61220 -1.66 -0.73 -5.04 0.0016899 0.0521505 -0.80 FALSE
248403_at arginine-aspartate-rich RNA bind --- AT5G51410 -1.78 -0.83 -5.04 0.001689 0.0521505 -0.80 FALSE
249162_at Expressed protein ; supported by--- AT5G42765 -2.20 -1.14 -5.03 0.0016919 0.0521505 -0.80 FALSE
256309_at photosystem I subunit X precursoPSAK AT1G30380 -1.67 -0.74 -5.03 0.0016981 0.0522717 -0.80 FALSE
264317_at  spermidine synthase, putative si SPDS2 AT1G70310 -1.77 -0.82 -5.03 0.0017016 0.0523091 -0.80 FALSE
263711_at putative protein phosphatase 2C --- AT2G20630 1.78 0.83 5.02 0.001715 0.0523602 -0.81 TRUE
248709_at unknown protein  ;supported by f --- AT5G48470 -2.70 -1.43 -5.02 0.0017158 0.0523602 -0.81 TRUE
249318_at uridine kinase-like protein AtUK/UPRTAT5G40870 -1.76 -0.82 -5.03 0.0017101 0.0523602 -0.81 FALSE
260465_at membrane-associated salt-induc --- AT1G10910 -1.54 -0.62 -5.03 0.0017057 0.0523602 -0.81 FALSE
255718_at unknown protein ;supported by fuATNSI AT1G32070 -1.79 -0.84 -5.02 0.0017105 0.0523602 -0.81 FALSE
258149_at hypothetical protein contains Pfa EMB1270 AT3G18110 -1.99 -0.99 -5.02 0.001717 0.0523602 -0.81 FALSE
248854_at putative protein contains similarit --- AT5G46580 -1.95 -0.97 -5.02 0.0017198 0.0523756 -0.82 FALSE
246457_at  WD40-repeat protein transducin TOZ AT5G16750 -1.81 -0.86 -5.01 0.0017303 0.0526171 -0.82 TRUE
252036_at putative protein  ;supported by fu --- AT3G52070 -2.08 -1.06 -5.01 0.0017324 0.0526171 -0.82 FALSE
252032_at  putative protein RNA-binding pro--- AT3G52150 -1.62 -0.70 -5.01 0.0017355 0.052642 -0.82 FALSE
256746_at  alpha-glucan phosphorylase, pu --- AT3G29320 -2.31 -1.21 -5.01 0.0017454 0.0528715 -0.83 FALSE
265521_at hypothetical protein predicted by ORG4 AT2G06010 -1.96 -0.97 -5.00 0.0017531 0.0529631 -0.83 FALSE
253438_at  glycine hydroxymethyltransferasSHM3 AT4G32520 -2.11 -1.07 -5.00 0.0017515 0.0529631 -0.83 FALSE
260250_at putative phosphoribosylformylgly PUR4 AT1G74260 -1.98 -0.98 -5.00 0.0017565 0.0529982 -0.84 TRUE
265584_at unknown protein PIL5 AT2G20180 -1.64 -0.71 -5.00 0.0017621 0.0530969 -0.84 FALSE
265247_at 50S ribosomal protein L3  ;suppo--- AT2G43030 -1.67 -0.74 -4.99 0.0017714 0.0533053 -0.85 FALSE
247360_at cytochrome P450-like protein  ;suCYP94B1 AT5G63450 5.27 2.40 4.99 0.0017765 0.0533183 -0.85 TRUE
254955_at  putative protein RNA polymeraseKELP AT4G10920 -1.68 -0.75 -4.99 0.0017744 0.0533183 -0.85 FALSE
266641_at Expressed protein ; supported by--- AT2G35605 -1.78 -0.83 -4.99 0.0017806 0.0533722 -0.85 FALSE
247297_at peroxidase ATP3a (emb|CAA673--- AT5G64100 4.67 2.22 4.98 0.0017867 0.0534844 -0.85 FALSE
250168_at  putative protein predicted protein--- AT5G15320 -1.71 -0.77 -4.98 0.0017905 0.0535278 -0.86 FALSE
266127_s_aputative mitochondrial translation--- AT1G45332 // -2.21 -1.14 -4.98 0.0017975 0.0535974 -0.86 FALSE
251518_at  putative protein protein CG1564 --- AT3G59390 -1.80 -0.84 -4.98 0.0017967 0.0535974 -0.86 FALSE
248933_at putative protein contains similarit --- AT5G46070 -1.70 -0.77 -4.98 0.0018003 0.0536107 -0.86 TRUE
258253_at putative short chain alcohol dehy --- AT3G26760 -1.67 -0.74 -4.98 0.0018032 0.0536251 -0.86 FALSE
250217_at nodulin-like protein --- AT5G14120 2.16 1.11 4.97 0.0018147 0.0537058 -0.87 TRUE



259952_at putative disease resistance proteAtRLP12 AT1G71400 2.87 1.52 4.97 0.0018123 0.0537058 -0.87 FALSE
248910_at serine threonine protein kinase ; CIPK20 AT5G45820 -2.79 -1.48 -4.97 0.0018153 0.0537058 -0.87 FALSE
247788_at  putative protein carbohydrate kin--- AT5G58730 2.49 1.32 4.97 0.0018125 0.0537058 -0.87 FALSE
266259_at unknown protein  ;supported by f --- AT2G27830 -1.74 -0.80 -4.97 0.001823 0.0537096 -0.87 TRUE
250495_at  ribsomal protein - like chloroplas--- AT5G09770 -2.03 -1.02 -4.97 0.0018218 0.0537096 -0.87 TRUE
264487_at vacuolar protein sorting homolog VPS45 AT1G77140 1.62 0.70 4.96 0.0018343 0.0537096 -0.88 FALSE
254943_at  putative protein predicted protein--- AT4G10890 -1.73 -0.79 -4.96 0.0018339 0.0537096 -0.88 FALSE
250723_at lysine decarboxylase-like protein --- AT5G06300 -2.18 -1.13 -4.96 0.0018326 0.0537096 -0.88 FALSE
251321_at RING finger protein  ;supported bBRH1 AT3G61460 -2.45 -1.29 -4.96 0.0018294 0.0537096 -0.88 FALSE
249906_at unknown protein --- AT5G22730 -1.61 -0.69 -4.96 0.001834 0.0537096 -0.88 FALSE
250751_at glucuronosyl transferase-like pro --- AT5G05890 -1.89 -0.92 -4.96 0.0018271 0.0537096 -0.88 FALSE
253163_at  putative protein E1B 19K/Bcl-2-i --- AT4G35750 -2.24 -1.17 -4.96 0.0018402 0.0538059 -0.88 TRUE
247406_at response regulator 6 (ARR6)  ; suARR6 AT5G62920 4.23 2.08 4.95 0.0018517 0.0538059 -0.89 FALSE
253668_at  snRNP Sm protein F - like  Sm pRUXF AT4G30220 -1.91 -0.94 -4.95 0.0018515 0.0538059 -0.89 FALSE
254524_at hypothetical protein --- AT4G20000 7.15 2.84 4.96 0.0018441 0.0538059 -0.89 FALSE
265795_at putative serine carboxypeptidasescpl26 AT2G35780 -1.82 -0.86 -4.95 0.0018496 0.0538059 -0.89 FALSE
255331_at hypothetical protein  ; supported --- AT4G04330 -1.78 -0.84 -4.96 0.001846 0.0538059 -0.89 FALSE
260431_at putative zinc finger protein simila --- AT1G68190 -1.56 -0.64 -4.95 0.0018594 0.0538228 -0.89 TRUE
255603_at hypothetical protein --- AT4G01040 -1.63 -0.71 -4.95 0.0018567 0.0538228 -0.89 FALSE
249690_at acyl-peptide hydrolase-like --- AT5G36210 -1.70 -0.77 -4.95 0.0018578 0.0538228 -0.89 FALSE
257650_at  protein phosphatase, putative sim--- AT3G16800 -2.13 -1.09 -4.93 0.0019021 0.0539151 -0.92 TRUE
254638_at hypothetical protein --- AT4G18740 -2.37 -1.24 -4.93 0.0018888 0.0539151 -0.91 TRUE
262314_at unknown protein contains similar --- AT1G70810 1.93 0.95 4.92 0.0019269 0.0539151 -0.93 TRUE
249971_at  dermal glycoprotein - like derma --- AT5G19110 2.57 1.36 4.92 0.0019207 0.0539151 -0.93 TRUE
264811_at hypothetical protein predicted by --- AT1G08640 -1.60 -0.68 -4.93 0.0018892 0.0539151 -0.91 FALSE
266072_at putative trehalose-6-phosphate sATTPS11 AT2G18700 2.62 1.39 4.94 0.0018859 0.0539151 -0.91 FALSE
266951_at putative salt-inducible protein  ; s --- AT2G18940 -1.60 -0.67 -4.92 0.0019112 0.0539151 -0.92 FALSE
256480_at unknown protein SAR1 AT1G33410 -1.98 -0.98 -4.92 0.0019156 0.0539151 -0.93 FALSE
253538_at  putative protein ribosomal protei --- AT4G31460 -1.61 -0.69 -4.92 0.0019259 0.0539151 -0.93 FALSE
261803_at  transcription factor, putative simiNF-YA7 AT1G30500 -2.19 -1.13 -4.92 0.0019227 0.0539151 -0.93 TRUE
250148_at  putative protein various predicte --- AT5G14530 -1.84 -0.88 -4.92 0.0019245 0.0539151 -0.93 FALSE
258800_at  unknown protein predicted by ge--- AT3G04550 -1.90 -0.93 -4.91 0.0019298 0.0539151 -0.93 FALSE
264188_at  histone H2A, putative similar to hGAMMA-H2AT1G54690 -3.19 -1.67 -4.93 0.0019007 0.0539151 -0.92 TRUE
256648_at  ribosomal protein, putative simila--- AT3G13580 -2.20 -1.14 -4.94 0.0018814 0.0539151 -0.91 FALSE
258747_at unknown protein  ; supported by --- AT3G05810 -2.14 -1.10 -4.92 0.0019115 0.0539151 -0.92 FALSE



256753_at unknown protein contains Pfam pGHS1 AT3G27160 -1.99 -0.99 -4.93 0.0018888 0.0539151 -0.91 FALSE
255117_s_aputative protein various hypothet ATPUP13 AT4G08700 // -1.56 -0.64 -4.94 0.0018855 0.0539151 -0.91 FALSE
246294_at  ribosomal protein, chloroplast ribPSRP5 AT3G56910 -1.68 -0.74 -4.92 0.0019084 0.0539151 -0.92 FALSE
259583_at hypothetical protein --- AT1G28070 -1.89 -0.92 -4.93 0.0018963 0.0539151 -0.92 FALSE
260051_at hypothetical protein --- AT1G78210 3.41 1.77 4.94 0.0018724 0.0539151 -0.90 FALSE
265464_at putative myosin heavy chain --- AT2G37080 -1.58 -0.66 -4.94 0.0018802 0.0539151 -0.91 FALSE
249424_s_ahypothetical protein  ; supported --- AT5G39800 // -1.88 -0.91 -4.92 0.0019253 0.0539151 -0.93 FALSE
257644_at unknown protein  ;supported by f AOC3 AT3G25780 9.38 3.23 4.93 0.0018915 0.0539151 -0.91 FALSE
246673_at ribosomal protein S1 ;supported RPS1 AT5G30510 -1.66 -0.73 -4.94 0.00187 0.0539151 -0.90 FALSE
254108_at putative protein RIN2 AT4G25230 1.90 0.92 4.94 0.0018754 0.0539151 -0.90 FALSE
255798_at unknown protein predicted by ge --- AT2G33255 -1.82 -0.87 -4.92 0.0019199 0.0539151 -0.93 FALSE
259442_at  (1-4)-beta-mannan endohydrolas--- AT1G02310 2.66 1.41 4.92 0.0019102 0.0539151 -0.92 FALSE
255342_at putative receptor-like protein kina--- AT4G04510 1.91 0.93 4.93 0.0018931 0.0539151 -0.91 FALSE
263442_at hypothetical protein --- AT2G28605 -1.62 -0.70 -4.91 0.0019311 0.0539151 -0.93 FALSE
265287_at putative photosystem I reaction cPSAE-2 AT2G20260 -1.55 -0.63 -4.91 0.0019392 0.0540759 -0.94 FALSE
248589_at von Hippel-Lindau binding proteinPDF3 AT5G49510 -1.65 -0.72 -4.91 0.0019449 0.0541672 -0.94 FALSE
259884_at hypothetical protein predicted by --- AT1G76390 1.65 0.72 4.91 0.0019475 0.0541722 -0.94 FALSE
248942_at putative protein similar to unknow--- AT5G45480 1.88 0.91 4.90 0.0019641 0.0541722 -0.95 FALSE
260938_at hypothetical protein contains sim --- AT1G45170 -1.95 -0.96 -4.90 0.0019634 0.0541722 -0.95 FALSE
244979_at ribosomal protein S11 --- --- -1.55 -0.63 -4.90 0.001959 0.0541722 -0.95 FALSE
248792_at ras-related small GTP-binding pr ATRAB1A AT5G47200 1.79 0.84 4.90 0.0019627 0.0541722 -0.95 FALSE
246779_at putative protein peroxisomal integPNC2 AT5G27520 2.82 1.49 4.90 0.0019509 0.0541722 -0.94 FALSE
259351_at  putative sugar transporter simila --- AT3G05150 1.71 0.78 4.90 0.0019528 0.0541722 -0.94 FALSE
263846_at putative RNA polymerase sigma-SIGF AT2G36990 -2.26 -1.18 -4.90 0.0019597 0.0541722 -0.95 FALSE
262751_at hypothetical protein predicted by --- AT1G16310 -1.63 -0.71 -4.89 0.0019738 0.0542278 -0.96 FALSE
246480_at  TCP-1 chaperonin-like protein t- --- AT5G16070 -2.12 -1.08 -4.89 0.0019756 0.0542278 -0.96 FALSE
264163_at Expressed protein ; supported by--- AT1G65445 -1.89 -0.92 -4.90 0.0019695 0.0542278 -0.95 FALSE
265570_at unknown protein --- AT2G28310 -2.00 -1.00 -4.89 0.0019733 0.0542278 -0.96 FALSE
253674_at  UDP-N-acetylglucosamine O-acy--- AT4G29540 -1.73 -0.79 -4.89 0.0019782 0.054235 -0.96 FALSE
265024_at Expressed protein ; supported by--- AT1G24600 3.24 1.69 4.89 0.0019813 0.0542532 -0.96 FALSE
259591_at unknown protein ;supported by fu--- AT1G28150 -1.52 -0.61 -4.88 0.0020049 0.0547691 -0.97 FALSE
248828_at Lil3 protein --- AT5G47110 -1.59 -0.67 -4.88 0.0020034 0.0547691 -0.97 FALSE
267419_at putative thioredoxin ATO1 AT2G35010 -1.76 -0.82 -4.87 0.0020184 0.0548744 -0.98 FALSE
250353_at  putative protein predicted protein--- AT5G11630 -1.87 -0.91 -4.88 0.002013 0.0548744 -0.98 FALSE
266700_at 60S ribosomal protein L31  ; supp--- AT2G19740 -2.16 -1.11 -4.88 0.0020166 0.0548744 -0.98 FALSE



259235_at hypothetical protein predicted by --- AT3G11600 3.81 1.93 4.88 0.0020156 0.0548744 -0.98 FALSE
255870_at hypothetical protein predicted by --- AT2G30280 -1.68 -0.75 -4.87 0.0020291 0.0551005 -0.98 FALSE
248634_at isoleucyl-tRNA synthetase OVA2 AT5G49030 -2.01 -1.01 -4.87 0.0020353 0.0552019 -0.99 FALSE
266170_at unknown protein  ;supported by f --- AT2G39050 2.77 1.47 4.86 0.0020393 0.0552444 -0.99 FALSE
254763_at  ribosomal protein L13a like prote--- AT4G13170 -2.02 -1.01 -4.86 0.002056 0.055566 -1.00 FALSE
245049_at ribosomal protein S16 --- --- -2.39 -1.26 -4.86 0.0020537 0.055566 -1.00 FALSE
248921_at GDSL-motif lipase/hydrolase-like --- AT5G45950 4.33 2.11 4.85 0.0020689 0.055769 -1.00 TRUE
254147_at  putative protein similarity Human--- AT4G24270 -2.43 -1.28 -4.85 0.0020692 0.055769 -1.00 TRUE
245377_at hypothetical protein --- AT4G17700 1.73 0.79 4.85 0.0020709 0.055769 -1.00 FALSE
258531_at  importin alpha identical to GB:AAIMPA-1 AT3G06720 -1.61 -0.69 -4.85 0.0020794 0.0559333 -1.01 TRUE
251305_at peptidylprolyl isomerase ROC4  ;ROC4 AT3G62030 -2.34 -1.23 -4.84 0.0020872 0.0559461 -1.01 TRUE
251936_at  putative protein crp1 protein, ZeaMEE40 AT3G53700 -1.98 -0.98 -4.85 0.0020828 0.0559461 -1.01 FALSE
264177_at hypothetical protein contains Pfa --- AT1G02150 -1.70 -0.77 -4.84 0.0020856 0.0559461 -1.01 FALSE
248855_at NAM-like anac096 AT5G46590 2.70 1.44 4.84 0.0020939 0.0560588 -1.02 FALSE
261572_at unknown protein --- AT1G01170 -1.90 -0.92 -4.84 0.0020994 0.0561399 -1.02 FALSE
262598_at unknown protein EST gb|N65467--- AT1G15260 -2.28 -1.19 -4.84 0.0021019 0.0561406 -1.02 FALSE
259955_s_aunknown protein  ;supported by f BZR1 AT1G19350 // -1.82 -0.86 -4.84 0.002106 0.0561839 -1.02 FALSE
253857_at  putative protein hypothetical chlo--- AT4G27990 -1.76 -0.81 -4.83 0.0021085 0.0561854 -1.02 FALSE
256468_at  ferredoxin, putative similar to GB--- AT1G32550 -1.90 -0.92 -4.83 0.0021132 0.0562444 -1.03 FALSE
264192_at hypothetical protein predicted by ATATG18HAT1G54710 1.55 0.63 4.83 0.0021225 0.0563604 -1.03 FALSE
248149_at Expressed protein ; supported by--- AT5G54855 -1.63 -0.71 -4.83 0.002122 0.0563604 -1.03 FALSE
248785_at unknown protein --- AT5G47400 -1.55 -0.63 -4.83 0.0021262 0.0563939 -1.03 FALSE
255294_at putative sugar transporter --- AT4G04750 -1.75 -0.81 -4.83 0.0021305 0.0564415 -1.03 FALSE
246074_at hypothetical protein  ; supported --- AT5G20130 -1.65 -0.72 -4.82 0.0021341 0.056471 -1.04 FALSE
264580_at unknown protein EST gb|ATTS02--- AT1G05340 3.31 1.73 4.82 0.0021373 0.0564914 -1.04 FALSE
247198_at unknown protein --- AT5G65290 1.65 0.72 4.82 0.0021424 0.0565601 -1.04 FALSE
265876_at putative receptor-like protein kina--- AT2G42290 -1.63 -0.70 -4.82 0.0021491 0.056671 -1.04 FALSE
247745_at copper transport protein COPT1 AT5G59030 -1.56 -0.64 -4.82 0.0021526 0.0566992 -1.04 FALSE
245011_at photosystem II G protein --- --- -1.73 -0.79 -4.81 0.0021587 0.056771 -1.05 TRUE
262354_at  H+-transporting ATPase protein,VHA-E3 AT1G64200 3.46 1.79 4.81 0.0021653 0.056771 -1.05 TRUE
246479_at hypothetical protein --- AT5G16060 -1.74 -0.80 -4.81 0.0021699 0.056771 -1.05 FALSE
263696_at putative aspartate kinase-homos AK-HSDH I AT1G31230 -2.42 -1.28 -4.81 0.0021688 0.056771 -1.05 FALSE
245020_at cytochrome f --- --- -1.73 -0.79 -4.81 0.0021703 0.056771 -1.05 FALSE
256343_at unknown protein ; supported by c--- AT1G72090 -1.88 -0.91 -4.81 0.0021623 0.056771 -1.05 FALSE
267079_at hypothetical protein predicted by --- AT2G41200 -1.60 -0.67 -4.81 0.0021731 0.056779 -1.05 FALSE



261927_at  RING-H2 zinc finger protein ATL--- AT1G22500 -3.48 -1.80 -4.80 0.0021894 0.0568802 -1.06 TRUE
267051_at hypothetical protein predicted by --- AT2G38500 2.18 1.13 4.80 0.0021892 0.0568802 -1.06 FALSE
262029_at 50S ribosomal protein L21 chloro--- AT1G35680 -2.04 -1.03 -4.80 0.0021847 0.0568802 -1.06 FALSE
257890_s_a putative protein peroxidase -  Ly --- AT3G17070 // 2.10 1.07 4.80 0.0021832 0.0568802 -1.06 FALSE
263963_at putative DNA-binding protein RAV--- AT2G36080 2.26 1.18 4.80 0.0021822 0.0568802 -1.06 FALSE
257949_at putative UDP-glucose glucosyltraUGT71B1 AT3G21750 2.22 1.15 4.80 0.0021924 0.0568924 -1.06 FALSE
257299_at unknown protein  ;supported by f --- AT3G28050 -1.84 -0.88 -4.80 0.0021977 0.0569014 -1.07 TRUE
255118_at  nitrilase 1 like protein nitrilase 1 --- AT4G08790 -1.90 -0.92 -4.80 0.0021973 0.0569014 -1.07 FALSE
249014_at putative protein similar to unknow--- AT5G44710 -1.96 -0.97 -4.79 0.0022056 0.0570407 -1.07 FALSE
263532_s_a putative protein RIO1 protein, Sa--- AT2G24990 // -2.12 -1.08 -4.79 0.0022185 0.0570504 -1.08 TRUE
259160_at unknown protein --- AT3G05410 -1.82 -0.86 -4.79 0.0022091 0.0570504 -1.07 FALSE
250724_at harpin-induced protein-like --- AT5G06330 2.46 1.30 4.79 0.0022177 0.0570504 -1.07 FALSE
265353_at unknown protein  ;supported by f --- AT2G16800 -1.57 -0.65 -4.79 0.0022148 0.0570504 -1.07 FALSE
254727_at hypothetical protein PTAC5 AT4G13670 -1.55 -0.63 -4.79 0.0022169 0.0570504 -1.07 FALSE
254228_at putative protein  ; supported by fu--- AT4G23620 -1.70 -0.77 -4.79 0.0022224 0.0570866 -1.08 FALSE
251184_at  small nuclear ribonucleoprotein- --- AT3G62840 -1.54 -0.62 -4.78 0.0022399 0.0573628 -1.09 FALSE
260648_at unknown protein --- AT1G08050 2.60 1.38 4.78 0.0022361 0.0573628 -1.08 FALSE
266608_at hypothetical protein predicted by --- AT2G35500 -2.07 -1.05 -4.78 0.0022407 0.0573628 -1.09 FALSE
251039_at  putative protein hypothetical pro --- AT5G02020 -3.73 -1.90 -4.78 0.002244 0.0573818 -1.09 FALSE
261696_at unknown protein similar to hypoth--- AT1G08470 -2.30 -1.20 -4.78 0.0022492 0.057452 -1.09 FALSE
261428_at  isochorismate synthase, putativeICS2 AT1G18870 2.42 1.28 4.78 0.0022546 0.0574596 -1.09 FALSE
261107_at unknown protein ; supported by c--- AT1G63010 1.65 0.73 4.78 0.0022539 0.0574596 -1.09 FALSE
262600_at  unknown protein ESTs gb|H3703MBD10 AT1G15340 -2.15 -1.11 -4.77 0.0022605 0.0575228 -1.09 FALSE
259491_at  chlorophyll binding protein, putatLHCB6 AT1G15820 -1.82 -0.87 -4.77 0.0022632 0.0575228 -1.10 FALSE
266648_at putative trytophanyl-tRNA syntheOVA4 AT2G25840 -1.63 -0.71 -4.77 0.0022646 0.0575228 -1.10 FALSE
258712_s_aputative 40S ribosomal protein S --- AT3G09680 // -1.97 -0.98 -4.77 0.0022677 0.0575386 -1.10 FALSE
258090_at putative 60S ribosomal protein L1--- AT3G14600 -2.11 -1.07 -4.77 0.0022715 0.0575692 -1.10 FALSE
258585_at unknown protein C-term similar toemb2458 AT3G04340 -1.68 -0.75 -4.77 0.0022742 0.0575738 -1.10 FALSE
261942_at unknown protein similar to putativAGL87 AT1G22590 -2.85 -1.51 -4.77 0.0022791 0.057634 -1.10 FALSE
267147_at putative anthocyanidin synthase --- AT2G38240 9.88 3.30 4.76 0.0022876 0.0577255 -1.11 TRUE
244998_at RNA polymerase beta' subunit-1 --- --- -2.08 -1.05 -4.76 0.0022878 0.0577255 -1.11 FALSE
253386_at sulfolipid biosynthesis protein SQSQD1 AT4G33030 -2.14 -1.10 -4.76 0.0022952 0.0577782 -1.11 FALSE
258553_at hypothetical protein  ; supported PDE320 AT3G06960 -1.62 -0.70 -4.76 0.0023037 0.0577782 -1.11 FALSE
261588_at hypothetical protein predicted by --- AT1G01670 -1.54 -0.62 -4.75 0.0023121 0.0577782 -1.12 FALSE
255857_at unknown protein ;supported by fuABA4 AT1G67080 -1.57 -0.65 -4.75 0.0023124 0.0577782 -1.12 FALSE



266192_at unknown protein --- AT2G39080 -1.56 -0.65 -4.76 0.0023039 0.0577782 -1.11 FALSE
246159_at Expressed protein ; supported by--- AT5G20935 -2.75 -1.46 -4.76 0.0022998 0.0577782 -1.11 FALSE
259701_at unknown protein similar to GB:AA--- AT1G77770 1.96 0.97 4.75 0.0023126 0.0577782 -1.12 FALSE
265059_at unknown protein ; supported by cAR791 AT1G52080 2.08 1.06 4.76 0.0022924 0.0577782 -1.11 FALSE
266018_at  putative preprotein translocase SSCY1 AT2G18710 -1.60 -0.68 -4.76 0.0023052 0.0577782 -1.11 FALSE
248299_at unknown protein  ;supported by f --- AT5G53080 -1.72 -0.78 -4.74 0.0023342 0.0580751 -1.13 FALSE
245422_at putative protein --- AT4G17470 5.92 2.57 4.74 0.0023424 0.0580751 -1.13 FALSE
249268_at Expressed protein ; supported by--- AT5G41685 -1.62 -0.70 -4.75 0.0023276 0.0580751 -1.12 FALSE
250190_at  ribosomal protein precursor - like--- AT5G14320 -1.65 -0.72 -4.74 0.0023364 0.0580751 -1.13 FALSE
245348_at trehalose-6-phosphate synthase ATTPS5 AT4G17770 -2.14 -1.10 -4.74 0.0023326 0.0580751 -1.13 FALSE
254376_at putative protein  ; supported by c TOM1 AT4G21790 1.52 0.61 4.74 0.0023417 0.0580751 -1.13 FALSE
262823_at ATP-dependent Clp protease proCLPP6 AT1G11750 -1.68 -0.75 -4.74 0.0023406 0.0580751 -1.13 FALSE
258995_at putative ribosomal protein L13 sim--- AT3G01790 -2.18 -1.13 -4.74 0.0023475 0.0581399 -1.13 FALSE
264514_at  putative cinnamyl alcohol dehyd --- AT1G09500 15.14 3.92 4.72 0.0023953 0.0581903 -1.15 TRUE
265326_at unknown protein predicted by ge --- AT2G18220 -2.10 -1.07 -4.72 0.0023907 0.0581903 -1.15 TRUE
256890_at  glycine-rich RNA binding proteinGRP4 AT3G23830 -3.24 -1.70 -4.73 0.0023849 0.0581903 -1.15 FALSE
248515_at putative protein strong similarity t--- AT5G50530 // 1.83 0.87 4.73 0.0023636 0.0581903 -1.14 FALSE
260805_at  glutathione transferase, putative ATGSTU23AT1G78320 -1.57 -0.65 -4.73 0.0023784 0.0581903 -1.15 FALSE
258333_at myosin heavy chain-like protein sMFP1 AT3G16000 -1.72 -0.78 -4.72 0.0023883 0.0581903 -1.15 FALSE
252566_at  cytoplasmic ribosomal protein S RPS15AD AT3G46040 -2.02 -1.01 -4.74 0.0023562 0.0581903 -1.14 FALSE
245852_at  ribosomal protein L10-like riboso--- AT5G13510 -1.94 -0.96 -4.73 0.0023838 0.0581903 -1.15 FALSE
252759_at putative protein hypothetical prot --- AT3G42630 -1.52 -0.61 -4.73 0.0023766 0.0581903 -1.15 FALSE
258366_at  DNA-binding protein contains APRAP2.2 AT3G14230 -1.79 -0.84 -4.72 0.0023909 0.0581903 -1.15 FALSE
248230_at putative protein similar to unknow--- AT5G53830 2.92 1.55 4.72 0.0023946 0.0581903 -1.15 FALSE
246154_at  putative protein predicted protein--- AT5G19940 -1.69 -0.76 -4.72 0.0023955 0.0581903 -1.15 FALSE
262398_at hypothetical protein predicted by --- AT1G49350 -1.55 -0.63 -4.73 0.002372 0.0581903 -1.14 FALSE
251970_at  glucosyltransferase - like proteinUGT73D1 AT3G53150 2.54 1.34 4.73 0.0023676 0.0581903 -1.14 FALSE
247673_at  tRNA intron endonuclease - like SEN2 AT5G60230 -1.53 -0.61 -4.73 0.0023633 0.0581903 -1.14 FALSE
260220_at putative MYB family transcriptionMYB31 AT1G74650 -2.23 -1.16 -4.73 0.002378 0.0581903 -1.15 FALSE
267637_at unknown protein predicted by ge --- AT2G42190 -2.26 -1.18 -4.73 0.0023854 0.0581903 -1.15 FALSE
250727_at putative protein similar to unknow--- AT5G06430 -1.61 -0.68 -4.73 0.0023839 0.0581903 -1.15 FALSE
254620_at  pollen-specific protein - like 18.3 --- AT4G18590 -1.74 -0.80 -4.72 0.0024004 0.0582485 -1.16 FALSE
248678_at U6 snRNA-associated Sm-like prSAD1 AT5G48870 -1.77 -0.83 -4.72 0.0024043 0.0582797 -1.16 FALSE
266141_at protease inhibitor II contains a gaPDF2.1 AT2G02120 1.60 0.68 4.71 0.0024155 0.0584361 -1.16 FALSE
248459_at putative protein similar to unknowCRL AT5G51020 -1.70 -0.77 -4.71 0.0024158 0.0584361 -1.16 FALSE



247193_at putative protein strong similarity t--- AT5G65380 2.09 1.06 4.71 0.0024191 0.058452 -1.16 FALSE
264953_at alcohol dehydrogenase identical ADH1 AT1G77120 2.06 1.04 4.71 0.0024256 0.0584958 -1.17 TRUE
263432_at putative beta-hydroxyacyl-ACP d --- AT2G22230 -1.99 -1.00 -4.71 0.002426 0.0584958 -1.17 FALSE
260412_at putative alpha-amylase similar toAMY3 AT1G69830 -1.54 -0.62 -4.71 0.0024336 0.0585549 -1.17 FALSE
250532_at putative protein similar to unknow--- AT5G08540 -1.87 -0.90 -4.71 0.0024395 0.0585549 -1.17 FALSE
260264_at hypothetical protein predicted by --- AT1G68500 -2.13 -1.09 -4.71 0.0024338 0.0585549 -1.17 FALSE
265034_at unknown protein ;supported by fu--- AT1G61660 1.82 0.86 4.70 0.0024413 0.0585549 -1.17 FALSE
258599_at  L-allo-threonine aldolase, putativTHA2 AT3G04520 2.38 1.25 4.71 0.0024389 0.0585549 -1.17 FALSE
250784_at unknown protein ; supported by c--- AT5G05480 -1.91 -0.94 -4.70 0.0024471 0.0586336 -1.18 FALSE
251995_at  nuclear envelope membrane proFK AT3G52940 -1.59 -0.67 -4.70 0.0024524 0.058637 -1.18 FALSE
244935_at NADH dehydrogenase subunit --- --- -1.64 -0.72 -4.70 0.0024515 0.058637 -1.18 FALSE
259300_at hypothetical protein predicted by --- AT3G05100 -1.67 -0.74 -4.70 0.002458 0.0586471 -1.18 FALSE
249234_at putative protein similar to unknow--- AT5G42200 -2.66 -1.41 -4.70 0.0024575 0.0586471 -1.18 FALSE
260718_at unknown protein ECT7 AT1G48110 1.50 0.58 4.69 0.0024696 0.0588618 -1.18 FALSE
246083_at  zinc finger protein - like probableAL5 AT5G20510 -1.62 -0.70 -4.69 0.002492 0.0590195 -1.19 FALSE
250735_at putative protein similar to unknow--- AT5G06280 -1.71 -0.77 -4.69 0.0024943 0.0590195 -1.20 FALSE
249222_at putative protein similar to unknow--- AT5G42450 -1.53 -0.61 -4.69 0.0024931 0.0590195 -1.19 FALSE
255887_at hypothetical protein contains Pfa --- AT1G20370 -1.58 -0.66 -4.69 0.0024935 0.0590195 -1.19 FALSE
261037_at lipoxygenase identical to GB:CABLOX3 AT1G17420 12.07 3.59 4.69 0.0024934 0.0590195 -1.19 FALSE
265663_at unknown protein predicted by ge --- AT2G24290 -1.82 -0.86 -4.69 0.0024929 0.0590195 -1.19 FALSE
264648_at putative luminal binding protein SBIP3 AT1G09080 2.00 1.00 4.69 0.0024805 0.0590195 -1.19 FALSE
260236_at  geranylgeranyl reductase identic--- AT1G74470 -1.55 -0.63 -4.68 0.0024991 0.0590719 -1.20 FALSE
246824_at  drought-induced protein - like no--- AT5G26990 1.59 0.67 4.68 0.0025188 0.0592319 -1.21 FALSE
253782_at hypothetical protein --- AT4G28590 -1.54 -0.63 -4.68 0.0025142 0.0592319 -1.20 FALSE
255447_at  hypothetical protein similar to A. --- AT4G02790 -2.67 -1.42 -4.68 0.0025166 0.0592319 -1.20 FALSE
262000_at Expressed protein ; supported by--- AT1G33810 -1.84 -0.88 -4.68 0.0025142 0.0592319 -1.20 FALSE
266863_at putative ripening-associated prot ATCDPMEKAT2G26930 -1.63 -0.71 -4.68 0.0025188 0.0592319 -1.21 FALSE
252319_at  putative protein putative protein --- AT3G48710 -2.10 -1.07 -4.67 0.0025313 0.0592519 -1.21 TRUE
245248_at Expressed protein ; supported byATB' GAMMAT4G15415 -1.47 -0.56 -4.67 0.0025266 0.0592519 -1.21 FALSE
259871_at nodulin-like protein similar to nod--- AT1G76800 -3.55 -1.83 -4.67 0.0025314 0.0592519 -1.21 FALSE
256943_at hypothetical protein similar to hyp--- AT3G18910 -1.60 -0.67 -4.68 0.0025224 0.0592519 -1.21 FALSE
248595_at drought-induced protein Di19-likeHRB1 AT5G49230 -1.75 -0.80 -4.67 0.0025327 0.0592519 -1.21 FALSE
250856_at  putative protein salt-inducible pro--- AT5G04810 -1.94 -0.95 -4.67 0.0025465 0.0593918 -1.22 FALSE
249470_at  putative protein predicted protein--- AT5G39350 -1.89 -0.92 -4.67 0.0025458 0.0593918 -1.22 FALSE
246237_at putative protein --- AT4G36390 -1.82 -0.86 -4.67 0.0025441 0.0593918 -1.22 FALSE



259889_at predicted protein ; supported by c--- AT1G76405 -2.13 -1.09 -4.66 0.0025546 0.0595213 -1.22 FALSE
265569_at unknown protein  ;supported by f PGR5 AT2G05620 -1.71 -0.77 -4.66 0.0025602 0.0595905 -1.22 FALSE
261161_at  hypothetical protein contains Pfa--- AT1G34420 2.52 1.33 4.66 0.0025634 0.0596025 -1.22 FALSE
256600_at hypothetical protein predicted by --- AT3G14850 5.98 2.58 4.66 0.0025716 0.0597345 -1.23 FALSE
245565_at hypothetical protein --- AT4G14605 -1.75 -0.81 -4.65 0.0025909 0.0600583 -1.23 FALSE
262283_at unknown protein ;supported by fu--- AT1G68590 -2.02 -1.01 -4.65 0.0025896 0.0600583 -1.23 FALSE
265258_at hypothetical protein predicted by --- AT2G20390 -1.55 -0.63 -4.65 0.0025942 0.0600659 -1.24 FALSE
250937_at  putative protein various predicte --- AT5G03230 -2.50 -1.32 -4.65 0.0025964 0.0600659 -1.24 FALSE
261435_at  GTP-binding protein, putative sim--- AT1G07615 // -2.45 -1.29 -4.65 0.0026009 0.0600917 -1.24 FALSE
262346_at unknown protein similar to hypoth--- AT1G63980 -2.03 -1.02 -4.65 0.0026038 0.0600917 -1.24 FALSE
249779_at putative protein similar to unknow--- AT5G24230 1.61 0.68 4.65 0.0026055 0.0600917 -1.24 FALSE
250287_at  putative protein AP2 domain conRap2.6L AT5G13330 2.23 1.16 4.64 0.0026202 0.0601245 -1.25 TRUE
266579_at putative small nuclear ribonucleoSNRNP-G AT2G23930 -1.91 -0.94 -4.64 0.0026188 0.0601245 -1.24 TRUE
265314_at hypothetical protein predicted by --- AT2G20210 -1.77 -0.82 -4.64 0.0026277 0.0601245 -1.25 FALSE
251206_at  putative protein various predicte --- AT3G63090 -2.22 -1.15 -4.64 0.002628 0.0601245 -1.25 FALSE
262062_s_ahypothetical protein emb1427 AT1G20570 // -1.72 -0.78 -4.64 0.0026235 0.0601245 -1.25 FALSE
252975_s_aputative protein other predicted pROPGEF1 AT4G38430 -1.63 -0.70 -4.64 0.0026196 0.0601245 -1.25 FALSE
260068_at putative calmodulin-binding prote--- AT1G73805 5.23 2.39 4.64 0.0026224 0.0601245 -1.25 FALSE
257763_s_a disease resistance protein, putatAtRLP37 AT3G23110 // 4.86 2.28 4.64 0.0026151 0.0601245 -1.24 FALSE
253381_at  Tic22 -like protein strong homolo--- AT4G33350 -1.80 -0.85 -4.64 0.0026363 0.0602538 -1.25 FALSE
256249_at  26S proteasome regulatory subuMEE34 AT3G11270 -1.72 -0.78 -4.63 0.0026471 0.0603815 -1.26 FALSE
254910_at  translation initiation factor IF-1, p--- AT4G11175 -1.58 -0.66 -4.63 0.0026449 0.0603815 -1.26 FALSE
254952_at  UDP-galactose 4-epimerase - likUGE5 AT4G10955 // 1.84 0.88 4.63 0.0026622 0.0604478 -1.26 FALSE
251664_at leucine zipper-containing protein CRD1 AT3G56940 -1.83 -0.87 -4.63 0.0026602 0.0604478 -1.26 FALSE
254931_at  serine/threonine kinase-like prot --- AT4G11460 -2.01 -1.01 -4.63 0.0026633 0.0604478 -1.26 FALSE
264926_at  cytochrome b5, putative similar tCB5LP AT1G60660 -1.69 -0.76 -4.63 0.002661 0.0604478 -1.26 FALSE
258173_at  putative protein kinase similar toCERK1 AT3G21630 1.70 0.76 4.63 0.0026621 0.0604478 -1.26 FALSE
261071_at unknown protein --- AT1G07380 -1.90 -0.93 -4.63 0.0026676 0.0604848 -1.26 TRUE
261769_at plastocyanin identical to plastocyPETE1 AT1G76100 -1.89 -0.92 -4.62 0.0026907 0.0605088 -1.27 TRUE
256675_at  putative protein DNA-binding pro--- AT3G52170 -2.74 -1.45 -4.62 0.0026856 0.0605088 -1.27 FALSE
266152_s_ahypothetical protein predicted by --- AT2G12050 // 1.58 0.66 4.62 0.0026925 0.0605088 -1.27 FALSE
251576_at putative protein several hypothet --- AT3G58200 -1.62 -0.69 -4.62 0.0026837 0.0605088 -1.27 FALSE
249331_at 50S ribosomal protein L27 ;suppoRPL27 AT5G40950 -1.71 -0.77 -4.62 0.0026843 0.0605088 -1.27 FALSE
263735_s_ahypothetical protein predicted by AGL50 AT1G59810 // 1.56 0.64 4.62 0.0026884 0.0605088 -1.27 FALSE
256143_at  40S ribosomal protein S7 homol --- AT1G48830 -1.96 -0.97 -4.62 0.0026876 0.0605088 -1.27 FALSE



250061_at chloroplast GrpE protein  ; suppoEMB1241 AT5G17710 -1.89 -0.92 -4.63 0.0026725 0.0605088 -1.27 FALSE
267014_at unknown protein --- AT2G39170 -1.50 -0.58 -4.62 0.0026883 0.0605088 -1.27 FALSE
259846_at  peptide transporter PTR2-B, put --- AT1G72140 1.79 0.84 4.62 0.0027002 0.0605108 -1.28 FALSE
248409_at putative protein contains similarit LPA2 AT5G51540 // -1.89 -0.92 -4.62 0.0027006 0.0605108 -1.28 FALSE
253866_at putative protein various putative p--- AT4G27480 1.81 0.86 4.62 0.0026977 0.0605108 -1.28 FALSE
248920_at  magnesium chelatase subunit ofCHLI2 AT5G45930 -1.74 -0.80 -4.61 0.0027056 0.060564 -1.28 FALSE
259551_at hypothetical protein --- AT1G21190 -1.65 -0.73 -4.60 0.0027366 0.060572 -1.29 FALSE
259746_at hypothetical protein predicted by --- AT1G71060 -2.08 -1.05 -4.60 0.0027555 0.060572 -1.30 FALSE
252886_at cellulose synthase catalytic subu CESA2 AT4G39350 -1.80 -0.85 -4.60 0.0027487 0.060572 -1.29 FALSE
266916_at hypothetical protein predicted by --- AT2G45860 -2.26 -1.18 -4.60 0.002737 0.060572 -1.29 FALSE
262136_at  auxin response factor, putative sARF17 AT1G77850 -1.63 -0.70 -4.61 0.0027096 0.060572 -1.28 FALSE
252055_at  putative ribosomal protein S14 ri--- AT3G52580 -1.91 -0.94 -4.61 0.0027287 0.060572 -1.29 FALSE
247815_at  ribosomal protein S4 - like riboso--- AT5G58420 -2.19 -1.13 -4.61 0.0027336 0.060572 -1.29 FALSE
265336_at hypothetical protein predicted by APC10 AT2G18290 -1.61 -0.69 -4.60 0.0027377 0.060572 -1.29 FALSE
246240_at nucleoporin-like protein --- AT4G37130 -1.52 -0.60 -4.61 0.0027177 0.060572 -1.28 FALSE
252282_at  6-phosphogluconolactonase - lik--- AT3G49360 -1.58 -0.66 -4.60 0.0027502 0.060572 -1.30 FALSE
255880_at hypothetical protein predicted by --- AT1G67060 1.61 0.69 4.61 0.0027284 0.060572 -1.29 FALSE
264870_at hypothetical protein  ;supported b--- AT1G24210 -1.77 -0.83 -4.60 0.002738 0.060572 -1.29 FALSE
253257_at  extra-large G-protein - like extra-XLG2 AT4G34390 1.87 0.90 4.60 0.0027352 0.060572 -1.29 FALSE
249282_at CMP-sialic acid transporter-like p--- AT5G41760 -2.01 -1.01 -4.60 0.002752 0.060572 -1.30 FALSE
246768_at putative protein hypothetical prot --- AT5G27400 -1.48 -0.57 -4.60 0.002751 0.060572 -1.30 FALSE
257036_at hypothetical protein predicted by --- AT3G19120 -1.60 -0.68 -4.60 0.0027564 0.060572 -1.30 FALSE
263715_at unknown protein  ; supported by GPRI1 AT2G20570 -1.68 -0.74 -4.61 0.0027272 0.060572 -1.29 FALSE
245924_at  Tha4 protein - like Tha4 protein, --- AT5G28750 -1.57 -0.65 -4.60 0.0027554 0.060572 -1.30 FALSE
248770_at unknown protein --- AT5G47740 1.91 0.93 4.60 0.0027456 0.060572 -1.29 FALSE
267596_s_aputative leucine-rich repeat diseaAtRLP26 AT2G33050 // -3.82 -1.93 -4.60 0.0027645 0.0606252 -1.30 TRUE
258285_at photosystem I subunit VI precursPSAH-1 AT3G16140 -1.56 -0.64 -4.59 0.0027668 0.0606252 -1.30 FALSE
256181_at  light repressible receptor protein --- AT1G51820 5.31 2.41 4.60 0.0027619 0.0606252 -1.30 FALSE
264257_at unknown protein --- AT1G09230 -1.84 -0.88 -4.59 0.0027721 0.0606254 -1.30 TRUE
252325_at acetolactate synthase  ; supporteCSR1 AT3G48560 -1.52 -0.60 -4.59 0.0027711 0.0606254 -1.30 FALSE
249472_at hypothetical protein  ;supported bCRR7 AT5G39210 -2.51 -1.33 -4.59 0.0027756 0.0606442 -1.30 FALSE
255628_at coded for by A. thaliana cDNA T4GIF3 AT4G00850 -1.69 -0.76 -4.59 0.0027813 0.0607102 -1.31 FALSE
245761_at hypothetical protein predicted by --- AT1G66890 -1.69 -0.76 -4.59 0.0027955 0.0609606 -1.31 FALSE
253790_at  photosystem II protein W - like pPSB28 AT4G28660 -2.43 -1.28 -4.58 0.0028129 0.0612827 -1.32 FALSE
257699_at  phosphoglycerate kinase, putativPGK1 AT3G12780 -1.88 -0.91 -4.58 0.0028223 0.0614281 -1.32 FALSE



259105_at  stress related protein, putative s --- AT3G05500 2.06 1.04 4.57 0.0028398 0.0614685 -1.33 FALSE
249047_at berberine bridge enzyme-like pro--- AT5G44410 -1.76 -0.81 -4.57 0.0028414 0.0614685 -1.33 FALSE
254269_at  putative serine/threonine kinase --- AT4G23050 1.86 0.90 4.57 0.0028352 0.0614685 -1.33 FALSE
255457_at  putative photosystem I reaction cPSAD-1 AT4G02770 -1.52 -0.60 -4.58 0.0028292 0.0614685 -1.32 FALSE
261481_at  nucleoside triphosphatase, putat--- AT1G14260 1.96 0.97 4.57 0.0028439 0.0614685 -1.33 FALSE
266896_at putative ATP-dependent RNA he --- AT2G45810 -1.53 -0.61 -4.57 0.0028457 0.0614685 -1.33 FALSE
246982_s_aunknown protein --- AT2G10560 // 2.91 1.54 4.57 0.0028322 0.0614685 -1.33 FALSE
257253_at unknown protein  ; supported by --- AT3G24190 -1.75 -0.81 -4.57 0.0028335 0.0614685 -1.33 FALSE
255627_at Expressed protein ; supported by--- AT4G00955 1.57 0.65 4.56 0.0028685 0.061549 -1.34 FALSE
247320_at photosystem I reaction centre su PSAN AT5G64040 -1.65 -0.72 -4.57 0.0028633 0.061549 -1.34 FALSE
264390_at putative DNA-binding protein Con--- AT1G11950 -1.87 -0.90 -4.56 0.0028673 0.061549 -1.34 FALSE
256678_at  RNA-binding protein (cp33) idenCP33 AT3G52380 -1.74 -0.80 -4.56 0.0028753 0.061549 -1.34 FALSE
260635_at unknown protein --- AT1G62420 // 1.94 0.96 4.57 0.0028583 0.061549 -1.33 FALSE
252984_at cinnamyl-alcohol dehydrogenaseELI3-2 AT4G37990 5.11 2.35 4.56 0.0028685 0.061549 -1.34 FALSE
251230_at beta-glucosidase-like protein sevBGLU8 AT3G62750 -1.55 -0.63 -4.56 0.0028764 0.061549 -1.34 FALSE
253054_at probable N-acetyltransferase hooHLS1 AT4G37580 -1.63 -0.71 -4.57 0.0028532 0.061549 -1.33 FALSE
249929_at unknown protein --- AT5G22340 -1.86 -0.90 -4.56 0.0028744 0.061549 -1.34 FALSE
259962_at  RNA polymerase II, putative sim--- AT1G53690 -1.75 -0.81 -4.56 0.0028705 0.061549 -1.34 FALSE
265961_at unknown protein  ;supported by f --- AT2G37400 -2.25 -1.17 -4.56 0.0028792 0.0615515 -1.34 TRUE
266271_at putative glutathione S-transferaseATGSTU6 AT2G29440 5.91 2.56 4.56 0.0028843 0.061587 -1.34 FALSE
245255_at COP9 protein ; supported by cDNCOP9 AT4G14110 -1.70 -0.77 -4.56 0.0028863 0.061587 -1.34 FALSE
255660_at Expressed protein ; supported by--- AT4G00755 -1.79 -0.84 -4.56 0.0028928 0.0616109 -1.35 FALSE
257132_at hypothetical protein predicted by --- AT3G20230 -1.65 -0.72 -4.56 0.0028906 0.0616109 -1.35 FALSE
251185_at  60S RIBOSOMAL PROTEIN L7A--- AT3G62870 -1.98 -0.98 -4.56 0.002896 0.0616211 -1.35 FALSE
255886_at  plastocyanin, putative similar to DRT112 AT1G20340 -1.60 -0.68 -4.55 0.0029016 0.0616828 -1.35 FALSE
253188_at  putative sugar transporter protei TMT2 AT4G35300 -1.74 -0.80 -4.55 0.0029053 0.0617048 -1.35 FALSE
261750_at hypothetical protein contains sim --- AT1G76120 -1.87 -0.90 -4.55 0.0029135 0.0618036 -1.35 TRUE
254639_at  putative protein various predicte DOT4 AT4G18750 -1.73 -0.79 -4.55 0.0029175 0.0618036 -1.36 FALSE
259303_at hypothetical protein predicted by --- AT3G05130 -1.46 -0.55 -4.55 0.0029181 0.0618036 -1.36 FALSE
250268_s_a putative protein putative secrete --- AT5G12950 // -2.04 -1.03 -4.55 0.0029249 0.0618313 -1.36 FALSE
267177_at Expressed protein ; supported by--- AT2G37580 2.37 1.25 4.55 0.0029238 0.0618313 -1.36 FALSE
253620_at  receptor-like kinase homolog som--- AT4G30520 -1.75 -0.81 -4.54 0.0029309 0.061901 -1.36 FALSE
266716_at unknown protein  ;supported by f PSI-P AT2G46820 -1.71 -0.77 -4.54 0.002941 0.0619672 -1.36 FALSE
250966_at  putative protein various predicte --- AT5G02910 -1.86 -0.90 -4.54 0.0029422 0.0619672 -1.36 FALSE
265679_at putative myosin heavy chain  ; su--- AT2G32235 // 1.73 0.79 4.54 0.0029406 0.0619672 -1.36 FALSE



256855_at 30S ribosomal protein S20 conta --- AT3G15190 -1.88 -0.91 -4.53 0.0029666 0.0620478 -1.37 TRUE
250545_at serine/threonine protein kinase  ; ATPK3 AT5G08160 1.58 0.66 4.54 0.0029628 0.0620478 -1.37 TRUE
248065_at putative protein similar to unknow--- AT5G55580 -2.00 -1.00 -4.53 0.0029755 0.0620478 -1.38 TRUE
249264_s_adisease resistance protein-like --- AT5G41740 // 2.59 1.38 4.54 0.0029618 0.0620478 -1.37 TRUE
249210_at unknown protein --- AT5G42670 -1.56 -0.64 -4.53 0.002968 0.0620478 -1.37 FALSE
262112_at unknown protein ;supported by fu--- AT1G02870 -2.00 -1.00 -4.53 0.002985 0.0620478 -1.38 FALSE
250256_at GTP-binding protein typA (tyrosin--- AT5G13650 -1.63 -0.70 -4.53 0.0029653 0.0620478 -1.37 FALSE
252948_at  putative protein NLS receptor - OKAK AT4G38600 1.74 0.80 4.53 0.0029842 0.0620478 -1.38 FALSE
264717_at hypothetical protein predicted by ATFH8 AT1G70140 2.82 1.50 4.53 0.0029868 0.0620478 -1.38 FALSE
254280_at Expressed protein ; supported bySMO1-2 AT4G22756 -2.17 -1.12 -4.53 0.0029731 0.0620478 -1.37 FALSE
247034_at cyclin D3-like protein ;supported CYCD3;2 AT5G67260 -2.07 -1.05 -4.53 0.0029736 0.0620478 -1.38 FALSE
254244_at  putative protein S-receptor kinas--- AT4G23230 1.82 0.86 4.53 0.0029799 0.0620478 -1.38 FALSE
246631_at unknown protein ; supported by f --- AT1G50740 1.61 0.68 4.54 0.0029588 0.0620478 -1.37 FALSE
266022_at  subtilisin-like serine protease, pu--- AT2G05920 -2.21 -1.14 -4.54 0.0029565 0.0620478 -1.37 FALSE
247389_at putative protein strong similarity t--- AT5G63490 2.05 1.04 4.53 0.0029853 0.0620478 -1.38 FALSE
253980_at  sucrase-like protein sucrose clea--- AT4G26620 -2.32 -1.21 -4.53 0.0029962 0.0621492 -1.38 TRUE
267102_at putative small nuclear ribonucleoLIS AT2G41500 -1.74 -0.80 -4.53 0.0029971 0.0621492 -1.38 FALSE
246596_at CARBONIC ANHYDRASE 2  ; suCA2 AT5G14740 -1.64 -0.71 -4.52 0.0030183 0.0621494 -1.39 TRUE
265147_at hypothetical protein --- AT1G51380 -2.13 -1.09 -4.52 0.0030152 0.0621494 -1.39 TRUE
255278_at putative WD-repeat membrane p --- AT4G04940 -2.24 -1.17 -4.52 0.0030019 0.0621494 -1.38 TRUE
255465_at  hypothetical protein similar to A. --- AT4G02990 -1.86 -0.90 -4.52 0.0030251 0.0621494 -1.39 TRUE
245926_at  VPS13 - like protein VPS13, Sac--- AT5G24740 -1.69 -0.76 -4.52 0.0030271 0.0621494 -1.39 FALSE
261230_at  beta tubulin 1, putative similar toTUB5 AT1G20010 -1.60 -0.68 -4.52 0.0030221 0.0621494 -1.39 FALSE
248163_at auxin-responsive-like protein  ; suDFL1 AT5G54510 11.34 3.50 4.52 0.0030244 0.0621494 -1.39 TRUE
261923_at  UDP-glucose glucosyltransferas AtUGT85A3AT1G22380 1.77 0.83 4.52 0.0030058 0.0621494 -1.39 FALSE
246954_at unknown protein  ; supported by --- AT5G04830 1.55 0.63 4.52 0.0030133 0.0621494 -1.39 FALSE
266052_at putative WRKY-type DNA bindingWRKY55 AT2G40740 2.62 1.39 4.52 0.0030237 0.0621494 -1.39 FALSE
251019_at  putative protein predicted protein--- AT5G02420 1.74 0.80 4.52 0.0030131 0.0621494 -1.39 FALSE
262930_at hypothetical protein similar to hin --- AT1G65690 2.79 1.48 4.51 0.0030366 0.0622878 -1.40 TRUE
247139_at unknown protein  ;supported by f --- AT5G66090 -1.70 -0.76 -4.51 0.0030418 0.0623399 -1.40 FALSE
257294_at  non-phototropic hypocotyl protei --- AT3G15570 -2.25 -1.17 -4.51 0.0030469 0.0623676 -1.40 FALSE
257236_at hypothetical protein --- AT3G15095 -1.93 -0.95 -4.51 0.0030487 0.0623676 -1.40 FALSE
260968_at hypothetical protein predicted by --- AT1G12250 -1.82 -0.86 -4.51 0.0030602 0.0624581 -1.40 FALSE
258853_at unknown protein similar to GB:AA--- AT3G06440 -1.63 -0.71 -4.51 0.0030613 0.0624581 -1.40 FALSE
251815_at  putative protein thioredoxin-like pCXIP1 AT3G54900 -1.82 -0.87 -4.51 0.0030611 0.0624581 -1.40 FALSE



245616_at kinase like protein --- AT4G14480 -2.63 -1.40 -4.50 0.0030704 0.0625875 -1.41 FALSE
246261_at unknown protein --- AT1G31810 -1.72 -0.78 -4.50 0.0030752 0.0626306 -1.41 FALSE
245311_at ribosomal protein ; supported by --- AT4G14320 -2.20 -1.14 -4.50 0.0030809 0.0626898 -1.41 FALSE
266707_at hypothetical protein predicted by --- AT2G03310 -1.61 -0.69 -4.50 0.0030924 0.0628673 -1.42 FALSE
247027_at subtilisin-like serine protease con--- AT5G67090 1.53 0.61 4.50 0.0031038 0.0629294 -1.42 FALSE
253410_at  putative protein various predicte --- AT4G32970 -1.95 -0.96 -4.49 0.0031095 0.0629294 -1.42 TRUE
261337_at unknown protein ; supported by c--- AT1G44810 -2.52 -1.33 -4.49 0.0031081 0.0629294 -1.42 TRUE
258426_at hypothetical protein predicted by PLDP1 AT3G16785 1.64 0.72 4.50 0.0031053 0.0629294 -1.42 FALSE
255789_at 60S ribosomal protein L23  ;supp--- AT2G33370 -3.67 -1.88 -4.49 0.0031147 0.0629294 -1.42 FALSE
253971_at  fructose-bisphosphate aldolase ---- AT4G26530 -2.97 -1.57 -4.49 0.0031129 0.0629294 -1.42 FALSE
262340_at Expressed protein ; supported byANAC027 AT1G64100 // -1.59 -0.67 -4.50 0.0031001 0.0629294 -1.42 FALSE
252983_at cinnamyl-alcohol dehydrogenaseELI3-1 AT4G37980 2.51 1.33 4.49 0.0031227 0.0630336 -1.43 FALSE
254790_at  probable photosystem I chain XIPSAL AT4G12800 -1.57 -0.65 -4.49 0.0031294 0.0631022 -1.43 FALSE
261165_at  dihydrolipoamide S-acetyltransfeEMB3003 AT1G34430 -1.68 -0.74 -4.49 0.0031316 0.0631022 -1.43 FALSE
266509_at DegP2 protease identical to Deg DEGP2 AT2G47940 -1.77 -0.83 -4.49 0.0031404 0.063223 -1.43 FALSE
254515_at  CLV1 receptor kinase like protei BAM3 AT4G20270 -1.62 -0.70 -4.48 0.003153 0.0634207 -1.44 FALSE
258474_at hypothetical protein predicted by --- AT3G02650 -2.17 -1.12 -4.48 0.0031639 0.063528 -1.44 FALSE
251525_at putative protein several hypothet --- AT3G59000 -1.78 -0.83 -4.48 0.0031613 0.063528 -1.44 FALSE
266822_at 60S ribosomal protein L30  ;supp--- AT2G44860 -2.09 -1.07 -4.48 0.0031769 0.0635819 -1.44 TRUE
249977_at  chaperonin 60 alpha chain - like EMB3007 AT5G18820 -1.99 -0.99 -4.48 0.0031755 0.0635819 -1.44 TRUE
265680_at putative hydrolase  ; supported b --- AT2G32150 2.46 1.30 4.48 0.0031731 0.0635819 -1.44 FALSE
259194_at  RNA helicase, DRH1 identical toDRH1 AT3G01540 1.51 0.59 4.48 0.0031777 0.0635819 -1.44 FALSE
250383_at  putative GTP-binding protein GT--- AT5G11480 -2.08 -1.06 -4.47 0.0031809 0.0635893 -1.44 FALSE
265865_at hypothetical protein predicted by --- AT2G01740 -1.53 -0.62 -4.47 0.0031955 0.0636089 -1.45 FALSE
253001_at Expressed protein ; supported by--- AT4G38490 -1.49 -0.57 -4.47 0.0031986 0.0636089 -1.45 FALSE
260651_at hypothetical protein predicted by --- AT1G32460 1.61 0.69 4.47 0.0032014 0.0636089 -1.45 FALSE
246576_at hypothetical protein predicted by ROPGEF14AT1G31650 -1.51 -0.60 -4.47 0.0031971 0.0636089 -1.45 FALSE
249710_at  glutamate-ammonia ligase (EC 6GS2 AT5G35630 -1.70 -0.76 -4.47 0.0031999 0.0636089 -1.45 FALSE
255733_at unknown protein similar to unkno--- AT1G25400 2.36 1.24 4.47 0.0031854 0.0636089 -1.45 FALSE
250994_at  dnaK-type molecular chaperone --- AT5G02490 4.17 2.06 4.47 0.0031921 0.0636089 -1.45 FALSE
258317_at hypothetical protein predicted by --- AT3G22670 -1.60 -0.68 -4.47 0.0032058 0.0636423 -1.45 FALSE
247800_at Expressed protein ; supported by--- AT5G58570 -7.57 -2.92 -4.47 0.0032142 0.0636676 -1.45 FALSE
250483_at  alpha-hydroxynitrile lyase-like prMES5 AT5G10300 2.03 1.02 4.46 0.0032183 0.0636676 -1.46 FALSE
246387_at hypothetical protein predicted by --- AT1G77400 -1.96 -0.97 -4.47 0.0032128 0.0636676 -1.45 FALSE
266004_at unknown protein predicted by ge ALS3 AT2G37330 -1.51 -0.60 -4.46 0.0032174 0.0636676 -1.46 FALSE



265660_at putative disease resistance proteAtRLP21 AT2G25470 2.10 1.07 4.46 0.0032288 0.0638208 -1.46 FALSE
248219_at unknown protein  ; supported by --- AT5G53650 -1.46 -0.54 -4.46 0.0032344 0.0638757 -1.46 FALSE
260498_at putative AP2 domain transcription--- AT2G41710 -1.87 -0.91 -4.45 0.0032586 0.0640955 -1.47 FALSE
251018_at  60S ribosomal protein - like 60S --- AT5G02450 -2.08 -1.05 -4.45 0.0032625 0.0640955 -1.47 FALSE
245486_x_aglycine-rich protein homolog --- AT4G16240 1.65 0.72 4.45 0.0032605 0.0640955 -1.47 FALSE
266587_at unknown protein  ; supported by --- AT2G14880 -1.78 -0.83 -4.45 0.0032586 0.0640955 -1.47 FALSE
264133_at hypothetical protein predicted by --- AT1G79080 -1.67 -0.74 -4.45 0.0032575 0.0640955 -1.47 FALSE
251885_at fructose-bisphosphatase precurs --- AT3G54050 -2.25 -1.17 -4.46 0.0032498 0.0640955 -1.47 FALSE
265699_at putative esterase (contains an es--- AT2G03550 -1.68 -0.75 -4.45 0.0032652 0.0640955 -1.47 FALSE
263491_at phosphoenolpyruvate carboxylasATPPC2 AT2G42600 -1.75 -0.81 -4.45 0.0032689 0.0641133 -1.47 FALSE
252602_at  putative protein KIAA1094 prote --- AT3G45040 1.76 0.81 4.45 0.0032799 0.0642739 -1.48 FALSE
250981_at  receptor like protein kinase rece --- AT5G03140 -2.02 -1.01 -4.45 0.0032912 0.0643849 -1.48 FALSE
254710_at  multidrug resistance protein/P-glPGP9 AT4G18050 2.37 1.25 4.45 0.0032894 0.0643849 -1.48 FALSE
253999_at  1-aminocyclopropane-1-carboxyACS7 AT4G26200 2.95 1.56 4.44 0.0032948 0.0643993 -1.48 FALSE
246339_at RP19 gene for chloroplast ribosoRPL9 AT3G44890 -1.71 -0.78 -4.44 0.0032977 0.0644012 -1.48 FALSE
255872_at putative protein kinase contains aSIP4 AT2G30360 3.62 1.86 4.44 0.0033062 0.0644568 -1.48 FALSE
255706_at putative ribosomal protein S13 si ATRPS13A AT4G00100 -2.16 -1.11 -4.44 0.0033062 0.0644568 -1.48 FALSE
263448_at putative importin (nuclear transpoSAD2 AT2G31660 -1.82 -0.86 -4.44 0.0033129 0.0645332 -1.49 FALSE
267184_at unknown protein  ; supported by ASHH3 AT2G44150 -1.59 -0.67 -4.44 0.0033184 0.0645844 -1.49 FALSE
253268_s_a glucosyltransferase -like protein UGT73B2 AT4G34131 // 2.54 1.35 4.44 0.003325 0.064658 -1.49 TRUE
264436_at  putative glutathione S-transferasERD9 AT1G10370 6.56 2.71 4.44 0.0033294 0.0646886 -1.49 TRUE
259232_at unknown protein similar to hypoth--- AT3G11420 2.24 1.16 4.43 0.0033391 0.0648085 -1.49 TRUE
245244_at  IAA-amino acid hydrolase, putat ILL6 AT1G44350 2.18 1.12 4.43 0.0033413 0.0648085 -1.49 TRUE
261090_at  protein kinase, putative contains --- AT1G07560 1.79 0.84 4.43 0.0033511 0.0649439 -1.50 FALSE
262235_at  ribosomal protein L18, putative s--- AT1G48350 -2.11 -1.08 -4.43 0.0033649 0.0649848 -1.50 TRUE
246988_at putative protein strong similarity t--- AT5G67340 3.51 1.81 4.42 0.0033772 0.0649848 -1.51 TRUE
255482_at  putative chloroplast outer enveloTOC159 AT4G02510 -1.60 -0.68 -4.42 0.0033789 0.0649848 -1.51 FALSE
260165_at  30S ribosomal protein S17, chlo RPS17 AT1G79850 -2.00 -1.00 -4.43 0.0033666 0.0649848 -1.50 FALSE
264383_at  putative glutathione peroxidase CATGPX1 AT2G25080 -1.87 -0.90 -4.42 0.0033714 0.0649848 -1.50 FALSE
262753_at putative 3-deoxy-D-manno-2-octuATKDSA2 AT1G16340 -1.62 -0.69 -4.42 0.0033769 0.0649848 -1.51 FALSE
245150_at photolyase/blue-light receptor (P PHR2 AT2G47590 -1.79 -0.84 -4.43 0.0033575 0.0649848 -1.50 FALSE
255047_at  AX110P -like protein AX110P -D--- AT4G09670 -1.64 -0.72 -4.42 0.0033784 0.0649848 -1.51 FALSE
265618_at hypothetical protein predicted by --- AT2G25460 1.72 0.79 4.43 0.003364 0.0649848 -1.50 FALSE
265826_at hypothetical protein predicted by --- AT2G35795 -1.54 -0.62 -4.42 0.0033963 0.0651552 -1.51 FALSE
254750_at putative protein --- AT4G13150 -1.88 -0.91 -4.42 0.0033942 0.0651552 -1.51 FALSE



251496_at  putative protein crp1 protein, inv --- AT3G59040 -1.57 -0.65 -4.42 0.0033907 0.0651552 -1.51 FALSE
246302_at Ca2+/H+-exchanging protein-likeCAX3 AT3G51860 -4.95 -2.31 -4.42 0.003404 0.0651942 -1.51 TRUE
249235_at  beta-1,3-glucanase-like protein  BG_PPAP AT5G42100 -1.45 -0.54 -4.42 0.0034025 0.0651942 -1.51 FALSE
261415_at globulin-like protein similar to GB--- AT1G07750 2.60 1.38 4.41 0.003413 0.0653108 -1.52 TRUE
259789_at Expressed protein ; supported byCOR414-TMAT1G29395 -1.74 -0.80 -4.41 0.0034163 0.0653184 -1.52 FALSE
254189_at  putative protein cellulose syntha CSLG2 AT4G24000 4.20 2.07 4.41 0.0034264 0.0654579 -1.52 TRUE
260095_at  putative transcription factor BTF --- AT1G73230 -2.11 -1.08 -4.41 0.0034304 0.0654799 -1.52 FALSE
261307_at unknown protein similar to Glu-tRGATB AT1G48520 -1.59 -0.67 -4.41 0.0034379 0.0655163 -1.52 FALSE
251612_at  putative protein hypothetical pro --- AT3G57950 1.67 0.74 4.41 0.0034381 0.0655163 -1.52 FALSE
246050_s_a protein phosphatase 2A regulato--- AT5G28850 // -1.49 -0.58 -4.41 0.0034428 0.0655516 -1.53 FALSE
250406_at enhancer of rudimentary  ; suppoER AT5G10810 -2.04 -1.03 -4.40 0.0034507 0.0656474 -1.53 FALSE
257071_at unknown protein  ; supported by ATCSLC04 AT3G28180 2.17 1.12 4.40 0.0034774 0.0658854 -1.54 TRUE
246623_at  nuM1 protein, putative similar to ATNUC-L1 AT1G48920 -1.96 -0.97 -4.40 0.0034777 0.0658854 -1.54 TRUE
251997_at  60S ribosomal protein - like 60S STV1 AT3G53020 -1.98 -0.98 -4.40 0.0034745 0.0658854 -1.53 FALSE
248231_at putative protein contains similarit --- AT5G53770 -1.73 -0.79 -4.40 0.00347 0.0658854 -1.53 FALSE
253095_at  putative protein ribonuclease III, --- AT4G37510 -1.67 -0.74 -4.40 0.003469 0.0658854 -1.53 FALSE
263200_at hypothetical protein predicted by --- AT1G05600 -1.95 -0.96 -4.40 0.0034814 0.0659001 -1.54 FALSE
248952_at putative protein similar to unknow--- AT5G45410 1.75 0.80 4.39 0.0034977 0.0661 -1.54 FALSE
250080_at translocon Tic40-like protein  ; suTIC40 AT5G16620 -1.51 -0.59 -4.39 0.0034958 0.0661 -1.54 FALSE
262412_at 14-3-3 protein GF14omicron (grf1GRF11 AT1G34760 -1.80 -0.85 -4.39 0.0035042 0.0661671 -1.54 FALSE
265704_at hypothetical protein predicted by --- AT2G03420 -2.06 -1.04 -4.39 0.0035165 0.0663455 -1.55 FALSE
250238_at unknown protein DCP2 AT5G13570 -1.60 -0.67 -4.39 0.0035222 0.0663975 -1.55 FALSE
257300_at unknown protein  ; supported by --- AT3G28080 -2.46 -1.30 -4.39 0.0035255 0.0664054 -1.55 TRUE
261762_at hypothetical protein predicted by --- AT1G15510 -2.60 -1.38 -4.39 0.0035285 0.0664062 -1.55 TRUE
266682_at putative disease resistance prote--- AT2G19780 2.41 1.27 4.38 0.0035646 0.0664593 -1.56 TRUE
253740_at Expressed protein ; supported by--- AT4G28706 -1.80 -0.84 -4.38 0.0035607 0.0664593 -1.56 TRUE
260898_at  plastid ribosomal protein L34 pre--- AT1G29070 -1.94 -0.95 -4.37 0.0035815 0.0664593 -1.57 TRUE
263122_at  prenyltransferase, putative similaSPS1 AT1G78510 -1.82 -0.86 -4.38 0.0035525 0.0664593 -1.56 TRUE
264120_at  latex-abundant protein, putative AtMC4 AT1G79340 1.51 0.59 4.38 0.0035395 0.0664593 -1.55 FALSE
245893_at hypothetical protein  ;supported b--- AT5G09270 -1.62 -0.69 -4.38 0.0035417 0.0664593 -1.55 FALSE
257141_at  60S ribosomal protein L34, puta --- AT3G28900 -2.51 -1.33 -4.37 0.0035779 0.0664593 -1.56 TRUE
248971_at putative protein contains similarit --- AT5G45000 2.20 1.14 4.37 0.0035768 0.0664593 -1.56 FALSE
263667_at  putative 40S ribosomal protein SRPS15 AT1G04270 -1.94 -0.95 -4.38 0.0035524 0.0664593 -1.56 FALSE
253089_at  putative protein hypothetical pro --- AT4G36290 -1.53 -0.62 -4.37 0.0035866 0.0664593 -1.57 FALSE
265777_at hypothetical protein predicted by --- AT2G07340 -1.56 -0.64 -4.38 0.0035687 0.0664593 -1.56 FALSE



246528_at  putative mitochondrial carrier pro--- AT5G15640 2.36 1.24 4.37 0.003584 0.0664593 -1.57 FALSE
265186_at Expressed protein ; supported by--- AT1G23560 1.90 0.93 4.38 0.0035598 0.0664593 -1.56 FALSE
265819_at Expressed protein ; supported by--- AT2G17972 -1.78 -0.83 -4.38 0.0035464 0.0664593 -1.56 FALSE
250005_at  putative protein predicted protein--- AT5G18760 -1.55 -0.63 -4.37 0.003575 0.0664593 -1.56 FALSE
246927_s_a nodulin - like protein nodulin, Gly--- AT5G25250 // 2.35 1.23 4.37 0.0035811 0.0664593 -1.57 FALSE
263044_at  spore germination protein c2 sim--- AT1G23360 -1.66 -0.73 -4.38 0.0035654 0.0664593 -1.56 FALSE
259499_at  PRLI-interacting factor L, putativ --- AT1G15730 -1.88 -0.91 -4.37 0.0035773 0.0664593 -1.56 FALSE
257185_at  ABC transporter, putative similarATMRP7 AT3G13100 2.38 1.25 4.38 0.0035365 0.0664593 -1.55 FALSE
261651_at unknown protein similar to unknoSAT32 AT1G27760 2.66 1.41 4.37 0.0035897 0.0664612 -1.57 FALSE
246548_at putative protein  ;supported by fu --- AT5G14910 -1.70 -0.76 -4.37 0.003593 0.0664697 -1.57 FALSE
252365_at Expressed protein ; supported by--- AT3G48350 3.34 1.74 4.37 0.0036105 0.0666558 -1.57 TRUE
259543_at hypothetical protein ; supported b--- AT1G20580 -1.76 -0.81 -4.37 0.0036109 0.0666558 -1.57 FALSE
264893_at unknown protein similar to unkno--- AT1G23140 1.86 0.90 4.37 0.0036119 0.0666558 -1.57 FALSE
249404_at ankyrin repeat protein EMB506  ;EMB506 AT5G40160 -1.94 -0.95 -4.36 0.0036244 0.0668326 -1.58 FALSE
250538_at RNA helicase (emb|CAA09212.1 STRS2 AT5G08620 -2.29 -1.19 -4.36 0.0036389 0.0668976 -1.58 FALSE
245017_at PSI I protein --- --- -1.75 -0.80 -4.36 0.0036402 0.0668976 -1.58 FALSE
248235_at unknown protein ;supported by fuemb2737 AT5G53860 -1.50 -0.58 -4.36 0.0036426 0.0668976 -1.58 FALSE
266120_at putative C2H2-type zinc finger prAtIDD5 AT2G02070 -1.70 -0.77 -4.36 0.0036338 0.0668976 -1.58 FALSE
264800_at hypothetical protein similar to IFA--- AT1G08800 1.83 0.87 4.36 0.0036355 0.0668976 -1.58 FALSE
254101_at  alpha-amylase - like protein alphAMY1 AT4G25000 4.42 2.14 4.36 0.0036491 0.0669103 -1.59 TRUE
262505_at  unknown protein ESTs gb|N9602--- AT1G21680 -1.75 -0.81 -4.36 0.0036464 0.0669103 -1.58 FALSE
261034_s_ahypothetical protein predicted by --- AT1G17450 // -1.93 -0.95 -4.35 0.0036619 0.0670375 -1.59 FALSE
248956_at unknown protein --- AT5G45610 -1.66 -0.73 -4.35 0.003661 0.0670375 -1.59 FALSE
256979_at Expressed protein ; supported byPSBTN AT3G09550 // -1.72 -0.78 -4.35 0.0036809 0.0672232 -1.59 FALSE
257044_at hypothetical protein predicted by ARC5 AT3G19720 -1.83 -0.87 -4.35 0.0036784 0.0672232 -1.59 FALSE
247131_at ferredoxin-NADP+ reductase FNR1 AT5G66190 -1.55 -0.64 -4.35 0.0036761 0.0672232 -1.59 FALSE
267509_at MADS-box protein (AGL20)  ; supAGL20 AT2G45660 -2.05 -1.04 -4.35 0.0036898 0.0673322 -1.60 FALSE
255000_at S18.A ribosomal protein  ;supporRPS18C AT4G09800 -2.10 -1.07 -4.35 0.0036945 0.0673485 -1.60 FALSE
260672_at Expressed protein ; supported by--- AT1G19480 -1.57 -0.65 -4.35 0.0036966 0.0673485 -1.60 FALSE
255365_at putative phosphofructokinase betMEE51 AT4G04040 -1.57 -0.65 -4.34 0.0037125 0.0673687 -1.60 FALSE
254038_at  nitrogen fixation like protein nitroNFU3 AT4G25910 -1.54 -0.63 -4.34 0.0037097 0.0673687 -1.60 FALSE
252693_s_a ribosomal protein S29 - like ribos--- AT3G43980 // -1.59 -0.67 -4.34 0.0037099 0.0673687 -1.60 FALSE
261694_at  60S ribosomal protein L10A, put --- AT1G08360 -2.02 -1.01 -4.34 0.0037112 0.0673687 -1.60 FALSE
250385_at aspartate aminotransferase (Asp ASP3 AT5G11520 2.61 1.39 4.34 0.0037067 0.0673687 -1.60 FALSE
264222_at hypothetical protein predicted by --- AT1G60230 -1.61 -0.69 -4.34 0.0037186 0.067425 -1.60 FALSE



259541_at  protein kinase, putative similar to--- AT1G20650 -2.24 -1.16 -4.34 0.0037306 0.0675888 -1.61 FALSE
250454_at unknown protein  ; supported by --- AT5G09830 -1.45 -0.53 -4.34 0.0037479 0.0677953 -1.61 FALSE
262380_at  threonine synthase, putative sim--- AT1G72810 -1.73 -0.79 -4.34 0.0037451 0.0677953 -1.61 FALSE
252529_at  putative protein several oxidases--- AT3G46490 4.29 2.10 4.33 0.003754 0.0677972 -1.61 TRUE
254623_at  protein ch-42 precursor, chlorop CHLI1 AT4G18480 -1.96 -0.97 -4.33 0.0037514 0.0677972 -1.61 FALSE
252410_at  putative protein br-1 protein (NITNOA1 AT3G47450 -1.84 -0.88 -4.33 0.0037621 0.0678902 -1.62 FALSE
261804_at  UDP glucose:flavonoid 3-o-glucoUGT78D1 AT1G30530 2.13 1.09 4.33 0.0037799 0.0681572 -1.62 FALSE
244995_at ATPase a subunit --- --- -2.55 -1.35 -4.32 0.0037947 0.0683158 -1.63 TRUE
260283_at  hypothetical protein predicted byPTAC17 AT1G80480 -1.47 -0.56 -4.33 0.0037919 0.0683158 -1.62 FALSE
267005_at unknown protein ; supported by c--- AT2G34460 -1.63 -0.70 -4.32 0.0038018 0.0683363 -1.63 TRUE
254680_at phytochrome E PHYE AT4G18130 -1.89 -0.92 -4.32 0.0038007 0.0683363 -1.63 FALSE
253758_at Expressed protein ;supported by emb2726 AT4G29060 -1.80 -0.85 -4.32 0.0038138 0.0684989 -1.63 FALSE
250823_at putative protein similar to unknow--- AT5G05180 -1.63 -0.71 -4.32 0.0038192 0.0685418 -1.63 FALSE
262852_at hypothetical protein predicted by --- AT1G20910 -1.59 -0.67 -4.32 0.0038302 0.0686313 -1.63 FALSE
249726_at unknown protein --- AT5G35480 -2.41 -1.27 -4.32 0.0038299 0.0686313 -1.63 FALSE
247933_at  putative protein non-consensus --- AT5G56980 3.61 1.85 4.31 0.0038393 0.0687127 -1.64 FALSE
247216_at 4-alpha-glucanotransferase  ; supDPE1 AT5G64860 -1.95 -0.96 -4.31 0.0038408 0.0687127 -1.64 FALSE
257636_at  cytochrome P450, putative contaCYP71B22 AT3G26200 3.20 1.68 4.31 0.0038481 0.0687143 -1.64 TRUE
245465_at cellulose synthase like protein ATCSLA01 AT4G16590 6.78 2.76 4.31 0.0038508 0.0687143 -1.64 FALSE
253762_at  putative protein conserved hypo --- AT4G28830 -1.65 -0.72 -4.31 0.0038491 0.0687143 -1.64 FALSE
249910_at chorismate mutase/prephenate dADT5 AT5G22630 4.29 2.10 4.31 0.0038529 0.0687143 -1.64 FALSE
247889_at putative protein similar to unknowAPO2 AT5G57930 -1.65 -0.72 -4.31 0.0038574 0.0687409 -1.64 FALSE
253009_at  glycine hydroxymethyltransferasSHM1 AT4G37930 -1.94 -0.96 -4.31 0.0038783 0.0690593 -1.65 FALSE
251130_at  oligopeptide transporter - like proPTR5 AT5G01180 1.53 0.61 4.30 0.0038881 0.0691024 -1.65 FALSE
251461_at putative protein --- AT3G59780 -1.84 -0.88 -4.30 0.0038874 0.0691024 -1.65 FALSE
259357_at unknown protein ;supported by fu--- AT1G13380 -1.78 -0.83 -4.30 0.0038899 0.0691024 -1.65 FALSE
251181_at  putative protein pectinesterase h--- AT3G62820 1.88 0.91 4.30 0.003895 0.0691399 -1.65 FALSE
249842_at putative protein contains similarit --- AT5G23550 -1.55 -0.63 -4.30 0.0039206 0.0694867 -1.66 FALSE
259749_at putative ribose 5-phosphate isomRSW10 AT1G71100 2.75 1.46 4.30 0.0039186 0.0694867 -1.66 FALSE
251186_at  putative protein unknown protein--- AT3G62790 -1.46 -0.55 -4.30 0.0039282 0.0695672 -1.66 FALSE
245158_at hypothetical protein predicted by RALFL18 AT2G33130 2.02 1.01 4.29 0.0039335 0.0696074 -1.66 FALSE
260682_at hypothetical protein predicted by --- AT1G17510 -1.61 -0.69 -4.29 0.003949 0.0697191 -1.67 FALSE
255902_at  transcription factor, putative simi--- AT1G17880 -1.60 -0.68 -4.29 0.0039464 0.0697191 -1.67 FALSE
266867_at putative signal recognition particl CPFTSY AT2G45770 -1.64 -0.71 -4.29 0.003945 0.0697191 -1.67 FALSE
258059_at  NAM-like protein (No Apical MerATNAC3 AT3G29035 -2.17 -1.12 -4.29 0.003961 0.0698361 -1.67 TRUE



263320_at putative galactinol synthase  ;supAtGolS1 AT2G47180 4.84 2.27 4.29 0.0039618 0.0698361 -1.67 TRUE
264471_at hypothetical protein predicted by --- AT1G67120 -2.40 -1.27 -4.29 0.0039679 0.0698443 -1.67 TRUE
262610_at putative mitochondrial uncoupling--- AT1G14140 -1.46 -0.54 -4.29 0.0039697 0.0698443 -1.67 FALSE
250371_at  putative protein 23 kDa polypept--- AT5G11450 -1.77 -0.82 -4.29 0.0039714 0.0698443 -1.67 FALSE
256512_at Expressed protein ; supported by--- AT1G33265 -1.79 -0.84 -4.29 0.0039781 0.0699073 -1.67 FALSE
254732_at hypothetical protein --- AT4G13750 -2.03 -1.02 -4.28 0.003984 0.0699371 -1.68 FALSE
265575_at proline iminopeptidase identical t PIP AT2G14260 -1.56 -0.64 -4.28 0.0039906 0.0699371 -1.68 FALSE
248174_at  50S ribosomal protein L24, chlor--- AT5G54600 -1.63 -0.71 -4.28 0.0039875 0.0699371 -1.68 FALSE
259841_at unknown protein ; supported by f --- AT1G52200 1.90 0.93 4.28 0.003992 0.0699371 -1.68 FALSE
260843_at unknown protein similar to hypoth--- AT1G29060 -1.45 -0.54 -4.28 0.0039968 0.0699672 -1.68 FALSE
248605_at putative protein similar to unknow--- AT5G49410 -2.20 -1.13 -4.28 0.0040075 0.0699734 -1.68 FALSE
245775_at  serine/threonine kinase, putativeCIPK23 AT1G30270 1.62 0.70 4.28 0.0040112 0.0699734 -1.68 FALSE
248713_at putative protein contains similarit NSP5 AT5G48180 2.94 1.55 4.28 0.0040016 0.0699734 -1.68 FALSE
259564_at hypothetical protein --- AT1G20540 -1.51 -0.60 -4.28 0.0040137 0.0699734 -1.68 FALSE
262411_at hypothetical protein predicted by --- AT1G34640 -1.67 -0.74 -4.28 0.0040063 0.0699734 -1.68 FALSE
245201_at  F12A21.3 unknown protein;  simCSK AT1G67840 -1.68 -0.75 -4.28 0.0040156 0.0699734 -1.68 FALSE
253484_at Transcription factor II homolog  ;sTAFII15 AT4G31720 -1.50 -0.58 -4.28 0.0040188 0.0699765 -1.68 FALSE
248338_at HCF106 (gb|AAD32652.1)  ; sup HCF106 AT5G52440 -1.76 -0.82 -4.28 0.0040229 0.0699933 -1.69 FALSE
252723_at hypothetical protein  ; supported --- AT3G43520 -1.49 -0.58 -4.27 0.0040273 0.0700166 -1.69 FALSE
246831_at  hexose transporter - like protein MSS1 AT5G26340 2.32 1.21 4.27 0.0040419 0.0701105 -1.69 TRUE
260922_at hypothetical protein predicted by --- AT1G21560 -1.60 -0.68 -4.27 0.0040413 0.0701105 -1.69 FALSE
261646_at putative lipase similar to hypothe --- AT1G27690 -1.64 -0.71 -4.27 0.0040377 0.0701105 -1.69 FALSE
265726_at putative inositol polyphosphate 5 --- AT2G32010 -1.99 -0.99 -4.27 0.004058 0.0702513 -1.69 FALSE
266881_at putative casein kinase II beta subCKB4 AT2G44680 -1.62 -0.69 -4.27 0.0040582 0.0702513 -1.69 FALSE
245273_at hypothetical protein ; supported b--- AT4G14950 1.77 0.82 4.27 0.0040592 0.0702513 -1.69 FALSE
251916_at  transporter-like protein oligopept--- AT3G53960 2.10 1.07 4.27 0.0040637 0.0702757 -1.70 FALSE
264205_at hypothetical protein identical to h --- AT1G22790 -1.52 -0.60 -4.27 0.0040709 0.0703461 -1.70 FALSE
251699_at  cytochrome P450-like protein cy CYP94D2 AT3G56630 -1.66 -0.73 -4.26 0.0040782 0.0703637 -1.70 TRUE
249307_s_aDNA excision repair cross-compl XPB1 AT5G41360 // -1.63 -0.70 -4.26 0.0040825 0.0703637 -1.70 FALSE
257407_at unknown protein --- AT1G27100 1.59 0.67 4.26 0.004077 0.0703637 -1.70 FALSE
245003_at PSII 43 KDa protein --- --- -1.66 -0.73 -4.26 0.0040842 0.0703637 -1.70 FALSE
262942_at hypothetical protein similar to unkALIS5 AT1G79450 3.43 1.78 4.26 0.0041052 0.0703823 -1.71 FALSE
257007_at Expressed protein ; supported by--- AT3G14205 1.50 0.59 4.26 0.0041059 0.0703823 -1.71 FALSE
266554_s_aeukaryotic translation initiation fa --- AT2G46280 // -1.83 -0.87 -4.26 0.0041073 0.0703823 -1.71 FALSE
266703_at unknown protein predicted by ge --- AT2G19880 2.09 1.06 4.26 0.00411 0.0703823 -1.71 FALSE



248749_at eukaryotic release factor 1 homo ERF1-1 AT5G47880 1.51 0.60 4.26 0.0040932 0.0703823 -1.70 FALSE
263134_at  dTDP-glucose 4,6-dehydratase, RHM1 AT1G78570 2.00 1.00 4.26 0.0040934 0.0703823 -1.70 FALSE
245009_at ribosomal protein S4 --- --- -1.48 -0.56 -4.26 0.0041024 0.0703823 -1.71 FALSE
255151_at  putative protein oxysterol-bindingORP1C AT4G08180 1.43 0.52 4.26 0.0041071 0.0703823 -1.71 FALSE
253912_at  putative protein met-10+ protein --- AT4G27340 -1.77 -0.82 -4.25 0.0041288 0.0704931 -1.71 FALSE
260764_at unknown protein --- AT1G48950 -1.80 -0.85 -4.26 0.0041198 0.0704931 -1.71 FALSE
261713_at  protein kinase, putative identical MYC2 AT1G32640 2.24 1.16 4.25 0.0041265 0.0704931 -1.71 FALSE
266400_at methylenetetrahydrofolate dehyd --- AT2G38660 1.49 0.58 4.25 0.0041261 0.0704931 -1.71 FALSE
253659_at hypothetical protein --- AT4G30150 -1.63 -0.70 -4.25 0.0041386 0.0705548 -1.71 FALSE
261614_at  poly(A)-binding protein, putative PAB8 AT1G49760 -1.95 -0.97 -4.25 0.0041362 0.0705548 -1.71 FALSE
267078_at unknown protein  ;supported by f --- AT2G40960 -1.61 -0.69 -4.25 0.0041542 0.0706353 -1.72 TRUE
249443_at putative protein  ; supported by c --- AT5G39600 -1.90 -0.93 -4.25 0.00415 0.0706353 -1.72 FALSE
266767_at Expressed protein ; supported by--- AT2G46910 -1.88 -0.91 -4.25 0.0041557 0.0706353 -1.72 FALSE
253181_at  amino acid permease - like proteLHT7 AT4G35180 7.83 2.97 4.25 0.0041539 0.0706353 -1.72 FALSE
249826_at iron superoxide dismutase 3 (gb| FSD3 AT5G23310 -1.97 -0.98 -4.25 0.0041648 0.0706837 -1.72 FALSE
250057_at putative protein  ; supported by fu--- AT5G17840 -1.51 -0.59 -4.25 0.0041637 0.0706837 -1.72 FALSE
249786_at putative protein strong similarity tABIL3 AT5G24310 -2.52 -1.33 -4.24 0.004177 0.0708378 -1.72 FALSE
266521_at unknown protein  ; supported by --- AT2G24020 -1.52 -0.61 -4.24 0.0041812 0.0708562 -1.72 FALSE
255543_at predicted protein of unknown fun --- AT4G01870 3.77 1.92 4.24 0.0041915 0.0709389 -1.73 TRUE
247866_at endoxyloglucan transferase (gb|AXTR3 AT5G57550 4.78 2.26 4.24 0.0041923 0.0709389 -1.73 FALSE
245161_at putative myrosinase binding proteNSP2 AT2G33070 1.81 0.86 4.24 0.0042073 0.0711397 -1.73 FALSE
267497_at putative glutaredoxin  ;supported --- AT2G30540 2.76 1.46 4.24 0.0042197 0.0712979 -1.73 TRUE
246060_at  rev interacting protein mis3 - like--- AT5G08420 -1.49 -0.57 -4.24 0.0042241 0.0713194 -1.74 FALSE
265472_at putative RING-H2 zinc finger pro --- AT2G15580 -1.79 -0.84 -4.23 0.0042506 0.0715542 -1.74 FALSE
246453_at syntaxin homologue  ;supported SYP21 AT5G16830 1.68 0.75 4.23 0.0042429 0.0715542 -1.74 FALSE
261582_at unknown protein ; supported by cGIF2 AT1G01160 -1.56 -0.64 -4.23 0.0042447 0.0715542 -1.74 FALSE
256659_at unknown protein similar to putativ--- AT3G12020 -1.64 -0.71 -4.23 0.0042486 0.0715542 -1.74 FALSE
255670_at Expressed protein ; supported byRHB1A AT4G00335 -1.49 -0.58 -4.23 0.0042575 0.0715643 -1.74 FALSE
245183_at  putative protein similarity to pred--- AT5G12440 -1.89 -0.92 -4.23 0.0042553 0.0715643 -1.74 FALSE
255600_s_a putative protein predicted protein--- AT4G01020 // -1.50 -0.58 -4.23 0.0042711 0.0715827 -1.75 FALSE
256542_at unknown protein PMI1 AT1G42550 -1.85 -0.89 -4.23 0.0042701 0.0715827 -1.75 FALSE
263209_at Expressed protein ; supported by--- AT1G10522 -2.59 -1.37 -4.23 0.0042694 0.0715827 -1.75 FALSE
266275_at putative tropinone reductase --- AT2G29370 -1.81 -0.85 -4.23 0.0042668 0.0715827 -1.75 FALSE
245987_at  NAM-like protein hypothetical pr ANAC083 AT5G13180 1.69 0.76 4.22 0.0042844 0.0717055 -1.75 TRUE
250013_at putative protein similar to unknow--- AT5G18040 -1.55 -0.63 -4.22 0.0042854 0.0717055 -1.75 FALSE



257831_at unknown protein  ;supported by f CCB1 AT3G26710 -1.77 -0.82 -4.22 0.0042879 0.0717055 -1.75 FALSE
261934_at  UDP-glucose glucosyltransferas UGT85A1 AT1G22400 4.12 2.04 4.22 0.0042968 0.0718017 -1.75 FALSE
264835_at unknown protein similar to unkno--- AT1G03550 -1.44 -0.53 -4.22 0.0043094 0.0718587 -1.76 FALSE
263906_at plastid division protein (FtsZ) idenFTSZ2-1 AT2G36250 -1.71 -0.78 -4.22 0.0043096 0.0718587 -1.76 FALSE
260248_at heat shock protein 101 (HSP101 ATHSP101 AT1G74310 2.63 1.40 4.22 0.0043035 0.0718587 -1.75 FALSE
248680_at pantoate-beta-alanine ligase  ;su PANC AT5G48840 -1.71 -0.77 -4.22 0.0043148 0.0718917 -1.76 FALSE
259835_at unknown protein TRZ3 AT1G52160 -1.57 -0.65 -4.21 0.004333 0.0720901 -1.76 FALSE
256130_at unknown protein contains Pfam p--- AT1G18170 -1.75 -0.80 -4.21 0.0043311 0.0720901 -1.76 FALSE
245138_at unknown protein predicted by ge AFO AT2G45190 -2.21 -1.15 -4.21 0.0043469 0.0722695 -1.76 FALSE
265374_at hypothetical protein  ;supported bPSBX AT2G06520 -1.49 -0.58 -4.21 0.0043522 0.072305 -1.77 FALSE
250137_at  rRNA methylase - like protein rR--- AT5G15390 -1.62 -0.70 -4.21 0.004367 0.0724976 -1.77 FALSE
247449_at  putative protein swelling-induced--- AT5G62290 -2.30 -1.20 -4.20 0.0043805 0.0726688 -1.77 TRUE
245745_at unknown protein contains similar --- AT1G51110 -2.04 -1.03 -4.20 0.0043992 0.0728435 -1.78 FALSE
260403_at hypothetical protein predicted by WRKY36 AT1G69810 1.51 0.59 4.20 0.0044024 0.0728435 -1.78 FALSE
254535_at  aspartate kinase-homoserine deAK-HSDH I AT4G19710 -1.52 -0.61 -4.20 0.0044038 0.0728435 -1.78 FALSE
248124_at putative protein contains similarit ATG18F AT5G54730 1.68 0.74 4.20 0.0044035 0.0728435 -1.78 FALSE
245137_at unknown protein --- AT2G45460 -1.87 -0.91 -4.20 0.004412 0.0729083 -1.78 FALSE
265760_at unknown protein --- AT2G01220 -1.63 -0.71 -4.20 0.0044173 0.0729083 -1.78 FALSE
245730_at unknown protein ;supported by fu--- AT1G73470 -1.55 -0.63 -4.20 0.0044161 0.0729083 -1.78 FALSE
246188_at putative protein --- AT5G21050 1.47 0.56 4.20 0.0044244 0.0729725 -1.78 FALSE
255960_at unknown protein ; supported by c--- AT1G22140 -1.84 -0.88 -4.19 0.004435 0.0730027 -1.79 FALSE
249128_at 1-aminocyclopropane-1-carboxyl --- AT5G43440 -1.58 -0.66 -4.19 0.0044388 0.0730027 -1.79 FALSE
251833_at putative protein various predicted--- AT3G55160 -1.56 -0.64 -4.19 0.0044483 0.0730027 -1.79 FALSE
257374_at hypothetical protein predicted by --- AT2G43280 -1.94 -0.95 -4.19 0.0044458 0.0730027 -1.79 FALSE
248558_at permease --- AT5G49990 -2.15 -1.10 -4.19 0.0044487 0.0730027 -1.79 FALSE
256438_s_aribosomal protein L41 identical to--- AT2G40205 // -2.82 -1.50 -4.19 0.0044333 0.0730027 -1.79 FALSE
263543_at putative pectinesterase PE11 AT2G21610 1.50 0.58 4.19 0.0044449 0.0730027 -1.79 FALSE
255650_s_ahypothetical protein CIP4.1 AT4G00930 // -1.75 -0.80 -4.19 0.0044592 0.0730182 -1.79 FALSE
253336_at  putative protein Caenorhabditis eEIF3K AT4G33250 -1.67 -0.74 -4.19 0.0044577 0.0730182 -1.79 FALSE
258610_at IAA-amino acid hydrolase (ILR1) ILR1 AT3G02875 2.35 1.23 4.19 0.0044548 0.0730182 -1.79 FALSE
252269_at putative protein  ;supported by fuLSU1 AT3G49580 -3.82 -1.93 -4.19 0.0044643 0.0730498 -1.79 FALSE
248850_at putative protein contains similarit --- AT5G46550 -1.64 -0.71 -4.19 0.0044694 0.0730798 -1.79 FALSE
256107_at hypothetical protein predicted by --- AT1G16830 -1.51 -0.60 -4.18 0.0044892 0.0731934 -1.80 FALSE
262607_at unknown protein ;supported by fu--- AT1G13990 1.81 0.85 4.18 0.0044881 0.0731934 -1.80 FALSE
255844_at putative protein kinase contains a--- AT2G33580 2.81 1.49 4.18 0.0044875 0.0731934 -1.80 FALSE



256813_at unknown protein --- AT3G21360 -1.64 -0.71 -4.19 0.0044829 0.0731934 -1.80 FALSE
262345_at hypothetical protein similar to hyp--- AT1G64180 -1.67 -0.74 -4.18 0.0044927 0.0731986 -1.80 FALSE
266699_at putative ribosomal protein L28  ; --- AT2G19730 -2.15 -1.11 -4.18 0.0045082 0.0733463 -1.80 FALSE
259050_at hypothetical protein similar to GB--- AT3G03356 // 1.44 0.52 4.18 0.0045063 0.0733463 -1.80 FALSE
249071_at putative protein similar to unknow--- AT5G44050 3.26 1.70 4.18 0.0045158 0.0733642 -1.80 TRUE
248102_at putative protein contains similarit --- AT5G55140 -1.94 -0.96 -4.18 0.0045254 0.0733642 -1.81 FALSE
246322_at  S-locus protein, putative similar --- AT1G16680 -1.55 -0.63 -4.18 0.004517 0.0733642 -1.80 FALSE
262839_at  PhD-finger protein, putative cont--- AT1G14770 -2.27 -1.18 -4.18 0.004525 0.0733642 -1.81 FALSE
263494_at  14-3-3 protein GF14mu (grf9) ideGRF9 AT2G42590 -1.51 -0.60 -4.18 0.0045237 0.0733642 -1.81 FALSE
244974_at PSII low MW protein --- --- -1.60 -0.68 -4.18 0.0045321 0.0734209 -1.81 FALSE
248418_at cleavage and polyadenylation sp CPSF160 AT5G51660 -1.65 -0.72 -4.18 0.0045396 0.0734387 -1.81 FALSE
267140_at putative GT-1-like transcription fa--- AT2G38250 2.36 1.24 4.18 0.0045393 0.0734387 -1.81 FALSE
259690_at  replication factor, putative simila --- AT1G63160 -2.13 -1.09 -4.17 0.0045728 0.0735066 -1.82 TRUE
246681_at  chloride channel-like protein chlo--- AT5G33280 -1.50 -0.58 -4.17 0.0045521 0.0735066 -1.81 FALSE
247156_at lysosomal Pro-X carboxypeptidas--- AT5G65760 -1.62 -0.70 -4.17 0.0045722 0.0735066 -1.82 FALSE
265119_at  flavin-containing monooxygenasFMO GS-O AT1G62570 2.76 1.47 4.17 0.0045726 0.0735066 -1.82 FALSE
257600_at hypothetical protein predicted by CLE41 AT3G24770 1.79 0.84 4.17 0.0045641 0.0735066 -1.82 FALSE
250264_at  glucosyltransferase -like protein --- AT5G12890 1.43 0.52 4.17 0.0045511 0.0735066 -1.81 FALSE
263515_at unknown protein --- AT2G21640 5.10 2.35 4.17 0.0045713 0.0735066 -1.82 FALSE
255068_at  Arabidopsis thaliana flavin-type bCRY1 AT4G08920 -1.45 -0.54 -4.17 0.0045602 0.0735066 -1.81 FALSE
258263_at unknown protein --- AT3G15780 -2.31 -1.21 -4.17 0.004557 0.0735066 -1.81 FALSE
266938_at hypothetical protein predicted by HPT1 AT2G18950 1.79 0.84 4.16 0.0046041 0.0737945 -1.82 TRUE
265931_at unknown protein  ;supported by f --- AT2G18520 -1.85 -0.88 -4.16 0.0046069 0.0737945 -1.82 FALSE
248287_at putative protein similar to unknow--- AT5G52970 -1.98 -0.99 -4.16 0.0046067 0.0737945 -1.82 FALSE
252199_at  anthranilate N-hydroxycinnamoy--- AT3G50270 -1.73 -0.79 -4.16 0.0045993 0.0737945 -1.82 FALSE
257642_at putative HLH DNA-binding protei BHLH32 AT3G25710 -1.80 -0.85 -4.16 0.0046067 0.0737945 -1.82 FALSE
260430_at putative zinc finger protein simila --- AT1G68200 1.49 0.58 4.16 0.0046129 0.0738092 -1.83 FALSE
265582_at putative RING zinc finger protein --- AT2G20030 1.74 0.80 4.16 0.0046143 0.0738092 -1.83 FALSE
267378_at hypothetical protein --- AT2G26200 -1.48 -0.57 -4.16 0.0046223 0.0738801 -1.83 FALSE
250716_at sucrose transporter protein ATSUC9 AT5G06170 1.54 0.62 4.16 0.0046284 0.0738801 -1.83 FALSE
251057_at  putative protein alkB protein - Es--- AT5G01780 -1.44 -0.52 -4.16 0.0046281 0.0738801 -1.83 FALSE
261479_at unknown protein ;supported by fuIQD28 AT1G14380 -2.05 -1.04 -4.16 0.0046385 0.0739888 -1.83 FALSE
248607_at NaCl-inducible Ca2+-binding pro ATCP1 AT5G49480 3.39 1.76 4.16 0.0046445 0.0739956 -1.83 TRUE
264052_at putative cytochrome P450 CYP79B3 AT2G22330 2.55 1.35 4.16 0.0046454 0.0739956 -1.83 TRUE
266207_at unknown protein  ; supported by --- AT2G27680 -1.84 -0.88 -4.15 0.0046547 0.0740914 -1.84 FALSE



265484_at unknown protein  ; supported by OTP51 AT2G15820 -1.64 -0.71 -4.15 0.0046699 0.0741029 -1.84 FALSE
249283_at amino acid permease-like protein--- AT5G41800 1.95 0.96 4.15 0.0046745 0.0741029 -1.84 FALSE
266661_at TINY-like AP2 domain transcripti --- AT2G25820 1.73 0.79 4.15 0.0046766 0.0741029 -1.84 FALSE
249594_at  putative protein SIAH1 protein, B--- AT5G37910 1.53 0.61 4.15 0.0046726 0.0741029 -1.84 FALSE
260065_at  putative RING zinc finger protein--- AT1G73760 1.67 0.74 4.15 0.0046771 0.0741029 -1.84 FALSE
246832_at  putative protein isopenicillin N ep--- AT5G26600 1.70 0.77 4.15 0.0046652 0.0741029 -1.84 FALSE
264202_at TINY-like transcription factor Con--- AT1G22810 4.37 2.13 4.15 0.0046814 0.0741029 -1.84 FALSE
248633_at arginine methyltransferase-like p PRMT4A AT5G49020 -1.65 -0.73 -4.15 0.0046785 0.0741029 -1.84 FALSE
267338_at 26S proteasome regulatory subu EIF2 AT2G39990 -1.72 -0.78 -4.15 0.0046975 0.0741114 -1.84 FALSE
264270_at  beta-glucosidase, putative simila--- --- 1.50 0.58 4.15 0.0046936 0.0741114 -1.84 FALSE
247844_at  ARR2 - like protein ARR2 proteinARR18 AT5G58080 1.51 0.59 4.15 0.0046971 0.0741114 -1.84 FALSE
251289_at  auxin response factor-like protei ARF18 AT3G61830 -1.83 -0.87 -4.15 0.0047014 0.0741114 -1.85 FALSE
246517_at  ribosomal protein 3 precursor-lik --- AT5G15760 -1.73 -0.79 -4.15 0.0046917 0.0741114 -1.84 FALSE
248738_at unknown protein  ;supported by f --- AT5G48020 1.60 0.68 4.15 0.0046987 0.0741114 -1.84 FALSE
260160_at  putative RNA-binding protein con--- AT1G79880 -1.55 -0.63 -4.15 0.0047052 0.0741194 -1.85 FALSE
245701_at ferredoxin-dependent glutamate GLU1 AT5G04140 -1.98 -0.99 -4.14 0.0047118 0.0741724 -1.85 FALSE
261771_at hypothetical protein contains sim --- AT1G76150 1.43 0.52 4.14 0.0047202 0.0742537 -1.85 FALSE
260486_at F-box protein ZEITLUPE/FKF/LK--- AT1G51550 -1.62 -0.69 -4.14 0.0047386 0.0743885 -1.85 FALSE
267462_at Expressed protein ; supported by--- AT2G33735 -2.36 -1.24 -4.14 0.004737 0.0743885 -1.85 FALSE
251770_at  leucoanthocyanidin dioxygenase--- AT3G55970 9.29 3.22 4.14 0.004734 0.0743885 -1.85 FALSE
260157_at unknown protein  ; supported by --- AT1G52930 -2.83 -1.50 -4.14 0.0047487 0.0744318 -1.86 FALSE
253715_at  RIBOSOMAL PROTEIN S30 hom--- AT4G29390 -1.67 -0.74 -4.14 0.0047633 0.0744318 -1.86 FALSE
249224_at mitochondrial carrier protein-like --- AT5G42130 -1.47 -0.56 -4.13 0.0047739 0.0744318 -1.86 FALSE
260137_at unknown protein ;supported by fu--- AT1G66330 -2.00 -1.00 -4.13 0.0047709 0.0744318 -1.86 FALSE
253827_at Expressed protein ; supported by--- AT4G28085 4.06 2.02 4.14 0.0047665 0.0744318 -1.86 FALSE
261828_at unknown protein ; supported by c--- AT1G11360 -1.55 -0.63 -4.14 0.0047472 0.0744318 -1.86 FALSE
258109_at hypothetical protein contains Pfa HGL1 AT3G23640 -1.62 -0.69 -4.14 0.0047639 0.0744318 -1.86 FALSE
249795_at 40S ribosomal protein S11 ;supp RPS11-BETAT5G23740 -2.44 -1.29 -4.14 0.0047664 0.0744318 -1.86 FALSE
248538_at putative protein contains similarit --- AT5G50110 -1.85 -0.89 -4.13 0.0047688 0.0744318 -1.86 FALSE
254647_at hypothetical protein --- AT4G18540 1.44 0.53 4.13 0.0047702 0.0744318 -1.86 FALSE
262448_at  En/Spm-like transposon protein, --- AT1G49450 1.61 0.69 4.13 0.0047782 0.0744474 -1.86 FALSE
259192_at unknown protein  ;supported by f --- AT3G01740 -1.75 -0.80 -4.13 0.0047946 0.0745269 -1.87 FALSE
247746_at uncoupling protein AtUCP2  ;sup ATUCP2 AT5G58970 -1.88 -0.91 -4.13 0.0047928 0.0745269 -1.87 FALSE
263882_at putative ribonucleoside-diphosphRNR1 AT2G21790 -3.04 -1.60 -4.13 0.0047964 0.0745269 -1.87 FALSE
261902_at unknown protein ; supported by f PLMT AT1G80860 -1.54 -0.62 -4.13 0.0047961 0.0745269 -1.87 FALSE



246736_at  putative protein hypothetical pro --- AT5G27560 -1.64 -0.72 -4.13 0.0048013 0.0745526 -1.87 FALSE
247098_at GTP-binding protein-like --- AT5G66470 -2.12 -1.08 -4.13 0.0048168 0.0747426 -1.87 FALSE
256797_at  DEAD box helicase protein, puta--- AT3G18600 -2.08 -1.06 -4.12 0.0048274 0.0747623 -1.87 FALSE
245052_at putative pectinesterase --- AT2G26440 1.81 0.86 4.13 0.0048228 0.0747623 -1.87 FALSE
250426_at  ovule development protein - like AIL6 AT5G10510 1.51 0.60 4.12 0.0048279 0.0747623 -1.87 FALSE
246145_at  peroxidase peroxidase, Lycoper --- AT5G19880 3.74 1.90 4.12 0.0048407 0.0749087 -1.88 FALSE
259840_at photosystem I subunit VI precursPSAH2 AT1G52230 -1.79 -0.84 -4.12 0.0048448 0.0749219 -1.88 FALSE
250125_at biotin carboxyl carrier protein of aCAC1 AT5G16390 -1.61 -0.68 -4.12 0.0048581 0.0749484 -1.88 TRUE
249120_at unknown protein  ;supported by f --- AT5G43750 -1.60 -0.68 -4.12 0.0048615 0.0749484 -1.88 TRUE
247311_at DNA polymerase III catalytic sub EMB2780 AT5G63960 -1.64 -0.71 -4.12 0.0048629 0.0749484 -1.88 FALSE
250429_at  putative protein TH65 protein, Ar--- AT5G10470 -1.60 -0.68 -4.12 0.0048605 0.0749484 -1.88 FALSE
260106_at unknown protein ;supported by fu--- AT1G35420 -1.61 -0.68 -4.12 0.0048507 0.0749484 -1.88 FALSE
246052_at  putative protein predicted protein--- AT5G08310 -1.80 -0.85 -4.11 0.0048901 0.0751739 -1.89 FALSE
250555_at  putative protein ferredoxin (2Fe- --- AT5G07950 -1.95 -0.96 -4.11 0.0048908 0.0751739 -1.89 FALSE
258132_at  protein kinase, putative similar toATPERK1 AT3G24550 1.98 0.99 4.11 0.0048871 0.0751739 -1.89 FALSE
246738_at  replication factor C - like replicat EMB2775 AT5G27740 -1.58 -0.66 -4.12 0.0048844 0.0751739 -1.88 FALSE
254198_at hypothetical protein --- AT4G24090 -1.65 -0.72 -4.11 0.0048968 0.0752164 -1.89 FALSE
266616_at putative CDC6 protein  ; supporteCDC6 AT2G29680 -1.54 -0.62 -4.11 0.0049052 0.0752941 -1.89 FALSE
245774_at hypothetical protein contains sim TCP24 AT1G30210 -1.53 -0.61 -4.11 0.0049115 0.0753408 -1.89 FALSE
246340_s_a AtPP -like protein AtPP protein, --- AT3G44860 // 2.73 1.45 4.11 0.0049159 0.0753579 -1.89 FALSE
261118_at  protease, putative similar to SP: --- AT1G75460 -1.61 -0.68 -4.11 0.0049222 0.0754038 -1.89 FALSE
262259_s_ahypothetical protein predicted by --- AT1G53870 // -2.09 -1.06 -4.11 0.0049267 0.0754215 -1.89 FALSE
255219_at hypothetical protein --- AT4G07720 1.51 0.59 4.11 0.0049309 0.0754355 -1.89 FALSE
245256_at Expressed protein ; supported byFAR1 AT4G15090 -1.70 -0.77 -4.11 0.004939 0.0755091 -1.90 FALSE
261851_at  hexokinase, putative similar to c HKL1 AT1G50460 2.43 1.28 4.10 0.0049548 0.0755369 -1.90 TRUE
262172_at  ribosomal protein S9, putative si RPS9 AT1G74970 -1.58 -0.66 -4.10 0.0049538 0.0755369 -1.90 FALSE
256876_at hypothetical protein predicted by --- AT3G26360 -1.42 -0.50 -4.10 0.0049574 0.0755369 -1.90 FALSE
254605_at  protein kinase - like protein prote--- AT4G18950 3.08 1.62 4.10 0.0049561 0.0755369 -1.90 FALSE
250603_at  putative protein mature parasite---- AT5G07820 -1.64 -0.71 -4.10 0.0049559 0.0755369 -1.90 FALSE
261077_at  protein phosphatase 2C, putative--- AT1G07430 2.09 1.06 4.10 0.0049648 0.0755982 -1.90 FALSE
261664_s_ahypothetical protein contains sim --- AT1G18320 // -1.97 -0.98 -4.10 0.004981 0.0756943 -1.90 TRUE
257199_at  Tic22, putative similar to Tic22 G--- AT3G23710 -1.70 -0.77 -4.10 0.0049805 0.0756943 -1.90 FALSE
261638_at Expressed protein ; supported by--- AT1G49975 -2.55 -1.35 -4.10 0.0049771 0.0756943 -1.90 FALSE
248340_at putative protein similar to unknow--- AT5G52180 -1.58 -0.66 -4.10 0.0049854 0.0757046 -1.91 FALSE
264698_at unknown protein --- AT1G70200 -1.57 -0.65 -4.10 0.0049883 0.0757046 -1.91 FALSE



259477_at unknown protein ;supported by fu--- AT1G19120 -1.50 -0.58 -4.10 0.0049954 0.0757608 -1.91 FALSE
256204_at  DNA polymerase A family protei POLGAMM AT1G50840 -1.81 -0.86 -4.09 0.0050076 0.0758122 -1.91 TRUE
248473_at small zinc finger-like protein  ;supTIM8 AT5G50810 -1.77 -0.83 -4.10 0.0050058 0.0758122 -1.91 FALSE
259566_at hypothetical protein --- AT1G20520 1.48 0.56 4.09 0.0050087 0.0758122 -1.91 FALSE
256094_at hypothetical protein predicted by SAUL1 AT1G20780 1.59 0.67 4.09 0.0050161 0.07584 -1.91 FALSE
253329_at hypothetical protein --- AT4G33480 -1.50 -0.58 -4.09 0.0050172 0.07584 -1.91 FALSE
246260_at  amino acid permease, putative c--- AT1G31820 -1.89 -0.92 -4.09 0.005031 0.0758641 -1.92 FALSE
264806_at hypothetical protein predicted by --- AT1G08610 -2.49 -1.32 -4.09 0.0050284 0.0758641 -1.91 FALSE
260383_s_aputative 60S ribosomal protein L6--- AT1G74050 // -1.91 -0.93 -4.09 0.0050321 0.0758641 -1.92 FALSE
254977_s_asubtilisin-like serine protease con--- AT4G10520 // 1.43 0.52 4.09 0.005029 0.0758641 -1.91 FALSE
253920_at  histone H2A- like protein histoneHTA2 AT4G27230 -2.01 -1.01 -4.09 0.0050366 0.0758823 -1.92 FALSE
262369_at hypothetical protein predicted by --- AT1G73010 7.27 2.86 4.09 0.005058 0.0758957 -1.92 TRUE
250753_at glucuronosyl transferase-like pro UGT76C2 AT5G05860 1.83 0.87 4.09 0.0050514 0.0758957 -1.92 FALSE
263332_at putative snRNP splicing factor  ;s--- AT2G03870 -1.53 -0.61 -4.09 0.0050608 0.0758957 -1.92 FALSE
261414_at Expressed protein ; supported by--- AT1G07795 1.98 0.99 4.09 0.005057 0.0758957 -1.92 FALSE
263845_at phenylalanine ammonia lyase (PApal1 AT2G37040 4.99 2.32 4.09 0.0050557 0.0758957 -1.92 FALSE
251956_at RNA-binding protein cp29 proteinCP29 AT3G53460 -1.58 -0.66 -4.09 0.0050601 0.0758957 -1.92 FALSE
255456_at hypothetical protein ;supported b --- AT4G02920 -1.58 -0.66 -4.09 0.0050494 0.0758957 -1.92 FALSE
247549_at putative transcription factor MYB MYB28 AT5G61420 -2.13 -1.09 -4.08 0.0050739 0.0760414 -1.92 FALSE
264516_at unknown protein --- AT1G10090 1.54 0.62 4.08 0.0050901 0.0760533 -1.93 TRUE
245093_at hypothetical protein predicted by --- AT2G40815 // -1.60 -0.67 -4.08 0.0050913 0.0760533 -1.93 FALSE
246019_at  putative protein predicted protein--- AT5G10690 -1.82 -0.86 -4.08 0.0050849 0.0760533 -1.93 FALSE
245867_at ATP phosphoribosyl transferase ATATP-PRTAT1G58080 -1.66 -0.73 -4.08 0.0050815 0.0760533 -1.93 FALSE
254413_at myb-related protein M4  ;support ATMYB102 AT4G21440 2.14 1.10 4.08 0.005078 0.0760533 -1.92 FALSE
249552_s_a receptor serine/threonine protein--- AT5G38240 // 2.32 1.21 4.08 0.0051261 0.0761001 -1.93 TRUE
258009_at unknown protein --- AT3G19440 -1.44 -0.53 -4.08 0.005129 0.0761001 -1.94 FALSE
247529_at monosaccharide transporter STP--- AT5G61520 -1.59 -0.67 -4.08 0.0050995 0.0761001 -1.93 TRUE
252508_at  putative protein tRNA nucleotidy --- AT3G46210 -2.11 -1.07 -4.08 0.0051032 0.0761001 -1.93 TRUE
257056_at unknown protein similar to hypoth--- AT3G15350 1.62 0.69 4.08 0.0051296 0.0761001 -1.94 FALSE
258461_at hypothetical protein predicted by --- AT3G17340 1.49 0.57 4.08 0.0051096 0.0761001 -1.93 FALSE
258192_at  putative terpene synthase-relate --- AT3G29110 1.47 0.55 4.08 0.0051129 0.0761001 -1.93 FALSE
258329_at putative protein disulfide isomeraATPDIL1-6 AT3G16110 -1.57 -0.65 -4.08 0.0051226 0.0761001 -1.93 FALSE
266924_at unknown protein  ;supported by f --- AT2G45730 -1.76 -0.81 -4.08 0.0051215 0.0761001 -1.93 FALSE
245061_at hypothetical protein ;supported b RCA AT2G39730 -1.47 -0.56 -4.07 0.0051312 0.0761001 -1.94 FALSE
266078_at putative two-component respons ARR16 AT2G40670 1.56 0.64 4.08 0.0051179 0.0761001 -1.93 FALSE



252122_at  putative protein hypothetical pro --- AT3G51140 -1.64 -0.71 -4.07 0.0051393 0.0761715 -1.94 FALSE
247571_at snap25a  ;supported by full-lengt SNAP33 AT5G61210 1.49 0.57 4.07 0.0051525 0.0763176 -1.94 FALSE
249945_at 60S ribosomal protein L10A  ; su --- AT5G22440 -2.77 -1.47 -4.07 0.0051563 0.0763242 -1.94 FALSE
259791_at unknown protein ; supported by c--- AT1G29700 -2.31 -1.21 -4.07 0.0051874 0.0763635 -1.95 TRUE
261166_s_aExpressed protein ; supported by--- AT1G34570 // -1.85 -0.89 -4.06 0.0052201 0.0763635 -1.95 TRUE
252941_at  phenylalanyl-trna synthetase - lik--- AT4G39280 -1.49 -0.58 -4.06 0.005221 0.0763635 -1.95 FALSE
261973_at hypothetical protein predicted by --- AT1G64610 2.00 1.00 4.07 0.0051829 0.0763635 -1.95 FALSE
248242_at aldo/keto reductase-like protein --- AT5G53580 -1.80 -0.85 -4.06 0.005218 0.0763635 -1.95 FALSE
263638_at unknown protein --- AT2G25310 -1.45 -0.54 -4.07 0.0051636 0.0763635 -1.94 FALSE
260598_at unknown protein --- AT1G55930 -1.96 -0.97 -4.07 0.0051677 0.0763635 -1.94 FALSE
254752_at  putative protein IFA-binding prot --- AT4G13160 -1.61 -0.69 -4.06 0.0052105 0.0763635 -1.95 FALSE
249342_at  putative protein ATP12 protein p--- AT5G40660 -1.66 -0.74 -4.06 0.0052195 0.0763635 -1.95 FALSE
263181_at unknown protein  ;supported by f --- AT1G05720 -1.51 -0.59 -4.07 0.0051846 0.0763635 -1.95 FALSE
245952_at  putative protein predicted protein--- AT5G28500 -1.78 -0.83 -4.07 0.005187 0.0763635 -1.95 FALSE
262086_at  GTP-binding protein, putative sim--- AT1G56050 -1.75 -0.80 -4.06 0.0051973 0.0763635 -1.95 FALSE
261815_at  leucine zipper protein, putative s--- AT1G08320 1.80 0.85 4.07 0.0051765 0.0763635 -1.94 FALSE
265581_at putative cAMP-dependent protein--- AT2G20050 -1.53 -0.61 -4.06 0.0052226 0.0763635 -1.95 FALSE
250016_at Cu/Zn superoxide dismutase-likeCSD3 AT5G18100 -1.62 -0.69 -4.06 0.0052122 0.0763635 -1.95 FALSE
257180_at  sun protein (fmu protein), putativ--- AT3G13180 -1.78 -0.83 -4.06 0.0052052 0.0763635 -1.95 FALSE
267233_s_aunknown protein --- AT2G43910 // -1.98 -0.98 -4.06 0.0052163 0.0763635 -1.95 FALSE
252646_at  protein kinase-like protein protei --- AT3G44610 -1.51 -0.60 -4.06 0.0052175 0.0763635 -1.95 FALSE
267374_at putative uricase subunit similar to--- AT2G26230 1.47 0.56 4.06 0.0052153 0.0763635 -1.95 FALSE
247072_at putative protein similar to unknow--- AT5G66490 -2.03 -1.02 -4.06 0.0052405 0.0764321 -1.96 TRUE
255481_at T14P8.6  ; supported by cDNA: gPMS1 AT4G02460 -1.82 -0.86 -4.06 0.0052507 0.0764321 -1.96 TRUE
249257_at unknown protein --- AT5G41640 1.42 0.51 4.06 0.0052465 0.0764321 -1.96 FALSE
249829_at c-myc binding protein MM-1-like PDF5 AT5G23290 -1.57 -0.65 -4.06 0.0052488 0.0764321 -1.96 FALSE
254167_at  serine/threonine kinase-like prot CIPK8 AT4G24400 1.66 0.73 4.06 0.0052506 0.0764321 -1.96 FALSE
251941_at  putative protein ribosomal protei --- AT3G53470 -1.58 -0.66 -4.06 0.0052491 0.0764321 -1.96 FALSE
251349_s_aputative protein several hypothet --- AT3G11030 // -1.87 -0.90 -4.06 0.0052348 0.0764321 -1.96 FALSE
265383_at  putative WD-40 repeat protein, MMSI2 AT2G16780 -1.92 -0.94 -4.05 0.0052608 0.0765305 -1.96 FALSE
250156_at  putative protein predicted protein--- AT5G15170 -1.48 -0.56 -4.05 0.0052836 0.076812 -1.97 FALSE
251929_at sigma factor SigC  ; supported bySIGC AT3G53920 -1.56 -0.64 -4.05 0.0052876 0.0768224 -1.97 FALSE
255647_at Ca2+-transporting ATPase - like ECA2 AT4G00900 1.76 0.82 4.05 0.0052972 0.0768592 -1.97 TRUE
250382_at  putative protein rjs protein, Mus --- AT5G11580 -1.43 -0.52 -4.05 0.005303 0.0768592 -1.97 FALSE
259708_at  lysophospholipase isolog, putativ--- AT1G77420 1.81 0.86 4.05 0.0053037 0.0768592 -1.97 FALSE



253335_at  putative protein YHR077c (NMD--- AT4G33500 -1.65 -0.73 -4.05 0.0053013 0.0768592 -1.97 FALSE
261838_at  heat shock protein hsp70, putativHsp70b AT1G16030 -1.58 -0.66 -4.05 0.0053173 0.076874 -1.97 FALSE
254045_at  pumilio-like protein abdominal seAPUM6 AT4G25880 -1.51 -0.60 -4.05 0.0053127 0.076874 -1.97 FALSE
250669_at polygalacturonase inhibiting protePGIP2 AT5G06870 3.89 1.96 4.05 0.0053204 0.076874 -1.97 FALSE
247696_at  MYB27 protein - like MYB27 proMYB59 AT5G59780 -2.90 -1.54 -4.05 0.0053194 0.076874 -1.97 FALSE
258979_at heat-shock protein (At-hsc70-3) i --- AT3G09440 2.49 1.32 4.05 0.0053215 0.076874 -1.97 FALSE
265415_at unknown protein  ;supported by f PSB29 AT2G20890 -1.64 -0.71 -4.04 0.0053292 0.0769359 -1.97 FALSE
262400_at unknown protein ; supported by cRTV1 AT1G49480 -1.44 -0.53 -4.04 0.0053707 0.0774857 -1.98 FALSE
245982_at senescence-associated protein (SSAG29 AT5G13170 9.60 3.26 4.04 0.0053795 0.0775637 -1.98 FALSE
263866_at putative farnesylated protein  ;su --- AT2G36950 2.09 1.07 4.03 0.0053946 0.0775858 -1.99 TRUE
261891_at  transcriptional regulator, putative--- AT1G80790 -1.46 -0.54 -4.03 0.0054004 0.0775858 -1.99 FALSE
246400_at hypothetical protein contains sim --- AT1G57540 -1.48 -0.57 -4.03 0.0054007 0.0775858 -1.99 FALSE
252823_at Expressed protein ; supported by--- AT4G40045 -1.60 -0.68 -4.03 0.0054029 0.0775858 -1.99 FALSE
255018_at hypothetical protein  ; supported --- AT4G10090 -1.81 -0.86 -4.03 0.0053908 0.0775858 -1.99 FALSE
249231_at putative protein similar to unknowABIL4 AT5G42030 -1.65 -0.72 -4.03 0.0053911 0.0775858 -1.99 FALSE
253295_at  putative aspartate--tRNA ligase --- AT4G33760 -1.99 -1.00 -4.03 0.0054048 0.0775858 -1.99 FALSE
261788_at unknown protein ;supported by fuNDF1 AT1G15980 -2.37 -1.25 -4.03 0.0054255 0.0777676 -1.99 TRUE
249466_at  ribosomal protein L5 - like ribosoRPL5B AT5G39740 -2.07 -1.05 -4.03 0.0054228 0.0777676 -1.99 FALSE
264508_at putative phytochrome A similar toPHYA AT1G09570 -2.20 -1.14 -4.03 0.0054277 0.0777676 -1.99 FALSE
264115_at hypothetical protein --- AT2G31290 -1.74 -0.80 -4.03 0.0054322 0.0777837 -1.99 FALSE
262599_at  unknown protein ESTs gb|R6514--- AT1G15350 -1.56 -0.64 -4.03 0.0054379 0.0778159 -2.00 FALSE
267175_s_aactin 3 identical to GB:U29480;suACT1 AT2G37620 // 1.91 0.94 4.03 0.0054547 0.0780075 -2.00 TRUE
249821_at putative protein contains similarit --- AT5G23690 -2.21 -1.14 -4.02 0.0054584 0.078011 -2.00 TRUE
249847_at serine carboxypeptidase II-like prSCPL34 AT5G23210 -2.03 -1.02 -4.02 0.0054653 0.0780123 -2.00 TRUE
250672_at DnaJ homologue (gb|AAB91418.ATJ6 AT5G06910 -1.44 -0.53 -4.02 0.0054644 0.0780123 -2.00 FALSE
250510_at 15.9 kDa subunit of RNA polyme NRPB4 AT5G09920 -1.52 -0.60 -4.02 0.0054692 0.0780195 -2.00 FALSE
248968_at pectin acetylesterase  ;supported--- AT5G45280 2.54 1.34 4.02 0.0055072 0.0780532 -2.01 TRUE
263131_at  ribosomal protein L13, putative semb1473 AT1G78630 -1.57 -0.65 -4.02 0.0054964 0.0780532 -2.01 TRUE
256617_at unknown protein  ; supported by --- AT3G22240 3.12 1.64 4.02 0.0054803 0.0780532 -2.00 TRUE
252619_at putative protein several hypothet --- AT3G45210 -2.36 -1.24 -4.02 0.0055127 0.0780532 -2.01 TRUE
256337_at unknown protein --- AT1G72060 -3.80 -1.93 -4.02 0.0055125 0.0780532 -2.01 FALSE
267096_at unknown protein  ; supported by --- AT2G38180 -2.41 -1.27 -4.02 0.0054861 0.0780532 -2.00 FALSE
258051_at hypothetical protein predicted by TRZ4 AT3G16260 -1.82 -0.86 -4.02 0.0054877 0.0780532 -2.00 FALSE
260328_at putative aspartate aminotransfera--- AT1G80360 1.45 0.54 4.02 0.0054856 0.0780532 -2.00 FALSE
247128_at atfp6-like protein --- AT5G66110 -1.90 -0.92 -4.02 0.0055071 0.0780532 -2.01 FALSE



262911_s_a heat shock protein, putative simi --- AT1G07400 // 4.62 2.21 4.02 0.0055051 0.0780532 -2.01 FALSE
251599_at adenylosuccinate synthetase  ;suADSS AT3G57610 -1.61 -0.69 -4.02 0.0054932 0.0780532 -2.01 FALSE
263750_at unknown protein --- AT2G21530 -1.82 -0.87 -4.02 0.0054996 0.0780532 -2.01 FALSE
255719_at unknown protein ;supported by fu--- AT1G32080 -2.72 -1.44 -4.01 0.0055248 0.0780955 -2.01 TRUE
250087_at putative protein contains similarit --- AT5G17270 -2.20 -1.14 -4.02 0.0055223 0.0780955 -2.01 FALSE
254004_at arginyl-tRNA synthetase emb1027 AT4G26300 -1.41 -0.50 -4.01 0.0055259 0.0780955 -2.01 FALSE
255850_at putative chloroplast 50S ribosom --- AT2G33450 -1.69 -0.76 -4.01 0.0055366 0.0781536 -2.01 TRUE
248768_at 60S acidic ribosomal protein P1-l--- AT5G47700 -2.16 -1.11 -4.01 0.0055369 0.0781536 -2.01 FALSE
264938_at unknown protein contains similar --- AT1G60610 1.59 0.67 4.01 0.0055707 0.0785548 -2.02 FALSE
264340_at unknown protein similar to hypoth--- AT1G70280 -1.70 -0.77 -4.01 0.0055736 0.0785548 -2.02 FALSE
244965_at hypothetical protein --- --- -1.94 -0.95 -4.01 0.0055756 0.0785548 -2.02 FALSE
264959_at hypothetical protein predicted by --- AT1G77090 -1.68 -0.75 -4.01 0.0055832 0.0785641 -2.02 FALSE
260384_at putative 2-isopropylmalate synthaIMS1 AT1G74040 -1.57 -0.65 -4.01 0.0055826 0.0785641 -2.02 FALSE
260946_at hypothetical protein predicted by --- AT1G06010 -1.69 -0.75 -4.00 0.005593 0.0786058 -2.02 FALSE
265670_s_aunknown protein  ;supported by f --- AT2G32190 // 4.10 2.04 4.01 0.0055899 0.0786058 -2.02 FALSE
247982_at serine O-acetyltransferase (EC 2ATSERAT1AT5G56760 1.61 0.69 4.00 0.0056153 0.0786145 -2.03 TRUE
260268_at unknown protein  ;supported by f --- AT1G68490 -1.52 -0.60 -4.00 0.0056212 0.0786145 -2.03 FALSE
265446_at unknown protein  ;supported by f --- AT2G37110 1.59 0.67 4.00 0.0056126 0.0786145 -2.03 FALSE
264173_at unknown protein --- AT1G02160 -1.52 -0.61 -4.00 0.0056064 0.0786145 -2.03 FALSE
257003_at unknown protein  ;supported by f FLU AT3G14110 -1.91 -0.93 -4.00 0.0056021 0.0786145 -2.03 FALSE
253731_at  acid phosphatase-like protein  ac--- AT4G29260 -1.47 -0.55 -4.00 0.0056057 0.0786145 -2.03 FALSE
253534_at cytochrome P450 monooxygenasCYP83B1 AT4G31500 2.90 1.54 4.00 0.0056094 0.0786145 -2.03 FALSE
263537_at CONSTANS-like B-box zinc fingeCOL3 AT2G24790 -1.53 -0.61 -4.00 0.0056179 0.0786145 -2.03 FALSE
248765_at MutT domain protein-like  ; suppoATNUDT2 AT5G47650 -1.50 -0.58 -4.00 0.0056348 0.0787553 -2.03 FALSE
259981_at unknown protein  ; supported by --- AT1G76450 -1.71 -0.78 -4.00 0.0056404 0.0787861 -2.03 FALSE
247493_at  copine - like protein copine I, HoBON1 AT5G61900 2.41 1.27 4.00 0.0056547 0.0789379 -2.04 FALSE
248493_at putative protein contains similarit FSD2 AT5G51100 -1.64 -0.72 -3.99 0.0056817 0.079266 -2.04 FALSE
248981_at regulatory protein NPR1-like; tranNPR3 AT5G45110 1.58 0.66 3.99 0.005693 0.0793755 -2.04 FALSE
253612_at  putative protein D-ribulokinase - --- AT4G30310 -1.52 -0.60 -3.99 0.005707 0.0795213 -2.04 FALSE
255128_at  putative protein glutamic acid-ric--- AT4G08310 -1.77 -0.83 -3.99 0.0057146 0.0795784 -2.05 FALSE
254527_at  putative protein KIAA0682 prote --- AT4G19610 -1.43 -0.52 -3.99 0.0057298 0.079644 -2.05 FALSE
250891_at  fatty acid elongase - like protein KCS19 AT5G04530 1.74 0.80 3.99 0.0057253 0.079644 -2.05 FALSE
256043_at hypothetical protein contains Pfa --- AT1G07210 -1.96 -0.97 -3.99 0.0057285 0.079644 -2.05 FALSE
246463_at  quinone oxidoreductase -like proAT-AER AT5G16970 1.99 0.99 3.98 0.0057428 0.0796728 -2.05 TRUE
258193_at putative pectinesterase similar toPME31 AT3G29090 -1.48 -0.57 -3.98 0.005737 0.0796728 -2.05 FALSE



262433_s_a DNA binding protein, putative simATRBP47CAT1G47490 // -1.50 -0.58 -3.98 0.0057493 0.0796728 -2.05 FALSE
266299_at glutathione S-transferase identicaATGSTU5 AT2G29450 2.62 1.39 3.98 0.0057471 0.0796728 -2.05 FALSE
249579_at  ADP-ribosylation factor - like proATARLA1A AT5G37680 -1.56 -0.65 -3.98 0.0057437 0.0796728 -2.05 FALSE
253952_at  ubiquitin-like protein ubiquitin-lik SUMO1 AT4G26840 -1.55 -0.63 -3.98 0.0057567 0.079703 -2.05 FALSE
255791_at plastid protein identical to GB:Z8 DAL1 AT2G33430 -1.86 -0.89 -3.98 0.0057585 0.079703 -2.05 FALSE
261922_at  amp-binding protein, putative simAAE12 AT1G65890 1.87 0.90 3.98 0.0057639 0.0797304 -2.06 FALSE
251285_at putative protein several hypothet --- AT3G61770 -1.56 -0.64 -3.98 0.0057729 0.0797478 -2.06 FALSE
245387_at nuclear RNA binding protein A-lik--- AT4G17520 -1.80 -0.85 -3.98 0.0057757 0.0797478 -2.06 FALSE
266696_at copia-like retroelement pol polypr--- AT2G19680 -1.71 -0.77 -3.98 0.0057705 0.0797478 -2.06 FALSE
260592_at  cellulose synthase catalytic subuCSLE1 AT1G55850 -1.79 -0.84 -3.98 0.0057925 0.0798674 -2.06 TRUE
248095_at putative protein strong similarity tATMAP65-1AT5G55230 -1.84 -0.88 -3.97 0.0058471 0.0798674 -2.07 TRUE
254215_at  putative Na+/H+-exchanging proATCHX17 AT4G23700 6.27 2.65 3.98 0.0057976 0.0798674 -2.06 FALSE
246808_at  putative protein many predicted --- AT5G27110 -1.55 -0.63 -3.98 0.0058008 0.0798674 -2.06 FALSE
260407_at putative protein kinase Pfam HM --- AT1G69910 1.46 0.55 3.97 0.0058373 0.0798674 -2.07 FALSE
266108_at putative peptide/amino acid trans--- AT2G37900 1.71 0.77 3.97 0.0058092 0.0798674 -2.06 FALSE
261909_at hypothetical protein predicted by SAR3 AT1G80680 -1.74 -0.80 -3.97 0.0058481 0.0798674 -2.07 FALSE
249817_at putative protein similar to unknow--- AT5G23820 10.63 3.41 3.97 0.0058229 0.0798674 -2.07 TRUE
248386_at DNA-directed RNA polymerase I NRPB6A AT5G51940 -1.60 -0.68 -3.97 0.0058553 0.0798674 -2.07 FALSE
246976_s_a putative protein UBIQUINONE B--- AT5G24810 2.05 1.04 3.97 0.0058323 0.0798674 -2.07 FALSE
255695_at putative protein UNE11 AT4G00080 1.50 0.58 3.98 0.0057928 0.0798674 -2.06 FALSE
267093_at  high affinity Ca2+ antiporter idenCAX1 AT2G38170 -2.10 -1.07 -3.97 0.0058349 0.0798674 -2.07 FALSE
261378_at  calcium-dependent protein kinasATCDPK1 AT1G18890 2.02 1.02 3.97 0.0058196 0.0798674 -2.07 FALSE
251119_at  putative protein nifR3 protein, Az--- AT3G63510 -1.89 -0.92 -3.97 0.0058083 0.0798674 -2.06 FALSE
252228_at  porin - like protein porin, MesemVDAC5 AT3G49920 -1.47 -0.56 -3.97 0.0058214 0.0798674 -2.07 FALSE
245350_at nuclear antigen homolog ;suppor --- AT4G16830 -1.66 -0.73 -3.97 0.0058359 0.0798674 -2.07 FALSE
253473_at  putative protein mixed-lineage p --- AT4G32250 2.37 1.24 3.97 0.0058534 0.0798674 -2.07 FALSE
259856_at unknown protein  ;supported by f --- AT1G68440 2.97 1.57 3.97 0.0058325 0.0798674 -2.07 FALSE
250843_at  putative RNA-binding protein astBTR1L AT5G04430 -1.49 -0.58 -3.97 0.0058119 0.0798674 -2.06 FALSE
245501_at hypothetical protein --- AT4G15620 2.80 1.48 3.97 0.0058558 0.0798674 -2.07 FALSE
251425_at  putative protein chloroplast Cpn2--- AT3G60210 -1.63 -0.70 -3.97 0.0058579 0.0798674 -2.07 FALSE
260069_at unknown protein --- AT1G73820 -1.53 -0.62 -3.97 0.0058676 0.0798722 -2.07 FALSE
253208_at putative protein --- AT4G34830 -1.52 -0.60 -3.97 0.0058624 0.0798722 -2.07 FALSE
263693_at hypothetical protein predicted by ATPP2-A9 AT1G31200 -3.10 -1.63 -3.97 0.0058719 0.0798722 -2.07 FALSE
253773_s_aExpressed protein ; supported by--- AT1G52370 // -1.70 -0.77 -3.97 0.0058722 0.0798722 -2.07 FALSE
246191_at  T-complex protein 1, beta subun--- AT5G20890 -1.73 -0.79 -3.96 0.0058873 0.0799342 -2.08 FALSE



249510_at putative protein similar to unknow--- AT5G38510 -1.60 -0.68 -3.96 0.005886 0.0799342 -2.08 FALSE
261106_at  homeodomain-containing proteinKNAT7 AT1G62990 1.49 0.57 3.96 0.0058844 0.0799342 -2.08 FALSE
256536_at  peptide chain release factor, put --- AT1G33330 -1.51 -0.60 -3.96 0.0059038 0.0801105 -2.08 FALSE
246747_at  ribosomal protein S21 - like ribos--- AT5G27700 -1.93 -0.95 -3.96 0.005913 0.0801394 -2.08 FALSE
249346_at amino acid permease LTH1 AT5G40780 1.75 0.81 3.96 0.0059119 0.0801394 -2.08 FALSE
253942_at putative protein --- AT4G27010 -2.08 -1.06 -3.96 0.005918 0.0801599 -2.08 TRUE
260215_at unknown protein --- AT1G74530 -1.57 -0.65 -3.96 0.0059277 0.0801958 -2.08 FALSE
248500_at unknown protein --- AT5G50410 -1.70 -0.77 -3.96 0.0059263 0.0801958 -2.08 FALSE
245793_at unknown protein ;supported by fu--- AT1G32220 -2.55 -1.35 -3.96 0.0059381 0.080243 -2.09 FALSE
259643_at  putative menaquinone biosynthe--- AT1G68890 1.48 0.56 3.95 0.005954 0.080243 -2.09 FALSE
259505_at hypothetical protein contains sim --- AT1G15810 -1.80 -0.85 -3.95 0.0059693 0.080243 -2.09 FALSE
246432_at  RGA-like protein putative memb RGL3 AT5G17490 2.21 1.14 3.96 0.0059401 0.080243 -2.09 TRUE
263098_at Expressed protein ; supported by--- AT2G16005 1.48 0.57 3.95 0.0059518 0.080243 -2.09 FALSE
253561_at  aspartate--tRNA ligase - like pro --- AT4G31180 -1.50 -0.58 -3.95 0.005964 0.080243 -2.09 FALSE
264913_at hypothetical protein predicted by --- AT1G60770 -2.13 -1.09 -3.95 0.0059566 0.080243 -2.09 FALSE
254980_at  putative ribosomal protein L9, cy--- AT4G10450 -2.57 -1.36 -3.95 0.0059528 0.080243 -2.09 FALSE
259937_s_aputative ABC transporter contain ATNAP5 AT1G71330 // 1.58 0.66 3.95 0.005958 0.080243 -2.09 FALSE
266182_at hypothetical protein predicted by --- AT2G02370 1.82 0.86 3.95 0.0059645 0.080243 -2.09 FALSE
267202_s_aputative oxysterol-binding proteinORP1A AT2G31020 // 2.12 1.09 3.95 0.0059699 0.080243 -2.09 FALSE
257805_at  sugar transport, putative similar ATPLT5 AT3G18830 2.47 1.31 3.95 0.0059811 0.0802578 -2.09 TRUE
250562_at putative protein TOM5 AT5G08040 -1.70 -0.77 -3.95 0.0059815 0.0802578 -2.09 FALSE
255782_at transcription factor identical to traMP AT1G19850 2.49 1.32 3.95 0.005975 0.0802578 -2.09 FALSE
251740_at peptidylprolyl isomerase ROC2 AT3G56070 -2.48 -1.31 -3.95 0.0059946 0.0803858 -2.10 TRUE
253344_at  putative protein predicted protein--- AT4G33550 2.41 1.27 3.95 0.0059986 0.0803919 -2.10 FALSE
265228_s_ahypothetical protein --- AT2G07698 1.72 0.79 3.95 0.0060027 0.0804004 -2.10 TRUE
263953_at hypothetical protein predicted by OFP15 AT2G36050 -2.33 -1.22 -3.95 0.0060131 0.080435 -2.10 TRUE
246020_at putative protein  ; supported by c --- AT5G10710 -1.55 -0.63 -3.94 0.0060332 0.080435 -2.10 FALSE
258937_at putative ribosomal protein S28 si --- AT3G10090 -2.02 -1.02 -3.94 0.0060247 0.080435 -2.10 TRUE
266348_at putative MAP kinase ATMPK17 AT2G01450 1.77 0.83 3.95 0.0060216 0.080435 -2.10 FALSE
259225_at putative small nuclear ribonucleo --- AT3G07590 -3.14 -1.65 -3.94 0.0060387 0.080435 -2.10 TRUE
258742_at hypothetical protein predicted by --- AT3G05800 2.40 1.26 3.94 0.0060285 0.080435 -2.10 FALSE
266578_at putative cinnamoyl CoA reductas--- AT2G23910 1.71 0.77 3.95 0.0060153 0.080435 -2.10 FALSE
253058_at  ribosomal - like protein ribosoma--- AT4G37660 -1.94 -0.96 -3.94 0.0060413 0.080435 -2.10 FALSE
252991_at  protein kinase like protein protein--- AT4G38470 4.29 2.10 3.94 0.0060441 0.080435 -2.10 FALSE
262830_at  purple acid phosphatase, putativPAP3 AT1G14700 -2.06 -1.04 -3.94 0.0060366 0.080435 -2.10 FALSE



258674_at putative elongation factor P (EF-P--- AT3G08740 -2.05 -1.03 -3.94 0.0060406 0.080435 -2.10 FALSE
251652_at  putative protein hypothetical pro --- AT3G57380 2.02 1.01 3.94 0.0060502 0.0804692 -2.10 FALSE
256266_at unknown protein ; supported by c--- AT3G12320 -2.42 -1.27 -3.94 0.0060575 0.0805199 -2.11 FALSE
261362_s_aribosomal protein identical to GB --- AT1G41880 // -2.16 -1.11 -3.94 0.0060648 0.0805221 -2.11 FALSE
248399_at putative protein strong similarity t--- AT5G52010 -1.51 -0.60 -3.94 0.0060626 0.0805221 -2.11 FALSE
246030_at  Expressed protein genomic sequ--- AT5G21105 1.56 0.64 3.94 0.0060734 0.0805898 -2.11 FALSE
256129_at  calcium-binding protein, putative--- AT1G18210 2.23 1.15 3.94 0.0060867 0.0807198 -2.11 FALSE
267406_at unknown protein MEE22 AT2G34780 -1.69 -0.75 -3.93 0.0061065 0.0808101 -2.11 FALSE
266274_at putative protein phosphatase 2C --- AT2G29380 1.55 0.63 3.93 0.0061077 0.0808101 -2.11 FALSE
259036_at putative laccase similar to laccasLAC7 AT3G09220 1.47 0.55 3.93 0.006102 0.0808101 -2.11 FALSE
261033_at unknown protein ;supported by fuJAZ5 AT1G17380 5.47 2.45 3.93 0.0061057 0.0808101 -2.11 FALSE
267044_at nodulin-like protein --- AT2G34357 -2.19 -1.13 -3.93 0.0061193 0.0809047 -2.12 FALSE
245932_at  3'(2'),5'-bisphosphate nucleotida--- AT5G09290 2.72 1.44 3.93 0.0061219 0.0809047 -2.12 FALSE
256892_at  hypothetical protein contains sim--- AT3G19000 -2.22 -1.15 -3.93 0.0061339 0.0809964 -2.12 FALSE
261979_at  nitrate reductase, putative similaNIA2 AT1G37130 -2.18 -1.12 -3.93 0.0061377 0.0809964 -2.12 FALSE
263356_at putative RNA-binding protein  ; suUBA1A AT2G22090 1.47 0.55 3.93 0.0061395 0.0809964 -2.12 FALSE
261418_at  mitochondrial ribosomal protein, --- AT1G07830 -1.96 -0.97 -3.93 0.0061543 0.0810977 -2.12 FALSE
260209_at putative AP2 domain transcriptionCPuORF53AT1G68550 // -1.64 -0.72 -3.93 0.0061509 0.0810977 -2.12 FALSE
266188_at unknown protein --- AT2G39000 -1.66 -0.73 -3.93 0.0061725 0.081196 -2.13 FALSE
245949_at elongation factor 1B alpha-subun--- AT5G19510 -1.78 -0.83 -3.93 0.0061676 0.081196 -2.12 FALSE
254447_at berberine bridge enzyme - like pr--- AT4G20860 4.89 2.29 3.93 0.0061711 0.081196 -2.13 FALSE
261535_at Expressed protein ; supported by--- AT1G01725 -1.72 -0.78 -3.92 0.0062106 0.0814265 -2.13 FALSE
252246_at putative protein various predicted--- AT3G49725 // -1.60 -0.68 -3.92 0.0062114 0.0814265 -2.13 FALSE
247705_at putative protein  ;supported by fu --- AT5G59460 -1.54 -0.63 -3.92 0.0062087 0.0814265 -2.13 FALSE
257863_at hypothetical protein similar to GRanac057 AT3G17730 1.43 0.51 3.92 0.0062084 0.0814265 -2.13 FALSE
248044_at putative protein similar to unknow--- AT5G56020 -1.55 -0.63 -3.92 0.0061936 0.0814265 -2.13 FALSE
250516_at  putative protein predicted protein--- AT5G09620 1.55 0.63 3.92 0.0062052 0.0814265 -2.13 FALSE
249843_at putative protein similar to unknowSGS3 AT5G23570 -1.94 -0.96 -3.92 0.0062203 0.0814501 -2.13 TRUE
258966_at putative DNA gyrase subunit A si--- AT3G10690 -2.28 -1.19 -3.92 0.0062177 0.0814501 -2.13 FALSE
245329_at Expressed protein ; supported by--- AT4G14365 3.15 1.65 3.92 0.0062275 0.0814973 -2.13 FALSE
262288_at unknown protein identical to residCRR23 AT1G70760 -3.12 -1.64 -3.91 0.0062591 0.0815425 -2.14 TRUE
253549_at Expressed protein ; supported byNFD1 AT4G30930 -2.09 -1.06 -3.91 0.0062566 0.0815425 -2.14 TRUE
266563_at nodulin-like protein --- AT2G23990 1.53 0.61 3.92 0.0062476 0.0815425 -2.14 FALSE
250757_at tetrahydrofolylpolyglutamate syntATDFB AT5G05980 -1.57 -0.65 -3.92 0.0062375 0.0815425 -2.14 FALSE
262964_at hypothetical protein predicted by --- AT1G54380 -1.95 -0.97 -3.92 0.0062477 0.0815425 -2.14 FALSE



264728_at unknown protein location of EST --- AT1G22850 -1.69 -0.75 -3.91 0.0062551 0.0815425 -2.14 FALSE
259927_at unknown protein  ; supported by JAC1 AT1G75100 -2.07 -1.05 -3.92 0.0062454 0.0815425 -2.14 FALSE
251848_at Expressed protein ; supported byBZIP25 AT3G54620 1.59 0.67 3.91 0.0062596 0.0815425 -2.14 FALSE
248442_at DEAD-box protein abstrakt --- AT5G51280 -1.70 -0.76 -3.91 0.0062643 0.081558 -2.14 FALSE
248757_at putative protein contains similarit --- AT5G47680 -1.47 -0.56 -3.91 0.0062865 0.0817069 -2.14 FALSE
253190_at  UDP-galactose transporter - like --- AT4G35335 -1.58 -0.66 -3.91 0.0062846 0.0817069 -2.14 FALSE
267365_at putative phosphoribosyl pyrophos--- AT2G44530 -1.42 -0.51 -3.91 0.0062824 0.0817069 -2.14 FALSE
249997_at  chromatin remodelling complex ACHR17 AT5G18620 -1.64 -0.72 -3.91 0.0062927 0.0817412 -2.15 FALSE
264922_s_a U2 snRNP auxiliary factor, large --- AT1G60830 // -1.45 -0.54 -3.91 0.0063054 0.081838 -2.15 TRUE
260525_at putative pre-mRNA splicing facto --- AT2G47250 -1.48 -0.57 -3.91 0.0063074 0.081838 -2.15 FALSE
248797_at putative protein similar to unknow--- AT5G47210 -1.66 -0.73 -3.91 0.0063315 0.0818713 -2.15 FALSE
250526_at pyruvate kinase --- AT5G08570 -1.54 -0.62 -3.91 0.0063196 0.0818713 -2.15 FALSE
261351_at hypothetical protein predicted by --- AT1G79790 -1.63 -0.70 -3.91 0.006317 0.0818713 -2.15 FALSE
246450_at Heat Shock Factor 3 HSF3 AT5G16820 -1.48 -0.57 -3.91 0.0063282 0.0818713 -2.15 FALSE
245024_at ATPase alpha subunit --- --- -1.46 -0.54 -3.91 0.0063261 0.0818713 -2.15 FALSE
266154_at putative cytochrome p450 --- AT2G12190 1.93 0.95 3.91 0.0063261 0.0818713 -2.15 FALSE
247609_at  cleavage stimulation factor 50K --- AT5G60940 -1.55 -0.63 -3.90 0.0063378 0.0819061 -2.15 FALSE
251157_at  mRNA binding protein precursorCSP41A AT3G63140 -1.90 -0.93 -3.90 0.0063507 0.0819133 -2.15 TRUE
266410_at unknown protein EMB2765 AT2G38770 -1.49 -0.58 -3.90 0.0063506 0.0819133 -2.15 FALSE
250832_at nicotianamine synthase (dbj|BAANAS1 AT5G04950 -5.43 -2.44 -3.90 0.0063588 0.0819133 -2.16 TRUE
250634_at  putative protein 2-oxoglutarate-d--- AT5G07480 1.49 0.57 3.90 0.0063599 0.0819133 -2.16 FALSE
251810_at  putative protein predicted pectat --- AT3G55250 -1.77 -0.82 -3.90 0.0063598 0.0819133 -2.16 FALSE
263072_at putative protein kinase contains a--- AT2G17530 1.52 0.61 3.90 0.0063487 0.0819133 -2.15 FALSE
253803_at  putative protein hypothetical pro --- AT4G28200 -1.52 -0.61 -3.90 0.0063647 0.0819292 -2.16 FALSE
266461_at  glutathione S-transferase (GST6ATGSTF8 AT2G47730 2.19 1.13 3.90 0.0063766 0.0820272 -2.16 FALSE
265076_at Rubisco subunit binding-protein bCPN60B AT1G55490 -2.23 -1.16 -3.90 0.0063802 0.0820272 -2.16 FALSE
254355_at  Ribosomal protein L7Ae - like NH--- AT4G22380 -2.01 -1.00 -3.90 0.0063831 0.0820272 -2.16 FALSE
246317_at  putative protein unnamed ORF - --- AT3G56900 -1.92 -0.94 -3.90 0.006403 0.0821901 -2.16 FALSE
252064_at  putative protein various predicte --- AT3G51520 -1.52 -0.61 -3.90 0.0064007 0.0821901 -2.16 FALSE
258093_at unknown protein  ; supported by --- AT3G14750 -1.69 -0.76 -3.89 0.0064315 0.0824635 -2.17 FALSE
249036_at  nuclear cap-binding protein; CBPCBP20 AT5G44200 -1.65 -0.73 -3.89 0.0064313 0.0824635 -2.17 FALSE
266284_at putative pumilio/Mpt5 family RNAAPUM2 AT2G29190 -1.61 -0.69 -3.89 0.0064599 0.0825492 -2.17 FALSE
250625_at calnexin homolog --- AT5G07340 -1.88 -0.91 -3.89 0.0064577 0.0825492 -2.17 FALSE
265998_at putative NADP-dependent glycerALDH11A3 AT2G24270 -1.60 -0.68 -3.89 0.0064466 0.0825492 -2.17 FALSE
254617_s_a ribosomal protein L11, cytosolic RPL16B AT4G18730 // -1.98 -0.99 -3.89 0.0064519 0.0825492 -2.17 FALSE



245096_at putative cysteine proteinase inhibATCYSA AT2G40880 -1.63 -0.70 -3.89 0.0064538 0.0825492 -2.17 FALSE
255809_at  putative protein predicted protein--- AT4G10300 -1.66 -0.73 -3.89 0.0064507 0.0825492 -2.17 FALSE
258850_at putative cellulose synthase catalyCSLD3 AT3G03050 1.58 0.66 3.89 0.0064693 0.0826232 -2.17 TRUE
252542_at  nuclear receptor binding factor-li --- AT3G45770 -1.45 -0.54 -3.89 0.0064744 0.0826424 -2.17 FALSE
267178_at unknown protein  ; supported by --- AT2G37750 5.75 2.52 3.88 0.0065237 0.0826867 -2.18 TRUE
265270_at putative ribose phosphate pyroph--- AT2G42910 -1.52 -0.61 -3.89 0.0064912 0.0826867 -2.18 FALSE
261826_at  pectin methylesterase, putative sPMEPCRA AT1G11580 2.65 1.40 3.89 0.0064876 0.0826867 -2.18 FALSE
251551_at  transcriptional coactivator - like pMBF1B AT3G58680 -1.40 -0.49 -3.88 0.0065304 0.0826867 -2.18 FALSE
259193_at putative thylakoid lumen rotamasCYP38 AT3G01480 -1.89 -0.92 -3.88 0.0065273 0.0826867 -2.18 FALSE
246015_at  putative protein predicted protein--- AT5G10700 -1.51 -0.59 -3.88 0.0064965 0.0826867 -2.18 FALSE
245532_at cytochrome P450 like protein CYP97B3 AT4G15110 -1.40 -0.49 -3.88 0.0065064 0.0826867 -2.18 FALSE
255487_at  tryptophan synthase alpha 1-like--- AT4G02610 -1.63 -0.70 -3.88 0.0065235 0.0826867 -2.18 FALSE
248223_at unknown protein  ; supported by --- AT5G53620 -1.40 -0.49 -3.88 0.0065101 0.0826867 -2.18 FALSE
255549_at predicted protein of unknown fun GPAT3 AT4G01950 8.34 3.06 3.88 0.0065006 0.0826867 -2.18 FALSE
249456_at unknown protein  ;supported by f --- AT5G39410 -1.60 -0.67 -3.88 0.0065323 0.0826867 -2.18 FALSE
252827_at  cytochrome P450 - like protein cCYP79B2 AT4G39950 6.61 2.72 3.88 0.006508 0.0826867 -2.18 FALSE
265345_at copia-like retroelement pol polypr--- AT2G22680 1.52 0.61 3.88 0.0065156 0.0826867 -2.18 FALSE
252189_at  cyclin D3-like protein Nicotiana t CYCD3;3 AT3G50070 -1.98 -0.98 -3.89 0.0064926 0.0826867 -2.18 FALSE
253266_s_a putative protein predicted protein--- AT2G45260 // -1.67 -0.74 -3.88 0.0065316 0.0826867 -2.18 FALSE
251152_at RAN GTPase activating protein 1RANGAP1 AT3G63130 -1.97 -0.98 -3.88 0.0065377 0.0827092 -2.18 FALSE
264375_at putative protein kinase contains aCIPK16 AT2G25090 3.55 1.83 3.88 0.0065572 0.0829106 -2.19 FALSE
259536_s_aputative protein hypothetical prot ATCOAB AT1G12350 // -1.41 -0.50 -3.88 0.006573 0.0830636 -2.19 FALSE
253505_at  Cytochrome P450-like protein flaCYP82C2 AT4G31970 1.82 0.86 3.87 0.0065884 0.0831665 -2.19 TRUE
252353_at  putative protein KIAA0226 gene --- AT3G48200 -1.57 -0.65 -3.87 0.0065872 0.0831665 -2.19 FALSE
255617_at putative protein kinase --- AT4G01330 -1.74 -0.80 -3.87 0.0065963 0.0832101 -2.19 TRUE
249441_at  avirulence induced gene (AIG) - --- AT5G39730 1.75 0.81 3.87 0.0065992 0.0832101 -2.19 FALSE
256285_at hypothetical protein predicted by --- AT3G12510 1.90 0.92 3.87 0.0066043 0.0832289 -2.20 FALSE
263104_at unknown protein --- AT2G05120 -1.62 -0.69 -3.87 0.0066164 0.0833353 -2.20 TRUE
258687_at unknown protein --- AT3G07860 -1.84 -0.88 -3.87 0.0066484 0.0833696 -2.20 TRUE
256229_at unknown protein MSL3 AT1G58200 1.80 0.85 3.87 0.0066303 0.0833696 -2.20 TRUE
266635_at unknown protein  ;supported by f --- AT2G35470 -1.73 -0.79 -3.87 0.0066284 0.0833696 -2.20 FALSE
266534_at putative splicing factor  ;supporte--- AT2G16940 -1.46 -0.55 -3.87 0.0066434 0.0833696 -2.20 FALSE
250895_at  RIBOSOMAL PROTEIN S28- lik --- AT5G03850 -2.01 -1.00 -3.87 0.0066397 0.0833696 -2.20 FALSE
263400_s_a40S ribosomal protein; contains C--- AT2G31610 // -1.68 -0.75 -3.87 0.0066373 0.0833696 -2.20 FALSE
261674_at unknown protein --- AT1G18270 2.18 1.12 3.87 0.0066249 0.0833696 -2.20 FALSE



254029_at putative protein other hypothetica--- AT4G25870 -1.63 -0.71 -3.87 0.0066479 0.0833696 -2.20 FALSE
251198_at  putative protein PGP237-11, Pet--- AT3G62970 -1.50 -0.59 -3.87 0.0066592 0.0834598 -2.20 FALSE
258334_at hypothetical protein predicted by --- AT3G16010 -1.56 -0.64 -3.86 0.0066792 0.0836642 -2.21 FALSE
250657_at steroid sulfotransferase-like proteST2B AT5G07000 2.53 1.34 3.86 0.0066834 0.0836707 -2.21 TRUE
264790_at putative histidine kinase histidineATHK1 AT2G17820 -1.71 -0.77 -3.86 0.0066886 0.0836901 -2.21 FALSE
260774_at  serine-threonine protein kinase, --- AT1G78290 -3.30 -1.72 -3.86 0.006717 0.0839532 -2.21 TRUE
255420_at putative frataxin-like protein simil FH AT4G03240 -1.45 -0.53 -3.86 0.0067138 0.0839532 -2.21 FALSE
249253_at putative protein similar to unknow--- AT5G42060 -1.63 -0.70 -3.85 0.0067629 0.0843178 -2.22 TRUE
256792_at hypothetical protein predicted by --- AT3G22150 -2.63 -1.39 -3.85 0.0067643 0.0843178 -2.22 FALSE
264128_at unknown protein --- AT1G79190 -1.52 -0.61 -3.85 0.0067619 0.0843178 -2.22 FALSE
266535_s_a50S ribosomal protein L27  ;supp--- AT2G16930 // -1.77 -0.82 -3.85 0.0067646 0.0843178 -2.22 FALSE
258607_at thioredoxin f1 identical to thioredoTRXF1 AT3G02730 -1.75 -0.81 -3.85 0.0067529 0.0843178 -2.22 FALSE
263048_s_aunknown protein  ;supported by f --- AT2G05310 // -1.66 -0.74 -3.85 0.0067684 0.0843191 -2.22 FALSE
256191_at unknown protein similar to hypoth--- AT1G30130 1.61 0.69 3.85 0.00678 0.0844169 -2.22 FALSE
264069_at putative rubisco subunit binding-pCPN60A AT2G28000 -1.98 -0.99 -3.85 0.0067911 0.0844448 -2.22 FALSE
258128_at  chloroplast thylakoidal processinPLSP1 AT3G24590 -1.71 -0.78 -3.85 0.0068005 0.0844448 -2.23 FALSE
264900_at putative auxin transport protein s PIN7 AT1G23080 -2.04 -1.03 -3.85 0.0067931 0.0844448 -2.22 FALSE
264121_at  putative GTP-binding protein CaTOC33 AT1G02280 -1.66 -0.73 -3.85 0.0068007 0.0844448 -2.23 FALSE
250129_at S-adenosylmethionine:2-demethy--- AT5G16450 1.62 0.69 3.85 0.0067945 0.0844448 -2.22 FALSE
253218_at  subtilisin-like serine protease simSLP2 AT4G34980 -2.37 -1.24 -3.85 0.0068054 0.0844567 -2.23 FALSE
250703_at putative protein similar to unknow--- AT5G06360 -1.75 -0.80 -3.85 0.006816 0.0845419 -2.23 FALSE
249658_s_aN-glyceraldehyde-2-phosphotran --- AT5G36700 // -1.86 -0.90 -3.84 0.0068527 0.0848584 -2.23 FALSE
258283_at hypothetical protein predicted by --- AT3G26750 -1.56 -0.64 -3.84 0.006846 0.0848584 -2.23 FALSE
260046_at Expressed protein ; supported by--- AT1G73805 6.10 2.61 3.84 0.0068494 0.0848584 -2.23 FALSE
256874_at  cytochrome P450, putative contaCYP71B36 AT3G26320 -1.63 -0.70 -3.84 0.0068626 0.0849358 -2.23 FALSE
245830_at hypothetical protein predicted by --- AT1G57790 -1.48 -0.56 -3.84 0.0068684 0.0849617 -2.24 FALSE
258126_at hypothetical protein predicted by --- AT3G24490 -1.61 -0.69 -3.84 0.0068769 0.0850201 -2.24 FALSE
263875_at unknown protein  ;supported by f 02-ספט AT2G21970 -1.97 -0.98 -3.84 0.0068986 0.0851061 -2.24 TRUE
260678_at hypothetical protein predicted by --- AT1G07970 -1.41 -0.50 -3.84 0.0068988 0.0851061 -2.24 FALSE
245117_at putative Ca2+-ATPase  ; support ACA4 AT2G41560 -1.86 -0.90 -3.84 0.0068887 0.0851061 -2.24 FALSE
247795_at  putative protein zinc finger trans --- AT5G58620 1.64 0.71 3.84 0.0068932 0.0851061 -2.24 FALSE
257016_at  protein kinase, putative similar to--- AT3G28690 -1.62 -0.70 -3.84 0.0069054 0.0851413 -2.24 FALSE
252289_at  putative protein pre-mRNA splici--- AT3G49130 1.95 0.96 3.83 0.006921 0.0852886 -2.24 FALSE
257846_at unknown protein --- AT3G12910 5.45 2.45 3.83 0.0069346 0.0854093 -2.25 FALSE
260986_at  glyoxalase II, putative similar to GLY3 AT1G53580 2.07 1.05 3.83 0.0069428 0.0854648 -2.25 FALSE



260824_at unknown protein --- AT1G06720 -2.36 -1.24 -3.83 0.0069508 0.0854938 -2.25 TRUE
267442_at unknown protein  ;supported by f --- AT2G19080 -1.46 -0.55 -3.83 0.0069527 0.0854938 -2.25 FALSE
250394_at  putative protein yllC, Enterococc--- AT5G10910 -1.68 -0.75 -3.83 0.0069665 0.0856172 -2.25 FALSE
261141_at unknown protein contains Pfam p--- AT1G19740 -1.63 -0.70 -3.83 0.0069733 0.0856544 -2.25 FALSE
248103_at ubiquitin-like protein SMT3-like  ; SUMO2 AT5G55160 -1.92 -0.94 -3.83 0.0069829 0.0856813 -2.25 FALSE
266033_at putative translation initiation facto--- AT2G05830 -1.73 -0.79 -3.83 0.006983 0.0856813 -2.25 FALSE
264679_s_a putative 60S ribosomal protein L--- AT1G09590 // -2.10 -1.07 -3.82 0.0070101 0.0857637 -2.26 FALSE
253495_at  putative protein crp1 protein, ZeaPGR3 AT4G31850 -1.92 -0.94 -3.82 0.007016 0.0857637 -2.26 FALSE
259043_at unknown protein similar to putativ--- AT3G03440 1.98 0.99 3.82 0.007016 0.0857637 -2.26 FALSE
247987_at putative protein similar to unknow--- AT5G56900 -1.59 -0.67 -3.82 0.0070119 0.0857637 -2.26 FALSE
252004_at  purple acid phosphatase-like proPAP20 AT3G52780 2.53 1.34 3.83 0.0069975 0.0857637 -2.25 FALSE
261087_at hypothetical protein similar to unk--- AT1G17350 -1.97 -0.98 -3.82 0.0070125 0.0857637 -2.26 FALSE
258935_at  unknown protein predicted by ge--- AT3G10120 -2.20 -1.13 -3.83 0.0069939 0.0857637 -2.25 FALSE
246282_at ATPase-like protein --- AT4G36580 -2.05 -1.04 -3.82 0.0070351 0.0859054 -2.26 FALSE
262456_at glucose transporter almost identi STP1 AT1G11260 2.29 1.20 3.82 0.0070334 0.0859054 -2.26 TRUE
255764_at unknown protein HCF173 AT1G16720 -1.72 -0.78 -3.82 0.0070541 0.0859883 -2.26 FALSE
249672_at nucleolar protein-like --- AT5G35910 -1.72 -0.78 -3.82 0.0070486 0.0859883 -2.26 FALSE
261742_at hypothetical protein predicted by --- AT1G08390 -1.47 -0.55 -3.82 0.0070683 0.0859883 -2.26 FALSE
253138_at ribosomal protein L11 homolog s MRPL11 AT4G35490 -1.46 -0.55 -3.82 0.0070661 0.0859883 -2.26 FALSE
251958_at  putative protein predicted protein--- AT3G53560 -2.25 -1.17 -3.82 0.007063 0.0859883 -2.26 FALSE
258710_s_aputative coatomer zeta subunit (z--- AT3G09800 // -1.47 -0.56 -3.82 0.0070681 0.0859883 -2.26 FALSE
258107_at unknown protein  ; supported by ALF5 AT3G23560 1.53 0.61 3.82 0.0070605 0.0859883 -2.26 FALSE
253947_at  putative protein hypothetical pro MAP65-2 AT4G26760 -1.64 -0.71 -3.82 0.0070866 0.0861186 -2.27 FALSE
253458_at  putative protein predicted protein--- AT4G32070 2.02 1.02 3.82 0.0070854 0.0861186 -2.27 FALSE
249140_at  F-box protein family, AtFBX6 con--- AT5G43190 1.83 0.87 3.81 0.0071058 0.0861322 -2.27 FALSE
251943_at  splicing factor - like protein spliciRSZ32 AT3G53500 -1.42 -0.50 -3.81 0.0071034 0.0861322 -2.27 FALSE
250905_at  protein kinase -like protein prote --- AT5G03640 -1.44 -0.52 -3.81 0.0071066 0.0861322 -2.27 FALSE
247643_at auxin response factor 4  ; supporARF4 AT5G60450 -1.99 -0.99 -3.81 0.0070975 0.0861322 -2.27 FALSE
262099_s_a auxin-regulated protein GH3, pu GH3.4 AT1G59500 // 10.92 3.45 3.81 0.0070935 0.0861322 -2.27 FALSE
249685_at putative protein similar to unknowCCB3 AT5G36120 -1.45 -0.54 -3.81 0.007122 0.0862273 -2.27 FALSE
265966_at putative RNA-binding protein  ; su--- AT2G37220 -1.75 -0.80 -3.81 0.0071183 0.0862273 -2.27 FALSE
256091_at Expressed protein ; supported byHMGB2 AT1G20693 -1.54 -0.63 -3.81 0.0071261 0.0862274 -2.27 TRUE
247342_at ARI-like RING zinc finger protein --- AT5G63730 1.51 0.59 3.81 0.0071333 0.0862274 -2.27 FALSE
260653_at  pyruvate kinase, plastid isozymePKp3 AT1G32440 -1.58 -0.66 -3.81 0.0071308 0.0862274 -2.27 FALSE
246509_at valine--tRNA ligase-like protein s EMB2247 AT5G16715 -2.05 -1.04 -3.81 0.0071414 0.0862794 -2.28 FALSE



253710_at  putative protein hypothetical pro anac075 AT4G29230 1.70 0.76 3.81 0.0071506 0.0863442 -2.28 FALSE
266184_s_aphosphate transporter (AtPT2) idATPT2 AT2G38940 // 2.51 1.33 3.81 0.0071667 0.0864018 -2.28 TRUE
249247_at maize crp1 protein-like --- AT5G42310 -1.73 -0.79 -3.81 0.0071645 0.0864018 -2.28 FALSE
267430_at unknown protein EDA3 AT2G34860 -1.91 -0.93 -3.81 0.0071642 0.0864018 -2.28 FALSE
245612_at carnitine racemase like protein HCD1 AT4G14440 3.99 2.00 3.80 0.0071847 0.0865536 -2.28 FALSE
251288_at exonuclease RRP41  ; supportedRRP41 AT3G61620 -1.82 -0.86 -3.80 0.0071869 0.0865536 -2.28 FALSE
255691_at hypothetical protein ANTR2 AT4G00370 -1.62 -0.69 -3.80 0.0071957 0.086609 -2.28 FALSE
251787_at  2-oxoglutarate dehydrogenase, --- AT3G55410 1.66 0.73 3.80 0.0071991 0.086609 -2.28 FALSE
258313_at unknown protein contains RanBP--- AT3G15970 -1.47 -0.55 -3.80 0.007229 0.0868319 -2.29 FALSE
253119_at Expressed protein ; supported by--- AT4G35980 -1.48 -0.56 -3.80 0.0072274 0.0868319 -2.29 FALSE
251573_at  phenylalanine-tRNA synthetase---- AT3G58140 -1.57 -0.65 -3.80 0.0072261 0.0868319 -2.29 FALSE
246076_at  sucrose-phosphate synthase-likeATSPS1F AT5G20280 -1.57 -0.65 -3.80 0.0072417 0.0868523 -2.29 FALSE
250546_at nhp2-like protein high mobility gro--- AT5G08180 -2.39 -1.25 -3.80 0.0072364 0.0868523 -2.29 TRUE
250306_at putative protein similar to unknow--- AT5G12170 1.91 0.94 3.80 0.0072497 0.0868523 -2.29 FALSE
246313_at  PPR-repeat protein, putative con--- AT1G31920 -2.63 -1.40 -3.80 0.0072478 0.0868523 -2.29 FALSE
253234_at Expressed protein ; supported by--- AT4G34265 -1.55 -0.64 -3.80 0.0072491 0.0868523 -2.29 FALSE
256986_at unknown protein --- AT3G28700 -1.83 -0.87 -3.80 0.0072609 0.0869399 -2.29 FALSE
262591_at hypothetical protein Similar to gb CCMH AT1G15220 -1.48 -0.57 -3.79 0.0072797 0.0871198 -2.30 FALSE
247063_at unknown protein --- AT5G66820 -1.92 -0.94 -3.79 0.0072855 0.0871438 -2.30 TRUE
253562_at putative protein  ;supported by fu --- AT4G31130 -1.42 -0.50 -3.79 0.0073146 0.0871559 -2.30 FALSE
249700_at 40S ribosomal protein S3  ; supp --- AT5G35530 -1.75 -0.81 -3.79 0.007293 0.0871559 -2.30 FALSE
251357_at ribosomal protein S27  ; supporteARS27A AT3G61110 -2.18 -1.13 -3.79 0.0073118 0.0871559 -2.30 FALSE
255839_at putative CONSTANS-like B-box z--- AT2G33500 -1.45 -0.54 -3.79 0.0073118 0.0871559 -2.30 FALSE
252671_at putative protein dehydrogenases --- AT3G44190 1.74 0.80 3.79 0.0073171 0.0871559 -2.30 FALSE
255290_at coded for by A. thaliana cDNA AAATPC1 AT4G04640 -1.39 -0.47 -3.79 0.0073066 0.0871559 -2.30 FALSE
260972_at hypothetical protein contains sim --- AT1G53530 -1.53 -0.61 -3.79 0.0072957 0.0871559 -2.30 FALSE
258782_at putative dihydroneopterin aldolas--- AT3G11750 -1.78 -0.83 -3.79 0.0073046 0.0871559 -2.30 FALSE
264361_at unknown protein Strong similarity--- AT1G03300 -1.55 -0.63 -3.79 0.0073386 0.0873663 -2.30 FALSE
260780_at  valyl-tRNA synthetase, putative TWN2 AT1G14610 -1.44 -0.52 -3.79 0.007353 0.0874031 -2.31 FALSE
247073_at 33 kDa polypeptide of oxygen-evPSBO1 AT5G66570 -1.44 -0.52 -3.79 0.0073484 0.0874031 -2.30 FALSE
251486_at  60S RIBOSOMAL PROTEIN L38--- AT3G59540 -2.00 -1.00 -3.79 0.0073532 0.0874031 -2.31 FALSE
266261_at putative zinc finger protein  ;supp--- AT2G27580 1.40 0.49 3.79 0.0073574 0.0874071 -2.31 FALSE
250350_at  putative protein predicted protein--- AT5G12010 2.42 1.27 3.79 0.0073671 0.0874771 -2.31 FALSE
245018_at hypothetical protein --- --- -1.44 -0.53 -3.78 0.0073927 0.0875839 -2.31 TRUE
250485_at Expressed protein ; supported byPROPEP5 AT5G09990 -2.15 -1.11 -3.78 0.0074022 0.0875839 -2.31 TRUE



265101_at unknown protein similar to ESTs --- AT1G30880 -2.05 -1.03 -3.78 0.0073869 0.0875839 -2.31 TRUE
250440_at 40S ribsomal protein S6  ; suppo EMB3010 AT5G10360 -1.84 -0.88 -3.78 0.007392 0.0875839 -2.31 TRUE
249192_at brain and reproductive organ-exp--- AT5G42470 -1.41 -0.49 -3.78 0.0074024 0.0875839 -2.31 FALSE
245124_at small nuclear ribonucleoprotein UU1A AT2G47580 -1.56 -0.64 -3.78 0.007403 0.0875839 -2.31 FALSE
266319_s_aputative beta-ketoacyl-CoA synthKCS13 AT2G46720 // -1.97 -0.98 -3.78 0.0073872 0.0875839 -2.31 FALSE
265707_at unknown protein --- AT2G03390 -1.65 -0.73 -3.78 0.0074105 0.0876271 -2.31 FALSE
258524_at  acetyl-coA dehydrogenase, putaIBR3 AT3G06810 1.63 0.70 3.78 0.0074196 0.0876896 -2.31 FALSE
258161_at hypothetical protein predicted by --- AT3G17930 -1.61 -0.68 -3.78 0.0074295 0.0877491 -2.32 FALSE
262632_at 23 kDa polypeptide of oxygen-evPSBP-1 AT1G06680 -1.52 -0.61 -3.78 0.0074323 0.0877491 -2.32 FALSE
253294_at hypothetical protein --- AT4G33740 -1.55 -0.64 -3.78 0.007448 0.0877907 -2.32 FALSE
267099_at DNA-(apurinic or apyrimidinic siteARP AT2G41460 -1.98 -0.99 -3.78 0.0074437 0.0877907 -2.32 TRUE
261761_at hypothetical protein predicted by CENP-C AT1G15660 -1.50 -0.58 -3.78 0.0074512 0.0877907 -2.32 FALSE
261457_at Expressed protein ; supported by--- AT1G21065 // -1.58 -0.66 -3.78 0.0074512 0.0877907 -2.32 FALSE
264746_at unknown protein similar to putativWRKY6 AT1G62300 3.40 1.76 3.77 0.0074982 0.0879035 -2.33 TRUE
246173_s_a putative protein hypothetical pro --- AT3G61520 // -1.83 -0.87 -3.77 0.0074914 0.0879035 -2.32 TRUE
265172_at putative spermidine synthase SPDS1 AT1G23820 -1.44 -0.52 -3.77 0.0074803 0.0879035 -2.32 FALSE
252245_at  putative protein various predicte --- AT3G49710 -2.05 -1.04 -3.77 0.007482 0.0879035 -2.32 FALSE
254438_at  translation initiation factor eIF3 - --- AT4G20980 -1.70 -0.77 -3.77 0.0075165 0.0879035 -2.33 FALSE
252878_at  mitochondrial carrier - like protei SAMC1 AT4G39460 -1.54 -0.62 -3.77 0.0075186 0.0879035 -2.33 FALSE
250305_at putative protein contains similarit --- AT5G12150 -1.69 -0.76 -3.77 0.0074903 0.0879035 -2.32 FALSE
258405_at  unknown protein almost identicaBSH AT3G17590 -1.87 -0.90 -3.77 0.0075124 0.0879035 -2.33 FALSE
259090_at putative ribosomal protein s19 or --- AT3G04920 -2.09 -1.06 -3.77 0.0075171 0.0879035 -2.33 FALSE
261100_at  RNA polymerase IIA large subunNRPD1A AT1G63020 1.55 0.63 3.77 0.0074767 0.0879035 -2.32 FALSE
249152_s_ainorganic phosphate transporter (APT1 AT5G43350 // 1.92 0.94 3.77 0.0075141 0.0879035 -2.33 FALSE
264381_at  putative ribonuclease large subu--- AT2G25100 -1.92 -0.94 -3.77 0.007483 0.0879035 -2.32 FALSE
255587_at putative inorganic phosphatase  AtPPa5 AT4G01480 1.78 0.83 3.77 0.0074987 0.0879035 -2.33 FALSE
251108_at putative protein several hypothet --- AT5G01620 -1.91 -0.94 -3.77 0.0075115 0.0879035 -2.33 FALSE
267363_at putative peroxisomal membrane --- AT2G39970 1.51 0.59 3.77 0.0074751 0.0879035 -2.32 FALSE
264475_s_ahypothetical protein predicted by --- AT1G77150 // -1.72 -0.78 -3.77 0.0075277 0.0879642 -2.33 FALSE
259403_at unknown protein ; supported by f PGDH AT1G17745 5.59 2.48 3.77 0.0075402 0.0879752 -2.33 TRUE
247833_at putative protein --- AT5G58575 -1.44 -0.53 -3.77 0.0075398 0.0879752 -2.33 FALSE
255957_at unknown protein ;supported by fu--- AT1G22160 -3.06 -1.61 -3.77 0.0075378 0.0879752 -2.33 TRUE
251895_at class IV chitinase (CHIV) ATEP3 AT3G54420 3.14 1.65 3.77 0.0075536 0.0880871 -2.33 FALSE
253988_at  putative protein elongation facto --- AT4G26310 -1.48 -0.56 -3.76 0.0075702 0.088235 -2.34 FALSE
252305_at  putative protein CRP1 protein, Zemb1796 AT3G49240 -1.88 -0.91 -3.76 0.0075781 0.0882368 -2.34 TRUE



254480_at  translation elongation factor EF- ATRABE1BAT4G20360 -1.60 -0.68 -3.76 0.0075778 0.0882368 -2.34 FALSE
255279_at putative thioredoxin  ; supported --- AT4G04950 -1.97 -0.98 -3.76 0.0075882 0.0883092 -2.34 FALSE
264072_at hypothetical protein --- --- -1.46 -0.55 -3.76 0.0076296 0.0884983 -2.34 FALSE
247648_at  laccase - like protein laccase LALAC17 AT5G60020 -1.62 -0.70 -3.76 0.0076222 0.0884983 -2.34 FALSE
265225_at putative PHD-type zinc finger pro--- AT2G36720 -1.52 -0.60 -3.76 0.0076102 0.0884983 -2.34 FALSE
261305_at  glutamine synthetase, putative sGLN1;5 AT1G48470 -1.42 -0.50 -3.76 0.0076238 0.0884983 -2.34 FALSE
250885_at  ABC transporter -like protein AB ATH12 AT5G03910 -1.48 -0.57 -3.76 0.0076201 0.0884983 -2.34 FALSE
264000_at putative mitochondrial dicarboxyl UCP5 AT2G22500 4.95 2.31 3.76 0.0076316 0.0884983 -2.34 FALSE
251334_at putative protein several hypothet --- AT3G61390 1.70 0.77 3.76 0.0076283 0.0884983 -2.34 FALSE
264571_at hypothetical protein predicted by --- AT1G05330 1.41 0.49 3.76 0.0076411 0.088562 -2.35 FALSE
255786_at unknown protein contains similar ATCLH1 AT1G19670 2.88 1.53 3.76 0.0076448 0.088562 -2.35 FALSE
254669_at  HhoA protease precursor, putativDEG5 AT4G18370 -1.79 -0.84 -3.75 0.0076616 0.0886259 -2.35 FALSE
259129_at  unknown protein predicted by gePTF1 AT3G02150 2.68 1.42 3.75 0.0076624 0.0886259 -2.35 FALSE
250498_at microbody NAD-dependent mala PMDH2 AT5G09660 -1.98 -0.98 -3.75 0.0076656 0.0886259 -2.35 FALSE
266887_at unknown protein  ; supported by CHL-CPN10AT2G44650 -1.68 -0.74 -3.75 0.0076698 0.0886259 -2.35 FALSE
250177_at  putative protein copine I, Homo sRGLG2 AT5G14420 1.63 0.71 3.75 0.0076667 0.0886259 -2.35 FALSE
266442_at hypothetical protein --- AT2G43260 -1.39 -0.48 -3.75 0.0076878 0.0887893 -2.35 FALSE
251414_at hypothetical protein --- AT3G60370 -1.71 -0.77 -3.75 0.0077025 0.0888686 -2.35 FALSE
253738_at  photosystem I subunit PSI-E - likPSAE-1 AT4G28750 -1.38 -0.47 -3.75 0.0076995 0.0888686 -2.35 FALSE
250122_at unknown protein --- AT5G16520 -1.57 -0.65 -3.75 0.0077085 0.0888931 -2.35 FALSE
259198_at hypothetical protein similar to F1 --- AT3G03610 1.56 0.64 3.75 0.0077193 0.0889284 -2.36 FALSE
267188_at  6,7-dimethyl-8-ribityllumazine syCOS1 AT2G44050 // -1.52 -0.61 -3.75 0.0077186 0.0889284 -2.36 FALSE
260629_at unknown protein --- AT1G62330 -1.63 -0.71 -3.75 0.0077345 0.0890581 -2.36 FALSE
254730_at  putative protein GTPase activati --- AT4G13730 -1.44 -0.53 -3.75 0.00774 0.0890766 -2.36 FALSE
257807_at  glyceraldehyde 3-phosphate dehGAPA AT3G26650 -1.46 -0.54 -3.75 0.0077442 0.0890796 -2.36 FALSE
262629_at  heat shock protein, putative contACD32.1 AT1G06460 -1.46 -0.55 -3.74 0.0077592 0.0892075 -2.36 FALSE
251207_at putative protein  ;supported by fu --- AT3G63050 2.21 1.14 3.74 0.007776 0.0893557 -2.36 FALSE
267123_at putative acetone-cyanohydrin lyaMES7 AT2G23560 2.18 1.12 3.74 0.0077874 0.0894417 -2.36 TRUE
262175_at unknown protein ; supported by cNDH-O AT1G74880 -1.78 -0.83 -3.74 0.0078033 0.0895339 -2.37 FALSE
263701_at putative protein kinase C inhibito --- AT1G31160 -1.43 -0.52 -3.74 0.0078021 0.0895339 -2.37 FALSE
250728_at putative protein similar to unknow--- AT5G06440 -1.63 -0.71 -3.74 0.0078285 0.0897784 -2.37 FALSE
248026_at putative protein similar to unknow--- AT5G55710 -1.60 -0.68 -3.74 0.0078371 0.0898309 -2.37 FALSE
248347_at putative protein contains similarit --- AT5G52250 1.43 0.51 3.74 0.007842 0.089842 -2.37 FALSE
254784_at  growth factor like protein antisenNUDT7 AT4G12720 2.75 1.46 3.74 0.0078469 0.0898536 -2.37 FALSE
254117_at putative protein --- AT4G24750 -1.77 -0.83 -3.73 0.0078606 0.0899203 -2.37 FALSE



248566_s_aFRO2-like protein; NADPH oxidaATFRO7 AT5G49730 // -2.24 -1.16 -3.73 0.0078582 0.0899203 -2.37 FALSE
256178_s_aauxin conjugate hydrolase (ILL5) ILL5 AT1G51760 // 4.19 2.07 3.73 0.0078665 0.0899423 -2.38 FALSE
265453_at putative cellular apoptosis suscep--- AT2G46520 1.66 0.73 3.73 0.0078917 0.09004 -2.38 FALSE
262859_at hypothetical protein predicted by --- AT1G64790 -1.54 -0.62 -3.73 0.0078841 0.09004 -2.38 FALSE
266126_at putative metalloproteinase  ; supp--- AT2G45040 2.04 1.03 3.73 0.0078948 0.09004 -2.38 FALSE
254839_at  stress-induced protein sti1 -like p--- AT4G12400 2.87 1.52 3.73 0.0078846 0.09004 -2.38 FALSE
266258_at 60S acidic ribosomal protein P2  --- AT2G27720 -2.11 -1.08 -3.73 0.0078891 0.09004 -2.38 FALSE
266051_at rhodanese-like family protein --- AT2G40760 -1.82 -0.86 -3.73 0.0079261 0.0903515 -2.38 FALSE
251760_at Expressed protein ; supported by--- AT3G55605 -2.18 -1.13 -3.73 0.0079533 0.0905662 -2.39 TRUE
257964_at hypothetical protein similar to hyp--- AT3G19850 -1.98 -0.98 -3.72 0.0079608 0.0905662 -2.39 FALSE
265728_at hypothetical protein predicted by --- AT2G31990 1.78 0.83 3.72 0.0079586 0.0905662 -2.39 FALSE
265461_at unknown protein similarity to ubiq--- AT2G46500 1.52 0.60 3.72 0.0079588 0.0905662 -2.39 FALSE
264299_s_ahypothetical protein predicted by --- AT1G78850 // 2.71 1.44 3.72 0.0079689 0.0906139 -2.39 TRUE
264652_at  putative sugar transport protein, --- AT1G08920 2.92 1.55 3.72 0.0079769 0.0906594 -2.39 FALSE
246045_at  putative protein predicted protein--- AT5G19430 -1.73 -0.79 -3.72 0.0079996 0.0906913 -2.39 FALSE
257987_at fertilization-independent endospeFIE AT3G20740 -1.49 -0.57 -3.72 0.0079911 0.0906913 -2.39 FALSE
246099_at blue copper binding protein  ;sup ATBCB AT5G20230 2.18 1.12 3.72 0.0079989 0.0906913 -2.39 FALSE
251774_at  nematode resistance protein-like--- AT3G55840 4.87 2.28 3.72 0.0079984 0.0906913 -2.39 FALSE
264867_at unknown protein FH4 AT1G24150 2.74 1.45 3.72 0.0079885 0.0906913 -2.39 FALSE
255071_at  putative protein putative chlorop --- AT4G09040 -1.57 -0.65 -3.72 0.0080061 0.0907199 -2.39 FALSE
246856_at  nucleic acid binding protein - likeAL4 AT5G26210 -1.42 -0.50 -3.72 0.0080272 0.0909135 -2.40 FALSE
265712_s_aunknown protein --- AT2G03330 // -1.52 -0.60 -3.72 0.0080523 0.0909721 -2.40 FALSE
256255_at  MYB-family transcription factor, --- AT3G11280 -1.39 -0.48 -3.72 0.0080499 0.0909721 -2.40 FALSE
265960_at putative histone H2B  ;supported --- AT2G37470 -2.21 -1.15 -3.72 0.0080518 0.0909721 -2.40 FALSE
256784_at hypothetical protein predicted by --- AT3G13674 -1.46 -0.55 -3.72 0.0080507 0.0909721 -2.40 FALSE
251193_at  translation releasing factor RF-1 APG3 AT3G62910 -1.86 -0.89 -3.72 0.0080457 0.0909721 -2.40 FALSE
247177_at unknown protein ; supported by c--- AT5G65300 3.72 1.90 3.71 0.0080604 0.0910184 -2.40 FALSE
261150_at  floral nectary-specific protein, puJMT AT1G19640 4.47 2.16 3.71 0.0080714 0.0910973 -2.40 TRUE
259013_at unknown protein similar to putativemb1990 AT3G07430 -1.50 -0.59 -3.71 0.008093 0.0912515 -2.40 FALSE
250462_at  receptor protein kinase -like(frag--- AT5G10020 -1.38 -0.47 -3.71 0.0080893 0.0912515 -2.40 FALSE
254105_at  magnesium-protoporphyrin IX mCHLM AT4G25080 -1.59 -0.67 -3.71 0.0081024 0.091281 -2.41 FALSE
254938_at  putative oligopeptide transporterOPT7 AT4G10770 -1.49 -0.57 -3.71 0.0081036 0.091281 -2.41 FALSE
266821_at putative ethylene response elemeERF13 AT2G44840 8.74 3.13 3.70 0.0081709 0.0919931 -2.41 FALSE
260203_at NAM-like protein similar to NAM ANAC019 AT1G52890 2.15 1.10 3.70 0.0081885 0.0921454 -2.42 TRUE
248507_at putative protein strong similarity t--- AT5G50420 -1.67 -0.74 -3.70 0.0082105 0.0921454 -2.42 FALSE



251798_at  putative RNA binding protein Se SCL30 AT3G55460 -1.49 -0.58 -3.70 0.008214 0.0921454 -2.42 FALSE
263053_at similar to glucose inhibited divisio--- AT2G13440 -1.54 -0.62 -3.70 0.0082085 0.0921454 -2.42 FALSE
246440_at  glycine/proline-rich protein glycin--- AT5G17650 2.40 1.26 3.70 0.0082004 0.0921454 -2.42 FALSE
255035_at putative protein --- AT4G09550 -1.82 -0.87 -3.70 0.0082028 0.0921454 -2.42 FALSE
260369_at  60S ribosomal protein L34, puta RPL34 AT1G69620 -1.81 -0.86 -3.70 0.0082089 0.0921454 -2.42 FALSE
248140_at putative protein similar to unknow--- AT5G54980 -1.53 -0.61 -3.70 0.0082167 0.0921454 -2.42 FALSE
245314_at Expressed protein ; supported by--- AT4G16745 1.54 0.62 3.70 0.0082229 0.0921695 -2.42 FALSE
260733_at  RNA-binding protein, putative sim--- AT1G17640 -1.66 -0.73 -3.70 0.0082403 0.0922402 -2.42 FALSE
252504_at  telomere repeat-binding protein TRFL1 AT3G46590 -1.49 -0.58 -3.70 0.0082414 0.0922402 -2.42 FALSE
254877_at  putative protein threonine dehydATSR AT4G11640 -1.58 -0.66 -3.70 0.0082355 0.0922402 -2.42 FALSE
256397_at putative dual-specificity protein p MKP2 AT3G06110 -1.48 -0.56 -3.70 0.0082542 0.0923381 -2.42 FALSE
248771_at unknown protein --- AT5G47790 -1.64 -0.71 -3.69 0.0082662 0.0924275 -2.43 FALSE
257207_at hypothetical protein predicted by --- AT3G14900 -1.63 -0.70 -3.69 0.0082855 0.0924915 -2.43 FALSE
260245_at putative RNA-binding protein simGR-RBP5 AT1G74230 -1.42 -0.51 -3.69 0.0082922 0.0924915 -2.43 FALSE
253842_at putative protein putative proteins --- AT4G27860 3.38 1.76 3.69 0.0082888 0.0924915 -2.43 FALSE
249473_at His-Asp Phosphotransfer Signal AHP3 AT5G39340 -1.57 -0.65 -3.69 0.0082903 0.0924915 -2.43 FALSE
256156_at phosphoinositide specific phosphATPLC2 AT3G08510 -1.49 -0.58 -3.69 0.0082832 0.0924915 -2.43 FALSE
259141_at putative cytoskeleton-associated --- AT3G10220 -1.52 -0.60 -3.69 0.0083018 0.0925528 -2.43 FALSE
246621_at putative protein strong similarity t--- AT5G36230 -1.37 -0.46 -3.69 0.0083084 0.0925818 -2.43 FALSE
258485_at putative stearoyl-acyl carrier prot --- AT3G02630 -1.37 -0.45 -3.69 0.0083591 0.0928796 -2.44 FALSE
267429_at putative UDP-galactose-4-epime MEE25 AT2G34850 1.86 0.89 3.69 0.0083676 0.0928796 -2.44 FALSE
264908_at unknown protein --- AT2G17440 -1.51 -0.60 -3.69 0.0083664 0.0928796 -2.44 FALSE
257726_at hypothetical protein predicted by --- AT3G18360 1.48 0.56 3.69 0.0083393 0.0928796 -2.44 FALSE
245134_s_aunknown protein --- AT2G45250 // -1.52 -0.60 -3.69 0.0083577 0.0928796 -2.44 FALSE
258989_at rhodanese-like family protein con--- AT3G08920 -1.61 -0.69 -3.69 0.0083677 0.0928796 -2.44 FALSE
261138_at hypothetical protein contains Pfa --- AT1G19710 -1.57 -0.65 -3.69 0.0083495 0.0928796 -2.44 FALSE
255302_at putative protein similar to transcr ATMSRB5 AT4G04830 -1.82 -0.86 -3.69 0.0083538 0.0928796 -2.44 FALSE
266993_at nodulin-like protein  ; supported b--- AT2G39210 2.14 1.10 3.68 0.0084026 0.0929897 -2.44 TRUE
253917_at hypothetical protein  ;supported b--- AT4G27380 -1.87 -0.90 -3.68 0.0083991 0.0929897 -2.44 TRUE
251961_at  inorganic pyrophosphatase -like AtPPa4 AT3G53620 2.19 1.13 3.68 0.0083931 0.0929897 -2.44 FALSE
265678_at putative RAD50 DNA repair proteRAD50 AT2G31970 -1.95 -0.96 -3.68 0.0084062 0.0929897 -2.44 FALSE
259340_at hypothetical protein predicted usiPYK10 AT3G03870 // -1.61 -0.69 -3.68 0.0084028 0.0929897 -2.44 TRUE
256649_at  serine/arginine-rich protein, putaSCL30A AT3G13570 -1.71 -0.78 -3.68 0.0083843 0.0929897 -2.44 FALSE
245817_at hypothetical protein similar to unk--- AT1G26160 -1.42 -0.51 -3.68 0.008386 0.0929897 -2.44 FALSE
246521_at  N2,N2-dimethylguanine tRNA m --- AT5G15810 -1.71 -0.77 -3.68 0.008431 0.0931291 -2.45 FALSE



267017_at unknown protein SVR1 AT2G39140 -2.51 -1.33 -3.68 0.0084273 0.0931291 -2.45 FALSE
245029_at hypothetical protein predicted by YAB5 AT2G26580 -2.69 -1.43 -3.68 0.008425 0.0931291 -2.45 FALSE
250554_at unknown protein  ;supported by f --- AT5G07900 -1.52 -0.61 -3.68 0.0084428 0.0931684 -2.45 FALSE
255026_at hypothetical protein MES12 AT4G09900 -2.24 -1.16 -3.68 0.0084425 0.0931684 -2.45 FALSE
267089_at unknown protein --- AT2G38300 -1.74 -0.80 -3.68 0.0084482 0.0931834 -2.45 FALSE
249139_at Cys2/His2-type zinc finger proteinAZF3 AT5G43170 2.51 1.33 3.68 0.0084636 0.0933077 -2.45 FALSE
258086_at dihydrolipoamide S-acetyltransfe LTA2 AT3G25860 -1.64 -0.72 -3.67 0.0085059 0.0937292 -2.46 FALSE
261474_at  anionic peroxidase, putative sim --- AT1G14540 11.15 3.48 3.67 0.0085123 0.093755 -2.46 FALSE
255644_at coded for by A. thaliana cDNA T4--- AT4G00870 -1.47 -0.56 -3.67 0.0085328 0.0938446 -2.46 FALSE
248330_at putative protein contains similarit --- AT5G52810 2.26 1.17 3.67 0.0085248 0.0938446 -2.46 FALSE
262784_at  unknown protein strong similaritySEX1 AT1G10760 -1.93 -0.95 -3.67 0.00853 0.0938446 -2.46 FALSE
265634_at hypothetical protein predicted by --- AT2G25530 1.53 0.61 3.67 0.0085461 0.0939459 -2.46 FALSE
267344_at hypothetical protein predicted by --- AT2G44230 2.57 1.36 3.67 0.0085551 0.0939534 -2.46 TRUE
259226_at  unknown protein similar to hypot--- AT3G07700 1.70 0.77 3.67 0.008551 0.0939534 -2.46 FALSE
253672_at  mRNA cleavage factor subunit - CFIM-25 AT4G29820 -1.69 -0.76 -3.67 0.00856 0.0939552 -2.46 TRUE
257517_at unknown protein --- AT3G16330 4.29 2.10 3.67 0.0085635 0.0939552 -2.46 FALSE
257932_at unknown protein contains Pfam pHCF107 AT3G17040 -1.61 -0.68 -3.67 0.0085889 0.0940113 -2.47 FALSE
259152_at hypothetical protein similar to put--- AT3G10210 -1.39 -0.47 -3.66 0.0086057 0.0940113 -2.47 FALSE
256014_at hypothetical protein predicted by --- AT1G19200 3.47 1.79 3.66 0.008592 0.0940113 -2.47 FALSE
253282_at  putative protein hypothetical pro LEJ1 AT4G34120 1.40 0.49 3.67 0.0085806 0.0940113 -2.46 FALSE
266439_s_ahypothetical protein predicted by --- AT2G43200 -1.52 -0.61 -3.66 0.0085954 0.0940113 -2.47 FALSE
262287_at unknown protein ;supported by fu--- AT1G68660 -1.57 -0.65 -3.66 0.0085954 0.0940113 -2.47 FALSE
257127_at hypothetical protein predicted by TTN9 AT3G20070 -1.64 -0.72 -3.66 0.0086011 0.0940113 -2.47 FALSE
251140_at  lectin - like protein lectin precurs --- AT5G01090 -1.56 -0.64 -3.66 0.0086018 0.0940113 -2.47 FALSE
260772_at unknown protein contains similar --- AT1G49050 1.65 0.72 3.67 0.0085869 0.0940113 -2.47 FALSE
266561_at unknown protein --- AT2G23960 1.42 0.51 3.66 0.0086187 0.0941084 -2.47 FALSE
267436_at putative receptor-like protein kinaFRK1 AT2G19190 3.98 1.99 3.66 0.0086432 0.0941212 -2.47 TRUE
247575_at  RNA-binding protein - like RNA-bGR-RBP3 AT5G61030 -1.74 -0.80 -3.66 0.008645 0.0941212 -2.47 TRUE
261576_at unknown protein ;supported by fu--- AT1G01070 -2.61 -1.38 -3.66 0.0086288 0.0941212 -2.47 TRUE
259782_at unknown protein --- AT1G29680 1.41 0.50 3.66 0.0086455 0.0941212 -2.47 FALSE
250817_at SET-domain protein-like  ; suppoSUVH1 AT5G04940 -1.48 -0.57 -3.66 0.0086349 0.0941212 -2.47 FALSE
246879_at  endopeptidase - like protein O-s --- AT5G26110 -1.52 -0.60 -3.66 0.0086487 0.0941212 -2.47 FALSE
252068_at  mucin -like protein hemomucin, --- AT3G51440 3.11 1.64 3.66 0.0086331 0.0941212 -2.47 FALSE
261420_at  fatty acid elongase 3-ketoacyl-C KCS3 AT1G07720 2.47 1.31 3.66 0.0086617 0.0941816 -2.47 TRUE
249938_at Ruv DNA-helicase-like protein  ;sRIN1 AT5G22330 -1.47 -0.56 -3.66 0.0086626 0.0941816 -2.47 FALSE



248747_at ribosomal protein S27 ;supported--- AT5G47930 -1.78 -0.83 -3.66 0.0086838 0.0943229 -2.48 FALSE
262370_at hypothetical protein predicted by --- AT1G73090 -1.75 -0.81 -3.66 0.0086803 0.0943229 -2.48 FALSE
267591_at Expressed protein ; supported byRTFL8 AT2G39705 -3.24 -1.69 -3.65 0.0087062 0.0944759 -2.48 FALSE
254905_at  RPP1-WsA-like disease resistan--- AT4G11170 3.97 1.99 3.65 0.0087039 0.0944759 -2.48 FALSE
258037_at putative 4-coumarate:CoA ligase 4CL5 AT3G21230 9.06 3.18 3.65 0.0087112 0.0944853 -2.48 FALSE
256870_at  cytochrome P450, putative contaCYP71B34 AT3G26300 -2.17 -1.12 -3.65 0.0087396 0.0947482 -2.48 FALSE
245712_at pullulanase-like protein (starch deATLDA AT5G04360 -1.47 -0.55 -3.65 0.0087501 0.0948171 -2.48 FALSE
262168_at unknown protein ;supported by fu--- AT1G74730 -1.53 -0.61 -3.65 0.0087578 0.0948557 -2.49 FALSE
262464_at hypothetical protein contains sim --- AT1G50280 -2.11 -1.08 -3.65 0.0087691 0.0949325 -2.49 FALSE
259392_at hypothetical protein similar to hyp--- AT1G06380 -1.44 -0.53 -3.65 0.0087971 0.0950344 -2.49 FALSE
258656_at putative Ras-like GTP-binding pr ATRABE1EAT3G09900 -1.80 -0.85 -3.64 0.0088285 0.0950344 -2.49 FALSE
247015_at protease-like --- AT5G66960 -1.73 -0.79 -3.65 0.0088064 0.0950344 -2.49 FALSE
253867_at  putative protein tRNA nucleotidy --- AT4G27490 -1.98 -0.99 -3.65 0.0087974 0.0950344 -2.49 FALSE
259816_at  RING-H2 finger protein RHY1a i --- AT1G49850 -1.52 -0.61 -3.64 0.0088261 0.0950344 -2.49 FALSE
260404_at unknown protein similar to activa --- --- -1.98 -0.99 -3.65 0.0087907 0.0950344 -2.49 FALSE
258866_at unknown protein --- AT3G03180 -1.43 -0.52 -3.65 0.0088036 0.0950344 -2.49 FALSE
253233_at putative protein various predicted--- AT4G34290 -2.00 -1.00 -3.64 0.0088183 0.0950344 -2.49 FALSE
244986_at ribosomal protein S19 --- --- -1.94 -0.96 -3.65 0.0088135 0.0950344 -2.49 FALSE
265674_at unknown protein  ; supported by --- AT2G32190 3.73 1.90 3.64 0.0088273 0.0950344 -2.49 FALSE
261629_at unknown protein --- AT1G49980 -1.45 -0.54 -3.65 0.0088067 0.0950344 -2.49 FALSE
248705_at putative protein similar to unknow--- AT5G48520 -1.72 -0.78 -3.65 0.0088104 0.0950344 -2.49 FALSE
260895_at unknown protein similar to unkno--- AT1G29250 -2.26 -1.18 -3.64 0.008845 0.0951677 -2.50 FALSE
249727_at putative protein similar to unknowMRU1 AT5G35490 -1.44 -0.52 -3.64 0.0088718 0.095199 -2.50 FALSE
265596_at hypothetical protein predicted by CAF1 AT2G20020 -2.37 -1.25 -3.64 0.0088679 0.095199 -2.50 FALSE
245400_at  ATP-dependent Clp protease pro--- AT4G17040 -1.67 -0.74 -3.64 0.008873 0.095199 -2.50 FALSE
250616_at  receptor-like protein kinase-like pEMS1 AT5G07280 1.62 0.69 3.64 0.008866 0.095199 -2.50 FALSE
248238_at putative protein similar to unknow--- AT5G53900 -1.79 -0.84 -3.64 0.0088655 0.095199 -2.50 FALSE
248698_at receptor-like protein kinase ; sup --- AT5G48380 1.98 0.99 3.64 0.0088534 0.095199 -2.50 FALSE
261620_s_a ribosomal protein L9, putative simPGY2 AT1G33120 // -1.74 -0.80 -3.64 0.0088801 0.0952303 -2.50 FALSE
248603_at WD-40 repeat protein-like --- AT5G49430 -1.41 -0.50 -3.64 0.0088891 0.0952654 -2.50 FALSE
267446_s_aputative tyrosyl-tRNA synthetase --- AT1G28350 // -1.44 -0.53 -3.64 0.0088917 0.0952654 -2.50 FALSE
267452_at auxin response transcription factoETT AT2G33860 -1.55 -0.64 -3.64 0.0088997 0.0953058 -2.50 FALSE
263778_at putative cytochrome oxidase biogOXA1L AT2G46470 -1.57 -0.66 -3.64 0.0089096 0.0953679 -2.50 FALSE
248739_at DnaJ protein-like  ;supported by fGFA2 AT5G48030 -1.44 -0.53 -3.63 0.0089371 0.0954672 -2.51 TRUE
251583_at putative protein several hypothet --- AT3G58590 -1.83 -0.87 -3.63 0.0089327 0.0954672 -2.51 TRUE



256207_at  GTP-binding protein, putative sim--- AT1G50920 -1.71 -0.77 -3.63 0.0089408 0.0954672 -2.51 FALSE
245512_at hypothetical protein --- AT4G15770 -1.92 -0.94 -3.64 0.0089253 0.0954672 -2.50 TRUE
258934_at putative RecA protein similar to RRECA3 AT3G10140 -1.57 -0.65 -3.64 0.0089279 0.0954672 -2.51 FALSE
264330_at multi-drug resistance protein StroATMRP5 AT1G04120 1.49 0.57 3.63 0.008946 0.0954672 -2.51 FALSE
251785_at  ABC transporter - like protein breATWBC19 AT3G55130 2.44 1.28 3.63 0.0089482 0.0954672 -2.51 FALSE
252468_at  starch phosphorylase H (cytosol PHS2 AT3G46970 -1.73 -0.79 -3.63 0.008962 0.0955254 -2.51 FALSE
262727_at  thaumatin, putative contains Pfa --- AT1G75800 -1.46 -0.54 -3.63 0.0089596 0.0955254 -2.51 FALSE
267211_at Expressed protein ; supported by--- AT2G44065 -1.40 -0.48 -3.63 0.0089762 0.0955535 -2.51 FALSE
260044_at Expressed protein ; supported by--- AT1G73655 -1.51 -0.59 -3.63 0.0089814 0.0955535 -2.51 FALSE
255595_at  putative chitinase similar to pean--- AT4G01700 4.23 2.08 3.63 0.0089721 0.0955535 -2.51 FALSE
254321_at  trehalose-6-phosphate phosphatCPuORF27AT4G22590 // 2.08 1.06 3.63 0.0089775 0.0955535 -2.51 FALSE
249393_at  disease resistance - like protein AtRLP54 AT5G40170 2.29 1.20 3.63 0.0089894 0.0955692 -2.51 FALSE
254933_at  putative RNA-directed RNA polyRDR2 AT4G11130 -1.63 -0.71 -3.63 0.0089913 0.0955692 -2.51 FALSE
246564_at  putative protein hypothetical pro --- AT5G15610 -1.40 -0.49 -3.63 0.0090001 0.0955732 -2.51 FALSE
256837_at hypothetical protein similar to DNNRPD7 AT3G22900 -2.04 -1.03 -3.63 0.0089975 0.0955732 -2.51 FALSE
251260_at  putative protein ISOPENICILLIN--- AT3G62130 -1.96 -0.97 -3.63 0.0090093 0.0956268 -2.51 FALSE
247600_at Myb transcription factor homolog MYB34 AT5G60890 2.94 1.56 3.63 0.0090181 0.0956762 -2.52 TRUE
258087_at putative peroxiredoxin similar to pATPRX Q AT3G26060 -1.87 -0.90 -3.62 0.0090618 0.0956977 -2.52 TRUE
264960_at hypothetical protein contains sim ATEXT4 AT1G76930 -7.26 -2.86 -3.63 0.0090446 0.0956977 -2.52 TRUE
245479_at extensin like protein --- AT4G16140 1.53 0.61 3.62 0.0090621 0.0956977 -2.52 FALSE
254664_at  initiation factor-2Bepsilon-like pr --- AT4G18300 -1.58 -0.66 -3.63 0.009039 0.0956977 -2.52 FALSE
256677_at  unknown protein contains Pfam PHF1 AT3G52190 1.59 0.67 3.62 0.009051 0.0956977 -2.52 FALSE
249742_at putative protein contains similarit --- AT5G24490 -1.64 -0.71 -3.62 0.0090608 0.0956977 -2.52 FALSE
267584_at putative protein kinase contains a--- AT2G41930 1.50 0.59 3.62 0.0090515 0.0956977 -2.52 FALSE
246727_at  major latex protein homolog - lik --- AT5G28010 -1.72 -0.78 -3.63 0.0090434 0.0956977 -2.52 FALSE
245621_at AMP-binding protein AAE15 AT4G14070 -1.83 -0.87 -3.62 0.0090592 0.0956977 -2.52 FALSE
252116_at putative protein  ;supported by fu --- AT3G51510 -1.63 -0.70 -3.63 0.009031 0.0956977 -2.52 FALSE
250189_at putative protein  ;supported by fu --- AT5G14410 -1.97 -0.98 -3.62 0.0090675 0.0957097 -2.52 FALSE
266267_at putative glutathione S-transferaseATGSTU4 AT2G29460 7.48 2.90 3.62 0.0090904 0.0958924 -2.52 TRUE
250671_at transcription factor HBP-1b homoAHBP-1B AT5G06950 -1.45 -0.54 -3.62 0.0090974 0.0958924 -2.52 FALSE
255936_at  calcium dependent protein kinas--- AT1G12680 // -1.49 -0.57 -3.62 0.0090944 0.0958924 -2.52 FALSE
251701_at  putative protein hypothetical pro --- AT3G56650 -1.55 -0.63 -3.62 0.0091123 0.0959045 -2.53 TRUE
251637_at hypothetical protein --- AT3G57570 -1.56 -0.64 -3.62 0.0091271 0.0959045 -2.53 TRUE
264467_at unknown protein similar to EST g--- AT1G10140 1.56 0.64 3.62 0.009128 0.0959045 -2.53 FALSE
265805_s_a60S ribosomal protein L2 EMB2296 AT2G18020 // -1.78 -0.83 -3.62 0.0091215 0.0959045 -2.53 FALSE



256613_at hypothetical protein predicted by emb2076 AT3G29290 -1.69 -0.76 -3.62 0.0091262 0.0959045 -2.53 FALSE
260017_at hypothetical protein predicted by --- --- 1.94 0.96 3.62 0.0091128 0.0959045 -2.53 FALSE
252404_at  glycine--tRNA ligase precursor, cEDD1 AT3G48110 -1.48 -0.57 -3.62 0.0091085 0.0959045 -2.53 FALSE
254598_at  xyloglucan endo-transglycosylas--- AT4G18990 2.42 1.28 3.61 0.0091689 0.0959989 -2.53 FALSE
253422_at putative protein  ;supported by fu --- AT4G32240 -1.54 -0.62 -3.62 0.0091604 0.0959989 -2.53 FALSE
247497_at  Peter Pan - like protein Peter PaPPAN AT5G61770 -1.86 -0.90 -3.61 0.0091782 0.0959989 -2.53 TRUE
264322_at unknown protein Contains similar--- AT1G04190 -1.59 -0.67 -3.62 0.0091632 0.0959989 -2.53 FALSE
249607_at  putative protein RING-H2 finger --- AT5G37280 1.45 0.54 3.61 0.0091931 0.0959989 -2.54 FALSE
252173_at scarecrow-like 7 (SCL7) --- AT3G50650 2.13 1.09 3.61 0.0091834 0.0959989 -2.53 FALSE
265200_s_aputative glucosyl transferase an EUGT73C6 AT2G36790 // 2.94 1.56 3.61 0.0091856 0.0959989 -2.53 FALSE
255435_at putative component of cytochromPETC AT4G03280 -1.54 -0.62 -3.61 0.0091835 0.0959989 -2.53 FALSE
246197_at caltractin-like protein ;supported CEN2 AT4G37010 3.78 1.92 3.61 0.0091779 0.0959989 -2.53 FALSE
265104_at unknown protein 3'-end of proteinATO2 AT1G31020 -1.51 -0.60 -3.61 0.0091932 0.0959989 -2.54 FALSE
265880_at unknown protein --- AT2G42300 -1.83 -0.87 -3.61 0.009189 0.0959989 -2.53 FALSE
249563_at similar to unknown protein (pir |T --- AT5G38360 -1.47 -0.55 -3.62 0.009153 0.0959989 -2.53 FALSE
246228_at peroxidase like protein --- AT4G36430 4.99 2.32 3.61 0.0091959 0.0959989 -2.54 FALSE
264930_at  receptor-like kinase, putative simNIK3 AT1G60800 -1.71 -0.77 -3.61 0.0091674 0.0959989 -2.53 FALSE
259732_at putative replication factor C simila--- AT1G77470 -1.55 -0.63 -3.61 0.0092078 0.0960793 -2.54 FALSE
261122_at ornithine carbamoyltransferase pOTC AT1G75330 -1.76 -0.81 -3.61 0.0092205 0.0961686 -2.54 FALSE
262401_at  small GTP-binding protein, putatRABG3E AT1G49300 -1.39 -0.48 -3.61 0.0092262 0.0961837 -2.54 FALSE
261268_at unknown protein similar to 50S ri --- AT1G26740 -1.60 -0.68 -3.61 0.0092329 0.096209 -2.54 FALSE
263605_at hypothetical protein predicted by --- AT2G16485 -1.65 -0.72 -3.61 0.0092452 0.0962665 -2.54 FALSE
255021_at hypothetical protein --- AT4G10330 -1.51 -0.59 -3.61 0.0092468 0.0962665 -2.54 FALSE
265908_at contains similarity to S. cerevisia --- AT4G00270 -1.82 -0.87 -3.61 0.009269 0.0964535 -2.54 FALSE
260877_at unknown protein ; supported by f --- AT1G21500 -1.81 -0.86 -3.60 0.0092995 0.0966108 -2.55 TRUE
267492_at histone H1 ;supported by full-leng--- AT2G30620 -1.73 -0.79 -3.60 0.0092947 0.0966108 -2.55 FALSE
264485_at unknown protein ; supported by c--- AT1G77220 1.48 0.57 3.60 0.0092901 0.0966108 -2.55 FALSE
253806_at  putative protein Arabidopsis thal --- AT4G28270 -1.66 -0.73 -3.60 0.0093011 0.0966108 -2.55 FALSE
258138_at Expressed protein GC donor spli MSH7 AT3G24495 -1.42 -0.50 -3.60 0.0093059 0.0966173 -2.55 FALSE
264384_at  putative chromodomain-helicasePKL AT2G25170 -1.40 -0.48 -3.60 0.009327 0.0967923 -2.55 FALSE
261043_at hypothetical protein similar to unk--- AT1G01220 -1.64 -0.71 -3.60 0.0093514 0.0970012 -2.55 FALSE
260602_at  serine acetyltransferase identicaATSERAT2AT1G55920 1.58 0.66 3.59 0.009408 0.0971209 -2.56 TRUE
250300_at  putative protein various predicte --- AT5G11890 -1.85 -0.88 -3.60 0.0093722 0.0971209 -2.56 TRUE
248326_at Notchless protein homolog --- AT5G52820 -1.70 -0.77 -3.59 0.0094157 0.0971209 -2.56 TRUE
265605_at putative cellulose synthase catalyCESA10 AT2G25540 1.36 0.45 3.60 0.0093925 0.0971209 -2.56 FALSE



263039_at  mak16-like protein-related simila--- AT1G23280 -1.81 -0.86 -3.59 0.0094132 0.0971209 -2.56 TRUE
263843_at translin-like protein  ; supported b--- AT2G37020 -1.47 -0.56 -3.60 0.0093794 0.0971209 -2.56 FALSE
256284_at unknown protein PSF2 AT3G12530 -1.87 -0.90 -3.59 0.0094193 0.0971209 -2.56 FALSE
244940_at ribosomal protein S12 (trans-splic--- --- -1.65 -0.72 -3.60 0.0093793 0.0971209 -2.56 FALSE
248913_at unknown protein  ;supported by f --- AT5G45760 -1.48 -0.57 -3.59 0.009427 0.0971209 -2.56 FALSE
265073_at unknown protein similar to putativ--- AT1G55480 -2.16 -1.11 -3.59 0.0094295 0.0971209 -2.56 FALSE
261933_at  3-deoxy-D-arabino-heptulosonat--- AT1G22410 2.31 1.21 3.59 0.0094351 0.0971209 -2.56 FALSE
256996_at unknown protein similar to unkno--- AT3G25850 1.39 0.48 3.60 0.0093984 0.0971209 -2.56 FALSE
261681_at hypothetical protein similar to hyp--- AT1G47340 -1.93 -0.95 -3.60 0.0093872 0.0971209 -2.56 FALSE
263172_at hypothetical protein predicted by CID3 AT1G54170 1.37 0.45 3.60 0.0093843 0.0971209 -2.56 FALSE
260014_at hydroxypyruvate reductase (HPRHPR AT1G68010 -1.60 -0.68 -3.59 0.0094353 0.0971209 -2.56 FALSE
254982_at putative protein  ; supported by c --- AT4G10470 -1.63 -0.70 -3.60 0.0094053 0.0971209 -2.56 FALSE
261616_at  NAC domain containing protein, ANAC014 AT1G33060 -1.35 -0.44 -3.60 0.0093965 0.0971209 -2.56 FALSE
245358_at PRL1 protein ;supported by full-lePRL1 AT4G15900 -1.60 -0.67 -3.59 0.0094555 0.0972843 -2.56 FALSE
266964_at putative ABC transporter related PGP6 AT2G39480 1.36 0.45 3.59 0.0094702 0.0973692 -2.57 FALSE
264573_at putative pectin methylesterase S --- AT1G05310 -1.71 -0.78 -3.59 0.0094723 0.0973692 -2.57 FALSE
245392_at glutaredoxin ;supported by full-le --- AT4G15680 -4.75 -2.25 -3.59 0.0094906 0.0975141 -2.57 FALSE
267533_at unknown protein  ;supported by f ATNUDX23AT2G42070 -1.54 -0.62 -3.59 0.0095259 0.0977886 -2.57 FALSE
262248_at hypothetical protein predicted by YSL8 AT1G48370 2.17 1.12 3.59 0.0095236 0.0977886 -2.57 FALSE
247819_at MAP kinase ; supported by cDNAWNK4 AT5G58350 1.83 0.87 3.58 0.0095371 0.0978596 -2.57 TRUE
266663_at putative receptor-like protein kina--- AT2G25790 -1.86 -0.90 -3.58 0.0095607 0.0980573 -2.58 FALSE
258403_at hypothetical protein predicted by --- AT3G15380 -1.48 -0.56 -3.58 0.0095826 0.0982374 -2.58 FALSE
263637_at hypothetical protein predicted by --- AT2G11890 -1.44 -0.53 -3.58 0.0095967 0.0982494 -2.58 FALSE
247004_at putative protein similar to unknowDG1 AT5G67570 -1.55 -0.63 -3.58 0.0095962 0.0982494 -2.58 FALSE
246901_at  putative protein Leaf protein, Ph --- AT5G25630 -1.47 -0.55 -3.58 0.0095923 0.0982494 -2.58 FALSE
266874_at unknown protein --- AT2G44760 -1.39 -0.48 -3.58 0.0096084 0.0983258 -2.58 FALSE
261839_at unknown protein --- AT1G16040 -1.55 -0.64 -3.58 0.0096197 0.0983532 -2.58 FALSE
251852_at putative protein --- AT3G54750 -1.80 -0.85 -3.58 0.0096177 0.0983532 -2.58 FALSE
263286_at 40S ribosomal protein S14  ;supp--- AT2G36160 -1.87 -0.90 -3.58 0.0096297 0.0984108 -2.58 FALSE
254948_at  putative protein various predicte --- AT4G11000 1.56 0.64 3.58 0.0096366 0.0984374 -2.58 FALSE
250679_at putative protein contains similarit --- AT5G06550 -1.85 -0.89 -3.58 0.0096458 0.0984869 -2.58 TRUE
246602_at  copper amine oxidase, putative s--- AT1G31710 2.19 1.13 3.57 0.0096557 0.0984906 -2.59 FALSE
259587_at unknown protein ;supported by fu--- AT1G28120 -1.52 -0.61 -3.57 0.0096591 0.0984906 -2.59 FALSE
248091_at putative protein strong similarity tVTC5 AT5G55120 3.27 1.71 3.57 0.0096548 0.0984906 -2.59 FALSE
267072_at unknown protein --- AT2G41170 1.65 0.72 3.57 0.0096822 0.0986379 -2.59 FALSE



248900_at putative protein strong similarity tPRP39-2 AT5G46400 -1.79 -0.84 -3.57 0.0096787 0.0986379 -2.59 FALSE
254431_at  reticuline oxidase - like protein re--- AT4G20840 -1.96 -0.97 -3.57 0.0096869 0.098642 -2.59 FALSE
246730_at  40S ribosomal protein S19 - like --- AT5G28060 -2.08 -1.06 -3.57 0.0096952 0.0986822 -2.59 FALSE
247173_at poly(A)-binding protein II-like  ; su--- AT5G65260 -1.61 -0.68 -3.57 0.0097012 0.0986996 -2.59 FALSE
259819_at unknown protein ; supported by cATMTK AT1G49820 -1.38 -0.47 -3.57 0.0097212 0.0988428 -2.59 FALSE
247239_at pectin methylesterase-like protein--- AT5G64640 -1.55 -0.63 -3.57 0.0097239 0.0988428 -2.59 FALSE
255403_at  putative GH3-like protein similar DFL2 AT4G03400 -1.68 -0.75 -3.57 0.0097337 0.0988535 -2.59 FALSE
259113_at  hypothetical protein predicted by--- AT3G05510 -1.58 -0.66 -3.57 0.0097334 0.0988535 -2.59 FALSE
247333_at 1-aminocyclopropane-1-carboxyl FLS5 AT5G63600 2.43 1.28 3.57 0.0097411 0.0988854 -2.59 FALSE
265149_at unknown protein ; supported by f --- AT1G51400 -1.57 -0.65 -3.57 0.0097545 0.0989354 -2.60 FALSE
253545_at  AIG2-like protein AIG2 protein, A--- AT4G31310 -1.70 -0.77 -3.57 0.0097634 0.0989354 -2.60 FALSE
260172_s_aputative histidinol-phosphate ami --- AT1G71920 // -1.72 -0.78 -3.57 0.0097587 0.0989354 -2.60 FALSE
247390_at putative protein similar to unknow--- AT5G63520 -1.42 -0.51 -3.57 0.00976 0.0989354 -2.60 FALSE
250721_at putative protein contains similarit --- AT5G06210 -1.45 -0.53 -3.57 0.0097689 0.0989475 -2.60 FALSE
265920_s_aunknown protein --- AT2G15120 // 2.76 1.46 3.57 0.0097792 0.0990074 -2.60 TRUE
247094_at  GDP-D-mannose 4,6-dehydratasGMD1 AT5G66280 1.51 0.60 3.56 0.0097934 0.0991073 -2.60 FALSE
264100_at lupeol synthase identical to lupeoLUP1 AT1G78970 3.67 1.87 3.56 0.0098011 0.0991411 -2.60 FALSE
262991_at hypothetical protein predicted by BRX-LIKE3 AT1G54180 1.39 0.47 3.56 0.0098126 0.0992135 -2.60 FALSE
264134_at unknown protein contains similar --- AT1G79070 -1.38 -0.46 -3.56 0.0098218 0.0992188 -2.60 FALSE
266636_at glycine decarboxylase complex HGDCH AT2G35370 -1.57 -0.65 -3.56 0.009821 0.0992188 -2.60 FALSE
264586_at putative cytochrome P450 SimilaCYP88A3 AT1G05160 -1.51 -0.60 -3.56 0.009841 0.0993242 -2.61 FALSE
264761_at hypothetical protein predicted by --- AT1G61280 -1.44 -0.53 -3.56 0.0098379 0.0993242 -2.60 FALSE
246789_at  long-chain-fatty-acid--CoA ligaseLACS7 AT5G27600 1.44 0.53 3.56 0.0098538 0.0993512 -2.61 FALSE
251771_at  putative protein cellulose syntha CSLA14 AT3G56000 1.55 0.63 3.56 0.0098567 0.0993512 -2.61 FALSE
253573_at  putative protein BEM46 PROTE --- AT4G31020 1.59 0.67 3.56 0.0098509 0.0993512 -2.61 FALSE
249994_at  putative protein cell polarity prote--- AT5G18590 -1.53 -0.61 -3.56 0.0098663 0.0993596 -2.61 FALSE
255778_at 3-phosphoserine phosphatase id PSP AT1G18640 -1.39 -0.47 -3.56 0.009862 0.0993596 -2.61 FALSE
255136_s_a putative protein chromatin struct --- AT4G08350 // -1.58 -0.66 -3.56 0.0098836 0.0994904 -2.61 FALSE
261406_at unknown protein contains similar NRP2 AT1G18800 -1.88 -0.91 -3.55 0.0099098 0.0996544 -2.61 FALSE
256269_at transcription factor HBP-1B-like nTGA6 AT3G12250 -1.44 -0.52 -3.55 0.0099168 0.0996544 -2.61 FALSE
261296_at unknown protein --- AT1G48460 -2.12 -1.08 -3.55 0.0099469 0.0996544 -2.62 TRUE
265739_at unknown protein  ; supported by AtQSOX2 AT2G01270 -1.37 -0.45 -3.55 0.0099219 0.0996544 -2.61 FALSE
247694_at  GTP cyclohydrolase II / 3,4-dihy --- AT5G59750 -1.53 -0.62 -3.55 0.0099161 0.0996544 -2.61 FALSE
264022_at Expressed protein ; supported by--- AT2G21185 -1.69 -0.76 -3.55 0.009948 0.0996544 -2.62 FALSE
256957_at hypothetical protein predicted by --- AT3G13420 1.50 0.58 3.55 0.0099445 0.0996544 -2.62 FALSE



267237_s_aunknown protein  ;supported by f --- AT2G44040 // -2.42 -1.28 -3.55 0.0099331 0.0996544 -2.61 FALSE
259140_at lycopene beta cyclase identical toLYC AT3G10230 -1.43 -0.51 -3.55 0.0099376 0.0996544 -2.62 FALSE
261408_s_a histone H4 identical to GB:M366--- AT1G07660 // -1.74 -0.80 -3.55 0.0099397 0.0996544 -2.62 FALSE
260959_at unknown protein ;supported by fu--- AT1G06050 1.49 0.57 3.55 0.0099398 0.0996544 -2.62 FALSE
252593_at  putative protein tRNA intron end ATSEN1 AT3G45590 -1.64 -0.72 -3.55 0.0099595 0.0997258 -2.62 TRUE
245019_at hypothetical protein --- --- -1.38 -0.46 -3.55 0.0099703 0.0997904 -2.62 FALSE
260500_at Expressed protein ; supported by--- AT2G41705 -1.41 -0.49 -3.55 0.0099748 0.0997917 -2.62 TRUE
261439_at Expressed protein ; supported by--- AT1G28395 -2.18 -1.12 -3.55 0.0099919 0.0999193 -2.62 TRUE
263351_at hypothetical protein predicted by --- AT2G22120 -1.37 -0.45 -3.55 0.009998 0.0999357 -2.62 FALSE
259237_at putative 2-cys peroxiredoxin BAS--- AT3G11630 -1.76 -0.81 -3.55 0.0100082 0.0999757 -2.62 TRUE
254218_at  putative receptor kinase recepto --- AT4G23740 -1.53 -0.61 -3.55 0.0100107 0.0999757 -2.62 FALSE
263064_at putative bZIP transcription factor CPuORF1 AT2G18160 // -1.77 -0.82 -3.55 0.0100267 0.1000914 -2.62 FALSE
246503_at  40S ribosomal protein S7-like 40--- AT5G16130 -2.19 -1.13 -3.55 0.0100364 0.1001391 -2.63 FALSE
249265_at  E2, ubiquitin-conjugating enzym --- AT5G41080 // -1.38 -0.46 -3.54 0.0100403 0.1001391 -2.63 FALSE
253837_at  putative proline-rich protein exte --- AT4G27850 1.45 0.53 3.54 0.0100642 0.1001532 -2.63 FALSE
253726_at  ribosomal protein S15a homologrps15ae AT4G29430 -2.38 -1.25 -3.54 0.0100521 0.1001532 -2.63 FALSE
251446_at Expressed protein ; supported by--- AT3G59840 -1.42 -0.50 -3.54 0.0100683 0.1001532 -2.63 FALSE
259123_at unknown protein --- AT3G02200 -1.44 -0.52 -3.54 0.010068 0.1001532 -2.63 FALSE
260414_at nitrate transporter (NTL1) identic ATNRT1:2 AT1G69850 -1.58 -0.66 -3.54 0.0100724 0.1001532 -2.63 FALSE
260538_at 60S ribosomal protein L38 --- AT2G43460 -1.84 -0.88 -3.54 0.0100632 0.1001532 -2.63 FALSE
255257_at  score=526.5, E=1.9e-154, N=3  UBQ11 AT4G05050 1.40 0.49 3.54 0.0100475 0.1001532 -2.63 FALSE
266557_at unknown protein  ; supported by --- AT2G46080 1.35 0.44 3.54 0.010098 0.100199 -2.63 FALSE
258804_at hypothetical protein similar to hyp--- AT3G04760 -1.74 -0.80 -3.54 0.0101122 0.100199 -2.63 FALSE
254013_at  putative leucine-rich-repeat prote--- AT4G26050 1.82 0.87 3.54 0.0100867 0.100199 -2.63 FALSE
264549_at putative ser/thr protein kinase sim--- AT1G09440 -1.45 -0.54 -3.54 0.0100955 0.100199 -2.63 FALSE
251666_at CYSTATHIONINE BETA-LYASECBL AT3G57050 -1.69 -0.76 -3.54 0.010101 0.100199 -2.63 FALSE
267384_at unknown protein highly similar to --- AT2G44370 4.67 2.22 3.54 0.0100849 0.100199 -2.63 FALSE
245426_at hypothetical protein --- AT4G17540 -1.61 -0.69 -3.54 0.0101098 0.100199 -2.63 FALSE
264161_at  antigen receptor, putative similar--- AT1G65420 -1.51 -0.59 -3.54 0.0101094 0.100199 -2.63 FALSE
260955_at unknown protein contains similar --- AT1G06000 2.46 1.30 3.54 0.0101391 0.1004109 -2.64 FALSE
264105_x_ahypothetical protein --- AT2G13760 1.57 0.65 3.54 0.0101423 0.1004109 -2.64 FALSE
250663_at  putative protein prenylated rab aPRA1.B6 AT5G07110 1.46 0.55 3.54 0.0101515 0.1004203 -2.64 FALSE
266331_at  putative RGA1, giberellin repsonRGA1 AT2G01570 -1.63 -0.71 -3.54 0.0101521 0.1004203 -2.64 FALSE
262229_at unknown protein ; supported by c--- AT1G68620 3.03 1.60 3.54 0.0101592 0.1004466 -2.64 TRUE
250920_at putative protein  ;supported by fu --- AT5G03390 2.05 1.04 3.53 0.0101905 0.1006287 -2.64 FALSE



263593_at hypothetical protein predicted by EMB975 AT2G01860 -1.64 -0.71 -3.53 0.0101821 0.1006287 -2.64 FALSE
245998_at sucrose-UDP glucosyltransferaseSUS1 AT5G20830 2.26 1.17 3.53 0.0101908 0.1006287 -2.64 FALSE
247741_at  putative protein predicted proteinGIL1 AT5G58960 -2.14 -1.10 -3.53 0.0102001 0.1006765 -2.64 FALSE
249383_at  putative protein putative DNA-binPRE1 AT5G39860 2.04 1.03 3.53 0.0102114 0.1006963 -2.64 TRUE
260179_at unknown protein similar to hypothHWI1 AT1G70690 2.43 1.28 3.53 0.0102297 0.1006963 -2.65 TRUE
253005_at hypothetical protein  ;supported b--- AT4G38100 -1.88 -0.91 -3.53 0.0102208 0.1006963 -2.64 FALSE
267181_at putative alcohol dehydrogenase  --- AT2G37760 2.15 1.10 3.53 0.0102075 0.1006963 -2.64 FALSE
258725_at  putative RNA helicase  similar to--- AT3G09620 1.42 0.51 3.53 0.010229 0.1006963 -2.65 FALSE
251149_at  putative protein CGI-77 protein, --- AT3G62940 -1.36 -0.45 -3.53 0.010233 0.1006963 -2.65 FALSE
262373_at hypothetical protein predicted by --- AT1G73120 -2.45 -1.29 -3.53 0.0102321 0.1006963 -2.65 FALSE
261952_at unknown protein --- AT1G64430 -1.37 -0.45 -3.53 0.0102492 0.1007604 -2.65 FALSE
262853_at  unknown protein Location of EST--- AT1G20890 -1.52 -0.60 -3.53 0.0102527 0.1007604 -2.65 FALSE
258493_at Expressed protein ; supported by--- AT3G02555 -1.53 -0.61 -3.53 0.0102487 0.1007604 -2.65 FALSE
247316_at ankyrin-like protein --- AT5G64030 -1.45 -0.54 -3.53 0.0102616 0.1007876 -2.65 FALSE
249816_at cleavage and polyadenylation sp CPSF100 AT5G23880 -1.72 -0.78 -3.53 0.010267 0.1007876 -2.65 FALSE
253708_at  gamma-glutamyltransferase-like GGT4 AT4G29210 2.47 1.30 3.53 0.0102688 0.1007876 -2.65 FALSE
246148_at  glycine-rich RNA-binding protein--- AT5G19960 -1.57 -0.65 -3.52 0.010306 0.1009716 -2.65 FALSE
260055_at unknown protein similar to putativ--- AT1G78150 -1.43 -0.51 -3.52 0.0103055 0.1009716 -2.65 FALSE
263958_at putative salt-inducible protein --- AT2G36240 -1.37 -0.45 -3.53 0.0102969 0.1009716 -2.65 FALSE
250301_at  putative protein predicted protein--- AT5G11970 1.77 0.82 3.53 0.010304 0.1009716 -2.65 FALSE
253398_at  putative protein retinal pigment mCCD8 AT4G32810 2.64 1.40 3.52 0.0103096 0.1009716 -2.65 FALSE
256405_at calcium-dependent protein kinaseCPK33 AT1G50700 -1.43 -0.52 -3.52 0.0103156 0.1009863 -2.65 FALSE
254415_at subtilisin-like serine protease conATSBT3.12AT4G21326 1.39 0.48 3.52 0.0103276 0.1010611 -2.65 FALSE
247101_at apospory-associated protein C-lik--- AT5G66530 -1.70 -0.77 -3.52 0.0103377 0.1010945 -2.66 FALSE
245372_at ribosomal protein ;supported by f --- AT4G15000 -2.18 -1.13 -3.52 0.0103488 0.1010945 -2.66 FALSE
258646_at  MATE efflux family protein, puta FRD3 AT3G08040 1.44 0.52 3.52 0.0103461 0.1010945 -2.66 FALSE
259947_at putative protein kinase similar to --- AT1G71530 1.61 0.69 3.52 0.0103411 0.1010945 -2.66 FALSE
247347_at putative protein similar to unknowSHA1 AT5G63780 -2.62 -1.39 -3.52 0.0103551 0.1011133 -2.66 FALSE
255116_at  receptor protein kinase-like prote--- AT4G08850 1.76 0.81 3.52 0.0103668 0.1011401 -2.66 FALSE
256573_at hypothetical protein predicted by --- AT3G14860 -1.48 -0.56 -3.52 0.0103648 0.1011401 -2.66 FALSE
246327_at  receptor-like serine/threonine kin--- AT1G16670 1.66 0.73 3.52 0.0103743 0.1011709 -2.66 FALSE
253897_at putative protein --- AT4G27120 -1.45 -0.53 -3.52 0.0103956 0.1012489 -2.66 FALSE
266119_at  protease inhibitor II identical to GLCR69 AT2G02100 4.21 2.07 3.52 0.010398 0.1012489 -2.66 FALSE
253647_at  putative protein KIAA0210 gene --- AT4G29950 1.60 0.68 3.52 0.0103882 0.1012489 -2.66 FALSE
246915_at  malate dehydrogenase - like proATNADP-MAT5G25880 -2.05 -1.04 -3.52 0.0104001 0.1012489 -2.66 FALSE



256676_at putative protein  ;supported by fuSEX4 AT3G52180 -1.90 -0.93 -3.52 0.0104071 0.1012738 -2.66 FALSE
265088_at hypothetical protein similar to DNSWI2 AT1G03750 -1.38 -0.46 -3.52 0.0104403 0.1015106 -2.67 FALSE
249256_at putative protein strong similarity t--- AT5G41620 -1.74 -0.80 -3.52 0.0104364 0.1015106 -2.67 FALSE
258254_at unknown protein contains Pfam p--- AT3G26780 // -1.71 -0.78 -3.51 0.0104532 0.1015921 -2.67 FALSE
250513_at protein kinase  ;supported by full---- AT5G09890 1.48 0.56 3.51 0.0104755 0.1017227 -2.67 TRUE
253175_at WD-40 repeat protein (MSI3)  ; s MSI3 AT4G35050 -1.98 -0.99 -3.51 0.0104743 0.1017227 -2.67 FALSE
263298_at unknown protein  ; supported by TIC21 AT2G15290 -1.41 -0.50 -3.51 0.0104895 0.1017717 -2.67 FALSE
252412_at Expressed protein ; supported by--- AT3G47295 -2.02 -1.01 -3.51 0.0104861 0.1017717 -2.67 FALSE
265947_at putative WD-40 repeat protein  ; --- AT2G19540 -1.93 -0.95 -3.51 0.0105115 0.1019421 -2.67 FALSE
251411_at regulatory subunit of protein kina CKB3 AT3G60250 -1.54 -0.62 -3.51 0.0105302 0.1020799 -2.67 FALSE
251340_at  actin - like protein actin 3, DrosoATARP7 AT3G60830 -1.48 -0.56 -3.51 0.0105394 0.1021259 -2.68 FALSE
266100_at similar to axi 1 protein from Nicot --- AT2G37980 1.99 0.99 3.51 0.0105612 0.1022034 -2.68 FALSE
256045_at  MAP3K gamma protein kinase, pMAPKKK13AT1G07150 1.55 0.63 3.51 0.0105759 0.1022034 -2.68 FALSE
264832_at unknown unknown --- AT1G03660 1.71 0.77 3.51 0.0105533 0.1022034 -2.68 FALSE
251118_at  putative chloroplast inner enveloAPG1 AT3G63410 -1.68 -0.75 -3.51 0.0105695 0.1022034 -2.68 FALSE
267517_at unknown protein RPT2 AT2G30520 -1.57 -0.65 -3.50 0.0105788 0.1022034 -2.68 FALSE
253301_at  pathogenesis-related protein 1 p--- AT4G33720 3.21 1.68 3.51 0.0105701 0.1022034 -2.68 FALSE
266226_at histone H4 identical to GB:M1713HIS4 AT2G28740 -1.91 -0.94 -3.51 0.010567 0.1022034 -2.68 FALSE
247261_at ZW10-like protein  ; supported by--- AT5G64460 -1.46 -0.55 -3.50 0.0105909 0.1022186 -2.68 FALSE
256789_at seven in absentia-like protein sim--- AT3G13672 -2.31 -1.21 -3.50 0.0105987 0.1022186 -2.68 TRUE
255557_at hypothetical protein  ; supported --- AT4G01990 -1.88 -0.91 -3.50 0.0106039 0.1022186 -2.68 FALSE
261387_at hypothetical protein predicted by --- AT1G05410 -2.00 -1.00 -3.50 0.0106117 0.1022186 -2.68 FALSE
248800_at 40S ribosomal protein S19  ; sup RPS19 AT5G47320 -1.50 -0.58 -3.50 0.0105942 0.1022186 -2.68 FALSE
247330_at putative protein contains similarit GAMMA CAAT5G63510 -1.38 -0.47 -3.50 0.0106088 0.1022186 -2.68 FALSE
256514_at  oxidoreductase, putative contain--- AT1G66130 -1.91 -0.94 -3.50 0.0105987 0.1022186 -2.68 FALSE
246193_at Expressed protein ; supported by--- --- -1.47 -0.55 -3.50 0.0106193 0.1022484 -2.68 FALSE
258025_at putative D-3-phosphoglycerate d --- AT3G19480 -1.97 -0.98 -3.50 0.010637 0.1023755 -2.69 FALSE
266671_at  anthranilate synthase, alpha subASA2 AT2G29690 -1.54 -0.62 -3.50 0.0106789 0.1027116 -2.69 FALSE
246296_at  putative protein hypothetical pro --- AT3G56750 -1.43 -0.52 -3.50 0.0106848 0.1027116 -2.69 FALSE
254416_at receptor-like serine/threonine proARK3 AT4G21380 3.63 1.86 3.50 0.0106854 0.1027116 -2.69 FALSE
264438_at putative 60S ribosomal protein L1--- AT1G27400 -1.99 -0.99 -3.50 0.0106983 0.1027917 -2.69 FALSE
261124_at hypothetical protein predicted by --- AT1G04900 -1.47 -0.56 -3.50 0.0107095 0.1028564 -2.69 FALSE
262482_at  SRG1-like protein Strong homoloSRG1 AT1G17020 3.98 1.99 3.50 0.0107146 0.1028618 -2.69 TRUE
262347_at unknown protein similar to hypoth--- AT1G64110 1.55 0.64 3.49 0.0107197 0.1028677 -2.69 FALSE
250978_at  putative protein contains transm --- AT5G03080 1.38 0.46 3.49 0.0107521 0.1028747 -2.70 FALSE



248492_at putative protein similar to unknow--- AT5G51040 1.41 0.50 3.49 0.0107343 0.1028747 -2.69 FALSE
256836_at  pyruvate kinase, putative similar PKP-ALPHAAT3G22960 -1.64 -0.71 -3.49 0.0107321 0.1028747 -2.69 FALSE
254810_at  putative protein pectinesterase - PME1 AT4G12390 -2.50 -1.32 -3.49 0.0107518 0.1028747 -2.70 FALSE
262092_at unknown protein --- AT1G56150 -3.38 -1.76 -3.49 0.0107338 0.1028747 -2.69 FALSE
245364_at hypothetical protein ;supported b --- AT4G15790 -1.63 -0.70 -3.49 0.0107489 0.1028747 -2.70 FALSE
250020_at putative protein contains similarit --- AT5G18180 1.59 0.67 3.49 0.0107506 0.1028747 -2.70 FALSE
265869_at putative two-component respons ARR14 AT2G01760 -1.68 -0.75 -3.49 0.0107565 0.1028747 -2.70 FALSE
260041_at unknown protein similar to hypoth--- AT1G68780 -1.57 -0.65 -3.49 0.0107681 0.1028994 -2.70 FALSE
252463_at putative protein  ;supported by fu --- AT3G47070 -2.20 -1.14 -3.49 0.0107665 0.1028994 -2.70 FALSE
259761_at putative acyl-CoA synthetase simLACS9 AT1G77590 1.80 0.85 3.49 0.0107802 0.1029715 -2.70 FALSE
265182_at putative auxin-induced protein  ;s--- AT1G23740 -1.77 -0.82 -3.49 0.0107888 0.1030107 -2.70 FALSE
267559_at putative cytochrome P450 CYP76C2 AT2G45570 5.70 2.51 3.49 0.0108294 0.1030173 -2.70 TRUE
258114_at putative cytochrome P450 similarCYP72A13 AT3G14660 -1.47 -0.56 -3.49 0.0108408 0.1030173 -2.70 FALSE
254357_at  nifU-like protein nifU protein homISU1 AT4G22220 -1.35 -0.43 -3.49 0.0108437 0.1030173 -2.70 FALSE
262117_at  ribosomal protein L19, putative semb2386 AT1G02780 -1.64 -0.72 -3.49 0.0108219 0.1030173 -2.70 FALSE
249040_at eukaryotic translation initiation fa --- AT5G44320 -1.50 -0.59 -3.49 0.0108189 0.1030173 -2.70 FALSE
263326_at unknown protein  ; supported by --- AT2G04280 -1.79 -0.84 -3.49 0.0107999 0.1030173 -2.70 FALSE
251552_at  ribosomal protein L11 -like ribos --- AT3G58700 -2.07 -1.05 -3.49 0.0108061 0.1030173 -2.70 FALSE
263716_at 26S proteasome regulatory subu RPN1A AT2G20580 -1.38 -0.46 -3.49 0.0108402 0.1030173 -2.70 FALSE
261669_at unknown protein similar to hypoth--- AT1G18490 -1.35 -0.43 -3.49 0.0108194 0.1030173 -2.70 FALSE
254686_at  putative protein putative oncoge --- AT4G13720 -1.55 -0.63 -3.49 0.0108368 0.1030173 -2.70 FALSE
249284_at unknown protein  ;supported by f --- AT5G41810 1.53 0.61 3.49 0.010824 0.1030173 -2.70 FALSE
255088_at  putative protein heat shock prote--- AT4G09350 -1.93 -0.95 -3.49 0.0108128 0.1030173 -2.70 FALSE
253974_at  receptor protein kinase - like pro --- AT4G26540 2.16 1.11 3.48 0.0108661 0.1031869 -2.71 TRUE
261644_s_ahypothetical protein contains sim ATCSA-1 AT1G19750 // -1.54 -0.62 -3.48 0.0108754 0.1032246 -2.71 FALSE
250996_at  putative protein BcDNA.LD2479 --- AT5G02530 -1.44 -0.52 -3.48 0.0108791 0.1032246 -2.71 FALSE
248134_at putative protein contains similarit --- AT5G54860 2.10 1.07 3.48 0.0108957 0.1033391 -2.71 FALSE
256106_at unknown protein --- AT1G16870 -1.44 -0.52 -3.48 0.0109066 0.103357 -2.71 FALSE
263582_at unknown protein similar to hypothLYM2 AT2G17120 1.88 0.91 3.48 0.0109044 0.103357 -2.71 FALSE
245269_at hypothetical protein ; supported b--- AT4G14500 1.52 0.60 3.48 0.0109205 0.1033597 -2.71 FALSE
251416_at  putative protein various predicte --- AT3G60400 -1.44 -0.53 -3.48 0.0109175 0.1033597 -2.71 FALSE
252418_at hypothetical protein --- AT3G47490 -1.64 -0.72 -3.48 0.0109125 0.1033597 -2.71 FALSE
252136_at  calmodulin-like protein flagellar c--- AT3G50770 -8.51 -3.09 -3.48 0.0109361 0.1033787 -2.71 TRUE
258218_at  methyltransferase, putative similXPL1 AT3G17998 // -1.81 -0.85 -3.48 0.0109288 0.1033787 -2.71 FALSE
251669_at  putative protein hypothetical pro --- AT3G57180 -2.24 -1.17 -3.48 0.0109331 0.1033787 -2.71 FALSE



259121_at unknown protein --- AT3G02220 -1.66 -0.73 -3.48 0.0109551 0.1034601 -2.72 FALSE
255328_at putative leucyl tRNA synthetase EMB2369 AT4G04350 -1.70 -0.77 -3.48 0.0109535 0.1034601 -2.72 FALSE
257717_at unknown protein EMB1865 AT3G18390 -1.64 -0.71 -3.48 0.0109583 0.1034601 -2.72 FALSE
245342_at ribosomal protein ;supported by f --- AT4G16720 -1.78 -0.83 -3.48 0.0109638 0.103469 -2.72 FALSE
250463_at transcription factor OBF4 TGA4 AT5G10030 -1.58 -0.66 -3.48 0.0109717 0.1035011 -2.72 FALSE
261350_at hypothetical protein predicted by --- AT1G79770 -1.84 -0.88 -3.48 0.0109827 0.103562 -2.72 FALSE
262231_at  putative receptor protein similar --- AT1G68740 -2.56 -1.36 -3.48 0.010989 0.1035777 -2.72 TRUE
252002_at  hypothetical protein YIP1 protein--- AT3G52760 -1.45 -0.54 -3.47 0.0110061 0.103696 -2.72 FALSE
266490_at unknown protein --- AT2G07000 -1.61 -0.69 -3.47 0.0110343 0.1037475 -2.72 FALSE
247972_at histone acetyltransferase HAT B HAG2 AT5G56740 -1.74 -0.79 -3.47 0.011018 0.1037475 -2.72 FALSE
258726_at Expressed protein ; supported by--- AT3G11745 -1.42 -0.51 -3.47 0.0110329 0.1037475 -2.72 FALSE
256530_at unknown protein --- AT1G33290 -1.48 -0.56 -3.47 0.0110246 0.1037475 -2.72 FALSE
249459_at peroxidase ATP24a --- AT5G39580 8.91 3.15 3.47 0.0110308 0.1037475 -2.72 FALSE
253557_at  putative protein wall-associated --- AT4G31110 // -1.39 -0.47 -3.47 0.0110659 0.1040025 -2.73 FALSE
251985_at  thioredoxin -like protein cop c2,  --- AT3G53220 -1.62 -0.69 -3.47 0.0110754 0.1040484 -2.73 FALSE
253291_at Expressed protein ; supported by--- AT4G33865 -1.72 -0.78 -3.47 0.0110866 0.1041109 -2.73 FALSE
265815_at predicted protein --- AT2G17975 -1.34 -0.43 -3.47 0.0110914 0.1041127 -2.73 FALSE
253197_at  putative protein Cyanophora par --- AT4G35250 -1.78 -0.83 -3.47 0.0111341 0.1042564 -2.73 TRUE
248962_at putative protein contains similarit FKBP13 AT5G45680 -1.93 -0.94 -3.47 0.0111182 0.1042564 -2.73 TRUE
260696_at unknown protein --- AT1G32520 -1.52 -0.60 -3.47 0.01113 0.1042564 -2.73 TRUE
256071_at  ubiquitin, putative similar to ubiq --- AT1G13640 -1.82 -0.87 -3.47 0.0111337 0.1042564 -2.73 FALSE
261145_at  thioredoxin identical to GB:CAA8ATTRX4 AT1G19730 -1.49 -0.57 -3.47 0.0111201 0.1042564 -2.73 FALSE
259914_at hypothetical protein predicted by --- AT1G72640 -1.64 -0.71 -3.47 0.0111341 0.1042564 -2.73 FALSE
247212_at putative protein similar to unknow--- AT5G65040 1.40 0.49 3.47 0.0111393 0.1042627 -2.73 FALSE
257061_at hypothetical protein predicted by --- AT3G18250 2.03 1.02 3.46 0.0111571 0.1043513 -2.73 TRUE
265999_at unknown protein  ; supported by --- AT2G24100 1.70 0.77 3.46 0.0111579 0.1043513 -2.73 FALSE
246301_at calcium-dependent protein kinaseCPK13 AT3G51850 -1.44 -0.53 -3.46 0.0111716 0.1044364 -2.74 FALSE
252422_at  putative protein PIT1 - Arabidops--- AT3G47550 1.79 0.84 3.46 0.0111974 0.1046344 -2.74 FALSE
263566_at hypothetical protein predicted by --- AT2G15340 1.56 0.64 3.46 0.0112024 0.1046381 -2.74 FALSE
252946_at Expressed protein ; supported by--- AT4G39235 -1.88 -0.91 -3.46 0.0112364 0.1048376 -2.74 TRUE
254831_at Ribosomal protein L7Ae -like var --- AT4G12600 -2.35 -1.23 -3.46 0.0112513 0.1048376 -2.74 FALSE
266003_at hypothetical protein predicted by --- AT2G37320 -1.71 -0.77 -3.46 0.0112389 0.1048376 -2.74 FALSE
246929_at putative protein  ; supported by fu--- AT5G25210 -1.69 -0.76 -3.46 0.011247 0.1048376 -2.74 FALSE
266447_at putative calcium binding protein ;MSS3 AT2G43290 2.83 1.50 3.46 0.0112484 0.1048376 -2.74 FALSE
254687_at cytochrome P450 monooxygenasCYP83A1 AT4G13770 // -1.80 -0.85 -3.46 0.0112483 0.1048376 -2.74 FALSE



257149_at  prohibitin, putative similar to prohATPHB4 AT3G27280 -2.26 -1.18 -3.46 0.0112753 0.10489 -2.75 FALSE
260523_at putative salt-inducible protein EMB2654 AT2G41720 -1.76 -0.81 -3.46 0.0112724 0.10489 -2.74 FALSE
258502_at unknown protein --- AT3G02490 -1.97 -0.98 -3.46 0.0112621 0.10489 -2.74 FALSE
257401_at hypothetical protein identical to hSRO2 AT1G23550 1.66 0.73 3.46 0.011268 0.10489 -2.74 FALSE
255500_at NAD+ ADP-ribosyltransferase APP AT4G02390 -1.65 -0.73 -3.46 0.0112852 0.1049392 -2.75 FALSE
267110_at hypothetical protein predicted by --- AT2G14800 -1.62 -0.70 -3.46 0.0112956 0.1049933 -2.75 FALSE
261955_at  proteasome regulatory subunit, pRPN12a AT1G64520 -1.40 -0.48 -3.45 0.0113007 0.1049978 -2.75 FALSE
264864_at hypothetical protein predicted by --- AT1G24310 -1.89 -0.92 -3.45 0.0113102 0.1050006 -2.75 FALSE
260276_at unknown protein --- AT1G80450 2.54 1.35 3.45 0.0113102 0.1050006 -2.75 FALSE
264584_at unknown protein Similar to Synec--- AT1G05140 -1.55 -0.63 -3.45 0.0113202 0.1050501 -2.75 FALSE
258495_at unknown protein  ;supported by f --- AT3G02690 -1.43 -0.51 -3.45 0.0113288 0.1050872 -2.75 FALSE
261317_at  cytochrome C oxidase assembly--- AT1G53030 -1.48 -0.57 -3.45 0.011356 0.1051683 -2.75 TRUE
252929_at  putative fructose-bisphosphate a--- AT4G38970 -1.46 -0.55 -3.45 0.0113549 0.1051683 -2.75 FALSE
252912_at  ribosomal protein S25 ribosomal--- AT4G39200 -1.85 -0.89 -3.45 0.0113531 0.1051683 -2.75 FALSE
260904_at unknown protein NIMIN1 AT1G02450 4.09 2.03 3.45 0.0113546 0.1051683 -2.75 FALSE
260754_at unknown protein --- AT1G49000 2.53 1.34 3.45 0.0113776 0.1052563 -2.75 TRUE
247375_at Expressed protein ; supported by--- AT5G63135 -1.35 -0.43 -3.45 0.011382 0.1052563 -2.75 FALSE
252596_at  receptor-like protein kinase rece --- AT3G45330 1.40 0.48 3.45 0.0113885 0.1052563 -2.76 FALSE
263529_at ADP-ribosylation factor 3 ARF3 AT2G24765 -1.42 -0.51 -3.45 0.0113755 0.1052563 -2.75 FALSE
258314_at putative RAS-related GTP-bindinATRABG3CAT3G16100 -1.52 -0.60 -3.45 0.0113851 0.1052563 -2.76 FALSE
248334_s_aunknown protein  ; supported by --- AT5G52370 // -2.00 -1.00 -3.45 0.0113958 0.1052805 -2.76 FALSE
250691_at glycolate oxidase subunit D-like; --- AT5G06580 -1.37 -0.45 -3.45 0.0114106 0.105332 -2.76 FALSE
251900_at  putative protein lateral root primoSRS6 AT3G54430 -1.63 -0.71 -3.45 0.0114089 0.105332 -2.76 FALSE
250207_at chalcone synthase (naringenin-chTT4 AT5G13930 3.18 1.67 3.45 0.0114377 0.1054066 -2.76 FALSE
260815_at  chloroplast inner envelope prote TIC110 AT1G06950 -1.92 -0.94 -3.45 0.0114344 0.1054066 -2.76 TRUE
257802_at unknown protein --- AT3G18770 -1.67 -0.74 -3.45 0.0114455 0.1054066 -2.76 FALSE
263539_at putative tyrosine aminotransferasTAT3 AT2G24850 12.15 3.60 3.45 0.0114391 0.1054066 -2.76 FALSE
253783_at  putative protein predicted proteinNPGR2 AT4G28600 1.52 0.60 3.45 0.0114464 0.1054066 -2.76 FALSE
246538_at  40S RIBOSOMAL PROTEIN S1 --- AT5G15520 -1.91 -0.93 -3.45 0.0114321 0.1054066 -2.76 FALSE
251200_at  putative protein PrMC3, Pinus raGID1B AT3G63010 1.67 0.74 3.44 0.0114864 0.1055191 -2.76 TRUE
262488_at unknown protein EST gb|AA5862--- AT1G21830 -2.15 -1.11 -3.44 0.0114765 0.1055191 -2.76 TRUE
246435_at hypothetical protein  ; supported --- AT5G17460 -1.38 -0.47 -3.44 0.0114823 0.1055191 -2.76 FALSE
246758_at  60S ribosomal protein - like 60S --- AT5G27850 -2.01 -1.01 -3.44 0.0114684 0.1055191 -2.76 FALSE
262166_at  myb-related transcription activat --- AT1G74840 -1.66 -0.73 -3.44 0.0114784 0.1055191 -2.76 FALSE
253417_at putative protein PC-MYB1 AT4G32730 1.46 0.55 3.44 0.0114785 0.1055191 -2.76 FALSE



246252_s_apatatin-like protein ;supported by PLP1 AT4G37060 // 1.37 0.46 3.44 0.0115113 0.1057059 -2.77 FALSE
263703_at unknown protein  ;supported by f SRX AT1G31170 -1.57 -0.65 -3.44 0.0115351 0.1058819 -2.77 FALSE
260613_at unknown protein --- AT1G53380 -1.51 -0.60 -3.44 0.0115403 0.1058866 -2.77 FALSE
250678_at selenium-binding protein-like --- AT5G06540 -1.40 -0.48 -3.44 0.0115607 0.1059166 -2.77 FALSE
255488_at putative serine/threonine protein --- AT4G02630 -1.67 -0.74 -3.44 0.0115548 0.1059166 -2.77 FALSE
254668_at  neoxanthin cleavage enzyme - liNCED2 AT4G18350 1.63 0.70 3.44 0.0115539 0.1059166 -2.77 FALSE
245408_at putative protein --- AT4G17180 -1.59 -0.67 -3.44 0.0115621 0.1059166 -2.77 FALSE
247222_at ABC transporter protein 1-like  ; sATGCN5 AT5G64840 -1.91 -0.94 -3.44 0.0115695 0.105942 -2.77 FALSE
256257_at  arginine-tRNA-protein transferasATE2 AT3G11240 -1.41 -0.49 -3.44 0.0115817 0.1060109 -2.77 FALSE
265948_at 1-aminocyclopropane-1-carboxyl ACO1 AT2G19590 1.52 0.61 3.44 0.0115883 0.1060283 -2.77 FALSE
253871_at protochlorophyllide reductase prePORB AT4G27440 -1.82 -0.87 -3.43 0.0116023 0.1061144 -2.77 TRUE
246792_at  putative protein predicted protein--- AT5G27290 -2.32 -1.22 -3.43 0.0116091 0.1061338 -2.78 TRUE
252901_at  putative protein various predicte --- AT4G39550 -1.43 -0.52 -3.43 0.0116259 0.1061641 -2.78 FALSE
264845_at  putative thioredoxin-m similar to ATHM1 AT1G03680 -1.53 -0.61 -3.43 0.0116264 0.1061641 -2.78 FALSE
245961_at putative protein predicted protein --- AT5G19670 -1.58 -0.66 -3.43 0.01162 0.1061641 -2.78 FALSE
248132_at SGP1 monomeric G-protein (embSGP1 AT5G54840 1.81 0.86 3.43 0.0116579 0.1063668 -2.78 FALSE
266796_at predicted by genscan --- AT2G02880 -1.47 -0.55 -3.43 0.0116546 0.1063668 -2.78 FALSE
256991_at unknown protein --- AT3G28600 1.40 0.48 3.43 0.0116762 0.1064058 -2.78 FALSE
250791_at nucleic acid binding protein-like  AL1 AT5G05610 -1.43 -0.52 -3.43 0.011667 0.1064058 -2.78 FALSE
248823_s_aunknown protein  ;supported by f --- AT5G46950 // 17.17 4.10 3.43 0.011672 0.1064058 -2.78 FALSE
254650_at hypothetical protein --- --- 1.40 0.48 3.43 0.0116971 0.1064909 -2.78 FALSE
259528_at hypothetical protein --- AT1G12330 -1.78 -0.83 -3.43 0.0117042 0.1064909 -2.78 FALSE
259883_at putative ribophorin I (dolichyl-diph--- AT1G76400 -1.61 -0.68 -3.43 0.011692 0.1064909 -2.78 FALSE
266285_at unknown protein --- AT2G29180 -2.15 -1.10 -3.43 0.0117023 0.1064909 -2.78 FALSE
252147_at putative protein several hypothet --- AT3G51270 -1.80 -0.85 -3.43 0.0117176 0.1065305 -2.78 FALSE
251662_at  putative protein DNA-DIRECTEDNRPE5 AT3G57080 -1.62 -0.70 -3.43 0.0117179 0.1065305 -2.78 FALSE
263876_at putative RAS superfamily GTP-b ATRAB7A AT2G21880 1.72 0.78 3.43 0.0117494 0.1066719 -2.79 TRUE
247453_at putative protein similar to unknow--- AT5G62440 -1.65 -0.73 -3.42 0.0117594 0.1066719 -2.79 TRUE
251015_at  putative protein predicted protein--- AT5G02480 -1.41 -0.49 -3.43 0.0117487 0.1066719 -2.79 TRUE
263934_at hypothetical protein predicted by EDA12 AT2G35950 -1.36 -0.45 -3.42 0.0117719 0.1066719 -2.79 FALSE
265332_at hypothetical protein predicted by --- AT2G18410 -1.59 -0.67 -3.42 0.0117763 0.1066719 -2.79 FALSE
253589_at  puative protein membrane-assoc--- AT4G30825 -1.73 -0.79 -3.42 0.0117676 0.1066719 -2.79 FALSE
257190_at  30S ribosomal protein S10, puta --- AT3G13120 -1.82 -0.87 -3.42 0.0117619 0.1066719 -2.79 FALSE
254247_at  putative protein receptor protein --- AT4G23260 2.25 1.17 3.43 0.0117453 0.1066719 -2.79 FALSE
255622_at  putative flavonol glucosyltransfe GT72B1 AT4G01070 1.65 0.72 3.42 0.0117802 0.1066719 -2.79 FALSE



265226_at unknown protein  ; supported by --- AT2G28430 -1.38 -0.47 -3.42 0.0117702 0.1066719 -2.79 FALSE
253684_at nucleotide pyrophosphatase - like--- AT4G29690 1.54 0.63 3.42 0.0117891 0.1067097 -2.79 FALSE
264056_at putative DOF zinc finger protein  --- AT2G28510 1.72 0.79 3.42 0.011797 0.1067388 -2.79 FALSE
249815_at 60S ribosomal protein L13  ; supp--- AT5G23900 -1.81 -0.86 -3.42 0.0118221 0.106924 -2.79 FALSE
248283_at pyruvate kinase  ;supported by fuPKP-BETA AT5G52920 -1.98 -0.99 -3.42 0.0118284 0.1069388 -2.79 FALSE
266074_at putative small nuclear ribonucleo --- AT2G18740 -1.88 -0.91 -3.42 0.0118434 0.1069861 -2.80 FALSE
251295_at putative protein several O-methy --- AT3G62000 -1.68 -0.75 -3.42 0.0118477 0.1069861 -2.80 FALSE
254682_at  putative protein WERBP-1 - NicoUNE16 AT4G13640 -1.54 -0.62 -3.42 0.0118456 0.1069861 -2.80 FALSE
247089_at dimethyladenosine transferase-lik--- AT5G66360 -1.54 -0.62 -3.42 0.0118645 0.107095 -2.80 FALSE
262415_at  40S ribosomal protein S17, putaemb1129 AT1G49400 -1.63 -0.70 -3.42 0.011874 0.1071382 -2.80 FALSE
245297_at hypothetical protein ; supported b--- AT4G16510 -1.57 -0.65 -3.42 0.0118875 0.1072177 -2.80 FALSE
262620_at hypothetical protein predicted by --- AT1G06540 1.40 0.48 3.42 0.0119103 0.1072534 -2.80 FALSE
252724_at  putative protein hypothetical pro --- AT3G43540 -1.60 -0.67 -3.42 0.0119099 0.1072534 -2.80 FALSE
261888_at  ribosomal protein, putative simila--- AT1G80800 -1.53 -0.62 -3.42 0.0119044 0.1072534 -2.80 FALSE
254742_at putative protein various predictedIIL1 AT4G13430 -1.36 -0.45 -3.42 0.0118996 0.1072534 -2.80 FALSE
255760_at  vacuolar-type H+-translocating in--- AT1G16780 -1.48 -0.56 -3.41 0.0119178 0.1072786 -2.80 FALSE
248162_at  1,4-benzoquinone reductase-likeFQR1 AT5G54500 1.94 0.96 3.41 0.0119248 0.1072996 -2.80 TRUE
263948_at similar to harpin-induced protein YLS9 AT2G35980 3.03 1.60 3.41 0.0119369 0.1073243 -2.80 TRUE
257660_at unknown protein  ; supported by WIP3 AT3G13360 -1.37 -0.46 -3.41 0.0119341 0.1073243 -2.80 FALSE
246429_at  farnesylated protein ATFP6-like --- AT5G17450 2.71 1.44 3.41 0.0119456 0.1073596 -2.80 FALSE
264712_at unknown protein ECT11 AT1G09810 -1.69 -0.76 -3.41 0.0119895 0.1073757 -2.81 FALSE
256268_at  retinoblastoma-related protein, pRBR1 AT3G12280 -1.65 -0.72 -3.41 0.0119781 0.1073757 -2.81 FALSE
247709_at  D-xylose-H+ symporter - like pro--- AT5G59250 -1.61 -0.69 -3.41 0.0119881 0.1073757 -2.81 FALSE
251327_at  prolyl aminopeptidase-like protei--- AT3G61540 -1.36 -0.44 -3.41 0.0119897 0.1073757 -2.81 FALSE
249092_at putative protein similar to unknow--- AT5G43710 -1.54 -0.63 -3.41 0.0119552 0.1073757 -2.81 FALSE
262003_at unknown protein --- AT1G64460 1.49 0.57 3.41 0.0119592 0.1073757 -2.81 FALSE
263003_at  protein phosphatase 2A 72 kDa --- AT1G54450 1.37 0.46 3.41 0.0119645 0.1073757 -2.81 FALSE
252659_at putative protein --- AT3G44430 -1.54 -0.63 -3.41 0.0119867 0.1073757 -2.81 FALSE
252964_at  receptor-like protein kinase - like--- AT4G38830 1.46 0.54 3.41 0.0119737 0.1073757 -2.81 FALSE
257288_at  anthocyanin 5-aromatic acyltran --- AT3G29670 1.44 0.53 3.40 0.0120778 0.1078329 -2.82 FALSE
261532_at  amino acid permease, putative s--- AT1G71680 1.42 0.51 3.40 0.0120733 0.1078329 -2.82 FALSE
249076_at putative protein similar to unknowTOM22-V AT5G43970 -1.71 -0.78 -3.40 0.0120786 0.1078329 -2.82 FALSE
255961_at  UDP-glucose glucosyltransferas AtUGT85A7AT1G22340 1.97 0.97 3.40 0.0120752 0.1078329 -2.82 FALSE
254501_at hypothetical protein PTAC14 AT4G20130 -1.93 -0.95 -3.41 0.0120576 0.1078329 -2.81 FALSE
254917_at putative protein various hypothet --- AT4G11350 1.85 0.89 3.41 0.0120646 0.1078329 -2.81 FALSE



264525_at unknown protein Highly Similar toATBCAT-1 AT1G10060 -4.28 -2.10 -3.41 0.0120532 0.1078329 -2.81 FALSE
251120_at  chloroplast ribosomal L1 - like pr--- AT3G63490 -1.63 -0.70 -3.40 0.0120768 0.1078329 -2.82 FALSE
258655_at putative isocitrate dehydrogenase--- AT3G09810 1.72 0.79 3.40 0.0120891 0.1078844 -2.82 FALSE
254229_at hypothetical protein  ; supported --- AT4G23610 3.45 1.79 3.40 0.0121109 0.1079944 -2.82 TRUE
253388_at putative protein  ; supported by c --- AT4G32910 -1.77 -0.82 -3.40 0.0121066 0.1079944 -2.82 FALSE
264862_at hypothetical protein predicted by --- AT1G24330 1.79 0.84 3.40 0.0121179 0.1080144 -2.82 FALSE
264183_at unknown protein CLV2 AT1G65380 -1.53 -0.61 -3.40 0.0121312 0.1080905 -2.82 FALSE
262247_at unknown protein contains similar D-CDES AT1G48420 -1.45 -0.54 -3.40 0.012138 0.1081094 -2.82 FALSE
260686_at unknown protein ; supported by c--- AT1G17620 2.32 1.21 3.40 0.0121847 0.1081677 -2.82 TRUE
249065_at putative protein similar to unknow--- AT5G44260 -2.09 -1.06 -3.40 0.0122211 0.1081677 -2.83 TRUE
265909_at unknown protein  ;supported by f --- AT2G25720 -1.51 -0.60 -3.40 0.0122156 0.1081677 -2.83 FALSE
255317_at putative vesicle transfer ATPase --- AT4G04180 -1.99 -0.99 -3.40 0.0122208 0.1081677 -2.83 TRUE
266104_at putative phosphatidate cytidylyltr --- AT2G45150 -1.52 -0.61 -3.40 0.0122238 0.1081677 -2.83 FALSE
246573_at  copper amine oxidase, putative s--- AT1G31690 1.70 0.77 3.40 0.0122015 0.1081677 -2.83 FALSE
246842_at Expressed protein ; supported by--- AT5G26731 1.95 0.97 3.40 0.0121635 0.1081677 -2.82 FALSE
264293_at  cell division cycle protein, putativAPC6 AT1G78770 -1.39 -0.47 -3.40 0.012202 0.1081677 -2.83 FALSE
260937_at hypothetical protein contains sim --- AT1G45160 1.36 0.45 3.40 0.012154 0.1081677 -2.82 FALSE
263633_at putative SCARECROW gene regSCL21 AT2G04890 -1.60 -0.68 -3.40 0.0122127 0.1081677 -2.83 FALSE
251415_at putative protein --- AT3G60380 -1.44 -0.52 -3.40 0.0121747 0.1081677 -2.82 FALSE
262180_at  phosphoglycerate mutase, putat PGM AT1G78050 1.42 0.51 3.40 0.0121638 0.1081677 -2.82 FALSE
245545_at UTP-glucose glucosyltransferaseUGT71B5 AT4G15280 1.63 0.70 3.40 0.0122252 0.1081677 -2.83 FALSE
266277_at putative tropinone reductase --- AT2G29310 -1.53 -0.61 -3.40 0.0122174 0.1081677 -2.83 FALSE
256654_at  ribosomal protein, putative simila--- AT3G18880 -1.77 -0.82 -3.40 0.012196 0.1081677 -2.83 FALSE
246547_at  seed maturation -like protein see--- AT5G14970 -1.69 -0.76 -3.40 0.0121654 0.1081677 -2.82 FALSE
245261_at Expressed protein ; supported by--- AT4G14385 -1.43 -0.51 -3.40 0.0121784 0.1081677 -2.82 FALSE
247100_at selenium-binding protein-like --- AT5G66520 -1.50 -0.58 -3.39 0.0122323 0.1081887 -2.83 FALSE
261422_at unknown protein NDF6 AT1G18730 -1.59 -0.67 -3.39 0.0122399 0.1082137 -2.83 FALSE
251141_at Expressed protein ; supported by--- AT5G01075 2.07 1.05 3.39 0.0122447 0.1082149 -2.83 TRUE
255967_at  protein phosphatase type 2C, pu--- AT1G22280 1.60 0.68 3.39 0.0122567 0.1082789 -2.83 FALSE
261552_at  receptor protein kinase, putative --- AT1G63430 -1.52 -0.61 -3.39 0.0122701 0.1083546 -2.83 FALSE
251794_at  mannose-1-phosphate guanylylt --- AT3G55590 1.40 0.49 3.39 0.0122868 0.1084606 -2.83 FALSE
256887_at hypothetical protein predicted by --- AT3G15150 -1.54 -0.63 -3.39 0.012298 0.1084757 -2.83 FALSE
258174_at hypothetical protein contains Pfa --- AT3G21470 -1.49 -0.58 -3.39 0.0122968 0.1084757 -2.83 FALSE
248663_at putative protein strong similarity t--- AT5G48590 -1.36 -0.44 -3.39 0.0123075 0.1085172 -2.83 FALSE
261098_at unknown protein --- AT1G62970 -1.46 -0.54 -3.39 0.0123139 0.1085321 -2.84 FALSE



256593_at hypothetical protein similar to put--- AT3G28510 2.88 1.53 3.39 0.0123189 0.108534 -2.84 FALSE
267033_at unknown protein  ;supported by f --- AT2G38450 -1.36 -0.44 -3.39 0.0123462 0.1086869 -2.84 FALSE
252281_at putative protein various predicted--- AT3G49320 -1.69 -0.76 -3.39 0.0123546 0.1086869 -2.84 FALSE
255510_at  polycomb group - like protein simSWN AT4G02020 -1.68 -0.75 -3.39 0.0123649 0.1086869 -2.84 FALSE
251755_at  putative protein predicted protein--- AT3G55790 1.86 0.89 3.39 0.0123644 0.1086869 -2.84 FALSE
249310_at putative protein contains similarit --- AT5G41520 -1.53 -0.61 -3.39 0.0123484 0.1086869 -2.84 FALSE
248380_at phosphoglucomutase (emb|CAB6PGM AT5G51820 -2.15 -1.11 -3.39 0.0123575 0.1086869 -2.84 FALSE
266813_at unknown protein --- AT2G44920 -1.60 -0.68 -3.39 0.0123806 0.1087831 -2.84 FALSE
262580_at hypothetical protein Similar to gb --- AT1G15330 -1.71 -0.77 -3.39 0.0123869 0.1087969 -2.84 FALSE
252475_s_aputative protein several hypothet PCL1 AT3G46640 // 1.62 0.69 3.38 0.0123987 0.1088581 -2.84 FALSE
265301_s_aputative MYB family transcription --- AT2G13960 // -1.49 -0.57 -3.38 0.0124255 0.1089762 -2.84 FALSE
252606_at  carboxypeptidase precursor-like scpl48 AT3G45010 2.71 1.44 3.38 0.0124182 0.1089762 -2.84 FALSE
253665_at hypothetical protein --- AT4G30230 1.98 0.99 3.38 0.0124264 0.1089762 -2.84 FALSE
261270_at  initiation factor 5A-4, putative simFBR12 AT1G26630 -1.40 -0.49 -3.38 0.0124447 0.1090946 -2.85 FALSE
254504_at  putative protein RNPL, Homo sa--- AT4G20030 -1.86 -0.90 -3.38 0.0124579 0.1091681 -2.85 FALSE
248331_at putative protein contains similarit --- AT5G52650 -1.95 -0.96 -3.38 0.0124635 0.109175 -2.85 FALSE
262351_at  beta-galactosidase (BGAL), putaBGAL17 AT1G72990 -1.37 -0.45 -3.38 0.0124758 0.1092409 -2.85 FALSE
256723_at unknown protein  ;supported by f --- AT2G34160 -1.36 -0.45 -3.38 0.0125007 0.109249 -2.85 FALSE
264286_at unknown protein ;supported by fuPPR336 AT1G61870 -1.96 -0.97 -3.38 0.0124886 0.109249 -2.85 FALSE
247168_at putative protein contains similarit --- AT5G65860 -1.60 -0.68 -3.38 0.0124937 0.109249 -2.85 FALSE
250186_at  putative protein apospory-assoc --- AT5G14500 -1.60 -0.68 -3.38 0.0124962 0.109249 -2.85 FALSE
249799_at serine palmitoyltransferase  ; supLCB2 AT5G23670 -1.37 -0.45 -3.38 0.0124891 0.109249 -2.85 FALSE
256645_at hypothetical protein predicted by --- AT3G24250 1.38 0.47 3.38 0.0125185 0.1093418 -2.85 FALSE
261795_at unknown protein ; supported by c--- AT1G16010 1.39 0.47 3.38 0.0125209 0.1093418 -2.85 FALSE
261187_at  beta-1,3-glucanase precursor, p --- AT1G32860 1.92 0.94 3.38 0.0125332 0.1093785 -2.85 FALSE
264336_at hypothetical protein contains sim --- AT1G70360 -1.55 -0.64 -3.38 0.0125347 0.1093785 -2.85 FALSE
251686_at putative protein hypothetical prot ATATG18DAT3G56440 1.42 0.50 3.38 0.0125401 0.109384 -2.85 FALSE
255224_at  putative protein hypothetical pro --- AT4G05400 -1.61 -0.69 -3.37 0.01257 0.1095919 -2.86 FALSE
253701_at  choline monooxygenase - like pr--- AT4G29890 -1.64 -0.71 -3.37 0.0125735 0.1095919 -2.86 FALSE
262068_at  splicing factor Prp8, putative simSUS2 AT1G80070 -1.72 -0.78 -3.37 0.0126061 0.1096785 -2.86 FALSE
263255_at  unknown protein similar to steroi--- AT1G10490 -1.69 -0.76 -3.37 0.0126166 0.1096785 -2.86 FALSE
254711_at putative protein --- AT4G18060 -1.53 -0.62 -3.37 0.0126019 0.1096785 -2.86 FALSE
257786_at hypothetical protein predicted by --- AT3G26990 -1.68 -0.75 -3.37 0.0126078 0.1096785 -2.86 FALSE
257522_at Yippee-like protein similar to Yipp--- AT3G08990 1.39 0.47 3.37 0.0126171 0.1096785 -2.86 FALSE
259924_at putative DNA-binding protein sim--- AT1G72740 -1.53 -0.61 -3.37 0.0125975 0.1096785 -2.86 FALSE



255793_at Expressed protein ; supported by--- AT2G33250 -1.60 -0.68 -3.37 0.0126106 0.1096785 -2.86 FALSE
249188_at N-hydroxycinnamoyl benzoyltran --- AT5G42830 2.70 1.43 3.37 0.0126316 0.1097622 -2.86 TRUE
264705_at putative leucyl-tRNA synthetase --- AT1G09620 -1.53 -0.62 -3.37 0.0126459 0.1097753 -2.86 FALSE
267525_at putative glycine-rich protein --- AT2G30560 1.35 0.43 3.37 0.0126475 0.1097753 -2.86 FALSE
247007_at porin-like protein  ;supported by fVDAC2 AT5G67500 1.60 0.68 3.37 0.0126469 0.1097753 -2.86 FALSE
251951_s_a putative protein predicted protein--- AT1G55710 // -1.48 -0.56 -3.37 0.0126572 0.1097774 -2.86 FALSE
247284_at Isp4-like protein  ; supported by f OPT4 AT5G64410 2.37 1.25 3.37 0.0126704 0.1097774 -2.86 FALSE
249948_at  eIF-4AII - like protein EUKARYO--- AT5G19210 -1.65 -0.72 -3.37 0.012674 0.1097774 -2.87 FALSE
260484_at putative zinc finger protein simila --- AT1G68360 1.50 0.59 3.37 0.0126665 0.1097774 -2.86 FALSE
265193_at unknown protein ESTs gb|T1440 --- AT1G05070 -1.42 -0.51 -3.37 0.0126758 0.1097774 -2.87 FALSE
253606_at  putative protein component of an--- AT4G30530 2.21 1.14 3.37 0.0126766 0.1097774 -2.87 FALSE
266977_at putative phospholipase --- AT2G39420 2.58 1.37 3.37 0.0126999 0.1098182 -2.87 TRUE
257835_at  cytochrome P450 monooxygenaCYP82G1 AT3G25180 3.26 1.70 3.37 0.0127025 0.1098182 -2.87 FALSE
264279_s_a glycoprotein(EP1), putative simil --- AT1G78820 // 1.69 0.76 3.37 0.0126963 0.1098182 -2.87 FALSE
267289_at putative protein kinase contains a--- AT2G23770 1.39 0.47 3.37 0.012693 0.1098182 -2.87 FALSE
261405_at unknown protein ;supported by fu--- AT1G18740 2.18 1.12 3.37 0.0127054 0.1098182 -2.87 FALSE
258085_at unknown protein  ; supported by --- AT3G26100 1.55 0.63 3.37 0.0127273 0.1099494 -2.87 FALSE
258006_at  cysteine proteinase non-consens--- AT3G19400 -1.69 -0.76 -3.36 0.0127302 0.1099494 -2.87 FALSE
253492_at  enoyl-CoA hydratase - like prote --- AT4G31810 -2.56 -1.36 -3.36 0.0127408 0.1099717 -2.87 TRUE
260324_at unknown protein similar to hypothISPF AT1G63970 -1.61 -0.69 -3.36 0.0127424 0.1099717 -2.87 FALSE
261900_at unknown protein ;supported by fu--- AT1G80940 -1.46 -0.54 -3.36 0.0127681 0.1100911 -2.87 FALSE
259928_at  DNA polymerase type I, putative--- AT1G34380 -1.91 -0.94 -3.36 0.012767 0.1100911 -2.87 FALSE
259381_s_a putative lectin contains Pfam proNSP1 AT3G16390 // 4.91 2.29 3.36 0.0127708 0.1100911 -2.87 FALSE
246442_at hypothetical protein  ;supported b--- AT5G17610 -1.40 -0.48 -3.36 0.0127909 0.1101812 -2.87 FALSE
265027_at putative ribonuclease III similar toNFD2 AT1G24450 -1.64 -0.71 -3.36 0.0127893 0.1101812 -2.87 FALSE
257580_at hypothetical protein --- AT3G06210 -1.50 -0.59 -3.36 0.012804 0.110211 -2.88 FALSE
247326_at peroxidase ATP3a homolog  ;sup--- AT5G64110 5.04 2.33 3.36 0.0127999 0.110211 -2.88 FALSE
265953_at unknown protein --- AT2G37478 // -1.43 -0.51 -3.36 0.0128348 0.1104346 -2.88 FALSE
263912_at starch branching enzyme II SBE2.1 AT2G36390 -1.64 -0.72 -3.36 0.0128555 0.1105712 -2.88 FALSE
251502_at putative protein several hypothet --- AT3G59130 1.40 0.48 3.36 0.0128723 0.1105962 -2.88 FALSE
254564_at  neoxanthin cleavage enzyme-lik NCED4 AT4G19170 -1.90 -0.92 -3.36 0.0128827 0.1105962 -2.88 FALSE
254865_s_a putative protein, fragment other --- AT4G05350 // 1.40 0.48 3.36 0.012876 0.1105962 -2.88 FALSE
254148_at  hsp 70-like protein heat shock 70cpHsc70-1 AT4G24280 -1.46 -0.55 -3.36 0.0128798 0.1105962 -2.88 FALSE
261754_at  alpha-amylase, putative similar tAMY2 AT1G76130 2.75 1.46 3.36 0.0128732 0.1105962 -2.88 FALSE
253553_at  putative protein LipB gene, Proc --- AT4G31050 -1.52 -0.60 -3.36 0.0128994 0.1106979 -2.88 FALSE



253490_at  methyltransferase - like protein m--- AT4G31790 -2.14 -1.10 -3.35 0.0129063 0.1107154 -2.88 TRUE
254889_at osmotin precursor  ;supported byATOSM34 AT4G11650 -1.89 -0.92 -3.35 0.0129295 0.1107541 -2.89 TRUE
257685_at unknown protein --- AT3G12770 -1.57 -0.65 -3.35 0.0129836 0.1107541 -2.89 FALSE
262313_at unknown protein ;supported by fu--- AT1G70900 -1.74 -0.80 -3.35 0.0129432 0.1107541 -2.89 FALSE
252925_at  ES43 like protein ES43 protein - SHL1 AT4G39100 -1.61 -0.69 -3.35 0.0129691 0.1107541 -2.89 FALSE
246965_at  methyltransferase-like protein m --- AT5G24840 -1.83 -0.88 -3.35 0.0129525 0.1107541 -2.89 FALSE
264678_at  putative U2 small nuclear ribonuU2A' AT1G09760 -1.47 -0.56 -3.35 0.0129708 0.1107541 -2.89 FALSE
246904_at  DNA methyltransferase PMT1 - DNMT2 AT5G25480 -1.55 -0.63 -3.35 0.0129533 0.1107541 -2.89 FALSE
258849_at putative UDP-glucose pyrophospUGP AT3G03250 -1.63 -0.71 -3.35 0.012978 0.1107541 -2.89 FALSE
258514_at unknown protein  ; supported by --- AT3G06610 -1.40 -0.49 -3.35 0.0129226 0.1107541 -2.88 FALSE
266780_at putative ligand-gated ion channe ATGLR2.8 AT2G29110 1.82 0.87 3.35 0.0129624 0.1107541 -2.89 FALSE
246110_at putative protein predicted protein --- AT5G20140 -1.83 -0.87 -3.35 0.0129395 0.1107541 -2.89 FALSE
254158_at  putative protein dihydrofolate red--- AT4G24380 5.00 2.32 3.35 0.0129813 0.1107541 -2.89 FALSE
248339_at prolyl tRNA synthetase OVA6 AT5G52520 -1.50 -0.58 -3.35 0.012973 0.1107541 -2.89 FALSE
260872_at hypothetical protein predicted by --- AT1G21350 -1.78 -0.83 -3.35 0.0129686 0.1107541 -2.89 FALSE
263763_at Expressed protein ; supported by--- AT2G21385 -2.00 -1.00 -3.35 0.0129711 0.1107541 -2.89 FALSE
255248_at  Oxygen-evolving enhancer protePSBQ-2 AT4G05180 -1.34 -0.42 -3.35 0.0129981 0.1108362 -2.89 FALSE
248508_at histone acetyltransferase  ;suppoELO3 AT5G50320 -1.66 -0.73 -3.35 0.013006 0.110862 -2.89 FALSE
258673_at unknown protein --- AT3G08620 -1.73 -0.79 -3.35 0.0130171 0.11088 -2.89 TRUE
260275_at hypothetical protein predicted by --- AT1G80610 1.45 0.53 3.35 0.0130178 0.11088 -2.89 FALSE
247357_at receptor-like protein kinase  ; sup--- AT5G63710 -1.48 -0.56 -3.35 0.0130505 0.1111168 -2.90 FALSE
258297_at Expressed protein ; supported by--- AT3G23325 -1.50 -0.58 -3.35 0.0130674 0.1111775 -2.90 FALSE
266297_at  putative proliferating cell nuclearPCNA2 AT2G29570 -3.74 -1.90 -3.35 0.0130723 0.1111775 -2.90 FALSE
253654_at putative protein several hypothet --- AT4G30060 2.28 1.19 3.35 0.013065 0.1111775 -2.90 FALSE
261852_at unknown protein ;supported by fu--- AT1G50440 1.37 0.45 3.34 0.0130781 0.1111862 -2.90 FALSE
254821_at hypothetical protein --- AT4G12540 1.40 0.49 3.34 0.013099 0.1113224 -2.90 FALSE
258640_at hypothetical protein predicted by --- AT3G07930 -1.61 -0.68 -3.34 0.013108 0.1113567 -2.90 FALSE
260127_at  hypothetical protein similar to hy --- AT1G36320 -1.71 -0.77 -3.34 0.0131319 0.1113782 -2.90 FALSE
265090_at  putative protein phosphatase 2A--- AT1G03960 -1.46 -0.55 -3.34 0.0131341 0.1113782 -2.90 FALSE
247507_at  putative protein predicted proteinAPO3 AT5G61930 -2.12 -1.08 -3.34 0.013131 0.1113782 -2.90 FALSE
247505_at  signal recognition particle - like p--- AT5G61970 -1.36 -0.44 -3.34 0.0131246 0.1113782 -2.90 FALSE
262104_at hypothetical protein predicted by LPA1 AT1G02910 -1.46 -0.55 -3.34 0.0131349 0.1113782 -2.90 FALSE
253173_at  putative protein pEARLI 4, Arabi --- AT4G35110 3.06 1.62 3.34 0.0131547 0.1115042 -2.90 FALSE
259297_at putative disease resistance proteAtRLP30 AT3G05360 2.64 1.40 3.34 0.0131613 0.1115193 -2.90 TRUE
260427_at hypothetical protein predicted by --- AT1G72430 -2.52 -1.34 -3.34 0.013169 0.1115428 -2.90 FALSE



263168_at putative glutaredoxin Strong simi --- AT1G03020 -3.41 -1.77 -3.34 0.0132161 0.1119006 -2.91 FALSE
258338_at putative L-asparaginase similar to--- AT3G16150 1.96 0.97 3.34 0.0132414 0.1119478 -2.91 FALSE
251634_at  putative protein putative zinc fing--- AT3G57480 1.48 0.56 3.34 0.013235 0.1119478 -2.91 FALSE
252632_s_a disease resistance protein -like dRPP1 AT3G44480 // 1.50 0.59 3.34 0.0132379 0.1119478 -2.91 FALSE
249007_at unknown protein  ;supported by f --- AT5G44650 -1.90 -0.92 -3.34 0.0132361 0.1119478 -2.91 FALSE
254670_at  teosinte branched1 - like protein --- AT4G18390 -1.91 -0.93 -3.33 0.0132516 0.1119926 -2.91 FALSE
259380_at putative ABC transporter similar tPDR1 AT3G16340 1.59 0.66 3.33 0.0132783 0.1119953 -2.91 FALSE
251451_s_aputative protein several hypothet --- AT3G60040 // -1.48 -0.56 -3.33 0.0132737 0.1119953 -2.91 FALSE
260223_at putative exonuclease contains Pf--- AT1G74390 -1.45 -0.53 -3.33 0.0132646 0.1119953 -2.91 FALSE
254835_s_a flavonoid 3,5-hydroxylase -like pCYP706A5 AT4G12310 // -2.09 -1.07 -3.33 0.0132813 0.1119953 -2.91 FALSE
245065_at unknown protein  ; supported by --- AT2G39750 -1.37 -0.45 -3.33 0.0132569 0.1119953 -2.91 FALSE
267382_at unknown protein --- AT2G44300 1.82 0.86 3.33 0.0132752 0.1119953 -2.91 FALSE
257799_at  protein kinase, putative similar to--- AT3G15890 -1.48 -0.56 -3.33 0.0133067 0.1120435 -2.91 FALSE
258134_at  rubisco expression protein, puta --- AT3G24530 1.71 0.77 3.33 0.0133031 0.1120435 -2.91 FALSE
247455_at MYB96 transcription factor-like p MYB96 AT5G62470 1.91 0.93 3.33 0.0132933 0.1120435 -2.91 FALSE
251325_s_aLhca2 protein  ;supported by full- LHCA2 AT3G61470 // -1.33 -0.41 -3.33 0.013297 0.1120435 -2.91 FALSE
262910_at unknown protein ;supported by fu--- AT1G59710 1.68 0.75 3.33 0.013325 0.1121566 -2.92 TRUE
258241_at hypothetical protein similar to hypLBD25 AT3G27650 1.68 0.75 3.33 0.0133307 0.1121628 -2.92 FALSE
255801_at  putative protein heat shock prote--- AT4G10130 -1.39 -0.47 -3.33 0.0133425 0.1122209 -2.92 FALSE
247074_at putative protein contains similarit --- AT5G66590 -1.70 -0.77 -3.33 0.01335 0.1122421 -2.92 TRUE
255714_at contains weak similarity to S. cer --- AT4G00300 1.53 0.61 3.33 0.0133803 0.1123846 -2.92 TRUE
262756_at putative transport protein may be 06-אוק AT1G16370 3.80 1.93 3.33 0.0133817 0.1123846 -2.92 TRUE
265985_at hypothetical protein predicted by ATPUP5 AT2G24220 -1.39 -0.48 -3.33 0.0133781 0.1123846 -2.92 FALSE
247277_at putative protein similar to unknow--- AT5G64420 -1.47 -0.56 -3.33 0.0133923 0.1123861 -2.92 FALSE
264748_at hypothetical protein predicted by EMB25 AT1G70070 -1.37 -0.45 -3.33 0.0133981 0.1123861 -2.92 FALSE
256779_at  beta-fructofuranosidase, putativeAtcwINV5 AT3G13784 1.34 0.43 3.33 0.0134016 0.1123861 -2.92 FALSE
260260_at  putative reductase similar to cinn--- AT1G68540 -1.64 -0.72 -3.33 0.013389 0.1123861 -2.92 FALSE
258542_at unknown protein --- AT3G07030 -1.56 -0.64 -3.33 0.0134284 0.1125415 -2.92 FALSE
256251_at hypothetical protein predicted by --- AT3G11330 1.63 0.71 3.32 0.01343 0.1125415 -2.92 FALSE
257218_at unknown protein similar to DAG p--- AT3G15000 -1.42 -0.50 -3.32 0.0134549 0.1125894 -2.93 FALSE
246700_at  cysteine synthase - like cysteine --- AT5G28030 -2.14 -1.10 -3.32 0.0134604 0.1125894 -2.93 FALSE
266847_at hypothetical protein predicted by emb1345 AT2G26060 -1.59 -0.67 -3.32 0.0134505 0.1125894 -2.93 FALSE
249001_at putative protein strong similarity t--- AT5G44990 3.39 1.76 3.32 0.0134558 0.1125894 -2.93 FALSE
253779_at receptor-like protein kinase 5 preHAE AT4G28490 2.26 1.17 3.32 0.0134546 0.1125894 -2.93 FALSE
252707_at  transporter-like protein multidrugZIFL2 AT3G43790 -1.59 -0.67 -3.32 0.0134812 0.1127221 -2.93 FALSE



250589_at transcription factor (gb|AAD5309 MYB76 AT5G07700 2.84 1.50 3.32 0.0134967 0.1128101 -2.93 TRUE
266484_at putative putative sister-chromatidSCC3 AT2G47980 -1.48 -0.57 -3.32 0.0135159 0.1129292 -2.93 FALSE
253220_s_a putative protein phospholipase C--- AT4G34920 // 1.69 0.75 3.32 0.0135245 0.1129601 -2.93 FALSE
267090_at unknown protein  ; supported by CXIP2 AT2G38270 -1.36 -0.45 -3.32 0.0135415 0.1130351 -2.93 FALSE
263564_s_a DNA-directed RNA polymerase NRPB3 AT2G15400 // -1.47 -0.55 -3.32 0.0135434 0.1130351 -2.93 FALSE
248037_at sexual differentiation process proOPT1 AT5G55930 2.46 1.30 3.32 0.0135569 0.1131062 -2.93 FALSE
247628_at putative protein --- AT5G60400 -1.68 -0.75 -3.32 0.0135821 0.1132753 -2.94 FALSE
252239_at  putative protein putative protein --- AT3G49990 -1.88 -0.91 -3.32 0.0135931 0.1133253 -2.94 FALSE
251391_at  putative protein weak homology --- AT3G60910 -1.56 -0.65 -3.32 0.0136088 0.1133735 -2.94 FALSE
266235_at putative phloem-specific lectin AtPP2-B10 AT2G02360 1.66 0.73 3.32 0.0136077 0.1133735 -2.94 FALSE
247635_at  serine/threonine-protein kinase -GRIK2 AT5G60548 // 1.37 0.46 3.31 0.0136158 0.1133908 -2.94 FALSE
247747_at  putative protein predicted protein--- AT5G59000 -1.66 -0.73 -3.31 0.0136229 0.1134079 -2.94 FALSE
265403_at putative Ta11-like non-LTR retroe--- --- 1.51 0.60 3.31 0.0136312 0.1134358 -2.94 FALSE
262207_at hypothetical protein predicted by PTAC2 AT1G74850 -1.61 -0.69 -3.31 0.0136448 0.1134663 -2.94 FALSE
245668_at  dormancy-associated protein, puDYL1 AT1G28330 -1.65 -0.72 -3.31 0.0136443 0.1134663 -2.94 FALSE
258284_at putative ribosomal protein similar--- AT3G16080 -2.27 -1.18 -3.31 0.0136551 0.1135102 -2.94 FALSE
252853_at hypothetical protein ; supported b--- AT4G39710 -2.37 -1.24 -3.31 0.0136655 0.1135555 -2.94 FALSE
259817_at hypothetical protein predicted by --- AT1G49880 -1.46 -0.54 -3.31 0.0136722 0.1135698 -2.94 FALSE
250272_at  callose synthase catalytic subunATGSL12 AT5G13000 -1.59 -0.67 -3.31 0.0136825 0.1136137 -2.94 FALSE
254116_at hypothetical protein --- AT4G24730 1.41 0.50 3.31 0.0137019 0.1137143 -2.94 FALSE
261278_at hypothetical protein predicted by DGL AT1G05800 1.41 0.50 3.31 0.0137045 0.1137143 -2.95 FALSE
265884_at unknown protein --- AT2G42320 -1.60 -0.68 -3.31 0.0137221 0.1137643 -2.95 TRUE
250676_at harpin-induced protein-like  ; sup NHL3 AT5G06320 1.90 0.92 3.31 0.0137255 0.1137643 -2.95 FALSE
250582_at  transcription factor-like protein e --- AT5G07580 -2.11 -1.08 -3.31 0.0137175 0.1137643 -2.95 FALSE
248721_at putative protein strong similarity tGAUT4 AT5G47780 -1.33 -0.41 -3.31 0.0137451 0.1137916 -2.95 TRUE
245795_at unknown protein contains similar --- AT1G32160 -1.41 -0.49 -3.31 0.0137345 0.1137916 -2.95 FALSE
250286_at  auxin-responsive - like protein NPBS3 AT5G13320 8.89 3.15 3.31 0.0137411 0.1137916 -2.95 FALSE
256319_at  trehalose-phosphatase, putative --- AT1G35910 3.20 1.68 3.31 0.0137488 0.1137916 -2.95 FALSE
267278_at unknown protein  ; supported by --- AT2G19350 -1.32 -0.40 -3.31 0.0137644 0.1138379 -2.95 FALSE
245438_at growth regulator like protein --- AT4G16650 -1.43 -0.52 -3.31 0.01376 0.1138379 -2.95 FALSE
267580_at unknown protein --- AT2G41990 1.55 0.63 3.31 0.013773 0.1138548 -2.95 FALSE
261204_s_aEukaryotic peptide chain release ERF1-2 AT1G12920 // -1.33 -0.42 -3.31 0.0137764 0.1138548 -2.95 FALSE
250288_at  auxin-responsive - like protein N --- AT5G13350 1.49 0.57 3.31 0.0137867 0.1138991 -2.95 FALSE
266246_at putative cytochrome P450 CYP94C1 AT2G27690 3.16 1.66 3.30 0.0138266 0.1139578 -2.95 FALSE
258716_at unknown protein similar to a regio--- AT3G09700 -1.83 -0.87 -3.30 0.0138157 0.1139578 -2.95 FALSE



257004_s_a glycolate oxidase, putative simila--- AT3G14130 // -1.38 -0.47 -3.30 0.0138298 0.1139578 -2.95 FALSE
256720_at putative DOF zinc finger protein --- AT2G34140 2.14 1.10 3.30 0.0138077 0.1139578 -2.95 FALSE
267213_at 60S ribosomal protein L7  ;suppo--- AT2G44120 -2.07 -1.05 -3.30 0.0138318 0.1139578 -2.95 FALSE
247842_at  SPP30 - like protein SPP30, Sol --- AT5G58030 -1.37 -0.46 -3.30 0.0137999 0.1139578 -2.95 FALSE
250719_at putative protein contains similarit --- AT5G06250 1.55 0.63 3.30 0.0138388 0.1139578 -2.96 FALSE
256812_at hypothetical protein contains sim --- AT3G21350 -1.39 -0.48 -3.30 0.013809 0.1139578 -2.95 FALSE
259017_at unknown protein  ; supported by --- AT3G07310 -1.48 -0.57 -3.30 0.0138369 0.1139578 -2.96 FALSE
250159_at  40S ribosomal protein - like 40S --- AT5G15200 -1.76 -0.82 -3.30 0.0138523 0.1140282 -2.96 FALSE
260133_at  ethylene-response protein, ETR ETR1 AT1G66340 1.36 0.44 3.30 0.0138651 0.1140919 -2.96 FALSE
259179_at hypothetical protein similar to put--- AT3G01660 -1.64 -0.71 -3.30 0.0138751 0.1141327 -2.96 FALSE
251987_at CYTOCHROME P450 71B5  ; suCYP71B5 AT3G53280 -1.54 -0.62 -3.30 0.0138854 0.1141357 -2.96 TRUE
250482_at putative protein --- AT5G10320 -1.59 -0.67 -3.30 0.013883 0.1141357 -2.96 FALSE
262569_at hypothetical protein Strong simila--- AT1G15180 -1.82 -0.87 -3.30 0.0138968 0.114187 -2.96 FALSE
255547_at putative CHP-rich zinc finger prot--- AT4G01920 1.69 0.76 3.30 0.0139017 0.114187 -2.96 FALSE
265216_at putative NPK1-related MAP kinasMAPKKK18AT1G05100 1.90 0.93 3.30 0.0139124 0.1142339 -2.96 FALSE
266353_at unknown protein  ;supported by f MLP328 AT2G01520 1.89 0.92 3.30 0.013924 0.114288 -2.96 FALSE
260082_at putative mitochondrial carrier pro --- AT1G78180 -1.61 -0.69 -3.30 0.0139344 0.1142911 -2.96 FALSE
246781_at  sugar transporter-like protein pu SFP1 AT5G27350 2.29 1.20 3.30 0.0139301 0.1142911 -2.96 FALSE
267612_at putative nitrate transporter --- AT2G26690 2.91 1.54 3.30 0.013943 0.1143208 -2.96 FALSE
260199_at unknown protein similar to putativ--- AT1G67590 -1.39 -0.48 -3.30 0.0139506 0.1143414 -2.96 FALSE
248955_at putative protein contains similarit GAS41 AT5G45600 -1.41 -0.49 -3.30 0.0139676 0.1143484 -2.96 FALSE
256065_at  ribosomal protein, putative simila--- AT1G07070 -2.11 -1.08 -3.30 0.0139686 0.1143484 -2.96 FALSE
262270_x_a polyprotein, putative similar to po--- --- 1.34 0.42 3.30 0.0139613 0.1143484 -2.96 FALSE
256735_at hypothetical protein predicted by ATEXO70EAT3G29400 1.56 0.65 3.30 0.0139715 0.1143484 -2.96 FALSE
250704_at Expressed protein ; supported by--- AT5G06265 -1.59 -0.67 -3.29 0.0139894 0.1144134 -2.97 FALSE
245050_at PSII K protein --- --- -1.33 -0.41 -3.29 0.0139891 0.1144134 -2.97 FALSE
246445_at  glucose 6 phosphate/phosphate --- AT5G17630 -1.53 -0.62 -3.29 0.014002 0.1144755 -2.97 FALSE
264563_s_aunknown protein --- AT1G55750 // -1.50 -0.58 -3.29 0.0140091 0.1144924 -2.97 FALSE
250504_at putative protein similar to unknow--- AT5G09840 -1.59 -0.67 -3.29 0.0140161 0.1145082 -2.97 FALSE
265154_at  putative GTP-binding protein, ER--- AT1G30960 -2.06 -1.04 -3.29 0.014026 0.1145481 -2.97 FALSE
251972_at  nodulin / glutamate-ammonia lig --- AT3G53170 -1.50 -0.58 -3.29 0.0140353 0.1145832 -2.97 FALSE
251267_at  putative protein hypothetical pro --- AT3G62330 1.55 0.63 3.29 0.0140467 0.1146355 -2.97 TRUE
254466_at subtilisin-like serine protease con--- AT4G20430 -1.66 -0.73 -3.29 0.0140551 0.1146624 -2.97 FALSE
246370_at hypothetical protein predicted by --- AT1G51920 4.84 2.27 3.29 0.0140948 0.1148612 -2.97 TRUE
250409_at  putative protein 110K5.11, unkno--- AT5G10860 -1.45 -0.53 -3.29 0.0140947 0.1148612 -2.97 FALSE



254032_at  predicted protein destination fac --- AT4G25940 1.62 0.70 3.29 0.0141002 0.1148612 -2.97 FALSE
257168_at  mrp protein, putative similar to mHCF101 AT3G24430 -2.27 -1.18 -3.29 0.0141046 0.1148612 -2.97 FALSE
253451_at  putative myb-protein transforminPC-MYB1 AT4G32730 1.42 0.51 3.29 0.0140981 0.1148612 -2.97 FALSE
257540_at hypothetical protein --- AT3G21520 1.50 0.59 3.29 0.014112 0.1148801 -2.98 FALSE
250335_at  lysophospholipase - like protein --- AT5G11650 1.88 0.91 3.29 0.0141171 0.1148807 -2.98 FALSE
254892_at putative protein other hypothetica--- AT4G11800 1.54 0.62 3.29 0.01413 0.1149452 -2.98 FALSE
254250_at  serine/threonine kinase - like pro--- AT4G23290 -2.14 -1.10 -3.29 0.0141439 0.1149535 -2.98 TRUE
249979_s_aputative protein --- AT5G18860 // 2.46 1.30 3.29 0.0141427 0.1149535 -2.98 FALSE
258327_at unknown protein contains similar PAP85 AT3G22640 1.37 0.46 3.29 0.0141546 0.1149535 -2.98 FALSE
260387_at putative flavonol sulfotransferaseSOT16 AT1G74100 2.49 1.32 3.29 0.0141541 0.1149535 -2.98 FALSE
261748_at hypothetical protein predicted by --- AT1G76070 3.70 1.89 3.29 0.0141563 0.1149535 -2.98 FALSE
265657_at unknown protein  ; supported by --- AT2G13840 -1.50 -0.58 -3.28 0.0141715 0.1150364 -2.98 FALSE
262943_at  inosine-5'-monophosphate dehy --- AT1G79470 -1.43 -0.51 -3.28 0.0141837 0.1150943 -2.98 FALSE
266418_at putative annexin  ;supported by f ANNAT4 AT2G38750 3.04 1.60 3.28 0.0141947 0.1151122 -2.98 FALSE
254830_at  putative protein predicted protein--- AT4G12590 -1.34 -0.42 -3.28 0.014196 0.1151122 -2.98 FALSE
262667_at  amine oxidase, putative similar t --- AT1G62810 -1.78 -0.83 -3.28 0.0142069 0.1151597 -2.98 FALSE
259642_at hypothetical protein predicted by --- AT1G69030 1.76 0.81 3.28 0.0142402 0.1153889 -2.98 TRUE
263517_at unknown protein  ;supported by f RD2 AT2G21620 1.77 0.82 3.28 0.0142478 0.1154093 -2.99 TRUE
255910_at unknown protein contains similar --- AT1G18030 -1.45 -0.53 -3.28 0.014264 0.1154995 -2.99 FALSE
247441_at  receptor - like protein kinase - lik--- AT5G62710 -1.51 -0.59 -3.28 0.0142778 0.1155702 -2.99 FALSE
249925_at  putative protein predicted protein--- AT5G19150 -1.70 -0.76 -3.28 0.0143119 0.1158047 -2.99 FALSE
266417_at putative non-green plastid inner e--- AT2G38550 -1.57 -0.65 -3.28 0.0143293 0.1159047 -2.99 FALSE
256458_at  integral membrane protein, puta --- AT1G75220 1.87 0.90 3.28 0.0143475 0.1160109 -2.99 TRUE
251783_at ribosomal L23a - like protein vari RPL23AB AT3G55280 -2.22 -1.15 -3.27 0.0143648 0.1161098 -2.99 FALSE
260410_at putative peptide transporter simil --- AT1G69870 2.09 1.07 3.27 0.0143818 0.1162056 -2.99 FALSE
256978_at  phosphoribosyamidoimidazole-sPUR7 AT3G21110 -2.04 -1.03 -3.27 0.0144012 0.1162562 -3.00 FALSE
257406_at  hypothetical protein predicted by--- AT1G27060 -1.58 -0.66 -3.27 0.0144033 0.1162562 -3.00 FALSE
257713_at  succinate dehydrogenase iron-p SDH2-1 AT3G27380 1.87 0.91 3.27 0.0143959 0.1162562 -3.00 FALSE
261984_at TINY-like protein similar to TINY --- AT1G33760 1.61 0.69 3.27 0.014412 0.1162853 -3.00 TRUE
247743_at  protein kinase - like serine/threo --- AT5G59010 -1.58 -0.66 -3.27 0.0144384 0.1164564 -3.00 FALSE
265388_s_aunknown protein  ;supported by f --- AT2G20990 // -1.42 -0.50 -3.27 0.0144594 0.1165851 -3.00 FALSE
256052_at  spliceosomal protein (U2B), puta--- AT1G06960 -1.47 -0.56 -3.27 0.0144761 0.1166785 -3.00 FALSE
266668_at hypothetical protein predicted by --- AT2G29760 -2.11 -1.08 -3.27 0.0144937 0.1167452 -3.00 FALSE
258511_at unknown protein  ;supported by f --- AT3G06590 -1.55 -0.63 -3.27 0.0144946 0.1167452 -3.00 FALSE
259444_at hypothetical protein predicted by --- AT1G02370 -2.33 -1.22 -3.27 0.0145243 0.1168479 -3.00 FALSE



264258_at hypothetical protein predicted by --- AT1G09220 -1.48 -0.57 -3.27 0.0145279 0.1168479 -3.00 FALSE
255585_at putative NAM-like protein anac069 AT4G01550 -1.79 -0.84 -3.27 0.0145236 0.1168479 -3.00 FALSE
256459_at  acetyl-CoA carboxylase, putativeACC2 AT1G36180 -1.59 -0.67 -3.27 0.0145163 0.1168479 -3.00 FALSE
246134_at protein kinase tousled  ; supporteTSL AT5G20930 -1.58 -0.66 -3.27 0.0145416 0.1168762 -3.01 FALSE
246699_at  putative protein predicted protein--- AT5G27990 -1.70 -0.77 -3.27 0.0145413 0.1168762 -3.01 FALSE
251483_at  putative protein hypothetical pro --- AT3G59650 -1.53 -0.61 -3.27 0.0145519 0.1169176 -3.01 FALSE
245277_at glucosyltransferase like protein ; IAGLU AT4G15550 2.13 1.09 3.26 0.0145631 0.1169204 -3.01 TRUE
266732_at unknown protein --- AT2G03240 1.73 0.79 3.26 0.0145641 0.1169204 -3.01 TRUE
259287_at putative rac GTPase activating p --- AT3G11490 -1.55 -0.64 -3.26 0.0145676 0.1169204 -3.01 FALSE
262687_at PPR-repeat protein contains mul --- AT1G62670 -1.36 -0.44 -3.26 0.0145977 0.1171208 -3.01 FALSE
257637_at terpene synthase-related protein --- AT3G25810 1.36 0.44 3.26 0.0146146 0.1171962 -3.01 FALSE
246888_at putative protein --- AT5G26270 1.36 0.44 3.26 0.0146174 0.1171962 -3.01 FALSE
246554_at  HSP100/ClpB, putative similar toCLPB3 AT5G15450 -1.50 -0.59 -3.26 0.0146334 0.1172835 -3.01 FALSE
267481_at putative receptor-like protein kina--- AT2G02780 2.54 1.34 3.26 0.0146498 0.1173322 -3.01 TRUE
260620_at unknown protein --- AT1G08070 -1.44 -0.53 -3.26 0.0146467 0.1173322 -3.01 FALSE
258921_at unknown protein N-terminus simianac053 AT3G10500 1.62 0.69 3.26 0.0146913 0.117557 -3.02 TRUE
266450_s_ahypothetical protein predicted by --- AT2G43190 -1.66 -0.73 -3.26 0.0146832 0.117557 -3.02 FALSE
256805_at  unknown protein contains simila --- AT3G20930 -2.18 -1.13 -3.26 0.0146933 0.117557 -3.02 FALSE
254628_at Expressed protein ; supported by--- AT4G18593 -1.34 -0.42 -3.26 0.0147039 0.1175999 -3.02 FALSE
250662_at steroid sulfotransferase-like proteST2A AT5G07010 2.32 1.22 3.26 0.0147187 0.117663 -3.02 TRUE
251986_at  putative protein various predicte --- AT3G53310 -2.23 -1.16 -3.26 0.0147221 0.117663 -3.02 FALSE
252441_at putative protein  ; supported by c PTAC16 AT3G46780 -1.77 -0.82 -3.26 0.0147413 0.1177753 -3.02 TRUE
260144_at putative ABC transporter similar t--- AT1G71960 1.63 0.70 3.25 0.0147572 0.1178615 -3.02 FALSE
261336_at unknown protein ;supported by fu--- AT1G44790 1.76 0.82 3.25 0.0147946 0.1180777 -3.02 FALSE
246231_at putative protein --- AT4G37080 -1.65 -0.72 -3.25 0.0147899 0.1180777 -3.02 FALSE
263410_at predicted protein ;supported by fu--- AT2G04039 -1.86 -0.89 -3.25 0.0148919 0.1180868 -3.03 TRUE
260607_at putative receptor protein kinase --- AT2G43700 -1.62 -0.70 -3.25 0.0148512 0.1180868 -3.03 FALSE
265984_at putative limonene cyclase TPS10 AT2G24210 1.41 0.50 3.25 0.0148865 0.1180868 -3.03 FALSE
258651_at putative phosphatidylinositol-4-phPIP5K9 AT3G09920 1.54 0.62 3.25 0.0149045 0.1180868 -3.03 FALSE
245144_at putative methionine aminopeptidaMAP1A AT2G45240 -1.48 -0.56 -3.25 0.0148408 0.1180868 -3.03 FALSE
250826_at unknown protein ; supported by c--- AT5G05220 1.48 0.56 3.25 0.0148256 0.1180868 -3.03 FALSE
251537_at putative protein several hypothet --- AT3G58470 -1.94 -0.95 -3.25 0.0148491 0.1180868 -3.03 FALSE
266158_at putative ABC transporter --- AT2G28070 -1.67 -0.74 -3.25 0.0149009 0.1180868 -3.03 FALSE
253881_at  putative protein Ran_GTP bindin--- AT4G27640 -1.41 -0.49 -3.25 0.0148824 0.1180868 -3.03 FALSE
265602_at putative retroelement pol polypro --- --- 1.51 0.60 3.25 0.0148281 0.1180868 -3.03 FALSE



252456_at hypersensitivity-related protein-lik--- AT3G47170 1.46 0.55 3.25 0.0148655 0.1180868 -3.03 FALSE
246352_at hypothetical protein --- --- 1.34 0.42 3.25 0.0148067 0.1180868 -3.02 FALSE
246246_at putative protein --- AT4G37170 -1.59 -0.67 -3.25 0.0148092 0.1180868 -3.02 FALSE
245057_at En/Spm-like transposon protein r --- AT2G26490 1.32 0.40 3.25 0.0148334 0.1180868 -3.03 FALSE
258406_at hypothetical protein similar to hypATRBL14 AT3G17611 1.33 0.41 3.25 0.0148906 0.1180868 -3.03 FALSE
248568_at receptor protein kinase-like --- AT5G49760 1.54 0.63 3.25 0.014886 0.1180868 -3.03 FALSE
265262_at putative chloroplast nucleoid DNA--- AT2G42980 1.59 0.67 3.25 0.0148593 0.1180868 -3.03 FALSE
253124_at  putative protein unknown proteinARO3 AT4G36030 2.91 1.54 3.25 0.0149037 0.1180868 -3.03 FALSE
255134_at putative protein --- AT4G08330 -1.49 -0.57 -3.25 0.0148387 0.1180868 -3.03 FALSE
265268_at putative protein kinase contains a--- AT2G42960 -1.45 -0.53 -3.25 0.0148524 0.1180868 -3.03 FALSE
260993_at hypothetical protein predicted by FMO GS-O AT1G12140 1.34 0.42 3.25 0.0148673 0.1180868 -3.03 FALSE
255601_at  putative protein (fragment) vario --- AT4G01030 -1.50 -0.59 -3.25 0.0149211 0.1181774 -3.03 FALSE
259671_at  protein kinase, putative similar to--- AT1G52290 2.39 1.26 3.24 0.0149572 0.1183261 -3.03 TRUE
251713_at putative protein several hypothet --- AT3G56080 -1.62 -0.69 -3.25 0.0149505 0.1183261 -3.03 FALSE
262952_at hypothetical protein predicted by --- AT1G75770 -1.56 -0.64 -3.24 0.0149606 0.1183261 -3.04 FALSE
262507_at  receptor-like protein kinase, puta--- AT1G11330 1.57 0.65 3.24 0.0149581 0.1183261 -3.03 FALSE
266718_at putative zinc transporter  ;supporZAT AT2G46800 1.46 0.54 3.24 0.0149667 0.1183325 -3.04 FALSE
260238_at  AtHVA22a identical to AtHVA22aATHVA22A AT1G74520 -1.59 -0.67 -3.24 0.0149735 0.1183454 -3.04 FALSE
258373_at 20S proteasome subunit PAE2 idPAE2 AT3G14290 -1.43 -0.51 -3.24 0.0149854 0.118399 -3.04 FALSE
248303_at  FtsH protease, putative similar toFTSH11 AT5G53170 -1.46 -0.54 -3.24 0.0149957 0.1184387 -3.04 FALSE
261948_at unknown protein ;supported by fu--- AT1G64680 -1.93 -0.94 -3.24 0.0150161 0.1185589 -3.04 FALSE
248594_at unknown protein  ; supported by --- AT5G49210 -1.75 -0.81 -3.24 0.0150338 0.1186581 -3.04 FALSE
253567_at  protein kinase-like protein serine--- AT4G31230 1.62 0.70 3.24 0.0150613 0.1188334 -3.04 FALSE
247775_at  phosphoinositide-specific phosp PLC5 AT5G58690 1.91 0.93 3.24 0.0150768 0.1189151 -3.04 FALSE
260814_at  histidine decarboxylase, putativeemb1075 AT1G43710 -1.41 -0.50 -3.24 0.0151017 0.1190698 -3.04 FALSE
254945_at  putative RING finger protein ring--- AT4G10940 1.56 0.64 3.24 0.0151282 0.1191695 -3.05 FALSE
259849_at  phosphoglycerate dehydrogenas--- AT1G72190 -1.35 -0.43 -3.24 0.0151244 0.1191695 -3.05 FALSE
258715_at putative 60S ribosomal protein L1--- AT3G09630 -1.70 -0.77 -3.24 0.01513 0.1191695 -3.05 FALSE
247401_at 1-deoxy-D-xylulose 5-phosphate DXR AT5G62790 -1.75 -0.81 -3.23 0.0151608 0.1193711 -3.05 FALSE
262134_at  sulfate transporter, putative simi AST56 AT1G77990 -2.03 -1.02 -3.23 0.0151665 0.1193744 -3.05 FALSE
257951_at putative SGP1 monomeric G-pro SGP2 AT3G21700 2.41 1.27 3.23 0.0151807 0.119445 -3.05 TRUE
251144_at  anthranilate N-benzoyltransferas--- AT5G01210 2.07 1.05 3.23 0.0152053 0.1195979 -3.05 FALSE
255716_at coded for by A. thaliana cDNA R3CRCK2 AT4G00330 1.32 0.40 3.23 0.0152327 0.1197303 -3.05 FALSE
254427_at  putative protein predicted proteinemb1417 AT4G21190 -1.88 -0.91 -3.23 0.0152295 0.1197303 -3.05 FALSE
249454_at  expressed protein predicted prot--- AT5G39520 -3.47 -1.79 -3.23 0.0153273 0.1198019 -3.06 TRUE



255078_at  putative protein ascorbate peroxAPX4 AT4G09010 -1.68 -0.75 -3.23 0.0153 0.1198019 -3.06 TRUE
264512_at Expressed protein ; supported by--- AT1G09575 1.50 0.59 3.23 0.0153144 0.1198019 -3.06 TRUE
254999_at putative protein  ; supported by fu--- AT4G09830 -1.62 -0.69 -3.23 0.0153225 0.1198019 -3.06 TRUE
254778_at putative protein --- AT4G12750 -1.59 -0.67 -3.23 0.0153491 0.1198019 -3.06 FALSE
256279_at  protein phosphatase 2C, putative--- AT3G12620 1.32 0.40 3.23 0.0152721 0.1198019 -3.06 FALSE
262967_at hypothetical protein predicted by --- AT1G75730 -1.48 -0.56 -3.23 0.0153521 0.1198019 -3.06 FALSE
260786_s_aunknown protein similar to CryptoMEE5 AT1G06220 // -1.56 -0.64 -3.23 0.0152607 0.1198019 -3.06 FALSE
257315_at  proline oxidase, mitochondrial prERD5 AT3G30775 3.84 1.94 3.23 0.0153218 0.1198019 -3.06 TRUE
263333_at unknown protein  ; supported by --- AT2G03890 -1.66 -0.73 -3.23 0.0153482 0.1198019 -3.06 FALSE
251392_at dihydrodipicolinate synthase precDHDPS1 AT3G60880 -1.41 -0.49 -3.23 0.015345 0.1198019 -3.06 FALSE
255384_at hypothetical protein --- AT4G03580 1.35 0.43 3.23 0.0152913 0.1198019 -3.06 FALSE
251258_at  PECTINESTERASE-like protein VGDH2 AT3G62170 1.53 0.61 3.23 0.0153265 0.1198019 -3.06 FALSE
259006_at putative 60S acidic ribosomal pro--- AT3G09200 -1.85 -0.89 -3.23 0.0153254 0.1198019 -3.06 FALSE
263248_at putative endonuclease  ;supporteATNTH1 AT2G31450 -1.42 -0.50 -3.23 0.0153368 0.1198019 -3.06 FALSE
265736_at putative ribosomal protein L7  ;su--- AT2G01250 -2.06 -1.05 -3.23 0.015347 0.1198019 -3.06 FALSE
245321_at Expressed protein ; supported by--- AT4G15545 -1.36 -0.44 -3.23 0.0152979 0.1198019 -3.06 FALSE
252041_at DNA-directed RNA polymerase I NRPB11 AT3G52090 -1.45 -0.53 -3.23 0.0152951 0.1198019 -3.06 FALSE
258955_s_aunknown protein  ;supported by f --- AT3G01450 // -1.62 -0.69 -3.23 0.0153135 0.1198019 -3.06 FALSE
250644_at protein phosphatase 2C-like  ;sup--- AT5G06750 1.77 0.83 3.23 0.0152883 0.1198019 -3.06 FALSE
252982_at Histone deacetylase  ; supportedHD1 AT4G38130 -1.44 -0.53 -3.23 0.0152583 0.1198019 -3.06 FALSE
253764_s_a protein kinase - like protein ADKckl4 AT4G28860 // -1.55 -0.63 -3.23 0.0153576 0.1198037 -3.06 FALSE
253249_at GATA transcription factor 3 --- AT4G34680 -1.62 -0.70 -3.22 0.0153718 0.1198739 -3.06 TRUE
260915_at hypothetical protein similar to hyp--- AT1G02660 2.37 1.24 3.22 0.0154378 0.1201421 -3.07 TRUE
259724_at putative serine/threonine-protein SNRK2.10 AT1G60940 -1.62 -0.69 -3.22 0.0154364 0.1201421 -3.07 FALSE
250857_at unknown protein --- AT5G04790 -1.69 -0.76 -3.22 0.0154263 0.1201421 -3.07 FALSE
253097_at cytochrome P450-like protein CYP81D5 AT4G37320 2.69 1.43 3.22 0.0154337 0.1201421 -3.07 FALSE
249918_at  putative protein predicted protein--- AT5G19240 3.16 1.66 3.22 0.0154231 0.1201421 -3.07 FALSE
266672_at putative Na+-dependent inorgani PHT4;1 AT2G29650 -1.42 -0.50 -3.22 0.0154374 0.1201421 -3.07 FALSE
254208_at Expressed protein ; supported by--- AT4G24175 -1.51 -0.59 -3.22 0.0154806 0.1203928 -3.07 FALSE
253012_at  putative protein Caenorhabditis e--- AT4G37900 1.45 0.54 3.22 0.0154774 0.1203928 -3.07 FALSE
253338_at  somatic embryogenesis receptorBAK1 AT4G33430 1.45 0.54 3.22 0.0154914 0.1203948 -3.07 FALSE
266582_at unknown protein  ; supported by --- AT2G46090 -1.57 -0.65 -3.22 0.0154913 0.1203948 -3.07 FALSE
262159_at hypothetical protein predicted by --- AT1G52720 2.34 1.23 3.22 0.0155293 0.1206481 -3.07 FALSE
264670_s_a unknown protein Similar to elong--- AT1G09640 // -1.55 -0.63 -3.22 0.0155347 0.1206495 -3.07 FALSE
266237_at  DNA-directed RNA polymerase ATRPC14 AT2G29540 -1.80 -0.85 -3.22 0.0155454 0.1206908 -3.07 FALSE



260886_at hypothetical protein contains sim --- AT1G29200 1.36 0.44 3.22 0.0155597 0.1207614 -3.08 FALSE
248969_at unknown protein  ; supported by --- AT5G45310 -2.22 -1.15 -3.21 0.015579 0.1208695 -3.08 FALSE
253815_at  putative beta-expansin/allergen ATEXPB3 AT4G28250 1.74 0.80 3.21 0.0155893 0.1208725 -3.08 FALSE
261085_at hypothetical protein similar to hypIQD7 AT1G17480 1.39 0.47 3.21 0.01559 0.1208725 -3.08 FALSE
266166_at putative glucosyltransferase  ; su --- AT2G28080 1.71 0.77 3.21 0.0156144 0.1210209 -3.08 TRUE
264928_at  auxin-induced protein, putative sATB2 AT1G60710 1.44 0.53 3.21 0.0156376 0.1211599 -3.08 FALSE
258518_at unknown protein  ; supported by --- AT3G06570 -1.36 -0.45 -3.21 0.0156778 0.1214296 -3.08 FALSE
250796_at putative protein similar to unknow--- AT5G05300 5.36 2.42 3.21 0.0156858 0.1214506 -3.08 FALSE
257063_s_aunknown protein  ;supported by f --- AT3G18240 // -1.36 -0.44 -3.21 0.0157038 0.1215489 -3.08 FALSE
248579_at mitotic checkpoint protein-like --- AT5G49880 -1.69 -0.76 -3.21 0.0157116 0.1215678 -3.09 FALSE
266142_at unknown protein  ; supported by --- AT2G39030 6.99 2.80 3.21 0.0157373 0.1217253 -3.09 FALSE
262024_at  protein disulfide isomerase, putaATPDIL5-2 AT1G35620 -1.56 -0.64 -3.21 0.0157641 0.121789 -3.09 FALSE
247457_at  putative protein various predicte --- AT5G62170 1.38 0.46 3.21 0.015763 0.121789 -3.09 FALSE
254755_at hypothetical protein --- AT4G13220 -1.50 -0.59 -3.21 0.0157701 0.121789 -3.09 FALSE
263873_at unknown protein predicted by ge --- AT2G21860 -1.57 -0.65 -3.21 0.0157722 0.121789 -3.09 FALSE
261887_at  CCR4-associated factor, putative--- AT1G80780 -1.35 -0.43 -3.21 0.0157668 0.121789 -3.09 FALSE
261672_at unknown protein contains similar ATARP4 AT1G18450 -1.63 -0.71 -3.20 0.0157956 0.1219282 -3.09 FALSE
258386_at hypothetical protein predicted by --- AT3G15520 -1.70 -0.76 -3.20 0.0158471 0.1219543 -3.09 TRUE
251265_at  ATP-dependent RNA helicase-lik--- AT3G62310 -1.61 -0.69 -3.20 0.0158323 0.1219543 -3.09 FALSE
264327_at  putative translation initiation fact EIF2 GAMMAT1G04170 -1.39 -0.48 -3.20 0.0158336 0.1219543 -3.09 FALSE
265887_at biotin holocarboxylase synthetas HCS1 AT2G25710 -1.55 -0.63 -3.20 0.0158155 0.1219543 -3.09 FALSE
262532_at hypothetical protein predicted by --- AT1G17210 -1.44 -0.52 -3.20 0.0158464 0.1219543 -3.09 FALSE
252001_at  plastid division protein FtsZ-like FTSZ2-2 AT3G52750 -2.01 -1.01 -3.20 0.0158115 0.1219543 -3.09 FALSE
250848_at 3-phosphoinositide-dependent prPDK1 AT5G04510 -1.47 -0.55 -3.20 0.0158384 0.1219543 -3.09 FALSE
250633_at  peptide methionine sulfoxide redPMSR2 AT5G07460 3.18 1.67 3.20 0.0158264 0.1219543 -3.09 FALSE
254857_at  putative protein acetylcholine regSEC1B AT4G12120 1.50 0.59 3.20 0.0158351 0.1219543 -3.09 FALSE
257707_at hypothetical protein predicted by --- AT3G12650 -1.39 -0.48 -3.20 0.0158605 0.122016 -3.09 FALSE
253063_at plasma membrane-type calcium AACA2 AT4G37640 1.92 0.94 3.20 0.0158681 0.1220331 -3.10 FALSE
250673_at  serine threonine protein kinase-l CIPK2 AT5G07070 1.64 0.72 3.20 0.0159075 0.1222133 -3.10 FALSE
264140_at  proteasome alpha subunit, putat --- AT1G79210 -1.39 -0.47 -3.20 0.0159015 0.1222133 -3.10 FALSE
266883_at putative triacylglycerol lipase DAD1 AT2G44810 1.42 0.50 3.20 0.0159075 0.1222133 -3.10 FALSE
248820_at putative protein similar to unknow--- AT5G47060 -1.63 -0.71 -3.20 0.0159158 0.1222358 -3.10 TRUE
253998_at  putative peroxidase peroxidase A--- AT4G26010 1.35 0.43 3.20 0.0159565 0.1225068 -3.10 FALSE
251919_at  putative protein Hsp70 binding p--- AT3G53800 -1.76 -0.82 -3.20 0.0159622 0.1225092 -3.10 FALSE
250045_at  putative protein mRNA (orf04), A--- AT5G17700 1.77 0.82 3.20 0.0159777 0.122582 -3.10 FALSE



258113_at putative cytochrome P450 similarCYP72A11 AT3G14650 -1.81 -0.86 -3.20 0.0159869 0.122582 -3.10 FALSE
259447_s_a ADP-ribosylation factor, putativeATARFD1AAT1G02430 // 1.42 0.51 3.20 0.0159878 0.122582 -3.10 FALSE
255866_at hypothetical protein predicted by --- AT2G30350 -1.47 -0.56 -3.20 0.0159971 0.1226123 -3.10 FALSE
249304_at folylpolyglutamate synthase-like pGLA1 AT5G41480 -1.62 -0.70 -3.19 0.0160065 0.1226432 -3.10 FALSE
247942_at putative protein similar to unknow--- AT5G57120 -1.69 -0.75 -3.19 0.0160243 0.1227382 -3.11 FALSE
257779_at  protein kinase, putative similar toCDG1 AT3G26940 1.31 0.39 3.19 0.0160429 0.1228395 -3.11 FALSE
251621_at  protein kinase - like protein wall- --- AT3G57700 1.93 0.95 3.19 0.0161042 0.1228864 -3.11 TRUE
247818_at contains similarity to GTP-binding--- AT5G58370 -1.43 -0.52 -3.19 0.0161249 0.1228864 -3.11 FALSE
262595_at putative ethylene responsive elemSHN1 AT1G15360 1.44 0.53 3.19 0.0160623 0.1228864 -3.11 FALSE
262714_s_aunknown protein similar to gb|AJ2--- AT1G07950 // -1.39 -0.48 -3.19 0.0161514 0.1228864 -3.11 FALSE
249694_at glucose-6-phosphate dehydrogenG6PD1 AT5G35790 -1.34 -0.42 -3.19 0.0161141 0.1228864 -3.11 FALSE
245560_at indole-3-acetate beta-glucosyltra UGT84A1 AT4G15480 1.53 0.61 3.19 0.0160923 0.1228864 -3.11 FALSE
254675_at  RNA helicase - like protein Cdc2--- AT4G18465 -1.76 -0.81 -3.19 0.016066 0.1228864 -3.11 FALSE
250906_at  1,4-alpha-glucan branching enzySBE2.2 AT5G03650 -1.48 -0.57 -3.19 0.0161496 0.1228864 -3.11 FALSE
261213_at unknown protein ; supported by c--- AT1G12970 -1.42 -0.51 -3.19 0.0160681 0.1228864 -3.11 FALSE
258152_at  chaperonin subunit, putative sim--- AT3G18190 -1.51 -0.59 -3.19 0.0161463 0.1228864 -3.11 FALSE
266202_at putative cinnamoyl-CoA reductas--- AT2G02400 -1.38 -0.47 -3.19 0.0161451 0.1228864 -3.11 FALSE
256055_at  mitochondrial carrier protein, put--- AT1G07030 1.39 0.48 3.19 0.0161415 0.1228864 -3.11 FALSE
255019_at  putative protein IB1C3-1 protein --- AT4G10210 1.39 0.48 3.19 0.0161122 0.1228864 -3.11 FALSE
262275_at  ATPase, putative similar to chrom--- AT1G68710 1.49 0.58 3.19 0.0160807 0.1228864 -3.11 FALSE
256681_at unknown protein ; supported by cSPP2 AT3G52340 -2.97 -1.57 -3.19 0.0161331 0.1228864 -3.11 FALSE
258900_at putative 60S ribosomal protein L1RPL18 AT3G05590 -1.91 -0.94 -3.19 0.0161082 0.1228864 -3.11 FALSE
250262_at  putative protein peptidyl-prolyl ci --- AT5G13410 -1.89 -0.92 -3.19 0.0161046 0.1228864 -3.11 FALSE
255881_at  phosphomannose isomerase, puDIN9 AT1G67070 3.04 1.60 3.19 0.0161332 0.1228864 -3.11 FALSE
250014_at  anthranilate phosphoribosyltransTRP1 AT5G17990 3.57 1.83 3.19 0.016111 0.1228864 -3.11 FALSE
257680_at  aspartate carbamoyltransferase --- AT3G20330 -1.61 -0.68 -3.19 0.0161616 0.1229227 -3.11 FALSE
251926_at  60S RIBOSOMAL PROTEIN L36--- AT3G53740 -1.97 -0.98 -3.19 0.0161839 0.1230517 -3.12 FALSE
244936_at NADH dehydrogenase ND1 --- --- -1.42 -0.50 -3.19 0.0162072 0.1231348 -3.12 FALSE
260537_at hypothetical protein predicted by --- AT2G43450 1.33 0.41 3.19 0.0162004 0.1231348 -3.12 FALSE
259280_at  putative polypyrimidine tract-bindPTB1 AT3G01150 -1.34 -0.43 -3.19 0.016211 0.1231348 -3.12 FALSE
247731_at  glucuronosyl transferase - like prUGT76E2 AT5G59590 1.42 0.51 3.19 0.0162165 0.1231353 -3.12 FALSE
261982_at hypothetical protein predicted by --- AT1G33780 -1.38 -0.46 -3.18 0.016224 0.123151 -3.12 FALSE
261821_at  thioredoxin h, putative similar to ATCXXS1 AT1G11530 -1.46 -0.54 -3.18 0.0162921 0.1235035 -3.12 FALSE
256250_at  integral membrane protein, puta --- AT3G11320 1.62 0.69 3.18 0.0162835 0.1235035 -3.12 FALSE
245985_at  peptidylprolyl isomerase-like pro --- AT5G13120 -1.57 -0.65 -3.18 0.0162858 0.1235035 -3.12 FALSE



267629_at putative DNA polymerase delta sPOLD2 AT2G42120 -1.64 -0.71 -3.18 0.0162868 0.1235035 -3.12 FALSE
254040_at  possible apospory-associated lik--- AT4G25900 1.82 0.87 3.18 0.0163201 0.1235929 -3.12 TRUE
258141_at hypothetical protein HON4 AT3G18035 -1.58 -0.66 -3.18 0.0163128 0.1235929 -3.12 FALSE
262454_at bifunctional nuclease bfn1 almos BFN1 AT1G11190 6.00 2.58 3.18 0.0163199 0.1235929 -3.12 FALSE
261725_at  small nuclear ribonucleoprotein, SmD3 AT1G76300 -1.64 -0.71 -3.18 0.0163438 0.1237313 -3.13 FALSE
262094_at  SAR DNA binding protein, putatiNOP56 AT1G56110 -2.19 -1.13 -3.18 0.0163854 0.1238522 -3.13 FALSE
261524_at hypothetical protein predicted by --- AT1G14300 -1.50 -0.58 -3.18 0.0164005 0.1238522 -3.13 FALSE
256113_at unknown protein ;supported by fu--- AT1G16810 -1.50 -0.58 -3.18 0.0163749 0.1238522 -3.13 FALSE
258555_at fatty acid multifunctional protein (MFP2 AT3G06860 1.50 0.58 3.18 0.0163721 0.1238522 -3.13 FALSE
250559_at  putative protein condensin subun--- AT5G08010 -1.51 -0.60 -3.18 0.0163955 0.1238522 -3.13 FALSE
261163_x_a auxin response factor, putative sARF21 AT1G34410 1.33 0.41 3.18 0.0163872 0.1238522 -3.13 FALSE
258466_at  hypothetical protein contains sim--- AT3G06040 -1.52 -0.60 -3.18 0.0164037 0.1238522 -3.13 FALSE
254958_at nucleoside diphosphate kinase 3 NDPK3 AT4G11010 -1.65 -0.72 -3.18 0.016381 0.1238522 -3.13 FALSE
257907_at  hemolysin, putative similar to he --- AT3G25470 -1.32 -0.40 -3.18 0.0164086 0.1238522 -3.13 FALSE
262706_at putative ATP-dependent RNA he --- AT1G16280 -1.62 -0.70 -3.18 0.0164265 0.1239161 -3.13 FALSE
265295_at putative DNA replication licensingMCM9 AT2G14050 -1.54 -0.62 -3.18 0.0164291 0.1239161 -3.13 FALSE
257205_at  putative glucosyltransferase sim UGT88A1 AT3G16520 -1.41 -0.50 -3.18 0.0164334 0.1239161 -3.13 FALSE
250515_at putative protein --- AT5G09570 1.30 0.38 3.17 0.0164472 0.1239789 -3.13 FALSE
245976_at  WRKY-like protein WRKY DNA bWRKY75 AT5G13080 4.85 2.28 3.17 0.0164796 0.124059 -3.13 TRUE
267545_at unknown protein GRP23 AT2G32690 1.67 0.74 3.17 0.016474 0.124059 -3.13 FALSE
250246_at polyamine oxidase ATPAO1 AT5G13700 1.34 0.43 3.17 0.0164651 0.124059 -3.13 FALSE
263034_at pollen allergen-like protein simila MLP423 AT1G24020 2.06 1.04 3.17 0.0164794 0.124059 -3.13 FALSE
252081_at  putative heat shock transcriptionHSFA7A AT3G51910 -2.26 -1.18 -3.17 0.016486 0.1240668 -3.13 FALSE
246348_at putative protein putative glycerol---- AT3G56840 -1.30 -0.38 -3.17 0.0165427 0.1244521 -3.14 FALSE
256863_at  CCHC-type zinc finger protein, p--- AT3G24070 -1.35 -0.43 -3.17 0.0165647 0.1245769 -3.14 FALSE
262419_at hypothetical protein identical to h --- AT1G50380 -1.63 -0.70 -3.17 0.0165719 0.1245895 -3.14 FALSE
247528_at MIM protein  ; supported by cDNAMIM AT5G61460 -1.51 -0.59 -3.17 0.0165872 0.1246633 -3.14 FALSE
264285_at  symbiosis-related protein, putativATG8C AT1G62040 -1.47 -0.56 -3.17 0.0166263 0.1249101 -3.14 FALSE
246379_s_a 60S ribosomal protein L21, puta --- AT1G57660 // -1.75 -0.80 -3.17 0.0166309 0.1249101 -3.14 FALSE
245671_at purine permease identical to puri PUP1 AT1G28230 1.40 0.48 3.16 0.0166658 0.1250728 -3.15 TRUE
256398_at putative major intrinsic protein coNIP7;1 AT3G06100 1.33 0.41 3.17 0.0166608 0.1250728 -3.15 FALSE
266816_at unknown protein identical to GB:A--- AT2G44970 1.37 0.45 3.16 0.0166691 0.1250728 -3.15 FALSE
267082_at CPDK-related protein kinase CD CRK1 AT2G41140 -1.37 -0.46 -3.16 0.0167046 0.1251338 -3.15 TRUE
247132_at putative protein strong similarity tARO2 AT5G66200 1.62 0.70 3.16 0.0167058 0.1251338 -3.15 TRUE
260290_at  hypothetical protein predicted by--- AT1G80510 1.45 0.54 3.16 0.0167092 0.1251338 -3.15 FALSE



264987_at unknown protein ; supported by c--- AT1G27030 -2.22 -1.15 -3.16 0.0167014 0.1251338 -3.15 FALSE
261369_at  protein kinase, putative similar to--- AT1G53060 1.59 0.67 3.16 0.0167101 0.1251338 -3.15 FALSE
263378_at protein phosphatase 2C (AthPP2ATHPP2C5AT2G40180 1.73 0.79 3.16 0.016695 0.1251338 -3.15 FALSE
263761_at putative fructose bisphosphate al--- AT2G21330 -1.64 -0.71 -3.16 0.0167222 0.1251408 -3.15 FALSE
254721_at hypothetical protein  ;supported bSMAP1 AT4G13520 -1.45 -0.53 -3.16 0.016717 0.1251408 -3.15 FALSE
264227_at hypothetical protein contains sim ATREV3 AT1G67500 -1.43 -0.51 -3.16 0.0167275 0.1251408 -3.15 FALSE
244970_at ribosomal protein L20 --- --- -1.91 -0.94 -3.16 0.0167332 0.125142 -3.15 FALSE
253396_at  putative protein RNA-binding proAtLa1 AT4G32720 -1.42 -0.51 -3.16 0.0167462 0.1251987 -3.15 FALSE
265615_at putative dioxygenase  ; supported--- AT2G25450 1.52 0.60 3.16 0.0167601 0.1252615 -3.15 FALSE
256407_at  sucrose-proton symporter, putat ATSUC7 AT1G66570 3.52 1.81 3.16 0.0167832 0.1252948 -3.15 TRUE
259077_s_areversibly glycosylated polypeptidRGP1 AT3G02230 // 2.00 1.00 3.16 0.0167788 0.1252948 -3.15 FALSE
258945_at  calmodulin-domain protein kinasCPK2 AT3G10660 1.34 0.42 3.16 0.0167733 0.1252948 -3.15 FALSE
266981_at 60S ribosomal protein L23A iden RPL23AA AT2G39460 -2.07 -1.05 -3.16 0.0167865 0.1252948 -3.15 FALSE
258696_at hypothetical protein predicted by HCF152 AT3G09650 -1.78 -0.83 -3.16 0.0168183 0.125491 -3.15 TRUE
258525_at hypothetical protein predicted by IBR3 AT3G06810 1.65 0.72 3.16 0.0168326 0.1255563 -3.16 FALSE
256860_at hypothetical protein similar to ace--- AT3G23840 1.44 0.53 3.16 0.0168416 0.1255826 -3.16 FALSE
247487_at  putative protein predicted protein--- AT5G62150 4.79 2.26 3.16 0.0168636 0.1256084 -3.16 TRUE
262161_at  signal peptidase subunit, putativ --- AT1G52600 -1.39 -0.47 -3.16 0.0168643 0.1256084 -3.16 FALSE
251784_at  putative protein photosystem II oPPL1 AT3G55330 -1.81 -0.85 -3.16 0.016874 0.1256084 -3.16 FALSE
256023_at hypothetical protein predicted by ZW2 AT1G58330 1.52 0.61 3.16 0.016876 0.1256084 -3.16 FALSE
263755_at unknown protein  ;supported by f --- AT2G21340 -1.61 -0.69 -3.16 0.0168781 0.1256084 -3.16 FALSE
261151_at  sec14 cytosolic factor, putative s--- AT1G19650 1.44 0.52 3.16 0.0168733 0.1256084 -3.16 FALSE
AFFX-BioB-E. coli /GEN=bioB /DB_XREF=gb--- --- 2.05 1.04 3.15 0.0169008 0.1257332 -3.16 FALSE
262988_at putative alanine             aminotra GGT1 AT1G23310 -1.37 -0.46 -3.15 0.0169059 0.1257332 -3.16 FALSE
261108_at  1-aminocyclopropane-1-carboxyACS10 AT1G62960 -1.57 -0.65 -3.15 0.0169148 0.125758 -3.16 FALSE
252644_at  putative protein KIAA0073, HomCYP71 AT3G44600 -1.54 -0.62 -3.15 0.0169345 0.1257818 -3.16 FALSE
245425_at carboxyl-terminal proteinase like UCH3 AT4G17510 -1.30 -0.38 -3.15 0.0169308 0.1257818 -3.16 FALSE
267083_at calmodulin-like protein identical t TCH3 AT2G41100 2.13 1.09 3.15 0.0169313 0.1257818 -3.16 FALSE
266349_at unknown protein predicted by ge --- AT2G01460 1.45 0.53 3.15 0.0169404 0.1257849 -3.16 FALSE
251741_at  putative protein predicted proteinUGP3 AT3G56040 -2.10 -1.07 -3.15 0.0169594 0.1258845 -3.16 FALSE
247345_at putative protein contains similarit --- AT5G63760 -1.51 -0.60 -3.15 0.0169768 0.125891 -3.16 FALSE
245639_at unknown protein contains similar --- AT1G25260 -1.90 -0.93 -3.15 0.016973 0.125891 -3.16 FALSE
247726_at telomere repeat-binding protein TRP1 AT5G59430 1.57 0.65 3.15 0.0169686 0.125891 -3.16 FALSE
247123_at unknown protein --- AT5G66050 1.69 0.75 3.15 0.0169932 0.1259305 -3.17 TRUE
247558_at  histone deacetylase - like histon HDA05 AT5G61060 -1.43 -0.52 -3.15 0.01699 0.1259305 -3.17 FALSE



245732_at unknown protein contains similar --- AT1G73440 -1.41 -0.50 -3.15 0.0170008 0.1259309 -3.17 FALSE
250527_at serine/threonine-protein kinase SNRK2.1 AT5G08590 -1.37 -0.45 -3.15 0.0170098 0.1259309 -3.17 FALSE
253966_at fructose-bisphosphate aldolase --- AT4G26520 -1.61 -0.68 -3.15 0.0170048 0.1259309 -3.17 FALSE
246368_at  light repressible receptor protein --- AT1G51890 3.12 1.64 3.15 0.0170395 0.1259876 -3.17 TRUE
252625_at putative histone deacetylase sim HDA3 AT3G44750 -2.69 -1.43 -3.15 0.0170291 0.1259876 -3.17 FALSE
264026_at glycine-rich protein (AtGRP2) Sa ATGRP2B AT2G21060 1.95 0.96 3.15 0.0170375 0.1259876 -3.17 FALSE
247813_at NADP-dependent malate dehydr --- AT5G58330 -1.43 -0.52 -3.15 0.0170375 0.1259876 -3.17 FALSE
267064_at calmodulin (cam2) CAM2 AT2G41110 2.05 1.04 3.15 0.0170478 0.1260078 -3.17 TRUE
260271_at unknown protein similar to unkno--- AT1G63690 -1.40 -0.48 -3.15 0.0170705 0.1260533 -3.17 FALSE
259717_at putative cleavage and polyadenyCPSF73-I AT1G61010 -1.51 -0.59 -3.15 0.0170642 0.1260533 -3.17 FALSE
260535_at hypothetical protein predicted by --- AT2G43390 1.34 0.42 3.15 0.0170672 0.1260533 -3.17 FALSE
253808_at  predicted proline-rich protein hyd--- AT4G28300 1.57 0.65 3.15 0.0170775 0.126064 -3.17 FALSE
248555_at DNA repair protein-like --- AT5G50340 -1.45 -0.53 -3.15 0.0170924 0.1261334 -3.17 FALSE
246952_at putative protein similar to unknowOFP13 AT5G04820 -1.56 -0.64 -3.15 0.0171096 0.1261787 -3.17 TRUE
254972_at putative protein more than 10 put--- AT4G10440 1.46 0.55 3.15 0.0171065 0.1261787 -3.17 FALSE
265697_at hypothetical protein predicted by --- AT2G32170 -1.39 -0.48 -3.14 0.017174 0.1266121 -3.18 FALSE
247450_at  ripening-related protein - like ripe--- AT5G62350 -1.57 -0.65 -3.14 0.0171889 0.1266811 -3.18 FALSE
249792_at putative protein contains similarit PHS1 AT5G23720 -1.38 -0.47 -3.14 0.0171987 0.1267123 -3.18 FALSE
264820_at putative coproporphyrinogen III oLIN2 AT1G03475 -1.32 -0.40 -3.14 0.0172187 0.1268191 -3.18 FALSE
265132_at unknown protein  ; supported by --- AT1G23830 1.96 0.97 3.14 0.0172254 0.1268272 -3.18 FALSE
259677_at putative phosphatidylinositol-4-ph--- AT1G77740 1.60 0.68 3.14 0.0172399 0.126849 -3.18 FALSE
258896_at  putative syntaxin protein, AtSNASYP43 AT3G05710 1.46 0.55 3.14 0.0172361 0.126849 -3.18 FALSE
263085_at hypothetical protein predicted by ARI12 AT2G16090 -1.60 -0.68 -3.14 0.017245 0.126849 -3.18 FALSE
258377_at hypothetical protein contains sim CNGC19 AT3G17690 1.47 0.55 3.14 0.0172558 0.1268878 -3.18 FALSE
258483_at putative mannose-6-phosphate isMEE31 AT3G02570 1.72 0.79 3.14 0.0173029 0.1270006 -3.18 TRUE
246295_at calmodulin-binding protein  ; suppCIP111 AT3G56690 -1.60 -0.68 -3.14 0.0172928 0.1270006 -3.18 TRUE
265100_at hypothetical protein predicted by OSB4 AT1G31010 -1.67 -0.74 -3.14 0.0172959 0.1270006 -3.18 FALSE
263810_at putative translation initiation facto--- AT2G04520 -1.35 -0.43 -3.14 0.0173082 0.1270006 -3.18 FALSE
262005_at  ABC transporter protein, putativeATGCN3 AT1G64550 -1.64 -0.72 -3.14 0.0172951 0.1270006 -3.18 FALSE
261670_at hypothetical protein contains sim TET11 AT1G18520 1.34 0.42 3.14 0.0172776 0.1270006 -3.18 FALSE
245556_at HSR201 like protein --- AT4G15400 1.34 0.42 3.14 0.0173102 0.1270006 -3.18 FALSE
261354_at unknown protein ; supported by catnudt3 AT1G79690 1.43 0.51 3.14 0.017351 0.1272214 -3.19 FALSE
266227_at unknown protein  ;supported by f --- AT2G28870 -1.33 -0.41 -3.14 0.0173514 0.1272214 -3.19 FALSE
247279_at arabinogalactan-protein (gb|AAC AGP1 AT5G64310 4.16 2.06 3.13 0.0173654 0.1272831 -3.19 FALSE
250284_at  protein kinase precursor - like reCRN AT5G13290 -1.71 -0.78 -3.13 0.0173729 0.1272972 -3.19 FALSE



253706_at  putative protein D-threonine deh --- AT4G29120 -1.40 -0.49 -3.13 0.0173956 0.1274223 -3.19 FALSE
247836_at putative protein similar to unknow--- AT5G57860 -1.50 -0.58 -3.13 0.0174301 0.1274612 -3.19 TRUE
247325_at putative protein contains similarit SC35 AT5G64200 -1.38 -0.46 -3.13 0.0174512 0.1274612 -3.19 FALSE
255607_at  putative acetyltransferase simila --- AT4G01130 -1.85 -0.88 -3.13 0.0174392 0.1274612 -3.19 FALSE
264214_s_a MADS-box transcription factor, pAGL38 AT1G65300 // 1.38 0.46 3.13 0.0174189 0.1274612 -3.19 FALSE
253858_at  carbohydrate kinase - like protei --- AT4G27600 -1.37 -0.45 -3.13 0.0174266 0.1274612 -3.19 FALSE
265969_at En/Spm-like transposon protein r --- --- 1.42 0.50 3.13 0.0174504 0.1274612 -3.19 FALSE
250198_at  expressed protein contains simil NAP14 AT5G14100 -1.73 -0.79 -3.13 0.0174138 0.1274612 -3.19 FALSE
253284_at  putative protein hydroxyproline-r --- AT4G34150 2.12 1.09 3.13 0.0174366 0.1274612 -3.19 FALSE
245281_at DEF (CLA1) protein ; supported bCLA1 AT4G15560 -1.50 -0.59 -3.13 0.0174476 0.1274612 -3.19 FALSE
257172_at  hypothetical protein predicted by--- AT3G23700 -1.57 -0.65 -3.13 0.0174584 0.1274729 -3.19 FALSE
263766_at hypothetical protein predicted by --- AT2G21440 -1.60 -0.68 -3.13 0.0174676 0.1274994 -3.19 FALSE
258880_at  hypothetical protein similar to sy ATG8H AT3G06420 2.25 1.17 3.13 0.0174755 0.1275164 -3.19 FALSE
253969_at  putative protein hypothetical pro CSN6B AT4G26430 -1.86 -0.89 -3.13 0.0174887 0.1275719 -3.19 FALSE
256612_at hypothetical protein predicted by --- AT3G29280 -1.52 -0.61 -3.13 0.017503 0.1276354 -3.20 FALSE
260273_at unknown protein --- AT1G80550 -1.52 -0.61 -3.13 0.0175311 0.1277583 -3.20 FALSE
266265_at putative tropinone reductase  ; su--- AT2G29340 1.77 0.82 3.13 0.0175257 0.1277583 -3.20 FALSE
256936_at prefoldin-like protein similar to  prPDF2 AT3G22480 -1.42 -0.51 -3.13 0.017547 0.1278336 -3.20 FALSE
255662_at putative protein GPAT8 AT4G00400 2.06 1.04 3.13 0.0175765 0.1278442 -3.20 TRUE
252277_at  alpha NAC-like protein Nascent NACA2 AT3G49470 -1.32 -0.40 -3.13 0.0175574 0.1278442 -3.20 FALSE
257352_at putative RING3 protein IMB1 AT2G34900 -1.53 -0.61 -3.13 0.0175666 0.1278442 -3.20 FALSE
259466_at  response regulator 5, putative si ARR7 AT1G19050 3.74 1.90 3.13 0.0175602 0.1278442 -3.20 FALSE
260617_at Expressed protein ; supported by--- AT1G53345 -1.51 -0.60 -3.13 0.0175747 0.1278442 -3.20 FALSE
258175_at  FKBP-type peptidyl-prolyl cis-traTWD1 AT3G21640 -1.42 -0.51 -3.13 0.0175822 0.1278452 -3.20 FALSE
246892_at  putative protein predicted protein--- AT5G25500 -1.45 -0.54 -3.12 0.0176022 0.1279495 -3.20 FALSE
267499_at hypothetical protein predicted by --- AT2G45500 1.44 0.53 3.12 0.0176203 0.1280404 -3.20 FALSE
257125_at t-complex polypeptide 1 homologATTCP-1 AT3G20050 -1.52 -0.60 -3.12 0.0176348 0.128105 -3.20 FALSE
254593_s_a putative protein IEF SSP 9502, H--- AT4G18900 // -1.52 -0.61 -3.12 0.0176446 0.1281351 -3.20 TRUE
251753_at  putative protein predicted protein--- AT3G55760 -2.37 -1.24 -3.12 0.0176539 0.1281625 -3.20 FALSE
251882_at  peptide transport - like protein pePTR1 AT3G54140 1.52 0.60 3.12 0.0176616 0.1281773 -3.20 FALSE
264318_at putative beta-ketoacyl-CoA synthKCS2 AT1G04220 -2.02 -1.01 -3.12 0.0177144 0.1284378 -3.21 TRUE
250987_at  putative protein crp1 protein, Zea--- AT5G02860 -1.49 -0.58 -3.12 0.0177105 0.1284378 -3.21 TRUE
254320_at  putative protein various predicte --- AT4G22580 -1.35 -0.44 -3.12 0.0177129 0.1284378 -3.21 FALSE
252716_at  putative protein CAF protein, AraDCL3 AT3G43920 -1.54 -0.62 -3.12 0.0177209 0.1284443 -3.21 FALSE
263127_at hypothetical protein predicted by MSL6 AT1G78610 1.51 0.59 3.12 0.0177437 0.128508 -3.21 TRUE



247932_at putative protein similar to unknow--- AT5G56920 1.34 0.42 3.12 0.0177432 0.128508 -3.21 FALSE
267578_at Expressed protein ; supported by--- AT2G30695 -1.97 -0.98 -3.12 0.0177466 0.128508 -3.21 FALSE
253849_at  putative protein 150-kD protein, --- AT4G28080 -1.39 -0.47 -3.12 0.0177811 0.1285942 -3.21 FALSE
260261_at unknown protein --- AT1G68450 3.83 1.94 3.12 0.0177789 0.1285942 -3.21 FALSE
266256_at 60S acidic ribosomal protein P2  --- AT2G27710 -1.90 -0.93 -3.12 0.0177787 0.1285942 -3.21 FALSE
258247_at hypothetical protein predicted by --- AT3G29130 -1.29 -0.37 -3.12 0.0177744 0.1285942 -3.21 FALSE
262736_at  lipase, putative contains Pfam pr--- AT1G28570 -1.39 -0.48 -3.12 0.0177885 0.1286072 -3.21 FALSE
257442_at legumin-like protein contains a 11--- AT2G28680 1.66 0.73 3.12 0.0178027 0.1286648 -3.21 FALSE
262368_at unknown protein ;supported by fu--- AT1G73060 // -1.78 -0.83 -3.12 0.0178077 0.1286648 -3.21 FALSE
258927_at putative folylpolyglutamate synth DFC AT3G10160 -1.41 -0.49 -3.12 0.0178153 0.1286787 -3.21 FALSE
253443_at  putative protein beta transducin-LUG AT4G32551 -1.30 -0.38 -3.12 0.0178284 0.1286919 -3.21 FALSE
267061_at unknown protein  ;supported by f --- AT2G32480 -1.41 -0.49 -3.12 0.0178265 0.1286919 -3.21 FALSE
250071_at putative protein similar to unknow--- AT5G18000 1.34 0.42 3.11 0.0178434 0.1287595 -3.22 FALSE
252770_at  putative protein cellular nucleic a--- AT3G42860 -1.48 -0.57 -3.11 0.0178617 0.128769 -3.22 FALSE
260356_at unknown protein  ; supported by ATMINE1 AT1G69390 -1.41 -0.50 -3.11 0.0178585 0.128769 -3.22 FALSE
256958_at  unknown protein contains Pfam --- AT3G13430 1.77 0.83 3.11 0.0178599 0.128769 -3.22 FALSE
260731_at  P-type ATPase, putative similar --- AT1G17500 1.50 0.59 3.11 0.0178679 0.1287733 -3.22 FALSE
266884_at phytocyanin identical to GB:U904UCC2 AT2G44790 2.69 1.43 3.11 0.0179006 0.1288055 -3.22 TRUE
245790_at glycerol-3-phosphate acyltransfe ATS1 AT1G32200 -1.51 -0.59 -3.11 0.017879 0.1288055 -3.22 FALSE
256060_at hypothetical protein contains sim --- AT1G07050 1.74 0.80 3.11 0.0178964 0.1288055 -3.22 FALSE
260931_at hypothetical protein predicted by --- AT1G02550 1.53 0.61 3.11 0.0178948 0.1288055 -3.22 FALSE
251984_at phenylalanine ammonia-lyase  ;sPAL2 AT3G53260 4.09 2.03 3.11 0.0178941 0.1288055 -3.22 FALSE
253060_at  putative protein predicted protein--- AT4G37710 2.36 1.24 3.11 0.017914 0.1288609 -3.22 FALSE
265649_at putative ferredoxin  ; supported bATFD3 AT2G27510 1.96 0.97 3.11 0.0179555 0.1290106 -3.22 TRUE
267519_at putative VP1/ABI3 family regulatoHSI2 AT2G30470 1.64 0.71 3.11 0.0179574 0.1290106 -3.22 FALSE
263031_at  glucosyltransferase, putative simATCSLA10 AT1G24070 5.05 2.34 3.11 0.0179488 0.1290106 -3.22 FALSE
253697_at  nucleotide pyrophosphatase -like--- AT4G29700 6.60 2.72 3.11 0.0179474 0.1290106 -3.22 FALSE
254493_at  DAG-like protein DAG precursor --- AT4G20020 -1.86 -0.90 -3.11 0.0180116 0.1290495 -3.22 FALSE
266932_s_aputative RNA helicase --- AT1G63250 // -1.76 -0.82 -3.11 0.0180428 0.1290495 -3.23 FALSE
251117_at  putative protein predicted protein--- AT3G63390 -1.54 -0.62 -3.11 0.0180236 0.1290495 -3.23 FALSE
259768_at expressed protein supported by cCOR314-TMAT1G29390 -1.31 -0.39 -3.11 0.0179876 0.1290495 -3.22 FALSE
262539_at unknown protein Location of est --- AT1G17200 -1.67 -0.74 -3.11 0.01799 0.1290495 -3.22 FALSE
245794_at  endoxyloglucan transferase, put XTR4 AT1G32170 1.57 0.65 3.11 0.018036 0.1290495 -3.23 FALSE
258270_at putative lysophospholipase simila--- AT3G15650 2.24 1.17 3.11 0.0180317 0.1290495 -3.23 FALSE
267218_at Expressed protein ; supported by--- AT2G02515 1.40 0.49 3.11 0.0180546 0.1290495 -3.23 FALSE



255227_at  D123 -like protein protein D123, EDA35 AT4G05440 -1.58 -0.66 -3.11 0.0180467 0.1290495 -3.23 FALSE
262594_at putative 60s ribosomal protein L3--- AT1G15250 -2.62 -1.39 -3.11 0.0180565 0.1290495 -3.23 FALSE
246103_at putative protein AN3 AT5G28640 1.31 0.39 3.11 0.0180179 0.1290495 -3.23 FALSE
248329_at putative protein similar to unknow--- AT5G52780 -1.66 -0.73 -3.11 0.0180647 0.1290495 -3.23 FALSE
265664_at unknown protein predicted by ge --- AT2G24420 -1.50 -0.59 -3.11 0.0180402 0.1290495 -3.23 FALSE
254318_at  putative protein embryo-abundan--- AT4G22530 3.69 1.88 3.11 0.0180374 0.1290495 -3.23 FALSE
265641_at putative RNA-binding glycine rich--- AT2G27330 -1.49 -0.58 -3.11 0.0179771 0.1290495 -3.22 FALSE
266634_at putative G-box binding bZIP trans--- AT2G35530 1.38 0.46 3.11 0.01798 0.1290495 -3.22 FALSE
265643_at hypothetical protein predicted by --- AT2G27390 // 1.96 0.97 3.11 0.0180174 0.1290495 -3.23 FALSE
258577_at putative disease resistance prote--- AT3G04220 2.14 1.10 3.11 0.0180642 0.1290495 -3.23 FALSE
248505_at putative protein similar to unknow--- AT5G50360 1.53 0.61 3.11 0.0180709 0.1290536 -3.23 FALSE
250028_at putative protein similar to unknow--- AT5G18130 -1.42 -0.50 -3.10 0.0181224 0.1292598 -3.23 FALSE
259859_at putative protein phosphatase sim--- AT1G68410 2.40 1.26 3.10 0.0181066 0.1292598 -3.23 FALSE
246702_at  putative cytidine deaminase - lik --- AT5G28050 2.65 1.41 3.10 0.01812 0.1292598 -3.23 FALSE
250599_at unknown protein  ; supported by --- AT5G07730 1.62 0.69 3.10 0.0181165 0.1292598 -3.23 FALSE
259668_at hypothetical protein predicted by --- AT1G52390 1.40 0.49 3.10 0.0181401 0.1293455 -3.23 FALSE
250133_at thioredoxin f2 (gb|AAD35004.1)  TRXF2 AT5G16400 -1.90 -0.93 -3.10 0.018155 0.1294112 -3.23 FALSE
258380_at PP1/PP2A phosphatases pleiotro--- AT3G16650 -1.45 -0.54 -3.10 0.0181675 0.1294191 -3.23 FALSE
245094_at 4-alpha-glucanotransferase DPE2 AT2G40840 -1.56 -0.65 -3.10 0.0181666 0.1294191 -3.23 FALSE
254389_s_aputative protein various predicted--- AT4G21903 // 2.37 1.25 3.10 0.0181916 0.1294784 -3.23 FALSE
255803_at  putative protein vesicle-associat --- AT4G10170 -1.38 -0.46 -3.10 0.0181928 0.1294784 -3.23 FALSE
251179_at  putative protein ABP130 protein --- AT3G63460 1.32 0.40 3.10 0.0181892 0.1294784 -3.23 FALSE
261314_at putative GTP-binding protein sim--- AT1G52980 -1.69 -0.75 -3.10 0.0182142 0.1295901 -3.24 FALSE
257275_at  RNA-binding protein, putative coCID9 AT3G14450 -1.86 -0.89 -3.10 0.0182266 0.1296382 -3.24 FALSE
253901_at  ribosomal protein L14 -like prote --- AT4G27090 -1.78 -0.83 -3.10 0.0182415 0.1297032 -3.24 FALSE
263212_at unknown protein similar to ribonuemb2004 AT1G10510 -1.42 -0.50 -3.10 0.0182499 0.1297224 -3.24 FALSE
253921_at glutamine amidotransferase/cyclaAT-HF AT4G26900 -1.48 -0.56 -3.10 0.0182648 0.1297883 -3.24 FALSE
253872_at  putative protein Arabidopsis thal RD26 AT4G27410 1.75 0.81 3.10 0.0182796 0.1298195 -3.24 FALSE
255838_at unknown protein --- AT2G33490 1.39 0.47 3.10 0.0182806 0.1298195 -3.24 FALSE
253605_at  putative protein probable membr--- AT4G30990 -1.62 -0.70 -3.10 0.0182942 0.1298357 -3.24 TRUE
261338_at hypothetical protein predicted by --- AT1G44920 -1.52 -0.60 -3.10 0.0182932 0.1298357 -3.24 FALSE
248548_at transmembrane transport protein --- AT5G50300 1.36 0.44 3.10 0.0183054 0.1298745 -3.24 FALSE
245875_at hypothetical protein predicted by --- AT1G26240 1.52 0.61 3.10 0.0183254 0.1299757 -3.24 FALSE
258243_at carbamoyl phosphate synthetaseCARA AT3G27740 -1.69 -0.76 -3.10 0.0183332 0.129991 -3.24 FALSE
249905_at unknown protein --- AT5G22710 -1.41 -0.50 -3.09 0.0183734 0.130235 -3.25 FALSE



251243_at  putative protein hypothetical pro --- AT3G61870 -1.64 -0.71 -3.09 0.0183968 0.1302481 -3.25 FALSE
246086_at  beta-1,3-glucanase - like protein --- AT5G20560 1.35 0.43 3.09 0.018398 0.1302481 -3.25 FALSE
255480_at Expressed protein ; supported by--- AT4G02485 -1.37 -0.45 -3.09 0.018388 0.1302481 -3.25 FALSE
246031_at  putative protein KIAA0731 - Hom--- AT5G21160 -1.48 -0.57 -3.09 0.0183856 0.1302481 -3.25 FALSE
254052_at  UMP/CMP kinase like protein UM--- AT4G25280 -1.50 -0.59 -3.09 0.018412 0.1303068 -3.25 FALSE
264158_at hypothetical protein contains sim PTAC4 AT1G65260 -1.53 -0.62 -3.09 0.0184364 0.130435 -3.25 FALSE
252358_at  putative protein cfxY protein, Alc--- AT3G48425 -1.37 -0.46 -3.09 0.0184416 0.130435 -3.25 FALSE
256076_at unknown protein ; supported by c--- AT1G18060 -1.78 -0.83 -3.09 0.0184731 0.1304958 -3.25 TRUE
255429_at hypothetical protein --- AT4G03410 1.60 0.68 3.09 0.0184713 0.1304958 -3.25 FALSE
252318_at glutamate-1-semialdehyde aminoGSA2 AT3G48730 -1.74 -0.80 -3.09 0.0184631 0.1304958 -3.25 FALSE
260406_at putative glutathione transferase sATGSTU12AT1G69920 9.94 3.31 3.09 0.0184667 0.1304958 -3.25 FALSE
253115_at putative protein  ;supported by fu --- AT4G35910 -1.38 -0.47 -3.09 0.01848 0.1305045 -3.25 FALSE
258409_at hypothetical protein similar to GB--- AT3G17640 -1.96 -0.97 -3.09 0.0185049 0.1305995 -3.25 FALSE
249312_at disease resistance protein-like --- AT5G41550 1.57 0.65 3.09 0.0185026 0.1305995 -3.25 FALSE
247241_at unknown protein --- AT5G64680 -1.90 -0.93 -3.09 0.0185505 0.1308404 -3.25 FALSE
252297_at cytosolic ribosomal protein S11  EMB1080 AT3G48930 -1.97 -0.98 -3.09 0.0185491 0.1308404 -3.25 FALSE
254543_at  putative chitinase chitinase (EC --- AT4G19810 3.20 1.68 3.09 0.0185573 0.1308476 -3.26 FALSE
265857_s_aserine threonine protein phosphaPP2A-4 AT2G42500 // -1.46 -0.55 -3.09 0.0185741 0.1309259 -3.26 FALSE
246420_at putative protein various predicted--- AT5G16870 -1.53 -0.61 -3.08 0.0185947 0.1309311 -3.26 FALSE
264527_at  putative reticuline oxidase-like p --- AT1G30760 2.19 1.13 3.08 0.0185978 0.1309311 -3.26 FALSE
247629_at putative protein SIZ1 AT5G60410 1.48 0.57 3.09 0.0185862 0.1309311 -3.26 FALSE
250540_at unknown protein  ; supported by --- AT5G08580 -1.63 -0.71 -3.08 0.0185947 0.1309311 -3.26 FALSE
261062_at  transcription factor scarecrow-likSCL14 AT1G07530 -1.40 -0.49 -3.08 0.0186102 0.130978 -3.26 FALSE
259860_at putative protein kinase similar to --- AT1G80640 -1.64 -0.72 -3.08 0.0186438 0.131133 -3.26 FALSE
254576_at putative protein  ;supported by fuEMB3006 AT4G19350 -1.38 -0.46 -3.08 0.0186422 0.131133 -3.26 FALSE
256235_at  cysteine proteinase inhibitor, putATCYSB AT3G12490 1.32 0.40 3.08 0.0186633 0.1312296 -3.26 FALSE
266857_at putative Na+ dependent ileal bile --- AT2G26900 -1.39 -0.47 -3.08 0.0186787 0.1312977 -3.26 FALSE
248232_at putative protein contains similarit MLO11 AT5G53760 1.55 0.63 3.08 0.0186947 0.1313495 -3.26 FALSE
247692_s_a histone H4 - like protein histone --- AT5G59690 // -2.02 -1.01 -3.08 0.0187033 0.1313495 -3.26 FALSE
247302_at unknown protein  ;supported by f VPS20.1 AT5G63880 1.39 0.48 3.08 0.0187023 0.1313495 -3.26 FALSE
265694_at hypothetical protein predicted by --- AT2G24440 -1.47 -0.55 -3.08 0.0187326 0.1315145 -3.26 FALSE
251013_at  putative protein various predicte --- AT5G02540 -7.62 -2.93 -3.08 0.0187458 0.1315263 -3.27 FALSE
251061_at  putative protein hypothetical pro --- AT5G01830 2.36 1.24 3.08 0.0187405 0.1315263 -3.27 FALSE
257919_at  myb-related transcription factor, MYB15 AT3G23250 6.59 2.72 3.08 0.01876 0.1315851 -3.27 FALSE
260177_at hypothetical protein predicted by --- AT1G70650 -1.73 -0.79 -3.08 0.0187715 0.1316257 -3.27 FALSE



262890_at  nucleoporin, putative similar to nNUP155 AT1G14850 -1.70 -0.77 -3.08 0.0187882 0.1316857 -3.27 FALSE
252202_at  anthranilate N-hydroxycinnamoy--- AT3G50300 1.41 0.49 3.08 0.0187916 0.1316857 -3.27 FALSE
264023_at Expressed protein ; supported by--- AT2G21195 -1.82 -0.86 -3.08 0.0187981 0.1316905 -3.27 FALSE
261488_at Expressed protein ; supported by--- AT1G14345 -1.54 -0.62 -3.08 0.0188049 0.1316978 -3.27 FALSE
266986_at putative dolichyl-phosphate beta---- AT2G39630 -1.34 -0.43 -3.08 0.0188356 0.1317326 -3.27 FALSE
254263_at Expressed protein ; supported by--- AT4G23493 -1.38 -0.46 -3.08 0.0188276 0.1317326 -3.27 FALSE
245734_at  lysophospholipase homolog, put --- AT1G73480 1.84 0.88 3.08 0.0188387 0.1317326 -3.27 FALSE
252972_at  auxin-induced protein - like auxin--- AT4G38840 -2.32 -1.22 -3.08 0.0188224 0.1317326 -3.27 FALSE
257672_at unknown protein  ;supported by f --- AT3G20300 -1.88 -0.91 -3.08 0.0188221 0.1317326 -3.27 FALSE
246206_at Expressed protein ; supported byATPBRP --- 1.38 0.46 3.07 0.0188586 0.1317593 -3.27 FALSE
258296_at putative ribosomal protein similar--- AT3G23390 -2.17 -1.12 -3.07 0.0188657 0.1317593 -3.27 FALSE
252039_at Expressed protein ; supported by--- AT3G52155 -1.50 -0.58 -3.07 0.018854 0.1317593 -3.27 FALSE
254901_at  serine/threonine kinase-like prot --- AT4G11530 1.41 0.50 3.07 0.0188611 0.1317593 -3.27 FALSE
250887_at putative protein --- --- -1.46 -0.54 -3.07 0.0188962 0.131892 -3.27 FALSE
247278_at fructose-bisphosphatase-like pro --- AT5G64380 -1.52 -0.61 -3.07 0.0188916 0.131892 -3.27 FALSE
261319_at  phytochrome A supressor spa1, SPA4 AT1G53090 -1.29 -0.37 -3.07 0.0189117 0.1319561 -3.27 FALSE
261333_at hypothetical protein predicted by --- AT1G44910 -1.68 -0.75 -3.07 0.018917 0.1319561 -3.27 FALSE
250110_at  putative protein many predicted --- AT5G15350 2.36 1.24 3.07 0.0189254 0.1319745 -3.28 TRUE
251025_at  putative protein CND41, chlorop PCS1 AT5G02190 1.57 0.65 3.07 0.0189327 0.1319851 -3.28 FALSE
248578_at putative protein contains similarit emb1879 AT5G49820 -1.60 -0.68 -3.07 0.0189604 0.1321377 -3.28 FALSE
261206_at  heat shock factor protein hsf8, p --- AT1G12800 -1.54 -0.62 -3.07 0.0189686 0.1321548 -3.28 FALSE
255176_s_a putative DNA-directed RNA poly --- AT1G01210 // -1.40 -0.48 -3.07 0.0190092 0.1322757 -3.28 FALSE
257000_at hypothetical protein predicted by --- AT3G14120 -1.73 -0.79 -3.07 0.0189983 0.1322757 -3.28 FALSE
260564_at putative small nuclear ribonucleo --- AT2G43810 -1.49 -0.58 -3.07 0.0189927 0.1322757 -3.28 FALSE
261724_at Expressed protein ; supported by--- AT1G76185 -1.40 -0.48 -3.07 0.0190083 0.1322757 -3.28 FALSE
251678_at  putative protein conserved hypo EDA7 AT3G56990 -1.36 -0.45 -3.07 0.0190334 0.1324038 -3.28 FALSE
261060_at unknown protein --- AT1G17340 1.52 0.60 3.07 0.0190541 0.1324972 -3.28 FALSE
249190_at unknown protein  ;supported by f BKI1 AT5G42750 -1.47 -0.55 -3.07 0.0190584 0.1324972 -3.28 FALSE
260008_at  putative RING zinc finger protein--- AT1G68070 -1.37 -0.45 -3.07 0.0190692 0.1325314 -3.28 FALSE
256147_at hypothetical protein predicted by --- AT1G55080 1.55 0.63 3.07 0.0190861 0.1326084 -3.28 FALSE
259611_at  GTP-binding protein RAB7D, pu AtRABG3d AT1G52280 1.47 0.55 3.06 0.0191649 0.1326396 -3.29 TRUE
251143_at  putative protein SqdX protein, SySQD2 AT5G01220 -1.98 -0.99 -3.06 0.0191286 0.1326396 -3.29 TRUE
253679_at cytidine deaminase 6 (CDA6) --- AT4G29610 2.32 1.21 3.06 0.0191599 0.1326396 -3.29 TRUE
258260_at unknown protein  ; supported by --- AT3G26850 -1.36 -0.44 -3.06 0.0191662 0.1326396 -3.29 FALSE
255434_at predicted protein of unknown fun --- AT4G03180 -1.42 -0.51 -3.06 0.0191575 0.1326396 -3.29 FALSE



258322_at putative selenocysteine methyltraHMT3 AT3G22740 2.98 1.57 3.06 0.019134 0.1326396 -3.29 FALSE
257855_at hypothetical protein predicted by --- AT3G13040 -1.39 -0.48 -3.06 0.0191587 0.1326396 -3.29 FALSE
247194_at putative protein similar to unknow--- AT5G65480 -1.68 -0.75 -3.06 0.0191126 0.1326396 -3.29 FALSE
246909_at  putative protein predicted protein--- AT5G25770 2.32 1.22 3.06 0.0191131 0.1326396 -3.29 FALSE
259326_at putative mitochondrial processingMPPalpha AT3G16480 -1.36 -0.44 -3.07 0.0190975 0.1326396 -3.28 FALSE
244966_at  cytochrome b6-f complex, subun--- --- -1.68 -0.75 -3.06 0.0191576 0.1326396 -3.29 FALSE
258068_at  putative DNA-binding protein, GT--- AT3G25990 1.38 0.47 3.06 0.0191629 0.1326396 -3.29 FALSE
248450_at putative protein contains similarit --- AT5G51290 1.47 0.55 3.06 0.0191437 0.1326396 -3.29 FALSE
251173_at  putative protein hypothetical pro --- AT3G63270 -1.33 -0.41 -3.06 0.0191721 0.1326401 -3.29 FALSE
256655_at hypothetical protein predicted by --- AT3G18890 -1.72 -0.78 -3.06 0.0192259 0.132691 -3.29 TRUE
256745_at  UDP-glucose dehydrogenase, p --- AT3G29360 1.52 0.61 3.06 0.0192217 0.132691 -3.29 TRUE
252633_x_a putative protein HISTONE DEAChda17 AT3G44490 // -1.31 -0.39 -3.06 0.0192133 0.132691 -3.29 FALSE
258810_at hypothetical protein similar to hyp--- AT3G03970 1.47 0.56 3.06 0.0192132 0.132691 -3.29 FALSE
264996_at  nuclear matrix constituent protei LINC1 AT1G67230 1.50 0.59 3.06 0.0191953 0.132691 -3.29 FALSE
262157_at unknown protein contains similar --- AT1G52670 -1.45 -0.54 -3.06 0.019201 0.132691 -3.29 FALSE
245866_s_aunknown protein --- AT1G57980 // 4.11 2.04 3.06 0.0192174 0.132691 -3.29 FALSE
254997_s_a putative protein various predicte --- AT4G09920 // -1.37 -0.45 -3.06 0.0192028 0.132691 -3.29 FALSE
245004_at hypothetical protein --- --- -1.58 -0.66 -3.06 0.0192348 0.1327123 -3.29 FALSE
260783_at  ethylene response factor, putativORA59 AT1G06160 -2.91 -1.54 -3.06 0.0192581 0.1328111 -3.29 TRUE
254975_at  putative Fe(II)/ascorbate oxidase--- AT4G10500 20.53 4.36 3.06 0.0192608 0.1328111 -3.29 FALSE
267337_at putative anthocyanin 5-aromatic --- AT2G39980 1.70 0.77 3.06 0.0192777 0.1328876 -3.29 FALSE
254353_s_a putative protein probable membr--- AT4G22285 // -1.62 -0.70 -3.06 0.0192987 0.1329517 -3.30 FALSE
266320_at hypothetical protein predicted by --- AT2G46640 1.80 0.85 3.06 0.0192967 0.1329517 -3.30 FALSE
249886_at unknown protein  ; supported by --- AT5G22320 -1.70 -0.77 -3.06 0.0193071 0.1329694 -3.30 TRUE
252198_x_a putative protein predicted protein--- AT3G50250 1.69 0.76 3.06 0.0193191 0.1330123 -3.30 FALSE
253452_at hypothetical protein ; supported b--- AT4G31930 -1.40 -0.48 -3.06 0.0193281 0.1330336 -3.30 FALSE
258786_at putative syntaxin contains Pfam pSYP121 AT3G11820 2.17 1.12 3.06 0.0193345 0.1330379 -3.30 FALSE
263133_at hypothetical protein predicted by --- AT1G78450 3.91 1.97 3.06 0.0193487 0.1330954 -3.30 FALSE
256509_at  NADPH oxidoreductase, putative--- AT1G75300 1.90 0.92 3.06 0.0193565 0.1331091 -3.30 FALSE
262780_at  putative cytochrome P450 monoCYP71B28 AT1G13090 -1.58 -0.66 -3.06 0.0193627 0.1331114 -3.30 TRUE
255231_at  F-box protein family, AtFBL20 co--- AT4G05460 -1.36 -0.45 -3.05 0.0193911 0.1332271 -3.30 FALSE
266950_at expressed protein supported by f --- AT2G18910 -1.70 -0.76 -3.05 0.0193912 0.1332271 -3.30 FALSE
248985_at GTP-binding protein-like; root ha --- AT5G45160 -1.36 -0.44 -3.05 0.0193991 0.1332394 -3.30 FALSE
262728_at receptor kinase (CLV1) identical CLV1 AT1G75820 -1.88 -0.91 -3.05 0.0194047 0.1332394 -3.30 FALSE
247335_at RNA helicase --- AT5G63630 -1.42 -0.51 -3.05 0.0194145 0.1332664 -3.30 FALSE



259295_at hypothetical protein predicted by --- AT3G05340 -1.55 -0.63 -3.05 0.0194296 0.1332898 -3.30 FALSE
252561_at histone H2B  ;supported by full-leHTB9 AT3G45980 -1.65 -0.72 -3.05 0.0194275 0.1332898 -3.30 FALSE
251139_at  cell division - like protein JM23 p--- AT5G01230 -1.53 -0.61 -3.05 0.0194489 0.1332934 -3.30 FALSE
266054_at hypothetical protein predicted by --- AT2G40640 -1.55 -0.63 -3.05 0.0194535 0.1332934 -3.30 FALSE
257759_at hypothetical protein --- AT3G23070 -1.70 -0.77 -3.05 0.0194415 0.1332934 -3.30 FALSE
250763_at short chain alcohol dehydrogena --- AT5G06060 -1.48 -0.57 -3.05 0.0194484 0.1332934 -3.30 FALSE
260771_at  serine/threonine protein kinase, WNK7 AT1G49160 1.88 0.91 3.05 0.0194684 0.1333554 -3.30 FALSE
264651_at  putative histone H2A Strong simH2AXA AT1G08880 -1.82 -0.87 -3.05 0.0195027 0.1335505 -3.31 FALSE
261259_at unknown protein --- AT1G26660 -1.44 -0.52 -3.05 0.01952 0.1335607 -3.31 FALSE
260145_at putative G protein-coupled recep GPCR AT1G52920 -1.31 -0.39 -3.05 0.0195218 0.1335607 -3.31 FALSE
248611_at putative protein contains similarit WRKY48 AT5G49520 3.03 1.60 3.05 0.0195186 0.1335607 -3.31 FALSE
260542_at putative FKBP type peptidyl-proly--- AT2G43560 -1.84 -0.88 -3.05 0.0195718 0.1335885 -3.31 TRUE
262151_at hypothetical protein predicted by --- AT1G52510 -1.98 -0.99 -3.05 0.0195605 0.1335885 -3.31 TRUE
264335_s_ahypothetical protein contains sim UPL1 AT1G55860 // -1.32 -0.40 -3.05 0.0195643 0.1335885 -3.31 FALSE
255081_at MLH1 protein  ; supported by cD MLH1 AT4G09140 -1.84 -0.88 -3.05 0.0195945 0.1335885 -3.31 TRUE
246817_at  putative protein various predicte --- AT5G27240 -1.47 -0.55 -3.05 0.0195926 0.1335885 -3.31 FALSE
254663_at potassium channel protein KAT2 KAT2 AT4G18290 1.62 0.70 3.05 0.0195369 0.1335885 -3.31 FALSE
252680_at  putative protein predicted protein--- AT3G44330 -1.32 -0.40 -3.05 0.0195636 0.1335885 -3.31 FALSE
253945_at  putative protein gene F23F1.15 A--- AT4G27050 -1.32 -0.40 -3.05 0.0195934 0.1335885 -3.31 FALSE
266340_at similar to axi 1 protein from Nicot --- AT2G01480 1.32 0.40 3.05 0.0195961 0.1335885 -3.31 FALSE
262084_at hypothetical protein predicted by --- AT1G56080 1.47 0.56 3.05 0.0195851 0.1335885 -3.31 FALSE
250342_at  putative protein predicted protein--- AT5G11870 1.61 0.69 3.05 0.0195499 0.1335885 -3.31 FALSE
249159_at Nicotiana lesion-inducing like  ; s --- AT5G43460 -1.62 -0.70 -3.05 0.0195598 0.1335885 -3.31 FALSE
251242_at ARGININE/SERINE-RICH SPLICRSP31 AT3G61860 -1.36 -0.44 -3.05 0.0196167 0.1336091 -3.31 FALSE
262163_at  ribosomal protein L30, putative s--- AT1G77940 -2.19 -1.13 -3.05 0.0196111 0.1336091 -3.31 FALSE
251739_at  putative protein protein of unknoCAN AT3G56170 1.60 0.68 3.05 0.0196154 0.1336091 -3.31 FALSE
259085_at unknown protein similar to GB:CA--- AT3G05000 -1.42 -0.50 -3.05 0.0196263 0.1336348 -3.31 FALSE
266556_at hypothetical protein predicted by --- AT2G46230 -1.50 -0.59 -3.04 0.0196563 0.1337991 -3.31 FALSE
259097_at unknown protein similar to GB:AA--- AT3G04830 -1.36 -0.44 -3.04 0.0196883 0.1339768 -3.32 FALSE
246098_at  ethylene-forming-enzyme-like di --- AT5G20400 -1.77 -0.82 -3.04 0.0196998 0.134015 -3.32 TRUE
261195_at  transport inhibitor response 1 (T AFB3 AT1G12820 -1.42 -0.51 -3.04 0.0197136 0.1340177 -3.32 FALSE
262060_at  polygalacturonase, putative simi --- AT1G80170 -1.43 -0.52 -3.04 0.0197178 0.1340177 -3.32 FALSE
266795_at unknown protein --- AT2G03070 -1.49 -0.58 -3.04 0.0197151 0.1340177 -3.32 FALSE
257369_at hypothetical protein predicted by BPC7 AT2G35550 -1.45 -0.54 -3.04 0.0197356 0.1340586 -3.32 FALSE
250403_at argininosuccinate lyase (AtArgH) --- AT5G10920 -1.91 -0.94 -3.04 0.0197306 0.1340586 -3.32 FALSE



249678_at protein kinase-like --- AT5G35980 1.31 0.39 3.04 0.019751 0.1340834 -3.32 FALSE
249841_at unknown protein --- AT5G23520 1.41 0.50 3.04 0.0197467 0.1340834 -3.32 FALSE
252130_at  putative protein 1 photosystem I PSBO2 AT3G50820 -1.42 -0.50 -3.04 0.0198279 0.1343356 -3.32 FALSE
253814_at putative protein  ;supported by fu --- AT4G28290 1.71 0.78 3.04 0.0198038 0.1343356 -3.32 FALSE
262098_at  transcription factor, putative simiNF-YC2 AT1G56170 -1.57 -0.65 -3.04 0.0198141 0.1343356 -3.32 FALSE
250794_at putative protein contains similarit --- AT5G05270 1.38 0.47 3.04 0.0197994 0.1343356 -3.32 FALSE
262586_at hypothetical protein predicted by --- AT1G15480 -1.80 -0.85 -3.04 0.0198194 0.1343356 -3.32 FALSE
255877_at putative PTR2 family peptide tran--- AT2G40460 2.55 1.35 3.04 0.0198247 0.1343356 -3.32 FALSE
246364_at hypothetical protein --- --- 1.34 0.43 3.04 0.0198353 0.1343356 -3.32 FALSE
263192_at  hypothetical protein putative aceACC1 AT1G36160 -1.67 -0.74 -3.04 0.0198323 0.1343356 -3.32 FALSE
252031_at  putative protein 150-kD protein c--- AT3G52140 -1.38 -0.46 -3.04 0.019868 0.1344285 -3.32 FALSE
249741_at putative protein contains similarit APRR5 AT5G24470 -1.30 -0.38 -3.04 0.0198784 0.1344285 -3.33 FALSE
265530_at  12-oxophytodienoate-10,11-reduOPR3 AT2G06050 2.56 1.36 3.04 0.0198622 0.1344285 -3.32 FALSE
262570_at unknown protein EST gb|H77143--- AT1G15200 -1.41 -0.50 -3.04 0.0198765 0.1344285 -3.33 FALSE
259231_at protein phosphatase 2C (PP2C) PP2CA AT3G11410 1.88 0.91 3.04 0.0198704 0.1344285 -3.32 FALSE
267305_at high affinity K+ transporter (AtKUATKT1 AT2G30070 -1.95 -0.96 -3.04 0.0198901 0.1344671 -3.33 FALSE
253863_at  putative protein D.melanogaster --- AT4G27420 1.49 0.57 3.04 0.0199049 0.1345275 -3.33 FALSE
249066_at WD-repeat protein-like --- AT5G43920 -1.32 -0.40 -3.03 0.0199137 0.1345338 -3.33 FALSE
256520_at hypothetical protein CYP96A14PAT1G66030 1.38 0.47 3.03 0.0199235 0.1345338 -3.33 FALSE
245567_at germin precursor oxalate oxidaseGLP9 AT4G14630 4.23 2.08 3.03 0.0199194 0.1345338 -3.33 FALSE
253193_at  putative protein SEC7 protein, S --- AT4G35380 1.63 0.70 3.03 0.0199605 0.1347437 -3.33 FALSE
251819_at  phosphatidylglycerophosphate sPGPS2 AT3G55030 -1.43 -0.51 -3.03 0.0199688 0.13476 -3.33 FALSE
264906_at putative mitochondrial phosphate--- AT2G17270 -1.61 -0.69 -3.03 0.0199799 0.1347946 -3.33 FALSE
255340_at putative receptor-like protein kina--- AT4G04490 3.52 1.82 3.03 0.0200166 0.1348434 -3.33 TRUE
254298_at putative protein  ;supported by fuPGR5-LIKEAT4G22890 -1.57 -0.65 -3.03 0.0200111 0.1348434 -3.33 FALSE
267007_at 60S ribosomal protein L18A ; sup--- AT2G34480 -1.77 -0.83 -3.03 0.0200159 0.1348434 -3.33 FALSE
248889_at unknown protein ;supported by fu--- AT5G46230 1.79 0.84 3.03 0.0199961 0.1348434 -3.33 FALSE
249034_at putative protein contains similarit NUC AT5G44160 -1.45 -0.53 -3.03 0.0200151 0.1348434 -3.33 FALSE
266298_at unknown protein  ;supported by f --- AT2G29590 -1.50 -0.58 -3.03 0.0200405 0.1349235 -3.33 FALSE
260360_at  chorismate mutase, putative conCM3 AT1G69370 1.61 0.69 3.03 0.0200362 0.1349235 -3.33 FALSE
248773_at kinesin-like protein FRA1 AT5G47820 -1.54 -0.63 -3.03 0.0200463 0.1349235 -3.33 FALSE
261445_at unknown protein ; supported by cNSL1 AT1G28380 2.26 1.18 3.03 0.0200612 0.134984 -3.33 FALSE
259535_at hypothetical protein --- AT1G12280 -1.66 -0.73 -3.03 0.0200995 0.1350821 -3.34 FALSE
259176_at  putative cell division control prot CDC48C AT3G01610 -1.43 -0.51 -3.03 0.0200992 0.1350821 -3.34 FALSE
253544_at hypothetical protein --- AT4G31280 1.34 0.42 3.03 0.0200866 0.1350821 -3.34 FALSE



259094_at putative cysteine synthase similaCYSD1 AT3G04940 -1.67 -0.74 -3.03 0.020093 0.1350821 -3.34 FALSE
256756_at  ATPase II, putative similar to GB--- AT3G25610 2.23 1.16 3.03 0.0201251 0.1352146 -3.34 FALSE
266839_at unknown protein ELF3 AT2G25930 -1.36 -0.44 -3.03 0.0201486 0.1352221 -3.34 FALSE
257876_at hypothetical protein predicted by --- AT3G17130 1.90 0.93 3.03 0.0201502 0.1352221 -3.34 FALSE
258482_at putative chaperonin similar to cha--- AT3G02530 -1.50 -0.58 -3.03 0.0201618 0.1352221 -3.34 FALSE
260929_at  transcription factor TFIID, putativTAF13 AT1G02680 -1.66 -0.73 -3.03 0.0201401 0.1352221 -3.34 FALSE
252129_at  putative protein hypothetical pro AtHB28 AT3G50890 1.46 0.54 3.03 0.0201611 0.1352221 -3.34 FALSE
259173_at beta-glucosidase identical to betaBGLU25 AT3G03640 -1.87 -0.90 -3.03 0.0201566 0.1352221 -3.34 FALSE
258823_at  putative RING zinc finger protein--- AT3G07200 -1.57 -0.65 -3.03 0.0201722 0.1352519 -3.34 FALSE
267393_at similar to axi 1 protein from Nicot --- AT2G44500 1.87 0.91 3.03 0.020189 0.135325 -3.34 FALSE
264999_at hypothetical protein contains sim --- AT1G67310 -1.37 -0.46 -3.02 0.0202314 0.1354103 -3.34 FALSE
245006_at PSI P700 apoprotein A2 --- --- -1.29 -0.37 -3.02 0.0202255 0.1354103 -3.34 FALSE
249064_at putative protein contains similarit --- AT5G44250 -1.33 -0.41 -3.02 0.0202221 0.1354103 -3.34 FALSE
245188_at  F12A21.19 unknown protein;  sim--- AT1G67660 -1.43 -0.52 -3.02 0.020214 0.1354103 -3.34 FALSE
261577_at  ribonucleoprotein, putative simila--- AT1G01080 -1.64 -0.71 -3.02 0.0202287 0.1354103 -3.34 FALSE
246307_at putative nuclear DNA-binding proATG2 AT3G51800 -1.69 -0.76 -3.02 0.0202694 0.135625 -3.35 FALSE
254820_s_a pEARLI 1-like protein Arabidops --- AT4G12510 // 2.13 1.09 3.02 0.0202834 0.1356785 -3.35 FALSE
259251_at unknown protein identical to resid--- AT3G07600 2.81 1.49 3.02 0.0202905 0.1356865 -3.35 FALSE
260359_at hypothetical protein predicted by --- AT1G69210 -1.59 -0.67 -3.02 0.0203122 0.1357518 -3.35 FALSE
262668_at flavin-containing amine oxidase cLDL1 AT1G62830 -1.42 -0.51 -3.02 0.0203095 0.1357518 -3.35 FALSE
250604_at  putative protein heparanase precPIP1B AT2G45960 // -1.70 -0.76 -3.02 0.020333 0.1358114 -3.35 FALSE
255138_at  extensin-like protein extensin cla--- AT4G08380 1.35 0.43 3.02 0.0203281 0.1358114 -3.35 FALSE
257687_at hypothetical protein predicted by SDRB AT3G12800 1.40 0.49 3.02 0.0203668 0.1359633 -3.35 FALSE
259027_at hypothetical protein predicted by --- AT3G09280 1.31 0.39 3.02 0.0203677 0.1359633 -3.35 FALSE
262177_at  isochorismate synthase (icsI) ideEDS16 AT1G74710 2.82 1.50 3.02 0.0203817 0.1360171 -3.35 FALSE
265318_at putative D-amino acid dehydroge--- AT2G22650 -1.62 -0.70 -3.02 0.0203925 0.1360493 -3.35 FALSE
253633_at  putative protein tetratricopeptide --- AT4G30480 -1.49 -0.57 -3.02 0.0204102 0.1361276 -3.35 FALSE
247434_at Expressed protein ; supported by--- AT5G62575 -1.35 -0.43 -3.02 0.020426 0.1361933 -3.35 FALSE
260405_at putative glutathione transferase sATGSTU11AT1G69930 8.65 3.11 3.01 0.0204808 0.1362202 -3.36 TRUE
252990_at putative protein --- AT4G38440 -2.01 -1.01 -3.02 0.0204471 0.1362202 -3.35 TRUE
258861_at putative helicase similar to C-term--- AT3G02060 -1.61 -0.69 -3.01 0.020488 0.1362202 -3.36 FALSE
249427_at  40S ribosomal protein S9-like 40--- AT5G39850 -2.50 -1.32 -3.01 0.0204892 0.1362202 -3.36 FALSE
247053_at protein kinase ATN1-like protein --- AT5G66710 1.31 0.39 3.01 0.0204898 0.1362202 -3.36 FALSE
266093_at unknown protein  ;supported by f --- AT2G37990 -1.67 -0.74 -3.01 0.0204778 0.1362202 -3.36 FALSE
258830_at unknown protein --- AT3G07090 2.00 1.00 3.02 0.020465 0.1362202 -3.35 FALSE



249489_at  acyltransferase -like  protein ant --- AT5G39090 1.54 0.62 3.02 0.0204696 0.1362202 -3.36 FALSE
267247_at hypothetical protein predicted by --- AT2G30170 -1.49 -0.58 -3.01 0.0204815 0.1362202 -3.36 FALSE
254072_at  putative protein ClpC protease - --- AT4G25370 -1.45 -0.53 -3.01 0.0204789 0.1362202 -3.36 FALSE
265573_at putative zinc-finger protein simila --- AT2G28200 -2.04 -1.03 -3.01 0.0205673 0.1362984 -3.36 TRUE
263411_at putative C2H2-type zinc finger pr --- AT2G28710 1.93 0.95 3.01 0.0205173 0.1362984 -3.36 TRUE
258939_at  unknown protein predicted by ge--- AT3G10020 2.01 1.01 3.01 0.0205491 0.1362984 -3.36 FALSE
252915_at  EF-Hand containing protein -like --- AT4G38810 1.53 0.61 3.01 0.0205597 0.1362984 -3.36 FALSE
248720_at protein kinase (EC 2.7.1.37) 5 (p D6PKL2 AT5G47750 -1.39 -0.47 -3.01 0.0205494 0.1362984 -3.36 FALSE
249790_at putative protein similar to unknow--- AT5G24290 4.02 2.01 3.01 0.0205428 0.1362984 -3.36 FALSE
251146_at neoxanthin cleavage enzyme nc1CCD1 AT3G63520 -1.60 -0.68 -3.01 0.0205525 0.1362984 -3.36 FALSE
254050_s_ahypothetical protein  ; supported --- AT4G25670 // 1.40 0.48 3.01 0.0205317 0.1362984 -3.36 FALSE
259770_s_a phosphoribosylanthranilate isomPAI3 AT1G07780 // -1.72 -0.78 -3.01 0.020544 0.1362984 -3.36 FALSE
254760_at  putative protein hypothetical pro --- AT4G13200 -1.36 -0.45 -3.01 0.0205608 0.1362984 -3.36 FALSE
257615_at unknown protein --- AT3G26510 -1.65 -0.72 -3.01 0.0205635 0.1362984 -3.36 FALSE
255830_at putative PRP19-like spliceosoma--- AT2G33340 -1.91 -0.93 -3.01 0.0205797 0.1363414 -3.36 TRUE
253445_at  putative protein pAFD103 mRNA--- AT4G32605 // -1.47 -0.55 -3.01 0.020609 0.1364959 -3.36 FALSE
251353_at  putative protein hypothetical pro --- AT3G61080 -1.55 -0.63 -3.01 0.0206331 0.1365935 -3.36 FALSE
254463_at  putative protein transcription initiTAF11 AT4G20280 -1.50 -0.58 -3.01 0.0206357 0.1365935 -3.36 FALSE
245986_at  protein kinase-like protein kinasePBS1 AT5G13160 1.33 0.41 3.01 0.0206623 0.1367148 -3.36 FALSE
259896_at unknown protein ;supported by fu--- AT1G71500 -1.45 -0.53 -3.01 0.0206661 0.1367148 -3.36 FALSE
267200_at hypothetical protein predicted by --- AT2G31010 1.48 0.57 3.01 0.0206999 0.1368592 -3.37 TRUE
262493_at  auxilin-like protein similar to GB: --- AT1G21660 1.38 0.46 3.01 0.0206944 0.1368592 -3.37 FALSE
263161_at  myrosinase-associated protein, p--- AT1G54020 23.65 4.56 3.01 0.0207084 0.1368757 -3.37 FALSE
257578_x_aunknown protein similar to hypoth--- AT3G30160 1.34 0.42 3.01 0.0207146 0.1368774 -3.37 FALSE
258203_at hypothetical protein predicted by --- AT3G13950 4.94 2.30 3.01 0.0207502 0.1369771 -3.37 TRUE
266728_at similar to late embryogenesis abu--- AT2G03140 -1.39 -0.48 -3.00 0.0207597 0.1369771 -3.37 FALSE
251209_at putative protein several hypothet --- AT3G62890 -1.52 -0.61 -3.00 0.0207575 0.1369771 -3.37 FALSE
260494_at putative receptor-like protein kina--- AT2G41820 -1.52 -0.60 -3.01 0.0207464 0.1369771 -3.37 FALSE
256244_at  sulphate transporter, putative simSULTR4;2 AT3G12520 -1.36 -0.45 -3.01 0.0207432 0.1369771 -3.37 FALSE
263000_at hypothetical protein similar to hyp--- AT1G54350 -1.46 -0.54 -3.00 0.0208097 0.137267 -3.37 FALSE
252126_at putative disease resistance prote--- AT3G50950 1.62 0.70 3.00 0.020816 0.1372688 -3.37 FALSE
256186_at 4-coumarate:CoA ligase 1 identic4CL1 AT1G51680 2.36 1.24 3.00 0.0208454 0.1374001 -3.37 TRUE
255939_at hypothetical protein predicted by --- AT1G12730 -1.64 -0.72 -3.00 0.020848 0.1374001 -3.37 FALSE
267286_at putative seed maturation protein --- AT2G23640 1.33 0.41 3.00 0.0208675 0.1374617 -3.37 FALSE
254356_at hypothetical protein  ;supported b--- AT4G22190 -1.51 -0.60 -3.00 0.0208693 0.1374617 -3.37 FALSE



259862_at hypothetical protein  ;supported bTRFL6 AT1G72650 -1.51 -0.60 -3.00 0.0208951 0.1375122 -3.38 TRUE
261792_at  cinnamoyl CoA reductase, puitatCCR1 AT1G15950 1.49 0.57 3.00 0.0208925 0.1375122 -3.38 FALSE
264191_at  integral membrane protein, puta --- AT1G54730 -1.70 -0.77 -3.00 0.0208938 0.1375122 -3.38 FALSE
253401_at  putative protein hypothetical pro --- AT4G32870 7.55 2.92 3.00 0.0209181 0.1376236 -3.38 FALSE
252924_at  putative zinc finger protein salt-to--- AT4G39070 -2.40 -1.26 -3.00 0.0209449 0.137721 -3.38 FALSE
247913_at unknown protein --- AT5G57510 6.44 2.69 3.00 0.0209406 0.137721 -3.38 FALSE
263419_at putative protein kinase contains a--- AT2G17220 1.64 0.72 3.00 0.0209513 0.1377233 -3.38 FALSE
260386_at putative strictosidine synthase sim--- AT1G74010 3.30 1.72 3.00 0.0210325 0.1377272 -3.38 TRUE
247213_at unknown protein  ; supported by PROPEP1 AT5G64900 3.17 1.66 3.00 0.020984 0.1377272 -3.38 TRUE
246308_at chlorophyll synthetase  ; supporteG4 AT3G51820 -1.53 -0.61 -3.00 0.02096 0.1377272 -3.38 FALSE
256324_at  MATE efflux family protein, puta --- AT1G66760 4.05 2.02 3.00 0.0210162 0.1377272 -3.38 FALSE
252426_at  putative protein proline transport--- AT3G47630 -1.48 -0.57 -3.00 0.021018 0.1377272 -3.38 FALSE
255688_at putative RNA helicase similar to A--- AT4G00660 -1.39 -0.47 -3.00 0.0209937 0.1377272 -3.38 FALSE
246199_at putative protein ;supported by ful --- AT4G36530 -1.67 -0.74 -3.00 0.0209825 0.1377272 -3.38 FALSE
253657_at  cadmium-transporting ATPase-liHMA2 AT4G30110 -2.41 -1.27 -3.00 0.0210318 0.1377272 -3.38 TRUE
246075_at monogalactosyldiacylglycerol synMGD2 AT5G20410 -2.78 -1.47 -3.00 0.020984 0.1377272 -3.38 FALSE
248786_at unknown protein --- AT5G47410 -1.82 -0.86 -3.00 0.0210365 0.1377272 -3.38 FALSE
257463_at  phosphatidylinositol/phosphatidy--- AT1G14820 -1.53 -0.62 -3.00 0.0210304 0.1377272 -3.38 FALSE
257999_at hypothetical protein similar to hyp--- AT3G27540 1.90 0.92 3.00 0.0209697 0.1377272 -3.38 FALSE
263644_at hypothetical protein predicted by --- AT2G04730 1.41 0.49 3.00 0.021034 0.1377272 -3.38 FALSE
249126_at Expressed protein ; supported byTOPP6 AT5G43380 2.12 1.08 3.00 0.0210362 0.1377272 -3.38 FALSE
250244_at putative protein similar to unknowABO1 AT5G13680 -1.77 -0.83 -2.99 0.0210514 0.1377856 -3.38 TRUE
267312_at unknown protein --- AT2G34750 -1.57 -0.65 -2.99 0.0210728 0.1378857 -3.38 FALSE
255062_at hypothetical protein --- AT4G08940 -1.50 -0.58 -2.99 0.0211048 0.1380558 -3.39 FALSE
257857_s_aunknown protein contains an RN RRP45a AT3G12990 // -1.68 -0.75 -2.99 0.0211238 0.138101 -3.39 FALSE
250494_at  embryogenic callus protein - likeHAM2 AT5G09740 -1.52 -0.60 -2.99 0.0211217 0.138101 -3.39 FALSE
245015_at  large subunit of riblose-1,5-bisph--- --- -1.75 -0.81 -2.99 0.0211334 0.1381241 -3.39 FALSE
266758_at unknown protein POL AT2G46920 -1.45 -0.53 -2.99 0.0211407 0.1381287 -3.39 FALSE
248532_at Expressed protein ; supported byNFU2 AT5G49940 -1.49 -0.58 -2.99 0.0211462 0.1381287 -3.39 FALSE
257809_at  ribonucleotide reductase small sTSO2 AT3G27060 -1.64 -0.71 -2.99 0.0211534 0.1381363 -3.39 FALSE
260570_at stearoyl-ACP desaturase  ; suppoSSI2 AT2G43710 -1.66 -0.73 -2.99 0.0211764 0.1382469 -3.39 FALSE
265398_at unknown protein ATMAK10 AT2G11000 -1.41 -0.49 -2.99 0.0212064 0.1384029 -3.39 FALSE
267494_at TCP1-chaperonin cofactor A isoloKIS AT2G30410 -1.41 -0.50 -2.99 0.0212251 0.1384855 -3.39 FALSE
264831_at hypothetical protein predicted by --- AT1G03687 -1.42 -0.50 -2.99 0.0212415 0.1385529 -3.39 FALSE
249628_at  putative protein tropomyosin gen--- AT5G37590 -1.51 -0.60 -2.99 0.0212545 0.1385976 -3.39 FALSE



249748_at thaumatin-like protein --- AT5G24620 1.44 0.52 2.99 0.0212859 0.1387627 -3.40 FALSE
264014_at putative auxin-regulated protein --- AT2G21210 -2.98 -1.57 -2.99 0.0212968 0.1387943 -3.40 TRUE
250222_at putative protein similar to unknow--- AT5G14050 -1.75 -0.80 -2.99 0.0213097 0.1388388 -3.40 FALSE
259130_at putative ribosomal protein L39 sim--- AT3G02190 -1.46 -0.55 -2.99 0.0213209 0.1388717 -3.40 FALSE
260969_at beta-fructosidase identical to betaATBETAFRAT1G12240 2.18 1.12 2.99 0.0213324 0.1389072 -3.40 FALSE
264209_at  RAS-related protein, RAB7 identRABG3B AT1G22740 -1.50 -0.59 -2.98 0.0213487 0.1389343 -3.40 TRUE
263380_at hypothetical protein --- AT2G40200 1.38 0.47 2.98 0.0213464 0.1389343 -3.40 FALSE
247464_at  putative protein various predicte IQD23 AT5G62070 1.78 0.83 2.98 0.0213635 0.1389427 -3.40 FALSE
267515_at putative PCF2-like DNA binding p--- AT2G45680 1.51 0.59 2.98 0.0213683 0.1389427 -3.40 FALSE
265026_at  putative 3-oxoacyl [acyl-carrier p--- AT1G24360 -1.65 -0.72 -2.98 0.0213584 0.1389427 -3.40 FALSE
249403_at  putative protein intracellular prot --- AT5G40270 -1.54 -0.62 -2.98 0.0213962 0.1390847 -3.40 FALSE
251722_at  putative protein neuronal glutam--- AT3G56200 1.86 0.90 2.98 0.0214217 0.1392065 -3.40 FALSE
267048_at hypothetical protein predicted by --- AT2G34200 -1.58 -0.66 -2.98 0.0214272 0.1392065 -3.40 FALSE
267172_at unknown protein  ;supported by f --- AT2G37660 -1.54 -0.62 -2.98 0.0214978 0.1396254 -3.41 FALSE
245025_at ATPase I subunit --- --- -1.28 -0.36 -2.98 0.0215419 0.139872 -3.41 TRUE
264142_at hypothetical protein predicted by --- AT1G78930 -1.64 -0.72 -2.98 0.0215491 0.1398791 -3.41 TRUE
256781_at  dirigent protein, putative similar t--- AT3G13650 11.89 3.57 2.98 0.0215618 0.139922 -3.41 FALSE
256725_at hypothetical protein predicted by --- AT2G34070 2.09 1.07 2.98 0.0216064 0.1401714 -3.41 TRUE
260768_at Expressed protein ; supported by--- AT1G49245 -1.41 -0.49 -2.98 0.0216215 0.1401897 -3.41 FALSE
263736_at  nucleic acid-binding protein, puta--- AT1G60000 -1.62 -0.70 -2.98 0.0216205 0.1401897 -3.41 FALSE
263585_at 60S ribosomal protein L39 --- AT2G25210 -2.09 -1.06 -2.98 0.0216279 0.1401913 -3.41 FALSE
249137_at putative protein contains similarit --- AT5G43140 -1.71 -0.78 -2.98 0.0216348 0.140196 -3.41 FALSE
263624_at putative ferredoxin-thioredoxin re--- AT2G04700 -1.52 -0.61 -2.97 0.0216601 0.1403198 -3.41 FALSE
257724_at hypothetical protein predicted by --- AT3G18510 -1.48 -0.56 -2.97 0.0216695 0.1403413 -3.41 FALSE
256173_at unknown protein --- AT1G51730 -1.34 -0.42 -2.97 0.0216987 0.1404626 -3.41 FALSE
252131_at  BCS1 protein-like protein Homo BCS1 AT3G50930 4.94 2.30 2.97 0.0217006 0.1404626 -3.41 FALSE
266079_at unknown protein LCD1 AT2G37860 -1.52 -0.60 -2.97 0.0217072 0.1404655 -3.41 FALSE
257108_x_ahypothetical protein --- --- 1.33 0.41 2.97 0.0217144 0.1404726 -3.42 FALSE
249434_at putative protein GTP-binding pro --- AT5G39960 -1.59 -0.67 -2.97 0.0217247 0.1404739 -3.42 FALSE
250667_at 40S ribosomal protein S4  ;suppo--- AT5G07090 -2.02 -1.01 -2.97 0.021727 0.1404739 -3.42 FALSE
249103_at N-carbamyl-L-amino acid amidohUAH AT5G43600 -1.42 -0.51 -2.97 0.021766 0.1406864 -3.42 FALSE
261628_at hypothetical protein predicted by --- AT1G50000 -1.34 -0.42 -2.97 0.0217818 0.1407484 -3.42 FALSE
265816_s_aputative  elongation factor beta-1 --- AT1G30230 // -1.57 -0.65 -2.97 0.0217953 0.1407963 -3.42 FALSE
251800_at putative protein various predictedRBL AT3G55510 -1.98 -0.99 -2.97 0.0218391 0.1410361 -3.42 TRUE
259305_at unknown protein  ;supported by f --- AT3G05070 -1.40 -0.49 -2.97 0.0218448 0.1410361 -3.42 FALSE



267526_at photosystem II reaction center 6. PSBW AT2G30570 -1.29 -0.37 -2.97 0.0218673 0.1411015 -3.42 FALSE
247174_at unknown protein  ; supported by --- AT5G65250 -1.36 -0.44 -2.97 0.0218668 0.1411015 -3.42 FALSE
255438_at putative oxidoreductase AOP1 AT4G03070 -2.14 -1.10 -2.97 0.0218748 0.1411097 -3.42 FALSE
262914_at auxin response factor 1 identical ARF1 AT1G59750 -1.42 -0.51 -2.97 0.0218966 0.1411972 -3.42 FALSE
259627_at unknown protein ; supported by c--- AT1G42960 -1.45 -0.54 -2.97 0.0219007 0.1411972 -3.42 FALSE
253061_at  putative protein SPOP, Homo saBT5 AT4G37610 1.85 0.88 2.97 0.0219243 0.1412314 -3.43 FALSE
250875_at  putative protein fimbriae-associa--- AT5G04020 2.35 1.23 2.96 0.0219432 0.1412314 -3.43 FALSE
262208_at hypothetical protein predicted by --- AT1G74800 -1.48 -0.56 -2.96 0.0219432 0.1412314 -3.43 FALSE
264766_at  receptor kinase, putative similar --- AT1G61420 2.12 1.08 2.97 0.0219265 0.1412314 -3.43 FALSE
253113_at  putative protein physical impeda--- AT4G35985 -1.79 -0.84 -2.97 0.0219353 0.1412314 -3.43 FALSE
252187_at  putative protein UV inducible pro--- AT3G50850 1.47 0.56 2.97 0.0219315 0.1412314 -3.43 FALSE
262803_at  unknown protein Location of EST--- AT1G21000 -1.75 -0.80 -2.96 0.0219899 0.1414642 -3.43 TRUE
252366_at Expressed protein ; supported by--- AT3G48420 -2.19 -1.13 -2.96 0.0219918 0.1414642 -3.43 TRUE
257525_at hypothetical protein predicted by --- AT3G04900 1.46 0.55 2.96 0.0219988 0.1414697 -3.43 FALSE
249899_at putative protein similar to unknow--- AT5G22620 -1.83 -0.88 -2.96 0.0220293 0.1415205 -3.43 FALSE
245417_at phosphoribosylglycinamide formy--- AT4G17360 -1.71 -0.78 -2.96 0.0220377 0.1415205 -3.43 FALSE
248967_at unknown protein ;supported by fu--- AT5G45350 1.53 0.61 2.96 0.0220337 0.1415205 -3.43 FALSE
247963_at  beta-1,3-glucanase-like protein  --- AT5G56590 -1.37 -0.45 -2.96 0.0220315 0.1415205 -3.43 FALSE
250040_at  putative protein predicted protein--- AT5G18390 -1.34 -0.42 -2.96 0.022025 0.1415205 -3.43 FALSE
256041_at unknown protein --- AT1G07230 -1.55 -0.63 -2.96 0.0220725 0.1416923 -3.43 FALSE
264855_at  3-hydroxy-3-methylglutaryl-coenHSK AT2G17265 -1.35 -0.44 -2.96 0.0220817 0.1416923 -3.43 FALSE
261379_at unknown protein similar to YGL0 --- AT1G18720 1.34 0.42 2.96 0.0220831 0.1416923 -3.43 FALSE
257024_at CDPK-related kinase identical to --- AT3G19100 1.63 0.70 2.96 0.0221163 0.1417855 -3.43 FALSE
248070_at putative protein similar to unknow--- AT5G55660 1.37 0.46 2.96 0.0221047 0.1417855 -3.43 FALSE
264662_at putative sucrose/H+ symporter siSUT4 AT1G09960 1.61 0.69 2.96 0.0221107 0.1417855 -3.43 FALSE
259776_s_a eukaryotic translation initiation fa--- AT1G29550 // -1.39 -0.47 -2.96 0.0221311 0.1418406 -3.43 FALSE
264054_at unknown protein SVP AT2G22540 -1.47 -0.55 -2.96 0.0221589 0.1418591 -3.44 FALSE
257816_at  glycosyl transferase, putative co QUA1 AT3G25140 -1.44 -0.53 -2.96 0.022151 0.1418591 -3.44 FALSE
255982_at hypothetical protein contains sim OHP2 AT1G34000 -1.37 -0.45 -2.96 0.0221553 0.1418591 -3.44 FALSE
246326_at unknown protein ; supported by cREV7 AT1G16590 -1.35 -0.43 -2.96 0.0221524 0.1418591 -3.44 FALSE
255776_at  60S ribosomal protein L6, putativ--- AT1G18540 -2.13 -1.09 -2.96 0.0221666 0.1418689 -3.44 FALSE
263808_at hypothetical protein predicted by --- AT2G04340 -1.39 -0.47 -2.96 0.0221752 0.1418841 -3.44 FALSE
249916_at histone H2B like protein (emb|CAHTB2 AT5G22880 -1.71 -0.77 -2.96 0.0222159 0.1421043 -3.44 FALSE
248292_at putative protein similar to unknow--- AT5G53030 -1.67 -0.74 -2.96 0.0222292 0.1421495 -3.44 FALSE
256432_at hypothetical protein similar to hyp--- AT3G10990 1.33 0.41 2.95 0.022249 0.1422362 -3.44 FALSE



246266_at  30S ribosomal protein S11, putaNFD3 AT1G31817 -1.60 -0.67 -2.95 0.0222864 0.1424358 -3.44 FALSE
255988_at putative protein --- --- 1.38 0.47 2.95 0.0223035 0.1424652 -3.44 FALSE
253854_at  putative protein zinc-finger prote --- AT4G27900 -2.49 -1.32 -2.95 0.0223004 0.1424652 -3.44 FALSE
261197_at  putative calcium-binding protein,GAPA-2 AT1G12900 -1.45 -0.53 -2.95 0.0223102 0.1424679 -3.44 FALSE
244916_at hypothetical protein ORF187 ATMG00880 1.35 0.44 2.95 0.0223385 0.1425687 -3.44 FALSE
266568_at unknown protein --- AT2G24070 1.33 0.42 2.95 0.0223367 0.1425687 -3.44 FALSE
245168_at 3-ketoacyl-CoA thiolase  ;suppor PKT3 AT2G33150 1.51 0.59 2.95 0.022351 0.1426088 -3.44 FALSE
265444_s_aaquaporin (plasma membrane intRD28 AT2G37170 // 1.97 0.98 2.95 0.0223733 0.1426556 -3.45 TRUE
266329_at unknown protein  ; supported by CRR3 AT2G01590 -1.97 -0.98 -2.95 0.0223771 0.1426556 -3.45 FALSE
252134_at putative protein  ; supported by c --- AT3G50910 2.28 1.19 2.95 0.0223665 0.1426556 -3.45 FALSE
245315_at proteasome chain protein ; suppoPBD2 AT4G14800 -1.34 -0.42 -2.95 0.0223898 0.1426966 -3.45 FALSE
253312_s_a putative protein (1,4)-beta-xylan --- AT4G33850 // 1.38 0.46 2.95 0.0224068 0.142765 -3.45 FALSE
266168_at putative protease inhibitor  ;supp --- AT2G38870 -2.82 -1.50 -2.95 0.0224209 0.142815 -3.45 TRUE
259733_at nucellin-like protein similar to nuc--- AT1G77480 -1.75 -0.81 -2.95 0.0224288 0.1428258 -3.45 FALSE
259919_at  putative exportin, tRNA (nuclear PSD AT1G72560 -1.57 -0.66 -2.95 0.0224397 0.1428552 -3.45 FALSE
263773_at putative xylulose kinase --- AT2G21370 -1.57 -0.65 -2.95 0.0224471 0.1428622 -3.45 FALSE
264509_at unknown protein Location of EST--- AT1G09520 -1.43 -0.51 -2.95 0.0224732 0.1429885 -3.45 FALSE
261579_at  soluble inorganic pyrophosphataAtPPa1 AT1G01050 -1.32 -0.40 -2.95 0.0225112 0.1431903 -3.45 FALSE
262592_at unknown protein ESTs gb|H3729--- AT1G15400 -1.60 -0.68 -2.95 0.0225214 0.1432156 -3.45 TRUE
248307_at selenium-binding protein-like --- AT5G52850 -1.46 -0.54 -2.95 0.0225385 0.1432226 -3.45 FALSE
250752_at cytochrome P450 90A1 (sp|Q425CPD AT5G05690 -1.51 -0.59 -2.95 0.0225414 0.1432226 -3.45 FALSE
265162_at hypothetical protein predicted by --- AT1G30910 -1.44 -0.53 -2.95 0.0225337 0.1432226 -3.45 FALSE
253923_at  hypothetical protein Arabidopsis TOR1 AT4G27060 -1.40 -0.49 -2.94 0.0225697 0.1433628 -3.45 FALSE
263599_at putative histidine kinase  ; suppo WOL AT2G01830 1.69 0.76 2.94 0.0225821 0.1433818 -3.46 TRUE
251513_at  pirin-like protein pirin - Lycopers PRN AT3G59220 3.35 1.74 2.94 0.0225853 0.1433818 -3.46 FALSE
255567_at hypothetical protein  ; supported --- AT4G01150 -1.40 -0.48 -2.94 0.0226356 0.1436549 -3.46 FALSE
252665_at valine-rich protein --- AT3G44140 1.45 0.54 2.94 0.0226413 0.1436549 -3.46 FALSE
255045_at  putative protein hypothetical pro --- AT4G09690 1.44 0.52 2.94 0.0226598 0.1436549 -3.46 FALSE
250266_at  histone H3 -like protein histone H--- AT5G12910 1.44 0.52 2.94 0.0226575 0.1436549 -3.46 FALSE
249405_at beta subunit of protein farnesyl trERA1 AT5G40280 -1.36 -0.44 -2.94 0.0226557 0.1436549 -3.46 FALSE
258459_at  hypothetical protein predicted by--- --- 1.41 0.50 2.94 0.0226671 0.1436611 -3.46 FALSE
257211_at  exonuclease, putative contains P--- AT3G15080 -1.56 -0.64 -2.94 0.0227093 0.1437701 -3.46 TRUE
259655_at unknown protein --- AT1G55210 2.82 1.50 2.94 0.0227114 0.1437701 -3.46 FALSE
262039_at adenine phosphoribosyltransfera APT2 AT1G80050 1.56 0.64 2.94 0.0227116 0.1437701 -3.46 FALSE
261424_at unknown protein --- AT1G18700 -1.30 -0.38 -2.94 0.0227158 0.1437701 -3.46 FALSE



250245_at alpha-N-acetylglucosaminidase --- AT5G13690 -1.50 -0.59 -2.94 0.022692 0.1437701 -3.46 FALSE
249195_s_adisease resistance response prot--- AT5G42500 // 1.66 0.74 2.94 0.0227476 0.1439317 -3.46 FALSE
249197_at putative protein contains similarit CML37 AT5G42380 9.55 3.26 2.94 0.0227658 0.1439823 -3.46 FALSE
254419_at  NADH dehydrogenase like proteNDB3 AT4G21490 1.31 0.39 2.94 0.0227683 0.1439823 -3.46 FALSE
246775_at putative protein GTP-binding pro MIRO1 AT5G27540 -1.32 -0.40 -2.94 0.0228039 0.1441678 -3.47 FALSE
256794_at  ribosomal protein L27, putative s--- AT3G22230 -2.13 -1.09 -2.94 0.0228263 0.1442457 -3.47 FALSE
261454_at hypothetical protein predicted by --- AT1G21090 -1.42 -0.51 -2.94 0.0228289 0.1442457 -3.47 FALSE
246820_at  putative protein predicted protein--- AT5G26910 -1.31 -0.39 -2.94 0.0228671 0.1443325 -3.47 TRUE
255904_at  lemir (miraculin), putative similar--- AT1G17860 1.54 0.62 2.93 0.0228869 0.1443325 -3.47 TRUE
251233_at  putative protein hypothetical pro DRB4 AT3G62800 -1.39 -0.48 -2.93 0.0228869 0.1443325 -3.47 FALSE
251627_at  glucan endo-1,3-beta-D-glucosidBG1 AT3G57270 1.41 0.50 2.93 0.0228735 0.1443325 -3.47 FALSE
250742_at putative protein similar to unknow--- AT5G05800 -1.44 -0.52 -2.94 0.0228614 0.1443325 -3.47 FALSE
250114_s_aAMP-binding protein AAE5 AT5G16340 // 1.71 0.77 2.93 0.0228801 0.1443325 -3.47 FALSE
266452_at hypothetical protein predicted by --- AT2G43320 1.67 0.74 2.94 0.022849 0.1443325 -3.47 FALSE
261911_at  ribosomal protein L7, putative sim--- AT1G80750 -1.92 -0.94 -2.93 0.0229107 0.1444425 -3.47 FALSE
254363_at  pectinesterase like protein pectinsks4 AT4G22010 1.74 0.80 2.93 0.0229324 0.1444995 -3.47 TRUE
259286_at hypothetical protein similar to hypBSMT1 AT3G11480 16.00 4.00 2.93 0.0229277 0.1444995 -3.47 FALSE
261023_at unknown protein similar to unkno--- AT1G12200 1.48 0.57 2.93 0.0229406 0.1445112 -3.47 TRUE
247218_at asparagine synthetase (gb|AAC7ASN2 AT5G65010 -3.58 -1.84 -2.93 0.0229579 0.1445402 -3.47 FALSE
264941_at  auxin-induced protein, putative s--- AT1G60680 1.80 0.84 2.93 0.0229557 0.1445402 -3.47 FALSE
249834_at putative protein contains similarit FTRA1 AT5G23440 -1.56 -0.64 -2.93 0.0229801 0.1446399 -3.47 FALSE
254469_at hypothetical protein --- AT4G20470 1.37 0.45 2.93 0.0229909 0.1446682 -3.47 FALSE
253137_at  protein kinase - like protein prote--- AT4G35500 1.54 0.62 2.93 0.0230124 0.1446838 -3.47 FALSE
248688_at indole-3-glycerol phosphate synth--- AT5G48220 -1.57 -0.65 -2.93 0.0230025 0.1446838 -3.47 FALSE
252858_at puative protein various predicted --- AT4G39770 -1.46 -0.54 -2.93 0.0230063 0.1446838 -3.47 FALSE
255310_at Expressed protein ; supported byATALN AT4G04955 -2.28 -1.19 -2.93 0.0230277 0.1447399 -3.48 FALSE
245415_at G2484-1 protein ATG2484-1AT4G17330 -1.33 -0.41 -2.93 0.02306 0.1449033 -3.48 FALSE
260464_at disease resistance protein RPM1LOV1 AT1G10920 1.34 0.42 2.93 0.0230895 0.1450486 -3.48 FALSE
247511_at  Fdr1 Cen - like protein Fdr1, Ory--- AT5G62040 1.46 0.54 2.93 0.0231023 0.1450889 -3.48 FALSE
263177_at hypothetical protein predicted by --- AT1G05540 -1.37 -0.46 -2.93 0.0231137 0.1451206 -3.48 FALSE
246594_at pyrroline-5-carboxylate reductaseP5CR AT5G14800 -1.52 -0.60 -2.93 0.0231466 0.1452677 -3.48 FALSE
258396_at unknown protein similar to unkno--- AT3G15460 -1.91 -0.93 -2.93 0.0231498 0.1452677 -3.48 FALSE
263228_at  putative reticuline oxidase-like p --- AT1G30700 1.91 0.94 2.92 0.0232267 0.1453901 -3.48 TRUE
254073_at  splicing factor At-SRp40 contain RSP35 AT4G25500 -1.42 -0.51 -2.92 0.0232256 0.1453901 -3.48 FALSE
250741_at putative protein contains similarit --- AT5G05790 -1.95 -0.97 -2.92 0.0232016 0.1453901 -3.48 FALSE



261846_at hypothetical protein similar to hyp--- AT1G11540 1.43 0.52 2.92 0.0232072 0.1453901 -3.48 FALSE
247959_at unknown protein --- AT5G57080 -1.59 -0.67 -2.92 0.0231977 0.1453901 -3.48 FALSE
245562_at OBP33pep like protein contains n--- AT4G15520 -1.53 -0.61 -2.92 0.0231908 0.1453901 -3.48 FALSE
263413_at unknown protein  ;supported by f BPC4 AT2G21240 -1.46 -0.54 -2.92 0.0232007 0.1453901 -3.48 FALSE
265259_at putative WD-40 repeat protein sim--- AT2G20330 -1.42 -0.51 -2.92 0.0232135 0.1453901 -3.48 FALSE
248836_at NBS/LRR disease resistance pro--- AT5G47260 1.53 0.61 2.92 0.0232238 0.1453901 -3.48 FALSE
266621_at unknown protein --- AT2G35450 -1.71 -0.77 -2.92 0.0232928 0.1457635 -3.49 FALSE
258104_at hypothetical protein predicted by --- AT3G23620 -1.72 -0.78 -2.92 0.0233217 0.1459048 -3.49 FALSE
259204_s_a hypothetical protein predicted by--- --- 1.35 0.44 2.92 0.0233836 0.1462101 -3.49 FALSE
254049_at  putative ribosomal protein S10 4--- AT4G25740 -1.87 -0.90 -2.92 0.0233898 0.1462101 -3.49 FALSE
264376_at putative protein phosphatase 2C --- AT2G25070 -1.58 -0.66 -2.92 0.0233806 0.1462101 -3.49 FALSE
248243_at unknown protein CPuORF50AT5G53588 // 1.31 0.39 2.92 0.0234165 0.1463373 -3.49 FALSE
250862_s_a 40S ribosomal protein S17 -like 4--- AT2G04390 // -1.76 -0.82 -2.92 0.0234388 0.1464362 -3.49 FALSE
253761_at  putative protein thyroid receptor --- AT4G28820 -1.46 -0.55 -2.92 0.0234913 0.1467239 -3.50 FALSE
265037_at putative prohibitin 2 B-cell recept ATPHB2 AT1G03860 -1.47 -0.56 -2.92 0.0234995 0.1467353 -3.50 FALSE
255053_at  putative protein RNA helicase -M--- AT4G09730 -2.29 -1.19 -2.91 0.0235259 0.1468599 -3.50 FALSE
263979_at En/Spm-like transposon protein rPDF1 AT2G42840 1.60 0.68 2.91 0.0235354 0.1468789 -3.50 FALSE
257771_at SNF1 related protein kinase (ATSCIPK7 AT3G23000 -2.80 -1.48 -2.91 0.023556 0.1469673 -3.50 TRUE
258456_at putative protein kinase similar to WNK2 AT3G22420 -2.45 -1.29 -2.91 0.0236065 0.147242 -3.50 FALSE
259082_at unknown protein similar to hypoth--- AT3G04820 -1.74 -0.80 -2.91 0.0236951 0.1474758 -3.50 FALSE
246850_at  Lon protease homolog 2 precursLON1 AT5G26860 -2.05 -1.04 -2.91 0.0237119 0.1474758 -3.50 FALSE
246614_at serine/threonine protein kinase SSOS2 AT5G35410 -1.37 -0.45 -2.91 0.0237078 0.1474758 -3.50 FALSE
249167_at putative protein similar to unknow--- AT5G42860 2.30 1.20 2.91 0.0237216 0.1474758 -3.51 TRUE
249164_at  U2 snRNP auxiliary factor, smallU2AF35B AT5G42820 -1.47 -0.55 -2.91 0.0236771 0.1474758 -3.50 FALSE
250449_at  embryonic abundant protein -like--- AT5G10830 2.05 1.04 2.91 0.0237172 0.1474758 -3.50 FALSE
247703_at  putative protein predicted proteinSRR1 AT5G59560 -1.44 -0.52 -2.91 0.0237011 0.1474758 -3.50 FALSE
258709_at putative 60S ribosomal protein L3--- AT3G09500 -1.93 -0.95 -2.91 0.0236907 0.1474758 -3.50 FALSE
258949_at unknown protein ATCFM2 AT3G01370 -1.55 -0.63 -2.91 0.0237099 0.1474758 -3.50 FALSE
257969_at hypothetical protein predicted by --- AT3G27520 -1.77 -0.82 -2.91 0.0236924 0.1474758 -3.50 FALSE
254937_at  putative aldolase similar to 2,4-d--- AT4G10750 -1.34 -0.42 -2.91 0.023693 0.1474758 -3.50 FALSE
253465_at  putative protein ATAC98, Arabid--- AT4G32120 -1.52 -0.61 -2.91 0.0236585 0.1474758 -3.50 FALSE
266210_at 60S ribosomal protein L10A  ; su PGY1 AT2G27530 -1.80 -0.85 -2.91 0.0237546 0.147641 -3.51 FALSE
245605_at ribonucleoprotein like protein --- AT4G14300 -1.31 -0.38 -2.91 0.0238022 0.1478565 -3.51 FALSE
266487_at hypothetical protein predicted by --- AT2G47660 1.28 0.36 2.91 0.0237984 0.1478565 -3.51 FALSE
267309_at Expressed protein ; supported by--- AT2G19385 -1.63 -0.70 -2.91 0.0238113 0.1478723 -3.51 FALSE



254649_at  pherophorin - like protein pherop--- AT4G18570 -1.44 -0.52 -2.91 0.02384 0.1479734 -3.51 FALSE
266037_at putative protein kinase contains a--- AT2G05940 2.77 1.47 2.91 0.0238405 0.1479734 -3.51 FALSE
247821_at WD-40 repeat protein MSI1 (sp|OMSI1 AT5G58230 -1.43 -0.52 -2.90 0.0238767 0.1481172 -3.51 FALSE
252953_at  putative phosphatidylinositol synPIS2 AT4G38570 -1.38 -0.46 -2.90 0.0238717 0.1481172 -3.51 FALSE
259795_at hypothetical protein predicted by --- AT1G64290 1.44 0.52 2.90 0.0238908 0.1481243 -3.51 FALSE
246993_at Cys2/His2-type zinc finger proteinAZF1 AT5G67450 3.01 1.59 2.90 0.0238887 0.1481243 -3.51 FALSE
251175_at homocysteine S-methyltransferasHMT2 AT3G63250 -1.39 -0.47 -2.90 0.0239172 0.1482479 -3.51 FALSE
259550_at hypothetical protein ;supported b AGP5 AT1G35230 3.71 1.89 2.90 0.0239603 0.1484742 -3.52 FALSE
259517_at hypothetical protein ; supported bCAT1 AT1G20630 1.67 0.74 2.90 0.0239861 0.1485534 -3.52 FALSE
259727_at ferrodoxin precursor identical to FFED A AT1G60950 -1.33 -0.41 -2.90 0.0239796 0.1485534 -3.52 FALSE
251107_at putative protein several hypothet --- AT5G01610 1.48 0.57 2.90 0.0239953 0.1485702 -3.52 FALSE
263428_at ubiquitin-specific protease 4 (UB ATUBP4 AT2G22310 -1.42 -0.51 -2.90 0.0240034 0.14858 -3.52 FALSE
250825_at putative protein similar to unknow--- AT5G05210 -1.37 -0.45 -2.90 0.0240685 0.148648 -3.52 FALSE
262637_at  oxidoreductase, putative contain--- AT1G06640 4.63 2.21 2.90 0.0241467 0.148648 -3.52 TRUE
248938_at receptor-like protein kinase --- AT5G45780 -1.33 -0.42 -2.90 0.0241216 0.148648 -3.52 FALSE
264828_at hypothetical protein predicted by ATATG18GAT1G03380 -1.58 -0.66 -2.90 0.0241458 0.148648 -3.52 FALSE
255087_at putative protein proteins of this b --- AT4G09340 -1.33 -0.42 -2.90 0.0240934 0.148648 -3.52 FALSE
260912_at ATP-dependent Clp protease proCLPP5 AT1G02560 -1.35 -0.43 -2.90 0.0240618 0.148648 -3.52 FALSE
264946_at hypothetical protein predicted by --- AT1G77010 -1.48 -0.57 -2.90 0.0240939 0.148648 -3.52 FALSE
251007_at  ribosomal protein L35 - like ribos--- AT5G02610 -1.48 -0.57 -2.90 0.0241418 0.148648 -3.52 FALSE
263143_at hypothetical protein Contains PF --- AT1G03100 -1.45 -0.53 -2.90 0.024068 0.148648 -3.52 FALSE
258963_at putative myotubularin similar to m--- AT3G10550 1.43 0.52 2.90 0.0240547 0.148648 -3.52 FALSE
251538_at  putative protein PBK1 protein, H --- AT3G58660 -1.72 -0.78 -2.90 0.0240305 0.148648 -3.52 FALSE
252107_at  sugar transporter-like protein sugTMT3 AT3G51490 1.57 0.65 2.90 0.0240989 0.148648 -3.52 FALSE
260497_at 40S ribosomal protein S2  ;suppo--- AT2G41840 -2.04 -1.03 -2.90 0.0241512 0.148648 -3.52 FALSE
266604_at  E2, ubiquitin-conjugating enzym UBC6 AT2G46030 1.85 0.89 2.90 0.0240585 0.148648 -3.52 FALSE
246944_at  ubiquinol--cytochrome-c reducta --- AT5G25450 1.41 0.50 2.90 0.0241217 0.148648 -3.52 FALSE
255080_at  arabinogalactan-protein homologAGP10 AT4G09030 1.78 0.83 2.90 0.0241274 0.148648 -3.52 FALSE
265441_at unknown protein  ;supported by f --- AT2G20870 1.55 0.63 2.90 0.0241086 0.148648 -3.52 FALSE
255055_at hypothetical protein --- AT4G09810 -1.54 -0.62 -2.90 0.0241309 0.148648 -3.52 FALSE
247931_at putative protein similar to unknow--- AT5G57040 -1.50 -0.58 -2.90 0.0240675 0.148648 -3.52 FALSE
252364_at hypothetical protein  ;supported b--- AT3G48450 3.27 1.71 2.90 0.0240715 0.148648 -3.52 FALSE
255025_at  putative host response protein p MES12 AT4G09900 -1.77 -0.82 -2.90 0.0241127 0.148648 -3.52 FALSE
258647_at unknown protein  ; supported by --- AT3G07870 -1.42 -0.50 -2.90 0.0241651 0.1486933 -3.52 FALSE
262802_at  putative cell division control prot CDKB2;2 AT1G20930 1.30 0.38 2.90 0.0241791 0.148739 -3.52 FALSE



248127_at transport protein particle compon--- AT5G54750 -1.34 -0.42 -2.89 0.0241886 0.1487577 -3.52 FALSE
259250_at unknown protein --- AT3G07580 1.67 0.74 2.89 0.0242134 0.1488697 -3.53 FALSE
266530_at bHLH transcription factor AMS AT2G16910 1.29 0.37 2.89 0.0242205 0.1488736 -3.53 FALSE
266361_at putative O-GlcNAc transferase --- AT2G32450 -1.89 -0.92 -2.89 0.0242604 0.1490786 -3.53 FALSE
266181_at putative glutathione S-transferaseATGSTZ1 AT2G02390 1.49 0.58 2.89 0.0242686 0.1490887 -3.53 FALSE
250358_at  putative protein gibberellin-respoAGP15 AT5G11740 1.54 0.62 2.89 0.0242942 0.1492057 -3.53 TRUE
252156_at  BCS1 protein-like protein BCS1 --- AT3G50940 -1.50 -0.59 -2.89 0.0243101 0.1492633 -3.53 FALSE
267534_at putative CCCH-type zinc finger p --- AT2G41900 -1.35 -0.44 -2.89 0.0243368 0.1493389 -3.53 TRUE
255089_at nucleoside-diphosphate kinase  ;NDPK1 AT4G09320 -1.61 -0.69 -2.89 0.024343 0.1493389 -3.53 FALSE
267035_at putative beta-alanine-pyruvate amAGT3 AT2G38400 2.68 1.42 2.89 0.0243578 0.1493389 -3.53 FALSE
249966_at  putative protein COLD-INDUCIB--- AT5G19030 -1.87 -0.90 -2.89 0.0243555 0.1493389 -3.53 FALSE
265237_s_ahypothetical protein --- AT2G07706 1.42 0.50 2.89 0.0243617 0.1493389 -3.53 FALSE
255554_at Expressed protein ; supported by--- AT4G01897 -1.38 -0.46 -2.89 0.0243598 0.1493389 -3.53 FALSE
252294_at  60S ribosomal protein L13, BBCATBBC1 AT3G49010 -2.21 -1.14 -2.89 0.0243762 0.1493876 -3.53 FALSE
262164_at unknown protein ; supported by c--- AT1G78070 -1.55 -0.63 -2.89 0.0243931 0.1494512 -3.53 FALSE
249242_at alcohol dehydrogenase --- AT5G42250 1.48 0.57 2.89 0.0244085 0.1494655 -3.53 FALSE
247522_at putative protein  ; supported by c --- AT5G61340 -1.54 -0.62 -2.89 0.0244072 0.1494655 -3.53 FALSE
246543_at putative protein --- AT5G15060 1.29 0.37 2.89 0.0244271 0.1494986 -3.53 FALSE
257332_at hypothetical protein --- --- 1.54 0.63 2.89 0.0244206 0.1494986 -3.53 FALSE
264675_at  putative phosphoribosylglycinam--- AT1G09830 -1.35 -0.44 -2.89 0.0244439 0.1495617 -3.54 FALSE
263597_at hypothetical protein predicted by --- AT2G01870 -2.27 -1.18 -2.89 0.024458 0.1495677 -3.54 FALSE
246329_at  putative protein gamma-tubulin i --- AT3G43610 -1.44 -0.52 -2.89 0.0244534 0.1495677 -3.54 FALSE
245723_at hypothetical protein predicted by --- AT1G73400 -1.52 -0.61 -2.89 0.0244695 0.1495977 -3.54 FALSE
258507_at  neutral invertase, putative simila --- AT3G06500 2.16 1.11 2.89 0.0244785 0.1496124 -3.54 FALSE
253925_at putative protein ; supported by cDSHV3 AT4G26690 1.87 0.90 2.89 0.0244906 0.1496465 -3.54 TRUE
262379_at hypothetical protein predicted by --- AT1G73020 1.34 0.42 2.89 0.0244995 0.1496606 -3.54 FALSE
251993_at  peroxiredoxin - like protein perox--- AT3G52960 -1.47 -0.56 -2.89 0.0245176 0.1496747 -3.54 TRUE
256583_at hypothetical protein --- AT3G28850 2.15 1.11 2.88 0.024528 0.1496747 -3.54 TRUE
264920_at hypothetical protein contains sim ECHID AT1G60550 -1.45 -0.54 -2.88 0.0245272 0.1496747 -3.54 FALSE
264722_at unknown protein location of EST --- AT1G22970 -1.54 -0.62 -2.89 0.0245137 0.1496747 -3.54 FALSE
248199_at membrane related protein-like  ;s--- AT5G54170 2.04 1.03 2.88 0.0245356 0.1496759 -3.54 FALSE
258729_at putative amino acid transporter pANT1 AT3G11900 1.33 0.42 2.88 0.0245413 0.1496759 -3.54 FALSE
245276_at DNA-binding homeotic protein AtATHB-2 AT4G16780 -1.48 -0.56 -2.88 0.0245686 0.1496819 -3.54 TRUE
251611_at putative protein several hypothet --- AT3G57940 -1.58 -0.66 -2.88 0.0245617 0.1496819 -3.54 FALSE
245180_at putative protein similarity to prote--- AT5G12410 -1.64 -0.71 -2.88 0.024558 0.1496819 -3.54 TRUE



254562_at  cytochrome P450 cytochrome P4CYP707A1 AT4G19230 2.17 1.12 2.88 0.0245656 0.1496819 -3.54 FALSE
250993_at  putative protein HSPC172, Hom --- AT5G02280 -1.42 -0.51 -2.88 0.0245844 0.1497385 -3.54 FALSE
253733_at hypothetical protein ATMND1 AT4G29170 -1.46 -0.55 -2.88 0.0246064 0.1498321 -3.54 FALSE
247400_at putative protein  ;supported by fu --- AT5G62840 -1.58 -0.66 -2.88 0.0246164 0.1498532 -3.54 FALSE
262636_at DEIH-box RNA/DNA helicase ideNIH AT1G06670 -1.46 -0.55 -2.88 0.0246361 0.1499329 -3.54 TRUE
249801_at calcium-dependent protein kinaseCDPK9 AT5G23580 1.39 0.48 2.88 0.0246439 0.1499407 -3.54 FALSE
262496_at unknown protein ; supported by f --- AT1G21790 -1.86 -0.89 -2.88 0.0246771 0.1499572 -3.55 TRUE
250769_at putative protein similar to unknow--- AT5G05680 -1.80 -0.85 -2.88 0.0246957 0.1499572 -3.55 TRUE
251098_at light-inducible protein ATLS1 --- AT5G01650 -1.30 -0.38 -2.88 0.0246721 0.1499572 -3.55 FALSE
254640_at  ion transporter - like protein integNRAMP5 AT4G18790 1.38 0.46 2.88 0.0246992 0.1499572 -3.55 FALSE
267126_s_aputative acetone-cyanohydrin lyaACL AT2G23590 // -1.70 -0.76 -2.88 0.0246601 0.1499572 -3.54 FALSE
257270_at unknown protein  ; supported by --- AT3G28140 -1.31 -0.39 -2.88 0.0246973 0.1499572 -3.55 FALSE
262954_at  rubredoxin, putative similar to ru --- AT1G54500 -1.51 -0.59 -2.88 0.0246657 0.1499572 -3.54 FALSE
258984_at  putative DnaJ protein Pfam HMMATERDJ3A AT3G08970 1.48 0.56 2.88 0.0246851 0.1499572 -3.55 FALSE
260978_at  17.6 kDa heat shock protein (AA--- AT1G53540 2.16 1.11 2.88 0.02474 0.150126 -3.55 TRUE
249828_at  succinyl-CoA synthetase, alpha --- AT5G23250 -1.49 -0.58 -2.88 0.0247402 0.150126 -3.55 FALSE
248759_at putative protein similar to unknow--- AT5G47610 -2.13 -1.09 -2.88 0.024781 0.1502537 -3.55 FALSE
253797_at  putative protein 55.11 protein hoRPN1B AT4G28470 -1.28 -0.36 -2.88 0.0247687 0.1502537 -3.55 FALSE
245914_at  putative protein outer membraneOEP80 AT5G19620 -1.42 -0.50 -2.88 0.0247749 0.1502537 -3.55 FALSE
245999_at  putative protein predicted proteinCOPT5 AT5G20650 -1.33 -0.41 -2.88 0.0247965 0.1503076 -3.55 FALSE
256220_at unknown protein --- AT1G56230 -1.51 -0.59 -2.88 0.0248338 0.1503343 -3.55 FALSE
260689_at hypothetical protein predicted by --- AT1G32290 1.50 0.59 2.88 0.0248098 0.1503343 -3.55 FALSE
244933_at NADH dehydrogenase ND4L --- --- -1.41 -0.50 -2.88 0.024827 0.1503343 -3.55 FALSE
245613_at hypothetical protein --- AT4G14450 // 5.65 2.50 2.88 0.0248338 0.1503343 -3.55 FALSE
262984_at hypothetical protein predicted by --- AT1G54460 1.83 0.88 2.88 0.0248248 0.1503343 -3.55 FALSE
247355_at unknown protein  ; supported by SPT42 AT5G63670 -1.35 -0.43 -2.88 0.0248601 0.1504536 -3.55 FALSE
266370_at hypothetical protein predicted by --- AT2G41350 -1.30 -0.38 -2.87 0.0248806 0.150458 -3.55 FALSE
252904_at  putative protein crp1 protein, ZeaEMB2453 AT4G39620 -1.43 -0.52 -2.87 0.0248703 0.150458 -3.55 FALSE
250738_at anthranilate synthase componen ASA1 AT5G05730 2.80 1.48 2.87 0.0248758 0.150458 -3.55 FALSE
259429_at  cytochrome P450, putative similaCYP86A4 AT1G01600 -3.51 -1.81 -2.87 0.0248942 0.1505002 -3.55 FALSE
254759_at  short-chain alcohol dehydrogena--- AT4G13180 1.65 0.72 2.87 0.0249051 0.1505051 -3.55 TRUE
253368_at  myosin - like protein unconventioXI-I AT4G33200 -1.38 -0.46 -2.87 0.0249082 0.1505051 -3.55 FALSE
260316_at hypothetical protein similar to hyp--- AT1G63810 -1.51 -0.59 -2.87 0.0249264 0.1505751 -3.56 FALSE
257194_at  serine acetyltransferase (Sat-1) ATSERAT2AT3G13110 1.41 0.50 2.87 0.0249432 0.150607 -3.56 TRUE
247608_at  replication protein A1 - like proba--- AT5G60990 -1.49 -0.57 -2.87 0.0249713 0.150607 -3.56 FALSE



248427_at subtilisin-like serine protease simATSBT1.3 AT5G51750 1.54 0.62 2.87 0.024961 0.150607 -3.56 FALSE
250886_at putative protein --- AT5G04440 -1.43 -0.52 -2.87 0.0249674 0.150607 -3.56 FALSE
246268_at  cytochrome P450, putative contaCYP97A3 AT1G31800 -1.51 -0.60 -2.87 0.024958 0.150607 -3.56 FALSE
261596_at hypothetical protein predicted by --- AT1G33080 -1.41 -0.49 -2.87 0.024959 0.150607 -3.56 FALSE
248167_at putative protein similar to unknow--- AT5G54530 -1.57 -0.65 -2.87 0.0250046 0.1507344 -3.56 FALSE
245355_at 60S ribosomal protein L15 homo --- AT4G17390 -2.05 -1.04 -2.87 0.0250056 0.1507344 -3.56 FALSE
261722_at  acyl-(acyl carrier protein) thioest FATB AT1G08510 1.32 0.41 2.87 0.0250363 0.1507926 -3.56 TRUE
257456_at unknown protein predicted by ge SRS4 AT2G18120 1.40 0.49 2.87 0.0250355 0.1507926 -3.56 FALSE
262631_at hypothetical protein predicted by --- AT1G06500 -1.36 -0.44 -2.87 0.0250417 0.1507926 -3.56 FALSE
256494_at hypothetical protein predicted by --- AT1G31520 1.34 0.42 2.87 0.0250409 0.1507926 -3.56 FALSE
254213_at  tyrosine transaminase like protei--- AT4G23590 1.36 0.44 2.87 0.0250567 0.150814 -3.56 FALSE
254505_at Expressed protein ; supported by--- AT4G19985 -1.61 -0.68 -2.87 0.0250585 0.150814 -3.56 FALSE
263729_at hypothetical protein predicted by --- AT1G60080 -1.29 -0.37 -2.87 0.0250899 0.1509229 -3.56 FALSE
259288_at putative small nuclear ribonucleo --- AT3G11500 -1.40 -0.49 -2.87 0.0250848 0.1509229 -3.56 FALSE
266761_at putative alcohol dehydrogenase --- AT2G47130 2.21 1.14 2.87 0.0250967 0.1509243 -3.56 FALSE
263035_at  splicing factor, putative similar toRSZP21 AT1G23860 -1.53 -0.61 -2.87 0.0251433 0.150941 -3.56 FALSE
250688_at transcription factor-like protein  ;sNF-YA10 AT5G06510 -1.34 -0.42 -2.87 0.0251458 0.150941 -3.56 FALSE
258457_at Expressed protein ; supported byIGPD AT3G22425 -1.53 -0.62 -2.87 0.0251085 0.150941 -3.56 FALSE
252601_s_a 40S ribsomomal protein 40S ribs--- AT3G45030 // -1.84 -0.88 -2.87 0.0251289 0.150941 -3.56 FALSE
254716_at  putative protein LEA protein , CicUNE15 AT4G13560 -1.62 -0.69 -2.87 0.0251269 0.150941 -3.56 FALSE
259683_at unknown protein --- AT1G63050 -1.69 -0.76 -2.87 0.0251142 0.150941 -3.56 FALSE
253785_s_a ABC transporter - like protein ABATM2 AT4G28620 // -1.38 -0.47 -2.87 0.0251439 0.150941 -3.56 FALSE
266005_at unknown protein RSZ33 AT2G37340 -1.54 -0.62 -2.87 0.0251792 0.1510968 -3.57 TRUE
257198_at  DNA-binding protein, putative sim--- AT3G23690 -1.46 -0.55 -2.87 0.025185 0.1510968 -3.57 FALSE
257888_at  seed maturation protein, putative--- AT3G16990 1.77 0.82 2.87 0.0252014 0.1511158 -3.57 FALSE
245623_s_ahypothetical protein --- AT4G14096 // -1.35 -0.43 -2.87 0.0251983 0.1511158 -3.57 FALSE
265340_at putative AAA-type ATPase simila--- AT2G18330 -1.82 -0.86 -2.86 0.0252258 0.1512221 -3.57 FALSE
254002_at  steroid sulfotransferase - like pro--- AT4G26280 1.29 0.37 2.86 0.0252412 0.1512746 -3.57 FALSE
263712_at Expressed protein ; supported byNFD6 AT2G20585 -1.62 -0.69 -2.86 0.0252947 0.1513912 -3.57 FALSE
265539_at unknown protein --- AT2G15830 -2.30 -1.20 -2.86 0.0252907 0.1513912 -3.57 FALSE
245841_s_a ribosomal protein S2, putative si XW6 AT1G58380 // -1.69 -0.75 -2.86 0.0252965 0.1513912 -3.57 FALSE
246443_at hypothetical protein  ;supported b--- AT5G17620 -1.44 -0.52 -2.86 0.0252706 0.1513912 -3.57 FALSE
247812_at peroxidase ;supported by full-len --- AT5G58390 2.68 1.42 2.86 0.025298 0.1513912 -3.57 FALSE
262813_at unknown protein strong similarity --- AT1G11670 2.58 1.37 2.86 0.0253004 0.1513912 -3.57 FALSE
248402_at dihydrodipicolinate reductase-likecrr1 AT5G52100 -1.73 -0.79 -2.86 0.0253138 0.1513915 -3.57 TRUE



255426_at putative protein --- AT4G03370 1.37 0.45 2.86 0.025309 0.1513915 -3.57 FALSE
261536_at K Efflux antiporter KEA1 identica KEA1 AT1G01790 -1.55 -0.63 -2.86 0.0253372 0.151492 -3.57 FALSE
261567_at Expressed protein ; supported by--- AT1G33055 -2.47 -1.31 -2.86 0.025346 0.1515045 -3.57 FALSE
266002_at hypothetical protein predicted by --- AT2G37310 -1.39 -0.47 -2.86 0.0253533 0.1515084 -3.57 TRUE
250522_at cleft lip and palate associated tra --- AT5G08500 -1.35 -0.43 -2.86 0.0253604 0.1515112 -3.57 FALSE
247081_at AtRAD17 (dbj|BAA90479.1)  ; su ATRAD17 AT5G66130 -1.46 -0.55 -2.86 0.0253761 0.1515654 -3.57 FALSE
252479_at small zinc finger-like protein TIM9TIM9 AT3G46560 -1.60 -0.68 -2.86 0.0254022 0.1516352 -3.57 FALSE
265675_at 70kD heat shock protein  ;supporHSP70T-2 AT2G32120 -1.56 -0.64 -2.86 0.0254033 0.1516352 -3.57 FALSE
250584_at WD-repeat protein-like --- AT5G07590 -1.46 -0.54 -2.86 0.0254143 0.1516352 -3.58 FALSE
253048_at  formamidase - like protein forma--- AT4G37560 -2.42 -1.28 -2.86 0.0254081 0.1516352 -3.57 FALSE
261715_at hypothetical protein similar to hyp--- AT1G18485 -1.39 -0.47 -2.86 0.0254678 0.1519141 -3.58 FALSE
252310_at  GTPase activating -like protein G--- AT3G49350 1.88 0.91 2.86 0.0254766 0.1519272 -3.58 FALSE
266283_at putative proline-rich protein --- AT2G29210 -1.41 -0.50 -2.86 0.0255126 0.1519827 -3.58 FALSE
259191_at unknown protein --- AT3G01720 1.49 0.58 2.86 0.0255112 0.1519827 -3.58 FALSE
266560_at putative LRR receptor protein kin--- AT2G23950 -1.48 -0.57 -2.86 0.0255025 0.1519827 -3.58 FALSE
247468_at ARF1-binding protein  ; supporte ARF2 AT5G62000 -1.41 -0.50 -2.86 0.0255044 0.1519827 -3.58 FALSE
245758_at unknown protein contains similar KAN2 AT1G32240 -1.67 -0.74 -2.86 0.0255664 0.1522299 -3.58 FALSE
265854_at hypothetical protein predicted by --- AT2G42370 -1.33 -0.41 -2.85 0.0255741 0.1522299 -3.58 FALSE
261429_at hypothetical protein contains sim WRKY61 AT1G18860 1.37 0.46 2.86 0.0255676 0.1522299 -3.58 FALSE
255907_at  homeobox protein, putative similHDG12 AT1G17920 1.33 0.41 2.85 0.0256363 0.1525607 -3.58 FALSE
250279_at  ABA-responsive protein - like AB--- AT5G13200 1.70 0.77 2.85 0.0256628 0.1526781 -3.59 FALSE
257060_at unknown protein --- AT3G18230 -1.41 -0.49 -2.85 0.0256832 0.1527601 -3.59 FALSE
256914_at hypothetical protein --- AT3G23880 -1.68 -0.75 -2.85 0.0257065 0.1528587 -3.59 FALSE
250621_at  membrane protein membrane prATRBL3 AT5G07250 -1.40 -0.49 -2.85 0.0257235 0.1529198 -3.59 FALSE
248282_at unknown protein  ;supported by f --- AT5G52900 -2.98 -1.58 -2.85 0.0257422 0.1529909 -3.59 FALSE
261303_at unknown protein contains DNA-bHON5 AT1G48620 -1.29 -0.37 -2.85 0.0257799 0.1531425 -3.59 FALSE
256013_at unknown protein DA1 AT1G19270 1.51 0.59 2.85 0.0257811 0.1531425 -3.59 FALSE
247779_at  putative protein damage-specificDDB2 AT5G58760 -1.48 -0.56 -2.85 0.0258293 0.1533487 -3.59 FALSE
258899_at Expressed protein ; supported by--- AT3G05675 -1.49 -0.57 -2.85 0.0258258 0.1533487 -3.59 FALSE
253776_at  ADP,ATP carrier-like protein AD AAC3 AT4G28390 -1.66 -0.73 -2.85 0.0258714 0.1534926 -3.59 TRUE
258999_at putative D-ribulose-5-phosphate --- AT3G01850 -1.38 -0.46 -2.85 0.0258737 0.1534926 -3.59 FALSE
264018_at putative triosephosphate isomeraTIM AT2G21170 -1.37 -0.45 -2.85 0.0258703 0.1534926 -3.59 FALSE
258213_at hypothetical protein predicted by --- AT3G17950 -1.64 -0.71 -2.85 0.0258814 0.1534982 -3.59 FALSE
246916_at  disease resistance protein - like AtRLP52 AT5G25910 1.31 0.38 2.85 0.0259028 0.1535055 -3.59 FALSE
264965_at hypothetical protein predicted by --- AT1G60560 -1.49 -0.57 -2.85 0.0259011 0.1535055 -3.59 FALSE



258286_at kinesin-like protein similar to kine--- AT3G16060 -1.43 -0.52 -2.85 0.0258934 0.1535055 -3.59 FALSE
252065_at putative protein  ;supported by fu --- AT3G51610 -1.47 -0.56 -2.85 0.0259134 0.1535287 -3.59 FALSE
267620_at  putative beta-1,3-glucanase   --- AT2G39640 1.34 0.42 2.84 0.025943 0.1536641 -3.60 FALSE
259908_at RNA polymerase subunit identicaATRPAC42AT1G60850 -1.57 -0.65 -2.84 0.0259965 0.1539118 -3.60 FALSE
249898_at alkaline/neutral invertase  ; suppo--- AT5G22510 -1.58 -0.66 -2.84 0.0260041 0.1539118 -3.60 FALSE
248726_at RAS superfamily GTP-binding pr ATRABA4CAT5G47960 4.26 2.09 2.84 0.0260051 0.1539118 -3.60 FALSE
262794_at unknown protein EST gb|N37870emb1745 AT1G13120 -1.39 -0.48 -2.84 0.0260196 0.1539383 -3.60 FALSE
259935_at putative GDSL-motif lipase/acylh --- AT1G71250 1.44 0.53 2.84 0.0260231 0.1539383 -3.60 FALSE
256763_at unknown protein COBL8 AT3G16860 2.79 1.48 2.84 0.0260356 0.1539724 -3.60 FALSE
261618_at unknown protein --- AT1G33110 2.04 1.03 2.84 0.02613 0.1543803 -3.60 TRUE
249204_at unknown protein  ;supported by f --- AT5G42570 1.36 0.44 2.84 0.0261375 0.1543803 -3.60 FALSE
253276_at  caffeoyl-CoA O-methyltransferas--- AT4G34050 1.62 0.70 2.84 0.0261131 0.1543803 -3.60 FALSE
266495_at cycloartenol synthase identical toCAS1 AT2G07050 -1.43 -0.51 -2.84 0.02613 0.1543803 -3.60 FALSE
250685_at kinesin heavy chain-like protein --- AT5G06670 -1.27 -0.35 -2.84 0.0261384 0.1543803 -3.60 FALSE
264677_at hypothetical protein predicted by HYL1 AT1G09700 -1.28 -0.36 -2.84 0.0261512 0.1544163 -3.60 FALSE
255535_at  putative RNaseP-associated pro--- AT4G01790 -1.59 -0.67 -2.84 0.0261675 0.1544722 -3.60 FALSE
267503_at unknown protein  ; supported by --- AT2G45600 -1.71 -0.77 -2.84 0.0261856 0.1545392 -3.61 TRUE
258569_at  ribosomal protein L17, putative semb2171 AT3G04400 -1.60 -0.68 -2.84 0.0261952 0.1545555 -3.61 FALSE
246061_at RAN GTPase activating protein 2RANGAP2 AT5G19320 -1.28 -0.35 -2.84 0.0262228 0.1546783 -3.61 FALSE
250464_at hypothetical protein --- AT5G10040 1.28 0.35 2.84 0.0262438 0.1547623 -3.61 FALSE
254102_at  acyl carrier - like protein acyl carACP4 AT4G25050 -1.46 -0.55 -2.84 0.0262677 0.1548231 -3.61 FALSE
262431_at  trypsin inhibitor 2, putative simila--- AT1G47540 1.35 0.43 2.84 0.0262622 0.1548231 -3.61 FALSE
256394_at unknown protein contains non-co--- AT3G06290 -1.34 -0.43 -2.83 0.0263072 0.1550014 -3.61 FALSE
249020_at helicase-like protein CHR4 AT5G44800 -1.44 -0.52 -2.83 0.0263115 0.1550014 -3.61 FALSE
252931_at  putative ubiquitin-dependent pro --- AT4G38930 1.37 0.46 2.83 0.026324 0.1550349 -3.61 FALSE
259005_at unknown protein similar to nodule--- AT3G01930 1.53 0.62 2.83 0.0263341 0.1550546 -3.61 FALSE
260125_at putative heat shock protein simila--- AT1G36390 -1.57 -0.65 -2.83 0.0263469 0.1550897 -3.61 FALSE
251259_at  putative protein phosphoprotein --- AT3G62260 1.69 0.76 2.83 0.026382 0.155096 -3.61 TRUE
253683_at cytidine deaminase 4 (CDA4) --- AT4G29650 1.36 0.44 2.83 0.0263767 0.155096 -3.61 FALSE
245289_at Expressed protein ; supported by--- AT4G15470 1.29 0.37 2.83 0.0263752 0.155096 -3.61 FALSE
253463_at Expressed protein ; supported by--- AT4G32105 1.37 0.45 2.83 0.0263598 0.155096 -3.61 FALSE
257647_at Expressed protein ; supported by--- AT3G25805 -1.78 -0.83 -2.83 0.02637 0.155096 -3.61 FALSE
262603_at  hypothetical protein Is a membe --- AT1G15380 -2.15 -1.10 -2.83 0.0264244 0.1552655 -3.61 TRUE
258947_at hypothetical protein similar to cal --- AT3G01830 5.60 2.48 2.83 0.026424 0.1552655 -3.61 FALSE
266962_at hypothetical protein predicted by --- AT2G39435 // 1.38 0.47 2.83 0.0264408 0.1553221 -3.62 TRUE



259242_at putative actin similar to actin 1 G ATARP6 AT3G33520 -1.34 -0.42 -2.83 0.0264504 0.1553383 -3.62 FALSE
266272_at hypothetical protein predicted by --- AT2G29600 1.39 0.47 2.83 0.0264617 0.1553646 -3.62 FALSE
264882_at  NAM protein, putative similar to anac025 AT1G61110 1.34 0.42 2.83 0.0264768 0.1553865 -3.62 FALSE
267588_at unknown protein --- AT2G42060 1.32 0.40 2.83 0.0264791 0.1553865 -3.62 FALSE
251790_at  elicitor responsive/phloem -like p--- AT3G55470 1.44 0.53 2.83 0.0265029 0.1554063 -3.62 TRUE
263868_at hypothetical protein predicted by --- AT2G36840 -1.42 -0.51 -2.83 0.0265025 0.1554063 -3.62 FALSE
249746_at NAC2-like protein TIP AT5G24590 1.45 0.53 2.83 0.0264899 0.1554063 -3.62 FALSE
263957_at unknown protein  ; supported by --- AT2G35880 -1.33 -0.41 -2.83 0.0265167 0.1554474 -3.62 TRUE
248098_at unknown protein  ; supported by --- AT5G55290 -1.37 -0.46 -2.83 0.0265322 0.1554982 -3.62 FALSE
246912_at  putative protein various predicte --- AT5G25820 2.28 1.19 2.83 0.0265396 0.1555018 -3.62 FALSE
247280_at phi-1-like protein  ;supported by fEXL2 AT5G64260 1.98 0.99 2.83 0.0265707 0.1555109 -3.62 FALSE
261896_at  mRNA export protein, putative s --- AT1G80670 -1.47 -0.56 -2.83 0.0265558 0.1555109 -3.62 FALSE
259012_at hypothetical protein similar to hypPUB9 AT3G07360 -1.53 -0.62 -2.83 0.0265484 0.1555109 -3.62 FALSE
260642_at  plastid protein, putative similar to--- AT1G53260 1.60 0.67 2.83 0.0265752 0.1555109 -3.62 FALSE
254826_at  putative protein predicted protein--- AT4G12640 -1.47 -0.55 -2.83 0.0265626 0.1555109 -3.62 FALSE
262155_at  glycosyl transferase, putative sim--- AT1G52420 -1.44 -0.53 -2.83 0.0265896 0.1555552 -3.62 FALSE
252092_at  mucin-like protein hemomucin, DSSL4 AT3G51420 -1.75 -0.80 -2.83 0.0266113 0.1556417 -3.62 FALSE
252905_at  putative protein predicted protein--- AT4G39720 1.50 0.58 2.83 0.0266212 0.1556599 -3.62 FALSE
255656_at  putative protein (fragment) DNA---- AT4G00990 -1.43 -0.52 -2.83 0.0266409 0.1557351 -3.62 FALSE
264364_at unknown protein Similar to gb|U8--- AT1G03330 -1.32 -0.40 -2.83 0.0266563 0.1557456 -3.62 FALSE
262892_at  succinic semialdehyde dehydrogALDH5F1 AT1G79440 -1.34 -0.42 -2.83 0.0266502 0.1557456 -3.62 FALSE
258067_at  putative mitotic checkpoint prote --- AT3G25980 1.36 0.44 2.83 0.0266676 0.1557716 -3.62 FALSE
251983_at  putative protein MtN21, Medicag--- AT3G53210 -1.60 -0.68 -2.82 0.0266887 0.1558152 -3.62 FALSE
255029_x_ahypothetical protein --- AT4G09470 1.29 0.36 2.82 0.0266856 0.1558152 -3.62 FALSE
264636_at hypothetical protein predicted by --- AT1G65490 2.02 1.01 2.82 0.0267184 0.1559484 -3.63 FALSE
253043_at  putative protein predicted proteinLBD39 AT4G37540 -1.85 -0.89 -2.82 0.0267291 0.1559711 -3.63 FALSE
267635_at rhodanese-like family protein ;sup--- AT2G42220 -1.73 -0.79 -2.82 0.0267422 0.1560078 -3.63 TRUE
245332_at isomerase like protein ;supported--- AT4G15940 1.28 0.35 2.82 0.026753 0.1560306 -3.63 FALSE
251500_at  receptor-like protein kinase rece --- AT3G59110 -1.35 -0.44 -2.82 0.026764 0.1560546 -3.63 FALSE
252698_at  amine oxidase -like protein amin--- AT3G43670 -1.47 -0.56 -2.82 0.0267708 0.1560546 -3.63 FALSE
250961_at  putative protein various predicte --- AT5G02980 1.37 0.46 2.82 0.0267964 0.1561242 -3.63 FALSE
267380_at putative thromboxane-A synthaseCYP711A1 AT2G26170 2.02 1.01 2.82 0.0267905 0.1561242 -3.63 FALSE
255759_at hypothetical protein predicted by --- AT1G16790 -1.39 -0.48 -2.82 0.0268183 0.1562115 -3.63 FALSE
249558_at hypothetical protein --- AT5G38310 3.07 1.62 2.82 0.0268458 0.1563323 -3.63 FALSE
264394_at  aminomethyltransferase-like pre --- AT1G11860 -1.64 -0.71 -2.82 0.02686 0.1563748 -3.63 FALSE



253224_at  invertase - like protein mRNA, Li--- AT4G34860 -1.64 -0.72 -2.82 0.0268697 0.1563915 -3.63 TRUE
245127_at putative Na+/Ca2+ antiporter  ; s ATMHX AT2G47600 1.80 0.84 2.82 0.0268836 0.1564101 -3.63 FALSE
267018_at unknown protein SVR1 AT2G39140 -1.67 -0.74 -2.82 0.0268866 0.1564101 -3.63 FALSE
248582_at heat shock protein 70 (gb|AAF27CPHSC70-2AT5G49910 1.77 0.82 2.82 0.0269047 0.156475 -3.63 FALSE
245476_at hypothetical protein --- AT4G16090 1.39 0.48 2.82 0.0269196 0.1564821 -3.63 FALSE
263366_at unknown protein --- AT2G20440 1.41 0.50 2.82 0.0269189 0.1564821 -3.63 FALSE
256199_at unknown protein SAB AT1G58250 -1.51 -0.59 -2.82 0.0269288 0.156496 -3.63 FALSE
247902_at plasma membrane ATPase 3 (pr AHA3 AT5G57350 -1.45 -0.54 -2.82 0.0269466 0.1565595 -3.63 FALSE
256293_at pinhead-like protein similar to pinAGO7 AT1G69440 -1.62 -0.69 -2.82 0.0269729 0.1566692 -3.64 TRUE
249677_at DNA helicase-like --- AT5G35970 -1.78 -0.84 -2.82 0.0270342 0.1566692 -3.64 FALSE
261069_at  small G protein, putative similar ATRABA2BAT1G07410 1.30 0.37 2.82 0.0270327 0.1566692 -3.64 FALSE
260664_at  myb-related protein, putative simATRL5 AT1G19510 -1.96 -0.97 -2.82 0.0270134 0.1566692 -3.64 TRUE
251578_at  putative protein contains alterna --- AT3G58180 -1.35 -0.44 -2.82 0.0269824 0.1566692 -3.64 FALSE
AFFX-r2-At-/FEATURE=cds-2 /GENE= /LAB --- --- 1.38 0.47 2.82 0.0270142 0.1566692 -3.64 FALSE
246826_at  UTP-glucose glucosyltransferaseUGT72E3 AT5G26310 1.36 0.44 2.82 0.0270205 0.1566692 -3.64 FALSE
254027_at  putative mitochondrial protein Ho--- AT4G25835 -1.67 -0.74 -2.82 0.0270165 0.1566692 -3.64 FALSE
246406_at  disease resistance protein RPP1--- AT1G57650 1.27 0.34 2.82 0.0269905 0.1566692 -3.64 FALSE
259219_at hypothetical protein predicted by --- AT3G03560 1.63 0.71 2.82 0.0270219 0.1566692 -3.64 FALSE
253201_at  putative ribosomal protein S16 riSSR16 AT4G34620 -1.37 -0.45 -2.82 0.0270463 0.1566993 -3.64 FALSE
245122_at putative dimethyladenosine trans--- AT2G47420 -1.42 -0.50 -2.81 0.0270703 0.1567865 -3.64 FALSE
266576_at hypothetical protein predicted by --- AT2G23940 -1.37 -0.45 -2.81 0.0270751 0.1567865 -3.64 FALSE
259593_at  nuclear transport factor 2, putativNTF2B AT1G27970 -1.29 -0.37 -2.81 0.0270847 0.1568026 -3.64 FALSE
254738_at RNA-binding protein like AT4G13860--- 1.40 0.48 2.81 0.0271015 0.1568602 -3.64 FALSE
254798_at  oleoyl-[acyl-carrier-protein] hydro--- AT4G13050 -1.75 -0.80 -2.81 0.0271265 0.1569483 -3.64 FALSE
261003_at hypothetical protein predicted by --- AT1G26500 -1.46 -0.55 -2.81 0.0271305 0.1569483 -3.64 FALSE
250428_at  putative protein phosphatase proPAS2 AT5G10480 -1.78 -0.83 -2.81 0.0271453 0.1569826 -3.64 FALSE
261626_at unknown protein ; supported by c--- AT1G01990 -1.46 -0.55 -2.81 0.0271502 0.1569826 -3.64 FALSE
264094_at unknown protein ;supported by fu--- AT1G79200 -1.42 -0.50 -2.81 0.0271697 0.1570557 -3.64 FALSE
265476_at putative thioredoxin M  ; supporteATHM3 AT2G15570 -1.31 -0.39 -2.81 0.027178 0.1570634 -3.64 FALSE
264770_at unknown protein similar to unkno--- AT1G23030 1.97 0.98 2.81 0.0271854 0.1570637 -3.64 TRUE
263899_at hypothetical protein predicted by EMB2219 AT2G21710 -1.48 -0.56 -2.81 0.0271918 0.1570637 -3.64 FALSE
266290_at putative glutathione S-transferaseATGSTU1 AT2G29490 5.66 2.50 2.81 0.0272 0.1570712 -3.64 TRUE
257744_at hypothetical protein contains Pfa --- AT3G29230 -1.48 -0.57 -2.81 0.027214 0.1571124 -3.64 FALSE
254219_at putative protein --- AT4G23760 -1.37 -0.46 -2.81 0.0272217 0.1571172 -3.64 FALSE
251444_at  putative protein ETHIONINE AMMAP2B AT3G59990 -1.32 -0.40 -2.81 0.0272426 0.1571581 -3.65 FALSE



266778_at putative cytochrome P450 CYP707A2 AT2G29090 -1.46 -0.55 -2.81 0.0272425 0.1571581 -3.65 FALSE
252178_at putative protein various predicted--- AT3G50750 -2.15 -1.10 -2.81 0.0272498 0.1571601 -3.65 TRUE
248950_at ATP-dependent Clp protease proCLPP4 AT5G45390 -1.44 -0.53 -2.81 0.0272654 0.1572102 -3.65 FALSE
254137_at hypothetical protein --- AT4G24930 -1.76 -0.82 -2.81 0.027276 0.1572314 -3.65 TRUE
247176_at acyl-CoA oxidase (gb|AAC13497ACX2 AT5G65110 1.65 0.72 2.81 0.0273029 0.15729 -3.65 FALSE
267246_at putative WRKY-type DNA bindingWRKY25 AT2G30250 1.84 0.88 2.81 0.0273331 0.15729 -3.65 FALSE
252235_at  60S RIBOSOMAL PROTEIN - lik--- AT3G49910 -1.84 -0.88 -2.81 0.0273343 0.15729 -3.65 FALSE
253943_at  putative protein gene F19K23.12--- AT4G27030 -2.45 -1.29 -2.81 0.0273013 0.15729 -3.65 FALSE
254008_at  hypothetical protein various pred--- AT4G26380 1.38 0.46 2.81 0.0273191 0.15729 -3.65 FALSE
245284_at phytoene dehydrogenase precursPDS3 AT4G14210 -1.59 -0.67 -2.81 0.0273197 0.15729 -3.65 FALSE
267196_at FtsH protease (VAR2) identical toVAR2 AT2G30950 -1.38 -0.46 -2.81 0.0273344 0.15729 -3.65 FALSE
259735_at Expressed protein ; supported by--- AT1G64405 -1.72 -0.78 -2.81 0.0273512 0.1573314 -3.65 FALSE
257516_at unknown protein ACR4 AT1G69040 -1.66 -0.73 -2.81 0.0273692 0.1573314 -3.65 FALSE
246611_at  putative protein predicted proteinMBD02 AT5G35330 -1.75 -0.81 -2.81 0.0273685 0.1573314 -3.65 FALSE
251870_at  putative protein Various predicte--- AT3G54510 1.34 0.42 2.81 0.027356 0.1573314 -3.65 FALSE
250808_at putative protein contains similarit ATG18E AT5G05150 1.47 0.55 2.81 0.0273853 0.1573447 -3.65 FALSE
258034_at hypothetical protein predicted by --- AT3G21300 -2.15 -1.10 -2.81 0.0273796 0.1573447 -3.65 FALSE
264259_at hypothetical protein This gene is --- AT1G09290 -1.63 -0.70 -2.81 0.0274028 0.1574055 -3.65 FALSE
251467_at putative protein putative proteins --- AT3G59470 -1.47 -0.56 -2.81 0.0274152 0.1574151 -3.65 FALSE
265673_at unknown protein  ;supported by f --- AT2G32090 -1.50 -0.58 -2.81 0.0274182 0.1574151 -3.65 FALSE
251743_at  Yippee-like protein Yippee prote --- AT3G55890 2.02 1.02 2.80 0.0274687 0.1576652 -3.65 TRUE
252223_at  MYB -like protein DNA-binding pTRB3 AT3G49850 -1.61 -0.68 -2.80 0.0275134 0.1578024 -3.66 FALSE
250531_at GTP-binding protein LepA homol --- AT5G08650 -1.62 -0.70 -2.80 0.0275099 0.1578024 -3.66 FALSE
247939_at putative protein contains similarit ATLIG4 AT5G57160 -1.36 -0.44 -2.80 0.0275032 0.1578024 -3.66 FALSE
258780_at putative ubiquitin carboxyl-terminUBP13 AT3G11910 -1.28 -0.36 -2.80 0.0275407 0.1579192 -3.66 FALSE
248197_at NADPH:protochlorophyllide oxidoPORA AT5G54190 1.36 0.45 2.80 0.027555 0.1579614 -3.66 FALSE
259034_at putative pectinacetylesterase sim--- AT3G09410 -1.65 -0.72 -2.80 0.0275816 0.1580548 -3.66 TRUE
252496_at putative protein several hypothet CRR2 AT3G46790 -1.64 -0.72 -2.80 0.0275861 0.1580548 -3.66 FALSE
266673_at putative thiamin biosynthesis pro THIC AT2G29630 -1.68 -0.75 -2.80 0.027592 0.1580548 -3.66 FALSE
252789_s_ahypothetical protein  ; supported --- AT1G21930 // -1.31 -0.39 -2.80 0.0276265 0.1581331 -3.66 FALSE
257698_at  regulatory protein of P-starvation--- AT3G12730 -1.38 -0.47 -2.80 0.0276228 0.1581331 -3.66 FALSE
259092_at putative zeta-carotene desaturasZDS AT3G04870 -1.28 -0.36 -2.80 0.0276211 0.1581331 -3.66 FALSE
253319_at  putative protein various predicte EMB2758 AT4G33990 -1.63 -0.71 -2.80 0.0276499 0.1581981 -3.66 FALSE
258413_at unknown protein  ;supported by f --- AT3G17300 -1.44 -0.53 -2.80 0.0276517 0.1581981 -3.66 FALSE
267448_at putative protein phosphatase 2C --- AT2G33700 1.29 0.37 2.80 0.0276699 0.1582626 -3.66 FALSE



249845_at putative protein similar to unknow--- AT5G23610 -1.34 -0.42 -2.80 0.0276963 0.1583736 -3.66 FALSE
258682_at  putative ribosomal-protein S6 kinS6K2 AT3G08720 2.25 1.17 2.80 0.0277104 0.1584143 -3.66 FALSE
244983_at ribosomal protein L16 --- --- -1.79 -0.84 -2.80 0.0277398 0.1584238 -3.66 TRUE
246977_at  putative protein CONSTANS-likeCOL4 AT5G24930 -1.31 -0.39 -2.80 0.0277234 0.1584238 -3.66 FALSE
246748_at  putative protein predicted protein--- AT5G27730 -1.38 -0.46 -2.80 0.0277383 0.1584238 -3.66 FALSE
254236_at  putative protein VSG expression--- AT4G23840 -1.35 -0.43 -2.80 0.0277315 0.1584238 -3.66 FALSE
251888_at  putative protein GTP-binding reg--- AT3G54190 -1.31 -0.39 -2.80 0.027758 0.158488 -3.66 FALSE
249901_at  histone deacetylase-like protein HD2B AT5G22650 -1.57 -0.65 -2.80 0.0277822 0.1585864 -3.67 FALSE
251593_at  DNA-directed RNA polymerase NRPA1 AT3G57660 -1.70 -0.77 -2.79 0.0278442 0.1587022 -3.67 TRUE
267205_at unknown protein --- AT2G30820 1.40 0.49 2.79 0.0278243 0.1587022 -3.67 FALSE
254890_at phospholipid hydroperoxide glutaATGPX6 AT4G11600 1.38 0.47 2.80 0.0278095 0.1587022 -3.67 FALSE
263322_at putative ribonuclease E RNEE/G AT2G04270 -1.68 -0.75 -2.79 0.0278364 0.1587022 -3.67 FALSE
264572_at  unknown protein ESTs gb|AA042--- AT1G05320 -1.41 -0.49 -2.79 0.027821 0.1587022 -3.67 FALSE
254255_at  serine/threonine kinase - like pro--- AT4G23220 2.37 1.25 2.79 0.0278439 0.1587022 -3.67 FALSE
245063_at Expressed protein ; supported by--- AT2G39795 -2.11 -1.08 -2.79 0.0278731 0.1587606 -3.67 FALSE
246524_at  Carboxylesterase-like protein steATPCME AT5G15860 -1.60 -0.67 -2.79 0.027887 0.1587606 -3.67 FALSE
262764_at putative cytochrome P450 monooCYP86C3 AT1G13140 1.35 0.43 2.79 0.0278637 0.1587606 -3.67 FALSE
264408_at hypothetical protein predicted by FRS11 AT1G10240 -1.35 -0.43 -2.79 0.0278892 0.1587606 -3.67 FALSE
251082_at chlorophyll a/b-binding protein CP--- AT5G01530 -1.27 -0.34 -2.79 0.0278871 0.1587606 -3.67 FALSE
254079_at  putative protein pmt2 methyltran --- AT4G25730 -1.82 -0.87 -2.79 0.0279325 0.1588324 -3.67 TRUE
250075_at putative protein --- AT5G17670 -1.78 -0.83 -2.79 0.0279367 0.1588324 -3.67 FALSE
250292_at  putative protein predicted proteinJAZ10 AT5G13220 4.23 2.08 2.79 0.0279141 0.1588324 -3.67 FALSE
248155_at  putative protein 3 (2'), 5'-bisphosAHL AT5G54390 1.46 0.55 2.79 0.0279354 0.1588324 -3.67 FALSE
247348_at beta-galactosidase (emb CAB647BGAL10 AT5G63810 -1.48 -0.57 -2.79 0.0279252 0.1588324 -3.67 FALSE
254758_at  putative protein dimethylaniline mYUC2 AT4G13260 1.88 0.91 2.79 0.0279482 0.1588582 -3.67 FALSE
261592_at  double-stranded RNA-specific ed--- AT1G01760 1.41 0.49 2.79 0.0279809 0.1590045 -3.67 FALSE
265096_at  unknown protein Location of EST--- AT1G04030 -1.43 -0.51 -2.79 0.0280161 0.1591651 -3.67 FALSE
250622_at putative transcription factor AP2 --- AT5G07310 1.32 0.41 2.79 0.0280465 0.1592118 -3.67 FALSE
267031_at hypothetical protein predicted by --- AT2G38420 -1.33 -0.42 -2.79 0.0280455 0.1592118 -3.67 FALSE
247378_at ATP-dependent RNA helicase-lik--- AT5G63120 1.54 0.62 2.79 0.0280453 0.1592118 -3.67 FALSE
246007_at Expressed protein ; supported byFTRA2 AT5G08410 -1.45 -0.54 -2.79 0.0280523 0.1592118 -3.68 FALSE
247584_at  60S ribosomal protein L12 - like --- AT5G60670 -2.17 -1.12 -2.79 0.0280886 0.1592993 -3.68 FALSE
264967_at unknown protein ;supported by fu--- AT1G67250 -1.31 -0.39 -2.79 0.028083 0.1592993 -3.68 FALSE
257879_at unknown protein --- AT3G17160 -1.69 -0.76 -2.79 0.0280778 0.1592993 -3.68 FALSE
258701_at  putative RNA helicase similar to --- AT3G09720 -1.72 -0.78 -2.79 0.028128 0.1594435 -3.68 TRUE



250089_at homeobox protein HDG9 AT5G17320 1.45 0.54 2.79 0.0281221 0.1594435 -3.68 FALSE
249187_at  cysteine proteinase RD21A simi --- AT5G43060 2.16 1.11 2.79 0.0281523 0.1595416 -3.68 FALSE
259000_at hypothetical protein predicted by --- AT3G01860 -1.97 -0.98 -2.79 0.0281812 0.1596657 -3.68 FALSE
262953_at hypothetical protein predicted by --- AT1G75670 -1.73 -0.79 -2.79 0.0282006 0.1597358 -3.68 FALSE
249269_at cell cycle control crn (crooked ne --- AT5G41770 -1.52 -0.60 -2.78 0.0282219 0.1598169 -3.68 FALSE
245246_at hypothetical protein predicted by --- AT1G44224 1.32 0.41 2.78 0.0282404 0.1598817 -3.68 FALSE
245383_at SUPERMAN like protein --- AT4G17810 -1.78 -0.83 -2.78 0.0282567 0.1599344 -3.68 FALSE
262985_s_a60s ribosomal protein l27a. similaRPL27AB AT1G23290 // -1.70 -0.77 -2.78 0.0282799 0.1600258 -3.68 FALSE
259754_at hypothetical protein predicted by --- AT1G71090 -1.41 -0.49 -2.78 0.0282989 0.1600935 -3.68 FALSE
259001_at hypothetical protein predicted by --- AT3G01960 -2.37 -1.24 -2.78 0.0283124 0.1601304 -3.68 FALSE
265492_at hypothetical protein AGL95 AT2G15660 1.36 0.44 2.78 0.0283311 0.1601965 -3.69 FALSE
247612_at  ATPase - like protein ATPase, S--- AT5G60730 -1.40 -0.48 -2.78 0.028431 0.1604827 -3.69 FALSE
258544_at disease resistance gene (RPM1) RPM1 AT3G07040 1.76 0.81 2.78 0.0283973 0.1604827 -3.69 FALSE
264101_at unknown protein similar to putativHAC1 AT1G79000 -1.45 -0.54 -2.78 0.0284038 0.1604827 -3.69 FALSE
246800_at  glycine hydroxymethyltransferasSHM2 AT5G26780 -1.48 -0.56 -2.78 0.0284269 0.1604827 -3.69 FALSE
255783_at hypothetical protein contains Pfa iqd32 AT1G19870 -1.60 -0.67 -2.78 0.0283985 0.1604827 -3.69 FALSE
253832_at Expressed protein ; supported by--- AT4G27654 2.50 1.32 2.78 0.028424 0.1604827 -3.69 FALSE
250458_s_aACTIN 2/7 (sp|P53492)  ; suppor ACT7 AT5G09810 -1.28 -0.36 -2.78 0.0284211 0.1604827 -3.69 FALSE
264466_at Expressed protein ; supported by--- AT1G10380 -1.95 -0.97 -2.78 0.0284395 0.1604912 -3.69 FALSE
266463_at hypothetical protein predicted by --- AT2G47840 -1.42 -0.51 -2.78 0.02845 0.1605106 -3.69 FALSE
258811_at unknown protein similar to putativ--- AT3G03990 1.64 0.72 2.78 0.0284703 0.1605259 -3.69 TRUE
249365_at  putative protein predicted protein--- AT5G40600 -1.36 -0.44 -2.78 0.028463 0.1605259 -3.69 FALSE
259922_at  protein phosphatase 2C (AtP2C-HAB1 AT1G72770 1.62 0.70 2.78 0.0284738 0.1605259 -3.69 FALSE
257333_at cytochrome c oxidase subunit 1 --- --- 1.88 0.91 2.78 0.0284941 0.160537 -3.69 TRUE
245597_at salt-inducible protein homolog --- AT4G14190 -1.36 -0.44 -2.78 0.028511 0.160537 -3.69 FALSE
265384_at unknown protein  ;supported by f --- AT2G20760 1.29 0.36 2.78 0.0284863 0.160537 -3.69 FALSE
259349_at unknown protein  ; supported by ATAPRL5 AT3G03860 -1.32 -0.40 -2.78 0.0285045 0.160537 -3.69 FALSE
249446_at  receptor protein kinase -like prot --- AT5G39390 1.34 0.42 2.78 0.0285044 0.160537 -3.69 FALSE
256568_at hypothetical protein  ;supported b--- AT3G19520 -1.34 -0.43 -2.78 0.0285357 0.1606368 -3.69 FALSE
260029_at  endoplasmic reticulum alpha-ma--- AT1G30000 1.32 0.40 2.78 0.0285734 0.1607299 -3.69 FALSE
263289_at  ubiquitin extension protein (UBQ--- AT2G36170 -1.79 -0.84 -2.78 0.0285654 0.1607299 -3.69 FALSE
259607_at  P-glycoprotein, putative similar t PGP13 AT1G27940 -1.28 -0.36 -2.78 0.028572 0.1607299 -3.69 FALSE
260822_at  RNA polymerase, putative simila--- AT1G06790 -1.35 -0.44 -2.78 0.0285834 0.1607462 -3.69 FALSE
258359_s_aputative glycolate oxidase similar--- AT3G14415 // -1.48 -0.56 -2.78 0.0285929 0.1607602 -3.69 FALSE
251657_at  putative protein MULTICOPY SU--- AT3G57000 -1.70 -0.76 -2.77 0.0286151 0.1608453 -3.70 FALSE



251478_at  putative protein SF16 protein, poIQD13 AT3G59690 1.31 0.39 2.77 0.0286343 0.1608884 -3.70 FALSE
264818_at hypothetical protein similar to hypNAF1 AT1G03530 -1.99 -0.99 -2.77 0.0286369 0.1608884 -3.70 FALSE
259775_at hypothetical protein predicted by --- AT1G29530 -1.71 -0.78 -2.77 0.0286446 0.1608921 -3.70 FALSE
260575_at hypothetical protein predicted by --- AT2G47300 -1.38 -0.47 -2.77 0.0286848 0.1610786 -3.70 FALSE
245635_at  zinc finger protein ID1, putative sAtIDD16 AT1G25250 1.29 0.37 2.77 0.028723 0.1611741 -3.70 FALSE
257279_at unknown protein  ;supported by f --- AT3G14430 -1.37 -0.45 -2.77 0.028723 0.1611741 -3.70 FALSE
251204_at  putative protein HMW prekininogAT3G63095--- 1.39 0.48 2.77 0.0287131 0.1611741 -3.70 FALSE
256017_at unknown protein ;supported by fuJAZ1 AT1G19180 2.71 1.44 2.77 0.0287302 0.1611748 -3.70 FALSE
251161_at  putative protein hypothetical pro --- AT3G63290 -1.40 -0.48 -2.77 0.0287456 0.1612214 -3.70 FALSE
251255_at  putative protein early nodule-spe--- AT3G62280 1.30 0.38 2.77 0.0287892 0.1613599 -3.70 FALSE
250214_at endoxyloglucan transferase (dbj| EXGT-A4 AT5G13870 -1.45 -0.54 -2.77 0.0287915 0.1613599 -3.70 FALSE
255364_s_aputative fibrillin  ; supported by fu--- AT4G04020 // 1.50 0.59 2.77 0.0287856 0.1613599 -3.70 FALSE
258454_at putative 40S ribosomal protein S RPS10 AT3G22300 -1.56 -0.64 -2.77 0.0288006 0.1613712 -3.70 FALSE
258041_at Expressed protein ; supported byZML1 AT3G21175 -1.39 -0.47 -2.77 0.0288371 0.1614571 -3.70 FALSE
258981_at hypothetical protein predicted by --- AT3G08880 -1.30 -0.38 -2.77 0.028835 0.1614571 -3.70 FALSE
250359_at  putative protein predicted protein--- AT5G11350 -1.33 -0.41 -2.77 0.0288535 0.1614571 -3.70 FALSE
259792_at unknown protein ; supported by cCAD1 AT1G29690 2.47 1.31 2.77 0.0288494 0.1614571 -3.70 FALSE
251315_at  putative protein protein kinase h --- AT3G61410 1.44 0.52 2.77 0.0288394 0.1614571 -3.70 FALSE
251846_at histone H2A.F/Z  ;supported by fuHTA11 AT3G54560 -2.70 -1.43 -2.77 0.0288584 0.1614571 -3.70 FALSE
264169_at hypothetical protein predicted by --- AT1G02020 -1.26 -0.33 -2.77 0.0288941 0.161594 -3.71 FALSE
260979_at  MAP kinase ATMPK9, putative sATMPK18 AT1G53510 -1.34 -0.42 -2.77 0.0288971 0.161594 -3.71 FALSE
251174_at  putative protein latex protein allePLP9 AT3G63200 1.91 0.93 2.77 0.0289056 0.1616022 -3.71 TRUE
247372_at unknown protein  ;supported by f --- AT5G63280 -1.62 -0.70 -2.77 0.028961 0.161872 -3.71 FALSE
254852_at  putative disease resistance proteWRKY19 AT4G12020 1.28 0.36 2.77 0.0289931 0.1620119 -3.71 FALSE
250234_at  transaldolase - like protein trans --- AT5G13420 1.57 0.65 2.77 0.0290092 0.1620623 -3.71 FALSE
258076_at  50S ribosomal protein L15, chlorRPL15 AT3G25920 -1.57 -0.65 -2.76 0.029024 0.1620643 -3.71 TRUE
258559_at putative transcriptional regulator ATCHR12 AT3G06010 -1.48 -0.56 -2.76 0.0290257 0.1620643 -3.71 TRUE
263914_at unknown protein AtGRF3 AT2G36400 -1.76 -0.81 -2.76 0.0290309 0.1620643 -3.71 FALSE
265235_s_ahypothetical protein --- AT2G07719 1.41 0.49 2.76 0.029044 0.1620978 -3.71 FALSE
265129_at  putative zinc finger protein similaSUF4 AT1G30970 1.39 0.47 2.76 0.0290586 0.1621385 -3.71 FALSE
266402_at hypothetical protein predicted by --- AT2G38780 -1.66 -0.73 -2.76 0.0290655 0.1621385 -3.71 FALSE
262225_at  pectinesterase, putative similar tATPME1 AT1G53840 1.95 0.97 2.76 0.0290838 0.1621522 -3.71 TRUE
266240_at putative RNA-binding protein  ; su--- AT2G29580 -1.27 -0.35 -2.76 0.0290833 0.1621522 -3.71 FALSE
262640_at hypothetical protein --- AT1G62760 11.48 3.52 2.76 0.0290893 0.1621522 -3.71 FALSE
261747_at unknown protein similar to putativ--- AT1G08350 -1.51 -0.59 -2.76 0.029114 0.1621663 -3.71 FALSE



256435_at putative leucoanthocyanidin diox --- AT3G11180 1.38 0.47 2.76 0.0291159 0.1621663 -3.71 FALSE
262820_at  putative obtusifoliol 14-alpha demCYP51G1 AT1G11680 -1.36 -0.44 -2.76 0.0291129 0.1621663 -3.71 FALSE
264793_at  unknown protein similar to beta- --- AT1G08660 -1.58 -0.66 -2.76 0.0291203 0.1621663 -3.71 FALSE
254911_at putative protein  ;supported by fu --- AT4G11100 -1.34 -0.42 -2.76 0.0291542 0.1622271 -3.71 FALSE
262721_at  thioredoxin, putative similar to thAty2 AT1G43560 -1.46 -0.54 -2.76 0.0291584 0.1622271 -3.71 FALSE
265863_at putative membrane protein VIT1 AT2G01770 1.49 0.58 2.76 0.0291596 0.1622271 -3.71 FALSE
249606_at  putative protein DNA-binding proRVE2 AT5G37260 1.38 0.47 2.76 0.0291553 0.1622271 -3.71 FALSE
265036_at  unknown protein Contains similaPRP39 AT1G04080 -1.32 -0.40 -2.76 0.0291772 0.1622852 -3.71 FALSE
255556_at  putative NifU-like metallocluster NFU1 AT4G01940 -1.50 -0.58 -2.76 0.0291859 0.1622943 -3.72 FALSE
260380_at hypothetical protein predicted by --- AT1G73870 -1.90 -0.92 -2.76 0.0291979 0.1623211 -3.72 FALSE
257828_at unknown protein --- AT3G26670 1.75 0.81 2.76 0.0292086 0.162341 -3.72 FALSE
253992_at putative protein  ;supported by fu --- AT4G26060 1.39 0.48 2.76 0.0292366 0.1623779 -3.72 FALSE
266662_at hypothetical protein predicted by --- AT2G25830 -1.51 -0.59 -2.76 0.029225 0.1623779 -3.72 FALSE
252121_at  GDP-D-mannose-4,6-dehydrata MUR1 AT3G51160 1.86 0.90 2.76 0.0292338 0.1623779 -3.72 FALSE
249757_at Expressed protein ; supported by--- AT5G24316 1.42 0.51 2.76 0.0292955 0.1626658 -3.72 FALSE
264838_at putative AHP2 similar to GB:BAAAHP5 AT1G03430 -1.27 -0.34 -2.76 0.0293068 0.162689 -3.72 FALSE
257509_at unknown protein --- AT1G63190 -1.40 -0.48 -2.76 0.0293374 0.1627961 -3.72 FALSE
246040_at peptidyl-prolyl cis-trans isomeras --- AT5G19370 -1.36 -0.44 -2.76 0.0293404 0.1627961 -3.72 FALSE
257659_at Expressed protein ; supported by--- AT3G13226 -1.30 -0.38 -2.76 0.029369 0.1629152 -3.72 FALSE
250837_at  8-amino-7-oxononanoate synthaATBIOF AT5G04620 -1.50 -0.58 -2.76 0.0294119 0.1631137 -3.72 FALSE
259734_at unknown protein similar to GB:AA--- AT1G77500 2.01 1.01 2.76 0.0294273 0.163159 -3.72 FALSE
245882_at  mitochondrial carrier-like protein DIC3 AT5G09470 1.43 0.51 2.75 0.0294348 0.1631613 -3.72 FALSE
252459_s_a 1-phosphatidylinositol-4,5-bisphoPLC9 AT3G47220 // 1.31 0.39 2.75 0.0294819 0.1633031 -3.73 FALSE
256503_at myb-related protein similar to GI: ATRL6 AT1G75250 -3.17 -1.66 -2.75 0.0294713 0.1633031 -3.73 FALSE
259258_at  putative ribulose-1,5-bisphospha--- AT3G07670 -1.72 -0.78 -2.75 0.02948 0.1633031 -3.73 FALSE
244901_at hypothetical protein --- ATMG00640 1.42 0.50 2.75 0.0295314 0.1634105 -3.73 TRUE
264476_at hypothetical protein contains sim PGSIP2 AT1G77130 -1.43 -0.52 -2.75 0.0295307 0.1634105 -3.73 FALSE
257395_at putative salt-inducible protein --- AT2G15630 -1.52 -0.60 -2.75 0.0295185 0.1634105 -3.73 FALSE
261036_at  developmentally regulated GTP-ATDRG1 AT1G17470 -1.31 -0.39 -2.75 0.0295635 0.1634105 -3.73 FALSE
253695_at arginine methyltransferase (pam1PRMT11 AT4G29510 -1.57 -0.65 -2.75 0.0295658 0.1634105 -3.73 FALSE
262046_at hypothetical protein predicted by OFP14 AT1G79960 1.48 0.57 2.75 0.0295524 0.1634105 -3.73 FALSE
264421_at ribosomal protein identical to riboARP1 AT1G43170 -1.57 -0.65 -2.75 0.0295514 0.1634105 -3.73 FALSE
266252_at hypothetical protein predicted by --- AT2G27520 1.37 0.46 2.75 0.0295615 0.1634105 -3.73 FALSE
256576_at  zinc finger protein (PMZ), putativPMZ AT3G28210 2.80 1.48 2.75 0.029516 0.1634105 -3.73 FALSE
248795_at Myb-related transcription activato--- AT5G47390 -1.30 -0.38 -2.75 0.0296032 0.1634193 -3.73 FALSE



251854_at  putative protein various predicte --- AT3G54800 1.33 0.42 2.75 0.0295801 0.1634193 -3.73 FALSE
249396_at DegP protease contains similarityDegP9 AT5G40200 -1.31 -0.39 -2.75 0.0295964 0.1634193 -3.73 FALSE
245456_at disease resistance RPP5 like proRPP5 AT4G16950 1.46 0.54 2.75 0.0295874 0.1634193 -3.73 FALSE
246439_at  RING-H2 zinc finger protein-like --- AT5G17600 -2.38 -1.25 -2.75 0.0296013 0.1634193 -3.73 FALSE
252430_at  CHLOROPHYLL A-B BINDING LHCA4 AT3G47470 -1.46 -0.55 -2.75 0.029639 0.1635774 -3.73 FALSE
252996_s_ageranylgeranyl pyrophosphate syGGR AT4G38460 1.42 0.51 2.75 0.0297026 0.1638887 -3.73 FALSE
246555_at  putative protein 68 kDa protein - GAUT14 AT5G15470 1.61 0.69 2.75 0.0297187 0.1639145 -3.73 FALSE
255540_at putative SecA-type chloroplast pr--- AT4G01800 -1.58 -0.66 -2.75 0.0297216 0.1639145 -3.73 FALSE
250665_at unknown protein  ;supported by f --- AT5G06980 -1.49 -0.57 -2.75 0.0298105 0.1642457 -3.74 TRUE
257074_at unknown protein --- AT3G19660 1.89 0.92 2.75 0.0298069 0.1642457 -3.74 TRUE
265814_at  hypothetical protein similar to hy --- AT2G17930 -1.37 -0.45 -2.75 0.0298018 0.1642457 -3.74 FALSE
245047_at PSII 32 KDa protein --- --- -1.34 -0.42 -2.75 0.0297926 0.1642457 -3.74 FALSE
255495_at  predicted protein of unknown fun--- AT4G02720 -1.36 -0.45 -2.75 0.0298381 0.1643584 -3.74 FALSE
260442_at unknown protein  ; supported by --- AT1G68220 -1.49 -0.58 -2.74 0.029861 0.1644448 -3.74 FALSE
253572_at hypothetical protein --- AT4G31010 -1.39 -0.48 -2.74 0.029888 0.1645535 -3.74 FALSE
251616_at putative protein --- AT3G57990 -1.30 -0.38 -2.74 0.0299244 0.164714 -3.74 FALSE
247607_at  putative protein various predicte --- AT5G60960 -1.79 -0.84 -2.74 0.0299597 0.1648289 -3.74 FALSE
245227_s_agunknown protein contains non-c--- AT1G08410 -1.61 -0.69 -2.74 0.0299531 0.1648289 -3.74 FALSE
258447_at hypothetical protein predicted by --- AT3G22450 -1.31 -0.39 -2.74 0.0299907 0.1649598 -3.74 FALSE
253951_at  putative Proline synthetase asso--- AT4G26860 -1.62 -0.70 -2.74 0.0300024 0.1649842 -3.74 FALSE
247465_at RNA helicase ; supported by cDNPRH75 AT5G62190 -1.69 -0.76 -2.74 0.0300157 0.1650174 -3.74 FALSE
261604_at unknown protein contains similar --- AT1G49590 -1.42 -0.51 -2.74 0.0300237 0.1650217 -3.74 FALSE
252464_at RNA-binding protein-like protein v--- AT3G47160 -1.51 -0.59 -2.74 0.0300751 0.1651204 -3.75 FALSE
246818_at  putative protein crp1, Zea mays,EMB976 AT5G27270 -1.90 -0.92 -2.74 0.0300778 0.1651204 -3.75 FALSE
253317_at putative protein --- AT4G33960 -2.05 -1.04 -2.74 0.0300503 0.1651204 -3.74 FALSE
259612_at  60S ribosomal protein L37, puta --- AT1G52300 -1.90 -0.92 -2.74 0.0300752 0.1651204 -3.75 FALSE
247901_at ubiquinone/menaquinone biosynt--- AT5G57300 -1.34 -0.42 -2.74 0.0300609 0.1651204 -3.75 FALSE
261277_at hypothetical protein predicted by --- AT1G20230 -1.44 -0.53 -2.74 0.0301039 0.1651955 -3.75 FALSE
260874_at hypothetical protein predicted by emb2170 AT1G21390 1.44 0.53 2.74 0.030106 0.1651955 -3.75 FALSE
258953_at hypothetical protein predicted by --- AT3G01430 1.44 0.53 2.74 0.0301219 0.1652032 -3.75 TRUE
261928_at  uclacyanin II, putative similar to --- AT1G22480 1.58 0.66 2.74 0.0301178 0.1652032 -3.75 FALSE
263722_at putative vanadate resistance pro GONST1 AT2G13650 1.38 0.46 2.74 0.0301729 0.1654434 -3.75 FALSE
245076_at unknown protein GH3.3 AT2G23170 6.40 2.68 2.74 0.0301826 0.1654568 -3.75 FALSE
251228_at  beta-D-glucan exohydrolase-like--- AT3G62710 1.34 0.42 2.74 0.0301926 0.1654715 -3.75 FALSE
259411_at hypothetical protein contains Pfa --- AT1G13410 -1.36 -0.44 -2.74 0.0302077 0.165475 -3.75 FALSE



251187_at putative protein putative proteins AtATG18a AT3G62770 1.28 0.36 2.74 0.0302067 0.165475 -3.75 FALSE
251531_at  putative protein hypothetical pro --- AT3G58550 1.41 0.49 2.74 0.0302173 0.165488 -3.75 FALSE
264048_at unknown protein --- AT2G22400 -1.57 -0.65 -2.74 0.0302347 0.1655034 -3.75 FALSE
266131_at putative SCARECROW gene reg--- AT2G45160 -1.60 -0.68 -2.74 0.0302311 0.1655034 -3.75 FALSE
252163_at hypothetical protein --- AT3G50610 1.37 0.46 2.74 0.0302598 0.1656011 -3.75 FALSE
251195_at  glutaredoxin -like protein glutare --- AT3G62930 -1.70 -0.77 -2.74 0.030268 0.1656065 -3.75 FALSE
261607_at unknown protein similar to putativAtCXE5 AT1G49660 -2.24 -1.16 -2.73 0.0302766 0.1656135 -3.75 FALSE
245946_at  putative protein glyoxal oxidase --- AT5G19580 1.48 0.57 2.73 0.0303189 0.1657657 -3.75 FALSE
254643_at  putative protein DNA polymerase--- AT4G18820 -1.38 -0.47 -2.73 0.0303183 0.1657657 -3.75 FALSE
266254_at putative membrane transporter NAT12 AT2G27810 -1.50 -0.58 -2.73 0.0303598 0.1659497 -3.76 TRUE
254996_at  putative protein kinase CLV1 rec--- AT4G10390 1.49 0.57 2.73 0.0303703 0.165967 -3.76 FALSE
247249_at putative protein similar to unknow--- AT5G64670 -1.55 -0.63 -2.73 0.0304109 0.1661493 -3.76 FALSE
246868_at  protein phosphatase - like protei --- AT5G26010 1.34 0.42 2.73 0.0304226 0.1661622 -3.76 FALSE
256823_at hypothetical protein predicted by --- AT3G22220 -1.42 -0.50 -2.73 0.0304279 0.1661622 -3.76 FALSE
255305_at  putative ABC transporter similar ATABC1 AT4G04770 -1.50 -0.59 -2.73 0.0304572 0.1662824 -3.76 TRUE
247492_at  putative protein AP2 domain con--- AT5G61890 2.36 1.24 2.73 0.0304891 0.1664169 -3.76 FALSE
247698_at  putative protein predicted protein--- AT5G59830 -1.41 -0.49 -2.73 0.0305218 0.1664758 -3.76 FALSE
256246_at  betaine aldehyde dehydrogenas ALDH22a1 AT3G66658 -1.49 -0.58 -2.73 0.0305205 0.1664758 -3.76 FALSE
249395_at putative protein --- AT5G40190 -1.30 -0.37 -2.73 0.0305108 0.1664758 -3.76 FALSE
266084_at hypothetical protein predicted by --- AT2G37810 1.49 0.57 2.73 0.0305442 0.1665584 -3.76 FALSE
262941_at hypothetical protein predicted by EMB2217 AT1G79490 -1.58 -0.66 -2.73 0.0305609 0.1666095 -3.76 FALSE
265896_at unknown protein emb2410 AT2G25660 -1.37 -0.46 -2.73 0.0305826 0.1666878 -3.76 FALSE
266801_at putative nucleotide-binding prote EMB2001 AT2G22870 -1.87 -0.90 -2.73 0.0306047 0.166692 -3.76 FALSE
245341_at Expressed protein ; supported by--- AT4G16447 -2.31 -1.21 -2.73 0.0306053 0.166692 -3.76 FALSE
246247_at putative protein --- AT4G36640 2.61 1.38 2.73 0.0305983 0.166692 -3.76 FALSE
258775_at  hydroxyacylglutathione hydrolas GLY2 AT3G10850 -1.36 -0.44 -2.73 0.0306149 0.1667047 -3.76 FALSE
256644_at unknown protein similar to hypoth--- --- 1.33 0.41 2.73 0.0306247 0.1667184 -3.76 FALSE
265188_at putative aldehyde dehydrogenas ALDH2B7 AT1G23800 1.51 0.59 2.73 0.0306555 0.1668116 -3.76 FALSE
247598_at  UVB-resistance protein UVR8 - l--- AT5G60870 -1.37 -0.45 -2.73 0.0306565 0.1668116 -3.76 FALSE
253479_at  ferredoxin-NADP+ reductase - li --- AT4G32360 -1.31 -0.39 -2.73 0.03069 0.1668749 -3.77 FALSE
256587_at histone-H4-like protein similar to --- AT3G28780 1.39 0.47 2.73 0.0306878 0.1668749 -3.77 FALSE
246498_at  stearoyl-acyl carrier protein desa--- AT5G16230 2.14 1.10 2.73 0.0306844 0.1668749 -3.77 FALSE
264122_at  GTP-binding protein, ara-5 ras hARA-5 AT1G02130 -1.26 -0.33 -2.72 0.0307369 0.1670524 -3.77 FALSE
265798_at unknown protein ; supported by c--- AT2G35790 -1.60 -0.68 -2.72 0.0307501 0.1670524 -3.77 FALSE
267206_at putative dioxygenase --- AT2G30830 1.35 0.43 2.72 0.0307398 0.1670524 -3.77 FALSE



248253_at putative protein contains similarit CRF3 AT5G53290 1.33 0.41 2.72 0.030752 0.1670524 -3.77 FALSE
265025_at Expressed protein ; supported by--- AT1G24575 -1.40 -0.49 -2.72 0.0307704 0.1670955 -3.77 TRUE
266371_at calmodulin-like protein identical t --- AT2G41410 -1.89 -0.92 -2.72 0.0307904 0.1670955 -3.77 FALSE
249295_at putative protein contains similarit --- AT5G41280 1.29 0.37 2.72 0.0307963 0.1670955 -3.77 FALSE
267504_at unknown protein  ;supported by f --- AT2G45530 -1.46 -0.55 -2.72 0.0307966 0.1670955 -3.77 FALSE
261617_s_ahypothetical protein predicted by --- AT1G33090 // 1.30 0.38 2.72 0.0307952 0.1670955 -3.77 FALSE
257220_at  MYB family transcription factor (AATMYB21 AT3G27810 1.44 0.53 2.72 0.0308192 0.1671785 -3.77 FALSE
262397_at hypothetical protein predicted by --- AT1G49380 -1.70 -0.76 -2.72 0.0308453 0.1672805 -3.77 FALSE
258269_at putative acetyl-CoA carboxylase --- AT3G15690 -1.34 -0.42 -2.72 0.0308586 0.1673126 -3.77 FALSE
250465_at putative protein various predicted--- AT5G10070 -1.28 -0.36 -2.72 0.0308684 0.167326 -3.77 FALSE
259910_at putative P-type transporting ATP --- AT1G72700 1.83 0.87 2.72 0.0308769 0.1673326 -3.77 FALSE
255411_at  putative ribonucleoprotein simila --- AT4G03110 1.43 0.52 2.72 0.0309433 0.1673471 -3.77 TRUE
264615_at unknown protein  ; supported by --- AT1G04590 -1.64 -0.71 -2.72 0.0308951 0.1673471 -3.77 FALSE
254483_at  putative protein CRP1, Zea may --- AT4G20740 -1.53 -0.61 -2.72 0.0309334 0.1673471 -3.77 FALSE
247989_at pyruvate kinase  ;supported by fu--- AT5G56350 1.55 0.63 2.72 0.03094 0.1673471 -3.77 FALSE
264365_s_a unknown protein Strong similarit --- AT1G03220 // 2.19 1.13 2.72 0.0309258 0.1673471 -3.77 FALSE
267262_at putative serine carboxypeptidaseSNG1 AT2G22990 -1.56 -0.65 -2.72 0.0308911 0.1673471 -3.77 FALSE
253504_at hypothetical protein --- AT4G31960 1.25 0.32 2.72 0.0309113 0.1673471 -3.77 FALSE
266719_at MYB-related transcription factor (CCA1 AT2G46830 -1.48 -0.56 -2.72 0.0309387 0.1673471 -3.77 FALSE
245287_at imidazoleglycerol-phosphate deh--- AT4G14910 -1.55 -0.63 -2.72 0.0309456 0.1673471 -3.77 FALSE
245121_at 60S ribosomal protein L7A  ;supp--- AT2G47610 -1.82 -0.86 -2.72 0.0309962 0.1675412 -3.78 FALSE
251396_at  transketolase - like protein trans --- AT3G60750 -1.33 -0.41 -2.72 0.0309936 0.1675412 -3.78 FALSE
266185_at unknown protein --- AT2G38950 -1.32 -0.40 -2.72 0.0310289 0.1676781 -3.78 FALSE
253796_at hypothetical protein --- AT4G28460 5.02 2.33 2.72 0.0310453 0.167727 -3.78 FALSE
256889_at  PHD-finger protein, putative con ING1 AT3G24010 -1.29 -0.37 -2.72 0.0310664 0.1677386 -3.78 FALSE
265394_at predicted protein ; supported by c--- AT2G20725 -1.43 -0.52 -2.72 0.0310603 0.1677386 -3.78 FALSE
245494_at salt-inducible protein homolog --- AT4G16390 -1.40 -0.49 -2.72 0.031074 0.1677386 -3.78 FALSE
265658_at putative aspartate aminotransferaALD1 AT2G13810 3.48 1.80 2.72 0.0310769 0.1677386 -3.78 FALSE
265008_at  Mlo protein, putative similar to MMLO6 AT1G61560 3.11 1.64 2.72 0.0310951 0.1677578 -3.78 FALSE
250128_at zinc finger protein 3 (gb|AAD278 ZFN3 AT5G16540 -1.61 -0.69 -2.72 0.0310938 0.1677578 -3.78 FALSE
266471_at putative GTP-binding protein --- AT2G31060 -1.66 -0.73 -2.72 0.0311312 0.167873 -3.78 TRUE
247398_at  putative protein predicted protein--- AT5G62950 -1.43 -0.52 -2.72 0.0311312 0.167873 -3.78 FALSE
250249_at putative protein similar to unknow--- AT5G13760 1.42 0.51 2.71 0.0311841 0.1681185 -3.78 FALSE
266225_at putative membrane channel proteATOEP16-1AT2G28900 -2.13 -1.09 -2.71 0.0312295 0.1682839 -3.78 FALSE
250433_at  histone H3 - like protein histone --- AT5G10400 -1.42 -0.51 -2.71 0.0312251 0.1682839 -3.78 FALSE



260480_at Ser/Thr kinase  ;supported by ful SNRK2.4 AT1G10940 -1.27 -0.35 -2.71 0.0312437 0.1683207 -3.78 FALSE
267300_at putative glucosyltransferase --- AT2G30140 1.32 0.40 2.71 0.0312593 0.1683251 -3.78 FALSE
260190_at putative lipoxygenase similar to 1--- AT1G67560 1.69 0.76 2.71 0.0312572 0.1683251 -3.78 FALSE
246344_at putative protein predicted protein --- AT3G56730 -1.79 -0.84 -2.71 0.0312753 0.1683712 -3.79 FALSE
260365_at hypothetical protein predicted by --- AT1G70630 1.37 0.45 2.71 0.0313017 0.1684738 -3.79 FALSE
248975_at unknown protein  ; supported by --- AT5G45040 -1.37 -0.45 -2.71 0.0313313 0.1685534 -3.79 FALSE
263352_at En/Spm-like transposon protein r --- AT2G22080 -1.59 -0.67 -2.71 0.0313276 0.1685534 -3.79 FALSE
265647_at hypothetical protein predicted by --- AT2G27410 1.35 0.43 2.71 0.0313428 0.1685678 -3.79 FALSE
248249_at protein phosphatase 2C-like  ; su--- AT5G53140 -1.34 -0.43 -2.71 0.0313487 0.1685678 -3.79 FALSE
251541_at  citrate synthase -like protein citraCSY2 AT3G58750 1.53 0.61 2.71 0.0313741 0.1686643 -3.79 FALSE
247554_at  putative protein leucine zipper-coATEXO70EAT5G61010 2.26 1.18 2.71 0.0313861 0.1686892 -3.79 FALSE
251868_at  RNA polymerase 24kDa subunit RPB5E AT3G54490 1.38 0.47 2.71 0.0314066 0.1687597 -3.79 FALSE
248581_at putative protein strong similarity t--- AT5G49900 1.56 0.64 2.71 0.0314227 0.1688061 -3.79 FALSE
260128_at hypothetical protein similar to Ym--- AT1G36310 -1.39 -0.47 -2.71 0.0314336 0.1688252 -3.79 FALSE
260892_at cysteine proteinase contains sim --- AT1G29110 1.40 0.49 2.71 0.0314655 0.1688772 -3.79 FALSE
258521_at  ribosomal protein L29, putative s--- AT3G06680 -2.14 -1.10 -2.71 0.0314559 0.1688772 -3.79 FALSE
261448_at  tonoplast intrinsic protein, alpha --- AT1G21140 1.64 0.71 2.71 0.0314608 0.1688772 -3.79 FALSE
266091_at hypothetical protein predicted by emb1513 AT2G37920 -1.45 -0.54 -2.71 0.0314765 0.1688965 -3.79 FALSE
246829_at  putative protein pyruvate water dATGWD3 AT5G26570 -1.32 -0.40 -2.71 0.0314849 0.1689017 -3.79 FALSE
250423_s_a cytochrome P450 - like protein cCYP81K2 AT5G10600 // 1.31 0.39 2.71 0.0315525 0.1691452 -3.79 FALSE
246895_at  putative protein predicted proteinCID6 AT5G25540 1.33 0.41 2.71 0.0315413 0.1691452 -3.79 FALSE
252654_at similar to glycyl tRNA synthetase --- AT3G44740 -1.29 -0.37 -2.71 0.0315512 0.1691452 -3.79 FALSE
257573_at putative SF16 protein {Helianthusiqd9 AT2G33990 -1.56 -0.65 -2.71 0.0315746 0.1692237 -3.79 FALSE
253092_at  putative protein various predicte --- AT4G37380 -1.70 -0.77 -2.70 0.0316122 0.1692765 -3.80 FALSE
249200_at 5-3 exoribonuclease 2 ; supporteXRN2 AT5G42540 -1.47 -0.56 -2.70 0.0316215 0.1692765 -3.80 FALSE
252510_at  putative protein serine/threonine --- AT3G46270 1.35 0.43 2.70 0.0316195 0.1692765 -3.80 FALSE
265386_at unknown protein  ;supported by f --- AT2G20930 -1.32 -0.40 -2.70 0.0315946 0.1692765 -3.80 FALSE
263099_at putative non-LTR retroelement re--- --- 1.50 0.58 2.70 0.0316173 0.1692765 -3.80 FALSE
255580_at putative water channel protein TIP1;3 AT4G01470 1.46 0.54 2.70 0.0316419 0.169346 -3.80 FALSE
260062_at hypothetical protein contains Pfa --- AT1G73710 -1.44 -0.53 -2.70 0.0316879 0.1693959 -3.80 TRUE
260638_at unknown protein similar to putativ--- AT1G62390 -1.68 -0.75 -2.70 0.0316718 0.1693959 -3.80 FALSE
258211_at hypothetical protein predicted by --- AT3G17890 -1.51 -0.59 -2.70 0.0316884 0.1693959 -3.80 FALSE
250412_at  putative protein synaptobrevin-likATVAMP71AT5G11150 -1.48 -0.57 -2.70 0.0316866 0.1693959 -3.80 FALSE
259149_at putative phenylalanine ammonia-PAL4 AT3G10340 4.00 2.00 2.70 0.0316735 0.1693959 -3.80 FALSE
253222_at  chalcone synthase - like protein --- AT4G34850 1.27 0.35 2.70 0.0317375 0.1694714 -3.80 FALSE



257827_at unknown protein contains Pfam p--- AT3G26630 -1.68 -0.75 -2.70 0.0317315 0.1694714 -3.80 FALSE
250459_at unknown protein  ; supported by --- AT5G09860 -1.37 -0.45 -2.70 0.0317444 0.1694714 -3.80 FALSE
258863_at unknown protein similar to RNA hDCL2 AT3G03300 -1.67 -0.74 -2.70 0.031736 0.1694714 -3.80 FALSE
260639_at hypothetical protein predicted by --- AT1G53180 2.14 1.10 2.70 0.0317444 0.1694714 -3.80 FALSE
256159_at Expressed protein ; supported byJAZ8 AT1G30135 3.97 1.99 2.70 0.0317471 0.1694714 -3.80 FALSE
254035_at  putative phosphatidylserine decaPSD3 AT4G25970 // -1.35 -0.43 -2.70 0.0318396 0.1696873 -3.80 FALSE
261507_at  RIBOSOMAL PROTEIN, putativ --- AT1G71720 -1.34 -0.42 -2.70 0.0318364 0.1696873 -3.80 FALSE
262645_at unknown protein similar to elongaSCO1 AT1G62750 -1.48 -0.56 -2.70 0.0318386 0.1696873 -3.80 FALSE
246522_at  bZIP DNA-binding protein-like puAtbZIP3 AT5G15830 -2.22 -1.15 -2.70 0.0318145 0.1696873 -3.80 FALSE
246345_at  calcium-dependent protein kinas--- AT3G56760 -1.47 -0.56 -2.70 0.0318203 0.1696873 -3.80 FALSE
252200_at  anthranilate N-hydroxycinnamoy--- AT3G50280 2.51 1.32 2.70 0.031827 0.1696873 -3.80 FALSE
252534_at  Myb DNA binding protein -like MMYB111 AT3G46130 -1.33 -0.42 -2.70 0.0318258 0.1696873 -3.80 FALSE
261879_at  cytochrome P450, putative similaCYP705A27AT1G50520 1.31 0.39 2.70 0.0318732 0.1698264 -3.80 FALSE
259014_at putative glucan endo-1-3-beta-glu--- AT3G07320 1.62 0.69 2.70 0.0318873 0.1698367 -3.80 TRUE
261609_at unknown protein similar to MAP3--- AT1G49740 1.64 0.72 2.70 0.03189 0.1698367 -3.80 FALSE
259763_at unknown protein similar to GB:AA--- AT1G77630 -1.60 -0.68 -2.70 0.0319291 0.1700051 -3.81 FALSE
251074_at  putative protein hypothetical pro --- AT5G01800 1.42 0.51 2.70 0.0319442 0.170046 -3.81 FALSE
253248_at Putative S-phase-specific ribosom--- AT4G34670 -2.16 -1.11 -2.70 0.0319689 0.1701376 -3.81 FALSE
250202_at putative protein similar to unknow--- AT5G13970 -1.41 -0.50 -2.70 0.0319857 0.1701878 -3.81 FALSE
251033_at hypothetical protein  ;supported b--- AT5G01960 1.27 0.34 2.70 0.0319989 0.1702181 -3.81 FALSE
257840_at  protein kinase, putative containsAGC2-1 AT3G25250 4.61 2.20 2.70 0.0320247 0.1703156 -3.81 FALSE
246095_at  homeotic gene regulator - like pr--- AT5G19310 -1.63 -0.71 -2.69 0.0320519 0.1704204 -3.81 FALSE
254956_at  putative protein various predicte --- AT4G10850 1.30 0.38 2.69 0.0320616 0.1704292 -3.81 FALSE
262558_at Expressed protein ; supported by--- AT1G31335 -1.40 -0.48 -2.69 0.0320759 0.1704292 -3.81 FALSE
264878_at unknown protein --- AT2G17410 -1.29 -0.37 -2.69 0.0320756 0.1704292 -3.81 FALSE
263288_at cyclophilin-like protein  ;supporte --- AT2G36130 -1.44 -0.53 -2.69 0.0321085 0.1705623 -3.81 FALSE
259334_at unknown protein similar to hect d--- AT3G03790 1.57 0.65 2.69 0.0321353 0.1706651 -3.81 FALSE
247886_at branched-chain amino acid amin --- AT5G57850 -1.54 -0.62 -2.69 0.0321566 0.1706915 -3.81 FALSE
246026_at putative protein predicted protein --- AT5G21070 -1.35 -0.43 -2.69 0.0321627 0.1706915 -3.81 FALSE
250146_at  putative protein polypeptide defoPDF1B AT5G14660 -1.66 -0.73 -2.69 0.0321586 0.1706915 -3.81 FALSE
256852_at unknown protein contains Pfam pATRANGAPAT3G18610 -1.54 -0.62 -2.69 0.0321956 0.1707132 -3.81 TRUE
258160_at  glutamine synthetase, putative sGLN1.3 AT3G17820 1.72 0.78 2.69 0.0321864 0.1707132 -3.81 FALSE
263975_at hypothetical protein predicted by --- AT2G42710 -1.39 -0.48 -2.69 0.0321954 0.1707132 -3.81 FALSE
253624_at  putative protein 2-acylglycerophoATS2 AT4G30580 -1.47 -0.56 -2.69 0.0321968 0.1707132 -3.81 FALSE
261893_at unknown protein ;supported by fu--- AT1G80690 1.35 0.44 2.69 0.0322314 0.170729 -3.82 FALSE



262055_at unknown protein ; supported by f --- AT1G79970 1.31 0.39 2.69 0.0322447 0.170729 -3.82 FALSE
247339_at unknown protein --- AT5G63690 -1.44 -0.52 -2.69 0.0322258 0.170729 -3.82 FALSE
264013_at unknown protein FIO1 AT2G21070 -1.27 -0.34 -2.69 0.0322333 0.170729 -3.82 FALSE
250170_at  putative protein ribulose-1,5-bisp--- AT5G14260 -1.41 -0.49 -2.69 0.0322441 0.170729 -3.82 FALSE
267077_at unknown protein similar to cytosk--- AT2G40970 -1.51 -0.59 -2.69 0.0322314 0.170729 -3.82 FALSE
253387_at  P-Protein - like protein P-ProteinAtGLDP1 AT4G33010 -1.92 -0.94 -2.69 0.0322672 0.1708086 -3.82 FALSE
251658_at putative protein strictosidine synt --- AT3G57020 2.07 1.05 2.69 0.032352 0.171181 -3.82 TRUE
252509_at  putative protein serine/threonine --- AT3G46240 1.27 0.34 2.69 0.0323525 0.171181 -3.82 FALSE
246830_at  chaperonin gamma chain - like p--- AT5G26360 -1.76 -0.82 -2.69 0.0323632 0.1711813 -3.82 TRUE
245644_at unknown protein similar to putativ--- AT1G25320 -1.43 -0.51 -2.69 0.0323901 0.1711813 -3.82 FALSE
246910_at  exonuclease - like protein ribonu--- AT5G25800 -1.59 -0.67 -2.69 0.0323753 0.1711813 -3.82 FALSE
257533_at putative alpha/beta hydrolase con--- AT3G10840 -1.71 -0.77 -2.69 0.0323855 0.1711813 -3.82 FALSE
262286_at Expressed protein ; supported by--- AT1G68585 -1.89 -0.92 -2.69 0.032375 0.1711813 -3.82 FALSE
254606_at  nodulin-26 - like protein major in NLM1 AT4G19030 1.29 0.37 2.69 0.0324131 0.1712634 -3.82 FALSE
253366_at  putative protein predicted protein--- AT4G33180 1.49 0.57 2.69 0.0324447 0.1713905 -3.82 FALSE
262800_at  putative ATP-dependent RNA heemb1507 AT1G20960 -1.37 -0.46 -2.69 0.0324668 0.1714674 -3.82 FALSE
248045_at HEAT SHOCK PROTEIN 81-2 (HHSP81-2 AT5G56030 2.18 1.12 2.68 0.0325077 0.1716438 -3.82 FALSE
256919_at hypothetical protein predicted by --- AT3G18970 -1.40 -0.48 -2.68 0.03254 0.1717262 -3.82 FALSE
251132_at  putative protein Myb-related tran--- AT5G01200 -1.52 -0.60 -2.68 0.0325421 0.1717262 -3.83 FALSE
261652_at  dimethyladenosine transferase, PFC1 AT1G01860 -1.40 -0.49 -2.68 0.0325459 0.1717262 -3.83 FALSE
267268_at hypothetical protein predicted by --- AT2G02570 -1.36 -0.45 -2.68 0.0326079 0.1718636 -3.83 FALSE
250854_at  aspartyl aminopeptidase -like pro--- AT5G04710 -1.45 -0.54 -2.68 0.0325821 0.1718636 -3.83 FALSE
248649_at putative protein contains similarit APRR4 AT5G49240 1.40 0.48 2.68 0.032609 0.1718636 -3.83 FALSE
248030_at transcription regulator Sir2-like prSRT1 AT5G55760 -1.52 -0.61 -2.68 0.0326096 0.1718636 -3.83 FALSE
265840_at hypothetical protein predicted by --- AT2G14530 -1.46 -0.55 -2.68 0.0325898 0.1718636 -3.83 FALSE
258350_at unknown protein similar to serineCIPK1 AT3G17510 1.91 0.93 2.68 0.0326184 0.1718702 -3.83 FALSE
247106_at WD repeat protein-like ;supported--- AT5G66240 -1.39 -0.47 -2.68 0.0326456 0.1719669 -3.83 FALSE
254063_at  receptor kinase-like protein rece --- AT4G25390 1.92 0.94 2.68 0.0326518 0.1719669 -3.83 FALSE
255699_at putative pectinesterase PME38 AT4G00190 1.30 0.38 2.68 0.0326802 0.1719771 -3.83 FALSE
255890_at rhodanese-like family protein pre --- AT1G17850 -1.69 -0.76 -2.68 0.0326727 0.1719771 -3.83 FALSE
250130_at amylogenin; reversibly glycosylat--- AT5G16510 1.51 0.60 2.68 0.0326839 0.1719771 -3.83 FALSE
247150_at putative protein similar to unknow--- AT5G65650 -1.45 -0.54 -2.68 0.0326792 0.1719771 -3.83 FALSE
254368_at DNA-directed RNA polymerase ( NRPB2 AT4G21710 -1.33 -0.41 -2.68 0.0327084 0.1720659 -3.83 FALSE
246460_at  cellulose synthase catalytic subuCSLD2 AT5G16910 1.66 0.73 2.68 0.0327495 0.1722426 -3.83 FALSE
259660_at unknown protein ; supported by f --- AT1G55260 3.07 1.62 2.68 0.032793 0.1722597 -3.83 TRUE



260129_at hypothetical protein similar to van--- AT1G36380 -1.31 -0.39 -2.68 0.0327889 0.1722597 -3.83 FALSE
245303_at hypothetical protein ; supported b--- AT4G17010 -1.31 -0.39 -2.68 0.0327765 0.1722597 -3.83 FALSE
262285_at hypothetical protein predicted by --- AT1G68680 -1.33 -0.42 -2.68 0.0327942 0.1722597 -3.83 FALSE
265169_x_aunknown protein --- AT1G23720 1.36 0.45 2.68 0.0328008 0.1722597 -3.83 FALSE
266878_at putative RING zinc finger protein --- AT2G44580 1.36 0.44 2.68 0.0328056 0.1722597 -3.83 FALSE
251302_at  RAV-like protein DNA-binding prNGA2 AT3G61970 -1.26 -0.34 -2.68 0.0327896 0.1722597 -3.83 FALSE
248172_at unknown protein  ;supported by f --- AT5G54660 -1.74 -0.80 -2.68 0.0328518 0.1724506 -3.83 TRUE
264042_at putative steroid sulfotransferase  ST AT2G03760 4.00 2.00 2.68 0.0328571 0.1724506 -3.83 FALSE
265029_at  zinc finger protein 7, ZFP7  ; supZFP7 AT1G24625 -1.53 -0.61 -2.68 0.0328811 0.1725368 -3.84 FALSE
255817_at unknown protein  ;supported by f PDLP3 AT2G33330 -1.86 -0.90 -2.68 0.0329199 0.1726305 -3.84 TRUE
248531_at putative protein contains similarit --- AT5G49950 1.37 0.45 2.68 0.0329216 0.1726305 -3.84 FALSE
264970_at  glyoxalase I, putative similar to g--- AT1G67280 -1.32 -0.40 -2.68 0.0329082 0.1726305 -3.84 FALSE
256145_at  lipid transfer protein, putative sim--- AT1G48750 2.09 1.06 2.68 0.0329513 0.1726687 -3.84 TRUE
253171_at putative protein  ;supported by fu --- AT4G35040 -1.41 -0.50 -2.68 0.0329516 0.1726687 -3.84 FALSE
246803_at tSNARE AtTLG2a  ; supported bySYP41 AT5G26980 -1.33 -0.41 -2.68 0.0329451 0.1726687 -3.84 FALSE
256489_at unknown protein --- AT1G31550 1.27 0.35 2.67 0.0329973 0.1728409 -3.84 FALSE
254121_at  putative protein putative protein --- AT4G24760 -1.73 -0.79 -2.67 0.0329997 0.1728409 -3.84 FALSE
263558_at putative phosphatidylinositol/pho --- AT2G16380 -1.52 -0.60 -2.67 0.0330523 0.1730771 -3.84 FALSE
247816_at similar to unknown protein (pir||S --- AT5G58260 -1.99 -0.99 -2.67 0.0330605 0.1730804 -3.84 TRUE
254012_at  putative ribosomal protein riboso--- AT4G26230 -1.81 -0.85 -2.67 0.0330787 0.1731358 -3.84 FALSE
255291_at putative calcium dependent proteCPK27 AT4G04700 1.40 0.48 2.67 0.0330919 0.1731651 -3.84 FALSE
255095_at MEKK1/MAP kinase kinase kinasMEKK1 AT4G08500 1.58 0.66 2.67 0.033104 0.1731887 -3.84 FALSE
252608_at  putative protein 2-phosphoglyce --- AT3G45090 1.40 0.48 2.67 0.0331205 0.1732354 -3.84 FALSE
258693_at unknown protein --- AT3G08650 1.29 0.37 2.67 0.0331578 0.1733905 -3.84 FALSE
265903_at putative potassium transporter/chSPIK AT2G25600 1.31 0.39 2.67 0.0331861 0.1734987 -3.84 FALSE
250798_at peroxidase --- AT5G05340 6.16 2.62 2.67 0.0332415 0.1735853 -3.85 FALSE
247706_at putative ripening-related protein ---- AT5G59480 2.04 1.03 2.67 0.0332407 0.1735853 -3.85 FALSE
266241_s_ahypothetical protein predicted by --- AT2G27800 // -1.39 -0.48 -2.67 0.0332172 0.1735853 -3.85 FALSE
253582_at Expressed protein ;supported by --- AT4G30670 -1.56 -0.64 -2.67 0.0332555 0.1735853 -3.85 FALSE
263714_at putative tyrosine aminotransferasSUR1 AT2G20610 1.79 0.84 2.67 0.033252 0.1735853 -3.85 FALSE
256633_at unknown protein GATL10 AT3G28340 4.30 2.11 2.67 0.0332559 0.1735853 -3.85 FALSE
266811_at unknown protein --- AT2G44850 -1.33 -0.41 -2.67 0.0332341 0.1735853 -3.85 FALSE
257250_at  transfactor, putative similar to GB--- AT3G24120 -1.37 -0.45 -2.67 0.0333169 0.1738637 -3.85 FALSE
262162_at unknown protein ;supported by fu--- AT1G78020 -1.50 -0.58 -2.67 0.0333258 0.1738703 -3.85 TRUE
267644_s_aunknown protein highly similar to --- AT2G32870 // -1.58 -0.66 -2.67 0.0333419 0.1739149 -3.85 FALSE



255829_at putative potassium transporter  ; KT2 AT2G40540 -1.29 -0.36 -2.67 0.033354 0.1739378 -3.85 FALSE
263239_at amidophosphoribosyltransferase ATASE1 AT2G16570 1.39 0.47 2.67 0.0333616 0.1739378 -3.85 FALSE
260102_at unknown protein --- AT1G35470 -1.41 -0.50 -2.67 0.0333702 0.1739428 -3.85 FALSE
263973_at 60S ribosomal protein L11B RPL16A AT2G42740 -1.69 -0.76 -2.67 0.0333803 0.1739559 -3.85 FALSE
246572_at  putative protein predicted protein--- AT5G15010 -1.37 -0.46 -2.67 0.0333959 0.1739785 -3.85 FALSE
259091_at hypothetical protein predicted by --- AT3G04890 -1.39 -0.47 -2.67 0.0333999 0.1739785 -3.85 FALSE
251469_at  putative protein strictosidine syn --- AT3G59530 1.31 0.39 2.66 0.0334359 0.1741262 -3.85 FALSE
254076_at  putative protein immunophilin FK--- AT4G25340 -1.75 -0.81 -2.66 0.033492 0.1741364 -3.85 TRUE
267506_at unknown protein  ;supported by f --- AT2G45520 -1.31 -0.39 -2.66 0.033486 0.1741364 -3.85 FALSE
265092_at hypothetical protein predicted by --- AT1G03910 -1.29 -0.37 -2.66 0.0334708 0.1741364 -3.85 FALSE
263931_at unknown protein  ;supported by f --- AT2G36220 2.18 1.12 2.66 0.0334648 0.1741364 -3.85 FALSE
257926_at unknown protein contains Pfam p--- AT3G23280 -1.27 -0.34 -2.66 0.0334955 0.1741364 -3.85 FALSE
259364_at DNA-binding protein RAV1 identiRAV1 AT1G13260 -1.42 -0.50 -2.66 0.0334989 0.1741364 -3.85 FALSE
265844_at putative receptor-like protein kinaFEI2 AT2G35620 -1.55 -0.63 -2.66 0.0334785 0.1741364 -3.85 FALSE
256708_at hypothetical protein predicted by --- AT3G30320 1.30 0.38 2.66 0.0334478 0.1741364 -3.85 FALSE
253337_at  putative protein acetylpolyaminehda14 AT4G33470 -1.67 -0.74 -2.66 0.0335119 0.1741425 -3.85 FALSE
249324_at cytochrome c1 precursor  ; suppo--- AT5G40810 -1.28 -0.36 -2.66 0.033523 0.1741425 -3.85 FALSE
258661_at unknown protein --- AT3G02930 2.02 1.01 2.66 0.0335156 0.1741425 -3.85 FALSE
251942_at  ABC transporter - like protein PDPDR9 AT3G53480 2.35 1.24 2.66 0.0335419 0.1742011 -3.86 FALSE
254111_at  putative protein acid phosphatasPAP24 AT4G24890 1.59 0.67 2.66 0.0335645 0.1742785 -3.86 FALSE
253424_at putative protein ; supported by cD--- AT4G32330 -1.46 -0.54 -2.66 0.0336176 0.1745012 -3.86 TRUE
258560_at hypothetical protein predicted by --- AT3G06020 1.53 0.61 2.66 0.0336303 0.1745012 -3.86 FALSE
250626_at  putative protein p100 co-activato--- AT5G07350 1.35 0.43 2.66 0.0336293 0.1745012 -3.86 FALSE
256089_at hypothetical protein predicted by --- AT1G20830 -1.58 -0.66 -2.66 0.0336703 0.1746005 -3.86 FALSE
254641_at  ras-like GTP-binding protein stroATRABA1DAT4G18800 1.60 0.68 2.66 0.0336724 0.1746005 -3.86 FALSE
261416_at  ribosomal protein S15 identical t RPS15A AT1G07770 -1.83 -0.87 -2.66 0.0336572 0.1746005 -3.86 FALSE
256428_at putative disease resistance proteAtRLP35 AT3G11080 1.71 0.77 2.66 0.033697 0.1746088 -3.86 FALSE
248664_at peptidyl-prolyl cis-trans isomerasFKBP15-2 AT5G48580 -1.55 -0.64 -2.66 0.0336914 0.1746088 -3.86 FALSE
253816_at hypothetical protein  ;supported bemb1923 AT4G28210 -1.43 -0.52 -2.66 0.0336951 0.1746088 -3.86 FALSE
261864_s_a10-formyltetrahydrofolate synthetTHFS AT1G50480 // -1.38 -0.46 -2.66 0.0337295 0.1746474 -3.86 FALSE
246423_at  putative protein ribosomal protei --- AT5G16950 -1.48 -0.57 -2.66 0.0337189 0.1746474 -3.86 FALSE
251725_at putative protein --- AT3G56260 1.62 0.69 2.66 0.033735 0.1746474 -3.86 FALSE
255449_at hypothetical protein --- AT4G02820 -1.51 -0.59 -2.66 0.0337289 0.1746474 -3.86 FALSE
260425_at  hypothetical protein similar to CCEDA25 AT1G72440 -2.05 -1.03 -2.66 0.0337671 0.1746942 -3.86 TRUE
254323_at  putative protein auxin-induced p --- AT4G22620 2.01 1.01 2.66 0.0337562 0.1746942 -3.86 FALSE



254532_at  putative protein regulatory proteiNPR4 AT4G19660 1.65 0.72 2.66 0.0337647 0.1746942 -3.86 FALSE
263221_at UDP-galactose 4-epimerase-like MUR4 AT1G30620 2.50 1.32 2.66 0.0338527 0.1750589 -3.86 FALSE
266789_at unknown protein  ; supported by --- AT2G29020 -1.32 -0.40 -2.66 0.0338529 0.1750589 -3.86 FALSE
253520_at hypothetical protein ;supported b --- AT4G31410 -1.30 -0.37 -2.66 0.0339018 0.1752273 -3.87 FALSE
260443_at Expressed protein ; supported by--- AT1G68185 -1.27 -0.35 -2.66 0.0339085 0.1752273 -3.87 FALSE
250212_at putative protein contains similarit SUVH4 AT5G13960 -1.37 -0.45 -2.66 0.0339027 0.1752273 -3.87 FALSE
255394_at  hypothetical protein similar to A. --- --- 1.35 0.43 2.65 0.0339541 0.1752645 -3.87 FALSE
259363_at  methionine aminopeptidase I (M MAP1C AT1G13270 -1.38 -0.46 -2.65 0.0339405 0.1752645 -3.87 FALSE
258448_at unknown protein --- AT3G22290 1.29 0.36 2.65 0.0339359 0.1752645 -3.87 FALSE
256757_at  membrane transporter, putative --- AT3G25620 1.36 0.45 2.65 0.0339336 0.1752645 -3.87 FALSE
257025_at hypothetical protein predicted by ATG2 AT3G19190 1.52 0.60 2.65 0.0339493 0.1752645 -3.87 FALSE
248685_at putative protein similar to unknow--- AT5G48500 -1.59 -0.67 -2.65 0.033997 0.1753666 -3.87 FALSE
263550_at Expressed protein ; supported by--- AT2G17033 -1.41 -0.50 -2.65 0.0339899 0.1753666 -3.87 FALSE
267421_at putative phosphoribosylaminoimi --- AT2G35040 -1.47 -0.55 -2.65 0.0339953 0.1753666 -3.87 FALSE
257239_at unknown protein --- AT3G24100 -1.37 -0.45 -2.65 0.0340336 0.1754345 -3.87 TRUE
260792_at unknown protein ;supported by fu--- AT1G06270 -1.38 -0.46 -2.65 0.0340351 0.1754345 -3.87 FALSE
251024_at putative protein hypothetical prot --- AT5G02180 1.44 0.53 2.65 0.0340267 0.1754345 -3.87 FALSE
255989_at putative protein --- AT5G35069 1.43 0.52 2.65 0.0340409 0.1754345 -3.87 FALSE
254575_at  putative protein various predicte --- AT4G19460 2.13 1.09 2.65 0.0340676 0.1755327 -3.87 FALSE
254833_s_a copper amine oxidase like protei--- AT4G12280 // 1.29 0.37 2.65 0.0340754 0.1755327 -3.87 TRUE
245905_at  putative protein predicted protein--- AT5G11090 -1.37 -0.46 -2.65 0.0341012 0.1755865 -3.87 TRUE
245897_at potassium transport protein-like sKUP7 AT5G09400 1.51 0.60 2.65 0.0340999 0.1755865 -3.87 FALSE
262299_at  unknown protein Similar to gb|U --- AT1G27520 -1.34 -0.42 -2.65 0.0341232 0.1756604 -3.87 FALSE
255260_at  score=63.7, E=3.9e-15, N=8  ; s --- AT4G05040 -1.46 -0.55 -2.65 0.0341325 0.1756686 -3.87 FALSE
260545_at putative glutathione peroxidase  ATGPX3 AT2G43350 -1.38 -0.46 -2.65 0.034166 0.1758011 -3.87 FALSE
251570_at putative protein several hypothet --- AT3G58300 1.37 0.45 2.65 0.0341805 0.1758362 -3.87 FALSE
252320_at  endoxyloglucan transferase-like --- AT3G48580 2.07 1.05 2.65 0.0342466 0.176057 -3.88 TRUE
261591_at  protein kinase, putative similar to--- AT1G01740 -1.50 -0.58 -2.65 0.0342384 0.176057 -3.88 FALSE
262502_at unknown protein similar to hypothPTAC6 AT1G21600 -1.34 -0.43 -2.65 0.0342393 0.176057 -3.88 FALSE
258766_at  galactokinase-like protein similar--- AT3G10700 1.31 0.39 2.65 0.0342557 0.1760639 -3.88 FALSE
253524_at predicted protein  ; supported by --- AT4G31430 -1.38 -0.46 -2.65 0.0342722 0.1760694 -3.88 FALSE
245327_at hypothetical protein ; supported b--- AT4G16850 -1.32 -0.40 -2.65 0.0342701 0.1760694 -3.88 FALSE
248683_at putative protein similar to unknow--- AT5G48490 -2.67 -1.42 -2.65 0.0343483 0.1761477 -3.88 TRUE
247735_at  thymidylate kinase - like protein ZEU1 AT5G59440 -1.85 -0.89 -2.65 0.0343302 0.1761477 -3.88 TRUE
245991_at  24 kDa vacuolar protein - like 24--- AT5G20660 -1.32 -0.40 -2.65 0.0343542 0.1761477 -3.88 FALSE



251814_at chlorophyll a/b-binding protein  ; LHCA1 AT3G54890 -1.26 -0.33 -2.65 0.0343397 0.1761477 -3.88 FALSE
262552_at hypothetical protein similar to hyp--- AT1G31350 1.64 0.71 2.65 0.0343557 0.1761477 -3.88 FALSE
256667_at hypothetical protein predicted by --- AT3G32180 1.26 0.33 2.65 0.0343562 0.1761477 -3.88 FALSE
254560_at  kinase-like protein protein kinase--- AT4G19110 // 1.28 0.35 2.65 0.0343254 0.1761477 -3.88 FALSE
258182_at  1-D-deoxyxylulose 5-phosphate DXPS1 AT3G21500 2.42 1.28 2.65 0.0343161 0.1761477 -3.88 FALSE
262408_at  protein phosphatase type 2C, pu--- AT1G34750 2.02 1.02 2.65 0.0343569 0.1761477 -3.88 FALSE
262955_at unknown protein ;supported by fu--- AT1G54520 -1.43 -0.51 -2.65 0.0343664 0.1761566 -3.88 FALSE
247349_at putative protein similar to unknow--- AT5G63820 1.31 0.39 2.64 0.0344331 0.1764592 -3.88 FALSE
248369_at arginine/serine-rich splicing factoATRSP41 AT5G52040 -1.48 -0.57 -2.64 0.034445 0.1764803 -3.88 FALSE
255821_at putative initiator tRNA phosphorib--- AT2G40570 -1.36 -0.44 -2.64 0.0344885 0.1765585 -3.88 FALSE
262992_at hypothetical protein predicted by ATG12A AT1G54210 -1.51 -0.60 -2.64 0.0344828 0.1765585 -3.88 FALSE
250255_at sigma-like factor (gb|AAC97954. SIG4 AT5G13730 -1.84 -0.88 -2.64 0.0344912 0.1765585 -3.88 FALSE
249630_s_a sen1-like protein SEN1 - Saccha--- AT5G37150 // 1.27 0.34 2.64 0.0344772 0.1765585 -3.88 FALSE
266097_at unknown protein  ; supported by SOUL-1 AT2G37970 2.01 1.01 2.64 0.0345251 0.1765733 -3.88 FALSE
261483_at hypothetical protein predicted by --- AT1G14270 -1.39 -0.48 -2.64 0.0345109 0.1765733 -3.88 FALSE
254696_at hypothetical protein --- AT4G17930 1.29 0.37 2.64 0.0345231 0.1765733 -3.88 FALSE
257989_at unknown protein ; supported by cVPS9A AT3G19770 1.37 0.45 2.64 0.0345095 0.1765733 -3.88 FALSE
245443_at limonene cyclase like protein --- AT4G16730 14.90 3.90 2.64 0.0345434 0.1766276 -3.89 FALSE
264664_at putative elongation factor similar --- AT1G09660 -1.56 -0.65 -2.64 0.0345691 0.1767194 -3.89 FALSE
266806_at unknown protein  ;supported by f --- AT2G30000 -1.46 -0.54 -2.64 0.0345804 0.1767373 -3.89 FALSE
261841_at  BTG1 binding factor 1, putative s--- AT1G15920 -1.33 -0.42 -2.64 0.034608 0.1768388 -3.89 FALSE
266289_at putative C-4 sterol methyl oxidas SMO2-2 AT2G29390 -1.33 -0.41 -2.64 0.0346297 0.1768706 -3.89 FALSE
262573_at hypothetical protein Similar to gi|4PDF1A AT1G15390 -1.42 -0.50 -2.64 0.0346249 0.1768706 -3.89 FALSE
254788_at putative protein other predicted p--- AT4G12790 1.30 0.38 2.64 0.0348142 0.1775175 -3.89 TRUE
257122_at  RNA-binding protein, putative coAPUM5 AT3G20250 -1.59 -0.67 -2.64 0.0348143 0.1775175 -3.89 FALSE
252114_at  mucin -like protein hemomucin, --- AT3G51450 2.46 1.30 2.64 0.0347855 0.1775175 -3.89 FALSE
262295_at  putative U2 snRNP auxiliary factATU2AF35AAT1G27650 -1.46 -0.55 -2.64 0.0348134 0.1775175 -3.89 FALSE
265460_at putative caltractin  ;supported by --- AT2G46600 -1.69 -0.75 -2.64 0.0347747 0.1775175 -3.89 FALSE
252449_at  FtsH protease, putative containsftsh7 AT3G47060 1.27 0.34 2.64 0.0348071 0.1775175 -3.89 FALSE
252751_at  putative protein RING-H2 zinc fin--- AT3G43430 1.87 0.90 2.64 0.0348186 0.1775175 -3.89 FALSE
250017_at unknown protein --- AT5G18140 -1.64 -0.71 -2.64 0.0347979 0.1775175 -3.89 FALSE
252010_at hypothetical protein ; supported b--- AT3G52740 -1.48 -0.57 -2.64 0.0348315 0.1775433 -3.89 FALSE
252876_at putative protein  ;supported by fu --- AT4G39970 -1.62 -0.70 -2.64 0.0348474 0.1775447 -3.89 TRUE
247385_at putative protein similar to unknowemb2746 AT5G63420 -1.53 -0.62 -2.64 0.0348643 0.1775447 -3.89 FALSE
259210_at hypothetical protein nearly identicHY2 AT3G09150 -1.49 -0.57 -2.64 0.0348641 0.1775447 -3.89 FALSE



253391_at hypothetical protein  ; supported --- AT4G32590 -1.57 -0.65 -2.64 0.0348707 0.1775447 -3.89 FALSE
245863_s_ahypothetical protein contains sim --- AT1G58050 // -1.40 -0.49 -2.64 0.034851 0.1775447 -3.89 FALSE
264332_at hypothetical protein predicted by --- AT1G61920 1.32 0.40 2.64 0.0348816 0.1775605 -3.89 FALSE
251493_at  putative protein hypothetical pro --- AT3G59300 1.44 0.52 2.63 0.0349325 0.1777009 -3.90 FALSE
265989_at unknown protein --- AT2G24260 1.32 0.40 2.63 0.0349305 0.1777009 -3.90 FALSE
246975_at putative protein hypothetical prot --- AT5G24890 -1.50 -0.58 -2.63 0.0349213 0.1777009 -3.90 FALSE
248941_s_aputative protein similar to unknow--- AT5G45460 // 1.44 0.53 2.63 0.0349864 0.177918 -3.90 FALSE
248079_at unknown protein --- AT5G55790 -1.52 -0.60 -2.63 0.0349908 0.177918 -3.90 FALSE
264367_at  unknown protein ESTs gb|T2127--- AT1G03350 1.32 0.40 2.63 0.0350161 0.1779768 -3.90 FALSE
257083_s_a non-race specific disease resista--- AT3G20590 // 1.73 0.79 2.63 0.035018 0.1779768 -3.90 FALSE
258050_at unknown protein --- AT3G16200 -1.42 -0.51 -2.63 0.0350323 0.17801 -3.90 FALSE
255614_at putative myb-related DNA-bindin --- AT4G01280 -1.31 -0.39 -2.63 0.0351141 0.1781333 -3.90 FALSE
265510_at putative microtubule-associated pATG8D AT2G05630 -1.34 -0.42 -2.63 0.035085 0.1781333 -3.90 FALSE
260619_at  glyoxalase I, putative similar to G--- AT1G08110 -1.47 -0.55 -2.63 0.0350865 0.1781333 -3.90 FALSE
260732_at  myb-related DNA-binding protein--- AT1G17520 -1.31 -0.39 -2.63 0.0351154 0.1781333 -3.90 FALSE
260297_at unknown protein contains Pfam p--- AT1G80280 1.38 0.47 2.63 0.035119 0.1781333 -3.90 FALSE
246987_at  myb-related protein, 33.3K (pir |SMYBR1 AT5G67300 1.76 0.82 2.63 0.0351177 0.1781333 -3.90 FALSE
258479_at hypothetical protein predicted by --- AT3G02440 1.36 0.44 2.63 0.0350939 0.1781333 -3.90 FALSE
260677_at  translation elongation factor EF- RNL AT1G07910 -1.67 -0.74 -2.63 0.0350755 0.1781333 -3.90 FALSE
260841_at Expressed protein ; supported by--- AT1G29195 1.43 0.52 2.63 0.0351293 0.1781457 -3.90 FALSE
254546_at  lectin like protein lectin 2, phloemPP2-A2 AT4G19850 -2.31 -1.21 -2.63 0.0351477 0.1781993 -3.90 TRUE
264952_at  Tub family protein, putative cont AtTLP1 AT1G76900 1.29 0.37 2.63 0.0352016 0.1784329 -3.90 FALSE
249494_at  acyltransferase - like protein Ant --- AT5G39050 2.05 1.04 2.63 0.0352597 0.1786877 -3.91 FALSE
264264_at  unknown protein ESTs gb|T0461--- AT1G09250 1.93 0.95 2.63 0.0353111 0.1788443 -3.91 TRUE
254432_at  reticuline oxidase -like protein re--- AT4G20830 // 2.67 1.42 2.63 0.0353141 0.1788443 -3.91 FALSE
251991_at  transcription factor NF-Y, CCAA NF-YB10 AT3G53340 -1.46 -0.54 -2.63 0.0353063 0.1788443 -3.91 FALSE
261569_at  DNA-binding protein, putative simLHY AT1G01060 1.41 0.49 2.63 0.0353295 0.1788824 -3.91 FALSE
252701_at  hypothetical protein SPOP proteATBPM6 AT3G43700 -1.45 -0.53 -2.63 0.0353494 0.1789436 -3.91 FALSE
266296_at putative glutathione S-transferaseATGSTU7 AT2G29420 1.44 0.52 2.63 0.0353603 0.1789589 -3.91 TRUE
251791_at  expansin-like protein expansin AATEXPA16 AT3G55500 2.04 1.03 2.63 0.0353831 0.1790347 -3.91 TRUE
248043_s_aheat shock protein (emb|CAA725--- AT5G56000 // 1.70 0.76 2.62 0.0354015 0.1790482 -3.91 FALSE
255518_at putative pectinesterase similar to --- AT4G02300 1.37 0.45 2.62 0.0353989 0.1790482 -3.91 FALSE
262244_at  serine threonine kinase, putativeCIPK17 AT1G48260 3.78 1.92 2.62 0.0354238 0.1791213 -3.91 FALSE
261565_at  beta-1,3-glucanase, putative sim--- AT1G33220 1.26 0.34 2.62 0.0354456 0.1791918 -3.91 FALSE
263664_at  putative auxin-induced protein, IAAXR3 AT1G04250 2.21 1.15 2.62 0.0354624 0.1792372 -3.91 TRUE



256064_at Expressed protein ; supported by--- AT1G07020 1.34 0.42 2.62 0.0354809 0.1792908 -3.91 TRUE
266031_at hypothetical protein predicted by --- --- 1.31 0.39 2.62 0.0355069 0.1793824 -3.91 FALSE
266808_at Expressed protein ; supported by--- AT2G29995 1.48 0.56 2.62 0.0355397 0.1794719 -3.91 FALSE
265619_at hypothetical protein --- AT2G27320 1.47 0.55 2.62 0.0355403 0.1794719 -3.91 FALSE
250381_at  putative protein various predicte --- AT5G11610 -1.75 -0.81 -2.62 0.0355598 0.1794909 -3.91 FALSE
252552_at putative protein --- AT3G45900 -1.51 -0.60 -2.62 0.0355533 0.1794909 -3.91 FALSE
257461_at hypothetical protein predicted by ATPUP15 AT1G75470 1.27 0.34 2.62 0.0355937 0.1796222 -3.92 FALSE
257708_at hypothetical protein predicted by --- AT3G13330 1.33 0.42 2.62 0.0356019 0.1796237 -3.92 FALSE
249211_at putative protein similar to unknow--- AT5G42680 -1.89 -0.92 -2.62 0.0356273 0.1797122 -3.92 FALSE
254204_at  putative protein CGI-58 protein - --- AT4G24160 1.91 0.93 2.62 0.0356603 0.1797992 -3.92 FALSE
253597_at  putative protein translation initiat--- AT4G30690 -1.71 -0.77 -2.62 0.0356537 0.1797992 -3.92 FALSE
251089_at  heat shock protein 40-like heat s--- AT5G01390 -1.32 -0.40 -2.62 0.0356694 0.1798055 -3.92 FALSE
258706_at unknown protein similar to putativ--- AT3G09570 1.35 0.43 2.62 0.0356942 0.1798904 -3.92 FALSE
263949_at  E2, ubiquitin-conjugating enzym MMZ3 AT2G36060 -1.28 -0.35 -2.62 0.0357026 0.1798933 -3.92 FALSE
246958_at putative protein similar to unknow--- AT5G24690 -1.50 -0.59 -2.62 0.0357246 0.1799314 -3.92 TRUE
249889_at putative protein strong similarity t--- AT5G22540 2.52 1.33 2.62 0.035726 0.1799314 -3.92 FALSE
246601_at  copper amine oxidase, putative s--- AT1G31710 7.81 2.97 2.62 0.0357635 0.1800423 -3.92 FALSE
247540_at  ethylene responsive element bin--- AT5G61590 -1.99 -0.99 -2.62 0.0357638 0.1800423 -3.92 FALSE
251964_at hypothetical protein  ; supported --- AT3G53370 1.61 0.69 2.62 0.0358369 0.1803307 -3.92 FALSE
252652_at putative chloroplast prephenate dADT4 AT3G44720 2.96 1.57 2.62 0.0358346 0.1803307 -3.92 FALSE
256386_at  cytochrome P450, putative conta--- AT1G66540 1.29 0.36 2.62 0.0358452 0.1803327 -3.92 FALSE
260984_at Expressed protein ; supported by--- AT1G53645 -1.75 -0.81 -2.61 0.0359537 0.1807589 -3.93 TRUE
261169_at  sucrose-phosphate synthase, puATSPS3F AT1G04920 1.38 0.46 2.61 0.0359481 0.1807589 -3.93 FALSE
245365_at hypothetical protein ;supported b --- AT4G17720 1.66 0.73 2.61 0.035947 0.1807589 -3.93 FALSE
265563_s_ahypothetical protein predicted by --- --- 1.25 0.32 2.61 0.0359626 0.1807639 -3.93 FALSE
245711_at putative c2h2 zinc finger transcripZAT6 AT5G04340 2.87 1.52 2.61 0.0359725 0.1807738 -3.93 TRUE
260565_at unknown protein predicted by ge --- AT2G43800 1.69 0.76 2.61 0.0359904 0.1808239 -3.93 FALSE
245037_at putative phosphatidylinositol-4-phPIP5K3 AT2G26420 1.28 0.35 2.61 0.0360053 0.1808451 -3.93 FALSE
256627_at unknown protein  ; supported by --- AT3G19970 3.41 1.77 2.61 0.0360104 0.1808451 -3.93 FALSE
260656_at hypothetical protein predicted by --- AT1G19380 3.08 1.62 2.61 0.0360432 0.1809436 -3.93 TRUE
253979_at putative protein other putative pro--- AT4G26680 -1.36 -0.44 -2.61 0.0360459 0.1809436 -3.93 FALSE
259808_at hypothetical protein contains Pfa --- AT1G49790 -1.28 -0.36 -2.61 0.0360552 0.1809501 -3.93 FALSE
261127_at unknown protein ; supported by c--- AT1G04790 -1.47 -0.56 -2.61 0.0360749 0.1810093 -3.93 FALSE
245674_at  chitinase, putative similar to chiti--- AT1G56680 1.30 0.38 2.61 0.0361407 0.1812898 -3.93 FALSE
264918_at  interferon-induced GTP-binding --- AT1G60530 1.33 0.41 2.61 0.0361467 0.1812898 -3.93 FALSE



245064_at Expressed protein ; supported by--- AT2G39725 1.66 0.73 2.61 0.0361557 0.181295 -3.93 FALSE
260685_at Expressed protein ; supported byGLYR2 AT1G17650 -1.54 -0.62 -2.61 0.036176 0.181317 -3.93 TRUE
260726_at  signal recognition particle 19 kD --- AT1G48160 -1.49 -0.58 -2.61 0.0361756 0.181317 -3.93 FALSE
248392_at integral membrane protein-like --- AT5G52050 4.66 2.22 2.61 0.036202 0.1814078 -3.93 FALSE
259161_at  carbonic anhydrase, chloroplast CA1 AT3G01500 -2.25 -1.17 -2.61 0.036236 0.1814983 -3.93 TRUE
249426_at  putative RNA helicase putative A--- AT5G39840 -1.99 -0.99 -2.61 0.0362338 0.1814983 -3.93 FALSE
259707_at thylakoid-bound ascorbate perox TAPX AT1G77490 -1.54 -0.62 -2.61 0.0363301 0.1815947 -3.94 FALSE
263287_at Expressed protein ; supported by--- AT2G36145 -2.31 -1.21 -2.61 0.0362689 0.1815947 -3.93 TRUE
266017_at unknown protein  ; supported by --- AT2G18690 2.30 1.20 2.61 0.0363409 0.1815947 -3.94 FALSE
252303_at  putative protein hypothetical pro --- AT3G49210 1.31 0.39 2.61 0.0363253 0.1815947 -3.94 FALSE
248224_at  thylakoid lumenal 17.4 kD protei --- AT5G53490 -1.53 -0.61 -2.61 0.0363428 0.1815947 -3.94 FALSE
265051_at  jasmonate inducible protein, puta--- AT1G52100 1.48 0.57 2.61 0.0363087 0.1815947 -3.94 FALSE
266794_at hypothetical protein --- AT2G02980 -1.31 -0.39 -2.61 0.0363308 0.1815947 -3.94 FALSE
250019_at putative protein similar to unknow--- AT5G18160 1.41 0.50 2.61 0.0362962 0.1815947 -3.93 FALSE
247960_at N-myristoyl transferase  ;support NMT1 AT5G57020 -1.28 -0.36 -2.61 0.0362846 0.1815947 -3.93 FALSE
257055_at Expressed protein ; supported by--- AT3G15351 -1.33 -0.42 -2.61 0.0363218 0.1815947 -3.94 FALSE
261388_at Expressed protein ; supported by--- AT1G05385 -1.30 -0.38 -2.61 0.0362803 0.1815947 -3.93 FALSE
266036_s_a20S proteasome subunit (PAA2) PAA2 AT2G05840 // -1.33 -0.41 -2.61 0.0363652 0.181627 -3.94 FALSE
247136_at senescence-associated protein c --- AT5G66170 3.27 1.71 2.61 0.036363 0.181627 -3.94 FALSE
263218_at  putative serine/threonine protein --- AT1G30570 -1.48 -0.56 -2.61 0.0363951 0.1817367 -3.94 FALSE
246437_at  putative protein hypersensitivity- --- AT5G17540 1.30 0.38 2.60 0.0364124 0.1817433 -3.94 FALSE
253506_at  putative protein EREBP-4 homo --- AT4G31980 1.64 0.71 2.61 0.0364121 0.1817433 -3.94 FALSE
262962_at  NADP-isocitrate dehydrogenase ICDH AT1G54340 1.25 0.33 2.60 0.0364229 0.1817557 -3.94 FALSE
253775_at  putative protein T01B08.14 gene--- AT4G28440 -1.28 -0.36 -2.60 0.0364687 0.1819448 -3.94 FALSE
262188_at  Avr9 elicitor response protein, pu--- AT1G77810 1.40 0.49 2.60 0.0365275 0.1821175 -3.94 FALSE
253144_at  putative protein transcription fac --- AT4G35540 -1.32 -0.40 -2.60 0.0365249 0.1821175 -3.94 FALSE
264851_at  putative calmodulin-domain prot CPK6 AT2G17290 1.73 0.79 2.60 0.0365353 0.1821175 -3.94 FALSE
257535_at hypothetical protein predicted by --- AT3G09490 1.86 0.90 2.60 0.036516 0.1821175 -3.94 FALSE
252120_at  putative protein lin-10 protein - R--- AT3G51130 1.38 0.46 2.60 0.0365577 0.1821895 -3.94 FALSE
252329_at putative protein several hypothet --- AT3G48760 1.29 0.37 2.60 0.036586 0.1822907 -3.94 FALSE
258264_at unknown protein MBD11 AT3G15790 1.43 0.52 2.60 0.0366834 0.1823119 -3.95 TRUE
261857_at hypothetical protein predicted by --- AT1G50620 -1.95 -0.96 -2.60 0.0366875 0.1823119 -3.95 TRUE
256006_at hypothetical protein --- AT1G34070 1.30 0.37 2.60 0.0367158 0.1823119 -3.95 FALSE
250695_at lectin-like protein kinase --- AT5G06740 2.28 1.19 2.60 0.0367261 0.1823119 -3.95 FALSE
246245_at putative protein --- AT4G36440 -1.33 -0.42 -2.60 0.0366871 0.1823119 -3.95 FALSE



245306_at Expressed protein ; supported byELIP2 AT4G14690 1.42 0.51 2.60 0.0366549 0.1823119 -3.94 FALSE
246745_at  60S ribosomal protein L22 - like --- AT5G27770 -1.69 -0.76 -2.60 0.0366771 0.1823119 -3.95 FALSE
254894_at  putative phospholipase D-gammPLDGAMM AT4G11840 1.56 0.64 2.60 0.0367223 0.1823119 -3.95 FALSE
258612_at putative replication factor A simila--- AT3G02920 -1.36 -0.44 -2.60 0.0367258 0.1823119 -3.95 FALSE
263946_at hypothetical protein  ;supported b--- AT2G36000 -1.39 -0.47 -2.60 0.0366167 0.1823119 -3.94 FALSE
255250_at  MYB - like protein cM4 myb tran AtMYB74 AT4G05100 3.08 1.62 2.60 0.0366165 0.1823119 -3.94 FALSE
253053_at  putative protein beta-ketoadipate--- AT4G37470 -1.46 -0.55 -2.60 0.0366307 0.1823119 -3.94 FALSE
249219_at putative protein contains similarit SDG25 AT5G42400 1.43 0.51 2.60 0.0367034 0.1823119 -3.95 FALSE
251757_at  Ca-dependent solute carrier - lik --- AT3G55640 1.56 0.64 2.60 0.0367056 0.1823119 -3.95 FALSE
251438_s_a putative protein hypothetical pro --- AT3G59930 // 4.65 2.22 2.60 0.0366116 0.1823119 -3.94 FALSE
247611_at putative protein predicted protein --- AT5G60710 -1.29 -0.36 -2.60 0.0366852 0.1823119 -3.95 FALSE
250210_at putative protein similar to unknow--- AT5G13890 -1.39 -0.47 -2.60 0.0366686 0.1823119 -3.95 FALSE
261758_at hypothetical protein contains sim ADT6 AT1G08250 1.62 0.70 2.60 0.0367799 0.182462 -3.95 TRUE
259278_at hypothetical protein predicted by --- AT3G01160 -1.40 -0.48 -2.60 0.0368284 0.182462 -3.95 FALSE
246235_at putative protein --- AT4G36830 1.42 0.51 2.60 0.036818 0.182462 -3.95 FALSE
258883_at  unknown protein predicted by ge--- AT3G09970 -1.38 -0.47 -2.60 0.0367933 0.182462 -3.95 FALSE
258881_at unknown protein  ; supported by --- AT3G06310 -1.36 -0.44 -2.60 0.0368071 0.182462 -3.95 FALSE
261970_at  glutamate decarboxylase (gad), GAD2 AT1G65960 -1.50 -0.58 -2.60 0.0368262 0.182462 -3.95 FALSE
254791_at  SERINE CARBOXYPEPTIDASEscpl20 AT4G12910 1.41 0.50 2.60 0.0367673 0.182462 -3.95 FALSE
253049_at putative protein ; supported by cDMEE59 AT4G37300 -1.88 -0.91 -2.60 0.036809 0.182462 -3.95 FALSE
263732_at hypothetical protein predicted by ARL2 AT1G59980 -1.37 -0.45 -2.60 0.0368164 0.182462 -3.95 FALSE
257948_at hypothetical protein predicted by APO4 AT3G21740 -1.37 -0.46 -2.60 0.0368662 0.1826096 -3.95 FALSE
261989_at  disease resistance protein, putat--- AT1G33670 1.37 0.45 2.60 0.0368906 0.1826911 -3.95 FALSE
253693_at Thioredoxin - like protein thioredoACHT2 AT4G29670 1.63 0.71 2.59 0.0369619 0.1830045 -3.95 FALSE
253916_at hypothetical protein  ;supported b--- AT4G27240 -1.73 -0.79 -2.59 0.0369856 0.1830102 -3.95 FALSE
264810_at putative GPI-anchor transamidas--- AT1G08750 -1.39 -0.48 -2.59 0.0369871 0.1830102 -3.95 FALSE
249078_at phytochelatin synthase (gb|AAD4CAD1 AT5G44070 2.35 1.23 2.59 0.0369769 0.1830102 -3.95 FALSE
245713_at S-adenosyl-L-methionine:salicylicNAMT1 AT5G04370 1.51 0.60 2.59 0.0370173 0.1831195 -3.95 FALSE
245301_at farnesyl-pyrophosphate syntheta FPS2 AT4G17190 -1.80 -0.85 -2.59 0.0370439 0.1831752 -3.96 FALSE
266313_at putative protein kinase contains aCIPK3 AT2G26980 -1.70 -0.77 -2.59 0.0370446 0.1831752 -3.96 FALSE
245729_at unknown protein --- AT1G73490 -1.43 -0.51 -2.59 0.0370784 0.1833027 -3.96 FALSE
252218_at putative protein some putative pr --- AT3G50150 1.32 0.40 2.59 0.0371192 0.1834643 -3.96 FALSE
263054_at putative cation transport protein --- AT2G04620 -1.33 -0.41 -2.59 0.0371408 0.1835067 -3.96 FALSE
265385_at putative diacylglycerol kinase  ;su--- AT2G20900 1.68 0.75 2.59 0.0371438 0.1835067 -3.96 FALSE
249285_at unknown protein --- AT5G41960 -1.42 -0.50 -2.59 0.037161 0.1835121 -3.96 FALSE



254626_at hypothetical protein  ; supported --- AT4G18400 -1.39 -0.48 -2.59 0.0371572 0.1835121 -3.96 FALSE
249575_at  low-molecular-weight heat shock--- AT5G37670 -1.56 -0.64 -2.59 0.0372156 0.1835606 -3.96 TRUE
260606_at putative splicing factor --- AT2G43770 -1.56 -0.65 -2.59 0.0372191 0.1835606 -3.96 FALSE
257753_at  60S ribosomal protein, putative s--- AT3G18740 -1.56 -0.65 -2.59 0.0371891 0.1835606 -3.96 FALSE
264718_at  receptor-like kinase, putative sim--- AT1G70130 1.28 0.35 2.59 0.0372049 0.1835606 -3.96 FALSE
260956_at salt-tolerance protein identical to STO AT1G06040 -1.31 -0.39 -2.59 0.0371853 0.1835606 -3.96 FALSE
265944_at putative SET-domain transcriptio ASHR2 AT2G19640 1.41 0.50 2.59 0.0372139 0.1835606 -3.96 FALSE
264211_at putative gigantea protein strong sGI AT1G22770 -1.28 -0.35 -2.59 0.0372291 0.18357 -3.96 FALSE
245346_at putative beta-amylase ;supportedCT-BMY AT4G17090 -1.43 -0.51 -2.59 0.037248 0.1836196 -3.96 FALSE
258156_at unknown protein  ; supported by --- AT3G18050 -1.79 -0.84 -2.59 0.0372552 0.1836196 -3.96 FALSE
264589_at hypothetical protein --- AT2G17650 -1.45 -0.54 -2.59 0.0372767 0.1836859 -3.96 FALSE
249785_at soluble starch synthase SSI1 AT5G24300 -1.37 -0.45 -2.59 0.0372855 0.1836897 -3.96 FALSE
251969_at  Cytochrom P450 -like protein CYLUT1 AT3G53130 -1.46 -0.54 -2.59 0.0372938 0.1836909 -3.96 FALSE
265831_at unknown protein --- AT2G14460 -1.93 -0.94 -2.59 0.0373595 0.1838156 -3.96 TRUE
259162_at unknown protein similar to unkno--- AT3G01640 1.42 0.51 2.59 0.0373585 0.1838156 -3.96 FALSE
252458_at  putative protein various predicte --- AT3G47210 1.31 0.39 2.59 0.0373286 0.1838156 -3.96 FALSE
261353_at hypothetical protein contains sim --- AT1G79600 1.55 0.63 2.59 0.0373462 0.1838156 -3.96 FALSE
253663_at putative villin VLN4 AT4G30160 1.36 0.45 2.59 0.0373459 0.1838156 -3.96 FALSE
250833_at  myotubularin - like protein myotu--- AT5G04540 1.32 0.40 2.59 0.0373836 0.1838949 -3.96 FALSE
253117_at Expressed protein ; supported by--- AT4G35905 -1.44 -0.53 -2.59 0.0374096 0.1839435 -3.97 FALSE
254642_at  putative protein hypothetical pro --- AT4G18810 -1.68 -0.75 -2.59 0.0374041 0.1839435 -3.97 FALSE
252993_at monooxygenase 2 (MO2) --- AT4G38540 -1.83 -0.87 -2.59 0.0374329 0.1840183 -3.97 TRUE
263821_s_a40S ribosomal protein S16 Same--- AT2G09990 // -1.53 -0.62 -2.58 0.0375017 0.1841908 -3.97 FALSE
249145_at enoyl CoA hydratase-like protein ATDCI1 AT5G43280 1.29 0.37 2.58 0.0374801 0.1841908 -3.97 FALSE
251475_at putative protein other hypothetica--- AT3G59660 1.64 0.71 2.58 0.037501 0.1841908 -3.97 FALSE
258623_at unknown protein  ; supported by --- AT3G02790 -1.84 -0.88 -2.58 0.0375084 0.1841908 -3.97 FALSE
263250_at putative fructokinase  ; supported--- AT2G31390 1.87 0.90 2.58 0.0374869 0.1841908 -3.97 FALSE
256172_at hypothetical protein --- AT1G51745 1.30 0.37 2.58 0.0375317 0.1842657 -3.97 FALSE
248881_at unknown protein  ;supported by f --- AT5G46020 -1.27 -0.35 -2.58 0.0375405 0.1842691 -3.97 FALSE
266516_at putative glutaredoxin  ;supported --- AT2G47880 -2.05 -1.04 -2.58 0.0375689 0.1843687 -3.97 TRUE
257721_at hypothetical protein predicted by --- AT3G18310 -1.27 -0.34 -2.58 0.0376059 0.1845105 -3.97 FALSE
255093_s_aputative microfibril-associated pro--- AT4G08580 // -1.28 -0.36 -2.58 0.0376163 0.1845219 -3.97 FALSE
247295_at putative protein similar to unknow--- AT5G64180 -1.36 -0.44 -2.58 0.0376311 0.1845445 -3.97 FALSE
260769_at Expressed protein ; supported by--- AT1G49010 -1.68 -0.75 -2.58 0.037637 0.1845445 -3.97 FALSE
252334_at  mitochondrial phosphate transpo--- AT3G48850 3.81 1.93 2.58 0.0376599 0.1846169 -3.97 TRUE



245870_at hypothetical protein similar to hyp--- AT1G26300 1.31 0.39 2.58 0.0376919 0.1846942 -3.97 FALSE
259404_at type 2A protein serine/threonine ATB BETA AT1G17720 1.25 0.32 2.58 0.0376894 0.1846942 -3.97 FALSE
262517_at putative glutathione transferase SATGSTU25AT1G17180 5.53 2.47 2.58 0.0377033 0.1847105 -3.97 FALSE
252413_at  40S ribosomal protein S20-like p--- AT3G47370 -1.80 -0.85 -2.58 0.0377249 0.1847766 -3.97 FALSE
257875_at hypothetical protein --- AT3G17120 1.36 0.44 2.58 0.0377521 0.1848703 -3.97 FALSE
250181_at  tRNA synthase - like protein tRN--- AT5G14460 -1.35 -0.43 -2.58 0.0377741 0.1849381 -3.97 FALSE
259302_at unknown protein GID1A AT3G05120 -1.53 -0.61 -2.58 0.0377959 0.1850053 -3.98 FALSE
262033_at  terminal ear1, putative similar to MCT1 AT1G37140 1.36 0.44 2.58 0.0378444 0.185203 -3.98 FALSE
259979_at unknown protein  ;supported by f --- AT1G76600 1.92 0.94 2.58 0.0378978 0.185364 -3.98 TRUE
263525_at putative MADS-box protein AGL61 AT2G24840 1.44 0.52 2.58 0.0378937 0.185364 -3.98 FALSE
260789_s_aacyl-CoA oxidase ACX3 identicalACX3 AT1G06290 // 1.28 0.36 2.58 0.0379017 0.185364 -3.98 FALSE
267530_at putative receptor-like protein kina--- AT2G41890 -1.97 -0.98 -2.58 0.0379125 0.1853769 -3.98 FALSE
260291_at putative protein kinase similar to YDA AT1G63700 1.26 0.33 2.58 0.0379306 0.1854259 -3.98 FALSE
254655_s_a ribosomal protein L32 -like prote --- AT4G18100 // -1.63 -0.70 -2.57 0.0380186 0.1855381 -3.98 FALSE
257447_at hypothetical protein predicted by --- AT2G04230 -1.25 -0.32 -2.57 0.0380144 0.1855381 -3.98 FALSE
266073_at putative signal recognition particl --- AT2G18770 -1.33 -0.41 -2.58 0.0379976 0.1855381 -3.98 FALSE
251579_at  putative protein Bet1 homolog - BS14A AT3G58170 -1.31 -0.39 -2.58 0.0379869 0.1855381 -3.98 FALSE
259571_at hypothetical protein --- AT1G20410 -1.48 -0.57 -2.58 0.0380049 0.1855381 -3.98 FALSE
249150_at inorganic phosphate transporter (PHT6 AT5G43340 1.30 0.37 2.58 0.037998 0.1855381 -3.98 FALSE
245788_at hypothetical protein similar to hyp--- AT1G32120 // 1.99 0.99 2.58 0.0379922 0.1855381 -3.98 FALSE
250801_at pectinesterase --- AT5G04960 -1.31 -0.38 -2.58 0.0379986 0.1855381 -3.98 FALSE
248170_at ankyrin-repeat-containing protein--- AT5G54620 1.48 0.56 2.57 0.0380353 0.1855798 -3.98 FALSE
258822_s_aunknown protein contains Pfam p--- AT3G07220 // -1.65 -0.72 -2.57 0.0380444 0.1855845 -3.98 FALSE
264224_at hypothetical protein predicted by emb1688 AT1G67440 -1.38 -0.46 -2.57 0.038088 0.1857574 -3.98 FALSE
263416_at hypothetical protein contains prot--- AT2G17170 1.34 0.42 2.57 0.0380979 0.1857659 -3.98 FALSE
258675_at putative nonspecific lipid-transferLTP6 AT3G08770 1.34 0.43 2.57 0.0381159 0.1858142 -3.98 FALSE
259293_at putative DNA binding protein sim--- AT3G11580 1.67 0.74 2.57 0.0381247 0.1858171 -3.98 FALSE
248762_at Expressed protein ; supported by--- AT5G47455 -1.62 -0.69 -2.57 0.0381736 0.1859852 -3.99 FALSE
258223_at unknown protein  ; supported by PIFI AT3G15840 -1.39 -0.47 -2.57 0.0381755 0.1859852 -3.99 FALSE
258683_at putative protein kinase contains PATSIK AT3G08760 1.69 0.76 2.57 0.0381864 0.1859989 -3.99 FALSE
259584_at hypothetical protein predicted by --- AT1G28080 1.29 0.36 2.57 0.0382344 0.186034 -3.99 FALSE
258452_at alternative oxidase 1a precursor AOX1A AT3G22370 2.58 1.36 2.57 0.0382232 0.186034 -3.99 FALSE
266955_at mitochondrial ribosomal protein SRPS14 AT2G34520 -1.40 -0.49 -2.57 0.038232 0.186034 -3.99 FALSE
248868_at putative protein similar to unknow--- AT5G46780 1.92 0.94 2.57 0.0382338 0.186034 -3.99 FALSE
260207_at putative phosphoglucomutase sim--- AT1G70730 -1.49 -0.58 -2.57 0.0382073 0.186034 -3.99 FALSE



250424_at  bromodomain protein - like bromGTE2 AT5G10550 1.28 0.36 2.57 0.0382497 0.1860509 -3.99 FALSE
257663_at hypothetical protein predicted by --- AT3G20260 -1.34 -0.42 -2.57 0.0382542 0.1860509 -3.99 FALSE
252437_at  putative protein pectinesterase h--- AT3G47380 2.27 1.18 2.57 0.0382687 0.1860814 -3.99 FALSE
263082_at putative nucleotide-binding prote --- AT2G27200 1.26 0.33 2.57 0.0382786 0.1860899 -3.99 FALSE
260530_at putative peptidyl-prolyl cis-trans i --- AT2G47320 -1.29 -0.36 -2.57 0.0382936 0.1861234 -3.99 FALSE
262385_at  root hair defective, putative simil --- AT1G72960 1.26 0.34 2.57 0.0383456 0.1862969 -3.99 FALSE
255539_at  putative actin polymerization fac CRK AT4G01710 -1.35 -0.44 -2.57 0.0383397 0.1862969 -3.99 FALSE
248748_at putative protein contains similarit AMK2 AT5G47840 -1.34 -0.43 -2.57 0.0383702 0.1863486 -3.99 FALSE
249355_at hypothetical protein --- AT5G40500 -1.31 -0.39 -2.57 0.0383726 0.1863486 -3.99 FALSE
251670_at  putative protein translation relea --- AT3G57190 -1.44 -0.53 -2.57 0.0384065 0.1864337 -3.99 FALSE
251843_x_a extensin precursor -like protein eATHRGP1 AT3G54590 1.74 0.80 2.57 0.0384027 0.1864337 -3.99 FALSE
250739_at putative protein similar to unknowEGY2 AT5G05740 -1.53 -0.62 -2.57 0.0384436 0.1865741 -3.99 FALSE
249406_at  putative protein MtN21, Medicag--- AT5G40210 1.41 0.50 2.57 0.0384784 0.1867034 -3.99 FALSE
246949_at  cytochrome P450-like protein CYCYP71B13 AT5G25140 -2.47 -1.30 -2.57 0.0384979 0.1867584 -3.99 TRUE
251059_at serine/threonine protein kinase ACIPK15 AT5G01810 2.21 1.15 2.57 0.0385191 0.1868215 -3.99 FALSE
248655_at 60S ribosomal protein L13a  ;sup--- AT5G48760 -1.50 -0.58 -2.56 0.0385715 0.186956 -4.00 FALSE
258818_at  putative ethylene receptor (EIN4EIN4 AT3G04580 1.40 0.49 2.56 0.0385577 0.186956 -4.00 FALSE
266110_at putative C2H2-type zinc finger prAtIDD4 AT2G02080 -1.36 -0.45 -2.56 0.0385704 0.186956 -4.00 FALSE
262701_at hypothetical protein predicted by --- AT1G16480 -1.40 -0.49 -2.56 0.0386952 0.1872859 -4.00 FALSE
246462_at  putative protein predicted protein--- AT5G16940 -1.59 -0.67 -2.56 0.0386839 0.1872859 -4.00 FALSE
266675_s_ahypothetical protein predicted by --- AT2G29610 // 1.25 0.32 2.56 0.0386825 0.1872859 -4.00 FALSE
252797_at putative protein --- --- 1.49 0.58 2.56 0.0386491 0.1872859 -4.00 FALSE
267513_at unknown protein  ; supported by --- AT2G45620 -1.35 -0.43 -2.56 0.0386569 0.1872859 -4.00 FALSE
256334_at  oligopeptide transporter, putative--- AT1G72120 // 1.52 0.60 2.56 0.0386955 0.1872859 -4.00 FALSE
252831_at 2-dehydro-3-deoxyphosphoheptoDHS1 AT4G39980 2.43 1.28 2.56 0.038697 0.1872859 -4.00 FALSE
259592_at  lipid transfer protein, putative co LTPG1 AT1G27950 2.43 1.28 2.56 0.0387196 0.1873157 -4.00 TRUE
248549_at putative protein contains similarit --- AT5G50310 -1.32 -0.40 -2.56 0.0387167 0.1873157 -4.00 FALSE
257188_at hypothetical protein contains Pfa --- AT3G13150 -1.38 -0.47 -2.56 0.0387443 0.1873561 -4.00 FALSE
246956_at unknown protein  ; supported by RTM2 AT5G04890 1.34 0.42 2.56 0.038741 0.1873561 -4.00 FALSE
251920_at  uracil phosphoribosyltransferase--- AT3G53900 -1.86 -0.90 -2.56 0.038799 0.1873718 -4.00 TRUE
246196_at hypothetical protein ;supported b --- AT4G37090 -1.52 -0.60 -2.56 0.0387725 0.1873718 -4.00 FALSE
261286_at unknown protein ; supported by c--- AT1G35780 -1.45 -0.54 -2.56 0.0387892 0.1873718 -4.00 FALSE
246536_at  putative protein KIAA0594 - Hom--- AT5G15920 -2.02 -1.02 -2.56 0.0387567 0.1873718 -4.00 FALSE
253296_at  putative protein inositol 1,3,4-tris--- AT4G33770 1.31 0.39 2.56 0.0388051 0.1873718 -4.00 FALSE
266918_at putative LIM-domain protein --- AT2G45800 1.28 0.36 2.56 0.0388006 0.1873718 -4.00 FALSE



245768_at hypothetical protein similar to put--- AT1G33590 1.94 0.96 2.56 0.0387991 0.1873718 -4.00 FALSE
260228_at putative cytochrome P450 similarCYP98A8 AT1G74540 1.34 0.42 2.56 0.0388462 0.1875304 -4.00 FALSE
248241_at unknown protein --- AT5G53960 1.31 0.38 2.56 0.0388638 0.1875759 -4.00 FALSE
263502_s_ahypothetical protein --- AT2G07675 1.59 0.67 2.56 0.0388865 0.1876457 -4.00 FALSE
250893_at putative protein predicted proteinEMB175 AT5G03795 // 1.29 0.36 2.56 0.0389417 0.1878326 -4.01 FALSE
256422_at unknown protein MOS2 AT1G33520 -1.34 -0.42 -2.56 0.0389408 0.1878326 -4.01 FALSE
254200_at  putative protein predicted protein--- AT4G24110 3.67 1.88 2.56 0.0389735 0.1879461 -4.01 FALSE
262362_at  disease resistance protein, putat--- AT1G72840 -1.31 -0.39 -2.56 0.0390115 0.1880501 -4.01 FALSE
246743_at  putative protein predicted protein--- AT5G27750 -1.38 -0.47 -2.56 0.0390094 0.1880501 -4.01 FALSE
261480_at  phytochrome kinase substrate 1 PKS2 AT1G14280 -2.92 -1.54 -2.56 0.0390247 0.1880736 -4.01 TRUE
251786_at  phosphatase - like protein DUALMKP1 AT3G55270 1.30 0.38 2.56 0.0390983 0.1881503 -4.01 FALSE
245428_at putative protein --- AT4G17570 -1.34 -0.42 -2.56 0.0390582 0.1881503 -4.01 FALSE
245773_at hypothetical protein predicted by --- AT1G30290 -1.34 -0.42 -2.56 0.0390614 0.1881503 -4.01 FALSE
256479_at unknown protein --- AT1G33400 -1.48 -0.56 -2.56 0.0390704 0.1881503 -4.01 FALSE
260189_at putative urease similar to urease URE AT1G67550 -1.40 -0.49 -2.56 0.0390835 0.1881503 -4.01 FALSE
247469_at Expressed protein ; supported byAGL42 AT5G62165 -4.08 -2.03 -2.56 0.0390919 0.1881503 -4.01 FALSE
260357_at unknown protein ;supported by fuAFP1 AT1G69260 1.46 0.55 2.56 0.0390982 0.1881503 -4.01 FALSE
259346_at putative glutamate dehydrogenasGDH3 AT3G03910 1.29 0.36 2.55 0.0391379 0.1882697 -4.01 FALSE
260830_at  histone H1, putative similar to hi --- AT1G06760 -1.66 -0.73 -2.55 0.0391514 0.1882697 -4.01 TRUE
252166_at protein kinase SPK-2  ;supportedSNRK2.2 AT3G50500 -1.42 -0.51 -2.55 0.0391561 0.1882697 -4.01 FALSE
255728_at unknown protein --- AT1G25500 1.67 0.74 2.55 0.0391481 0.1882697 -4.01 FALSE
263137_at  gamma glutamyl hydrolase, putaATGGH1 AT1G78660 1.83 0.87 2.55 0.0391831 0.1883598 -4.01 FALSE
262189_at  GTPase, putative similar to GTP--- AT1G78010 -1.34 -0.43 -2.55 0.0392039 0.1883934 -4.01 FALSE
260426_at putative 40S ribosomal protein SAP40 AT1G72370 -1.71 -0.77 -2.55 0.0392066 0.1883934 -4.01 FALSE
251689_at  putative protein motif in hypothe --- AT3G56500 2.75 1.46 2.55 0.0392276 0.1884496 -4.01 FALSE
260303_at  putative protein kinase similar to --- AT1G70520 1.84 0.88 2.55 0.0392349 0.1884496 -4.01 FALSE
257022_at  zinc finger protein, putative simil AZF2 AT3G19580 1.45 0.54 2.55 0.039279 0.18854 -4.01 TRUE
251830_at phosphoribosylformylglycinamidinPUR5 AT3G55010 -1.69 -0.75 -2.55 0.0392786 0.18854 -4.01 FALSE
255682_at putative dTDP-6-deoxy-L-manno --- AT4G00560 -1.34 -0.42 -2.55 0.0392857 0.18854 -4.01 FALSE
259577_at unknown protein --- AT1G35340 -1.45 -0.54 -2.55 0.0392867 0.18854 -4.01 FALSE
246926_at putative protein --- AT5G25240 -1.67 -0.74 -2.55 0.0393144 0.1886048 -4.01 TRUE
264505_at  putative nodulin protein, N21 Sim--- AT1G09380 1.54 0.63 2.55 0.0393168 0.1886048 -4.02 FALSE
259967_at putative DNA-binding protein con--- AT1G76510 -1.28 -0.36 -2.55 0.0393287 0.1886221 -4.02 FALSE
255113_at  putative protein various hypothe --- --- 1.31 0.39 2.55 0.0393541 0.1887043 -4.02 FALSE
245033_at putative disease resistance prote--- AT2G26380 1.31 0.39 2.55 0.0394139 0.188795 -4.02 FALSE



245101_at putative cytochrome P450  ; suppCYP98A3 AT2G40890 1.53 0.62 2.55 0.0394136 0.188795 -4.02 FALSE
260164_at putative D-isomer specific 2-hydr --- AT1G79870 -1.33 -0.41 -2.55 0.0393961 0.188795 -4.02 FALSE
254703_at putative protein  ; supported by fu--- AT4G17960 -1.50 -0.58 -2.55 0.0394032 0.188795 -4.02 FALSE
265333_at hypothetical protein predicted by AtHB24 AT2G18350 1.46 0.55 2.55 0.0394144 0.188795 -4.02 FALSE
254991_at  putative protein conserved hypo --- AT4G10620 -1.42 -0.50 -2.55 0.0394268 0.1888147 -4.02 FALSE
253692_at  putative protein Cs protein, DrosATPAO5 AT4G29720 -1.26 -0.34 -2.55 0.0394419 0.1888473 -4.02 FALSE
254963_at  putative protein single strand DNMTSSB AT4G11060 -1.38 -0.46 -2.55 0.0394567 0.1888789 -4.02 FALSE
255983_at  polyneuridine aldehyde esteraseMES14 AT1G33990 -1.33 -0.42 -2.55 0.0394796 0.1889093 -4.02 FALSE
256959_at  methyltransferase, putative   --- AT3G13440 -1.27 -0.34 -2.55 0.0394745 0.1889093 -4.02 FALSE
262783_at receptor-kinase isolog --- AT1G10850 -1.84 -0.88 -2.55 0.0395226 0.1890753 -4.02 FALSE
AFFX-DapXB. subtilis /GEN=jojG /DB_XREF --- --- -1.42 -0.50 -2.55 0.0395472 0.1891532 -4.02 FALSE
258136_at hypothetical protein predicted by RSY3 AT3G24560 -1.39 -0.47 -2.55 0.0395636 0.1891737 -4.02 FALSE
255040_at  putative protein hypothetical pro --- AT4G09580 1.36 0.44 2.55 0.0395681 0.1891737 -4.02 FALSE
259540_at  nodule inception protein, putative--- AT1G20640 -1.65 -0.72 -2.55 0.0396006 0.1892894 -4.02 FALSE
250762_at putative protein similar to unknow--- AT5G05990 -1.88 -0.91 -2.55 0.0396228 0.1893559 -4.02 FALSE
250732_at putative protein contains similarit --- AT5G06480 -1.66 -0.73 -2.55 0.0396477 0.1894355 -4.02 FALSE
252450_s_a receptor kinase-like protein rece --- AT3G47090 // 1.79 0.84 2.54 0.039697 0.1896311 -4.02 FALSE
253530_at  putative protein hypothetical pro --- AT4G31530 -1.69 -0.76 -2.54 0.039715 0.1896772 -4.03 FALSE
266725_at  SKP1/ASK1 (At14), putative simASK14 AT2G03170 1.31 0.39 2.54 0.0397676 0.1898887 -4.03 FALSE
262498_at 8-oxoguanine DNA glycosylase-l OGG1 AT1G21710 -1.36 -0.45 -2.54 0.0397843 0.1899287 -4.03 FALSE
266224_at chloroplast membrane protein (A ALB3 AT2G28800 -1.28 -0.35 -2.54 0.0397995 0.1899618 -4.03 FALSE
248804_at nodulin-like protein --- AT5G47470 1.35 0.43 2.54 0.0398336 0.1900577 -4.03 FALSE
253765_at hypothetical protein  ;supported b--- AT4G28740 -1.70 -0.77 -2.54 0.0398363 0.1900577 -4.03 FALSE
267361_at hypothetical protein predicted by --- AT2G39920 -1.63 -0.70 -2.54 0.0398467 0.1900674 -4.03 FALSE
265474_at Expressed protein ; supported by--- AT2G15690 -1.63 -0.70 -2.54 0.0398638 0.1901093 -4.03 FALSE
264203_at  putative 40S ribosomal protein SPFL AT1G22780 -1.87 -0.90 -2.54 0.0399587 0.190522 -4.03 FALSE
248710_at unknown protein  ;supported by f --- AT5G48480 -1.46 -0.54 -2.54 0.0399749 0.1905598 -4.03 TRUE
254333_at  predicted protein predicted proteSMO1-3 AT4G22753 2.38 1.25 2.54 0.0400373 0.1908081 -4.03 FALSE
264228_at hypothetical protein contains sim GCS1 AT1G67490 -1.34 -0.42 -2.54 0.0400521 0.1908081 -4.03 FALSE
254487_at  calcium-binding protein - like cal --- AT4G20780 2.99 1.58 2.54 0.0400484 0.1908081 -4.03 FALSE
258012_at unknown protein similar to GB:CA--- AT3G19310 1.25 0.33 2.54 0.0400663 0.1908357 -4.03 FALSE
249309_at homeotic protein BEL1 homolog BEL1 AT5G41410 -1.41 -0.49 -2.54 0.0401217 0.1909002 -4.04 TRUE
256110_at  Ser Thr protein kinase, putative --- AT1G16900 -1.51 -0.59 -2.54 0.0400999 0.1909002 -4.03 FALSE
247410_at putative protein similar to unknowemb1692 AT5G62990 -1.72 -0.78 -2.54 0.0400931 0.1909002 -4.03 FALSE
246807_at  ion channel - like protein ligand gGLR2.1 AT5G27100 1.50 0.59 2.54 0.0401194 0.1909002 -4.04 FALSE



252016_at  putative protein predicted protein--- AT3G52950 1.33 0.41 2.54 0.0401204 0.1909002 -4.04 FALSE
253946_at  putative APG protein proline-rich--- AT4G26790 1.57 0.65 2.54 0.0401444 0.1909685 -4.04 FALSE
260358_at unknown protein ; supported by c--- AT1G69340 -1.29 -0.36 -2.54 0.0401599 0.1910024 -4.04 FALSE
246860_at  putative protein various predicte --- AT5G25840 -2.18 -1.12 -2.54 0.0402299 0.1912955 -4.04 FALSE
253160_at  putative protein predicted protein--- AT4G35760 -1.56 -0.64 -2.54 0.040242 0.1913129 -4.04 FALSE
250941_at putative protein --- AT5G03320 1.43 0.52 2.53 0.0402557 0.1913383 -4.04 FALSE
259070_at digalactosyldiacylglycerol syntha DGD1 AT3G11670 -1.78 -0.83 -2.53 0.0403106 0.1915195 -4.04 FALSE
261084_at  tropinone reductase-I, putative s --- AT1G07440 -1.62 -0.70 -2.53 0.0403088 0.1915195 -4.04 FALSE
255593_at hypothetical protein --- AT4G01650 -1.33 -0.41 -2.53 0.040337 0.1915397 -4.04 FALSE
259096_at putative 40S ribosomal protein S --- AT3G04840 -1.92 -0.94 -2.53 0.0403347 0.1915397 -4.04 FALSE
259320_at putative DNA-binding protein simWRKY58 AT3G01080 2.32 1.21 2.53 0.0403401 0.1915397 -4.04 FALSE
246396_at  carbonic anhydrase, putative simBCA6 AT1G58180 1.55 0.64 2.53 0.040374 0.1916607 -4.04 FALSE
251068_at putative protein several protein k STN8 AT5G01920 -1.60 -0.68 -2.53 0.0403846 0.1916713 -4.04 FALSE
250009_at  putative protein nuclear FMRP in--- AT5G18440 -1.84 -0.88 -2.53 0.0404103 0.1916785 -4.04 TRUE
255701_at predicted protein of unknown fun JLO AT4G00220 1.28 0.36 2.53 0.0404113 0.1916785 -4.04 FALSE
267490_at putative receptor-like protein kina--- AT2G19130 1.76 0.82 2.53 0.0404112 0.1916785 -4.04 FALSE
255309_at hypothetical protein SFR6 AT4G04920 1.27 0.35 2.53 0.0404423 0.1917857 -4.04 FALSE
252391_at putative protein  ; supported by c --- AT3G47860 -1.41 -0.50 -2.53 0.0404829 0.1919382 -4.04 FALSE
245544_at UTP-glucose glucosyltransferase--- AT4G15270 1.37 0.46 2.53 0.0404925 0.1919437 -4.04 FALSE
245509_at hypothetical protein --- AT4G15730 -1.41 -0.49 -2.53 0.0405288 0.1920761 -4.05 FALSE
263678_at hypothetical protein Similar to Ba--- AT1G04420 -1.60 -0.68 -2.53 0.0405428 0.1921023 -4.05 FALSE
246984_at cytochrome P450 CYP81G1 AT5G67310 2.76 1.47 2.53 0.0405514 0.1921031 -4.05 TRUE
250651_at cytochrome P450 CYP93D1 AT5G06900 1.25 0.33 2.53 0.0405625 0.1921161 -4.05 FALSE
253682_at cytidine deaminase 5 (CDA5) --- AT4G29640 1.42 0.51 2.53 0.0405799 0.1921584 -4.05 FALSE
247491_at putative protein supported by cD --- AT5G61880 -1.76 -0.82 -2.53 0.0405887 0.1921602 -4.05 FALSE
251864_at  pectate lyase - like protein pectaPMR6 AT3G54920 -1.43 -0.52 -2.53 0.0406193 0.1921854 -4.05 TRUE
247613_at  xABC transporter - like protein b --- AT5G60740 1.40 0.49 2.53 0.0406085 0.1921854 -4.05 FALSE
254289_at  putative protein predicted protein--- AT4G22980 3.38 1.76 2.53 0.0406167 0.1921854 -4.05 FALSE
250729_at ubiquitin activating enzyme 2 (UBUBA 2 AT5G06460 -1.33 -0.41 -2.53 0.0406953 0.1925049 -4.05 FALSE
265197_at putative glucosyl transferase UGT73C1 AT2G36750 1.26 0.33 2.53 0.0407105 0.1925372 -4.05 FALSE
249125_at 1-aminocyclopropane-1-carboxyl --- AT5G43450 -1.58 -0.66 -2.53 0.0407256 0.1925687 -4.05 TRUE
248335_at putative protein strong similarity t--- AT5G52450 1.64 0.72 2.53 0.0407367 0.1925814 -4.05 TRUE
259982_at  putative RING zinc finger proteinATL8 AT1G76410 2.24 1.16 2.53 0.0408183 0.1929268 -4.05 FALSE
247873_at diacylglycerol kinase-like protein --- AT5G57690 1.29 0.37 2.52 0.0408576 0.1930713 -4.05 FALSE
264948_at  RNA helicase, putative similar to--- AT1G77030 1.30 0.38 2.52 0.0408658 0.1930713 -4.05 FALSE



247447_at  nitrate transporter NTL1 - like pr --- AT5G62730 -2.02 -1.01 -2.52 0.0408849 0.1931217 -4.05 FALSE
261134_at  cytochrome P450, putative similaCYP722A1 AT1G19630 1.31 0.39 2.52 0.0408976 0.1931416 -4.05 FALSE
266505_at unknown protein --- AT2G47830 1.31 0.38 2.52 0.0409208 0.193211 -4.06 FALSE
261752_at putative AMP-binding protein con--- AT1G76290 1.34 0.42 2.52 0.0409494 0.1933062 -4.06 FALSE
267036_at Expressed protein ; supported by--- AT2G38465 -1.68 -0.75 -2.52 0.0410328 0.1935399 -4.06 FALSE
265445_at 60S ribosomal protein L12  ;supp--- AT2G37190 -2.14 -1.10 -2.52 0.0410328 0.1935399 -4.06 FALSE
265711_at unknown protein --- AT2G03360 1.27 0.34 2.52 0.041018 0.1935399 -4.06 FALSE
248332_at heat-shock protein  ; supported bATHSP90.1AT5G52640 3.33 1.74 2.52 0.0410148 0.1935399 -4.06 FALSE
249475_at  putative protein CGI-108 protein --- AT5G38890 -1.46 -0.55 -2.52 0.0410806 0.1936592 -4.06 TRUE
245242_at chlorophyll a oxygenase identica CH1 AT1G44446 -1.46 -0.54 -2.52 0.0410698 0.1936592 -4.06 FALSE
265659_at putative disease resistance proteAtRLP20 AT2G25440 1.93 0.95 2.52 0.0411037 0.1936592 -4.06 FALSE
261732_at hypothetical protein predicted by --- AT1G47770 1.33 0.41 2.52 0.0410933 0.1936592 -4.06 FALSE
258943_at  hypothetical protein predicted by--- AT3G10400 1.38 0.46 2.52 0.0411091 0.1936592 -4.06 FALSE
249347_at putative protein similar to unknow--- AT5G40830 -1.75 -0.81 -2.52 0.0410845 0.1936592 -4.06 FALSE
254095_at  oleosin, 18.5K   OLEO1 AT4G25140 1.33 0.41 2.52 0.0411791 0.193909 -4.06 FALSE
262956_at  eukaryotic translation initiation faEIF4A-2 AT1G54270 1.38 0.47 2.52 0.0411721 0.193909 -4.06 FALSE
247634_at  late embryonic abundant protein --- AT5G60520 1.26 0.33 2.52 0.0412006 0.19393 -4.06 FALSE
248302_at putative protein similar to unknow--- AT5G53160 -1.49 -0.57 -2.52 0.0411958 0.19393 -4.06 FALSE
262452_at hypothetical protein similar to hyp--- AT1G11210 -1.33 -0.41 -2.52 0.0412431 0.1940101 -4.06 TRUE
262712_at mercaptopyruvate sulfurtransferaATRDH2 AT1G16460 -1.39 -0.47 -2.52 0.0412386 0.1940101 -4.06 FALSE
248446_at putative protein similar to unknow--- AT5G51140 -1.31 -0.39 -2.52 0.0412332 0.1940101 -4.06 FALSE
245345_at proteinase like protein ;supported--- AT4G16640 1.29 0.37 2.52 0.0412754 0.1941219 -4.06 FALSE
259361_at  glyceraldehyde-3-phosphate dehGAPC2 AT1G13440 -1.37 -0.45 -2.52 0.0413131 0.1942286 -4.06 FALSE
264887_at  unknown protein similar to ripeni--- AT1G23120 1.55 0.63 2.52 0.0413447 0.1942286 -4.07 FALSE
262220_at  calcium-dependent protein kinasCPK30 AT1G74740 1.29 0.36 2.52 0.0413172 0.1942286 -4.06 FALSE
248019_at putative protein similar to unknow--- AT5G56480 1.33 0.41 2.52 0.0413532 0.1942286 -4.07 FALSE
257274_at  geranylgeranyl pyrophosphate s --- AT3G14510 1.37 0.45 2.52 0.0413439 0.1942286 -4.07 FALSE
246205_at hypothetical protein ; supported b--- AT4G36970 -1.72 -0.78 -2.52 0.0413577 0.1942286 -4.07 FALSE
252976_s_a Phospholipase like protein Arabi --- AT4G38550 1.67 0.74 2.52 0.0413359 0.1942286 -4.07 FALSE
263374_at putative heat shock protein  ;supp--- AT2G20560 1.79 0.84 2.52 0.0413908 0.1943044 -4.07 FALSE
264869_at hypothetical protein similar to hyp--- AT1G24350 1.32 0.40 2.52 0.0413901 0.1943044 -4.07 FALSE
247310_at putative protein contains similarit CHR24 AT5G63950 -1.49 -0.57 -2.52 0.041409 0.1943095 -4.07 FALSE
253793_at  myosin heavy chain - like proteinXIH AT4G28710 1.27 0.35 2.52 0.0414051 0.1943095 -4.07 FALSE
259109_at putative serine threonine protein --- AT3G05580 1.56 0.64 2.51 0.0414184 0.1943137 -4.07 FALSE
264923_s_a peroxiredoxin, putative similar to--- AT1G60740 // 1.87 0.90 2.51 0.0414458 0.1943623 -4.07 TRUE



255131_at  putative protein hypothetical pro --- AT4G08280 -1.31 -0.39 -2.51 0.0414448 0.1943623 -4.07 FALSE
249753_at putative protein similar to unknow--- AT5G24610 1.25 0.33 2.51 0.0414676 0.194396 -4.07 FALSE
264319_at  subtilisin-like serine protease, puSDD1 AT1G04110 1.40 0.49 2.51 0.0414956 0.194396 -4.07 FALSE
262866_at  cytochrome p450, putative similaCYP89A6 AT1G64940 1.27 0.35 2.51 0.0414793 0.194396 -4.07 FALSE
251850_at  F-box protein family, AtFBL17 coFBL17 AT3G54650 -1.51 -0.60 -2.51 0.0414943 0.194396 -4.07 FALSE
262897_at hypothetical protein predicted by CCB4 AT1G59840 -2.00 -1.00 -2.51 0.0414885 0.194396 -4.07 FALSE
247474_at  putative protein predicted protein--- AT5G62280 -5.68 -2.51 -2.51 0.041535 0.194461 -4.07 FALSE
245034_at putative serpin --- AT2G26390 1.44 0.53 2.51 0.0415334 0.194461 -4.07 FALSE
248256_at developmental protein SINA (sev--- AT5G53360 1.36 0.44 2.51 0.0415252 0.194461 -4.07 FALSE
252013_at putative protein --- AT3G52860 -1.30 -0.38 -2.51 0.0415582 0.1945297 -4.07 FALSE
251561_at E2 ubiquitin-conjugating-like enzySCE1 AT3G57870 -1.28 -0.36 -2.51 0.0415827 0.1946044 -4.07 FALSE
250955_at  putative protein various predicte CPUORF47AT5G03190 2.97 1.57 2.51 0.0415917 0.1946064 -4.07 FALSE
265174_s_a polygalacturonase, putative simi --- AT1G23460 // -1.53 -0.61 -2.51 0.0416145 0.1946733 -4.07 FALSE
260109_at hypothetical protein predicted by TET10 AT1G63260 1.43 0.51 2.51 0.0416403 0.194714 -4.07 TRUE
256478_at unknown protein --- --- 1.36 0.45 2.51 0.041638 0.194714 -4.07 FALSE
252043_at  putative protein mttC protein, Es --- AT3G52390 -1.38 -0.46 -2.51 0.041651 0.1947242 -4.07 FALSE
256858_at hypothetical protein predicted by --- AT3G15140 -1.52 -0.61 -2.51 0.0416609 0.1947306 -4.07 FALSE
251371_at  putative protein CGI-94 protein, EDA14 AT3G60360 -1.64 -0.71 -2.51 0.041725 0.1949901 -4.07 FALSE
263249_at delta 9 desaturase ALMOST idenADS2 AT2G31360 -1.29 -0.36 -2.51 0.0417845 0.195121 -4.08 FALSE
248267_at NADH-dependent glutamate syntGLT1 AT5G53460 -1.52 -0.61 -2.51 0.0417957 0.195121 -4.08 FALSE
260801_at hypothetical protein predicted by --- AT1G78430 1.24 0.31 2.51 0.0417891 0.195121 -4.08 FALSE
260299_at putative gibberellin 3 beta-hydroxGA3OX4 AT1G80330 1.25 0.32 2.51 0.0417724 0.195121 -4.08 FALSE
246223_at UDP-glucuronyltransferase-like pIRX14 AT4G36890 -1.29 -0.36 -2.51 0.0417888 0.195121 -4.08 FALSE
253114_at GTP-binding protein GB2  ;suppoATGB2 AT4G35860 1.38 0.47 2.51 0.0418345 0.195262 -4.08 FALSE
264076_at unknown protein --- AT2G28540 -1.25 -0.33 -2.51 0.0418669 0.1953731 -4.08 FALSE
264106_at unknown protein SERK4 AT2G13790 1.30 0.37 2.51 0.0419224 0.195592 -4.08 FALSE
259471_at hypothetical protein contains sim --- AT1G19040 1.25 0.32 2.51 0.0419312 0.1955933 -4.08 FALSE
248651_at unknown protein --- AT5G49260 1.28 0.35 2.51 0.041954 0.1956594 -4.08 FALSE
262118_at  beta-glucosidase, putative similaBGLU11 AT1G02850 -2.49 -1.32 -2.51 0.0419656 0.1956736 -4.08 FALSE
246262_at hypothetical protein --- AT1G31790 -1.50 -0.58 -2.51 0.0419818 0.1957093 -4.08 FALSE
247504_at  putative protein various predicte --- AT5G61990 -1.51 -0.59 -2.50 0.0420257 0.1958737 -4.08 FALSE
255249_at  3(2),5-BISPHOSPHATE NUCLE--- AT4G05090 -1.59 -0.67 -2.50 0.0420678 0.1960299 -4.08 FALSE
245389_at putative protein ;supported by ful --- AT4G17480 1.42 0.50 2.50 0.0420987 0.1961337 -4.08 FALSE
259273_s_a serine/threonine specific protein --- AT3G01300 // -1.32 -0.40 -2.50 0.0421277 0.1961912 -4.08 FALSE
255120_x_aputative transposon protein simila--- --- 1.27 0.35 2.50 0.0421282 0.1961912 -4.08 FALSE



246973_at  putative protein UBIQUINONE B--- AT5G24970 -1.55 -0.63 -2.50 0.042164 0.1963177 -4.08 FALSE
250852_at  putative protein BRL protein, Ho --- AT5G04670 -1.27 -0.34 -2.50 0.0421996 0.1964067 -4.09 FALSE
252920_at  putative endo-1,4-beta-glucanasAtGH9B17 AT4G39000 1.38 0.46 2.50 0.0422003 0.1964067 -4.09 FALSE
250436_at  RNA binding protein - like rna bin--- AT5G10350 -1.36 -0.44 -2.50 0.0422418 0.1965595 -4.09 FALSE
253052_at cytochrome P450-like protein ; suCYP81H1 AT4G37310 1.95 0.97 2.50 0.0422622 0.1965744 -4.09 TRUE
247267_at 40S ribosomal protein S28 (sp|P3RPS28 AT5G64140 -1.82 -0.86 -2.50 0.0422536 0.1965744 -4.09 FALSE
246033_at hydroxymethylbilane synthase  ;sHEMC AT5G08280 -1.49 -0.57 -2.50 0.0423013 0.1967162 -4.09 FALSE
246058_at  putative protein predicted protein--- AT5G08430 -1.35 -0.44 -2.50 0.0423401 0.1967205 -4.09 FALSE
263995_at putative MADS-box protein SVP AT2G22540 -1.41 -0.49 -2.50 0.0423199 0.1967205 -4.09 FALSE
252672_at hypothetical protein --- AT3G44230 1.27 0.34 2.50 0.042354 0.1967205 -4.09 FALSE
247871_at xyloglucan endotransglycosylase--- AT5G57530 1.27 0.34 2.50 0.0423323 0.1967205 -4.09 FALSE
260753_at  RING-H2 finger protein RHA3a, --- AT1G49230 -2.01 -1.00 -2.50 0.0423391 0.1967205 -4.09 FALSE
265715_s_aexpressed protein non-consensu --- AT1G13860 // -1.70 -0.76 -2.50 0.0423485 0.1967205 -4.09 FALSE
260566_at cysteine synthase (cpACS1)  ;su OASB AT2G43750 -1.41 -0.50 -2.50 0.0423687 0.1967489 -4.09 FALSE
245785_at  cellulose synthase catalytic subuATCSLD6 AT1G32180 1.33 0.41 2.50 0.0424247 0.1969286 -4.09 FALSE
263359_at putative lysosomal acid lipase ATLIP1 AT2G15230 -1.40 -0.48 -2.50 0.042422 0.1969286 -4.09 FALSE
254679_at  putative protein Mei2-like proteinAML3 AT4G18120 -1.34 -0.42 -2.50 0.0424643 0.1969943 -4.09 FALSE
266064_at expressed protein --- AT2G18780 -1.44 -0.53 -2.50 0.0424576 0.1969943 -4.09 FALSE
266893_at hypothetical protein predicted by RTE1 AT2G26070 -1.36 -0.44 -2.50 0.042482 0.1969943 -4.09 FALSE
257541_at hypothetical protein predicted by --- AT3G25950 1.95 0.96 2.50 0.0424803 0.1969943 -4.09 FALSE
259030_at putative alpha-hemolysin similar --- AT3G09310 -1.24 -0.31 -2.50 0.0424712 0.1969943 -4.09 FALSE
258907_at putative sodium proton exchangeNHX4 AT3G06370 1.36 0.45 2.50 0.0424994 0.1970346 -4.09 FALSE
266743_at  ribonuclease, RNS1 identical to RNS1 AT2G02990 // 4.11 2.04 2.50 0.0425463 0.1972121 -4.09 FALSE
252843_at glycine-rich protein other glycine---- AT3G42130 1.43 0.52 2.50 0.0426001 0.1974215 -4.10 FALSE
262396_at unknown protein ;supported by fu--- AT1G49470 -1.83 -0.87 -2.49 0.0426533 0.1976279 -4.10 TRUE
257459_at unknown protein --- AT1G24040 -1.33 -0.41 -2.49 0.0426874 0.1977401 -4.10 FALSE
256816_at unknown protein --- AT3G21400 -1.35 -0.44 -2.49 0.0426949 0.1977401 -4.10 FALSE
250161_at  putative protein amino acid trans--- AT5G15240 1.65 0.72 2.49 0.0427307 0.1978215 -4.10 FALSE
266523_at putative transportin TRN1 AT2G16950 1.30 0.38 2.49 0.0427375 0.1978215 -4.10 FALSE
251697_at  putative protein hypothetical pro --- AT3G56600 1.25 0.32 2.49 0.0427385 0.1978215 -4.10 FALSE
250881_at putative protein --- AT5G04080 -1.52 -0.60 -2.49 0.0427844 0.1979941 -4.10 FALSE
250289_at putative protein  ;supported by fu --- AT5G13190 1.95 0.97 2.49 0.0428358 0.1981419 -4.10 FALSE
265672_at putative cysteine proteinase inhib--- AT2G31980 -2.99 -1.58 -2.49 0.0428418 0.1981419 -4.10 FALSE
250547_at asparaginase  ; supported by cD --- AT5G08100 -1.34 -0.42 -2.49 0.0428424 0.1981419 -4.10 FALSE
253073_at  cytochrome P450 monooxygenaCYP81F4 AT4G37410 1.39 0.47 2.49 0.0428588 0.1981774 -4.10 FALSE



250112_at low density lipoprotein B-like prot--- AT5G16300 1.29 0.37 2.49 0.0428725 0.1982004 -4.10 FALSE
252866_at putative protein --- AT4G39840 2.18 1.12 2.49 0.0429408 0.1982909 -4.10 TRUE
248675_at putative protein similar to unknowICK6 AT5G48820 1.59 0.67 2.49 0.0429441 0.1982909 -4.10 FALSE
248640_at selenium-binding protein-like  ; su--- AT5G48910 -1.38 -0.46 -2.49 0.0429096 0.1982909 -4.10 FALSE
260963_at hypothetical protein predicted by --- AT1G44990 1.32 0.40 2.49 0.0429313 0.1982909 -4.10 FALSE
249797_at putative protein contains similarit --- AT5G23750 -1.45 -0.53 -2.49 0.0429217 0.1982909 -4.10 FALSE
252821_at putative protein  ;supported by fu --- AT4G39860 -1.99 -0.99 -2.49 0.0429442 0.1982909 -4.10 FALSE
245595_at hypothetical protein --- AT4G14170 -1.28 -0.36 -2.49 0.0429902 0.1984633 -4.10 FALSE
259966_at unknown protein SOB3 AT1G76500 1.35 0.44 2.49 0.0430055 0.1984934 -4.10 FALSE
258868_at putative exportin1 (XPO1) proteinXPO1B AT3G03110 -1.36 -0.44 -2.49 0.0430727 0.1985936 -4.11 FALSE
248237_at receptor protein kinase-like prote --- AT5G53890 -1.42 -0.51 -2.49 0.0430684 0.1985936 -4.11 FALSE
245253_at hydroperoxide lyase (HPOL) like HPL1 AT4G15440 4.20 2.07 2.49 0.043041 0.1985936 -4.11 FALSE
246130_at  putative protein various predicte --- --- 1.52 0.60 2.49 0.0430596 0.1985936 -4.11 FALSE
244971_at ATP-dependent protease subunit--- --- -1.32 -0.40 -2.49 0.0430616 0.1985936 -4.11 FALSE
255899_at  zinc-finger protein (C-terminal), p--- AT1G17970 -1.55 -0.63 -2.49 0.0430794 0.1985936 -4.11 FALSE
244972_at PSII 47KDa protein --- --- -2.07 -1.05 -2.49 0.0430932 0.1986172 -4.11 FALSE
246476_at putative protein predicted protein --- AT5G16730 -1.50 -0.58 -2.49 0.0431282 0.1986979 -4.11 FALSE
245082_at hypothetical protein predicted by --- AT2G23270 6.10 2.61 2.49 0.0431234 0.1986979 -4.11 FALSE
266365_at ferredoxin-dependent glutamate GLU2 AT2G41220 -1.47 -0.56 -2.49 0.043169 0.1988055 -4.11 FALSE
266763_at unknown protein SPL1 AT2G47070 -1.39 -0.47 -2.49 0.0431604 0.1988055 -4.11 FALSE
245618_at hypothetical protein --- AT4G14510 -1.39 -0.48 -2.49 0.0432136 0.198929 -4.11 FALSE
245453_at disease resistance RPP5 like pro--- AT4G16900 1.32 0.40 2.49 0.0432078 0.198929 -4.11 FALSE
248613_at phytoene dehydrogenase-like --- AT5G49555 -1.48 -0.57 -2.49 0.0432219 0.198929 -4.11 FALSE
250388_at  putative protein various predicte --- AT5G11310 -1.89 -0.92 -2.48 0.0432749 0.1990926 -4.11 FALSE
265963_s_a40S ribosomal protein S5 identicaATRPS5B AT2G37270 // -1.75 -0.81 -2.48 0.0432739 0.1990926 -4.11 FALSE
264377_at similar to early nodulins --- AT2G25060 1.27 0.35 2.48 0.0433564 0.1991797 -4.11 FALSE
250649_at thioredoxin-like  ; supported by c WCRKC1 AT5G06690 -1.38 -0.47 -2.48 0.0433637 0.1991797 -4.11 FALSE
262455_at  Mlo protein, putative similar to MMLO2 AT1G11310 1.49 0.57 2.48 0.0433244 0.1991797 -4.11 FALSE
247654_at  cytoplasmic ribosomal protein S --- AT5G59850 -2.02 -1.01 -2.48 0.0433613 0.1991797 -4.11 FALSE
263804_at putative protein kinase contains a--- AT2G40270 1.42 0.51 2.48 0.0433267 0.1991797 -4.11 FALSE
266112_x_ahypothetical protein predicted by --- --- 1.38 0.47 2.48 0.0433325 0.1991797 -4.11 FALSE
248181_at cytochrome c biogenesis protein --- AT5G54290 -1.48 -0.57 -2.48 0.0433555 0.1991797 -4.11 FALSE
247789_at  putative protein various predicte --- AT5G58680 1.38 0.46 2.48 0.0433595 0.1991797 -4.11 FALSE
248227_at ABA-inducible protein-like  ;supp --- AT5G53820 1.33 0.41 2.48 0.0433891 0.1992564 -4.11 FALSE
256482_at  protein kinase, putative containsFEI1 AT1G31420 -1.32 -0.40 -2.48 0.0434112 0.1992775 -4.11 FALSE



257475_at hypothetical protein predicted by --- AT1G80880 -1.24 -0.32 -2.48 0.0434046 0.1992775 -4.11 FALSE
253850_at  pectinesterase like protein pectinsks10 AT4G28090 1.42 0.51 2.48 0.0434256 0.1993034 -4.11 FALSE
264804_at  putative receptor kinase, CLV1 s--- AT1G08590 1.40 0.48 2.48 0.0434562 0.1994036 -4.12 FALSE
255492_at  hypothetical protein similar to A. EOL1 AT4G02680 -1.34 -0.42 -2.48 0.043472 0.1994361 -4.12 FALSE
267346_at  coronatine-insensitive 1 (COI1), COI1 AT2G39940 -1.45 -0.54 -2.48 0.0434938 0.1994959 -4.12 FALSE
266617_at unknown protein  ; supported by --- AT2G29670 -1.89 -0.92 -2.48 0.0435078 0.1995202 -4.12 FALSE
248313_at putative protein contains similarit --- AT5G52580 -1.26 -0.33 -2.48 0.0435299 0.1995811 -4.12 FALSE
246114_at  seed imbitition protein-like seed DIN10 AT5G20250 1.61 0.69 2.48 0.0435821 0.1997321 -4.12 FALSE
247863_at SKP1 interacting partner 1 (SKIP--- AT5G57890 // 1.33 0.41 2.48 0.043589 0.1997321 -4.12 FALSE
257702_at  CTP-synthetase, putative similaremb2742 AT3G12670 -1.39 -0.47 -2.48 0.0435806 0.1997321 -4.12 FALSE
256310_at unknown protein ; supported by cERD4 AT1G30360 -1.53 -0.61 -2.48 0.0436453 0.1997489 -4.12 TRUE
257051_at squamosa promoter binding proteSPL5 AT3G15270 2.38 1.25 2.48 0.0436123 0.1997489 -4.12 TRUE
252357_at  putative protein predicted protein--- AT3G48410 -1.52 -0.60 -2.48 0.043614 0.1997489 -4.12 TRUE
265284_at unknown protein  ;supported by f --- AT2G20230 -1.36 -0.44 -2.48 0.0436316 0.1997489 -4.12 FALSE
253202_at Expressed protein ; supported by--- AT4G34555 -1.77 -0.83 -2.48 0.0436393 0.1997489 -4.12 FALSE
246922_at serine/threonine protein kinase-li CIPK25 AT5G25110 -1.57 -0.65 -2.48 0.0436327 0.1997489 -4.12 FALSE
AFFX-r2-BsB. subtilis /GEN=pheB /DB_XRE --- --- -1.61 -0.68 -2.48 0.0436594 0.1997734 -4.12 FALSE
258789_at Mutator-like transposase similar t--- --- -1.33 -0.41 -2.48 0.0436755 0.1998071 -4.12 FALSE
245136_at putative auxin-regulated protein --- AT2G45210 2.02 1.02 2.48 0.0436926 0.1998454 -4.12 TRUE
246487_at  putative protein with poly glutam--- AT5G16030 -1.72 -0.78 -2.48 0.0437344 0.199956 -4.12 TRUE
249591_at  putative protein predicted protein--- --- 1.26 0.34 2.48 0.0437332 0.199956 -4.12 FALSE
267130_at hypothetical protein predicted by --- AT2G23390 -1.49 -0.58 -2.48 0.043769 0.2000344 -4.12 FALSE
262075_at hypothetical protein contains sim ZCF61 AT1G59560 -1.54 -0.63 -2.48 0.0437665 0.2000344 -4.12 FALSE
249525_at putative protein similar to unknow--- AT5G38650 -1.29 -0.37 -2.48 0.0437789 0.2000394 -4.12 FALSE
262064_at  elongation factor, putative similaLOS1 AT1G56070 -1.37 -0.46 -2.48 0.0438343 0.2001685 -4.12 FALSE
246632_at hypothetical protein similar to put--- AT1G29710 -1.35 -0.43 -2.47 0.0438749 0.2001685 -4.12 FALSE
248690_at acetyl-CoA C-acetyltransferase  ACAT2 AT5G48230 -1.26 -0.34 -2.47 0.0438854 0.2001685 -4.12 FALSE
247172_at anthocyanidin-3-glucoside rhamn--- AT5G65550 1.29 0.37 2.48 0.0438178 0.2001685 -4.12 FALSE
247846_at putative protein --- AT5G58100 -1.32 -0.40 -2.47 0.0438622 0.2001685 -4.12 FALSE
254797_at putative protein --- AT4G13030 -1.61 -0.69 -2.47 0.0439124 0.2001685 -4.13 FALSE
257494_at hypothetical protein predicted by --- AT1G32375 1.25 0.33 2.47 0.0438909 0.2001685 -4.12 FALSE
257609_at Expressed protein ; supported by--- AT3G13845 -1.37 -0.46 -2.47 0.0439119 0.2001685 -4.13 FALSE
251367_at  SKP1 interacting partner 4 (SKIPSKIP4 AT3G61350 -1.40 -0.48 -2.47 0.0438967 0.2001685 -4.13 FALSE
254104_at  putative protein predicted protein--- AT4G25040 1.39 0.48 2.48 0.0438569 0.2001685 -4.12 FALSE
259548_at hypothetical protein similar to ripeMLP165 AT1G35260 1.97 0.98 2.47 0.0438614 0.2001685 -4.12 FALSE



249586_at  putative protein predicted protein--- AT5G37840 2.01 1.01 2.47 0.0438898 0.2001685 -4.12 FALSE
262132_at  ribosomal protein L22, putative s--- AT1G02830 1.29 0.37 2.47 0.0439368 0.2002396 -4.13 FALSE
251041_at  ubiquitin-protein ligase E3-alphaPRT6 AT5G02310 1.47 0.56 2.47 0.0439559 0.2002865 -4.13 FALSE
256717_at hypothetical protein predicted by --- AT2G34110 1.38 0.46 2.47 0.0439821 0.2003259 -4.13 FALSE
259076_at hypothetical protein predicted by TMAC2 AT3G02140 3.23 1.69 2.47 0.0439795 0.2003259 -4.13 FALSE
266302_at ethylene-insensitive3-like1 (EIL1)EIL1 AT2G27050 -1.42 -0.50 -2.47 0.0440159 0.2003529 -4.13 FALSE
251476_at  putative protein hypothetical pro --- AT3G59670 -1.60 -0.68 -2.47 0.0440007 0.2003529 -4.13 FALSE
249875_at photosystem II stability/assemblyHCF136 AT5G23120 -1.57 -0.65 -2.47 0.0440232 0.2003529 -4.13 FALSE
249676_at serine/threonine protein kinase-li --- AT5G35960 1.37 0.46 2.47 0.0440087 0.2003529 -4.13 FALSE
247283_at 2-nitropropane dioxygenase-like --- AT5G64250 1.35 0.44 2.47 0.0440367 0.2003743 -4.13 FALSE
245968_at proline-rich protein extensins --- AT5G19800 // 1.40 0.49 2.47 0.0441186 0.2007073 -4.13 FALSE
254981_at  putative alpha NAC stong simila --- AT4G10480 -1.63 -0.70 -2.47 0.0441299 0.2007186 -4.13 FALSE
258486_at putative 40S ribosomal protein si --- AT3G02560 -1.96 -0.97 -2.47 0.0441538 0.2007608 -4.13 FALSE
252520_at  receptor-like protein kinase hom --- AT3G46370 -1.91 -0.93 -2.47 0.0441568 0.2007608 -4.13 FALSE
263325_at putative RING zinc finger protein XERICO AT2G04240 -1.76 -0.82 -2.47 0.0442074 0.2009506 -4.13 FALSE
258592_at hypothetical protein contains Pfa --- AT3G04130 -1.36 -0.45 -2.47 0.0442328 0.2010263 -4.13 FALSE
266229_at putative RING zinc finger ankyrin--- AT2G28840 -1.29 -0.37 -2.47 0.0442931 0.2012588 -4.13 FALSE
263125_at hypothetical protein predicted by --- AT1G78470 1.31 0.39 2.47 0.0443016 0.2012588 -4.13 FALSE
245002_at PSII D2 protein --- --- -1.41 -0.50 -2.47 0.0443224 0.2012969 -4.13 FALSE
253743_at  putative protein vegetative stora --- AT4G28940 1.23 0.30 2.47 0.0443277 0.2012969 -4.13 FALSE
263334_at putative nonsense-mediated mR --- AT2G03820 -1.32 -0.40 -2.47 0.0443405 0.2013149 -4.14 FALSE
253332_at  peroxidase ATP17a -like protein --- AT4G33420 2.41 1.27 2.47 0.044368 0.2014 -4.14 FALSE
261817_at hypothetical protein predicted by --- AT1G08180 -1.84 -0.88 -2.47 0.0443898 0.2014187 -4.14 FALSE
264725_at Expressed protein ; supported by--- AT1G22885 1.76 0.82 2.47 0.0443843 0.2014187 -4.14 FALSE
267383_at unknown protein --- AT2G44360 1.25 0.32 2.47 0.0444182 0.2015075 -4.14 FALSE
253272_at putative protein  ;supported by fu 01-ספט AT4G34190 -1.52 -0.60 -2.47 0.0444814 0.2017485 -4.14 FALSE
247205_at unknown protein  ;supported by f PROPEP2 AT5G64890 3.92 1.97 2.47 0.044489 0.2017485 -4.14 FALSE
252575_at  receptor like protein kinase rece --- AT3G45440 1.48 0.57 2.46 0.0445339 0.2017514 -4.14 FALSE
251170_at ATMRK1  ;supported by full-leng ATMRK1 AT3G63260 -1.25 -0.32 -2.46 0.0445197 0.2017514 -4.14 FALSE
251559_at  putative protein hypothetical pro --- AT3G58010 -1.44 -0.53 -2.46 0.0445314 0.2017514 -4.14 FALSE
247853_at non phototropic hypocotyl 1-like  PHOT2 AT5G58140 -1.36 -0.44 -2.46 0.0445128 0.2017514 -4.14 FALSE
249800_at MtN3-like protein  ; supported by MTN3 AT5G23660 1.33 0.41 2.46 0.0445315 0.2017514 -4.14 FALSE
254936_at predicted protein of unknown fun --- AT4G10790 -1.25 -0.32 -2.46 0.0445931 0.2019794 -4.14 FALSE
254092_at  respiratory burst oxidase - like p --- AT4G25090 1.24 0.31 2.46 0.0446235 0.2020771 -4.14 FALSE
259239_at putative 40S ribosomal protein s1--- AT3G11510 -2.07 -1.05 -2.46 0.0446365 0.2020959 -4.14 FALSE



258154_at unknown protein  ; supported by --- AT3G18210 -1.41 -0.49 -2.46 0.0446488 0.2021115 -4.14 FALSE
263369_at unknown protein --- AT2G20480 -1.26 -0.34 -2.46 0.0446586 0.2021157 -4.14 FALSE
258858_at putative 40S ribosomal protein S --- AT3G02080 -1.67 -0.74 -2.46 0.0446798 0.2021715 -4.14 FALSE
263594_at putative purple acid phosphatasePAP7 AT2G01880 1.89 0.92 2.46 0.0447147 0.202289 -4.14 FALSE
266109_at putative mitochondrial carrier pro --- AT2G37890 -1.72 -0.78 -2.46 0.0447735 0.2024751 -4.14 FALSE
262509_at hypothetical protein similar to hypCRR22 AT1G11290 -1.36 -0.45 -2.46 0.044773 0.2024751 -4.14 FALSE
254805_at pEARLI 1  ; supported by cDNA: pEARLI 1 AT4G12480 -5.48 -2.45 -2.46 0.0448787 0.2028702 -4.15 TRUE
255520_at putative ribosomal protein L19 sim--- AT4G02230 -1.62 -0.69 -2.46 0.0448716 0.2028702 -4.15 FALSE
248585_at unknown protein --- AT5G49640 -1.32 -0.40 -2.46 0.0448975 0.2029148 -4.15 FALSE
251948_at  diaminopimelate epimerase - like--- AT3G53580 -1.37 -0.46 -2.46 0.0449082 0.2029231 -4.15 FALSE
256414_at putative nucleic acid binding prot AL2 AT3G11200 1.31 0.39 2.46 0.0449255 0.2029609 -4.15 FALSE
249777_at putative protein similar to unknow--- AT5G24210 1.45 0.54 2.46 0.0449667 0.2030667 -4.15 FALSE
261475_at  anionic peroxidase, putative sim --- AT1G14550 1.59 0.67 2.46 0.044965 0.2030667 -4.15 FALSE
253975_at  putative protein proliferating-cell --- AT4G26600 -1.91 -0.93 -2.46 0.0450025 0.2031504 -4.15 TRUE
247978_at 60S ribosomal protein L31  ;supp--- AT5G56710 -1.95 -0.97 -2.46 0.045003 0.2031504 -4.15 FALSE
264686_at  shaggy-like protien kinase, kappATSK41 AT1G09840 -1.25 -0.33 -2.46 0.0450147 0.203163 -4.15 FALSE
260985_at  dTDP-D-glucose 4,6-dehydratasMUM4 AT1G53500 1.36 0.44 2.46 0.0450411 0.2032016 -4.15 TRUE
262228_at  protein kinase, putative similar to--- AT1G68690 2.67 1.42 2.46 0.0450348 0.2032016 -4.15 FALSE
266930_at hypothetical protein predicted by --- AT2G45930 1.40 0.49 2.46 0.0450661 0.2032742 -4.15 FALSE
251880_at hypothetical protein  ;supported b--- AT3G54290 -1.45 -0.54 -2.46 0.0450759 0.2032781 -4.15 FALSE
266310_at  putative PCI domain protein protFUS12 AT2G26990 -1.35 -0.43 -2.46 0.0451022 0.2033368 -4.15 FALSE
259335_s_aunknown protein similar to unkno--- AT3G03930 // -1.43 -0.51 -2.46 0.0451067 0.2033368 -4.15 FALSE
260757_at  phytocyanin, putative similar to p--- AT1G48940 1.27 0.35 2.46 0.0451193 0.2033533 -4.15 FALSE
254673_at  membrane-bound small GTP-binAtRABA1e AT4G18430 2.28 1.19 2.45 0.0451461 0.2034337 -4.15 TRUE
248023_at ADP/ATP translocase-like protein--- AT5G56450 -1.34 -0.42 -2.45 0.0451669 0.2034877 -4.15 FALSE
249375_at  putative protein predicted proteinAGP24 AT5G40730 1.33 0.41 2.45 0.0451856 0.2035316 -4.15 TRUE
264329_at  unknown protein Contains simila--- AT1G04140 -1.28 -0.35 -2.45 0.0452173 0.2035542 -4.15 FALSE
259874_at unknown protein --- AT1G76660 -1.48 -0.57 -2.45 0.0452143 0.2035542 -4.15 FALSE
257897_at HAL3A protein identical to GB:AAHAL3A AT3G18030 -1.46 -0.55 -2.45 0.0452174 0.2035542 -4.15 FALSE
256511_at  RNA helicase, putative similar to--- AT1G33390 -1.29 -0.37 -2.45 0.0452365 0.2036 -4.16 FALSE
257422_at hypothetical protein Contains sim--- AT1G11940 1.29 0.37 2.45 0.0452702 0.2037115 -4.16 FALSE
262044_s_ahypothetical protein predicted by --- AT1G80210 // -1.32 -0.40 -2.45 0.0453043 0.2037887 -4.16 FALSE
248668_at putative protein similar to unknowXRI1 AT5G48720 -1.60 -0.68 -2.45 0.0453052 0.2037887 -4.16 FALSE
249931_at putative protein similar to unknowQQT1 AT5G22370 -1.48 -0.57 -2.45 0.0453319 0.2038316 -4.16 FALSE
247966_at putative protein contains similarit --- AT5G56610 1.33 0.41 2.45 0.0453326 0.2038316 -4.16 FALSE



246243_at trichohyalin like protein --- AT4G36520 1.26 0.34 2.45 0.0453508 0.2038732 -4.16 FALSE
254610_at  putative protein predicted protein--- AT4G18890 1.33 0.42 2.45 0.0453615 0.2038811 -4.16 FALSE
245500_at reverse transcriptase like protein --- --- 1.29 0.36 2.45 0.045382 0.2039331 -4.16 FALSE
256728_at  glutamyl-tRNA amidotransferase--- AT3G25660 -1.48 -0.57 -2.45 0.0454487 0.2040315 -4.16 FALSE
261500_at hypothetical protein predicted by --- AT1G28400 -2.07 -1.05 -2.45 0.0454171 0.2040315 -4.16 FALSE
249513_at glucosyltransferase-like protein ; --- AT5G38460 -1.31 -0.38 -2.45 0.0454427 0.2040315 -4.16 FALSE
254705_at putative protein  ; supported by c --- AT4G17870 -1.56 -0.64 -2.45 0.0454295 0.2040315 -4.16 FALSE
248236_at putative protein contains similarit --- AT5G53870 3.55 1.83 2.45 0.045445 0.2040315 -4.16 FALSE
256922_at  hypothetical protein contains sim--- AT3G19010 1.90 0.93 2.45 0.0454634 0.2040528 -4.16 FALSE
248639_at anthranilate N-benzoyltransferas HCT AT5G48930 1.57 0.65 2.45 0.0454802 0.2040528 -4.16 FALSE
262513_at unknown protein ; supported by c--- AT1G34270 -1.34 -0.42 -2.45 0.0454796 0.2040528 -4.16 FALSE
248289_at unknown protein  ; supported by --- AT5G52880 -1.29 -0.37 -2.45 0.0455024 0.2040896 -4.16 FALSE
254753_at  putative protein Pto kinase intera--- AT4G13190 1.27 0.34 2.45 0.0455319 0.2040896 -4.16 FALSE
264860_at hypothetical protein contains ATP--- AT1G24290 -1.27 -0.34 -2.45 0.0455332 0.2040896 -4.16 FALSE
251097_at  receptor like protein kinase rece LECRKA4.3AT5G01560 2.97 1.57 2.45 0.0455303 0.2040896 -4.16 FALSE
266800_at hypothetical protein predicted by --- AT2G22880 6.85 2.78 2.45 0.0455138 0.2040896 -4.16 FALSE
251264_at  multifunctional aminoacyl-tRNA --- AT3G62120 -1.28 -0.36 -2.45 0.0455424 0.2040908 -4.16 FALSE
264778_at unknown protein similar to C-1 (HAIP3 AT1G08780 -1.30 -0.38 -2.45 0.0455955 0.2042888 -4.16 FALSE
266514_at putative zinc-finger protein (B-box--- AT2G47890 -1.47 -0.55 -2.45 0.0456066 0.2042981 -4.16 FALSE
250668_at unknown protein  ; supported by --- AT5G07020 -1.46 -0.55 -2.45 0.0456194 0.2043153 -4.16 TRUE
263148_at  ubiquitin, putative similar to ubiq --- AT1G53950 1.34 0.42 2.45 0.0456294 0.2043199 -4.16 FALSE
247592_at  high affinity nitrate transporter prNRT2.3 AT5G60780 1.27 0.35 2.45 0.0456495 0.2043699 -4.16 FALSE
256793_at unknown protein  ;supported by f --- AT3G22160 1.90 0.93 2.45 0.0456787 0.2044605 -4.16 TRUE
259762_at hypothetical protein predicted by --- AT1G77600 -1.36 -0.44 -2.45 0.0456982 0.2045076 -4.17 FALSE
259880_at  hypothetical protein similar to hy --- AT1G76730 -1.52 -0.60 -2.45 0.0457383 0.2046473 -4.17 FALSE
247566_at  40S ribsomal protein S19 - like 4--- AT5G61170 -1.86 -0.90 -2.45 0.0457888 0.2048327 -4.17 FALSE
264531_at hypothetical protein predicted by --- AT1G30790 1.30 0.38 2.44 0.045802 0.2048516 -4.17 FALSE
246660_at  putative protein predicted protein--- AT5G35180 1.32 0.40 2.44 0.0458424 0.2048717 -4.17 FALSE
258915_at unknown protein similar to hypothVPS60.1 AT3G10640 1.41 0.49 2.44 0.0458407 0.2048717 -4.17 FALSE
251261_at  putative protein polygalacturona --- AT3G62110 -1.83 -0.87 -2.44 0.0458292 0.2048717 -4.17 FALSE
254746_at  putative protein hypothetical pro --- AT4G12980 -1.71 -0.77 -2.44 0.0458273 0.2048717 -4.17 FALSE
266702_at hexokinase (ATHXK2)  ; supporteHXK2 AT2G19860 -1.30 -0.38 -2.44 0.0458719 0.2049633 -4.17 FALSE
264621_at putative protein kinase contains a--- AT2G17700 -1.36 -0.44 -2.44 0.0459629 0.2050105 -4.17 FALSE
255586_at hypothetical protein  ;supported bMEE49 AT4G01560 -1.61 -0.69 -2.44 0.0459312 0.2050105 -4.17 FALSE
264799_at putative violaxanthin de-epoxidasNPQ1 AT1G08550 -1.39 -0.48 -2.44 0.0459602 0.2050105 -4.17 FALSE



263570_at aldehyde oxidase identical to GPAAO3 AT2G27150 1.61 0.69 2.44 0.0459633 0.2050105 -4.17 FALSE
259419_at  acyl-CoA oxidase ACX3, putativ ACX6 AT1G06310 1.30 0.38 2.44 0.0459161 0.2050105 -4.17 FALSE
247701_at  putative protein many predicted --- AT5G59900 -1.29 -0.37 -2.44 0.0458969 0.2050105 -4.17 FALSE
258490_at hypothetical protein predicted by --- AT3G02670 1.30 0.38 2.44 0.0459622 0.2050105 -4.17 FALSE
267069_at unknown protein ATCAMBP2AT2G41010 2.48 1.31 2.44 0.0459616 0.2050105 -4.17 FALSE
246218_at  RUB1-conjugating enzyme RCERCE1 AT4G36800 -1.50 -0.59 -2.44 0.0459181 0.2050105 -4.17 FALSE
257599_at  60S ribosomal protein, putative s--- AT3G24830 -1.83 -0.87 -2.44 0.0459766 0.2050295 -4.17 FALSE
251293_at hypothetical protein --- AT3G61930 5.72 2.52 2.44 0.046025 0.2051654 -4.17 FALSE
265030_at  receptor-like kinase, putative sim--- AT1G61610 1.79 0.84 2.44 0.0460182 0.2051654 -4.17 FALSE
265847_at unknown protein --- AT2G35750 -1.28 -0.35 -2.44 0.0460397 0.2051907 -4.17 FALSE
263145_at hypothetical protein predicted by ATEXO70DAT1G54090 1.45 0.53 2.44 0.0460508 0.2052002 -4.17 FALSE
257626_s_ahypothetical protein --- AT3G26240 // -1.34 -0.42 -2.44 0.0460781 0.2052815 -4.17 FALSE
258699_at unknown protein --- AT3G09470 -1.36 -0.45 -2.44 0.0461028 0.2052849 -4.17 FALSE
252070_at  short-chain alcohol dehydrogena--- AT3G51680 1.40 0.49 2.44 0.0461076 0.2052849 -4.17 FALSE
247170_at putative protein contains similarit --- AT5G65530 1.26 0.33 2.44 0.0461149 0.2052849 -4.17 FALSE
246636_at  acid phosphatase-like protein puPAP26 AT5G34850 1.46 0.55 2.44 0.0461028 0.2052849 -4.17 FALSE
245038_at similar to latex allergen from HevPLA2A AT2G26560 2.51 1.33 2.44 0.0461693 0.2053051 -4.18 TRUE
265475_at ferredoxin--nitrite reductase  ; supNIR1 AT2G15620 -1.52 -0.60 -2.44 0.046181 0.2053051 -4.18 TRUE
258026_at abscisic acid responsive elementABF4 AT3G19290 -1.45 -0.53 -2.44 0.0461371 0.2053051 -4.17 FALSE
246591_at  putative cation transport protein --- AT5G14880 -1.39 -0.48 -2.44 0.0461543 0.2053051 -4.18 FALSE
259834_at H-protein promoter binding factor--- AT1G69570 1.67 0.74 2.44 0.0461729 0.2053051 -4.18 FALSE
261808_at  DNA damage repair protein, putaDRT111 AT1G30480 -1.28 -0.36 -2.44 0.0461824 0.2053051 -4.18 FALSE
245113_at hypothetical protein predicted by MIZ1 AT2G41660 1.47 0.55 2.44 0.0461443 0.2053051 -4.17 FALSE
264455_at hypothetical protein predicted by --- AT1G10330 -1.38 -0.47 -2.44 0.0461958 0.2053246 -4.18 FALSE
255871_at putative small nuclear ribonucleoU2B'' AT2G30260 -1.35 -0.43 -2.44 0.0462156 0.2053729 -4.18 FALSE
256581_at hypothetical protein --- AT3G28830 1.24 0.31 2.44 0.0462463 0.2053999 -4.18 FALSE
259274_at  putative homeobox-leucine zippeATHB20 AT3G01220 1.29 0.36 2.44 0.0462488 0.2053999 -4.18 FALSE
257097_at hypothetical protein predicted by --- --- 1.27 0.35 2.44 0.0462442 0.2053999 -4.18 FALSE
266520_at cyclic nucleotide and calmodulin-ATCNGC6 AT2G23980 -1.38 -0.46 -2.44 0.0462735 0.2054697 -4.18 FALSE
265206_at putative protease belongs to euk --- AT2G36670 -1.38 -0.47 -2.44 0.0463162 0.2054992 -4.18 FALSE
247408_at  ZAP - like protein nuclear protein--- AT5G62760 1.25 0.33 2.44 0.0463144 0.2054992 -4.18 FALSE
267193_at hypothetical protein predicted by --- AT2G30900 1.31 0.39 2.44 0.0463099 0.2054992 -4.18 FALSE
259875_s_a12-oxophytodienoate reductase (OPR1 AT1G76680 // 2.25 1.17 2.44 0.0463069 0.2054992 -4.18 FALSE
249258_at putative protein similar to unknow--- AT5G41650 -1.26 -0.34 -2.44 0.0463403 0.2055662 -4.18 FALSE
262856_at unknown protein contains Pfam p--- AT1G14910 -1.39 -0.48 -2.44 0.0464136 0.2058115 -4.18 FALSE



262169_at hypothetical protein predicted by --- AT1G74860 -1.37 -0.45 -2.44 0.046412 0.2058115 -4.18 FALSE
248815_at putative protein contains similarit --- AT5G46920 -1.50 -0.59 -2.43 0.0464717 0.2058423 -4.18 FALSE
266253_at unknown protein contains non-coHDT4 AT2G27840 -1.72 -0.79 -2.43 0.0464734 0.2058423 -4.18 TRUE
257009_at unknown protein  ; supported by --- AT3G14160 -1.27 -0.35 -2.43 0.0464747 0.2058423 -4.18 FALSE
245155_at  putative protein similarity to pred--- AT5G12470 -1.52 -0.61 -2.44 0.0464409 0.2058423 -4.18 FALSE
249546_at  putative protein chromosome se PMI15 AT5G38150 -1.57 -0.65 -2.43 0.0464611 0.2058423 -4.18 FALSE
266737_at putative alcohol dehydrogenase  --- AT2G47140 1.36 0.44 2.43 0.0464694 0.2058423 -4.18 FALSE
246070_at  ribosomal protein L7Ae-like NHP--- AT5G20160 -1.53 -0.62 -2.43 0.0464843 0.2058448 -4.18 FALSE
253331_at  nucellin -like protein nucellin - Ho--- AT4G33490 -1.50 -0.59 -2.43 0.046502 0.2058832 -4.18 FALSE
259514_at hypothetical protein ; supported bOZS1 AT1G12480 1.33 0.41 2.43 0.0465418 0.2060196 -4.18 FALSE
248158_at unknown protein --- AT5G54440 -1.25 -0.32 -2.43 0.0465629 0.2060727 -4.18 FALSE
255522_at  putative GTP pyrophosphokinas RSH1 AT4G02260 -1.34 -0.42 -2.43 0.0465795 0.2061066 -4.18 FALSE
254665_at  beta-1,3-glucanase-like protein s--- AT4G18340 1.65 0.72 2.43 0.0465905 0.206109 -4.18 TRUE
263700_at unknown protein EST gb|Z33866--- AT1G31150 -1.46 -0.54 -2.43 0.0465982 0.206109 -4.18 FALSE
258445_at putative lipoxygenase similar to liLOX5 AT3G22400 1.61 0.69 2.43 0.0466305 0.2061288 -4.19 TRUE
252615_at serine/proline-rich  protein --- AT3G45230 -1.54 -0.63 -2.43 0.0466193 0.2061288 -4.19 FALSE
264638_at flowering signals mediating proteFT AT1G65480 2.15 1.10 2.43 0.0466319 0.2061288 -4.19 FALSE
257393_at unknown protein --- AT2G20080 1.24 0.31 2.43 0.0466388 0.2061288 -4.19 FALSE
259426_at hypothetical protein contains sim LEA14 AT1G01470 1.36 0.44 2.43 0.046698 0.2063452 -4.19 TRUE
252217_at putative protein some putative pr --- AT3G50140 1.49 0.58 2.43 0.0467058 0.2063452 -4.19 FALSE
263295_at putative MADS-box protein ANR1AGL44 AT2G14210 -1.26 -0.33 -2.43 0.04673 0.2063656 -4.19 FALSE
266909_at hypothetical protein predicted by BRM AT2G46020 1.40 0.48 2.43 0.0467273 0.2063656 -4.19 FALSE
265273_at unknown protein --- AT2G28320 1.34 0.42 2.43 0.0467376 0.2063656 -4.19 FALSE
266149_x_aEn/Spm-like transposon protein r --- --- 1.31 0.39 2.43 0.0467792 0.2065091 -4.19 FALSE
255051_at  RNA-directed DNA polymerase ---- --- 1.54 0.62 2.43 0.0468047 0.2065817 -4.19 FALSE
248398_at sorbitol dehydrogenase-like prote--- AT5G51970 -1.37 -0.46 -2.43 0.0468909 0.2069222 -4.19 FALSE
259213_at putative receptor ser/thr protein k--- AT3G09010 2.71 1.44 2.43 0.0469429 0.2070842 -4.19 TRUE
245263_at PSII D1 protein processing enzym--- AT4G17740 -1.29 -0.36 -2.43 0.0469457 0.2070842 -4.19 FALSE
250867_at  putative protein predicted protein--- AT5G03880 -1.51 -0.59 -2.43 0.0469834 0.2072103 -4.19 FALSE
265044_at  hypothetical protein Similar to huVPS2.3 AT1G03950 1.41 0.50 2.43 0.0470093 0.2072644 -4.19 FALSE
252474_at putative protein several hypothet --- AT3G46620 2.19 1.13 2.43 0.0470138 0.2072644 -4.19 FALSE
254566_at hypothetical protein --- AT4G19240 -1.42 -0.50 -2.43 0.0470545 0.2074036 -4.19 FALSE
266895_at hypothetical protein predicted by --- AT2G26040 1.29 0.37 2.43 0.0470848 0.2074438 -4.19 FALSE
265480_at similar to cold acclimation proteinCOR413-PMAT2G15970 -1.60 -0.68 -2.43 0.047085 0.2074438 -4.19 FALSE
252057_at putative protein  ;supported by fu --- AT3G52480 1.68 0.74 2.43 0.0470909 0.2074438 -4.20 FALSE



249291_at glutathione transferase AtGST 10ATGSTT1 AT5G41210 -1.35 -0.43 -2.42 0.0471544 0.2076432 -4.20 FALSE
259965_at  transcriptional regulator, putativeMSRB1 AT1G53670 -1.40 -0.49 -2.42 0.0471455 0.2076432 -4.20 FALSE
264300_at  gamma glutamyl hydrolase, putaATGGH3 AT1G78670 -1.31 -0.38 -2.42 0.0471998 0.2077919 -4.20 TRUE
247178_at Expressed protein ; supported by--- AT5G65205 -1.89 -0.92 -2.42 0.0472064 0.2077919 -4.20 FALSE
261381_at hypothetical protein predicted by SDE3 AT1G05460 -1.26 -0.34 -2.42 0.0472468 0.2079297 -4.20 FALSE
264307_at hypothetical protein contains sim --- AT1G61900 -1.39 -0.47 -2.42 0.0472726 0.207949 -4.20 TRUE
251429_at dynamin-like protein 4 (ADL4)  ; sADL1E AT3G60190 -1.34 -0.42 -2.42 0.0472785 0.207949 -4.20 FALSE
264298_at hypothetical protein contains sim --- AT1G78690 -1.32 -0.40 -2.42 0.047275 0.207949 -4.20 FALSE
252103_at  putative protein various predicte --- AT3G51410 -1.27 -0.35 -2.42 0.0472897 0.2079582 -4.20 FALSE
253359_at  putative protein kinase protein ki--- AT4G33080 -1.40 -0.48 -2.42 0.0473502 0.2081838 -4.20 FALSE
249134_at unknown protein --- AT5G43150 -1.62 -0.69 -2.42 0.0473604 0.2081885 -4.20 FALSE
246064_at  DNA binding protein ACBF - like --- AT5G19350 -1.32 -0.40 -2.42 0.0474255 0.2082426 -4.20 FALSE
251598_at  AP2 transcription factor - like pro--- AT3G57600 1.27 0.35 2.42 0.0474154 0.2082426 -4.20 FALSE
259578_at unknown protein --- AT1G27990 -1.54 -0.63 -2.42 0.0473954 0.2082426 -4.20 FALSE
267165_at putative receptor-like protein kinaRLK AT2G37710 1.97 0.98 2.42 0.0474033 0.2082426 -4.20 FALSE
267357_at putative nematode-resistance proHSPRO2 AT2G40000 2.01 1.01 2.42 0.0474366 0.2082426 -4.20 FALSE
251484_at  putative protein putative protein --- AT3G59640 1.26 0.34 2.42 0.0474135 0.2082426 -4.20 FALSE
248109_at DNA topoisomerase I TOP1BETAAT5G55310 1.30 0.38 2.42 0.0474332 0.2082426 -4.20 FALSE
267057_at hypothetical protein predicted by --- AT2G32500 -1.96 -0.97 -2.42 0.0474574 0.208271 -4.20 TRUE
250914_at  myb -like protein telomeric DNA TRFL10 AT5G03780 -1.36 -0.44 -2.42 0.0474613 0.208271 -4.20 FALSE
255884_at hypothetical protein predicted by --- AT1G20310 3.41 1.77 2.42 0.0474741 0.2082871 -4.20 FALSE
249743_at beta-glucosidase BGLU31 AT5G24540 4.78 2.26 2.42 0.047489 0.2083124 -4.20 FALSE
263545_at unknown protein --- AT2G21560 -1.94 -0.96 -2.42 0.0475495 0.2084257 -4.20 TRUE
249750_at unknown protein  ;supported by f --- AT5G24570 -1.61 -0.68 -2.42 0.0475694 0.2084257 -4.21 FALSE
266552_at unknown protein ; supported by cAGP16 AT2G46330 1.50 0.58 2.42 0.0475659 0.2084257 -4.21 FALSE
248336_at unknown protein  ; supported by --- AT5G52420 -1.57 -0.65 -2.42 0.0475697 0.2084257 -4.21 FALSE
266239_at unknown protein  ; supported by --- AT2G29530 -1.81 -0.86 -2.42 0.0475466 0.2084257 -4.20 FALSE
250557_at  putative protein ankyrin, Rattus nCPuORF16AT5G07840 // -1.28 -0.35 -2.42 0.0475241 0.2084257 -4.20 FALSE
245831_at unknown protein --- AT1G48840 -1.34 -0.42 -2.42 0.0475958 0.20846 -4.21 FALSE
258499_at putative RAD23 similar to RAD23RAD23-3 AT3G02540 -1.32 -0.40 -2.42 0.0475946 0.20846 -4.21 FALSE
248880_at putative protein contains similarit --- AT5G46200 1.28 0.36 2.42 0.0476448 0.2086348 -4.21 FALSE
259682_at  transcription factor DREB1A, pu --- AT1G63040 1.47 0.56 2.42 0.0476586 0.2086548 -4.21 FALSE
267040_at unknown protein --- AT2G34300 1.86 0.89 2.42 0.0477436 0.2088367 -4.21 TRUE
246858_at  receptor-like protein kinase - like--- AT5G25930 2.48 1.31 2.42 0.0477334 0.2088367 -4.21 TRUE
260258_at putative ribosomal protein similar--- AT1G74270 -1.46 -0.54 -2.42 0.047738 0.2088367 -4.21 TRUE



256314_at hypothetical protein TOC75-I AT1G35860 1.32 0.40 2.42 0.047755 0.2088367 -4.21 FALSE
252415_at glutamine-dependent asparagineASN1 AT3G47340 6.26 2.65 2.42 0.0477479 0.2088367 -4.21 FALSE
262308_at unknown protein --- AT1G71010 1.38 0.46 2.42 0.0477365 0.2088367 -4.21 FALSE
250932_s_a putative protein MED7, Homo sa--- AT5G03220 // -1.29 -0.37 -2.42 0.0477694 0.2088595 -4.21 FALSE
261490_at  tumor suppressor, putative similaSAC52 AT1G14320 -1.45 -0.54 -2.42 0.0478023 0.2089634 -4.21 FALSE
249769_at sigma-like factor (emb CAA77213SIGE AT5G24120 -1.48 -0.56 -2.41 0.0478239 0.2090176 -4.21 FALSE
254014_at  NPR1 like protein regulatory pro --- AT4G26120 1.95 0.96 2.41 0.0478405 0.2090275 -4.21 FALSE
249301_at putative protein similar to unknow--- AT5G41440 1.38 0.47 2.41 0.0478445 0.2090275 -4.21 FALSE
259519_at hypothetical protein --- AT1G12270 -1.41 -0.49 -2.41 0.0478757 0.2090859 -4.21 FALSE
260708_at expressed protein ; supported by --- AT1G32310 -1.36 -0.44 -2.41 0.0478762 0.2090859 -4.21 FALSE
247271_at nuclear protein-like --- AT5G64270 -1.37 -0.45 -2.41 0.0479 0.2091499 -4.21 FALSE
250004_at putative protein predicted protein --- AT5G18750 -1.44 -0.53 -2.41 0.0479564 0.2092058 -4.21 FALSE
247520_at  cytochrome c oxidase subunit - l --- AT5G61310 -1.64 -0.72 -2.41 0.0479587 0.2092058 -4.21 FALSE
256909_at hypothetical protein predicted by --- AT3G24060 1.38 0.47 2.41 0.0479222 0.2092058 -4.21 FALSE
250095_at phytoene synthase (gb|AAB6569--- AT5G17230 -1.67 -0.74 -2.41 0.0479538 0.2092058 -4.21 FALSE
251889_at  putative protein probable lectin 2--- AT3G54080 -1.75 -0.81 -2.41 0.0479363 0.2092058 -4.21 FALSE
259460_at unknown protein ; supported by c--- AT1G44000 -1.67 -0.74 -2.41 0.0480065 0.2093744 -4.21 FALSE
253121_at  putative protein predicted protein--- AT4G35890 1.23 0.30 2.41 0.0480542 0.2095423 -4.22 FALSE
256286_at unknown protein --- AT3G12180 -1.34 -0.42 -2.41 0.0480809 0.2096044 -4.22 FALSE
265529_at hypothetical protein predicted by --- --- 1.27 0.34 2.41 0.0480868 0.2096044 -4.22 FALSE
248914_at Rab-type small GTP-binding protAtRABA1c AT5G45750 1.59 0.67 2.41 0.0481169 0.209638 -4.22 TRUE
251759_at  tetrahydrofolylpolyglutamate synATDFD AT3G55630 -1.66 -0.73 -2.41 0.0481313 0.209638 -4.22 FALSE
245602_at Expressed protein ;supported by --- AT4G14270 -1.51 -0.60 -2.41 0.0481299 0.209638 -4.22 FALSE
259639_at unknown protein ;supported by fu--- AT1G52380 -1.35 -0.44 -2.41 0.0481086 0.209638 -4.22 FALSE
259372_at  homeotic protein boi1AP1, putat AP1 AT1G69120 1.31 0.39 2.41 0.048147 0.2096664 -4.22 FALSE
261016_at  beta-glucosidase, putative similaBGLU40 AT1G26560 2.66 1.41 2.41 0.0482 0.2098173 -4.22 TRUE
251095_at  putative protein hypothetical pro --- AT5G01510 -1.47 -0.55 -2.41 0.0482 0.2098173 -4.22 FALSE
261002_at hypothetical protein contains sim --- AT1G26520 -1.31 -0.39 -2.41 0.0482191 0.2098394 -4.22 FALSE
258837_at putative 60S ribosomal protein L1--- AT3G07110 -1.92 -0.94 -2.41 0.0482419 0.2098394 -4.22 FALSE
252465_x_aputative protein several hypothet --- --- 1.30 0.38 2.41 0.0482401 0.2098394 -4.22 FALSE
261912_s_aunknown protein --- AT1G66000 // -1.37 -0.45 -2.41 0.0482367 0.2098394 -4.22 FALSE
262459_at hypothetical protein similar to hyp--- AT1G50400 1.44 0.53 2.41 0.0482835 0.2099401 -4.22 FALSE
258654_at unknown protein --- AT3G09860 -1.54 -0.62 -2.41 0.0482786 0.2099401 -4.22 FALSE
250149_at  cinnamoyl CoA reductase - like p--- AT5G14700 3.98 1.99 2.41 0.0483058 0.2099973 -4.22 FALSE
249002_at putative protein contains similarit --- AT5G44520 -1.40 -0.49 -2.41 0.0483495 0.2101472 -4.22 FALSE



247720_at  dTDP-glucose 4-6-dehydratase UXS3 AT5G59290 1.37 0.45 2.41 0.0483815 0.2102462 -4.22 FALSE
263727_at putative cap-binding protein  ; su ABH1 AT2G13540 -1.41 -0.49 -2.41 0.0484328 0.2104284 -4.22 FALSE
263345_s_aputative chlorophyll a/b binding pLHCB2.1 AT2G05070 // -2.04 -1.03 -2.41 0.0484419 0.2104284 -4.22 FALSE
248669_at putative protein contains similarit --- AT5G48730 -1.50 -0.58 -2.41 0.0484575 0.2104563 -4.22 FALSE
256513_at unknown protein similar to phospSGR2 AT1G31480 -1.29 -0.37 -2.41 0.0484873 0.2104746 -4.22 FALSE
260818_at unknown protein --- AT1G06890 -1.24 -0.31 -2.41 0.0484894 0.2104746 -4.22 FALSE
262085_at hypothetical protein predicted by --- AT1G56060 3.46 1.79 2.41 0.0484733 0.2104746 -4.22 FALSE
253602_s_a leucyl aminopeptidase - like prot --- AT4G30910 // -1.28 -0.35 -2.40 0.0485241 0.2105258 -4.22 FALSE
257367_at hypothetical protein predicted by --- AT2G25780 -1.33 -0.41 -2.40 0.0485141 0.2105258 -4.22 FALSE
245165_at unknown protein predicted by ge --- AT2G33180 -1.84 -0.88 -2.40 0.0485289 0.2105258 -4.22 FALSE
265425_at hypothetical protein GCL2 AT2G20770 1.40 0.49 2.40 0.0485724 0.2105942 -4.23 TRUE
263482_at putative GDSL-motif lipase/hydro--- AT2G03980 3.58 1.84 2.40 0.0485569 0.2105942 -4.23 TRUE
260321_at  putative RING zinc finger protein--- AT1G63900 -1.30 -0.38 -2.40 0.0485714 0.2105942 -4.23 FALSE
252359_at  putative protein predicted protein--- AT3G48440 1.43 0.52 2.40 0.0485914 0.2106317 -4.23 FALSE
245606_at hypothetical protein --- AT4G14310 1.34 0.42 2.40 0.0485995 0.2106317 -4.23 FALSE
250953_at putative protein  ;supported by fuDPB AT5G03415 -1.50 -0.59 -2.40 0.0486163 0.2106647 -4.23 FALSE
261556_s_aunknown protein --- AT1G62600 // 1.43 0.51 2.40 0.0486304 0.2106854 -4.23 FALSE
257187_at hypothetical protein predicted by --- AT3G13140 1.30 0.38 2.40 0.0486463 0.2107146 -4.23 FALSE
260063_at  unknown protein contains Pfam --- AT1G73720 -1.34 -0.42 -2.40 0.0486645 0.2107533 -4.23 FALSE
258235_at alternative oxidase 1c precursor AOX1C AT3G27620 1.35 0.43 2.40 0.0486852 0.2107627 -4.23 FALSE
256331_at  GT-like trihelix DNA-binding prot--- AT1G76880 -1.30 -0.37 -2.40 0.0486789 0.2107627 -4.23 FALSE
259318_at unknown protein similar to HYP1 HYP1 AT3G01100 -1.41 -0.50 -2.40 0.0488102 0.2112638 -4.23 FALSE
256072_at WD-40 repeat protein identical toATARCA AT1G18080 -1.75 -0.81 -2.40 0.0488369 0.2113393 -4.23 FALSE
257988_at unknown protein  ; supported by --- AT3G20870 -1.31 -0.39 -2.40 0.0488724 0.2114125 -4.23 FALSE
259490_at hypothetical protein preedicted b --- AT1G15800 1.31 0.39 2.40 0.0488696 0.2114125 -4.23 FALSE
246311_at high mobility group protein 2-like HMGB1 AT3G51880 -1.35 -0.43 -2.40 0.0489047 0.2114843 -4.23 FALSE
265897_at hypothetical protein predicted by MOT1 AT2G25680 1.58 0.66 2.40 0.0489154 0.2114843 -4.23 FALSE
258155_at  protein kinase C-receptor/G-protRACK1C_AAT3G18130 -2.30 -1.20 -2.40 0.0489168 0.2114843 -4.23 FALSE
251938_at  60S RIBOSOMAL PROTEIN L12--- AT3G53430 -1.43 -0.52 -2.40 0.0489332 0.2115151 -4.23 FALSE
266882_at unknown protein  ;supported by f --- AT2G44670 -2.01 -1.01 -2.40 0.0489443 0.2115233 -4.23 FALSE
260760_at hypothetical protein predicted by --- AT1G49170 -1.41 -0.50 -2.40 0.0489648 0.2115716 -4.23 FALSE
257618_at  protein kinase, putative similar to--- AT3G24715 1.24 0.31 2.40 0.048994 0.2116175 -4.23 FALSE
254804_at  putative protein putative oxidore --- AT4G13010 -1.36 -0.44 -2.40 0.0489922 0.2116175 -4.23 FALSE
255401_at hypothetical protein  ;supported b--- AT4G03600 -1.39 -0.48 -2.40 0.0490034 0.211618 -4.23 FALSE
253420_at  H+-transporting ATP synthase c --- AT4G32260 -1.36 -0.45 -2.40 0.0490335 0.2117083 -4.24 FALSE



264154_at unknown protein --- AT1G65430 1.30 0.37 2.40 0.0490455 0.21172 -4.24 FALSE
263420_at unknown protein  ; supported by --- AT2G17240 -1.28 -0.35 -2.40 0.049062 0.2117508 -4.24 FALSE
246286_at unknown protein --- AT1G31910 -1.28 -0.35 -2.40 0.0491205 0.2118944 -4.24 FALSE
255421_at putative protein phosphatase reg --- AT4G03260 1.35 0.43 2.40 0.0491231 0.2118944 -4.24 FALSE
254971_at  major intrinsic protein (MIP) - likeNIP5;1 AT4G10380 1.54 0.62 2.40 0.0491164 0.2118944 -4.24 FALSE
267084_at unknown protein  ; supported by --- AT2G41180 -2.80 -1.49 -2.40 0.0491978 0.2121765 -4.24 FALSE
256856_at Expressed protein ; supported by--- AT3G15110 -1.49 -0.58 -2.39 0.0492326 0.2122463 -4.24 FALSE
248977_at putative protein strong similarity t--- AT5G45020 -1.44 -0.52 -2.39 0.0492324 0.2122463 -4.24 FALSE
250323_at  putative protein hydroxyproline-r --- AT5G12880 2.73 1.45 2.39 0.0492527 0.2122527 -4.24 FALSE
256680_at unknown protein ; supported by f --- AT3G52230 -1.48 -0.57 -2.39 0.0492434 0.2122527 -4.24 FALSE
257787_at  actin related protein, putative simARP2 AT3G27000 -1.23 -0.30 -2.39 0.0492811 0.2122949 -4.24 FALSE
259062_at unknown protein est hits to gensc--- AT3G07440 -1.47 -0.56 -2.39 0.0492805 0.2122949 -4.24 FALSE
249581_at glutamate--ammonia ligase  ; supGSR 1 AT5G37600 1.30 0.37 2.39 0.0492964 0.212321 -4.24 FALSE
258215_at  phosphoprotein phosphatase, puatToc64-III AT3G17970 -1.49 -0.58 -2.39 0.0493299 0.2123373 -4.24 FALSE
265109_s_a NBS/LRR disease resistance pro--- AT1G62630 // -1.57 -0.65 -2.39 0.0493375 0.2123373 -4.24 FALSE
260118_s_ahypothetical protein predicted by --- AT1G33940 // -1.42 -0.51 -2.39 0.0493173 0.2123373 -4.24 FALSE
262485_at kinesin-like protein Similar to gb|U--- AT1G21730 -1.26 -0.33 -2.39 0.04933 0.2123373 -4.24 FALSE
253581_at  stress responsive protein homolo--- AT4G30660 -1.81 -0.86 -2.39 0.0493718 0.212445 -4.24 FALSE
260948_at  delta 9 desaturase, putative simi--- AT1G06100 1.35 0.43 2.39 0.0494092 0.2125656 -4.24 FALSE
262392_at hypothetical protein predicted by --- AT1G49520 1.48 0.57 2.39 0.0494783 0.2128038 -4.24 FALSE
265010_at  T-complex chaperonin protein , e--- AT1G24510 -1.50 -0.59 -2.39 0.0494832 0.2128038 -4.24 FALSE
258046_at MAP kinase kinase 5 identical to MKK5 AT3G21220 1.32 0.40 2.39 0.0495572 0.2130181 -4.25 FALSE
264441_at Expressed protein ; supported by--- AT1G27435 -1.37 -0.46 -2.39 0.049561 0.2130181 -4.25 FALSE
261320_at unknown protein ; supported by c--- AT1G53120 -1.27 -0.34 -2.39 0.0495603 0.2130181 -4.25 FALSE
266596_at hypothetical protein predicted by --- AT2G46150 1.98 0.98 2.39 0.0496275 0.2132637 -4.25 FALSE
260734_at  disease resistance protein RPP1--- AT1G17600 1.39 0.48 2.39 0.0496579 0.2133539 -4.25 FALSE
250493_at  putative protein various predicte --- AT5G09800 5.70 2.51 2.39 0.0497299 0.2136232 -4.25 FALSE
265120_at 3-ketoacyl-acyl carrier protein synKAS III AT1G62640 -1.39 -0.48 -2.39 0.0497565 0.213697 -4.25 FALSE
265245_at unknown protein --- AT2G43060 -1.66 -0.73 -2.39 0.0497682 0.2137074 -4.25 FALSE
246253_at myb-related protein MYB73 AT4G37260 1.46 0.54 2.39 0.0497967 0.2137892 -4.25 TRUE
259881_at Expressed protein ; supported by--- AT1G76820 -1.50 -0.59 -2.39 0.0498316 0.2138711 -4.25 TRUE
261603_at  DNA binding protein ACBF, putaATRBP47A AT1G49600 -1.73 -0.79 -2.39 0.049835 0.2138711 -4.25 FALSE
252806_at putative protein --- AT3G42390 1.30 0.38 2.39 0.0498439 0.2138711 -4.25 FALSE
245574_at hypothetical protein IQD19 AT4G14750 1.48 0.56 2.39 0.0498818 0.2139009 -4.25 FALSE
259670_at  protein kinase, putative similar to--- AT1G52310 -1.38 -0.47 -2.39 0.0498977 0.2139009 -4.25 FALSE



255942_at UDP-glucose glucosyltransferaseAtUGT85A2AT1G22360 2.49 1.32 2.39 0.0498733 0.2139009 -4.25 FALSE
261241_at subtilisin-like serine protease con--- AT1G32950 1.29 0.36 2.39 0.0498957 0.2139009 -4.25 FALSE
250290_at putative protein  ;supported by fu --- AT5G13310 -1.27 -0.35 -2.39 0.0498741 0.2139009 -4.25 FALSE
250974_at  meiosis specific - like protein Sp RHL2 AT5G02820 -1.79 -0.84 -2.39 0.0499119 0.2139215 -4.25 FALSE
251683_at  putative protein several hypothe --- AT3G57120 1.79 0.84 2.38 0.0499607 0.2140568 -4.25 TRUE
265016_at  unknown protein similar to deace--- AT1G24420 1.25 0.32 2.38 0.0499622 0.2140568 -4.25 FALSE
264645_at  unknown protein Similar to Sacc --- AT1G08940 2.29 1.19 2.38 0.0499759 0.2140751 -4.25 TRUE
259673_at putative phorbol ester / diacylglyc--- AT1G77800 -1.43 -0.52 -2.38 0.050023 0.2142366 -4.26 FALSE
245694_at EF - hand Calcium binding protei --- AT5G04170 1.28 0.36 2.38 0.0500437 0.2142849 -4.26 FALSE
260749_at hypothetical protein predicted by --- AT1G49110 1.36 0.44 2.38 0.0500571 0.2143024 -4.26 FALSE
266089_at hypothetical protein predicted by --- AT2G38010 1.72 0.78 2.38 0.0500813 0.2143654 -4.26 FALSE
260415_at putative protein kinase similar to --- AT1G69790 1.62 0.69 2.38 0.0501246 0.2144704 -4.26 FALSE
267512_at hypothetical protein predicted by SSE1 AT2G45690 -1.34 -0.42 -2.38 0.0501165 0.2144704 -4.26 FALSE
257793_at unknown protein  ;supported by f --- AT3G26960 2.98 1.57 2.38 0.0502049 0.2146099 -4.26 TRUE
267056_at hypothetical protein predicted by --- AT2G32470 1.43 0.51 2.38 0.0501734 0.2146099 -4.26 FALSE
258625_at hypothetical protein predicted by PDLP4 AT3G04370 1.30 0.38 2.38 0.0501946 0.2146099 -4.26 FALSE
245474_at hypothetical protein --- AT4G16060 -1.38 -0.47 -2.38 0.0502136 0.2146099 -4.26 FALSE
256306_at  lipase, putative contains Pfam pr--- AT1G30370 6.81 2.77 2.38 0.0502085 0.2146099 -4.26 FALSE
263972_at unknown protein --- AT2G42760 2.47 1.30 2.38 0.0501804 0.2146099 -4.26 FALSE
266543_at hypothetical protein predicted by --- AT2G35075 -1.23 -0.30 -2.38 0.0502366 0.2146396 -4.26 FALSE
250509_at cytochrome P450 CYP78A7 AT5G09970 -1.39 -0.48 -2.38 0.0502394 0.2146396 -4.26 FALSE
259512_at hypothetical protein ; supported bKEU AT1G12360 1.25 0.32 2.38 0.0502516 0.2146516 -4.26 FALSE
249048_at auxin-repressed protein-like  ;sup--- AT5G44300 1.31 0.39 2.38 0.050279 0.2147285 -4.26 FALSE
267055_at unknown protein PRA1.B4 AT2G38360 2.05 1.03 2.38 0.0502965 0.214746 -4.26 TRUE
256038_at hypothetical protein similar to pol --- AT1G19170 -1.37 -0.46 -2.38 0.050302 0.214746 -4.26 FALSE
246666_at hypothetical protein --- AT5G34830 1.24 0.31 2.38 0.050363 0.2149262 -4.26 FALSE
260849_at  pectinesterase, putative similar t sks7 AT1G21860 1.25 0.32 2.38 0.0503566 0.2149262 -4.26 FALSE
253745_at  putative protein the C-terminus o--- AT4G29090 1.29 0.37 2.38 0.0503879 0.214992 -4.26 FALSE
252824_at histone H3.3  ; supported by cDN--- AT4G40030 -1.34 -0.42 -2.38 0.050421 0.2150898 -4.26 TRUE
261049_at hypothetical protein similar to hyp--- AT1G01430 -1.52 -0.61 -2.38 0.0504296 0.2150898 -4.26 FALSE
261487_at hypothetical protein predicted by --- AT1G14340 -1.29 -0.36 -2.38 0.0504933 0.2151199 -4.26 FALSE
255010_at  lipase-like protein monoglyceride--- AT4G10050 -1.28 -0.35 -2.38 0.050466 0.2151199 -4.26 FALSE
258752_at hypothetical protein predicted by ATEXO70HAT3G09520 1.74 0.80 2.38 0.050476 0.2151199 -4.26 FALSE
254043_at putative protein ; supported by cDCIL AT4G25990 -2.29 -1.20 -2.38 0.0504792 0.2151199 -4.26 FALSE
254723_at ammonium transport protein (AMAMT1;1 AT4G13510 1.45 0.53 2.38 0.0504908 0.2151199 -4.26 FALSE



244968_at ribosomal protein L33 --- --- -1.35 -0.43 -2.38 0.0504762 0.2151199 -4.26 FALSE
262348_at unknown protein similar to transc--- AT2G48160 -1.27 -0.34 -2.38 0.0505095 0.215149 -4.26 FALSE
267011_at unknown protein --- AT2G39230 -1.43 -0.52 -2.38 0.0505468 0.2151792 -4.27 FALSE
247287_at unknown protein  ; supported by --- AT5G64230 1.66 0.73 2.38 0.0505536 0.2151792 -4.27 FALSE
259650_at  leucoanthocyanidin dioxygenase--- AT1G55290 1.31 0.39 2.38 0.0505544 0.2151792 -4.27 FALSE
265227_s_ahypothetical protein --- AT2G07695 1.38 0.46 2.38 0.0505282 0.2151792 -4.27 FALSE
252902_at  putative protein various predicte --- AT4G39560 -1.30 -0.38 -2.38 0.0505686 0.2151801 -4.27 FALSE
247443_at  putative protein predicted protein--- AT5G62720 -1.51 -0.60 -2.38 0.0505735 0.2151801 -4.27 FALSE
259058_at putative cytochrome P450 similarCYP89A9 AT3G03470 -1.86 -0.89 -2.38 0.0506358 0.2153107 -4.27 TRUE
262056_at Expressed protein ; supported by--- AT1G80245 -1.33 -0.41 -2.37 0.0506638 0.2153107 -4.27 FALSE
251546_at  putative protein predicted protein--- AT3G58830 -1.52 -0.61 -2.37 0.0506587 0.2153107 -4.27 FALSE
249035_at putative protein contains similarit GLK2 AT5G44190 -1.37 -0.46 -2.38 0.0506249 0.2153107 -4.27 FALSE
256241_at  nascent polypeptide associated --- AT3G12390 -1.64 -0.71 -2.37 0.0506702 0.2153107 -4.27 FALSE
251326_at  putative protein stamina pistilloidHWS AT3G61590 -1.44 -0.52 -2.38 0.0506161 0.2153107 -4.27 FALSE
249199_at putative protein similar to unknowBPC6 AT5G42520 -1.31 -0.39 -2.37 0.0506587 0.2153107 -4.27 FALSE
247754_at putative protein --- AT5G59080 -1.94 -0.96 -2.37 0.05068 0.2153121 -4.27 FALSE
251752_at proline transporter 2 PROT2 AT3G55740 1.54 0.62 2.37 0.0507144 0.2153995 -4.27 FALSE
245530_at splicing factor like protein --- --- 1.35 0.44 2.37 0.0507195 0.2153995 -4.27 FALSE
251342_at  putative protein SAUR-AC1, Ara --- AT3G60690 -1.45 -0.54 -2.37 0.0507373 0.2154124 -4.27 TRUE
250135_at putative protein --- AT5G15360 -1.31 -0.39 -2.37 0.050743 0.2154124 -4.27 FALSE
261784_at hypothetical protein predicted by --- AT1G08220 -1.29 -0.36 -2.37 0.0507508 0.2154124 -4.27 FALSE
254734_at  methionyl-tRNA synthetase - like--- AT4G13780 -1.33 -0.42 -2.37 0.0507631 0.2154244 -4.27 FALSE
260770_at  RING-H2 finger protein RHA3a, --- AT1G49200 -3.26 -1.70 -2.37 0.0507997 0.215493 -4.27 FALSE
247149_at unknown protein  ;supported by f --- AT5G65660 -1.78 -0.83 -2.37 0.0508045 0.215493 -4.27 FALSE
255995_at  receptor-like serine/threonine kinRKF1 AT1G29750 1.40 0.49 2.37 0.0508076 0.215493 -4.27 FALSE
263687_at unknown protein  ;supported by f --- AT1G26940 -1.46 -0.55 -2.37 0.0508424 0.2156004 -4.27 FALSE
252934_at  Inositol monophosphatase - like IMPL2 AT4G39120 -1.43 -0.51 -2.37 0.0509207 0.2158524 -4.27 FALSE
255004_at putative protein --- AT4G09970 -1.41 -0.50 -2.37 0.0509186 0.2158524 -4.27 FALSE
258642_at unknown protein  ;supported by f --- AT3G07910 -1.27 -0.34 -2.37 0.0509602 0.2158591 -4.27 FALSE
254464_at  putative protein retinoblastoma b--- AT4G20400 -1.46 -0.54 -2.37 0.0509324 0.2158591 -4.27 FALSE
246265_at  phosphoribosyl-ATP pyrophosphAT-IE AT1G31860 -1.78 -0.83 -2.37 0.050951 0.2158591 -4.27 FALSE
251640_at putative protein  ;supported by fu --- AT3G57450 2.78 1.47 2.37 0.0509458 0.2158591 -4.27 FALSE
250049_at  putative protein predicted protein--- AT5G17780 1.33 0.41 2.37 0.0510013 0.2159934 -4.27 FALSE
249933_at rac GTPase activating protein --- AT5G22400 1.27 0.34 2.37 0.0511033 0.2160377 -4.28 FALSE
253622_at  cyclic nucleotide and calmodulinATCNGC9 AT4G30560 1.30 0.37 2.37 0.051116 0.2160377 -4.28 FALSE



259277_at putative glycogen synthase similaAtSS2 AT3G01180 1.51 0.59 2.37 0.0510353 0.2160377 -4.27 FALSE
250027_at putative protein similar to unknow--- AT5G18250 -1.41 -0.49 -2.37 0.0511009 0.2160377 -4.28 FALSE
247670_at  putative protein predicted protein--- AT5G60190 -1.42 -0.50 -2.37 0.0511144 0.2160377 -4.28 FALSE
254986_at  putative protein SF16 protein -H IQD16 AT4G10640 1.24 0.31 2.37 0.0510728 0.2160377 -4.28 FALSE
248187_at zinc-binding protein-like  ; suppor--- AT5G53940 -1.33 -0.41 -2.37 0.0511099 0.2160377 -4.28 FALSE
250341_at MAP3K delta-1 protein kinase --- AT5G11850 1.25 0.33 2.37 0.0510577 0.2160377 -4.28 FALSE
260163_at putative carnitine/acylcarnitine traBAC2 AT1G79900 2.31 1.21 2.37 0.0510734 0.2160377 -4.28 FALSE
267410_at hypothetical protein predicted by EDA18 AT2G34920 -1.63 -0.70 -2.37 0.0510898 0.2160377 -4.28 FALSE
256700_at  pseudouridine synthase, putative--- AT3G52260 -1.28 -0.35 -2.37 0.0510881 0.2160377 -4.28 FALSE
262095_at hypothetical protein predicted by --- AT1G56090 -1.44 -0.52 -2.37 0.0511354 0.2160399 -4.28 FALSE
255280_at  score=179, E=5.7e-06, N=1)   --- AT4G04960 1.80 0.84 2.37 0.0511315 0.2160399 -4.28 FALSE
250278_at  2-oxoglutarate/malate translocatDiT1 AT5G12860 -1.60 -0.68 -2.37 0.0511491 0.2160577 -4.28 FALSE
263922_s_aputative pyruvate kinase  ;suppor--- AT2G36580 // 1.26 0.33 2.37 0.0512215 0.2162832 -4.28 FALSE
246651_at  adenylate kinase -like protein ad--- AT5G35170 -1.45 -0.54 -2.37 0.0512186 0.2162832 -4.28 FALSE
254667_at  glycine-rich cell wall protein-like --- AT4G18280 1.71 0.77 2.37 0.051276 0.2164735 -4.28 TRUE
254186_at  putative protein cellulose syntha CSLG1 AT4G24010 1.32 0.40 2.37 0.0513238 0.2165951 -4.28 FALSE
265738_at NADC homolog identical to GP|1 QPT AT2G01350 1.33 0.41 2.37 0.0513162 0.2165951 -4.28 FALSE
253285_at  fatty acid elongase - like protein KCS16 AT4G34250 1.68 0.75 2.37 0.0513387 0.2166178 -4.28 FALSE
251110_at putative protein various alpha am--- AT5G01260 -1.56 -0.64 -2.37 0.0513537 0.216641 -4.28 FALSE
258755_at hypothetical protein identical to h --- AT3G11945 // -1.36 -0.44 -2.36 0.0513979 0.2167872 -4.28 FALSE
260399_at putative lipoxygenase similar to li--- AT1G72520 4.70 2.23 2.36 0.0514185 0.2168342 -4.28 FALSE
266155_at  cytochrome p450, putative similaCYP89A5 AT1G64950 // 1.87 0.90 2.36 0.0514635 0.2169564 -4.28 TRUE
265867_at unknown protein  ;supported by f MEE11 AT2G01620 -1.37 -0.46 -2.36 0.0514665 0.2169564 -4.28 FALSE
265913_at Expressed protein ; supported by--- AT2G25625 2.02 1.01 2.36 0.051548 0.2172599 -4.28 TRUE
266510_at unknown protein SWA1 AT2G47990 -1.75 -0.80 -2.36 0.0515754 0.2173352 -4.29 FALSE
258225_at unknown protein  ; supported by --- AT3G15630 1.93 0.95 2.36 0.0515881 0.2173486 -4.29 TRUE
267371_at Expressed protein ; supported by--- AT2G44510 -1.53 -0.61 -2.36 0.0516558 0.2175936 -4.29 TRUE
252734_at  putative protein merozoite surfacMEE38 AT3G43160 1.31 0.39 2.36 0.0516728 0.217625 -4.29 FALSE
255338_at PEROXISOMAL MEMBRANE PRPMP22 AT4G04470 -1.26 -0.33 -2.36 0.05169 0.217657 -4.29 FALSE
255542_at hypothetical protein --- AT4G01860 -1.37 -0.45 -2.36 0.0517248 0.2177235 -4.29 FALSE
259665_at unknown protein ; supported by c--- AT1G55160 -1.42 -0.50 -2.36 0.0517231 0.2177235 -4.29 FALSE
250543_at  DR1-like protein TATA-binding pNF-YB12 AT5G08190 -1.31 -0.38 -2.36 0.051748 0.2177808 -4.29 FALSE
246662_at putative protein --- AT5G35290 1.30 0.38 2.36 0.0517809 0.2178792 -4.29 FALSE
264113_at unknown protein APG9 AT2G31260 1.37 0.45 2.36 0.0517954 0.2178999 -4.29 FALSE
249046_at berberine bridge enzyme --- AT5G44400 1.71 0.78 2.36 0.0518165 0.2179486 -4.29 FALSE



267470_at cinnamate-4-hydroxylase molecuC4H AT2G30490 2.12 1.08 2.36 0.0518523 0.2180302 -4.29 FALSE
258671_at putative vacuolar ATP synthase sVHA-E2 AT3G08560 1.41 0.49 2.36 0.0518551 0.2180302 -4.29 FALSE
258764_at putative pectinesterase contains --- AT3G10720 1.80 0.85 2.36 0.0519 0.2180473 -4.29 TRUE
267411_at putative disease resistance prote--- AT2G34930 4.26 2.09 2.36 0.0518985 0.2180473 -4.29 FALSE
252298_at  putative protein various predicte --- AT3G49060 1.27 0.34 2.36 0.0518786 0.2180473 -4.29 FALSE
264274_at  disease resistance protein RPS4--- AT1G60320 1.30 0.38 2.36 0.0518844 0.2180473 -4.29 FALSE
267197_at hypothetical protein predicted by --- AT2G30960 -1.28 -0.36 -2.36 0.0519069 0.2180473 -4.29 FALSE
245036_at putative SF16 protein {HelianthusIqd4 AT2G26410 1.26 0.33 2.36 0.0519542 0.2181584 -4.29 FALSE
258321_at early light-induced protein identicELIP1 AT3G22840 1.34 0.42 2.36 0.0519477 0.2181584 -4.29 FALSE
262772_at puative calcium-transporting ATPACA.l AT1G13210 1.72 0.78 2.36 0.051962 0.2181584 -4.29 FALSE
245981_at putative protein  ;supported by fu --- AT5G13100 1.35 0.43 2.36 0.0519931 0.2181745 -4.29 FALSE
246957_at unknown protein --- AT5G24670 1.23 0.30 2.36 0.0519849 0.2181745 -4.29 FALSE
266772_s_apredicted by genefinder --- AT2G03020 // -1.52 -0.61 -2.36 0.0519946 0.2181745 -4.29 FALSE
260798_at unknown protein contains similar --- AT1G78280 1.54 0.62 2.36 0.052012 0.2182073 -4.29 FALSE
249891_at unknown protein --- AT5G22590 -1.21 -0.28 -2.36 0.0520485 0.2183205 -4.29 FALSE
251924_at histone H4-like protein several hi --- AT3G53730 -1.47 -0.56 -2.36 0.0520727 0.2183818 -4.29 FALSE
250536_at Expressed protein ; supported by--- AT5G08535 -1.35 -0.43 -2.36 0.052111 0.2184621 -4.30 FALSE
267379_at unknown protein  ; supported by --- AT2G26340 -1.52 -0.61 -2.36 0.0521073 0.2184621 -4.30 FALSE
247910_at putative protein similar to unknow--- AT5G57410 -1.41 -0.49 -2.36 0.0521219 0.2184677 -4.30 FALSE
257689_at  myb-related protein, putative myAtMYB10 AT3G12820 1.31 0.40 2.35 0.0521503 0.2185463 -4.30 FALSE
253183_at  putative protein predicted protein--- AT4G35220 -1.26 -0.33 -2.35 0.0521684 0.2185821 -4.30 FALSE
256529_at  protein kinase, putative contains --- AT1G33260 1.68 0.75 2.35 0.0522047 0.2186426 -4.30 TRUE
252923_at  kinesin like protein kinesin motor--- AT4G39050 1.44 0.53 2.35 0.0522203 0.2186426 -4.30 FALSE
246418_at  quinone oxidoreductase -like pro--- AT5G16960 1.40 0.48 2.35 0.0522252 0.2186426 -4.30 FALSE
262549_at hypothetical protein similar to hyp--- AT1G31290 1.27 0.35 2.35 0.0522308 0.2186426 -4.30 FALSE
260001_at putative S-adenosyl-L-methionineTSM1 AT1G67990 1.39 0.47 2.35 0.0522241 0.2186426 -4.30 FALSE
265671_at 40S ribosomal protein S12  ;supp--- AT2G32060 -1.80 -0.85 -2.35 0.0522522 0.2186921 -4.30 FALSE
250390_at  separation anxiety protein - like s--- AT5G11340 -1.23 -0.30 -2.35 0.0523215 0.2187013 -4.30 FALSE
258432_at unknown protein  ;supported by f RALFL23 AT3G16570 -1.57 -0.65 -2.35 0.0523129 0.2187013 -4.30 FALSE
246489_at 14-3-3 protein GF14upsilon (grf5 GRF5 AT5G16050 -1.33 -0.41 -2.35 0.0523098 0.2187013 -4.30 FALSE
257725_at  DNA mismatch repair protein MSMSH2 AT3G18524 -1.45 -0.54 -2.35 0.0522907 0.2187013 -4.30 FALSE
259909_at unknown protein ; supported by f MEE9 AT1G60870 -1.28 -0.35 -2.35 0.0522943 0.2187013 -4.30 FALSE
247033_at SKP1 interacting partner 2 (SKIPSKIP2 AT5G67250 1.35 0.43 2.35 0.0522874 0.2187013 -4.30 FALSE
248628_at putative protein contains similarit --- AT5G48960 -1.32 -0.40 -2.35 0.0523098 0.2187013 -4.30 FALSE
258690_at putative phosphatidylinositol-4-ph--- AT3G07960 1.28 0.36 2.35 0.0523706 0.2188262 -4.30 FALSE



251138_at putative protein various predicted--- AT5G01160 -1.34 -0.42 -2.35 0.0523674 0.2188262 -4.30 FALSE
262360_at  receptor protein kinase, putative --- AT1G73080 // 3.04 1.60 2.35 0.0523927 0.2188788 -4.30 FALSE
249360_at  putative protein KIAA0409 prote --- AT5G40530 -1.30 -0.37 -2.35 0.0524175 0.2189424 -4.30 FALSE
266325_at putative extensin --- AT2G46630 2.43 1.28 2.35 0.0524921 0.2192136 -4.30 FALSE
248028_at putative protein similar to unknow--- AT5G55620 -1.94 -0.96 -2.35 0.0525081 0.2192402 -4.30 FALSE
265577_at unknown protein --- AT2G20100 -1.28 -0.35 -2.35 0.0525282 0.2192839 -4.30 FALSE
264190_at  heme activated protein, putative NF-YC3 AT1G54830 -1.24 -0.31 -2.35 0.0525675 0.2193677 -4.30 FALSE
249861_at Expressed protein ; supported by--- AT5G22875 -1.35 -0.43 -2.35 0.0525583 0.2193677 -4.30 FALSE
267599_at putative serine/threonine protein --- AT2G32850 1.26 0.34 2.35 0.0526178 0.2195378 -4.31 FALSE
246484_at  UVB-resistance protein-like UVB--- AT5G16040 -1.33 -0.42 -2.35 0.052641 0.219554 -4.31 FALSE
259377_at  putative poly(A) binding protein sPAB6 AT3G16380 1.41 0.50 2.35 0.0526354 0.219554 -4.31 FALSE
263618_at hypothetical protein predicted by APC2 AT2G04660 -1.39 -0.47 -2.35 0.0526591 0.2195893 -4.31 FALSE
248530_at putative protein strong similarity t--- AT5G49945 -1.38 -0.46 -2.35 0.0526708 0.2195982 -4.31 FALSE
246870_at ferrochelatase-I FC1 AT5G26030 2.35 1.23 2.35 0.05273 0.2198049 -4.31 FALSE
255951_at unknown protein contains similar MUB6 AT1G22050 -1.38 -0.47 -2.35 0.0527616 0.2198962 -4.31 FALSE
247393_at unknown protein --- AT5G63130 3.19 1.67 2.35 0.0527971 0.2199054 -4.31 TRUE
247307_at UVB-resistance protein UVR8 (gb--- AT5G21326 // -1.28 -0.35 -2.35 0.0527853 0.2199054 -4.31 FALSE
249216_at serine carboxypeptidase II-like  ; scpl42 AT5G42240 -1.69 -0.76 -2.35 0.0528024 0.2199054 -4.31 FALSE
259098_at  putative ribose 5-phosphate isom--- AT3G04790 -1.54 -0.63 -2.35 0.0527847 0.2199054 -4.31 FALSE
251010_at putative protein  ;supported by fu --- AT5G02550 1.41 0.49 2.35 0.0528213 0.219944 -4.31 FALSE
258505_at hypothetical protein predicted by --- AT3G06530 -2.15 -1.11 -2.35 0.0528694 0.2199535 -4.31 TRUE
250786_at putative protein strong similarity tSDN2 AT5G05540 -1.44 -0.52 -2.35 0.0528718 0.2199535 -4.31 FALSE
252626_at  putative protein predicted protein--- AT3G44940 1.41 0.49 2.35 0.052844 0.2199535 -4.31 FALSE
263794_at similar to S-locus glycoproteins --- AT2G24620 1.25 0.32 2.35 0.0528438 0.2199535 -4.31 FALSE
257078_at putative MAP kinase very similar --- AT3G15220 -1.29 -0.37 -2.35 0.0528571 0.2199535 -4.31 FALSE
256835_at  ATP sulfurylase, putative similar APS1 AT3G22890 1.70 0.77 2.35 0.0528893 0.2199861 -4.31 FALSE
250108_at homeobox-leucine zipper protein ATHB-3 AT5G15150 1.40 0.48 2.34 0.0529436 0.2201721 -4.31 FALSE
260237_at putative MYB family transcriptionMYB95 AT1G74430 1.93 0.95 2.34 0.0529605 0.2202023 -4.31 FALSE
251052_at  DP-2 transcription factor - like traDPA AT5G02470 -1.34 -0.42 -2.34 0.0529885 0.2202786 -4.31 FALSE
246108_at  putative protein retinal glutamic a--- AT5G28630 1.85 0.88 2.34 0.0530289 0.2203799 -4.31 FALSE
250265_at  putative protein predicted protein--- AT5G12900 -1.48 -0.56 -2.34 0.0530322 0.2203799 -4.31 FALSE
258179_at  integral membrane protein, puta --- AT3G21690 1.49 0.57 2.34 0.053059 0.2204107 -4.31 TRUE
248295_at putative protein contains similarit --- AT5G53070 -1.33 -0.41 -2.34 0.0530581 0.2204107 -4.31 FALSE
266566_at unknown protein --- AT2G24040 1.35 0.43 2.34 0.0531094 0.2205595 -4.31 FALSE
254388_at Expressed protein ; supported byMSRB2 AT4G21860 -1.30 -0.38 -2.34 0.0531141 0.2205595 -4.31 FALSE



266590_at hypothetical protein predicted by BAG6 AT2G46240 1.58 0.66 2.34 0.0531242 0.220561 -4.31 FALSE
261659_at unknown protein contains similar TOR AT1G50030 -1.27 -0.35 -2.34 0.0532493 0.2210402 -4.32 FALSE
252292_at  RNA polymerase III subunit - like--- AT3G49000 -1.34 -0.42 -2.34 0.0532897 0.2211462 -4.32 FALSE
257706_at Expressed protein ; supported by--- AT3G12685 -1.55 -0.63 -2.34 0.0532942 0.2211462 -4.32 FALSE
245690_at phenylalanine ammonia-lyase PAPAL3 AT5G04230 -1.64 -0.72 -2.34 0.0533136 0.2211863 -4.32 FALSE
249112_at ATP sulfurylase precursor (gb|AAAPS4 AT5G43780 1.66 0.73 2.34 0.0533757 0.2214038 -4.32 FALSE
261346_at putative aspartyl protease contain--- AT1G79720 -1.32 -0.40 -2.34 0.0534543 0.2214299 -4.32 TRUE
267269_at unknown protein CAND1 AT2G02560 -1.33 -0.41 -2.34 0.0535082 0.2214299 -4.32 FALSE
263237_at hypothetical protein contains sim --- AT1G10610 -1.56 -0.64 -2.34 0.0534394 0.2214299 -4.32 FALSE
257553_at  unknown protein contains Pfam TPR2 AT3G16830 -1.52 -0.61 -2.34 0.0535033 0.2214299 -4.32 FALSE
253828_at  putative protein predicted proteinSLAH2 AT4G27970 1.41 0.49 2.34 0.0534683 0.2214299 -4.32 FALSE
259974_at putative phosphate transporter si --- AT1G76430 1.39 0.47 2.34 0.053487 0.2214299 -4.32 FALSE
250232_at unknown protein --- AT5G13950 -1.28 -0.35 -2.34 0.0534424 0.2214299 -4.32 FALSE
255621_at hypothetical protein --- AT4G01390 -3.13 -1.64 -2.34 0.0534054 0.2214299 -4.32 FALSE
260394_at putative transcription factor similaMYB122 AT1G74080 3.74 1.90 2.34 0.0533935 0.2214299 -4.32 FALSE
249705_at serine/threonine protein kinase-li --- AT5G35580 1.50 0.58 2.34 0.0534442 0.2214299 -4.32 FALSE
248452_at putative protein contains similarit --- AT5G51300 -1.23 -0.30 -2.34 0.0534938 0.2214299 -4.32 FALSE
259037_at hypothetical protein predicted by --- AT3G09350 2.48 1.31 2.34 0.0534671 0.2214299 -4.32 FALSE
261640_at  permease, putative similar to pe --- AT1G49960 1.35 0.43 2.34 0.0535003 0.2214299 -4.32 FALSE
263495_at cold-regulated protein cor15b preCOR15B AT2G42530 -2.67 -1.42 -2.34 0.0535246 0.2214575 -4.32 FALSE
260663_at hypothetical protein predicted by NFD5 AT1G19520 -1.55 -0.63 -2.34 0.0535363 0.2214594 -4.32 FALSE
265797_at Expressed protein ; supported by--- AT2G35710 2.97 1.57 2.34 0.0535444 0.2214594 -4.32 FALSE
250380_at putative protein --- AT5G11600 -1.29 -0.37 -2.34 0.0535606 0.2214859 -4.32 FALSE
247338_at pyruvate kinase --- AT5G63680 1.30 0.37 2.34 0.0535758 0.2215086 -4.32 TRUE
251400_at  putative protein prib5, Ribes nigr--- AT3G60420 2.99 1.58 2.34 0.0535986 0.2215627 -4.32 FALSE
262344_at  cytochrome b245 beta chain homATRBOH F AT1G64060 2.11 1.07 2.33 0.0537032 0.2219537 -4.33 FALSE
257764_at  disease resistance protein, putatAtRLP36 AT3G23010 1.61 0.68 2.33 0.0537126 0.2219537 -4.33 FALSE
257489_at hypothetical protein predicted by --- AT1G07330 1.29 0.37 2.33 0.053727 0.221973 -4.33 FALSE
258549_at putative arginine methyltransfera PRMT4B AT3G06930 -1.24 -0.31 -2.33 0.0537627 0.2219749 -4.33 FALSE
264168_at unknown protein Similar to yeast --- AT1G02080 -1.33 -0.41 -2.33 0.0537596 0.2219749 -4.33 FALSE
262279_at hypothetical protein predicted by --- AT1G68630 1.75 0.81 2.33 0.0537664 0.2219749 -4.33 FALSE
258645_s_a exopolygalacturonase identical t --- AT3G07850 // 1.31 0.39 2.33 0.0537623 0.2219749 -4.33 FALSE
256061_at unknown protein ;supported by fu--- AT1G07040 1.55 0.63 2.33 0.0537808 0.2219943 -4.33 FALSE
254571_at hypothetical protein --- AT4G19370 2.83 1.50 2.33 0.0538094 0.222072 -4.33 FALSE
246613_at acetyl-CoA carboxylase  ;supportCAC2 AT5G35360 -1.40 -0.49 -2.33 0.0538254 0.2220978 -4.33 FALSE



263666_at putative pre-mRNA splicing facto --- AT1G04510 -1.46 -0.54 -2.33 0.0538491 0.2221156 -4.33 FALSE
264096_at Expressed protein ; supported by--- AT1G78995 -1.72 -0.78 -2.33 0.0538491 0.2221156 -4.33 FALSE
262625_at hypothetical protein predicted by --- AT1G06440 -1.25 -0.32 -2.33 0.0538604 0.2221217 -4.33 FALSE
267284_at unknown protein predicted by ge --- AT2G23700 1.40 0.49 2.33 0.053902 0.222253 -4.33 FALSE
248766_at putative protein strong similarity t--- AT5G47580 -1.74 -0.80 -2.33 0.0539348 0.2222734 -4.33 FALSE
254345_at hypothetical protein  ;supported b--- AT4G22000 -1.52 -0.61 -2.33 0.0539459 0.2222734 -4.33 FALSE
259669_at  short chain alcohol dehydrogenaABA2 AT1G52340 -1.38 -0.46 -2.33 0.0539445 0.2222734 -4.33 FALSE
256182_at Expressed protein ; supported bySYP81 AT1G51740 -1.41 -0.50 -2.33 0.0539412 0.2222734 -4.33 FALSE
262588_at  unknown protein Similar to gb|AJ--- AT1G15130 1.31 0.39 2.33 0.0539742 0.2223098 -4.33 FALSE
AFFX-r2-At- Arabidopsis thaliana /REF=U372--- --- -1.30 -0.38 -2.33 0.0539676 0.2223098 -4.33 FALSE
253594_at Expressed protein ; supported by--- AT4G30820 -1.36 -0.44 -2.33 0.0540011 0.2223803 -4.33 FALSE
252210_at DNA binding protein OBP1 AT3G50410 1.51 0.60 2.33 0.0540579 0.2225741 -4.33 FALSE
246754_at  transcription factor - like protein NF-YC8 AT5G27910 1.42 0.51 2.33 0.0541024 0.222717 -4.33 FALSE
259389_at hypothetical protein predicted by --- AT1G06320 1.26 0.34 2.33 0.054161 0.2228378 -4.33 FALSE
246472_at  putative protein predicted protein--- AT5G17130 1.24 0.31 2.33 0.0541574 0.2228378 -4.33 FALSE
248814_at putative protein similar to unknow--- AT5G46910 3.22 1.69 2.33 0.054154 0.2228378 -4.33 FALSE
259124_at  floral homeotic protein AGL4 ide 02-ספט AT3G02310 1.23 0.30 2.33 0.0541737 0.2228498 -4.33 FALSE
255968_at Expressed protein ; supported by--- AT1G22270 -1.36 -0.44 -2.33 0.0542394 0.2230397 -4.34 FALSE
263583_at  putative NAD+ dependent isocitrIDH2 AT2G17130 1.49 0.57 2.33 0.0542363 0.2230397 -4.34 FALSE
247206_at putative protein similar to unknow--- AT5G64950 -1.22 -0.28 -2.33 0.0542969 0.2232357 -4.34 FALSE
257795_at hypothetical protein predicted by --- AT3G15910 1.40 0.48 2.33 0.0544445 0.2237209 -4.34 FALSE
249171_at putative protein contains similarit --- AT5G42940 1.39 0.48 2.33 0.0544373 0.2237209 -4.34 FALSE
266945_at hypothetical protein predicted by VEL2 AT2G18880 1.26 0.34 2.32 0.0544541 0.2237209 -4.34 FALSE
265232_s_ahypothetical protein --- AT2G07715 1.35 0.43 2.32 0.0544514 0.2237209 -4.34 FALSE
262703_at putative auxin-induced protein sim--- AT1G16510 -1.49 -0.58 -2.32 0.054475 0.2237259 -4.34 FALSE
247078_at unknown protein  ; supported by --- AT5G66000 -1.33 -0.41 -2.32 0.0544693 0.2237259 -4.34 FALSE
250971_at  putative protein ABI3-interacting PRR7 AT5G02810 -1.32 -0.40 -2.32 0.05449 0.2237473 -4.34 FALSE
262108_at unknown protein similar to unkno--- AT1G02740 -1.36 -0.45 -2.32 0.0545006 0.2237507 -4.34 FALSE
249537_at  cysteine-tRNA ligase -like protei --- AT5G38830 1.40 0.49 2.32 0.0545249 0.2237701 -4.34 FALSE
256340_at  DnaJ protein, putative contains P--- AT1G72070 1.34 0.42 2.32 0.0545158 0.2237701 -4.34 FALSE
249519_at putative protein similar to unknowAPE1 AT5G38660 -1.40 -0.49 -2.32 0.0545419 0.2237994 -4.34 FALSE
255020_at  isoleucine-tRNA ligase - like pro --- AT4G10320 -1.22 -0.29 -2.32 0.0545627 0.2238446 -4.34 FALSE
251370_at  putative protein prib5, Ribes nigr--- AT3G60450 2.13 1.09 2.32 0.0545777 0.2238657 -4.34 FALSE
258390_at unknown protein similar to leucin --- AT3G15410 -1.29 -0.37 -2.32 0.0546067 0.223904 -4.34 FALSE
251383_at  beta-tubulin cofactor - like protei TTN1 AT3G60740 -1.51 -0.60 -2.32 0.0546056 0.223904 -4.34 FALSE



265841_at putative glycogenin --- AT2G35710 3.44 1.78 2.32 0.0546254 0.2239408 -4.34 FALSE
250789_at putative protein contains similarit --- AT5G05630 -1.32 -0.40 -2.32 0.054644 0.2239767 -4.34 FALSE
256016_at hypothetical protein predicted by --- AT1G19240 -1.36 -0.44 -2.32 0.0547279 0.2241447 -4.34 FALSE
250803_at putative protein contains similarit --- AT5G04980 1.52 0.60 2.32 0.0547106 0.2241447 -4.34 FALSE
265767_at putative exonuclease contains zinREF4 AT2G48110 1.34 0.42 2.32 0.0547164 0.2241447 -4.34 FALSE
254736_at  putative disease resistance prote--- AT4G13820 1.63 0.70 2.32 0.0547342 0.2241447 -4.34 FALSE
246656_at hypothetical protein --- --- 1.33 0.42 2.32 0.0547306 0.2241447 -4.34 FALSE
253400_at  putative protein unknown protein--- AT4G32860 1.26 0.33 2.32 0.0547833 0.2243056 -4.35 FALSE
257960_at  S-adenosylmethionine decarbox --- AT3G25570 // 1.25 0.32 2.32 0.0548077 0.2243655 -4.35 FALSE
257628_at  cytochrome P450, putative contaCYP71B26 AT3G26290 -1.77 -0.83 -2.32 0.0548318 0.2244239 -4.35 TRUE
264372_at  lactoylglutathione lyase-like prot ATGLX1 AT1G11840 1.49 0.58 2.32 0.0549183 0.2247001 -4.35 TRUE
265614_at Expressed protein ; supported by--- AT2G25355 -1.41 -0.50 -2.32 0.054919 0.2247001 -4.35 FALSE
263603_at hypothetical protein --- AT2G16340 1.38 0.47 2.32 0.0549501 0.2247868 -4.35 FALSE
254125_at  putative alliin lyase alliin lyase (ETAR2 AT4G24670 -1.72 -0.79 -2.32 0.0550102 0.2249923 -4.35 FALSE
263681_at hypothetical protein predicted by ORC6 AT1G26840 -1.45 -0.54 -2.32 0.0550429 0.2250453 -4.35 FALSE
251022_at  putative protein Hsp70 binding p--- AT5G02150 -1.34 -0.42 -2.32 0.0550337 0.2250453 -4.35 FALSE
264242_at hypothetical protein predicted by --- AT1G54640 1.22 0.29 2.32 0.0550697 0.2251146 -4.35 FALSE
251262_at hypothetical protein  ; supported --- AT3G62080 -1.51 -0.59 -2.32 0.055123 0.2252923 -4.35 FALSE
247456_at  iron-regulated transporter - like pAtZIP12 AT5G62160 1.29 0.36 2.32 0.0551639 0.2253913 -4.35 FALSE
251643_at  guanylate kinase-like protein guaAGK2 AT3G57550 1.88 0.91 2.32 0.055167 0.2253913 -4.35 FALSE
250006_at  putative protein 2'-hydroxyisoflavPCB2 AT5G18660 -2.01 -1.01 -2.32 0.0552318 0.2254318 -4.35 TRUE
264323_at putative dimethylaniline monooxy--- AT1G04180 2.55 1.35 2.31 0.055267 0.2254318 -4.35 FALSE
262310_at unknown protein contains similar MLP31 AT1G70840 1.31 0.38 2.32 0.0552323 0.2254318 -4.35 FALSE
245043_at putative cyclin  ;supported by full RCY1 AT2G26430 -1.55 -0.64 -2.31 0.0552528 0.2254318 -4.35 FALSE
266913_at hypothetical protein predicted by ROPGEF4 AT2G45890 1.24 0.31 2.31 0.0552622 0.2254318 -4.35 FALSE
252583_at putative protein several hypothet --- AT3G45540 1.31 0.39 2.31 0.0552794 0.2254318 -4.35 FALSE
258133_at  ethylene-responsive transcriptionMBF1C AT3G24500 1.45 0.53 2.31 0.0552856 0.2254318 -4.35 FALSE
262233_at hypothetical protein contains sim CHR18 AT1G48310 -1.27 -0.35 -2.31 0.0552586 0.2254318 -4.35 FALSE
262377_at  rubisco activase, putative similar--- AT1G73110 -1.64 -0.71 -2.31 0.0552715 0.2254318 -4.35 FALSE
250035_at putative protein contains similarit --- AT5G18230 -1.25 -0.32 -2.32 0.0552091 0.2254318 -4.35 FALSE
250407_at chorismate mutase CM2  ; suppoATCM2 AT5G10870 -1.29 -0.37 -2.32 0.0552258 0.2254318 -4.35 FALSE
253948_at  Avr9 elicitor response like protei --- AT4G26940 1.30 0.37 2.31 0.0553213 0.225537 -4.35 FALSE
249100_at unknown protein --- AT5G43560 1.31 0.39 2.31 0.0553373 0.2255619 -4.35 FALSE
265825_at  ubiquitin-like (UBQ7), putative siUBQ7 AT2G35635 -1.32 -0.40 -2.31 0.0554045 0.225634 -4.36 FALSE
264848_at unknown protein  ;supported by f --- AT2G17350 -1.24 -0.31 -2.31 0.0553966 0.225634 -4.36 FALSE



262908_at  pyruvate dehydrogenase e1 alphAT-E1 ALP AT1G59900 -1.28 -0.35 -2.31 0.0554016 0.225634 -4.36 FALSE
261218_at  ferredoxin--NADP reductase preFNR2 AT1G20020 -1.53 -0.62 -2.31 0.055388 0.225634 -4.36 FALSE
253178_at  putative protein predicted protein--- AT4G35170 1.36 0.44 2.31 0.0553896 0.225634 -4.36 FALSE
265991_at chloroplast single subunit DNA-d SCA3 AT2G24120 -1.59 -0.67 -2.31 0.055429 0.2256695 -4.36 TRUE
261014_at unknown protein ;supported by fu--- AT1G26460 -1.30 -0.38 -2.31 0.055433 0.2256695 -4.36 FALSE
253042_at  formamidase - like protein forma--- AT4G37550 -1.56 -0.64 -2.31 0.0554845 0.2258186 -4.36 TRUE
257666_at  bactericidal permeability-increas --- AT3G20270 1.55 0.64 2.31 0.0554894 0.2258186 -4.36 FALSE
263466_at hypothetical protein predicted by --- AT2G31740 -1.25 -0.33 -2.31 0.0555042 0.2258385 -4.36 FALSE
262526_at  putative prenyl transferase (prepSPS2 AT1G17050 -2.02 -1.02 -2.31 0.0555161 0.2258466 -4.36 FALSE
261135_at  defensin AMP1, putative similar PDF1.4 AT1G19610 -3.29 -1.72 -2.31 0.0555261 0.2258471 -4.36 TRUE
260058_at unknown protein  ; supported by --- AT1G78100 -1.33 -0.41 -2.31 0.055546 0.2258473 -4.36 FALSE
260526_at putative WD-40 repeat protein --- AT2G47410 1.27 0.35 2.31 0.0555388 0.2258473 -4.36 FALSE
260266_at putative B-box zinc finger protein --- AT1G68520 -1.44 -0.52 -2.31 0.0556079 0.2260548 -4.36 FALSE
248597_at DNA (cytosine-5)-methyltransferaMET1 AT5G49160 -1.81 -0.86 -2.31 0.0556168 0.2260548 -4.36 FALSE
247577_at  putative protein flavin-containing--- AT5G61290 -1.32 -0.40 -2.31 0.0556776 0.2262615 -4.36 FALSE
266917_at unknown protein DTA2 AT2G45830 -1.27 -0.34 -2.31 0.0556883 0.2262645 -4.36 FALSE
264833_at putative protein phosphatase sim--- AT1G03590 1.52 0.60 2.31 0.0557072 0.2263011 -4.36 TRUE
267185_at unknown protein  ; supported by OEP37 AT2G43950 -1.33 -0.41 -2.31 0.0557438 0.2264097 -4.36 FALSE
260039_at CLE12 CLAVATA3/ESR-RelatedCLE12 AT1G68795 1.37 0.45 2.31 0.0557876 0.2265469 -4.36 FALSE
247364_at putative protein similar to unknow--- AT5G63200 -1.25 -0.33 -2.31 0.0558013 0.2265622 -4.36 FALSE
249298_at putative protein similar to unknow--- AT5G41330 1.29 0.36 2.31 0.0558329 0.2266506 -4.36 FALSE
250418_at  putative protein predicted protein--- AT5G11240 -1.67 -0.74 -2.31 0.0558973 0.2266697 -4.36 FALSE
263759_at hypothetical protein predicted by --- AT2G21290 -1.31 -0.39 -2.31 0.0558959 0.2266697 -4.36 FALSE
258504_at putative sterol-C5-desaturase ide--- AT3G02590 1.23 0.30 2.31 0.0558804 0.2266697 -4.36 FALSE
261550_at hypothetical protein --- AT1G63450 1.28 0.36 2.31 0.0558789 0.2266697 -4.36 FALSE
257038_at  longevity factor-like protein simil LOH2 AT3G19260 1.62 0.70 2.31 0.0558592 0.2266697 -4.36 FALSE
263032_at unknown protein ;supported by fu--- AT1G23850 1.87 0.90 2.31 0.055893 0.2266697 -4.36 FALSE
247865_at Expressed protein ; supported by--- AT5G57815 -1.27 -0.35 -2.31 0.0559121 0.2266895 -4.37 FALSE
258316_at unknown protein --- AT3G22660 -1.50 -0.59 -2.31 0.055931 0.2267258 -4.37 FALSE
257217_at phosphoenolpyruvate carboxylasATPPC3 AT3G14940 -1.45 -0.53 -2.31 0.0559516 0.2267688 -4.37 FALSE
259112_at putative 60S ribosomal protein  L--- AT3G05560 -1.70 -0.76 -2.31 0.0559759 0.2268274 -4.37 FALSE
247238_at histone acetyltransferase HAM1 AT5G64610 -1.24 -0.31 -2.31 0.0559932 0.226857 -4.37 FALSE
251807_at methionyl-tRNA synthetase (AtcpOVA1 AT3G55400 -1.39 -0.47 -2.31 0.0560386 0.2270007 -4.37 FALSE
260704_at  glycine cleavage system H prote--- AT1G32470 -2.17 -1.12 -2.30 0.0560807 0.2271004 -4.37 TRUE
262232_at unknown protein ; supported by c--- AT1G68600 1.51 0.59 2.30 0.0560831 0.2271004 -4.37 FALSE



253432_at putative protein various predicted--- AT4G32450 -1.25 -0.32 -2.30 0.0561029 0.2271399 -4.37 FALSE
259248_at putative heat-shock protein simila--- AT3G07770 -1.79 -0.84 -2.30 0.0561426 0.2272306 -4.37 TRUE
255692_at putative protein GPAT8 AT4G00400 2.32 1.22 2.30 0.0561605 0.2272306 -4.37 TRUE
260729_at  regulatory protein, putative contaKU80 AT1G48050 -1.24 -0.31 -2.30 0.0561723 0.2272306 -4.37 FALSE
261798_at hypothetical protein similar to hypCPSF30 AT1G30460 -1.34 -0.42 -2.30 0.056185 0.2272306 -4.37 FALSE
265370_s_aunknown protein related to GB:AA--- AT3G30415 1.26 0.33 2.30 0.0561805 0.2272306 -4.37 FALSE
259521_at ATP-dependent Clp protease proCLP2 AT1G12410 -1.37 -0.46 -2.30 0.056185 0.2272306 -4.37 FALSE
246347_at putative protein probable chlorop --- AT3G56830 -1.30 -0.38 -2.30 0.0562056 0.2272734 -4.37 FALSE
266213_s_aMutator-like transposase similar t--- --- 1.30 0.38 2.30 0.0562235 0.2273058 -4.37 FALSE
250957_at  photoreceptor-interacting protein--- AT5G03250 -1.24 -0.31 -2.30 0.0562439 0.2273247 -4.37 FALSE
263798_at putative ubiquitin carboxyl terminUBP19 AT2G24640 1.25 0.32 2.30 0.0562482 0.2273247 -4.37 FALSE
263519_at 40S ribosomal protein S25  ; sup --- AT2G21580 -1.65 -0.73 -2.30 0.0562813 0.2273378 -4.37 FALSE
247971_at zinc protease PQQL-like protein --- AT5G56730 -1.28 -0.36 -2.30 0.0562798 0.2273378 -4.37 FALSE
254861_at  putative protein zinc finger prote --- AT4G12040 1.43 0.52 2.30 0.0562748 0.2273378 -4.37 FALSE
256238_at unknown protein ; supported by f ELC AT3G12400 1.41 0.50 2.30 0.0563714 0.2276612 -4.37 FALSE
248997_at beta-amylase-like BMY2 AT5G45300 -1.46 -0.55 -2.30 0.0564118 0.2277781 -4.37 FALSE
260079_s_a helix-loop-helix protein 1A, putat --- AT1G35460 // -1.30 -0.38 -2.30 0.0564203 0.2277781 -4.37 FALSE
254418_at  glucose transporter glucose tran --- AT4G21480 1.30 0.38 2.30 0.0564361 0.2278017 -4.37 FALSE
245363_at hypothetical protein ;supported b --- AT4G15120 2.38 1.25 2.30 0.0564569 0.227805 -4.37 FALSE
244938_at ribosomal protein S15 --- --- -1.59 -0.67 -2.30 0.0564481 0.227805 -4.37 FALSE
253836_at  putative protein hypothetical pro --- AT4G27840 -1.29 -0.37 -2.30 0.0564725 0.2278279 -4.38 FALSE
262887_at hypothetical protein --- AT1G14780 2.37 1.25 2.30 0.0565002 0.2278587 -4.38 FALSE
254700_at hypothetical protein --- AT4G18000 1.32 0.40 2.30 0.0564921 0.2278587 -4.38 FALSE
257755_at unknown protein  ; supported by --- AT3G18760 -1.57 -0.65 -2.30 0.0565302 0.2278589 -4.38 FALSE
254658_at  putative protein predicted gene M--- AT4G18230 -1.29 -0.37 -2.30 0.0565289 0.2278589 -4.38 FALSE
266886_at Expressed protein ; supported by--- AT2G44745 1.36 0.44 2.30 0.0565182 0.2278589 -4.38 FALSE
254020_at beta-carotene hydroxylase  ; sup BETA-OHA AT4G25700 2.42 1.28 2.30 0.0565661 0.2279632 -4.38 FALSE
251183_at  putative protein putative protein --- AT3G62630 -2.25 -1.17 -2.30 0.0565909 0.2280231 -4.38 FALSE
265272_at unknown protein ARF10 AT2G28350 -1.46 -0.54 -2.30 0.0566211 0.2280397 -4.38 FALSE
252328_at Expressed protein ; supported by--- AT3G48570 1.28 0.36 2.30 0.0566246 0.2280397 -4.38 FALSE
255344_s_aputative receptor-like protein kina--- AT4G04540 // 2.05 1.04 2.30 0.056625 0.2280397 -4.38 TRUE
252890_at brassinosteroid insensitive 1 gen BRI1 AT4G39400 -1.27 -0.35 -2.30 0.0566706 0.228183 -4.38 TRUE
255956_at Expressed protein ; supported byDD46 AT1G22015 1.33 0.41 2.30 0.05673 0.2283414 -4.38 FALSE
249600_s_a oxidoreductase-like protein zeta---- AT5G37940 // 1.22 0.29 2.30 0.0567264 0.2283414 -4.38 FALSE
265002_at  putative lysine/histidine-specific LHT2 AT1G24400 -1.47 -0.56 -2.30 0.0567801 0.2285028 -4.38 FALSE



263138_at hypothetical protein predicted by --- AT1G65090 1.24 0.31 2.30 0.0568379 0.228695 -4.38 FALSE
249944_at NAM (no apical meristem)-like pranac089 AT5G22290 -1.89 -0.92 -2.30 0.0568551 0.2287238 -4.38 FALSE
258713_at Expressed protein ; supported by--- AT3G09735 -1.27 -0.34 -2.29 0.0568833 0.2287969 -4.38 FALSE
247243_at nodulin-like protein --- AT5G64700 1.53 0.61 2.29 0.0569042 0.2288408 -4.38 FALSE
245328_at Expressed protein ; supported by--- AT4G14465 1.28 0.36 2.29 0.0569508 0.2289877 -4.38 FALSE
248007_at S-adenosylmethionine:2-demethy--- AT5G56260 1.25 0.32 2.29 0.0569867 0.229092 -4.38 FALSE
255820_at putative protein kinase contains a--- AT2G40580 1.34 0.42 2.29 0.0570344 0.229243 -4.38 FALSE
259439_at 1-aminocyclopropane-1-carboxyl ACS2 AT1G01480 3.97 1.99 2.29 0.0570725 0.2293385 -4.39 TRUE
249650_at Expressed protein ; supported bySEF AT5G37055 -1.34 -0.43 -2.29 0.0570883 0.2293385 -4.39 FALSE
255638_at predicted protein of unknown fun --- AT4G00740 -1.41 -0.50 -2.29 0.0570867 0.2293385 -4.39 FALSE
267062_at putative spliceosome associated --- AT2G32600 -1.37 -0.45 -2.29 0.0571149 0.2293646 -4.39 FALSE
257935_at unknown protein --- AT3G25440 -1.29 -0.36 -2.29 0.0571093 0.2293646 -4.39 FALSE
253763_at  xyloglucan endotransglycosylase--- AT4G28850 1.25 0.32 2.29 0.0571623 0.2294741 -4.39 FALSE
256935_at unknown protein  ;supported by f --- AT3G22570 1.25 0.33 2.29 0.0571526 0.2294741 -4.39 FALSE
253293_at Expressed protein ; supported by--- AT4G33905 1.50 0.59 2.29 0.0572005 0.2295871 -4.39 FALSE
261796_at  non-phototropic hypocotyl, putat --- AT1G30440 1.29 0.37 2.29 0.0572817 0.2296707 -4.39 TRUE
260148_at putative oxidoreductase similar to--- AT1G52800 -1.49 -0.57 -2.29 0.0572684 0.2296707 -4.39 FALSE
252378_at  receptor kinase-like protein prote--- AT3G47570 1.50 0.59 2.29 0.0572666 0.2296707 -4.39 FALSE
260951_at hypothetical protein similar to hyp--- AT1G06145 // -1.38 -0.47 -2.29 0.0572649 0.2296707 -4.39 FALSE
257260_at hypothetical protein predicted by --- AT3G22104 -1.44 -0.52 -2.29 0.0572814 0.2296707 -4.39 FALSE
246392_at hypothetical protein predicted by --- AT1G58120 // 1.25 0.32 2.29 0.057241 0.2296707 -4.39 FALSE
244927_at hypothetical protein --- AT2G07776 1.39 0.47 2.29 0.0572923 0.2296725 -4.39 FALSE
264951_at unknown protein contains similar --- AT1G76970 1.23 0.30 2.29 0.057343 0.229674 -4.39 FALSE
252613_at  putative protein hypothetical pro --- AT3G45190 -1.24 -0.31 -2.29 0.0573315 0.229674 -4.39 FALSE
255931_at hypothetical protein similar to putAtPP2-A12 AT1G12710 -1.55 -0.64 -2.29 0.0573254 0.229674 -4.39 FALSE
254688_at  DnaJ-like protein DnaJ-like proteJ20 AT4G13830 -1.29 -0.36 -2.29 0.0573384 0.229674 -4.39 FALSE
262017_at  elongation factor, putative simila --- AT1G35550 -1.45 -0.54 -2.29 0.0573156 0.229674 -4.39 FALSE
260078_at hypothetical protein predicted by --- AT1G73790 -1.32 -0.40 -2.29 0.0573951 0.2298423 -4.39 FALSE
264357_at hypothetical protein Similar to hy ATRRP4 AT1G03360 -2.08 -1.05 -2.29 0.0574093 0.2298517 -4.39 FALSE
261946_at unknown protein --- AT1G64560 -1.38 -0.46 -2.29 0.0574176 0.2298517 -4.39 FALSE
256223_at unknown protein ;supported by fuemb1303 AT1G56200 -1.34 -0.42 -2.29 0.0574483 0.2298834 -4.39 FALSE
258918_at putative cytochrome P450 similarUNE9 AT3G10560 1.47 0.56 2.29 0.0574532 0.2298834 -4.39 FALSE
265952_at unknown protein supported by cD--- AT2G37478 // -1.29 -0.37 -2.29 0.0574557 0.2298834 -4.39 FALSE
245418_at putative protein --- AT4G17370 -1.42 -0.50 -2.29 0.057486 0.2299641 -4.39 FALSE
251837_s_a spliceosomal - like protein splice--- AT3G55200 // -1.36 -0.45 -2.29 0.0575011 0.2299843 -4.39 FALSE



248777_at putative protein similar to unknow--- AT5G47920 1.32 0.40 2.29 0.0575522 0.2301078 -4.39 FALSE
264155_at unknown protein GTB1 AT1G65440 1.45 0.54 2.29 0.0575503 0.2301078 -4.39 FALSE
256230_at  FKBP-type peptidyl-prolyl cis-tra --- AT3G12340 -1.39 -0.47 -2.29 0.0575626 0.230109 -4.39 FALSE
252090_at  5B protein like protein cysteine-r --- AT3G52130 1.27 0.34 2.29 0.0575835 0.2301524 -4.39 FALSE
253518_at hypothetical protein --- AT4G31400 -1.36 -0.44 -2.29 0.0575995 0.2301762 -4.39 FALSE
244950_at cytochrome c oxidase subunit 2 --- --- 1.51 0.60 2.29 0.0576307 0.2302602 -4.40 TRUE
246021_at  ascorbate oxidase-like protein as--- AT5G21100 -1.51 -0.60 -2.29 0.0576603 0.2302978 -4.40 FALSE
249836_at unknown protein  ;supported by f HMGB6 AT5G23420 -1.74 -0.80 -2.29 0.0576565 0.2302978 -4.40 FALSE
260178_at hypothetical protein similar to unk--- AT1G70720 1.30 0.38 2.28 0.0577256 0.2305185 -4.40 FALSE
248069_at unknown protein --- AT5G55650 1.31 0.39 2.28 0.0577371 0.230524 -4.40 FALSE
266979_at unknown protein  ;supported by f PPL2 AT2G39470 -2.77 -1.47 -2.28 0.0578091 0.2306244 -4.40 TRUE
257794_at hypothetical protein predicted by --- AT3G27050 -1.40 -0.49 -2.28 0.057798 0.2306244 -4.40 FALSE
262912_at  oligopeptide transporter, putative--- AT1G59740 2.54 1.34 2.28 0.0577871 0.2306244 -4.40 FALSE
259641_at  putative protease similar to prote--- AT1G69020 -1.37 -0.45 -2.28 0.0578128 0.2306244 -4.40 FALSE
255773_at  flavonol 4'-sulfotransferase, putaSOT17 AT1G18590 2.15 1.10 2.28 0.0577909 0.2306244 -4.40 FALSE
258922_at putative 40S ribosomal protein S --- AT3G10610 -1.93 -0.95 -2.28 0.0578375 0.2306825 -4.40 FALSE
254157_at  putative protein protein induced VEP1 AT4G24220 1.31 0.39 2.28 0.0578536 0.2307066 -4.40 FALSE
253804_at putative protein --- AT4G28230 -1.34 -0.42 -2.28 0.0579146 0.2309093 -4.40 FALSE
257727_at unknown protein --- AT3G18380 -1.28 -0.36 -2.28 0.0579461 0.2309946 -4.40 FALSE
259116_at putative peptide transporter simil --- AT3G01350 -1.58 -0.66 -2.28 0.0579564 0.2309953 -4.40 FALSE
250578_at  proanthranilate N-benzoyltransfe--- AT5G07850 -1.25 -0.32 -2.28 0.0579776 0.2310392 -4.40 FALSE
246390_at  1-aminocyclopropane-1-carboxy --- AT1G77330 1.42 0.51 2.28 0.0579928 0.2310562 -4.40 FALSE
261932_at hypothetical protein predicted by --- AT1G22420 1.24 0.31 2.28 0.0580122 0.2310562 -4.40 FALSE
265071_at transcription initiation factor TFIIDTBP2 AT1G55520 -1.30 -0.37 -2.28 0.0580119 0.2310562 -4.40 FALSE
249320_at disease resistance protein-like no--- AT5G40910 -1.47 -0.56 -2.28 0.058025 0.2310665 -4.40 FALSE
253754_at  glycine-rich protein like glycine-r --- AT4G29020 2.51 1.33 2.28 0.0581002 0.2311644 -4.40 FALSE
245260_at kinase like protein ; supported by--- AT4G16360 -1.25 -0.32 -2.28 0.0580731 0.2311644 -4.40 FALSE
254184_at hypothetical protein --- AT4G23970 1.29 0.37 2.28 0.0580666 0.2311644 -4.40 FALSE
260168_at  unknown protein contains zinc fi --- AT1G71980 -1.39 -0.48 -2.28 0.0580849 0.2311644 -4.40 FALSE
254337_at  putative protein hypothetical pro --- AT4G22060 1.31 0.38 2.28 0.0580977 0.2311644 -4.40 FALSE
257746_at chorismate mutase identical to chCM1 AT3G29200 1.26 0.33 2.28 0.0581563 0.2313287 -4.40 TRUE
255296_at hypothetical protein --- AT4G04790 -1.66 -0.73 -2.28 0.0581618 0.2313287 -4.40 FALSE
253911_at  putative receptor protein kinase --- AT4G27300 -1.82 -0.87 -2.28 0.0582591 0.2315066 -4.41 TRUE
261547_at  protein kinase, putative contains --- AT1G63500 1.30 0.38 2.28 0.0582656 0.2315066 -4.41 FALSE
259215_at unknown protein largely predictedDEX1 AT3G09090 -1.27 -0.34 -2.28 0.0582674 0.2315066 -4.41 FALSE



265007_s_aExpressed protein ; supported byRALFL8 AT1G61563 // 1.22 0.28 2.28 0.0582377 0.2315066 -4.41 FALSE
265860_at hypothetical protein predicted by --- AT2G01810 1.25 0.32 2.28 0.0582197 0.2315066 -4.41 FALSE
252154_at  putative DNA-3-methyladenine g--- AT3G50880 -1.43 -0.52 -2.28 0.0582334 0.2315066 -4.41 FALSE
246451_at  Inositol 1,3,4-Trisphosphate 5/6 --- AT5G16760 1.23 0.30 2.28 0.0582806 0.2315188 -4.41 FALSE
252182_at U1 snRNP 70K protein  ; supportU1-70K AT3G50670 -1.28 -0.36 -2.28 0.0583714 0.2318392 -4.41 FALSE
248371_at gibberellin 20-oxidase (emb|CAAGA20OX2 AT5G51810 -1.92 -0.94 -2.28 0.0584119 0.2319595 -4.41 FALSE
258760_at  putative membrane protein simil --- AT3G10780 1.63 0.70 2.28 0.0584246 0.2319694 -4.41 FALSE
260195_at hypothetical protein predicted by --- AT1G67540 1.30 0.37 2.28 0.0584731 0.2320981 -4.41 FALSE
261731_s_ahypothetical protein similar to hyp--- AT1G47780 // 1.24 0.31 2.28 0.0584773 0.2320981 -4.41 FALSE
256404_at unknown protein similar to far-redFRS7 AT3G06250 -1.42 -0.51 -2.28 0.0585023 0.2321568 -4.41 FALSE
259244_at unknown protein similar to zinc fi COL9 AT3G07650 1.78 0.83 2.27 0.0585978 0.2324549 -4.41 TRUE
267415_at putative translation initiation facto--- AT2G34970 -1.24 -0.31 -2.27 0.0585959 0.2324549 -4.41 FALSE
264635_at unknown protein ;supported by fu--- AT1G65500 2.05 1.04 2.27 0.0586344 0.2325596 -4.41 FALSE
260269_at putative disease resistance prote--- AT1G63740 1.37 0.45 2.27 0.0586447 0.23256 -4.41 FALSE
258787_at hypothetical protein predicted by PUB24 AT3G11840 3.31 1.73 2.27 0.0586578 0.2325717 -4.41 TRUE
252971_at  extensin - like protein proline-richPRP4 AT4G38770 5.24 2.39 2.27 0.0586735 0.2325936 -4.41 FALSE
263083_at purple acid phosphatase precurs PAP12 AT2G27190 -1.29 -0.37 -2.27 0.0587618 0.232701 -4.41 TRUE
253496_at  glutathione peroxidase - like pro ATGPX7 AT4G31870 2.19 1.13 2.27 0.0587507 0.232701 -4.41 TRUE
260239_at  putative receptor protein kinase --- AT1G74360 3.29 1.72 2.27 0.0587616 0.232701 -4.41 TRUE
257144_at  glucose-6-phosphate 1-dehydrogG6PD5 AT3G27300 -1.27 -0.35 -2.27 0.0587572 0.232701 -4.41 FALSE
264437_at unknown protein EST gb|N65787--- AT1G27510 -1.31 -0.39 -2.27 0.058747 0.232701 -4.41 FALSE
245129_at hypothetical protein predicted by CRR4 AT2G45350 -1.22 -0.29 -2.27 0.0587555 0.232701 -4.41 FALSE
264731_at hypothetical protein predicted by --- AT1G62150 -1.31 -0.39 -2.27 0.0588197 0.2328898 -4.42 FALSE
265013_at unknown protein similar to EST g--- AT1G24460 1.27 0.35 2.27 0.0588684 0.233042 -4.42 FALSE
251470_at  putative protein hypothetical pro --- AT3G59570 1.37 0.46 2.27 0.0588931 0.2330589 -4.42 FALSE
257433_at hypothetical protein predicted by --- AT2G21990 -1.25 -0.32 -2.27 0.0588876 0.2330589 -4.42 FALSE
255507_at  AtKAP alpha similar to AtKAP, GMOS6 AT4G02150 -1.23 -0.30 -2.27 0.0589078 0.2330765 -4.42 FALSE
260205_at hypothetical protein predicted by TIFY7 AT1G70700 1.86 0.90 2.27 0.0589409 0.2331583 -4.42 FALSE
249626_at  putative protein nucleoid DNA-bi--- AT5G37540 1.66 0.73 2.27 0.0589489 0.2331583 -4.42 FALSE
252018_at  putative protein various predicte AtPP2-A15 AT3G53000 1.43 0.52 2.27 0.0590208 0.2333781 -4.42 FALSE
250696_at putative protein similar to unknow--- AT5G06790 -1.21 -0.27 -2.27 0.0590249 0.2333781 -4.42 FALSE
264566_at hypothetical protein predicted by --- AT1G05270 1.33 0.41 2.27 0.0590641 0.2334927 -4.42 FALSE
245810_at  axi 1 protein, putative similar to a--- AT1G38065 // -1.32 -0.40 -2.27 0.0591005 0.2335958 -4.42 FALSE
266344_at hypothetical protein predicted by --- AT2G01580 1.27 0.34 2.27 0.0591401 0.2336915 -4.42 FALSE
247438_at unknown protein  ; supported by --- AT5G62460 1.58 0.66 2.27 0.0591452 0.2336915 -4.42 FALSE



267225_at hypothetical protein predicted by --- AT2G44000 1.30 0.37 2.27 0.0591617 0.2337162 -4.42 FALSE
250827_at cellulose synthase catalytic subu CEV1 AT5G05170 -1.44 -0.52 -2.27 0.0592315 0.2337492 -4.42 TRUE
247215_at Expressed protein ; supported byPROPEP3 AT5G64905 4.27 2.09 2.27 0.0592314 0.2337492 -4.42 TRUE
247506_at  Mei2-like protein Mei2-like prote AML1 AT5G61960 1.24 0.31 2.27 0.0592156 0.2337492 -4.42 FALSE
261148_at unknown protein ; supported by f GAMMA CAAT1G19580 1.25 0.32 2.27 0.059185 0.2337492 -4.42 FALSE
267640_at photomorphogenesis repressor ( COP1 AT2G32950 -1.39 -0.48 -2.27 0.0592175 0.2337492 -4.42 FALSE
256834_at  cyclophilin, putative similar to cy --- AT3G22920 1.25 0.32 2.27 0.0591924 0.2337492 -4.42 FALSE
247721_at  elongin - like protein elongin C, D--- AT5G59140 -1.23 -0.30 -2.27 0.0592796 0.2337774 -4.42 FALSE
257350_x_ahypothetical protein predicted by RALFL12 AT2G19040 1.30 0.37 2.27 0.0592782 0.2337774 -4.42 FALSE
262612_at  unknown protein location of EST--- AT1G14150 -1.92 -0.94 -2.27 0.0592694 0.2337774 -4.42 FALSE
257228_at NADPH:quinone oxidoreductase NQR AT3G27890 1.26 0.34 2.27 0.059279 0.2337774 -4.42 FALSE
247831_at  putative protein serine/threonine --- AT5G58540 1.58 0.66 2.27 0.0592932 0.2337905 -4.42 FALSE
263264_at histone H2A  ; supported by full-l HTA8 AT2G38810 -1.57 -0.65 -2.27 0.0593757 0.2340754 -4.42 FALSE
258516_at  myb-related protein, putative simMYB108 AT3G06490 2.27 1.18 2.26 0.0593927 0.2341019 -4.42 FALSE
266360_at Mutator-like transposase similar tFRS2 AT2G32250 1.72 0.78 2.26 0.0594539 0.2343027 -4.43 FALSE
250883_at  putative protein predicted protein--- AT5G03970 -1.40 -0.49 -2.26 0.0595196 0.2343617 -4.43 TRUE
260781_at decoy identical to GB:AAB51588 DECOY AT1G14620 -2.13 -1.09 -2.26 0.0594997 0.2343617 -4.43 FALSE
253116_at  putative protein CRP1, Zea may --- AT4G35850 -1.61 -0.68 -2.26 0.0595214 0.2343617 -4.43 FALSE
253584_at putative protein several hypothet --- AT4G30700 -1.28 -0.36 -2.26 0.0595305 0.2343617 -4.43 FALSE
258744_at  hypothetical protein similar to pla--- AT3G05830 1.34 0.43 2.26 0.0595189 0.2343617 -4.43 FALSE
261282_at hypothetical protein predicted by APUM10 AT1G35750 -1.40 -0.48 -2.26 0.0595141 0.2343617 -4.43 FALSE
251150_at  putative protein Sb34 (PREG-lik CYCP1;1 AT3G63120 -1.33 -0.41 -2.26 0.0595489 0.2343934 -4.43 TRUE
251028_at  putative protein putative hydrola --- AT5G02230 1.34 0.43 2.26 0.0595722 0.2344404 -4.43 FALSE
265612_at hypothetical protein predicted by --- AT2G25390 // -1.26 -0.34 -2.26 0.0596019 0.2344404 -4.43 FALSE
254258_at hypothetical protein TET5 AT4G23410 -1.36 -0.44 -2.26 0.0595991 0.2344404 -4.43 FALSE
262855_at putative inorganic phosphate tran--- AT1G20860 1.42 0.51 2.26 0.0595878 0.2344404 -4.43 FALSE
265723_at putative disease resistance prote--- AT2G32140 1.24 0.31 2.26 0.0596333 0.2345233 -4.43 FALSE
253614_at  putative protein heat shock prote--- AT4G30350 1.57 0.65 2.26 0.0597036 0.2347517 -4.43 FALSE
262899_at  ABC transporter, putative similarPEN3 AT1G59870 1.32 0.40 2.26 0.059712 0.2347517 -4.43 FALSE
256245_at heat shock protein 70 identical toHSP70 AT3G12580 2.94 1.56 2.26 0.0597517 0.2348675 -4.43 FALSE
266774_at hypothetical protein predicted by ATRBL1 AT2G29050 1.38 0.47 2.26 0.0597782 0.2349311 -4.43 FALSE
266583_at Expressed protein ; supported by--- AT2G46220 -1.43 -0.52 -2.26 0.0598548 0.2351511 -4.43 FALSE
245421_at hypothetical protein --- AT4G17430 -1.23 -0.30 -2.26 0.0598519 0.2351511 -4.43 FALSE
245759_at hypothetical protein predicted by --- AT1G66900 -1.39 -0.47 -2.26 0.0599206 0.2353691 -4.43 FALSE
255469_at predicted OR23 protein of unknow--- AT4G03030 -1.31 -0.39 -2.26 0.0599564 0.2354287 -4.43 FALSE



264696_at unknown protein --- AT1G70230 -1.86 -0.89 -2.26 0.0599491 0.2354287 -4.43 FALSE
267004_at hypothetical protein predicted by --- AT2G34260 -2.19 -1.13 -2.26 0.0600137 0.2356131 -4.43 TRUE
265601_at hypothetical protein predicted by --- AT2G14390 1.30 0.38 2.26 0.0600271 0.2356252 -4.44 FALSE
262533_at hypothetical protein Pfam --- AT1G17090 -1.31 -0.39 -2.26 0.0601027 0.2358812 -4.44 FALSE
256782_at  dirigent protein, putative similar t--- AT3G13660 1.23 0.30 2.26 0.0601324 0.2359572 -4.44 FALSE
252261_at RNA-directed RNA polymerase RRDR6 AT3G49500 -1.32 -0.40 -2.26 0.0601452 0.235967 -4.44 FALSE
265221_s_aputative glutamate decarboxylaseGAD3 AT2G02000 // 2.59 1.37 2.26 0.0602076 0.2359981 -4.44 TRUE
250421_at putative protein OCP3 AT5G11270 -1.38 -0.46 -2.26 0.0602265 0.2359981 -4.44 FALSE
250083_at glutathione S-transferase-like proATGSTF12 AT5G17220 1.33 0.42 2.26 0.0602359 0.2359981 -4.44 FALSE
255837_at unknown protein RIC1 AT2G33460 1.29 0.36 2.26 0.0601971 0.2359981 -4.44 FALSE
256152_at  ethylene-responsive RNA helica --- AT1G55150 -1.23 -0.30 -2.26 0.0601906 0.2359981 -4.44 FALSE
263225_at  putative DNA-binding protein simWRKY14 AT1G30650 1.33 0.41 2.26 0.0602058 0.2359981 -4.44 FALSE
252965_at  putative auxin-induced protein a --- AT4G38860 -1.90 -0.93 -2.26 0.0602293 0.2359981 -4.44 FALSE
253728_at  putative protein unknown protein--- AT4G29410 -1.51 -0.59 -2.26 0.0602131 0.2359981 -4.44 FALSE
245104_at hypothetical protein predicted by --- AT2G41600 -1.27 -0.35 -2.26 0.0602582 0.236008 -4.44 FALSE
250442_at putative protein hypothetical bactMSL2 AT5G10490 1.28 0.36 2.26 0.0602591 0.236008 -4.44 FALSE
246391_at unknown protein ; supported by c--- AT1G77350 -1.35 -0.43 -2.25 0.0602825 0.2360591 -4.44 FALSE
250666_at  SPF1-like protein SPF1 protein -WRKY26 AT5G07100 -1.79 -0.84 -2.25 0.0603029 0.2360985 -4.44 FALSE
261793_at unknown protein ; supported by c--- AT1G16080 -1.79 -0.84 -2.25 0.0603146 0.2361038 -4.44 FALSE
247805_at ATGP1-like protein ATYKT62 AT5G58180 1.47 0.56 2.25 0.0603642 0.2362574 -4.44 FALSE
247050_at At14a protein-like --- AT5G66660 1.44 0.52 2.25 0.0603823 0.2362874 -4.44 FALSE
252102_at dehydrin Xero2  ; supported by c LTI30 AT3G50970 2.17 1.11 2.25 0.0604178 0.2362898 -4.44 TRUE
266076_at  ATP-dependent RNA helicase id--- AT2G40700 -1.60 -0.67 -2.25 0.0604311 0.2362898 -4.44 FALSE
250384_at  putative protein various predicte --- AT5G11500 1.27 0.34 2.25 0.0604347 0.2362898 -4.44 FALSE
262487_at unknown protein ESTs gb|T4283 --- AT1G21610 -1.21 -0.27 -2.25 0.0603953 0.2362898 -4.44 FALSE
249244_at  FtsH protease, putative similar toVAR1 AT5G42270 -1.30 -0.38 -2.25 0.0604162 0.2362898 -4.44 FALSE
265033_at  PSI type III chlorophyll a/b-bindinLHCA3 AT1G61520 -1.22 -0.28 -2.25 0.0604899 0.2364651 -4.44 FALSE
264782_at putative transcription factor similaMYB60 AT1G08810 -1.40 -0.48 -2.25 0.0605115 0.236509 -4.44 FALSE
249160_at putative protein similar to unknow--- AT5G42660 -1.26 -0.33 -2.25 0.0605363 0.2365654 -4.44 FALSE
247175_at G protein-coupled receptor-like pGCL1 AT5G65280 2.02 1.01 2.25 0.0605621 0.2366259 -4.44 TRUE
251407_at  Arm repeat containing protein - l --- AT3G60350 -1.31 -0.39 -2.25 0.060581 0.2366593 -4.44 FALSE
252557_at  putative protein cim1 induced allATEXLA3 AT3G45960 1.26 0.34 2.25 0.0606138 0.2367468 -4.44 FALSE
255730_at  dihydroflavonol 4-reductase, put --- AT1G25460 1.28 0.35 2.25 0.0606358 0.236792 -4.45 FALSE
250758_at eukaryotic translation initiation fa EIF3G2 AT5G06000 -1.44 -0.52 -2.25 0.0606485 0.2368013 -4.45 FALSE
252937_at  SEC14 - like protein phosphatidySEC14 AT4G39180 1.27 0.34 2.25 0.0607375 0.2370266 -4.45 FALSE



254666_at  translation initiation factor eIF-2 --- AT4G18330 1.22 0.29 2.25 0.0607478 0.2370266 -4.45 FALSE
262282_at hypothetical protein predicted by --- AT1G68610 1.34 0.42 2.25 0.0607367 0.2370266 -4.45 FALSE
263373_at Expressed protein ; supported by--- AT2G20515 -1.53 -0.62 -2.25 0.0607446 0.2370266 -4.45 FALSE
262327_at hypothetical protein similar to hyp--- AT1G64130 1.28 0.36 2.25 0.0607836 0.2371257 -4.45 FALSE
254371_at  beta-glucosidase -like protein beBGLU47 AT4G21760 1.26 0.33 2.25 0.0608274 0.237256 -4.45 FALSE
253767_at 12S cruciferin seed storage proteCRU3 AT4G28520 1.29 0.36 2.25 0.060862 0.2373502 -4.45 FALSE
264781_at putative plastid RNA polymerase SIG2 AT1G08540 -1.41 -0.50 -2.25 0.0608751 0.2373609 -4.45 FALSE
259805_at  disease resistance protein, putatAtRLP7 AT1G47890 1.44 0.52 2.25 0.0609078 0.2374478 -4.45 FALSE
265267_at hypothetical protein predicted by --- AT2G42920 -1.37 -0.46 -2.25 0.0609269 0.2374816 -4.45 FALSE
251103_at  putative protein protein phospha--- AT5G01700 1.41 0.50 2.25 0.0609735 0.2376226 -4.45 FALSE
245528_at  pyruvate,orthophosphate dikinasPPDK AT4G15530 1.37 0.45 2.25 0.0610571 0.2379078 -4.45 TRUE
251122_at  protein kinase -like protein serine--- AT5G01020 -1.44 -0.53 -2.25 0.061086 0.2379797 -4.45 FALSE
260746_at  glutathione transferase, putative ATGSTU19AT1G78380 1.30 0.38 2.25 0.0611202 0.2380724 -4.45 TRUE
255027_at  hypothetical protein F21E10.5 A --- AT4G09880 1.30 0.38 2.24 0.0611555 0.2381692 -4.45 FALSE
247593_at  ABC transporter homolog PnATHGCN1 AT5G60790 1.31 0.39 2.24 0.0611824 0.2381886 -4.45 FALSE
252590_at  putative protein kinase NPK1-rel--- AT3G45670 1.29 0.37 2.24 0.0611918 0.2381886 -4.45 FALSE
253087_at purple acid phosphatase like protPAP25 AT4G36350 1.32 0.40 2.24 0.0611712 0.2381886 -4.45 FALSE
264130_at hypothetical protein predicted by --- AT1G79160 -1.37 -0.46 -2.24 0.0612087 0.2382137 -4.45 FALSE
259154_at unknown protein similar to unkno--- AT3G10260 1.28 0.36 2.24 0.0612334 0.2382693 -4.45 FALSE
247847_at  putative protein predicted protein--- AT5G58110 -1.49 -0.58 -2.24 0.0612837 0.2384197 -4.46 FALSE
AFFX-BioC-E. coli /GEN=bioC /DB_XREF=gb--- --- 1.61 0.68 2.24 0.061293 0.2384197 -4.46 FALSE
246267_at  Acyl CoA binding protein, putativACBP6 AT1G31812 -1.24 -0.31 -2.24 0.0613299 0.2385183 -4.46 FALSE
248775_at receptor kinase-like protein CCR4 AT5G47850 3.73 1.90 2.24 0.0613393 0.2385183 -4.46 FALSE
258250_at putative delta 9 desaturase similaFAD5 AT3G15850 -1.24 -0.31 -2.24 0.06148 0.2387939 -4.46 TRUE
258545_at putative GTPase contains Pfam p--- AT3G07050 -1.53 -0.62 -2.24 0.0615008 0.2387939 -4.46 TRUE
262428_at hypothetical protein predicted by --- AT1G47570 -1.28 -0.35 -2.24 0.0615043 0.2387939 -4.46 FALSE
256484_at PPR-repeat protein contains mul --- AT1G31430 -1.32 -0.40 -2.24 0.0614989 0.2387939 -4.46 FALSE
249119_at unknown protein  ;supported by f --- AT5G43720 -1.22 -0.29 -2.24 0.0614543 0.2387939 -4.46 FALSE
262583_at putative phosphatidylserine synth--- AT1G15110 1.39 0.48 2.24 0.061477 0.2387939 -4.46 FALSE
266623_at unknown protein --- AT2G35390 1.40 0.49 2.24 0.0614843 0.2387939 -4.46 FALSE
249379_at  putative protein predicted protein--- AT5G40460 1.79 0.84 2.24 0.0614955 0.2387939 -4.46 FALSE
250324_at  putative protein nitrilase/Fhit pro --- AT5G12040 -1.35 -0.43 -2.24 0.0614835 0.2387939 -4.46 FALSE
251225_at  putative protein glycosyl transferGATL7 AT3G62660 -1.44 -0.52 -2.24 0.0615403 0.2388521 -4.46 FALSE
256828_at unknown protein --- AT3G22968 // -1.69 -0.75 -2.24 0.061531 0.2388521 -4.46 FALSE
257601_at hypothetical protein predicted by --- AT3G24820 -1.26 -0.33 -2.24 0.0615597 0.2388868 -4.46 FALSE



245780_at unknown protein ;supported by fu--- AT1G45688 1.34 0.42 2.24 0.0616172 0.2389881 -4.46 TRUE
263720_at putative Na/H antiporter ATCHX15 AT2G13620 1.25 0.32 2.24 0.0616016 0.2389881 -4.46 FALSE
253576_at  putative protein various predicte --- AT4G31070 -1.24 -0.31 -2.24 0.06161 0.2389881 -4.46 FALSE
262341_at  E2, ubiquitin-conjugating enzym UBC28 AT1G64230 -1.34 -0.43 -2.24 0.0616479 0.2390664 -4.46 FALSE
247602_at  S-receptor kinase homolog 2 preRLK1 AT5G60900 2.10 1.07 2.24 0.0616707 0.2391141 -4.46 FALSE
262059_at  DnaJ protein, putative similar to --- AT1G80030 -1.43 -0.52 -2.24 0.0616857 0.2391317 -4.46 FALSE
247068_at putative protein similar to unknow--- AT5G66800 1.33 0.42 2.24 0.0617261 0.2391663 -4.46 FALSE
264213_at hypothetical protein contains sim ATPP2-A5 AT1G65390 3.66 1.87 2.24 0.0617136 0.2391663 -4.46 FALSE
252949_at  putative thaumatin-like protein th--- AT4G38670 -1.62 -0.70 -2.24 0.0617166 0.2391663 -4.46 FALSE
257196_at  AMP-binding protein, putative sim--- AT3G23790 1.38 0.47 2.24 0.0617374 0.2391696 -4.46 TRUE
249866_at 2-isopropylmalate synthase-like; MAM1 AT5G23010 -1.68 -0.75 -2.24 0.061807 0.2393359 -4.46 FALSE
263635_at hypothetical protein predicted by --- --- 1.22 0.29 2.24 0.0618118 0.2393359 -4.46 FALSE
245579_at hypothetical protein --- AT4G14810 1.24 0.31 2.24 0.0618084 0.2393359 -4.46 FALSE
246068_at  putative protein ribosomal protei --- AT5G20290 -1.63 -0.71 -2.24 0.0618289 0.2393612 -4.46 FALSE
248191_at putative protein similar to unknow--- AT5G54130 1.34 0.42 2.24 0.0618604 0.2394426 -4.46 FALSE
251645_at  putative protein polygalacturona --- AT3G57790 -1.32 -0.40 -2.24 0.0618934 0.2395299 -4.47 FALSE
250041_at  putative protein p53 inducible pr PIR121 AT5G18410 -1.22 -0.29 -2.24 0.0619088 0.2395487 -4.47 FALSE
258965_at  hypothetical protein similar to hy --- AT3G10530 -1.65 -0.73 -2.24 0.0619384 0.2396227 -4.47 FALSE
266057_at putative methionyl-tRNA syntheta--- AT2G40660 -1.25 -0.32 -2.24 0.0619502 0.2396278 -4.47 FALSE
252516_at histidyl-tRNA synthetase  ; suppoATHRS1 AT3G46100 -1.32 -0.41 -2.24 0.0619641 0.2396406 -4.47 FALSE
247538_at  ABC family transporter - like protATH16 AT5G61700 1.22 0.28 2.24 0.06202 0.2398161 -4.47 FALSE
259290_at putative cyclin similar to cyclin cyCYCB1;3 AT3G11520 1.43 0.52 2.24 0.0620316 0.2398205 -4.47 FALSE
253426_at  putative protein polygalacturona --- AT4G32375 1.26 0.33 2.23 0.0620567 0.2398767 -4.47 FALSE
264694_at  receptor serine/threonine kinase --- AT1G70250 1.23 0.30 2.23 0.0621002 0.2400042 -4.47 FALSE
262806_at putative pyrophosphate-depende--- AT1G20950 -1.49 -0.57 -2.23 0.0621709 0.2402295 -4.47 FALSE
249122_at putative protein similar to unknowARD4 AT5G43850 -1.45 -0.53 -2.23 0.0621901 0.2402295 -4.47 FALSE
263305_at unknown protein  ;supported by f BPC1 AT2G01930 -1.43 -0.52 -2.23 0.0621897 0.2402295 -4.47 FALSE
250461_at hypothetical protein --- AT5G10010 -1.38 -0.46 -2.23 0.0622212 0.2403092 -4.47 FALSE
261392_at hypothetical protein predicted by --- AT1G79780 1.25 0.32 2.23 0.0623386 0.2405906 -4.47 FALSE
260211_at hypothetical protein similar to YG--- AT1G74440 2.23 1.16 2.23 0.0623096 0.2405906 -4.47 FALSE
261057_at hypothetical protein predicted by --- AT1G01230 -1.29 -0.37 -2.23 0.062348 0.2405906 -4.47 FALSE
261126_at  TATA binding protein-associatedTAF6 AT1G04950 -1.25 -0.33 -2.23 0.0623495 0.2405906 -4.47 FALSE
257939_at  monosaccharide transport proteiSTP4 AT3G19930 1.56 0.65 2.23 0.0623526 0.2405906 -4.47 FALSE
263493_at putative ATP-dependent RNA he --- AT2G42520 1.44 0.53 2.23 0.0623574 0.2405906 -4.47 FALSE
258353_s_aunknown protein similar to GB:AAYSL5 AT3G17650 // -1.41 -0.49 -2.23 0.0623862 0.2406611 -4.47 FALSE



247374_at topoisomerase-like protein  ;supp--- AT5G63190 -1.48 -0.56 -2.23 0.0624045 0.2406909 -4.47 FALSE
261216_at  catechol O-methyltransferase, p --- AT1G33030 2.27 1.18 2.23 0.0625307 0.2410425 -4.48 TRUE
266347_at putative ATP-dependent DNA he --- AT2G01440 -1.39 -0.48 -2.23 0.0625079 0.2410425 -4.47 FALSE
266614_at unknown protein --- AT2G14910 -1.32 -0.40 -2.23 0.0625441 0.2410425 -4.48 FALSE
252295_at  signal recognition particle subun--- AT3G49100 -1.42 -0.51 -2.23 0.0625581 0.2410425 -4.48 FALSE
252747_at  putative protein retrotransposon --- --- 1.32 0.40 2.23 0.062559 0.2410425 -4.48 FALSE
254622_at hypothetical protein contains sim --- AT4G18375 -1.52 -0.60 -2.23 0.0625195 0.2410425 -4.48 FALSE
248629_at mitochondrial carrier protein-like --- AT5G48970 1.41 0.50 2.23 0.0625759 0.2410667 -4.48 FALSE
257291_at  DNA-binding protein, putative sim--- AT3G15590 -1.76 -0.82 -2.23 0.0626125 0.2411262 -4.48 FALSE
249479_at  germin - like protein probable ge--- AT5G38960 1.38 0.46 2.23 0.0626109 0.2411262 -4.48 FALSE
254140_at putative protein --- AT4G24610 -1.45 -0.54 -2.23 0.062631 0.2411568 -4.48 FALSE
251283_at  seven in absentia-like protein SI --- AT3G61790 -1.27 -0.35 -2.23 0.0626467 0.2411767 -4.48 FALSE
263708_at unknown protein --- AT1G09320 -1.28 -0.35 -2.23 0.062691 0.2412993 -4.48 FALSE
267396_at hypothetical protein predicted by --- AT2G44270 -1.36 -0.45 -2.23 0.0627209 0.2412993 -4.48 FALSE
264875_at putative glucanase AKR2B AT2G17390 -1.21 -0.28 -2.23 0.0627116 0.2412993 -4.48 FALSE
260361_at unknown protein ; supported by c--- AT1G69360 1.42 0.50 2.23 0.062704 0.2412993 -4.48 FALSE
246434_at root cap 1 (RCP1)  ;supported byRCP1 AT5G17520 -1.40 -0.49 -2.23 0.0627362 0.2413175 -4.48 FALSE
260987_at hypothetical protein predicted by NTMC2T6.1AT1G53590 -1.37 -0.45 -2.23 0.0628076 0.2415505 -4.48 FALSE
263016_at  ubiquitin extension protein, putat--- AT1G23410 -1.32 -0.40 -2.23 0.062818 0.2415505 -4.48 FALSE
249057_at putative protein contains similarit DUR AT5G44480 2.41 1.27 2.23 0.0628641 0.2415941 -4.48 TRUE
248832_at putative protein similar to unknow--- AT5G47170 1.24 0.31 2.23 0.0628454 0.2415941 -4.48 FALSE
252477_at  glucosyltransferase-like protein U--- AT3G46680 1.41 0.49 2.23 0.0628716 0.2415941 -4.48 FALSE
250925_at putative protein  ; supported by fu--- AT5G03370 -1.36 -0.44 -2.23 0.0628539 0.2415941 -4.48 FALSE
260243_at hypothetical protein similar to put--- AT1G63720 1.89 0.92 2.23 0.0629033 0.2416749 -4.48 FALSE
247155_at  2-oxoglutarate dehydrogenase, --- AT5G65750 -1.45 -0.53 -2.22 0.0629825 0.241842 -4.48 TRUE
247936_at lycopene epsilon cyclase  ; suppoLUT2 AT5G57030 -1.44 -0.52 -2.22 0.0629724 0.241842 -4.48 FALSE
251955_at  putative protein predicted protein--- AT3G53680 1.29 0.37 2.22 0.0629908 0.241842 -4.48 FALSE
255990_at  glycyl tRNA synthetase, putative--- AT1G29870 1.30 0.37 2.22 0.0629687 0.241842 -4.48 FALSE
253384_at Expressed protein ; supported by--- AT4G32915 -1.34 -0.43 -2.22 0.0629998 0.241842 -4.48 FALSE
260288_at nodulin-like protein similar to nod--- AT1G80530 -1.47 -0.56 -2.22 0.0630142 0.2418565 -4.48 FALSE
254103_at putative protein  ;supported by fu --- AT4G25030 1.90 0.93 2.22 0.0630423 0.2418831 -4.48 FALSE
261054_at hypothetical protein predicted by --- AT1G01320 1.62 0.70 2.22 0.0630337 0.2418831 -4.48 FALSE
252908_at putative protein --- AT4G39670 3.99 2.00 2.22 0.0630593 0.2419077 -4.48 TRUE
247516_at  germin-like protein - like germin- --- AT5G61750 1.31 0.39 2.22 0.0631064 0.2420477 -4.48 FALSE
252293_at  4-coumarate-CoA ligase -like pro--- AT3G48990 -1.26 -0.34 -2.22 0.0632149 0.2421418 -4.49 FALSE



248477_at putative protein similar to unknow--- AT5G50900 1.37 0.45 2.22 0.0632822 0.2421418 -4.49 FALSE
256365_at arginyl-tRNA synthetase nearly id--- AT1G66530 -1.51 -0.59 -2.22 0.0632542 0.2421418 -4.49 FALSE
263066_at unknown protein --- AT2G17540 -1.22 -0.29 -2.22 0.0631786 0.2421418 -4.49 FALSE
264314_at unknown protein ; supported by c--- AT1G70420 -1.52 -0.61 -2.22 0.0631993 0.2421418 -4.49 FALSE
260397_at hypothetical protein predicted by --- AT1G69680 1.29 0.37 2.22 0.0633045 0.2421418 -4.49 FALSE
250869_at Terminal flower1 (TFL1) ; supporTFL1 AT5G03840 1.28 0.36 2.22 0.0632978 0.2421418 -4.49 FALSE
265454_at putative ARF1 family auxin respoARF11 AT2G46530 -2.19 -1.13 -2.22 0.0632539 0.2421418 -4.49 FALSE
249604_x_a putative protein RING-H2 finger --- AT5G37230 1.30 0.38 2.22 0.0631969 0.2421418 -4.49 FALSE
246917_at serine-rich protein  ;supported by--- AT5G25280 -1.63 -0.70 -2.22 0.0632694 0.2421418 -4.49 FALSE
246213_at serine C-palmitoyltransferase likeATLCB1 AT4G36480 1.37 0.45 2.22 0.0632145 0.2421418 -4.49 FALSE
255779_at  unknown protein similar to beta- PDCB3 AT1G18650 -1.73 -0.79 -2.22 0.0632321 0.2421418 -4.49 FALSE
254185_at  cellulose synthase catalytic subuCSLG3 AT4G23990 1.50 0.58 2.22 0.0631979 0.2421418 -4.49 FALSE
247984_s_aIAA-amino acid hydrolase homoloILL1 AT5G56650 // -1.43 -0.52 -2.22 0.0632026 0.2421418 -4.49 FALSE
244961_at hypothetical protein --- --- -1.23 -0.30 -2.22 0.0633114 0.2421418 -4.49 FALSE
248511_at Expressed protein ; supported byCPI1 AT5G50375 -1.55 -0.63 -2.22 0.0632858 0.2421418 -4.49 FALSE
264752_at  unknown protein similar to Bacill LPR1 AT1G23010 1.23 0.30 2.22 0.06327 0.2421418 -4.49 FALSE
256585_at hypothetical protein --- AT3G28760 -1.46 -0.55 -2.22 0.0633526 0.2421775 -4.49 TRUE
266894_at hypothetical protein predicted by --- AT2G26050 1.22 0.29 2.22 0.0633521 0.2421775 -4.49 FALSE
250898_at putative protein  ; supported by c ADK2 AT5G03300 -1.37 -0.46 -2.22 0.0633386 0.2421775 -4.49 FALSE
255602_at Expressed protein ; supported by--- AT4G01026 -1.33 -0.42 -2.22 0.0633806 0.242244 -4.49 FALSE
247716_at  putative protein predicted protein--- AT5G59350 -1.48 -0.57 -2.22 0.0634074 0.2423059 -4.49 FALSE
262775_at unknown protein --- AT1G13000 1.26 0.33 2.22 0.0634367 0.2423769 -4.49 FALSE
266338_at putative ligand-gated ion channe GLR5 AT2G32400 -1.37 -0.45 -2.22 0.0634617 0.2424296 -4.49 TRUE
260533_at putative U1 small nuclear ribonuc--- AT2G43370 -1.25 -0.32 -2.22 0.0634719 0.2424296 -4.49 FALSE
250229_at putative protein contains similarit NACA3 AT5G13850 -1.53 -0.61 -2.22 0.0634823 0.2424296 -4.49 FALSE
255452_at  hypothetical protein similar to A. --- AT4G02880 -1.25 -0.33 -2.22 0.0635181 0.2424557 -4.49 FALSE
265911_at unknown protein  ;supported by f --- AT2G25670 -1.24 -0.31 -2.22 0.0635317 0.2424557 -4.49 FALSE
263665_at putative putative 60S ribosomal p--- AT1G04480 -1.58 -0.66 -2.22 0.0635078 0.2424557 -4.49 FALSE
262790_at putative translation initiation factoTIF3H1 AT1G10840 -1.20 -0.27 -2.22 0.0635273 0.2424557 -4.49 FALSE
264065_at hypothetical protein predicted by --- AT2G27900 1.31 0.39 2.22 0.0635541 0.2425005 -4.49 FALSE
249809_at unknown protein --- AT5G23910 1.24 0.31 2.22 0.063575 0.24254 -4.49 FALSE
254393_at  putative NADPH quinone oxidore--- AT4G21580 1.28 0.35 2.22 0.0635901 0.242557 -4.49 FALSE
257792_at  TOM20, putative similar to TOM TOM20-3 AT3G27080 -1.35 -0.43 -2.22 0.0636011 0.2425584 -4.49 FALSE
245292_at Expressed protein ; supported by--- AT4G15093 1.37 0.46 2.22 0.0636119 0.2425588 -4.49 FALSE
249127_at actin-like protein  ; supported by ATARP9 AT5G43500 -1.34 -0.42 -2.22 0.0636254 0.2425699 -4.49 FALSE



265471_at putative peroxidase ATP2a  ;sup --- AT2G37130 -1.86 -0.89 -2.22 0.063658 0.2425955 -4.49 TRUE
259186_at unknown protein similar to possib--- AT3G01590 -1.32 -0.40 -2.22 0.063664 0.2425955 -4.49 FALSE
262762_at phosphoribosyl diphosphate synt --- AT1G10700 2.79 1.48 2.22 0.0636631 0.2425955 -4.49 FALSE
265087_at hypothetical protein predicted by --- AT1G03760 -1.57 -0.65 -2.22 0.0637213 0.2427732 -4.49 FALSE
256652_at hypothetical protein similar to putLPAT5 AT3G18850 1.86 0.90 2.22 0.0637577 0.2428713 -4.49 FALSE
266147_at putative C-1-tetrahydrofolate syn --- AT2G12230 1.21 0.27 2.22 0.0637736 0.2428912 -4.49 FALSE
250314_at putative protein contains similarit --- AT5G12190 -1.24 -0.31 -2.22 0.0637962 0.2429348 -4.49 FALSE
256443_at hypothetical protein similar to hyp--- AT3G10960 1.60 0.68 2.22 0.0638063 0.2429348 -4.50 FALSE
258478_at unknown protein --- AT3G02710 -1.28 -0.36 -2.22 0.0638223 0.2429552 -4.50 FALSE
254529_at  ATP binding protein - like nucleoINDL AT4G19540 -1.25 -0.32 -2.21 0.0638818 0.2431408 -4.50 FALSE
257019_at unknown protein --- AT3G19640 -1.21 -0.28 -2.21 0.0639282 0.2431708 -4.50 FALSE
245714_at RNA-binding protein-like --- AT5G04280 -1.28 -0.36 -2.21 0.0639305 0.2431708 -4.50 FALSE
249288_at unknown protein  ;supported by f --- AT5G41050 -2.14 -1.10 -2.21 0.0639323 0.2431708 -4.50 FALSE
251137_at putative protein several hypothet --- AT5G01300 -1.42 -0.51 -2.21 0.0639191 0.2431708 -4.50 FALSE
267215_at hypothetical protein --- AT2G02630 1.21 0.28 2.21 0.0639881 0.2433021 -4.50 FALSE
259238_at putative eukaryotic translation ini EIF3G1 AT3G11400 -1.28 -0.36 -2.21 0.0639843 0.2433021 -4.50 FALSE
250880_at  putative protein Ube-1a, Mus mu--- AT5G04070 -1.23 -0.30 -2.21 0.0640045 0.2433237 -4.50 FALSE
264932_at hypothetical protein similar to hyp--- AT1G61240 -1.41 -0.50 -2.21 0.0640335 0.2433936 -4.50 FALSE
267368_at  citrate synthase similar to GB:X1ATCS AT2G44350 1.33 0.41 2.21 0.0640582 0.2434469 -4.50 FALSE
249008_at putative protein contains similarit --- AT5G44680 -1.55 -0.63 -2.21 0.0640759 0.2434737 -4.50 TRUE
253421_at  putative protein predicted protein--- AT4G32340 -1.39 -0.47 -2.21 0.0641381 0.2436288 -4.50 FALSE
263404_s_ahypothetical protein similar to hyp--- AT2G04090 // 2.27 1.18 2.21 0.0641298 0.2436288 -4.50 FALSE
264012_at hypothetical protein predicted by --- AT2G21080 1.36 0.45 2.21 0.0642546 0.2440233 -4.50 FALSE
246069_at zinc finger protein  ;supported by --- AT5G20220 -1.53 -0.61 -2.21 0.0642634 0.2440233 -4.50 FALSE
265122_at similar to flavin-binding monooxy FMO GS-O AT1G62540 1.22 0.28 2.21 0.0643023 0.2440898 -4.50 FALSE
249903_at disease resistance protein-like --- AT5G22690 2.19 1.13 2.21 0.0642946 0.2440898 -4.50 FALSE
261719_at hypothetical protein similar to hyp--- AT1G18390 2.16 1.11 2.21 0.0643451 0.244171 -4.50 FALSE
255512_at Expressed protein ; supported bySYP42 AT4G02195 -1.38 -0.47 -2.21 0.0643363 0.244171 -4.50 FALSE
255277_at putative homeotic protein  ; supp PDF2 AT4G04890 -1.40 -0.49 -2.21 0.0643722 0.2442331 -4.50 FALSE
245572_at hypothetical protein PPD2 AT4G14720 -1.55 -0.63 -2.21 0.0644732 0.2445497 -4.51 FALSE
252861_at hypothetical protein --- AT4G39820 1.50 0.58 2.21 0.0644771 0.2445497 -4.51 FALSE
262236_at hypothetical protein similar to hyp--- AT1G48330 1.67 0.74 2.21 0.0645045 0.2445724 -4.51 FALSE
250575_at putative protein --- AT5G08240 1.56 0.64 2.21 0.0645017 0.2445724 -4.51 FALSE
266555_at G-box binding bZIP transcription GBF3 AT2G46270 1.79 0.84 2.21 0.0645321 0.2446364 -4.51 FALSE
265112_at hypothetical protein predicted by --- AT1G62530 1.22 0.29 2.21 0.0645902 0.2447754 -4.51 FALSE



258287_at putative sulfate transporter similaSULTR3;4 AT3G15990 1.96 0.97 2.21 0.0645814 0.2447754 -4.51 FALSE
250511_at putative protein similar to unknow--- AT5G09960 -1.29 -0.37 -2.21 0.0646187 0.2448426 -4.51 FALSE
264152_at  Mago Nashi-like protein similar t MAGO AT1G02140 -1.29 -0.37 -2.21 0.0647095 0.2451458 -4.51 FALSE
264063_at unknown protein --- AT2G27900 -1.27 -0.35 -2.21 0.0647288 0.2451785 -4.51 FALSE
249325_at urophorphyrin III methylase (gb|AUPM1 AT5G40850 -1.38 -0.47 -2.21 0.0647644 0.2452245 -4.51 FALSE
255066_at  F-box protein family, AtFBW2 co--- AT4G08980 -1.24 -0.31 -2.21 0.0647732 0.2452245 -4.51 FALSE
247922_at putative protein similar to unknow--- AT5G57500 1.88 0.91 2.21 0.0647668 0.2452245 -4.51 FALSE
257730_at unknown protein contains Pfam p--- AT3G18420 -1.42 -0.51 -2.20 0.0648514 0.2453469 -4.51 FALSE
258151_at  beta-glucosidase, putative similaBGLU44 AT3G18080 -1.63 -0.71 -2.20 0.0648332 0.2453469 -4.51 FALSE
260262_at  hypothetical protein similar to hy --- AT1G68470 1.87 0.90 2.20 0.0648593 0.2453469 -4.51 FALSE
258697_at putative minichromosome mainteMCM8 AT3G09660 -1.34 -0.43 -2.20 0.0648461 0.2453469 -4.51 FALSE
262365_at  disease resistance protein, putat--- AT1G72870 1.34 0.43 2.20 0.0648278 0.2453469 -4.51 FALSE
247760_at subtilisin-like serine protease con--- AT5G59130 -2.78 -1.47 -2.20 0.0649081 0.2454906 -4.51 FALSE
245378_at GLABRA2 like protein HDG4 AT4G17710 1.24 0.31 2.20 0.0649546 0.2456258 -4.51 FALSE
264277_at  polygalacturonase isoenzyme 1 --- AT1G60390 1.30 0.38 2.20 0.0650097 0.2457934 -4.51 FALSE
247794_at phosphoinositide specific phosphPLC1 AT5G58670 1.37 0.45 2.20 0.0651331 0.2459753 -4.52 TRUE
252940_at  receptor protein kinase - like pro --- AT4G39270 1.52 0.60 2.20 0.0650895 0.2459753 -4.51 TRUE
248767_at putative protein contains similarit --- AT5G47710 -1.33 -0.41 -2.20 0.0651287 0.2459753 -4.52 FALSE
258497_at putative flowering-time gene CONCOL2 AT3G02380 -1.30 -0.38 -2.20 0.0650998 0.2459753 -4.51 FALSE
251035_at Expressed protein ; supported by--- AT5G02220 -1.46 -0.54 -2.20 0.0650723 0.2459753 -4.51 FALSE
260286_at putative acetylornithine transaminWIN1 AT1G80600 -1.36 -0.45 -2.20 0.0651333 0.2459753 -4.52 FALSE
252394_at  heat shock protein-like protein h --- AT3G47940 -1.41 -0.49 -2.20 0.0651317 0.2459753 -4.52 FALSE
249625_at hypothetical protein  ;supported b--- AT5G37480 1.27 0.34 2.20 0.0651666 0.2460604 -4.52 FALSE
246446_at  putative protein hypothetical pro --- AT5G17640 -1.37 -0.45 -2.20 0.0652011 0.2461398 -4.52 TRUE
263259_at putative zinc-binding protein simi PUB18 AT1G10560 1.59 0.67 2.20 0.0652416 0.2461398 -4.52 TRUE
252786_at  putative protein putative DNA-heCHR38 AT3G42670 -1.61 -0.69 -2.20 0.0652317 0.2461398 -4.52 FALSE
258412_at unknown protein similar to pop3 pHS1 AT3G17210 -1.30 -0.38 -2.20 0.0652116 0.2461398 -4.52 FALSE
247324_at putative protein strong similarity t--- AT5G64190 2.56 1.36 2.20 0.0652241 0.2461398 -4.52 FALSE
247677_at  oxysterol-binding protein - like oxORP3C AT5G59420 1.24 0.31 2.20 0.0652672 0.2461956 -4.52 FALSE
264857_at putative glycosyl transferase sim LGT9 AT1G24170 1.46 0.54 2.20 0.0652825 0.2462125 -4.52 TRUE
264392_at hypothetical protein Similar to sa --- AT1G11900 -1.35 -0.44 -2.20 0.0653368 0.2463359 -4.52 FALSE
246780_at seryl-tRNA synthetase  ; supporte--- AT5G27470 -1.29 -0.37 -2.20 0.065331 0.2463359 -4.52 FALSE
249767_at acidic endochitinase (dbj|BAA218--- AT5G24090 1.96 0.97 2.20 0.0653662 0.2463655 -4.52 FALSE
253227_at  protein kinase - like leucine rich --- AT4G35030 -1.32 -0.40 -2.20 0.0653636 0.2463655 -4.52 FALSE
261987_at hypothetical protein predicted by --- AT1G33710 1.21 0.27 2.20 0.0653852 0.2463962 -4.52 FALSE



258049_at hypothetical protein similar to CG--- AT3G16220 1.23 0.30 2.20 0.0654084 0.2464431 -4.52 FALSE
248564_at putative protein contains similarit --- AT5G49700 1.42 0.50 2.20 0.0654563 0.2465828 -4.52 FALSE
248461_s_afumarate hydratase  ; supported FUM1 AT2G47510 // 1.33 0.42 2.20 0.0655546 0.2467042 -4.52 FALSE
261273_at unknown protein ; supported by c--- AT1G26650 -1.47 -0.55 -2.20 0.0655705 0.2467042 -4.52 FALSE
249589_at  pyridoxal kinase -like protein pyrSOS4 AT5G37850 -1.22 -0.29 -2.20 0.065526 0.2467042 -4.52 FALSE
245874_at unknown protein --- AT1G26250 1.30 0.38 2.20 0.065517 0.2467042 -4.52 FALSE
249401_at  putative protein LIM7, Lily, EMB --- AT5G40260 1.24 0.31 2.20 0.06554 0.2467042 -4.52 FALSE
262614_at putative pattern formation proteinGN AT1G13980 -1.51 -0.60 -2.20 0.0655751 0.2467042 -4.52 FALSE
260790_at hypothetical protein predicted by --- AT1G06240 -1.49 -0.58 -2.20 0.0655271 0.2467042 -4.52 FALSE
249468_at  putative protein predicted protein--- AT5G39650 -1.24 -0.31 -2.20 0.0655676 0.2467042 -4.52 FALSE
266113_x_ahypothetical protein predicted by --- --- 1.34 0.42 2.20 0.0655898 0.246719 -4.52 FALSE
244984_at ribosomal protein S3 --- --- -1.46 -0.54 -2.20 0.0656218 0.2467986 -4.52 FALSE
256980_at hypothetical protein contains Pfa DRB3 AT3G26932 -1.40 -0.48 -2.20 0.0656601 0.2469021 -4.52 FALSE
262200_at unknown protein similar to memb--- AT2G01070 -1.36 -0.45 -2.20 0.0657199 0.2470046 -4.52 FALSE
267536_at phospholipase D  ; supported by PLDBETA1 AT2G42010 1.32 0.40 2.20 0.0657061 0.2470046 -4.52 FALSE
259714_at putative gibberellin 20-oxidase si ATGA20OXAT1G60980 1.30 0.38 2.20 0.0657189 0.2470046 -4.52 FALSE
250571_at hypothetical protein --- AT5G08200 1.42 0.51 2.19 0.0657638 0.2470985 -4.52 FALSE
250056_at  putative protein predicted protein--- AT5G17660 -1.73 -0.79 -2.19 0.0657665 0.2470985 -4.52 FALSE
257537_at hypothetical protein predicted by --- AT3G22350 1.38 0.47 2.19 0.0658108 0.2472125 -4.53 FALSE
264480_at hypothetical protein predicted by EFS AT1G77300 1.30 0.37 2.19 0.0658186 0.2472125 -4.53 FALSE
247573_at  anthocyanin 5-aromatic acyltran AACT1 AT5G61160 -3.90 -1.96 -2.19 0.0659185 0.2472216 -4.53 TRUE
258003_at expansin At-EXP5 identical to ex EXPA5 AT3G29030 2.34 1.22 2.19 0.0659043 0.2472216 -4.53 TRUE
246447_at  putative protein SART-1 protein DOT2 AT5G16780 -1.32 -0.40 -2.19 0.0658837 0.2472216 -4.53 FALSE
245304_at hypothetical protein ; supported b--- AT4G15630 2.08 1.05 2.19 0.0658639 0.2472216 -4.53 FALSE
249612_at  putative protein CG14881, Droso--- AT5G37290 -1.61 -0.69 -2.19 0.065895 0.2472216 -4.53 FALSE
246897_at  putative protein predicted protein--- AT5G25560 1.34 0.42 2.19 0.0659132 0.2472216 -4.53 FALSE
257478_at hypothetical protein similar to putWAKL2 AT1G16130 1.77 0.82 2.19 0.0658521 0.2472216 -4.53 FALSE
256364_at  wrky-type DNA binding protein, pWRKY67 AT1G66550 1.32 0.40 2.19 0.0658915 0.2472216 -4.53 FALSE
256000_at  glycyl tRNA synthetase, putative--- AT1G29880 -1.31 -0.39 -2.19 0.0658679 0.2472216 -4.53 FALSE
257892_at unknown protein similar to ER6 p--- AT3G17020 -1.28 -0.36 -2.19 0.0659527 0.2472815 -4.53 FALSE
254814_at hypothetical protein  ; supported --- AT4G12340 -1.21 -0.28 -2.19 0.0659562 0.2472815 -4.53 FALSE
248147_at putative protein contains similarit ATRBP45A AT5G54900 -1.29 -0.36 -2.19 0.0659701 0.247293 -4.53 FALSE
250701_at bZIP transcription factor-like prot --- AT5G06839 1.31 0.39 2.19 0.0659814 0.2472947 -4.53 FALSE
265714_at putative integral membrane proteATUPS4 AT2G03520 1.23 0.30 2.19 0.0660835 0.2476366 -4.53 FALSE
262818_at hypothetical protein predicted by --- AT1G11755 // -1.28 -0.35 -2.19 0.0661 0.2476578 -4.53 FALSE



256598_at  cytochrome P450 homolog, putaBR6OX2 AT3G30180 1.44 0.52 2.19 0.0661309 0.2476924 -4.53 TRUE
259811_at hypothetical protein predicted by --- AT1G49830 1.28 0.35 2.19 0.0661266 0.2476924 -4.53 FALSE
260308_at putative ABC transporter contain ATTAP1 AT1G70610 1.65 0.72 2.19 0.066187 0.2478616 -4.53 FALSE
247291_at unknown protein --- AT5G64480 -1.29 -0.36 -2.19 0.0661987 0.247865 -4.53 FALSE
247717_at  nonspecific lipid-transfer protein LTP3 AT5G59320 -1.75 -0.81 -2.19 0.0663766 0.2479303 -4.53 TRUE
251879_at  putative protein hin1 protein, Nic--- AT3G54200 1.64 0.71 2.19 0.0664121 0.2479303 -4.53 FALSE
261844_at hypothetical protein predicted by --- AT1G15940 -1.53 -0.61 -2.19 0.0663654 0.2479303 -4.53 FALSE
245593_at IAA7 like protein IAA14 AT4G14550 1.89 0.92 2.19 0.0663476 0.2479303 -4.53 FALSE
249181_at putative protein contains similarit --- AT5G42920 -1.29 -0.37 -2.19 0.0664444 0.2479303 -4.53 FALSE
248111_at wax synthase-like protein --- AT5G55330 1.25 0.33 2.19 0.0662837 0.2479303 -4.53 FALSE
250386_at  MYB like protein MYB like proteiMYB3R-4 AT5G11510 1.35 0.44 2.19 0.0663691 0.2479303 -4.53 FALSE
267065_at hypothetical protein predicted by --- AT2G41080 -1.33 -0.41 -2.19 0.0663033 0.2479303 -4.53 FALSE
260141_at  gibberellin regulatory protein, puRGL1 AT1G66350 2.49 1.32 2.19 0.0662532 0.2479303 -4.53 FALSE
246407_at  disease resistance protein RPS4--- AT1G57670 1.23 0.30 2.19 0.0663965 0.2479303 -4.53 FALSE
246319_at  putative protein HYPOTHETICA --- AT3G56680 -1.26 -0.34 -2.19 0.0662273 0.2479303 -4.53 FALSE
249524_at putative protein similar to unknow--- AT5G38520 -1.49 -0.58 -2.19 0.0664244 0.2479303 -4.53 FALSE
261419_at hypothetical protein predicted by --- AT1G07840 -1.22 -0.29 -2.19 0.0663477 0.2479303 -4.53 FALSE
247610_at  putative protein predicted protein--- AT5G60630 3.94 1.98 2.19 0.0663668 0.2479303 -4.53 FALSE
AFFX-BioB-E. coli /GEN=bioB /DB_XREF=gb--- --- 1.53 0.62 2.19 0.0664153 0.2479303 -4.53 FALSE
266061_at putative translation initiation facto--- AT2G18720 1.29 0.37 2.19 0.0664074 0.2479303 -4.53 FALSE
252175_at  zinc finger protein zinc finger proAtIDD2 AT3G50700 -1.22 -0.29 -2.19 0.0664369 0.2479303 -4.53 FALSE
263632_at Expressed protein ; supported by--- AT2G04795 -1.95 -0.96 -2.19 0.0664307 0.2479303 -4.53 FALSE
253588_at putative protein --- AT4G30790 1.31 0.39 2.19 0.066302 0.2479303 -4.53 FALSE
247047_at putative protein contains similarit --- AT5G66650 3.01 1.59 2.19 0.0663862 0.2479303 -4.53 FALSE
261280_at hypothetical protein predicted by --- AT1G05860 -1.42 -0.51 -2.19 0.0662535 0.2479303 -4.53 FALSE
262284_at hypothetical protein predicted by --- AT1G68670 -1.46 -0.54 -2.19 0.0664744 0.2480013 -4.54 FALSE
266620_at unknown protein --- AT2G35450 -1.34 -0.43 -2.19 0.0665069 0.2480821 -4.54 FALSE
256213_at  protein kinase, putative contains --- AT1G50990 1.31 0.39 2.19 0.0665222 0.2480987 -4.54 FALSE
263010_at T76725 come from this gene. --- AT1G23330 1.25 0.32 2.19 0.0665921 0.2482692 -4.54 FALSE
259433_at hypothetical protein predicted by --- AT1G01570 1.33 0.41 2.19 0.0666074 0.2482692 -4.54 FALSE
247990_at unknown protein  ;supported by f --- AT5G56360 -1.24 -0.32 -2.19 0.0666115 0.2482692 -4.54 FALSE
245654_at  disease resistance protein, putat--- AT1G56540 1.29 0.37 2.19 0.0665808 0.2482692 -4.54 FALSE
248096_at embryo-specific protein 1; Ca2+- --- AT5G55240 1.27 0.34 2.19 0.066628 0.2482904 -4.54 FALSE
257860_at Expressed protein ; supported by--- AT3G13062 -1.46 -0.54 -2.19 0.0666531 0.2483433 -4.54 FALSE
249077_at alcohol dehydrogenase (EC 1.1.1HOT5 AT5G43940 -1.30 -0.38 -2.19 0.0666823 0.2483711 -4.54 FALSE



248176_at putative protein contains similarit Fh5 AT5G54650 1.64 0.72 2.19 0.066676 0.2483711 -4.54 FALSE
256225_at unknown protein ; supported by f --- AT1G56220 -1.42 -0.51 -2.18 0.0667057 0.2483769 -4.54 FALSE
250448_at  putative protein lignostilbene-alp--- AT5G10820 1.53 0.62 2.18 0.0667001 0.2483769 -4.54 FALSE
263824_at putative WD-40 repeat protein --- AT2G40360 -1.55 -0.63 -2.18 0.0667754 0.2485554 -4.54 TRUE
256042_at hypothetical protein predicted by --- AT1G07220 1.22 0.29 2.18 0.066772 0.2485554 -4.54 FALSE
246176_at  putative protein DYNAMIN-LIKE --- AT5G28410 1.24 0.31 2.18 0.0668064 0.2486299 -4.54 FALSE
254921_at  putative protein hypothetical pro --- AT4G11300 1.47 0.55 2.18 0.0668335 0.2486903 -4.54 FALSE
267199_at hypothetical protein predicted by --- AT2G30990 2.21 1.14 2.18 0.0668576 0.248725 -4.54 TRUE
263279_x_ahypothetical protein predicted by --- --- 1.29 0.37 2.18 0.0668646 0.248725 -4.54 FALSE
253477_at L-ascorbate peroxidase - like proAPX6 AT4G32320 -1.58 -0.66 -2.18 0.0669109 0.2487753 -4.54 TRUE
246051_at  epimerase/dehydratase - like proGME AT5G28840 -1.37 -0.45 -2.18 0.0669037 0.2487753 -4.54 FALSE
249124_at disease resistance protein  ; supp--- AT5G43740 1.27 0.34 2.18 0.066907 0.2487753 -4.54 FALSE
262338_at Expressed protein ; supported by--- AT1G64185 -1.41 -0.50 -2.18 0.06696 0.2489175 -4.54 FALSE
265366_at putative N-acetylglucosaminyltran--- AT2G13290 -1.30 -0.37 -2.18 0.0670192 0.2490339 -4.54 FALSE
254145_at hypothetical protein --- AT4G24700 -1.70 -0.76 -2.18 0.0670568 0.2490339 -4.54 FALSE
247266_at beta-xylosidase XYL4 AT5G64570 1.54 0.62 2.18 0.0670347 0.2490339 -4.54 FALSE
264716_at  matrix metalloproteinase, putativMMP AT1G70170 1.97 0.98 2.18 0.0670463 0.2490339 -4.54 FALSE
257079_at unknown protein --- AT3G15240 1.24 0.31 2.18 0.067016 0.2490339 -4.54 FALSE
246485_at  putative protein cell death assocAtCXE17 AT5G16080 2.71 1.44 2.18 0.067046 0.2490339 -4.54 FALSE
264019_at cyclophilin (CYP2) Same as GB: --- AT2G21130 -1.36 -0.44 -2.18 0.0670755 0.2490626 -4.54 FALSE
248518_at putative protein similar to unknow--- AT5G50560 // 1.46 0.55 2.18 0.067114 0.2491651 -4.54 FALSE
263405_s_ahypothetical protein similar to hyp--- AT2G04066 // 1.23 0.30 2.18 0.0671482 0.2492517 -4.55 FALSE
252226_at  putative protein transcribed gene--- AT3G49880 -1.25 -0.32 -2.18 0.0671967 0.2493763 -4.55 FALSE
250185_at  putative protein esterase HDE, PAtCXE16 AT5G14310 1.34 0.42 2.18 0.0672037 0.2493763 -4.55 FALSE
246552_at putative protein --- AT5G15420 -1.64 -0.71 -2.18 0.0672376 0.2494011 -4.55 FALSE
267026_at DREB-like AP2 domain transcript--- AT2G38340 2.18 1.12 2.18 0.0672432 0.2494011 -4.55 FALSE
258398_at thioredoxin m4 identical to GB:AATRX-M4 AT3G15360 -1.24 -0.31 -2.18 0.0672268 0.2494011 -4.55 FALSE
266980_at 60S ribosomal protein L35  ;supp--- AT2G39390 -1.59 -0.67 -2.18 0.067326 0.2496679 -4.55 FALSE
257838_at hypothetical protein contains Pfa --- AT3G25210 -1.25 -0.32 -2.18 0.0673494 0.2496733 -4.55 FALSE
245068_at putative glucosyltransferase UGT84B1 AT2G23260 1.29 0.36 2.18 0.0673407 0.2496733 -4.55 FALSE
262882_at  cytochrome p450, putative similaCYP89A2 AT1G64900 2.03 1.02 2.18 0.0673961 0.2498059 -4.55 TRUE
257171_at unknown protein  ; supported by --- AT3G23760 -1.32 -0.40 -2.18 0.0674129 0.2498276 -4.55 FALSE
257477_at unknown protein --- AT1G10660 -1.38 -0.47 -2.18 0.0674405 0.2498372 -4.55 FALSE
261253_at unknown protein ;supported by fu--- AT1G05840 -1.42 -0.51 -2.18 0.0674484 0.2498372 -4.55 FALSE
248164_at putative protein similar to unknowPBP1 AT5G54490 4.11 2.04 2.18 0.0674434 0.2498372 -4.55 FALSE



257914_at Expressed protein ; supported by--- AT3G25545 -1.34 -0.43 -2.18 0.0674878 0.2498617 -4.55 FALSE
250106_at putative protein strong similarity t--- AT5G16640 -1.26 -0.33 -2.18 0.0674782 0.2498617 -4.55 FALSE
264760_at  syntaxin-related protein Nt-syr1, SYP124 AT1G61290 1.40 0.48 2.18 0.0674722 0.2498617 -4.55 FALSE
262844_at unknown protein similar to pectin --- AT1G14890 1.96 0.97 2.18 0.067509 0.2498992 -4.55 FALSE
259932_at  zinc finger protein, putative simil STOP1 AT1G34370 -1.29 -0.37 -2.18 0.0675294 0.2499073 -4.55 FALSE
257147_at unknown protein --- AT3G27270 1.43 0.51 2.18 0.0675438 0.2499073 -4.55 FALSE
252442_at  dUTP pyrophosphatase-like prot--- AT3G46940 -1.60 -0.68 -2.18 0.067544 0.2499073 -4.55 FALSE
253467_at  putative protein hypothetical pro --- AT4G32140 1.32 0.40 2.18 0.0675787 0.2499952 -4.55 FALSE
254919_at RING-H2 finger protein RHA1b  ;RHA1B AT4G11360 -1.50 -0.58 -2.17 0.0677015 0.2503683 -4.55 TRUE
261301_at hypothetical protein predicted by --- AT1G48570 -1.79 -0.84 -2.17 0.0676908 0.2503683 -4.55 FALSE
258751_at low temperature and salt responsRCI2B AT3G05890 -2.32 -1.21 -2.17 0.0677531 0.2504374 -4.55 TRUE
256180_at  light repressible receptor protein --- AT1G51810 1.20 0.27 2.17 0.0677348 0.2504374 -4.55 FALSE
265804_at putative peptide methionine sulfo--- AT2G18030 -1.23 -0.30 -2.17 0.067746 0.2504374 -4.55 FALSE
247730_at  glucuronosyl transferase - like prUGT76E1 AT5G59580 1.51 0.59 2.17 0.0678109 0.2506103 -4.55 FALSE
260890_at cysteine proteinase contains sim --- AT1G29090 1.43 0.51 2.17 0.067844 0.2506921 -4.56 FALSE
263691_at  60s ribosomal protein L34 identi --- AT1G26880 -1.59 -0.67 -2.17 0.0678674 0.2507379 -4.56 FALSE
245995_at  putative protein various predicte --- --- 1.41 0.50 2.17 0.0678808 0.2507467 -4.56 FALSE
265974_at unknown protein --- --- 1.52 0.60 2.17 0.0679061 0.2507995 -4.56 FALSE
257041_at unknown protein --- AT3G28550 1.40 0.48 2.17 0.0679789 0.2510277 -4.56 FALSE
248885_at putative protein similar to unknow--- AT5G46150 -1.26 -0.33 -2.17 0.0680397 0.2512117 -4.56 FALSE
256328_at  6-phosphogluconate dehydrogen--- AT3G02360 1.58 0.66 2.17 0.0680598 0.251245 -4.56 FALSE
260766_at unknown protein similar to hypoth--- AT1G48960 1.29 0.37 2.17 0.0680961 0.2512907 -4.56 FALSE
258210_at  Eukaryotic initiation factor 4A, puEIF4A1 AT3G13920 -1.26 -0.34 -2.17 0.0680928 0.2512907 -4.56 FALSE
257066_at  lipid transfer protein, putative sim--- AT3G18280 1.89 0.92 2.17 0.0681052 0.2512907 -4.56 FALSE
261695_at  Mg-chelatase, putative similar toCHLD AT1G08520 -1.33 -0.41 -2.17 0.0681181 0.2512977 -4.56 FALSE
250367_s_aDEAD BOX RNA helicase RH15 --- AT5G11170 // -1.28 -0.36 -2.17 0.0682006 0.2515615 -4.56 FALSE
263844_at unknown protein  ; supported by --- AT2G36930 -1.74 -0.80 -2.17 0.0682334 0.2515821 -4.56 FALSE
262209_at hypothetical protein contains sim --- AT1G74720 -1.34 -0.43 -2.17 0.068218 0.2515821 -4.56 FALSE
264070_at putative cyclin-dependent kinase CKS1 AT2G27960 -1.43 -0.52 -2.17 0.0682454 0.2515821 -4.56 FALSE
258985_at  hypothetical protein similar to hy --- AT3G08960 1.24 0.31 2.17 0.0682585 0.2515821 -4.56 FALSE
265706_at unknown protein --- AT2G03390 -1.39 -0.47 -2.17 0.0682614 0.2515821 -4.56 FALSE
250542_at hypothetical protein (fragment at --- AT5G08270 -1.61 -0.68 -2.17 0.0682814 0.2516151 -4.56 FALSE
261019_at unknown protein ; supported by c--- AT1G26470 -1.30 -0.38 -2.17 0.0683119 0.2516382 -4.56 FALSE
254349_at hypothetical protein --- AT4G22250 -1.32 -0.40 -2.17 0.0683474 0.2516382 -4.56 FALSE
251823_at putative protein --- AT3G55080 -1.23 -0.30 -2.17 0.0683648 0.2516382 -4.56 FALSE



253507_at  serine threonine protein kinase l --- AT4G32000 1.45 0.54 2.17 0.0683579 0.2516382 -4.56 FALSE
246782_at  putative protein PrMC3 - Pinus r GID1C AT5G27320 -1.64 -0.71 -2.17 0.0683315 0.2516382 -4.56 FALSE
256912_at hypothetical protein predicted by --- AT3G23850 1.28 0.35 2.17 0.0683235 0.2516382 -4.56 FALSE
249576_at  putative protein predicted protein--- AT5G37690 -1.23 -0.30 -2.17 0.0683643 0.2516382 -4.56 FALSE
260600_at hypothetical protein predicted by --- AT1G55950 1.30 0.37 2.17 0.0684006 0.2517291 -4.56 FALSE
245776_at hypothetical protein predicted by --- AT1G30260 1.56 0.65 2.17 0.0684173 0.2517501 -4.56 FALSE
265082_at hypothetical protein predicted by --- AT1G03830 -1.27 -0.34 -2.17 0.0684344 0.2517723 -4.56 FALSE
267510_at unknown protein  ; supported by SAP18 AT2G45640 -1.39 -0.47 -2.17 0.0684629 0.2518367 -4.56 FALSE
264708_at  putative ER6 protein similar to G--- AT1G09740 1.40 0.49 2.17 0.068537 0.2520499 -4.57 TRUE
265039_at  unknown protein Location of EST--- AT1G04000 1.26 0.34 2.17 0.0685528 0.2520499 -4.57 FALSE
257344_s_a pseudogene,  putative mutator-li --- --- 1.42 0.51 2.17 0.0685651 0.2520499 -4.57 FALSE
253147_at  protein kinase - like protein serinCONNEXINAT4G35600 1.55 0.63 2.17 0.0685575 0.2520499 -4.57 FALSE
256944_at unknown protein similar to unknoVRN1 AT3G18990 -1.41 -0.50 -2.17 0.0685862 0.2520869 -4.57 FALSE
256440_at unknown protein  ;supported by f --- AT3G10970 -1.26 -0.33 -2.17 0.0686627 0.2522768 -4.57 FALSE
246374_at  light repressible receptor protein --- AT1G51840 1.21 0.28 2.16 0.0686796 0.2522768 -4.57 FALSE
247256_at putative protein contains similarit --- AT5G64730 -1.23 -0.30 -2.16 0.0687042 0.2522768 -4.57 FALSE
245142_at putative O-sialoglycoprotein endo--- AT2G45270 -1.28 -0.36 -2.16 0.0686967 0.2522768 -4.57 FALSE
249736_at unknown protein --- AT5G24460 -1.21 -0.28 -2.16 0.0686921 0.2522768 -4.57 FALSE
264639_at unknown protein similar to ubiquiUCH2 AT1G65650 -1.34 -0.42 -2.17 0.0686597 0.2522768 -4.57 FALSE
265688_at putative calmodulin-binding prote--- AT2G24300 -1.21 -0.27 -2.16 0.0687168 0.2522823 -4.57 FALSE
249376_at Expressed protein ; supported by--- AT5G40645 1.21 0.27 2.16 0.0687493 0.2523205 -4.57 FALSE
255867_at hypothetical protein predicted by --- AT2G30370 1.25 0.32 2.16 0.068748 0.2523205 -4.57 FALSE
261899_at  cinnamoyl CoA reductase, putat CCR2 AT1G80820 4.07 2.02 2.16 0.0687622 0.2523273 -4.57 FALSE
261859_at  E2, ubiquitin-conjugating enzym UBC20 AT1G50490 -1.37 -0.45 -2.16 0.0688117 0.2524682 -4.57 FALSE
266768_s_aubiquitin extension protein (UBQ6UBQ6 AT2G47110 // -1.46 -0.54 -2.16 0.0688754 0.2526206 -4.57 FALSE
267466_at putative GDSL-motif lipase/hydro--- AT2G19010 -1.24 -0.31 -2.16 0.0688717 0.2526206 -4.57 FALSE
255598_at putative protein similar to nucleol --- AT4G00830 -1.37 -0.45 -2.16 0.0689075 0.2526979 -4.57 FALSE
252285_at  calmodulin-binding heat-shock - --- AT3G49050 -1.28 -0.35 -2.16 0.0689304 0.2527412 -4.57 FALSE
250793_at leucoanthocyanidin dioxygenase --- AT5G05600 1.90 0.92 2.16 0.0689585 0.2528034 -4.57 FALSE
255527_at putative protein --- AT4G02360 2.54 1.34 2.16 0.0690076 0.2528642 -4.57 FALSE
259079_at unknown protein --- AT3G04950 -1.39 -0.48 -2.16 0.0690079 0.2528642 -4.57 FALSE
267474_at hypothetical protein predicted by WHY3 AT2G02740 -1.31 -0.39 -2.16 0.0690194 0.2528642 -4.57 FALSE
267223_at hypothetical protein predicted by AtITPK4 AT2G43980 1.30 0.37 2.16 0.0690085 0.2528642 -4.57 FALSE
260056_at hypothetical protein predicted by --- AT1G78140 -1.46 -0.55 -2.16 0.0690497 0.2529346 -4.57 FALSE
249039_at late embryogenesis abundant pro--- AT5G44310 1.31 0.39 2.16 0.0690643 0.2529476 -4.57 FALSE



266992_at similar to Mlo proteins from H. vuMLO12 AT2G39200 2.78 1.48 2.16 0.0690959 0.2530225 -4.57 FALSE
253664_at NADPH-ferrihemoprotein reductaATR2 AT4G30210 2.10 1.07 2.16 0.0691278 0.2530628 -4.57 FALSE
247974_at putative protein contains similarit --- AT5G56780 -1.25 -0.32 -2.16 0.0691291 0.2530628 -4.57 FALSE
257150_at unknown protein  ;supported by f --- AT3G27230 -1.36 -0.44 -2.16 0.0691633 0.2531475 -4.57 FALSE
256196_at hypothetical protein predicted by --- --- 1.31 0.39 2.16 0.0691862 0.2531905 -4.57 FALSE
263783_at putative WRKY-type DNA bindingWRKY46 AT2G46400 2.81 1.49 2.16 0.0692327 0.2532795 -4.57 FALSE
260467_at unknown protein --- AT1G10890 1.22 0.29 2.16 0.0692301 0.2532795 -4.57 FALSE
258973_at putative cytochrome P450 similarCYP94B2 AT3G01900 1.30 0.38 2.16 0.0692732 0.2533057 -4.58 FALSE
256525_at unknown protein ;supported by fu--- AT1G66180 -1.65 -0.72 -2.16 0.0692709 0.2533057 -4.58 FALSE
250595_at unknown protein --- AT5G07770 1.47 0.55 2.16 0.0692522 0.2533057 -4.58 FALSE
262770_at hypothetical protein predicted by --- AT1G13190 1.47 0.55 2.16 0.0693059 0.2533392 -4.58 FALSE
264482_at  sugar carrier protein, putative sim--- AT1G77210 1.82 0.86 2.16 0.0692938 0.2533392 -4.58 FALSE
263650_at hypothetical protein predicted by --- AT1G04360 1.28 0.35 2.16 0.0693157 0.2533392 -4.58 FALSE
258956_at hypothetical protein predicted by --- AT3G01440 -2.07 -1.05 -2.16 0.0693731 0.2535086 -4.58 FALSE
256078_at hypothetical protein predicted by --- AT1G20670 1.28 0.36 2.16 0.0694407 0.2537149 -4.58 FALSE
246558_at  putative protein IDN3-B - Homo EMB2773 AT5G15540 -1.34 -0.42 -2.16 0.0694925 0.2538636 -4.58 FALSE
246192_at  translation initiation factor eIF-2 EIF2 BETA AT5G20920 -1.24 -0.31 -2.16 0.069509 0.2538832 -4.58 FALSE
262071_at unknown protein ;supported by fuCF9 AT1G59510 -1.32 -0.40 -2.16 0.0695279 0.2539117 -4.58 FALSE
259430_at hypothetical protein similar to unkGPAT4 AT1G01610 1.46 0.55 2.16 0.0696064 0.2541169 -4.58 TRUE
257658_at unknown protein  ; supported by --- AT3G13230 -1.82 -0.86 -2.16 0.0696013 0.2541169 -4.58 TRUE
255511_at Expressed protein ; supported byPIT1 AT4G02075 -1.66 -0.73 -2.16 0.0696292 0.2541593 -4.58 FALSE
261160_at hypothetical protein --- AT1G34480 1.26 0.34 2.16 0.0696439 0.2541723 -4.58 FALSE
248528_at putative protein similar to unknow--- AT5G50760 4.28 2.10 2.15 0.0697039 0.2542387 -4.58 FALSE
256597_at  acidic ribosomal protein P2b (rpp--- AT3G28500 -1.82 -0.87 -2.15 0.0696845 0.2542387 -4.58 FALSE
245876_at  chaperonin precursor, putative s --- AT1G26230 -1.55 -0.63 -2.15 0.0697096 0.2542387 -4.58 FALSE
249275_at polygalacturonase-like protein --- AT5G41870 -1.30 -0.38 -2.15 0.0697178 0.2542387 -4.58 FALSE
263833_at hypothetical protein --- AT2G40316 -1.24 -0.30 -2.15 0.0696797 0.2542387 -4.58 FALSE
248522_at predicted protein --- AT5G50565 // -1.25 -0.32 -2.15 0.0697386 0.2542587 -4.58 FALSE
248476_at putative protein similar to unknow--- AT5G50890 1.69 0.76 2.15 0.0697456 0.2542587 -4.58 FALSE
257370_at hypothetical protein predicted by --- AT2G35080 1.28 0.36 2.15 0.0697623 0.2542791 -4.58 FALSE
256752_at hypothetical protein predicted by --- AT3G27180 -1.50 -0.59 -2.15 0.0698012 0.2543137 -4.58 FALSE
262441_at hypothetical protein similar to hypOSB1 AT1G47720 -1.33 -0.41 -2.15 0.0698053 0.2543137 -4.58 FALSE
266013_s_ahypothetical protein --- AT2G07702 1.25 0.33 2.15 0.0697887 0.2543137 -4.58 FALSE
262575_at putative ABC transporter Similar PDR7 AT1G15210 1.29 0.36 2.15 0.0698414 0.2543236 -4.58 FALSE
252844_at putative protein several hypothet --- AT3G42140 1.32 0.40 2.15 0.0698371 0.2543236 -4.58 FALSE



266518_at hypothetical protein predicted by --- AT2G35170 1.30 0.38 2.15 0.0698391 0.2543236 -4.58 FALSE
261006_at unknown protein similar to reticul --- AT1G26410 1.82 0.87 2.15 0.069892 0.2543522 -4.58 TRUE
260622_at hypothetical protein predicted by NF-YC10 AT1G07980 -1.25 -0.32 -2.15 0.0698692 0.2543522 -4.58 FALSE
256219_at hypothetical protein predicted by --- AT1G56260 -1.28 -0.36 -2.15 0.0698729 0.2543522 -4.58 FALSE
264607_at  putative K+ channel, beta subunKAB1 AT1G04690 -1.21 -0.28 -2.15 0.0698939 0.2543522 -4.58 FALSE
256015_at  PSI type II chlorophyll a/b-bindinLHCA6 AT1G19150 -2.73 -1.45 -2.15 0.0699164 0.2543935 -4.58 FALSE
246405_at  disease resistance protein RPP1--- AT1G57630 3.53 1.82 2.15 0.0699595 0.2545099 -4.59 FALSE
252873_at  putative protein myosin heavy ch--- AT4G40020 1.32 0.40 2.15 0.0699874 0.2545706 -4.59 FALSE
257414_at hypothetical protein similar to hyp--- AT1G62110 1.27 0.34 2.15 0.0700159 0.2546336 -4.59 FALSE
265299_at putative retroelement pol polypro --- --- 1.43 0.51 2.15 0.0700398 0.25468 -4.59 FALSE
252214_at  putative protein EREBP-3 homo CEJ1 AT3G50260 1.82 0.87 2.15 0.0700841 0.2547599 -4.59 TRUE
246269_at putative protein --- AT4G37110 -1.67 -0.74 -2.15 0.0700816 0.2547599 -4.59 FALSE
245368_at hypothetical protein ; supported b--- AT4G15510 -1.50 -0.58 -2.15 0.0701587 0.2549904 -4.59 FALSE
256767_at hypothetical protein predicted by --- AT3G13680 1.26 0.34 2.15 0.0702084 0.2550694 -4.59 FALSE
266046_at hypothetical protein --- AT2G07728 1.37 0.46 2.15 0.070214 0.2550694 -4.59 FALSE
259502_at unknown protein ; supported by c--- AT1G15670 1.68 0.74 2.15 0.0702107 0.2550694 -4.59 FALSE
249722_at putative protein similar to unknow--- AT5G35430 1.21 0.28 2.15 0.0702702 0.2552329 -4.59 FALSE
250151_at  high affinity nitrate transporter - lATNRT2.7 AT5G14570 -1.58 -0.66 -2.15 0.0702865 0.2552516 -4.59 FALSE
264027_at putative AAA-type ATPase similaCDC48B AT2G03670 -1.39 -0.47 -2.15 0.0703178 0.2552934 -4.59 FALSE
255268_at  putative protein ubiquitin, Tetrah --- AT4G05230 1.31 0.39 2.15 0.0703316 0.2552934 -4.59 FALSE
255044_at putative protein --- AT4G09680 -1.30 -0.37 -2.15 0.0703233 0.2552934 -4.59 FALSE
262661_s_ahypothetical protein --- AT1G14230 // 2.59 1.37 2.15 0.0704377 0.2553576 -4.59 TRUE
253949_at grpE like protein  ;supported by fuAR192 AT4G26780 -1.89 -0.92 -2.15 0.0704131 0.2553576 -4.59 TRUE
247525_at pseudo-response regulator 1  ; suTOC1 AT5G61380 1.21 0.28 2.15 0.0704501 0.2553576 -4.59 FALSE
247043_at  protein kinase, 41K (EC 2.7.1.-) SNRK2.3 AT5G66880 -1.49 -0.57 -2.15 0.0703965 0.2553576 -4.59 FALSE
266876_at hypothetical protein predicted by --- AT2G44820 -1.30 -0.38 -2.15 0.070447 0.2553576 -4.59 FALSE
251653_at  putative protein regulatory proteiBOP1 AT3G57130 1.33 0.41 2.15 0.0704156 0.2553576 -4.59 FALSE
255318_at hypothetical protein --- AT4G04190 -1.32 -0.40 -2.15 0.0703893 0.2553576 -4.59 FALSE
259527_at hypothetical protein --- AT1G12600 1.21 0.28 2.15 0.0704612 0.2553576 -4.59 FALSE
248135_at putative protein similar to unknow--- AT5G54890 -1.38 -0.46 -2.15 0.0704333 0.2553576 -4.59 FALSE
247770_at  putative protein predicted protein--- AT5G58930 -1.88 -0.91 -2.15 0.0704138 0.2553576 -4.59 FALSE
249954_at putative protein  ;supported by fu --- AT5G18920 -1.20 -0.26 -2.15 0.0704885 0.2554052 -4.59 FALSE
248001_at calcineurin B-like protein 2 (gb|AACBL2 AT5G55990 -1.37 -0.45 -2.15 0.0704968 0.2554052 -4.59 FALSE
263877_at hypothetical protein predicted by --- AT2G21780 1.20 0.26 2.15 0.0705144 0.2554084 -4.59 FALSE
266803_at putative protein kinase contains aAPK1B AT2G28930 -1.76 -0.82 -2.15 0.07052 0.2554084 -4.59 FALSE



249759_at putative protein contains similarit YSL2 AT5G24380 1.43 0.52 2.15 0.0705489 0.2554724 -4.59 FALSE
248144_at glucose-6-phosphate/phosphate GPT1 AT5G54800 1.34 0.42 2.15 0.0705855 0.2555644 -4.59 FALSE
245473_at hypothetical protein --- AT4G16050 -1.23 -0.30 -2.14 0.070697 0.2558866 -4.60 FALSE
257088_at unknown protein --- AT3G20510 1.79 0.84 2.14 0.0706917 0.2558866 -4.60 FALSE
248049_at putative protein contains similarit COX15 AT5G56090 -1.71 -0.77 -2.14 0.0707295 0.2559637 -4.60 FALSE
251037_at  putative protein oxysterol-bindingUNE18 AT5G02100 1.46 0.54 2.14 0.0708387 0.2560255 -4.60 FALSE
257843_at  hypothetical protein predicted by--- --- 1.23 0.30 2.14 0.0708054 0.2560255 -4.60 FALSE
250842_at  putative protein predicted proteinVTE5 AT5G04490 -1.39 -0.48 -2.14 0.0708458 0.2560255 -4.60 FALSE
257423_at hypothetical protein predicted by --- AT1G62010 -1.32 -0.40 -2.14 0.0708588 0.2560255 -4.60 FALSE
258430_at  phospholipase D, putative similaPLDP1 AT3G16785 1.23 0.30 2.14 0.070856 0.2560255 -4.60 FALSE
266083_at hypothetical protein predicted by --- AT2G37820 1.21 0.27 2.14 0.0708515 0.2560255 -4.60 FALSE
252487_at  glucosyltransferase-like protein UUGT76E12 AT3G46660 3.02 1.59 2.14 0.070835 0.2560255 -4.60 FALSE
248314_at putative protein similar to unknow--- AT5G52620 -1.22 -0.29 -2.14 0.0708335 0.2560255 -4.60 FALSE
245798_at hypothetical protein predicted by --- AT1G45545 -1.21 -0.27 -2.14 0.0708527 0.2560255 -4.60 FALSE
251737_at 40S ribosomal protein S26 homo--- AT3G56340 -1.72 -0.78 -2.14 0.0708555 0.2560255 -4.60 FALSE
253546_at hypothetical protein  ;supported b--- AT4G31030 // -1.34 -0.42 -2.14 0.0708714 0.2560306 -4.60 FALSE
252083_at  putative protein hypothetical pro --- AT3G51960 1.80 0.85 2.14 0.0708865 0.2560446 -4.60 FALSE
247849_at  putative protein fibrinogen-bindin--- AT5G58130 -1.35 -0.44 -2.14 0.0709113 0.2560935 -4.60 FALSE
262393_at hypothetical protein contains sim --- AT1G49490 -1.28 -0.36 -2.14 0.0710322 0.2564894 -4.60 FALSE
266547_at similar to eyes absent protein  ;suATEYA AT2G35320 -1.22 -0.29 -2.14 0.0710623 0.2565576 -4.60 FALSE
248882_at cullin ;supported by full-length cDCUL4 AT5G46210 -1.23 -0.29 -2.14 0.0710928 0.2566273 -4.60 FALSE
248465_at putative protein contains similarit --- AT5G51200 -1.42 -0.51 -2.14 0.071105 0.2566304 -4.60 FALSE
255812_at  potassium uptake transporter - liHKT1 AT4G10310 -1.54 -0.62 -2.14 0.0711326 0.2566897 -4.60 FALSE
266105_at putative transport protein SEC61 SEC61 BETAT2G45070 1.40 0.49 2.14 0.0711458 0.2566964 -4.60 FALSE
251116_at  serin carboxypeptidase - like proscpl40 AT3G63470 1.34 0.42 2.14 0.0711615 0.2567127 -4.60 FALSE
247152_at oligopeptidase A  ; supported by --- AT5G65620 -1.23 -0.30 -2.14 0.0711848 0.2567561 -4.60 FALSE
259603_at Expressed protein ; supported by--- AT1G56500 -1.45 -0.54 -2.14 0.0712023 0.2567784 -4.60 FALSE
254932_at  putative translation elongation fa--- AT4G11120 -1.46 -0.54 -2.14 0.0712612 0.2569502 -4.60 FALSE
263938_at hypothetical protein predicted by --- AT2G35900 -1.27 -0.34 -2.14 0.0713001 0.2570274 -4.60 FALSE
251703_at putative protein hypothetical prot --- AT3G56670 1.37 0.46 2.14 0.0713051 0.2570274 -4.60 FALSE
250936_at putative protein  ;supported by fu --- AT5G03120 -1.63 -0.70 -2.14 0.0713325 0.257045 -4.60 TRUE
267538_at putative DNA binding protein ; su--- AT2G41870 -1.23 -0.29 -2.14 0.0713285 0.257045 -4.60 FALSE
247029_at TINY-like protein --- AT5G67190 1.38 0.46 2.14 0.0713955 0.2572314 -4.60 TRUE
255186_at putative transposon protein simila--- --- 1.45 0.54 2.14 0.071436 0.2572967 -4.61 FALSE
257398_at hypothetical protein predicted by --- AT2G01990 -1.22 -0.29 -2.14 0.0714362 0.2572967 -4.61 FALSE



251595_at  putative protein galactose oxidas--- AT3G57620 1.28 0.36 2.14 0.0714684 0.2573719 -4.61 FALSE
267508_at hypothetical protein predicted by --- AT2G45700 -1.26 -0.33 -2.14 0.0715382 0.2575125 -4.61 FALSE
246867_at  putative protein various predicte --- AT5G25990 -1.22 -0.29 -2.14 0.0715413 0.2575125 -4.61 FALSE
265588_at putative pathogenesis-related pro--- AT2G19970 2.48 1.31 2.14 0.071522 0.2575125 -4.61 FALSE
249423_at Expressed protein ; supported by--- AT5G39785 1.37 0.46 2.14 0.0715623 0.2575135 -4.61 FALSE
255908_s_aunknown protein ;supported by fu--- AT1G18000 // -1.28 -0.36 -2.14 0.0715642 0.2575135 -4.61 FALSE
252042_at  putative serine/threonine protein --- AT3G51990 1.34 0.42 2.14 0.0716068 0.2576265 -4.61 FALSE
254275_at  HSP associated protein like p48 AtHip1 AT4G22670 -1.35 -0.43 -2.14 0.0716627 0.2577778 -4.61 FALSE
247263_at putative protein similar to unknow--- AT5G64470 -1.39 -0.47 -2.14 0.0716715 0.2577778 -4.61 FALSE
267621_at unknown protein --- --- -1.33 -0.42 -2.14 0.0716916 0.2578096 -4.61 FALSE
262619_at  3-hydroxyisobutyryl-coenzyme A--- AT1G06550 2.11 1.08 2.14 0.0717059 0.2578203 -4.61 FALSE
254135_at  putative protein MSP1 protein, S--- AT4G24860 1.29 0.36 2.13 0.071743 0.2579128 -4.61 FALSE
259799_at  drought induced protein, putative--- AT1G72290 1.21 0.28 2.13 0.0717844 0.2579398 -4.61 FALSE
257345_s_apseudogene --- --- 1.22 0.29 2.13 0.0717627 0.2579398 -4.61 FALSE
248118_at GDSL-motif lipase/hydrolase-like --- AT5G55050 3.28 1.72 2.13 0.0717744 0.2579398 -4.61 FALSE
253340_s_a WD-repeat protein -like protein WCDC20.2 AT4G33260 // -1.26 -0.34 -2.13 0.0717957 0.2579398 -4.61 FALSE
252754_at  putative protein hypothetical pro --- --- -1.52 -0.60 -2.13 0.0718538 0.258108 -4.61 FALSE
250809_at putative protein contains similarit --- AT5G05140 1.69 0.76 2.13 0.0718768 0.2581499 -4.61 FALSE
262729_at rac-like GTP binding protein (ARAARAC5 AT1G75840 -1.38 -0.47 -2.13 0.0719114 0.2582335 -4.61 TRUE
248695_at putative protein similar to unknow--- AT5G48350 1.41 0.50 2.13 0.0719793 0.2584366 -4.61 FALSE
253405_at  transcription factor TINY homolo--- AT4G32800 1.56 0.64 2.13 0.0720164 0.2584528 -4.61 TRUE
246951_at unknown protein --- AT5G04880 -1.66 -0.73 -2.13 0.0720178 0.2584528 -4.61 TRUE
267136_at putative GTP-binding protein (extXLG1 AT2G23460 -1.29 -0.36 -2.13 0.0720026 0.2584528 -4.61 FALSE
248394_at unknown protein --- AT5G52070 -1.25 -0.32 -2.13 0.0720962 0.2586934 -4.61 TRUE
257382_at hypothetical protein predicted by WRKY54 AT2G40750 5.23 2.39 2.13 0.0721285 0.2587686 -4.61 FALSE
251922_at  protein kinase -like protein prote --- AT3G54030 1.60 0.68 2.13 0.0722609 0.2590807 -4.62 TRUE
266065_at phytochrome B Identical to GB:X PHYB AT2G18790 -1.32 -0.40 -2.13 0.0722523 0.2590807 -4.62 FALSE
251270_at putative protein --- AT3G62370 1.44 0.52 2.13 0.0722609 0.2590807 -4.62 FALSE
264680_at hypothetical protein predicted by --- AT1G65510 1.68 0.74 2.13 0.0722546 0.2590807 -4.62 FALSE
245067_at  S-like ribonuclease RNS2 identicRNS2 AT2G39780 1.29 0.37 2.13 0.072327 0.2592767 -4.62 FALSE
247235_at putative protein contains similarit --- AT5G64580 -1.54 -0.62 -2.13 0.0723487 0.2593139 -4.62 FALSE
263120_at  cytochrome P450, putative similaCYP708A3 AT1G78490 3.84 1.94 2.13 0.0723717 0.2593147 -4.62 FALSE
256169_at  receptor protein kinase, putative --- AT1G51800 2.90 1.54 2.13 0.0723642 0.2593147 -4.62 FALSE
249914_at protease-like protein --- AT5G22850 1.37 0.45 2.13 0.0724197 0.2594053 -4.62 FALSE
260434_at hypothetical protein predicted by --- AT1G68330 1.48 0.57 2.13 0.0724164 0.2594053 -4.62 FALSE



252863_at myo-inositol-1-phosphate syntha MIPS1 AT4G39800 -3.31 -1.73 -2.13 0.0724365 0.2594249 -4.62 FALSE
262919_at unknown protein ; supported by c--- AT1G79380 1.39 0.48 2.13 0.072454 0.2594469 -4.62 FALSE
260965_s_ahypothetical protein predicted by --- --- 1.22 0.29 2.13 0.0724805 0.2595008 -4.62 FALSE
247188_at  14-3-3 protein GF14kappa (grf8)GRF8 AT5G65430 -1.30 -0.38 -2.13 0.0725843 0.2598317 -4.62 FALSE
266456_at putative bHLH transcription facto NAI1 AT2G22770 1.30 0.38 2.13 0.0726256 0.2599389 -4.62 FALSE
265853_at putative RING zinc finger protein --- AT2G42360 2.22 1.15 2.13 0.0726512 0.2599577 -4.62 TRUE
266352_at unknown protein --- AT2G01610 2.04 1.03 2.13 0.0726537 0.2599577 -4.62 FALSE
249999_at  triacylglycerol lipase-like protein --- AT5G18640 -1.57 -0.65 -2.12 0.0727813 0.2601694 -4.62 FALSE
254430_at  reticuline oxidase - like protein re--- AT4G20820 -1.78 -0.83 -2.13 0.072744 0.2601694 -4.62 FALSE
247620_at  receptor like protein kinase rece --- AT5G60310 1.29 0.37 2.12 0.0727753 0.2601694 -4.62 FALSE
260573_at putative pectinesterase --- AT2G47280 1.30 0.37 2.13 0.0727551 0.2601694 -4.62 FALSE
259316_at unknown protein --- AT3G01175 1.36 0.44 2.12 0.0727725 0.2601694 -4.62 FALSE
264956_at unknown protein similar to putativACR3 AT1G76990 -1.93 -0.95 -2.13 0.0727295 0.2601694 -4.62 FALSE
262766_at hypothetical protein predicted by --- AT1G13160 -1.53 -0.62 -2.12 0.0727947 0.2601768 -4.62 FALSE
247099_at putative protein contains similarit --- AT5G66500 -1.32 -0.40 -2.12 0.0729093 0.2605187 -4.63 FALSE
267614_at putative cytochrome P450 BAS1 AT2G26710 -2.12 -1.08 -2.12 0.0729257 0.2605187 -4.63 FALSE
256722_at hypothetical protein predicted by --- AT2G34050 -1.58 -0.66 -2.12 0.0729329 0.2605187 -4.63 FALSE
259920_at putative phenylalanyl-tRNA synth--- AT1G72550 -1.27 -0.34 -2.12 0.0729361 0.2605187 -4.63 FALSE
245696_at phytochrome kinase substrate 1 PKS4 AT5G04190 -2.06 -1.05 -2.12 0.0729935 0.260683 -4.63 FALSE
258048_at  FtsH protease, putative containsEMB2083 AT3G16290 -1.28 -0.36 -2.12 0.0730075 0.2606919 -4.63 FALSE
253994_at protein phosphatase ABI1  ; suppABI1 AT4G26080 1.28 0.35 2.12 0.0730218 0.2607025 -4.63 TRUE
253608_at  xyloglucan endo-1,4-beta-D-glucXTH19 AT4G30290 -2.20 -1.14 -2.12 0.0731108 0.2609312 -4.63 FALSE
251356_at putative protein hypothetical prot AtPP2-A13 AT3G61060 -1.34 -0.42 -2.12 0.0730992 0.2609312 -4.63 FALSE
267464_at putative pectinesterase --- AT2G19150 1.28 0.36 2.12 0.0731202 0.2609312 -4.63 FALSE
256487_at  disease resistance gene, putativ --- AT1G31540 1.39 0.47 2.12 0.0731621 0.2610398 -4.63 FALSE
251647_at  protein kinase - like protein wall- --- AT3G57770 -1.33 -0.41 -2.12 0.0732284 0.2611317 -4.63 FALSE
261088_at  DNA-binding protein, putative sim--- AT1G07590 -1.33 -0.41 -2.12 0.073243 0.2611317 -4.63 FALSE
249028_at DNA-damage-inducible protein PPOLH AT5G44740 -1.36 -0.44 -2.12 0.0732451 0.2611317 -4.63 FALSE
257460_at  auxin induced protein, putative s--- AT1G75580 1.25 0.33 2.12 0.0732177 0.2611317 -4.63 FALSE
251203_at  putative protein putative transcri --- AT3G63070 1.23 0.30 2.12 0.0732432 0.2611317 -4.63 FALSE
260520_at  mannosyl-oligosaccharide alpha --- AT1G51590 -1.29 -0.37 -2.12 0.0732612 0.2611482 -4.63 FALSE
253788_at  aromatic amino-acid decarboxyla--- AT4G28680 1.31 0.39 2.12 0.0733023 0.261254 -4.63 FALSE
263542_at putative protein transport protein --- AT2G21630 -1.41 -0.49 -2.12 0.0733226 0.2612854 -4.63 FALSE
256622_at unknown protein AtHB34 AT3G28920 -1.22 -0.28 -2.12 0.0733411 0.2613104 -4.63 FALSE
254557_at hypothetical protein  ;supported b--- AT4G19140 1.60 0.68 2.12 0.0733769 0.2613975 -4.63 FALSE



260585_at unknown protein EMB2777 AT2G43650 -1.65 -0.72 -2.12 0.0734057 0.2614155 -4.63 FALSE
259240_at unknown protein  ; supported by --- AT3G11590 -1.39 -0.47 -2.12 0.0734156 0.2614155 -4.63 FALSE
266102_at unknown protein --- AT2G40720 -1.28 -0.35 -2.12 0.0734164 0.2614155 -4.63 FALSE
261271_at Expressed protein ; supported by--- AT1G26795 1.30 0.37 2.12 0.073457 0.2615192 -4.63 FALSE
256755_at  calmodulin, putative similar to G --- AT3G25600 1.60 0.68 2.12 0.073524 0.261717 -4.63 FALSE
266368_at putative embryo-abundant protein--- AT2G41380 3.87 1.95 2.12 0.0735848 0.2618107 -4.63 TRUE
257050_at putative protein phosphatase typ --- AT3G15260 -1.36 -0.45 -2.12 0.0735806 0.2618107 -4.63 FALSE
250653_at putative protein strong similarity t--- AT5G06930 1.75 0.81 2.12 0.0735801 0.2618107 -4.63 FALSE
261147_at unknown protein ;supported by fu--- AT1G19690 -1.51 -0.60 -2.12 0.0736914 0.2621085 -4.64 FALSE
248278_at putative protein similar to unknow--- AT5G52890 -1.32 -0.40 -2.12 0.0736859 0.2621085 -4.64 FALSE
256009_at  AP2 domain transcription factor, --- AT1G19210 2.39 1.26 2.12 0.0737126 0.262143 -4.64 FALSE
252272_at  receptor protein kinase - like proBAM2 AT3G49670 -1.67 -0.74 -2.11 0.0739525 0.2629551 -4.64 FALSE
254444_at  putative protein riboflavin biosyn --- AT4G20960 -1.54 -0.63 -2.11 0.0739883 0.2629707 -4.64 FALSE
258332_at putative transport protein similar --- AT3G16180 -1.93 -0.95 -2.11 0.0739938 0.2629707 -4.64 FALSE
247755_at subtilisin-like serine protease conATSBT4.12AT5G59090 -1.23 -0.30 -2.11 0.0740146 0.2629707 -4.64 FALSE
253543_at hypothetical protein --- AT4G31270 -1.26 -0.34 -2.11 0.0740121 0.2629707 -4.64 FALSE
257861_at putative transporter similar to SV --- AT3G13050 1.33 0.41 2.11 0.073987 0.2629707 -4.64 FALSE
250231_at AP2/EREBP-like transcription facLEP AT5G13910 1.24 0.31 2.11 0.0740338 0.2629982 -4.64 FALSE
246877_at  putative protein various predicte --- AT5G26150 1.21 0.28 2.11 0.0740486 0.2630097 -4.64 FALSE
261341_s_aputative purple acid phosphatasePAP5 AT1G52940 // 1.20 0.27 2.11 0.0741208 0.2632251 -4.64 FALSE
252113_at  putative protein predicted protein--- AT3G51620 -1.23 -0.30 -2.11 0.0741924 0.263267 -4.64 FALSE
255037_at DNA-binding protein  ;supported ATMYB6 AT4G09460 1.69 0.76 2.11 0.0742074 0.263267 -4.64 FALSE
258125_s_ahypothetical protein contains Pfa --- AT3G23510 // 1.85 0.89 2.11 0.0741839 0.263267 -4.64 FALSE
258848_at Expressed protein ; supported byDCL2 AT3G03300 // -1.26 -0.33 -2.11 0.0741965 0.263267 -4.64 FALSE
249299_at  E2, ubiquitin-conjugating enzym UBC4 AT5G41340 -1.34 -0.42 -2.11 0.0741989 0.263267 -4.64 FALSE
258838_at unknown protein  ; supported by --- AT3G07140 -1.24 -0.31 -2.11 0.0742249 0.263267 -4.64 FALSE
254342_at  receptor like protein (fragment) E--- AT4G22140 -1.22 -0.29 -2.11 0.0741823 0.263267 -4.64 FALSE
262420_at hypothetical protein contains sim TAF15 AT1G50300 -1.21 -0.27 -2.11 0.0742237 0.263267 -4.64 FALSE
266366_at unknown protein --- AT2G41420 1.35 0.43 2.11 0.0742593 0.2633417 -4.64 FALSE
256826_at hypothetical protein predicted by --- AT3G18540 1.21 0.28 2.11 0.0742766 0.2633417 -4.64 FALSE
253469_at  putative protein gene C42D8.3, CATPANK2 AT4G32180 -1.27 -0.34 -2.11 0.0742806 0.2633417 -4.64 FALSE
251337_at proteasome component C5  ;sup PBF1 AT3G60820 -1.22 -0.28 -2.11 0.0743198 0.2634396 -4.64 FALSE
248659_at cyclin C-like protein --- AT5G48640 1.31 0.39 2.11 0.0743949 0.263665 -4.64 FALSE
266819_at unknown protein  ;supported by f --- AT2G44870 -1.36 -0.45 -2.11 0.0744197 0.263712 -4.65 FALSE
256048_at hypothetical protein contains sim --- AT1G07025 1.25 0.32 2.11 0.0744611 0.2638177 -4.65 FALSE



259666_at unknown protein ; supported by cSR33 AT1G55310 -1.26 -0.34 -2.11 0.0744882 0.2638317 -4.65 FALSE
245678_at unknown protein --- AT1G56610 -1.38 -0.47 -2.11 0.0744846 0.2638317 -4.65 FALSE
252077_at putative protein several putative m--- AT3G51720 -1.33 -0.41 -2.11 0.0745422 0.2639409 -4.65 FALSE
264558_at putative protein kinase Similar to --- AT1G09600 1.23 0.30 2.11 0.0745371 0.2639409 -4.65 FALSE
256754_at unknown protein CHUP1 AT3G25690 -1.30 -0.38 -2.11 0.0745712 0.2640028 -4.65 FALSE
248020_at putative protein strong similarity t--- AT5G56490 1.22 0.29 2.11 0.0745992 0.2640608 -4.65 FALSE
267556_at putative beta-galactosidase  ; supBGAL9 AT2G32810 -1.32 -0.40 -2.11 0.074637 0.2641185 -4.65 FALSE
255389_at putative reverse transcriptase --- --- -1.20 -0.27 -2.11 0.0746387 0.2641185 -4.65 FALSE
256824_at hypothetical protein predicted by AT3G22121--- 1.51 0.60 2.11 0.074722 0.2643725 -4.65 FALSE
251825_at  ABC transporter - like protein AT--- AT3G55100 1.28 0.35 2.11 0.0747497 0.2644293 -4.65 FALSE
249860_at prolylcarboxypeptidase-like prote--- AT5G22860 3.91 1.97 2.11 0.0747683 0.2644543 -4.65 FALSE
247845_at  beta-1,3 glucanase - like protein --- AT5G58090 -1.26 -0.33 -2.11 0.0748055 0.2644772 -4.65 FALSE
263196_at hypothetical protein predicted by --- AT1G36070 -1.47 -0.56 -2.11 0.0748096 0.2644772 -4.65 FALSE
246884_at  putative protein cation transport --- AT5G26220 -1.63 -0.71 -2.11 0.0747867 0.2644772 -4.65 FALSE
259872_at putative translation initiation facto--- AT1G76810 -1.24 -0.31 -2.11 0.0748217 0.2644791 -4.65 FALSE
248027_at outward rectifying potassium chaATKCO1 AT5G55630 -1.33 -0.41 -2.11 0.0748612 0.2645367 -4.65 FALSE
252502_at  copper transport protein - like pr COPT2 AT3G46900 -1.98 -0.99 -2.11 0.0748594 0.2645367 -4.65 FALSE
259712_at putative 20S proteasome beta suPBC2 AT1G77440 -1.23 -0.30 -2.10 0.0749312 0.2647429 -4.65 FALSE
248746_at NADH dehydrogenase 10.5K cha--- AT5G47890 -1.48 -0.56 -2.10 0.0749503 0.2647694 -4.65 FALSE
253548_at Expressed protein ; supported by--- AT4G30993 -1.39 -0.48 -2.10 0.0750023 0.2649121 -4.65 FALSE
247414_at unknown protein EMB2759 AT5G63050 -1.34 -0.42 -2.10 0.075021 0.264937 -4.65 FALSE
246764_s_a putative protein At2g27780 and A--- AT2G13640 // 1.22 0.29 2.10 0.0750415 0.2649686 -4.65 FALSE
262868_at unknown protein --- AT1G64980 1.46 0.54 2.10 0.0751362 0.2649832 -4.65 TRUE
251667_at  putative protein DYSKERIN (NUNAP57 AT3G57150 -1.74 -0.80 -2.10 0.0751616 0.2649832 -4.65 FALSE
257607_at hypothetical protein predicted by --- AT3G13880 -1.21 -0.27 -2.10 0.075154 0.2649832 -4.65 FALSE
254207_at  putative protein Dof zinc finger p--- AT4G24060 1.29 0.37 2.10 0.0751239 0.2649832 -4.65 FALSE
255731_at  phosphoprotein phosphatase 2ARCN1 AT1G25490 -1.21 -0.27 -2.10 0.0750586 0.2649832 -4.65 FALSE
260027_at unknown protein CPuORF34AT1G29950 // -1.39 -0.47 -2.10 0.0751434 0.2649832 -4.65 FALSE
261323_at hypothetical protein predicted by --- AT1G44760 -1.48 -0.56 -2.10 0.0751425 0.2649832 -4.65 FALSE
263390_at hypothetical protein similar to Ta --- --- 1.23 0.29 2.10 0.0750879 0.2649832 -4.65 FALSE
248440_at acid phosphatase --- AT5G51260 1.32 0.40 2.10 0.0751618 0.2649832 -4.65 FALSE
251245_at  putative protein phytochrome-asPIL2 AT3G62090 -2.05 -1.04 -2.10 0.0751564 0.2649832 -4.65 FALSE
253236_at  putative protein ARI protein, DroARI1 AT4G34370 -1.22 -0.29 -2.10 0.0752053 0.2650956 -4.66 FALSE
252595_at  putative transporter protein pept --- AT3G45690 1.29 0.36 2.10 0.075229 0.2651382 -4.66 FALSE
249998_at  putative protein unnamed ORF, FASS AT5G18580 -1.25 -0.32 -2.10 0.0752436 0.2651485 -4.66 FALSE



252290_at  putative protein various predicte --- AT3G49140 -1.32 -0.40 -2.10 0.0752659 0.2651863 -4.66 FALSE
251976_at  disease resistance - like protein AtRLP45 AT3G53240 -1.32 -0.40 -2.10 0.0752831 0.2651928 -4.66 FALSE
246053_at  putative protein farnesyl cysteine--- AT5G08340 -1.36 -0.45 -2.10 0.0753027 0.2651928 -4.66 FALSE
259748_at putative dehydrogenase similar to--- AT1G71180 -1.30 -0.38 -2.10 0.0753008 0.2651928 -4.66 FALSE
260688_at hypothetical protein similar to deh--- AT1G17665 -1.29 -0.37 -2.10 0.0753396 0.265282 -4.66 TRUE
246024_at  putative protein predicted protein--- AT5G21130 1.32 0.41 2.10 0.0753667 0.2653364 -4.66 FALSE
266941_at peroxidase (ATP22a) identical to --- AT2G18980 1.34 0.43 2.10 0.0754663 0.265646 -4.66 FALSE
252009_at  zinc finger - like protein zinc fing --- AT3G52800 1.42 0.51 2.10 0.0754803 0.2656545 -4.66 FALSE
259458_at  glycine-rich protein, putative sim--- AT1G44085 1.30 0.38 2.10 0.0755061 0.2656824 -4.66 FALSE
266162_at putative bHLH transcription facto FRU AT2G28160 1.28 0.35 2.10 0.0755116 0.2656824 -4.66 FALSE
254681_at  putative protein HYA22 protein, --- AT4G18140 1.46 0.55 2.10 0.0755248 0.265688 -4.66 FALSE
262884_at  membrane related protein CP5, CP5 AT1G64720 -1.27 -0.34 -2.10 0.075593 0.265887 -4.66 FALSE
266991_at putative CDP-diacylglycerol--glycPGP1 AT2G39290 -1.21 -0.27 -2.10 0.0756219 0.2659066 -4.66 FALSE
259199_at putative signal peptidase similar --- AT3G08980 -1.23 -0.30 -2.10 0.0756217 0.2659066 -4.66 FALSE
255785_at sulfate adenylyltransferase identiAPS2 AT1G19920 -1.28 -0.36 -2.10 0.0756601 0.2659645 -4.66 FALSE
257139_at  disease resistance protein, putatAtRLP43 AT3G28890 1.42 0.51 2.10 0.0756617 0.2659645 -4.66 FALSE
260004_at unknown protein  ;supported by f --- AT1G67860 1.52 0.60 2.10 0.0757424 0.2660842 -4.66 FALSE
247822_at  putative protein sorting nexin 2, SNX2a AT5G58440 -1.32 -0.40 -2.10 0.0757321 0.2660842 -4.66 FALSE
250683_x_aputative protein similar to unknow--- AT5G06640 1.43 0.51 2.10 0.0757348 0.2660842 -4.66 FALSE
248104_at S-adenosyl-L-methionine:salicylicIAMT1 AT5G55250 -1.77 -0.83 -2.10 0.0757393 0.2660842 -4.66 FALSE
261751_at  chloroplast drought-induced streCDSP32 AT1G76080 1.20 0.26 2.10 0.0757747 0.2661566 -4.66 FALSE
251590_at  pollen-specific protein BAN102-l AGP23 AT3G57690 1.40 0.48 2.10 0.0758461 0.2663664 -4.66 FALSE
255013_at putative protein  ;supported by fu --- AT4G10000 -1.31 -0.39 -2.10 0.0758847 0.2664608 -4.66 FALSE
266129_at hypothetical protein predicted by CCD7 AT2G44990 2.13 1.09 2.10 0.0759208 0.2664646 -4.66 FALSE
267153_at glutathione S-transferase identicaATGSTF9 AT2G30860 1.40 0.48 2.10 0.0759156 0.2664646 -4.66 FALSE
264873_at putative indole-3-acetate beta-gluUGT74B1 AT1G24100 1.94 0.95 2.10 0.0759058 0.2664646 -4.66 FALSE
256799_at unknown protein  ; supported by --- AT3G18560 1.79 0.84 2.10 0.0759531 0.2664959 -4.67 FALSE
256177_at  protein kinase, putative contains --- AT1G51620 2.03 1.02 2.10 0.0759465 0.2664959 -4.66 FALSE
251845_at Expressed protein ; supported byATGCN4 AT3G54540 -1.38 -0.46 -2.10 0.075968 0.2665074 -4.67 FALSE
247652_at  histone H2B - like protein histoneHTB4 AT5G59910 -1.34 -0.42 -2.09 0.0760177 0.2666304 -4.67 FALSE
256602_at unknown protein --- AT3G28310 1.37 0.46 2.09 0.0760265 0.2666304 -4.67 FALSE
248728_at cytochrome P450-like protein CYP708A2 AT5G48000 1.28 0.35 2.09 0.0760469 0.2666608 -4.67 FALSE
260706_at  oxidase, putative similar to oxidaAOX1D AT1G32350 6.03 2.59 2.09 0.0761381 0.2668964 -4.67 TRUE
265356_at putative TRAP protein --- AT2G16595 -1.36 -0.44 -2.09 0.0761491 0.2668964 -4.67 FALSE
247623_at  receptor-like protein kinase rece --- AT5G60320 1.25 0.32 2.09 0.0761486 0.2668964 -4.67 FALSE



266099_at putative alpha-carboxyltransferasCAC3 AT2G38040 -1.40 -0.49 -2.09 0.0761901 0.2669512 -4.67 FALSE
267476_at putative pectate lyase --- AT2G02720 1.25 0.32 2.09 0.0761999 0.2669512 -4.67 FALSE
250702_at peroxidase  ;supported by full-len--- AT5G06730 3.60 1.85 2.09 0.0761966 0.2669512 -4.67 FALSE
251646_at putative protein --- AT3G57780 2.32 1.22 2.09 0.0762733 0.2671263 -4.67 TRUE
258354_at putative zinc finger protein simila --- AT3G14320 1.22 0.29 2.09 0.0762618 0.2671263 -4.67 FALSE
249844_at putative protein similar to unknow--- AT5G23590 -1.30 -0.38 -2.09 0.0763106 0.267216 -4.67 FALSE
266908_at putative protein kinase contains aPID AT2G34650 1.78 0.83 2.09 0.0763491 0.2673098 -4.67 FALSE
250309_at putative protein similar to unknow--- AT5G12220 -1.38 -0.47 -2.09 0.0763956 0.2674315 -4.67 FALSE
256967_at  hypothetical protein predicted by--- AT3G21060 -1.30 -0.38 -2.09 0.0764266 0.267499 -4.67 FALSE
245861_at  GTL1 - like protein GTL1, Arabid--- AT5G28300 -1.65 -0.72 -2.09 0.0764427 0.2675144 -4.67 FALSE
259384_at  putative lectin contains Pfam pro--- AT3G16450 1.34 0.42 2.09 0.0764748 0.2675856 -4.67 FALSE
266562_at unknown protein --- AT2G23970 1.41 0.49 2.09 0.0765285 0.2677325 -4.67 FALSE
265668_at putative alanine acetyl transferas--- AT2G32020 2.34 1.22 2.09 0.0765583 0.2677956 -4.67 FALSE
255100_at putative MuDR-like transposon p --- --- -1.22 -0.29 -2.09 0.0766132 0.2679465 -4.67 FALSE
258199_at unknown protein --- AT3G14030 1.26 0.33 2.09 0.0767055 0.268228 -4.67 FALSE
254212_at  putative protein many putative p --- AT4G23580 1.25 0.33 2.09 0.0767289 0.2682687 -4.67 FALSE
263077_at putative mitotic control protein disEMB2763 AT2G17510 -1.22 -0.28 -2.09 0.0767814 0.2684114 -4.68 FALSE
250715_at splicing factor 3a  ; supported by ATO AT5G06160 -1.38 -0.47 -2.09 0.0768095 0.2684684 -4.68 FALSE
257780_at hypothetical protein predicted by --- AT3G27100 -1.32 -0.40 -2.09 0.0768685 0.2686129 -4.68 FALSE
261412_at  L-ascorbate peroxidase identica APX1 AT1G07890 1.56 0.64 2.09 0.0768744 0.2686129 -4.68 FALSE
262065_at hypothetical protein predicted by --- AT1G56180 -1.50 -0.59 -2.09 0.0768954 0.2686451 -4.68 FALSE
251331_s_atubulin gamma-1 chain TUBG1 AT3G61650 // -1.81 -0.86 -2.09 0.0769259 0.2687106 -4.68 FALSE
246153_s_aRAN1 small Ras-like GTP-bindin RAN-1 AT5G20010 // -1.49 -0.57 -2.09 0.0769804 0.2688186 -4.68 TRUE
252045_at  putative protein arm repeat contaPUB22 AT3G52450 4.01 2.00 2.09 0.0769703 0.2688186 -4.68 FALSE
261539_at hypothetical protein predicted by --- AT1G01840 1.30 0.38 2.09 0.0770474 0.2689701 -4.68 FALSE
259720_at hypothetical protein predicted by --- AT1G61080 1.30 0.38 2.09 0.0770375 0.2689701 -4.68 FALSE
258232_at unknown protein --- AT3G27750 -1.42 -0.51 -2.09 0.0770681 0.2690013 -4.68 FALSE
263686_at  putative 60s ribosomal protein L --- AT1G26910 -1.46 -0.54 -2.09 0.0771029 0.2690816 -4.68 FALSE
248620_at putative protein similar to unknow--- AT5G49320 1.26 0.33 2.09 0.0771228 0.2691097 -4.68 FALSE
253958_at  putative protein RING zinc finger--- AT4G26400 1.29 0.36 2.08 0.0771496 0.2691231 -4.68 FALSE
245376_at peroxidase like protein --- AT4G17690 1.23 0.30 2.08 0.0771502 0.2691231 -4.68 FALSE
246257_at splicing factor-like protein ATU2AF65AAT4G36690 -1.26 -0.33 -2.08 0.0771625 0.2691249 -4.68 FALSE
249508_at unknown protein --- AT5G38380 -1.26 -0.33 -2.08 0.0772248 0.269301 -4.68 FALSE
265057_at unknown protein ;supported by fu--- AT1G52140 1.28 0.36 2.08 0.077348 0.2695277 -4.68 TRUE
250505_at cellulose synthase catalytic subu CESA5 AT5G09870 1.41 0.49 2.08 0.0773489 0.2695277 -4.68 TRUE



261765_at  cyclin, putative similar to cyclin GCYCA2;3 AT1G15570 1.29 0.37 2.08 0.0773097 0.2695277 -4.68 FALSE
246674_at bcnt-like protein ; supported by fu--- AT5G30490 -1.26 -0.34 -2.08 0.077336 0.2695277 -4.68 FALSE
247001_at natural resistance-associated maNRAMP4 AT5G67330 1.30 0.38 2.08 0.0773217 0.2695277 -4.68 FALSE
250831_at unknown protein --- AT5G04920 1.25 0.32 2.08 0.077374 0.2695739 -4.68 FALSE
267624_at putative protein kinase BIK1 AT2G39660 1.69 0.76 2.08 0.0774164 0.2696396 -4.68 FALSE
260833_at  lipase, putative similar to lipase G--- AT1G06800 1.75 0.81 2.08 0.0774165 0.2696396 -4.68 FALSE
262760_at hypothetical protein contains sim --- AT1G10770 -2.18 -1.12 -2.08 0.0774817 0.2697865 -4.68 FALSE
259976_at hypothetical protein  ;supported bCP12-3 AT1G76560 1.52 0.60 2.08 0.0774845 0.2697865 -4.68 FALSE
255616_at hypothetical protein --- AT4G01290 1.44 0.52 2.08 0.0774941 0.2697865 -4.68 FALSE
245116_at unknown protein  ; supported by --- AT2G41620 -1.63 -0.70 -2.08 0.0775366 0.2698932 -4.69 FALSE
260971_at hypothetical protein predicted by --- AT1G53620 1.25 0.32 2.08 0.077564 0.2699473 -4.69 FALSE
245312_at Expressed protein ; supported by--- AT4G14600 -1.35 -0.43 -2.08 0.0776178 0.2700932 -4.69 FALSE
264243_at hypothetical protein predicted by --- AT1G54650 -1.40 -0.48 -2.08 0.0776406 0.2701315 -4.69 FALSE
251448_at  allyl alcohol dehydrogenase-like --- AT3G59845 1.24 0.31 2.08 0.0776795 0.2701433 -4.69 FALSE
260206_at putative protein kinase contains P--- AT1G70740 1.73 0.79 2.08 0.0776595 0.2701433 -4.69 FALSE
264911_at  auxin-induced protein, putative s--- AT1G60690 -1.37 -0.45 -2.08 0.0776791 0.2701433 -4.69 FALSE
252112_at  putative protein merozoite surfac--- AT3G51580 1.32 0.40 2.08 0.0776927 0.2701478 -4.69 FALSE
247935_at 30S ribosomal protein S16  ; sup --- AT5G56940 -1.37 -0.46 -2.08 0.0777313 0.2702409 -4.69 FALSE
260446_at unknown protein --- AT1G72420 -1.29 -0.37 -2.08 0.0777691 0.2703312 -4.69 FALSE
249856_at serine carboxypeptidase scpl47 AT5G22980 1.43 0.52 2.08 0.0777921 0.2703699 -4.69 FALSE
255288_at coded for by A. thaliana cDNA T4--- AT4G04670 -1.44 -0.53 -2.08 0.0778119 0.2703975 -4.69 FALSE
261240_at subtilisin-like serine protease conSBT3.5 AT1G32940 1.86 0.90 2.08 0.077897 0.2705698 -4.69 TRUE
245736_at Dr4(protease inhibitor) identical t ATDR4 AT1G73330 -1.72 -0.79 -2.08 0.0778939 0.2705698 -4.69 FALSE
255255_at coded for by A. thaliana cDNA T4--- AT4G05070 -1.49 -0.57 -2.08 0.0778852 0.2705698 -4.69 FALSE
254976_at subtilisin-like serine protease con--- AT4G10510 1.25 0.32 2.08 0.0779333 0.2706545 -4.69 FALSE
245044_at unknown protein Alternative splic--- AT2G26500 -1.20 -0.27 -2.08 0.0779485 0.270666 -4.69 FALSE
247640_at  putative protein various predicte --- AT5G60610 -1.26 -0.34 -2.08 0.077988 0.2707621 -4.69 FALSE
250694_at putative protein contains similarit HAT14 AT5G06710 -1.35 -0.43 -2.08 0.078013 0.2707834 -4.69 FALSE
265737_at putative phosphatidic acid phosp ATPAP1 AT2G01180 2.56 1.36 2.08 0.0780179 0.2707834 -4.69 FALSE
248869_at putative protein contains similarit --- AT5G46840 -1.51 -0.59 -2.08 0.0780941 0.2708777 -4.69 FALSE
262491_at putative SecA-type chloroplast pr--- AT1G21650 -1.30 -0.37 -2.08 0.0781045 0.2708777 -4.69 FALSE
255466_at  putative protein similar to A. thal --- AT4G03000 -1.28 -0.36 -2.08 0.0780986 0.2708777 -4.69 FALSE
259604_at 20S proteasome beta subunit (PBPBG1 AT1G56450 -1.25 -0.32 -2.08 0.0780707 0.2708777 -4.69 FALSE
262126_at  disease resistance protein, putatCW9 AT1G59620 1.39 0.47 2.08 0.0780688 0.2708777 -4.69 FALSE
254482_at  TWIN SISTER OF FT (TSF) termTSF AT4G20370 1.32 0.40 2.08 0.0781359 0.2709429 -4.69 FALSE



255974_at hypothetical protein --- --- 1.31 0.39 2.08 0.078147 0.2709429 -4.69 FALSE
245091_at unknown protein --- AT2G40910 1.28 0.36 2.08 0.0782004 0.2710767 -4.69 FALSE
264980_at  receptor kinase, putative similar --- AT1G27190 -1.32 -0.40 -2.08 0.0782094 0.2710767 -4.69 FALSE
251884_at  embryonic abundant protein -like--- AT3G54150 3.12 1.64 2.08 0.0782379 0.2711344 -4.69 FALSE
263384_at hypothetical protein predicted by --- AT2G40130 1.30 0.38 2.07 0.0782686 0.2711996 -4.69 FALSE
267405_at putative related to microbial divalCUTA AT2G33740 -1.23 -0.30 -2.07 0.0783064 0.2712895 -4.69 FALSE
251471_at  putative protein GTPASE-ACTIV--- AT3G59570 1.29 0.36 2.07 0.0783273 0.2713207 -4.69 FALSE
257691_at hypothetical protein predicted by FLA14 AT3G12660 1.40 0.49 2.07 0.0783544 0.2713732 -4.70 FALSE
266866_at putative ABC transporter PDR3 AT2G29940 1.48 0.57 2.07 0.0783917 0.2714612 -4.70 FALSE
247351_at putative protein contains similarit ANAC102 AT5G63790 1.85 0.89 2.07 0.0784159 0.2715038 -4.70 TRUE
262202_at TATC-like protein similar to GB:AAPG2 AT2G01110 -1.43 -0.51 -2.07 0.0784352 0.2715293 -4.70 FALSE
267333_at putative WD-40 repeat protein co--- AT2G19430 -1.23 -0.30 -2.07 0.0784604 0.2715755 -4.70 FALSE
266978_at putative disease resistance respo--- AT2G39430 1.26 0.34 2.07 0.0784997 0.2716703 -4.70 FALSE
253191_at cysteine protease XCP1 identica XCP1 AT4G35350 -2.25 -1.17 -2.07 0.0786218 0.2720514 -4.70 FALSE
261018_at unknown protein contains similar --- AT1G26550 -1.19 -0.26 -2.07 0.0786426 0.2720823 -4.70 FALSE
265682_at similar to avrRpt2-induced protein--- AT2G24390 -1.38 -0.46 -2.07 0.0786903 0.2721938 -4.70 FALSE
259552_at hypothetical protein --- AT1G21320 1.30 0.38 2.07 0.0787107 0.2721938 -4.70 FALSE
251442_at  putative protein multisynthetase --- AT3G59980 -1.46 -0.54 -2.07 0.0787091 0.2721938 -4.70 FALSE
248082_at fimbrin --- AT5G55400 1.52 0.61 2.07 0.0787771 0.2722586 -4.70 TRUE
262518_at putative glutathione transferase OATGSTU24AT1G17170 6.34 2.66 2.07 0.078754 0.2722586 -4.70 TRUE
245888_at  putative protein DNA-binding pro--- AT5G09450 -1.27 -0.35 -2.07 0.0787656 0.2722586 -4.70 FALSE
247232_at ABC transporter-like ATH13 AT5G64940 -1.36 -0.44 -2.07 0.0787665 0.2722586 -4.70 FALSE
256069_at hypothetical protein predicted by AFP2 AT1G13740 1.55 0.63 2.07 0.0787967 0.2722849 -4.70 FALSE
252663_at putative protein several hypothet --- AT3G44070 1.21 0.27 2.07 0.0789135 0.2725232 -4.70 FALSE
264955_at  F-box protein family, AtFBX3 con--- AT1G76920 -1.35 -0.43 -2.07 0.0789064 0.2725232 -4.70 FALSE
256714_at cysteine proteinase contains sim --- AT2G34080 1.30 0.38 2.07 0.0789045 0.2725232 -4.70 FALSE
260821_at unknown protein contains Pfam pCRTISO AT1G06820 -1.32 -0.40 -2.07 0.0789108 0.2725232 -4.70 FALSE
250215_at putative protein similar to unknow--- AT5G14080 -1.26 -0.33 -2.07 0.0789728 0.2726618 -4.70 FALSE
249514_at  14-3-3 protein GF14psi (grf3/RCGRF3 AT5G38480 -1.29 -0.37 -2.07 0.0789775 0.2726618 -4.70 FALSE
262778_at hypothetical protein predicted by --- AT1G13050 -1.21 -0.28 -2.07 0.0790079 0.2726843 -4.70 FALSE
265488_at hypothetical protein predicted by --- AT2G15610 1.27 0.35 2.07 0.0790057 0.2726843 -4.70 FALSE
254226_at  putative disease resistance resp --- AT4G23690 3.86 1.95 2.07 0.079028 0.2727124 -4.70 FALSE
263155_at  transcriptional activation factor TTAFII21 AT1G54140 -1.30 -0.38 -2.07 0.0790685 0.272811 -4.70 FALSE
252611_at  oxidosqualene cyclase - like pro LAS1 AT3G45130 1.79 0.84 2.07 0.0791608 0.2730813 -4.71 FALSE
265210_at 60S ribosomal protein L24  ;suppRPL24A AT2G36620 -2.09 -1.07 -2.07 0.0791828 0.2730813 -4.71 FALSE



245641_at Expressed protein ; supported by--- AT1G25370 2.57 1.36 2.07 0.0791753 0.2730813 -4.71 FALSE
264924_at RNA polymerase subunit identicaATRPAC43AT1G60620 -1.23 -0.30 -2.07 0.0792287 0.2731386 -4.71 FALSE
250748_at AtPH1-like protein  ;supported by--- AT5G05710 -1.31 -0.39 -2.07 0.0792372 0.2731386 -4.71 FALSE
259327_at  putative lectin contains Pfam pro--- AT3G16460 2.75 1.46 2.07 0.0792621 0.2731386 -4.71 FALSE
266457_at putative glyoxysomal malate deh PMDH1 AT2G22780 1.25 0.33 2.07 0.0792564 0.2731386 -4.71 FALSE
254168_at  Mlo-like protein Mlo protein - Ho MLO13 AT4G24250 -1.30 -0.38 -2.07 0.0792713 0.2731386 -4.71 FALSE
262635_at 4-hydroxyphenylpyruvate dioxygePDS1 AT1G06570 1.60 0.68 2.07 0.0792392 0.2731386 -4.71 FALSE
257638_at terpene synthase-related protein ATTPS-CINAT3G25820 // 1.24 0.31 2.07 0.079299 0.2731929 -4.71 FALSE
247183_at putative protein strong similarity t--- AT5G65440 -1.23 -0.30 -2.07 0.0793136 0.2732019 -4.71 TRUE
246759_at  putative protein kinesin heavy ch--- AT5G27950 -1.38 -0.46 -2.07 0.0793361 0.2732382 -4.71 FALSE
255387_at  putative nodulin similar to M. trun--- AT4G03630 1.35 0.43 2.06 0.0794046 0.2734328 -4.71 FALSE
249782_at dipeptidyl peptidase IV-like prote --- AT5G24260 1.27 0.34 2.06 0.0794289 0.2734339 -4.71 FALSE
257468_at hypothetical protein contains sim --- AT1G47470 1.21 0.28 2.06 0.0794173 0.2734339 -4.71 FALSE
260518_at  cinnamyl alcohol dehydrogenase--- AT1G51410 1.22 0.29 2.06 0.0794717 0.2735236 -4.71 FALSE
264917_at unknown protein contains Pfam p--- AT1G60500 1.21 0.27 2.06 0.0794789 0.2735236 -4.71 FALSE
248085_at putative protein similar to unknowSVL1 AT5G55480 1.62 0.70 2.06 0.0795056 0.2735741 -4.71 TRUE
260925_at  DNA-binding protein, putative co--- AT1G21340 1.29 0.37 2.06 0.0795519 0.2736923 -4.71 FALSE
263073_at unknown protein  ;supported by f --- AT2G17500 6.13 2.62 2.06 0.0795821 0.2737549 -4.71 FALSE
266045_s_ahypothetical protein --- AT2G07727 1.38 0.46 2.06 0.0796095 0.2737664 -4.71 FALSE
260536_at putative electron transfer flavoproETFQO AT2G43400 1.51 0.60 2.06 0.079598 0.2737664 -4.71 FALSE
262471_at hypothetical protein similar to hyp--- AT1G50140 1.32 0.40 2.06 0.0796576 0.2738491 -4.71 FALSE
258677_at  putative ribosomal-protein S6 kinPK1 AT3G08730 1.30 0.38 2.06 0.0796487 0.2738491 -4.71 FALSE
246008_at  putative protein predicted protein--- AT5G08320 -1.32 -0.40 -2.06 0.0796962 0.2739405 -4.71 FALSE
262127_at hypothetical protein predicted by --- AT1G52550 -1.37 -0.46 -2.06 0.0797112 0.273951 -4.71 FALSE
258609_at unknown protein  ;supported by f --- AT3G02910 -1.30 -0.38 -2.06 0.0797526 0.2740296 -4.71 FALSE
247056_at SWI2/SNF2-like protein (gb|AAD CHR1 AT5G66750 -1.26 -0.33 -2.06 0.079781 0.2740296 -4.71 FALSE
249129_at cyclin A-type CYCA3;1 AT5G43080 -1.28 -0.36 -2.06 0.0797647 0.2740296 -4.71 FALSE
251813_at Expressed protein ; supported byTON1A AT3G55000 -1.34 -0.42 -2.06 0.0797821 0.2740296 -4.71 FALSE
255651_at putative protein --- AT4G00940 -1.27 -0.35 -2.06 0.0798166 0.2740655 -4.71 TRUE
258054_at  delta tonoplast integral protein (dDELTA-TIP AT3G16240 4.42 2.14 2.06 0.0798128 0.2740655 -4.71 FALSE
260453_s_aunknown protein --- AT1G72510 // -1.36 -0.45 -2.06 0.0798668 0.2741141 -4.71 FALSE
248205_at cotton fiber expressed protein 1-l --- AT5G54300 2.08 1.06 2.06 0.0798499 0.2741141 -4.71 FALSE
247777_at  putative protein MNUDC protein --- AT5G58740 -1.22 -0.29 -2.06 0.079859 0.2741141 -4.71 FALSE
258617_at putative calmodulin similar to calm--- AT3G03000 1.22 0.28 2.06 0.0798829 0.2741281 -4.71 FALSE
251751_at  putative protein predicted protein--- AT3G55720 1.20 0.26 2.06 0.079933 0.2741818 -4.71 FALSE



266633_at putative DnaJ protein --- AT2G35540 -1.30 -0.38 -2.06 0.0799215 0.2741818 -4.71 FALSE
249751_at putative protein similar to unknow--- AT5G24650 -1.34 -0.43 -2.06 0.0799346 0.2741818 -4.71 FALSE
245744_at unknown protein --- AT1G51110 -1.85 -0.88 -2.06 0.079987 0.2743203 -4.72 TRUE
247992_at unknown protein --- AT5G56520 -1.25 -0.33 -2.06 0.0800091 0.2743548 -4.72 FALSE
263867_at putative aquaporin (tonoplast intrGAMMA-TI AT2G36830 1.60 0.68 2.06 0.0800758 0.2743774 -4.72 TRUE
258180_at unknown protein --- AT3G21480 -1.48 -0.57 -2.06 0.0800659 0.2743774 -4.72 FALSE
245551_at cytochrome P450 like protein CYP705A2 AT4G15350 1.22 0.28 2.06 0.0800657 0.2743774 -4.72 FALSE
253080_at hypothatical protein --- --- -1.24 -0.31 -2.06 0.0800327 0.2743774 -4.72 FALSE
256843_at hypothetical protein predicted by --- --- 1.25 0.33 2.06 0.0800495 0.2743774 -4.72 FALSE
253459_at hypothetical protein --- AT4G32080 1.21 0.27 2.06 0.0801119 0.2744596 -4.72 FALSE
261132_at hypothetical protein predicted by TGD1 AT1G19800 -1.25 -0.32 -2.06 0.0801434 0.2745264 -4.72 FALSE
262719_at hypothetical protein predicted by --- --- 1.27 0.34 2.06 0.0801891 0.2746417 -4.72 FALSE
245842_at  proline-rich protein, putative sim RXF26 AT1G58430 1.22 0.29 2.06 0.0802023 0.2746455 -4.72 FALSE
253393_at Expressed protein ; supported byGLB3 AT4G32690 -1.28 -0.36 -2.06 0.0802523 0.2747756 -4.72 TRUE
250477_at  putative protein CIS,CIS-MUCO --- AT5G10190 -1.22 -0.29 -2.06 0.0802655 0.2747797 -4.72 FALSE
261357_at hypothetical protein predicted by --- --- 1.22 0.28 2.06 0.0803066 0.2748379 -4.72 FALSE
254214_at  putative potassium transport proTRH1 AT4G23640 1.30 0.38 2.06 0.0802977 0.2748379 -4.72 FALSE
249201_at putative protein similar to unknow--- AT5G42370 -1.36 -0.44 -2.06 0.0803398 0.2749102 -4.72 TRUE
259493_at unknown protein --- AT1G15840 1.26 0.34 2.06 0.0803569 0.2749275 -4.72 FALSE
247292_at unknown protein --- AT5G64490 -1.29 -0.37 -2.06 0.0803728 0.2749406 -4.72 FALSE
260112_at unknown protein similar to unkno--- AT1G63310 -1.35 -0.43 -2.06 0.0804066 0.2750149 -4.72 FALSE
263438_at unknown protein --- AT2G28660 -1.35 -0.43 -2.06 0.0804355 0.2750725 -4.72 FALSE
258606_at unknown protein  ;supported by f --- AT3G02840 4.93 2.30 2.06 0.0804622 0.2751227 -4.72 FALSE
266288_s_aputative pumilio/Mpt5 family RNAAPUM1 AT2G29140 // -1.31 -0.39 -2.06 0.0805044 0.2751611 -4.72 TRUE
248165_at putative protein similar to unknowPHOS32 AT5G54430 -1.32 -0.40 -2.06 0.0805096 0.2751611 -4.72 FALSE
256384_at hypothetical protein --- AT1G66660 -1.30 -0.38 -2.06 0.0804942 0.2751611 -4.72 FALSE
256366_at  protein kinase, putative contains --- AT1G66880 1.66 0.73 2.05 0.0806485 0.2754707 -4.72 TRUE
256505_at unknown protein --- AT1G75200 -1.38 -0.47 -2.05 0.0806423 0.2754707 -4.72 FALSE
256910_at hypothetical protein --- AT3G24080 1.33 0.41 2.05 0.080638 0.2754707 -4.72 FALSE
245850_at ankyrin-repeat containing proteinKEG AT5G13530 1.39 0.47 2.05 0.0806361 0.2754707 -4.72 FALSE
265576_at unknown protein CLASP AT2G20190 -1.22 -0.29 -2.05 0.0806853 0.2755551 -4.72 FALSE
258812_at unknown protein similar to GB:AAECT1 AT3G03950 -1.30 -0.38 -2.05 0.0807866 0.2756445 -4.72 TRUE
248364_at fibrillarin 3 (AtFib3) similar to fibri --- AT5G52490 1.22 0.29 2.05 0.0807743 0.2756445 -4.72 FALSE
253139_at ankyrin repeat-containing proteinAKR2 AT4G35450 -1.22 -0.29 -2.05 0.0807897 0.2756445 -4.72 FALSE
248401_at putative protein similar to unknowHCF208 AT5G52110 -1.57 -0.65 -2.05 0.080741 0.2756445 -4.72 FALSE



255379_at  putative M-type thioredoxin similATHM2 AT4G03520 -1.21 -0.27 -2.05 0.0807713 0.2756445 -4.72 FALSE
247111_at unknown protein --- AT5G65880 -1.45 -0.54 -2.05 0.0807402 0.2756445 -4.72 FALSE
253067_at myb transcription factor - like pro MYB87 AT4G37780 1.25 0.32 2.05 0.0807961 0.2756445 -4.72 FALSE
257798_at unknown protein NAI2 AT3G15950 1.38 0.46 2.05 0.0808876 0.2759155 -4.73 FALSE
266101_at unknown protein  ; supported by --- AT2G37940 1.93 0.95 2.05 0.0809178 0.2759771 -4.73 FALSE
255859_at  putative protein embryonic abun --- AT5G34930 1.44 0.53 2.05 0.0809604 0.2760121 -4.73 FALSE
254399_at  G10 - like protein Maternal G10 --- AT4G21110 -1.21 -0.28 -2.05 0.08096 0.2760121 -4.73 FALSE
259039_at unknown protein  ;supported by f --- AT3G09250 -1.25 -0.32 -2.05 0.0809644 0.2760121 -4.73 FALSE
254985_x_a putative reverse-transcriptase -li --- --- 1.34 0.43 2.05 0.0810116 0.2761318 -4.73 FALSE
267073_at unknown protein --- AT2G41160 1.35 0.43 2.05 0.0810292 0.2761508 -4.73 FALSE
264858_at hypothetical protein SNL3 AT1G24190 1.28 0.36 2.05 0.0810669 0.2761553 -4.73 FALSE
267451_at putative AP2 domain transcription--- AT2G33710 3.42 1.77 2.05 0.0810641 0.2761553 -4.73 FALSE
265091_s_ahypothetical protein similar to An --- AT1G03495 // 1.35 0.44 2.05 0.0810569 0.2761553 -4.73 FALSE
251622_at  dnaJ-like protein DNAJ protein - --- AT3G57340 -1.22 -0.29 -2.05 0.0811333 0.2763401 -4.73 FALSE
251749_at  putative protein predicted protein--- AT3G55690 1.24 0.30 2.05 0.0811721 0.276431 -4.73 FALSE
253136_at  putative protein leucine-rich prot --- AT4G35470 -1.28 -0.36 -2.05 0.0811961 0.2764699 -4.73 TRUE
258982_at  putative serine/threonine protein --- AT3G08870 1.45 0.54 2.05 0.0812077 0.2764699 -4.73 TRUE
256154_at hypothetical protein predicted by --- AT3G08490 1.31 0.39 2.05 0.0812543 0.2765871 -4.73 FALSE
260823_at hypothetical  protein predicted byDRIP1 AT1G06770 -1.25 -0.32 -2.05 0.0812989 0.2766551 -4.73 FALSE
258240_at oleosin isoform identical to oleos OLEO4 AT3G27660 1.28 0.36 2.05 0.0813214 0.2766551 -4.73 FALSE
248758_at RNA-binding protein-like  ;suppor--- AT5G47620 -1.31 -0.39 -2.05 0.0813228 0.2766551 -4.73 FALSE
248145_at unknown protein  ;supported by f --- AT5G54880 -1.29 -0.36 -2.05 0.0813179 0.2766551 -4.73 FALSE
266262_at hypothetical protein predicted by --- AT2G27590 -1.51 -0.59 -2.05 0.0813514 0.2767111 -4.73 FALSE
259520_at hypothetical protein --- AT1G12320 1.49 0.57 2.05 0.0814531 0.2770158 -4.73 TRUE
267315_at putative CCAAT-binding transcripNF-YA4 AT2G34720 -1.43 -0.52 -2.05 0.0814743 0.2770467 -4.73 FALSE
258395_at putative jasmonic acid regulatoryANAC055 AT3G15500 1.53 0.61 2.05 0.0815001 0.277093 -4.73 TRUE
265939_at putative Ta11-like non-LTR retroe--- AT2G19650 -1.42 -0.51 -2.05 0.0815496 0.2771374 -4.73 FALSE
249770_at unknown protein ;supported by fuWRKY30 AT5G24110 3.74 1.90 2.05 0.0815316 0.2771374 -4.73 FALSE
255679_at putative acetyl CoA thioesterase --- AT4G00520 -1.37 -0.46 -2.05 0.0815469 0.2771374 -4.73 FALSE
246417_at  quinone oxidoreductase - like pr --- AT5G16990 -1.40 -0.49 -2.05 0.0816317 0.2773751 -4.73 FALSE
266631_at putative serpin --- AT2G35570 1.20 0.26 2.05 0.0816515 0.2774009 -4.74 FALSE
260370_at putative aminolevulinate dehydraHEMB1 AT1G69740 -1.25 -0.32 -2.05 0.0816938 0.2774208 -4.74 FALSE
246190_at hypothetical protein (fragment) ;sATBPM5 AT5G21010 -1.20 -0.27 -2.05 0.0816792 0.2774208 -4.74 FALSE
257839_at hypothetical protein --- AT3G25080 -1.22 -0.29 -2.05 0.0816826 0.2774208 -4.74 FALSE
258722_at putative pathogenesis-related pro--- AT3G09590 1.25 0.32 2.05 0.0817215 0.2774737 -4.74 FALSE



248559_at unknown protein --- AT5G50010 // 1.27 0.34 2.04 0.0817405 0.2774969 -4.74 FALSE
265632_at hypothetical protein predicted by --- AT2G14290 3.67 1.88 2.04 0.0817635 0.2775334 -4.74 FALSE
264897_at  dynein light subunit lc6, flagellar --- AT1G23220 -1.30 -0.38 -2.04 0.0818046 0.2776318 -4.74 FALSE
263150_at  heat-shock protein, putative simi--- AT1G54050 1.59 0.67 2.04 0.0819073 0.277939 -4.74 FALSE
250144_at  putative protein various predicte --- AT5G14680 -1.50 -0.58 -2.04 0.0819227 0.2779498 -4.74 FALSE
246985_at putative protein contains similarit --- AT5G67290 -1.28 -0.36 -2.04 0.0819643 0.2780447 -4.74 FALSE
245966_at AP2 domain containing protein RRAP2.11 AT5G19790 1.28 0.35 2.04 0.081975 0.2780447 -4.74 FALSE
256068_at hypothetical protein contains sim ATE1 AT1G13690 -1.24 -0.31 -2.04 0.0820241 0.278087 -4.74 FALSE
260334_at homeotic protein (ATK1) identicaKNAT2 AT1G70510 1.22 0.29 2.04 0.082001 0.278087 -4.74 FALSE
257977_at hypothetical protein predicted by --- AT3G20850 1.25 0.32 2.04 0.0820231 0.278087 -4.74 FALSE
249421_at DegP protease contains similarityDEG8 AT5G39830 -1.29 -0.37 -2.04 0.0820516 0.2781391 -4.74 FALSE
254739_at  putative disease resistance proteAtRLP48 AT4G13880 1.24 0.31 2.04 0.0820725 0.2781685 -4.74 FALSE
258929_at unknown protein Pfam HMM hit: --- AT3G10060 -1.85 -0.89 -2.04 0.0820996 0.2781965 -4.74 FALSE
248453_at unknown protein --- AT5G51340 -1.25 -0.32 -2.04 0.0821783 0.2781965 -4.74 FALSE
258358_at unknown protein similar to unkno--- AT3G14380 1.27 0.35 2.04 0.0821571 0.2781965 -4.74 FALSE
258570_at  phosphoenolpyruvate carboxylasPPCK2 AT3G04530 1.33 0.41 2.04 0.082151 0.2781965 -4.74 FALSE
257854_at putative CREB-binding protein si HAC5 AT3G12980 1.26 0.33 2.04 0.0821537 0.2781965 -4.74 FALSE
255356_x_aputative transposon protein --- --- 1.27 0.35 2.04 0.0821719 0.2781965 -4.74 FALSE
257351_at putative mitochondrial carrier proMBAC1 AT2G33820 -1.34 -0.42 -2.04 0.0821651 0.2781965 -4.74 FALSE
245950_at  putative protein predicted protein--- AT5G19570 -1.43 -0.52 -2.04 0.082176 0.2781965 -4.74 FALSE
263823_s_aAP2 domain transcription factor --- AT2G40340 // -1.65 -0.73 -2.04 0.0823011 0.2782362 -4.74 TRUE
261700_at hypothetical protein similar to hyp--- AT1G32690 1.34 0.42 2.04 0.0822267 0.2782362 -4.74 FALSE
248189_at DNA mismatch repair protein Mu --- AT5G54090 -1.32 -0.40 -2.04 0.0822453 0.2782362 -4.74 FALSE
256611_at unknown protein similar to putativ--- AT3G29270 -1.31 -0.39 -2.04 0.0823442 0.2782362 -4.74 FALSE
254728_at hypothetical protein --- AT4G13690 1.24 0.31 2.04 0.0823008 0.2782362 -4.74 FALSE
261971_at  type 2 peroxiredoxin, putative sim--- AT1G65990 1.32 0.40 2.04 0.0823399 0.2782362 -4.74 FALSE
248126_at protein translation factor Sui1 homROC5 AT4G34870 // -1.20 -0.26 -2.04 0.082373 0.2782362 -4.74 FALSE
264886_at  S-linalool synthase, putative simTPS04 AT1G61120 5.61 2.49 2.04 0.0823494 0.2782362 -4.74 FALSE
255846_at putative SWI/SNF complex subunATSWI3B AT2G33610 -1.35 -0.43 -2.04 0.0823375 0.2782362 -4.74 FALSE
245300_at hypothetical protein ; supported bCBL6 AT4G16350 1.22 0.28 2.04 0.0823445 0.2782362 -4.74 FALSE
263883_at hypothetical protein predicted by --- AT2G21830 -1.28 -0.35 -2.04 0.0822749 0.2782362 -4.74 FALSE
254783_at  hydrolase-like protein 2-hydroxy --- AT4G12830 -1.70 -0.76 -2.04 0.0823646 0.2782362 -4.74 FALSE
251455_at  citrate synthase-like protein citraCSY5 AT3G60100 1.21 0.28 2.04 0.082283 0.2782362 -4.74 FALSE
267353_at En/Spm-like transposon protein r --- AT2G40070 -1.34 -0.42 -2.04 0.0823122 0.2782362 -4.74 FALSE
265317_at unknown protein BRK1 AT2G22640 -1.25 -0.32 -2.04 0.0822674 0.2782362 -4.74 FALSE



259311_at putative SAR DNA-binding protei --- AT3G05060 -1.57 -0.65 -2.04 0.0824162 0.2783407 -4.74 TRUE
264046_at putative non-LTR retroelement re--- AT2G22440 1.26 0.33 2.04 0.0824748 0.2784976 -4.74 FALSE
266232_at putative phloem-specific lectin AtPP2-B6 AT2G02310 1.21 0.27 2.04 0.0825092 0.2785723 -4.75 FALSE
256785_at unknown protein  ;supported by f PRA8 AT3G13720 1.39 0.47 2.04 0.0825782 0.2786459 -4.75 FALSE
256992_at hypothetical protein predicted by --- AT3G28630 1.27 0.35 2.04 0.0825704 0.2786459 -4.75 FALSE
246415_at  putative protein (fragment) predi --- AT5G17160 1.43 0.52 2.04 0.0825439 0.2786459 -4.75 FALSE
262975_at  zinc finger protein, putative simil STH2 AT1G75540 -1.38 -0.47 -2.04 0.0825798 0.2786459 -4.75 FALSE
AFFX-r2-BsB. subtilis /GEN=jojG /DB_XREF --- --- -1.46 -0.55 -2.04 0.0825989 0.2786691 -4.75 FALSE
263451_at putative triacylglycerol lipase --- AT2G31690 1.20 0.26 2.04 0.0826161 0.2786858 -4.75 FALSE
247759_at copper transport protein - like ;suCOPT3 AT5G59040 1.22 0.28 2.04 0.0826981 0.2788939 -4.75 FALSE
246113_at putative protein predicted protein --- --- 1.23 0.30 2.04 0.0827023 0.2788939 -4.75 FALSE
266744_at putative nucleoside triphosphatas--- AT2G02970 1.21 0.27 2.04 0.082753 0.2789001 -4.75 FALSE
261718_at  wall-associated kinase, putative --- AT1G18390 2.02 1.01 2.04 0.0827356 0.2789001 -4.75 FALSE
265803_at hypothetical protein predicted by --- AT2G18115 1.34 0.42 2.04 0.0827211 0.2789001 -4.75 FALSE
255472_at 82.09 and 30.80) similar to altern--- AT4G02430 -1.25 -0.32 -2.04 0.0827476 0.2789001 -4.75 FALSE
264556_at  putative transcription factor cont MYB61 AT1G09540 -1.20 -0.27 -2.04 0.0827654 0.2789007 -4.75 FALSE
263144_at unknown protein similar to putativ--- AT1G54070 1.31 0.39 2.04 0.0827809 0.2789116 -4.75 FALSE
267577_at unknown protein  ; supported by --- AT2G30710 -1.20 -0.26 -2.04 0.0828231 0.2789716 -4.75 FALSE
244962_at NADH dehydrogenase ND4 --- --- -1.19 -0.26 -2.04 0.0828192 0.2789716 -4.75 FALSE
259338_at s-syntaxin-like protein similar to sSYP131 AT3G03800 1.22 0.29 2.04 0.0828423 0.278995 -4.75 FALSE
246455_at  putative protein predicted protein--- AT5G16790 -1.28 -0.36 -2.04 0.0829218 0.2792214 -4.75 FALSE
265779_at unknown protein --- AT2G07360 1.44 0.52 2.03 0.082989 0.2793775 -4.75 FALSE
246575_at  bystin, putative similar to bystin G--- AT1G31660 -1.46 -0.54 -2.03 0.0829926 0.2793775 -4.75 FALSE
266704_at putative N-acetyl-gamma-glutamy--- AT2G19940 -1.32 -0.40 -2.03 0.0830106 0.2793968 -4.75 FALSE
252773_at  putative protein predicted protein--- --- 1.22 0.29 2.03 0.0830395 0.2794528 -4.75 FALSE
264210_at  putative myb-related transcriptio MYB3 AT1G22640 -1.41 -0.50 -2.03 0.0830862 0.2795687 -4.75 FALSE
250094_at 2-hydroxyphytanoyl-CoA lyase-lik--- AT5G17380 1.78 0.84 2.03 0.0831092 0.2796049 -4.75 FALSE
257751_at hypothetical protein predicted by MKS1 AT3G18690 2.21 1.14 2.03 0.0831518 0.279707 -4.75 FALSE
257887_at  protein phosphatase-2c, putative--- AT3G17090 -1.32 -0.40 -2.03 0.0832637 0.2798362 -4.75 FALSE
254315_at  putative glycine-rich protein glyc --- --- 1.39 0.47 2.03 0.0832385 0.2798362 -4.75 FALSE
249333_at GDSL-motif lipase/hydrolase-likeGLIP1 AT5G40990 2.46 1.30 2.03 0.0832412 0.2798362 -4.75 FALSE
265236_s_ahypothetical protein --- AT2G07714 1.26 0.33 2.03 0.0832639 0.2798362 -4.75 FALSE
249764_at septum site-determining MinD (d MIND AT5G24020 -1.34 -0.42 -2.03 0.0832466 0.2798362 -4.75 FALSE
263945_at hypothetical protein predicted by --- AT2G36030 1.35 0.43 2.03 0.083241 0.2798362 -4.75 FALSE
260331_at hypothetical protein contains Pfa --- AT1G80270 -2.67 -1.42 -2.03 0.0832994 0.2799144 -4.75 FALSE



265773_at unknown protein  ; supported by RPH1 AT2G48070 -1.28 -0.36 -2.03 0.083312 0.2799156 -4.75 FALSE
252254_at hypothetical protein  ; supported DMS3 AT3G49250 -1.22 -0.28 -2.03 0.0833374 0.2799597 -4.75 FALSE
258440_at putative protein phosphatase sim--- AT3G17250 1.26 0.34 2.03 0.0834014 0.2801336 -4.76 FALSE
262886_at hypothetical protein KNATM AT1G14760 1.34 0.42 2.03 0.0834182 0.2801485 -4.76 FALSE
250197_at  isocitrate dehydrogenase - like p--- AT5G14590 -1.22 -0.29 -2.03 0.0834852 0.2801933 -4.76 FALSE
249585_at  5-oxoprolinase -like protein 5-ox OXP1 AT5G37830 -1.25 -0.32 -2.03 0.083461 0.2801933 -4.76 FALSE
247541_at  structural protein - like glycine-ric--- AT5G61660 -1.31 -0.39 -2.03 0.083495 0.2801933 -4.76 FALSE
252034_at putative protein  ;supported by fu --- AT3G52040 -1.56 -0.65 -2.03 0.0834642 0.2801933 -4.76 FALSE
265288_at putative glutaredoxin  ;supported --- AT2G20270 -1.35 -0.44 -2.03 0.0835175 0.2801933 -4.76 FALSE
249293_at protein kinase-like --- AT5G41260 -1.33 -0.41 -2.03 0.0835047 0.2801933 -4.76 FALSE
AFFX-LysX-B. subtilis /GEN=lys /DB_XREF=--- --- -1.44 -0.53 -2.03 0.0835175 0.2801933 -4.76 FALSE
247944_at putative protein similar to unknow--- AT5G57100 -1.31 -0.39 -2.03 0.083574 0.2802181 -4.76 FALSE
251530_at putative protein several hypothet --- AT3G58520 -1.38 -0.46 -2.03 0.0835724 0.2802181 -4.76 FALSE
248161_at unknown protein --- AT5G54480 1.27 0.35 2.03 0.0835676 0.2802181 -4.76 FALSE
250948_at putative protein --- AT5G03490 1.46 0.54 2.03 0.0835529 0.2802181 -4.76 FALSE
252854_at  ubiquitin-specific protease 27 (UUBP27 AT4G39370 -1.21 -0.28 -2.03 0.0835973 0.280255 -4.76 FALSE
252383_at  ABC-type transport protein-like pATH6 AT3G47780 1.91 0.93 2.03 0.0836308 0.2803261 -4.76 FALSE
263893_at putative WRKY-type DNA bindingWRKY59 AT2G21900 1.36 0.45 2.03 0.0836951 0.2803354 -4.76 FALSE
264968_at  stress related protein, putative s --- AT1G67360 1.73 0.79 2.03 0.0836867 0.2803354 -4.76 FALSE
261289_at hypothetical protein predicted by --- AT1G37000 -1.22 -0.29 -2.03 0.0836584 0.2803354 -4.76 FALSE
263170_at putative peroxisome assembly faPEX6 AT1G03000 -1.19 -0.26 -2.03 0.0836895 0.2803354 -4.76 FALSE
251277_at  dynamin-like protein phragmoplaADL1B AT3G61760 1.19 0.26 2.03 0.0836603 0.2803354 -4.76 FALSE
262907_at hypothetical protein predicted by CRR28 AT1G59720 -1.27 -0.35 -2.03 0.0837708 0.280548 -4.76 FALSE
255107_at hypothetical protein --- AT4G08730 1.34 0.42 2.03 0.0838187 0.2806673 -4.76 FALSE
250022_at Brn1-like protein --- AT5G18210 -1.52 -0.60 -2.03 0.0838378 0.2806898 -4.76 FALSE
257487_at hypothetical protein predicted by --- AT1G71850 -1.54 -0.63 -2.03 0.0838754 0.2807695 -4.76 FALSE
256897_at hypothetical protein predicted by --- AT3G24640 1.21 0.28 2.03 0.0838862 0.2807695 -4.76 FALSE
259756_at unknown protein  ; supported by --- AT1G71080 1.23 0.30 2.03 0.083901 0.2807779 -4.76 FALSE
254837_at putative protein --- AT4G12360 1.30 0.38 2.03 0.0839347 0.2808494 -4.76 FALSE
265810_at unknown protein --- AT2G18090 1.45 0.54 2.03 0.0839538 0.2808721 -4.76 FALSE
250226_at putative protein contains similarit --- AT5G13780 -1.30 -0.37 -2.03 0.084003 0.2809954 -4.76 FALSE
246559_at  putative protein YTM1 - Homo sa--- AT5G15550 -1.45 -0.54 -2.03 0.0840381 0.2810195 -4.76 FALSE
254656_at putative protein  ;supported by fu --- AT4G18070 -1.39 -0.48 -2.03 0.0840471 0.2810195 -4.76 FALSE
262579_at hypothetical protein predicted by --- AT1G15320 -1.23 -0.29 -2.03 0.0840246 0.2810195 -4.76 FALSE
263478_at putative receptor-like protein kina--- AT2G31880 1.98 0.99 2.02 0.0841522 0.2813294 -4.76 FALSE



264472_at hypothetical protein predicted by SWEETIE AT1G67140 -1.34 -0.42 -2.02 0.0841686 0.281343 -4.76 FALSE
248807_at pectin methylesterase-like --- AT5G47500 1.19 0.25 2.02 0.084206 0.2813856 -4.76 FALSE
267001_at putative urease accessory proteinUREG AT2G34470 -1.37 -0.45 -2.02 0.0841975 0.2813856 -4.76 FALSE
264542_at hypothetical protein predicted by --- AT1G55830 -1.21 -0.27 -2.02 0.0842468 0.2814808 -4.77 FALSE
249687_at  putative protein oxidosqualene cATPEN3 AT5G36150 1.24 0.31 2.02 0.0842591 0.2814808 -4.77 FALSE
258158_at acid phosphatase type 5 identicaPAP17 AT3G17790 -1.99 -1.00 -2.02 0.0843467 0.2816582 -4.77 TRUE
260641_at hypothetical protein predicted by --- AT1G53200 -1.54 -0.62 -2.02 0.0843493 0.2816582 -4.77 FALSE
263685_at unknown protein similar to cell difATCUL3 AT1G26830 -1.20 -0.27 -2.02 0.0843398 0.2816582 -4.77 FALSE
258455_at unknown protein  ;supported by f --- AT3G22440 -1.40 -0.49 -2.02 0.0843939 0.2817659 -4.77 FALSE
263731_at  metalloproteinase, putative simil --- AT1G59970 2.04 1.03 2.02 0.0844188 0.2818077 -4.77 FALSE
256192_at  diadenosine 5,5-P1,P4-tetraphosATNUDX25AT1G30110 1.28 0.36 2.02 0.0844858 0.2819901 -4.77 FALSE
246527_at ribosomal protein-like 40S RIBOS--- AT5G15750 -1.72 -0.78 -2.02 0.0845423 0.281993 -4.77 FALSE
246513_at hypothetical protein --- AT5G15680 -1.22 -0.29 -2.02 0.0845396 0.281993 -4.77 FALSE
248576_at methionine S-methyltransferase (MMT AT5G49810 -1.24 -0.32 -2.02 0.0845678 0.281993 -4.77 FALSE
251409_at Expressed protein ; supported by--- AT3G60245 -1.77 -0.82 -2.02 0.0845501 0.281993 -4.77 FALSE
250593_at putative protein similar to unknow--- AT5G07740 1.22 0.29 2.02 0.0845614 0.281993 -4.77 FALSE
260454_at RING-H2 zinc finger protein (ATLATL3 AT1G72310 -1.61 -0.69 -2.02 0.0845732 0.281993 -4.77 FALSE
267471_at putative ferrochelatase precusor FC2 AT2G30390 -1.48 -0.57 -2.02 0.0845031 0.281993 -4.77 FALSE
256350_at hypothetical protein contains sim PGSIP4 AT1G54940 1.22 0.28 2.02 0.0846144 0.2820893 -4.77 FALSE
262366_at  disease resistance protein, putat--- AT1G72890 1.80 0.84 2.02 0.0846328 0.2821095 -4.77 TRUE
257513_s_ahypothetical protein --- AT1G12340 // -1.27 -0.35 -2.02 0.0846566 0.2821474 -4.77 FALSE
250247_at unknown protein --- AT5G13720 -1.22 -0.29 -2.02 0.0846973 0.2822007 -4.77 FALSE
252017_at  cytochrome P450 - like protein cCYP76G1 AT3G52970 1.28 0.35 2.02 0.0846902 0.2822007 -4.77 FALSE
254234_at  putative major latex protein majo--- AT4G23680 -1.99 -0.99 -2.02 0.0847373 0.2822927 -4.77 TRUE
248843_at homeobox protein HB-7 AT5G46880 1.29 0.37 2.02 0.0847556 0.2823124 -4.77 FALSE
251858_at  aquaporin MIP - like protein aqu PIP2;5 AT3G54820 1.46 0.55 2.02 0.0847824 0.2823444 -4.77 FALSE
255207_at Expressed protein ; supported by--- AT4G07515 1.19 0.25 2.02 0.08479 0.2823444 -4.77 FALSE
258887_at putative phospholipase D similar PLDP2 AT3G05630 1.40 0.48 2.02 0.0848289 0.2823691 -4.77 TRUE
263117_at  putative lipoamide dehydrogena --- AT1G03040 -1.21 -0.27 -2.02 0.084812 0.2823691 -4.77 FALSE
253834_at protein phosphatase homolog (P --- AT4G27800 -1.30 -0.37 -2.02 0.0848345 0.2823691 -4.77 FALSE
253839_at  putative protein prolactin-induce --- AT4G27890 1.29 0.37 2.02 0.0848493 0.2823771 -4.77 FALSE
255140_x_a extensin-like protein hydroxyprol--- AT4G08410 1.44 0.52 2.02 0.0848766 0.2824267 -4.77 FALSE
248877_at putative protein similar to unknow--- AT5G46140 1.24 0.31 2.02 0.0849308 0.2825659 -4.77 FALSE
266818_at unknown protein HUB1 AT2G44950 -1.31 -0.39 -2.02 0.0849863 0.2827092 -4.77 FALSE
263372_at 60S ribosomal protein L14  ;supp--- AT2G20450 -1.65 -0.72 -2.02 0.0850506 0.282882 -4.77 FALSE



257741_at hypothetical protein predicted by --- AT3G27340 -1.38 -0.47 -2.02 0.0850778 0.2828899 -4.77 FALSE
254794_at putative protein --- AT4G12970 -2.20 -1.14 -2.02 0.0850693 0.2828899 -4.77 FALSE
264753_at  receptor kinase, putative similar --- AT1G61490 -1.20 -0.26 -2.02 0.0850934 0.2829005 -4.77 FALSE
264506_at  germin-like protein Identical to AGLP5 AT1G09560 1.30 0.38 2.02 0.0851359 0.282901 -4.78 FALSE
254265_s_a serine threonine kinase - like proCRK6 AT4G23140 // 2.35 1.23 2.02 0.0851351 0.282901 -4.78 FALSE
248000_at WD-repeat protein-like  ;supporte--- AT5G56190 1.29 0.37 2.02 0.0851431 0.282901 -4.78 FALSE
259114_at 26S proteasome AAA-ATPase suRPT5A AT3G05530 -1.24 -0.31 -2.02 0.0851284 0.282901 -4.78 FALSE
254657_s_a putative protein W15DMY32F, W--- AT4G18210 // 1.58 0.66 2.02 0.0851689 0.2829454 -4.78 FALSE
250627_at putative amidase --- AT5G07360 -1.31 -0.39 -2.02 0.0852245 0.2830065 -4.78 FALSE
263440_at unknown protein predicted by ge ATEXO70HAT2G28640 1.19 0.25 2.02 0.0852111 0.2830065 -4.78 FALSE
249987_at  putative protein predicted protein--- AT5G18490 1.46 0.55 2.02 0.085216 0.2830065 -4.78 FALSE
257053_at ethylene responsive element bindERF4 AT3G15210 2.16 1.11 2.02 0.0852393 0.2830143 -4.78 FALSE
265917_at putative disease resistance proteAtRLP19 AT2G15080 1.35 0.43 2.02 0.0853427 0.283124 -4.78 FALSE
255501_at hypothetical protein --- AT4G02400 -1.42 -0.51 -2.02 0.085355 0.283124 -4.78 FALSE
267585_s_aputative actin ACT9 AT2G42090 1.23 0.30 2.02 0.0853405 0.283124 -4.78 FALSE
250221_at  protoporphyrinogen oxidase - lik HEMG2 AT5G14220 -1.43 -0.52 -2.02 0.0853222 0.283124 -4.78 FALSE
259428_at  MAP kinase, putative similar to MATMPK11 AT1G01560 3.26 1.71 2.02 0.0852897 0.283124 -4.78 FALSE
267274_at putative mitochondrial carrier pro --- AT2G30160 -1.37 -0.46 -2.02 0.0853592 0.283124 -4.78 FALSE
259365_at unknown protein ; supported by c--- AT1G13300 2.49 1.32 2.02 0.0853526 0.283124 -4.78 FALSE
258519_at unknown protein --- AT3G06760 1.33 0.41 2.01 0.0854242 0.2832572 -4.78 TRUE
262258_at 20S proteasome subunit PAE1 idPAE1 AT1G53850 -1.31 -0.39 -2.01 0.0854209 0.2832572 -4.78 FALSE
262489_at unknown protein EST gb|T21171--- AT1G21830 -1.37 -0.45 -2.01 0.0854951 0.2834097 -4.78 FALSE
255566_s_ahypothetical protein --- AT3G48670 // -1.27 -0.35 -2.01 0.0854883 0.2834097 -4.78 FALSE
252874_at  putative protein ipiB1 gene,  Phy--- --- 1.26 0.33 2.01 0.0855117 0.2834238 -4.78 FALSE
265067_at hypothetical protein predicted by --- AT1G03850 2.09 1.06 2.01 0.0855324 0.2834512 -4.78 TRUE
249530_at  putative protein asparaginyl-tRN--- AT5G38750 1.21 0.27 2.01 0.0855708 0.2835371 -4.78 FALSE
252312_at  hypothetical protein SF16 proteiniqd15 AT3G49380 1.31 0.39 2.01 0.0855993 0.2835394 -4.78 FALSE
257178_at hemolysin-like protein similar to h--- AT3G13070 1.28 0.36 2.01 0.0856339 0.2835394 -4.78 FALSE
256252_at  glucosyl transferase, putative sim--- AT3G11340 3.91 1.97 2.01 0.085651 0.2835394 -4.78 FALSE
248304_at polypyrimidine tract-binding RNAPTB2 AT5G53180 -1.21 -0.27 -2.01 0.0856098 0.2835394 -4.78 FALSE
265949_at putative vicilin storage protein (gl --- AT2G18540 -1.20 -0.26 -2.01 0.0856697 0.2835394 -4.78 FALSE
249698_at unknown protein MIS12 AT5G35520 -1.38 -0.47 -2.01 0.0856709 0.2835394 -4.78 FALSE
252344_s_aputative protein --- AT3G44160 // -1.24 -0.31 -2.01 0.0855972 0.2835394 -4.78 FALSE
245041_at  AR781, similar to yeast pheromoAR781 AT2G26530 2.95 1.56 2.01 0.0856691 0.2835394 -4.78 FALSE
264837_at  unknown protein similar to ESTs--- AT1G03600 -1.50 -0.58 -2.01 0.0857074 0.2835694 -4.78 TRUE



266010_at putative C2H2-type zinc finger pr --- AT2G37430 4.91 2.30 2.01 0.0857173 0.2835694 -4.78 FALSE
254380_at putative protein --- AT4G21865 2.11 1.08 2.01 0.0857012 0.2835694 -4.78 FALSE
252022_at  fructose bisphosphate aldolase ---- AT3G52930 1.41 0.49 2.01 0.0857664 0.2836907 -4.78 FALSE
251221_at  putative protein ER6 protein - Ly--- AT3G62550 -1.26 -0.33 -2.01 0.085798 0.283713 -4.78 TRUE
266592_at putative fatty acid desaturase/cyt --- AT2G46210 1.24 0.31 2.01 0.0857874 0.283713 -4.78 FALSE
259879_at putative calmodulin similar to calmCML38 AT1G76650 2.80 1.48 2.01 0.0858108 0.2837143 -4.78 FALSE
260150_at putative oxidoreductase similar to--- AT1G52820 1.28 0.36 2.01 0.0858278 0.2837294 -4.78 FALSE
250714_at sorting nexin-like protein SNX1 AT5G06140 -1.29 -0.37 -2.01 0.0858528 0.2837709 -4.78 FALSE
264663_at  unknown protein Similar to A. thaLRR XI-23 AT1G09970 1.96 0.97 2.01 0.085875 0.283803 -4.78 FALSE
265907_at unknown protein  ;supported by f --- AT2G25650 -1.30 -0.38 -2.01 0.0859651 0.2840595 -4.78 FALSE
247185_at putative protein contains similarit --- AT5G65460 -1.31 -0.39 -2.01 0.0859901 0.284101 -4.78 FALSE
261413_at unknown protein ;supported by fuPLL5 AT1G07630 1.73 0.79 2.01 0.0860584 0.2841581 -4.79 TRUE
260153_at putative lipase similar to monogly--- AT1G52760 1.57 0.65 2.01 0.0860315 0.2841581 -4.79 TRUE
249849_at putative protein similar to unknowNIC2 AT5G23230 -1.33 -0.41 -2.01 0.0860601 0.2841581 -4.79 FALSE
264927_at  phosphatidylinositol 3-kinase, puVPS34 AT1G60490 -1.19 -0.25 -2.01 0.0860523 0.2841581 -4.79 FALSE
250370_at  putative protein putative transcri --- AT5G11430 1.20 0.26 2.01 0.0860696 0.2841581 -4.79 FALSE
259711_at  putative DNA-binding protein sim--- AT1G77570 -1.69 -0.76 -2.01 0.0862247 0.2844742 -4.79 FALSE
258827_at hypothetical protein predicted by --- AT3G07150 -1.38 -0.46 -2.01 0.0861824 0.2844742 -4.79 FALSE
249682_at putative protein similar to unknow--- AT5G36080 1.21 0.28 2.01 0.0862277 0.2844742 -4.79 FALSE
265889_at hypothetical protein predicted by --- AT2G15130 1.30 0.37 2.01 0.0862258 0.2844742 -4.79 FALSE
266694_at putative clathrin assembly protein--- AT2G19790 -1.20 -0.26 -2.01 0.0862264 0.2844742 -4.79 FALSE
265328_at unknown protein --- AT2G18200 1.19 0.25 2.01 0.0862432 0.2844841 -4.79 FALSE
253105_at  putative protein zinc finger prote --- AT4G35840 -1.40 -0.48 -2.01 0.0863892 0.2849245 -4.79 FALSE
265271_at hypothetical protein predicted by --- AT2G28360 -1.29 -0.37 -2.01 0.0864178 0.2849775 -4.79 FALSE
261159_s_a cyclin, putative similar to GB:AA CYCB1;5 AT1G34460 // -1.32 -0.40 -2.01 0.086469 0.285064 -4.79 FALSE
260045_at putative MAP kinase similar to m ATMPK15 AT1G73670 1.20 0.26 2.01 0.0864592 0.285064 -4.79 FALSE
247303_at histidinol dehydrogenase  ;suppoATHDH AT5G63890 -1.37 -0.45 -2.01 0.0865231 0.2852011 -4.79 FALSE
251975_at  CDC48 - like protein transitional --- AT3G53230 2.05 1.03 2.01 0.0865378 0.2852084 -4.79 FALSE
252639_at  acyl CoA reductase -like protein FAR5 AT3G44550 -1.20 -0.26 -2.01 0.0865823 0.2853139 -4.79 FALSE
251292_at  putative protein hypothetical pro --- AT3G61920 1.37 0.45 2.01 0.0866162 0.2853845 -4.79 FALSE
262680_at anter-specific proline-rich -like pr --- AT1G75880 -1.45 -0.54 -2.00 0.0866342 0.2854024 -4.79 FALSE
261701_at hypothetical protein similar to hypHAF01 AT1G32750 -1.19 -0.25 -2.00 0.0867076 0.2854793 -4.79 FALSE
248034_at serine threonine-specific protein D6PK AT5G55910 -1.28 -0.36 -2.00 0.0866976 0.2854793 -4.79 FALSE
253694_at Expressed protein ; supported by--- AT4G29735 -1.28 -0.36 -2.00 0.0866802 0.2854793 -4.79 FALSE
248615_at putative protein contains similarit AtPNG1 AT5G49570 1.44 0.53 2.00 0.0866949 0.2854793 -4.79 FALSE



262571_at hypothetical protein predicted by --- AT1G15430 1.71 0.77 2.00 0.0867547 0.2855931 -4.79 FALSE
264424_at unknown protein similar to hypoth--- AT1G61740 -1.33 -0.41 -2.00 0.0867854 0.285653 -4.79 TRUE
253955_at  putative DNA binding protein DNATRBP45CAT4G27000 -1.41 -0.50 -2.00 0.0868044 0.2856743 -4.79 FALSE
258185_at hypothetical protein similar to hyp--- AT3G21580 -1.34 -0.42 -2.00 0.0868292 0.2857147 -4.79 FALSE
262154_at unknown protein contains similar --- AT1G52700 1.43 0.51 2.00 0.0868631 0.285785 -4.79 FALSE
247008_at ADP-ribosylation factor-like proteATARLA1DAT5G67560 -1.23 -0.30 -2.00 0.0869346 0.2859138 -4.80 FALSE
249729_at 6-phosphogluconolactonase-like --- AT5G24410 1.27 0.34 2.00 0.086938 0.2859138 -4.80 FALSE
261281_at hypothetical protein predicted by --- AT1G35740 -1.21 -0.28 -2.00 0.0869398 0.2859138 -4.80 FALSE
244951_s_acytochrome c biogenesis orf452 --- AT2G07723 1.58 0.66 2.00 0.0869544 0.2859203 -4.80 FALSE
260323_at putative U3 small nucleolar ribon IMP4 AT1G63780 -1.56 -0.64 -2.00 0.0869757 0.2859492 -4.80 FALSE
259024_at hypothetical protein predicted by --- --- 1.34 0.43 2.00 0.0870026 0.2859551 -4.80 FALSE
253959_at putative protein --- AT4G26410 -1.22 -0.29 -2.00 0.086994 0.2859551 -4.80 FALSE
249951_at  S-adenosyl-L-methionine decarbBUD2 AT5G18930 -1.43 -0.51 -2.00 0.0870971 0.2862246 -4.80 FALSE
245816_at hypothetical protein similar to hyp--- AT1G26210 1.66 0.73 2.00 0.0871197 0.2862577 -4.80 TRUE
265438_at hypothetical protein --- AT2G20970 1.21 0.27 2.00 0.0871894 0.2862797 -4.80 FALSE
265195_at hypothetical protein --- AT2G36730 -1.22 -0.28 -2.00 0.0871764 0.2862797 -4.80 FALSE
245481_at hypothetical protein --- AT4G16170 -1.23 -0.30 -2.00 0.0871785 0.2862797 -4.80 FALSE
254907_at  putative disease resistance resp --- AT4G11190 1.24 0.32 2.00 0.0872017 0.2862797 -4.80 FALSE
259654_at hypothetical protein predicted by --- AT1G55220 1.27 0.35 2.00 0.087143 0.2862797 -4.80 FALSE
AFFX-r2-BsB. subtilis /GEN=dapB, jojF /DB_--- --- -1.51 -0.59 -2.00 0.0871618 0.2862797 -4.80 FALSE
248358_at cytochrome P-450-like protein CYP715A1 AT5G52400 1.70 0.76 2.00 0.0872549 0.2864131 -4.80 FALSE
256769_at  protein kinase, putative similar to--- AT3G13690 -1.52 -0.60 -2.00 0.0872741 0.2864347 -4.80 FALSE
253041_at phosphoenolpyruvate carboxykinPCK1 AT4G37870 1.56 0.64 2.00 0.0873005 0.2864802 -4.80 FALSE
263344_at unknown protein  ;supported by f --- AT2G04940 -1.34 -0.42 -2.00 0.0873215 0.286508 -4.80 FALSE
250141_at  protein kinase MSK-3 - like proteSK13 AT5G14640 1.31 0.39 2.00 0.0873708 0.2866284 -4.80 FALSE
249101_at unknown protein --- AT5G43580 1.89 0.92 2.00 0.0874181 0.2867424 -4.80 TRUE
253099_s_a peroxidase - like protein peroxid --- AT4G37520 // 1.30 0.38 2.00 0.0874833 0.2867914 -4.80 TRUE
261433_s_aendoplasmic reticulum-type calci --- AT1G07670 // 1.20 0.26 2.00 0.0874691 0.2867914 -4.80 FALSE
248390_at importin alpha subunit IMPA-8 AT5G52000 1.19 0.25 2.00 0.0874828 0.2867914 -4.80 FALSE
251485_at  putative protein rad21 mitotic co SYN3 AT3G59550 1.21 0.28 2.00 0.0874713 0.2867914 -4.80 FALSE
257900_at hypothetical protein predicted by --- AT3G28420 -1.22 -0.29 -2.00 0.0875091 0.2868128 -4.80 FALSE
258319_at hypothetical protein similar to hyp--- AT3G22700 1.23 0.29 2.00 0.087515 0.2868128 -4.80 FALSE
263319_at putative anion exchange protein BOR1 AT2G47160 1.57 0.65 2.00 0.0875418 0.2868577 -4.80 TRUE
263754_at putative DnaJ protein  ;supported--- AT2G21510 1.74 0.80 2.00 0.0875538 0.2868577 -4.80 FALSE
251413_at bZIP protein  ; supported by cDN--- AT3G60320 -1.32 -0.40 -2.00 0.0876047 0.2868595 -4.80 TRUE



247429_at putative protein strong similarity t--- AT5G62620 1.36 0.45 2.00 0.0876047 0.2868595 -4.80 FALSE
266401_s_aputative cell division control proteCDKB1;2 AT2G38620 // 1.21 0.27 2.00 0.087588 0.2868595 -4.80 FALSE
252326_at  putative protein ferripyochelin binGAMMA CAAT3G48680 -1.27 -0.35 -2.00 0.0876016 0.2868595 -4.80 FALSE
245146_at putative cis-Golgi SNARE proteinGOS12 AT2G45200 -1.28 -0.36 -2.00 0.0876231 0.2868787 -4.80 FALSE
256521_at  AMP-binding enzyme, putative c--- AT1G66120 1.25 0.32 2.00 0.0876667 0.2869801 -4.80 FALSE
265708_at  unknown protein member of a la --- AT2G03380 -1.23 -0.30 -2.00 0.0877191 0.2871106 -4.80 FALSE
265114_at hypothetical protein contains sim LRX2 AT1G62440 1.55 0.63 2.00 0.0878091 0.2873226 -4.81 FALSE
245919_at  putative protein various predicte --- AT5G28780 1.20 0.26 2.00 0.0878038 0.2873226 -4.81 FALSE
266742_at predicted by genefinder and gens--- AT2G03050 -1.24 -0.31 -2.00 0.0878411 0.287386 -4.81 FALSE
257271_at Expressed protein ; supported by--- AT3G28007 2.05 1.03 1.99 0.0879347 0.2876508 -4.81 TRUE
252337_at CELL DIVISION CONTROL PROCDC2 AT3G48750 -1.44 -0.53 -1.99 0.0879669 0.2876803 -4.81 FALSE
254720_at  DNA (cytosine-5-)-methyltransfeMEE57 AT4G13610 1.27 0.35 1.99 0.0879754 0.2876803 -4.81 FALSE
247869_at CCHH finger protein 2-like protei ZFP2 AT5G57520 1.18 0.24 1.99 0.0879815 0.2876803 -4.81 FALSE
251341_at  ribosomal protein S13 -like AtRP--- AT3G60770 -1.56 -0.64 -1.99 0.0880427 0.2878392 -4.81 FALSE
265681_at putative protein kinase contains a--- AT2G24370 1.22 0.28 1.99 0.0880914 0.2879434 -4.81 FALSE
261660_at  kinesin heavy chain isolog, putatHIK AT1G18370 1.22 0.28 1.99 0.0880998 0.2879434 -4.81 FALSE
256740_at hypothetical protein predicted by --- AT3G29330 -1.21 -0.28 -1.99 0.0881394 0.2880316 -4.81 FALSE
258824_at unknown protein --- AT3G07190 -1.35 -0.43 -1.99 0.0881578 0.2880504 -4.81 FALSE
250910_at  heat shock transcription factor -l HSFA3 AT5G03720 -1.96 -0.97 -1.99 0.08827 0.2883757 -4.81 FALSE
254923_at protein phosphatase type 1 PP1BTOPP7 AT4G11240 -1.33 -0.41 -1.99 0.0883211 0.2885012 -4.81 FALSE
254485_at  cell-cell signaling protein csgA - --- AT4G20760 -1.35 -0.43 -1.99 0.0883996 0.2886597 -4.81 TRUE
253404_at  putative pyrophosphate--fructosePFK6 AT4G32840 -1.31 -0.39 -1.99 0.0884076 0.2886597 -4.81 FALSE
266395_at  3-isopropylmalate dehydratase, --- AT2G43100 -1.84 -0.88 -1.99 0.0883946 0.2886597 -4.81 FALSE
259764_at  transcription factor inhibitor I kapNPR1 AT1G64280 1.42 0.50 1.99 0.0884254 0.2886767 -4.81 FALSE
262131_at hypothetical protein predicted by RALF1 AT1G02900 2.20 1.14 1.99 0.0884454 0.2887007 -4.81 FALSE
263705_at unknown protein contains similar IMPL1 AT1G31190 -1.36 -0.44 -1.99 0.0884709 0.2887424 -4.81 FALSE
253259_at  putative protein ethylene-responRRTF1 AT4G34410 2.01 1.01 1.99 0.0885279 0.2888871 -4.81 FALSE
251841_at  putative protein CRP1, Zea may --- AT3G54980 -1.45 -0.54 -1.99 0.0886485 0.2890544 -4.81 FALSE
266804_at  cyclophilin identical to GB:AF020CYP5 AT2G29960 -1.27 -0.35 -1.99 0.0886617 0.2890544 -4.81 FALSE
259139_at hypothetical protein similar to F16--- AT3G10240 1.24 0.31 1.99 0.0886544 0.2890544 -4.81 FALSE
251386_at  putative protein rec, Homo sapie--- AT3G60800 1.20 0.26 1.99 0.0886378 0.2890544 -4.81 FALSE
258045_at  ubiquitin-specific protease 7 (UBUBP7 AT3G21280 -1.27 -0.35 -1.99 0.0886679 0.2890544 -4.81 FALSE
252278_at  NAC2-like protein NAC2 - Arabidanac062 AT3G49530 1.78 0.83 1.99 0.0886565 0.2890544 -4.81 FALSE
253389_at hypothetical protein  ;supported b--- AT4G32680 -1.22 -0.28 -1.99 0.0886155 0.2890544 -4.81 FALSE
267214_at unknown protein  ; supported by --- AT2G43970 -1.35 -0.43 -1.99 0.0886894 0.2890834 -4.81 FALSE



262542_at hypothetical protein similar to NAanac016 AT1G34180 -1.47 -0.56 -1.99 0.088706 0.2890961 -4.81 FALSE
248061_at putative protein contains similarit --- AT5G55340 1.20 0.26 1.99 0.0887505 0.2891998 -4.82 FALSE
256724_at unknown protein  ;supported by f --- AT2G34040 -1.28 -0.35 -1.99 0.0887775 0.2892466 -4.82 FALSE
252893_at hypothetical protein --- AT4G39420 1.19 0.25 1.99 0.0887971 0.289269 -4.82 FALSE
245266_at hypothetical protein ; supported b--- AT4G17070 -1.47 -0.56 -1.99 0.0888649 0.2894073 -4.82 FALSE
257391_at hypothetical protein predicted by --- AT2G32050 1.19 0.26 1.99 0.0888607 0.2894073 -4.82 FALSE
266198_at unknown protein predicted by ge --- AT2G38890 1.25 0.32 1.99 0.0889386 0.2895233 -4.82 FALSE
245791_at  defender against cell death proteATDAD1 AT1G32210 -1.28 -0.36 -1.99 0.0889295 0.2895233 -4.82 FALSE
260652_at  putative MYB family transcription--- AT1G32360 -1.22 -0.29 -1.99 0.0889316 0.2895233 -4.82 FALSE
258856_at hypothetical protein predicted by SRG3 AT3G02040 -1.66 -0.73 -1.99 0.0890051 0.2896206 -4.82 TRUE
251696_at putative protein --- --- 1.31 0.39 1.99 0.0890066 0.2896206 -4.82 FALSE
246722_at  putative protein various predicte --- --- 1.32 0.40 1.99 0.0889988 0.2896206 -4.82 FALSE
258988_at unknown protein similar to unkno--- AT3G08890 -1.26 -0.33 -1.99 0.089135 0.2899467 -4.82 FALSE
246043_at  putative protein predicted protein--- AT5G19380 1.53 0.61 1.99 0.0891449 0.2899467 -4.82 FALSE
263907_at abscisic acid insensitive 5 (ABI5)ABI5 AT2G36270 1.33 0.41 1.99 0.0891371 0.2899467 -4.82 FALSE
256628_at  membrane import protein, putativTOM40 AT3G20000 -1.44 -0.52 -1.98 0.089223 0.2900766 -4.82 FALSE
254249_at  serine /threonine kinase - like pr --- AT4G23280 1.80 0.85 1.98 0.0891999 0.2900766 -4.82 FALSE
248359_at unknown protein --- AT5G52410 1.29 0.37 1.98 0.0892104 0.2900766 -4.82 FALSE
252480_at  putative protein methyl-CpG-bindMBD5 AT3G46580 -1.20 -0.26 -1.98 0.0892559 0.2901009 -4.82 FALSE
257758_at  eukaryotic translation elongation--- AT3G22980 1.29 0.36 1.98 0.0892485 0.2901009 -4.82 FALSE
265656_at putative nonspecific lipid-transfer --- AT2G13820 -1.72 -0.78 -1.98 0.0894549 0.290255 -4.82 FALSE
255505_at SAR1/GTP-binding secretory fac ATSAR2 AT4G02080 -1.25 -0.32 -1.98 0.0894615 0.290255 -4.82 FALSE
247130_at putative protein contains similarit --- AT5G66180 -1.55 -0.63 -1.98 0.0893668 0.290255 -4.82 FALSE
260174_at unknown protein  ;supported by f --- AT1G71940 1.23 0.30 1.98 0.0893331 0.290255 -4.82 FALSE
251456_at beta-glucosidase-like protein sevBGLU27 AT3G60120 6.79 2.76 1.98 0.0894427 0.290255 -4.82 FALSE
265465_at hypothetical protein predicted by --- AT2G37070 1.71 0.77 1.98 0.0893938 0.290255 -4.82 FALSE
258574_at hypothetical protein --- AT3G04250 1.25 0.32 1.98 0.089463 0.290255 -4.82 FALSE
245974_at putative protein --- --- 1.43 0.51 1.98 0.0894588 0.290255 -4.82 FALSE
255987_s_a putative protein predicted protein--- AT5G35050 -1.21 -0.27 -1.98 0.0893847 0.290255 -4.82 FALSE
266335_at putative cytochrome P450  ; suppKAO2 AT2G32440 -1.48 -0.56 -1.98 0.0893424 0.290255 -4.82 FALSE
261295_at unknown protein --- AT1G48450 -1.21 -0.28 -1.98 0.0894645 0.290255 -4.82 FALSE
254446_at tubulin beta-9 chain  ;supported bTUB9 AT4G20890 -1.22 -0.28 -1.98 0.0894688 0.290255 -4.82 FALSE
247272_at  GTP cyclohydrolase II; 3,4-dihyd--- AT5G14040 // 1.83 0.87 1.98 0.0893352 0.290255 -4.82 FALSE
245316_at hypothetical protein ;supported b --- AT4G14000 -1.27 -0.34 -1.98 0.089552 0.2904836 -4.82 FALSE
248221_at vacuolar sorting protein-like; embVPS26A AT5G53530 -1.20 -0.27 -1.98 0.0895729 0.2905103 -4.82 FALSE



264156_at unknown protein --- AT1G65280 -1.19 -0.25 -1.98 0.0895911 0.2905278 -4.82 FALSE
250034_at apyrase (gb|AAF00612.1)  ; suppATAPY2 AT5G18280 1.28 0.36 1.98 0.0896219 0.2905864 -4.82 FALSE
245472_at hypothetical protein --- AT4G16040 1.31 0.39 1.98 0.089636 0.290591 -4.82 FALSE
257402_at hypothetical protein similar to put--- AT1G23570 1.25 0.32 1.98 0.0896919 0.2907308 -4.83 FALSE
250776_at monooxygenase  ;supported by f --- AT5G05320 -1.21 -0.28 -1.98 0.0897373 0.290836 -4.83 FALSE
256011_at  respiratory burst oxidase protein --- AT1G19230 1.25 0.33 1.98 0.0897626 0.290836 -4.83 FALSE
262789_at putative auxin-induced protein str--- AT1G10810 1.22 0.29 1.98 0.0897534 0.290836 -4.83 FALSE
252273_at  putative WD-40 repeat - protein --- AT3G49660 -1.27 -0.34 -1.98 0.0898031 0.2909258 -4.83 FALSE
257648_at  RNA helicase, putative similar to--- AT3G16840 -1.49 -0.57 -1.98 0.0898395 0.2909612 -4.83 FALSE
264407_at unknown protein similar to EST g--- AT1G10180 -1.30 -0.38 -1.98 0.0898378 0.2909612 -4.83 FALSE
247486_at putative protein --- AT5G62140 -1.41 -0.50 -1.98 0.0898673 0.2910097 -4.83 FALSE
248586_at putative protein similar to unknow--- AT5G49610 -1.26 -0.34 -1.98 0.0899122 0.2911139 -4.83 FALSE
249778_at Expressed protein ; supported by--- AT5G24165 -1.23 -0.30 -1.98 0.089991 0.291121 -4.83 FALSE
257515_at  zinc finger protein, putative simil DOT5 AT1G13290 1.23 0.30 1.98 0.0899551 0.291121 -4.83 FALSE
265730_at 60S ribosomal protein L27 --- AT2G32220 -2.06 -1.05 -1.98 0.0899647 0.291121 -4.83 TRUE
262312_at hypothetical protein similar to putMLP28 AT1G70830 6.67 2.74 1.98 0.0899333 0.291121 -4.83 FALSE
253702_at  Ca2+-transporting ATPase - like ACA10 AT4G29900 -1.35 -0.43 -1.98 0.0899663 0.291121 -4.83 FALSE
257035_at  cytochrome P450, putative similaCYP707A4 AT3G19270 1.29 0.36 1.98 0.0899808 0.291121 -4.83 FALSE
249430_at  GTP-binding protein-like GTP-bi --- AT5G39900 -1.41 -0.49 -1.98 0.0900188 0.2911698 -4.83 FALSE
246885_at  putative protein predicted protein--- AT5G26230 1.81 0.86 1.98 0.0900942 0.2913437 -4.83 FALSE
258825_at unknown protein --- AT3G07180 -1.22 -0.28 -1.98 0.0900981 0.2913437 -4.83 FALSE
257043_at  receptor-like protein kinase, putaIKU2 AT3G19700 1.25 0.33 1.98 0.0901415 0.2914078 -4.83 FALSE
250076_at putative protein; similar to unknow--- AT5G16660 -1.29 -0.36 -1.98 0.0901435 0.2914078 -4.83 FALSE
267355_at putative LIM-domain protein --- AT2G39900 -1.36 -0.45 -1.98 0.0901825 0.2914706 -4.83 FALSE
245326_at Expressed protein ; supported by--- AT4G14100 -1.34 -0.42 -1.98 0.0901885 0.2914706 -4.83 FALSE
266468_at unknown protein ; supported by c--- AT2G47960 -1.29 -0.37 -1.98 0.0902238 0.2915435 -4.83 FALSE
261229_at RAC-like GTP-binding protein ARROP2 AT1G20090 -1.20 -0.27 -1.98 0.0902485 0.2915818 -4.83 TRUE
261220_at ER lumen protein-retaining recep--- AT1G19970 1.67 0.74 1.98 0.0902733 0.2916208 -4.83 FALSE
257219_at  uroporphyrinogen decarboxylaseHEME1 AT3G14930 -1.38 -0.46 -1.98 0.090337 0.2916744 -4.83 TRUE
264251_at hypothetical protein identical to G--- AT1G09190 -1.36 -0.45 -1.98 0.0903304 0.2916744 -4.83 FALSE
265501_at putative glucosyltransferase UGT73B4 AT2G15490 1.90 0.92 1.98 0.0903163 0.2916744 -4.83 FALSE
259804_at  cytosolic factor, putative similar t--- AT1G72160 -1.51 -0.60 -1.98 0.0903411 0.2916744 -4.83 FALSE
248687_at ADPG pyrophosphorylase small ADG1 AT5G48300 -1.58 -0.66 -1.98 0.0904251 0.291748 -4.83 TRUE
263231_at putative indole-3-acetate beta-glu--- AT1G05680 7.14 2.84 1.98 0.0904038 0.291748 -4.83 TRUE
247080_at 20S proteasome subunit PAD2 (gPAD2 AT5G66140 -1.27 -0.34 -1.98 0.0903982 0.291748 -4.83 FALSE



263853_at putative mutT domain protein --- AT2G04440 1.39 0.47 1.98 0.0903862 0.291748 -4.83 FALSE
264391_at pectate lyase-like protein Similar --- AT1G11920 1.25 0.32 1.98 0.0904278 0.291748 -4.83 FALSE
259616_at hypothetical protein contains sim C/VIF1 AT1G47960 -1.44 -0.52 -1.97 0.0905332 0.2917993 -4.83 FALSE
261208_at unknown protein ; supported by c--- AT1G12930 -1.35 -0.43 -1.98 0.0904861 0.2917993 -4.83 FALSE
267550_at putative protein kinase contains aAP4.3A AT2G32800 1.71 0.77 1.98 0.0904768 0.2917993 -4.83 TRUE
251866_at  putative protein MSP58 - nucleo emb1967 AT3G54350 -1.21 -0.27 -1.97 0.0905267 0.2917993 -4.83 FALSE
247217_s_aMADS box transcription factors-liMAF3 AT5G65050 // 1.19 0.25 1.97 0.0905113 0.2917993 -4.83 FALSE
259687_at unknown protein --- AT1G63110 -1.33 -0.41 -1.98 0.0904618 0.2917993 -4.83 FALSE
255147_at hypothetical protein --- AT4G08460 -1.26 -0.33 -1.97 0.0905095 0.2917993 -4.83 FALSE
247144_at DOF zinc finger protein-like --- AT5G65590 1.41 0.49 1.97 0.0905461 0.2917995 -4.83 FALSE
258357_at putative leucine-rich repeat trans SRF7 AT3G14350 1.49 0.58 1.97 0.0905704 0.2918366 -4.83 TRUE
261309_at  phosphoethanolamine N-methyltCPuORF31AT1G48598 // -1.47 -0.55 -1.97 0.0906438 0.2920317 -4.84 TRUE
257743_at unknown protein --- AT3G27390 -1.37 -0.45 -1.97 0.0906865 0.2920457 -4.84 FALSE
251711_at  phosphatidylinositol-4-phosphatePIP5K4 AT3G56960 -1.33 -0.41 -1.97 0.0906752 0.2920457 -4.84 FALSE
250783_at cytochrome P450  ; supported byCYP79A2 AT5G05260 1.29 0.36 1.97 0.0906806 0.2920457 -4.84 FALSE
256921_at unknown protein  ;supported by f --- AT3G18940 -1.27 -0.34 -1.97 0.090742 0.2921831 -4.84 FALSE
262777_at hypothetical protein predicted by --- AT1G13030 -1.42 -0.51 -1.97 0.0907647 0.2922036 -4.84 FALSE
248128_at thiazole biosynthetic enzyme pre THI1 AT5G54770 -1.33 -0.41 -1.97 0.090774 0.2922036 -4.84 FALSE
257518_at hypothetical protein --- AT3G03880 -1.20 -0.26 -1.97 0.0908057 0.2922342 -4.84 FALSE
263838_at putative s-adenosylmethionine syMAT3 AT2G36880 1.75 0.81 1.97 0.0908091 0.2922342 -4.84 FALSE
250985_at  putative protein various predicte --- AT5G02830 -1.22 -0.29 -1.97 0.0908469 0.2922487 -4.84 FALSE
266203_at putative phloem-specific lectin AtPP2-B1 AT2G02230 -1.75 -0.81 -1.97 0.0908649 0.2922487 -4.84 FALSE
256034_at unknown protein ; supported by c--- AT1G07080 -1.22 -0.29 -1.97 0.0908387 0.2922487 -4.84 FALSE
259171_at hypothetical protein predicted by --- AT3G03590 -1.27 -0.34 -1.97 0.0908579 0.2922487 -4.84 FALSE
253717_at  putative protein putative suppres--- AT4G29440 1.24 0.31 1.97 0.0908953 0.2923046 -4.84 FALSE
248580_at chloride channel (emb|CAA70310CLC-C AT5G49890 1.34 0.42 1.97 0.0909079 0.2923046 -4.84 FALSE
254326_at  putative protein AIR1, Arabidops--- AT4G22610 1.27 0.34 1.97 0.0909671 0.2924538 -4.84 FALSE
247026_at protein kinase-like protein MAPKKK19AT5G67080 3.35 1.74 1.97 0.0909849 0.2924697 -4.84 TRUE
261992_at unknown protein --- AT1G33680 -1.26 -0.33 -1.97 0.0910121 0.292516 -4.84 FALSE
264824_at  unknown protein similar to gb|T42A6 --- -1.44 -0.53 -1.97 0.0910834 0.2927039 -4.84 FALSE
247268_at putative protein contains similarit --- AT5G64080 1.33 0.41 1.97 0.0910969 0.2927059 -4.84 FALSE
253118_at  ras-related small GTP-binding prARAC6 AT4G35950 -1.33 -0.41 -1.97 0.0911126 0.2927153 -4.84 FALSE
264885_s_a NBS/LRR disease resistance pro--- AT1G61180 // -1.30 -0.38 -1.97 0.0911422 0.2927691 -4.84 FALSE
262182_at hypothetical protein predicted by --- AT1G77890 1.24 0.31 1.97 0.0911904 0.2928826 -4.84 FALSE
255491_at  putative zinc finger protein similaAtIDD12 AT4G02670 1.19 0.26 1.97 0.0912213 0.2929407 -4.84 FALSE



262116_at Expressed protein ; supported by--- AT1G02816 1.60 0.68 1.97 0.0912538 0.2930039 -4.84 FALSE
247237_at auxin-independent growth promo--- AT5G64600 -1.29 -0.36 -1.97 0.0912876 0.293071 -4.84 FALSE
246510_at cyclic nucleotide-gated cation chaDND1 AT5G15410 -1.28 -0.36 -1.97 0.0913304 0.2931501 -4.84 TRUE
254559_at  putative protein glycine/proline-r --- AT4G19200 1.39 0.48 1.97 0.0913415 0.2931501 -4.84 FALSE
248735_at laccase (diphenol oxidase) TT10 AT5G48100 1.23 0.30 1.97 0.0913604 0.2931501 -4.84 FALSE
251940_at  putative protein lysine decarboxy--- AT3G53450 1.24 0.31 1.97 0.0913636 0.2931501 -4.84 FALSE
258257_at putative short chain alcohol dehy --- AT3G26770 1.20 0.27 1.97 0.0914014 0.2932301 -4.84 FALSE
252061_at  hypothetical protein phosphate a--- AT3G52620 1.22 0.29 1.97 0.0914356 0.2932985 -4.84 FALSE
267547_at putative synaptobrevin ATVAMP72AT2G32670 1.34 0.42 1.97 0.0914637 0.2933475 -4.84 FALSE
250345_at subtilisin-like serine protease con--- AT5G11940 1.26 0.34 1.97 0.0915191 0.2934839 -4.84 FALSE
264700_at hypothetical protein predicted by --- AT1G70100 -1.31 -0.39 -1.97 0.0916054 0.2937194 -4.85 FALSE
253254_at predicted protein SQS2 AT4G34650 1.57 0.65 1.97 0.091635 0.2937318 -4.85 FALSE
258919_at Expressed protein ; supported by--- AT3G10525 -1.34 -0.42 -1.97 0.0916275 0.2937318 -4.85 FALSE
245442_at hypothetical protein --- AT4G16710 -1.21 -0.27 -1.97 0.0917172 0.2939539 -4.85 FALSE
244917_at hypothetical protein --- --- 1.23 0.30 1.97 0.0917724 0.2940893 -4.85 FALSE
251499_at  putative protein putative callose ATGSL11 AT3G59100 1.24 0.31 1.97 0.0918027 0.2941037 -4.85 FALSE
265269_at hypothetical protein predicted by --- AT2G42950 1.29 0.37 1.97 0.0917939 0.2941037 -4.85 FALSE
247300_at unknown protein FCLY AT5G63910 -1.27 -0.34 -1.96 0.091847 0.2942046 -4.85 FALSE
249554_at  CRS2 -like protein CRS2, Zea m--- AT5G38290 -1.72 -0.79 -1.96 0.0919015 0.2943377 -4.85 FALSE
259664_at unknown protein ; supported by f AGP21 AT1G55330 3.89 1.96 1.96 0.0919194 0.2943538 -4.85 TRUE
263435_at putative ATP-dependent RNA he --- AT2G28600 -1.50 -0.59 -1.96 0.0919466 0.2943996 -4.85 FALSE
262021_at unknown protein AT1G35545--- -1.27 -0.35 -1.96 0.0919894 0.2944951 -4.85 FALSE
248691_at putative protein strong similarity t--- AT5G48310 1.24 0.30 1.96 0.092015 0.2945358 -4.85 FALSE
247597_at  GTP-binding protein - like GTP-bAtRABA1f AT5G60860 1.67 0.74 1.96 0.0921025 0.2946318 -4.85 TRUE
254360_at  CDP-diacylglycerol synthetase-li--- AT4G22340 1.24 0.31 1.96 0.0921096 0.2946318 -4.85 FALSE
256881_at hypothetical protein  ; supported --- AT3G26410 -1.24 -0.32 -1.96 0.0920975 0.2946318 -4.85 FALSE
245907_at ubiquitin-like protein ubiquitins - d--- AT5G09340 -1.19 -0.25 -1.96 0.09206 0.2946318 -4.85 FALSE
255135_at putative protein several hypothet --- --- 1.25 0.32 1.96 0.0920916 0.2946318 -4.85 FALSE
261583_at pyruvate dehydrogenase E1 alphPDH-E1 ALAT1G01090 -1.24 -0.31 -1.96 0.0921279 0.294649 -4.85 FALSE
252304_at hypothetical protein --- AT3G49230 1.20 0.26 1.96 0.092148 0.2946721 -4.85 FALSE
254460_at  putative protein sigma70 operonATRP1 AT4G21210 -1.34 -0.42 -1.96 0.0922159 0.2948479 -4.85 FALSE
245686_at Expressed protein ; supported byJ2 AT5G22060 1.58 0.66 1.96 0.0922369 0.2948737 -4.85 FALSE
252467_at  putative protein predicted protein--- AT3G47080 1.34 0.42 1.96 0.0922753 0.294955 -4.85 FALSE
262193_at  eukaryotic initiation factor 5 (eIF --- AT1G77840 1.37 0.46 1.96 0.0923309 0.2950501 -4.85 FALSE
256973_at unknown protein similar to putativ--- AT3G20980 1.24 0.31 1.96 0.0923189 0.2950501 -4.85 FALSE



252661_at putative protein --- AT3G44450 -1.98 -0.99 -1.96 0.0923696 0.2951326 -4.85 FALSE
251605_at receptor-like protein kinase sever--- AT3G57830 1.30 0.38 1.96 0.092383 0.2951338 -4.85 FALSE
260894_at hypothetical protein contains sim --- AT1G29220 -1.22 -0.29 -1.96 0.0924098 0.2951782 -4.85 FALSE
259118_at  unknown protein similar to unkno--- AT3G01310 -1.32 -0.40 -1.96 0.0924256 0.2951873 -4.85 FALSE
252813_at putative protein several hypothet --- --- 1.23 0.29 1.96 0.0924642 0.2952693 -4.85 FALSE
264660_at putative glutamyl-tRNA reductaseHEMA2 AT1G09940 1.84 0.88 1.96 0.0924914 0.2953147 -4.85 FALSE
251422_at  transport protein subunit - like S6--- AT3G60540 1.72 0.78 1.96 0.0925324 0.2954044 -4.86 FALSE
254299_at hypothetical protein  ;supported bNYE1 AT4G22920 1.56 0.65 1.96 0.0925593 0.295421 -4.86 FALSE
267633_at hypothetical protein predicted by --- AT2G42180 1.20 0.26 1.96 0.0925635 0.295421 -4.86 FALSE
252482_at  glucosyltransferase-like protein UUGT76E11 AT3G46670 2.16 1.11 1.96 0.0926151 0.2955443 -4.86 FALSE
252958_at putative transcription factor (MYBMYB4 AT4G38620 1.80 0.85 1.96 0.0926445 0.2955969 -4.86 FALSE
263426_at putative glutathione peroxidase  ATGPX2 AT2G31570 1.40 0.49 1.96 0.0926878 0.2956936 -4.86 FALSE
254684_at  glycine-rich RNA-binding proteinGR-RBP2 AT4G13850 -1.39 -0.48 -1.96 0.0927122 0.29573 -4.86 FALSE
258994_at unknown protein similar to putativRAPTOR1 AT3G08850 -1.22 -0.28 -1.96 0.0927372 0.2957685 -4.86 FALSE
261668_at  2-isopropylmalate synthase, putaMAML-4 AT1G18500 -1.30 -0.38 -1.96 0.0927584 0.2957945 -4.86 FALSE
262221_at hypothetical protein predicted by ARC3 AT1G75010 -1.34 -0.42 -1.96 0.0928291 0.2959429 -4.86 FALSE
261736_at hypothetical protein simlar to hyp--- AT1G47810 1.23 0.30 1.96 0.0928308 0.2959429 -4.86 FALSE
263108_at hypothetical protein similar to put--- AT1G65240 2.06 1.04 1.96 0.0928836 0.2960696 -4.86 FALSE
252968_at  putative protein unknown mRNA--- AT4G38890 -1.39 -0.48 -1.96 0.0929528 0.2961545 -4.86 FALSE
261684_at hypothetical protein predicted by --- AT1G47400 2.17 1.12 1.96 0.0929751 0.2961545 -4.86 TRUE
265422_at putative NADH-ubiquinone oxiredNDB4 AT2G20800 1.27 0.35 1.96 0.0929686 0.2961545 -4.86 FALSE
260335_at putative strictosidine synthase simSS3 AT1G74000 1.73 0.79 1.96 0.0929746 0.2961545 -4.86 FALSE
264890_at unknown protein --- AT1G23180 -1.36 -0.44 -1.96 0.0929469 0.2961545 -4.86 FALSE
245757_at  phosphate-induced (phi-1) prote PHI-1 AT1G35140 3.20 1.68 1.96 0.0930372 0.2962583 -4.86 TRUE
263251_at unknown protein  ; supported by --- AT2G31410 -1.56 -0.64 -1.96 0.0930579 0.2962583 -4.86 FALSE
254019_at  putative protein mature-parasite---- AT4G26190 -1.18 -0.24 -1.96 0.0930491 0.2962583 -4.86 FALSE
255610_at  putative phosphatidylinositol kinaATPIPK10 AT4G01190 1.23 0.30 1.96 0.0930641 0.2962583 -4.86 FALSE
265855_at unknown protein  ;supported by f --- AT2G42390 -1.22 -0.28 -1.96 0.0930856 0.2962583 -4.86 FALSE
252906_at  putative gamma-glutamyltransfe GGT1 AT4G39640 1.50 0.59 1.96 0.0930739 0.2962583 -4.86 FALSE
244985_at ribosomal protein L22 --- --- -1.41 -0.50 -1.95 0.0931553 0.2964388 -4.86 FALSE
251148_at hypothetical protein TKL AT3G63180 -1.24 -0.31 -1.95 0.0931967 0.296529 -4.86 FALSE
246398_at  auxin-induced basic helix-loop-h --- AT1G58100 1.19 0.25 1.95 0.0932881 0.296737 -4.86 FALSE
251556_at  putative protein predicted protein--- AT3G58840 -1.35 -0.44 -1.95 0.0932877 0.296737 -4.86 FALSE
247459_at  putative protein embryo-specific --- AT5G62200 -1.25 -0.32 -1.95 0.0933724 0.2967891 -4.86 FALSE
254132_at  putative protein hypothetical pro ATHB22 AT4G24660 -1.42 -0.50 -1.95 0.0933294 0.2967891 -4.86 FALSE



248998_at unknown protein --- AT5G45320 1.22 0.29 1.95 0.093414 0.2967891 -4.86 FALSE
246232_at hypothetical protein EMB2754 AT4G36630 -1.24 -0.31 -1.95 0.0933949 0.2967891 -4.86 FALSE
258404_at ribosomal protein L3 RPL3P AT3G17465 -1.31 -0.38 -1.95 0.0934323 0.2967891 -4.86 FALSE
249666_at phytochrome C (sp|P14714) PHYC AT5G35840 -1.32 -0.40 -1.95 0.0933716 0.2967891 -4.86 FALSE
252252_at  putative protein GTP-binding proRID3 AT3G49180 -1.53 -0.62 -1.95 0.0934346 0.2967891 -4.86 FALSE
267016_at hypothetical protein predicted by --- AT2G39160 // 1.24 0.31 1.95 0.0934172 0.2967891 -4.86 FALSE
252675_at putative protein hypothetical prot --- --- 1.23 0.30 1.95 0.0933472 0.2967891 -4.86 FALSE
250548_at myosin heavy chain-like protein  MBP2C AT5G08120 -1.26 -0.33 -1.95 0.0933852 0.2967891 -4.86 FALSE
252899_at  putative protein leaf protein, Ipom--- AT4G39530 -1.27 -0.34 -1.95 0.09346 0.2968285 -4.86 FALSE
259495_at  NBS/LRR disease resistance pro--- AT1G15890 1.29 0.37 1.95 0.0934872 0.2968737 -4.87 FALSE
255947_at hypothetical protein contains Pfa --- AT1G22040 -1.24 -0.31 -1.95 0.0935187 0.2969322 -4.87 FALSE
251821_at  protein phosphatase 2C - like pr --- AT3G55050 1.57 0.65 1.95 0.0936488 0.2972213 -4.87 FALSE
260553_at unknown protein similar to T11A0--- AT2G41800 1.22 0.29 1.95 0.0936415 0.2972213 -4.87 FALSE
249747_at putative protein similar to unknow--- AT5G24600 1.29 0.37 1.95 0.0936376 0.2972213 -4.87 FALSE
261570_at fatty acid elongase 3-ketoacyl-CoKCS1 AT1G01120 2.74 1.45 1.95 0.0937278 0.2973175 -4.87 TRUE
252286_at putative protein --- AT3G49070 1.18 0.24 1.95 0.0937442 0.2973175 -4.87 FALSE
252174_at  putative protein APRIL protein, H--- AT3G50690 -1.20 -0.27 -1.95 0.0937528 0.2973175 -4.87 FALSE
261390_at hypothetical protein similar to hyp--- AT1G35040 1.21 0.28 1.95 0.0937573 0.2973175 -4.87 FALSE
265457_at unknown protein  ; supported by --- AT2G46550 -1.32 -0.40 -1.95 0.0937241 0.2973175 -4.87 FALSE
260411_at hypothetical protein similar to GB--- AT1G69890 1.62 0.69 1.95 0.0937165 0.2973175 -4.87 FALSE
260025_at unknown protein ;supported by fu--- AT1G30070 -1.43 -0.52 -1.95 0.0938023 0.2974186 -4.87 FALSE
260200_at unknown protein  ; supported by --- AT1G67620 -1.26 -0.33 -1.95 0.0938175 0.2974256 -4.87 FALSE
254358_at  putative protein light induced pro--- AT4G22310 -1.18 -0.24 -1.95 0.0938535 0.2974572 -4.87 FALSE
250503_at putative protein similar to unknow--- AT5G09820 -1.37 -0.46 -1.95 0.0938439 0.2974572 -4.87 FALSE
262058_at Expressed protein ; supported by--- AT1G79990 1.19 0.25 1.95 0.0939449 0.2974738 -4.87 FALSE
245543_at glucosyltransferase --- AT4G15260 1.29 0.37 1.95 0.0939027 0.2974738 -4.87 FALSE
245386_at hypothetical protein ;supported b RALFL32 AT4G14010 1.68 0.75 1.95 0.0939346 0.2974738 -4.87 FALSE
262974_at hypothetical protein predicted by --- AT1G75550 -1.24 -0.31 -1.95 0.093938 0.2974738 -4.87 FALSE
258758_at  putative RING zinc finger protein--- AT3G10810 -1.40 -0.49 -1.95 0.0939494 0.2974738 -4.87 FALSE
255993_at hypothetical protein contains sim --- AT1G29770 1.21 0.27 1.95 0.0939124 0.2974738 -4.87 FALSE
245936_at putative protein predicted protein --- AT5G19850 1.33 0.41 1.95 0.0939501 0.2974738 -4.87 FALSE
264591_at hypothetical protein contains sim --- AT2G17670 -1.25 -0.32 -1.95 0.0940396 0.2975506 -4.87 FALSE
262066_at hypothetical protein contains sim --- AT1G79950 -1.51 -0.60 -1.95 0.0940358 0.2975506 -4.87 FALSE
265967_at nodulin-like protein  ; supported b--- AT2G37450 -1.36 -0.44 -1.95 0.0940188 0.2975506 -4.87 FALSE
259956_at unknown protein  ;supported by f RRA2 AT1G75110 -1.23 -0.30 -1.95 0.0940186 0.2975506 -4.87 FALSE



249316_s_aglutathione transferase-like ;suppATGSTT2 AT5G41220 // -1.25 -0.32 -1.95 0.0939888 0.2975506 -4.87 FALSE
256657_at unknown protein contains similar --- AT3G18860 -1.24 -0.31 -1.95 0.0940724 0.2976048 -4.87 FALSE
249380_at  glutaredoxin -like protein glutare --- AT5G40370 1.21 0.28 1.95 0.0940828 0.2976048 -4.87 FALSE
252741_at  putative protein predicted protein--- AT3G43280 -1.22 -0.29 -1.95 0.0941302 0.2977136 -4.87 FALSE
259368_at  aspartic protease, putative simila--- AT1G69100 1.23 0.30 1.95 0.094164 0.297748 -4.87 FALSE
252736_at  kinesin -like protein kinesin-like pTES AT3G43210 1.23 0.30 1.95 0.0941672 0.297748 -4.87 FALSE
253926_at hnRNP-like protein  ; supported b--- AT4G26650 1.23 0.29 1.95 0.0941817 0.2977527 -4.87 TRUE
258171_at unknown protein --- AT3G21610 1.25 0.32 1.95 0.0942401 0.2977986 -4.87 FALSE
252445_at  beta-D-glucan exohydrolase - lik--- AT3G47000 -1.25 -0.32 -1.95 0.0942485 0.2977986 -4.87 FALSE
251953_at  putative protein predicted proteinCPuORF51AT3G53668 // -1.29 -0.37 -1.95 0.0942128 0.2977986 -4.87 FALSE
262617_at unknown protein POR C AT1G03630 // -1.23 -0.30 -1.95 0.0942394 0.2977986 -4.87 FALSE
259435_at hypothetical protein similar to put--- AT1G01450 1.21 0.27 1.95 0.0942873 0.29788 -4.87 FALSE
256273_at  senescence-assocated protein, pTET6 AT3G12090 -1.29 -0.37 -1.95 0.0943599 0.2980547 -4.87 FALSE
246279_at homeodomain protein ATHB40 AT4G36740 1.35 0.43 1.95 0.0943688 0.2980547 -4.87 FALSE
267299_at putative glucosyltransferase --- AT2G30150 -1.33 -0.41 -1.95 0.0944312 0.2981562 -4.87 FALSE
250107_at  ids-4 protein - like ids-4 protein, SPX4 AT5G15330 -1.38 -0.47 -1.95 0.0944401 0.2981562 -4.87 FALSE
266968_at putative protein kinase contains a--- AT2G39360 1.69 0.76 1.95 0.0944193 0.2981562 -4.87 FALSE
255433_at putative xyloglucan endotransgly XTH9 AT4G03210 -1.66 -0.73 -1.95 0.0944624 0.2981725 -4.88 TRUE
262072_at hypothetical protein predicted by ZCF37 AT1G59590 1.75 0.81 1.95 0.0944714 0.2981725 -4.88 FALSE
259099_at unknown protein similar to GB:AA--- AT3G05010 -1.25 -0.33 -1.94 0.0945725 0.2984503 -4.88 FALSE
247037_at putative protein similar to unknowRALFL34 AT5G67070 2.95 1.56 1.94 0.0946366 0.29857 -4.88 TRUE
267231_at putative inositol polyphosphate 5 --- AT2G43900 -1.25 -0.32 -1.94 0.0946344 0.29857 -4.88 FALSE
248457_at putative protein contains similarit --- AT5G51420 1.35 0.43 1.94 0.0946527 0.2985795 -4.88 FALSE
262807_at unknown protein strong similarity --- AT1G11740 1.33 0.41 1.94 0.0947091 0.2986812 -4.88 FALSE
249238_at GAMM1 protein-like  ; supported --- AT5G41970 -1.24 -0.31 -1.94 0.0947112 0.2986812 -4.88 FALSE
266838_at similar to jasmonate-inducible pro--- AT2G25980 1.24 0.31 1.94 0.0947316 0.2987044 -4.88 FALSE
254870_at  KI domain interacting kinase 1 -l --- AT4G11900 1.55 0.63 1.94 0.0947851 0.2988319 -4.88 FALSE
252053_at syntaxin-like protein synt4  ;supp SYP122 AT3G52400 2.02 1.02 1.94 0.0948035 0.2988486 -4.88 FALSE
262977_at  transcription factor, putative simi--- AT1G75490 -1.29 -0.36 -1.94 0.0948171 0.29885 -4.88 FALSE
256589_at  cytochrome P450, putative contaCYP81D1 AT3G28740 3.06 1.61 1.94 0.0948369 0.2988523 -4.88 TRUE
264217_at hypothetical protein predicted by --- AT1G60190 2.73 1.45 1.94 0.094844 0.2988523 -4.88 FALSE
247214_at putative protein similar to unknow--- AT5G64850 -1.78 -0.84 -1.94 0.0948823 0.2989231 -4.88 TRUE
260582_at hypothetical protein predicted by --- AT2G47200 1.28 0.35 1.94 0.0948927 0.2989231 -4.88 FALSE
262074_at  glutathione S-transferase, putativATGSTU15AT1G59670 -1.48 -0.56 -1.94 0.0949878 0.2991814 -4.88 TRUE
267362_at hypothetical protein predicted by --- AT2G39910 -1.20 -0.27 -1.94 0.0950115 0.2992146 -4.88 FALSE



258551_at hypothetical protein predicted by --- AT3G06890 1.19 0.25 1.94 0.0950596 0.2993249 -4.88 FALSE
249862_at PGPD14 protein  ;supported by f --- AT5G22920 1.60 0.68 1.94 0.0950971 0.2994018 -4.88 FALSE
260679_at unknown protein --- AT1G07990 -1.21 -0.28 -1.94 0.0951558 0.2995038 -4.88 FALSE
250973_at  60S ribosomal protein - like 60S --- AT5G02870 -1.50 -0.59 -1.94 0.0951483 0.2995038 -4.88 FALSE
251214_at putative protein hypothetical prot --- AT3G62500 1.24 0.31 1.94 0.0952189 0.2996286 -4.88 FALSE
260513_at  cyanogenic beta-glucosidase, puBGLU36 AT1G51490 1.23 0.30 1.94 0.0952217 0.2996286 -4.88 FALSE
249798_at putative protein contains similarit --- AT5G23730 1.22 0.29 1.94 0.0952665 0.2997281 -4.88 FALSE
250147_at  putative protein predicted protein--- AT5G14600 -1.40 -0.48 -1.94 0.095309 0.2997793 -4.88 FALSE
266615_s_aputative monooxygenase  ;suppoCTF2A AT2G29720 // 2.19 1.13 1.94 0.0953069 0.2997793 -4.88 FALSE
245755_at hypothetical protein predicted by --- AT1G35210 3.71 1.89 1.94 0.0953234 0.299783 -4.88 FALSE
249807_at pectinacetylesterase --- AT5G23870 -1.38 -0.47 -1.94 0.0953957 0.2999277 -4.88 TRUE
259209_at  putative RNA-binding protein ide--- AT3G09160 1.18 0.24 1.94 0.0953933 0.2999277 -4.88 FALSE
247248_at putative protein contains similarit --- AT5G64560 1.48 0.56 1.94 0.0954144 0.2999454 -4.88 FALSE
261496_at  ethylene responsive element binERF12 AT1G28360 1.28 0.35 1.94 0.0954914 0.300146 -4.89 FALSE
250617_at  Mei2-like protein Mei2-like prote AML4 AT5G07290 1.29 0.37 1.94 0.095514 0.3001755 -4.89 FALSE
264295_at hypothetical protein predicted by --- AT1G78740 1.19 0.25 1.94 0.095531 0.3001877 -4.89 FALSE
246343_at putative protein --- AT3G56720 -1.18 -0.23 -1.94 0.0956066 0.3003838 -4.89 FALSE
AFFX-r2-At- Arabidopsis thaliana /REF=U849--- --- 1.18 0.24 1.94 0.0956543 0.3004508 -4.89 FALSE
261401_at  kinase, putative similar to Ste-20--- AT1G79640 -1.33 -0.41 -1.94 0.0956509 0.3004508 -4.89 FALSE
260950_s_a delta 9 desaturase, putative simi--- AT1G06090 // 1.29 0.37 1.94 0.0956773 0.3004818 -4.89 FALSE
248177_at putative protein strong similarity t--- AT5G54630 -1.22 -0.29 -1.94 0.0957267 0.3005955 -4.89 FALSE
259766_at unknown protein ;supported by fu--- AT1G64360 1.49 0.57 1.94 0.0957479 0.3006207 -4.89 TRUE
257372_at hypothetical protein predicted by --- AT2G43220 1.22 0.29 1.94 0.0957702 0.3006493 -4.89 FALSE
254080_at fibrillarin 2 (AtFib2) identical to fibFIB2 AT4G25630 -1.87 -0.90 -1.94 0.0958419 0.300772 -4.89 FALSE
261162_at hypothetical protein predicted by --- AT1G34440 1.29 0.37 1.94 0.0958448 0.300772 -4.89 FALSE
255333_at putative polyprotein --- --- 1.21 0.28 1.94 0.0958488 0.300772 -4.89 FALSE
266942_at putative ATP binding protein TXND9 AT2G18990 -1.43 -0.51 -1.93 0.0959267 0.3009748 -4.89 FALSE
248010_at peroxisomal targeting signal typePEX5 AT5G56290 -1.21 -0.27 -1.93 0.0959732 0.3009965 -4.89 FALSE
253984_at  isp4 like protein isp4 protein -Sc OPT5 AT4G26590 1.26 0.34 1.93 0.0959666 0.3009965 -4.89 FALSE
245894_at putative protein  ; supported by fu--- AT5G09310 -1.21 -0.28 -1.93 0.0959719 0.3009965 -4.89 FALSE
253349_at putative protein --- --- -1.20 -0.27 -1.93 0.0960754 0.3012758 -4.89 FALSE
249337_at putative protein contains similarit --- AT5G41080 2.31 1.21 1.93 0.0961459 0.3014554 -4.89 FALSE
253886_at  cytochrome P450 - like protein cCYP709B3 AT4G27710 -1.22 -0.29 -1.93 0.0962079 0.3015668 -4.89 FALSE
255763_at hypothetical protein predicted by --- AT1G16730 -1.30 -0.38 -1.93 0.0962006 0.3015668 -4.89 FALSE
252411_at  putative protein PMP31 protein -PEX11B AT3G47430 -1.58 -0.66 -1.93 0.0962263 0.301576 -4.89 TRUE



AFFX-r2-BsB. subtilis /GEN=lys /DB_XREF=--- --- -1.48 -0.57 -1.93 0.0962373 0.301576 -4.89 FALSE
258166_at  WD-repeat protein, putative cont--- AT3G21540 -1.56 -0.64 -1.93 0.0963234 0.3017866 -4.89 FALSE
258460_at unknown protein ECT6 AT3G17330 -1.31 -0.39 -1.93 0.0963309 0.3017866 -4.89 FALSE
251654_at putative protein several hypothet SDP1-LIKE AT3G57140 1.21 0.28 1.93 0.096379 0.3018959 -4.89 FALSE
251437_at  putative protein hypothetical pro --- AT3G59910 -1.21 -0.27 -1.93 0.0963945 0.3018965 -4.89 FALSE
261633_at hypothetical protein predicted by --- AT1G49930 -1.22 -0.29 -1.93 0.0964057 0.3018965 -4.89 FALSE
263154_at Expressed protein ; supported by--- AT1G54110 -1.30 -0.38 -1.93 0.0964536 0.3020051 -4.89 FALSE
247645_at  late embryonic abundant protein --- AT5G60530 1.23 0.30 1.93 0.0964694 0.3020131 -4.90 FALSE
246459_at  receptor protein kinase -like prot --- AT5G16900 1.23 0.30 1.93 0.0965122 0.3021057 -4.90 FALSE
267224_at hypothetical protein predicted by --- AT2G43990 -1.30 -0.38 -1.93 0.0966049 0.3023127 -4.90 FALSE
252956_at farnesylated protein (ATFP6)  ; s ATFP6 AT4G38580 -1.73 -0.79 -1.93 0.0966008 0.3023127 -4.90 FALSE
266868_at hypothetical protein predicted by --- AT2G44630 -1.23 -0.30 -1.93 0.0966272 0.302341 -4.90 FALSE
253757_at rac GTP binding protein Arac7  ; ROP9 AT4G28950 1.28 0.36 1.93 0.0967326 0.302422 -4.90 FALSE
255276_at  putative fatty acid desaturase simDES-1-LIKEAT4G04930 1.21 0.28 1.93 0.0967186 0.302422 -4.90 FALSE
256296_at hypothetical protein --- AT1G69480 1.21 0.28 1.93 0.0967273 0.302422 -4.90 FALSE
257327_at hypothetical protein --- --- 1.46 0.55 1.93 0.0967017 0.302422 -4.90 FALSE
262329_at hypothetical protein similar to hyp--- AT1G64090 -1.20 -0.27 -1.93 0.0966894 0.302422 -4.90 FALSE
249271_at myosin heavy chain-like protein CIP1 AT5G41790 -1.41 -0.50 -1.93 0.0967065 0.302422 -4.90 FALSE
255261_s_a putative protein equilibrative nucFUR1 AT4G05110 // 1.84 0.88 1.93 0.096769 0.3024942 -4.90 FALSE
258952_at putative RNase H contains Pfam --- AT3G01410 1.29 0.37 1.93 0.0967951 0.3025344 -4.90 FALSE
255923_at hypothetical protein contains Pfa --- AT1G22180 1.81 0.86 1.93 0.0968291 0.3025994 -4.90 TRUE
258637_at putative RHO GDP-dissociation i --- AT3G07880 -1.30 -0.38 -1.93 0.0968574 0.302645 -4.90 FALSE
267412_at putative vacuolar sorting recepto --- AT2G34940 1.95 0.96 1.93 0.0968703 0.302645 -4.90 FALSE
257086_at hypothetical protein predicted by --- AT3G20490 -1.38 -0.47 -1.93 0.0969033 0.3026652 -4.90 FALSE
252995_at hypothetical protein  ;supported b--- AT4G38370 -1.31 -0.39 -1.93 0.0969013 0.3026652 -4.90 FALSE
263533_at putative Rieske iron-sulfur proteinTIC55 AT2G24820 -1.18 -0.24 -1.93 0.0970062 0.3027097 -4.90 FALSE
257002_at  oligouridylate binding protein, pu--- AT3G14100 -1.32 -0.40 -1.93 0.0969608 0.3027097 -4.90 FALSE
246921_at  putative protein small unique nuc--- AT5G25080 -1.39 -0.48 -1.93 0.0969823 0.3027097 -4.90 FALSE
254537_at  putative protein chitinase / lysoz --- AT4G19730 1.26 0.34 1.93 0.0970295 0.3027097 -4.90 FALSE
249133_at putative protein strong similarity tTAF4 AT5G43130 -1.19 -0.26 -1.93 0.0969714 0.3027097 -4.90 FALSE
246428_at  spindle pole body protein-like sp --- AT5G17410 -1.31 -0.39 -1.93 0.0970078 0.3027097 -4.90 FALSE
263935_at unknown protein PUB23 AT2G35930 3.82 1.93 1.93 0.0969344 0.3027097 -4.90 FALSE
267142_at putative ammonium transporter ATAMT2 AT2G38290 1.52 0.60 1.93 0.097037 0.3027097 -4.90 FALSE
258784_at unknown protein --- AT3G11770 -1.45 -0.53 -1.93 0.0970131 0.3027097 -4.90 FALSE
266500_at Expressed protein ; supported byPLA2-ALPHAT2G06925 -1.47 -0.56 -1.93 0.097052 0.3027153 -4.90 FALSE



254818_at  pEARLI 1-like protein Arabidops --- AT4G12470 -2.51 -1.33 -1.93 0.0970894 0.302769 -4.90 FALSE
267288_at similar to cold acclimation protein--- AT2G23680 2.02 1.02 1.93 0.0970958 0.302769 -4.90 FALSE
252071_at  putative protein DNA helicase ho--- AT3G51690 1.18 0.24 1.93 0.0971561 0.3029157 -4.90 FALSE
246402_at  jasmonate inducible protein, puta--- AT1G57570 1.20 0.26 1.93 0.0972198 0.3030313 -4.90 FALSE
250868_at  malate synthase -like protein maMLS AT5G03860 -1.39 -0.47 -1.93 0.0972103 0.3030313 -4.90 FALSE
266995_at putative cytochrome P450 CYP710A1 AT2G34500 2.59 1.37 1.93 0.097263 0.3030833 -4.90 TRUE
247060_at succinate dehydrogenase flavoprSDH1-1 AT5G66760 1.95 0.96 1.93 0.0972533 0.3030833 -4.90 FALSE
256744_at  ATHP2, putative similar to ATHPAHP2 AT3G29350 -1.29 -0.37 -1.92 0.0973326 0.3032173 -4.90 FALSE
253487_at  ribosomal protein S6 - like ribosoRPS6 AT4G31700 -1.76 -0.81 -1.92 0.0973232 0.3032173 -4.90 FALSE
266710_at putative Ser/Thr protein kinase --- AT2G46850 1.24 0.31 1.92 0.097355 0.3032455 -4.90 FALSE
245247_at scarecrow-like 13 (SCL13) ; suppSCL13 AT4G17230 1.82 0.87 1.92 0.0973996 0.303343 -4.90 FALSE
259644_at unknown protein --- AT1G68910 -1.30 -0.38 -1.92 0.0974237 0.3033767 -4.90 FALSE
258914_at hypothetical protein predicted by AGP27 AT3G06360 1.20 0.27 1.92 0.0974833 0.3035204 -4.91 FALSE
259307_at unknown protein similar to MICR --- AT3G05230 1.33 0.41 1.92 0.0974965 0.3035204 -4.91 FALSE
247825_at  RNA/ssDNA-binding protein - lik TAF15b AT5G58470 1.27 0.34 1.92 0.0975426 0.3036227 -4.91 FALSE
265916_at hypothetical protein similar to En/--- --- 1.23 0.30 1.92 0.0975891 0.3037038 -4.91 FALSE
245594_at acylaminoacyl-peptidase like pro --- AT4G14570 -1.39 -0.47 -1.92 0.0975953 0.3037038 -4.91 FALSE
249143_at putative protein strong similarity t--- AT5G43230 1.19 0.25 1.92 0.097674 0.3038537 -4.91 FALSE
263601_s_adihydrofolate reductase-thymidylaTHY-1 AT2G16370 // -1.33 -0.41 -1.92 0.0976834 0.3038537 -4.91 FALSE
265842_at putative AP2 domain transcriptionERF38 AT2G35700 -1.61 -0.69 -1.92 0.09766 0.3038537 -4.91 FALSE
264356_at putative DNA repair protein StronUVH6 AT1G03190 -1.23 -0.30 -1.92 0.0977702 0.3040559 -4.91 FALSE
266040_at hypothetical protein --- AT2G07738 1.20 0.26 1.92 0.0977751 0.3040559 -4.91 FALSE
253029_at hypothetical protein FRS9 AT4G38170 -1.59 -0.67 -1.92 0.0978082 0.3041175 -4.91 FALSE
258908_at putative dehydroquinase shikimaMEE32 AT3G06350 1.37 0.45 1.92 0.0978408 0.3041774 -4.91 FALSE
259958_at  leucine-rich repeat transmembraSRF6 AT1G53730 -1.26 -0.33 -1.92 0.0978806 0.3042594 -4.91 TRUE
265538_at unknown protein predicted by ge --- AT2G15860 -1.34 -0.42 -1.92 0.0979221 0.3042753 -4.91 FALSE
265628_at hypothetical protein predicted by --- AT2G27290 -1.45 -0.54 -1.92 0.0979164 0.3042753 -4.91 FALSE
266739_at unknown protein predicted by ge --- AT2G46730 -1.24 -0.31 -1.92 0.0979257 0.3042753 -4.91 FALSE
253090_at beta-galactosidase like protein ; sBGAL3 AT4G36360 2.52 1.33 1.92 0.0979523 0.3043165 -4.91 FALSE
252167_at  putative protein steroid dehydrog--- AT3G50560 -1.28 -0.36 -1.92 0.0980344 0.3044841 -4.91 TRUE
266374_at putative retroelement pol polypro --- --- 1.32 0.40 1.92 0.0980275 0.3044841 -4.91 FALSE
261756_at Expressed protein ; supported by--- AT1G08315 1.59 0.67 1.92 0.0980487 0.3044841 -4.91 FALSE
261344_at hypothetical protein similar to hyp--- AT1G79710 1.23 0.30 1.92 0.0980596 0.3044841 -4.91 FALSE
257092_at unknown protein DDL AT3G20550 -1.33 -0.41 -1.92 0.0980959 0.3045552 -4.91 FALSE
264341_at hypothetical protein predicted by --- AT1G70270 1.20 0.26 1.92 0.0981313 0.3045821 -4.91 FALSE



264265_at unknown protein  ; supported by --- AT1G09280 -1.31 -0.39 -1.92 0.0981294 0.3045821 -4.91 FALSE
245211_at  putative protein similarity to sec1SEC10 AT5G12370 -1.19 -0.25 -1.92 0.0982101 0.3047855 -4.91 FALSE
246332_at  putative protein phosphatidylcho--- AT3G44830 1.31 0.39 1.92 0.0982467 0.3048575 -4.91 FALSE
246906_at Expressed protein ; supported by--- AT5G25475 -1.23 -0.30 -1.92 0.098274 0.3049007 -4.91 FALSE
253373_at lysine-ketoglutarate reductase/sa--- AT4G33150 1.87 0.90 1.92 0.098305 0.3049555 -4.91 TRUE
259802_at  thionin identical to GI:1181531 frTHI2.1 AT1G72260 3.77 1.91 1.92 0.0983238 0.3049723 -4.91 FALSE
263260_at  putative protein-tyrosine phosph OTS2 AT1G10570 -1.21 -0.28 -1.92 0.0983464 0.3050009 -4.91 FALSE
263496_at unknown protein  ; supported by --- AT2G42570 -1.34 -0.42 -1.92 0.0983781 0.3050576 -4.91 FALSE
264294_at hypothetical protein similar to hea--- AT1G78750 -1.24 -0.31 -1.92 0.0983961 0.305072 -4.91 FALSE
253777_at SOF1 protein-like protein SOF1 (--- AT4G28450 -1.72 -0.78 -1.92 0.098431 0.3051041 -4.91 TRUE
245611_at hypothetical protein --- AT4G14390 1.38 0.46 1.92 0.0984464 0.3051041 -4.91 FALSE
263994_at putative VSF-1-like b-ZIP transcr --- AT2G12900 1.20 0.26 1.92 0.0984466 0.3051041 -4.91 FALSE
245333_at Expressed protein ; supported by--- AT4G14615 -1.18 -0.24 -1.92 0.0984616 0.3051092 -4.91 FALSE
256982_at unknown protein ECT2 AT3G13460 -1.24 -0.31 -1.92 0.0984768 0.3051148 -4.91 FALSE
251169_at  putative protein putative protein MARD1 AT3G63210 -1.63 -0.70 -1.92 0.0985643 0.3051373 -4.92 TRUE
247108_at ReMembR-H2 protein JR700 (gbRMR1 AT5G66160 -1.28 -0.36 -1.92 0.0985149 0.3051373 -4.92 FALSE
260614_at hypothetical protein contains Pfa --- AT1G53390 1.20 0.26 1.92 0.098551 0.3051373 -4.92 FALSE
265323_at putative syntaxin SYP112 AT2G18260 -1.33 -0.41 -1.92 0.0985294 0.3051373 -4.92 FALSE
258369_at putative pectin methylesterase si ATPME3 AT3G14310 -1.28 -0.36 -1.92 0.0985425 0.3051373 -4.92 FALSE
258378_at hypothetical protein contains sim --- AT3G17490 1.21 0.28 1.92 0.0985096 0.3051373 -4.92 FALSE
255281_at contains similarity to glucan synthGSL1 AT4G04970 1.18 0.24 1.92 0.098583 0.3051538 -4.92 FALSE
267008_at putative ABC transporter --- AT2G39350 1.42 0.50 1.92 0.0986159 0.3052141 -4.92 TRUE
247855_at similar to unknown protein (sp|P2--- AT5G58210 -1.33 -0.41 -1.92 0.0986501 0.3052217 -4.92 FALSE
259441_at  cathepsin B-like cysteine proteas--- AT1G02300 -1.31 -0.39 -1.92 0.0986718 0.3052217 -4.92 FALSE
246655_at hypothetical protein --- AT5G35230 1.23 0.30 1.92 0.0986683 0.3052217 -4.92 FALSE
262477_at hypothetical protein contains sim --- AT1G11220 1.38 0.47 1.92 0.0986661 0.3052217 -4.92 FALSE
265858_at putative ribophorin I --- AT2G01720 -1.30 -0.38 -1.92 0.0986992 0.305265 -4.92 FALSE
263350_at alanine-glyoxylate aminotransferaAGT AT2G13360 -1.40 -0.49 -1.91 0.0987227 0.3052963 -4.92 FALSE
259254_at  putative P-protein: chorismate mADT2 AT3G07630 -1.27 -0.35 -1.91 0.0987412 0.305312 -4.92 FALSE
266526_at putative tetracycline transporter p--- AT2G16980 1.27 0.34 1.91 0.0987797 0.3053896 -4.92 FALSE
248099_at DNA topoisomerase I (sp P30181TOP1ALPHAT5G55300 -1.21 -0.27 -1.91 0.0988237 0.3054543 -4.92 FALSE
245283_at Expressed protein ; supported byAT-HSFA5 AT4G13980 1.26 0.33 1.91 0.0988274 0.3054543 -4.92 FALSE
251851_at  structural maintenance of chromTTN8 AT3G54670 -1.25 -0.32 -1.91 0.0988862 0.3055569 -4.92 FALSE
253626_at  F-box protein family, AtFBL19 co--- AT4G30640 1.44 0.53 1.91 0.0988874 0.3055569 -4.92 FALSE
245855_at sulfate transporter  ; supported b SULTR4;1 AT5G13550 1.37 0.45 1.91 0.0989041 0.305567 -4.92 FALSE



253482_at Expressed protein ; supported by--- AT4G31985 -1.74 -0.80 -1.91 0.0989332 0.30561 -4.92 FALSE
254385_s_a putative protein CGI-131 protein ATMSRB7 AT4G21830 // 5.93 2.57 1.91 0.0989447 0.30561 -4.92 FALSE
262350_at putative glutathione peroxidase  ATGPX4 AT2G48150 1.23 0.29 1.91 0.0989843 0.3056907 -4.92 FALSE
258906_at  unknown protein similar to C-termATTLP9 AT3G06380 -1.29 -0.36 -1.91 0.0990024 0.3057023 -4.92 FALSE
264907_at unknown protein similar to S.pom--- AT2G17280 1.82 0.87 1.91 0.0990221 0.3057023 -4.92 FALSE
259900_at c-Jun coactivator-like protein (AJ CSN5B AT1G71230 -1.19 -0.25 -1.91 0.0990282 0.3057023 -4.92 FALSE
256584_at unknown protein --- AT3G28750 1.22 0.29 1.91 0.0990493 0.3057258 -4.92 FALSE
259373_at hypothetical protein predicted by --- AT1G69160 1.72 0.78 1.91 0.0991107 0.3058327 -4.92 FALSE
252775_s_a putative protein various predicte --- --- -1.23 -0.30 -1.91 0.0990997 0.3058327 -4.92 FALSE
261698_at unknown protein identical to hypo--- AT1G32630 -1.30 -0.38 -1.91 0.0991387 0.3058615 -4.92 FALSE
249116_at putative protein similar to unknow--- AT5G43820 // -1.31 -0.39 -1.91 0.0991469 0.3058615 -4.92 FALSE
266779_at putative ligand-gated ion channe ATGLR2.9 AT2G29100 1.28 0.35 1.91 0.0991823 0.3059295 -4.92 FALSE
248676_at putative protein similar to unknowATSDI1 AT5G48850 -2.18 -1.12 -1.91 0.0992326 0.3060108 -4.92 TRUE
256289_s_a serine carboxypeptidase, putativscpl14 AT3G12230 // 1.71 0.78 1.91 0.0992355 0.3060108 -4.92 FALSE
256148_at hypothetical protein similar to put--- AT1G55090 -1.19 -0.25 -1.91 0.0992824 0.3061139 -4.92 FALSE
247489_at  carbonyl reductase - like protein --- AT5G61830 -1.27 -0.34 -1.91 0.0993306 0.30618 -4.92 FALSE
AFFX-Athal Arabidopsis thaliana /REF=U849 --- --- 1.27 0.34 1.91 0.0993272 0.30618 -4.92 FALSE
251012_at putative protein  ;supported by fu --- AT5G02580 -3.14 -1.65 -1.91 0.0993586 0.3062247 -4.92 FALSE
266852_at hypothetical protein predicted by --- AT2G26810 -1.23 -0.30 -1.91 0.0994302 0.3064042 -4.92 FALSE
258847_at unknown protein  ; supported by --- AT3G03100 -1.20 -0.27 -1.91 0.0994841 0.3064047 -4.92 FALSE
265941_s_a recA, putative similar to GB:CAA--- AT2G19490 // -1.42 -0.51 -1.91 0.0994758 0.3064047 -4.92 FALSE
262490_at hypothetical protein predicted by UREF AT1G21840 -1.31 -0.38 -1.91 0.099448 0.3064047 -4.92 FALSE
248002_at Expressed protein ; supported byATARP8 AT5G56180 1.35 0.43 1.91 0.099469 0.3064047 -4.92 FALSE
252673_at  CCR4-associated factor 1-like pr--- AT3G44240 1.24 0.30 1.91 0.0995189 0.3064704 -4.92 FALSE
259175_at unknown protein --- AT3G01560 -1.29 -0.37 -1.91 0.0995601 0.3065559 -4.93 FALSE
257124_at  hexokinase, putative similar to h ATHXK4 AT3G20040 1.24 0.31 1.91 0.0996797 0.3068412 -4.93 FALSE
247500_at  putative protein B2 protein, Dauc--- AT5G61910 1.38 0.47 1.91 0.0996712 0.3068412 -4.93 FALSE
248201_at putative protein similar to unknowPTAC15 AT5G54180 -1.58 -0.66 -1.91 0.0996943 0.306845 -4.93 FALSE
244906_at hypothetical protein --- ATMG00690 1.23 0.30 1.91 0.0997956 0.307038 -4.93 FALSE
255058_s_a putative protein various hypothe --- --- 1.19 0.25 1.91 0.0997737 0.307038 -4.93 FALSE
258163_at  aldose 1-epimerase, putative sim--- AT3G17940 -1.23 -0.29 -1.91 0.0997974 0.307038 -4.93 FALSE
252073_at hypothetical protein --- AT3G51750 -2.32 -1.21 -1.91 0.0998176 0.3070585 -4.93 FALSE
263306_at putative serine carboxypeptidaseSCPL43 AT2G12480 1.22 0.29 1.91 0.0999042 0.3072834 -4.93 FALSE
251163_at  putative protein S1R protein - Ho--- AT3G63310 1.19 0.25 1.91 0.0999628 0.3074224 -4.93 FALSE
260416_at putative cullin similar to cullin 3 GCUL3B AT1G69670 -1.23 -0.30 -1.91 0.0999798 0.3074331 -4.93 FALSE



251176_at  Ca2+-transporting ATPase -like --- AT3G63380 2.21 1.14 1.91 0.1000448 0.3075503 -4.93 TRUE
253809_at  putative (1-4)-beta-mannan endo--- AT4G28320 -1.34 -0.43 -1.91 0.1000401 0.3075503 -4.93 FALSE
264150_at  unknown protein similar to FUS5FUS5 AT1G02090 1.21 0.27 1.91 0.1000715 0.3075908 -4.93 FALSE
263047_at putative phosphoserine aminotra --- AT2G17630 -1.57 -0.65 -1.91 0.100115 0.3076 -4.93 FALSE
248204_at myosin heavy chain ATM2 AT5G54280 1.32 0.40 1.91 0.1001099 0.3076 -4.93 FALSE
260158_at unknown protein --- AT1G79910 1.26 0.33 1.91 0.1001054 0.3076 -4.93 FALSE
257994_at unknown protein --- AT3G19920 1.36 0.44 1.91 0.1001451 0.3076511 -4.93 FALSE
262230_at alpha-xylosidase precursor identiXYL1 AT1G68560 -1.65 -0.73 -1.90 0.1001785 0.3076709 -4.93 FALSE
249436_at  putative protein crp1 protein - Ze--- AT5G39980 -1.40 -0.49 -1.90 0.1001651 0.3076709 -4.93 FALSE
244902_at NADH dehydrogenase subunit 4L--- ATMG00650 1.27 0.35 1.90 0.1002885 0.3079672 -4.93 TRUE
262135_at  AP2 domain containing protein, RAP2.4 AT1G78080 1.53 0.61 1.90 0.1003153 0.3080081 -4.93 FALSE
258736_at unknown protein --- AT3G05900 -1.41 -0.49 -1.90 0.1003437 0.3080124 -4.93 TRUE
250822_at unknown protein --- AT5G05230 -1.21 -0.27 -1.90 0.1003358 0.3080124 -4.93 FALSE
249009_at unknown protein  ; supported by MAP18 AT5G44610 1.43 0.52 1.90 0.1003578 0.3080143 -4.93 FALSE
262860_at unknown protein APO1 AT1G64810 -1.32 -0.40 -1.90 0.1004211 0.3081671 -4.93 FALSE
255591_at putative expansin ATEXPA17 AT4G01630 1.24 0.32 1.90 0.1004401 0.3081839 -4.93 FALSE
248136_at RNA helicase-like protein --- AT5G54910 -1.48 -0.56 -1.90 0.1004779 0.3082582 -4.93 FALSE
267107_at hypothetical protein predicted by --- --- 1.24 0.31 1.90 0.1005108 0.3083179 -4.93 FALSE
249089_at  ATPase, calcium-transporting   --- AT5G44240 1.18 0.24 1.90 0.1005336 0.3083462 -4.93 FALSE
252850_at putative protein  ;supported by fu --- AT4G39880 -1.32 -0.40 -1.90 0.1005547 0.3083694 -4.93 FALSE
264656_at unknown protein Contains similar--- AT1G09010 -1.22 -0.29 -1.90 0.1005871 0.3084275 -4.93 FALSE
263658_at unknown protein EST gb|T21788--- AT1G04490 1.22 0.29 1.90 0.1006197 0.308486 -4.94 FALSE
266035_at enoyl-ACP reductase (enr-A) MOD1 AT2G05990 -1.53 -0.62 -1.90 0.1006542 0.3085503 -4.94 FALSE
250492_at  putative protein Requiem proteinATXR5 AT5G09790 1.26 0.33 1.90 0.1006852 0.3086039 -4.94 FALSE
255891_at hypothetical protein predicted by EGY3 AT1G17870 1.29 0.37 1.90 0.1007438 0.308742 -4.94 FALSE
252133_at  hypothetical protein hypothetical --- AT3G50900 2.01 1.00 1.90 0.1007863 0.3087891 -4.94 FALSE
253972_at  putative protein Uvi31, SchizosaCPSUFE AT4G26500 -1.17 -0.23 -1.90 0.1007761 0.3087891 -4.94 FALSE
255226_at  UV-damaged DNA binding facto DDB1A AT4G05420 -1.21 -0.28 -1.90 0.1008317 0.3088303 -4.94 FALSE
257869_at  ER lumen protein retaining recep--- AT3G25160 1.20 0.26 1.90 0.1008295 0.3088303 -4.94 FALSE
264989_at unknown protein ; supported by c--- AT1G27200 -1.36 -0.44 -1.90 0.1008403 0.3088303 -4.94 FALSE
258423_at hypothetical protein predicted by --- AT3G16730 -1.20 -0.26 -1.90 0.1008976 0.3088398 -4.94 FALSE
260284_at unknown protein  ; supported by --- AT1G80380 -1.21 -0.28 -1.90 0.1008733 0.3088398 -4.94 FALSE
251875_at  putative protein various predicte --- AT3G54270 1.30 0.38 1.90 0.1008962 0.3088398 -4.94 FALSE
247228_at trehalose-6-phosphate phosphata--- AT5G65140 2.00 1.00 1.90 0.1008712 0.3088398 -4.94 FALSE
251375_at  putative protein various predicte --- AT3G60410 1.37 0.45 1.90 0.100933 0.3089066 -4.94 FALSE



260738_at hypothetical protein predicted by --- AT1G14990 -1.22 -0.29 -1.90 0.1009604 0.3089123 -4.94 FALSE
263787_at unknown protein  ; supported by --- AT2G46420 -1.38 -0.46 -1.90 0.1009821 0.3089123 -4.94 FALSE
245789_at hypothetical protein similar to hyp--- AT1G32090 1.55 0.63 1.90 0.100989 0.3089123 -4.94 FALSE
248964_at cytochrome P450 CYP707A3 AT5G45340 1.86 0.90 1.90 0.1009787 0.3089123 -4.94 FALSE
244990_s_ahypothetical protein --- --- -1.63 -0.71 -1.90 0.101004 0.3089168 -4.94 FALSE
261287_at hypothetical protein predicted by --- AT1G37020 1.18 0.23 1.90 0.1010316 0.3089596 -4.94 FALSE
267273_at putative non-LTR retroelement re--- AT2G02520 1.19 0.25 1.90 0.1010483 0.3089693 -4.94 FALSE
253189_at putative protein --- AT4G35335 -1.40 -0.48 -1.90 0.1011982 0.3091131 -4.94 FALSE
259075_at  putative N2,N2-dimethylguanosi --- AT3G02320 -1.26 -0.34 -1.90 0.1011622 0.3091131 -4.94 FALSE
260527_at unknown protein  ;supported by f --- AT2G47270 -2.16 -1.11 -1.90 0.1012037 0.3091131 -4.94 FALSE
267322_at putative leucine-rich-repeat prote--- AT2G19330 1.20 0.27 1.90 0.1011343 0.3091131 -4.94 FALSE
256882_at  RNA-binding protein, putative sim--- AT3G26420 // -1.32 -0.40 -1.90 0.1011877 0.3091131 -4.94 FALSE
259390_at hypothetical protein predicted by --- AT1G06340 1.24 0.32 1.90 0.1011914 0.3091131 -4.94 FALSE
246204_at putative protein ; supported by cD--- AT4G37020 -1.24 -0.32 -1.90 0.1011777 0.3091131 -4.94 FALSE
252345_at hypothetical protein --- AT3G48640 1.39 0.47 1.90 0.1011628 0.3091131 -4.94 FALSE
264609_at unknown protein  ;supported by f --- AT1G04530 -1.50 -0.58 -1.90 0.1012276 0.3091447 -4.94 FALSE
265676_at putative CCR4-associated factor --- AT2G32070 -1.21 -0.28 -1.90 0.101246 0.3091595 -4.94 FALSE
254372_at  putative protein predicted protein--- AT4G21620 -1.53 -0.61 -1.90 0.1012644 0.3091743 -4.94 FALSE
258150_at hypothetical protein  ;supported b--- AT3G18160 -1.53 -0.62 -1.90 0.1013313 0.3093372 -4.94 FALSE
266771_s_aunknown protein --- AT2G03010 // -1.22 -0.29 -1.90 0.1013723 0.3093384 -4.94 FALSE
258604_at putative N-acetlytransferase cont--- AT3G02980 -1.29 -0.37 -1.90 0.1013751 0.3093384 -4.94 FALSE
256096_at unknown protein --- AT1G13650 -1.62 -0.69 -1.90 0.101349 0.3093384 -4.94 FALSE
259084_at putative inner mitochondrial memATTIM23-3 AT3G04800 1.24 0.31 1.90 0.101386 0.3093384 -4.94 FALSE
249988_at  putative protein predicted protein--- AT5G18310 1.32 0.40 1.90 0.1014515 0.3094142 -4.94 FALSE
255689_at hypothetical protein --- AT4G00670 1.19 0.25 1.90 0.101443 0.3094142 -4.94 FALSE
249227_at peroxidase (emb|CAA66960.1) --- AT5G42180 1.23 0.29 1.90 0.1014302 0.3094142 -4.94 FALSE
253919_at putative protein  ; supported by fu--- AT4G27350 1.55 0.63 1.90 0.1014714 0.3094335 -4.94 FALSE
252649_at  putative protein histone deacetylHDA9 AT3G44680 -1.19 -0.25 -1.90 0.1016173 0.3097541 -4.94 FALSE
256815_at unknown protein contains Pfam p--- AT3G21380 1.23 0.29 1.90 0.1015945 0.3097541 -4.94 FALSE
258095_at dual-specificity protein phosphata--- AT3G23610 -1.28 -0.36 -1.90 0.101612 0.3097541 -4.94 FALSE
258936_s_a hypothetical protein similar to hy --- --- 1.22 0.29 1.89 0.1016359 0.3097694 -4.94 FALSE
255734_at hypothetical protein similar to put--- AT1G25550 -1.36 -0.44 -1.89 0.1017075 0.3099066 -4.95 FALSE
266766_at hypothetical protein predicted by PAP14 AT2G46880 1.50 0.58 1.89 0.1017081 0.3099066 -4.95 FALSE
249635_at putative glucan synthase glucan ATGSL09 AT5G36870 1.25 0.32 1.89 0.1017572 0.3100151 -4.95 FALSE
250904_at subtilisin-like serine protease con--- AT5G03620 1.21 0.28 1.89 0.1017774 0.3100351 -4.95 FALSE



259899_at hypothetical protein predicted by --- AT1G71210 -1.34 -0.42 -1.89 0.1018369 0.310098 -4.95 FALSE
249577_at  calmodulin-binding heat-shock p--- AT5G37710 1.40 0.48 1.89 0.1018387 0.310098 -4.95 FALSE
248894_at unknown protein --- AT5G46320 1.25 0.33 1.89 0.1018388 0.310098 -4.95 FALSE
245645_at  F5A9.19 unknown protein; similaATMAP70-2AT1G24764 -1.37 -0.46 -1.89 0.1018531 0.3101001 -4.95 FALSE
251124_s_a laccase -like protein lac110 laccaLAC8 AT5G01040 // 2.80 1.48 1.89 0.1018943 0.3101011 -4.95 FALSE
246310_at sulfate transporter ATST1  ; suppSULTR3;1 AT3G51895 1.43 0.52 1.89 0.1018928 0.3101011 -4.95 FALSE
257906_at  ribosomal protein, putative similaATL5 AT3G25520 -1.70 -0.77 -1.89 0.1018878 0.3101011 -4.95 FALSE
252336_at  putative protein N7 protein - Med--- AT3G48880 1.21 0.28 1.89 0.1019858 0.3103384 -4.95 FALSE
264983_at hypothetical protein predicted by --- AT1G27240 1.22 0.28 1.89 0.1020103 0.3103478 -4.95 FALSE
253937_at  putative NPK1-related protein kinMAPKKK16AT4G26890 -1.45 -0.54 -1.89 0.1020161 0.3103478 -4.95 FALSE
247738_at  putative protein myosin heavy ch--- AT5G59210 -1.27 -0.35 -1.89 0.1020676 0.3104629 -4.95 FALSE
266679_at putative helicase ; supported by c--- AT2G03270 1.26 0.33 1.89 0.10215 0.3106721 -4.95 FALSE
248948_at putative protein strong similarity t--- AT5G45560 -1.36 -0.44 -1.89 0.1021786 0.3107179 -4.95 FALSE
245031_at putative mitochondrial carrier pro --- AT2G26360 -1.20 -0.26 -1.89 0.1022299 0.3108322 -4.95 FALSE
244928_s_ahypothetical protein --- AT2G07716 1.23 0.30 1.89 0.1022457 0.310839 -4.95 FALSE
245640_at  helix-loop-helix protein homolog --- AT1G25330 1.23 0.30 1.89 0.1023277 0.3110467 -4.95 FALSE
257901_at hypothetical protein predicted by --- --- 1.24 0.30 1.89 0.1023797 0.3111634 -4.95 FALSE
259383_at  putative lectin contains Pfam proJR1 AT3G16470 2.70 1.43 1.89 0.1024377 0.3112567 -4.95 FALSE
251217_at  Sar1-like GTP binding protein sm--- AT3G62560 -1.26 -0.33 -1.89 0.1024287 0.3112567 -4.95 FALSE
245746_at  bHLH transcription factor, putativ--- AT1G51070 1.31 0.39 1.89 0.1024928 0.3113475 -4.95 FALSE
261789_at  40S ribosomal protein S12, puta --- AT1G15930 -1.59 -0.67 -1.89 0.1024949 0.3113475 -4.95 FALSE
245083_at putative integral membrane proteATRER1C1AT2G23310 -1.25 -0.32 -1.89 0.1025823 0.3115717 -4.95 FALSE
256140_at hypothetical protein contains sim --- AT1G48650 -1.37 -0.46 -1.89 0.1026672 0.3117878 -4.95 FALSE
262290_at Expressed protein ; supported by--- AT1G70985 -1.37 -0.46 -1.89 0.1026963 0.3118347 -4.95 FALSE
263655_at hypothetical protein predicted by --- AT1G04500 1.23 0.30 1.89 0.1027391 0.3119231 -4.96 FALSE
249266_at 6-phosphogluconate dehydrogen--- AT5G41670 -1.34 -0.43 -1.89 0.1028046 0.311985 -4.96 FALSE
253953_at  putative protein extensin precurs--- AT4G26750 1.40 0.49 1.89 0.1027962 0.311985 -4.96 FALSE
262376_at unknown protein contains similar HTH AT1G72970 -1.22 -0.28 -1.89 0.1028163 0.311985 -4.96 FALSE
261231_at unknown protein ; supported by c--- AT1G20110 1.19 0.25 1.89 0.1028278 0.311985 -4.96 FALSE
258071_s_aunknown protein --- AT3G26070 // -1.37 -0.46 -1.89 0.1028276 0.311985 -4.96 FALSE
252300_at pyruvate kinase -like protein vario--- AT3G49160 1.49 0.58 1.89 0.1028558 0.3120284 -4.96 FALSE
247209_at putative protein contains similarit --- AT5G64830 -1.23 -0.29 -1.89 0.1028844 0.3120734 -4.96 FALSE
253876_at COP1-interacting protein 7 (CIP7CIP7 AT4G27430 -1.41 -0.49 -1.89 0.1029028 0.312088 -4.96 FALSE
264292_at hypothetical protein predicted by --- AT1G78790 -1.28 -0.36 -1.89 0.1029313 0.3121061 -4.96 FALSE
262399_at unknown protein ;supported by fu--- AT1G49500 -1.38 -0.46 -1.89 0.1029362 0.3121061 -4.96 FALSE



261136_at  ribokinase, putative similar to GB--- AT1G19600 -1.21 -0.28 -1.89 0.1029861 0.3122158 -4.96 FALSE
258018_at hypothetical protein predicted by --- AT3G19500 1.34 0.42 1.89 0.1030415 0.3123424 -4.96 FALSE
255431_at putative C-type U1 snRNP simila --- AT4G03120 -1.18 -0.24 -1.89 0.1031033 0.3124882 -4.96 FALSE
260632_at  homeobox protein, putative similSTM AT1G62360 1.25 0.32 1.88 0.1032858 0.3129996 -4.96 FALSE
263284_at unknown protein --- AT2G36100 1.23 0.30 1.88 0.1033056 0.3130181 -4.96 FALSE
266020_at hypothetical protein SDG11 AT2G05900 1.30 0.38 1.88 0.1033656 0.3130349 -4.96 FALSE
262776_at unknown protein EST gb|T22808--- AT1G13020 1.29 0.37 1.88 0.1033543 0.3130349 -4.96 FALSE
265470_at putative protein with C-terminal R--- AT2G37150 1.29 0.37 1.88 0.103366 0.3130349 -4.96 FALSE
250705_at  diadenosine 5,5-P1,P4-tetraphosATNUDX27AT5G06340 -1.29 -0.37 -1.88 0.1033436 0.3130349 -4.96 FALSE
266476_at unknown protein  ;supported by f --- AT2G31090 1.33 0.42 1.88 0.1034259 0.3131747 -4.96 FALSE
255568_at putative DNA-binding protein  ; suWRKY22 AT4G01250 2.11 1.08 1.88 0.1035015 0.3132357 -4.96 FALSE
265732_at predicted by genscan and genefi --- AT2G01300 3.37 1.75 1.88 0.1034662 0.3132357 -4.96 TRUE
248171_at putative protein similar to unknowILR3 AT5G54680 -1.20 -0.26 -1.88 0.1035147 0.3132357 -4.96 FALSE
259137_at unknown protein Pfam HMM hit: --- AT3G10300 1.41 0.50 1.88 0.1034897 0.3132357 -4.96 FALSE
249942_at Nitrilase 4 (sp|P46011)  ; supportGAPB AT1G42970 // 4.15 2.05 1.88 0.1034851 0.3132357 -4.96 FALSE
259289_at hypothetical protein predicted by --- AT3G11350 1.27 0.34 1.88 0.1035661 0.3133497 -4.96 FALSE
258202_at unknown protein --- AT3G13940 -1.43 -0.52 -1.88 0.1035962 0.3133991 -4.96 TRUE
262203_at transfactor-like protein similar to t--- AT2G01060 -1.26 -0.33 -1.88 0.1036328 0.3134267 -4.96 FALSE
246762_at  cyclin H-like protein cycH (CAK aCYCH;1 AT5G27620 -1.40 -0.48 -1.88 0.1036279 0.3134267 -4.96 FALSE
246563_at putative protein --- AT5G15581 1.28 0.36 1.88 0.10372 0.3135017 -4.96 FALSE
250725_at putative protein similar to unknow--- AT5G06400 -1.28 -0.36 -1.88 0.1037263 0.3135017 -4.96 FALSE
245295_at hypothetical protein ; supported b--- AT4G16100 -1.29 -0.37 -1.88 0.1037187 0.3135017 -4.96 FALSE
249877_at transcription factor-like protein (gHUA2 AT5G23150 1.20 0.26 1.88 0.1037079 0.3135017 -4.96 FALSE
249341_at salt-inducible protein-like --- AT5G41170 1.46 0.54 1.88 0.1036732 0.3135017 -4.96 FALSE
258852_at unknown protein similar to C-termAT-P4H-2 AT3G06300 1.36 0.45 1.88 0.1037433 0.3135115 -4.96 FALSE
265187_at putative ADP-ribosylation factor  --- AT1G23490 // 1.17 0.23 1.88 0.1037642 0.313533 -4.96 FALSE
262467_at hypothetical protein similar to hypFU AT1G50240 1.29 0.36 1.88 0.1037901 0.31357 -4.96 FALSE
257761_at unknown protein --- AT3G23090 1.50 0.58 1.88 0.1038213 0.313581 -4.96 FALSE
247594_at  putative protein farnesylated pro --- AT5G60800 1.32 0.40 1.88 0.1038157 0.313581 -4.96 FALSE
257956_at unknown protein --- AT3G25400 -1.32 -0.40 -1.88 0.1038806 0.3137185 -4.97 FALSE
249385_at thioredoxin  ; supported by full-le ATTRX2 AT5G39950 1.30 0.38 1.88 0.103911 0.3137688 -4.97 FALSE
248886_at phosphate/triose-phosphate transAPE2 AT5G46110 -1.25 -0.32 -1.88 0.1039664 0.3138224 -4.97 FALSE
247431_at putative protein similar to unknowSRO5 AT5G62520 1.61 0.69 1.88 0.10397 0.3138224 -4.97 FALSE
255630_at putative phosphoribosylanthranila--- AT4G00700 5.55 2.47 1.88 0.1039541 0.3138224 -4.97 FALSE
247032_at putative protein strong similarity tSDN3 AT5G67240 -1.22 -0.29 -1.88 0.1040358 0.3139793 -4.97 FALSE



250408_at  serine/threonine protein kinase -CIPK5 AT5G10930 -1.46 -0.54 -1.88 0.1040892 0.3140991 -4.97 TRUE
263311_at hypothetical protein predicted by --- AT2G10340 1.27 0.34 1.88 0.1041099 0.3141201 -4.97 FALSE
263978_at unknown protein ;supported by fuMBF1A AT2G42680 -1.21 -0.28 -1.88 0.1041481 0.3141498 -4.97 FALSE
245672_at  polygalacturonase, putative simi --- AT1G56710 -1.33 -0.41 -1.88 0.1041477 0.3141498 -4.97 FALSE
259378_at unknown protein  supported by fu--- AT3G16310 -1.56 -0.64 -1.88 0.1041611 0.3141498 -4.97 FALSE
252752_s_a putative protein hypothetical pro --- AT3G43470 // 1.20 0.27 1.88 0.1042663 0.3144254 -4.97 FALSE
254609_at Expressed protein ; supported by--- AT4G18970 -1.74 -0.80 -1.88 0.1043058 0.3144278 -4.97 FALSE
246465_at  quinone oxidoreductase - like pr --- AT5G17000 1.44 0.53 1.88 0.1043022 0.3144278 -4.97 FALSE
266399_at putative phospholipid cytidylyltranPECT1 AT2G38670 -1.29 -0.37 -1.88 0.1043084 0.3144278 -4.97 FALSE
261164_at hypothetical protein ;supported b --- AT1G34470 -1.25 -0.32 -1.88 0.1043499 0.3145113 -4.97 FALSE
265729_at putative glucan synthase ATGSL03 AT2G31960 -1.32 -0.40 -1.88 0.1044065 0.3146403 -4.97 FALSE
254819_at  pEARLI 1-like protein Arabidops --- AT4G12500 -4.11 -2.04 -1.88 0.1044377 0.3146926 -4.97 FALSE
249867_at 2-isopropylmalate synthase-like pIMS2 AT5G23020 -2.84 -1.51 -1.88 0.1045076 0.3148619 -4.97 FALSE
256899_at  putative kinase-like protein TMK TMKL1 AT3G24660 -1.25 -0.32 -1.88 0.1045264 0.3148767 -4.97 FALSE
261196_at unknown protein SCRM2 AT1G12860 -1.53 -0.61 -1.88 0.1045511 0.3149096 -4.97 FALSE
250326_at putative protein strong similarity tMSL10 AT5G12080 -1.34 -0.42 -1.88 0.1046056 0.3149409 -4.97 FALSE
260210_at  putative xyloglucan fucosyltransfFUT3 AT1G74420 1.31 0.39 1.87 0.1046263 0.3149409 -4.97 FALSE
264545_at  photosystem I subunit V precursPSAG AT1G55670 -1.18 -0.24 -1.88 0.1045983 0.3149409 -4.97 FALSE
264371_at pEARLI 1-like protein may be indELP AT1G12090 -1.52 -0.61 -1.87 0.1046305 0.3149409 -4.97 FALSE
246303_at  putative carrier protein peroxisom--- AT3G51870 1.43 0.51 1.88 0.1045784 0.3149409 -4.97 FALSE
250944_at putative protein --- AT5G03380 2.14 1.10 1.87 0.1048289 0.3154131 -4.97 FALSE
266595_at hypothetical protein predicted by GC4 AT2G46180 -1.26 -0.33 -1.87 0.1048217 0.3154131 -4.97 FALSE
261491_at hypothetical protein contains sim FLP AT1G14350 1.78 0.83 1.87 0.1048052 0.3154131 -4.97 FALSE
245431_at hypothetical protein --- AT4G17080 -1.23 -0.30 -1.87 0.1048661 0.3154836 -4.97 FALSE
247076_at ferripyochelin-binding protein-likeGAMMA CAAT5G66510 1.22 0.29 1.87 0.104908 0.3155678 -4.97 FALSE
261653_at  subtilisin-like serine protease, puSBTI1.1 AT1G01900 -1.70 -0.76 -1.87 0.1049434 0.3156096 -4.98 TRUE
245299_at ras-related small GTP-binding pr ATRAB1C AT4G17530 1.33 0.41 1.87 0.1049495 0.3156096 -4.98 FALSE
244969_at ribosomal protein S18 --- --- -1.61 -0.68 -1.87 0.1049821 0.3156658 -4.98 FALSE
251685_at  putative protein unknown protein--- AT3G56430 -1.61 -0.69 -1.87 0.1050366 0.315788 -4.98 FALSE
263027_at hypothetical protein predicted by --- AT1G24010 1.19 0.25 1.87 0.1050861 0.3158536 -4.98 FALSE
258821_at  putative wound-induced basic pr--- AT3G07230 -1.30 -0.38 -1.87 0.1050799 0.3158536 -4.98 FALSE
262343_at phosphoprotein phosphatase 1 idTOPP3 AT1G64040 -1.21 -0.28 -1.87 0.1051434 0.3159426 -4.98 FALSE
265993_at putative disease resistance prote--- AT2G24160 2.96 1.57 1.87 0.1051374 0.3159426 -4.98 FALSE
248591_at xylulose kinase  ; supported by c --- AT5G49650 1.27 0.34 1.87 0.1051618 0.3159563 -4.98 FALSE
260119_at  AIG1-like protein similar to AIG1--- AT1G33930 1.22 0.29 1.87 0.1052272 0.3160921 -4.98 FALSE



247919_at putative protein similar to unknow--- AT5G57650 1.27 0.34 1.87 0.1052347 0.3160921 -4.98 FALSE
250845_at  rna binding protein - like rna bind--- AT5G04600 -1.37 -0.45 -1.87 0.1052497 0.3160955 -4.98 FALSE
245804_at hypothetical protein predicted by --- AT1G46696 1.20 0.26 1.87 0.1052738 0.3161262 -4.98 FALSE
257990_at putative myc-like DNA-binding pr --- AT3G19860 -1.33 -0.42 -1.87 0.1052969 0.3161539 -4.98 FALSE
261622_at hypothetical protein predicted by --- AT1G01970 -1.25 -0.32 -1.87 0.1053341 0.3161824 -4.98 FALSE
251626_at  UDP-GlcNAc:dolichol phosphate--- AT3G57220 -1.24 -0.31 -1.87 0.10533 0.3161824 -4.98 FALSE
259476_at  Myb-related transcription activat --- AT1G19000 -1.32 -0.40 -1.87 0.10536 0.3162187 -4.98 FALSE
254182_at  putative protein various npredict --- AT4G23950 -1.28 -0.36 -1.87 0.1053818 0.3162425 -4.98 FALSE
252985_at  putative protein Niemann-Pick C--- AT4G38350 -1.23 -0.30 -1.87 0.1054029 0.3162641 -4.98 FALSE
260225_at putative glutathione S-transferaseGSTU10 AT1G74590 2.53 1.34 1.87 0.1054332 0.3163134 -4.98 TRUE
253126_at  putative protein probable membr--- AT4G36050 -1.45 -0.54 -1.87 0.1055349 0.3165771 -4.98 FALSE
252108_at  putative protein various predicte --- AT3G51530 -1.23 -0.30 -1.87 0.1055664 0.3165881 -4.98 FALSE
248945_at putative protein strong similarity t--- AT5G45510 1.29 0.37 1.87 0.1055634 0.3165881 -4.98 FALSE
263799_at unknown protein  ; supported by --- AT2G24550 1.38 0.46 1.87 0.1056569 0.3166929 -4.98 FALSE
263647_at unknown protein --- AT2G04690 -1.33 -0.41 -1.87 0.1056256 0.3166929 -4.98 FALSE
252725_at  putative protein mudrA transpos --- --- 1.22 0.28 1.87 0.1056548 0.3166929 -4.98 FALSE
252500_at proteinase inhibitor-like protein e --- AT3G46860 1.20 0.27 1.87 0.1056374 0.3166929 -4.98 FALSE
267298_at putative homeodomain transcript BLH4 AT2G23760 -1.35 -0.43 -1.87 0.1056838 0.3167319 -4.98 FALSE
246908_at dehydration-induced protein RD2RD22 AT5G25610 2.54 1.35 1.87 0.1057524 0.3168253 -4.98 FALSE
254708_at  ubiquitin-specific protease 20 (UUBP20 AT4G17895 1.22 0.29 1.87 0.1057566 0.3168253 -4.98 FALSE
262948_at DNA-binding protein similar to ce--- AT1G75560 -1.24 -0.31 -1.87 0.1057447 0.3168253 -4.98 FALSE
257233_at hypothetical protein similar to SF IQD10 AT3G15050 1.22 0.28 1.87 0.1058413 0.3170181 -4.98 FALSE
260569_at  putative signal recognition partic --- AT2G43640 -1.26 -0.34 -1.87 0.1058487 0.3170181 -4.98 FALSE
250722_at unknown protein  ;supported by f --- AT5G06190 -1.41 -0.50 -1.87 0.1059102 0.3171606 -4.98 FALSE
258771_at unknown protein  ;supported by f --- AT3G10770 -1.24 -0.31 -1.87 0.1059503 0.3171972 -4.98 FALSE
252977_at  Phospholipase like protein Arabi --- AT4G38560 1.78 0.83 1.87 0.1059481 0.3171972 -4.98 FALSE
263639_at unknown protein --- AT2G25300 -1.26 -0.33 -1.87 0.1059808 0.3172052 -4.98 FALSE
257874_at hypothetical protein --- AT3G17110 1.26 0.33 1.87 0.1059685 0.3172052 -4.98 FALSE
246436_at  putative protein cisplatin resistan--- AT5G17440 -1.20 -0.26 -1.87 0.1060066 0.3172409 -4.98 FALSE
256425_at  disease resistance protein, putatADR1 AT1G33560 1.35 0.43 1.87 0.1060764 0.3174081 -4.99 FALSE
255208_at see GB:AL022580 --- --- 1.23 0.30 1.87 0.1061203 0.3174978 -4.99 FALSE
253019_at  putative protein crp1-hcf111 alle --- AT4G38010 -1.22 -0.29 -1.86 0.10618 0.3176348 -4.99 FALSE
266828_at putative flavonol 3-O-glucosyltran--- AT2G22930 -1.19 -0.26 -1.86 0.1062541 0.3177731 -4.99 FALSE
247870_at calmodulin-binding protein  ; supp--- AT5G57580 1.21 0.28 1.86 0.1062469 0.3177731 -4.99 FALSE
266541_at unknown protein GRL AT2G35110 -1.29 -0.36 -1.86 0.1062829 0.3178177 -4.99 FALSE



257177_at cyanate lyase (CYN) identical to CYN AT3G23490 -1.36 -0.45 -1.86 0.1062992 0.3178246 -4.99 FALSE
253516_at hypothetical protein --- AT4G31360 -1.39 -0.48 -1.86 0.1063307 0.3178774 -4.99 FALSE
266756_at putative cytochrome P450 CYP709B2 AT2G46950 2.86 1.52 1.86 0.1063594 0.3179213 -4.99 FALSE
253578_at  putative protein diacylglycerol kinATDGK7 AT4G30340 1.37 0.46 1.86 0.1065016 0.3181827 -4.99 FALSE
254573_at  putative pectinacetylesterase pe --- AT4G19420 -1.55 -0.63 -1.86 0.1065137 0.3181827 -4.99 FALSE
260961_at unknown protein similar to hypoth--- AT1G05960 1.19 0.25 1.86 0.1065166 0.3181827 -4.99 FALSE
257100_at  disease resistance protein, putatAtRLP41 AT3G25010 1.29 0.37 1.86 0.1065138 0.3181827 -4.99 FALSE
260511_at  anthranilate phosphoribosyltrans--- AT1G51570 -1.35 -0.43 -1.86 0.1064851 0.3181827 -4.99 FALSE
261269_at unknown protein ; supported by f --- AT1G26690 1.28 0.35 1.86 0.1065862 0.3182802 -4.99 FALSE
264388_at hypothetical protein contains sim --- AT1G11970 1.28 0.36 1.86 0.1065911 0.3182802 -4.99 FALSE
247665_at  putative protein various predicte --- AT5G60130 -1.19 -0.26 -1.86 0.106568 0.3182802 -4.99 FALSE
250303_at putative protein similar to unknow--- AT5G12100 -1.48 -0.56 -1.86 0.1066265 0.3183346 -4.99 FALSE
246791_at  putative protein predicted protein--- AT5G27280 -1.27 -0.35 -1.86 0.1066372 0.3183346 -4.99 FALSE
254545_at  putative protein FKBP-type pept --- AT4G19830 -1.44 -0.53 -1.86 0.1067106 0.3184285 -4.99 FALSE
245285_s_aselenium-binding protein like ; suSBP1 AT4G14030 // -1.21 -0.28 -1.86 0.1067084 0.3184285 -4.99 FALSE
259167_at putative oleosin similar to oleosin--- AT3G01570 -1.20 -0.27 -1.86 0.1066917 0.3184285 -4.99 FALSE
262521_at unknown protein Location of est 2--- AT1G17130 -1.24 -0.31 -1.86 0.1067487 0.3185006 -4.99 FALSE
262506_at unknown protein Similar to gb|X8NADK2 AT1G21640 -1.35 -0.44 -1.86 0.1068471 0.3187526 -4.99 FALSE
254179_at  putative protein various predicte --- AT4G23910 -1.35 -0.43 -1.86 0.1068762 0.3187978 -4.99 FALSE
246814_at  acyl carrier protein precursor - likACP5 AT5G27200 1.20 0.27 1.86 0.1068928 0.3188057 -4.99 FALSE
266092_at hypothetical protein predicted by --- AT2G37880 1.24 0.31 1.86 0.1069888 0.3190501 -4.99 FALSE
246194_at putative protein ;supported by ful ACD2 AT4G37000 -1.32 -0.41 -1.86 0.1070315 0.3191359 -4.99 FALSE
265032_at ribosomal protein identical to riboRPL3B AT1G61580 -1.59 -0.67 -1.86 0.1071277 0.3192331 -4.99 TRUE
251379_at putative protein various predicted--- AT3G60680 1.43 0.52 1.86 0.1071147 0.3192331 -4.99 FALSE
249780_at ubiquitin --- AT5G24240 1.29 0.37 1.86 0.1070939 0.3192331 -4.99 FALSE
266626_at hypothetical protein predicted by --- AT2G35360 -1.34 -0.42 -1.86 0.1070919 0.3192331 -4.99 FALSE
252872_at  putative serine/threonine proteinSNRK2.7 AT4G40010 1.20 0.26 1.86 0.1071341 0.3192331 -4.99 FALSE
251849_at Expressed protein ; supported byHAG1 AT3G54610 -1.26 -0.34 -1.86 0.1071608 0.319271 -4.99 FALSE
255928_at unknown protein --- AT1G12640 1.39 0.47 1.86 0.1072515 0.319416 -5.00 FALSE
248635_at unknown protein --- AT5G49050 1.22 0.28 1.86 0.1072407 0.319416 -5.00 FALSE
262828_at major latex protein type1 identica--- AT1G14950 1.42 0.51 1.86 0.1072244 0.319416 -5.00 FALSE
255784_at hypothetical protein predicted by --- AT1G19860 -1.22 -0.29 -1.86 0.1073368 0.3195176 -5.00 FALSE
255667_at  phospholipase D, putative  PLDBETA2 AT4G00240 1.22 0.29 1.86 0.1073185 0.3195176 -5.00 FALSE
262795_at hypothetical protein predicted by --- AT1G13130 1.35 0.44 1.86 0.107311 0.3195176 -5.00 FALSE
265354_at actin depolymerizing factor 5  ;suADF5 AT2G16700 1.61 0.69 1.86 0.1073417 0.3195176 -5.00 FALSE



254192_at  acyl-CoA synthetase - like protei--- AT4G23850 1.24 0.31 1.86 0.1074269 0.3195649 -5.00 FALSE
253002_at phosphoinositide-specific phosphATPLC1 AT4G38530 1.27 0.35 1.86 0.107406 0.3195649 -5.00 FALSE
248072_at unknown protein --- AT5G55680 1.25 0.32 1.86 0.107413 0.3195649 -5.00 FALSE
257748_at hypothetical protein predicted by PUB29 AT3G18710 3.86 1.95 1.86 0.1074035 0.3195649 -5.00 FALSE
260460_at unknown protein --- AT1G68230 -1.24 -0.31 -1.86 0.1074276 0.3195649 -5.00 FALSE
253698_at  nucleotide pyrophosphatase - lik--- AT4G29680 -1.22 -0.29 -1.86 0.1074679 0.3195874 -5.00 FALSE
258596_at unknown protein LSH2 AT3G04510 1.27 0.35 1.86 0.1074772 0.3195874 -5.00 FALSE
266528_at putative disease resistance prote--- AT2G16870 1.19 0.25 1.86 0.1074683 0.3195874 -5.00 FALSE
254816_at  putative adenine phosphoribosylAPT4 AT4G12440 1.18 0.24 1.86 0.1075302 0.3196329 -5.00 FALSE
261693_at hypothetical protein similar to hypDCP1 AT1G08370 -1.19 -0.25 -1.86 0.1075217 0.3196329 -5.00 FALSE
258065_at  putative pyruvate kinase similar --- AT3G25960 1.27 0.34 1.86 0.1075345 0.3196329 -5.00 FALSE
249775_at  squalene monooxygenase 1,2 (sSQE6 AT5G24160 1.42 0.51 1.85 0.1076932 0.3199795 -5.00 FALSE
247381_at auxin-independent growth promo--- AT5G63390 1.24 0.31 1.86 0.1076701 0.3199795 -5.00 FALSE
254272_at  predicted protein hypothetical pr --- AT4G22850 1.19 0.25 1.85 0.1076919 0.3199795 -5.00 FALSE
255161_at putative reverse transcriptase --- --- -1.22 -0.28 -1.85 0.1077299 0.3200052 -5.00 FALSE
265048_at  jasmonate inducible protein,  put--- AT1G52050 1.28 0.36 1.85 0.1077244 0.3200052 -5.00 FALSE
247071_at putative protein similar to unknowDAR3 AT5G66640 1.98 0.99 1.85 0.1077679 0.3200522 -5.00 FALSE
245531_at hydroxynitrile lyase like protein scpl30 AT4G15100 1.35 0.43 1.85 0.1077738 0.3200522 -5.00 FALSE
265220_at histidine transport protein (PTR2-PTR2 AT2G02040 1.19 0.26 1.85 0.1078798 0.3202835 -5.00 FALSE
244904_at hypothetical protein --- --- 1.41 0.50 1.85 0.107873 0.3202835 -5.00 FALSE
260741_at hypothetical protein contains Pfa --- AT1G15040 5.50 2.46 1.85 0.107905 0.3203165 -5.00 FALSE
259864_at hypothetical protein predicted by --- AT1G72800 1.46 0.55 1.85 0.1079493 0.320323 -5.00 FALSE
257823_at  integral membrane protein, puta --- AT3G25190 1.25 0.33 1.85 0.1079449 0.320323 -5.00 FALSE
249739_at Ttg1 protein (emb CAB45372.1) TTG1 AT5G24520 -1.20 -0.26 -1.85 0.1079254 0.320323 -5.00 FALSE
251971_at  glucosyltransferase - like proteinUGT73C7 AT3G53160 2.95 1.56 1.85 0.1081422 0.3208119 -5.00 FALSE
244946_at hypothetical protein --- --- 1.19 0.26 1.85 0.1081395 0.3208119 -5.00 FALSE
266081_at putative protein kinase contains a--- AT2G37840 1.22 0.29 1.85 0.1082288 0.3209853 -5.00 FALSE
246422_at  ADP-ribosylation factor -like protATARFB1BAT5G17060 1.56 0.64 1.85 0.1082245 0.3209853 -5.00 FALSE
264400_at  glucose-6-phosphate/phosphateGPT2 AT1G61800 3.42 1.77 1.85 0.1083288 0.3211879 -5.01 TRUE
267456_at  E2, ubiquitin-conjugating enzym PHO2 AT2G33770 -1.59 -0.67 -1.85 0.1083568 0.3211879 -5.01 FALSE
265495_at unknown protein predicted by ge --- AT2G15695 -1.24 -0.31 -1.85 0.1083542 0.3211879 -5.01 FALSE
257679_at  glycine-rich protein, putative idenGRP5 AT3G20470 1.95 0.97 1.85 0.1083675 0.3211879 -5.01 FALSE
262260_at  major latex protein (MLP149), puMLP34 AT1G70850 1.36 0.44 1.85 0.1083308 0.3211879 -5.01 FALSE
252913_at AtRer1A  ; supported by full-leng ATRER1A AT4G39220 1.23 0.29 1.85 0.1084272 0.3212102 -5.01 FALSE
256742_at  transcription initiation factor IIB, --- AT3G29380 1.22 0.28 1.85 0.1084292 0.3212102 -5.01 FALSE



257042_s_ahypothetical protein predicted by --- AT3G28640 // -1.20 -0.27 -1.85 0.1084485 0.3212102 -5.01 FALSE
248630_at putative protein strong similarity t--- AT5G48990 -1.23 -0.30 -1.85 0.1084595 0.3212102 -5.01 FALSE
250700_at CDK5 activator-binding protein-lik--- AT5G06830 -1.24 -0.31 -1.85 0.1084107 0.3212102 -5.01 FALSE
261773_at hypothetical protein predicted by --- AT1G76250 1.33 0.41 1.85 0.1084329 0.3212102 -5.01 FALSE
265276_at hypothetical protein predicted by --- AT2G28400 1.40 0.48 1.85 0.1085108 0.321237 -5.01 FALSE
253759_at AIM1 protein ; supported by cDN AIM1 AT4G29010 1.19 0.25 1.85 0.1084983 0.321237 -5.01 FALSE
259747_at putative dehydrogenase similar to--- AT1G71170 1.27 0.34 1.85 0.108509 0.321237 -5.01 FALSE
252176_at  protein kinase ATN1 -like protein--- AT3G50720 1.28 0.35 1.85 0.108544 0.3212935 -5.01 FALSE
259861_at unknown protein similar to riboso--- AT1G80620 -1.30 -0.38 -1.85 0.1085711 0.3213322 -5.01 FALSE
260097_at putative transporter similar to orgAtOCT1 AT1G73220 3.38 1.76 1.85 0.1086103 0.3214064 -5.01 FALSE
250173_at MYB40 - putative transcription fa AtMYB40 AT5G14340 1.27 0.34 1.85 0.1087117 0.3214171 -5.01 FALSE
261860_at scarecrow-like protein similar to SSCL5 AT1G50600 -1.29 -0.36 -1.85 0.1086667 0.3214171 -5.01 FALSE
249908_at putative protein similar to unknow--- AT5G22760 -1.22 -0.28 -1.85 0.1087407 0.3214171 -5.01 FALSE
247651_at  histone H2A - like protein histoneHTA6 AT5G59870 -2.33 -1.22 -1.85 0.1087037 0.3214171 -5.01 FALSE
263423_at hypothetical protein predicted by --- AT2G31700 1.21 0.28 1.85 0.1086792 0.3214171 -5.01 FALSE
261056_at hypothetical protein similar to hyp--- AT1G01360 -1.35 -0.43 -1.85 0.1087082 0.3214171 -5.01 FALSE
255069_s_a Met2-type cytosine DNA-methylt--- AT4G08990 // -1.39 -0.48 -1.85 0.1086595 0.3214171 -5.01 FALSE
253643_at hypothetical protein  ;supported b--- AT4G29780 2.12 1.08 1.85 0.1087365 0.3214171 -5.01 FALSE
256450_at  NADPH oxidoreductase, putative--- AT1G75290 1.21 0.27 1.85 0.1087366 0.3214171 -5.01 FALSE
253705_at hexokinase  ; supported by cDNAHXK1 AT4G29130 1.37 0.46 1.85 0.108813 0.3215474 -5.01 FALSE
267302_at  putative unknown protein, leucin --- AT2G30100 -1.18 -0.24 -1.85 0.1088079 0.3215474 -5.01 FALSE
252406_at  putative protein pectinesterase - --- AT3G47670 1.18 0.24 1.85 0.1089426 0.3218886 -5.01 FALSE
251746_at mandelonitrile lyase-like protein A--- AT3G56060 1.30 0.38 1.85 0.1090085 0.3220418 -5.01 FALSE
248946_at putative protein similar to unknow--- AT5G45530 1.20 0.26 1.85 0.1090993 0.3221273 -5.01 FALSE
263572_at putative disease resistance prote--- AT2G17060 1.20 0.27 1.85 0.1090939 0.3221273 -5.01 FALSE
260339_at putative serine/threonine kinase sSIK1 AT1G69220 -1.35 -0.43 -1.85 0.1090854 0.3221273 -5.01 FALSE
254203_at  putative protein various predicte AtGRF8 AT4G24150 -1.20 -0.26 -1.85 0.1091081 0.3221273 -5.01 FALSE
255569_at putative CAAX prenyl protease  ; ATSTE24 AT4G01320 -1.21 -0.27 -1.85 0.1091066 0.3221273 -5.01 FALSE
250659_at MtN21 nodulin protein-like --- AT5G07050 1.28 0.36 1.85 0.1091309 0.3221529 -5.01 FALSE
248679_at unknown protein  ;supported by f --- AT5G48830 -1.38 -0.46 -1.85 0.1091467 0.3221578 -5.01 FALSE
249400_at  putative protein MtN24 gene, Me--- AT5G40300 -1.30 -0.38 -1.85 0.1092433 0.3223834 -5.01 FALSE
264003_at Expressed protein ; supported byGEM AT2G22475 1.31 0.39 1.85 0.1092514 0.3223834 -5.01 FALSE
263770_at Mutator-like transposase similar t--- --- 1.35 0.43 1.84 0.1093058 0.3225023 -5.01 FALSE
258374_at hypothetical protein predicted by --- AT3G14360 1.51 0.59 1.84 0.1093633 0.3226303 -5.01 FALSE
256872_at  non-phototropic hypocotyl, putat --- AT3G26490 -1.23 -0.29 -1.84 0.1093822 0.3226442 -5.01 FALSE



248434_at mitochondrial heat shock 22 kd p--- AT5G51440 3.06 1.61 1.84 0.1094054 0.3226709 -5.01 FALSE
250607_at  putative protein mammalian inosIPK2a AT5G07370 -1.18 -0.23 -1.84 0.1094243 0.3226851 -5.01 FALSE
266989_at putative myrosinase-binding prot JAL23 AT2G39330 3.29 1.72 1.84 0.109474 0.3227899 -5.02 FALSE
257356_s_ahypothetical protein predicted by --- AT2G32490 // 1.25 0.32 1.84 0.1094959 0.3228126 -5.02 FALSE
246574_at  copper amine oxidase, putative s--- AT1G31670 1.49 0.57 1.84 0.1095855 0.3230096 -5.02 FALSE
246063_at  putative protein predicted protein--- AT5G19340 1.21 0.27 1.84 0.1095953 0.3230096 -5.02 FALSE
262906_at unknown protein contains similar --- AT1G59760 -1.31 -0.39 -1.84 0.1096052 0.3230096 -5.02 FALSE
259047_at unknown protein DegP7 AT3G03380 -1.18 -0.24 -1.84 0.1096355 0.3230571 -5.02 FALSE
249824_at putative protein similar to unknow--- AT5G23380 -1.22 -0.29 -1.84 0.1097069 0.323212 -5.02 FALSE
251085_at  putative protein insulinase - Hom--- AT5G01440 1.24 0.31 1.84 0.1097164 0.323212 -5.02 FALSE
262862_at hypothetical protein predicted by --- AT1G64830 1.37 0.45 1.84 0.1097451 0.3232131 -5.02 FALSE
252104_at  putative protein KIAA0851 prote RHD4 AT3G51460 1.29 0.37 1.84 0.1097376 0.3232131 -5.02 FALSE
267317_at putative proline-rich glycoprotein --- AT2G34700 1.22 0.29 1.84 0.1097927 0.3232517 -5.02 FALSE
265435_s_aputative major intrinsic (channel) --- AT1G31885 // 1.30 0.38 1.84 0.109776 0.3232517 -5.02 FALSE
247119_at ATP-dependent RNA helicase-lik--- AT5G65900 -1.17 -0.23 -1.84 0.1098007 0.3232517 -5.02 FALSE
245181_at putative protein similarity to vario --- AT5G12420 -1.77 -0.82 -1.84 0.1098396 0.3232892 -5.02 FALSE
252014_at  putative protein predicted protein--- AT3G52870 1.86 0.90 1.84 0.1098701 0.3232892 -5.02 FALSE
247614_at putative protein --- AT5G60240 1.20 0.26 1.84 0.1098425 0.3232892 -5.02 FALSE
266138_at unknown protein  ; supported by --- AT2G28060 -1.25 -0.32 -1.84 0.1098695 0.3232892 -5.02 FALSE
262453_at hypothetical protein predicted by --- AT1G11240 -1.19 -0.25 -1.84 0.1098891 0.3233034 -5.02 FALSE
266928_at putative phosphomannomutase  PMM AT2G45790 -1.34 -0.42 -1.84 0.109918 0.3233465 -5.02 FALSE
262395_at hypothetical protein similar to hyp--- AT1G49540 -1.50 -0.58 -1.84 0.1100032 0.323519 -5.02 TRUE
265554_at hypothetical protein predicted by --- AT2G07505 1.19 0.25 1.84 0.1100192 0.323519 -5.02 FALSE
264925_at  hypothetical protein contains sim--- AT1G60670 1.27 0.34 1.84 0.1100072 0.323519 -5.02 FALSE
258168_at hypothetical protein predicted by --- AT3G21570 1.19 0.25 1.84 0.1100344 0.323522 -5.02 FALSE
259753_at putative isoprenylated protein sim--- AT1G71050 1.37 0.45 1.84 0.1100817 0.3236195 -5.02 FALSE
255885_at sterol-C-methyltransferase identi SMT2 AT1G20330 1.23 0.30 1.84 0.1100992 0.3236227 -5.02 TRUE
245078_at putative AP2 domain transcription--- AT2G23340 1.78 0.83 1.84 0.1101112 0.3236227 -5.02 TRUE
257076_at unknown protein --- AT3G19680 -1.59 -0.67 -1.84 0.1101479 0.3236888 -5.02 TRUE
261109_at  cytokinin oxidase, putative similaCKX5 AT1G75450 2.54 1.35 1.84 0.1102307 0.3238489 -5.02 TRUE
267557_at unknown protein  ; supported by KRP4 AT2G32710 -1.30 -0.38 -1.84 0.1102197 0.3238489 -5.02 FALSE
256092_at Expressed protein ; supported byHMGB3 AT1G20696 -1.18 -0.24 -1.84 0.11025 0.3238638 -5.02 TRUE
261394_at  wall-associated kinase 2, putativ--- AT1G79680 2.91 1.54 1.84 0.1102855 0.3239264 -5.02 TRUE
247771_at  Ran binding protein 1 homolog - RANBP1 AT5G58590 -1.26 -0.34 -1.84 0.1103774 0.3241546 -5.02 FALSE
262847_at unknown protein similar to myosi ATMAP70-4AT1G14840 -1.54 -0.63 -1.84 0.1104423 0.3243034 -5.02 FALSE



254872_at putative protein several hypothet --- AT4G11560 1.21 0.27 1.84 0.1104612 0.3243171 -5.02 FALSE
246566_at  oligopeptide transporter -like pro--- AT5G14940 -1.48 -0.57 -1.84 0.1104987 0.3243514 -5.02 FALSE
263173_at hypothetical protein predicted by BRX-LIKE3 AT1G54180 1.20 0.26 1.84 0.1105013 0.3243514 -5.02 FALSE
264550_at hypothetical protein predicted by --- AT1G09450 1.40 0.49 1.84 0.1105862 0.324559 -5.02 FALSE
251318_at putative protein putative protein AGDAP1 AT3G61570 1.21 0.27 1.84 0.1106197 0.3245736 -5.02 FALSE
262666_at  xyloglucan fucosyltransferase, p FUT6 AT1G14080 1.52 0.60 1.84 0.1106149 0.3245736 -5.02 FALSE
248533_at putative protein contains similarit --- AT5G50020 -1.34 -0.42 -1.84 0.110652 0.3246265 -5.03 FALSE
252515_at heat shock protein 17  ; supporteHSP17.4 AT3G46230 2.25 1.17 1.84 0.1106896 0.3246952 -5.03 TRUE
261602_at  hydrogenase protein, putative si ATPREP2 AT1G49630 1.19 0.25 1.84 0.1107406 0.3248031 -5.03 FALSE
253688_at putative protein  ;supported by fu --- AT4G29590 -1.36 -0.44 -1.83 0.1108699 0.32499 -5.03 TRUE
265011_at  putative chloroplast membrane pALB4 AT1G24490 -1.18 -0.24 -1.83 0.1109041 0.32499 -5.03 FALSE
263871_at hypothetical protein predicted by RKP AT2G22010 1.28 0.35 1.83 0.1108846 0.32499 -5.03 FALSE
256879_at unknown protein similar to auxin---- AT3G26370 -1.18 -0.24 -1.83 0.1108919 0.32499 -5.03 FALSE
260374_at unknown protein TAF2 AT1G73960 -1.22 -0.29 -1.83 0.1108816 0.32499 -5.03 FALSE
255997_s_a photosystem II type I  chlorophylCAB3 AT1G29910 // -1.36 -0.45 -1.83 0.1108467 0.32499 -5.03 FALSE
247020_at putative protein strong similarity t--- AT5G67020 1.33 0.42 1.84 0.1108303 0.32499 -5.03 FALSE
264276_at hypothetical protein contains sim --- AT1G60380 1.20 0.26 1.83 0.1109526 0.3250905 -5.03 FALSE
258884_at  threonine dehydratase/deaminasOMR1 AT3G10050 -1.48 -0.57 -1.83 0.1110193 0.325244 -5.03 FALSE
264268_at hypothetical protein predicted by ULP1D AT1G60220 -1.20 -0.27 -1.83 0.1110482 0.3252869 -5.03 FALSE
256569_at hypothetical protein  ; supported --- AT3G19550 -1.83 -0.87 -1.83 0.1110774 0.325289 -5.03 TRUE
256247_at SRF-type transcription factor conAGL91 AT3G66656 1.20 0.26 1.83 0.111064 0.325289 -5.03 FALSE
252263_at putative protein several hypothet --- AT3G49520 1.27 0.35 1.83 0.1111066 0.3253327 -5.03 FALSE
255874_at hypothetical protein predicted by ETG1 AT2G40550 -1.92 -0.94 -1.83 0.111147 0.3254091 -5.03 FALSE
250720_at putative protein similar to unknow--- AT5G06180 -1.35 -0.44 -1.83 0.1112338 0.325538 -5.03 FALSE
259609_at  myosin-like protein contains PfamTSA1 AT1G52410 2.53 1.34 1.83 0.1112139 0.325538 -5.03 FALSE
262306_s_a asparaginyl-tRNA synthetase(SYSYNC3 AT1G70980 // -1.30 -0.38 -1.83 0.1112332 0.325538 -5.03 FALSE
254634_at  putative protein transcription fac --- AT4G18650 1.25 0.32 1.83 0.1112913 0.3256252 -5.03 FALSE
262140_at hypothetical protein predicted by --- AT1G52470 1.20 0.26 1.83 0.1113064 0.3256252 -5.03 FALSE
252637_at  WD repeat domain protein nucleHIRA AT3G44530 1.26 0.34 1.83 0.1112953 0.3256252 -5.03 FALSE
245007_at PSI P700 apoprotein A1 --- --- -1.46 -0.54 -1.83 0.1113711 0.3257308 -5.03 TRUE
252162_at hypothetical protein --- AT3G50590 1.41 0.50 1.83 0.1113706 0.3257308 -5.03 FALSE
263222_at putative protein kinase Strong sim--- AT1G30640 1.38 0.46 1.83 0.1114489 0.325876 -5.03 FALSE
248990_at disease resistance protein-like --- AT5G45210 1.22 0.29 1.83 0.1114493 0.325876 -5.03 FALSE
264208_at  putative polyA-binding protein, PPAB3 AT1G22760 1.40 0.48 1.83 0.1115748 0.3261593 -5.03 FALSE
262901_at hypothetical protein predicted by --- AT1G59910 1.66 0.73 1.83 0.1115619 0.3261593 -5.03 FALSE



251861_at  putative protein GATA transcript BME3 AT3G54810 1.93 0.95 1.83 0.1115938 0.3261731 -5.03 TRUE
245056_at putative glucosyltransferase UGT76D1 AT2G26480 1.35 0.43 1.83 0.1116082 0.3261732 -5.03 FALSE
261522_at  RIBOSOMAL PROTEIN, putativ --- AT1G71710 -1.52 -0.61 -1.83 0.1116821 0.3263475 -5.03 FALSE
246372_at hypothetical protein predicted by --- AT1G51900 1.22 0.29 1.83 0.1117374 0.3264673 -5.03 FALSE
261667_at unknown protein similar to putativ--- AT1G18460 -1.34 -0.42 -1.83 0.1117848 0.326564 -5.03 FALSE
266294_at putative small heat shock protein --- AT2G29500 2.60 1.38 1.83 0.1118367 0.32659 -5.04 FALSE
263788_at putative sarcosine oxidase --- AT2G24580 1.40 0.49 1.83 0.1118191 0.32659 -5.04 FALSE
251439_at  putative protein unknown protein--- AT3G59950 1.26 0.33 1.83 0.1118251 0.32659 -5.04 FALSE
260999_at hypothetical protein similar to put--- AT1G26580 -1.20 -0.26 -1.83 0.1119108 0.326681 -5.04 FALSE
247526_at  putative protein C2H2 zinc-finge --- AT5G61470 1.21 0.28 1.83 0.1118882 0.326681 -5.04 FALSE
252236_at  zinc-finger-like protein Cys2/His2--- AT3G49930 -1.24 -0.30 -1.83 0.1118968 0.326681 -5.04 FALSE
263785_at unknown protein  ; supported by --- AT2G46390 1.24 0.31 1.83 0.111988 0.3268544 -5.04 FALSE
258186_s_a protein kinase, putative similar to--- AT1G48490 // 1.21 0.27 1.83 0.1119988 0.3268544 -5.04 FALSE
255805_at  zinc-finger - like protein zinc-fing--- AT4G10240 1.23 0.30 1.83 0.1120281 0.3268981 -5.04 FALSE
246005_at  lipoic acid synthase - like protein--- AT5G08415 -1.34 -0.43 -1.83 0.1120448 0.3269049 -5.04 FALSE
258467_at unknown protein contains Pfam p--- AT3G06060 1.27 0.34 1.83 0.1121579 0.3270676 -5.04 TRUE
255319_at putative disease resistance proteAtRLP46 AT4G04220 1.55 0.63 1.83 0.1121574 0.3270676 -5.04 FALSE
258582_at germin-like protein contains Pfam--- AT3G04150 1.17 0.23 1.83 0.1121412 0.3270676 -5.04 FALSE
261906_at hypothetical protein predicted by --- AT1G65080 -1.43 -0.51 -1.83 0.1121299 0.3270676 -5.04 FALSE
264164_at Expressed protein ; supported by--- AT1G65295 -1.28 -0.36 -1.83 0.1122304 0.327237 -5.04 FALSE
267477_at putative receptor-like protein kinaPLPB AT2G02710 1.49 0.58 1.83 0.1122525 0.3272598 -5.04 FALSE
264933_at hypothetical protein predicted by --- AT1G61160 1.25 0.33 1.83 0.1123253 0.3274301 -5.04 FALSE
255674_at probable plasma membrane intrinPIP1;4 AT4G00430 1.49 0.58 1.83 0.1123767 0.3274678 -5.04 TRUE
263797_at putative WRKY-type DNA bindingWRKY17 AT2G24570 2.06 1.04 1.83 0.1123813 0.3274678 -5.04 FALSE
256609_at hypothetical protein predicted by --- --- 1.19 0.26 1.83 0.1123653 0.3274678 -5.04 FALSE
247420_at unknown protein --- AT5G63100 -1.34 -0.42 -1.83 0.112422 0.3275446 -5.04 FALSE
265725_at putative alanine acetyl transferas--- AT2G32030 4.33 2.11 1.82 0.1124686 0.3276384 -5.04 FALSE
250749_at 26S proteasome regulatory subu RPN8A AT5G05780 -1.19 -0.25 -1.82 0.1124982 0.3276827 -5.04 FALSE
252571_at  putative protein syntaxin 8 - HomSYP72 AT3G45280 1.26 0.33 1.82 0.1125289 0.327713 -5.04 FALSE
247523_at ribulose-5-phosphate-3-epimerasRPE AT5G61410 -1.27 -0.35 -1.82 0.1125373 0.327713 -5.04 FALSE
253564_at  protein kinase - like protein prote--- AT4G31170 1.25 0.32 1.82 0.1126211 0.3278733 -5.04 FALSE
262463_at  hexose transporter, putative sim STP9 AT1G50310 1.46 0.54 1.82 0.1126124 0.3278733 -5.04 FALSE
259990_s_a F-box protein FKF1/ADO3, AtFBFKF1 AT1G68050 // -1.38 -0.46 -1.82 0.1126717 0.3279398 -5.04 TRUE
263092_at hypothetical protein predicted by --- AT2G16210 1.19 0.26 1.82 0.1126727 0.3279398 -5.04 FALSE
263856_at unknown protein --- AT2G04410 -1.33 -0.41 -1.82 0.112692 0.3279515 -5.04 FALSE



267164_at CER1-like protein may be involve--- AT2G37700 1.22 0.29 1.82 0.1127153 0.3279515 -5.04 FALSE
250065_at  putative protein predicted protein--- AT5G17910 1.34 0.42 1.82 0.1127198 0.3279515 -5.04 FALSE
261140_at unknown protein --- AT1G19680 1.25 0.33 1.82 0.1128199 0.3282007 -5.04 FALSE
263396_at unknown protein  ;supported by f --- AT2G31710 -1.24 -0.32 -1.82 0.1129253 0.3284235 -5.04 FALSE
253511_at  putative protein Sly1 protein, rat --- AT4G31740 1.21 0.28 1.82 0.1129233 0.3284235 -5.04 FALSE
261322_at hypothetical protein predicted by ATPUP11 AT1G44750 -1.25 -0.33 -1.82 0.1130037 0.3284423 -5.05 FALSE
261207_at peroxisomal targeting signal type--- AT1G12830 -1.38 -0.46 -1.82 0.1129504 0.3284423 -5.04 FALSE
247298_at glucosidase II alpha subunit RSW3 AT5G63840 -1.21 -0.28 -1.82 0.1129622 0.3284423 -5.04 FALSE
AFFX-r2-EcE. coli /GEN=bioC /DB_XREF=gb--- --- 1.56 0.64 1.82 0.1129751 0.3284423 -5.04 FALSE
260796_at  glutathione transferase, putative ATGSTU21AT1G78360 1.31 0.39 1.82 0.1129969 0.3284423 -5.04 FALSE
263828_at putative GDSL-motif lipase/hydro--- AT2G40250 1.30 0.38 1.82 0.1130473 0.3285272 -5.05 FALSE
250079_at putative protein similar to unknow--- AT5G16650 1.27 0.35 1.82 0.1131009 0.3285573 -5.05 FALSE
262916_at  glutathione S-transferase, putativATGSTU16AT1G59700 -1.41 -0.50 -1.82 0.1130728 0.3285573 -5.05 FALSE
265983_at putative homeodomain transcript HB-2 AT2G18550 1.20 0.27 1.82 0.1130975 0.3285573 -5.05 FALSE
249608_at  multispanning membrane protein--- AT5G37310 -1.26 -0.33 -1.82 0.1131401 0.3285874 -5.05 FALSE
245390_at putative protein ;supported by ful --- AT4G17650 1.50 0.59 1.82 0.1131361 0.3285874 -5.05 FALSE
266731_at unknown protein --- AT2G03260 1.19 0.25 1.82 0.1131897 0.32866 -5.05 FALSE
249568_at  glucosyltransferase-like protein U--- AT5G38040 -1.27 -0.35 -1.82 0.1131939 0.32866 -5.05 FALSE
264990_at  unknown protein supported by c --- AT1G27210 1.50 0.59 1.82 0.1132255 0.3286682 -5.05 TRUE
259481_at  germin, putative similar to germi GLP4 AT1G18970 1.54 0.62 1.82 0.113216 0.3286682 -5.05 FALSE
257466_at hypothetical protein predicted by --- AT1G62840 1.70 0.76 1.82 0.1132801 0.3287428 -5.05 TRUE
257820_at  immunophilin (FKBP15-1) identicFKBP15-1 AT3G25220 -1.27 -0.34 -1.82 0.1132676 0.3287428 -5.05 FALSE
252143_at  putative protein centromere prot --- AT3G51150 1.22 0.28 1.82 0.1133331 0.3288306 -5.05 FALSE
251088_at putative protein several hypothet --- AT5G01480 1.36 0.45 1.82 0.1133392 0.3288306 -5.05 FALSE
251932_at pasticcino 1  ; supported by cDNAPAS1 AT3G54010 -1.22 -0.28 -1.82 0.1133682 0.3288347 -5.05 FALSE
254093_at  putative protein extensin, CatharAtMC2 AT4G25110 1.74 0.80 1.82 0.1133694 0.3288347 -5.05 FALSE
251474_at  putative protein diphthamide syn--- AT3G59630 1.23 0.30 1.82 0.1134118 0.3289159 -5.05 FALSE
260982_at  chalcone isomerase, putative sim--- AT1G53520 -1.94 -0.96 -1.82 0.1135458 0.3292626 -5.05 TRUE
251540_at  citrate synthase -like protein citraCSY1 AT3G58740 1.18 0.24 1.82 0.1136107 0.3293671 -5.05 FALSE
245451_at disease resistance RPP5 like proSNC1 AT4G16890 -1.19 -0.25 -1.82 0.1136057 0.3293671 -5.05 FALSE
247192_at histone H3 (sp|P05203)  ; suppor--- AT5G65360 -3.14 -1.65 -1.82 0.1136271 0.3293729 -5.05 FALSE
261526_at protein kinase identical to proteinAPK2A AT1G14370 1.45 0.53 1.82 0.1136915 0.3294811 -5.05 TRUE
263347_at putative U4/U6 small nuclear ribo--- AT2G05720 1.31 0.39 1.82 0.1137336 0.3294811 -5.05 FALSE
264653_at  unknown protein Contains similaAMI1 AT1G08980 -1.34 -0.43 -1.82 0.1137356 0.3294811 -5.05 FALSE
244988_s_aribosomal protein L23 --- --- -1.28 -0.36 -1.82 0.1137367 0.3294811 -5.05 FALSE



255625_at  GBF2, G-box binding factor  ;supGBF2 AT4G01120 -1.40 -0.48 -1.82 0.1137149 0.3294811 -5.05 FALSE
262835_at  Na+ H+ antiporter, putative similATNHX8 AT1G14660 -1.22 -0.28 -1.82 0.113762 0.3295126 -5.05 FALSE
265015_at putative Ta11-1 reverse transcrip--- --- 1.17 0.23 1.82 0.1138155 0.3295839 -5.05 FALSE
251232_at  shock protein SRC2-like shock p--- AT3G62780 1.93 0.95 1.82 0.1138014 0.3295839 -5.05 FALSE
260492_at putative polygalacturonase PGAZAT AT2G41850 1.34 0.42 1.82 0.1138468 0.3296327 -5.05 FALSE
247834_at  cinnamoyl-CoA reductase - like p--- AT5G58490 -1.20 -0.26 -1.82 0.1138916 0.3297205 -5.05 FALSE
256951_at hypothetical protein predicted by --- AT3G19085 1.18 0.23 1.82 0.1140538 0.3301481 -5.05 FALSE
244980_at ribosomal protein L36 --- --- -1.23 -0.30 -1.81 0.1141094 0.3301638 -5.05 FALSE
260819_at  b-Zip DNA binding protein, putatAtbZIP52 AT1G06850 1.48 0.56 1.81 0.1141605 0.3301638 -5.05 FALSE
260852_at  transmembrane protein, putative--- AT1G21900 1.19 0.26 1.81 0.1141139 0.3301638 -5.05 FALSE
261904_at unknown protein contains similar --- AT1G65040 -1.19 -0.25 -1.81 0.1141016 0.3301638 -5.05 FALSE
261101_at  transcription factor DREB1A, pu ddf2 AT1G63030 1.30 0.38 1.81 0.1141437 0.3301638 -5.05 FALSE
266317_at calmodulin identical to GB:L1891CAM5 AT2G27030 -1.22 -0.28 -1.81 0.1141281 0.3301638 -5.05 FALSE
248729_at cycloartenol synthase THAS1 AT5G48010 1.18 0.24 1.81 0.114149 0.3301638 -5.05 FALSE
245521_at Expressed protein ;supported by ESD4 AT4G15880 -1.21 -0.27 -1.81 0.1141896 0.3302061 -5.05 FALSE
250338_at putative protein  ; supported by c --- AT5G11760 -1.20 -0.26 -1.81 0.1142102 0.3302192 -5.06 FALSE
257803_at unknown protein --- AT3G18790 -1.21 -0.27 -1.81 0.1142231 0.3302192 -5.06 FALSE
253094_at  putative protein DnaJ-like protein--- AT4G37480 -1.18 -0.24 -1.81 0.1143427 0.3305229 -5.06 FALSE
262918_at hypothetical protein predicted by --- AT1G65000 -1.25 -0.32 -1.81 0.1144024 0.3306117 -5.06 FALSE
247102_at putative protein similar to unknow--- AT5G66550 -1.27 -0.34 -1.81 0.1143978 0.3306117 -5.06 FALSE
258282_at unknown protein --- AT3G26910 1.73 0.79 1.81 0.1145295 0.3307696 -5.06 TRUE
266270_at putative glutathione S-transferaseATGSTU3 AT2G29470 3.88 1.95 1.81 0.1144909 0.3307696 -5.06 TRUE
253932_at putative protein other Arabidopsis--- AT4G26800 -1.19 -0.25 -1.81 0.1145151 0.3307696 -5.06 FALSE
254990_at RNA-binding protein  ;supported CID12 AT4G10610 -1.18 -0.24 -1.81 0.1145064 0.3307696 -5.06 FALSE
249186_at CHP-rich zinc finger protein-like --- AT5G43040 1.21 0.27 1.81 0.1145054 0.3307696 -5.06 FALSE
263469_at putative Na+/H+ antiporter ATCHX21 AT2G31910 1.21 0.28 1.81 0.114566 0.330833 -5.06 FALSE
263157_at  aldehyde dehydrogenase homol ALDH7B4 AT1G54100 1.45 0.53 1.81 0.1145867 0.3308509 -5.06 FALSE
266359_at putative phospholipid cytidylyltranCCT1 AT2G32260 -1.21 -0.27 -1.81 0.114656 0.3309253 -5.06 FALSE
260448_at hypothetical protein predicted by --- AT1G72410 -1.25 -0.33 -1.81 0.1146345 0.3309253 -5.06 FALSE
262378_at  CCAAT-binding factor B subunit NF-YA3 AT1G72830 1.33 0.41 1.81 0.1146416 0.3309253 -5.06 FALSE
254377_at  subtilisin proteinase - like subtilis--- AT4G21650 2.83 1.50 1.81 0.1146883 0.3309767 -5.06 FALSE
261324_at unknown protein --- AT1G44770 -1.32 -0.40 -1.81 0.1147997 0.3312564 -5.06 FALSE
262758_at hypothetical protein predicted by --- AT1G10780 -1.24 -0.31 -1.81 0.1148199 0.3312727 -5.06 FALSE
259009_at thioglucosidase 3D precursor idePYK10 AT3G09260 1.41 0.49 1.81 0.1148707 0.3313774 -5.06 FALSE
255341_at putative receptor-like protein kina--- AT4G04500 3.40 1.76 1.81 0.1149039 0.3314313 -5.06 FALSE



261686_at unknown protein ;supported by fu--- AT1G47310 -1.23 -0.29 -1.81 0.1149381 0.3314655 -5.06 FALSE
252501_at hypothetical protein --- AT3G46880 1.22 0.28 1.81 0.1149448 0.3314655 -5.06 FALSE
247908_at GS1-like protein ;supported by fuGS1 AT5G57440 -1.59 -0.67 -1.81 0.1149978 0.3315197 -5.06 TRUE
265136_at hypothetical protein similar to dis --- AT1G51270 1.17 0.22 1.81 0.1150348 0.3315197 -5.06 FALSE
256504_at  cytosolic IMP-GMP specific 5'-nu--- AT1G75210 -1.23 -0.29 -1.81 0.1150363 0.3315197 -5.06 FALSE
248954_at unknown protein  ; supported by --- AT5G45420 1.19 0.25 1.81 0.1150315 0.3315197 -5.06 FALSE
262160_at hypothetical protein predicted by --- AT1G52590 -1.46 -0.55 -1.81 0.1150301 0.3315197 -5.06 FALSE
261606_at  peroxidase, putative similar to pe--- AT1G49570 1.30 0.38 1.81 0.1151258 0.331652 -5.06 FALSE
251354_at  putative protein hypothetical pro --- AT3G61090 1.19 0.25 1.81 0.1151084 0.331652 -5.06 FALSE
252679_at  CCR4-associated factor 1-like pr--- AT3G44260 2.86 1.52 1.81 0.1151167 0.331652 -5.06 FALSE
247685_at  serine/threonine-specific protein --- AT5G59680 1.80 0.85 1.81 0.1151605 0.3317098 -5.06 FALSE
261055_at  chloroplast nucleoid DNA bindin --- AT1G01300 -1.27 -0.34 -1.81 0.1152713 0.331987 -5.06 TRUE
258364_at unknown protein GLIP4 AT3G14225 1.51 0.59 1.81 0.1153145 0.3320695 -5.06 FALSE
260287_at unknown protein contains two Ke--- AT1G80440 -1.40 -0.49 -1.81 0.115355 0.3321443 -5.06 FALSE
AFFX-r2-BsB. subtilis /GEN=pheA /DB_XRE --- --- -1.71 -0.77 -1.81 0.1153823 0.332181 -5.06 FALSE
249096_at putative protein similar to unknow--- AT5G43910 1.47 0.56 1.81 0.1154332 0.3322857 -5.07 FALSE
253648_at pathogenesis related homeodomPRHA AT4G29940 -1.19 -0.25 -1.81 0.1154783 0.3323736 -5.07 FALSE
266336_at putative Fe(II)  transporter identicZIP3 AT2G32270 1.29 0.37 1.81 0.1155159 0.3324398 -5.07 FALSE
256577_at unknown protein --- AT3G28220 2.17 1.12 1.81 0.115568 0.3325477 -5.07 FALSE
260593_at  poly(A)-specific ribonuclease, puAHG2 AT1G55870 -1.30 -0.38 -1.81 0.1156247 0.3326689 -5.07 FALSE
264975_at hypothetical protein predicted by --- AT1G27070 -1.23 -0.30 -1.81 0.1156424 0.3326779 -5.07 FALSE
251532_at  putative protein F-box protein Fb--- AT3G58530 -1.22 -0.29 -1.81 0.1156904 0.332774 -5.07 FALSE
262273_at hypothetical protein predicted by --- AT1G68730 1.20 0.26 1.81 0.1157136 0.3327988 -5.07 FALSE
261623_at hypothetical protein similar to retiATSEC1A AT1G01980 1.23 0.30 1.81 0.1157504 0.33284 -5.07 FALSE
248875_at disease resistance protein-like --- AT5G46470 1.41 0.49 1.80 0.1157571 0.33284 -5.07 FALSE
254058_at  putative protein cylicin II - human--- AT4G25210 -1.27 -0.34 -1.80 0.1159025 0.3332161 -5.07 FALSE
253898_s_atryptophan synthase beta-subuni TSB2 AT4G27070 // 1.85 0.89 1.80 0.1159551 0.3333253 -5.07 FALSE
251842_at  extensin precursor -like protein e--- AT3G54580 1.65 0.73 1.80 0.1160496 0.3335549 -5.07 FALSE
249359_at  putative protein unnamed ORF, --- AT5G40470 -1.28 -0.36 -1.80 0.1160977 0.333651 -5.07 FALSE
254153_at  putative protein hypothetical pro PWD AT4G24450 -1.49 -0.57 -1.80 0.116163 0.3337967 -5.07 FALSE
264929_at  auxin-induced protein, putative s--- AT1G60730 2.44 1.29 1.80 0.1161925 0.3338393 -5.07 FALSE
248861_at senescence-associated protein 5TRN2 AT5G46700 1.94 0.95 1.80 0.1162142 0.3338598 -5.07 FALSE
265093_at unknown protein similar to NBD-l --- AT1G03905 1.31 0.38 1.80 0.1162351 0.3338776 -5.07 FALSE
261986_s_a cytochrome P450, putative similaCYP76C5 AT1G33720 // 1.75 0.81 1.80 0.1163904 0.3342396 -5.07 TRUE
255221_at putative protein various predicted--- AT4G05150 -1.26 -0.33 -1.80 0.1163818 0.3342396 -5.07 FALSE



259021_at hypothetical protein predicted by --- AT3G07540 -1.47 -0.56 -1.80 0.1164679 0.33442 -5.07 FALSE
254409_at  serine/threonine protein kinase - --- AT4G21400 1.97 0.98 1.80 0.116514 0.3345102 -5.07 FALSE
263926_at hypothetical protein predicted by ATEME1A AT2G21800 1.26 0.33 1.80 0.1165319 0.3345196 -5.07 FALSE
263013_at  knotted-like homeobox protein, pKNAT6 AT1G23380 1.26 0.34 1.80 0.1165921 0.3346503 -5.07 FALSE
256833_at  calmodulin-stimulated calcium-A--- AT3G22910 2.22 1.15 1.80 0.1166462 0.3347634 -5.07 FALSE
245375_at NAK like protein kinase --- AT4G17660 1.24 0.31 1.80 0.1166819 0.3347713 -5.08 FALSE
265432_at hypothetical protein predicted by --- AT2G20650 1.27 0.34 1.80 0.116693 0.3347713 -5.08 FALSE
266553_at unknown protein  ; supported by --- AT2G46170 1.27 0.35 1.80 0.1166741 0.3347713 -5.08 FALSE
248421_at unknown protein  ;supported by f --- AT5G51510 -1.23 -0.30 -1.80 0.1167273 0.3348143 -5.08 FALSE
247968_at 40S ribosomal protein S30 homo--- AT5G56670 -1.58 -0.66 -1.80 0.1167373 0.3348143 -5.08 FALSE
255848_at hypothetical protein predicted by --- AT2G33640 1.24 0.32 1.80 0.1168021 0.3349579 -5.08 FALSE
260916_at predicted protein ; supported by c--- AT1G02475 -1.24 -0.31 -1.80 0.1168696 0.3351093 -5.08 FALSE
259308_at putative nodulin similar to nodulin--- AT3G05180 -1.43 -0.51 -1.80 0.1169211 0.3352149 -5.08 FALSE
249148_at unknown protein  ; supported by --- AT5G43260 1.41 0.50 1.80 0.1169563 0.3352736 -5.08 FALSE
246335_at lethal leaf-spot 1 homolog Lls1 ACD1 AT3G44880 1.31 0.39 1.80 0.1170005 0.3353162 -5.08 FALSE
255707_at predicted protein MEE50 AT4G00231 -1.19 -0.25 -1.80 0.116998 0.3353162 -5.08 FALSE
251480_at  putative protein inducible carbon--- AT3G59710 1.30 0.38 1.80 0.1170729 0.3354596 -5.08 FALSE
253475_at  putative protein predicted protein--- AT4G32290 -1.48 -0.57 -1.80 0.11708 0.3354596 -5.08 FALSE
252796_at  putative protein predicted protein--- --- 1.34 0.42 1.80 0.1171574 0.3355972 -5.08 FALSE
249631_at  sen1-like protein SEN1 - Saccha--- AT5G37160 1.22 0.29 1.80 0.1171449 0.3355972 -5.08 FALSE
245709_at putative protein --- AT5G04320 -1.30 -0.37 -1.80 0.1172143 0.3356435 -5.08 FALSE
260947_at  fructokinase, putative similar to f --- AT1G06020 1.18 0.23 1.80 0.1172177 0.3356435 -5.08 FALSE
261239_at  Avr9 elicitor response protein, pu--- AT1G32930 1.20 0.26 1.80 0.1172016 0.3356435 -5.08 FALSE
247145_at receptor protein kinase-like prote --- AT5G65600 2.98 1.58 1.80 0.1173318 0.335928 -5.08 FALSE
265716_at unknown protein  ;supported by f --- AT2G03350 -1.32 -0.40 -1.80 0.1174252 0.3360552 -5.08 TRUE
259081_at putative sodium proton exchangeNHX2 AT3G05030 -1.28 -0.36 -1.80 0.1174352 0.3360552 -5.08 TRUE
261678_at  disease resistance protein, putat--- AT1G47370 1.26 0.33 1.80 0.1173933 0.3360552 -5.08 FALSE
261173_at hypothetical protein predicted by --- AT1G04830 -1.22 -0.29 -1.80 0.1174294 0.3360552 -5.08 FALSE
256239_at hypothetical protein predicted by --- AT3G12470 1.25 0.32 1.79 0.1174843 0.3361538 -5.08 FALSE
247367_at oxygen-independent coproporphy--- AT5G63290 -1.40 -0.48 -1.79 0.117506 0.3361735 -5.08 FALSE
266687_at putative arginine N-methyltransfePRMT1A AT2G19670 -1.46 -0.54 -1.79 0.1175665 0.3362624 -5.08 FALSE
246350_at hypothetical protein predicted by --- AT1G16650 1.27 0.34 1.79 0.1175591 0.3362624 -5.08 FALSE
250250_at putative protein similar to unknow--- AT5G13610 -1.24 -0.31 -1.79 0.1176188 0.3363277 -5.08 FALSE
257833_at  transcriptional regulator protein, LWD2 AT3G26640 -1.19 -0.25 -1.79 0.1176093 0.3363277 -5.08 FALSE
257065_at  diacylglycerol pyrophosphate ph --- AT3G18220 1.36 0.44 1.79 0.117748 0.3364019 -5.08 FALSE



246642_s_a putative protein predicted protein--- --- 1.17 0.23 1.79 0.1177435 0.3364019 -5.08 FALSE
264212_at putative tRNA adenylyltransferas --- AT1G22660 -1.37 -0.45 -1.79 0.1176963 0.3364019 -5.08 FALSE
256067_at unknown protein ;supported by fu--- AT1G07170 -1.31 -0.39 -1.79 0.1177177 0.3364019 -5.08 FALSE
256497_at  ORF1, putative similar to ORF1 ECS1 AT1G31580 1.51 0.59 1.79 0.1177358 0.3364019 -5.08 FALSE
253288_at hypothetical protein --- AT4G34310 1.24 0.31 1.79 0.1176744 0.3364019 -5.08 FALSE
254924_at  MAP kinase (ATMPK5) possible ATMPK5 AT4G11330 1.40 0.48 1.79 0.1177086 0.3364019 -5.08 FALSE
250863_at  F1F0-ATPase inhibitor - like prot--- AT5G04750 1.18 0.24 1.79 0.1179516 0.3367911 -5.09 FALSE
266812_at putative protein kinase contains a--- AT2G44830 1.31 0.39 1.79 0.1179325 0.3367911 -5.09 FALSE
262121_at  endo-1,4-beta-glucanase precur ATCEL2 AT1G02800 1.28 0.35 1.79 0.1179876 0.3367911 -5.09 FALSE
255588_at hypothetical protein --- AT4G01570 -1.35 -0.43 -1.79 0.1179709 0.3367911 -5.09 FALSE
245179_at  putative protein similarity to pred--- AT5G12400 1.23 0.30 1.79 0.1179854 0.3367911 -5.09 FALSE
250117_at isopentenyl pyrophosphate:dimetIPP1 AT5G16440 -1.38 -0.46 -1.79 0.1179748 0.3367911 -5.09 FALSE
250369_at cyclin 3b  ; supported by cDNA: gCYC3B AT5G11300 1.29 0.37 1.79 0.1179412 0.3367911 -5.09 FALSE
247328_at unknown protein  ;supported by f --- AT5G64130 1.38 0.46 1.79 0.1180073 0.336805 -5.09 FALSE
260692_at hypothetical protein predicted by --- AT1G32430 1.21 0.28 1.79 0.118085 0.3368288 -5.09 FALSE
267285_at unknown protein --- AT2G23690 1.44 0.52 1.79 0.1180475 0.3368288 -5.09 FALSE
253739_at putative protein predicted protein --- AT4G28760 -1.29 -0.37 -1.79 0.118083 0.3368288 -5.09 FALSE
250224_at putative protein similar to unknow--- AT5G14150 1.31 0.39 1.79 0.1180916 0.3368288 -5.09 FALSE
260155_at unknown protein --- AT1G52870 -1.58 -0.66 -1.79 0.1181015 0.3368288 -5.09 FALSE
263210_at Expressed protein ; supported by--- AT1G10585 6.01 2.59 1.79 0.1181042 0.3368288 -5.09 FALSE
249596_s_a glucuronosyl transferase-like pro--- AT5G37950 // 1.39 0.47 1.79 0.1181221 0.3368377 -5.09 FALSE
254661_at  unknown protein multidrug resist--- AT4G18260 -1.24 -0.32 -1.79 0.118157 0.3368953 -5.09 FALSE
262718_at hypothetical protein similar to put--- --- 1.23 0.29 1.79 0.1182027 0.3369834 -5.09 FALSE
259063_at putative 5B-anther specific protei --- AT3G07450 1.17 0.23 1.79 0.1182536 0.3370441 -5.09 FALSE
265243_at hypothetical protein predicted by NPG1 AT2G43040 -1.24 -0.31 -1.79 0.118252 0.3370441 -5.09 FALSE
260939_at hypothetical protein contains sim --- AT1G45180 1.68 0.75 1.79 0.1183456 0.3372375 -5.09 TRUE
249582_at calmodulin 1 (CAM1)  ; supportedCAM1 AT5G37780 -1.28 -0.35 -1.79 0.118351 0.3372375 -5.09 FALSE
259178_at  unknown protein similar to hypotRGLG1 AT3G01650 1.30 0.38 1.79 0.118449 0.337317 -5.09 FALSE
247058_at dolichyl-di-phosphooligosacchari DGL1 AT5G66680 -1.26 -0.33 -1.79 0.1184328 0.337317 -5.09 FALSE
251511_at putative protein several hypothet --- AT3G59180 1.20 0.26 1.79 0.1184624 0.337317 -5.09 FALSE
246141_at  TipD - like WD repeat protein Tip--- AT5G19920 -1.27 -0.35 -1.79 0.1184389 0.337317 -5.09 FALSE
267103_at putative UDP-N-acetylglucosaminGPT AT2G41490 1.22 0.29 1.79 0.1184676 0.337317 -5.09 FALSE
260135_at  calmodulin-related protein simila--- AT1G66400 1.93 0.95 1.79 0.1184274 0.337317 -5.09 FALSE
251548_at  putative protein predicted protein--- --- 1.28 0.36 1.79 0.1184953 0.3373538 -5.09 FALSE
263166_at putative protein destination factor--- AT1G03050 1.18 0.24 1.79 0.1185341 0.3374221 -5.09 FALSE



262133_at  high affinity sulphate transporter SULTR1;2 AT1G78000 -1.95 -0.97 -1.79 0.1185731 0.3374911 -5.09 FALSE
267350_at putative DNA-directed RNA polymNRPD1B AT2G40030 1.27 0.35 1.79 0.1186107 0.3375286 -5.09 FALSE
252818_at putative protein several hypothet --- --- 1.26 0.33 1.79 0.1186159 0.3375286 -5.09 FALSE
267320_at hypothetical protein predicted by --- AT2G19300 1.23 0.30 1.79 0.1186355 0.3375423 -5.09 FALSE
256629_at  serine/threonine protein phosphaATFYPP3 AT3G19980 -1.21 -0.28 -1.79 0.118651 0.3375441 -5.09 FALSE
255832_at hypothetical protein predicted by --- AT2G33360 -1.32 -0.40 -1.79 0.1186754 0.3375716 -5.09 FALSE
267179_at putative ADP ribosylation factor 1AGD7 AT2G37550 1.34 0.43 1.79 0.1187438 0.3375731 -5.09 FALSE
246925_at  cytochrome P450 71B1 - like proCYP71B14 AT5G25180 -1.21 -0.27 -1.79 0.1187185 0.3375731 -5.09 FALSE
246055_at  alpha-galactosidase - like proteinAtAGAL1 AT5G08380 -1.58 -0.66 -1.79 0.1187375 0.3375731 -5.09 FALSE
261950_at  zinc finger protein, putative simil --- AT1G64620 1.37 0.45 1.79 0.11875 0.3375731 -5.09 FALSE
259148_at  putative ATPase similar to ATPa--- AT3G10350 -1.28 -0.35 -1.79 0.1187398 0.3375731 -5.09 FALSE
247448_at  putative protein predicted protein--- AT5G62770 1.98 0.99 1.79 0.1187648 0.3375731 -5.09 FALSE
264971_at Expressed protein ; supported by--- AT1G67210 -1.18 -0.23 -1.79 0.1187811 0.3375776 -5.09 FALSE
253364_at  F-box protein family, AtFBX13 co--- AT4G33160 1.18 0.24 1.79 0.1187969 0.3375803 -5.09 FALSE
249087_at DNA binding protein EREBP-3-likERF9 AT5G44210 -1.38 -0.47 -1.79 0.1188128 0.3375836 -5.09 FALSE
253818_at hypothetical protein --- AT4G28330 1.30 0.38 1.79 0.1188417 0.3376236 -5.09 FALSE
248932_at peptide transporter PTR3 AT5G46050 2.12 1.08 1.79 0.1188632 0.3376425 -5.09 FALSE
260337_at unknown protein WRKY57 AT1G69310 -1.27 -0.34 -1.79 0.1189761 0.3379213 -5.09 FALSE
254671_at  MuDR transposable element - lik--- --- 1.21 0.27 1.79 0.1189929 0.3379267 -5.09 FALSE
246038_s_a putative protein thiamin pyropho atnudt20 AT5G19460 // 1.31 0.39 1.79 0.1191084 0.3381855 -5.09 FALSE
255725_at hypothetical protein similar to putPFT1 AT1G25540 1.17 0.23 1.79 0.1191136 0.3381855 -5.09 FALSE
255139_s_a extensin-like protein hydroxyprol--- AT4G08400 // 1.18 0.24 1.78 0.119173 0.3383119 -5.09 FALSE
254054_at  putative protein DNA-binding pro--- AT4G25320 -1.34 -0.42 -1.78 0.1192009 0.3383489 -5.10 FALSE
266268_at unknown protein predicted by ge --- AT2G29510 -1.20 -0.26 -1.78 0.1192691 0.3383741 -5.10 FALSE
249838_at unknown protein  ;supported by f --- AT5G23460 -1.31 -0.39 -1.78 0.1192517 0.3383741 -5.10 FALSE
263292_at putative Ta11-like non-LTR retroe--- --- 1.22 0.29 1.78 0.1192682 0.3383741 -5.10 FALSE
248200_at O-methyltransferase  ;supported ATOMT1 AT5G54160 1.75 0.81 1.78 0.1192646 0.3383741 -5.10 FALSE
245405_at hypothetical protein --- AT4G17150 -1.18 -0.24 -1.78 0.1193595 0.3385592 -5.10 FALSE
252392_s_a putative protein various predicte --- AT3G47890 // -1.31 -0.39 -1.78 0.1193937 0.3385592 -5.10 FALSE
267535_at putative C2H2-type zinc finger prZFP8 AT2G41940 -1.46 -0.55 -1.78 0.1193911 0.3385592 -5.10 FALSE
262821_at unknown protein EST gb|F14156--- AT1G11800 -1.16 -0.21 -1.78 0.1193689 0.3385592 -5.10 FALSE
253997_at disease resistance protein RPS2 RPS2 AT4G26090 1.87 0.90 1.78 0.1194422 0.3386159 -5.10 FALSE
253983_at  putative protein SPF1 protein -IpWRKY20 AT4G26640 -1.27 -0.34 -1.78 0.1194434 0.3386159 -5.10 FALSE
262584_at  hypothetical protein Strong simil --- AT1G15440 -1.56 -0.65 -1.78 0.1194966 0.3387246 -5.10 FALSE
260134_at  Myb-related transcription factor, MYB113 AT1G66370 1.29 0.37 1.78 0.1195389 0.3387603 -5.10 FALSE



248320_at putative protein similar to unknow--- AT5G52720 1.25 0.32 1.78 0.1195326 0.3387603 -5.10 FALSE
248424_at unknown protein --- AT5G51680 1.89 0.92 1.78 0.1195588 0.3387747 -5.10 FALSE
253527_at  pathogenesis-related protein hom--- AT4G31470 1.23 0.30 1.78 0.1196038 0.33886 -5.10 FALSE
260249_s_aunknown protein similar to unkno--- AT1G74280 // -1.28 -0.36 -1.78 0.1196364 0.3388682 -5.10 FALSE
248152_at DNA repair and meiosis protein MMRE11 AT5G54260 -1.32 -0.41 -1.78 0.1196235 0.3388682 -5.10 FALSE
255878_at putative bZIP transcription factor --- AT2G40620 -1.36 -0.44 -1.78 0.1196789 0.3389044 -5.10 FALSE
252222_at  putative protein various predicte --- AT3G49840 // 1.52 0.61 1.78 0.1196646 0.3389044 -5.10 FALSE
266171_at putative CCAAT-binding transcripNF-YB1 AT2G38880 -1.29 -0.36 -1.78 0.1197344 0.3389774 -5.10 FALSE
248587_at Expressed protein ; supported by--- AT5G49550 -1.23 -0.30 -1.78 0.1197265 0.3389774 -5.10 FALSE
260719_at unknown protein --- AT1G48090 -1.29 -0.36 -1.78 0.1198258 0.339194 -5.10 FALSE
252373_at disease resistance protein EDS1 EDS1 AT3G48090 1.87 0.91 1.78 0.1199232 0.3394279 -5.10 FALSE
259479_at Expressed protein ; supported by--- AT1G19020 2.35 1.23 1.78 0.1199789 0.339501 -5.10 FALSE
265848_at putative sugar transporter INT3 AT2G35740 1.36 0.44 1.78 0.1199778 0.339501 -5.10 FALSE
258302_at hypothetical protein predicted by --- --- 1.19 0.25 1.78 0.1199962 0.3395081 -5.10 FALSE
245828_at  transcription factor, putative simiVIM1 AT1G57820 -1.27 -0.34 -1.78 0.1200364 0.3395796 -5.10 FALSE
246821_at  calmodulin-binding - like protein CBP60G AT5G26920 2.19 1.13 1.78 0.1200702 0.3395911 -5.10 FALSE
257505_at hypothetical protein --- AT1G47940 1.17 0.22 1.78 0.1200569 0.3395911 -5.10 FALSE
266215_at putative endoxyloglucan glycosylEXGT-A1 AT2G06850 1.85 0.89 1.78 0.1201283 0.339671 -5.10 TRUE
260900_s_a branched-chain alpha keto-acid --- AT1G21400 // 1.47 0.56 1.78 0.1201232 0.339671 -5.10 TRUE
260551_at putative trypsin inhibitor  ; supporATTI1 AT2G43510 -1.62 -0.69 -1.78 0.1201587 0.3397149 -5.10 TRUE
265610_at unknown protein  ;supported by f --- AT2G25430 1.18 0.24 1.78 0.1202083 0.3397623 -5.10 TRUE
254765_at hypothetical protein --- AT4G13270 -1.25 -0.32 -1.78 0.1202202 0.3397623 -5.10 FALSE
251847_at tryptophan synthase alpha chain TSA1 AT3G54640 2.41 1.27 1.78 0.1202103 0.3397623 -5.10 FALSE
248365_at putative protein strong similarity t--- AT5G52500 1.23 0.30 1.78 0.1202567 0.3398236 -5.10 FALSE
251769_at  receptor kinase - like protein rec CCR3 AT3G55950 2.91 1.54 1.78 0.1202875 0.3398684 -5.10 FALSE
247502_at  putative protein predicted protein--- AT5G61940 -1.20 -0.27 -1.78 0.1203473 0.339886 -5.10 FALSE
247024_at Expressed protein ; supported by--- AT5G66985 1.28 0.35 1.78 0.1203591 0.339886 -5.10 FALSE
250500_at  periaxin - like protein periaxin, R --- AT5G09530 -7.32 -2.87 -1.78 0.1203605 0.339886 -5.10 FALSE
264776_at unknown protein location of EST --- AT1G22860 -1.22 -0.29 -1.78 0.1203682 0.339886 -5.10 FALSE
246195_at  E2, ubiquitin-conjugating enzym UBC17 AT4G36410 -2.27 -1.18 -1.78 0.1203392 0.339886 -5.10 FALSE
257449_at hypothetical protein predicted by --- AT2G31420 1.23 0.30 1.78 0.1204536 0.340085 -5.10 FALSE
266038_at putative ABC transporter ATMRP11 AT2G07680 -1.44 -0.53 -1.78 0.120485 0.3401315 -5.11 FALSE
253566_at DNA topoisomerase like- protein --- AT4G31210 -1.74 -0.80 -1.78 0.1205792 0.3403555 -5.11 FALSE
247940_at phosphatidylserine decarboxylas PSD2 AT5G57190 1.80 0.85 1.78 0.1206269 0.3404058 -5.11 FALSE
250430_at putative protein --- AT5G10460 -1.19 -0.25 -1.78 0.1206264 0.3404058 -5.11 FALSE



253831_at Expressed protein ; supported by--- AT4G27580 1.23 0.30 1.78 0.120646 0.3404175 -5.11 FALSE
250982_at  putative protein zinc finger prote JKD AT5G03150 1.42 0.51 1.78 0.1206966 0.3405181 -5.11 FALSE
262786_at putative lipase similar to gb|X028--- AT1G10740 -1.32 -0.40 -1.78 0.1208239 0.3407489 -5.11 FALSE
249223_at receptor lectin kinase-like protein--- AT5G42120 -1.25 -0.32 -1.78 0.1207967 0.3407489 -5.11 FALSE
249381_at  acidic ribosomal protein P2 -like --- AT5G40040 1.27 0.35 1.78 0.1208381 0.3407489 -5.11 FALSE
253062_at  putative protein predicted proteinNPY5 AT4G37590 -1.70 -0.76 -1.78 0.1208105 0.3407489 -5.11 FALSE
256248_at hypothetical protein --- AT3G66652 -1.35 -0.43 -1.78 0.1208639 0.3407793 -5.11 FALSE
257062_at  zinc finger protein, putative contaEMB2454 AT3G18290 1.56 0.65 1.77 0.1209364 0.3408995 -5.11 TRUE
258449_s_aputative RNA helicase similar to PMH1 AT3G22310 // -1.35 -0.43 -1.77 0.1209356 0.3408995 -5.11 FALSE
252473_s_ahypothetical protein several hypo--- AT3G46610 // -1.36 -0.44 -1.77 0.1211425 0.3414384 -5.11 FALSE
257094_at hypothetical protein similar to tetr--- AT3G20480 -1.35 -0.43 -1.77 0.1212445 0.3416836 -5.11 FALSE
260142_at unknown protein  ; supported by --- AT1G71900 -1.27 -0.34 -1.77 0.1212595 0.3416836 -5.11 FALSE
247430_at putative protein contains similarit --- AT5G62610 -1.27 -0.34 -1.77 0.1213078 0.3417776 -5.11 FALSE
265233_s_ahypothetical protein --- AT2G07718 1.23 0.30 1.77 0.1213388 0.3417805 -5.11 TRUE
255645_at coded for by A. thaliana cDNA T4--- AT4G00880 -1.39 -0.48 -1.77 0.121334 0.3417805 -5.11 FALSE
247925_at TCH4 protein (gb|AAA92363.1)  TCH4 AT5G57560 2.34 1.23 1.77 0.1213882 0.3417882 -5.11 TRUE
248357_at putative protein similar to unknow--- AT5G52380 -1.49 -0.57 -1.77 0.1214165 0.3417882 -5.11 TRUE
261505_at  carboxypeptidase, putative simil SOL1 AT1G71696 1.30 0.37 1.77 0.1213687 0.3417882 -5.11 FALSE
263304_at hypothetical protein predicted by --- AT2G01920 1.21 0.28 1.77 0.1214103 0.3417882 -5.11 FALSE
250486_at  putative protein predicted protein--- AT5G09670 // -1.23 -0.30 -1.77 0.1214145 0.3417882 -5.11 FALSE
255298_at putative protein similar to transcr ATMSRB6 AT4G04840 2.07 1.05 1.77 0.1215372 0.3418106 -5.11 TRUE
246011_at  putative protein auxin-induced b --- AT5G08330 -1.51 -0.60 -1.77 0.1214993 0.3418106 -5.11 TRUE
252115_at non-specific lipid transfer protein LTP5 AT3G51600 -1.28 -0.35 -1.77 0.1214947 0.3418106 -5.11 FALSE
256367_at  C-x8-C-x5-C-x3-H type Zinc fing --- AT1G66810 1.24 0.31 1.77 0.1215446 0.3418106 -5.11 FALSE
257012_at  RNA-binding protein, putative simTEL1 AT3G26120 1.20 0.26 1.77 0.1215743 0.3418106 -5.11 FALSE
258318_at unknown protein --- AT3G22680 -1.42 -0.50 -1.77 0.1215375 0.3418106 -5.11 FALSE
251614_at hypothetical protein --- AT3G57970 1.27 0.35 1.77 0.1214564 0.3418106 -5.11 FALSE
259452_at  En/Spm-like transposon protein, --- --- 1.23 0.29 1.77 0.1215585 0.3418106 -5.11 FALSE
263858_at hypothetical protein predicted by --- AT2G04370 1.19 0.26 1.77 0.1215654 0.3418106 -5.11 FALSE
249618_at  putative protein predicted protein--- AT5G37490 3.54 1.83 1.77 0.1215593 0.3418106 -5.11 FALSE
249648_at  putative protein hypothetical pro --- AT5G37050 1.33 0.41 1.77 0.121675 0.3420516 -5.11 FALSE
263459_at ankyrin-like protein --- AT2G31820 1.36 0.44 1.77 0.1217074 0.3421005 -5.11 FALSE
248961_at subtilisin-like protease --- AT5G45650 -1.80 -0.85 -1.77 0.1217428 0.3421171 -5.11 FALSE
247808_at contains similarity to unknown pr ECT10 AT5G58190 1.19 0.25 1.77 0.1217433 0.3421171 -5.11 FALSE
262254_at unknown protein similar to GDSLGLIP5 AT1G53920 1.52 0.60 1.77 0.12188 0.3424566 -5.12 FALSE



265794_at unknown protein --- AT2G01310 -1.18 -0.24 -1.77 0.1218941 0.3424566 -5.12 FALSE
262375_at unknown protein ; supported by cSUVH3 AT1G73100 -1.26 -0.34 -1.77 0.1220085 0.3426244 -5.12 FALSE
257059_at unknown protein  ; supported by --- AT3G15280 1.20 0.26 1.77 0.1219976 0.3426244 -5.12 FALSE
254683_at hypothetical protein  ;supported b--- AT4G13800 1.24 0.31 1.77 0.122014 0.3426244 -5.12 FALSE
249074_at putative protein contains similarit --- AT5G44080 -1.22 -0.29 -1.77 0.1219899 0.3426244 -5.12 FALSE
249228_at SKP1/ASK1 (At2) identical to UIPASK2 AT5G42190 -1.31 -0.39 -1.77 0.1220311 0.3426303 -5.12 FALSE
250980_at putative protein --- AT5G03130 -1.58 -0.66 -1.77 0.1220758 0.3427139 -5.12 FALSE
245624_at glucosyltransferase like protein --- AT4G14090 1.30 0.38 1.77 0.1221196 0.3427945 -5.12 FALSE
263434_at putative homeodomain transcript PRS AT2G28610 -1.18 -0.24 -1.77 0.1221722 0.3429 -5.12 FALSE
252790_at putative protein various predicted--- --- 1.19 0.25 1.77 0.1222033 0.3429451 -5.12 FALSE
257544_at putative DNA-binding protein sim--- AT3G20880 1.28 0.36 1.77 0.1222281 0.3429724 -5.12 FALSE
267458_at similar to Mlo proteins from H. vuMLO5 AT2G33670 1.29 0.36 1.77 0.1222534 0.3430011 -5.12 FALSE
267239_at unknown protein --- AT2G02510 -1.23 -0.30 -1.77 0.1222789 0.3430282 -5.12 FALSE
265957_at hypothetical protein predicted by --- AT2G37300 1.16 0.22 1.77 0.1223286 0.3430282 -5.12 FALSE
267392_at putative beta-glucosidase PEN2 AT2G44490 1.37 0.45 1.77 0.1222954 0.3430282 -5.12 FALSE
264868_at unknown protein --- AT1G24090 1.53 0.61 1.77 0.1223252 0.3430282 -5.12 FALSE
261501_at  wall-associated kinase 1, putativ--- AT1G28390 1.33 0.42 1.77 0.1223382 0.3430282 -5.12 FALSE
255523_at pectinesterase - like protein simil --- AT4G02320 -1.22 -0.28 -1.77 0.1223791 0.3430584 -5.12 FALSE
249984_at  putative protein rsc43, Dictyoste --- AT5G18400 1.49 0.57 1.77 0.122371 0.3430584 -5.12 FALSE
263848_at putative reverse transcriptase --- --- 1.25 0.32 1.77 0.1224024 0.3430817 -5.12 FALSE
258001_at AIG2-like protein similar to AIG2 --- AT3G28950 -1.21 -0.27 -1.77 0.1225523 0.3434595 -5.12 FALSE
253813_at  putative protein hypothetical pro --- AT4G28150 -1.24 -0.31 -1.77 0.1225961 0.3435402 -5.12 FALSE
251060_at  putative protein serine/threonineATSR1 AT5G01820 2.19 1.13 1.76 0.1226802 0.3437336 -5.12 FALSE
251602_at Expressed protein ; supported by--- AT3G57785 -1.21 -0.28 -1.76 0.1227013 0.3437504 -5.12 FALSE
262965_at hypothetical protein predicted by --- AT1G54310 -1.32 -0.40 -1.76 0.1227349 0.3438023 -5.12 FALSE
251299_at  putative protein transcription fac --- AT3G61950 -1.24 -0.31 -1.76 0.1227517 0.3438072 -5.12 FALSE
258681_at unknown protein  ; supported by --- AT3G08610 -1.23 -0.30 -1.76 0.1228288 0.3439388 -5.12 FALSE
252076_at  LS1-like protein AT-LS1 product --- AT3G51660 1.72 0.78 1.76 0.1228259 0.3439388 -5.12 FALSE
262850_at signal response protein (GAI) ideGAI AT1G14920 -1.48 -0.57 -1.76 0.1228915 0.344072 -5.12 TRUE
259631_at  heat shock protein, putative simiERD2 AT1G56410 1.18 0.24 1.76 0.1229198 0.344109 -5.12 FALSE
245118_at  putative thioredoxin reductase T NTRC AT2G41680 -1.21 -0.27 -1.76 0.122962 0.3441623 -5.12 FALSE
258414_at unknown protein  ;supported by f --- AT3G17380 -1.23 -0.30 -1.76 0.122969 0.3441623 -5.12 FALSE
261564_at  NAC domain protein, putative simATAF1 AT1G01720 1.33 0.41 1.76 0.1230265 0.3442388 -5.12 TRUE
264880_at hypothetical protein contains sim --- AT1G61210 1.26 0.34 1.76 0.123013 0.3442388 -5.12 FALSE
255883_at  unknown protein similar to putati--- AT1G20270 -1.28 -0.35 -1.76 0.1230884 0.3442852 -5.13 FALSE



257739_at unknown protein --- AT3G27470 1.31 0.39 1.76 0.1230772 0.3442852 -5.13 FALSE
252428_at  putative protein rjs - Mus muscu --- AT3G47660 1.25 0.32 1.76 0.1230593 0.3442852 -5.12 FALSE
262176_at  3-ketoacyl-ACP synthase, putati FAB1 AT1G74960 -1.27 -0.34 -1.76 0.1231249 0.3443209 -5.13 FALSE
260844_at peroxisomal targeting signal typePEX7 AT1G29260 -1.20 -0.26 -1.76 0.1231313 0.3443209 -5.13 FALSE
265311_at hypothetical protein predicted by --- AT2G20250 -1.39 -0.48 -1.76 0.1231703 0.3443529 -5.13 FALSE
257510_at unknown protein --- AT1G55360 -1.72 -0.78 -1.76 0.123173 0.3443529 -5.13 FALSE
255133_at  putative protein (fragment) gluta --- AT4G08320 -1.26 -0.33 -1.76 0.1232451 0.3444713 -5.13 FALSE
253325_at Expressed protein ; supported by--- AT4G33925 1.48 0.57 1.76 0.1232455 0.3444713 -5.13 FALSE
252540_at  putative protein CDP-alcohol pho--- AT3G45740 1.20 0.27 1.76 0.1232954 0.3445685 -5.13 FALSE
260834_at  sugar kinase, putative similar to --- AT1G06730 -1.28 -0.36 -1.76 0.1233529 0.3446869 -5.13 FALSE
247169_at unknown protein --- AT5G65520 -1.32 -0.40 -1.76 0.1233705 0.3446939 -5.13 FALSE
248764_at putative protein contains similarit NF-YB2 AT5G47640 -1.29 -0.36 -1.76 0.1233913 0.3447099 -5.13 FALSE
253481_at  aspartate aminotransferase  ;supASP5 AT4G31990 -1.23 -0.29 -1.76 0.1235428 0.3450906 -5.13 FALSE
262659_at  putative nucleoside triphosphata--- AT1G14240 1.22 0.29 1.76 0.12357 0.3451245 -5.13 FALSE
246483_at  receptor protein kinase-like proteNIK1 AT5G16000 -1.59 -0.67 -1.76 0.1236384 0.3452732 -5.13 FALSE
257106_at unknown protein --- AT3G29060 1.19 0.25 1.76 0.1236799 0.345347 -5.13 FALSE
253666_at  xyloglucan endo-1,4-beta-D-glucMERI5B AT4G30270 1.20 0.26 1.76 0.1237467 0.3454911 -5.13 FALSE
258547_at unknown protein --- AT3G06895 -1.18 -0.23 -1.76 0.1237621 0.3454917 -5.13 FALSE
250414_at  putative protein Glr5, ArabidopsiGLR2.6 AT5G11180 1.19 0.25 1.76 0.1237985 0.3455512 -5.13 FALSE
261191_at  starch synthase, putative similar --- AT1G32900 1.49 0.58 1.76 0.1238653 0.3456331 -5.13 TRUE
258047_at putative 4-coumarate:CoA ligase 4CL2 AT3G21240 2.14 1.10 1.76 0.1238473 0.3456331 -5.13 FALSE
246610_at putative protein --- AT5G35400 -1.22 -0.28 -1.76 0.1238733 0.3456331 -5.13 FALSE
263950_at hypothetical protein predicted by HVA22J AT2G36020 1.17 0.22 1.76 0.1239036 0.3456596 -5.13 FALSE
259906_at unknown protein --- AT1G74120 -1.19 -0.25 -1.76 0.1239131 0.3456596 -5.13 FALSE
260610_at putative SF16 protein {HelianthusIQD14 AT2G43680 -1.38 -0.47 -1.76 0.1239748 0.3457657 -5.13 FALSE
257362_at hypothetical protein predicted by --- AT2G45840 1.18 0.23 1.76 0.1239815 0.3457657 -5.13 FALSE
267270_at hypothetical protein predicted by --- AT2G02550 1.29 0.37 1.76 0.1241058 0.34607 -5.13 FALSE
257010_at Expressed protein ; supported byATEXO70DAT3G14090 1.36 0.45 1.76 0.1241674 0.3461388 -5.13 FALSE
246373_at  receptor-like protein kinase, puta--- AT1G51860 1.36 0.44 1.76 0.1241665 0.3461388 -5.13 FALSE
266959_at  putative DNA replication licensinMCM5 AT2G07690 -1.86 -0.90 -1.76 0.124176 0.3461388 -5.13 FALSE
245449_at retrotransposon like protein --- --- 1.40 0.49 1.76 0.124227 0.3461964 -5.13 FALSE
263119_at  hypothetical protein predicted by--- AT1G03110 -1.32 -0.40 -1.76 0.1242223 0.3461964 -5.13 FALSE
258184_at  two-component phosphorelay m AHP1 AT3G21510 1.32 0.40 1.76 0.1242575 0.3462391 -5.13 FALSE
263297_at putative ADP-ribosylation factor  ATARFB1AAT2G15310 1.37 0.46 1.76 0.1243432 0.3464357 -5.13 TRUE
261544_at unknown protein --- AT1G63540 -1.31 -0.39 -1.76 0.124393 0.3464916 -5.14 FALSE



247699_at  GTP-binding protein ara-3 GTP- --- AT5G59840 1.42 0.50 1.75 0.1244142 0.3464916 -5.14 FALSE
246684_at  putative protein nucleoid DNA-biCDR1 AT5G33340 1.30 0.37 1.75 0.124424 0.3464916 -5.14 FALSE
251114_at transcription factor GT-3a --- AT5G01380 2.04 1.03 1.75 0.1244127 0.3464916 -5.14 FALSE
250952_at putative protein ATIREG2 AT5G03570 1.29 0.37 1.75 0.1244565 0.3465396 -5.14 FALSE
261377_at unknown protein ;supported by fu--- AT1G18850 -1.52 -0.61 -1.75 0.1244906 0.3465924 -5.14 FALSE
247164_at NifS-like aminotranfserase  ; sup NFS1 AT5G65720 -1.23 -0.29 -1.75 0.1245246 0.3466023 -5.14 FALSE
259696_at unknown protein ; supported by c--- AT1G63150 -1.22 -0.29 -1.75 0.1245206 0.3466023 -5.14 FALSE
258832_at putative protein kinase similar to --- AT3G07070 1.24 0.31 1.75 0.1245722 0.3466501 -5.14 FALSE
250740_at t-SNARE SED5 (gb|AAC06291.1SYP31 AT5G05760 1.18 0.24 1.75 0.1245719 0.3466501 -5.14 FALSE
252959_at  putative protein NADH dehydrog--- AT4G38640 -1.22 -0.29 -1.75 0.1246256 0.3467511 -5.14 FALSE
252454_at  putative protein various predicte --- AT3G47130 1.17 0.23 1.75 0.1246389 0.3467511 -5.14 FALSE
247851_at  outer membrane lipoprotein - likeTIL AT5G58070 -1.51 -0.60 -1.75 0.1246887 0.3468474 -5.14 FALSE
253993_at mitogen activated protein kinase MEK1 AT4G26070 1.45 0.54 1.75 0.1247414 0.3469095 -5.14 FALSE
256831_at hypothetical protein --- AT3G22870 1.22 0.29 1.75 0.1247286 0.3469095 -5.14 FALSE
256417_s_a omega-3 fatty acid desaturase, cFAD7 AT3G11170 // 1.43 0.51 1.75 0.1249074 0.3472865 -5.14 TRUE
251129_at  putative protein predicted protein--- AT5G01150 1.22 0.28 1.75 0.1249042 0.3472865 -5.14 FALSE
265627_at Expressed protein ; supported by--- AT2G27285 -1.24 -0.31 -1.75 0.125025 0.3475711 -5.14 FALSE
253644_at  putative protein predicted protein--- AT4G29870 -1.32 -0.40 -1.75 0.1250708 0.347633 -5.14 FALSE
267616_at unknown protein  ;supported by f --- AT2G26680 -1.24 -0.31 -1.75 0.1250778 0.347633 -5.14 FALSE
252470_at  protein kinase 6-like protein prot --- AT3G46930 1.73 0.79 1.75 0.1251027 0.347656 -5.14 FALSE
245679_at  clathrin-associated protein, puta --- AT1G56590 -1.24 -0.30 -1.75 0.1251165 0.347656 -5.14 FALSE
260816_at hypothetical protein predicted by --- AT1G06930 1.29 0.37 1.75 0.1251651 0.3477486 -5.14 FALSE
253646_at MAP kinase kinase 2  ; supportedATMKK2 AT4G29810 1.39 0.48 1.75 0.1251852 0.3477622 -5.14 FALSE
258072_at unknown protein RGS1 AT3G26090 1.19 0.25 1.75 0.1252213 0.3477776 -5.14 FALSE
249311_at disease resistance protein-like --- AT5G41540 1.26 0.33 1.75 0.1252112 0.3477776 -5.14 FALSE
258778_s_ahypothetical protein predicted by --- AT3G11860 // -1.26 -0.33 -1.75 0.1253178 0.347961 -5.14 FALSE
251127_at  putative protein predicted protein--- AT5G01080 -1.25 -0.32 -1.75 0.1253136 0.347961 -5.14 FALSE
250569_at  myc-like protein myc-like regulatBIM1 AT5G08130 1.47 0.56 1.75 0.1254739 0.3479705 -5.14 TRUE
258528_at unknown protein contains Pfam p--- AT3G06770 -1.60 -0.68 -1.75 0.1254129 0.3479705 -5.14 TRUE
248625_at 3-keto-acyl-CoA thiolase 2 (gb|AAPKT2 AT5G48880 1.50 0.58 1.75 0.1254211 0.3479705 -5.14 FALSE
245877_at unknown protein --- AT1G26220 -1.31 -0.39 -1.75 0.1255043 0.3479705 -5.14 FALSE
264470_at  cytochrome P450, putative similaCYP735A2 AT1G67110 1.29 0.37 1.75 0.1254898 0.3479705 -5.14 FALSE
261925_at  oligopeptide transporter, putative--- AT1G22540 -1.22 -0.28 -1.75 0.1254467 0.3479705 -5.14 FALSE
258976_at  putative dehydrogenase contain --- AT3G01980 -1.19 -0.25 -1.75 0.1254947 0.3479705 -5.14 FALSE
260624_at  high-affinity nitrate transporter A NRT2.2 AT1G08100 1.33 0.41 1.75 0.1254231 0.3479705 -5.14 FALSE



258798_at hypothetical protein predicted by --- AT3G04540 1.24 0.31 1.75 0.125504 0.3479705 -5.14 FALSE
258905_at unknown protein similar to hypoth--- AT3G06390 1.39 0.48 1.75 0.1254429 0.3479705 -5.14 FALSE
254267_at dihydroorotase  ; supported by cDPYR4 AT4G22930 -1.24 -0.31 -1.75 0.1254731 0.3479705 -5.14 FALSE
253000_at putative protein other predicted p--- AT4G38360 1.27 0.35 1.75 0.1254537 0.3479705 -5.14 FALSE
247025_at zeaxanthin epoxidase precursor  ABA1 AT5G67030 -1.28 -0.36 -1.75 0.1255208 0.3479739 -5.14 FALSE
253271_s_a SKP1/ASK1 (At11), putative simASK12 AT4G34210 // 1.27 0.35 1.75 0.1255401 0.3479851 -5.14 FALSE
256772_at  galactosidase, putative similar toBGAL1 AT3G13750 1.97 0.98 1.75 0.1257269 0.3482491 -5.14 FALSE
252287_at 30S ribosomal protein S9 -like sim--- AT3G49080 -1.37 -0.45 -1.75 0.1256853 0.3482491 -5.14 FALSE
247536_at  PREG-like - like protein PREG-liCYCP4;2 AT5G61650 1.27 0.34 1.75 0.1256922 0.3482491 -5.14 FALSE
261432_at hypothetical protein predicted by --- AT1G07680 1.19 0.26 1.75 0.1256732 0.3482491 -5.14 FALSE
249095_at myosin heavy chain MYA2 (pir||SMYA2 AT5G43900 1.38 0.47 1.75 0.1257 0.3482491 -5.14 FALSE
255981_at hypothetical protein ;supported b --- AT1G34020 -1.26 -0.33 -1.75 0.1257229 0.3482491 -5.14 FALSE
248207_at tyrosine aminotransferase --- AT5G53970 1.79 0.84 1.75 0.125769 0.3483232 -5.15 FALSE
248959_at putative protein similar to unknow--- AT5G45630 1.69 0.75 1.75 0.125801 0.3483696 -5.15 FALSE
254813_at  putative transcription factor myb MYB42 AT4G12350 1.18 0.24 1.75 0.1258209 0.3483825 -5.15 FALSE
259555_at hypothetical protein --- --- 1.20 0.26 1.75 0.1258756 0.3484916 -5.15 FALSE
254613_at  ankyrin-like protein ankyrin 3, Mu--- AT4G19150 -1.23 -0.30 -1.75 0.1259238 0.3485826 -5.15 FALSE
249818_at Expressed protein ; supported byTUB8 AT5G23860 1.44 0.53 1.75 0.125941 0.348588 -5.15 TRUE
248717_at Expressed protein ; supported by--- AT5G48175 1.17 0.23 1.75 0.1259944 0.3486513 -5.15 FALSE
261498_at  receptor kinase, putative similar HSL1 AT1G28440 -1.29 -0.37 -1.75 0.1259864 0.3486513 -5.15 FALSE
266585_at putative retroelement pol polypro --- --- 1.26 0.34 1.75 0.126017 0.3486714 -5.15 FALSE
257163_at  DNA-binding protein, putative simMYB305 AT3G24310 1.21 0.28 1.75 0.1260365 0.348683 -5.15 FALSE
263509_s_ahypothetical protein --- AT2G07687 1.37 0.46 1.75 0.1260648 0.3487115 -5.15 TRUE
262473_at  chloroplast FtsH protease almosFTSH1 AT1G50250 -1.29 -0.37 -1.75 0.1260773 0.3487115 -5.15 FALSE
258011_at  putative homeobox protein, HATHAT3.1 AT3G19510 -1.29 -0.37 -1.75 0.1261567 0.3487275 -5.15 FALSE
261511_at polyadenylate-binding protein 5 idPAB5 AT1G71770 1.24 0.31 1.75 0.1261176 0.3487275 -5.15 FALSE
257276_at  disease resistance protein, putat--- AT3G14460 1.18 0.24 1.75 0.1261596 0.3487275 -5.15 FALSE
262693_at unknown protein --- AT1G62780 -1.52 -0.60 -1.75 0.1261102 0.3487275 -5.15 FALSE
255807_at  probable wound-induced protein --- AT4G10270 -1.17 -0.22 -1.75 0.1261291 0.3487275 -5.15 FALSE
263536_at putative WRKY-type DNA bindingWRKY60 AT2G25000 -1.58 -0.66 -1.74 0.1262309 0.3488825 -5.15 TRUE
262582_at hypothetical protein Is a member --- AT1G15410 -1.72 -0.79 -1.74 0.1262624 0.3489273 -5.15 FALSE
255008_at  putative protein hypothetical pro --- AT4G10060 1.22 0.29 1.74 0.1263195 0.3489752 -5.15 TRUE
263889_at putative ABC transporter ATNAP12 AT2G37010 1.25 0.32 1.74 0.126341 0.3489752 -5.15 FALSE
264350_at putative seryl-tRNA synthetase s SRS AT1G11870 -1.35 -0.43 -1.74 0.1263339 0.3489752 -5.15 FALSE
262303_at  homeobox protein, putative similATHB18 AT1G70920 1.39 0.47 1.74 0.1263237 0.3489752 -5.15 FALSE



261869_at hypothetical protein predicted by --- AT1G11470 1.24 0.31 1.74 0.1263623 0.3489919 -5.15 FALSE
265022_at putative agp1 similar to GB:CAA4BCP1 AT1G24520 1.30 0.38 1.74 0.1263819 0.3490037 -5.15 FALSE
264233_at  ribosomal protein, putative simila--- AT1G67430 -1.50 -0.59 -1.74 0.1264477 0.3491433 -5.15 FALSE
253309_at  male sterility 2-like protein male CER4 AT4G33790 -1.54 -0.62 -1.74 0.1265105 0.3492727 -5.15 TRUE
255843_at unknown protein CPL3 AT2G33540 1.18 0.24 1.74 0.1265405 0.3492727 -5.15 FALSE
254754_at  pectate lyase like protein pectate--- AT4G13210 1.18 0.24 1.74 0.126532 0.3492727 -5.15 FALSE
252574_at  receptor like protein kinase rece --- AT3G45430 1.24 0.31 1.74 0.1266091 0.3494156 -5.15 FALSE
251876_at  TATA box binding protein (TBP) RGD3 AT3G54280 -1.23 -0.29 -1.74 0.1266229 0.3494156 -5.15 FALSE
246682_at  putative protein EXOSTOSIN-1 (XGD1 AT5G33290 1.26 0.33 1.74 0.1267092 0.3496114 -5.15 TRUE
248106_at putative protein similar to unknow--- AT5G55100 1.19 0.25 1.74 0.126751 0.3496845 -5.15 FALSE
252947_at  putative protein ubiquitin fusion dKAK AT4G38600 -1.18 -0.23 -1.74 0.1267803 0.349723 -5.15 FALSE
254209_at Expressed protein ; supported by--- AT4G23490 -1.37 -0.46 -1.74 0.1269063 0.3500281 -5.15 FALSE
256298_at DNA-binding protein contains PfaAGL94 AT1G69540 1.22 0.28 1.74 0.1269279 0.3500453 -5.15 FALSE
264587_at putative ligand-gated ion channe ATGLR3.4 AT1G05200 -1.93 -0.95 -1.74 0.126951 0.3500669 -5.15 FALSE
253046_at  cytochrome P450 - like protein cCYP81D8 AT4G37370 2.22 1.15 1.74 0.127077 0.3503294 -5.15 TRUE
264655_at  unknown protein Similar to GlyciSRC2 AT1G09070 1.52 0.60 1.74 0.1270678 0.3503294 -5.15 FALSE
257661_at  unknown protein contains Pfam --- AT3G13340 -1.17 -0.22 -1.74 0.1271167 0.3503967 -5.16 FALSE
253736_at  Proline-rich APG - like protein pr--- AT4G28780 -1.39 -0.48 -1.74 0.1273388 0.3504545 -5.16 TRUE
265768_at putative sugar transporter  ;suppo--- AT2G48020 1.20 0.26 1.74 0.1273653 0.3504545 -5.16 FALSE
259718_at unknown protein VIP5 AT1G61040 -1.17 -0.23 -1.74 0.1272482 0.3504545 -5.16 FALSE
261938_at hypothetical protein predicted by --- AT1G22510 1.49 0.57 1.74 0.1272398 0.3504545 -5.16 FALSE
250259_at putative protein similar to unknow--- AT5G13800 1.31 0.39 1.74 0.1272121 0.3504545 -5.16 FALSE
247917_at putative protein similar to unknowBIO1 AT5G57590 1.19 0.26 1.74 0.1272225 0.3504545 -5.16 FALSE
250637_at glycine-rich protein atGRP-7 GRP17 AT5G07530 1.23 0.29 1.74 0.1273741 0.3504545 -5.16 FALSE
248849_at multidrug resistance p-glycoprotePGP7 AT5G46540 1.18 0.24 1.74 0.1272761 0.3504545 -5.16 FALSE
261308_at  protein kinase, putative containsRKL1 AT1G48480 -2.22 -1.15 -1.74 0.1273835 0.3504545 -5.16 FALSE
255531_at  hypothetical protein similar to orf--- AT4G02160 1.22 0.29 1.74 0.1273604 0.3504545 -5.16 FALSE
265478_at unknown protein  ;supported by f MEE14 AT2G15890 -1.20 -0.27 -1.74 0.1273716 0.3504545 -5.16 FALSE
259345_s_ahypothetical protein predicted by --- AT3G03700 // 1.55 0.63 1.74 0.1273719 0.3504545 -5.16 FALSE
263800_at hypothetical protein predicted by --- AT2G24600 3.29 1.72 1.74 0.1273505 0.3504545 -5.16 FALSE
247125_at putative protein contains similarit --- AT5G66070 1.69 0.76 1.74 0.1272989 0.3504545 -5.16 FALSE
264750_at hypothetical protein predicted by --- AT1G22870 1.19 0.25 1.74 0.1271949 0.3504545 -5.16 FALSE
251529_at  ATP-dependent RNA helicase-lik--- AT3G58570 1.20 0.26 1.74 0.1272303 0.3504545 -5.16 FALSE
249928_at CCR4-associated factor-like prot --- AT5G22250 3.01 1.59 1.74 0.1274952 0.3506772 -5.16 TRUE
263045_at hypothetical protein predicted by --- AT2G05370 1.21 0.28 1.74 0.1274863 0.3506772 -5.16 FALSE



253753_at  glycine-rich protein like glycine-r --- AT4G29030 1.23 0.30 1.74 0.1275456 0.3507676 -5.16 FALSE
247112_at unknown protein --- AT5G65950 -1.23 -0.30 -1.74 0.1275742 0.3507676 -5.16 FALSE
265648_at  putative beta-1,3-glucanase  ;su --- AT2G27500 1.56 0.64 1.74 0.1275601 0.3507676 -5.16 FALSE
257963_at hypothetical protein predicted by --- AT3G19840 -1.43 -0.52 -1.74 0.1276012 0.3507995 -5.16 FALSE
254704_at  putative protein predicted proteinAPRR2 AT4G18020 1.24 0.31 1.74 0.1276653 0.3509333 -5.16 FALSE
267335_s_a putative beta-1,3-glucanase  --- AT1G64760 // -1.37 -0.45 -1.74 0.1277114 0.3509755 -5.16 TRUE
260616_at hypothetical protein contains Pfa --- AT1G53280 -1.31 -0.39 -1.74 0.127709 0.3509755 -5.16 FALSE
258503_at unknown protein --- AT3G02500 1.27 0.35 1.74 0.1278081 0.3511568 -5.16 FALSE
264714_at  receptor-like protein kinase, puta--- AT1G69990 1.24 0.31 1.74 0.1277992 0.3511568 -5.16 FALSE
257950_at putative UDP-glucose glucosyltraUGT71B6 AT3G21780 1.91 0.93 1.74 0.1278572 0.3512492 -5.16 FALSE
255509_at hypothetical protein identical to T--- AT4G02210 -1.36 -0.45 -1.74 0.1278849 0.3512832 -5.16 FALSE
253900_at translation initiation factor  ; supp--- AT4G27130 -1.21 -0.28 -1.74 0.1280177 0.3515208 -5.16 FALSE
246549_at  putative protein predicted protein--- AT5G15050 -1.47 -0.55 -1.74 0.1279921 0.3515208 -5.16 FALSE
255380_at putative calcium channel  ; suppoATTPC1 AT4G03560 -1.32 -0.40 -1.74 0.1280023 0.3515208 -5.16 FALSE
247876_at unknown protein --- AT5G57730 -1.19 -0.25 -1.73 0.1280685 0.3515848 -5.16 FALSE
265058_s_a myrosinase-binding protein hom MBP2 AT1G52030 // 2.97 1.57 1.73 0.1280718 0.3515848 -5.16 FALSE
259933_at Expressed protein ; supported by--- AT1G34350 -1.29 -0.37 -1.73 0.1281113 0.3516509 -5.16 FALSE
265450_at hypothetical protein predicted by --- AT2G46620 1.37 0.46 1.73 0.1282034 0.3516947 -5.16 TRUE
253167_at calmodulin-domain protein kinaseCPK5 AT4G35310 1.27 0.35 1.73 0.1281878 0.3516947 -5.16 FALSE
265914_at En/Spm-like transposon protein r --- --- 1.17 0.23 1.73 0.1282043 0.3516947 -5.16 FALSE
247843_at aluminium tolerance associated -SVL4 AT5G58050 1.25 0.32 1.73 0.1281544 0.3516947 -5.16 FALSE
245463_at allergen like protein ATEXLB1 AT4G17030 -1.54 -0.62 -1.73 0.1281616 0.3516947 -5.16 FALSE
247641_at  imidazoleglycerol-phosphate synPDX2 AT5G60540 -1.23 -0.29 -1.73 0.1282715 0.3518367 -5.16 FALSE
252960_at hypothetical protein --- AT4G38750 -1.41 -0.50 -1.73 0.1283294 0.35185 -5.16 FALSE
265500_at putative non-LTR retroelement re--- --- 1.37 0.45 1.73 0.128338 0.35185 -5.16 FALSE
248791_at palmitoyl-protein thioesterase pre--- AT5G47350 1.17 0.22 1.73 0.128369 0.35185 -5.16 FALSE
249644_at  putative serine-rich protein hypo --- AT5G37010 1.26 0.34 1.73 0.1283651 0.35185 -5.16 FALSE
255806_at  fructokinase - like protein fructok--- AT4G10260 1.16 0.21 1.73 0.1283526 0.35185 -5.16 FALSE
257366_s_aunknown protein --- AT2G03040 // 1.22 0.29 1.73 0.1283234 0.35185 -5.16 FALSE
266303_at putative receptor-like protein kina--- AT2G27060 -1.43 -0.51 -1.73 0.1284423 0.3519834 -5.16 FALSE
265508_at hypothetical protein predicted by --- AT2G15930 1.17 0.23 1.73 0.1284485 0.3519834 -5.16 FALSE
261075_at unknown protein --- AT1G07280 -1.24 -0.31 -1.73 0.1284909 0.3520575 -5.17 FALSE
252368_at  cytochrome P450-like protein cy CYP94B3 AT3G48520 1.60 0.68 1.73 0.1286 0.3521449 -5.17 FALSE
251004_at  putative protein predicted protein--- AT5G02720 1.22 0.29 1.73 0.1285753 0.3521449 -5.17 FALSE
253107_at  putative protein predicted protein--- AT4G35880 1.29 0.36 1.73 0.1285646 0.3521449 -5.17 FALSE



249457_s_a zinc finger -like protein transcriptVIM4 AT1G66040 // 1.31 0.38 1.73 0.128593 0.3521449 -5.17 FALSE
265800_at similar to ch-TOG protein from H MOR1 AT2G35630 -1.23 -0.30 -1.73 0.1285874 0.3521449 -5.17 FALSE
250960_at putative protein --- AT5G02940 1.45 0.53 1.73 0.1286613 0.3522204 -5.17 TRUE
246565_at  biotin carboxyl carrier protein preBCCP2 AT5G15530 1.23 0.29 1.73 0.1286731 0.3522204 -5.17 FALSE
264546_at Expressed protein ; supported by--- AT1G55805 -1.45 -0.53 -1.73 0.1286739 0.3522204 -5.17 FALSE
251134_at  hypothetical protein RNA polymeAtQSOX2 AT2G01270 // -1.22 -0.29 -1.73 0.1287977 0.3523917 -5.17 FALSE
247569_at  Cf-5 disease resistance protein ---- AT5G61240 1.33 0.41 1.73 0.1287579 0.3523917 -5.17 FALSE
247519_at  NAM, no apical meristem, - like pANAC100 AT5G61430 1.27 0.35 1.73 0.1287791 0.3523917 -5.17 FALSE
251806_at zinc finger protein OBP3  ; suppoOBP3 AT3G55370 1.19 0.25 1.73 0.1287983 0.3523917 -5.17 FALSE
249055_at calmodulin-like protein --- AT5G44460 1.17 0.23 1.73 0.1288424 0.3524701 -5.17 FALSE
263913_at putative receptor-like protein kina--- AT2G36570 1.39 0.47 1.73 0.1288756 0.3525185 -5.17 FALSE
261775_at hypothetical protein predicted by --- AT1G76280 -1.24 -0.31 -1.73 0.1289068 0.3525404 -5.17 FALSE
260329_at putative cyclin similar to cyclin GBCYCA2;4 AT1G80370 1.25 0.32 1.73 0.1289145 0.3525404 -5.17 FALSE
246401_at  DNA-binding protein, putative simAtMYB50 AT1G57560 1.38 0.47 1.73 0.1289389 0.3525649 -5.17 FALSE
264454_at unknown protein similar to U2 sm--- AT1G10320 -1.25 -0.32 -1.73 0.1291056 0.3529785 -5.17 FALSE
248644_at disease resistance protein-like --- AT5G49140 1.17 0.22 1.73 0.1291408 0.3529901 -5.17 FALSE
264819_at hypothetical protein similar to me--- AT1G03510 -1.36 -0.45 -1.73 0.1291289 0.3529901 -5.17 FALSE
245399_at membrane channel like protein ;sTIP2;2 AT4G17340 -1.46 -0.54 -1.73 0.1291837 0.3530225 -5.17 TRUE
255680_at hypothetical protein --- AT4G00530 -1.28 -0.36 -1.73 0.1291741 0.3530225 -5.17 FALSE
251224_at hypothetical protein --- AT3G62620 -1.24 -0.31 -1.73 0.1292191 0.3530349 -5.17 FALSE
247956_at cytokinin oxidase  ; supported by CKX3 AT5G56970 -1.21 -0.28 -1.73 0.1292064 0.3530349 -5.17 FALSE
264623_at putative NPK1-related protein kinANP1 AT1G09000 1.18 0.24 1.73 0.129256 0.3530934 -5.17 FALSE
266717_at Expressed protein ; supported by--- AT2G46735 1.21 0.28 1.73 0.1293091 0.3531962 -5.17 FALSE
247488_at  putative protein MtN19, Medicag--- AT5G61820 1.35 0.43 1.73 0.1293412 0.3532414 -5.17 TRUE
259539_at  axi 1 protein, putative similar to a--- AT1G20550 -1.24 -0.32 -1.73 0.129361 0.3532533 -5.17 FALSE
264834_at unknown protein similar to ESTs --- AT1G03730 1.49 0.57 1.73 0.129482 0.3535415 -5.17 FALSE
265205_at putative poly(A) binding protein PAB7 AT2G36660 1.20 0.26 1.73 0.1295568 0.3535944 -5.17 FALSE
264452_at unknown protein similar to salt-inGRP23 AT1G10270 -1.79 -0.84 -1.73 0.1295383 0.3535944 -5.17 FALSE
253593_at  putative protein hypothetical pro --- AT4G30760 -1.25 -0.32 -1.73 0.1295634 0.3535944 -5.17 FALSE
250098_at putative protein  ;supported by fu --- AT5G17350 3.29 1.72 1.73 0.1295514 0.3535944 -5.17 FALSE
250312_at unknown protein --- AT5G12260 -1.25 -0.32 -1.73 0.1296074 0.3536722 -5.17 FALSE
260735_at  disease resistance protein, putat--- AT1G17610 1.46 0.55 1.73 0.129697 0.3538743 -5.17 FALSE
250030_at putative protein contains similarit ATAPRL7 AT5G18120 -1.20 -0.26 -1.73 0.1297523 0.3539829 -5.17 FALSE
264538_at hypothetical protein predicted by WRKY10 AT1G55600 1.26 0.34 1.73 0.1298173 0.3540985 -5.17 FALSE
253821_at  extensin-like protein extensin-lik --- AT4G28380 1.23 0.29 1.73 0.1298258 0.3540985 -5.17 FALSE



AFFX-BioB-E. coli /GEN=bioB /DB_XREF=gb--- --- 1.78 0.83 1.73 0.1298423 0.3541012 -5.17 FALSE
262198_at  pectin methylesterase (PMEU1) ATPME2 AT1G53830 1.86 0.90 1.73 0.1298808 0.3541449 -5.18 FALSE
256690_at hypothetical protein predicted by --- AT3G32160 1.26 0.33 1.72 0.1299008 0.3541449 -5.18 FALSE
265589_at hypothetical protein predicted by --- AT2G20170 1.23 0.30 1.72 0.1299515 0.3541449 -5.18 FALSE
245633_at unknown protein similar to putativAtTLP10 AT1G25280 1.16 0.22 1.72 0.1299255 0.3541449 -5.18 FALSE
263203_at hypothetical protein predicted by chr31 AT1G05490 1.16 0.21 1.72 0.1299225 0.3541449 -5.18 FALSE
250140_at putative protein DRM2 AT5G14620 1.28 0.36 1.72 0.1299496 0.3541449 -5.18 FALSE
259482_at  receptor-like serine/threonine kinRKF2 AT1G19090 1.23 0.29 1.72 0.1299826 0.3541875 -5.18 FALSE
258876_at putative ADP-ribosylation factor sATARFB1CAT3G03120 -1.18 -0.24 -1.72 0.1301981 0.3542274 -5.18 FALSE
249177_at unknown protein  ;supported by f --- AT5G42850 1.21 0.27 1.72 0.1301453 0.3542274 -5.18 FALSE
247885_at putative protein similar to unknow--- AT5G57830 1.38 0.46 1.72 0.1302147 0.3542274 -5.18 FALSE
255474_at  coded for by A. thaliana cDNA T --- AT4G02480 -1.22 -0.28 -1.72 0.1301344 0.3542274 -5.18 FALSE
265306_at unknown protein --- AT2G20320 1.34 0.42 1.72 0.1301028 0.3542274 -5.18 FALSE
247958_at putative protein similar to unknow--- AT5G57070 1.23 0.30 1.72 0.1301166 0.3542274 -5.18 FALSE
256144_at  guanine nucleotide-binding proteRACK1B_AAT1G48630 -1.75 -0.81 -1.72 0.1300486 0.3542274 -5.18 FALSE
266493_at Mutator-like transposase similar t--- --- 1.20 0.26 1.72 0.1302064 0.3542274 -5.18 FALSE
252676_at putative protein --- AT3G44280 -1.17 -0.22 -1.72 0.130032 0.3542274 -5.18 FALSE
247219_at COP1-interacting protein CIP8  ; CIP8 AT5G64920 -1.22 -0.29 -1.72 0.1301623 0.3542274 -5.18 FALSE
253541_at  putative protein various predicte --- AT4G31630 1.19 0.25 1.72 0.1301997 0.3542274 -5.18 FALSE
267131_at hypothetical protein predicted by --- AT2G23400 -1.18 -0.23 -1.72 0.1301301 0.3542274 -5.18 FALSE
259233_at hypothetical protein --- AT3G11380 1.16 0.22 1.72 0.1300205 0.3542274 -5.18 FALSE
260903_at  polygalacturonase PG1, putative--- AT1G02460 2.28 1.19 1.72 0.1301577 0.3542274 -5.18 FALSE
254162_at transcription factor IIA small subu--- AT4G24440 -1.30 -0.38 -1.72 0.1303026 0.3542477 -5.18 FALSE
254089_at  putative protein apoptosis gene --- AT4G24800 -1.22 -0.29 -1.72 0.130343 0.3542477 -5.18 FALSE
256485_at unknown protein --- AT1G31440 -1.21 -0.27 -1.72 0.1302427 0.3542477 -5.18 FALSE
255121_at putative mitogen-activated protei MAPKKK9 AT4G08480 1.35 0.43 1.72 0.130393 0.3542477 -5.18 FALSE
266049_at putative translation initiation facto--- AT2G40780 -1.21 -0.27 -1.72 0.1303702 0.3542477 -5.18 FALSE
266531_at  putative plasma membrane intrin--- AT2G16835 1.17 0.22 1.72 0.1303212 0.3542477 -5.18 FALSE
258367_at putative protein kinase similar to WAG2 AT3G14370 1.23 0.30 1.72 0.1302724 0.3542477 -5.18 FALSE
263401_at hypothetical protein similar to hyp--- AT2G04070 1.36 0.45 1.72 0.1303016 0.3542477 -5.18 FALSE
255811_at heat shock protein 22.0 ; supportATHSP22.0AT4G10250 1.26 0.34 1.72 0.1303872 0.3542477 -5.18 FALSE
259885_at hypothetical protein contains Pfa --- AT1G76380 1.32 0.40 1.72 0.1303518 0.3542477 -5.18 FALSE
267145_at putative acetyltransferase ATMAK3 AT2G38130 -1.23 -0.30 -1.72 0.1302691 0.3542477 -5.18 FALSE
262555_at hypothetical protein --- AT1G31400 1.18 0.24 1.72 0.1304494 0.3543589 -5.18 FALSE
251040_at  ribonuclease II-like protein ribon EMB2730 AT5G02250 -1.37 -0.46 -1.72 0.1305089 0.3544365 -5.18 FALSE



257723_at hypothetical protein predicted by --- AT3G18500 -1.29 -0.37 -1.72 0.1305091 0.3544365 -5.18 FALSE
266438_at putative carboxyphosphonoenolp--- AT2G43180 -1.28 -0.35 -1.72 0.1305344 0.3544631 -5.18 FALSE
255513_at PROLIFERA similar to S. cerevisPRL AT4G02060 -2.24 -1.16 -1.72 0.1306061 0.3546155 -5.18 FALSE
267590_at putative expansin  ;supported by ATEXPA4 AT2G39700 1.48 0.57 1.72 0.1306707 0.3547486 -5.18 FALSE
255468_at  putative WD-repeat protein simil --- AT4G03020 -1.20 -0.26 -1.72 0.1307483 0.3548911 -5.18 FALSE
254264_at  putative protein various predicte --- AT4G23510 1.20 0.26 1.72 0.1307543 0.3548911 -5.18 FALSE
255696_at putative nucleotide sugar epimer GAE3 AT4G00110 1.23 0.30 1.72 0.1307931 0.3549543 -5.18 FALSE
259882_at unknown protein similar to hypoth--- AT1G76670 -1.23 -0.30 -1.72 0.1308641 0.3550623 -5.18 FALSE
246725_at  putative protein various predicte --- AT5G29040 1.34 0.42 1.72 0.1308587 0.3550623 -5.18 FALSE
256962_at  glucan endo-1,3-beta-glucosidas--- AT3G13560 -1.69 -0.75 -1.72 0.1308984 0.3551134 -5.18 FALSE
254075_at DRE CRT-binding protein DREB CBF2 AT4G25470 -1.40 -0.48 -1.72 0.1309218 0.3551235 -5.18 FALSE
258233_at hypothetical protein contains sim MYB118 AT3G27785 1.23 0.29 1.72 0.1309333 0.3551235 -5.18 FALSE
258601_at putative histidyl tRNA synthetase--- AT3G02760 -1.25 -0.32 -1.72 0.1309675 0.3551318 -5.18 FALSE
257834_at  alpha-mannosidase, putative sim--- AT3G26720 -1.17 -0.22 -1.72 0.1309599 0.3551318 -5.18 FALSE
256901_at hypothetical protein contains sim --- --- 1.16 0.21 1.72 0.131071 0.3553703 -5.18 FALSE
250104_at unknown protein --- AT5G16610 -1.31 -0.39 -1.72 0.1311386 0.355469 -5.18 FALSE
260935_at hypothetical protein predicted by --- AT1G45110 -1.28 -0.36 -1.72 0.1311385 0.355469 -5.18 FALSE
252943_at cinnamyl-alcohol dehydrogenaseCAD9 AT4G39330 3.89 1.96 1.72 0.1311626 0.3554824 -5.18 FALSE
245120_at hypothetical protein predicted by HOS1 AT2G39810 -1.26 -0.34 -1.72 0.1311747 0.3554824 -5.18 FALSE
249720_at fimbrin  ; supported by cDNA: gi_FIM2 AT5G35700 1.20 0.26 1.72 0.131243 0.3556252 -5.18 FALSE
253569_at  receptor kinase - like protein rec --- AT4G31250 -1.27 -0.34 -1.72 0.1313166 0.355774 -5.19 FALSE
258082_at Expressed protein ; supported byCLE27 AT3G25905 -1.46 -0.54 -1.72 0.1313291 0.355774 -5.19 FALSE
259989_at hypothetical protein predicted by --- --- 1.24 0.31 1.72 0.1314305 0.3558412 -5.19 FALSE
252907_at  putative gamma-glutamyltransfe GGT2 AT4G39650 1.19 0.25 1.72 0.1314319 0.3558412 -5.19 FALSE
245902_at  putative protein Scythe protein, X--- AT5G11080 1.33 0.41 1.72 0.1313964 0.3558412 -5.19 FALSE
247957_at protein phosphatase 2C ABI2 (PPABI2 AT5G57050 1.44 0.53 1.72 0.1314246 0.3558412 -5.19 FALSE
253168_at  putative protein various predicte --- AT4G35070 1.50 0.58 1.72 0.1313998 0.3558412 -5.19 FALSE
250903_at  putative protein coil protein PO2 --- AT5G03600 1.29 0.37 1.72 0.1314833 0.3559381 -5.19 FALSE
263224_at putative GTP-binding protein Sim--- AT1G30580 -1.30 -0.37 -1.72 0.1315303 0.3560231 -5.19 FALSE
263018_at putative non-LTR retroelement re--- --- 1.16 0.22 1.72 0.1316612 0.356335 -5.19 FALSE
250999_at  putative protein predicted proyei --- AT5G02630 1.30 0.38 1.72 0.1317226 0.3564102 -5.19 FALSE
267447_at putative GTP-binding protein ArRABA1h AT2G33870 1.17 0.23 1.72 0.1317315 0.3564102 -5.19 FALSE
250475_at sulfate transporter  ; supported b SULTR2;1 AT5G10180 1.64 0.71 1.72 0.1317358 0.3564102 -5.19 FALSE
263689_at  ribonuclease, RNS3 identical to RNS3 AT1G26820 1.40 0.48 1.71 0.131802 0.3564625 -5.19 TRUE
248195_at membrane associated protein  ; sATMAMI AT5G54110 1.27 0.34 1.72 0.131771 0.3564625 -5.19 FALSE



260033_at  putative mutT protein contains PATNUDX1 AT1G68760 -1.25 -0.32 -1.71 0.1317903 0.3564625 -5.19 FALSE
246774_at  polygalacturonase-like protein po--- AT5G27530 1.21 0.28 1.71 0.1318559 0.356566 -5.19 FALSE
258816_at  putative T-complex protein 1, the--- AT3G03960 -1.33 -0.41 -1.71 0.1319326 0.3567309 -5.19 FALSE
244981_at ribosomal protein S8 --- --- -1.26 -0.33 -1.71 0.1319603 0.3567636 -5.19 TRUE
257073_at hypothetical protein predicted by --- AT3G19650 -1.28 -0.35 -1.71 0.1320055 0.3568434 -5.19 FALSE
252424_at  putative protein activating signal --- AT3G47610 -1.29 -0.37 -1.71 0.1321148 0.3568851 -5.19 FALSE
250438_at  putative protein predicted protein--- AT5G10580 1.18 0.24 1.71 0.1320958 0.3568851 -5.19 FALSE
256410_at hypothetical protein --- AT1G66630 1.15 0.21 1.71 0.132112 0.3568851 -5.19 FALSE
252079_at MAP kinase  ; supported by cDNACPuORF44AT3G51630 // 1.19 0.25 1.71 0.1320836 0.3568851 -5.19 FALSE
246703_at  mitogen activated protein kinaseWNK9 AT5G28080 -1.81 -0.86 -1.71 0.132082 0.3568851 -5.19 FALSE
257201_at unknown protein --- AT3G23740 -1.25 -0.32 -1.71 0.132107 0.3568851 -5.19 FALSE
262026_at calcium-dependent protein kinaseATCDPK2 AT1G35670 1.28 0.35 1.71 0.1322443 0.3569338 -5.19 TRUE
247918_at putative protein contains similarit --- AT5G57610 -1.28 -0.36 -1.71 0.1322893 0.3569338 -5.19 FALSE
257458_at hypothetical protein predicted by --- AT2G05400 1.17 0.22 1.71 0.1321755 0.3569338 -5.19 FALSE
246221_at step II splicing factor - like proteinSMP2 AT4G37120 1.22 0.28 1.71 0.1322711 0.3569338 -5.19 FALSE
249542_at  putative protein transcription fac NF-YC12 AT5G38140 -1.30 -0.38 -1.71 0.1322101 0.3569338 -5.19 FALSE
245984_at putative protein predicted protein --- AT5G13090 -1.22 -0.29 -1.71 0.132227 0.3569338 -5.19 FALSE
251234_s_aputative dTDP-glucose 4-6-dehydUXS4 AT2G47650 // -1.33 -0.41 -1.71 0.1322771 0.3569338 -5.19 FALSE
257979_at unknown protein --- AT3G20730 1.21 0.28 1.71 0.1321571 0.3569338 -5.19 FALSE
256195_at hypothetical protein predicted by --- --- -1.16 -0.22 -1.71 0.1322671 0.3569338 -5.19 FALSE
266985_at putative geranylgeranyl transferaPGGT-I AT2G39550 1.25 0.33 1.71 0.1322738 0.3569338 -5.19 FALSE
259719_at unknown protein contains gammaLCR66 AT1G61070 1.18 0.24 1.71 0.1323183 0.3569698 -5.19 FALSE
252918_at putative protein --- AT4G38980 -1.17 -0.22 -1.71 0.13234 0.3569861 -5.19 FALSE
250900_at putative protein  ; supported by c ATB' ALPHAAT5G03470 -1.30 -0.38 -1.71 0.1324261 0.3571381 -5.19 FALSE
247285_at putative protein similar to unknow--- AT5G64400 1.19 0.26 1.71 0.1324276 0.3571381 -5.19 FALSE
260940_at  26S proteasome regulatory parti --- AT1G45000 -1.25 -0.32 -1.71 0.132455 0.3571696 -5.19 FALSE
261996_at  AIG1-like protein similar to AIG1--- AT1G33830 -1.17 -0.22 -1.71 0.1325802 0.357465 -5.19 FALSE
264585_at auxin-resistance protein AXR1 E AXR1 AT1G05180 -1.17 -0.22 -1.71 0.1326157 0.3574762 -5.19 FALSE
265469_at unknown protein predicted by ge --- AT2G37160 1.17 0.23 1.71 0.1326154 0.3574762 -5.19 FALSE
246042_at  cinnamyl-alcohol dehydrogenase--- AT5G19440 1.55 0.63 1.71 0.1326854 0.3576219 -5.20 FALSE
265718_at putative WRKY DNA-binding pro WRKY3 AT2G03340 -1.23 -0.30 -1.71 0.1327517 0.3576456 -5.20 FALSE
264118_at unknown protein --- AT1G79150 -1.56 -0.64 -1.71 0.1327715 0.3576456 -5.20 TRUE
257075_at unknown protein contains Pfam p--- AT3G19670 -1.29 -0.37 -1.71 0.132788 0.3576456 -5.20 FALSE
257719_at unknown protein AtALMT9 AT3G18440 1.31 0.39 1.71 0.1327712 0.3576456 -5.20 FALSE
256641_at hypothetical protein similar to put--- --- 1.26 0.34 1.71 0.1327372 0.3576456 -5.20 FALSE



259818_at unknown protein ; supported by c--- AT1G49890 -1.32 -0.40 -1.71 0.1328196 0.3576456 -5.20 FALSE
266042_s_ahypothetical protein --- AT2G07734 1.35 0.43 1.71 0.1328178 0.3576456 -5.20 FALSE
264187_at unknown protein ;supported by fu--- AT1G54860 1.17 0.22 1.71 0.1327885 0.3576456 -5.20 FALSE
258229_at unknown protein contains Pfam p--- AT3G27700 -1.19 -0.25 -1.71 0.1328821 0.3577557 -5.20 FALSE
248225_at unknown protein --- AT5G53740 1.20 0.26 1.71 0.1328919 0.3577557 -5.20 FALSE
261398_at hypothetical protein contains sim NHX6 AT1G79610 1.22 0.28 1.71 0.1329627 0.3578631 -5.20 FALSE
259948_at  unknown protein similar to LIGA --- AT1G71350 -1.34 -0.42 -1.71 0.1329992 0.3578631 -5.20 FALSE
255455_at mitochondrial elongation factor T --- AT4G02930 -1.49 -0.57 -1.71 0.1330102 0.3578631 -5.20 FALSE
258862_at putative mitochondrial processingMPPBETA AT3G02090 1.22 0.28 1.71 0.1329818 0.3578631 -5.20 FALSE
AFFX-Athal Arabidopsis thaliana /REF=U372 ACT7 --- -1.19 -0.26 -1.71 0.1329658 0.3578631 -5.20 FALSE
263136_at  trehalose-6-phosphate synthaseATTPS1 AT1G78580 -1.22 -0.29 -1.71 0.1330335 0.3578667 -5.20 FALSE
251857_at  RNA binding protein - like SEB4 --- AT3G54770 1.21 0.28 1.71 0.133043 0.3578667 -5.20 FALSE
267115_s_aputative cellulose synthase ATCSLB04 AT2G32530 // -1.57 -0.65 -1.71 0.1330806 0.3579259 -5.20 FALSE
265078_at hypothetical protein contains sim ECT4 AT1G55500 -1.45 -0.53 -1.71 0.1331369 0.3579852 -5.20 TRUE
263878_s_aunknown protein --- AT2G22040 // -1.26 -0.33 -1.71 0.1331498 0.3579852 -5.20 FALSE
261059_at  transcription factor TINY, putativ --- AT1G01250 1.31 0.38 1.71 0.1331276 0.3579852 -5.20 FALSE
261898_at hypothetical protein predicted by --- AT1G80720 -1.49 -0.58 -1.71 0.1332016 0.3579998 -5.20 FALSE
247560_at  putative protein predicted protein--- AT5G61090 1.27 0.35 1.71 0.1331879 0.3579998 -5.20 FALSE
264055_at putative protein kinase contains a--- AT2G28590 -1.25 -0.32 -1.71 0.1332023 0.3579998 -5.20 FALSE
261017_at  UDP-glucose dehydrogenase, p UGD1 AT1G26570 1.24 0.32 1.71 0.133232 0.3580227 -5.20 TRUE
255581_at  putative transposon protein simil--- --- 1.26 0.34 1.71 0.1332422 0.3580227 -5.20 FALSE
262624_at  CCR4-associated factor, putative--- AT1G06450 -1.24 -0.31 -1.71 0.1332588 0.3580252 -5.20 FALSE
256669_s_ahypothetical protein similar to hyp--- AT3G32200 // 1.25 0.32 1.71 0.1333553 0.3581098 -5.20 FALSE
248112_at wax synthase-like protein --- AT5G55350 1.27 0.35 1.71 0.1333505 0.3581098 -5.20 FALSE
251901_at  putative protein axi1 protein, Nic --- AT3G54100 1.27 0.34 1.71 0.1333549 0.3581098 -5.20 FALSE
256267_at unknown protein ; supported by c--- AT3G12260 -1.20 -0.27 -1.71 0.1333688 0.3581098 -5.20 FALSE
247921_at CONSTANS-like B-box zinc fingeCOL5 AT5G57660 -1.32 -0.40 -1.71 0.1333263 0.3581098 -5.20 FALSE
246767_at  putative protein CG6949 - Droso--- AT5G27395 -1.64 -0.72 -1.71 0.1334004 0.3581398 -5.20 FALSE
265050_at  jasmonate inducible protein, puta--- AT1G52070 1.19 0.25 1.71 0.1334114 0.3581398 -5.20 FALSE
247979_at pollen specific protein SF21  ;sup--- AT5G56750 1.25 0.33 1.71 0.1335039 0.3583459 -5.20 TRUE
245652_at  F-box protein family, putative  --- AT4G13960 1.24 0.31 1.71 0.1335225 0.3583537 -5.20 FALSE
246677_at putative protein predicted protein --- --- 1.24 0.31 1.71 0.1335901 0.3584882 -5.20 FALSE
248891_at MCM3 homolog (emb|CAA03887MCM3 AT5G46280 -2.13 -1.09 -1.71 0.133604 0.3584882 -5.20 FALSE
263521_at hypothetical protein predicted by --- AT2G24960 -1.31 -0.39 -1.70 0.1337154 0.3587249 -5.20 TRUE
261845_at  metal ion transporter, putative si NRAMP6 AT1G15960 -1.32 -0.40 -1.70 0.1337237 0.3587249 -5.20 FALSE



260309_at putative alanine aminotransferas AOAT2 AT1G70580 -1.29 -0.37 -1.70 0.13375 0.3587394 -5.20 FALSE
248348_at putative protein similar to unknow--- AT5G52190 -1.21 -0.27 -1.70 0.1337606 0.3587394 -5.20 FALSE
265070_at branched-chain alpha-keto acid dBCDH BET AT1G55510 1.58 0.66 1.70 0.1337882 0.3587713 -5.20 FALSE
257686_at unknown protein similar to unknoSDRB AT3G12800 1.24 0.31 1.70 0.1339588 0.358849 -5.20 TRUE
259653_at unknown protein --- AT1G55240 1.17 0.23 1.70 0.1338798 0.358849 -5.20 FALSE
257248_at hypothetical protein predicted by --- AT3G24150 -1.30 -0.38 -1.70 0.1338774 0.358849 -5.20 FALSE
252421_at  endochitinase-like protein BASIC--- AT3G47540 2.92 1.55 1.70 0.1338895 0.358849 -5.20 FALSE
258806_at unknown protein --- AT3G04020 -1.40 -0.48 -1.70 0.1339078 0.358849 -5.20 FALSE
263377_at AP2 domain transcription factor (ABI4 AT2G40220 1.18 0.24 1.70 0.133939 0.358849 -5.20 FALSE
258903_at  hypothetical protein similar to zin--- AT3G06410 -1.34 -0.42 -1.70 0.1338566 0.358849 -5.20 FALSE
248560_at putative protein contains similarit ATPPOX AT5G49970 -1.28 -0.35 -1.70 0.1339546 0.358849 -5.20 FALSE
250487_at  putative protein MRS2 protein, S--- AT5G09690 -1.28 -0.35 -1.70 0.1339252 0.358849 -5.20 FALSE
246507_at  lipase-like protein monoglyceride--- AT5G16120 1.35 0.43 1.70 0.1339852 0.3588776 -5.20 FALSE
255524_at hypothetical protein similar to pecATPMEPCRAT4G02330 2.46 1.30 1.70 0.1340674 0.3590556 -5.20 FALSE
246146_at  receptor-like protein kinase - like--- AT5G20050 1.30 0.37 1.70 0.1341108 0.3591297 -5.20 FALSE
260126_at putative hydroxymethyltransferasSHM7 AT1G36370 1.36 0.44 1.70 0.1341711 0.3592069 -5.21 FALSE
248923_at putative protein similar to unknowatnudt11 AT5G45940 -1.32 -0.40 -1.70 0.1341557 0.3592069 -5.21 FALSE
250191_at  kinase - like protein RING3 proteATBET9 AT5G14270 -1.23 -0.30 -1.70 0.1341932 0.3592239 -5.21 FALSE
253592_at hypothetical protein ;supported b --- AT4G30840 -1.19 -0.25 -1.70 0.1342598 0.3592758 -5.21 FALSE
246796_at  putative protein myosin heavy ch--- AT5G26770 -1.30 -0.38 -1.70 0.1342568 0.3592758 -5.21 FALSE
258721_at unknown protein similar to hypoth--- AT3G09560 1.34 0.42 1.70 0.1342512 0.3592758 -5.21 FALSE
264520_at  putative amino acid permease GAAP8 AT1G10010 1.36 0.44 1.70 0.1342935 0.3593208 -5.21 FALSE
254292_at putative protein --- AT4G23030 1.80 0.85 1.70 0.1343082 0.3593208 -5.21 FALSE
246449_at hypothetical protein --- AT5G16810 1.23 0.30 1.70 0.1344234 0.3595098 -5.21 TRUE
246776_at  kinesin-like protein kinesin-like h--- AT5G27550 1.32 0.40 1.70 0.1344013 0.3595098 -5.21 FALSE
263610_at  putative beta-1,3-glucanase   --- AT2G16230 1.25 0.32 1.70 0.1344261 0.3595098 -5.21 FALSE
253017_at  cinnamyl alcohol dehydrogenaseCAD6 AT4G37970 1.18 0.23 1.70 0.1346254 0.3597436 -5.21 FALSE
258650_at putative protein kinase similar to --- AT3G09830 1.41 0.50 1.70 0.1346266 0.3597436 -5.21 FALSE
244914_at hypothetical protein --- --- 1.21 0.27 1.70 0.134624 0.3597436 -5.21 FALSE
251358_at shaggy-like kinase beta --- AT3G61160 -1.56 -0.64 -1.70 0.1345854 0.3597436 -5.21 FALSE
246224_at putative MADS-box protein ;supp--- AT4G36590 1.29 0.37 1.70 0.1346191 0.3597436 -5.21 FALSE
263557_at putative homeodomain transcript BLH7 AT2G16400 -1.27 -0.35 -1.70 0.1346397 0.3597436 -5.21 FALSE
264043_at putative cyclin D CYCD2;1 AT2G22490 -1.18 -0.24 -1.70 0.1345494 0.3597436 -5.21 FALSE
259111_at alpha subunit of F-actin capping --- AT3G05520 -1.28 -0.36 -1.70 0.1345611 0.3597436 -5.21 FALSE
264337_at hypothetical protein predicted by --- AT1G70350 -1.21 -0.27 -1.70 0.1346556 0.359744 -5.21 FALSE



266792_at putative sucrose/H+ symporter SUT2 AT2G02860 1.57 0.65 1.70 0.1347118 0.359771 -5.21 FALSE
265506_at putative non-LTR retroelement re--- --- 1.26 0.33 1.70 0.1347215 0.359771 -5.21 FALSE
267058_at putative protein kinase contains aMAPKKK17AT2G32510 1.36 0.45 1.70 0.1346895 0.359771 -5.21 FALSE
250989_at  cytochrome P450 - like protein cCYP96A13 AT5G02900 1.16 0.21 1.70 0.1347288 0.359771 -5.21 FALSE
246966_at  DNA photolyase - like protein DNCRY3 AT5G24850 1.33 0.41 1.70 0.1347497 0.3597848 -5.21 FALSE
255292_s_aputative calcium dependent proteCPK22 AT4G04710 // -1.28 -0.36 -1.70 0.1347813 0.3598269 -5.21 FALSE
251062_at putative protein putative proteins OFP1 AT5G01840 1.22 0.29 1.70 0.1348563 0.3598588 -5.21 FALSE
260902_at hypothetical protein similar to car--- AT1G21440 -1.41 -0.49 -1.70 0.1348462 0.3598588 -5.21 FALSE
255082_at  putative protein polyphosphoinos--- AT4G09160 1.20 0.26 1.70 0.1348485 0.3598588 -5.21 FALSE
254475_at  putative snRNP protein small nusmB AT4G20440 -1.41 -0.50 -1.70 0.1348097 0.3598588 -5.21 FALSE
248835_at NBS/LRR disease resistance pro--- AT5G47250 -1.40 -0.49 -1.70 0.1349663 0.36011 -5.21 FALSE
246838_at  flap endonuclease - like protein O--- AT5G26680 -1.22 -0.28 -1.70 0.1349868 0.3601226 -5.21 FALSE
246097_at  putative protein CGI-45 protein -HHP1 AT5G20270 1.65 0.72 1.70 0.13504 0.3601575 -5.21 TRUE
266330_at unknown protein  ; supported by MLP329 AT2G01530 -1.35 -0.44 -1.70 0.1350192 0.3601575 -5.21 FALSE
250927_at  lysine decarboxylase - like prote --- AT5G03270 1.28 0.35 1.70 0.1350472 0.3601575 -5.21 FALSE
259292_at unknown protein --- AT3G11560 -1.22 -0.29 -1.70 0.1350844 0.3602146 -5.21 FALSE
261709_at  RNA-binding protein, putative simCID11 AT1G32790 -1.20 -0.26 -1.70 0.1351894 0.3603806 -5.21 FALSE
251369_at putative protein  ;supported by fu --- AT3G60480 -1.24 -0.31 -1.70 0.1351941 0.3603806 -5.21 FALSE
256183_at MAP kinase kinase 4 (ATMKK4) MKK4 AT1G51660 1.66 0.73 1.70 0.1351904 0.3603806 -5.21 FALSE
252526_at  putative protein ethylene-forming--- AT3G46480 1.27 0.34 1.70 0.1352417 0.3604233 -5.21 FALSE
256188_at unknown protein similar to hypoth--- AT1G30160 1.45 0.54 1.70 0.1352299 0.3604233 -5.21 FALSE
264513_at  putative glucose-6-phosphate deG6PD4 AT1G09420 -1.21 -0.28 -1.70 0.1352754 0.3604288 -5.21 TRUE
250768_at signal recognition particle recepto--- AT5G05670 -1.30 -0.38 -1.70 0.1352744 0.3604288 -5.21 FALSE
256972_at unknown protein --- AT3G21140 -1.22 -0.28 -1.70 0.1353445 0.3605709 -5.21 FALSE
267595_at putative glucanse AtGH9B8 AT2G32990 3.67 1.88 1.70 0.1354144 0.3607149 -5.21 FALSE
251874_at  putative protein (fragment) ester --- AT3G54240 1.28 0.36 1.70 0.1354432 0.3607349 -5.21 FALSE
263153_s_a myrosinase-associated protein, p--- AT1G54000 // 1.56 0.64 1.70 0.1354535 0.3607349 -5.21 FALSE
253143_at putative protein --- AT4G35530 -1.27 -0.34 -1.70 0.1354714 0.3607404 -5.21 FALSE
262038_at  invertase, putative similar to neuCINV1 AT1G35580 1.37 0.46 1.70 0.1355102 0.3607594 -5.21 FALSE
256591_at hypothetical protein --- AT3G31910 1.16 0.21 1.70 0.13551 0.3607594 -5.21 FALSE
257313_at gamma tonoplast intrinsic proteinTIP2 AT3G26520 1.27 0.35 1.70 0.1355638 0.3608602 -5.21 FALSE
250873_at  lipase -like protein lipase Arab-1 --- AT5G03980 1.22 0.29 1.70 0.1356114 0.3609446 -5.22 FALSE
246612_at putative protein  ;supported by fu --- AT5G35320 -1.26 -0.33 -1.69 0.1357457 0.3612062 -5.22 FALSE
261310_at hypothetical protein predicted by PDE247 AT1G05750 -1.28 -0.35 -1.69 0.1357571 0.3612062 -5.22 FALSE
254030_at  putative acidic ribosomal protein --- AT4G25890 -1.62 -0.70 -1.69 0.1357454 0.3612062 -5.22 FALSE



258458_at Expressed protein ; supported by--- AT3G22435 -1.34 -0.42 -1.69 0.1358222 0.3613371 -5.22 FALSE
245484_at enoyl-CoA hydratase like protein ECHIA AT4G16210 1.21 0.27 1.69 0.1358777 0.3614426 -5.22 FALSE
260232_at unknown protein contains Pfam p--- AT1G74640 1.41 0.50 1.69 0.1359319 0.3615447 -5.22 FALSE
260373_at unknown protein --- AT1G73970 -1.21 -0.27 -1.69 0.135967 0.3615733 -5.22 FALSE
259360_at hypothetical protein predicted by --- AT1G13310 1.19 0.25 1.69 0.1359902 0.3615733 -5.22 FALSE
252376_at  L-galactono-1,4-lactone dehydroATGLDH AT3G47930 -1.31 -0.39 -1.69 0.1359834 0.3615733 -5.22 FALSE
254751_at hypothetical protein --- AT4G13150 -1.19 -0.25 -1.69 0.1360779 0.3617643 -5.22 FALSE
258532_at  ribosomal protein L29, putative s--- AT3G06700 -1.63 -0.70 -1.69 0.136133 0.3617956 -5.22 FALSE
255920_at putative protein --- AT5G28590 1.27 0.35 1.69 0.1361373 0.3617956 -5.22 FALSE
258089_at hypothetical protein predicted by --- AT3G14740 -1.46 -0.54 -1.69 0.1361236 0.3617956 -5.22 FALSE
256998_at hypothetical protein predicted by --- AT3G14180 1.27 0.35 1.69 0.136188 0.3618526 -5.22 FALSE
247967_at putative protein similar to unknowanac099 AT5G56620 1.16 0.22 1.69 0.1361905 0.3618526 -5.22 FALSE
258879_at unknown protein  ; supported by --- AT3G03270 1.50 0.58 1.69 0.1362421 0.3619054 -5.22 TRUE
251388_at  putative protein protein regulatinMAP65-4 AT3G60840 1.23 0.30 1.69 0.136229 0.3619054 -5.22 FALSE
248129_at putative protein contains similarit --- AT5G54780 1.24 0.31 1.69 0.1362773 0.3619569 -5.22 FALSE
261801_at hypothetical protein similar to hypAAE14 AT1G30520 -1.30 -0.38 -1.69 0.1363398 0.3620359 -5.22 TRUE
262531_at putative leucine-rich receptor pro --- AT1G17230 // 1.30 0.38 1.69 0.1364023 0.3620359 -5.22 FALSE
264230_at hypothetical protein predicted by --- AT1G67460 1.20 0.26 1.69 0.1363864 0.3620359 -5.22 FALSE
257655_at  unknown protein contains Pfam --- AT3G13350 -1.49 -0.57 -1.69 0.1363847 0.3620359 -5.22 FALSE
264665_at  unknown protein ESTs gb|H3720--- AT1G09660 -1.25 -0.33 -1.69 0.1363614 0.3620359 -5.22 FALSE
256044_at  protein phosphatase 2C, putative--- AT1G07160 2.85 1.51 1.69 0.1363742 0.3620359 -5.22 FALSE
259434_at unknown protein --- AT1G01490 -1.19 -0.25 -1.69 0.1364307 0.3620691 -5.22 FALSE
254817_at  putative SWH1 protein SWH1 prORP2B AT4G12460 -1.23 -0.29 -1.69 0.1365439 0.3622431 -5.22 FALSE
253212_s_a xanthine dehydrogenase - like p XDH1 AT4G34890 // 1.29 0.37 1.69 0.1365353 0.3622431 -5.22 FALSE
246288_at unknown protein --- AT1G31850 -1.29 -0.37 -1.69 0.1365419 0.3622431 -5.22 FALSE
248074_at putative protein similar to unknowFLA1 AT5G55730 1.71 0.77 1.69 0.1365781 0.3622917 -5.22 FALSE
255950_at hypothetical protein predicted by --- AT1G22110 1.29 0.37 1.69 0.1366423 0.3624197 -5.22 FALSE
264484_at hypothetical protein similar to ank--- AT1G77260 1.19 0.25 1.69 0.1366839 0.3624647 -5.22 FALSE
247061_at putative protein similar to unknow--- AT5G66780 1.35 0.43 1.69 0.136691 0.3624647 -5.22 FALSE
261763_at  ABC transporter, putative similarPDR12 AT1G15520 2.29 1.20 1.69 0.1367358 0.3624991 -5.22 TRUE
245590_at hypothetical protein --- AT4G15060 1.20 0.26 1.69 0.1367216 0.3624991 -5.22 FALSE
252808_at  putative protein various predicte --- --- 1.24 0.31 1.69 0.1367523 0.3625008 -5.22 FALSE
247688_at  putative protein predicted protein--- AT5G59760 1.19 0.25 1.69 0.1367923 0.3625649 -5.22 FALSE
245123_at unknown protein  ; supported by CAO AT2G47450 -1.24 -0.31 -1.69 0.1368184 0.3625917 -5.22 FALSE
263760_at unknown protein  ; supported by SULA AT2G21280 -1.37 -0.46 -1.69 0.1368941 0.3627504 -5.22 FALSE



247476_at putative protein --- AT5G62330 1.20 0.26 1.69 0.1371483 0.3633276 -5.23 FALSE
250746_at glucuronosyl transferase-like pro --- AT5G05880 1.18 0.24 1.69 0.1371757 0.3633276 -5.23 FALSE
263839_at putative cis-Golgi SNARE proteinMEMB11 AT2G36900 -1.33 -0.42 -1.69 0.1371555 0.3633276 -5.23 FALSE
267010_at putative AP2 domain transcriptionSNZ AT2G39250 -1.27 -0.34 -1.69 0.1371626 0.3633276 -5.23 FALSE
266431_at Mutator-like transposase similar t--- --- -1.20 -0.27 -1.69 0.1371966 0.3633407 -5.23 FALSE
253550_at  putative protein kinase serine/thrSIP3 AT4G30960 1.40 0.49 1.69 0.137268 0.3633611 -5.23 FALSE
253559_at  1,3-beta-glucanase - like protein --- AT4G31140 -1.20 -0.26 -1.69 0.1372373 0.3633611 -5.23 FALSE
261170_at growth regulator protein similar to--- AT1G04910 -1.21 -0.28 -1.69 0.1372532 0.3633611 -5.23 FALSE
263327_at putative receptor-like protein kina--- AT2G15300 1.18 0.23 1.69 0.137265 0.3633611 -5.23 FALSE
257311_at  phosphate transporter, putative cPHT2;1 AT3G26570 -1.22 -0.29 -1.69 0.1372872 0.3633698 -5.23 FALSE
261372_at  zinc finger protein, putative simil --- AT1G53010 1.24 0.31 1.69 0.1373586 0.3635036 -5.23 FALSE
264059_at Expressed protein ; supported byINH3 AT2G31305 -1.21 -0.28 -1.69 0.1373696 0.3635036 -5.23 FALSE
263271_s_ahypothetical protein predicted by --- --- -1.16 -0.21 -1.69 0.1374783 0.363749 -5.23 FALSE
260954_at  glyoxalase II isozyme, putative sGLX2-4 AT1G06130 -1.25 -0.32 -1.69 0.1375503 0.3638972 -5.23 FALSE
255767_at  ribosomal protein L20, putative s--- AT1G16740 -1.21 -0.27 -1.69 0.1375702 0.3639066 -5.23 FALSE
254970_at  chlorophyll a/b-binding protein - LHCB5 AT4G10340 -1.20 -0.26 -1.68 0.1376017 0.3639066 -5.23 FALSE
262663_at hypothetical protein identical to h --- AT1G13940 -1.23 -0.30 -1.68 0.1375895 0.3639066 -5.23 FALSE
249467_at  NAM / CUC2 - like protein CUC2ATNAC6 AT5G39610 -1.87 -0.90 -1.68 0.1377031 0.3640483 -5.23 TRUE
264553_s_a putative cinnamyl alcohol dehyd --- AT1G09480 // 1.25 0.33 1.68 0.1376908 0.3640483 -5.23 FALSE
264673_at Expressed protein ; supported byATATP-PRTAT1G09795 -1.21 -0.28 -1.68 0.1377031 0.3640483 -5.23 FALSE
259354_at unknown protein --- AT3G05220 1.37 0.45 1.68 0.1377379 0.364098 -5.23 FALSE
266295_at tubulin beta-7 chain identical to GTUB7 AT2G29550 1.48 0.56 1.68 0.1377889 0.3641906 -5.23 TRUE
264936_at hypothetical protein predicted by EDA16 AT1G61140 1.18 0.24 1.68 0.1378434 0.3642553 -5.23 FALSE
266885_at putative small GTP-binding proteRAB6A AT2G44610 -1.24 -0.31 -1.68 0.1378453 0.3642553 -5.23 FALSE
254387_at  putative protein CGI-131 protein ATMSRB9 AT4G21850 3.43 1.78 1.68 0.1379032 0.3643661 -5.23 FALSE
267171_at putative DOF zinc finger protein DOF2.4 AT2G37590 1.27 0.34 1.68 0.1379401 0.3643792 -5.23 FALSE
247115_at kinesin-like calmodulin-binding prZWI AT5G65930 -1.26 -0.34 -1.68 0.1379362 0.3643792 -5.23 FALSE
264320_at unknown protein --- AT1G04090 1.16 0.22 1.68 0.1380879 0.3646851 -5.23 FALSE
261009_at hypothetical protein similar to putMES13 AT1G26360 1.24 0.31 1.68 0.1380742 0.3646851 -5.23 FALSE
246084_at  putative protein predicted proteinATBRXL4 AT5G20540 1.22 0.29 1.68 0.1382034 0.3649479 -5.23 FALSE
252848_at putative protein several hypothet --- --- 1.24 0.31 1.68 0.1383263 0.3651212 -5.23 FALSE
267244_at putative reverse transcriptase --- AT2G02650 1.19 0.25 1.68 0.1382891 0.3651212 -5.23 FALSE
247725_at  putative Rab5-interacting protein--- AT5G59410 -1.35 -0.43 -1.68 0.1383491 0.3651212 -5.23 FALSE
245663_at  steroid sulfotransferase, putative--- AT1G28170 1.19 0.26 1.68 0.1383471 0.3651212 -5.23 FALSE
253908_at  GH3 like protein GH3 protein, G WES1 AT4G27260 2.31 1.21 1.68 0.1383086 0.3651212 -5.23 FALSE



259618_at  myb-related transcription factor (MYB112 AT1G48000 1.31 0.40 1.68 0.1383851 0.3651741 -5.23 TRUE
260279_at putative DNA repair protein simila--- AT1G80420 -1.21 -0.27 -1.68 0.1384689 0.3653332 -5.23 FALSE
267444_at hypothetical protein predicted by --- AT2G19180 -1.30 -0.38 -1.68 0.1384825 0.3653332 -5.23 FALSE
261386_at unknown protein ;supported by fu--- AT1G05430 -1.24 -0.32 -1.68 0.1384935 0.3653332 -5.23 FALSE
261673_at  lipid transfer protein, putative sim--- AT1G18280 2.13 1.09 1.68 0.1385126 0.3653414 -5.23 FALSE
262825_at putative chloroplast prephenate dADT1 AT1G11790 1.40 0.49 1.68 0.1385317 0.3653497 -5.23 TRUE
248694_at unknown protein --- AT5G48340 -1.19 -0.26 -1.68 0.1386103 0.36543 -5.24 FALSE
256590_at  recombination signal sequence rATHMG AT3G28730 -1.28 -0.36 -1.68 0.1386068 0.36543 -5.24 FALSE
253716_at hypothetical protein --- AT4G29420 -1.24 -0.31 -1.68 0.1385967 0.36543 -5.24 FALSE
254879_at hypothetical protein --- AT4G11670 1.22 0.28 1.68 0.1386536 0.3654909 -5.24 FALSE
267524_at unknown protein --- AT2G30600 1.33 0.41 1.68 0.1386654 0.3654909 -5.24 FALSE
259934_at unknown protein --- AT1G71340 -1.33 -0.41 -1.68 0.1387174 0.3655012 -5.24 FALSE
249699_at putative protein similar to unknow--- AT5G35540 1.16 0.21 1.68 0.1387166 0.3655012 -5.24 FALSE
259221_s_a putative phospholipase similar toNPC5 AT3G03530 // 2.89 1.53 1.68 0.1386925 0.3655012 -5.24 FALSE
255242_at  putative protein putative retrotran--- --- 1.19 0.25 1.68 0.1387649 0.3655842 -5.24 FALSE
248433_at putative protein strong similarity t--- AT5G51400 1.19 0.25 1.68 0.1388232 0.3656468 -5.24 FALSE
249086_at putative protein strong similarity t--- AT5G44180 -1.21 -0.28 -1.68 0.1388368 0.3656468 -5.24 FALSE
249835_s_aputative protein similar to unknow--- AT5G23490 // 1.46 0.55 1.68 0.1388231 0.3656468 -5.24 FALSE
265158_at hypothetical protein predicted by --- AT1G31040 1.17 0.23 1.68 0.1388876 0.3657383 -5.24 FALSE
265620_at unknown protein --- AT2G27310 1.81 0.86 1.68 0.1389583 0.3658728 -5.24 TRUE
245506_at glutaredoxin homolog --- AT4G15700 -1.53 -0.62 -1.68 0.1389707 0.3658728 -5.24 FALSE
245575_at centromere protein homolog --- AT4G14760 -1.20 -0.27 -1.68 0.1390959 0.3661178 -5.24 FALSE
266019_at putative calmodulin-binding prote--- AT2G18750 1.17 0.22 1.68 0.1390952 0.3661178 -5.24 FALSE
265449_at putative arginine/serine-rich splic --- AT2G46610 -1.33 -0.41 -1.68 0.1391262 0.3661554 -5.24 FALSE
253447_at hypothetical protein --- AT4G32630 1.17 0.22 1.68 0.1391453 0.3661634 -5.24 FALSE
256614_at hypothetical protein predicted by --- AT3G29300 1.20 0.26 1.68 0.1393157 0.366485 -5.24 FALSE
251034_at putative protein  ;supported by fuPRA1.A1 AT5G02040 1.22 0.29 1.68 0.1392876 0.366485 -5.24 FALSE
250074_at UDP-glucose pyrophosphorylase--- AT5G17310 -1.31 -0.39 -1.68 0.1393156 0.366485 -5.24 FALSE
258809_at NAM-like protein (no apical merisanac047 AT3G04070 1.62 0.70 1.68 0.1393528 0.3665262 -5.24 TRUE
256315_at hypothetical protein predicted by --- AT1G35880 1.19 0.25 1.68 0.1393635 0.3665262 -5.24 FALSE
262263_at  auxin transport protein REH1, puPIN3 AT1G70940 -1.74 -0.80 -1.68 0.1393871 0.3665459 -5.24 TRUE
247704_at Expressed protein ; supported byRTFL5 AT5G59510 1.68 0.74 1.68 0.1394505 0.3666703 -5.24 FALSE
252069_s_aputative protein putative protein T--- AT3G51640 // 1.19 0.25 1.68 0.1394773 0.3666987 -5.24 FALSE
248674_at non-phototropic hypocotyl-like pr --- AT5G48800 -1.44 -0.52 -1.68 0.139528 0.3667746 -5.24 FALSE
255551_at putative potassium channel  ;supKCO5 AT4G01840 -1.17 -0.23 -1.68 0.1395544 0.3667746 -5.24 FALSE



261734_at hypothetical protein similar to hyp--- AT1G47790 1.19 0.25 1.68 0.1395459 0.3667746 -5.24 FALSE
258273_at unknown protein  ;supported by f GRX4 AT3G15660 -1.16 -0.22 -1.67 0.1396061 0.3668284 -5.24 FALSE
255023_at hypothetical protein --- AT4G09850 1.22 0.28 1.67 0.1396071 0.3668284 -5.24 FALSE
265369_s_aputative retroelement pol polypro --- --- -1.19 -0.25 -1.67 0.1396596 0.3668676 -5.24 FALSE
264733_at  phloem serpin-1, putative similar--- AT1G62170 1.17 0.23 1.67 0.1396702 0.3668676 -5.24 FALSE
253944_at  SNF8 like protein SNF8 protein -VPS22 AT4G27040 -1.21 -0.28 -1.67 0.1396554 0.3668676 -5.24 FALSE
258207_at putative GTP pyrophosphokinaseRSH2 AT3G14050 1.49 0.57 1.67 0.139693 0.366885 -5.24 FALSE
247409_at dihydroneopterin aldolase-like pr --- AT5G62980 -1.34 -0.43 -1.67 0.1397215 0.3669176 -5.24 FALSE
259455_x_aunknown protein --- AT1G44030 1.28 0.35 1.67 0.1398593 0.3672374 -5.24 FALSE
254873_at  putative protein a 162 kDa compEIF3A AT4G11420 -1.19 -0.25 -1.67 0.1398967 0.3672711 -5.24 FALSE
252603_at putative protein --- AT3G45050 -1.28 -0.35 -1.67 0.1399044 0.3672711 -5.24 FALSE
258140_at Expressed protein ; supported byALDH2C4 AT3G24503 1.64 0.72 1.67 0.1399402 0.367323 -5.24 FALSE
257918_at  ethylene responsive element bin--- AT3G23230 4.63 2.21 1.67 0.1399697 0.3673581 -5.24 FALSE
264659_at unknown protein Similar to S. pomATOPT2 AT1G09930 1.19 0.25 1.67 0.1399993 0.3673935 -5.24 FALSE
250935_at polyubiquitin (UBQ3) identical to UBQ3 AT5G03240 -1.38 -0.46 -1.67 0.1400647 0.3674804 -5.25 FALSE
265792_at predicted by genscan and genefi --- AT2G01390 1.23 0.30 1.67 0.1400528 0.3674804 -5.24 FALSE
256486_at  chloroplast nucleoid DNA bindin --- AT1G31450 1.21 0.28 1.67 0.1400926 0.3675115 -5.25 FALSE
249927_at Glucose-1-phosphate adenylyltraAPL1 AT5G19220 -1.37 -0.45 -1.67 0.1401691 0.3675426 -5.25 TRUE
262206_at putative ubiquinol-cytochrome c r--- AT2G01090 -1.26 -0.33 -1.67 0.140177 0.3675426 -5.25 FALSE
248234_at putative protein contains similarit --- AT5G53850 -1.18 -0.24 -1.67 0.1401731 0.3675426 -5.25 FALSE
253455_at putative protein --- AT4G32020 1.40 0.49 1.67 0.1401375 0.3675426 -5.25 FALSE
262426_s_a cytochrome P450, putative simila--- AT1G47625 // -1.28 -0.36 -1.67 0.140185 0.3675426 -5.25 FALSE
265304_at putative AP2 domain transcription--- AT2G20350 1.17 0.23 1.67 0.1402259 0.3675652 -5.25 FALSE
260908_at  maternal embryogenesis control MEA AT1G02580 1.43 0.51 1.67 0.1402118 0.3675652 -5.25 FALSE
266211_at putative retroelement pol polypro --- --- 1.20 0.27 1.67 0.1402642 0.367596 -5.25 FALSE
253852_at  putative protein diacylglycerol kin--- AT4G28130 1.18 0.24 1.67 0.1402698 0.367596 -5.25 FALSE
246464_at  quinone oxidoreductase -like pro--- AT5G16980 1.20 0.26 1.67 0.1403121 0.3676644 -5.25 FALSE
259485_at  ATP synthase gamma-subunit, pATPC2 AT1G15700 -1.52 -0.60 -1.67 0.1403542 0.3676902 -5.25 FALSE
249754_at flavanone 3-hydroxylase-like protDMR6 AT5G24530 2.47 1.30 1.67 0.1403401 0.3676902 -5.25 FALSE
253238_at putative protein (fragment) --- AT4G34480 1.25 0.32 1.67 0.1404517 0.3678886 -5.25 FALSE
251545_at  zinc transporter -like protein zincMTPA2 AT3G58810 1.31 0.39 1.67 0.1404621 0.3678886 -5.25 FALSE
250192_at  pescadillo - like protein embryon--- AT5G14520 -1.35 -0.43 -1.67 0.1404901 0.3679196 -5.25 FALSE
265392_at lipoic acid synthase (LIP1)  ; suppLIP1 AT2G20860 -1.18 -0.24 -1.67 0.1405695 0.3680851 -5.25 FALSE
252443_at  putative helicase helicase SKI2W--- AT3G46960 -1.24 -0.31 -1.67 0.1406115 0.368153 -5.25 FALSE
247281_at immunophilin (gb|AAB57847.1)  ;FKBP12 AT5G64350 -1.18 -0.24 -1.67 0.140644 0.3681684 -5.25 FALSE



256928_at unknown protein --- AT3G22590 -1.21 -0.28 -1.67 0.1406806 0.3681684 -5.25 FALSE
252158_at CDPK-related protein kinase CRK AT3G50530 -1.25 -0.32 -1.67 0.140682 0.3681684 -5.25 FALSE
250000_at  putative protein PGPD14 - Petun--- AT5G18650 -1.29 -0.37 -1.67 0.1406565 0.3681684 -5.25 FALSE
263511_at En/Spm-like transposon protein r --- --- 1.19 0.25 1.67 0.1407738 0.3683666 -5.25 FALSE
245702_at calcium lipid binding protein - likeSYTC AT5G04220 -1.32 -0.40 -1.67 0.140908 0.3685907 -5.25 TRUE
259218_at  hypothetical protein similar to pu--- AT3G03580 -1.23 -0.30 -1.67 0.1409012 0.3685907 -5.25 FALSE
248934_at serine/threonine protein kinase-li --- AT5G46080 2.11 1.08 1.67 0.1408966 0.3685907 -5.25 FALSE
260522_x_ahypothetical protein predicted by --- AT2G41730 2.72 1.44 1.67 0.1409962 0.368737 -5.25 TRUE
261409_at zinc finger protein OBP2 identicaOBP2 AT1G07640 -1.22 -0.29 -1.67 0.1409911 0.368737 -5.25 FALSE
251507_at  putative protein CND41, chlorop --- AT3G59080 2.30 1.20 1.67 0.1410694 0.3688437 -5.25 FALSE
251275_at  putative protein anthranilate pho --- AT3G61720 1.34 0.43 1.67 0.141057 0.3688437 -5.25 FALSE
260085_at putative D-ribulose-5-phosphate --- AT1G63290 -1.19 -0.25 -1.67 0.1412142 0.36918 -5.25 FALSE
251659_at hypothetical protein  ;supported bBIGYIN AT3G57090 1.22 0.28 1.67 0.1412441 0.3692159 -5.25 FALSE
265586_at pathogenesis-related protein (PRPR-1-LIKE AT2G19990 1.26 0.34 1.67 0.1413032 0.3693281 -5.25 FALSE
253598_at  ribosomal protein S11 - like ribos--- AT4G30800 -1.70 -0.77 -1.67 0.1413555 0.3693494 -5.25 FALSE
261235_x_ahypothetical protein predicted by --- --- 1.18 0.23 1.67 0.1413568 0.3693494 -5.25 FALSE
261458_at unknown protein contains DNA-J --- AT1G21080 1.25 0.33 1.67 0.1413599 0.3693494 -5.25 FALSE
266478_at putative cysteinyl-tRNA synthetasSYCO ARAAT2G31170 -1.35 -0.44 -1.67 0.1414029 0.3693963 -5.25 FALSE
266532_at putative glucosyltransferase  ;sup--- AT2G16890 2.61 1.38 1.67 0.1414103 0.3693963 -5.25 FALSE
266824_at homeodomain transcription facto HAT9 AT2G22800 -1.19 -0.25 -1.67 0.1415011 0.3694105 -5.25 FALSE
265346_at hypothetical protein --- --- 1.20 0.26 1.67 0.1415291 0.3694105 -5.25 FALSE
258665_at thioredoxin-like protein similar to ATH9 AT3G08710 1.42 0.51 1.67 0.1414785 0.3694105 -5.25 FALSE
250687_at putative protein similar to unknow--- AT5G06660 -1.16 -0.22 -1.67 0.1415217 0.3694105 -5.25 FALSE
251250_at  putative protein pectin methylest--- AT3G62180 1.28 0.36 1.67 0.1414555 0.3694105 -5.25 FALSE
267241_at hypothetical protein predicted by --- AT2G02490 // 1.17 0.23 1.67 0.1414533 0.3694105 -5.25 FALSE
264841_at  putative protein kinase similar to --- AT1G03740 1.53 0.62 1.67 0.1415114 0.3694105 -5.25 FALSE
265709_at hypothetical protein predicted by --- --- 1.68 0.75 1.66 0.1416177 0.3695994 -5.26 FALSE
253390_at hypothetical protein  ;supported b--- AT4G32750 -1.29 -0.36 -1.66 0.1416638 0.3696776 -5.26 FALSE
247912_at putative protein contains similarit --- AT5G57480 1.49 0.58 1.66 0.1417286 0.3698043 -5.26 TRUE
253091_at  cytochrome p450 - like protein cyCYP81D2 AT4G37360 1.20 0.26 1.66 0.1418831 0.3701652 -5.26 FALSE
255924_at unknown protein contains similar --- AT1G22170 1.25 0.32 1.66 0.1419908 0.3703815 -5.26 FALSE
249276_at DNA polymerase alpha subunit IVPOLA3 AT5G41880 -2.40 -1.26 -1.66 0.1419985 0.3703815 -5.26 FALSE
245235_at  putative protein similarity to pred--- AT4G25550 -1.21 -0.28 -1.66 0.1420366 0.3704386 -5.26 FALSE
250136_at  putative protein de novo DNA m DRM1 AT5G15380 1.41 0.50 1.66 0.1420777 0.370461 -5.26 FALSE
259409_at hypothetical protein contains sim --- AT1G13330 -1.19 -0.25 -1.66 0.1420688 0.370461 -5.26 FALSE



263956_at putative homeodomain transcript BLH1 AT2G35940 1.40 0.49 1.66 0.142123 0.3705368 -5.26 FALSE
257775_at  short-chain alcohol dehydrogena--- AT3G29260 1.22 0.29 1.66 0.1421639 0.3705586 -5.26 FALSE
257613_at  polygalacturonase, putative simi --- AT3G26610 -1.19 -0.25 -1.66 0.1421532 0.3705586 -5.26 FALSE
250066_at unknown protein --- AT5G17930 -1.36 -0.45 -1.66 0.1422134 0.3705719 -5.26 FALSE
246441_at putative protein  ;supported by fu --- AT5G17560 -1.19 -0.25 -1.66 0.1421872 0.3705719 -5.26 FALSE
260429_at unknown protein  ;supported by f JAZ6 AT1G72450 1.58 0.66 1.66 0.1422177 0.3705719 -5.26 FALSE
260352_at Expressed protein ; supported byPDCB4 AT1G69295 1.20 0.26 1.66 0.1422464 0.3706041 -5.26 FALSE
256412_at hypothetical protein predicted by ELO1 AT3G11220 -1.22 -0.29 -1.66 0.142306 0.3706524 -5.26 FALSE
254619_at  myb - like protein transforming pMYB98 AT4G18770 1.20 0.26 1.66 0.1423136 0.3706524 -5.26 FALSE
260970_at unknown protein --- AT1G53640 1.24 0.31 1.66 0.142305 0.3706524 -5.26 FALSE
258064_at putative cytochrome P450 similarCYP72A14 AT3G14680 -1.66 -0.73 -1.66 0.1424618 0.3706589 -5.26 FALSE
255494_at  predicted protein of unknown fun--- AT4G02710 -1.19 -0.25 -1.66 0.1424624 0.3706589 -5.26 FALSE
251246_at  auxin-induced protein homolog aIAA30 AT3G62100 -1.17 -0.22 -1.66 0.1423812 0.3706589 -5.26 FALSE
251023_at  putative protein amino acid trans--- AT5G02170 -1.24 -0.31 -1.66 0.1424413 0.3706589 -5.26 FALSE
265541_at hypothetical protein predicted by SQN --- 1.18 0.24 1.66 0.1424028 0.3706589 -5.26 FALSE
260341_at  squamosa-promoter binding pro --- AT1G69170 -1.30 -0.38 -1.66 0.1424182 0.3706589 -5.26 FALSE
266952_at putative gibberellin 2-oxidase ATGA2OX3AT2G34555 1.23 0.30 1.66 0.1424589 0.3706589 -5.26 FALSE
254237_at  cysteine proteinase contains sim--- AT4G23520 1.17 0.23 1.66 0.1424485 0.3706589 -5.26 FALSE
265250_at putative receptor protein kinase sBRL2 AT2G01950 -1.33 -0.41 -1.66 0.1424134 0.3706589 -5.26 FALSE
255259_at coded for by A. thaliana cDNA WNDB2 AT4G05020 2.31 1.21 1.66 0.1425328 0.3707999 -5.26 FALSE
265040_at  G-box binding factor, GBF4 IdenGBF4 AT1G03970 -1.29 -0.37 -1.66 0.1425928 0.3708714 -5.26 FALSE
261236_at  importin alpha, putative similar to--- AT1G32880 1.19 0.25 1.66 0.1425895 0.3708714 -5.26 FALSE
245722_at unknown protein --- AT1G73430 -1.29 -0.37 -1.66 0.1426611 0.3710068 -5.26 FALSE
255918_at putative protein --- --- 1.17 0.23 1.66 0.1427301 0.3711016 -5.26 FALSE
251702_at  transcription factor-like protein mBZIP49 AT3G56660 1.29 0.36 1.66 0.1427266 0.3711016 -5.26 FALSE
264743_at  receptor-like protein kinase, puta--- AT1G62090 1.18 0.23 1.66 0.14275 0.371111 -5.26 FALSE
267532_at unknown protein  ;supported by f --- AT2G42040 -1.38 -0.47 -1.66 0.1428392 0.3713004 -5.26 FALSE
249348_at unknown protein --- AT5G40860 1.25 0.32 1.66 0.1428639 0.3713224 -5.26 FALSE
259903_at unknown protein --- AT1G74160 -1.36 -0.45 -1.66 0.142909 0.3713972 -5.26 FALSE
247864_s_aanthranilate synthase beta chain --- AT1G24807 // 2.00 1.00 1.66 0.1429562 0.3714776 -5.26 FALSE
251254_at  putative protein anion exchange --- AT3G62270 1.25 0.32 1.66 0.1430093 0.3715415 -5.26 FALSE
256819_at unknown protein contains Pfam p--- AT3G21390 -1.19 -0.25 -1.66 0.1430459 0.3715415 -5.26 FALSE
251330_at putative protein putative protein A--- AT3G61550 -1.31 -0.39 -1.66 0.1430348 0.3715415 -5.26 FALSE
265964_at putative RNA-binding protein  ; su--- AT2G37510 -1.22 -0.28 -1.66 0.1430385 0.3715415 -5.26 FALSE
255143_at putative protein several hypothet --- AT4G08430 1.15 0.20 1.66 0.1430903 0.3716145 -5.26 FALSE



256056_at hypothetical protein contains sim --- AT1G07190 1.17 0.22 1.66 0.1431759 0.3717944 -5.27 FALSE
259126_at putative NADPH-ferrihemoprotein--- AT3G02280 -1.18 -0.23 -1.66 0.1432144 0.371852 -5.27 FALSE
254129_at  putative tRNA isopentenyltransfeIPT4 AT4G24650 1.18 0.24 1.66 0.143294 0.371974 -5.27 FALSE
245942_at  putative protein transcription reg --- AT5G19490 1.16 0.21 1.66 0.1432907 0.371974 -5.27 FALSE
263718_at putative CCAAT-box binding tranNF-YB7 AT2G13570 1.25 0.32 1.66 0.1433347 0.3720374 -5.27 FALSE
265006_at unknown protein similar to small TIM13 AT1G61570 -1.54 -0.62 -1.66 0.1433816 0.3721107 -5.27 FALSE
263300_at Mutator-like transposase similar t--- --- 1.17 0.22 1.66 0.1433956 0.3721107 -5.27 FALSE
254969_at hypothetical protein  ;supported b--- AT4G10360 1.19 0.25 1.66 0.1434198 0.3721289 -5.27 FALSE
252784_at  putative protein predicted protein--- --- 1.16 0.21 1.66 0.1434354 0.3721289 -5.27 FALSE
259438_at unknown protein similar to putativAN AT1G01510 -1.32 -0.40 -1.66 0.1434515 0.3721289 -5.27 FALSE
245145_at putative dihydrodipicolinate synthDHDPS2 AT2G45440 -1.38 -0.46 -1.66 0.1435484 0.3722423 -5.27 FALSE
256885_at chaperone-like ATPase contains --- AT3G15120 -1.24 -0.31 -1.66 0.1435299 0.3722423 -5.27 FALSE
258796_at unknown protein  ;supported by f WDL1 AT3G04630 -1.52 -0.60 -1.66 0.1435575 0.3722423 -5.27 FALSE
261318_at Expressed protein ; supported by--- AT1G53035 -2.21 -1.15 -1.66 0.1435605 0.3722423 -5.27 FALSE
258055_at putative 2Fe-2S iron-sulfur clusteNDF4 AT3G16250 -1.71 -0.78 -1.65 0.1436284 0.3722428 -5.27 TRUE
266206_at unknown protein  ; supported by --- AT2G27730 1.28 0.35 1.65 0.1436423 0.3722428 -5.27 FALSE
265264_at hypothetical protein predicted by --- AT2G42930 1.18 0.24 1.65 0.1436353 0.3722428 -5.27 FALSE
251727_at putative protein --- AT3G56290 -1.53 -0.61 -1.66 0.1435776 0.3722428 -5.27 FALSE
246637_at  putative protein polymorphic me --- AT5G34870 1.22 0.29 1.66 0.1436007 0.3722428 -5.27 FALSE
265190_at unknown protein  ; supported by --- AT1G23780 -1.17 -0.23 -1.65 0.1436781 0.3722731 -5.27 FALSE
248915_at putative protein strong similarity t--- AT5G45690 1.23 0.30 1.65 0.143703 0.3722731 -5.27 FALSE
258451_at alternative oxidase 1b precursor AOX1B AT3G22360 1.25 0.32 1.65 0.1436914 0.3722731 -5.27 FALSE
263242_at unknown protein --- AT2G31400 1.22 0.29 1.65 0.1439433 0.3726419 -5.27 FALSE
253847_at  putative protein CRP1, Zea may --- AT4G28010 -1.19 -0.26 -1.65 0.1439418 0.3726419 -5.27 FALSE
246597_at  L-aspartate oxidase -like protein AO AT5G14760 1.84 0.88 1.65 0.1439191 0.3726419 -5.27 FALSE
266137_at unknown protein  ;supported by f --- AT2G45010 1.20 0.26 1.65 0.1439383 0.3726419 -5.27 FALSE
245107_at putative heat shock transcription AT-HSFB3 AT2G41690 1.65 0.72 1.65 0.1438657 0.3726419 -5.27 FALSE
255541_s_aP-glycoprotein-like protein pgp3 sPGP5 AT4G01820 // -1.17 -0.23 -1.65 0.14393 0.3726419 -5.27 FALSE
247740_at  receptor-like protein kinase prec CRCK1 AT5G58940 1.74 0.80 1.65 0.1439751 0.3726819 -5.27 FALSE
247394_at  putative protein predicted protein--- AT5G62860 1.48 0.56 1.65 0.1440051 0.3727171 -5.27 FALSE
260073_at putative protein kinase contains P--- AT1G73660 -1.28 -0.35 -1.65 0.1440911 0.3728882 -5.27 FALSE
252444_at  putative protein Na+-dependent PHT4;3 AT3G46980 -1.16 -0.21 -1.65 0.1441039 0.3728882 -5.27 FALSE
257849_at unknown protein ECT5 AT3G13060 -1.29 -0.36 -1.65 0.1441758 0.3729897 -5.27 FALSE
245409_at putative protein --- AT4G17200 1.15 0.20 1.65 0.1441595 0.3729897 -5.27 FALSE
251893_at putative protein --- AT3G54380 -1.19 -0.25 -1.65 0.1442843 0.3731094 -5.27 FALSE



245547_at cytochrome P450 like protein CYP702A2 AT4G15300 1.18 0.23 1.65 0.1443039 0.3731094 -5.27 FALSE
252760_x_aputative protein several hypothet --- --- 1.18 0.24 1.65 0.1442534 0.3731094 -5.27 FALSE
264422_at unknown protein similar to unknoLCV2 AT1G43130 -1.22 -0.28 -1.65 0.1442948 0.3731094 -5.27 FALSE
264628_at hypothetical protein contains sim --- AT1G65540 1.16 0.21 1.65 0.1442658 0.3731094 -5.27 FALSE
251056_at  putative protein KIAA1303 prote RAPTOR2 AT5G01770 1.27 0.34 1.65 0.1443443 0.3731718 -5.27 FALSE
259296_at putative aminopeptidase similar t --- AT3G05350 -1.25 -0.32 -1.65 0.1443904 0.3732062 -5.27 FALSE
249029_at disease resistance protein-like --- AT5G44870 1.20 0.27 1.65 0.1443787 0.3732062 -5.27 FALSE
246018_at Expressed protein ; supported by--- AT5G10695 1.82 0.86 1.65 0.1444085 0.3732107 -5.27 FALSE
250533_at flavonol synthase (FLS) (sp|Q963FLS AT5G08640 1.18 0.24 1.65 0.1444401 0.3732501 -5.27 FALSE
247660_at  ankyrin-like protein ankyrin 3, Mu--- AT5G60070 1.18 0.24 1.65 0.1444865 0.3733277 -5.27 FALSE
266627_at putative pre-mRNA splicing factoMEE29 AT2G35340 1.22 0.29 1.65 0.1445804 0.3734857 -5.27 FALSE
252870_at adenosine-5-phosphosulfate-kinaAKN2 AT4G39940 1.98 0.98 1.65 0.1445758 0.3734857 -5.27 FALSE
255619_s_a putative CHP-rich zinc finger pro--- AT4G01350 // 1.29 0.37 1.65 0.1446186 0.3734997 -5.27 FALSE
265296_at hypothetical protein predicted by --- AT2G14060 1.18 0.24 1.65 0.144612 0.3734997 -5.27 FALSE
259352_at unknown protein --- AT3G05170 1.39 0.48 1.65 0.1446735 0.3735626 -5.27 FALSE
260315_at  hypothetical protein similar to C- --- AT1G63820 -1.19 -0.25 -1.65 0.1446757 0.3735626 -5.27 FALSE
257583_at hypothetical protein PMI2 AT1G66480 2.10 1.07 1.65 0.1447431 0.3736944 -5.28 FALSE
253011_at  putative protein retrotransposon EDA40 AT4G37890 1.45 0.54 1.65 0.1447784 0.3737432 -5.28 FALSE
250670_at polygalacturonase inhibiting protePGIP1 AT5G06860 1.72 0.78 1.65 0.144797 0.3737489 -5.28 FALSE
266453_at putative protein kinase contains a--- AT2G43230 1.17 0.22 1.65 0.1448721 0.3739006 -5.28 FALSE
253412_at  putative protein (fragment) calcinCBL10 AT4G33000 -1.26 -0.33 -1.65 0.1449989 0.3740232 -5.28 TRUE
266327_at homeodomain transcription facto ATHB-7 AT2G46680 1.48 0.57 1.65 0.1450016 0.3740232 -5.28 TRUE
257652_at unknown protein contains Pfam pAPUM24 AT3G16810 -1.43 -0.51 -1.65 0.1449709 0.3740232 -5.28 FALSE
246426_at  ovule development protein ainte BBM AT5G17430 1.18 0.23 1.65 0.1449478 0.3740232 -5.28 FALSE
252539_at putative protein --- AT3G45730 -1.27 -0.35 -1.65 0.144972 0.3740232 -5.28 FALSE
257768_at  RING zinc finger protein, putativ --- AT3G23060 1.27 0.34 1.65 0.145019 0.3740258 -5.28 FALSE
245610_at hypothetical protein --- AT4G14380 1.22 0.28 1.65 0.1450607 0.3740909 -5.28 FALSE
251365_at  putative DNA-binding protein At2--- AT3G61310 -1.27 -0.35 -1.65 0.1451301 0.3741854 -5.28 TRUE
255537_at protoporphyrinogen oxidase  ; suPPOX AT4G01690 -1.26 -0.34 -1.65 0.1451201 0.3741854 -5.28 FALSE
261885_at unknown protein --- AT1G80930 -1.24 -0.31 -1.65 0.145354 0.3747202 -5.28 FALSE
262238_at hypothetical protein predicted by --- AT1G48300 -1.36 -0.44 -1.65 0.1454012 0.3747997 -5.28 FALSE
248999_at putative protein contains similarit --- AT5G44970 1.18 0.24 1.65 0.145474 0.3749447 -5.28 FALSE
263645_at putative GTP-binding protein --- AT2G04720 1.16 0.21 1.65 0.1455149 0.375008 -5.28 FALSE
253645_at  putative protein G protein beta s VIP3 AT4G29830 -1.19 -0.25 -1.65 0.1455907 0.3751608 -5.28 FALSE
244982_at ribosomal protein L14 --- --- -1.24 -0.31 -1.65 0.1456588 0.375294 -5.28 TRUE



260259_at unknown protein similar to unkno--- AT1G74300 1.21 0.27 1.65 0.1456828 0.3753134 -5.28 FALSE
246961_at unknown protein --- AT5G24710 1.39 0.48 1.64 0.1457717 0.3754383 -5.28 FALSE
256965_at  branched chain alpha-keto acid DIN4 AT3G13450 1.51 0.59 1.64 0.1457895 0.3754383 -5.28 FALSE
261502_at hypothetical protein predicted by AtHB31 AT1G14440 -1.44 -0.53 -1.64 0.1457971 0.3754383 -5.28 FALSE
253064_at  bZIP transcription factor - like pr AtbZIP7 AT4G37730 1.21 0.28 1.64 0.1457612 0.3754383 -5.28 FALSE
253885_at  putative protein essential for em VPS26B AT4G27690 -1.26 -0.34 -1.64 0.1458168 0.3754465 -5.28 FALSE
245410_at putative protein ATMAP70-5AT4G17220 1.18 0.24 1.64 0.145861 0.375518 -5.28 FALSE
251632_at hypothetical protein --- AT3G57440 1.26 0.33 1.64 0.1458884 0.3755462 -5.28 FALSE
254715_at  putative protein hypothetical pro --- AT4G13550 -1.32 -0.40 -1.64 0.1459147 0.3755714 -5.28 FALSE
250029_at galactose-1-phosphate uridyl tran--- AT5G18200 -1.25 -0.32 -1.64 0.1460125 0.375731 -5.28 FALSE
245490_at hypothetical protein LDL3 AT4G16310 1.23 0.30 1.64 0.1460261 0.375731 -5.28 FALSE
263205_at  Ca2+-dependent lipid-binding pr NTMC2T2.1AT1G05500 -1.19 -0.25 -1.64 0.146001 0.375731 -5.28 FALSE
267628_at unknown protein similar to GP|22--- AT2G42280 -1.22 -0.29 -1.64 0.146145 0.3759521 -5.28 FALSE
247680_s_a glycine-rich protein - like glycine --- AT1G61210 // -1.20 -0.27 -1.64 0.1461411 0.3759521 -5.28 FALSE
248404_at trehalose-6-phosphate phosphataATTPPA AT5G51460 -1.49 -0.57 -1.64 0.1461883 0.376021 -5.28 TRUE
247422_at putative protein PEX14 AT5G62810 -1.19 -0.25 -1.64 0.1462229 0.3760678 -5.28 FALSE
248982_at chloroplast nucleoid DNA-binding--- AT5G45120 1.22 0.29 1.64 0.1462724 0.3761525 -5.28 FALSE
250706_at deoxyhypusine synthase  ;suppo DHS AT5G05920 -1.24 -0.31 -1.64 0.1464185 0.3764859 -5.29 FALSE
250329_at  putative potassium transport proKEA6 AT5G11800 1.21 0.28 1.64 0.1464411 0.3765016 -5.29 FALSE
249940_at NAC-domain protein-like  ;suppo anac090 AT5G22380 1.22 0.28 1.64 0.1464923 0.3765906 -5.29 FALSE
249151_at inorganic phosphate transporter (PHT3 AT5G43360 1.21 0.27 1.64 0.1465363 0.3766614 -5.29 FALSE
258008_at putative late embryogenesis abun--- AT3G19430 1.20 0.26 1.64 0.1465773 0.3767166 -5.29 FALSE
248503_at putative protein contains similarit NF-YC7 AT5G50470 1.36 0.44 1.64 0.1465908 0.3767166 -5.29 FALSE
260424_at  putative receptor-like protein kin --- AT1G72460 1.19 0.26 1.64 0.1466696 0.3768766 -5.29 FALSE
260846_at unknown protein --- AT1G17300 1.21 0.27 1.64 0.1467133 0.3769465 -5.29 FALSE
249327_at anion channel protein (gb|AAC05ATCLC-A AT5G40890 1.47 0.56 1.64 0.1467478 0.3769927 -5.29 FALSE
257052_at putative 3-hydroxybutyryl-CoA de--- AT3G15290 1.19 0.25 1.64 0.1468275 0.376998 -5.29 FALSE
261446_at unknown protein SEC5B AT1G21170 1.28 0.36 1.64 0.1467947 0.376998 -5.29 FALSE
255766_at unknown protein ;supported by fu--- AT1G16750 -1.27 -0.35 -1.64 0.1468101 0.376998 -5.29 FALSE
263087_s_aputative sugar transporter --- AT2G16120 // 1.21 0.27 1.64 0.1468491 0.376998 -5.29 FALSE
249907_at putative protein DNA repair proteRAD5 AT5G22750 -1.19 -0.25 -1.64 0.1468164 0.376998 -5.29 FALSE
248053_at putative protein similar to unknowAtNMNAT AT5G55810 -1.22 -0.29 -1.64 0.1468375 0.376998 -5.29 FALSE
266999_at putative HMG protein ; supported--- AT2G34450 -1.29 -0.36 -1.64 0.1468806 0.3770364 -5.29 FALSE
265968_at putative protein translocase  ; supATTIM17-2 AT2G37410 -1.33 -0.42 -1.64 0.1469293 0.377119 -5.29 FALSE
259033_at putative pectinacetylesterase sim--- AT3G09405 // 2.80 1.48 1.64 0.1469548 0.3771421 -5.29 TRUE



250396_at  zinc finger -like protein CCHH fin--- AT5G10970 1.53 0.62 1.64 0.1470044 0.3771845 -5.29 FALSE
257909_at Expressed protein ; supported by--- AT3G25480 -1.27 -0.34 -1.64 0.1469928 0.3771845 -5.29 FALSE
264296_at  protein transport protein sec61 a--- AT1G78720 1.33 0.41 1.64 0.1470363 0.3772239 -5.29 FALSE
254849_at  putative protein RNA splicing-rel --- AT4G11970 -1.16 -0.22 -1.64 0.1471712 0.3775276 -5.29 FALSE
266606_at putative AP2 domain transcriptionCRF5 AT2G46310 1.40 0.48 1.64 0.1472039 0.3775689 -5.29 FALSE
252420_at putative protein several hypothet --- AT3G47530 -1.32 -0.41 -1.64 0.1472955 0.3777189 -5.29 FALSE
246640_x_a putative protein predicted protein--- --- 1.21 0.27 1.64 0.1472926 0.3777189 -5.29 FALSE
266591_at expressed protein  supported by ABIL1 AT2G46225 -1.35 -0.43 -1.64 0.1474176 0.3779046 -5.29 FALSE
253313_at  putative peroxidase peroxidase A--- AT4G33870 1.22 0.28 1.64 0.1474094 0.3779046 -5.29 FALSE
259826_at  arm repeat-containing protein, p PUB17 AT1G29340 1.35 0.43 1.64 0.1473878 0.3779046 -5.29 FALSE
249149_at casein kinase I ; supported by cDckl8 AT5G43320 1.16 0.21 1.64 0.1475128 0.3781063 -5.29 FALSE
263584_at NAM (no apical meristem)-like pranac036 AT2G17040 -1.79 -0.84 -1.64 0.1475986 0.3782806 -5.29 FALSE
251226_at  proline-rich protein proline-rich pPRP3 AT3G62680 1.22 0.28 1.64 0.147614 0.3782806 -5.29 FALSE
264661_at hypothetical protein Similar to Nic--- AT1G09950 1.39 0.48 1.64 0.1476855 0.3783802 -5.29 FALSE
250709_at putative protein similar to unknowLBD33 AT5G06080 1.20 0.26 1.64 0.147686 0.3783802 -5.29 FALSE
254844_at hypothetical protein supported by--- AT4G11790 -1.34 -0.43 -1.64 0.1477313 0.3784112 -5.29 FALSE
253185_at  putative protein bZIP protein - Ar--- AT4G35240 -1.25 -0.32 -1.64 0.1477166 0.3784112 -5.29 FALSE
249497_at putative protein predicted protein --- AT5G39220 1.24 0.31 1.64 0.1477564 0.378433 -5.29 FALSE
260791_at lipase-like protein similar to lipase--- AT1G06250 1.20 0.26 1.63 0.1478329 0.3785863 -5.29 FALSE
258882_at unknown protein  ; supported by --- AT3G06330 -1.22 -0.29 -1.63 0.1479015 0.3786769 -5.29 FALSE
259579_at  P-glycoprotein, putative similar t PGP14 AT1G28010 -1.93 -0.95 -1.63 0.1478916 0.3786769 -5.29 FALSE
255017_at hypothetical protein  ;supported bCNX7 AT4G10100 -1.21 -0.27 -1.63 0.148018 0.3789327 -5.30 FALSE
265770_at Expressed protein ; supported by--- AT2G48100 -1.26 -0.33 -1.63 0.1480594 0.3789961 -5.30 FALSE
251950_at  zinc finger - like protein Zat11 zin--- AT3G53600 2.80 1.48 1.63 0.1481077 0.3790772 -5.30 FALSE
245680_at hypothetical protein contains sim --- AT1G56570 -1.20 -0.26 -1.63 0.1481475 0.3791366 -5.30 FALSE
262130_at hypothetical protein predicted by --- AT1G02890 1.22 0.29 1.63 0.1481683 0.3791472 -5.30 FALSE
255862_at hypothetical protein predicted by --- AT2G30300 1.20 0.27 1.63 0.1482017 0.3791902 -5.30 FALSE
246250_at cysteine proteinase similar to cysCP1 AT4G36880 2.62 1.39 1.63 0.1482308 0.3792221 -5.30 FALSE
258901_at putative protein phosphatase-2C --- AT3G05640 2.35 1.23 1.63 0.1483087 0.3793066 -5.30 TRUE
252737_at  putative protein KIAA0274 prote --- AT3G43220 -1.18 -0.24 -1.63 0.148323 0.3793066 -5.30 FALSE
249322_at  protein import receptor TOM20, TOM20-4 AT5G40930 1.17 0.23 1.63 0.148333 0.3793066 -5.30 FALSE
260110_at hypothetical protein similar to NB--- AT1G63350 1.17 0.23 1.63 0.1483019 0.3793066 -5.30 FALSE
267493_at unknown protein OFP2 AT2G30400 1.34 0.42 1.63 0.1483636 0.3793066 -5.30 FALSE
253199_at clathrin assembly protein AP19 h--- AT4G35410 -1.47 -0.56 -1.63 0.1483499 0.3793066 -5.30 FALSE
251865_at  protein phosphatase 2A regulato--- AT3G54930 -1.17 -0.23 -1.63 0.1483919 0.3793366 -5.30 FALSE



260381_at putative kinesin similar to kinesin --- AT1G73860 1.23 0.30 1.63 0.148413 0.3793479 -5.30 FALSE
245921_at  putative protein predicted protein--- AT5G28800 1.16 0.22 1.63 0.1484736 0.3794602 -5.30 FALSE
267573_at putative tropinone reductase --- AT2G30670 1.16 0.22 1.63 0.1484997 0.3794846 -5.30 FALSE
263061_at putative AAA-type ATPase --- AT2G18190 1.23 0.29 1.63 0.1485251 0.3795069 -5.30 FALSE
258615_at putative aspartyl protease contain--- AT3G02740 1.26 0.34 1.63 0.1485805 0.379575 -5.30 FALSE
251286_at  putative protein Bcl-2-interacting--- AT3G61710 -1.18 -0.24 -1.63 0.148585 0.379575 -5.30 FALSE
263607_at unknown protein predicted by ge --- AT2G16270 -1.28 -0.36 -1.63 0.1486265 0.3796384 -5.30 FALSE
252180_at  putative protein cyclin-dependenKRP2 AT3G50630 1.33 0.41 1.63 0.1486837 0.3797077 -5.30 FALSE
247988_at putative protein similar to unknow--- AT5G56910 -1.33 -0.41 -1.63 0.1487021 0.3797077 -5.30 FALSE
261571_at  hypothetical protein predicted by--- AT1G01150 1.18 0.24 1.63 0.1487036 0.3797077 -5.30 FALSE
262737_at hypothetical protein SRD2 AT1G28560 -1.24 -0.31 -1.63 0.148738 0.3797106 -5.30 FALSE
245204_at  1-AMINOCYCLOPROPANE-1-C--- AT5G12270 1.32 0.40 1.63 0.1487293 0.3797106 -5.30 FALSE
252094_at multicatalytic endopeptidase comPAD1 AT3G51260 -1.32 -0.40 -1.63 0.1487611 0.379727 -5.30 FALSE
245262_at predicted protein ; supported by c--- AT4G16563 -1.38 -0.46 -1.63 0.1490125 0.3799861 -5.30 TRUE
256929_at unknown protein --- --- 1.23 0.30 1.63 0.1489213 0.3799861 -5.30 FALSE
265397_at hypothetical protein predicted by --- --- 1.18 0.23 1.63 0.1489625 0.3799861 -5.30 FALSE
261816_at unknown protein CHX6B AT1G08135 1.19 0.25 1.63 0.1488811 0.3799861 -5.30 FALSE
266923_at unknown protein  ;supported by f --- AT2G45980 -1.20 -0.27 -1.63 0.1489397 0.3799861 -5.30 FALSE
258069_at hypothetical protein predicted by --- AT3G26010 1.28 0.36 1.63 0.148994 0.3799861 -5.30 FALSE
250258_at floral homeotic protein AGL15 (spAGL15 AT5G13790 1.22 0.28 1.63 0.14901 0.3799861 -5.30 FALSE
260487_at  RNA-binding protein, putative simY14 AT1G51510 -1.19 -0.25 -1.63 0.1489459 0.3799861 -5.30 FALSE
256548_at hypothetical protein contains sim --- AT3G14770 2.66 1.41 1.63 0.1489893 0.3799861 -5.30 FALSE
245026_at ATPase III subunit --- --- -1.18 -0.24 -1.63 0.1490935 0.3800024 -5.30 TRUE
246354_at hypothetical protein --- AT1G38950 1.22 0.28 1.63 0.1491022 0.3800024 -5.30 FALSE
245126_at putative MYB family transcriptionMYB12 AT2G47460 1.18 0.24 1.63 0.1490507 0.3800024 -5.30 FALSE
248922_at putative protein contains similarit WOX8 AT5G45980 1.17 0.23 1.63 0.1490615 0.3800024 -5.30 FALSE
256232_at unknown protein ; supported by f FYD AT3G12570 1.15 0.20 1.63 0.1490788 0.3800024 -5.30 FALSE
265179_at unknown protein predicted by ge --- AT1G23650 1.27 0.34 1.63 0.1491243 0.3800162 -5.30 FALSE
250586_at putative protein similar to unknow--- AT5G07630 -1.25 -0.32 -1.63 0.1492081 0.3801874 -5.30 FALSE
250119_at putative protein similar to unknow--- AT5G16470 -1.18 -0.24 -1.63 0.1494032 0.3802683 -5.30 FALSE
262741_at hypothetical protein --- AT1G28760 -1.18 -0.24 -1.63 0.1494066 0.3802683 -5.30 FALSE
255826_at putative uroporphyrinogen decarbHEME2 AT2G40490 -1.21 -0.28 -1.63 0.1493708 0.3802683 -5.30 FALSE
250208_at unknown protein  ;supported by f anac084 AT5G14000 1.73 0.79 1.63 0.1493384 0.3802683 -5.30 FALSE
247082_at putative protein contains similarit ATGRIP AT5G66030 -1.22 -0.29 -1.63 0.1492668 0.3802683 -5.30 FALSE
AFFX-LysX-B. subtilis /GEN=lys /DB_XREF=--- --- -1.41 -0.49 -1.63 0.1492755 0.3802683 -5.30 FALSE



250340_at  putative protein predicted protein--- AT5G11840 -1.28 -0.36 -1.63 0.1493993 0.3802683 -5.30 FALSE
266515_at putative tubby protein AtTLP3 AT2G47900 -1.29 -0.37 -1.63 0.149366 0.3802683 -5.30 FALSE
266809_at unknown protein  ; supported by --- AT2G29970 1.42 0.50 1.63 0.1493482 0.3802683 -5.30 FALSE
253223_at L-ascorbate peroxidase ;supporteAPX3 AT4G35000 -1.18 -0.24 -1.63 0.1493589 0.3802683 -5.30 FALSE
257189_at hypothetical protein GIP1 AT3G13222 -1.17 -0.23 -1.63 0.1495003 0.3804644 -5.30 FALSE
252505_at  dehydrogenase -like protein alco--- AT3G46170 1.22 0.29 1.63 0.1495248 0.3804843 -5.30 FALSE
248810_at disease resistance protein-like ADR1-L3 AT5G47280 1.17 0.23 1.63 0.1495769 0.3805319 -5.31 FALSE
249981_at  putative protein predicted protein--- AT5G18510 1.26 0.33 1.63 0.1495667 0.3805319 -5.31 FALSE
246769_at hypothetical protein --- AT5G27440 -1.19 -0.25 -1.63 0.1495953 0.3805325 -5.31 FALSE
246704_at putative protein --- AT5G28090 1.20 0.26 1.63 0.1496105 0.3805325 -5.31 FALSE
260388_at  hypothetical protein predicted by--- AT1G74070 -1.46 -0.54 -1.63 0.1496388 0.380562 -5.31 FALSE
264153_at  disease resistance protein RPS4ATPP2-A5 AT1G65390 1.54 0.62 1.63 0.1496664 0.3805899 -5.31 FALSE
253385_at  putative protein predicted protein--- AT4G32930 -1.18 -0.24 -1.63 0.1497242 0.3806945 -5.31 FALSE
267441_at putative receptor-like protein kina--- AT2G19210 1.17 0.23 1.62 0.1499308 0.3810422 -5.31 FALSE
255550_at  putative raffinose synthase or seAtSTS AT4G01970 1.17 0.23 1.63 0.1498938 0.3810422 -5.31 FALSE
247655_at zinc finger protein Zat12  ;supporRHL41 AT5G59820 2.07 1.05 1.63 0.149907 0.3810422 -5.31 FALSE
253323_at  putative protein protein phospha--- AT4G33920 1.63 0.70 1.62 0.1499446 0.3810422 -5.31 FALSE
267381_at unknown protein  ; supported by --- AT2G26190 2.35 1.23 1.62 0.1499363 0.3810422 -5.31 FALSE
266318_at Mutator-like transposase similar tFRS3 AT2G27110 -1.15 -0.20 -1.62 0.1499755 0.3810783 -5.31 FALSE
261708_at unknown protein similar to hypoth--- AT1G32740 1.19 0.25 1.62 0.1500236 0.3811157 -5.31 TRUE
251994_at  protein kinase - like protein kinasKIPK AT3G52890 -1.43 -0.51 -1.62 0.150015 0.3811157 -5.31 FALSE
258735_at low temperature and salt responsRCI2A AT3G05880 1.36 0.44 1.62 0.1500838 0.3812262 -5.31 FALSE
264763_at hypothetical protein contains sim --- AT1G61450 1.16 0.22 1.62 0.1501181 0.3812709 -5.31 FALSE
267105_at hypothetical protein predicted by --- AT2G14760 1.27 0.34 1.62 0.1502079 0.3814054 -5.31 FALSE
263135_at  flavanone 3-hydroxylase, putativ--- AT1G78550 -1.26 -0.34 -1.62 0.1502035 0.3814054 -5.31 FALSE
265293_at hypothetical protein predicted by --- --- 1.21 0.28 1.62 0.1502212 0.3814054 -5.31 FALSE
251544_at  putative protein general stress p GAUT15 AT3G58790 1.31 0.39 1.62 0.1505581 0.3815365 -5.31 TRUE
264773_at putative disease resistance respo--- AT1G22900 1.68 0.75 1.62 0.1504943 0.3815365 -5.31 TRUE
259675_at unknown protein similar to hypoth--- AT1G77710 -1.19 -0.25 -1.62 0.1502923 0.3815365 -5.31 FALSE
246090_at  putative protein BEM46 bem1/buWAV2 AT5G20520 -1.41 -0.50 -1.62 0.1505153 0.3815365 -5.31 TRUE
247154_at receptor protein kinase-like proteHSL2 AT5G65710 -1.18 -0.24 -1.62 0.1505568 0.3815365 -5.31 FALSE
247110_at putative protein contains similarit --- AT5G65830 -1.29 -0.37 -1.62 0.1504183 0.3815365 -5.31 FALSE
252780_at alcohol dehydrogenase (ATA1)  ;ATA1 AT3G42960 1.33 0.42 1.62 0.1504066 0.3815365 -5.31 FALSE
246511_at  UDP-glucose dehydrogenase-lik--- AT5G15490 1.54 0.62 1.62 0.1505883 0.3815365 -5.31 FALSE
260748_at  RING-H2 finger protein RHA3a, --- AT1G49210 -1.99 -0.99 -1.62 0.1503296 0.3815365 -5.31 FALSE



267594_at hypothetical protein predicted by --- AT2G33000 1.19 0.25 1.62 0.1505505 0.3815365 -5.31 FALSE
248760_at unknown protein  ;supported by f --- AT5G47570 -1.28 -0.36 -1.62 0.150358 0.3815365 -5.31 FALSE
252787_at putative protein several En/Spm- --- --- 1.15 0.20 1.62 0.1505879 0.3815365 -5.31 FALSE
258753_at hypothetical protein predicted by ATEXO70HAT3G09530 1.15 0.20 1.62 0.1504966 0.3815365 -5.31 FALSE
248813_at Expressed protein ; supported byVAM3 AT5G46860 -1.30 -0.38 -1.62 0.1505625 0.3815365 -5.31 FALSE
251408_at  palmitoyl-protein thioesterase pr --- AT3G60340 -1.26 -0.33 -1.62 0.1504131 0.3815365 -5.31 FALSE
247467_at  putative protein predicted protein--- AT5G62130 -1.45 -0.54 -1.62 0.1503604 0.3815365 -5.31 FALSE
260779_at  splicing factor, putative similar to--- AT1G14650 -1.21 -0.27 -1.62 0.1505948 0.3815365 -5.31 FALSE
246713_at  mRNA capping enzyme - like ca --- AT5G28210 1.25 0.32 1.62 0.1505439 0.3815365 -5.31 FALSE
256476_at TNP2-like transposon protein sim--- --- 1.18 0.24 1.62 0.1506074 0.3815365 -5.31 FALSE
252952_at  putative protein cylicin II - bovine--- AT4G38710 1.28 0.35 1.62 0.1503778 0.3815365 -5.31 FALSE
263625_at  F-box protein family, AtFBX9 con--- AT2G04920 1.18 0.24 1.62 0.150704 0.3817389 -5.31 FALSE
255723_at hypothetical protein AFP3 AT3G29575 1.57 0.65 1.62 0.1507384 0.3817836 -5.31 FALSE
262418_at  thioredoxin, putative similar to thATHX AT1G50320 -1.32 -0.40 -1.62 0.1508362 0.381989 -5.31 FALSE
246071_at  ids4-like protein ids-4 protein - HSPX1 AT5G20150 -1.64 -0.71 -1.62 0.1508697 0.3820313 -5.31 TRUE
258419_at unknown protein --- AT3G16670 -2.23 -1.16 -1.62 0.1509192 0.3821142 -5.31 FALSE
257317_at hypothetical protein AT2G07743--- 1.23 0.30 1.62 0.1510721 0.3824234 -5.31 FALSE
254588_at putative protein hypothetical prot --- AT4G18840 -1.19 -0.25 -1.62 0.1511031 0.3824234 -5.31 FALSE
262440_at  serpin, putative similar to serpin --- AT1G47710 -1.31 -0.39 -1.62 0.1510946 0.3824234 -5.31 FALSE
258890_at putative transcription factor similaNF-YA2 AT3G05690 -1.37 -0.46 -1.62 0.1511084 0.3824234 -5.31 FALSE
264162_at  acyl carrier protein, putative simimtACP2 AT1G65290 -1.24 -0.31 -1.62 0.1511412 0.3824641 -5.31 FALSE
258400_at unknown protein  ; supported by --- AT3G15470 -1.26 -0.34 -1.62 0.1511765 0.3825109 -5.32 FALSE
261806_at  ferrodoxin NADP oxidoreductaseATRFNR2 AT1G30510 -1.42 -0.51 -1.62 0.1512117 0.3825398 -5.32 FALSE
264993_at  glyoxal oxidase (glx1), putative s--- AT1G67290 1.38 0.46 1.62 0.1512382 0.3825398 -5.32 FALSE
256022_at amino acid permease I identical tAAP1 AT1G58360 1.62 0.70 1.62 0.1512382 0.3825398 -5.32 FALSE
250452_at  putative protein KIAA1038 prote --- AT5G10630 -1.22 -0.29 -1.62 0.1512611 0.3825553 -5.32 FALSE
249924_at kinase associated protein phosphKAPP AT5G19280 -1.26 -0.33 -1.62 0.151301 0.3825714 -5.32 FALSE
252981_at  putative protein gene T10 protein--- AT4G38260 1.28 0.35 1.62 0.1512989 0.3825714 -5.32 FALSE
252255_at  pectinesterase - like protein pect--- AT3G49220 1.55 0.63 1.62 0.151346 0.3825799 -5.32 TRUE
248845_at disease resistance protein-like --- AT5G46470 1.26 0.33 1.62 0.1513547 0.3825799 -5.32 FALSE
255414_at hypothetical protein --- AT4G03156 -1.16 -0.21 -1.62 0.151323 0.3825799 -5.32 FALSE
258153_at Expressed protein ; supported byMOS4 AT3G18165 -1.25 -0.32 -1.62 0.151483 0.3828618 -5.32 FALSE
261521_at  protein kinase, putative similar toSERK1 AT1G71830 1.58 0.66 1.62 0.1515371 0.3829562 -5.32 FALSE
267108_at hypothetical protein predicted by --- AT2G14830 1.17 0.23 1.62 0.1516916 0.383304 -5.32 FALSE
265940_at putative nucleosome assembly p NAP1;2 AT2G19480 -1.20 -0.26 -1.62 0.1517196 0.3833282 -5.32 FALSE



261139_at  homeodomain protein, putative sBEL10 AT1G19700 -1.18 -0.23 -1.62 0.1517348 0.3833282 -5.32 FALSE
245213_at  photosystem II 22kDa protein, puNPQ4 AT1G44575 -1.61 -0.68 -1.62 0.1517845 0.3834113 -5.32 FALSE
259615_at  dessication-related protein, puta --- AT1G47980 1.24 0.31 1.62 0.1518053 0.3834215 -5.32 FALSE
247319_at glutamate-tRNA ligase ; supporteERS AT5G64050 -1.21 -0.27 -1.62 0.1518558 0.3834561 -5.32 FALSE
259975_at putative cinnamoyl-CoA reductas--- AT1G76470 1.75 0.81 1.62 0.1518695 0.3834561 -5.32 FALSE
248991_at putative protein contains similarit --- AT5G45220 1.32 0.40 1.62 0.1518529 0.3834561 -5.32 FALSE
252446_at  beta-D-glucan exohydrolase - lik--- AT3G47010 -1.17 -0.23 -1.62 0.1518948 0.3834777 -5.32 FALSE
262304_at  major latex protein (MLP149), puMLP43 AT1G70890 2.53 1.34 1.62 0.1519522 0.3835801 -5.32 FALSE
265391_at Expressed protein ; supported byGAUT10 AT2G20810 -1.16 -0.22 -1.62 0.1519898 0.3836325 -5.32 FALSE
252978_at  galactosidase like protein ss-1,4 BGAL14 AT4G38590 1.26 0.34 1.62 0.1520231 0.3836743 -5.32 FALSE
263706_s_a 3-methyladenine DNA glycosyla --- AT1G31180 // -1.36 -0.44 -1.61 0.1520872 0.3837085 -5.32 TRUE
248980_at putative protein similar to unknowAtPP2-A7 AT5G45090 1.26 0.33 1.61 0.1520745 0.3837085 -5.32 FALSE
267291_at putative C2H2-type zinc finger pr --- AT2G23740 1.39 0.47 1.61 0.1520741 0.3837085 -5.32 FALSE
250912_at  histone deacetylase -like proteinHD2C AT5G03740 -1.44 -0.52 -1.61 0.1521154 0.3837096 -5.32 FALSE
262672_at  RNA pseudouridylate synthase, --- AT1G76050 -1.20 -0.26 -1.61 0.1521213 0.3837096 -5.32 FALSE
262364_at  disease resistance protein, putat--- AT1G72860 1.17 0.23 1.61 0.1521719 0.383795 -5.32 FALSE
262711_at hypothetical protein predicted by --- AT1G16500 1.32 0.40 1.61 0.1521961 0.3838136 -5.32 FALSE
247637_at  putative protein gcpE protein, ChHDS AT5G60600 -1.28 -0.35 -1.61 0.1522593 0.3839303 -5.32 FALSE
260580_at unknown protein --- AT2G47390 1.16 0.22 1.61 0.1523063 0.3840065 -5.32 FALSE
245200_at F12A21.2 hypothetical protein; su--- AT1G67850 1.43 0.51 1.61 0.1523967 0.3841919 -5.32 FALSE
248812_at palmitoyl-protein thioesterase pre--- AT5G47330 1.99 0.99 1.61 0.1524727 0.3843411 -5.32 TRUE
247362_at putative protein strong similarity tATPAP29 AT5G63140 -1.39 -0.47 -1.61 0.1526048 0.3846316 -5.32 FALSE
266071_at unknown protein --- AT2G18670 // 1.88 0.91 1.61 0.1527601 0.3847254 -5.32 TRUE
248951_at putative protein similar to unknow--- AT5G45550 1.25 0.32 1.61 0.1527102 0.3847254 -5.32 FALSE
253200_at vacuolar H+-transporting ATPaseAVA-P1 AT4G34720 -1.25 -0.32 -1.61 0.1527287 0.3847254 -5.32 FALSE
249930_at synaptobrevin-like protein ATVAMP71AT5G22360 -1.19 -0.25 -1.61 0.152704 0.3847254 -5.32 FALSE
266907_at Expressed protein ; supported byATGA2OX3--- 1.24 0.31 1.61 0.1527032 0.3847254 -5.32 FALSE
265592_at hypothetical protein predicted by --- AT2G20110 -1.21 -0.28 -1.61 0.1527514 0.3847254 -5.32 FALSE
250788_at putative protein similar to unknow--- AT5G05570 -1.27 -0.34 -1.61 0.15266 0.3847254 -5.32 FALSE
247976_at unknown protein --- --- 1.24 0.31 1.61 0.1528858 0.3849994 -5.33 FALSE
248058_at putative protein similar to unknow--- AT5G55530 -1.21 -0.28 -1.61 0.1529579 0.385011 -5.33 FALSE
254806_at  putative trehalose-6-phosphate p--- AT4G12430 // -1.21 -0.27 -1.61 0.1529542 0.385011 -5.33 FALSE
246689_at putative protein predicted protein --- --- -1.15 -0.20 -1.61 0.1529346 0.385011 -5.33 FALSE
256902_s_a HAPp48,5 protein identical to HA--- AT3G23910 // -1.32 -0.41 -1.61 0.1529389 0.385011 -5.33 FALSE
248411_at unknown protein --- AT5G51580 1.17 0.22 1.61 0.1530033 0.3850827 -5.33 FALSE



246404_at hypothetical protein contains sim --- AT1G57600 -1.18 -0.23 -1.61 0.1530646 0.3851945 -5.33 FALSE
255792_at AT-hook DNA-binding protein (AH--- AT2G33620 -1.26 -0.33 -1.61 0.1532294 0.3855667 -5.33 FALSE
256348_at hypothetical protein predicted by --- AT1G54880 1.20 0.26 1.61 0.1533502 0.3858283 -5.33 FALSE
251368_at  putative protein hypothetical pro --- AT3G61380 1.36 0.45 1.61 0.1535603 0.3862714 -5.33 FALSE
261589_at hypothetical protein predicted by --- AT1G01690 1.25 0.32 1.61 0.153554 0.3862714 -5.33 FALSE
247428_at unknown protein --- AT5G62600 -1.16 -0.22 -1.61 0.1536627 0.3864439 -5.33 FALSE
249339_at putative protein similar to unknow--- AT5G41100 1.79 0.84 1.61 0.153659 0.3864439 -5.33 FALSE
245197_at F12A21.7 hypothetical protein;su--- AT1G67800 1.19 0.25 1.61 0.1537373 0.3865888 -5.33 FALSE
245928_s_avegetative storage protein Vsp1  VSP1 AT5G24770 // 3.35 1.74 1.61 0.1538012 0.3866694 -5.33 FALSE
264465_at  SKP1/ASK1 (At18), putative simASK18 AT1G10230 -1.16 -0.22 -1.61 0.1538032 0.3866694 -5.33 FALSE
248523_s_aubiquitin activating enzyme  ;sup SAE1B AT5G50580 // -1.25 -0.32 -1.61 0.153822 0.3866739 -5.33 FALSE
259921_at putative protein kinase similar to --- AT1G72540 2.00 1.00 1.61 0.1538464 0.3866927 -5.33 FALSE
258117_at hypothetical protein predicted by --- AT3G14700 1.19 0.25 1.61 0.1539296 0.3868593 -5.33 FALSE
246111_at putative protein --- AT5G20170 -1.21 -0.27 -1.61 0.1539867 0.3869261 -5.33 FALSE
259504_at  inorganic pyrophosphatase, putaAVP1 AT1G15690 -1.25 -0.32 -1.61 0.1539901 0.3869261 -5.33 FALSE
258539_at  putative RNA-binding protein con--- AT3G06970 1.17 0.23 1.61 0.1540348 0.3869957 -5.33 FALSE
248937_at putative protein contains similarit AtRLP55 AT5G45770 1.30 0.38 1.61 0.1540821 0.3870719 -5.33 FALSE
254693_at  bHLH protein - like bHLH protein--- AT4G17880 -1.76 -0.82 -1.61 0.1541382 0.3871702 -5.33 FALSE
253861_at  putative protein MSP1 protein, S--- AT4G27680 1.19 0.25 1.60 0.1542736 0.3873869 -5.33 FALSE
252106_at  putative glutamate receptor putaATGLR3.6 AT3G51480 1.28 0.35 1.60 0.1542754 0.3873869 -5.33 FALSE
248590_at receptor protein kinase --- AT5G49660 -1.19 -0.25 -1.60 0.1542508 0.3873869 -5.33 FALSE
258807_at transfactor-like similar to transfac--- AT3G04030 1.36 0.45 1.60 0.1543095 0.3874298 -5.33 FALSE
266308_at putative cytochrome P450 CYP705A9 AT2G27010 -1.23 -0.30 -1.60 0.1544404 0.3875031 -5.33 FALSE
248088_at 2-oxoglutarate dehydrogenase E --- AT5G55070 1.30 0.37 1.60 0.154358 0.3875031 -5.33 FALSE
262574_at  unknown protein ESTs gb|R3052--- AT1G15230 -1.37 -0.45 -1.60 0.1544406 0.3875031 -5.33 FALSE
258416_at  hypothetical protein predicted by--- AT3G17310 -1.21 -0.27 -1.60 0.1544386 0.3875031 -5.33 FALSE
262704_at hypothetical protein predicted by ASL9 AT1G16530 1.51 0.60 1.60 0.1544316 0.3875031 -5.33 FALSE
261469_at unknown protein AtRLP4 AT1G28340 -1.19 -0.25 -1.60 0.1543997 0.3875031 -5.33 FALSE
254915_s_a cysteine proteinase contains sim--- AT4G11310 // 2.35 1.23 1.60 0.1544935 0.3875931 -5.33 FALSE
262356_at hypothetical protein predicted by --- AT1G73000 1.18 0.24 1.60 0.1545378 0.3876595 -5.34 FALSE
258335_at unknown protein --- AT3G16020 -1.16 -0.22 -1.60 0.154554 0.3876595 -5.34 FALSE
267027_at hypothetical protein --- AT2G38330 -1.28 -0.35 -1.60 0.1546259 0.3877974 -5.34 FALSE
260932_s_ahypothetical protein contains sim PGP12 AT1G02520 // 1.97 0.98 1.60 0.1547907 0.3881679 -5.34 FALSE
247006_at unknown protein  ;supported by f --- AT5G67490 1.14 0.19 1.60 0.154831 0.3882262 -5.34 FALSE
259174_at  hypothetical protein similar to puUNE7 AT3G03690 1.15 0.20 1.60 0.154871 0.3882841 -5.34 FALSE



246236_at hypothetical protein --- AT4G36470 1.23 0.30 1.60 0.1550042 0.3883267 -5.34 FALSE
245930_at  transcriptional co-activator-like p--- AT5G09240 -1.34 -0.42 -1.60 0.1549643 0.3883267 -5.34 FALSE
249252_at putative protein contains similarit --- AT5G42010 1.87 0.90 1.60 0.1549997 0.3883267 -5.34 FALSE
263063_s_aputative peroxidase --- AT2G18140 // 1.33 0.42 1.60 0.1550201 0.3883267 -5.34 FALSE
261264_at hypothetical protein predicted by --- AT1G26710 1.24 0.31 1.60 0.1550712 0.3883267 -5.34 FALSE
255991_at unknown protein --- AT1G29820 -1.36 -0.45 -1.60 0.1550753 0.3883267 -5.34 FALSE
249012_at  flavonoid 3,5-hydroxylase-like; c CYP706A3 AT5G44620 1.20 0.26 1.60 0.1549665 0.3883267 -5.34 FALSE
255975_at hypothetical protein --- --- 1.24 0.31 1.60 0.1550189 0.3883267 -5.34 FALSE
260173_at NAM-like protein similar to NAM VND7 AT1G71930 -1.22 -0.29 -1.60 0.1550671 0.3883267 -5.34 FALSE
260251_at putative heat shock protein simila--- AT1G74250 1.30 0.38 1.60 0.1550651 0.3883267 -5.34 FALSE
257862_s_aunknown protein similar to N-term--- AT3G17720 // 1.16 0.21 1.60 0.1549849 0.3883267 -5.34 FALSE
252044_at  outer envelope membrane prote OEP7 AT3G52420 -1.17 -0.22 -1.60 0.155156 0.3883582 -5.34 FALSE
262730_at putative transport protein may beATOCT3 AT1G16390 1.22 0.29 1.60 0.1551311 0.3883582 -5.34 FALSE
259704_at putative 3'-5' exoribonuclease sim--- AT1G77680 1.25 0.32 1.60 0.1551466 0.3883582 -5.34 FALSE
266435_s_ahypothetical protein predicted by --- AT2G07130 // -1.19 -0.26 -1.60 0.1551168 0.3883582 -5.34 FALSE
254382_at hypothetical protein --- AT4G21890 1.30 0.38 1.60 0.1551929 0.3883653 -5.34 FALSE
261249_at hypothetical protein predicted by --- AT1G05880 1.20 0.27 1.60 0.1551894 0.3883653 -5.34 FALSE
247057_at SCARECROW gene regulator --- AT5G66770 -1.63 -0.71 -1.60 0.1552329 0.3884229 -5.34 FALSE
250356_at  clathrin binding protein - like Af1 --- AT5G11710 1.15 0.20 1.60 0.1553451 0.3885633 -5.34 FALSE
253843_at  putative protein MLL protein, GaSDG16 AT4G27910 1.16 0.22 1.60 0.1553473 0.3885633 -5.34 FALSE
253275_at Expressed protein ; supported by--- AT4G34215 -1.22 -0.29 -1.60 0.1553455 0.3885633 -5.34 FALSE
252455_at  putative protein various predicte --- AT3G47140 1.16 0.21 1.60 0.1553572 0.3885633 -5.34 FALSE
253862_at NOZZLE/SPOROCYTELESS  ; sSPL AT4G27330 1.27 0.34 1.60 0.1553958 0.3885747 -5.34 FALSE
246625_at hypothetical protein predicted by --- AT1G48880 1.20 0.26 1.60 0.1553863 0.3885747 -5.34 FALSE
257381_at unknown protein --- AT2G37950 -1.40 -0.48 -1.60 0.1554933 0.3886586 -5.34 FALSE
262880_at hypothetical protein contains sim --- AT1G64880 -1.58 -0.66 -1.60 0.1555146 0.3886586 -5.34 FALSE
255475_at contains a short region of similari--- AT4G02480 1.24 0.32 1.60 0.1554958 0.3886586 -5.34 FALSE
247412_at unknown protein --- AT5G63010 -1.22 -0.28 -1.60 0.1555138 0.3886586 -5.34 FALSE
256111_at unknown protein --- AT1G16820 -1.24 -0.31 -1.60 0.1554912 0.3886586 -5.34 FALSE
264325_at putative phosphoribosylanthranila--- AT1G04150 1.26 0.33 1.60 0.1555604 0.3886906 -5.34 FALSE
251464_at farnesyltransferase subunit A (FTFTA AT3G59380 -1.24 -0.31 -1.60 0.1555614 0.3886906 -5.34 FALSE
259236_at unknown protein  ; supported by --- AT3G11530 -1.18 -0.24 -1.60 0.1555881 0.3887146 -5.34 FALSE
258477_at hypothetical protein predicted by NBS1 AT3G02680 -1.17 -0.22 -1.60 0.1556209 0.3887541 -5.34 FALSE
252146_at  putative protein steroid sulfotran --- AT3G51210 1.15 0.21 1.60 0.1556953 0.3888973 -5.34 FALSE
248737_at unknown protein --- AT5G48120 -1.30 -0.38 -1.60 0.1557172 0.3889094 -5.34 FALSE



245359_at carnitine racemase like protein ;sIBR10 AT4G14430 1.40 0.48 1.60 0.1557971 0.3889811 -5.34 FALSE
264891_at  putative pectinesterase similar to--- AT1G23200 1.34 0.42 1.60 0.1557842 0.3889811 -5.34 FALSE
266741_s_aputative disease resistance prote--- AT2G03030 // 1.16 0.22 1.60 0.1557874 0.3889811 -5.34 FALSE
262425_at hypothetical protein predicted by --- AT1G47660 1.18 0.24 1.60 0.1558416 0.3890496 -5.34 FALSE
250577_at  putative protein densin-180, Rat --- AT5G07910 1.17 0.23 1.60 0.1559013 0.3891561 -5.34 FALSE
245112_at glycerol-3-phosphate dehydrogenGPDHC1 AT2G41540 1.69 0.75 1.60 0.1559325 0.3891915 -5.34 FALSE
264255_at  putative SF2/ASF splicing modu --- AT1G09140 1.28 0.36 1.60 0.1559755 0.3892134 -5.34 FALSE
AFFX-PheXB. subtilis /GEN=pheA /DB_XRE --- --- -1.41 -0.50 -1.60 0.1559656 0.3892134 -5.34 FALSE
250420_at HY5(bZIP transcription factor famHY5 AT5G11260 1.24 0.31 1.60 0.1560065 0.3892188 -5.34 FALSE
249183_at  E2, ubiquitin-conjugating enzym UBC18 AT5G42990 -1.17 -0.23 -1.60 0.1560117 0.3892188 -5.34 FALSE
245967_at proline-rich protein extensins --- AT5G19800 1.18 0.24 1.60 0.1560561 0.3892482 -5.34 FALSE
245885_at  putative protein phi-1 - NicotianaEXL4 AT5G09440 1.40 0.49 1.60 0.1560576 0.3892482 -5.34 FALSE
267500_s_aputative cytochrome P450 CYP704A1 AT2G44890 // -1.34 -0.43 -1.60 0.1561612 0.3894639 -5.34 FALSE
256773_at hypothetical protein predicted by --- AT3G13630 1.21 0.28 1.60 0.1562246 0.3894942 -5.34 FALSE
265075_at hypothetical protein similar to em--- AT1G55450 1.95 0.96 1.60 0.1562204 0.3894942 -5.34 FALSE
259961_at  auxin-induced protein kinase, puWAG1 AT1G53700 1.22 0.28 1.60 0.1562158 0.3894942 -5.34 FALSE
251690_at  putative protein TATA-binding pr--- AT3G56510 -1.20 -0.26 -1.60 0.1562734 0.3895735 -5.35 FALSE
264221_s_aunknown protein contains similar emb1220 AT1G60170 // -1.21 -0.27 -1.59 0.156473 0.3900282 -5.35 FALSE
253829_at  Medicago nodulin N21-like prote--- AT4G28040 1.85 0.89 1.59 0.1565412 0.3901556 -5.35 TRUE
247009_at unknown protein  ;supported by f --- AT5G67600 1.44 0.53 1.59 0.1567121 0.3904691 -5.35 FALSE
255669_at predicted protein MBD3 AT4G00416 1.15 0.20 1.59 0.1566895 0.3904691 -5.35 FALSE
254496_at  hyuC-like protein 5-substituted hATAAH AT4G20070 -1.62 -0.69 -1.59 0.1567183 0.3904691 -5.35 FALSE
264410_s_ahypothetical protein predicted by --- --- -1.16 -0.21 -1.59 0.1567863 0.3905531 -5.35 FALSE
247681_at  serine/threonine-specific protein --- --- 1.27 0.34 1.59 0.1567797 0.3905531 -5.35 FALSE
246732_at  putative protein hypothetical pro --- AT5G27650 -1.25 -0.32 -1.59 0.1568228 0.3906014 -5.35 FALSE
255194_at  score=37.6, E=2.9e-07, N=3   --- AT4G07410 -1.31 -0.39 -1.59 0.1568511 0.3906293 -5.35 FALSE
248931_at peptide transporter --- AT5G46040 1.15 0.21 1.59 0.1569323 0.3906617 -5.35 FALSE
262838_at  major latex protein, putative simi--- AT1G14960 1.21 0.28 1.59 0.156929 0.3906617 -5.35 FALSE
263247_at unknown protein --- AT2G31440 -1.16 -0.22 -1.59 0.156926 0.3906617 -5.35 FALSE
259267_at unknown protein  ;supported by f --- AT3G01130 -1.18 -0.24 -1.59 0.1569326 0.3906617 -5.35 FALSE
258621_at zinc finger protein 1 (zfn1) identicZFN1 AT3G02830 1.18 0.24 1.59 0.1570541 0.3908788 -5.35 FALSE
256807_at unknown protein contains Pfam pNFU4 AT3G20970 -1.20 -0.26 -1.59 0.1570402 0.3908788 -5.35 FALSE
258379_at  putative decarboxilase similar to --- AT3G16700 1.30 0.38 1.59 0.1570775 0.3908945 -5.35 FALSE
266862_at putative MYB family transcriptionAtMYB104 AT2G26950 1.16 0.21 1.59 0.1571519 0.3909199 -5.35 FALSE
265579_at hypothetical protein predicted by --- AT2G20070 1.19 0.25 1.59 0.1571563 0.3909199 -5.35 FALSE



248183_at CHP-rich zinc finger protein-like --- AT5G54040 1.16 0.21 1.59 0.1571343 0.3909199 -5.35 FALSE
252591_at  putative protein senescence-assTET3 AT3G45600 -1.38 -0.46 -1.59 0.1571383 0.3909199 -5.35 FALSE
255962_at  glycine-rich RNA-binding protein--- AT1G22330 1.92 0.94 1.59 0.1571981 0.3909712 -5.35 TRUE
256572_at  40S RIBOSOMAL PROTEIN S2 --- AT3G30740 -1.18 -0.24 -1.59 0.1572112 0.3909712 -5.35 FALSE
249161_at 20S proteasome subunit PAF1 (gPAF1 AT5G42790 -1.15 -0.20 -1.59 0.1573239 0.3910382 -5.35 FALSE
267166_at unknown protein --- AT2G37720 1.14 0.19 1.59 0.1572646 0.3910382 -5.35 FALSE
249732_at 6-phosphogluconolactonase-like --- AT5G24420 3.92 1.97 1.59 0.1572913 0.3910382 -5.35 FALSE
253965_at hypothetical protein --- AT4G26490 -1.26 -0.34 -1.59 0.1573166 0.3910382 -5.35 FALSE
259999_at hypothetical protein predicted by --- AT1G68080 -1.30 -0.38 -1.59 0.1572965 0.3910382 -5.35 FALSE
259453_at  gibberelin 20-oxidase, putative, 5ATGA20OXAT1G44090 1.28 0.36 1.59 0.1573609 0.3910877 -5.35 FALSE
257893_at  E2, ubiquitin-conjugating enzym UBC32 AT3G17000 1.35 0.43 1.59 0.1574122 0.3911724 -5.35 FALSE
256579_at hypothetical protein --- AT3G28720 -1.17 -0.23 -1.59 0.1574475 0.3912177 -5.35 FALSE
245508_at hypothetical protein --- AT4G15720 -1.15 -0.21 -1.59 0.1575295 0.3913489 -5.35 FALSE
258885_at  putative uridylate kinase similar --- AT3G10030 -1.17 -0.23 -1.59 0.1575347 0.3913489 -5.35 FALSE
AFFX-r2-BsB. subtilis /GEN=lys /DB_XREF=--- --- -1.57 -0.65 -1.59 0.1576734 0.3916508 -5.35 FALSE
245557_at phosphatase like protein PUX5 AT4G15410 1.15 0.20 1.59 0.1577183 0.3916575 -5.35 FALSE
266519_at unknown protein  ; supported by --- AT2G35155 -1.22 -0.29 -1.59 0.1577233 0.3916575 -5.35 FALSE
254256_at  serine/threonine kinase -like pro CRK10 AT4G23180 1.34 0.42 1.59 0.1577276 0.3916575 -5.35 FALSE
264481_at  transcription factor TINY, putativ --- AT1G77200 1.23 0.29 1.59 0.1577786 0.3917416 -5.35 FALSE
262726_at hypothetical protein similar to putAtTLP5 AT1G43640 1.24 0.31 1.59 0.1578481 0.3918462 -5.35 FALSE
264061_at putative cyclin-dependent kinase CKS2 AT2G27970 -1.47 -0.56 -1.59 0.1578551 0.3918462 -5.35 FALSE
251402_at  SRG1 - like protein SRG1 protei --- AT3G60290 -1.56 -0.64 -1.59 0.1578911 0.3918929 -5.35 TRUE
251520_at  protein kinase like GCN2 - Sacc --- AT3G59410 -1.17 -0.23 -1.59 0.1579429 0.3919789 -5.35 FALSE
244949_at hypothetical protein --- --- -1.21 -0.28 -1.59 0.1580245 0.3921388 -5.36 FALSE
264175_at  unknown protein Similar to rice c--- AT1G02050 -1.25 -0.32 -1.59 0.1580526 0.3921657 -5.36 FALSE
253205_at  putative cyclase associated prot ATCAP1 AT4G34490 1.39 0.47 1.59 0.1581275 0.3923089 -5.36 FALSE
263803_at hypothetical protein predicted by --- AT2G40440 1.18 0.23 1.59 0.1581541 0.3923321 -5.36 FALSE
247229_at putative protein contains similarit --- AT5G65160 1.31 0.39 1.59 0.1581769 0.3923462 -5.36 FALSE
261770_at  prolyl endopeptidase, putative si --- AT1G76140 1.16 0.21 1.59 0.158272 0.3925394 -5.36 FALSE
266077_at putative non-LTR retroelement re--- --- 1.21 0.28 1.59 0.158397 0.3927658 -5.36 FALSE
246158_at Expressed protein ; supported by--- AT5G19855 1.33 0.41 1.59 0.1583977 0.3927658 -5.36 FALSE
262682_at anter-specific proline-rich -like pr --- AT1G75900 1.81 0.86 1.59 0.158417 0.3927708 -5.36 TRUE
253258_at  putative protein NF-180, Petrom --- AT4G34400 1.23 0.30 1.59 0.158448 0.392805 -5.36 FALSE
248151_at Lhcb3 chlorophyll a/b binding proLHCB3 AT5G54270 -1.40 -0.49 -1.59 0.158496 0.3928812 -5.36 FALSE
261554_at PPR-repeat protein contains mul --- AT1G63400 -1.15 -0.20 -1.59 0.1585132 0.3928812 -5.36 FALSE



259436_at hypothetical protein predicted by --- AT1G01500 -1.19 -0.25 -1.59 0.1585829 0.3929434 -5.36 FALSE
264011_at unknown protein --- AT2G21090 -1.21 -0.28 -1.59 0.1586072 0.3929434 -5.36 FALSE
264981_at  valyl- tRNA synthetase, putative --- AT1G27160 1.22 0.28 1.59 0.1585603 0.3929434 -5.36 FALSE
261897_at hypothetical protein predicted by --- AT1G80950 1.21 0.28 1.59 0.1585916 0.3929434 -5.36 FALSE
246935_at leucine-rich repeats containing prEBF2 AT5G25350 -1.36 -0.44 -1.59 0.1586259 0.3929471 -5.36 FALSE
262658_at ribonuclease contains similarity to--- AT1G14220 1.16 0.22 1.58 0.1588705 0.3935002 -5.36 FALSE
252197_at  receptor protein kinase -like prot --- AT3G50230 1.16 0.21 1.58 0.1588837 0.3935002 -5.36 FALSE
261998_at  putative gag-pol polyprotein simi--- --- 1.20 0.26 1.58 0.1589374 0.3935906 -5.36 FALSE
247427_at putative protein similar to unknow--- AT5G62580 1.38 0.47 1.58 0.1590446 0.3937529 -5.36 TRUE
257376_at hypothetical protein predicted by --- AT2G32350 1.20 0.27 1.58 0.1591005 0.3937529 -5.36 FALSE
249372_at glucose-6-phosphate dehydrogenG6PD6 AT5G40760 1.41 0.50 1.58 0.1591066 0.3937529 -5.36 FALSE
246091_at  putative protein various predicte --- AT5G20590 -1.24 -0.31 -1.58 0.1590709 0.3937529 -5.36 FALSE
251501_at putative protein several hypothet --- AT3G59120 1.19 0.25 1.58 0.1590341 0.3937529 -5.36 FALSE
247171_at unknown protein --- AT5G65540 -1.17 -0.23 -1.58 0.1590887 0.3937529 -5.36 FALSE
251705_at  DNA-binding protein-like DNA-biWRKY70 AT3G56400 3.62 1.86 1.58 0.1591316 0.3937721 -5.36 FALSE
247014_at RuvB DNA helicase-like protein  --- AT5G67630 -1.44 -0.53 -1.58 0.159172 0.3937834 -5.36 FALSE
264557_at  putative pectinacetylesterase pre--- AT1G09550 1.29 0.37 1.58 0.1591621 0.3937834 -5.36 FALSE
248272_at Expressed protein ; supported by--- AT5G53480 -1.27 -0.34 -1.58 0.1591879 0.3937834 -5.36 FALSE
249142_at putative protein similar to unknow--- AT5G43230 1.22 0.29 1.58 0.1592757 0.3938735 -5.36 FALSE
260586_at unknown protein predicted by ge --- AT2G43630 -1.21 -0.28 -1.58 0.1592934 0.3938735 -5.36 FALSE
246006_at  putative protein DIM1 protein, HoYLS8 AT5G08290 -1.18 -0.24 -1.58 0.1592607 0.3938735 -5.36 FALSE
257738_at  40S ribosomal subunit protein S --- AT3G27450 -1.16 -0.21 -1.58 0.1592812 0.3938735 -5.36 FALSE
257174_at  uracil phosphoribosyltransferase--- AT3G27190 -1.26 -0.34 -1.58 0.159331 0.3939236 -5.36 FALSE
255756_at  endo-beta-1,4-D-glucanase, putaAtGH9B5 AT1G19940 1.21 0.27 1.58 0.159385 0.3940144 -5.36 FALSE
247626_at  receptor like protein kinase rece --- AT5G60300 // 1.73 0.79 1.58 0.1594088 0.3940307 -5.36 FALSE
255578_at  predicted protein of unknown fun--- AT4G01450 -1.49 -0.57 -1.58 0.15947 0.3940964 -5.36 FALSE
256294_at unknown protein --- AT1G69450 1.23 0.30 1.58 0.1594625 0.3940964 -5.36 FALSE
250248_at transporter-like protein ZIF1 AT5G13740 1.48 0.57 1.58 0.159539 0.3941817 -5.36 TRUE
247148_at auxin-induced protein IAA9 (pir |TIAA9 AT5G65670 -1.32 -0.40 -1.58 0.1595319 0.3941817 -5.36 FALSE
249130_at putative protein contains similarit --- AT5G43100 -1.17 -0.22 -1.58 0.1595933 0.394273 -5.36 FALSE
253489_at  monogalactosyldiacylglycerol sy MGD1 AT4G31780 1.30 0.38 1.58 0.1596803 0.3944452 -5.36 TRUE
259371_at unknown protein ;supported by fu--- AT1G69080 1.73 0.79 1.58 0.1597099 0.3944757 -5.36 FALSE
245308_at putative protein ; supported by cD--- AT4G17486 1.17 0.22 1.58 0.1597618 0.3945612 -5.37 FALSE
256125_at  pathogenesis-related group 5 pr ATLP-1 AT1G18250 1.29 0.37 1.58 0.1598293 0.394685 -5.37 FALSE
261248_at  calreticulin, putative similar to GB--- AT1G20030 -1.59 -0.67 -1.58 0.1599225 0.3947926 -5.37 TRUE



258331_at putative coatomer complex subun--- AT3G15980 -1.23 -0.30 -1.58 0.1598945 0.3947926 -5.37 FALSE
249259_at putative protein similar to unknow--- AT5G41660 1.94 0.96 1.58 0.1599421 0.3947926 -5.37 FALSE
261489_at hypothetical protein contains sim --- AT1G14450 -1.15 -0.20 -1.58 0.1599378 0.3947926 -5.37 FALSE
249704_at Myb-related transcription factor LTT2 AT5G35550 1.26 0.34 1.58 0.1599698 0.3948184 -5.37 FALSE
251393_at  putative protein symbiosis-relateATG8G AT3G60640 -1.30 -0.38 -1.58 0.1600372 0.3949195 -5.37 FALSE
266711_at unknown protein --- AT2G46740 1.18 0.23 1.58 0.1600454 0.3949195 -5.37 FALSE
252657_at hypothetical protein --- AT3G44780 1.15 0.21 1.58 0.1601929 0.3952407 -5.37 FALSE
254630_at  glycolate oxidase - like protein (S--- AT4G18360 2.12 1.08 1.58 0.1602293 0.3952459 -5.37 TRUE
260848_at  pectinesterase, putative similar t sks8 AT1G21850 1.27 0.35 1.58 0.1602297 0.3952459 -5.37 FALSE
266148_x_aEn/Spm-like transposon protein r --- --- 1.23 0.29 1.58 0.1602801 0.3952849 -5.37 FALSE
253192_at  putative protein nuclear phospho--- AT4G35370 1.17 0.23 1.58 0.1602735 0.3952849 -5.37 FALSE
248925_at GDSL-motif lipase/hydrolase-like --- AT5G45910 1.25 0.32 1.58 0.1604043 0.3955483 -5.37 FALSE
255155_at hypothetical protein --- AT4G08230 1.23 0.30 1.58 0.1604253 0.3955573 -5.37 FALSE
257507_at  zinc finger protein, putative simil --- AT1G29600 -1.15 -0.20 -1.58 0.1604434 0.3955592 -5.37 FALSE
264443_at Expressed protein ; supported by--- AT1G27385 -1.28 -0.35 -1.58 0.1604802 0.3956071 -5.37 FALSE
252030_at  hypothetical protein predicted pr --- AT3G52690 1.16 0.21 1.58 0.1605309 0.3956467 -5.37 FALSE
248468_at UDP-glucose:protein transglucosRGP4 AT5G50750 1.23 0.30 1.58 0.1605254 0.3956467 -5.37 FALSE
256704_at  deacetylvindoline 4-O-acetyltran --- AT3G30280 1.18 0.23 1.58 0.1605887 0.3956848 -5.37 FALSE
263490_at  F-box protein ORE9, AtFBL7 ideMAX2 AT2G42620 -1.41 -0.50 -1.58 0.1605984 0.3956848 -5.37 FALSE
256299_at expansin (At-EXP1) identical to eATEXPA1 AT1G69530 2.18 1.12 1.58 0.160576 0.3956848 -5.37 FALSE
262114_at unknown protein contains similar NLA AT1G02860 1.38 0.47 1.58 0.1606161 0.3956857 -5.37 FALSE
246960_at unknown protein --- AT5G24710 1.18 0.24 1.58 0.1606442 0.3957002 -5.37 FALSE
265864_at putative myosin heavy chain-like ATMAP70-3AT2G01750 -1.28 -0.36 -1.58 0.1606567 0.3957002 -5.37 FALSE
259343_s_aputative methionine synthase simATMS2 AT3G03780 // -1.32 -0.40 -1.58 0.1606813 0.3957181 -5.37 FALSE
263598_at putative xyloglucan-specific glucaEXGT-A3 AT2G01850 -1.21 -0.28 -1.58 0.1607094 0.3957446 -5.37 FALSE
261484_at  E2, ubiquitin-conjugating enzym UBC1 AT1G14400 -1.18 -0.24 -1.58 0.1608311 0.3960015 -5.37 FALSE
256020_at  glutamyl-tRNA reductase, putativHEMA1 AT1G58290 -1.31 -0.39 -1.58 0.1608699 0.3960541 -5.37 FALSE
245607_at kinesin like protein --- AT4G14330 1.20 0.26 1.58 0.1609166 0.3960837 -5.37 FALSE
255247_at hypothetical protein --- --- -1.15 -0.20 -1.58 0.1609111 0.3960837 -5.37 FALSE
261330_at  transcription factor, putative simiMCM2 AT1G44900 -1.89 -0.92 -1.58 0.1609674 0.3961458 -5.37 FALSE
251907_at  putative protein 85p protein - Me--- AT3G53760 -1.37 -0.46 -1.57 0.1609766 0.3961458 -5.37 FALSE
266652_at unknown protein --- AT2G25760 -1.17 -0.23 -1.57 0.161086 0.3963724 -5.37 FALSE
247265_at putative protein strong similarity tCPuORF22AT5G64550 // -1.49 -0.57 -1.57 0.1611209 0.3964156 -5.37 FALSE
257788_at unknown protein TCP20 AT3G27010 1.26 0.33 1.57 0.1611844 0.396529 -5.37 FALSE
253320_at  putative protein ThiJ protein, Esc--- AT4G34020 -1.19 -0.25 -1.57 0.1612949 0.396758 -5.37 FALSE



247048_at photoreceptor-interacting protein --- AT5G66560 1.46 0.55 1.57 0.1613363 0.396817 -5.37 TRUE
247437_at AtHVA22b-like protein  ; supporteHVA22B AT5G62490 1.24 0.31 1.57 0.1613628 0.3968261 -5.37 FALSE
267296_at hypothetical protein predicted by LBD10 AT2G23660 1.19 0.25 1.57 0.1613748 0.3968261 -5.37 FALSE
267132_at unknown protein NAPRT2 AT2G23420 -1.39 -0.48 -1.57 0.1614756 0.3970312 -5.37 FALSE
255286_at see T14P8.10 (GB:AF069298) --- AT4G04650 1.29 0.37 1.57 0.1615101 0.3970732 -5.38 FALSE
266486_at hypothetical protein predicted by --- AT2G47950 2.34 1.23 1.57 0.1615807 0.397204 -5.38 FALSE
259256_at putative coated vesicle membran--- AT3G07680 -1.19 -0.25 -1.57 0.1616544 0.3973203 -5.38 FALSE
245631_at  tRNA-glutamine synthetase, putaOVA9 AT1G25350 -1.18 -0.23 -1.57 0.1616629 0.3973203 -5.38 FALSE
263415_at hypothetical protein similar to GBEMB2762 AT2G17250 -1.28 -0.36 -1.57 0.1618541 0.3977474 -5.38 FALSE
256842_at hypothetical protein predicted by --- --- 1.18 0.24 1.57 0.1619103 0.3978204 -5.38 FALSE
258435_at unknown protein  ;supported by f --- AT3G16740 -1.21 -0.28 -1.57 0.1619186 0.3978204 -5.38 FALSE
258201_at hypothetical protein predicted by --- AT3G13910 1.41 0.50 1.57 0.1619766 0.3979199 -5.38 FALSE
261787_at hypothetical protein predicted by --- AT1G16020 -1.20 -0.26 -1.57 0.1620055 0.397948 -5.38 FALSE
253628_at  xyloglucan endo-1,4-beta-D-glucXTH18 AT4G30280 3.53 1.82 1.57 0.162063 0.3979532 -5.38 FALSE
250480_at  protein serine/threonine kinase-l --- AT5G10290 -1.59 -0.67 -1.57 0.1620545 0.3979532 -5.38 FALSE
255927_at  transcriptional activator CBF1, p --- AT1G12630 1.37 0.45 1.57 0.162031 0.3979532 -5.38 FALSE
247589_at REVOLUTA or interfascicular fibeREV AT5G60690 -1.22 -0.28 -1.57 0.1620774 0.3979532 -5.38 FALSE
257818_at hypothetical protein predicted by --- AT3G25120 -1.22 -0.29 -1.57 0.1621356 0.3980534 -5.38 FALSE
249118_at putative protein similar to unknow--- AT5G43870 -1.25 -0.32 -1.57 0.1621753 0.3981078 -5.38 TRUE
260667_at  very-long-chain fatty acid condenKCS4 AT1G19440 1.18 0.23 1.57 0.1622225 0.3981656 -5.38 TRUE
251399_at putative protein --- AT3G60590 -1.23 -0.30 -1.57 0.1622337 0.3981656 -5.38 FALSE
250036_at  putative protein predicted protein--- AT5G18340 -1.27 -0.34 -1.57 0.1623866 0.398498 -5.38 FALSE
262224_at hypothetical protein contains Pfa OTP43 AT1G74900 -1.16 -0.22 -1.57 0.1624424 0.3985492 -5.38 FALSE
261258_at unknown protein --- AT1G26640 -1.25 -0.32 -1.57 0.1624258 0.3985492 -5.38 FALSE
258591_at hypothetical protein  ; supported --- AT3G04360 1.18 0.24 1.57 0.1624851 0.3986111 -5.38 FALSE
252314_at hypothetical protein --- AT3G49400 -1.21 -0.27 -1.57 0.1625665 0.3987606 -5.38 FALSE
250965_at  putative protein various predicte --- AT5G03020 1.17 0.22 1.57 0.162581 0.3987606 -5.38 FALSE
263004_at hypothetical protein contains sim ATNEK1 AT1G54510 -1.22 -0.28 -1.57 0.1626274 0.3987662 -5.38 FALSE
254961_at  putative acyl-CoA synthetase ac --- AT4G11030 1.20 0.26 1.57 0.1626358 0.3987662 -5.38 FALSE
251457_s_a multi resistance protein homologATMRP9 AT3G60160 // 1.19 0.25 1.57 0.1626229 0.3987662 -5.38 FALSE
262245_at unknown protein NPSN12 AT1G48240 -1.26 -0.33 -1.57 0.162674 0.3988098 -5.38 FALSE
256290_at  serine carboxypeptidase, putativscpl17 AT3G12203 -1.18 -0.23 -1.57 0.1626885 0.3988098 -5.38 FALSE
255244_at putative protein various hypothet --- AT4G05620 1.19 0.25 1.57 0.1627307 0.3988703 -5.38 FALSE
250836_at  putative protein various predicte DME AT5G04560 1.16 0.21 1.57 0.1627719 0.3989283 -5.38 FALSE
249334_at putative protein strong similarity tYSL4 AT5G41000 -1.30 -0.38 -1.57 0.1628658 0.3991156 -5.38 FALSE



251990_at  putative protein MICRONUCLEA--- AT3G53320 -1.30 -0.38 -1.57 0.1629045 0.3991677 -5.38 FALSE
259108_at putative translationally controlled --- AT3G05540 1.17 0.23 1.57 0.1629397 0.399211 -5.38 FALSE
261981_at unknown protein --- AT1G33811 -1.77 -0.82 -1.57 0.1629675 0.3992362 -5.38 FALSE
249570_at hypothetical protein --- AT5G38080 1.23 0.30 1.57 0.1630706 0.3994029 -5.38 FALSE
245910_at  putative protein ER66 - LycopersEICBP.B AT5G09410 -1.19 -0.25 -1.57 0.1630633 0.3994029 -5.38 FALSE
262530_at putative receptor protein kinase AAtRLP2 AT1G17240 -1.23 -0.30 -1.57 0.1631004 0.399433 -5.38 FALSE
260351_at hypothetical protein predicated b --- AT1G69380 -1.45 -0.54 -1.57 0.163144 0.399497 -5.38 FALSE
260156_at NAM-like protein similar to NAM NAM AT1G52880 -1.36 -0.44 -1.57 0.1631766 0.3995028 -5.38 FALSE
256012_at unknown protein similar to dimethFMO1 AT1G19250 4.26 2.09 1.57 0.1631989 0.3995028 -5.38 FALSE
245035_at unknown protein similar to GP|22ATARD3 AT2G26400 1.53 0.62 1.57 0.1631985 0.3995028 -5.38 FALSE
253964_at  putative protein qkI-7, Mus musc--- AT4G26480 1.19 0.25 1.56 0.1633703 0.3997399 -5.39 FALSE
266960_at putative retroelement pol polypro --- --- 1.22 0.29 1.56 0.1633834 0.3997399 -5.39 FALSE
264642_at putative CCAAT-binding transcripNF-YB4 AT1G09030 1.19 0.25 1.56 0.1633531 0.3997399 -5.39 FALSE
266314_at Argonaute (AGO1)-like protein  ; AGO4 AT2G27040 -1.27 -0.35 -1.56 0.163365 0.3997399 -5.39 FALSE
257006_at hypothetical protein predicted by --- AT3G14075 1.18 0.24 1.56 0.1633708 0.3997399 -5.39 FALSE
264071_at putative carboxypeptidase  ; suppSCPL51 AT2G27920 -1.37 -0.46 -1.56 0.1634341 0.3998199 -5.39 FALSE
254847_at  putative phospholipase D-gammPLDGAMM AT4G11850 1.56 0.64 1.56 0.1634512 0.3998199 -5.39 FALSE
250336_at alpha-glucosidase 1  ; supported --- AT5G11720 -1.24 -0.31 -1.56 0.1635381 0.3999468 -5.39 FALSE
262410_at  MAGE protein, putative identical --- AT1G34770 -1.34 -0.42 -1.56 0.1635256 0.3999468 -5.39 FALSE
260666_at unknown protein ;supported by fuPARVUS AT1G19300 1.56 0.64 1.56 0.1636462 0.4001253 -5.39 FALSE
264430_at  cineole synthase, putative similaTPS14 AT1G61680 -1.18 -0.24 -1.56 0.1636419 0.4001253 -5.39 FALSE
267129_at curly leaf protein (polycomb-grouCLF AT2G23380 1.17 0.23 1.56 0.1636845 0.4001492 -5.39 FALSE
245813_at hypothetical protein contains sim --- AT1G49920 1.28 0.36 1.56 0.163691 0.4001492 -5.39 FALSE
251750_at  glucuronosyl transferase - like pr--- AT3G55710 -1.28 -0.35 -1.56 0.1637258 0.4001914 -5.39 FALSE
265818_at putative peptidyl-prolyl cis-trans i PIN1AT AT2G18040 -1.18 -0.24 -1.56 0.1637892 0.4003034 -5.39 FALSE
248217_at cytochrome b5 (dbj|BAA74839.1)CB5-E AT5G53560 -1.24 -0.31 -1.56 0.1639251 0.4004692 -5.39 FALSE
259700_at unknown protein --- AT1G68980 -1.14 -0.20 -1.56 0.1639273 0.4004692 -5.39 FALSE
257782_at hypothetical protein predicted by --- AT3G27120 // 1.20 0.27 1.56 0.1639166 0.4004692 -5.39 FALSE
266218_s_aputative cytochrome P450 CYP710A4 AT2G28850 // 1.18 0.24 1.56 0.1639136 0.4004692 -5.39 FALSE
264359_at hypothetical protein predicted by --- AT1G03320 1.22 0.29 1.56 0.1639451 0.4004699 -5.39 FALSE
254401_at  putative protein various predicte --- AT4G21300 -1.19 -0.25 -1.56 0.1640502 0.4005909 -5.39 FALSE
246493_at putative protein hypothetical prot CRS1 AT5G16180 -1.22 -0.29 -1.56 0.1640649 0.4005909 -5.39 FALSE
262993_at hypothetical protein contains sim --- AT1G54230 -1.17 -0.22 -1.56 0.1640618 0.4005909 -5.39 FALSE
245022_at PSII L protein --- --- -1.29 -0.37 -1.56 0.1640456 0.4005909 -5.39 FALSE
255359_at putative glucose-6-phosphate/ph --- AT4G03950 1.19 0.25 1.56 0.1641215 0.4006862 -5.39 FALSE



251192_at  alpha galactosyltransferase-like XT1 AT3G62720 1.55 0.63 1.56 0.1643089 0.4007326 -5.39 TRUE
252213_at  flavonol synthase - like protein S--- AT3G50210 -1.24 -0.31 -1.56 0.1642769 0.4007326 -5.39 FALSE
247882_at Expressed protein ; supported by--- AT5G57785 1.82 0.86 1.56 0.164355 0.4007326 -5.39 FALSE
266501_at unknown protein  ; supported by HEN2 AT2G06990 -1.22 -0.29 -1.56 0.164219 0.4007326 -5.39 FALSE
267598_at hypothetical protein predicted by --- AT2G33010 1.24 0.31 1.56 0.1642326 0.4007326 -5.39 FALSE
260941_at  peroxidase, putative similar to pe--- AT1G44970 1.31 0.39 1.56 0.164206 0.4007326 -5.39 FALSE
252436_x_aputative protein several hypothet --- --- 1.38 0.46 1.56 0.1643689 0.4007326 -5.39 FALSE
246604_at putative protein --- --- 1.19 0.25 1.56 0.1643577 0.4007326 -5.39 FALSE
266529_at putative salt-inducible protein --- AT2G16880 -1.22 -0.29 -1.56 0.1641902 0.4007326 -5.39 FALSE
253374_at hypothetical protein  ; supported --- AT4G33140 1.17 0.22 1.56 0.1643546 0.4007326 -5.39 FALSE
264039_at putative cold-regulated protein  ;s--- AT2G03740 -1.18 -0.24 -1.56 0.1643592 0.4007326 -5.39 FALSE
253074_at  putative disease resistance prote--- AT4G36140 -1.15 -0.21 -1.56 0.1643687 0.4007326 -5.39 FALSE
254860_at  putative C-4 sterol methyl oxidasSMO1-1 AT4G12110 -1.23 -0.29 -1.56 0.1643153 0.4007326 -5.39 FALSE
245498_at hypothetical protein --- AT4G16470 -1.17 -0.22 -1.56 0.164388 0.4007364 -5.39 FALSE
247259_at  CPR5 protein, putative ConstitutCPR5 AT5G64930 -1.28 -0.36 -1.56 0.1645409 0.4009157 -5.39 FALSE
248884_at putative protein similar to unknow--- AT5G46030 -1.16 -0.21 -1.56 0.1645437 0.4009157 -5.39 FALSE
246270_at putative protein --- AT4G36500 1.88 0.91 1.56 0.1645592 0.4009157 -5.39 FALSE
266451_at  3-isopropylmalate dehydratase, --- AT2G43090 -1.18 -0.24 -1.56 0.1645507 0.4009157 -5.39 FALSE
263118_at  putative 3-methylcrotonyl-CoA c MCCA AT1G03090 1.56 0.64 1.56 0.1645309 0.4009157 -5.39 FALSE
252124_at hypothetical protein  ;supported b--- AT3G51010 -1.25 -0.32 -1.56 0.164567 0.4009157 -5.39 FALSE
261224_at subtilisin-like serine protease simATSBT5.2 AT1G20160 -1.60 -0.68 -1.56 0.1645964 0.4009444 -5.39 FALSE
266455_at putative bHLH transcription facto --- AT2G22760 1.51 0.59 1.56 0.1646356 0.4009972 -5.39 FALSE
264865_at DNAJ-like heatshock protein sim ARL1 AT1G24120 -1.16 -0.22 -1.56 0.1646891 0.4010417 -5.39 FALSE
263407_at bZIP protein (AtbZIP48) to be pu AtbZIP48 AT2G04038 1.18 0.24 1.56 0.1646755 0.4010417 -5.39 FALSE
251000_at putative protein --- AT5G02650 -1.21 -0.27 -1.56 0.1647289 0.401096 -5.39 FALSE
259102_at unknown protein similar to hin1 GNHL1 AT3G11660 1.24 0.31 1.56 0.1648502 0.4013484 -5.39 FALSE
258147_at  beta-glucosidase, putative similaBGLU43 AT3G18070 -1.19 -0.26 -1.56 0.1648727 0.4013603 -5.39 FALSE
247270_at ER66 protein-like --- AT5G64220 1.17 0.23 1.56 0.1649125 0.4014145 -5.39 FALSE
256696_at unknown protein --- AT3G20650 -1.18 -0.24 -1.56 0.1649538 0.4014722 -5.39 FALSE
267023_at putative protein transport protein --- AT2G34250 1.24 0.31 1.56 0.1649847 0.4015045 -5.39 FALSE
264895_at putative 10kd chaperonin strongl --- AT1G23100 -1.54 -0.62 -1.56 0.1650062 0.401514 -5.39 TRUE
266782_at putative ligand-gated ion channe ATGLR2.7 AT2G29120 1.18 0.24 1.56 0.1651006 0.4016909 -5.39 FALSE
252919_at  putative endo-1,4-beta-glucanasAtGH9B16 AT4G38990 1.26 0.34 1.56 0.1651141 0.4016909 -5.40 FALSE
259895_at unknown protein ;supported by fuPFI AT1G71440 -1.17 -0.23 -1.56 0.1652054 0.4017022 -5.40 FALSE
258388_at putative expansin S2 precursor sATEXPA12 AT3G15370 1.16 0.21 1.56 0.165184 0.4017022 -5.40 FALSE



265934_at unknown protein EER5 AT2G19560 -1.15 -0.21 -1.56 0.1651662 0.4017022 -5.40 FALSE
260584_at  putative beta-1,3-glucanase, C t --- AT2G43660 1.17 0.23 1.56 0.1652069 0.4017022 -5.40 FALSE
252466_x_aputative protein several hypothet --- --- 1.19 0.25 1.56 0.1651623 0.4017022 -5.40 FALSE
250209_at putative protein similar to unknow--- AT5G14030 -1.26 -0.33 -1.56 0.165244 0.4017496 -5.40 FALSE
266760_at putative RAV-like B3 domain DNANGA1 AT2G46870 -1.25 -0.33 -1.56 0.1653163 0.4018398 -5.40 FALSE
246183_at  beta-glucosidase - like protein be--- AT5G20940 1.22 0.29 1.56 0.1653001 0.4018398 -5.40 FALSE
250451_at  cdc2-like protein kinase cdc2-likeCDKC;1 AT5G10270 1.23 0.29 1.56 0.1654976 0.4022376 -5.40 FALSE
252249_at  putative protein heat shock prote--- AT3G49770 1.23 0.30 1.56 0.1655161 0.4022397 -5.40 FALSE
264262_at Expressed protein ; supported by--- AT1G09200 -2.17 -1.12 -1.56 0.1655884 0.4023301 -5.40 FALSE
262374_s_a flax rust resistance protein, puta TIR AT1G72910 // 1.88 0.91 1.56 0.1655886 0.4023301 -5.40 FALSE
252215_at  kinesin -like protein KINESIN-LIKKICP-02 AT3G50240 -1.66 -0.73 -1.55 0.1657852 0.402765 -5.40 FALSE
262183_at unknown protein --- AT1G77890 1.18 0.24 1.55 0.1658133 0.4027903 -5.40 FALSE
246258_at  PPR-repeat protein, putative con--- AT1G31840 -1.18 -0.24 -1.55 0.1658821 0.4028715 -5.40 FALSE
247926_at protein carboxyl methylase-like --- AT5G57280 -1.45 -0.54 -1.55 0.1658693 0.4028715 -5.40 FALSE
255641_at contains region of similarity to be --- AT4G00800 1.20 0.26 1.55 0.1659473 0.40289 -5.40 FALSE
255526_at hypothetical protein --- AT4G02350 1.22 0.29 1.55 0.1659603 0.40289 -5.40 FALSE
253991_at  putative nucleic acid binding pro PEP AT4G26000 -1.19 -0.25 -1.55 0.1659407 0.40289 -5.40 FALSE
265638_at similar to PIG-L --- AT2G27340 -1.18 -0.24 -1.55 0.1659419 0.40289 -5.40 FALSE
254486_at  putative protein crp1 protein, Zea--- AT4G20770 -1.22 -0.28 -1.55 0.1660341 0.4030262 -5.40 FALSE
264200_at putative invertase Similar to LIM1--- AT1G22650 1.33 0.42 1.55 0.166063 0.4030535 -5.40 FALSE
261782_at unknown protein --- AT1G76110 -1.25 -0.33 -1.55 0.166095 0.4030884 -5.40 FALSE
259912_at hypothetical protein iqd8 AT1G72670 1.24 0.31 1.55 0.1661831 0.4031398 -5.40 FALSE
263842_at Expressed protein ; supported by--- AT2G36835 -1.29 -0.37 -1.55 0.1661976 0.4031398 -5.40 FALSE
263164_at putative glutamate/aspartate-bind--- AT1G03070 1.19 0.26 1.55 0.1662003 0.4031398 -5.40 FALSE
256449_at  mutator transposase MUDRA, p --- --- 1.18 0.24 1.55 0.1661479 0.4031398 -5.40 FALSE
248015_at putative protein similar to unknow--- AT5G56370 1.19 0.25 1.55 0.1662046 0.4031398 -5.40 FALSE
255011_at  cytochrome c several plant cytocCYTC-2 AT4G10040 1.77 0.83 1.55 0.1663769 0.4035148 -5.40 TRUE
256862_at  dihydroxyacid dehydratase, puta--- AT3G23940 -1.52 -0.60 -1.55 0.1665446 0.4037927 -5.40 FALSE
265020_at  putative cytochrome P450 similaCYP86C1 AT1G24540 1.16 0.22 1.55 0.1665414 0.4037927 -5.40 FALSE
258664_at  E2, ubiquitin-conjugating enzym UBC12 AT3G08700 1.21 0.27 1.55 0.166541 0.4037927 -5.40 FALSE
246087_at  putative protein predicted protein--- AT5G20580 -1.31 -0.39 -1.55 0.1666731 0.4040613 -5.40 FALSE
253909_at  putative protein LEDI-3 protein, --- AT4G27270 1.23 0.30 1.55 0.1666947 0.4040708 -5.40 FALSE
258910_at  putative RNA helicase similar to --- AT3G06480 -1.17 -0.23 -1.55 0.1668115 0.4041362 -5.40 FALSE
266781_at putative protein kinase contains a--- AT2G28940 -1.26 -0.34 -1.55 0.1667704 0.4041362 -5.40 FALSE
266201_at similar to MtN3 protein  ;supporte--- AT2G39060 1.21 0.27 1.55 0.1668236 0.4041362 -5.40 FALSE



253830_at Expressed protein ; supported by--- AT4G27652 2.14 1.10 1.55 0.1667983 0.4041362 -5.40 FALSE
254629_at Expressed protein ; supported by--- AT4G18425 1.26 0.33 1.55 0.1668442 0.4041362 -5.40 FALSE
266266_at putative enolase (2-phospho-D-g --- AT2G29560 -1.23 -0.30 -1.55 0.1667601 0.4041362 -5.40 FALSE
246694_at putative protein --- --- 1.19 0.25 1.55 0.1668457 0.4041362 -5.40 FALSE
251073_at putative protein hypothetical prot --- AT5G01750 1.15 0.20 1.55 0.1668673 0.4041457 -5.40 FALSE
248014_at putative protein similar to unknow--- AT5G56340 1.26 0.33 1.55 0.1669091 0.4041796 -5.40 FALSE
246788_at  putative protein hypothetical pro AGL89 AT5G27580 1.16 0.22 1.55 0.1669168 0.4041796 -5.40 FALSE
247122_at  putative protein non-consensus AATSAC1B AT5G66020 1.27 0.35 1.55 0.1669407 0.4041945 -5.40 FALSE
255183_at hypothetical protein --- AT4G08140 1.22 0.29 1.55 0.1669675 0.4042167 -5.41 FALSE
247555_at putative protein various predictedECT3 AT5G61020 -1.35 -0.43 -1.55 0.1670263 0.4042627 -5.41 FALSE
245799_at  disease resistance protein, putatAtRLP6 AT1G45616 -1.18 -0.24 -1.55 0.1670397 0.4042627 -5.41 FALSE
247230_at putative protein similar to unknow--- AT5G65170 1.17 0.22 1.55 0.1670125 0.4042627 -5.41 FALSE
265780_at Mutator-like transposase similar t--- --- 1.19 0.25 1.55 0.1671477 0.404481 -5.41 FALSE
249528_at  putative protein predicted protein--- AT5G38720 -1.33 -0.41 -1.55 0.1671892 0.4044956 -5.41 FALSE
253721_at hypothetical protein  ;supported b--- AT4G29250 1.26 0.33 1.55 0.1671882 0.4044956 -5.41 FALSE
258860_at putative potassium transporter si KUP3 AT3G02050 -1.35 -0.43 -1.55 0.1672485 0.4045963 -5.41 FALSE
252481_at  putative protein DCL PROTEIN, --- AT3G46630 -1.23 -0.29 -1.55 0.167336 0.404632 -5.41 FALSE
256433_at unknown protein SAG20 AT3G10985 1.29 0.37 1.55 0.1673271 0.404632 -5.41 FALSE
261436_at  protein kinase, putative (fragmen--- AT1G07870 1.29 0.37 1.55 0.1673212 0.404632 -5.41 FALSE
256552_at hypothetical protein predicted by --- AT3G31350 1.22 0.29 1.55 0.1673519 0.404632 -5.41 FALSE
245173_at putative AP2 domain transcription--- AT2G47520 1.55 0.63 1.55 0.1673151 0.404632 -5.41 FALSE
253232_at hypothetical protein  ;supported bTAF8 AT4G34340 1.21 0.27 1.55 0.1674196 0.4047526 -5.41 FALSE
252324_at  protein translocation complex se--- AT3G48570 1.21 0.28 1.55 0.1674792 0.4048538 -5.41 FALSE
261201_at unknown protein ;supported by fu--- AT1G12850 -1.20 -0.26 -1.55 0.1676288 0.4050866 -5.41 FALSE
252764_at  nucleic acid binding protein-like AL3 AT3G42790 -1.19 -0.25 -1.55 0.1675933 0.4050866 -5.41 FALSE
265689_at hypothetical protein predicted by --- AT2G24310 1.16 0.21 1.55 0.1676223 0.4050866 -5.41 FALSE
246162_at actin interacting protein ; support --- AT4G36400 1.25 0.33 1.55 0.1676583 0.4051062 -5.41 FALSE
251734_at  putative protein Centrosome- an --- AT3G56270 -1.47 -0.55 -1.55 0.1676724 0.4051062 -5.41 FALSE
258583_at putative SRF-type transcription faAGL57 AT3G04100 1.17 0.22 1.55 0.1677232 0.4051432 -5.41 FALSE
245896_at putative transcriptional co-activatKIWI AT5G09250 -1.25 -0.32 -1.55 0.1677134 0.4051432 -5.41 FALSE
249572_at  chromosome condensation proteEMB2656 AT5G37630 1.24 0.31 1.55 0.1677671 0.405195 -5.41 FALSE
245225_at mitochondrial protein-like; contain--- AT3G29800 1.26 0.34 1.55 0.1677802 0.405195 -5.41 FALSE
263857_at unknown protein --- AT2G04380 1.14 0.19 1.55 0.1678957 0.405431 -5.41 FALSE
248226_at putative protein strong similarity t--- AT5G53750 1.72 0.78 1.55 0.167933 0.4054782 -5.41 FALSE
245778_at  RNA-binding glycine-rich protein--- AT1G73530 -1.29 -0.37 -1.54 0.1679839 0.4055152 -5.41 FALSE



252356_at putative protein various predicted--- --- 1.26 0.33 1.54 0.1679679 0.4055152 -5.41 FALSE
255686_at putative potassium/H+ antiporter KEA2 AT4G00630 -1.24 -0.31 -1.54 0.168056 0.4055176 -5.41 FALSE
251319_at  putative protein POSSIBLE APO--- AT3G61610 1.28 0.36 1.54 0.1680469 0.4055176 -5.41 FALSE
251641_at  protease-like protein INSULIN-D--- AT3G57470 -1.29 -0.36 -1.54 0.1680221 0.4055176 -5.41 FALSE
251574_at  putative protein GLUCAN ENDOPDCB5 AT3G58100 -1.22 -0.29 -1.54 0.1680044 0.4055176 -5.41 FALSE
259750_at  hypothetical protein predicted by--- AT1G71130 -1.31 -0.39 -1.54 0.1680741 0.4055183 -5.41 FALSE
264794_at hypothetical protein predicted by --- AT1G08670 1.16 0.22 1.54 0.1681864 0.4057465 -5.41 FALSE
247924_at Expressed protein --- AT5G57655 1.45 0.54 1.54 0.1682052 0.4057488 -5.41 FALSE
256976_at unknown protein similar to putativ--- --- -1.29 -0.37 -1.54 0.16834 0.406031 -5.41 FALSE
260413_at hypothetical protein predicted by --- AT1G69800 -1.27 -0.35 -1.54 0.1684727 0.4062843 -5.41 FALSE
260120_at hypothetical protein ATPP2-A4 AT1G33920 1.19 0.25 1.54 0.1685053 0.4062843 -5.41 FALSE
249463_s_a putative protein predicted proteinanac064 AT3G56530 // 1.20 0.26 1.54 0.1685163 0.4062843 -5.41 FALSE
246841_at  nectarin - like protein nectarin I p--- AT5G26700 1.38 0.46 1.54 0.168501 0.4062843 -5.41 FALSE
245466_at glucosyltransferase like protein --- AT4G16600 1.24 0.31 1.54 0.1685631 0.4063426 -5.41 FALSE
257430_at hypothetical protein similar to hyp--- AT2G28580 1.24 0.31 1.54 0.168576 0.4063426 -5.41 FALSE
248730_at putative protein similar to unknow--- AT5G48050 1.25 0.32 1.54 0.168642 0.4064585 -5.41 FALSE
249895_at male sterility 2-like protein (emb|CFAR1 AT5G22500 1.82 0.87 1.54 0.168759 0.4066507 -5.41 TRUE
267359_at hypothetical protein predicted by --- AT2G40020 -1.26 -0.34 -1.54 0.1687752 0.4066507 -5.41 FALSE
263985_at unknown protein  ;supported by f --- AT2G42750 1.33 0.42 1.54 0.168742 0.4066507 -5.41 FALSE
265185_at  OBP32pep protein, putative iden--- AT1G23670 1.21 0.28 1.54 0.1688262 0.4067307 -5.42 FALSE
258256_at unknown protein  ; supported by --- AT3G26890 -1.21 -0.27 -1.54 0.1688467 0.406737 -5.42 FALSE
246283_at putative protein --- AT4G36860 1.23 0.30 1.54 0.1689265 0.4068863 -5.42 FALSE
254134_at  argininosuccinate synthase -like --- AT4G24830 1.38 0.46 1.54 0.168973 0.4069553 -5.42 FALSE
266055_at hypothetical protein predicted by --- AT2G40650 -1.22 -0.29 -1.54 0.1690575 0.4069746 -5.42 FALSE
265595_at 26S proteasome subunit 4  ;supp--- AT2G20140 -1.23 -0.30 -1.54 0.1690201 0.4069746 -5.42 FALSE
245880_at  putative hydrolase EtbD1 - Rhod--- AT5G09430 1.25 0.33 1.54 0.1690702 0.4069746 -5.42 FALSE
244915_s_ahypothetical protein --- --- 1.18 0.24 1.54 0.1690471 0.4069746 -5.42 FALSE
263646_at Ac-like transposase related to Ac--- --- -1.15 -0.20 -1.54 0.1690254 0.4069746 -5.42 FALSE
253638_at  cinnamoyl-CoA reductase - like p--- AT4G30470 1.62 0.70 1.54 0.1691567 0.4070969 -5.42 TRUE
252766_at putative protein hypothetical prot --- --- 1.26 0.34 1.54 0.1691392 0.4070969 -5.42 FALSE
245352_at indole-3-acetate beta-glucosyltra UGT84A3 AT4G15490 1.36 0.44 1.54 0.1694645 0.4076226 -5.42 TRUE
253186_at  putative protein predicted protein--- AT4G35270 -1.28 -0.36 -1.54 0.1694102 0.4076226 -5.42 FALSE
265319_at auxin-regulated protein (IAA8)  ;sIAA8 AT2G22670 -1.43 -0.51 -1.54 0.1694417 0.4076226 -5.42 FALSE
256301_at unknown protein ;supported by fu--- AT1G69510 -1.19 -0.25 -1.54 0.169436 0.4076226 -5.42 FALSE
261827_at unknown protein contains similar --- AT1G11480 1.18 0.24 1.54 0.1694536 0.4076226 -5.42 FALSE



253976_at  putative protein kinase protein kiD6PKL1 AT4G26610 1.15 0.20 1.54 0.1695442 0.4076598 -5.42 TRUE
257046_at  ATPase, putative similar to spas --- AT3G19740 -1.27 -0.34 -1.54 0.1695072 0.4076598 -5.42 FALSE
264624_at  zinc finger protein ATZF1, putati ERD6 AT1G08930 1.28 0.35 1.54 0.1695365 0.4076598 -5.42 FALSE
266784_at putative receptor-like protein kina--- AT2G28960 1.15 0.20 1.54 0.1695515 0.4076598 -5.42 FALSE
253423_at Expressed protein ; supported byIAA29 AT4G32280 -2.38 -1.25 -1.54 0.1696901 0.4079502 -5.42 TRUE
263167_at  unknown protein Belongs to PF| --- AT1G03030 -1.22 -0.29 -1.54 0.1697509 0.4079545 -5.42 FALSE
248395_at putative protein contains similarit AtPP2-A14 AT5G52120 1.28 0.36 1.54 0.1697215 0.4079545 -5.42 FALSE
262596_at putative phosphatidic acid phosp LPP2 AT1G15080 -1.22 -0.28 -1.54 0.1697634 0.4079545 -5.42 FALSE
264758_at  late embryogenesis abundant pr --- AT1G61340 2.34 1.23 1.54 0.1697544 0.4079545 -5.42 FALSE
255690_at probable cytochrome P450 CYP86A2 AT4G00360 2.33 1.22 1.54 0.1698181 0.4079667 -5.42 TRUE
253868_at proton pump interactor non-cons PPI1 AT4G27500 1.21 0.28 1.54 0.1698094 0.4079667 -5.42 FALSE
266787_at putative receptor-like protein kina--- AT2G28990 1.16 0.21 1.54 0.1698222 0.4079667 -5.42 FALSE
253428_at cellulose synthase catalytic subu CESA1 AT4G32410 -1.27 -0.35 -1.54 0.1699504 0.4080789 -5.42 TRUE
248862_at unknown protein --- AT5G46730 1.30 0.38 1.54 0.1700252 0.4080789 -5.42 FALSE
258198_at putative transcription factor similaNF-YA6 AT3G14020 -1.22 -0.28 -1.54 0.1699142 0.4080789 -5.42 FALSE
263074_at putative HMG protein  ;supportedHMGB4 AT2G17560 -1.24 -0.31 -1.54 0.1700299 0.4080789 -5.42 FALSE
266475_at putative lipase --- AT2G31100 1.18 0.24 1.54 0.1700048 0.4080789 -5.42 FALSE
249033_at putative protein contains similarit --- AT5G44920 1.19 0.26 1.54 0.169979 0.4080789 -5.42 FALSE
254160_at putative protein  ;supported by fuSLY1 AT4G24210 -1.25 -0.32 -1.54 0.1699726 0.4080789 -5.42 FALSE
252533_at  putative protein predicted protein--- AT3G46110 1.64 0.72 1.54 0.1699264 0.4080789 -5.42 FALSE
245956_s_aluminal binding protein  ; support BIP2 AT5G28540 // 1.73 0.79 1.54 0.1699139 0.4080789 -5.42 FALSE
260193_at putative amino acid permease sim--- AT1G67640 1.26 0.33 1.54 0.1700891 0.4081372 -5.42 FALSE
247724_at  putative protein predicted proteinMBD6 AT5G59380 -1.17 -0.23 -1.54 0.17009 0.4081372 -5.42 FALSE
260676_at  integral membrane protein, puta --- AT1G19450 -1.40 -0.49 -1.54 0.1701164 0.4081577 -5.42 TRUE
260491_at hypothetical protein predicted by --- AT1G51440 1.29 0.37 1.54 0.1701425 0.4081773 -5.42 FALSE
253878_at  trehalose-6-phosphate synthaseTPS4 AT4G27550 1.17 0.22 1.54 0.1701852 0.408194 -5.42 FALSE
245497_at hypothetical protein --- AT4G16460 1.21 0.27 1.54 0.1701702 0.408194 -5.42 FALSE
255371_at putative RPP1-like disease resist--- AT4G04110 1.17 0.22 1.54 0.1702217 0.4082386 -5.42 FALSE
266715_at putative RNA-binding protein --- AT2G46780 1.22 0.29 1.54 0.1702625 0.4082936 -5.42 FALSE
262305_at hypothetical protein predicted by --- AT1G70950 1.18 0.24 1.54 0.1702823 0.408298 -5.42 FALSE
255635_at Shaggy related protein kinase tetATSK32 AT4G00720 -1.21 -0.27 -1.54 0.1703266 0.4083522 -5.42 FALSE
264627_at hypothetical protein similar to carECI1 AT1G65520 1.21 0.28 1.54 0.1703407 0.4083522 -5.42 FALSE
246533_at putative protein --- AT5G15880 -1.26 -0.33 -1.53 0.170376 0.408394 -5.42 FALSE
263683_at  putative NAM protein similar to GFEZ AT1G26870 1.19 0.25 1.53 0.1704002 0.4084091 -5.42 FALSE
265215_at hypothetical protein predicted by --- AT1G05040 1.15 0.20 1.53 0.1705337 0.4084715 -5.42 FALSE



255321_at putative ES43-like protein --- AT4G04260 -1.19 -0.26 -1.53 0.1704945 0.4084715 -5.42 FALSE
245807_at AP2 domain containing protein RRAP2.1 AT1G46768 -1.45 -0.54 -1.53 0.1704904 0.4084715 -5.42 FALSE
256217_at hypothetical protein predicted by --- AT1G56320 -1.40 -0.49 -1.53 0.1705192 0.4084715 -5.42 FALSE
255459_at  polyubiquitin (UBQ14) identical tUBQ14 AT4G02890 1.18 0.24 1.53 0.1704507 0.4084715 -5.42 FALSE
245811_at hypothetical protein similar to put--- --- 1.20 0.26 1.53 0.1705037 0.4084715 -5.42 FALSE
256453_at  GSH-dependent dehydroascorbaDHAR2 AT1G75270 1.42 0.51 1.53 0.1706843 0.4085987 -5.42 TRUE
266345_at hypothetical protein predicted by --- AT2G01410 1.17 0.23 1.53 0.1706441 0.4085987 -5.42 FALSE
267054_at hypothetical protein --- AT2G38370 -1.33 -0.41 -1.53 0.1706132 0.4085987 -5.42 FALSE
261476_at hypothetical protein contains sim --- AT1G14480 1.47 0.55 1.53 0.1706602 0.4085987 -5.42 FALSE
246330_at aldehyde oxidase  ; supported byAAO2 AT3G43600 -1.52 -0.60 -1.53 0.1707122 0.4085987 -5.43 FALSE
258672_at hypothetical protein --- AT3G08570 -1.21 -0.28 -1.53 0.1706268 0.4085987 -5.42 FALSE
255738_at hypothetical protein predicted by --- AT1G25570 -1.17 -0.23 -1.53 0.1706953 0.4085987 -5.42 FALSE
256161_at unknown protein ; supported by c--- AT1G30090 1.19 0.26 1.53 0.170748 0.4086415 -5.43 FALSE
264283_at hypothetical protein contains sim --- AT1G61850 1.19 0.25 1.53 0.170804 0.4087326 -5.43 FALSE
260655_at  pathogenesis-related protein 5 p--- AT1G19320 1.44 0.52 1.53 0.1708221 0.408733 -5.43 FALSE
255548_at putative CHP-rich zinc finger prot--- AT4G01930 1.15 0.20 1.53 0.1708714 0.4087673 -5.43 FALSE
250218_at putative protein contains similarit CHC1 AT5G14170 -1.26 -0.33 -1.53 0.1708902 0.4087673 -5.43 FALSE
260298_at putative oxidoreductase contains --- AT1G80320 1.16 0.21 1.53 0.1708738 0.4087673 -5.43 FALSE
247797_at predicted protein --- AT5G58780 1.22 0.29 1.53 0.1709191 0.4087937 -5.43 FALSE
266513_at unknown protein --- AT2G47700 1.24 0.32 1.53 0.171021 0.4088333 -5.43 FALSE
266396_at unknown protein --- AT2G38790 -1.29 -0.37 -1.53 0.1709681 0.4088333 -5.43 FALSE
247545_at  putative protein rhoGAP, Homo --- AT5G61530 1.17 0.22 1.53 0.1710142 0.4088333 -5.43 FALSE
249831_at putative protein contains similarit --- AT5G23340 1.38 0.47 1.53 0.170999 0.4088333 -5.43 FALSE
266691_at hypothetical protein predicted by --- AT2G19890 -1.22 -0.28 -1.53 0.1710253 0.4088333 -5.43 FALSE
250471_at  myo-inositol-1-phosphate synthaMIPS3 AT5G10170 -1.32 -0.40 -1.53 0.1711224 0.4089985 -5.43 FALSE
264931_at  polygalacturonase, putative simi --- AT1G60590 1.19 0.26 1.53 0.1711303 0.4089985 -5.43 FALSE
256615_at hypothetical protein predicted by --- AT3G22250 1.25 0.32 1.53 0.1711653 0.4090394 -5.43 FALSE
AFFX-r2-At- Arabidopsis thaliana /REF=U849--- --- 1.17 0.22 1.53 0.1711899 0.4090553 -5.43 FALSE
254442_at  putative protein predicted protein--- AT4G21060 -1.18 -0.24 -1.53 0.1712091 0.4090582 -5.43 FALSE
245972_at  putative protein predicted protein--- AT5G20680 1.25 0.32 1.53 0.1712722 0.4091663 -5.43 FALSE
251196_at  glutaredoxin -like protein glutare --- AT3G62950 -1.70 -0.77 -1.53 0.1714295 0.409294 -5.43 TRUE
250874_at putative protein --- AT5G04010 1.21 0.27 1.53 0.1713752 0.409294 -5.43 FALSE
261495_at hypothetical protein predicted by --- AT1G28410 -1.19 -0.26 -1.53 0.1714051 0.409294 -5.43 FALSE
247105_at putative protein similar to unknowDAR5 AT5G66630 1.26 0.34 1.53 0.1714334 0.409294 -5.43 FALSE
247160_at putative protein contains similarit --- AT5G65820 -1.17 -0.23 -1.53 0.1713646 0.409294 -5.43 FALSE



261707_at unknown protein --- AT1G32650 -1.17 -0.23 -1.53 0.1714129 0.409294 -5.43 FALSE
253229_at putative protein  ;supported by fu --- AT4G34660 1.13 0.18 1.53 0.1714615 0.4093183 -5.43 FALSE
262805_at  putative DNA-binding protein simESC AT1G20900 1.18 0.24 1.53 0.1715136 0.4093998 -5.43 FALSE
257321_at hypothetical protein --- --- 1.41 0.49 1.53 0.17156 0.4094652 -5.43 FALSE
262213_at hypothetical protein predicted by --- AT1G74870 1.26 0.33 1.53 0.1715769 0.4094652 -5.43 FALSE
253341_at putative protein  ; supported by c --- AT4G33410 -1.20 -0.27 -1.53 0.1716944 0.4097027 -5.43 FALSE
251952_at  histone H2B - like protein histone--- AT3G53650 -1.15 -0.20 -1.53 0.1718002 0.4099125 -5.43 FALSE
246865_s_a eukaryotic translation initiation faTIF3B1 AT5G25780 // -1.14 -0.19 -1.53 0.171851 0.4099566 -5.43 FALSE
257676_at unknown protein  ;supported by f TGD2 AT3G20320 -1.19 -0.25 -1.53 0.1718547 0.4099566 -5.43 FALSE
256121_at  MAP kinase, putative similar to M--- AT1G18160 -1.19 -0.25 -1.53 0.1719391 0.4101152 -5.43 FALSE
250877_at  putative protein predicted proteinSDP1 AT5G04040 1.28 0.35 1.53 0.1719674 0.4101398 -5.43 FALSE
258124_at Expressed protein ; supported by--- AT3G18215 -1.32 -0.40 -1.53 0.1720609 0.4103197 -5.43 FALSE
261299_at unknown protein --- AT1G48550 -1.25 -0.32 -1.53 0.172177 0.4105537 -5.43 FALSE
261639_at  tubulin alpha-2/alpha-4 chain, puTUA2 AT1G50010 1.69 0.76 1.53 0.1721962 0.4105567 -5.43 TRUE
254776_at  3-hydroxyisobutyryl-coenzyme A--- AT4G13360 -1.14 -0.20 -1.53 0.1722425 0.4105793 -5.43 FALSE
247787_at putative protein various predicted--- AT5G58640 -1.16 -0.22 -1.53 0.1722517 0.4105793 -5.43 FALSE
262840_at  linker histone protein, putative coHMGA AT1G14900 -1.21 -0.28 -1.53 0.172298 0.4105793 -5.43 FALSE
257033_at  metalloprotease, putative similarATPREP1 AT3G19170 -1.42 -0.50 -1.53 0.1723137 0.4105793 -5.43 FALSE
261015_at 14-3-3 protein GF14iota (grf12) idGRF12 AT1G26480 -1.18 -0.24 -1.53 0.1722792 0.4105793 -5.43 FALSE
260755_at hypothetical protein predicted by --- AT1G48980 -1.18 -0.24 -1.53 0.1722704 0.4105793 -5.43 FALSE
261966_x_ahypothetical protein similar to put--- --- -1.17 -0.23 -1.53 0.1723487 0.4106198 -5.43 FALSE
251251_at  serine/threonine protein kinase-l --- AT3G62220 -1.21 -0.27 -1.53 0.1724811 0.4108924 -5.43 FALSE
256419_at RNA-binding protein similar to GI--- AT1G33470 -1.21 -0.27 -1.53 0.1725262 0.4109569 -5.43 FALSE
266713_at unknown protein --- AT2G46760 1.18 0.24 1.53 0.1725589 0.4109918 -5.43 FALSE
261266_at expansin 10 identical to GB:AAF6ATEXPA10 AT1G26770 1.28 0.35 1.53 0.1725781 0.4109946 -5.43 FALSE
247419_at unknown protein --- AT5G63080 -1.25 -0.32 -1.53 0.1726153 0.4110402 -5.44 FALSE
259379_at putative MYB family transcription --- AT3G16350 1.47 0.56 1.53 0.1727129 0.4112298 -5.44 FALSE
245660_at unknown protein --- AT1G28240 1.33 0.41 1.53 0.1727578 0.4112938 -5.44 FALSE
254563_at putative protein several hypothet ERD3 AT4G19120 -1.26 -0.34 -1.52 0.1728382 0.4113994 -5.44 TRUE
245432_at putative serine protease-like prot --- AT4G17100 -1.16 -0.21 -1.52 0.1728317 0.4113994 -5.44 FALSE
258576_at putative 40S ribosomal protein S --- AT3G04230 -1.27 -0.35 -1.52 0.1729486 0.4114044 -5.44 FALSE
251778_at  putative protein various predicte ROPGEF6 AT3G55660 1.23 0.30 1.52 0.1728956 0.4114044 -5.44 FALSE
249544_at  anti-silencing factor 1-like proteinASF1B AT5G38110 -1.28 -0.36 -1.52 0.1728766 0.4114044 -5.44 FALSE
260887_at  ascorbate oxidase promoter-bind--- AT1G29160 1.77 0.82 1.52 0.1729459 0.4114044 -5.44 FALSE
259831_at hypothetical protein predicted by ZFHD1 AT1G69600 1.17 0.23 1.52 0.1729192 0.4114044 -5.44 FALSE



252346_at hypothetical protein --- AT3G48650 1.15 0.21 1.52 0.1729104 0.4114044 -5.44 FALSE
253792_at  ammonium transporter - like protAMT1;4 AT4G28700 1.23 0.30 1.52 0.1729884 0.4114133 -5.44 FALSE
264092_at  photosystem II polypeptide, putaPSBR AT1G79040 // -1.16 -0.22 -1.52 0.1729871 0.4114133 -5.44 FALSE
257975_at unknown protein similar to GB:AA--- AT3G20830 1.29 0.37 1.52 0.1731179 0.4116784 -5.44 FALSE
262082_s_a wall-associated kinase 2, putativ--- AT1G56120 // 1.61 0.68 1.52 0.1731585 0.411732 -5.44 FALSE
263911_at hypothetical protein predicted by --- AT2G36560 -1.16 -0.22 -1.52 0.1732055 0.4118009 -5.44 FALSE
257928_at hypothetical protein contains Pfa PPR40 AT3G16890 -1.14 -0.20 -1.52 0.1732597 0.4118868 -5.44 FALSE
258157_at putative MYB family transcriptionMYB4R1 AT3G18100 -1.30 -0.38 -1.52 0.1733063 0.4119117 -5.44 FALSE
AFFX-r2-EcE. coli /GEN=bioC /DB_XREF=gb--- --- 1.48 0.56 1.52 0.173294 0.4119117 -5.44 FALSE
244934_at NADH dehydrogenase ND6 --- --- -1.43 -0.52 -1.52 0.1733748 0.4120041 -5.44 TRUE
247383_at putative protein contains similarit --- AT5G63410 -1.38 -0.47 -1.52 0.1733813 0.4120041 -5.44 FALSE
257700_at unknown protein similar to unknoALIS1 AT3G12740 1.22 0.29 1.52 0.1734738 0.412096 -5.44 FALSE
257310_at  ATP-dependent RNA helicase, p--- AT3G26560 -1.21 -0.27 -1.52 0.1734387 0.412096 -5.44 FALSE
255700_at putative transcription factor simila--- AT4G00200 1.36 0.44 1.52 0.1734742 0.412096 -5.44 FALSE
253890_s_aputative protein contains similarit --- AT4G27585 // 1.50 0.59 1.52 0.1735238 0.4121281 -5.44 FALSE
255976_at hypothetical protein predicted by --- AT1G22010 1.17 0.23 1.52 0.1735143 0.4121281 -5.44 FALSE
258375_at hypothetical protein predicted by --- AT3G17470 -1.17 -0.22 -1.52 0.1736162 0.4121632 -5.44 FALSE
266738_at unknown protein predicted by ge --- AT2G47010 1.28 0.36 1.52 0.173647 0.4121632 -5.44 FALSE
256496_at hypothetical protein similar to hyp--- AT1G31510 1.19 0.25 1.52 0.173576 0.4121632 -5.44 FALSE
245143_at unknown protein  ;supported by f ZPR1 AT2G45450 1.44 0.53 1.52 0.1736262 0.4121632 -5.44 FALSE
257111_x_ahypothetical protein --- --- 1.16 0.22 1.52 0.1735721 0.4121632 -5.44 FALSE
264850_at unknown protein similar to F5J6.8--- AT2G17340 -1.18 -0.24 -1.52 0.1736442 0.4121632 -5.44 FALSE
255536_at Expressed protein ; supported by--- AT4G01575 1.33 0.41 1.52 0.173796 0.4124739 -5.44 TRUE
260556_at putative endochitinase --- AT2G43620 2.78 1.48 1.52 0.1738382 0.4125096 -5.44 FALSE
260583_x_aputative polyribonucleotide phosp--- AT2G47220 -1.27 -0.34 -1.52 0.1738472 0.4125096 -5.44 FALSE
266601_at hypothetical protein predicted by --- AT2G46060 -1.34 -0.43 -1.52 0.1738771 0.4125222 -5.44 FALSE
267112_at putative adenosine phosphosulfaAPK AT2G14750 1.45 0.54 1.52 0.1738887 0.4125222 -5.44 FALSE
253068_at  putative protein Kaposi's sarcom--- AT4G37820 -1.18 -0.24 -1.52 0.1739228 0.4125526 -5.44 FALSE
263005_at hypothetical protein predicted by --- AT1G54540 -1.34 -0.42 -1.52 0.1739377 0.4125526 -5.44 FALSE
263905_at putative beta-fructofuranosidase AtcwINV4 AT2G36190 1.28 0.36 1.52 0.1739866 0.4126258 -5.44 FALSE
267015_at unknown protein --- AT2G39340 1.23 0.30 1.52 0.174037 0.4127023 -5.44 FALSE
261655_at hypothetical protein predicted by --- AT1G01940 -1.27 -0.35 -1.52 0.1740578 0.4127075 -5.44 FALSE
254531_at  putative protein predicted protein--- AT4G19650 -1.27 -0.34 -1.52 0.1740754 0.4127075 -5.44 FALSE
253590_at putative protein various predictedHHP2 AT4G30850 1.27 0.34 1.52 0.174098 0.4127184 -5.44 TRUE
245673_at hypothetical protein similar to put--- AT1G56690 -1.22 -0.28 -1.52 0.1741415 0.4127785 -5.44 FALSE



259265_at hypothetical protein predicted by --- AT3G01250 1.16 0.21 1.52 0.1742089 0.4128954 -5.44 FALSE
262049_at unknown protein ;supported by fu--- AT1G80180 -1.21 -0.28 -1.52 0.1742685 0.4129107 -5.44 FALSE
256155_at  MYB-family transcription factor, MYB83 AT3G08500 1.16 0.21 1.52 0.1742981 0.4129107 -5.44 FALSE
255653_at Similar to receptor kinase --- AT4G00960 -1.15 -0.21 -1.52 0.1743002 0.4129107 -5.44 FALSE
266512_at unknown protein --- AT2G47690 -1.15 -0.20 -1.52 0.1742412 0.4129107 -5.44 FALSE
262896_at  chromaffin granule ATPase II hoALA3 AT1G59820 1.22 0.29 1.52 0.1743059 0.4129107 -5.44 FALSE
262747_at hypothetical protein predicted by --- AT1G28540 -1.16 -0.22 -1.52 0.1744448 0.4131969 -5.44 FALSE
262265_at hypothetical protein predicted by --- --- 1.27 0.34 1.52 0.1745394 0.4133781 -5.44 FALSE
251303_at  NAM-like protein no apical merisANAC066 AT3G61910 1.16 0.21 1.52 0.1746065 0.413494 -5.45 FALSE
246948_at  cytochrome P450-like protein CYCYP71B12 AT5G25130 1.16 0.21 1.52 0.1748303 0.4138952 -5.45 FALSE
260064_at  ethylene-insensitive3-like3 (EIL3EIL3 AT1G73730 1.25 0.33 1.52 0.1748012 0.4138952 -5.45 FALSE
252029_s_a putative RNA binding protein het--- AT3G52660 // -1.16 -0.21 -1.52 0.1748176 0.4138952 -5.45 FALSE
249452_at  Sec7/gnom -like protein GNOM, --- AT5G39500 -1.18 -0.24 -1.52 0.1748942 0.4139604 -5.45 FALSE
252172_at  putative protein predicted protein--- AT3G50640 1.18 0.24 1.52 0.1748776 0.4139604 -5.45 FALSE
251064_at putative zinc finger protein severa--- AT5G01860 1.19 0.26 1.52 0.1749657 0.4140583 -5.45 FALSE
264447_at hypothetical protein predicted by --- AT1G27300 1.45 0.53 1.52 0.1749719 0.4140583 -5.45 FALSE
250656_at putative protein contains similarit --- AT5G06970 -1.27 -0.35 -1.52 0.1750327 0.4141163 -5.45 TRUE
251928_at  putative protein hypothetical pro --- AT3G53980 1.72 0.78 1.52 0.1750287 0.4141163 -5.45 FALSE
253835_at  putative beta-glucosidase beta-gBGLU9 AT4G27820 -1.21 -0.28 -1.52 0.1750809 0.4141875 -5.45 TRUE
267445_at  hypothetical protein predicted by--- AT2G33680 -1.21 -0.27 -1.52 0.1751499 0.4141897 -5.45 FALSE
259026_at  putative protein kinase similar to --- AT3G09240 1.21 0.27 1.52 0.1751672 0.4141897 -5.45 FALSE
251296_at  putative protein paladin - Mus m --- AT3G62010 1.20 0.26 1.52 0.1751678 0.4141897 -5.45 FALSE
245666_at hypothetical protein predicted by --- AT1G28280 1.41 0.50 1.52 0.1751727 0.4141897 -5.45 FALSE
244964_at PSII cytochrome b559 --- --- -1.13 -0.18 -1.52 0.175113 0.4141897 -5.45 FALSE
263758_s_aputative NADPH dependent man --- AT2G21250 // -1.17 -0.22 -1.52 0.1752234 0.4142669 -5.45 FALSE
251539_at  serine/threonine-specific protein --- AT3G58690 -1.25 -0.32 -1.51 0.1753103 0.4144032 -5.45 FALSE
264060_at hypothetical protein predicted by --- AT2G27980 -1.16 -0.22 -1.51 0.1753356 0.4144032 -5.45 FALSE
266146_at En/Spm-like transposon protein r --- --- 1.15 0.20 1.51 0.1753296 0.4144032 -5.45 FALSE
257561_at hypothetical protein predicted by APUM25 AT3G24270 1.19 0.26 1.51 0.1754667 0.4146052 -5.45 FALSE
257213_at  mitochondrial NAD-dependent m--- AT3G15020 1.35 0.43 1.51 0.1754608 0.4146052 -5.45 FALSE
253525_at predicted protein  ; supported by --- AT4G31330 -1.21 -0.27 -1.51 0.1754756 0.4146052 -5.45 FALSE
256151_at  multispanning membrane protein--- AT1G55130 -1.28 -0.35 -1.51 0.1755455 0.4147274 -5.45 FALSE
250818_at Expressed protein ; supported byALA1 AT5G04930 1.27 0.34 1.51 0.1756122 0.414842 -5.45 FALSE
254225_at  putative major latex protein majo--- AT4G23670 2.13 1.09 1.51 0.1756843 0.4149693 -5.45 FALSE
249991_at  zinc finger -like protein zinc finge--- AT5G18550 1.18 0.24 1.51 0.1757823 0.4150466 -5.45 FALSE



250774_at ATP-dependent RNA helicase-lik--- AT5G05450 -1.27 -0.34 -1.51 0.1758344 0.4150466 -5.45 FALSE
245132_at hypothetical protein predicted by --- AT2G45320 -1.29 -0.37 -1.51 0.1758444 0.4150466 -5.45 FALSE
247985_at putative protein contains similarit --- AT5G56790 -1.22 -0.28 -1.51 0.1758115 0.4150466 -5.45 FALSE
261180_at hypothetical protein predicted by --- --- 1.18 0.24 1.51 0.1758162 0.4150466 -5.45 FALSE
267505_at putative cytochrome P450  ;suppCYP76C1 AT2G45560 -1.22 -0.29 -1.51 0.1758209 0.4150466 -5.45 FALSE
253893_at  putative protein hypothetical pro --- AT4G27390 -1.27 -0.34 -1.51 0.1758327 0.4150466 -5.45 FALSE
253512_at  putative protein protein phosphaWIN2 AT4G31750 1.19 0.25 1.51 0.1758948 0.4150798 -5.45 FALSE
266420_at putative RNA-binding protein  ; su--- AT2G38610 -1.15 -0.20 -1.51 0.1758911 0.4150798 -5.45 FALSE
259420_at hypothetical protein similar to put--- AT1G13900 1.13 0.18 1.51 0.1760706 0.4150855 -5.45 FALSE
247856_at receptor-like protein kinase --- AT5G58300 -1.27 -0.34 -1.51 0.1759383 0.4150855 -5.45 FALSE
250764_at putative protein similar to unknow--- AT5G05960 3.65 1.87 1.51 0.1760489 0.4150855 -5.45 FALSE
251716_at  anthranilate synthase alpha-1 ch--- AT3G55870 1.17 0.23 1.51 0.1759801 0.4150855 -5.45 FALSE
251904_at  Machado-Joseph disease MJD1--- AT3G54130 1.26 0.33 1.51 0.1760789 0.4150855 -5.45 FALSE
250587_at putative protein contains similarit --- AT5G07640 1.17 0.23 1.51 0.1760507 0.4150855 -5.45 FALSE
255234_at contains similarity to Medicago tr --- AT4G05500 1.19 0.25 1.51 0.1760644 0.4150855 -5.45 FALSE
249060_at putative protein similar to unknowVPS2.2 AT5G44560 -1.16 -0.21 -1.51 0.1760792 0.4150855 -5.45 FALSE
263088_at putative replication protein A1 --- --- -1.17 -0.22 -1.51 0.1760063 0.4150855 -5.45 FALSE
256540_at  polyprotein, putative similar to po--- --- -1.15 -0.21 -1.51 0.1759276 0.4150855 -5.45 FALSE
258393_at unknown protein similar to unkno--- AT3G15480 -1.32 -0.40 -1.51 0.1761207 0.4150974 -5.45 FALSE
254635_at  extensin-like protein extensin-lik --- AT4G18670 1.21 0.28 1.51 0.176109 0.4150974 -5.45 TRUE
250810_at putative protein contains similarit --- AT5G05090 -1.33 -0.42 -1.51 0.176168 0.4151661 -5.45 FALSE
262342_at unknown protein similar to hypoth--- AT1G64150 -1.34 -0.43 -1.51 0.176246 0.4153069 -5.45 FALSE
246238_at sugar transporter like protein --- AT4G36670 1.55 0.63 1.51 0.1763003 0.415392 -5.45 FALSE
254406_at  putative transposable element re--- --- 1.16 0.21 1.51 0.176395 0.4155635 -5.45 FALSE
263762_at putative kinesin heavy chain  ; su--- AT2G21380 -1.32 -0.40 -1.51 0.1764095 0.4155635 -5.45 FALSE
250792_at unknown protein  ;supported by f --- AT5G05520 -1.19 -0.25 -1.51 0.1766668 0.4161249 -5.46 FALSE
255816_at unknown protein  ;supported by f GLTP1 AT2G33470 -1.15 -0.21 -1.51 0.1767026 0.4161249 -5.46 FALSE
249662_s_aputative protein hypothetical prot --- AT5G36680 // 1.14 0.19 1.51 0.1766917 0.4161249 -5.46 FALSE
266174_at hypothetical protein predicted by --- AT2G02440 1.14 0.19 1.51 0.1767209 0.416125 -5.46 FALSE
247878_at unknown protein --- AT5G57760 -4.24 -2.08 -1.51 0.176747 0.4161435 -5.46 FALSE
250349_at  putative receptor - like kinase re --- AT5G12000 1.20 0.26 1.51 0.1768067 0.4161669 -5.46 FALSE
248983_at ras-related GTP-binding protein RRHA1 AT5G45130 1.17 0.22 1.51 0.1768117 0.4161669 -5.46 FALSE
249425_at  putative protein 5'-AMP-ACTIVA--- AT5G39790 -1.42 -0.50 -1.51 0.1768038 0.4161669 -5.46 FALSE
257797_at hypothetical protein contains Pfa --- AT3G15940 1.21 0.27 1.51 0.1768632 0.4162452 -5.46 FALSE
252855_at  putative protein alpha-amino-epsAGT2 AT4G39660 -1.24 -0.31 -1.51 0.176985 0.4164521 -5.46 FALSE



248169_at ankyrin-repeat-containing proteinANK AT5G54610 2.99 1.58 1.51 0.1769876 0.4164521 -5.46 FALSE
265893_at putative disease resistance prote--- AT2G15040 // 1.57 0.65 1.51 0.1770853 0.4166339 -5.46 FALSE
246678_at putative protein predicted replica --- --- -1.20 -0.27 -1.51 0.1771014 0.4166339 -5.46 FALSE
261843_at unknown protein --- AT1G16180 1.17 0.22 1.51 0.1771225 0.4166406 -5.46 FALSE
249332_at putative protein similar to unknow--- AT5G40980 1.22 0.29 1.51 0.1771437 0.4166476 -5.46 FALSE
253247_at  Homeodomain - like protein simiBLH6 AT4G34610 1.35 0.43 1.51 0.1772002 0.4166514 -5.46 FALSE
251957_at  putative protein predicted protein--- AT3G53690 -1.20 -0.27 -1.51 0.1771951 0.4166514 -5.46 FALSE
265077_at hypothetical protein similar to RIN--- AT1G55530 1.28 0.36 1.51 0.1771656 0.4166514 -5.46 FALSE
255808_at  putative protein predicted protein--- AT4G10280 -1.20 -0.26 -1.51 0.1773356 0.4169269 -5.46 FALSE
266846_at unknown protein --- AT2G25970 -1.16 -0.22 -1.51 0.177507 0.4172655 -5.46 FALSE
260953_at  transcriptional activator RF2a, pu--- AT1G06070 -1.20 -0.26 -1.51 0.1775162 0.4172655 -5.46 FALSE
250319_at putative protein strong similarity t--- AT5G12120 -1.15 -0.20 -1.51 0.1775389 0.4172759 -5.46 FALSE
260353_at putative nitrilase-associated proteSP1L2 AT1G69230 1.22 0.29 1.51 0.1775608 0.4172843 -5.46 FALSE
246014_at putative protein --- AT5G10680 1.18 0.24 1.51 0.1776788 0.4173895 -5.46 FALSE
257958_at unknown protein similar to diseas--- AT3G25510 1.21 0.28 1.51 0.177663 0.4173895 -5.46 FALSE
248769_at putative protein strong similarity t--- AT5G47730 1.78 0.83 1.51 0.1776602 0.4173895 -5.46 FALSE
260452_at putative SRF-type transcription fa--- AT1G72350 1.30 0.38 1.51 0.1776392 0.4173895 -5.46 FALSE
249985_at  Ser/Thr specific protein kinase - --- AT5G18500 1.23 0.30 1.51 0.1776989 0.4173939 -5.46 TRUE
251878_at  putative protein predicted protein--- AT3G54310 1.15 0.20 1.50 0.177808 0.4175368 -5.46 FALSE
253770_at protein kinase ADK1-like protein CKL6 AT4G28540 1.16 0.22 1.50 0.1778253 0.4175368 -5.46 FALSE
256344_at  C2H2-type zinc finger protein, puTFIIIA AT1G72050 -1.22 -0.29 -1.50 0.177833 0.4175368 -5.46 FALSE
264754_at  receptor kinase, putative similar --- AT1G61400 1.21 0.27 1.50 0.1777983 0.4175368 -5.46 FALSE
257905_at unknown protein --- --- 1.21 0.28 1.50 0.1778927 0.417634 -5.46 FALSE
251927_at  hypothetical protein ER6 protein --- AT3G53990 1.17 0.22 1.50 0.1779395 0.4176791 -5.46 FALSE
255497_at  hypothetical protein similar to A. UNE12 AT4G02590 1.18 0.24 1.50 0.1779485 0.4176791 -5.46 FALSE
250835_at  putative protein various predicte DME AT5G04560 1.22 0.29 1.50 0.1780587 0.4178603 -5.46 FALSE
255503_at  contains similarity to a protein ki --- AT4G02420 1.83 0.87 1.50 0.1780624 0.4178603 -5.46 FALSE
250316_at cystatin (emb|CAA03929.1)  ; supATCYS1 AT5G12140 1.18 0.24 1.50 0.1781575 0.418015 -5.46 FALSE
250416_at  putative protein predicted protein--- AT5G11220 1.18 0.24 1.50 0.1781649 0.418015 -5.46 FALSE
266086_at putative Na+-dependent inorgani PHT4;2 AT2G38060 1.19 0.26 1.50 0.178189 0.4180269 -5.46 FALSE
256388_at unknown protein --- AT3G06180 -1.19 -0.25 -1.50 0.1782174 0.4180269 -5.46 FALSE
246698_at putative protein --- --- 1.16 0.22 1.50 0.178225 0.4180269 -5.46 FALSE
253864_at hypothetical protein --- AT4G27460 1.23 0.30 1.50 0.1782922 0.4181416 -5.46 FALSE
262705_at putative wall-associated kinase s --- AT1G16260 1.86 0.89 1.50 0.1783485 0.4182307 -5.46 FALSE
266613_at similar to gibberellin-regulated pr --- AT2G14900 4.86 2.28 1.50 0.1783845 0.418272 -5.46 FALSE



247293_at putative protein similar to unknow--- AT5G64510 1.77 0.83 1.50 0.1785023 0.4185053 -5.47 FALSE
255929_at hypothetical protein predicted by --- AT1G12650 -1.22 -0.28 -1.50 0.1786659 0.4187189 -5.47 FALSE
261560_at  acyl CoA thioesterase, putative s--- AT1G01710 1.15 0.20 1.50 0.1786124 0.4187189 -5.47 FALSE
252390_at Expressed protein ; supported by--- AT3G47836 -1.21 -0.28 -1.50 0.1786668 0.4187189 -5.47 FALSE
260907_at hypothetical protein predicted by --- AT1G02570 -1.16 -0.22 -1.50 0.1786497 0.4187189 -5.47 FALSE
247182_at putative protein contains similarit HB25 AT5G65410 -1.22 -0.28 -1.50 0.1787177 0.4187243 -5.47 FALSE
257408_at unknown protein similar to A. tha SON1 AT2G17310 1.21 0.27 1.50 0.1786904 0.4187243 -5.47 FALSE
263895_at hypothetical protein predicted by --- AT2G21920 1.14 0.20 1.50 0.1787242 0.4187243 -5.47 FALSE
252389_at Expressed protein ; supported by--- AT3G47833 1.38 0.46 1.50 0.1788007 0.4188605 -5.47 FALSE
261222_at  anter-specific proline-rich protein--- AT1G20120 -1.17 -0.22 -1.50 0.1788281 0.4188815 -5.47 FALSE
263421_at unknown protein  ;supported by f EXL5 AT2G17230 1.49 0.58 1.50 0.1788815 0.4189637 -5.47 TRUE
263987_at putative lipase  ; supported by cD--- AT2G42690 -1.27 -0.34 -1.50 0.1789254 0.4189804 -5.47 FALSE
261029_at unknown protein --- AT1G17330 1.25 0.32 1.50 0.1789087 0.4189804 -5.47 FALSE
261367_at  protein kinase, putative similar to--- AT1G53080 2.48 1.31 1.50 0.1790751 0.4192414 -5.47 FALSE
260117_at  AIG1-like protein similar to AIG1--- AT1G33950 1.13 0.18 1.50 0.1790738 0.4192414 -5.47 FALSE
245446_at enoyl-CoA hydratase --- AT4G16800 -1.19 -0.25 -1.50 0.179092 0.4192414 -5.47 FALSE
259135_at hypothetical protein predicted by RAD9 AT3G05480 1.28 0.36 1.50 0.1791659 0.4193715 -5.47 FALSE
258670_at unknown protein --- AT3G08810 1.23 0.30 1.50 0.1792108 0.4194335 -5.47 FALSE
253625_at  signal recognition particle recept--- AT4G30600 1.16 0.22 1.50 0.1792536 0.4194905 -5.47 FALSE
248436_at putative protein contains similarit --- AT5G51220 -1.18 -0.23 -1.50 0.1794289 0.4198578 -5.47 FALSE
262761_at  unknown protein ESTs gb|AA39 --- AT1G10720 1.27 0.35 1.50 0.179466 0.4199015 -5.47 FALSE
251945_at  dTDP-glucose 4-6-dehydratase UXS1 AT3G53520 1.18 0.24 1.50 0.1796147 0.4199497 -5.47 FALSE
259321_at unknown protein GAUT13 AT3G01040 1.26 0.33 1.50 0.1796547 0.4199497 -5.47 FALSE
265375_at unknown protein  ;supported by f VPS2.1 AT2G06530 1.24 0.31 1.50 0.1796201 0.4199497 -5.47 FALSE
257080_at unknown protein --- AT3G15240 1.14 0.19 1.50 0.1796436 0.4199497 -5.47 FALSE
250466_at  putative protein TETRATRICOP --- AT5G10090 1.16 0.21 1.50 0.1796891 0.4199497 -5.47 FALSE
259391_s_a delta 9 desaturase, putative simi--- AT1G06350 // 1.19 0.24 1.50 0.1795455 0.4199497 -5.47 FALSE
260670_at Expressed protein ; supported byNFD5 AT1G19520 -1.30 -0.38 -1.50 0.1796578 0.4199497 -5.47 FALSE
256493_at hypothetical protein predicted by --- AT1G31600 -1.22 -0.29 -1.50 0.179575 0.4199497 -5.47 FALSE
258382_at hypothetical protein UBC25 AT3G15355 1.25 0.32 1.50 0.1796236 0.4199497 -5.47 FALSE
263549_at unknown protein MEE3 AT2G21650 -2.04 -1.03 -1.50 0.1796869 0.4199497 -5.47 FALSE
265064_at hypothetical protein contains sim ENT7 AT1G61630 1.30 0.38 1.50 0.1796736 0.4199497 -5.47 FALSE
260958_at unknown protein identical to unkn--- AT1G06060 -1.21 -0.27 -1.50 0.1798033 0.4201734 -5.47 FALSE
246315_at hypothetical protein --- AT3G56870 -1.32 -0.40 -1.50 0.1798502 0.4202401 -5.47 FALSE
252491_at  disease resistance protein RPP8--- AT3G46730 -1.15 -0.20 -1.50 0.1798961 0.4203042 -5.47 FALSE



259991_at putative S-adenosyl-L-methionine--- AT1G68040 1.18 0.24 1.50 0.1799233 0.4203248 -5.47 FALSE
249793_at putative protein contains similarit --- AT5G23680 -1.28 -0.35 -1.50 0.1799913 0.4203692 -5.47 FALSE
245032_at En/Spm-like transposon protein r --- --- 1.29 0.36 1.50 0.1800055 0.4203692 -5.47 FALSE
262460_s_a fructokinase, putative similar to f --- AT1G06030 // -1.17 -0.22 -1.50 0.1799796 0.4203692 -5.47 FALSE
263367_at putative retroelement pol polypro --- --- 1.21 0.27 1.50 0.1800161 0.4203692 -5.47 FALSE
261882_at  GTP-binding protein, putative simPDE318 AT1G80770 -1.18 -0.24 -1.50 0.1800629 0.4204356 -5.47 FALSE
260878_at scarecrow-like 1 identical to scar SCL1 AT1G21450 1.27 0.35 1.50 0.1802288 0.4207798 -5.47 FALSE
247722_at  GTP-binding protein rab11 - like ATRABA2DAT5G59150 1.19 0.25 1.49 0.1803067 0.4209187 -5.47 FALSE
261959_s_a polyprotein, putative similar to po--- --- 1.21 0.28 1.49 0.1803962 0.4210846 -5.47 FALSE
249248_at unknown protein --- AT5G42320 1.21 0.28 1.49 0.1804958 0.4211876 -5.47 FALSE
261171_at unknown protein --- AT1G04880 1.18 0.23 1.49 0.1804878 0.4211876 -5.47 FALSE
263227_at Expressed protein ; supported by--- AT1G30750 1.22 0.28 1.49 0.1804828 0.4211876 -5.47 FALSE
247454_at unknown protein --- AT5G62440 -1.39 -0.47 -1.49 0.1805154 0.4211903 -5.48 FALSE
245650_at F5A9.20 similar to S-adenosyl-L- --- AT1G24735 1.21 0.27 1.49 0.180622 0.4212767 -5.48 FALSE
247373_at unknown protein  ;supported by f --- AT5G63150 -1.22 -0.29 -1.49 0.1805758 0.4212767 -5.48 FALSE
265146_at putative glucosyl transferase --- AT1G51210 1.38 0.46 1.49 0.1806263 0.4212767 -5.48 FALSE
258005_at  cysteine proteinase contains sim--- AT3G19390 1.95 0.96 1.49 0.1805955 0.4212767 -5.48 FALSE
253148_at cyclin 2b protein CYCB2;2 AT4G35620 1.22 0.28 1.49 0.1807023 0.4214108 -5.48 FALSE
246212_at putative protein ; supported by cDSPT AT4G36930 -1.68 -0.75 -1.49 0.1807589 0.4214137 -5.48 TRUE
263291_at unknown protein --- AT2G10920 -1.18 -0.24 -1.49 0.1807445 0.4214137 -5.48 FALSE
254197_at  trehalase - like protein trehalase TRE1 AT4G24040 1.29 0.37 1.49 0.1807549 0.4214137 -5.48 FALSE
245238_at  putative protein similarity to cyto ACYB-2 AT4G25570 -1.23 -0.30 -1.49 0.1807976 0.4214598 -5.48 FALSE
254494_at putative protein C65DMY30S QRT3 AT4G20050 1.16 0.21 1.49 0.1808157 0.4214598 -5.48 FALSE
263541_at unknown protein  ; supported by --- AT2G24860 1.18 0.24 1.49 0.1809017 0.4214842 -5.48 FALSE
265275_at En/Spm-like transposon protein r --- AT2G28440 1.35 0.43 1.49 0.1808782 0.4214842 -5.48 FALSE
254853_at  putative DNA-binding protein AT--- AT4G12080 -1.25 -0.32 -1.49 0.1808866 0.4214842 -5.48 FALSE
261990_at unknown protein --- AT1G33660 1.18 0.24 1.49 0.1809185 0.4214842 -5.48 FALSE
264762_at  receptor kinase, putative similar --- AT1G61460 1.21 0.28 1.49 0.1809082 0.4214842 -5.48 FALSE
258932_at hypothetical protein predicted by PAP16 AT3G10150 1.17 0.23 1.49 0.1809414 0.4214945 -5.48 FALSE
255072_at  outer envelope membrane prote TOC75-IV AT4G09080 -1.21 -0.28 -1.49 0.1810712 0.4217537 -5.48 FALSE
259270_at putative porin similar to outer mit VDAC1 AT3G01280 1.21 0.28 1.49 0.1810916 0.4217581 -5.48 FALSE
256715_at  hypothetical protein predicted byMEE18 AT2G34090 1.29 0.37 1.49 0.1811427 0.421791 -5.48 FALSE
262702_at putative protein phosphatase 2C --- AT1G16220 1.20 0.26 1.49 0.1811293 0.421791 -5.48 FALSE
260087_at hypothetical protein predicted by --- AT1G73200 1.26 0.33 1.49 0.1811819 0.4218331 -5.48 FALSE
262903_at  NADPH-dependent codeinone re--- AT1G59950 -2.02 -1.02 -1.49 0.1812348 0.4218331 -5.48 FALSE



253986_at  putative protein predicted protein--- AT4G26210 -1.34 -0.42 -1.49 0.1812039 0.4218331 -5.48 FALSE
250964_at  putative protein various predicte --- AT5G03010 1.23 0.30 1.49 0.1812204 0.4218331 -5.48 FALSE
254260_at hypothetical protein --- AT4G23440 1.30 0.38 1.49 0.1813534 0.4220537 -5.48 TRUE
266053_at unknown protein --- AT2G40730 1.20 0.26 1.49 0.1813918 0.4220537 -5.48 FALSE
252195_at  putative protein various predicte --- AT3G50190 1.21 0.28 1.49 0.1814035 0.4220537 -5.48 FALSE
264595_at  putative vesicle-associated memVAMP721 AT1G04750 -1.26 -0.33 -1.49 0.1813837 0.4220537 -5.48 FALSE
256083_at hypothetical protein predicted by --- AT1G20730 1.14 0.20 1.49 0.181483 0.422126 -5.48 FALSE
257596_at unknown protein --- AT3G24760 -1.21 -0.27 -1.49 0.1815052 0.422126 -5.48 FALSE
249319_s_aputative protein similar to unknow--- AT5G40880 // 1.22 0.28 1.49 0.1815086 0.422126 -5.48 FALSE
258958_at vacuolar membrane ATPase subVMA10 AT3G01390 -1.27 -0.35 -1.49 0.1815038 0.422126 -5.48 FALSE
254492_at endomembrane-associated protePCAP1 AT4G20260 -1.20 -0.26 -1.49 0.1815572 0.4221436 -5.48 FALSE
264490_at  putative protein import receptor sTOM20-2 AT1G27390 -1.33 -0.41 -1.49 0.1815717 0.4221436 -5.48 FALSE
265881_at hypothetical protein predicted by --- AT2G42480 1.20 0.27 1.49 0.1815621 0.4221436 -5.48 FALSE
261129_at tubulin alpha-2/alpha-4 chain ide TUA4 AT1G04820 1.55 0.63 1.49 0.1818445 0.4222884 -5.48 TRUE
253480_at  putative protein ENOD16, Medic--- AT4G31840 -1.17 -0.23 -1.49 0.1817648 0.4222884 -5.48 FALSE
247854_at contains similarity to phosphoest --- AT5G58200 -1.20 -0.26 -1.49 0.1819179 0.4222884 -5.48 FALSE
250216_at unknown protein --- AT5G14090 1.24 0.31 1.49 0.1818787 0.4222884 -5.48 FALSE
255810_at hypothetical protein ; supported b--- AT4G10140 1.18 0.24 1.49 0.1818771 0.4222884 -5.48 FALSE
250918_at  putative protein proline-rich prote--- AT5G03610 2.10 1.07 1.49 0.181743 0.4222884 -5.48 FALSE
250648_at late embryogenesis abundant pro--- AT5G06760 1.20 0.26 1.49 0.1816783 0.4222884 -5.48 FALSE
256743_at Expressed protein ; supported by--- AT3G29370 -1.61 -0.69 -1.49 0.1818748 0.4222884 -5.48 FALSE
263425_at putative preprotein translocase SEMB2289 AT2G31530 -1.21 -0.28 -1.49 0.1816901 0.4222884 -5.48 FALSE
257978_at putative serine/threonine protein ATNEK5 AT3G20860 1.73 0.79 1.49 0.1817933 0.4222884 -5.48 FALSE
267002_s_aputative photosystem II type I chlLHB1B1 AT2G34420 // -1.14 -0.19 -1.49 0.1819487 0.4222884 -5.48 FALSE
249305_at putative protein strong similarity t--- AT5G41490 1.21 0.28 1.49 0.1817307 0.4222884 -5.48 FALSE
259926_at putative DNA-3-methyladenine g --- AT1G75090 -1.14 -0.19 -1.49 0.181946 0.4222884 -5.48 FALSE
258288_at unknown protein LSH4 --- 1.42 0.50 1.49 0.1818879 0.4222884 -5.48 FALSE
261797_at  cation-chloride co-transporter, pu--- AT1G30455 -1.19 -0.26 -1.49 0.1819074 0.4222884 -5.48 FALSE
245493_at hypothetical protein --- --- -1.16 -0.21 -1.49 0.181814 0.4222884 -5.48 FALSE
252429_at H-protein promoter binding factorCDF3 AT3G47500 -1.30 -0.38 -1.49 0.1817907 0.4222884 -5.48 FALSE
250446_at  nucleoid DNA-binding protein cn--- AT5G10770 1.37 0.45 1.49 0.1819847 0.4223289 -5.48 FALSE
255225_at  U3 snoRNP-associated -like pro --- AT4G05410 -1.47 -0.56 -1.49 0.182069 0.4224815 -5.48 TRUE
246644_at putative protein --- AT5G35100 -1.28 -0.36 -1.49 0.1821416 0.4226071 -5.48 FALSE
266901_at hypothetical protein predicted by JAZ7 AT2G34600 1.66 0.73 1.49 0.1821946 0.422687 -5.48 FALSE
257226_at hypothetical protein predicted by --- AT3G27880 -1.56 -0.64 -1.49 0.1822674 0.422813 -5.48 FALSE



255652_at putative protein MEE47 AT4G00950 -1.69 -0.76 -1.49 0.1824263 0.4231384 -5.48 FALSE
246138_at putative protein predicted protein --- AT5G19870 1.14 0.19 1.49 0.1824534 0.4231582 -5.48 FALSE
259852_at  disulfide bond formation protein, AERO1 AT1G72280 1.46 0.54 1.49 0.1825213 0.4232542 -5.48 FALSE
252513_at  putative protein KIAA0776 prote --- AT3G46220 -1.18 -0.24 -1.49 0.1825493 0.4232542 -5.49 FALSE
253503_at  cytochrome P450-like protein cy CYP82C3 AT4G31950 1.36 0.44 1.49 0.1825504 0.4232542 -5.49 FALSE
250031_at transfactor-like protein  ; supporteMYR1 AT5G18240 -1.27 -0.35 -1.49 0.1826662 0.4234632 -5.49 FALSE
265106_s_aputative membrane-associated s --- AT1G62590 // 1.15 0.20 1.49 0.1826962 0.4234632 -5.49 FALSE
266217_at unknown protein AT2G28830--- 1.16 0.22 1.49 0.1826948 0.4234632 -5.49 FALSE
258983_at  putative aminotransferase simila--- AT3G08860 -1.71 -0.77 -1.48 0.1828317 0.4236265 -5.49 FALSE
250252_at transporter-like protein ;supporte ZIFL1 AT5G13750 1.80 0.85 1.48 0.1828376 0.4236265 -5.49 FALSE
252860_at  putative protein bZIP protein, Ara--- AT4G39790 1.15 0.20 1.48 0.1828671 0.4236265 -5.49 FALSE
254308_at  putative protein snRNP assembl --- AT4G22410 -1.18 -0.23 -1.48 0.182851 0.4236265 -5.49 FALSE
252250_at  putative protein predicted protein--- AT3G49790 1.30 0.38 1.48 0.1828709 0.4236265 -5.49 FALSE
249013_at receptor-like protein kinase GSO2 AT5G44700 -1.14 -0.19 -1.48 0.1828781 0.4236265 -5.49 FALSE
255496_at putative protein similar to plant nuBZO2H1 AT4G02640 -1.26 -0.34 -1.48 0.1829403 0.4237275 -5.49 FALSE
266425_at putative strictosidine synthase --- AT2G41300 1.20 0.26 1.48 0.1829626 0.4237361 -5.49 FALSE
263294_at hypothetical protein predicted by --- --- 1.25 0.32 1.48 0.1829987 0.4237519 -5.49 FALSE
257375_at unknown protein --- AT2G38640 1.64 0.71 1.48 0.1830066 0.4237519 -5.49 FALSE
259023_at unknown protein  ; supported by --- AT3G07510 -1.32 -0.41 -1.48 0.1830865 0.4238136 -5.49 FALSE
257752_at hypothetical protein predicted by --- AT3G18720 1.19 0.25 1.48 0.1830702 0.4238136 -5.49 FALSE
249516_s_amyrosinase binding protein-like; s--- AT5G38540 // 1.20 0.26 1.48 0.183089 0.4238136 -5.49 FALSE
245749_at  proline-rich protein, putative sim --- AT1G51090 -1.67 -0.74 -1.48 0.1831654 0.4238186 -5.49 TRUE
247664_at  APETALA2 protein - like APETATOE2 AT5G60120 -1.18 -0.24 -1.48 0.1831353 0.4238186 -5.49 FALSE
258520_at hypothetical protein predicted by --- AT3G06710 -1.26 -0.33 -1.48 0.1831497 0.4238186 -5.49 FALSE
256362_at hypothetical protein --- AT1G66450 1.19 0.25 1.48 0.1831212 0.4238186 -5.49 FALSE
259448_at hypothetical protein similar to tran--- AT1G13790 -1.21 -0.27 -1.48 0.1831961 0.4238464 -5.49 FALSE
262926_s_a receptor kinase, putative similar ARK1 AT1G65790 // 1.59 0.67 1.48 0.1832241 0.4238583 -5.49 TRUE
255643_at hypothetical protein --- AT4G00840 -1.17 -0.23 -1.48 0.1832383 0.4238583 -5.49 FALSE
260363_at unknown protein similar to hypoth--- AT1G70550 -1.23 -0.30 -1.48 0.1832907 0.4239364 -5.49 FALSE
258792_at hypothetical protein predicted by --- AT3G04640 1.75 0.81 1.48 0.183315 0.4239497 -5.49 FALSE
245080_at putative receptor-like protein kina--- AT2G23300 1.26 0.34 1.48 0.1833404 0.4239653 -5.49 FALSE
257154_at unknown protein  ; supported by --- AT3G27210 -1.24 -0.31 -1.48 0.1833869 0.423985 -5.49 TRUE
251742_at  putative protein kinase serine thr--- AT3G56050 -1.17 -0.23 -1.48 0.1834046 0.423985 -5.49 FALSE
245163_at putative flavin-containing monoox--- AT2G33230 1.23 0.30 1.48 0.183403 0.423985 -5.49 FALSE
247021_at putative protein similar to unknow--- AT5G67040 1.19 0.25 1.48 0.1834601 0.4240701 -5.49 FALSE



256390_at putative MAP kinase similar to M ATMKK8 AT3G06230 1.16 0.21 1.48 0.1834913 0.4240995 -5.49 FALSE
255673_at  Similar to receptor-like protein kiRLK4 AT4G00340 1.18 0.24 1.48 0.1836814 0.4244528 -5.49 FALSE
264176_at  bZIP-like protein similar to bZIP --- AT1G02110 -1.32 -0.40 -1.48 0.1836786 0.4244528 -5.49 FALSE
264692_at  DNA binding protein MybSt1, pu --- AT1G70000 -1.23 -0.30 -1.48 0.1837331 0.4244862 -5.49 FALSE
254653_at  polygalacturonase-like protein ex--- AT4G18180 -1.13 -0.18 -1.48 0.1837151 0.4244862 -5.49 FALSE
252681_at  NAC domain -like protein Tobac anac061 AT3G44350 1.22 0.28 1.48 0.1837697 0.4245278 -5.49 FALSE
254404_at hypothetical protein B70 AT4G21340 1.13 0.18 1.48 0.1838016 0.4245441 -5.49 FALSE
263943_at putative mitochondrial carrier pro --- AT2G35800 -1.22 -0.28 -1.48 0.183814 0.4245441 -5.49 FALSE
258164_at surfeit 1 identical to GB:AAF1960SURF1 AT3G17910 -1.30 -0.38 -1.48 0.1839483 0.4248112 -5.49 FALSE
248970_at urea active transporter-like protei--- AT5G45380 1.50 0.58 1.48 0.1840007 0.4248427 -5.49 FALSE
248693_at regulator of chromosome conden--- AT5G48330 -1.28 -0.36 -1.48 0.1840396 0.4248427 -5.49 FALSE
248682_at cytochrome b5 (dbj|BAA74840.1)CB5-D AT5G48810 -1.17 -0.23 -1.48 0.184055 0.4248427 -5.49 FALSE
252233_at AtMYB84  ;supported by full-lengMYB84 AT3G49690 -1.20 -0.27 -1.48 0.1840497 0.4248427 -5.49 FALSE
252062_at  hypothetical protein KIAA0253 p --- AT3G52640 -1.25 -0.33 -1.48 0.1840009 0.4248427 -5.49 FALSE
255589_s_ahypothetical protein --- AT4G01590 // -1.28 -0.35 -1.48 0.184119 0.4249472 -5.49 FALSE
257084_at unknown protein --- AT3G20620 1.30 0.38 1.48 0.1841842 0.4250548 -5.49 FALSE
256379_at hypothetical protein predicted by --- AT1G66840 -1.27 -0.34 -1.48 0.1842318 0.4251217 -5.49 FALSE
251313_at putative protein several hypothet --- AT3G61360 -1.19 -0.25 -1.48 0.184314 0.4252665 -5.49 FALSE
267343_at hypothetical protein predicted by --- AT2G44260 2.32 1.21 1.48 0.1843319 0.4252665 -5.49 FALSE
264674_at Expressed protein ; supported byPOLD4 AT1G09815 1.20 0.26 1.48 0.1844191 0.4253817 -5.49 FALSE
265925_at hypothetical protein predicted by --- AT2G18610 1.17 0.23 1.48 0.1844066 0.4253817 -5.49 FALSE
247031_at UDP-glucuronyltransferase-like p--- AT5G67230 -1.28 -0.35 -1.48 0.1844426 0.425386 -5.49 FALSE
261143_at unknown protein ATPUP14 AT1G19770 1.36 0.44 1.48 0.1844583 0.425386 -5.49 FALSE
256308_s_a ABC transporter, putative contai ATMRP13 AT1G30410 // -1.33 -0.41 -1.48 0.1845201 0.4254268 -5.49 FALSE
257742_at hypothetical protein predicted by SDH2-1 AT3G27380 1.18 0.24 1.48 0.1845506 0.4254268 -5.49 FALSE
256291_at  protein kinase, putative containsAtNek7 AT3G12200 -1.21 -0.28 -1.48 0.184506 0.4254268 -5.49 FALSE
253686_at  putative protein predicted protein--- AT4G29750 -1.21 -0.28 -1.48 0.184544 0.4254268 -5.49 FALSE
247737_at  putative protein various predicte --- AT5G59200 -1.13 -0.18 -1.48 0.1845734 0.4254366 -5.49 FALSE
252152_at putative protein several hypothet --- AT3G51350 1.17 0.22 1.48 0.1846262 0.4254722 -5.50 FALSE
252570_at isovaleryl-CoA-dehydrogenase p IVD AT3G45300 1.44 0.53 1.48 0.1846118 0.4254722 -5.50 FALSE
255339_at  hypothetical protein similar to A. --- AT4G04480 1.38 0.47 1.48 0.1846738 0.425539 -5.50 FALSE
265283_at unknown protein predicted by ge MUR3 AT2G20370 1.28 0.36 1.48 0.1848412 0.4258387 -5.50 FALSE
258035_at putative Ca2+-transporting ATPaACA9 AT3G21180 1.20 0.27 1.48 0.1848256 0.4258387 -5.50 FALSE
267238_at unknown protein  ;supported by f --- AT2G44130 2.02 1.01 1.48 0.1849094 0.4259527 -5.50 FALSE
261516_at  hypoxanthine ribosyl transferase--- AT1G71750 -1.17 -0.22 -1.48 0.1850215 0.4261679 -5.50 FALSE



255103_at  putative phosphoglyceride transf--- AT4G08690 1.17 0.23 1.48 0.1851428 0.4262752 -5.50 FALSE
251724_at putative protein --- AT3G56250 -1.19 -0.25 -1.48 0.1851354 0.4262752 -5.50 FALSE
252928_at  putative protein more than 30 pr --- AT4G38940 1.40 0.49 1.48 0.1851151 0.4262752 -5.50 FALSE
266972_at 40S ribosomal protein S15A --- AT2G39590 -1.16 -0.22 -1.48 0.1851159 0.4262752 -5.50 FALSE
252038_at gamma response I protein  ; supp--- AT3G52120 1.25 0.32 1.48 0.1851661 0.4262856 -5.50 FALSE
263290_at unknown protein --- AT2G10930 1.14 0.19 1.48 0.1852102 0.4263442 -5.50 FALSE
253120_at  putative protein phospholipase DPLDDELTAAT4G35790 -1.25 -0.32 -1.48 0.1853509 0.4266251 -5.50 FALSE
259323_at unknown protein --- AT3G05280 -1.13 -0.18 -1.48 0.1853914 0.4266751 -5.50 FALSE
256281_at  myb-family transcription factor, pTRFL9 AT3G12560 1.23 0.29 1.47 0.1854771 0.4266904 -5.50 FALSE
267507_at putative ribosomal protein S27  ;s--- AT2G45710 -1.29 -0.37 -1.47 0.1854804 0.4266904 -5.50 FALSE
258977_s_aputative aspartate kinase similar AK3 AT3G02020 // -1.30 -0.38 -1.47 0.1854613 0.4266904 -5.50 FALSE
249085_at putative protein similar to unknow--- AT5G44170 -1.20 -0.26 -1.47 0.1854915 0.4266904 -5.50 FALSE
256762_at Expressed protein ; supported byIDL1 AT3G25655 2.37 1.25 1.47 0.1854727 0.4266904 -5.50 FALSE
256734_at unknown protein RIK AT3G29390 1.17 0.22 1.47 0.1855566 0.4267539 -5.50 FALSE
265339_at putative inorganic pyrophosphataAtPPa2 AT2G18230 -1.34 -0.42 -1.47 0.1855459 0.4267539 -5.50 FALSE
245632_at unknown protein contains similar ATRBL10 AT1G25290 -1.18 -0.24 -1.47 0.1856216 0.4268398 -5.50 FALSE
262143_at unknown protein --- AT1G52630 -1.19 -0.26 -1.47 0.1856408 0.4268398 -5.50 FALSE
249453_at v-SNARE AtVTI1a SGR4 AT5G39510 -1.15 -0.20 -1.47 0.1856501 0.4268398 -5.50 FALSE
253383_at putative protein  ;supported by fu --- AT4G32900 -1.28 -0.35 -1.47 0.1856941 0.4268981 -5.50 FALSE
253265_at  putative protein RING-finger pro --- AT4G34040 -1.15 -0.20 -1.47 0.1857428 0.4269331 -5.50 FALSE
265420_s_ahypothetical protein predicted by BRX AT1G31880 // -1.26 -0.33 -1.47 0.1857468 0.4269331 -5.50 FALSE
262731_at hypothetical protein similar to gb|MC8 AT1G16420 3.40 1.77 1.47 0.1857963 0.426961 -5.50 FALSE
245282_at hypothetical protein ; supported b--- AT4G14990 1.24 0.31 1.47 0.1857908 0.426961 -5.50 FALSE
265662_at putative C2H2-type zinc finger prFZF AT2G24500 -1.25 -0.32 -1.47 0.1858204 0.4269732 -5.50 FALSE
264658_at hypothetical protein similar to LG--- AT1G09910 -1.19 -0.25 -1.47 0.1858403 0.426976 -5.50 FALSE
267440_at putative anthranilate N-hydroxyciSHT AT2G19070 -1.18 -0.24 -1.47 0.1859026 0.4270761 -5.50 FALSE
251201_at  putative protein predicted protein--- AT3G63020 1.14 0.19 1.47 0.1859252 0.4270849 -5.50 FALSE
262326_at hypothetical protein similar to put--- AT1G64140 // 1.16 0.21 1.47 0.1860268 0.4271524 -5.50 FALSE
248228_at unknown protein  ;supported by f --- AT5G53800 -1.25 -0.32 -1.47 0.1859932 0.4271524 -5.50 FALSE
265263_at putative DNA binding protein --- AT2G42940 1.17 0.23 1.47 0.1860052 0.4271524 -5.50 FALSE
255439_at putative phospho-ser/thr phosphaBSL1 AT4G03080 -1.17 -0.22 -1.47 0.1860295 0.4271524 -5.50 FALSE
258437_at unknown protein contains protein--- AT3G16560 -1.30 -0.38 -1.47 0.1860503 0.4271573 -5.50 FALSE
248021_at  RuBisCO subunit binding-protein--- AT5G56500 -1.37 -0.45 -1.47 0.1860893 0.4272038 -5.50 TRUE
265626_at unknown protein  ;supported by f --- AT2G27260 1.20 0.26 1.47 0.1861644 0.4273331 -5.50 FALSE
246514_at DNA-directed RNA polymerase ( --- AT5G15700 -1.30 -0.38 -1.47 0.1861891 0.4273468 -5.50 FALSE



252572_at  putative protein Mlo-h1 protein - MLO3 AT3G45290 1.34 0.42 1.47 0.1863039 0.4273591 -5.50 TRUE
262031_x_ahypothetical protein similar to put--- --- 1.18 0.24 1.47 0.186283 0.4273591 -5.50 FALSE
255001_at  AIG1-like protein AIG1 - Arabido--- AT4G09930 1.24 0.30 1.47 0.1862459 0.4273591 -5.50 FALSE
257465_at hypothetical protein predicted by --- AT1G13040 -1.14 -0.19 -1.47 0.1862377 0.4273591 -5.50 FALSE
257349_at unknown protein --- AT2G30630 1.17 0.23 1.47 0.1863068 0.4273591 -5.50 FALSE
265327_at unknown protein --- AT2G18210 2.35 1.23 1.47 0.1862913 0.4273591 -5.50 FALSE
261745_at unknown protein identical to unkn--- AT1G08500 1.53 0.61 1.47 0.1863266 0.4273616 -5.50 FALSE
260863_at hypothetical protein predicted by --- --- 1.28 0.36 1.47 0.186373 0.4274249 -5.50 FALSE
254365_at  putative protein hypothetical pro --- AT4G22030 1.18 0.23 1.47 0.1864535 0.4275666 -5.50 FALSE
259227_at putative 3  exoribonuclease conta--- AT3G07750 -1.56 -0.64 -1.47 0.1865607 0.4275974 -5.50 TRUE
248784_at putative protein similar to unknow--- AT5G47380 1.29 0.36 1.47 0.1865198 0.4275974 -5.50 FALSE
246234_at putative protein --- AT4G37280 -1.21 -0.27 -1.47 0.1865429 0.4275974 -5.50 FALSE
260333_at putative polygalacturonase simila--- AT1G70500 1.29 0.37 1.47 0.1865328 0.4275974 -5.50 FALSE
259637_at  protein disulfide isomerase precuATPDIL1-5 AT1G52260 -1.25 -0.33 -1.47 0.1865197 0.4275974 -5.50 FALSE
246719_at  homology to many predicted put --- --- 1.15 0.20 1.47 0.1866146 0.4276779 -5.50 FALSE
266426_x_ahypothetical protein predicted by --- AT2G07140 -1.35 -0.43 -1.47 0.1866377 0.4276867 -5.50 FALSE
248936_at heat shock transcription factor RHA1 AT5G45710 1.27 0.34 1.47 0.1866559 0.4276867 -5.50 FALSE
255444_at LUMINIDEPENDENS protein  ; sLD AT4G02560 -1.17 -0.23 -1.47 0.1867284 0.4277746 -5.51 FALSE
265121_at  similar to flavin-containing monoFMO GS-O AT1G62560 -1.36 -0.44 -1.47 0.1867318 0.4277746 -5.51 FALSE
252283_at  60S ribosomal protein L13 (BBC--- AT3G48960 -1.18 -0.24 -1.47 0.1867546 0.4277839 -5.51 FALSE
261005_at hypothetical protein similar to reti--- AT1G26420 1.60 0.68 1.47 0.1867849 0.4278063 -5.51 TRUE
257966_at unknown protein  ;supported by f --- AT3G19800 -1.27 -0.35 -1.47 0.1868019 0.4278063 -5.51 FALSE
264597_at unknown protein --- AT1G04620 -1.25 -0.32 -1.47 0.1868622 0.4279015 -5.51 FALSE
256047_at hypothetical protein predicted by --- AT1G07060 1.22 0.28 1.47 0.1868918 0.4279262 -5.51 FALSE
261070_at  disease resistance protein, putatAtRLP1 AT1G07390 -1.23 -0.30 -1.47 0.1870002 0.4280976 -5.51 TRUE
249973_at  GPAA1 - like protein glycosylpho--- AT5G19130 -1.20 -0.27 -1.47 0.1870042 0.4280976 -5.51 FALSE
261450_s_a O-methyltransferase, putative sim--- AT1G21110 // 3.40 1.77 1.47 0.1870273 0.4281075 -5.51 FALSE
244939_at ribosomal protein S12 (trans-splic--- --- -1.32 -0.40 -1.47 0.1872124 0.4284401 -5.51 FALSE
246047_at  putative protein predicted protein--- --- 1.18 0.24 1.47 0.1871977 0.4284401 -5.51 FALSE
264879_at  cotton fiber expressed protein, p --- AT1G61260 1.48 0.56 1.47 0.1872289 0.4284401 -5.51 FALSE
265685_at NAM (no apical meristem)-like prANAC038 AT2G24430 1.22 0.29 1.47 0.1872936 0.4285452 -5.51 FALSE
248527_at putative protein contains similarit --- AT5G50740 -1.19 -0.25 -1.47 0.1873921 0.4287275 -5.51 FALSE
260787_at  Ring3-like bromodomain protein GTE4 AT1G06230 -1.19 -0.25 -1.47 0.1874141 0.4287349 -5.51 FALSE
258964_at putative 3-phosphoinositide-depe--- AT3G10540 1.18 0.24 1.47 0.1875138 0.4287567 -5.51 FALSE
260463_at DNA helicase isolog RECQ4A AT1G10930 1.14 0.19 1.47 0.1875634 0.4287567 -5.51 FALSE



258391_at hypothetical protein predicted by --- AT3G15420 -1.29 -0.37 -1.47 0.1875039 0.4287567 -5.51 FALSE
261802_at hypothetical protein similar to hyp--- AT1G30550 -1.19 -0.25 -1.47 0.187565 0.4287567 -5.51 FALSE
254908_at putative protein other hypothetica--- --- 1.20 0.27 1.47 0.1874903 0.4287567 -5.51 FALSE
259048_at DegP protease contains similarityDegP7 AT3G03380 1.18 0.24 1.47 0.1874835 0.4287567 -5.51 FALSE
248567_at putative protein contains similarit --- AT5G49750 1.16 0.22 1.47 0.187574 0.4287567 -5.51 FALSE
265642_at putative nitrilase  ;supported by fuNLP1 AT2G27450 1.24 0.31 1.47 0.1875525 0.4287567 -5.51 FALSE
261411_at  histone H2B identical to GB:CAAHTB1 AT1G07790 -1.29 -0.36 -1.47 0.187604 0.4287736 -5.51 FALSE
250456_at 26S proteasome p55 protein-like EMB2107 AT5G09900 -1.25 -0.33 -1.47 0.187619 0.4287736 -5.51 FALSE
258481_at putative phosphatidate phosphohLPP3 AT3G02600 -1.25 -0.32 -1.47 0.1876662 0.4288377 -5.51 FALSE
246716_s_aputative protein --- AT5G28910 // -1.14 -0.19 -1.47 0.1876847 0.4288377 -5.51 FALSE
260398_at  putative RNA-binding domain coAPUM23 AT1G72320 -1.29 -0.37 -1.47 0.1879168 0.4292822 -5.51 FALSE
258581_at hypothetical protein predicted by --- AT3G04160 -1.17 -0.22 -1.47 0.1879096 0.4292822 -5.51 FALSE
250299_at  putative esterase - like protein ci--- AT5G11910 -1.19 -0.25 -1.47 0.1880001 0.4293434 -5.51 FALSE
245843_at unknown protein --- AT1G26180 -1.20 -0.27 -1.47 0.1879824 0.4293434 -5.51 FALSE
248296_at protochlorophyllide reductase; ox--- AT5G53090 -1.24 -0.31 -1.47 0.1879649 0.4293434 -5.51 FALSE
266300_at putative auxin transport protein  ;PIN4 AT2G01420 -1.78 -0.83 -1.46 0.1881055 0.4294847 -5.51 FALSE
257668_at  sugar transporter, putative simila--- AT3G20460 1.27 0.35 1.46 0.1881091 0.4294847 -5.51 FALSE
257953_at predicted protein supported by fuPEX22 AT3G21865 -1.31 -0.39 -1.46 0.1881184 0.4294847 -5.51 FALSE
265012_at  putative b-keto acyl reductase siKCR2 AT1G24470 1.18 0.24 1.46 0.1881853 0.4295514 -5.51 FALSE
248677_at unknown protein --- AT5G48860 1.19 0.25 1.46 0.1881694 0.4295514 -5.51 FALSE
259891_at  putative Eukaryotic initiation fact --- AT1G72730 1.21 0.28 1.46 0.1883617 0.4298249 -5.51 FALSE
252299_at  putative protein various predicte --- AT3G49150 1.21 0.28 1.46 0.1883365 0.4298249 -5.51 FALSE
259679_at  putative protein kinase Pfam HM--- AT1G77720 -1.14 -0.19 -1.46 0.1883521 0.4298249 -5.51 FALSE
258897_at unknown protein --- AT3G05730 -3.10 -1.63 -1.46 0.1883957 0.4298499 -5.51 FALSE
252645_at  bZIP transcription factor -like proDPBF2 AT3G44460 1.19 0.25 1.46 0.1884103 0.4298499 -5.51 FALSE
245697_at latex-abundant protein - like ;sup AtMC9 AT5G04200 2.13 1.09 1.46 0.1884522 0.4299024 -5.51 FALSE
257357_at hypothetical protein predicted by --- AT2G41050 1.17 0.23 1.46 0.1884805 0.429924 -5.51 FALSE
246369_at  light repressible receptor protein --- AT1G51910 1.23 0.30 1.46 0.1886727 0.4302334 -5.51 FALSE
247753_at hexosyltransferase - like protein --- AT5G59070 1.54 0.62 1.46 0.1886623 0.4302334 -5.51 FALSE
254662_at  putative protein phospho-N-acet TRANS11 AT4G18270 -1.29 -0.37 -1.46 0.1886506 0.4302334 -5.51 FALSE
254088_at  putative protein snurportin1 m3G--- AT4G24880 -1.26 -0.33 -1.46 0.1887305 0.430279 -5.51 FALSE
257957_at  wall-associated serine/threonine --- AT3G25490 1.27 0.34 1.46 0.1887162 0.430279 -5.51 FALSE
255283_at putative symbiosis-related proteinATG8B AT4G04620 -1.28 -0.36 -1.46 0.1888154 0.4303867 -5.51 TRUE
259868_at  thioredoxin-like protein similar toATY1 AT1G76760 1.17 0.22 1.46 0.1888127 0.4303867 -5.51 FALSE
259309_at putative cyclin-dependent protein--- AT3G05050 1.25 0.32 1.46 0.188873 0.4304626 -5.52 FALSE



257238_at unknown protein  ; supported by --- AT3G17430 -1.26 -0.33 -1.46 0.1888963 0.4304626 -5.52 FALSE
258206_at hypothetical protein predicted by CID4 AT3G14010 -1.18 -0.24 -1.46 0.1889242 0.4304626 -5.52 FALSE
250872_at  putative protein SF16 protein, coIQD12 AT5G03960 -1.17 -0.23 -1.46 0.1889072 0.4304626 -5.52 FALSE
247269_at alternative oxidase 2 (sp|O22049AOX2 AT5G64210 1.16 0.22 1.46 0.1889888 0.4305667 -5.52 FALSE
245865_at hypothetical protein contains sim --- AT1G58025 -1.17 -0.23 -1.46 0.189028 0.4306131 -5.52 FALSE
254273_at  glycoprotein endopeptidase - like--- AT4G22720 -1.28 -0.35 -1.46 0.1890472 0.4306138 -5.52 FALSE
263831_at putative ferritin ATFER4 AT2G40300 -1.30 -0.38 -1.46 0.1890867 0.4306607 -5.52 FALSE
263980_at hypothetical protein predicted by --- AT2G42770 -1.23 -0.30 -1.46 0.1891098 0.4306703 -5.52 FALSE
251524_at  3-isopropylmalate dehydratase-l --- AT3G58980 // -1.44 -0.53 -1.46 0.1891511 0.4307124 -5.52 FALSE
262528_at H+-transporting ATPase AHA10 AHA10 AT1G17260 1.23 0.29 1.46 0.189166 0.4307124 -5.52 FALSE
247380_at 4-coumarate-CoA ligase-like prot--- AT5G63380 -1.24 -0.31 -1.46 0.1893292 0.43074 -5.52 FALSE
247830_at  putative protein predicted protein--- AT5G58530 -1.30 -0.38 -1.46 0.1892839 0.43074 -5.52 FALSE
245814_at  mitotic checkpoint protein, putati --- AT1G49910 1.22 0.29 1.46 0.1892387 0.43074 -5.52 FALSE
265690_at hypothetical protein predicted by --- AT2G24320 1.23 0.29 1.46 0.1892918 0.43074 -5.52 FALSE
254903_at  H+-transporting ATPase chain ETUF AT4G11150 1.21 0.27 1.46 0.1892346 0.43074 -5.52 FALSE
249490_s_a germin -like protein germin -like --- AT5G39110 // 1.61 0.69 1.46 0.1893119 0.43074 -5.52 FALSE
253907_at  putative protein dihydrokaempfe --- AT4G27250 1.25 0.32 1.46 0.1892521 0.43074 -5.52 FALSE
262317_at unknown protein  ;supported by f EDA4 AT2G48140 -1.38 -0.46 -1.46 0.1893132 0.43074 -5.52 FALSE
262540_at hypothetical protein predicted by --- AT1G34260 1.31 0.39 1.46 0.1893621 0.430772 -5.52 FALSE
265861_at hypothetical protein predicted by --- AT2G01790 1.18 0.24 1.46 0.189444 0.4309151 -5.52 FALSE
263807_at putative indole-3-glycerol phosph--- AT2G04400 2.11 1.08 1.46 0.1896086 0.4312466 -5.52 FALSE
259662_at Expressed protein ; supported byHUB2 AT1G55250 -1.25 -0.32 -1.46 0.1896964 0.4314027 -5.52 FALSE
255534_at CHP-rich hypothetical protein sim--- AT4G02190 1.17 0.22 1.46 0.1897151 0.4314027 -5.52 FALSE
266689_at hypothetical protein predicted by --- AT2G19930 -1.33 -0.41 -1.46 0.189749 0.4314368 -5.52 FALSE
265238_s_ahypothetical protein --- AT2G07696 1.28 0.35 1.46 0.1898275 0.4315722 -5.52 FALSE
262234_at putative G protein coupled recep GCR1 AT1G48270 1.27 0.34 1.46 0.1898482 0.4315763 -5.52 FALSE
250182_at  putative protein predicted protein--- AT5G14470 1.61 0.68 1.46 0.189886 0.4316193 -5.52 FALSE
253462_at  synaptobrevin-like protein synapATVAMP71AT4G32150 -1.22 -0.28 -1.46 0.1901135 0.4320331 -5.52 FALSE
261790_at unknown protein ; supported by f --- AT1G16000 -1.29 -0.37 -1.46 0.1901249 0.4320331 -5.52 FALSE
252006_at  purple acid phosphatase-like proPAP22 AT3G52820 2.14 1.10 1.46 0.1901012 0.4320331 -5.52 FALSE
245079_at putative retroelement pol polypro --- --- 1.15 0.20 1.46 0.1901876 0.4321287 -5.52 FALSE
260154_at putative histone H2A similar to hiHTA9 AT1G52740 -1.26 -0.34 -1.46 0.1902238 0.4321287 -5.52 FALSE
263473_at putative glucosyltransferase  ; suUGT74D1 AT2G31750 -1.57 -0.65 -1.46 0.1902155 0.4321287 -5.52 FALSE
253149_at  NAD+ dependent isocitrate dehy--- AT4G35650 1.19 0.25 1.46 0.1902718 0.4321947 -5.52 FALSE
265260_at NAM (no apical meristem)-like pranac042 AT2G43000 2.29 1.19 1.46 0.1904645 0.4323312 -5.52 FALSE



261975_at unknown protein --- AT1G64640 1.64 0.71 1.46 0.1903766 0.4323312 -5.52 FALSE
262989_at  F28C11.5 similar to INNER NO OINO AT1G23420 1.21 0.28 1.46 0.190463 0.4323312 -5.52 FALSE
251433_at  putative protein SERINE/THREO--- AT3G59830 1.14 0.19 1.46 0.1904005 0.4323312 -5.52 FALSE
246289_at  putative protein predicted protein--- AT3G56880 1.36 0.44 1.46 0.1903639 0.4323312 -5.52 FALSE
AFFX-Athal Arabidopsis thaliana /REF=M651--- --- -1.16 -0.21 -1.46 0.1904123 0.4323312 -5.52 FALSE
266757_at unknown protein --- AT2G46940 1.35 0.43 1.46 0.1904427 0.4323312 -5.52 FALSE
267568_at hypothetical protein predicted by --- AT2G30780 -1.19 -0.25 -1.46 0.1904929 0.4323524 -5.52 FALSE
248834_at unknown protein  ;supported by f --- AT5G47090 -1.18 -0.24 -1.46 0.1905145 0.4323585 -5.52 FALSE
258691_at unknown protein --- AT3G08630 1.56 0.64 1.46 0.1906337 0.4325859 -5.52 FALSE
251867_at SKP1 interacting partner 5 (SKIPSKIP5 AT3G54480 1.16 0.21 1.45 0.1907599 0.4328046 -5.52 FALSE
248464_at putative protein similar to unknow--- AT5G51160 1.26 0.33 1.45 0.190768 0.4328046 -5.52 FALSE
263563_at putative retroelement pol polypro --- --- 1.18 0.24 1.45 0.190908 0.4330792 -5.52 FALSE
255184_at putative athila transposon protein--- --- 1.14 0.19 1.45 0.1910221 0.4332147 -5.53 FALSE
259146_at putative glycerol-3-phosphate de SDP6 AT3G10370 1.24 0.31 1.45 0.1910437 0.4332147 -5.53 FALSE
245343_at hypothetical protein ;supported b --- AT4G15830 -1.15 -0.20 -1.45 0.1910366 0.4332147 -5.53 FALSE
264629_at hypothetical protein similar to hyp--- AT1G65540 1.22 0.29 1.45 0.1909976 0.4332147 -5.53 FALSE
265547_at hypothetical protein similar to hyp--- AT2G28305 1.41 0.50 1.45 0.1911781 0.4334764 -5.53 FALSE
261438_at metallothionein-like protein identi --- AT1G07590 // 1.15 0.21 1.45 0.1913618 0.4338498 -5.53 FALSE
255847_at putative thioredoxin ACHT3 AT2G33270 1.14 0.19 1.45 0.1914536 0.4339717 -5.53 FALSE
258108_at unknown protein contains Pfam p--- AT3G23570 1.61 0.69 1.45 0.1914505 0.4339717 -5.53 FALSE
261711_at unknown protein similar to hypoth--- AT1G32700 -1.19 -0.25 -1.45 0.1915138 0.4340219 -5.53 FALSE
264331_at hypothetical protein contains non--- AT1G04130 -1.18 -0.24 -1.45 0.1914949 0.4340219 -5.53 FALSE
265982_at putative retroelement pol polypro --- --- 1.14 0.19 1.45 0.1915684 0.4341024 -5.53 FALSE
247781_at  dehydrodolichyl diphosphate syn--- AT5G58784 1.25 0.32 1.45 0.1916456 0.4342342 -5.53 FALSE
250951_at putative protein --- AT5G03550 1.50 0.59 1.45 0.1917195 0.4343154 -5.53 FALSE
253242_at  isoflavone reductase - like proteiCIB1 AT4G34530 // -1.34 -0.43 -1.45 0.1917138 0.4343154 -5.53 FALSE
261130_at unknown protein ; supported by cPRMT10 AT1G04870 -1.37 -0.45 -1.45 0.1917989 0.4344522 -5.53 FALSE
262641_at unknown protein ;supported by fu--- AT1G62730 -1.13 -0.17 -1.45 0.191935 0.4347171 -5.53 FALSE
246967_at FPF1 protein FPF1 AT5G24860 1.32 0.40 1.45 0.1919624 0.4347361 -5.53 FALSE
260896_at flower pigmentation protein ATAN--- AT1G29310 1.38 0.46 1.45 0.1920559 0.4349048 -5.53 FALSE
249529_at  putative protein predicted protein--- AT5G38730 -1.28 -0.35 -1.45 0.1921451 0.4350024 -5.53 FALSE
255059_at  putative protein downy mildew re--- AT4G09420 -1.47 -0.56 -1.45 0.1921441 0.4350024 -5.53 FALSE
262915_at response regulator 3 identical to ARR3 AT1G59940 1.21 0.28 1.45 0.1922092 0.4350024 -5.53 FALSE
250434_at  histone H3 - like protein histone --- AT5G10390 -2.05 -1.03 -1.45 0.1921748 0.4350024 -5.53 FALSE
251691_at  putative protein hypothetical pro --- AT3G56520 1.21 0.28 1.45 0.1922166 0.4350024 -5.53 FALSE



245167_s_aputative synaptobrevin  ;supporteATVAMP72AT2G33110 // 1.15 0.20 1.45 0.1922325 0.4350024 -5.53 FALSE
245554_at cytochrome P450 like protein CYP705A4 AT4G15380 1.14 0.19 1.45 0.1921817 0.4350024 -5.53 FALSE
245848_at putative protein predicted proteinFY AT5G13480 -1.17 -0.23 -1.45 0.1922917 0.4350932 -5.53 FALSE
254307_at  putative protein various predicte --- AT4G22400 1.30 0.38 1.45 0.1923463 0.4351304 -5.53 FALSE
254702_at  putative protein predicted protein--- AT4G17940 1.20 0.26 1.45 0.1923463 0.4351304 -5.53 FALSE
261650_at envelope Ca2+-ATPase identicalACA1 AT1G27770 1.35 0.43 1.45 0.1923999 0.4352085 -5.53 FALSE
259230_at unknown protein  ; supported by OBE1 AT3G07780 1.23 0.30 1.45 0.192451 0.4352809 -5.53 FALSE
256127_at  small GTP-binding protein (RAB AtRABA6b AT1G18200 1.21 0.27 1.45 0.19255 0.4354616 -5.53 FALSE
263567_at hypothetical protein predicted by --- AT2G15440 1.21 0.27 1.45 0.1925872 0.4355026 -5.53 FALSE
251406_at  putative protein various predicte --- AT3G60260 1.35 0.43 1.45 0.1926466 0.4355937 -5.53 TRUE
250166_at  putative protein many predicted --- AT5G15300 -1.16 -0.22 -1.45 0.1926805 0.4356271 -5.53 FALSE
262422_at hypothetical protein similar to hyp--- AT1G23440 1.21 0.28 1.45 0.1927208 0.4356752 -5.53 FALSE
262291_at  zinc finger and C2 domain prote --- AT1G70790 -1.16 -0.21 -1.45 0.1927415 0.4356786 -5.53 TRUE
245258_at lupeol synthase like protein ; sup ATPEN1 AT4G15340 1.19 0.25 1.45 0.1927831 0.4357296 -5.53 FALSE
256766_at Expressed protein ; supported byPCC1 AT3G22231 5.11 2.35 1.45 0.1928032 0.4357318 -5.53 FALSE
261699_at hypothetical protein identical to h --- AT1G32660 1.19 0.26 1.45 0.1928526 0.4358004 -5.53 FALSE
261080_at proliferating cellular nuclear antigPCNA1 AT1G07370 -1.91 -0.94 -1.45 0.192913 0.4358936 -5.53 FALSE
261969_at hypothetical protein contains sim --- AT1G65950 -1.16 -0.21 -1.45 0.1929646 0.4359669 -5.53 FALSE
258052_at putative hydrolase predicted by g--- AT3G16190 -1.20 -0.26 -1.45 0.1929929 0.4359877 -5.53 FALSE
251651_at  putative protein transcription initi--- AT3G57370 -1.13 -0.18 -1.45 0.1930285 0.436025 -5.53 FALSE
254195_at  putative protein various predicte NLP7 AT4G24020 1.17 0.23 1.45 0.1930616 0.4360565 -5.53 FALSE
255400_at hypothetical protein --- --- 1.20 0.26 1.45 0.1931079 0.436118 -5.53 FALSE
262269_at hypothetical protein predicted by --- --- 1.15 0.21 1.45 0.1931432 0.4361545 -5.54 FALSE
260218_at  putative RING zinc finger protein--- AT1G74620 1.14 0.18 1.45 0.193182 0.436199 -5.54 FALSE
259163_at  putative protein kinase similar to --- AT3G01490 -1.23 -0.30 -1.45 0.193225 0.4362227 -5.54 FALSE
262888_at  RNA-directed RNA polymerase, RDR1 AT1G14790 -1.49 -0.57 -1.45 0.1932499 0.4362227 -5.54 FALSE
263630_at Expressed protein ; supported by--- AT2G04845 -1.16 -0.21 -1.45 0.1932386 0.4362227 -5.54 FALSE
267029_at unknown protein ATIREG1 AT2G38460 -1.21 -0.28 -1.45 0.1932793 0.4362458 -5.54 FALSE
265499_at putative glucosyltransferase UGT73B5 AT2G15480 1.85 0.89 1.45 0.1932988 0.4362467 -5.54 TRUE
257192_at unknown protein  ;supported by f EMB2769 AT3G13200 -1.20 -0.26 -1.44 0.1934306 0.4365009 -5.54 FALSE
253369_at  F-box protein family, AtFBL15 co--- AT4G33210 -1.13 -0.18 -1.44 0.1934687 0.4365437 -5.54 FALSE
259597_at  ATP-dependent RNA helicase, p--- AT1G27900 -1.20 -0.26 -1.44 0.1934983 0.4365674 -5.54 FALSE
265950_s_aputative protein kinase contains a--- AT2G18530 // 1.18 0.24 1.44 0.1935746 0.4366963 -5.54 FALSE
251644_at  putative protein putative DNA bin--- AT3G57540 1.37 0.46 1.44 0.1937524 0.4369073 -5.54 FALSE
265852_at putative RING zinc finger protein --- AT2G42350 1.34 0.43 1.44 0.1937412 0.4369073 -5.54 FALSE



266506_at unknown protein --- AT2G47850 -1.16 -0.22 -1.44 0.1937205 0.4369073 -5.54 FALSE
AFFX-r2-EcE. coli /GEN=bioB /DB_XREF=gb--- --- 1.55 0.63 1.44 0.1937639 0.4369073 -5.54 FALSE
263746_at putative retroelement pol polypro --- --- -1.16 -0.22 -1.44 0.1937138 0.4369073 -5.54 FALSE
266441_at hypothetical protein predicted by --- AT2G43250 -1.17 -0.23 -1.44 0.1938136 0.4369762 -5.54 FALSE
246771_at putative protein putative replicatio--- --- 1.15 0.20 1.44 0.1938697 0.4370163 -5.54 FALSE
250707_at putative protein similar to unknowMEE60 AT5G05950 -1.26 -0.33 -1.44 0.1938591 0.4370163 -5.54 FALSE
256528_at  C2H2-type zinc finger protein, puZFP4 AT1G66140 -1.28 -0.36 -1.44 0.1940304 0.4372203 -5.54 FALSE
264379_at hypothetical protein predicted by --- AT2G25200 -1.37 -0.45 -1.44 0.1940369 0.4372203 -5.54 FALSE
248351_at unknown protein  ; supported by --- AT5G52200 1.30 0.38 1.44 0.1939821 0.4372203 -5.54 FALSE
246532_at  putative protein beta-glucan-elic --- AT5G15870 1.93 0.95 1.44 0.1940078 0.4372203 -5.54 FALSE
267528_at MADS-box protein (AGL6)  ; suppAGL6 AT2G45650 1.17 0.23 1.44 0.1940774 0.437246 -5.54 FALSE
263832_at putative polygalacturonase --- AT2G40310 1.13 0.18 1.44 0.1940866 0.437246 -5.54 FALSE
262272_at unknown protein ; supported by c--- AT1G42440 -1.14 -0.19 -1.44 0.1941124 0.4372609 -5.54 FALSE
248239_at ribosomal protein L11 methyltran --- AT5G53920 -1.28 -0.36 -1.44 0.1941387 0.4372769 -5.54 FALSE
258731_at unknown protein  ; supported by --- AT3G11880 1.17 0.23 1.44 0.1941659 0.4372951 -5.54 FALSE
255312_at putative transposon protein --- --- -1.17 -0.22 -1.44 0.194255 0.4374526 -5.54 FALSE
262865_at  cytochrome p450, putative similaCYP89A7 AT1G64930 1.19 0.25 1.44 0.1942872 0.4374819 -5.54 FALSE
251252_at putative protein several hypothet --- AT3G62230 1.17 0.22 1.44 0.1943897 0.4376695 -5.54 FALSE
259016_at unknown protein HMM hit: 2Fe-2 --- AT3G07480 1.24 0.31 1.44 0.1944481 0.4377577 -5.54 FALSE
262779_at putative cytochrome P450 monoo--- AT1G13070 1.14 0.19 1.44 0.1945194 0.4378749 -5.54 FALSE
251105_at  putative protein unknown proteinATSCAR4 AT5G01730 1.44 0.53 1.44 0.194676 0.437908 -5.54 TRUE
264396_at  fumarylacetoacetate hydrolase-l --- AT1G12050 -1.15 -0.21 -1.44 0.1947405 0.437908 -5.54 FALSE
247134_at putative protein similar to unknow--- AT5G66230 1.17 0.22 1.44 0.1946668 0.437908 -5.54 FALSE
262050_at unknown protein ;supported by fu--- AT1G80130 -2.01 -1.01 -1.44 0.1947408 0.437908 -5.54 FALSE
247762_at cell wall protein --- AT5G59170 1.47 0.55 1.44 0.194662 0.437908 -5.54 FALSE
264963_at hypothetical protein predicted by ABC4 AT1G60600 -1.28 -0.35 -1.44 0.1946333 0.437908 -5.54 FALSE
261048_at  flavonol 3-o-glucosyltransferase UGT72B3 AT1G01420 -1.21 -0.27 -1.44 0.1945826 0.437908 -5.54 FALSE
262724_s_a PC-MYB2, putative similar to PC--- AT1G43330 // 1.15 0.20 1.44 0.1946204 0.437908 -5.54 FALSE
248992_at disease resistance protein RPS4 --- AT5G45230 1.18 0.24 1.44 0.1946645 0.437908 -5.54 FALSE
267252_at hypothetical protein predicted by --- AT2G23100 -1.17 -0.23 -1.44 0.1947644 0.437908 -5.54 FALSE
261515_at  cleavage stimulation factor, puta--- AT1G71800 1.16 0.21 1.44 0.1947493 0.437908 -5.54 FALSE
247782_at  putative protein predicted RNA b--- AT5G58790 -1.15 -0.20 -1.44 0.1947274 0.437908 -5.54 FALSE
261855_at unknown protein --- AT1G50510 -1.22 -0.29 -1.44 0.1948987 0.4381667 -5.54 FALSE
251816_at Expressed protein ; supported byTON1B AT3G55005 -1.25 -0.32 -1.44 0.1950528 0.438254 -5.54 FALSE
249989_at  putative protein FACTOR ASSO--- AT5G18525 -1.20 -0.26 -1.44 0.1950217 0.438254 -5.54 FALSE



246757_at Expressed protein ; supported byWPP3 AT5G27940 1.14 0.19 1.44 0.1950355 0.438254 -5.54 FALSE
252610_x_a putative protein putative MuDR p--- --- 1.13 0.18 1.44 0.1949612 0.438254 -5.54 FALSE
261580_at unknown protein ;supported by fuIQD18 AT1G01110 1.29 0.37 1.44 0.195032 0.438254 -5.54 FALSE
249343_at  succinate dehydrogenase iron-p SDH2-2 AT5G40650 1.24 0.31 1.44 0.1950442 0.438254 -5.54 FALSE
263381_at putative MADS-box protein AGL48 AT2G40210 1.16 0.21 1.44 0.1950755 0.4382617 -5.54 FALSE
254281_at  predicted protein ileal sodium-de--- AT4G22840 -1.66 -0.73 -1.44 0.1951383 0.4382735 -5.54 FALSE
247093_at zinc finger protein SHI-like  ; suppSHI AT5G66350 -1.25 -0.33 -1.44 0.1951021 0.4382735 -5.54 FALSE
267630_at unknown protein predicted by ge --- AT2G42130 -1.23 -0.30 -1.44 0.1951341 0.4382735 -5.54 FALSE
260379_at putative glucosyltransferase simi UGT89B1 AT1G73880 // 1.25 0.32 1.44 0.1951872 0.43834 -5.54 FALSE
263199_at  hypothetical protein Similar to heHEXO2 AT1G05590 -1.24 -0.31 -1.44 0.1953007 0.4384223 -5.54 FALSE
256653_at hypothetical protein predicted by --- AT3G18870 -1.18 -0.24 -1.44 0.1952737 0.4384223 -5.54 FALSE
263654_at unknown protein --- AT1G04300 -1.18 -0.24 -1.44 0.1952947 0.4384223 -5.54 FALSE
266136_at unknown protein  ;supported by f --- AT2G45060 -1.13 -0.18 -1.44 0.1952879 0.4384223 -5.54 FALSE
262468_at  alanine--tRNA ligase, putative si ALATS AT1G50200 -1.25 -0.32 -1.44 0.19545 0.438568 -5.55 FALSE
245971_at putative protein  ; supported by c NPH4 AT5G20730 1.17 0.23 1.44 0.1953889 0.438568 -5.55 FALSE
245233_at  putative protein similarity to low- --- AT4G25580 1.19 0.26 1.44 0.1954493 0.438568 -5.55 FALSE
262226_at Expressed protein ; supported by--- AT1G53885 // 1.55 0.63 1.44 0.1954617 0.438568 -5.55 FALSE
254251_at  serine/threonine kinase - like pro--- AT4G23300 -1.22 -0.29 -1.44 0.1954078 0.438568 -5.55 FALSE
253950_at  putative dihydrolipoamide succin--- AT4G26910 1.32 0.40 1.44 0.1955456 0.4387012 -5.55 FALSE
264353_at hypothetical protein predicted by --- AT1G03260 -1.17 -0.23 -1.44 0.1955723 0.4387012 -5.55 FALSE
256010_at  auxin response factor, putative sARF19 AT1G19220 1.20 0.26 1.44 0.1955788 0.4387012 -5.55 FALSE
260247_at putative disease resistance proteAtRLP16 AT1G74200 1.15 0.20 1.44 0.1956465 0.43881 -5.55 FALSE
249004_at unknown protein --- AT5G44570 1.23 0.30 1.44 0.1957412 0.4389791 -5.55 FALSE
255564_s_ahypothetical protein T15B16.8 RGXT2 AT4G01750 // -1.19 -0.25 -1.44 0.1958249 0.4391236 -5.55 FALSE
262944_at  phosphoglycerate kinase, putativPGK AT1G79550 1.26 0.33 1.44 0.1958606 0.4391606 -5.55 FALSE
267428_at putative coatomer epsilon subuni--- AT2G34840 -1.19 -0.25 -1.44 0.1959064 0.43922 -5.55 FALSE
255709_at putative YABBY3 axial regulator YAB3 AT4G00180 -1.21 -0.28 -1.44 0.1960131 0.4394162 -5.55 TRUE
261665_at  beta-glucan-elicitor receptor, put--- AT1G18310 -1.16 -0.21 -1.44 0.1960804 0.4395238 -5.55 FALSE
260784_at MYB-related protein identical to  ATMYB13 AT1G06180 1.40 0.48 1.43 0.1963203 0.4395569 -5.55 TRUE
261594_at  DNA-binding factor, putative simAT-GTL1 AT1G33240 -1.20 -0.26 -1.43 0.1963767 0.4395569 -5.55 TRUE
267279_at hypothetical protein predicted by --- AT2G19460 1.42 0.51 1.43 0.1964753 0.4395569 -5.55 TRUE
259431_at  plasma membrane intrinsic protePIP1C AT1G01620 1.91 0.93 1.43 0.1962614 0.4395569 -5.55 TRUE
257293_at unknown protein similar to symbi APG8H AT3G15580 -1.26 -0.34 -1.43 0.1963264 0.4395569 -5.55 FALSE
248816_at prematurely terminated mRNA deLBA1 AT5G47010 -1.16 -0.21 -1.43 0.1961829 0.4395569 -5.55 FALSE
247644_s_atranslation elongation factor eEF---- AT1G07920 // -1.17 -0.23 -1.43 0.1964377 0.4395569 -5.55 FALSE



263097_at hypothetical protein predicted by PDV2 AT2G16070 -1.23 -0.29 -1.43 0.1964036 0.4395569 -5.55 FALSE
248379_at RAR1 (gb|AAF18433.1) non-consPBS2 AT5G51700 -1.18 -0.24 -1.43 0.1962322 0.4395569 -5.55 FALSE
246027_at  homoserine dehydrogenase-like --- AT5G21060 -1.29 -0.37 -1.43 0.196472 0.4395569 -5.55 FALSE
263339_at Mutator-like transposase similar t--- --- -1.13 -0.18 -1.43 0.1963478 0.4395569 -5.55 FALSE
246025_at  zwille/pinhead-like protein GERp--- AT5G21150 1.23 0.29 1.43 0.1964727 0.4395569 -5.55 FALSE
251695_at putative protein hypothetical prot --- AT3G56590 -1.31 -0.39 -1.43 0.1962701 0.4395569 -5.55 FALSE
259073_at  unknown protein contains zinc fi --- AT3G02290 1.36 0.44 1.43 0.1964806 0.4395569 -5.55 FALSE
249399_at  putative protein intracellular prot --- AT5G40290 1.13 0.18 1.43 0.1963679 0.4395569 -5.55 FALSE
248281_at unknown protein --- AT5G52980 1.15 0.20 1.43 0.196261 0.4395569 -5.55 FALSE
248414_at 50S ribosomal protein L11-like --- AT5G51610 -1.19 -0.25 -1.43 0.1961639 0.4395569 -5.55 FALSE
255337_at  putative DNA-binding protein simWRKY42 AT4G04450 1.24 0.31 1.43 0.1962968 0.4395569 -5.55 FALSE
256651_at hypothetical protein predicted by --- AT3G18840 1.22 0.28 1.43 0.1961413 0.4395569 -5.55 FALSE
254743_at  potassium transporter - like proteHAK5 AT4G13420 3.11 1.64 1.43 0.1961578 0.4395569 -5.55 FALSE
257729_at  histone deacetylase, putative co HDA15 AT3G18520 -1.26 -0.34 -1.43 0.196555 0.4396372 -5.55 FALSE
258102_at unknown protein contains Pfam p--- AT3G23600 1.23 0.30 1.43 0.1965386 0.4396372 -5.55 FALSE
254352_at hypothetical protein --- AT4G22320 1.15 0.20 1.43 0.1966871 0.4398895 -5.55 FALSE
257639_at hypothetical protein --- AT3G25720 1.19 0.25 1.43 0.1968038 0.4401073 -5.55 FALSE
264461_s_ahypothetical protein --- AT1G10190 // 1.13 0.18 1.43 0.1968514 0.4401275 -5.55 FALSE
249106_at protein transport protein SEC23 ;--- AT5G43670 -1.27 -0.35 -1.43 0.1968418 0.4401275 -5.55 FALSE
253579_at  SERINE CARBOXYPEPTIDASEBRS1 AT4G30610 -1.48 -0.57 -1.43 0.1970437 0.4405142 -5.55 FALSE
248417_at unknown protein --- AT5G51650 1.14 0.18 1.43 0.1971594 0.4406948 -5.55 FALSE
253924_at  putative protein other hypothetic COBL11 AT4G27110 1.20 0.26 1.43 0.1971631 0.4406948 -5.55 FALSE
260930_at  GTP-binding protein Sar1, putati--- AT1G02620 -1.38 -0.47 -1.43 0.1973306 0.4407673 -5.55 TRUE
253935_at  putative aspartate-tRNA ligase a--- AT4G26870 -1.47 -0.55 -1.43 0.1972192 0.4407673 -5.55 FALSE
253509_at  putative protein kainate receptorGLR2.4 AT4G31710 1.18 0.24 1.43 0.197279 0.4407673 -5.55 FALSE
247479_at  NAC - like protein OsNAC7, Ory ANAC101 AT5G62380 -1.15 -0.20 -1.43 0.1973308 0.4407673 -5.55 FALSE
247494_at  calnexin - like protein calnexin h CNX1 AT5G61790 1.64 0.72 1.43 0.1972606 0.4407673 -5.55 FALSE
255323_at putative transposon protein --- --- -1.14 -0.19 -1.43 0.1973285 0.4407673 -5.55 FALSE
266173_at unknown protein --- AT2G02410 -1.15 -0.20 -1.43 0.1972391 0.4407673 -5.55 FALSE
249808_at unknown protein --- AT5G23890 -1.37 -0.45 -1.43 0.197404 0.4408876 -5.55 FALSE
255064_at putative phi-1-like phosphate-ind EXO AT4G08950 1.88 0.91 1.43 0.1974351 0.4409139 -5.55 TRUE
248905_at putative protein contains similarit --- AT5G46250 -1.17 -0.23 -1.43 0.1975688 0.4410015 -5.55 FALSE
264825_at hypothetical protein predicted by --- AT1G03720 1.19 0.25 1.43 0.1976057 0.4410015 -5.56 FALSE
250730_at C3HC4-type RING zinc finger pro--- AT5G06490 1.18 0.24 1.43 0.1976097 0.4410015 -5.56 FALSE
262924_s_a vacuolar ATP synthase, putativeAVA-P4 AT1G19910 // -1.21 -0.27 -1.43 0.1975056 0.4410015 -5.55 FALSE



266720_s_ahypothetical protein predicted by APRR9 AT2G46670 // -1.38 -0.46 -1.43 0.197601 0.4410015 -5.56 FALSE
260483_at Barley Mlo protein isolog  ; suppoMLO4 AT1G11000 -1.26 -0.33 -1.43 0.1975321 0.4410015 -5.55 FALSE
264328_at putative IAA1 protein Match to IAIAA10 AT1G04100 1.27 0.34 1.43 0.1975448 0.4410015 -5.55 FALSE
260325_at putative monodehydroascorbate MDAR6 AT1G63940 -1.24 -0.31 -1.43 0.1976326 0.4410096 -5.56 FALSE
247135_at auxin-induced protein-like --- AT5G66260 1.14 0.18 1.43 0.197656 0.4410185 -5.56 FALSE
252678_s_anitrilase 2  ;supported by full-lengNIT2 AT3G44300 // 1.16 0.21 1.43 0.197752 0.4411897 -5.56 FALSE
245385_at hypothetical protein ;supported b --- AT4G14020 1.27 0.34 1.43 0.1977954 0.4412001 -5.56 TRUE
248953_at serine/threonine-protein kinase M--- AT5G45428 // 1.16 0.22 1.43 0.1977902 0.4412001 -5.56 FALSE
251229_at beta-glucosidase-like protein sevBGLU7 AT3G62740 1.15 0.20 1.43 0.1978544 0.4412454 -5.56 FALSE
263900_at unknown protein  ;supported by f --- AT2G36290 -1.23 -0.29 -1.43 0.1978525 0.4412454 -5.56 FALSE
259785_at unknown protein ;supported by fu--- AT1G29490 -1.21 -0.28 -1.43 0.1978765 0.4412516 -5.56 FALSE
247432_at microtubule-associated protein EATEB1B AT5G62500 1.19 0.25 1.43 0.1979586 0.4413915 -5.56 FALSE
247591_at  high-affinity nitrate transporter A NRT2.4 AT5G60770 1.16 0.21 1.43 0.1980145 0.4414731 -5.56 FALSE
260626_at  storage protein, putative similar --- AT1G08040 -1.20 -0.26 -1.43 0.1980496 0.4415081 -5.56 FALSE
261703_at  OsNAC7 protein, putative simila ANAC012 AT1G32770 1.15 0.21 1.43 0.1981105 0.4416008 -5.56 FALSE
254178_at hypothetical protein --- AT4G23880 -1.95 -0.96 -1.43 0.1982194 0.4417994 -5.56 FALSE
262386_at hypothetical protein predicted by --- AT1G49370 1.23 0.30 1.43 0.1982384 0.4417994 -5.56 FALSE
264439_at  adenine phosphoribosyltransferaAPT1 AT1G27450 -1.18 -0.24 -1.43 0.1982814 0.4418522 -5.56 FALSE
249104_at sucrose transporter protein ATSUC6 AT5G43610 -1.17 -0.22 -1.43 0.1983881 0.4419002 -5.56 FALSE
265084_at hypothetical protein contains CysSOM AT1G03790 1.17 0.23 1.43 0.1983998 0.4419002 -5.56 FALSE
247159_at 1-aminocyclopropane-1-carboxyl ACS5 AT5G65800 -1.14 -0.19 -1.43 0.1983964 0.4419002 -5.56 FALSE
260488_at  flowering protein CONSTANS, pTIFY2A AT1G51600 -1.22 -0.29 -1.43 0.1983962 0.4419002 -5.56 FALSE
257222_at  DegP protease almost identical tDEGP1 AT3G27925 -1.23 -0.30 -1.43 0.1983511 0.4419002 -5.56 FALSE
250636_at glycine-rich protein atGRP GRP18 AT5G07520 1.18 0.24 1.43 0.1984829 0.442042 -5.56 FALSE
245833_at  transposon protein, putative sim --- --- 1.19 0.25 1.43 0.1985217 0.4420853 -5.56 FALSE
251827_at chalcone isomerase  ;supported TT5 AT3G55120 -1.26 -0.33 -1.43 0.1986509 0.4422762 -5.56 FALSE
264681_s_a permease 1-like protein permeas--- AT1G65550 // 1.21 0.28 1.43 0.1986656 0.4422762 -5.56 FALSE
248788_at DNA-binding protein-like --- AT5G47430 1.15 0.20 1.43 0.1986285 0.4422762 -5.56 FALSE
258523_at  pectin methylesterase, putative s--- AT3G06830 1.13 0.18 1.43 0.1986895 0.4422863 -5.56 FALSE
264420_at hypothetical protein predicted by --- AT1G43320 1.15 0.20 1.43 0.1987448 0.442323 -5.56 FALSE
255986_x_a putative protein predicted protein--- --- 1.13 0.18 1.43 0.1987304 0.442323 -5.56 FALSE
255419_at putative receptor kinase --- AT4G03230 1.19 0.25 1.43 0.198778 0.4423538 -5.56 FALSE
254370_at L1 specific homeobox gene ATMATML1 AT4G21750 1.23 0.30 1.42 0.198894 0.4425688 -5.56 TRUE
255969_at Expressed protein ; supported by--- AT1G22330 1.39 0.47 1.42 0.1990277 0.4427316 -5.56 TRUE
245427_at putative protein --- AT4G17550 -1.25 -0.32 -1.42 0.1990448 0.4427316 -5.56 FALSE



248960_at subtilisin-like protease --- AT5G45640 -1.26 -0.33 -1.42 0.1990331 0.4427316 -5.56 FALSE
266326_at putative cytochrome b5  ;support CB5-C AT2G46650 1.79 0.84 1.42 0.1990395 0.4427316 -5.56 FALSE
251106_at  putative protein peroxisomal Ca---- AT5G01500 1.76 0.81 1.42 0.1991141 0.4428425 -5.56 FALSE
256570_at unknown protein  ; supported by --- AT3G19540 1.14 0.19 1.42 0.1992528 0.4431077 -5.56 FALSE
265315_at hypothetical protein predicted by CLASP AT2G20190 1.17 0.23 1.42 0.1992853 0.4431369 -5.56 FALSE
255632_at putative actin-depolymerizing facADF8 AT4G00680 1.14 0.19 1.42 0.1994045 0.4433587 -5.56 FALSE
260031_at putative nuclear matrix constituenLINC3 AT1G68790 -1.19 -0.25 -1.42 0.1995102 0.4435505 -5.56 FALSE
247606_at RNA helicase --- AT5G61000 -1.58 -0.66 -1.42 0.199536 0.4435588 -5.56 FALSE
250931_at  putative protein various predicte --- AT5G03200 1.55 0.64 1.42 0.1995529 0.4435588 -5.56 FALSE
251454_at  putative protein COP1-interactin --- AT3G60080 1.23 0.30 1.42 0.1995936 0.4436062 -5.56 FALSE
252363_at  lipase - like protein lipase Arab-1--- AT3G48460 1.64 0.71 1.42 0.1997676 0.443647 -5.56 TRUE
263472_at molybdopterin synthase (CNX2)  CNX2 AT2G31955 1.22 0.29 1.42 0.1996962 0.443647 -5.56 FALSE
246924_at  putative protein KIAA0332 - Hom--- AT5G25060 -1.14 -0.19 -1.42 0.1997555 0.443647 -5.56 FALSE
262717_s_aputative cytochrome P450 similarCYP79F2 AT1G16400 // -1.28 -0.35 -1.42 0.1996815 0.443647 -5.56 FALSE
254291_at  putative protein UDP-galactose tUTR2 AT4G23010 1.29 0.36 1.42 0.1997093 0.443647 -5.56 FALSE
252538_at  putative transporter protein pept --- AT3G45720 1.15 0.20 1.42 0.1996837 0.443647 -5.56 FALSE
267340_at unknown protein ACD11 AT2G34690 -1.16 -0.21 -1.42 0.19975 0.443647 -5.56 FALSE
259814_at  zinc finger protein ATZF1, putati --- AT1G49900 1.31 0.39 1.42 0.1996784 0.443647 -5.56 FALSE
245708_at pectate lyase-like protein --- AT5G04310 1.21 0.28 1.42 0.1998858 0.4438663 -5.57 FALSE
258788_at unknown protein  ;supported by f --- AT3G11780 -1.18 -0.24 -1.42 0.1999301 0.4439215 -5.57 FALSE
251615_at  putative protein hypothetical pro --- AT3G57980 1.28 0.36 1.42 0.1999756 0.4439361 -5.57 FALSE
253718_at  serine/threonine-specific recepto--- AT4G29450 1.19 0.25 1.42 0.1999731 0.4439361 -5.57 FALSE
261053_at hypothetical protein predicted by --- AT1G01320 -1.24 -0.31 -1.42 0.2000323 0.4440187 -5.57 FALSE
252207_at  putative protein mRNA of unknow--- AT3G50370 -1.18 -0.24 -1.42 0.20014 0.4441696 -5.57 FALSE
263748_at putative protein kinase contains a--- AT2G21480 1.19 0.25 1.42 0.2001476 0.4441696 -5.57 FALSE
255211_at may be a pseudogene --- --- 1.14 0.19 1.42 0.2001587 0.4441696 -5.57 FALSE
264282_at hypothetical protein similar to hyp--- AT1G61840 1.19 0.25 1.42 0.2002211 0.4442649 -5.57 FALSE
247329_at putative protein similar to unknow--- AT5G64150 -1.34 -0.42 -1.42 0.200277 0.4443457 -5.57 FALSE
262749_at  lipase, putative contains Pfam pr--- AT1G28580 1.17 0.23 1.42 0.2003363 0.4444341 -5.57 FALSE
260541_at putative trypsin inhibitor --- AT2G43530 1.68 0.75 1.42 0.200392 0.4445019 -5.57 FALSE
248699_at putative protein similar to unknowATZIP4 AT5G48390 1.24 0.31 1.42 0.2004059 0.4445019 -5.57 FALSE
251244_at  pectinacetylesterase precursor-l --- AT3G62060 -1.19 -0.25 -1.42 0.2004272 0.4445061 -5.57 FALSE
245353_at hypothetical protein ;supported b --- AT4G16000 -1.36 -0.44 -1.42 0.2004742 0.444567 -5.57 FALSE
264219_at unknown protein contains similar --- AT1G60420 -1.27 -0.35 -1.42 0.2005524 0.444654 -5.57 FALSE
251156_at  putative protein ZCF61, Arabido EDL3 AT3G63060 1.22 0.29 1.42 0.2005436 0.444654 -5.57 FALSE



254417_at putative protein ATFMN/FH AT4G21470 1.27 0.35 1.42 0.2005925 0.4446997 -5.57 TRUE
265702_at putative purple acid phosphatasePAP9 AT2G03450 -1.19 -0.26 -1.42 0.2006829 0.4448402 -5.57 FALSE
251522_at hypothetical protein --- AT3G59430 -1.19 -0.25 -1.42 0.2006949 0.4448402 -5.57 FALSE
258501_at hypothetical protein predicted by --- AT3G06780 1.27 0.35 1.42 0.2007365 0.4448445 -5.57 FALSE
245151_at putative pectinesterase  ;support --- AT2G47550 2.65 1.41 1.42 0.2007319 0.4448445 -5.57 FALSE
263512_at hypothetical protein predicted by --- --- -1.16 -0.21 -1.42 0.2007553 0.4448445 -5.57 FALSE
247399_at putative protein similar to unknow--- AT5G62960 1.35 0.43 1.42 0.2007906 0.4448794 -5.57 TRUE
255443_at sulfate transporter protein similarSULTR3;2 AT4G02700 1.20 0.27 1.42 0.2009342 0.4451111 -5.57 FALSE
245903_at  CLB1 - like protein CLB1 proteinSYTD AT5G11100 1.18 0.23 1.42 0.2009342 0.4451111 -5.57 FALSE
249344_at prohibitin (gb AAC49691.1) ;suppATPHB3 AT5G40770 -1.33 -0.41 -1.42 0.2009564 0.445117 -5.57 FALSE
254785_at  putative pollen surface protein e FLA2 AT4G12730 1.98 0.99 1.42 0.2010757 0.445122 -5.57 TRUE
264894_at unknown protein Location of EST--- AT1G23040 -1.21 -0.27 -1.42 0.2010377 0.445122 -5.57 FALSE
245206_at  putative protein similarity to NCADGS1 AT5G12290 -1.19 -0.26 -1.42 0.20101 0.445122 -5.57 FALSE
251824_at  ABC transporter - like protein AT--- AT3G55090 1.18 0.24 1.42 0.2010311 0.445122 -5.57 FALSE
264263_at Expressed protein ; supported byAtPP2-B15 AT1G09155 -1.17 -0.23 -1.42 0.2010495 0.445122 -5.57 FALSE
265695_at putative replication protein A1  ;s RPA2 AT2G24490 -1.55 -0.63 -1.42 0.2010721 0.445122 -5.57 FALSE
265741_at putative membrane transporter  ; --- AT2G01320 -1.36 -0.44 -1.42 0.2011778 0.4453047 -5.57 FALSE
245485_at  proline-rich, APG like protein  --- AT4G16230 1.19 0.25 1.42 0.2012076 0.4453201 -5.57 FALSE
253621_at  putative protein component of an--- AT4G30540 1.18 0.24 1.42 0.2012238 0.4453201 -5.57 FALSE
267461_at putative auxin-regulated protein  --- AT2G33830 -1.21 -0.28 -1.42 0.2012694 0.4453779 -5.57 FALSE
248046_at receptor protein kinase-like prote --- AT5G56040 -1.24 -0.32 -1.42 0.2012978 0.4453856 -5.57 TRUE
251029_at  putative protein gene product of --- AT5G02050 -1.40 -0.48 -1.42 0.2013326 0.4453856 -5.57 FALSE
245351_at casein kinase II beta chain CKB2CKB2 AT4G17640 -1.18 -0.24 -1.42 0.20139 0.4453856 -5.57 FALSE
252332_at putative protein --- AT3G48810 1.25 0.32 1.42 0.2013668 0.4453856 -5.57 FALSE
255092_s_aputative protein various predicted--- --- 1.16 0.22 1.42 0.2013816 0.4453856 -5.57 FALSE
246399_at bZIP transcription factor similar to--- AT1G58110 1.19 0.25 1.42 0.2013884 0.4453856 -5.57 FALSE
257873_at  P-glycoprotein, putative similar t PGP17 AT3G28380 1.21 0.28 1.42 0.2014351 0.445442 -5.57 FALSE
255372_at putative reverse transcriptase --- --- 1.29 0.36 1.42 0.2014889 0.4455179 -5.57 FALSE
267032_at putative protein kinase contains aCIPK22 AT2G38490 1.29 0.37 1.42 0.2015576 0.4456265 -5.57 FALSE
246708_at  putative protein various predicte --- AT5G28150 -1.23 -0.29 -1.41 0.201657 0.4456831 -5.57 FALSE
262037_at hypothetical protein predicted by --- --- 1.17 0.23 1.41 0.2016613 0.4456831 -5.57 FALSE
246079_at  putative protein unconventional m--- AT5G20450 -1.22 -0.28 -1.41 0.2016603 0.4456831 -5.57 FALSE
265426_at hypothetical protein predicted by --- AT2G20740 -1.19 -0.25 -1.41 0.2016443 0.4456831 -5.57 FALSE
261956_at  oxidoreductase, putative similar --- AT1G64590 1.33 0.41 1.41 0.2017022 0.445695 -5.57 FALSE
261396_at hypothetical protein contains sim --- AT1G79800 1.18 0.24 1.41 0.2017613 0.445695 -5.57 FALSE



260048_at unknown protein contains Pfam p--- AT1G73750 1.76 0.82 1.41 0.2017644 0.445695 -5.57 FALSE
259425_at  4,5 PIP kinase, putative similar t PIPK11 AT1G01460 -1.15 -0.21 -1.41 0.2017417 0.445695 -5.57 FALSE
260631_at hypothetical protein predicted by --- AT1G62350 -1.20 -0.26 -1.41 0.2017188 0.445695 -5.57 FALSE
262891_at  ent-kaurene synthase, putative sGA2 AT1G79460 1.30 0.38 1.41 0.2018631 0.4457834 -5.57 TRUE
246773_at  protein kinase-like protein MAP3--- AT5G27510 1.25 0.32 1.41 0.2018548 0.4457834 -5.57 FALSE
252027_at Spot 3 protein and vacuolar sortinVSR1 AT3G52850 1.15 0.20 1.41 0.2018557 0.4457834 -5.57 FALSE
267240_at hypothetical protein predicted by --- AT2G02680 1.19 0.26 1.41 0.2019354 0.4458999 -5.57 FALSE
264904_s_aputative thioredoxin reductase NTRA AT2G17420 // 1.24 0.31 1.41 0.20198 0.4459553 -5.57 FALSE
253025_at hypothetical protein --- AT4G38120 -1.27 -0.35 -1.41 0.2020733 0.4460316 -5.57 FALSE
252059_at  E2, ubiquitin-conjugating enzym UEV1D-4 AT3G52560 -1.16 -0.22 -1.41 0.2020598 0.4460316 -5.57 FALSE
252315_at  putative protein PrMC3 - Pinus r CXE12 AT3G48690 1.22 0.28 1.41 0.2020592 0.4460316 -5.57 FALSE
265875_at unknown protein  ; supported by --- AT2G01690 1.22 0.29 1.41 0.202165 0.446191 -5.58 FALSE
255932_at  mutator-like transposase, putativ--- --- 1.17 0.22 1.41 0.2021967 0.4462178 -5.58 FALSE
255043_at putative protein several hypothet --- AT4G09640 -1.32 -0.41 -1.41 0.2022923 0.4462632 -5.58 FALSE
247226_at putative protein contains similarit --- AT5G65100 1.14 0.19 1.41 0.2022955 0.4462632 -5.58 FALSE
256264_at unknown protein ; supported by f --- AT3G12210 -1.25 -0.33 -1.41 0.2022608 0.4462632 -5.58 FALSE
262018_at hypothetical protein predicted by --- AT1G35617 -1.20 -0.27 -1.41 0.2022915 0.4462632 -5.58 FALSE
253497_at  putative protein microtubule-ass --- AT4G31880 -1.20 -0.26 -1.41 0.202353 0.4463469 -5.58 FALSE
258739_s_aunknown protein similar to hypoth--- AT1G54300 // 1.15 0.20 1.41 0.2023996 0.4464064 -5.58 FALSE
253086_at hypothetical protein --- AT4G36370 1.14 0.19 1.41 0.2024688 0.4465159 -5.58 FALSE
253072_at putative protein  ;supported by fu --- AT4G37830 -1.14 -0.20 -1.41 0.2026246 0.446773 -5.58 FALSE
249097_at putative protein strong similarity t--- AT5G43520 -1.20 -0.26 -1.41 0.2026156 0.446773 -5.58 FALSE
263329_at hypothetical protein contains C3H--- AT2G15260 -1.16 -0.21 -1.41 0.2026446 0.4467741 -5.58 FALSE
260396_at putative heme oxygenase similarho3 AT1G69720 1.31 0.39 1.41 0.2026744 0.4467964 -5.58 FALSE
256046_at unknown protein --- AT1G07135 1.89 0.92 1.41 0.2027123 0.4468368 -5.58 FALSE
261131_at unknown protein --- AT1G19835 -1.33 -0.41 -1.41 0.2027895 0.446859 -5.58 TRUE
246133_at aldehyde oxidase AAO1  ; suppoAAO1 AT5G20960 1.60 0.68 1.41 0.2028007 0.446859 -5.58 TRUE
245766_at  En/Spm-like transposon protein, --- --- 1.17 0.22 1.41 0.2028001 0.446859 -5.58 FALSE
252658_at hypothetical protein --- AT3G44800 1.22 0.29 1.41 0.2027678 0.446859 -5.58 FALSE
253841_at  putative beta-glucosidase beta-gBGLU10 AT4G27830 1.26 0.34 1.41 0.2028884 0.4469659 -5.58 TRUE
252830_at  putative protein 70K peroxisomaPXA1 AT4G39850 1.14 0.19 1.41 0.2028874 0.4469659 -5.58 FALSE
255508_at putative zinc finger protein identic--- AT4G02220 -1.20 -0.26 -1.41 0.2029303 0.4470151 -5.58 FALSE
251996_at  beta-galactosidase precursor - li BGAL2 AT3G52840 -1.21 -0.27 -1.41 0.2029797 0.4470472 -5.58 TRUE
266629_at putative serpin --- AT2G35590 1.17 0.23 1.41 0.2029841 0.4470472 -5.58 FALSE
253820_at hypothetical protein --- AT4G28370 1.17 0.22 1.41 0.2030267 0.4470547 -5.58 FALSE



257348_at hypothetical protein predicted by --- AT2G42140 1.33 0.41 1.41 0.2030073 0.4470547 -5.58 FALSE
251482_s_areceptor lectin kinase 3 --- AT3G59740 // 1.20 0.26 1.41 0.2030624 0.44709 -5.58 FALSE
267067_at unknown protein --- AT2G41020 -1.24 -0.31 -1.41 0.2030994 0.4471283 -5.58 FALSE
259057_at unknown protein  ; supported by --- AT3G03310 1.23 0.30 1.41 0.2033098 0.4475483 -5.58 TRUE
245366_at Expressed protein ; supported byAtMAPR4 AT4G14965 -1.15 -0.20 -1.41 0.2033869 0.4476749 -5.58 FALSE
264236_at hypothetical protein predicted by --- AT1G54680 -1.18 -0.24 -1.41 0.2034259 0.4477175 -5.58 FALSE
266068_at putative geranylgeranyl pyrophosGGPS4 AT2G18640 1.21 0.27 1.41 0.203446 0.4477187 -5.58 FALSE
252799_at  putative protein various predicte --- --- -1.13 -0.17 -1.41 0.2034691 0.4477262 -5.58 FALSE
259569_at hypothetical protein --- AT1G20480 1.20 0.26 1.41 0.203494 0.4477378 -5.58 FALSE
245608_at protein kinase --- AT4G14350 1.26 0.33 1.41 0.2035392 0.4477941 -5.58 FALSE
257851_at unknown protein --- AT3G12940 1.18 0.24 1.41 0.2036114 0.4479098 -5.58 FALSE
247601_at  zinc finger protein OBP4 - like zi OBP4 AT5G60850 -1.27 -0.35 -1.41 0.2036394 0.4479282 -5.58 FALSE
250184_at  putative protein various predicte --- AT5G14240 -1.16 -0.21 -1.41 0.2037128 0.4480463 -5.58 FALSE
258602_at putative protein phosphatase-2C --- AT3G02750 1.14 0.19 1.41 0.203777 0.4481444 -5.58 FALSE
247570_at  putative protein heparanase, Ho AtGUS1 AT5G61250 1.49 0.58 1.41 0.2038524 0.4482669 -5.58 FALSE
252060_at putative protein other hypotheticaPAD4 AT3G52430 1.73 0.79 1.41 0.2039739 0.4484908 -5.58 FALSE
267194_s_aputative ARP2/3 protein complexARPC1A AT2G30910 // -1.18 -0.23 -1.41 0.2040709 0.4486608 -5.58 FALSE
247242_at unknown protein --- AT5G64690 1.14 0.19 1.41 0.2042055 0.4488864 -5.58 FALSE
252398_at  putative protein RING-H2 finger --- AT3G47990 -1.17 -0.23 -1.41 0.2042522 0.4488864 -5.58 FALSE
264006_at homeodomain transcription facto ATHB6 AT2G22430 -1.27 -0.34 -1.41 0.2042251 0.4488864 -5.58 FALSE
247605_at  DNA binding protein - like putativTCP5 AT5G60970 -1.21 -0.27 -1.41 0.2042514 0.4488864 -5.58 FALSE
248435_at oleosin-like OLEO3 AT5G51210 1.21 0.27 1.41 0.2043502 0.4490585 -5.58 FALSE
263015_at hypothetical protein similar to hyp--- AT1G23440 1.19 0.25 1.41 0.2044242 0.4491481 -5.58 FALSE
254468_at  UDP-glucose 4-epimerase - like --- AT4G20460 1.17 0.23 1.41 0.2044303 0.4491481 -5.58 FALSE
246854_at  mitochondrial carrier - like protei --- AT5G26200 -1.19 -0.25 -1.40 0.2044801 0.449171 -5.59 FALSE
256726_at unknown protein --- AT3G52210 1.24 0.32 1.40 0.204471 0.449171 -5.59 FALSE
246210_at ribosomal protein ; supported by --- AT4G36420 -1.27 -0.34 -1.40 0.2045719 0.4493293 -5.59 FALSE
261961_at hypothetical protein predicted by --- AT1G36510 1.20 0.26 1.40 0.2046089 0.4493674 -5.59 FALSE
249389_at  disease resistence like - protein --- AT5G40100 1.22 0.28 1.40 0.2046624 0.4494415 -5.59 FALSE
259128_at unknown protein similar to pushoBIG AT3G02260 -1.28 -0.35 -1.40 0.2047459 0.4495817 -5.59 FALSE
253968_at  putative calcineurin B-like proteinCBL7 AT4G26560 1.16 0.21 1.40 0.2049103 0.4498993 -5.59 FALSE
267336_at putative small heat shock protein --- AT2G19310 -1.26 -0.33 -1.40 0.2050198 0.4500551 -5.59 FALSE
256313_s_a RNA-binding protein, putative coAPUM17 AT1G35850 // -1.14 -0.19 -1.40 0.2050275 0.4500551 -5.59 FALSE
258195_at myb protein(myb26) contains my ATMYB26 AT3G13890 -1.18 -0.24 -1.40 0.2050404 0.4500551 -5.59 FALSE
258308_at putative reverse transcriptase sim--- --- 1.35 0.43 1.40 0.2051108 0.4501662 -5.59 FALSE



262547_at hypothetical protein predicted by --- AT1G31270 1.13 0.18 1.40 0.205131 0.4501673 -5.59 FALSE
267632_at hypothetical protein predicted by --- AT2G42160 -1.27 -0.34 -1.40 0.2051931 0.4502601 -5.59 FALSE
263793_at putative glucosyltransferase ATCSLC08 AT2G24630 -1.39 -0.47 -1.40 0.2053117 0.4503904 -5.59 FALSE
262214_at  germin subunit, putative similar t--- AT1G74820 1.16 0.21 1.40 0.2053076 0.4503904 -5.59 FALSE
256917_at  unknown protein contains Pfam --- AT3G18930 1.15 0.20 1.40 0.2052904 0.4503904 -5.59 FALSE
247240_at putative protein strong similarity tCMPG2 AT5G64660 2.29 1.19 1.40 0.2053366 0.4504017 -5.59 FALSE
263146_at  lipase, putative similar to lipase GGLIP2 AT1G53940 1.20 0.27 1.40 0.2053631 0.4504166 -5.59 FALSE
247639_s_a undecaprenyl diphosphate synth--- AT5G60500 // 1.13 0.17 1.40 0.2054466 0.450513 -5.59 FALSE
267151_at aspartate aminotransferase (AATASP1 AT2G30970 1.24 0.32 1.40 0.2054424 0.450513 -5.59 FALSE
246581_at hypothetical protein predicted by --- AT1G31760 -1.17 -0.23 -1.40 0.2054794 0.4505417 -5.59 FALSE
255165_at  putative protein putative centrom--- --- 1.32 0.40 1.40 0.2055215 0.4505906 -5.59 FALSE
247765_at cytochrome P450 CYP86A1 CYP86A1 AT5G58860 -1.36 -0.44 -1.40 0.2055911 0.4507 -5.59 FALSE
256402_at hypothetical protein  ; supported --- AT3G06130 1.40 0.48 1.40 0.2056829 0.4508579 -5.59 FALSE
260233_at putative cytochrome P450 similarCYP98A9 AT1G74550 1.30 0.37 1.40 0.2057525 0.450967 -5.59 FALSE
251145_at  putative protein predicted protein--- AT3G63500 1.20 0.27 1.40 0.2058168 0.450978 -5.59 FALSE
245748_at unknown protein contains similar --- AT1G51140 1.36 0.45 1.40 0.2057976 0.450978 -5.59 FALSE
246444_at  putative protein predicted protein--- AT5G17570 -1.27 -0.35 -1.40 0.2058133 0.450978 -5.59 FALSE
262430_s_aunknown protein --- AT1G47550 // -1.18 -0.23 -1.40 0.2058451 0.4509968 -5.59 FALSE
263702_at hypothetical protein identical to h --- AT1G31240 1.17 0.22 1.40 0.2059635 0.4511695 -5.59 FALSE
257176_s_a cyclopropane-fatty-acyl-phospho--- AT3G23510 // 1.70 0.77 1.40 0.2059615 0.4511695 -5.59 FALSE
247054_at zinc finger protein --- AT5G66730 1.18 0.24 1.40 0.2060795 0.4513802 -5.59 FALSE
248966_at unknown protein ;supported by fu--- AT5G45360 -1.18 -0.24 -1.40 0.2061536 0.4514992 -5.59 FALSE
256898_at  abscisic acid-insensitive protein ABI3 AT3G24650 1.15 0.20 1.40 0.2061903 0.4515361 -5.59 FALSE
255553_at predicted protein of unknown fun --- AT4G01960 -1.25 -0.32 -1.40 0.2062196 0.4515396 -5.59 FALSE
254276_at  predicted protein PVPR3 protein--- AT4G22820 1.39 0.47 1.40 0.2062315 0.4515396 -5.59 FALSE
256853_at hypothetical protein predicted by --- AT3G18640 -1.16 -0.21 -1.40 0.2063078 0.4516041 -5.59 FALSE
264226_at hypothetical protein similar to put--- AT1G67510 -1.18 -0.23 -1.40 0.2063452 0.4516041 -5.59 FALSE
245478_at galactokinase like protein ARA1 AT4G16130 -1.44 -0.53 -1.40 0.2063599 0.4516041 -5.59 FALSE
251921_at  40S ribosomal protein S21 homo--- AT3G53890 -1.46 -0.55 -1.40 0.2063254 0.4516041 -5.59 FALSE
260507_at unknown protein contains similar WPP2 AT1G47200 -1.23 -0.30 -1.40 0.2063407 0.4516041 -5.59 FALSE
267119_at putative cellulose synthase ATCSLB01 AT2G32610 1.14 0.18 1.40 0.2064997 0.4518666 -5.59 FALSE
248073_at pectate lyase --- AT5G55720 1.17 0.22 1.40 0.2065709 0.451979 -5.59 FALSE
250395_at  putative protein cylicin II, bovine --- AT5G10950 -1.28 -0.35 -1.40 0.2066009 0.4520014 -5.59 FALSE
248263_at pectinesterase  ; supported by cDPMEPCRF AT5G53370 1.38 0.47 1.40 0.2066301 0.4520218 -5.59 FALSE
260695_at  RNA helicase, putative similar toESP3 AT1G32490 -1.13 -0.18 -1.40 0.2067081 0.4521493 -5.59 FALSE



261568_at  DNA-binding protein, putative simNGA3 AT1G01030 1.17 0.23 1.40 0.2068265 0.4523538 -5.60 FALSE
266496_at putative zinc finger protein --- --- 1.19 0.25 1.40 0.2068413 0.4523538 -5.60 FALSE
253794_at  putative protein dimethylaniline m--- AT4G28720 -1.57 -0.65 -1.40 0.2068988 0.4524157 -5.60 TRUE
258669_at hypothetical protein predicted by --- AT3G08800 -1.15 -0.20 -1.40 0.2069093 0.4524157 -5.60 FALSE
267372_at putative protein kinase contains aARSK1 AT2G26290 1.77 0.83 1.40 0.2071039 0.4527978 -5.60 FALSE
267502_at putative cytochrome P450 CYP76C4 AT2G45550 1.15 0.21 1.40 0.2071633 0.4528302 -5.60 FALSE
262389_at hypothetical protein contains sim --- AT1G49270 1.16 0.22 1.40 0.2071557 0.4528302 -5.60 FALSE
251378_at putative protein --- AT3G60660 -1.16 -0.22 -1.40 0.2071783 0.4528302 -5.60 FALSE
248556_at unknown protein --- AT5G50350 1.21 0.28 1.40 0.207204 0.452843 -5.60 FALSE
250865_at  putative protein predicted protein--- AT5G03900 -1.26 -0.33 -1.40 0.2072342 0.4528657 -5.60 FALSE
263962_at putative protein kinase contains a--- AT2G36350 -1.26 -0.33 -1.40 0.2073211 0.4529687 -5.60 TRUE
264984_at unknown protein ;supported by fu--- AT1G27000 1.14 0.19 1.40 0.2073139 0.4529687 -5.60 FALSE
251123_at  putative protein predicted protein--- AT5G01030 -1.15 -0.20 -1.39 0.2073561 0.4530018 -5.60 FALSE
249420_at  NAC domain/ NAM like protein Nanac094 AT5G39820 1.16 0.22 1.39 0.2073906 0.453034 -5.60 FALSE
251618_at  putative protein unknown protein--- AT3G58020 -1.28 -0.35 -1.39 0.2074249 0.4530654 -5.60 FALSE
257654_at  DnaJ protein, putative contains P--- AT3G13310 1.65 0.73 1.39 0.2075144 0.4531308 -5.60 FALSE
247785_at subtilisin-like serine protease con--- AT5G58820 1.13 0.18 1.39 0.2075125 0.4531308 -5.60 FALSE
248269_at putative protein contains similarit ACBP1 AT5G53470 -1.21 -0.28 -1.39 0.2074953 0.4531308 -5.60 FALSE
245983_at  5-formyltetrahydrofolate cyclo-lig5-FCL AT5G13050 -1.16 -0.22 -1.39 0.2075895 0.4532079 -5.60 FALSE
263431_at unknown protein  ;supported by f --- AT2G22170 2.75 1.46 1.39 0.2075827 0.4532079 -5.60 FALSE
264830_at hypothetical protein predicted by --- AT1G03710 1.20 0.26 1.39 0.2076226 0.4532368 -5.60 FALSE
267133_at unknown protein --- AT2G23440 1.18 0.24 1.39 0.2076953 0.4533521 -5.60 FALSE
251009_at  putative protein predicted protein--- AT5G02640 1.40 0.48 1.39 0.2078169 0.4535309 -5.60 FALSE
258638_at unknown protein  ;supported by f --- AT3G07950 -1.16 -0.21 -1.39 0.2078124 0.4535309 -5.60 FALSE
245803_at cysteine proteinase RD21A identRD21 AT1G47128 1.22 0.29 1.39 0.2078992 0.4535391 -5.60 FALSE
262923_at Dhp1-like protein similar to Dhp1 XRN3 AT1G75660 -1.17 -0.22 -1.39 0.2079003 0.4535391 -5.60 FALSE
264483_at unknown protein --- AT1G77230 -1.22 -0.29 -1.39 0.2078994 0.4535391 -5.60 FALSE
247799_at subtilisin-like serine protease con--- AT5G58840 1.25 0.32 1.39 0.2078498 0.4535391 -5.60 FALSE
245100_at  ubiquitin-specific protease 5 (UBUBP5 AT2G40930 -1.16 -0.22 -1.39 0.2079382 0.4535706 -5.60 FALSE
259401_at hypothetical protein contains sim CSTF77 AT1G17760 -1.31 -0.39 -1.39 0.2079545 0.4535706 -5.60 FALSE
264252_at  putative GTP-binding protein, SAATSARA1AAT1G09180 1.17 0.22 1.39 0.2080894 0.4538215 -5.60 FALSE
267345_at unknown protein  ; supported by --- AT2G44240 1.62 0.69 1.39 0.208137 0.4538818 -5.60 FALSE
263553_at putative purple acid phosphatasePAP10 AT2G16430 1.21 0.27 1.39 0.2083297 0.4541686 -5.60 TRUE
254859_at  putative protein Arabidopsis thal --- AT4G12060 -1.22 -0.29 -1.39 0.2083486 0.4541686 -5.60 FALSE
246360_at hypothetical protein --- --- 1.16 0.22 1.39 0.2084271 0.4541686 -5.60 FALSE



259279_at putative cystathionine gamma-syMTO1 AT3G01120 1.16 0.22 1.39 0.2084476 0.4541686 -5.60 FALSE
261510_at hypothetical protein predicted by --- AT1G71760 -1.17 -0.22 -1.39 0.20835 0.4541686 -5.60 FALSE
249486_at  receptor protein kinase - like pro --- AT5G39030 1.20 0.26 1.39 0.2083589 0.4541686 -5.60 FALSE
255744_at hypothetical protein predicted by --- --- -1.13 -0.17 -1.39 0.2084441 0.4541686 -5.60 FALSE
259341_at unknown protein similar to hypothATBPM4 AT3G03740 1.15 0.20 1.39 0.2084014 0.4541686 -5.60 FALSE
264434_at hypothetical protein predicted by --- AT1G10340 1.71 0.77 1.39 0.2084476 0.4541686 -5.60 FALSE
250711_at cell division related protein-like --- AT5G06110 -1.17 -0.22 -1.39 0.2085666 0.4542888 -5.60 FALSE
262479_at  leucine-rich repeat transmembraSUB AT1G11130 1.14 0.19 1.39 0.208545 0.4542888 -5.60 FALSE
265176_at  OBP32pep protein, putative iden--- AT1G23520 1.16 0.21 1.39 0.2085471 0.4542888 -5.60 FALSE
260540_at hypothetical protein predicted by --- AT2G43500 1.14 0.19 1.39 0.2085825 0.4542888 -5.60 FALSE
256058_at  UDP-glucose glucosyltransferas UGT71C5 AT1G07240 1.23 0.30 1.39 0.2086358 0.4543615 -5.60 FALSE
246433_at  glutamine-rich protein predicted --- AT5G17510 -1.26 -0.33 -1.39 0.2087495 0.4544356 -5.60 FALSE
246166_at putative protein --- --- 1.17 0.23 1.39 0.2087099 0.4544356 -5.60 FALSE
252640_at  acyl CoA reductase -like protein FAR8 AT3G44560 1.15 0.20 1.39 0.2087025 0.4544356 -5.60 FALSE
257762_at hypothetical protein XRCC4 AT3G23100 -1.16 -0.22 -1.39 0.2087472 0.4544356 -5.60 FALSE
263261_at putative pre-mRNA splicing facto --- AT1G10580 1.12 0.17 1.39 0.2087723 0.4544419 -5.60 FALSE
251617_at  putative protein hypothetical pro --- AT3G58000 1.15 0.21 1.39 0.2088708 0.4545551 -5.60 FALSE
250026_at putative protein similar to unknow--- AT5G18090 1.19 0.25 1.39 0.208866 0.4545551 -5.60 FALSE
265504_at putative Ta11-like non-LTR retroe--- --- 1.18 0.24 1.39 0.2089638 0.4545551 -5.60 FALSE
246695_at putative protein --- --- 1.23 0.30 1.39 0.2089465 0.4545551 -5.60 FALSE
257902_at  receptor kinase, putative similar --- AT3G28450 1.29 0.37 1.39 0.2089577 0.4545551 -5.60 FALSE
254317_at hypothetical protein --- AT4G22510 1.14 0.18 1.39 0.2089469 0.4545551 -5.60 FALSE
266243_at hypothetical protein predicted by --- AT2G27750 1.15 0.20 1.39 0.2089042 0.4545551 -5.60 FALSE
263193_at  acetyl-CoA carboxylase, putative--- AT1G36050 1.16 0.21 1.39 0.2091293 0.4546254 -5.60 FALSE
260377_at unknown protein --- AT1G73930 1.13 0.18 1.39 0.2090511 0.4546254 -5.60 FALSE
251650_at hypothetical protein --- AT3G57360 -1.25 -0.32 -1.39 0.2090681 0.4546254 -5.60 FALSE
259938_at hypothetical protein predicted by --- AT1G71310 -1.18 -0.24 -1.39 0.2091143 0.4546254 -5.60 FALSE
264393_at unknown protein Contains similar--- AT1G11880 -1.17 -0.23 -1.39 0.2091357 0.4546254 -5.60 FALSE
249879_at serine/threonine protein kinase-li --- AT5G23170 1.17 0.22 1.39 0.2091255 0.4546254 -5.60 FALSE
265362_at putative retroelement pol polypro --- --- -1.15 -0.21 -1.39 0.2090203 0.4546254 -5.60 FALSE
245892_at  putative lipid transfer protein lipid--- AT5G09370 1.25 0.32 1.39 0.2092614 0.4547253 -5.61 FALSE
248213_at putative protein similar to unknowAtGRF7 AT5G53660 1.18 0.24 1.39 0.2092253 0.4547253 -5.61 FALSE
258494_at cell division protein FtsH-like prot--- AT3G02450 -1.21 -0.28 -1.39 0.2092561 0.4547253 -5.61 FALSE
252695_s_a hypothetical protein predicted pr --- --- -1.12 -0.17 -1.39 0.2092329 0.4547253 -5.61 FALSE
264844_at putative glycosylation enzyme  ; s--- AT1G03520 -1.23 -0.30 -1.39 0.209303 0.4547725 -5.61 FALSE



247095_at dehydrin RAB18-like protein (sp RAB18 AT5G66400 1.46 0.55 1.39 0.2094377 0.4550218 -5.61 FALSE
253535_at  putaive DNA-binding protein DN WRKY11 AT4G31550 1.81 0.85 1.39 0.2094897 0.4550884 -5.61 FALSE
253448_at  putative protein mRNA for KIAA0--- AT4G32640 1.14 0.19 1.39 0.2095083 0.4550884 -5.61 FALSE
258817_at  hypothetical protein similar to hy --- AT3G04750 -1.14 -0.19 -1.39 0.2095359 0.4550899 -5.61 FALSE
254067_at hypothetical protein NAP8 AT4G25450 1.15 0.20 1.39 0.2095657 0.4550899 -5.61 FALSE
263959_at hypothetical protein predicted by --- AT2G36210 1.15 0.21 1.39 0.2095688 0.4550899 -5.61 FALSE
260557_at putative endochitinase --- AT2G43610 1.13 0.18 1.39 0.2096313 0.4551822 -5.61 FALSE
258515_at  ATP citrate lyase, putative similaACLB-1 AT3G06650 -1.15 -0.21 -1.39 0.2097899 0.4553966 -5.61 TRUE
246794_s_a putative protein predicted protein--- AT5G06350 // -1.36 -0.44 -1.39 0.2097864 0.4553966 -5.61 FALSE
259122_at  unknown protein similar to putatiCOBL1 AT3G02210 1.20 0.27 1.39 0.2097782 0.4553966 -5.61 FALSE
259402_at  developmental protein, putative VPS46.1 AT1G17730 -1.15 -0.21 -1.39 0.2098195 0.4554176 -5.61 FALSE
254343_at PRH26 protein  ;supported by ful 03-אפר AT4G21990 1.63 0.71 1.39 0.2098635 0.4554696 -5.61 TRUE
254989_at  retrotransposon like protein copi --- --- 1.19 0.25 1.39 0.2099342 0.4554932 -5.61 FALSE
261456_at hypothetical protein predicted by --- AT1G21050 -2.12 -1.09 -1.39 0.209933 0.4554932 -5.61 FALSE
256233_at ankyrin-like protein contains PfamITN1 AT3G12360 1.14 0.19 1.39 0.2099269 0.4554932 -5.61 FALSE
263811_at putative acyl-CoA synthetase ; su--- AT2G04350 1.18 0.24 1.39 0.2099981 0.4555885 -5.61 FALSE
254947_at  putative retrotransposon polypro--- --- 1.27 0.35 1.39 0.2100615 0.4555959 -5.61 FALSE
267124_at putative acetone-cyanohydrin lyaMES19 AT2G23570 -1.19 -0.25 -1.39 0.2100527 0.4555959 -5.61 FALSE
253334_at  putative protein dihydrokaempfe --- AT4G33360 1.28 0.35 1.39 0.2100529 0.4555959 -5.61 FALSE
248535_at putative protein contains similarit --- AT5G50120 1.21 0.28 1.39 0.2101606 0.4557675 -5.61 FALSE
245115_at putative esterase D  ;supported bSFGH AT2G41530 -1.29 -0.37 -1.39 0.2102131 0.4558382 -5.61 FALSE
248196_at putative protein similar to unknow--- AT5G54150 1.15 0.20 1.38 0.2103859 0.4561694 -5.61 FALSE
255742_at  DNA-binding protein RAV2, putaTEM1 AT1G25560 1.15 0.21 1.38 0.2104741 0.4562555 -5.61 FALSE
245439_at hypothetical protein --- AT4G16670 1.39 0.47 1.38 0.2104856 0.4562555 -5.61 FALSE
255597_at hypothetical protein --- AT4G01730 1.18 0.24 1.38 0.2104799 0.4562555 -5.61 FALSE
265189_at unknown protein  ; supported by --- AT1G23840 1.40 0.49 1.38 0.2105385 0.4563268 -5.61 FALSE
256865_at  NAD dependent epimerase, putaGAE6 AT3G23820 -1.35 -0.44 -1.38 0.2106867 0.4564053 -5.61 TRUE
257495_at unknown protein ATPDIL5-1 AT1G07960 -1.19 -0.25 -1.38 0.210642 0.4564053 -5.61 FALSE
245994_at  putative protein various predicte --- --- 1.19 0.25 1.38 0.2106142 0.4564053 -5.61 FALSE
260558_at putative endochitinase --- AT2G43600 1.22 0.29 1.38 0.2106502 0.4564053 -5.61 FALSE
265212_at putative sugar transporter protein--- AT1G05030 -1.17 -0.22 -1.38 0.2106862 0.4564053 -5.61 FALSE
252749_at putative protein several hypothet --- --- 1.17 0.22 1.38 0.2106948 0.4564053 -5.61 FALSE
250092_at putative protein --- AT5G17360 -1.13 -0.18 -1.38 0.2107742 0.4565341 -5.61 FALSE
253307_at  putative protein auxin-induced p --- AT4G33670 -1.19 -0.26 -1.38 0.2108267 0.4566044 -5.61 FALSE
265644_at hypothetical protein predicted by ATEPR1 AT2G27380 1.15 0.21 1.38 0.2109237 0.4566411 -5.61 FALSE



248596_at putative protein contains similarit AtMYB111 AT5G49330 -1.44 -0.53 -1.38 0.2108873 0.4566411 -5.61 FALSE
249874_at putative protein contains similarit --- AT5G23070 -1.32 -0.40 -1.38 0.2109087 0.4566411 -5.61 FALSE
245420_at hypothetical protein --- AT4G17410 1.18 0.24 1.38 0.210893 0.4566411 -5.61 FALSE
259581_at  RING zinc finger protein, putativ --- AT1G28040 1.19 0.25 1.38 0.2110108 0.4567863 -5.61 FALSE
245319_at Expressed protein ; supported by--- AT4G16146 1.32 0.40 1.38 0.211187 0.4568207 -5.61 FALSE
254607_at hypothetical protein  ;supported b--- AT4G18920 1.15 0.21 1.38 0.2111781 0.4568207 -5.61 FALSE
259595_at  CONSTANS family zinc finger pr--- AT1G28050 1.27 0.34 1.38 0.2110591 0.4568207 -5.61 FALSE
261542_at unknown protein contains Pfam p--- AT1G63560 1.19 0.26 1.38 0.21111 0.4568207 -5.61 FALSE
255900_at hypothetical protein predicted by --- AT1G17830 // 1.56 0.64 1.38 0.2111727 0.4568207 -5.61 FALSE
257443_at hypothetical protein predicted by --- AT2G22050 -1.15 -0.21 -1.38 0.211154 0.4568207 -5.61 FALSE
256960_at unknown protein  ;supported by f --- AT3G13510 -1.23 -0.30 -1.38 0.2111476 0.4568207 -5.61 FALSE
254807_at putative protein --- AT4G12700 -1.24 -0.31 -1.38 0.2111568 0.4568207 -5.61 FALSE
246389_at  amino acid carrier, putative similAAP3 AT1G77380 1.25 0.32 1.38 0.2112497 0.4568264 -5.61 TRUE
265231_s_ahypothetical protein --- AT2G07713 1.16 0.21 1.38 0.2112423 0.4568264 -5.61 FALSE
248316_at putative protein similar to unknow--- AT5G52670 1.23 0.30 1.38 0.2112443 0.4568264 -5.61 FALSE
244911_at hypothetical protein --- --- -1.18 -0.24 -1.38 0.2112713 0.45683 -5.61 FALSE
251754_at  beta-1,3-glucanase - like protein --- AT3G55780 1.19 0.25 1.38 0.2113133 0.4568454 -5.61 FALSE
259576_at  RING zinc finger protein, putativ --- AT1G35330 1.24 0.31 1.38 0.2113185 0.4568454 -5.61 FALSE
259393_at  trehalose-6-phosphate synthaseATTPS7 AT1G06410 1.18 0.24 1.38 0.2114062 0.4568998 -5.61 TRUE
245307_at gibberellin oxidase-like protein no--- AT4G16770 -1.20 -0.26 -1.38 0.2114238 0.4568998 -5.61 FALSE
256866_at unknown protein similar to alpha --- AT3G26380 -1.23 -0.30 -1.38 0.2114148 0.4568998 -5.61 FALSE
262333_at hypothetical protein similar to put--- AT1G64020 -1.18 -0.24 -1.38 0.2113975 0.4568998 -5.61 FALSE
252805_at putative protein --- AT3G42380 1.14 0.19 1.38 0.2115707 0.457174 -5.61 FALSE
249108_at steroid sulfotransferase-like --- AT5G43690 1.13 0.17 1.38 0.2117388 0.4574773 -5.62 FALSE
263933_s_aputative harpin-induced protein --- AT2G35970 // 1.17 0.23 1.38 0.2117521 0.4574773 -5.62 FALSE
250814_at  E2, ubiquitin-conjugating enzym UBC22 AT5G05080 -1.20 -0.26 -1.38 0.2117713 0.4574773 -5.62 FALSE
255683_at putative malate oxidoreductase --- AT4G00570 1.20 0.26 1.38 0.211845 0.4575933 -5.62 FALSE
245649_at  F5A9.21 unknown protein; simila--- AT1G24706 -1.20 -0.27 -1.38 0.2119725 0.4577819 -5.62 FALSE
261167_at  disulfide isomerase-related proteATPDIL2-2 AT1G04980 1.66 0.73 1.38 0.2119713 0.4577819 -5.62 FALSE
266825_at unknown protein --- AT2G22890 1.37 0.46 1.38 0.2120339 0.4578279 -5.62 FALSE
265248_at unknown protein  ; supported by PIF4 AT2G43010 -1.31 -0.39 -1.38 0.2120149 0.4578279 -5.62 FALSE
264401_at  dihydroflavonol 4-reductase, put BAN AT1G61720 1.13 0.18 1.38 0.2120574 0.4578353 -5.62 FALSE
253474_at hypothetical protein --- AT4G32270 -1.20 -0.27 -1.38 0.2121798 0.4580367 -5.62 FALSE
253810_at  putative NADH dehydrogenase NNDB1 AT4G28220 -1.49 -0.58 -1.38 0.2121909 0.4580367 -5.62 FALSE
256488_at hypothetical protein NFD4 AT1G31470 1.16 0.22 1.38 0.2122398 0.4580989 -5.62 FALSE



262544_at hypothetical protein predicted by --- AT1G15420 -1.20 -0.26 -1.38 0.2122929 0.4581092 -5.62 FALSE
253604_at hypothetical protein --- AT4G30970 1.14 0.19 1.38 0.2122786 0.4581092 -5.62 FALSE
256168_at  receptor protein kinase, putative --- AT1G51805 1.44 0.52 1.38 0.2123048 0.4581092 -5.62 FALSE
245014_at ATPase beta subunit --- --- -1.13 -0.18 -1.38 0.212371 0.4582087 -5.62 FALSE
247690_at putative protein MBD7 AT5G59800 -1.34 -0.42 -1.38 0.2123988 0.4582253 -5.62 FALSE
245670_at  mitochondrial protein (AtJ1), put ATJ1 AT1G28210 1.36 0.44 1.38 0.2124732 0.4583426 -5.62 FALSE
259046_at  calmodulin-like protein similar to --- AT3G03400 1.17 0.23 1.38 0.2125181 0.4583961 -5.62 FALSE
261799_at unknown protein contains similar --- AT1G30473 1.24 0.31 1.38 0.2125942 0.4585168 -5.62 FALSE
245929_at  alcohol dehydrogenase - like pro--- AT5G24760 1.61 0.69 1.38 0.2126502 0.4585941 -5.62 TRUE
263182_at Expressed protein ; supported by--- AT1G05575 2.72 1.44 1.38 0.2127524 0.4586846 -5.62 FALSE
246220_at putative protein ; supported by cD--- AT4G37210 -1.15 -0.20 -1.38 0.2127234 0.4586846 -5.62 FALSE
266324_at putative rac GTPase activating p --- AT2G46710 -1.74 -0.80 -1.38 0.2127374 0.4586846 -5.62 FALSE
251592_at  zinc finger - like protein finger pr NTT AT3G57670 1.15 0.20 1.38 0.2128315 0.4588117 -5.62 FALSE
250460_at putative protein similar to unknow--- AT5G09850 1.15 0.20 1.38 0.2130421 0.4591573 -5.62 FALSE
AFFX-BioC-E. coli /GEN=bioC /DB_XREF=gb--- --- 1.44 0.52 1.38 0.2130307 0.4591573 -5.62 FALSE
261081_at  transformer-SR ribonucleoprotei --- AT1G07350 -1.28 -0.36 -1.38 0.2130522 0.4591573 -5.62 FALSE
262824_at  putative DNA binding protein simRBP45B AT1G11650 -1.13 -0.18 -1.38 0.2130793 0.4591723 -5.62 FALSE
263514_at putative poly(ADP-ribose) glycoh --- AT2G31860 1.17 0.22 1.37 0.2131649 0.459289 -5.62 FALSE
266544_at similar to late embryogenesis abu--- AT2G35300 1.14 0.19 1.37 0.2131737 0.459289 -5.62 FALSE
253111_at  putative protein glutamic acid-ric--- AT4G35940 1.24 0.32 1.37 0.2132827 0.459437 -5.62 FALSE
266625_at putative peroxidase --- AT2G35380 1.17 0.23 1.37 0.2132784 0.459437 -5.62 FALSE
260923_at  glycine-rich RNA-binding protein--- AT1G21570 1.18 0.24 1.37 0.2134094 0.459439 -5.62 FALSE
259212_at hypothetical protein predicted by --- AT3G09180 -1.18 -0.24 -1.37 0.2134448 0.459439 -5.62 FALSE
246742_at TOPP8 serine/threonine protein pTOPP8 AT5G27840 1.13 0.17 1.37 0.213396 0.459439 -5.62 FALSE
254253_at  serine/threonine kinase - like pro--- AT4G23320 1.61 0.69 1.37 0.2133297 0.459439 -5.62 FALSE
264905_at putative Mlo protein MLO7 AT2G17430 1.16 0.21 1.37 0.2133138 0.459439 -5.62 FALSE
261621_at hypothetical protein similar to guaEDA10 AT1G01960 -1.16 -0.21 -1.37 0.2133918 0.459439 -5.62 FALSE
254939_at  putative protein predicted protein--- AT4G10800 -1.27 -0.34 -1.37 0.2134331 0.459439 -5.62 FALSE
250053_at  potassium-dependent sodium-ca--- AT5G17850 1.20 0.26 1.37 0.21344 0.459439 -5.62 FALSE
245013_at ATPase epsilon subunit --- --- -1.13 -0.18 -1.37 0.2134698 0.4594496 -5.62 FALSE
251272_at homeobox-leucine zipper protein ATHB-12 AT3G61890 1.56 0.64 1.37 0.2135853 0.459499 -5.62 TRUE
262769_at actin-like protein strong similarity DIS1 AT1G13180 1.20 0.26 1.37 0.2136007 0.459499 -5.62 TRUE
259367_at hypothetical protein predicted by --- AT1G69070 -1.28 -0.35 -1.37 0.213593 0.459499 -5.62 FALSE
255672_at hypothetical protein  ; supported EDA8 AT4G00310 1.19 0.25 1.37 0.2136338 0.459499 -5.62 FALSE
262129_at mutM homologue-1 identical to mATMMH-1 AT1G52500 -1.21 -0.28 -1.37 0.2135939 0.459499 -5.62 FALSE



260983_at hypothetical protein predicted by --- AT1G53560 1.33 0.41 1.37 0.2136195 0.459499 -5.62 FALSE
255896_at  basic blue protein, putative simil --- AT1G17800 1.14 0.19 1.37 0.2135543 0.459499 -5.62 FALSE
261810_at  ligase I, putative similar to ligaseATLIG1 AT1G08130 -1.35 -0.44 -1.37 0.2136807 0.4595566 -5.62 FALSE
259553_x_ahypothetical protein ATEXT3 AT1G21310 1.48 0.56 1.37 0.2138047 0.4596608 -5.62 TRUE
246907_at  AtBgamma - like protein B' regul --- AT5G25510 1.21 0.27 1.37 0.2137733 0.4596608 -5.62 FALSE
267046_at hypothetical protein --- AT2G34360 1.25 0.32 1.37 0.2138098 0.4596608 -5.62 FALSE
249458_at  putative protein predicted protein--- AT5G39560 1.15 0.21 1.37 0.2138044 0.4596608 -5.62 FALSE
262497_at  putative 20S proteasome beta suPBC1 AT1G21720 -1.17 -0.23 -1.37 0.2138432 0.4596893 -5.62 FALSE
249652_at putative protein hypothetical prot --- AT5G37070 1.22 0.28 1.37 0.2139056 0.4597801 -5.62 FALSE
266465_at putative auxin-responsive proteinGH3.9 AT2G47750 1.18 0.24 1.37 0.2139608 0.4598122 -5.62 FALSE
261791_at unknown protein ; supported by f --- AT1G16170 -1.43 -0.52 -1.37 0.2139458 0.4598122 -5.62 FALSE
255631_at hypothetical protein BSK3 AT4G00710 -1.14 -0.18 -1.37 0.2140098 0.4598656 -5.62 FALSE
255762_at unknown protein contains Pfam pHAC12 AT1G16710 1.17 0.23 1.37 0.2140663 0.4598656 -5.62 FALSE
253166_at  putative protein putative ligand-gGLUR2 AT4G35290 -1.28 -0.35 -1.37 0.214045 0.4598656 -5.62 FALSE
256339_at hypothetical protein --- AT1G72080 1.16 0.21 1.37 0.2140614 0.4598656 -5.62 FALSE
266736_at putative cytochrome P450  ; suppCYP709B1 AT2G46960 1.15 0.20 1.37 0.214095 0.4598839 -5.63 FALSE
247994_at RNA-binding protein-like --- AT5G56140 -1.20 -0.26 -1.37 0.2142014 0.4600692 -5.63 FALSE
254602_at hypothetical protein EDR2 AT4G19040 1.16 0.22 1.37 0.2142862 0.4601913 -5.63 FALSE
262793_at  putative cytochrome P450 monoCYP71B7 AT1G13110 1.44 0.53 1.37 0.2142986 0.4601913 -5.63 FALSE
263408_at predicted protein --- AT2G04060 1.15 0.20 1.37 0.2144246 0.460387 -5.63 FALSE
252035_at  beta-ketoacyl-CoA synthase likeKCS15 AT3G52160 1.20 0.26 1.37 0.2144301 0.460387 -5.63 FALSE
249610_at putative protein --- AT5G37360 -1.38 -0.46 -1.37 0.2145201 0.46045 -5.63 TRUE
266428_at putative protein kinase contains a--- AT2G07180 -1.21 -0.28 -1.37 0.2145198 0.46045 -5.63 FALSE
248821_at protein serine threonine kinase-li --- AT5G47070 1.42 0.50 1.37 0.2144824 0.46045 -5.63 FALSE
263847_at putative glucosyltransferase  ; su --- AT2G36970 -1.78 -0.83 -1.37 0.2145538 0.4604792 -5.63 TRUE
262486_at  putative bzip-like transcription fa --- AT1G21740 1.25 0.33 1.37 0.2146546 0.4606088 -5.63 FALSE
256616_at hypothetical protein similar to unk--- AT3G22260 1.27 0.35 1.37 0.2146492 0.4606088 -5.63 FALSE
250624_at putative protein --- AT5G07330 1.18 0.24 1.37 0.214741 0.4607507 -5.63 FALSE
267287_at putative pectinesterase sks16 AT2G23630 1.14 0.19 1.37 0.2147874 0.4608072 -5.63 FALSE
256990_at hypothetical protein predicted by --- AT3G28590 1.25 0.32 1.37 0.2149069 0.4609582 -5.63 FALSE
261228_at  C-8,7 sterol isomerase identical HYD1 AT1G20050 -1.21 -0.27 -1.37 0.2149185 0.4609582 -5.63 FALSE
249418_at  putative protein predicted protein--- AT5G39785 1.14 0.19 1.37 0.2148861 0.4609582 -5.63 FALSE
254021_at  putative protein cell death suppr ACD1-LIKEAT4G25650 -1.20 -0.27 -1.37 0.2150245 0.4611422 -5.63 FALSE
249763_at receptor-protein kinase-like prote--- AT5G24010 -1.29 -0.37 -1.37 0.2150885 0.4612362 -5.63 FALSE
260481_at ferredoxin precusor isolog  ;supp ATFD1 AT1G10960 -1.32 -0.40 -1.37 0.2151301 0.461282 -5.63 FALSE



265693_at putative poly(A) binding protein --- AT2G24350 -1.18 -0.24 -1.37 0.2151755 0.461336 -5.63 FALSE
261947_at  ubiquitin, putative similar to poly --- AT1G64470 1.21 0.27 1.37 0.2152278 0.4614047 -5.63 FALSE
244973_at PSII T protein --- --- -1.43 -0.52 -1.37 0.2152953 0.4615061 -5.63 FALSE
266048_at putative thioredoxin H contains a ATCXXS2 AT2G40790 1.18 0.24 1.37 0.2153441 0.4615674 -5.63 FALSE
250274_at  putative protein predicted protein--- AT5G13020 -1.19 -0.25 -1.37 0.2153927 0.4615693 -5.63 FALSE
258941_at putative monodehydroascorbate MDHAR AT3G09940 3.23 1.69 1.37 0.2154057 0.4615693 -5.63 FALSE
259329_at  putative two-component phosph AHP4 AT3G16360 -1.48 -0.57 -1.37 0.2153834 0.4615693 -5.63 FALSE
246421_at  TOM (target of myb1) -like prote --- AT5G16880 1.20 0.26 1.37 0.2154516 0.4616242 -5.63 FALSE
257234_at hypothetical protein predicted by --- AT3G14880 1.23 0.29 1.37 0.215561 0.4618153 -5.63 FALSE
254081_at  putative protein various predicte --- AT4G25660 1.20 0.26 1.37 0.2155947 0.4618439 -5.63 FALSE
262137_at  transcription factor, putative simi--- AT1G77920 -1.16 -0.21 -1.37 0.215618 0.4618506 -5.63 TRUE
255034_at  putative protein Phaseolus vulga--- --- 1.15 0.20 1.37 0.2157351 0.4620579 -5.63 FALSE
257690_at unknown protein contains similar --- AT3G12830 -1.51 -0.59 -1.37 0.2158015 0.4621109 -5.63 FALSE
259695_at hypothetical protein predicted by --- AT1G63170 1.20 0.26 1.37 0.2158164 0.4621109 -5.63 FALSE
267418_at putative RING zinc finger protein --- AT2G35000 1.20 0.27 1.37 0.2158206 0.4621109 -5.63 FALSE
264151_at hypothetical protein    predicted b--- AT1G02070 1.18 0.24 1.37 0.215899 0.4622355 -5.63 FALSE
250375_at  putative protein L-gulono-gamma--- AT5G11540 -1.17 -0.22 -1.37 0.2159355 0.4622367 -5.63 FALSE
256844_s_a En/Spm transposon protein, puta--- --- 1.16 0.21 1.37 0.2159401 0.4622367 -5.63 FALSE
249144_at squamosa promoter binding proteSPL2 AT5G43270 -1.18 -0.23 -1.37 0.2159923 0.462272 -5.63 FALSE
253749_at phytochrome-associated protein PAP2 AT4G29080 2.17 1.12 1.37 0.2159972 0.462272 -5.63 FALSE
251178_at  cytokinin oxidase -like protein cyCKX6 AT3G63440 1.42 0.50 1.37 0.2160247 0.4622876 -5.63 TRUE
254270_at gamma-glutamylcysteine synthetGSH1 AT4G23100 1.49 0.57 1.37 0.2160636 0.4623275 -5.63 FALSE
247621_at  putative protein predicted protein--- AT5G60340 1.15 0.21 1.37 0.21609 0.4623406 -5.63 FALSE
246277_at hypothetical protein --- AT4G36460 -1.18 -0.24 -1.37 0.2161119 0.4623441 -5.63 FALSE
257378_s_ahypothetical protein predicted by --- AT2G02290 // 1.18 0.24 1.36 0.2162246 0.4625419 -5.63 FALSE
249482_at putative protein  ;supported by fu --- AT5G38980 -1.44 -0.53 -1.36 0.2162785 0.4625704 -5.63 FALSE
264368_at  hypothetical protein Contains sim--- AT1G03280 -1.16 -0.21 -1.36 0.2162583 0.4625704 -5.63 FALSE
245073_at putative glucosyltransferase --- AT2G23210 1.17 0.22 1.36 0.2163533 0.4626434 -5.63 FALSE
245889_at PEE-rich protein  ;supported by f --- AT5G09480 -1.38 -0.46 -1.36 0.2163426 0.4626434 -5.63 FALSE
251078_at putative protein hypothetical prot --- AT5G01990 -1.28 -0.35 -1.36 0.2163969 0.4626933 -5.63 FALSE
265633_at  F-box protein family, AtFBL6 conEBF1 AT2G25490 1.20 0.27 1.36 0.2165555 0.4629891 -5.63 FALSE
251768_at  phosphoinositide-specific phosp --- AT3G55940 1.34 0.42 1.36 0.2165961 0.4630313 -5.64 TRUE
257750_at unknown protein  ;supported by f --- AT3G18800 -1.20 -0.26 -1.36 0.2166158 0.4630313 -5.64 FALSE
249794_at putative protein contains similarit AtCXE18 AT5G23530 1.13 0.18 1.36 0.2167206 0.4631194 -5.64 FALSE
247052_at homeodomain transcription facto HB53 AT5G66700 1.18 0.24 1.36 0.2167468 0.4631194 -5.64 FALSE



251263_at  putative protein DNAJ PROTEIN--- AT3G62190 -1.16 -0.22 -1.36 0.2167585 0.4631194 -5.64 FALSE
248965_at nodulin-like protein --- AT5G45370 1.22 0.28 1.36 0.2167451 0.4631194 -5.64 FALSE
262321_at hypothetical protein predicted by --- AT1G27570 1.16 0.22 1.36 0.2167121 0.4631194 -5.64 FALSE
252506_at  putative protein UDP-galactose tUTR5 AT3G46180 -1.18 -0.24 -1.36 0.2168001 0.4631647 -5.64 FALSE
264232_at putative protein kinase Pfam HM --- AT1G67470 1.69 0.76 1.36 0.2169258 0.4633898 -5.64 FALSE
250889_at  putative protein exostose-related--- AT5G04500 1.17 0.22 1.36 0.2169471 0.463392 -5.64 FALSE
250105_at putative protein contains similarit RAD4 AT5G16630 -1.33 -0.42 -1.36 0.2169852 0.4634301 -5.64 FALSE
266316_at unknown protein  ; supported by --- AT2G27080 2.13 1.09 1.36 0.2170253 0.4634722 -5.64 FALSE
256456_at unknown protein ; supported by f --- AT1G75180 1.34 0.42 1.36 0.2172347 0.4636155 -5.64 TRUE
263130_at hypothetical protein predicted by POLD3 AT1G78650 -1.33 -0.41 -1.36 0.2172117 0.4636155 -5.64 FALSE
264412_at hypothetical protein similar to put--- AT1G43260 1.15 0.20 1.36 0.2171521 0.4636155 -5.64 FALSE
258819_at  unknown protein similar to putati--- AT3G04590 -1.21 -0.27 -1.36 0.2172265 0.4636155 -5.64 FALSE
266733_at similar to axi 1 protein from Nicot --- AT2G03280 -1.17 -0.22 -1.36 0.2171191 0.4636155 -5.64 FALSE
253502_at  Cytochrome P450-like protein cyCYP82C4 AT4G31940 1.15 0.20 1.36 0.217225 0.4636155 -5.64 FALSE
251869_at putative protein --- AT3G54500 -1.30 -0.38 -1.36 0.2172293 0.4636155 -5.64 FALSE
254230_at  polyprenyltransferase like proteinAtPPT1 AT4G23660 -1.17 -0.22 -1.36 0.217271 0.4636497 -5.64 FALSE
247499_at predicted protein --- AT5G61865 -1.17 -0.22 -1.36 0.2173484 0.4637714 -5.64 FALSE
263698_at  hypothetical protein similar to a m--- --- 1.21 0.28 1.36 0.2173692 0.4637724 -5.64 FALSE
252690_at putative protein --- --- 1.22 0.29 1.36 0.2174122 0.4638208 -5.64 FALSE
260509_at natural resistance-associated maNRAMP2 AT1G47240 1.13 0.18 1.36 0.2175172 0.4639319 -5.64 FALSE
246686_at putative protein predicted protein --- --- 1.22 0.29 1.36 0.2175235 0.4639319 -5.64 FALSE
253677_at  cytidine deaminase - like protein --- AT4G29580 1.20 0.26 1.36 0.2175253 0.4639319 -5.64 FALSE
250401_at  putative protein HSPC184, Hom --- AT5G10780 -1.14 -0.19 -1.36 0.2175701 0.463984 -5.64 FALSE
262199_at unknown protein ; supported by c--- AT1G53800 -1.23 -0.30 -1.36 0.2176177 0.4640423 -5.64 FALSE
251038_at  putative protein unknown protein--- AT5G02240 -1.15 -0.20 -1.36 0.2176758 0.4641227 -5.64 FALSE
254848_at  putative protein hypothetical pro PGRL1B AT4G11960 -1.17 -0.22 -1.36 0.2177893 0.4641628 -5.64 FALSE
257806_at hypothetical protein predicted by --- AT3G18670 1.16 0.21 1.36 0.2178929 0.4641628 -5.64 FALSE
247580_at  putative protein traube, Mus mus--- AT5G61330 -1.19 -0.26 -1.36 0.2178 0.4641628 -5.64 FALSE
265373_at putative replication protein A1 RPA1A AT2G06510 -1.34 -0.42 -1.36 0.2177867 0.4641628 -5.64 FALSE
249888_s_azinc finger protein-like  ; supporte--- AT5G22480 // -1.17 -0.23 -1.36 0.2178015 0.4641628 -5.64 FALSE
253961_at  putative protein SPF1 protein, IpWRKY34 AT4G26440 1.14 0.19 1.36 0.2177353 0.4641628 -5.64 FALSE
247649_at  KED - like protein KED, Nicotian --- AT5G60030 -1.18 -0.24 -1.36 0.2178371 0.4641628 -5.64 FALSE
250368_at putative protein  ; supported by c --- AT5G11280 -1.20 -0.26 -1.36 0.2178822 0.4641628 -5.64 FALSE
262076_at hypothetical protein identical to GATMPK2 AT1G59580 -1.21 -0.28 -1.36 0.2178869 0.4641628 -5.64 FALSE
246160_at  putative protein predicted proteinFBX2 AT5G21040 -1.15 -0.20 -1.36 0.2178981 0.4641628 -5.64 FALSE



250917_at  fructose-bisphosphate aldolase ---- AT5G03690 1.21 0.27 1.36 0.2179603 0.4642521 -5.64 FALSE
260853_at hypothetical protein predicted by --- AT1G21950 1.26 0.33 1.36 0.2180107 0.464316 -5.64 FALSE
267409_at hypothetical protein predicted by --- AT2G34910 1.13 0.18 1.36 0.2183429 0.4644927 -5.64 FALSE
248976_at putative protein strong similarity tARAD2 AT5G44930 -1.21 -0.28 -1.36 0.2183325 0.4644927 -5.64 FALSE
265479_at hypothetical protein  ;supported b--- AT2G15760 2.01 1.01 1.36 0.2181962 0.4644927 -5.64 FALSE
246941_at putative protein several hypothet --- AT5G25415 1.16 0.21 1.36 0.2182396 0.4644927 -5.64 FALSE
253651_at  putative protein nucleoid DNA-bi--- AT4G30030 1.20 0.26 1.36 0.2183482 0.4644927 -5.64 FALSE
263771_at putative Athila retroelement ORF--- --- 1.13 0.17 1.36 0.218121 0.4644927 -5.64 FALSE
256663_at unknown protein ;supported by fu--- AT3G12050 1.28 0.35 1.36 0.2183584 0.4644927 -5.64 FALSE
248139_at putative protein similar to unknow--- AT5G54970 -2.82 -1.50 -1.36 0.2181998 0.4644927 -5.64 FALSE
252251_at hypothetical protein --- AT3G49820 1.14 0.19 1.36 0.2182488 0.4644927 -5.64 FALSE
257392_at hypothetical protein FLA3 AT2G24450 1.17 0.22 1.36 0.2183376 0.4644927 -5.64 FALSE
251216_at  putative protein hypothetical pro --- --- 1.15 0.20 1.36 0.2183424 0.4644927 -5.64 FALSE
246539_at  putative protein geranylgeranyla MUB2 AT5G15460 -1.13 -0.18 -1.36 0.218246 0.4644927 -5.64 FALSE
256817_at  F-box protein family, AtFBW1 co--- AT3G21410 -1.19 -0.25 -1.36 0.2181744 0.4644927 -5.64 FALSE
248180_at unknown protein  ;supported by f AGD5 AT5G54310 1.13 0.18 1.36 0.2184346 0.4645681 -5.64 FALSE
263437_at putative disease resistance respo--- AT2G28670 1.19 0.25 1.36 0.2184238 0.4645681 -5.64 FALSE
257227_at monodehydroascorbate reductasMDAR4 AT3G27820 -1.17 -0.23 -1.36 0.2184822 0.4645989 -5.64 FALSE
263669_at putative cryptochrome 2 apoproteCRY2 AT1G04400 -1.15 -0.20 -1.36 0.2184898 0.4645989 -5.64 FALSE
256396_at unknown protein --- AT3G06150 -1.31 -0.39 -1.36 0.2185928 0.4646868 -5.64 TRUE
249566_at cytochrome P450-like protein CYP735A1 AT5G38450 1.16 0.21 1.36 0.2186126 0.4646868 -5.64 FALSE
259195_at hypothetical protein predicted by --- AT3G01730 1.18 0.24 1.36 0.2185659 0.4646868 -5.64 FALSE
248454_at receptor protein kinase-like --- AT5G51350 -1.27 -0.34 -1.36 0.2185748 0.4646868 -5.64 FALSE
259366_at  allene oxide cyclase, putative simAOC4 AT1G13280 1.26 0.33 1.36 0.2186797 0.4647428 -5.64 FALSE
251832_at  putative protein tomato leucine zATEXO70HAT3G55150 1.53 0.61 1.36 0.2186669 0.4647428 -5.64 FALSE
256455_at unknown protein ;supported by fu--- AT1G75190 1.16 0.22 1.36 0.2187628 0.4648327 -5.64 FALSE
247163_at Expressed protein ; supported by--- AT5G65685 -1.20 -0.26 -1.36 0.2187598 0.4648327 -5.64 FALSE
254440_at  putative protein desiccation-relat--- AT4G21020 1.15 0.20 1.36 0.2188166 0.4648605 -5.64 FALSE
245051_at putative WRKY-type DNA-bindingWRKY15 AT2G23320 1.43 0.52 1.36 0.2188107 0.4648605 -5.64 FALSE
245237_at putative protein similarity to ALR SLK1 AT4G25520 -1.15 -0.20 -1.36 0.2188769 0.4649439 -5.64 FALSE
260737_at  receptor-like serine threonine kin--- AT1G17540 -1.19 -0.26 -1.36 0.2188966 0.4649439 -5.64 FALSE
247041_at floral homeotic protein apetala2-l TOE3 AT5G67180 1.19 0.25 1.36 0.2189716 0.4650599 -5.64 FALSE
249647_at putative protein hypothetical prot --- AT5G37040 1.21 0.28 1.36 0.2189932 0.4650625 -5.64 FALSE
247234_at putative protein similar to unknow--- AT5G64980 -1.15 -0.20 -1.36 0.2190194 0.4650748 -5.64 FALSE
248080_at wax synthase-like protein --- AT5G55380 1.22 0.28 1.35 0.2192153 0.4654473 -5.65 FALSE



252159_at hypothetical protein --- AT3G50540 1.15 0.21 1.35 0.2192596 0.4654548 -5.65 FALSE
248973_at disease resistance protein-like TTR1 AT5G45050 1.13 0.18 1.35 0.219248 0.4654548 -5.65 FALSE
249250_at arm repeat containing protein --- AT5G42340 1.14 0.19 1.35 0.2193349 0.4655713 -5.65 FALSE
245806_at light-harvesting complex protein sLHCA5 AT1G45474 -1.30 -0.38 -1.35 0.2193906 0.4655774 -5.65 FALSE
262178_at  membrane protein, putative simi KOM AT1G77860 1.24 0.31 1.35 0.219399 0.4655774 -5.65 FALSE
266437_at unknown protein --- AT2G43160 1.19 0.25 1.35 0.2193705 0.4655774 -5.65 FALSE
261339_at  protein kinase, putative similar to--- AT1G35710 1.32 0.40 1.35 0.2194282 0.4655961 -5.65 FALSE
264123_at unknown protein ; supported by c--- AT1G02270 -1.19 -0.25 -1.35 0.2194963 0.4656972 -5.65 FALSE
251788_at putative protein --- AT3G55420 1.43 0.52 1.35 0.2195933 0.4657279 -5.65 FALSE
251981_at  putative protein BETA-GALACTO--- AT3G53080 1.16 0.22 1.35 0.2196129 0.4657279 -5.65 FALSE
248115_at putative protein strong similarity t--- AT5G54870 1.32 0.40 1.35 0.2195753 0.4657279 -5.65 FALSE
252308_at  putative protein sugar transporte--- AT3G49310 -1.16 -0.21 -1.35 0.2196056 0.4657279 -5.65 FALSE
263869_at unknown protein PROPEP6 AT2G22000 -1.13 -0.18 -1.35 0.2195974 0.4657279 -5.65 FALSE
247461_at  putative protein various predicte ATBAG2 AT5G62100 1.22 0.28 1.35 0.2196671 0.4657996 -5.65 TRUE
251109_at ferritin 1 precursor  ;supported byFER1 AT5G01600 -1.39 -0.47 -1.35 0.2196926 0.4658105 -5.65 TRUE
261478_at unknown protein MIOX1 AT1G14520 1.25 0.33 1.35 0.219815 0.4660267 -5.65 FALSE
265651_at hypothetical protein predicted by --- AT2G13900 -1.15 -0.20 -1.35 0.2199397 0.4661718 -5.65 FALSE
255790_at hypothetical protein predicted by --- AT2G33560 1.17 0.23 1.35 0.2199448 0.4661718 -5.65 FALSE
260013_at putative annexin similar to annexANN5 AT1G68090 1.14 0.18 1.35 0.2199099 0.4661718 -5.65 FALSE
261755_at  histone H2B, putative similar to G--- AT1G08170 1.22 0.29 1.35 0.2202028 0.4666753 -5.65 FALSE
245596_at hypothetical protein AtPRD1 AT4G14180 -1.16 -0.22 -1.35 0.2202702 0.4667747 -5.65 FALSE
248819_at putative protein contains similarit --- AT5G47050 -1.31 -0.39 -1.35 0.2202943 0.4667825 -5.65 TRUE
259144_at putative kinesin-like centromere p--- AT3G10180 1.16 0.21 1.35 0.2203573 0.4668727 -5.65 FALSE
256205_at hypothetical protein --- AT1G50890 -1.16 -0.21 -1.35 0.2203896 0.4668976 -5.65 FALSE
249487_at  ABC transporter -like protein TA TAP2 AT5G39040 1.33 0.41 1.35 0.2205066 0.467102 -5.65 FALSE
265507_s_aAc-like transposase related to Ac--- --- -1.16 -0.21 -1.35 0.2205393 0.4671281 -5.65 FALSE
261174_at  26S proteasome regulatory subu--- AT1G04810 -1.20 -0.26 -1.35 0.2206253 0.4672668 -5.65 FALSE
267601_at hypothetical protein predicted by --- AT2G32980 -1.17 -0.23 -1.35 0.2207184 0.4672903 -5.65 FALSE
258998_at putative adenylate kinase similar --- AT3G01820 1.20 0.27 1.35 0.2206724 0.4672903 -5.65 FALSE
256193_at hypothetical protein similar to hyp--- AT1G30200 -1.15 -0.20 -1.35 0.2206794 0.4672903 -5.65 FALSE
253751_at hypothetical protein ;supported b --- AT4G29070 -1.34 -0.42 -1.35 0.2207115 0.4672903 -5.65 FALSE
259741_at unknown protein --- AT1G71020 1.24 0.31 1.35 0.220793 0.4673276 -5.65 TRUE
259018_at unknown protein similar to unknoAIR12 AT3G07390 1.66 0.73 1.35 0.2207974 0.4673276 -5.65 FALSE
255654_at Similar to receptor kinase --- AT4G00970 1.61 0.69 1.35 0.2207682 0.4673276 -5.65 FALSE
261720_at hypothetical protein similar to hypHDA08 AT1G08460 -1.30 -0.38 -1.35 0.2209477 0.4676022 -5.65 FALSE



249734_at putative protein strong similarity tIRE1-1 AT5G24360 1.13 0.18 1.35 0.2210275 0.4676843 -5.65 FALSE
248484_at carbonyl reductase-like protein --- AT5G51030 -1.13 -0.17 -1.35 0.221016 0.4676843 -5.65 FALSE
245887_at  putative protein CD2 cytoplasmic--- AT5G09390 -1.12 -0.16 -1.35 0.2211084 0.4678121 -5.65 FALSE
264788_at putative DnaJ protein  ;supported--- AT2G17880 -1.58 -0.66 -1.35 0.2212127 0.467946 -5.65 TRUE
260475_at Serine carboxypeptidase isolog scpl31 AT1G11080 1.38 0.47 1.35 0.2211982 0.467946 -5.65 FALSE
250518_at Expressed protein ; supported by--- AT5G08139 -1.14 -0.19 -1.35 0.2213569 0.4680339 -5.65 FALSE
257153_at unknown protein  ; supported by --- AT3G27220 -1.25 -0.32 -1.35 0.2212778 0.4680339 -5.65 FALSE
258159_at  receptor kinase, putative similar RLK902 AT3G17840 1.35 0.44 1.35 0.2213249 0.4680339 -5.65 FALSE
254426_at  putative protein predicted protein--- AT4G21240 1.16 0.21 1.35 0.2213489 0.4680339 -5.65 FALSE
254731_at hypothetical protein --- AT4G13750 -1.19 -0.25 -1.35 0.2213177 0.4680339 -5.65 FALSE
251628_at  translation initiation factor 3 -likeEIF3E AT3G57290 -1.19 -0.25 -1.35 0.2214598 0.4682081 -5.65 FALSE
265164_at putative OBP32pep protein --- AT1G23600 1.15 0.20 1.35 0.2215252 0.468243 -5.65 FALSE
263520_at putative protein kinase contains a--- AT2G42640 -1.16 -0.21 -1.35 0.2215568 0.468243 -5.65 FALSE
248415_at unknown protein --- AT5G51620 -1.15 -0.20 -1.35 0.2215523 0.468243 -5.65 FALSE
254055_at hypothetical protein --- AT4G25330 1.15 0.20 1.35 0.2215584 0.468243 -5.65 FALSE
247633_at  putative zinc finger protein finger--- AT5G60470 1.28 0.36 1.35 0.2215956 0.4682783 -5.65 FALSE
258033_at unknown protein similar to MRP- MRP6 AT3G21250 1.32 0.40 1.35 0.2216687 0.4683288 -5.66 TRUE
253429_at  putative protein CDC28/cdc2-like--- AT4G32420 -1.16 -0.21 -1.35 0.2217016 0.4683288 -5.66 FALSE
267626_at putative cytochrome P450 CYP712A1 AT2G42250 1.28 0.36 1.35 0.2216549 0.4683288 -5.66 FALSE
266021_at unknown protein --- AT2G05910 1.27 0.34 1.35 0.2216929 0.4683288 -5.66 FALSE
246889_at  putative protein various predicte --- AT5G25470 1.20 0.26 1.35 0.221749 0.4683422 -5.66 FALSE
256088_at putative FKBP-type peptidyl-proly--- AT1G20810 -1.26 -0.33 -1.35 0.2217378 0.4683422 -5.66 FALSE
263552_x_a unknown protein proline, tyrosine--- AT2G24980 1.24 0.31 1.35 0.221847 0.4684622 -5.66 FALSE
248866_s_aputative protein contains similarit --- AT5G46810 // -1.14 -0.19 -1.35 0.2218414 0.4684622 -5.66 FALSE
246920_at  phytocyanin-related protein-like --- AT5G25090 1.14 0.19 1.35 0.2219626 0.4686631 -5.66 FALSE
265102_at putative peroxidase similar to cat --- AT1G30870 1.18 0.24 1.35 0.2220569 0.4687667 -5.66 FALSE
247146_at unknown protein --- AT5G65610 -1.27 -0.35 -1.35 0.2221144 0.4687667 -5.66 FALSE
256341_at  deoxyguanosine kinase, putative--- AT1G72040 -1.34 -0.42 -1.35 0.2220813 0.4687667 -5.66 FALSE
260468_at transcription factor RUSH-1alpha--- AT1G11100 1.24 0.31 1.35 0.2221002 0.4687667 -5.66 FALSE
245402_at putative protein --- AT4G17585 -1.18 -0.24 -1.35 0.222076 0.4687667 -5.66 FALSE
261471_at hypothetical protein contains sim --- AT1G14460 -1.29 -0.37 -1.34 0.222185 0.4688642 -5.66 FALSE
257866_at  dihydroxyacetone kinase, putativ--- AT3G17770 1.43 0.52 1.34 0.2222017 0.4688642 -5.66 FALSE
264548_at unknown protein ; supported by c--- AT1G55680 -1.16 -0.22 -1.34 0.2222811 0.4689883 -5.66 FALSE
256126_at hypothetical protein similar to Mu--- AT1G18050 1.24 0.31 1.34 0.2223682 0.4691286 -5.66 FALSE
245330_at hypothetical protein ;supported b --- AT4G14930 1.21 0.27 1.34 0.2224551 0.4692471 -5.66 FALSE



247202_at GTP-binding protein  ; supported AtRABA4a AT5G65270 1.19 0.25 1.34 0.2224655 0.4692471 -5.66 FALSE
247223_at MADS box transcription factor-likMAF4 AT5G65070 1.13 0.17 1.34 0.2225435 0.4693682 -5.66 FALSE
249050_at cyclin-dependent protein kinase-l--- AT5G44290 1.18 0.24 1.34 0.2225995 0.4694429 -5.66 FALSE
254522_at hypothetical protein --- AT4G19980 1.13 0.17 1.34 0.2227542 0.4697257 -5.66 FALSE
257865_at  protein kinase, putative contains --- AT3G17750 -1.13 -0.18 -1.34 0.2229138 0.4699792 -5.66 FALSE
256491_at hypothetical protein contains sim --- AT1G31500 -1.18 -0.24 -1.34 0.2229156 0.4699792 -5.66 FALSE
263581_at hypothetical protein identical to h --- AT2G17160 1.20 0.26 1.34 0.2229488 0.4700058 -5.66 FALSE
257480_at hypothetical protein similar to put--- AT1G15640 1.33 0.41 1.34 0.2229949 0.4700595 -5.66 FALSE
265906_at hypothetical protein predicted by --- AT2G25565 1.17 0.23 1.34 0.2230279 0.4700857 -5.66 FALSE
260967_at unknown protein contains similar --- AT1G12230 -1.21 -0.28 -1.34 0.2230639 0.470118 -5.66 FALSE
261313_at hypothetical protein predicted by --- AT1G52970 1.13 0.18 1.34 0.2232753 0.4702524 -5.66 FALSE
260596_at unknown protein TIM50 AT1G55900 -1.29 -0.37 -1.34 0.2231776 0.4702524 -5.66 FALSE
260162_at unknown protein GC5 AT1G79830 -1.13 -0.17 -1.34 0.223218 0.4702524 -5.66 FALSE
266269_at putative glutathione S-transferaseATGSTU2 AT2G29480 1.54 0.63 1.34 0.2233006 0.4702524 -5.66 FALSE
258340_at hypothetical protein predicted by --- AT3G22770 1.13 0.18 1.34 0.2232391 0.4702524 -5.66 FALSE
266030_x_ahypothetical protein predicted by --- --- 1.19 0.25 1.34 0.2233132 0.4702524 -5.66 FALSE
255377_at hypothetical protein --- AT4G03500 1.19 0.25 1.34 0.2232892 0.4702524 -5.66 FALSE
251822_at  centromere protein - like centrom--- AT3G55060 1.15 0.20 1.34 0.2232251 0.4702524 -5.66 FALSE
260668_at unknown protein ;supported by fu--- AT1G19530 1.96 0.97 1.34 0.2233106 0.4702524 -5.66 FALSE
255009_at  putative DNA-directed RNA poly --- AT4G10070 -1.25 -0.32 -1.34 0.2233818 0.4702666 -5.66 FALSE
255461_at ent-kaurene synthetase A - like pGA1 AT4G02780 1.17 0.23 1.34 0.2233683 0.4702666 -5.66 FALSE
257781_at  spastin protein, putative similar t --- AT3G27120 1.13 0.18 1.34 0.2233794 0.4702666 -5.66 FALSE
247274_at putative protein similar to unknow--- AT5G64360 -1.20 -0.27 -1.34 0.2234543 0.4703758 -5.66 FALSE
247542_at  autophagocytosis protein - like aATG3 AT5G61500 -1.20 -0.26 -1.34 0.2235003 0.4704293 -5.66 FALSE
247257_at proteasome regulatory subunit-likRPN5B AT5G64760 -1.38 -0.46 -1.34 0.2235737 0.4705403 -5.66 FALSE
250321_at  zinc finger transcription factor -lik--- AT5G12850 1.17 0.23 1.34 0.223654 0.470562 -5.66 FALSE
254248_at  serine/threonine kinase serine/th--- AT4G23270 1.32 0.40 1.34 0.2236165 0.470562 -5.66 FALSE
266009_at putative kinesin heavy chain --- AT2G37420 1.16 0.22 1.34 0.22367 0.470562 -5.66 FALSE
251668_at putative protein strictosidine synt --- AT3G57010 1.40 0.48 1.34 0.223714 0.470562 -5.66 FALSE
263792_at putative retroelement pol polypro --- --- 1.21 0.28 1.34 0.2236717 0.470562 -5.66 FALSE
259968_at unknown protein --- AT1G76530 1.17 0.23 1.34 0.2237329 0.470562 -5.66 FALSE
248293_at unknown protein --- AT5G53050 1.28 0.36 1.34 0.223749 0.470562 -5.66 FALSE
246089_at  ring-box protein - like ring-box prRBX1 AT5G20570 -1.12 -0.17 -1.34 0.2237131 0.470562 -5.66 FALSE
247553_at  MAD box containing protein NAPAGL8 AT5G60910 -1.34 -0.42 -1.34 0.2237876 0.4705672 -5.66 FALSE
253574_at putative protein --- AT4G31030 -1.24 -0.32 -1.34 0.2237927 0.4705672 -5.66 FALSE



258084_at putative B regulatory subunit of p--- AT3G26020 1.27 0.34 1.34 0.2238604 0.470666 -5.66 FALSE
265416_at unknown protein  ; supported by --- AT2G37120 -1.43 -0.51 -1.34 0.2239399 0.4707464 -5.66 FALSE
254411_at hypothetical protein --- --- 1.18 0.24 1.34 0.2239276 0.4707464 -5.66 FALSE
253394_at  putative protein predicted proteinVTE1 AT4G32770 1.33 0.41 1.34 0.2239875 0.4708031 -5.66 TRUE
265442_at hypothetical protein predicted by --- AT2G20940 -1.34 -0.42 -1.34 0.2240172 0.470822 -5.66 FALSE
254362_at Expressed protein ; supported by--- AT4G22160 1.23 0.30 1.34 0.2240754 0.4708263 -5.66 FALSE
252262_at putative protein several hypothet --- AT3G49510 1.13 0.18 1.34 0.2240497 0.4708263 -5.66 FALSE
252656_at hypothetical protein --- AT3G44770 1.23 0.29 1.34 0.2240811 0.4708263 -5.66 FALSE
247895_at  putative protein bHLH transcripti --- AT5G58010 1.16 0.21 1.34 0.2241188 0.4708324 -5.66 FALSE
248077_at putative protein contains similarit --- AT5G55770 -1.15 -0.20 -1.34 0.2241259 0.4708324 -5.66 FALSE
248824_at putative protein contains similarit --- AT5G46940 5.55 2.47 1.34 0.2241459 0.4708324 -5.66 FALSE
257028_at  hypothetical protein predicted by--- AT3G19230 1.30 0.38 1.34 0.2242584 0.4708751 -5.67 FALSE
265229_s_ahypothetical protein --- AT2G07701 1.15 0.20 1.34 0.2242695 0.4708751 -5.67 FALSE
264949_at unknown protein contains similar MAF1 AT1G77080 -1.14 -0.18 -1.34 0.2242194 0.4708751 -5.66 FALSE
246281_at hypothetical protein NAPRT1 AT4G36940 -1.27 -0.34 -1.34 0.2242314 0.4708751 -5.67 FALSE
251274_at  putative protein hypothetical pro --- AT3G61700 -1.29 -0.37 -1.34 0.224258 0.4708751 -5.67 FALSE
260827_at mudrA-like protein similar to Mu tAT1G06750--- -1.25 -0.32 -1.34 0.2243056 0.4709075 -5.67 FALSE
248337_at low-temperature-induced protein LTI78 AT5G52310 -2.16 -1.11 -1.34 0.2244246 0.4711094 -5.67 FALSE
250620_at embryo-specific protein 3 (ATS3)ATS3 AT5G07190 1.15 0.21 1.34 0.224443 0.4711094 -5.67 FALSE
245394_at hypothetical protein ;supported b --- AT4G16450 -1.22 -0.29 -1.34 0.2245252 0.4712384 -5.67 FALSE
267554_at  E2, ubiquitin-conjugating enzym --- AT2G32790 1.20 0.26 1.34 0.2246213 0.47131 -5.67 FALSE
255740_at  wall-associated kinase, putative --- AT1G25390 1.48 0.57 1.34 0.2245868 0.47131 -5.67 FALSE
259973_at hypothetical protein contains Pfa --- AT1G76630 -1.28 -0.36 -1.34 0.2246206 0.47131 -5.67 FALSE
253246_at putative protein --- AT4G34600 -1.20 -0.26 -1.34 0.2246527 0.4713282 -5.67 FALSE
260835_at  protein kinase interactor, putativ --- AT1G06700 -1.16 -0.21 -1.34 0.2246712 0.4713282 -5.67 FALSE
257202_at  receptor-like kinase, putative sim--- AT3G23750 1.20 0.27 1.34 0.2247936 0.4715414 -5.67 TRUE
245339_at hypothetical protein ;supported b COBL7 AT4G16120 1.32 0.40 1.34 0.2248541 0.4716059 -5.67 TRUE
262949_at  pectinesterase, putative similar t sks18 AT1G75790 1.16 0.22 1.34 0.2248656 0.4716059 -5.67 FALSE
265787_at Mutator-like transposase similar t--- --- 1.22 0.29 1.34 0.2249503 0.4717401 -5.67 FALSE
251266_at  putative protein hypothetical pro --- AT3G62320 1.20 0.26 1.34 0.2250348 0.4718677 -5.67 FALSE
266664_at hypothetical protein predicted by --- AT2G29800 1.16 0.22 1.34 0.2250526 0.4718677 -5.67 FALSE
248384_at mandelonitrile lyase-like protein --- AT5G51930 1.15 0.20 1.34 0.2251088 0.4719423 -5.67 FALSE
AFFX-r2-EcE. coli /GEN=bioB /DB_XREF=gb--- --- 1.34 0.42 1.34 0.2251515 0.4719885 -5.67 FALSE
248719_at respiratory burst oxidase protein RBOHD AT5G47910 1.68 0.75 1.33 0.2254135 0.4721038 -5.67 TRUE
259487_at hypothetical protein contains sim TRFL5 AT1G15720 1.12 0.17 1.34 0.2252434 0.4721038 -5.67 FALSE



265160_at unknown protein similar to EST g--- AT1G31050 1.20 0.27 1.33 0.2253709 0.4721038 -5.67 FALSE
254454_at hypothetical protein EMB2271 AT4G21130 1.17 0.22 1.33 0.2253444 0.4721038 -5.67 FALSE
259946_at putative TINY similar to TINY GB--- AT1G71450 1.12 0.17 1.33 0.2253953 0.4721038 -5.67 FALSE
259155_at transcription initiation factor IIB (T--- AT3G10330 -1.21 -0.27 -1.33 0.2253114 0.4721038 -5.67 FALSE
247153_at receptor protein kinase-like proteBAM1 AT5G65700 -1.37 -0.45 -1.33 0.2253921 0.4721038 -5.67 FALSE
252323_at  putative protein probable transcrKING1 AT3G48530 -1.26 -0.34 -1.33 0.2253134 0.4721038 -5.67 FALSE
263694_at putative reverse transcriptase str --- --- 1.13 0.18 1.33 0.2254075 0.4721038 -5.67 FALSE
259907_at  GCN4-complementing protein, pAGD2 AT1G60860 -1.31 -0.38 -1.33 0.22532 0.4721038 -5.67 FALSE
259185_at putative phosphate/phosphoenol PPT2 AT3G01550 1.81 0.86 1.33 0.2254397 0.4721153 -5.67 TRUE
257437_s_ahypothetical protein predicted by --- AT2G16290 // -1.15 -0.21 -1.33 0.2255459 0.4722075 -5.67 FALSE
246202_at methionyl aminopeptidase-like prMAP1D AT4G37040 -1.25 -0.32 -1.33 0.2255212 0.4722075 -5.67 FALSE
264477_at  amp-binding protein, putative sim--- AT1G77240 1.24 0.31 1.33 0.2255401 0.4722075 -5.67 FALSE
256288_at  arginine N-methyltransferase 3, PRMT3 AT3G12270 -1.40 -0.49 -1.33 0.2257001 0.4723863 -5.67 FALSE
266421_at putative nonspecific lipid-transferLP1 AT2G38540 1.67 0.74 1.33 0.2257175 0.4723863 -5.67 FALSE
255287_at see T10M13.1 (GB:AF001308) s --- AT4G04660 1.17 0.23 1.33 0.2257348 0.4723863 -5.67 FALSE
262358_at  mandelonitrile lyase, putative sim--- AT1G73050 1.19 0.25 1.33 0.2256999 0.4723863 -5.67 FALSE
245379_at heat shock transcription factor HSHSF1 AT4G17750 -1.20 -0.26 -1.33 0.2257148 0.4723863 -5.67 FALSE
264165_at hypothetical protein contains sim ATNAP11 AT1G65410 -1.14 -0.19 -1.33 0.2258117 0.4725039 -5.67 FALSE
258733_at unknown protein --- --- 1.14 0.19 1.33 0.225942 0.4727332 -5.67 FALSE
262565_at hypothetical protein predicted by --- AT1G34320 -1.17 -0.22 -1.33 0.2260009 0.4727696 -5.67 FALSE
249407_at  putative protein predicted protein--- AT5G40320 1.14 0.19 1.33 0.2259855 0.4727696 -5.67 FALSE
259470_at unknown protein --- AT1G19110 -1.13 -0.17 -1.33 0.2260506 0.4728302 -5.67 FALSE
266394_at Ras-related GTP-binding protein ARA4 AT2G43130 -1.16 -0.22 -1.33 0.2261112 0.4728782 -5.67 FALSE
257695_at hypothetical protein contains Pfa HUA1 AT3G12680 -1.17 -0.23 -1.33 0.226115 0.4728782 -5.67 FALSE
265564_s_ahypothetical protein predicted by --- --- 1.16 0.22 1.33 0.2261702 0.4729504 -5.67 FALSE
258421_at MtN3-like protein similar to MtN3 --- AT3G16690 1.36 0.44 1.33 0.2262262 0.4730241 -5.67 TRUE
254122_at CER2  ;supported by full-length cCER2 AT4G24510 2.38 1.25 1.33 0.2262509 0.4730324 -5.67 TRUE
259681_at nitrate reductase 1 (NR1) identicaNIA1 AT1G77760 2.97 1.57 1.33 0.2263212 0.473054 -5.67 FALSE
257549_at  hypothetical protein predicted byagl103 AT3G18650 1.21 0.28 1.33 0.2262989 0.473054 -5.67 FALSE
251792_at  probable serine/threonine-specif --- AT3G55550 -1.16 -0.22 -1.33 0.2263235 0.473054 -5.67 FALSE
249019_at unknown protein --- AT5G44780 -1.44 -0.52 -1.33 0.226348 0.473062 -5.67 FALSE
264942_at unknown protein ; supported by c--- AT1G67340 -1.22 -0.29 -1.33 0.2264275 0.4731848 -5.67 FALSE
255761_at hypothetical protein predicted by --- AT1G16770 1.16 0.22 1.33 0.2264973 0.4732438 -5.67 FALSE
265477_at hypothetical protein predicted by GAUT2 AT2G46480 1.17 0.23 1.33 0.2264899 0.4732438 -5.67 FALSE
249601_at  quinone oxidoreductase -like pro--- AT5G37980 1.22 0.28 1.33 0.2266984 0.4735773 -5.67 FALSE



253823_at putative protein  ;supported by fu --- AT4G28030 -1.13 -0.18 -1.33 0.2266799 0.4735773 -5.67 FALSE
258652_at putative Ras-like GTP-binding pr ATRABC2BAT3G09910 1.32 0.40 1.33 0.2268139 0.4737114 -5.67 FALSE
246073_at  ribosomal protein L36-like riboso--- AT5G20180 -1.18 -0.24 -1.33 0.2268106 0.4737114 -5.67 FALSE
256198_at  Myb-family transcription factor, p--- AT1G58220 -1.23 -0.30 -1.33 0.2268457 0.4737114 -5.67 FALSE
252829_at homeodomain - like protein  ; supATHB16 AT4G40060 -1.20 -0.27 -1.33 0.2268303 0.4737114 -5.67 FALSE
265630_at unknown protein similar to ovaria--- AT2G27350 1.14 0.18 1.33 0.226967 0.4739214 -5.68 FALSE
248062_at unknown protein  ;supported by f --- AT5G55450 -3.58 -1.84 -1.33 0.2270353 0.4740206 -5.68 FALSE
246911_at transcription factor TINY tny AT5G25810 1.45 0.53 1.33 0.2270947 0.4741012 -5.68 TRUE
266934_at unknown protein --- AT2G18900 -1.19 -0.25 -1.33 0.2272546 0.47438 -5.68 FALSE
245599_at RING-H2 finger protein RHF1a RHF1A AT4G14220 1.27 0.34 1.33 0.2272838 0.47438 -5.68 FALSE
264533_s_a H+/Ca2+ antiporter, putative simCAX5 AT1G55720 // 1.16 0.22 1.33 0.2272906 0.47438 -5.68 FALSE
249428_at  putative protein predicted protein--- AT5G39870 1.13 0.17 1.33 0.2273341 0.4744274 -5.68 FALSE
259970_at putative chlorophyll A-B binding p--- AT1G76570 -1.28 -0.36 -1.33 0.2274668 0.4746354 -5.68 TRUE
266414_at mevalonate diphosphate decarboMVD1 AT2G38700 1.17 0.23 1.33 0.2274754 0.4746354 -5.68 FALSE
245832_at  chorismate synthase, putative si EMB1144 AT1G48850 1.57 0.65 1.33 0.2275731 0.4747958 -5.68 FALSE
247952_at salt-inducible protein-like CYP71B10 AT5G57250 // -1.17 -0.23 -1.33 0.2276151 0.47484 -5.68 FALSE
250866_at Expressed protein ; supported by--- AT5G03905 1.17 0.23 1.33 0.2276695 0.4748623 -5.68 FALSE
262785_at putative carboxyl-terminal peptida--- AT1G10750 1.26 0.34 1.33 0.227704 0.4748623 -5.68 FALSE
259312_at putative RING-H2 zinc finger pro ATL6 AT3G05200 1.53 0.61 1.33 0.2277091 0.4748623 -5.68 FALSE
257913_at unknown protein  ; supported by LAG1 AT3G25540 -1.17 -0.22 -1.33 0.2276536 0.4748623 -5.68 FALSE
266899_at hypothetical protein predicted by --- AT2G34620 -1.46 -0.55 -1.33 0.2277719 0.4749065 -5.68 TRUE
245963_at  putative protein HPt phosphotran--- AT5G19710 1.13 0.18 1.33 0.2277716 0.4749065 -5.68 FALSE
259998_at hypothetical protein similar to unkBPC3 AT1G68120 1.24 0.31 1.33 0.2278361 0.4749102 -5.68 FALSE
265261_at putative APG isolog protein --- AT2G42990 -1.62 -0.69 -1.33 0.2278204 0.4749102 -5.68 FALSE
258463_at putative protein kinase similar to --- AT3G17410 1.20 0.26 1.33 0.2277953 0.4749102 -5.68 FALSE
248437_at putative protein similar to unknowEMF2 AT5G51230 1.23 0.29 1.33 0.2278629 0.4749226 -5.68 FALSE
252847_at  putative transposase hypothetica--- AT3G42170 -1.18 -0.24 -1.33 0.2279071 0.4749713 -5.68 FALSE
256695_at unknown protein --- AT3G32090 1.18 0.24 1.33 0.2279588 0.4750356 -5.68 FALSE
254556_at  putative protein various predicte --- AT4G19220 -1.24 -0.31 -1.33 0.2280484 0.4751789 -5.68 FALSE
259980_at unknown protein  ;supported by f --- AT1G76520 1.36 0.44 1.33 0.2281501 0.4753041 -5.68 TRUE
246515_at  putative protein unusual floral or --- AT5G15710 -1.12 -0.17 -1.33 0.2281351 0.4753041 -5.68 FALSE
249308_at unknown protein  ; supported by --- AT5G41350 1.14 0.18 1.33 0.2281961 0.4753129 -5.68 FALSE
258527_at  branched chain alpha-keto acid BCE2 AT3G06850 1.64 0.72 1.33 0.2281952 0.4753129 -5.68 FALSE
265062_at  receptor kinase, putative similar --- AT1G61550 1.30 0.38 1.33 0.228258 0.4753986 -5.68 FALSE
250778_at unknown protein ;supported by fu--- AT5G05500 1.16 0.21 1.33 0.2283018 0.4754463 -5.68 FALSE



258598_at hypothetical protein predicted by --- AT3G04410 1.22 0.28 1.32 0.2284054 0.4755319 -5.68 FALSE
262252_at  RING-H2 zinc finger protein ATL--- AT1G53820 1.15 0.20 1.32 0.228394 0.4755319 -5.68 FALSE
267397_at hypothetical protein predicted by --- AT1G76170 -1.31 -0.39 -1.33 0.2283685 0.4755319 -5.68 FALSE
249965_at  putative protein predicted protein--- AT5G19020 -1.12 -0.16 -1.32 0.2286529 0.4758838 -5.68 FALSE
250070_at phosphoribosylanthranilate transf--- AT5G17980 1.30 0.38 1.32 0.2286787 0.4758838 -5.68 FALSE
256321_at  lipoxygenase, putative similar to LOX1 AT1G55020 1.94 0.96 1.32 0.2286287 0.4758838 -5.68 FALSE
245540_at ABC transporter like protein PDR2 AT4G15230 1.61 0.68 1.32 0.2286143 0.4758838 -5.68 FALSE
247574_at  putative protein predicted protein--- AT5G61228 // -1.17 -0.22 -1.32 0.228665 0.4758838 -5.68 FALSE
259971_at  unknown protein similar to SPL1--- AT1G76580 -1.25 -0.32 -1.32 0.2288401 0.4761762 -5.68 FALSE
245908_at  laccase-like protein laccase - AcLAC14 AT5G09360 1.27 0.34 1.32 0.2289462 0.4763328 -5.68 FALSE
249583_at  CALMODULIN-RELATED PROTTCH2 AT5G37770 1.71 0.78 1.32 0.2289571 0.4763328 -5.68 FALSE
252478_at  putative protein mitotic phosphop--- AT3G46540 -1.29 -0.36 -1.32 0.2290205 0.4763342 -5.68 FALSE
265133_s_aunknown protein similar to hypoth--- AT1G51240 // -1.13 -0.18 -1.32 0.2289827 0.4763342 -5.68 FALSE
256409_at hypothetical protein --- AT1G66620 -1.19 -0.25 -1.32 0.2290129 0.4763342 -5.68 FALSE
258750_at putative pectinacetylesterase sim--- AT3G05910 1.44 0.52 1.32 0.2290937 0.476434 -5.68 TRUE
264032_at unknown protein GEK1 AT2G03800 1.17 0.23 1.32 0.2291102 0.476434 -5.68 FALSE
254084_at  ubiquitin activating enzyme - likeSAE1A AT4G24940 -1.30 -0.38 -1.32 0.2291449 0.4764627 -5.68 FALSE
246880_s_amyrosinase TGG2  ; supported b TGG2 AT5G25980 // 1.61 0.69 1.32 0.2292606 0.4765816 -5.68 TRUE
266172_at putative aquaporin (water channePIP2E AT2G39010 -1.38 -0.47 -1.32 0.2292648 0.4765816 -5.68 TRUE
250602_s_aunknown protein --- AT5G07940 // -1.16 -0.21 -1.32 0.2292544 0.4765816 -5.68 FALSE
262534_at unknown protein contains Pfam pSHA AT1G17040 -1.23 -0.29 -1.32 0.2293883 0.4765826 -5.68 FALSE
258143_at hypothetical protein --- AT3G18170 1.27 0.34 1.32 0.2293749 0.4765826 -5.68 FALSE
254782_at  putative calmodulin calmodulin - UNE14 AT4G12860 1.18 0.24 1.32 0.2293906 0.4765826 -5.68 FALSE
267325_at unknown protein predicted by ge --- AT2G19360 1.17 0.23 1.32 0.2293611 0.4765826 -5.68 FALSE
255311_at putative protein --- --- -1.14 -0.19 -1.32 0.2293385 0.4765826 -5.68 FALSE
263030_at hypothetical protein predicted by --- AT1G24060 -1.13 -0.17 -1.32 0.229344 0.4765826 -5.68 FALSE
252019_at  late embryogenesis abundant pr --- AT3G53040 1.13 0.17 1.32 0.2294488 0.47666 -5.68 FALSE
256666_at  histone H2A, putative similar to hHTA13 AT3G20670 -1.39 -0.47 -1.32 0.2295413 0.4767654 -5.69 FALSE
267152_at hypothetical protein predicted by --- AT2G31040 -1.24 -0.31 -1.32 0.2295295 0.4767654 -5.69 FALSE
255834_at putative RNA-binding protein --- AT2G33410 1.12 0.17 1.32 0.2296044 0.476853 -5.69 FALSE
257610_at  zinc finger protein, putative simil AtIDD11 AT3G13810 -1.42 -0.51 -1.32 0.2296541 0.4768841 -5.69 FALSE
247485_at  putative protein ARR1, ArabidopARR23 AT5G62120 1.13 0.17 1.32 0.2296664 0.4768841 -5.69 FALSE
260075_at putative integral membrane prote--- AT1G73700 -1.21 -0.28 -1.32 0.2296821 0.4768841 -5.69 FALSE
260302_at putative sulfate transporter conta --- AT1G80310 // 1.22 0.29 1.32 0.2297255 0.4769309 -5.69 FALSE
258342_at hypothetical protein similar to ext --- AT3G22800 1.33 0.41 1.32 0.2298716 0.4771907 -5.69 FALSE



249584_s_a Membrane integral protein (MIP)NIP4;1 AT5G37810 // 1.19 0.25 1.32 0.2299753 0.4773625 -5.69 FALSE
247107_at senescence-associated protein aSTR16 AT5G66040 1.28 0.35 1.32 0.2300587 0.4774695 -5.69 FALSE
265072_at hypothetical protein predicted by LAS AT1G55580 1.22 0.29 1.32 0.2300687 0.4774695 -5.69 FALSE
245751_s_ahypothetical protein contains sim --- AT1G25682 // 1.31 0.39 1.32 0.2301039 0.477499 -5.69 FALSE
247790_at putative PRL1 associated protein--- AT5G58720 1.18 0.24 1.32 0.2301412 0.477533 -5.69 FALSE
250897_at putative protein  ; supported by c --- AT5G03430 -1.16 -0.21 -1.32 0.2302648 0.4776592 -5.69 FALSE
263505_s_ahypothetical protein --- AT2G07678 1.34 0.42 1.32 0.2302421 0.4776592 -5.69 FALSE
256795_at  20S proteasome subunit PAC1 i PAC1 AT3G22110 -1.13 -0.18 -1.32 0.2302524 0.4776592 -5.69 FALSE
264131_at unknown protein --- AT1G79150 -1.25 -0.33 -1.32 0.2303552 0.4777212 -5.69 FALSE
246356_x_a hypothetical protein, 5' partial  --- --- 1.14 0.19 1.32 0.2303568 0.4777212 -5.69 FALSE
259917_at hypothetical protein predicted by --- AT1G72580 -1.15 -0.21 -1.32 0.2303576 0.4777212 -5.69 FALSE
267101_at putative peroxidase --- AT2G41480 -1.23 -0.30 -1.32 0.2303839 0.4777324 -5.69 FALSE
247118_at uridylyl transferases-like  ; suppoACR1 AT5G65890 1.28 0.36 1.32 0.2304472 0.4777708 -5.69 FALSE
267025_at unknown protein predicted by ge --- AT2G38350 1.12 0.17 1.32 0.2304652 0.4777708 -5.69 FALSE
260876_at hypothetical protein contains sim --- AT1G21460 1.25 0.33 1.32 0.2304338 0.4777708 -5.69 FALSE
246733_at  serine protease-like protein serin--- AT5G27660 -1.18 -0.24 -1.32 0.2307364 0.4780575 -5.69 FALSE
254472_at  putative protein predicted protein--- --- 1.13 0.17 1.32 0.2307215 0.4780575 -5.69 FALSE
260831_at  glutaredoxin, putative similar to g--- AT1G06830 -2.25 -1.17 -1.32 0.2306506 0.4780575 -5.69 FALSE
259400_at  receptor-like protein kinase, puta--- AT1G17750 1.94 0.96 1.32 0.2307502 0.4780575 -5.69 FALSE
249745_at phloem-specific lectin-like proteinAtPP2-B12 AT5G24560 1.19 0.25 1.32 0.2307328 0.4780575 -5.69 FALSE
256729_at hypothetical protein predicted by --- AT3G25680 -1.17 -0.22 -1.32 0.2307309 0.4780575 -5.69 FALSE
264345_at Expressed protein ; supported by--- AT1G11915 1.21 0.28 1.32 0.2307409 0.4780575 -5.69 FALSE
261113_at hypothetical protein predicted by --- AT1G75400 -1.22 -0.28 -1.32 0.2308546 0.4781435 -5.69 FALSE
263738_at hypothetical protein predicted by --- AT1G60060 1.51 0.60 1.32 0.2308365 0.4781435 -5.69 FALSE
245767_at hypothetical protein similar to put--- AT1G33610 1.12 0.16 1.32 0.2308171 0.4781435 -5.69 FALSE
261250_at unknown protein --- AT1G05890 -1.15 -0.21 -1.32 0.2309029 0.4781524 -5.69 TRUE
249054_at unknown protein --- AT5G02870 // -1.19 -0.25 -1.32 0.2309847 0.4781524 -5.69 FALSE
265038_at  putative protein kinase highly sim--- AT1G03920 1.16 0.22 1.32 0.2309642 0.4781524 -5.69 FALSE
267327_at putative protein kinase contains a--- AT2G19410 1.14 0.19 1.32 0.2309495 0.4781524 -5.69 FALSE
262096_at NAC1 identical to NAC1 GB:AAFNAC1 AT1G56010 -1.39 -0.48 -1.32 0.2309098 0.4781524 -5.69 FALSE
250067_at unknown protein --- AT5G17950 1.13 0.17 1.32 0.230942 0.4781524 -5.69 FALSE
260191_at putative protein kinase Pfam HM --- AT1G67580 -1.14 -0.19 -1.32 0.2310558 0.4782561 -5.69 FALSE
258790_at putative RNA-binding protein simFLK AT3G04610 -1.13 -0.17 -1.32 0.2311182 0.478342 -5.69 FALSE
245581_at hypothetical protein --- AT4G14840 1.19 0.25 1.32 0.2311581 0.478381 -5.69 FALSE
259103_at unknown protein  ; supported by --- AT3G11690 1.43 0.52 1.32 0.2312274 0.4783878 -5.69 TRUE



266175_at NAM (no apical meristem)-like prANAC035 AT2G02450 -1.15 -0.21 -1.32 0.2312208 0.4783878 -5.69 FALSE
258828_at putative purple acid phosphatasePAP15 AT3G07130 1.18 0.24 1.32 0.2312452 0.4783878 -5.69 FALSE
250203_at alpha-mannosidase --- AT5G13980 -1.27 -0.35 -1.32 0.2312017 0.4783878 -5.69 FALSE
260728_at  Pto kinase interactor 1, putative --- AT1G48210 1.35 0.43 1.32 0.2313096 0.4784691 -5.69 FALSE
AFFX-DapXB. subtilis /GEN=dapB, jojF /DB_--- --- -1.28 -0.35 -1.32 0.2313265 0.4784691 -5.69 FALSE
267622_at hypothetical protein predicted by --- AT2G39690 1.16 0.21 1.32 0.2313914 0.47856 -5.69 FALSE
265905_at putative transcription elongation f--- AT2G25640 1.13 0.18 1.32 0.2314168 0.4785691 -5.69 FALSE
266050_at putative SNF2/SWI2 family trans --- AT2G40770 -1.14 -0.19 -1.31 0.2315479 0.4787969 -5.69 FALSE
260808_at  polyprotein, putative similar to po--- --- 1.14 0.18 1.31 0.231628 0.478919 -5.69 FALSE
253769_at  putative protein (fragment) proteRIC7 AT4G28560 1.20 0.27 1.31 0.2316598 0.4789413 -5.69 FALSE
254285_at  putative cdc2 kinase homolog cd--- AT4G22940 -1.21 -0.27 -1.31 0.2317687 0.4791231 -5.69 FALSE
267260_at putative proline-rich protein  ; supAGP17 AT2G23130 -1.48 -0.56 -1.31 0.2318156 0.47916 -5.69 TRUE
265455_at hypothetical protein predicted by --- AT2G46560 -1.15 -0.20 -1.31 0.2318286 0.47916 -5.69 FALSE
263589_at hypothetical protein predicted by --- AT2G25280 -1.13 -0.18 -1.31 0.2318547 0.4791705 -5.69 FALSE
248912_at GDSL-motif lipase/hydrolase-like --- AT5G45670 1.21 0.27 1.31 0.2318857 0.4791912 -5.69 FALSE
262078_at hypothetical protein predicted by CW7 AT1G59520 -1.13 -0.18 -1.31 0.2319425 0.4792652 -5.69 FALSE
254441_at  prolamin box binding protein - lik--- AT4G21050 1.13 0.18 1.31 0.2319957 0.4792883 -5.69 FALSE
265280_at Expressed protein ; supported byLCR5 AT2G28355 1.15 0.20 1.31 0.2319892 0.4792883 -5.69 FALSE
251594_at  putative protein DOC4, Mus mus--- AT3G57630 1.58 0.66 1.31 0.2320436 0.4793439 -5.69 FALSE
246182_at  beta-1,3-glucanase - like protein --- AT5G20870 1.20 0.26 1.31 0.2321802 0.4794141 -5.69 FALSE
261027_at  cyclic nucleotide and calmodulinATCNGC10AT1G01340 1.55 0.63 1.31 0.2322002 0.4794141 -5.69 FALSE
248260_at putative protein similar to unknow--- AT5G53240 1.15 0.20 1.31 0.2321727 0.4794141 -5.69 FALSE
259480_at hypothetical protein predicted by --- AT1G19010 1.23 0.30 1.31 0.2322006 0.4794141 -5.69 FALSE
258740_at  Lon protease, putative similar to LON3 AT3G05780 1.22 0.29 1.31 0.2321574 0.4794141 -5.69 FALSE
AFFX-r2-BsB. subtilis /GEN=dapB /DB_XRE --- --- -1.36 -0.44 -1.31 0.2322037 0.4794141 -5.69 FALSE
255894_at  nuclear poly(A) polymerase, puta--- AT1G17980 -1.16 -0.22 -1.31 0.232268 0.4795033 -5.70 FALSE
AFFX-r2-BsB. subtilis /GEN=thrB /DB_XREF--- --- -1.28 -0.35 -1.31 0.2323275 0.4795828 -5.70 FALSE
246198_at geranylgeranyl pyrophosphate syGGPS1 AT4G36810 -1.22 -0.29 -1.31 0.2323847 0.4796159 -5.70 FALSE
259362_s_a serin threonin-kinase, putative si--- AT1G13350 // -1.18 -0.24 -1.31 0.2323856 0.4796159 -5.70 FALSE
246226_at thiol-disulfide interchange like proHCF164 AT4G37200 -1.23 -0.30 -1.31 0.2324476 0.4797006 -5.70 FALSE
247184_at putative protein contains similarit UBP17 AT5G65450 -1.21 -0.27 -1.31 0.2324876 0.4797397 -5.70 FALSE
260096_at hypothetical protein predicted by --- AT1G73240 -1.20 -0.26 -1.31 0.2326192 0.4797542 -5.70 FALSE
256311_at  auxin response factor 6 (ARF6) ARF6 AT1G30330 1.29 0.37 1.31 0.2325827 0.4797542 -5.70 FALSE
257452_at hypothetical protein predicted by --- AT1G05740 1.14 0.18 1.31 0.2326138 0.4797542 -5.70 FALSE
248524_s_aputative protein contains similarit --- AT5G50570 // 1.65 0.73 1.31 0.2325613 0.4797542 -5.70 FALSE



264007_at putative proline-rich protein ATPRP2 AT2G21140 -2.40 -1.26 -1.31 0.2326015 0.4797542 -5.70 FALSE
264554_at  putative cinnamyl alcohol dehyd --- AT1G09510 1.21 0.28 1.31 0.2326208 0.4797542 -5.70 FALSE
246878_at  putative protein self-incompatibil --- AT5G26060 1.21 0.27 1.31 0.2327253 0.4799262 -5.70 FALSE
265266_at putative RNA-binding protein  ; suAML2 AT2G42890 1.20 0.26 1.31 0.2328055 0.4800483 -5.70 FALSE
250188_at  putative protein COP9 complex sCOP13 AT5G14250 -1.15 -0.21 -1.31 0.23285 0.4800531 -5.70 FALSE
254254_at hypothetical protein --- AT4G23330 -1.19 -0.25 -1.31 0.2328492 0.4800531 -5.70 FALSE
260267_at  very-long-chain fatty acid condenKCS6 AT1G68530 1.39 0.47 1.31 0.2330355 0.4803488 -5.70 FALSE
265764_at hypothetical protein predicted by --- AT2G48060 1.19 0.25 1.31 0.2330225 0.4803488 -5.70 FALSE
261854_at unknown protein --- AT1G50670 1.12 0.17 1.31 0.2331159 0.4804125 -5.70 FALSE
246122_at  putative protein brain specific NaPHT4;5 AT5G20380 -1.18 -0.24 -1.31 0.2331296 0.4804125 -5.70 FALSE
250689_at putative protein similar to unknow--- AT5G06610 -1.46 -0.55 -1.31 0.2330887 0.4804125 -5.70 FALSE
255430_at  putative chloroplast protein impotic20-IV AT4G03320 -1.35 -0.43 -1.31 0.2331866 0.4804866 -5.70 TRUE
259830_at hypothetical protein predicted by --- AT1G80630 -1.17 -0.23 -1.31 0.2332311 0.4805221 -5.70 FALSE
246898_at putative protein --- AT5G25580 -1.13 -0.17 -1.31 0.233246 0.4805221 -5.70 FALSE
251094_at putative protein  ;supported by fu --- AT5G01350 -1.18 -0.24 -1.31 0.2332795 0.4805478 -5.70 FALSE
265042_at  unknown protein Similar to acid --- AT1G04040 -1.57 -0.65 -1.31 0.2333315 0.4806114 -5.70 TRUE
256883_at unknown protein  ; supported by --- AT3G26440 1.57 0.65 1.31 0.233437 0.4806164 -5.70 TRUE
255216_s_aputative peptidase --- AT4G07670 // -1.33 -0.41 -1.31 0.2334392 0.4806164 -5.70 FALSE
261905_at hypothetical protein contains sim --- AT1G65070 -1.16 -0.21 -1.31 0.2334313 0.4806164 -5.70 FALSE
256861_at  beta-amylase, putative similar toBAM1 AT3G23920 1.32 0.40 1.31 0.2333678 0.4806164 -5.70 FALSE
255828_at hypothetical protein predicted by --- AT2G40630 -1.14 -0.19 -1.31 0.2334239 0.4806164 -5.70 FALSE
251989_at  RNA helicase -like protein RNA LOS4 AT3G53110 -1.17 -0.23 -1.31 0.2336602 0.4810278 -5.70 FALSE
258600_at putative protein kinase contains P--- AT3G02810 -1.16 -0.21 -1.31 0.2337304 0.4811289 -5.70 FALSE
247005_at adenylylsulfate kinase-like protein--- AT5G67520 1.22 0.29 1.31 0.2337938 0.4811293 -5.70 TRUE
252825_at  small GTP-binding protein - like AtRABH1c AT4G39890 1.41 0.49 1.31 0.233783 0.4811293 -5.70 FALSE
252397_at hypothetical protein --- AT3G47980 1.25 0.32 1.31 0.2337664 0.4811293 -5.70 FALSE
245147_at putative RAD51C-like DNA repai ATRAD51CAT2G45280 -1.33 -0.41 -1.31 0.23389 0.481197 -5.70 FALSE
255320_at putative transposon protein --- --- 1.12 0.17 1.31 0.2338814 0.481197 -5.70 FALSE
262831_at  cytochrome B561, putative simila--- AT1G14730 1.30 0.38 1.31 0.2338605 0.481197 -5.70 FALSE
245853_at  putative protein predicted protein--- AT5G13500 1.22 0.28 1.31 0.2340171 0.4814151 -5.70 FALSE
267592_at unknown protein similar to GP 22--- AT2G39710 -1.13 -0.18 -1.31 0.2340867 0.481428 -5.70 TRUE
260913_at s-adenosylmethionine synthetaseSAM1 AT1G02500 1.29 0.36 1.31 0.2340796 0.481428 -5.70 FALSE
248184_at CHP-rich zinc finger protein-like --- AT5G54050 -1.13 -0.18 -1.31 0.2340693 0.481428 -5.70 FALSE
251104_at  F-box protein family, AtFBL3 con--- AT5G01720 1.21 0.28 1.31 0.2342853 0.4817495 -5.70 FALSE
264374_at  putative two-component responsARR12 AT2G25180 -1.16 -0.22 -1.31 0.2342667 0.4817495 -5.70 FALSE



260829_s_a chloroplast thylakoidal processin--- AT1G06870 // -1.24 -0.30 -1.31 0.2344549 0.4820549 -5.70 FALSE
252435_at putative protein several hypothet --- --- 1.18 0.23 1.31 0.2344761 0.482055 -5.70 FALSE
247585_at  putative protein predicted protein--- AT5G60680 -1.21 -0.28 -1.31 0.2346092 0.4821113 -5.70 FALSE
252537_at  putative transporter protein pept --- AT3G45710 1.16 0.22 1.31 0.2345467 0.4821113 -5.70 FALSE
253348_at  putative protein SMT4 protein - S--- AT4G33620 -1.13 -0.17 -1.31 0.2346031 0.4821113 -5.70 FALSE
260040_at Expressed protein ; supported byIDA AT1G68765 1.99 0.99 1.31 0.2345327 0.4821113 -5.70 FALSE
254313_at  extensin like protein extensin like--- AT4G22460 1.18 0.24 1.31 0.2345757 0.4821113 -5.70 FALSE
255428_at  putative LRR receptor-like proteiSRF3 AT4G03390 1.15 0.21 1.30 0.234816 0.4824928 -5.70 TRUE
263220_at hypothetical protein predicted by emb2279 AT1G30610 -1.21 -0.27 -1.30 0.2349592 0.4827436 -5.70 FALSE
248783_at putative protein contains similarit --- AT5G47360 -1.28 -0.36 -1.30 0.2350282 0.4828419 -5.71 FALSE
253281_at predicted protein UGT73B1 AT4G34138 -1.38 -0.47 -1.30 0.2351222 0.4829444 -5.71 TRUE
245103_at putative Ta11-like non-LTR retroe--- AT2G41590 1.14 0.19 1.30 0.2351185 0.4829444 -5.71 FALSE
253845_at  putative protein myosin heavy ch--- AT4G27980 1.12 0.16 1.30 0.2351628 0.4829444 -5.71 FALSE
260421_at  acid phosphatase, putative simil SBH1 AT1G69640 -1.16 -0.21 -1.30 0.2351542 0.4829444 -5.71 FALSE
251516_s_a putative protein hypothetical pro --- AT3G59310 // -1.17 -0.23 -1.30 0.2352257 0.4830301 -5.71 TRUE
259456_s_aunknown protein similar to putativ--- --- 1.17 0.22 1.30 0.2352938 0.4830505 -5.71 FALSE
251585_at  putative protein hypothetical pro --- AT3G58630 -1.29 -0.37 -1.30 0.2352992 0.4830505 -5.71 FALSE
246101_at putative protein --- --- 1.17 0.23 1.30 0.2352983 0.4830505 -5.71 FALSE
262581_at  unknown protein ESTs gb|T2250--- AT1G15370 -1.13 -0.17 -1.30 0.2353578 0.4831274 -5.71 FALSE
249480_s_a protein kinase - like protein rece --- AT5G38990 // 1.43 0.52 1.30 0.2354176 0.483178 -5.71 FALSE
254587_at  resistance protein RPP5 - like do--- AT4G19520 1.18 0.24 1.30 0.2354248 0.483178 -5.71 FALSE
249597_at  putative protein probable quinon--- AT5G37960 1.12 0.17 1.30 0.2354605 0.4832078 -5.71 FALSE
257473_at unknown protein --- AT1G33840 1.22 0.29 1.30 0.2356882 0.4836315 -5.71 FALSE
254351_at  putative protein probable membrSOBER1 AT4G22300 -1.19 -0.25 -1.30 0.2357522 0.4837193 -5.71 FALSE
265405_at putative protein kinase contains a--- AT2G16750 -1.31 -0.39 -1.30 0.2360469 0.4841933 -5.71 TRUE
251980_at  putative protein endopeptidase C--- AT3G53270 -1.13 -0.17 -1.30 0.2360284 0.4841933 -5.71 FALSE
254277_at  myb-like protein myb-related tranMYB85 AT4G22680 1.61 0.68 1.30 0.2360172 0.4841933 -5.71 FALSE
257173_at  S-adenosyl-L-homocysteinas, puSAHH2 AT3G23810 1.77 0.82 1.30 0.2361575 0.4842739 -5.71 TRUE
246461_at  putative protein AAA family prote--- AT5G16930 -1.46 -0.54 -1.30 0.2361756 0.4842739 -5.71 FALSE
265580_at putative protein phosphatase 2C --- AT2G20050 1.20 0.26 1.30 0.2361432 0.4842739 -5.71 FALSE
257435_at putative RSZp22 splicing factor --- AT2G24590 -1.22 -0.28 -1.30 0.2361227 0.4842739 -5.71 FALSE
254863_at  putative protein predicted proteinATNUDX14AT4G11980 -1.18 -0.24 -1.30 0.2361924 0.4842739 -5.71 FALSE
259467_at hypothetical protein predicted by --- AT1G19060 1.12 0.16 1.30 0.2362196 0.4842863 -5.71 FALSE
245023_at PSII I protein --- --- -1.29 -0.37 -1.30 0.2363309 0.4844709 -5.71 FALSE
252514_at GTP-binding protein ara-3  ; suppATRAB8A AT3G46060 -1.14 -0.18 -1.30 0.2364189 0.4846037 -5.71 FALSE



247909_at unknown protein  ; supported by --- AT5G57370 -1.18 -0.24 -1.30 0.2364382 0.4846037 -5.71 FALSE
259943_at unknown protein --- AT1G71480 -1.26 -0.34 -1.30 0.2365522 0.4847939 -5.71 FALSE
251125_at  putative protein - kinase protein --- AT5G01060 -1.13 -0.18 -1.30 0.2366162 0.4848814 -5.71 FALSE
266355_at hypothetical protein predicted by --- AT2G01400 -1.33 -0.41 -1.30 0.2367174 0.4850452 -5.71 FALSE
262067_at hypothetical protein predicted by --- AT1G80060 1.19 0.26 1.30 0.2367857 0.4851417 -5.71 FALSE
261499_at  cytochrome P450 (CYP93A1), p CYP705A24AT1G28430 1.17 0.23 1.30 0.2368251 0.4851788 -5.71 FALSE
245720_at RNA binding protein - like --- AT5G04210 1.15 0.20 1.30 0.2368872 0.4852624 -5.71 FALSE
246293_at SigA binding protein  ; supported SIB1 AT3G56710 1.92 0.94 1.30 0.2369708 0.4853901 -5.71 FALSE
266735_at putative pectinesterase  ; suppor --- AT2G46930 1.21 0.27 1.30 0.2371235 0.4856247 -5.71 TRUE
246599_at  putative protein ATP-dependent --- AT5G14900 1.13 0.17 1.30 0.2371492 0.4856247 -5.71 FALSE
258077_at unknown protein  ;supported by f --- AT3G26110 1.19 0.25 1.30 0.2371447 0.4856247 -5.71 FALSE
253098_at cytochrome P450-like protein CYP81D3 AT4G37340 1.18 0.24 1.30 0.2372725 0.4858335 -5.71 FALSE
247210_at annexin  ;supported by full-lengthANNAT2 AT5G65020 1.35 0.44 1.30 0.2374627 0.4858871 -5.71 TRUE
265599_at unknown protein AT2G14255--- 1.15 0.21 1.30 0.2373714 0.4858871 -5.71 FALSE
265056_at  mitochondrial processing peptida--- AT1G51980 1.21 0.28 1.30 0.2374818 0.4858871 -5.71 FALSE
255060_at  putative protein TMV resistance --- AT4G09430 1.18 0.24 1.30 0.2373296 0.4858871 -5.71 FALSE
266709_at unknown protein  ;supported by f ATSPP AT2G03120 1.23 0.30 1.30 0.2374904 0.4858871 -5.71 FALSE
245937_at  putative protein 22kDa peroxisom--- AT5G19750 -1.30 -0.38 -1.30 0.2373782 0.4858871 -5.71 FALSE
263744_at Mutator-like transposase similar t--- AT2G21420 1.16 0.22 1.30 0.2374241 0.4858871 -5.71 FALSE
250063_at  disease resistance protein - like CSA1 AT5G17880 1.21 0.27 1.30 0.2374358 0.4858871 -5.71 FALSE
247496_at  putative protein predicted proteinGUT1 AT5G61840 -1.14 -0.19 -1.30 0.2374821 0.4858871 -5.71 FALSE
254603_at  putative protein hypothetical pro --- AT4G19045 // 1.18 0.23 1.30 0.2375839 0.4859815 -5.71 FALSE
266545_at hypothetical protein predicted by --- AT2G35290 1.32 0.40 1.30 0.2376004 0.4859815 -5.71 FALSE
247683_at  serine/threonine-specific protein --- AT5G59660 1.19 0.25 1.30 0.2375609 0.4859815 -5.71 FALSE
259489_at unknown protein --- AT1G15790 -1.31 -0.38 -1.30 0.2376415 0.4860219 -5.71 FALSE
266103_at putative VAMP-associated protei PVA12 AT2G45140 1.16 0.22 1.30 0.2376801 0.4860573 -5.71 FALSE
250225_at Expressed protein ; supported by--- AT5G14105 -1.21 -0.28 -1.30 0.237781 0.4861861 -5.72 FALSE
246082_at  receptor protein kinase - like proEFR AT5G20480 1.53 0.61 1.30 0.2377857 0.4861861 -5.72 FALSE
253287_at  putative protein dJ69E11.3, Hom--- AT4G34270 -1.13 -0.18 -1.30 0.2379252 0.4864276 -5.72 FALSE
254455_at hypothetical protein --- AT4G21140 -1.26 -0.33 -1.29 0.2379819 0.4865 -5.72 FALSE
262928_at hypothetical protein --- AT1G65760 1.18 0.24 1.29 0.2381024 0.4867026 -5.72 FALSE
264701_at hypothetical protein similar to hyp--- AT1G70160 -1.17 -0.23 -1.29 0.2381564 0.4867259 -5.72 FALSE
249290_at putative protein strong similarity t--- AT5G41060 -1.29 -0.37 -1.29 0.2381421 0.4867259 -5.72 FALSE
245844_at hypothetical protein predicted by --- AT1G26170 -1.16 -0.21 -1.29 0.2382311 0.486819 -5.72 FALSE
252910_at  putative protein various predicte --- AT4G39590 -1.13 -0.17 -1.29 0.2382447 0.486819 -5.72 FALSE



260036_at putative protein kinase Pfam HM STN7 AT1G68830 -1.19 -0.25 -1.29 0.2383281 0.4869458 -5.72 FALSE
256372_at  cell division protein kinase, putatCAK4 AT1G66750 -1.22 -0.29 -1.29 0.2383736 0.4869953 -5.72 FALSE
252067_at  protein phosphatase 2C -like pro--- AT3G51370 -1.18 -0.24 -1.29 0.2384019 0.4870095 -5.72 FALSE
260800_at unknown protein TSD2 AT1G78240 1.24 0.30 1.29 0.2385222 0.4872115 -5.72 FALSE
250682_x_aputative protein similar to unknow--- AT5G06630 1.41 0.50 1.29 0.2386331 0.4873945 -5.72 FALSE
266511_at putative ATP-dependent RNA he --- AT2G47680 -1.19 -0.25 -1.29 0.2386796 0.4874125 -5.72 FALSE
258013_at unknown protein --- AT3G19320 1.21 0.27 1.29 0.2386847 0.4874125 -5.72 FALSE
265496_at copia-like retroelement pol polypr--- --- -1.12 -0.16 -1.29 0.2387727 0.4875485 -5.72 FALSE
260278_at  hypothetical protein predicted byWRKY66 AT1G80590 1.27 0.34 1.29 0.238953 0.4878731 -5.72 FALSE
266912_at hypothetical protein predicted by --- AT2G45900 -1.70 -0.76 -1.29 0.2390502 0.4880278 -5.72 FALSE
262529_at putative receptor protein kinase AAtRLP3 AT1G17250 -1.20 -0.26 -1.29 0.2392068 0.4883037 -5.72 FALSE
255827_at unknown protein  ; supported by --- AT2G40600 1.18 0.24 1.29 0.2393559 0.4885645 -5.72 FALSE
247147_at putative protein contains similarit GTE7 AT5G65630 1.22 0.29 1.29 0.239385 0.4885802 -5.72 FALSE
266389_s_aunknown protein --- AT2G31580 // 1.14 0.18 1.29 0.2394407 0.4886501 -5.72 FALSE
264137_at  lupeol synthase, putative similar ATLUP2 AT1G78960 -1.26 -0.33 -1.29 0.2395226 0.4886861 -5.72 FALSE
249083_at prohibitin non-consensus TT acc ATPHB7 AT5G44140 -1.15 -0.20 -1.29 0.2394991 0.4886861 -5.72 FALSE
245055_at hypothetical protein predicted by --- AT2G26470 -1.18 -0.24 -1.29 0.2395147 0.4886861 -5.72 FALSE
254709_at Expressed protein ; supported byAGD8 AT4G17890 1.20 0.26 1.29 0.2395599 0.4887185 -5.72 TRUE
246969_at glutamic acid-rich protein other g --- AT5G24880 1.17 0.23 1.29 0.2396452 0.4888488 -5.72 FALSE
254390_at  calcium-dependent protein kinasCPK15 AT4G21940 1.16 0.21 1.29 0.2397375 0.4889933 -5.72 FALSE
251182_at  putative protein HIRA interactingATERDJ3B AT3G62600 1.60 0.68 1.29 0.2398058 0.489089 -5.72 FALSE
254003_at hypothetical protein --- AT4G26290 1.17 0.22 1.29 0.2398989 0.489235 -5.72 FALSE
253322_at putative protein  ;supported by fu --- AT4G33980 -1.21 -0.28 -1.29 0.2399503 0.4892866 -5.72 FALSE
248743_at unknown protein --- AT5G48240 -1.27 -0.34 -1.29 0.2399671 0.4892866 -5.72 FALSE
247370_at putative protein similar to unknow--- AT5G63320 1.32 0.40 1.29 0.2400414 0.4893944 -5.72 FALSE
251710_at putative protein several hypothet --- AT3G56930 1.33 0.41 1.29 0.2401017 0.4894735 -5.72 TRUE
245216_at Expressed protein non-consensuIMPA-2 AT4G16143 -1.12 -0.16 -1.29 0.2401374 0.4894768 -5.72 FALSE
246790_at  putative protein unknown protein--- AT5G27610 1.22 0.28 1.29 0.2401462 0.4894768 -5.72 FALSE
253112_at  putative ascorbate peroxidase a APX5 AT4G35970 1.25 0.32 1.29 0.2401801 0.4894809 -5.72 FALSE
249107_at unknown protein --- AT5G43680 -1.15 -0.21 -1.29 0.2401911 0.4894809 -5.72 FALSE
254548_at  putative protein various predicte --- AT4G19865 -1.30 -0.38 -1.29 0.2402154 0.4894866 -5.72 FALSE
251571_at putative protein several hypothet --- AT3G58330 1.14 0.19 1.29 0.2402429 0.4894989 -5.72 FALSE
263704_at  unknown protein similar to unkno--- AT1G31130 1.19 0.25 1.29 0.2402661 0.4895025 -5.72 FALSE
251032_at putative homeodomain protein seRPL AT5G02030 -1.43 -0.52 -1.29 0.2403006 0.4895291 -5.72 FALSE
250410_at  putative protein putative ATP/GT--- AT5G11010 -1.25 -0.32 -1.29 0.2404221 0.4897241 -5.72 FALSE



265148_at unknown protein --- AT1G51160 -1.16 -0.21 -1.29 0.2404393 0.4897241 -5.72 FALSE
256406_at unknown protein --- AT1G50710 1.17 0.23 1.29 0.2404885 0.4897267 -5.72 FALSE
250195_at putative protein --- AT5G14560 -1.12 -0.16 -1.29 0.240505 0.4897267 -5.72 FALSE
247727_at putative ripening-related protein ---- AT5G59490 1.21 0.28 1.29 0.240476 0.4897267 -5.72 FALSE
261528_at  pectate lyase, putative similar to AT59 AT1G14420 1.16 0.22 1.29 0.2405665 0.4897943 -5.73 FALSE
261508_at unknown protein --- AT1G71730 -1.17 -0.22 -1.29 0.2405811 0.4897943 -5.73 FALSE
259229_at unknown protein similar to transcADA2A AT3G07740 -1.20 -0.27 -1.29 0.240862 0.490235 -5.73 FALSE
256838_at  ADP-ribosylation factor, putativeATARFC1 AT3G22950 1.18 0.24 1.29 0.2408618 0.490235 -5.73 FALSE
249392_at peroxidase ATP26a --- AT5G40150 -1.18 -0.24 -1.29 0.2408247 0.490235 -5.73 FALSE
263121_at  receptor protein kinase, putative --- AT1G78530 1.19 0.25 1.29 0.2409159 0.4903009 -5.73 FALSE
252349_at  cell division cycle protein 23 homAPC8 AT3G48150 -1.26 -0.34 -1.29 0.2409631 0.4903095 -5.73 FALSE
257309_at hypothetical protein predicted by --- AT3G28150 -1.12 -0.16 -1.29 0.2409425 0.4903095 -5.73 FALSE
260700_at hypothetical protein identical to h --- AT1G32260 -1.18 -0.24 -1.29 0.2410871 0.4905179 -5.73 FALSE
262987_at conserved hypothetical protein pr--- AT1G23240 1.25 0.32 1.29 0.2411497 0.4906015 -5.73 FALSE
256221_at  DnaJ protein, putative contains P--- AT1G56300 -1.14 -0.19 -1.29 0.2412273 0.4907156 -5.73 FALSE
255236_at  score=11.7, E=0.66,N=1   ATEHD2 AT4G05520 -1.27 -0.35 -1.28 0.2412825 0.4907842 -5.73 FALSE
247276_at putative protein contains similarit HEN4 AT5G64390 1.27 0.35 1.28 0.2413651 0.4908942 -5.73 FALSE
266861_at putative choline kinase  ;supporteemb1187 AT2G26830 -1.18 -0.24 -1.28 0.2413796 0.4908942 -5.73 FALSE
260313_at putative disease resistance prote--- AT1G63870 1.20 0.26 1.28 0.2414384 0.4909699 -5.73 FALSE
250770_at laccase (diphenol oxidase) LAC12 AT5G05390 1.23 0.29 1.28 0.2414726 0.4909894 -5.73 FALSE
263806_at hypothetical protein predicted by --- AT2G04305 1.38 0.47 1.28 0.241491 0.4909894 -5.73 FALSE
257247_at helix-loop-helix DNA-binding protFMA AT3G24140 1.22 0.29 1.28 0.2415962 0.4911596 -5.73 FALSE
267475_at expressed protein ; supported by --- AT2G02730 1.19 0.25 1.28 0.2417109 0.4913489 -5.73 FALSE
253044_at hypothetical protein ;supported b --- AT4G37290 2.38 1.25 1.28 0.2417578 0.4914004 -5.73 TRUE
255735_at  transmembrane protein, putative--- AT1G25520 -1.31 -0.39 -1.28 0.2418226 0.4914318 -5.73 TRUE
249858_at myb-related transcription factor-liMYB37 AT5G23000 1.21 0.28 1.28 0.2418094 0.4914318 -5.73 FALSE
248599_at putative protein contains similarit --- AT5G49380 1.26 0.33 1.28 0.2418379 0.4914318 -5.73 FALSE
258315_at Expressed protein ; supported by--- AT3G16175 -1.17 -0.22 -1.28 0.2419132 0.491541 -5.73 FALSE
246837_at  pectin acetylesterase precursor --- AT5G26670 1.29 0.36 1.28 0.2420223 0.4916751 -5.73 FALSE
250590_at exonuclease-like protein --- AT5G07710 -1.14 -0.19 -1.28 0.2420031 0.4916751 -5.73 FALSE
256539_at hypothetical protein predicted by --- --- 1.14 0.18 1.28 0.2420574 0.4917027 -5.73 FALSE
247137_at calcium-dependent protein kinaseCPK28 AT5G66210 1.40 0.49 1.28 0.2420973 0.4917399 -5.73 FALSE
255346_at hypothetical protein --- --- 1.11 0.15 1.28 0.2421577 0.4918105 -5.73 FALSE
262030_s_a mutator-like transposase, putativ--- --- 1.17 0.22 1.28 0.2421752 0.4918105 -5.73 FALSE
263399_at unknown protein ; supported by f --- AT2G31490 -1.15 -0.21 -1.28 0.2423709 0.4921641 -5.73 FALSE



250387_at  putative protein predicted protein--- AT5G11290 1.13 0.17 1.28 0.2424253 0.4922307 -5.73 FALSE
260139_at  Myb-related transcription factor, MYB114 AT1G66380 1.14 0.19 1.28 0.2425081 0.492355 -5.73 FALSE
266814_at homeodomain transcription facto ATHB4 AT2G44910 1.12 0.16 1.28 0.2425327 0.4923613 -5.73 FALSE
263253_at bZIP transcription factor (POSF2 --- AT2G31370 1.20 0.26 1.28 0.2425989 0.4924465 -5.73 FALSE
257254_at  salicylic acid carboxyl methyltran--- AT3G21950 1.15 0.20 1.28 0.2426179 0.4924465 -5.73 FALSE
248275_at isp4 protein ATOPT8 AT5G53520 1.13 0.18 1.28 0.2427345 0.4926394 -5.73 FALSE
266807_at hypothetical protein --- AT2G29920 1.19 0.25 1.28 0.2427739 0.4926756 -5.73 FALSE
256668_at hypothetical protein similar to hyp--- AT3G32190 1.18 0.23 1.28 0.2428115 0.492708 -5.73 FALSE
253928_at phosphoprotein phosphatase (PPPPX1 AT4G26720 -1.16 -0.21 -1.28 0.2428719 0.4927428 -5.73 FALSE
246874_at  arabinosidase - like protein arab ASD2 AT5G26120 1.16 0.22 1.28 0.2428654 0.4927428 -5.73 FALSE
259424_at  hypothetical protein contains sim--- AT1G13830 1.24 0.31 1.28 0.2428951 0.4927462 -5.73 FALSE
252271_s_a putative protein CGI-141 protein --- AT3G49420 // -1.13 -0.18 -1.28 0.2429427 0.4927989 -5.73 FALSE
250954_at putative protein  ;supported by fuATRAB8C AT5G03520 -1.21 -0.28 -1.28 0.2430059 0.4928552 -5.73 TRUE
259812_at unknown protein --- AT1G49840 -1.24 -0.31 -1.28 0.2430137 0.4928552 -5.73 FALSE
259626_at  bZIP transcription factor, putativeATBZIP60 AT1G42990 1.70 0.76 1.28 0.2430678 0.4928943 -5.73 FALSE
257760_s_a putative AC-like transposase sim--- --- 1.15 0.20 1.28 0.2430762 0.4928943 -5.73 FALSE
253305_at Expressed protein ; supported by--- AT4G33666 1.45 0.54 1.28 0.2432472 0.4929001 -5.73 FALSE
249974_at  putative protein predicted protein--- AT5G18780 1.34 0.42 1.28 0.2431858 0.4929001 -5.73 FALSE
252331_s_aserine palmitoyltransferase-like pSPT1 AT3G48780 // 1.17 0.23 1.28 0.243166 0.4929001 -5.73 FALSE
261326_s_a aminoacylase, putative similar to--- AT1G44180 // -1.25 -0.32 -1.28 0.2431964 0.4929001 -5.73 FALSE
257910_at hypothetical protein similar to hyp--- AT3G25580 -1.18 -0.24 -1.28 0.2431333 0.4929001 -5.73 FALSE
265519_at hypothetical protein --- AT2G06040 -1.15 -0.20 -1.28 0.2431468 0.4929001 -5.73 FALSE
261001_at hypothetical protein similar to hyp--- AT1G26530 -1.19 -0.25 -1.28 0.2432519 0.4929001 -5.73 FALSE
246665_s_aputative protein predicted protein --- --- 1.16 0.22 1.28 0.2432172 0.4929001 -5.73 FALSE
263961_at  F-box protein family, AtFBL11 co--- AT2G36370 -1.20 -0.26 -1.28 0.2432793 0.4929118 -5.73 FALSE
261328_at unknown protein --- AT1G44835 -1.17 -0.23 -1.28 0.2433009 0.4929118 -5.73 FALSE
251282_at  putative protein transcription fac CRF6 AT3G61630 -1.42 -0.50 -1.28 0.243348 0.4929634 -5.73 TRUE
264333_at hypothetical protein similar to putAtTLP4 AT1G61940 1.14 0.19 1.28 0.2434008 0.4929639 -5.73 FALSE
245135_at putative non-LTR retroelement re--- --- 1.17 0.23 1.28 0.2434131 0.4929639 -5.73 FALSE
253252_at amidophosphoribosyltransferase ATASE2 AT4G34740 -1.25 -0.33 -1.28 0.2434096 0.4929639 -5.73 FALSE
249961_at  putative protein predicted protein--- AT5G18770 -1.18 -0.23 -1.28 0.2434813 0.4930582 -5.74 FALSE
264397_at hypothetical protein --- AT1G11820 1.23 0.30 1.28 0.2435899 0.4932345 -5.74 FALSE
257485_at hypothetical protein contains Pfa --- AT1G63580 1.35 0.43 1.28 0.2436427 0.4932976 -5.74 FALSE
249713_at putative protein contains similarit --- AT5G35690 1.19 0.25 1.28 0.2437711 0.4934805 -5.74 FALSE
245586_at hypothetical protein --- AT4G14980 1.15 0.20 1.28 0.2437763 0.4934805 -5.74 FALSE



254800_at putative protein several hypothet --- AT4G13070 -1.25 -0.33 -1.28 0.2438386 0.4935627 -5.74 FALSE
248160_at putative protein similar to unknow--- AT5G54470 1.23 0.30 1.28 0.243872 0.4935866 -5.74 FALSE
259997_at unknown protein similar to N-ace --- AT1G67880 1.37 0.46 1.28 0.2439164 0.4936326 -5.74 FALSE
256506_at unknown protein --- AT1G75160 1.18 0.24 1.28 0.2439949 0.4937211 -5.74 FALSE
251681_at  putative protein hypothetical pro --- AT3G57100 1.18 0.24 1.28 0.2440034 0.4937211 -5.74 FALSE
257692_at hypothetical protein contains sim --- AT3G12840 1.14 0.19 1.28 0.2440565 0.4937846 -5.74 FALSE
258392_at  anther development protein, ATAATA20 AT3G15400 1.21 0.27 1.28 0.2441423 0.4938707 -5.74 FALSE
254581_at  putative protein membrane-asso--- AT4G19440 1.22 0.29 1.28 0.2441324 0.4938707 -5.74 FALSE
245468_at pectinesterase like protein --- AT4G15980 1.14 0.19 1.28 0.2442149 0.4939738 -5.74 FALSE
256737_at  farnesyltranstransferase, putativ --- AT3G29420 1.14 0.18 1.28 0.2443182 0.4940512 -5.74 FALSE
247675_at  putative protein large number of --- AT5G59940 1.21 0.27 1.28 0.2442977 0.4940512 -5.74 FALSE
259525_at hypothetical protein ATEXPA7 AT1G12560 -1.14 -0.19 -1.28 0.2443084 0.4940512 -5.74 FALSE
255490_at  putative protein lysosomal traffic --- AT4G02660 -1.15 -0.20 -1.28 0.2443876 0.4941478 -5.74 FALSE
245193_at F12A21.6 hypothetical protein SUFE2 AT1G67810 1.70 0.76 1.28 0.2444151 0.4941573 -5.74 TRUE
256218_at hypothetical protein predicted by --- AT1G56270 1.19 0.25 1.28 0.2444357 0.4941573 -5.74 FALSE
259771_at unknown protein --- AT1G29470 -1.24 -0.31 -1.28 0.2445184 0.494237 -5.74 FALSE
259640_at  beta-glucosidase, putative identiBGLU18 AT1G52400 1.38 0.46 1.28 0.2445016 0.494237 -5.74 FALSE
245825_at  protein kinase, putative similar toATSK42 AT1G57870 -1.16 -0.21 -1.27 0.2446804 0.4945028 -5.74 FALSE
250153_at  putative protein TMV response-rWRKY72 AT5G15130 1.43 0.51 1.27 0.2446933 0.4945028 -5.74 FALSE
253162_at phosphoserine aminotransferasePSAT AT4G35630 1.72 0.78 1.27 0.2447376 0.4945035 -5.74 FALSE
247294_at putative protein similar to unknowXRCC2 AT5G64520 1.14 0.19 1.27 0.2447466 0.4945035 -5.74 FALSE
259052_at unknown protein PEX19-1 AT3G03490 1.15 0.20 1.27 0.2447586 0.4945035 -5.74 FALSE
253853_at  putative diacylglycerol kinase (fr --- AT4G28130 1.14 0.20 1.27 0.2448311 0.4945622 -5.74 FALSE
257757_at hypothetical protein predicted by PGSIP1 AT3G18660 -1.14 -0.19 -1.27 0.2448277 0.4945622 -5.74 FALSE
264267_at hypothetical protein contains sim --- AT1G60200 1.17 0.23 1.27 0.2448671 0.4945913 -5.74 FALSE
255432_at SYR1-like syntaxin  ;supported b SYP123 AT4G03330 1.14 0.19 1.27 0.2449038 0.4946216 -5.74 FALSE
248121_at putative protein contains similarit GAUT12 AT5G54690 1.24 0.31 1.27 0.2449533 0.4946778 -5.74 FALSE
246225_at putative protein ;supported by ful LEJ2 AT4G36910 -1.20 -0.27 -1.27 0.2449832 0.4946944 -5.74 FALSE
267146_at hypothetical protein predicted by --- AT2G38160 1.14 0.19 1.27 0.2450099 0.4947044 -5.74 FALSE
249000_at putative protein contains similarit --- AT5G44980 1.16 0.22 1.27 0.2451017 0.4948461 -5.74 FALSE
259025_at hypothetical protein predicted by --- --- 1.21 0.27 1.27 0.2452188 0.4949646 -5.74 FALSE
260417_at putative chromomethylase simila CMT3 AT1G69770 -1.34 -0.43 -1.27 0.2452256 0.4949646 -5.74 FALSE
266624_s_aphosphoribosyl pyrophosphate sy--- AT1G32380 // 1.39 0.47 1.27 0.2452182 0.4949646 -5.74 FALSE
258940_at putative lipase acylhydrolase con--- AT3G09930 1.12 0.16 1.27 0.2453677 0.495164 -5.74 FALSE
249294_at unknown protein --- AT5G41270 -1.25 -0.33 -1.27 0.2453482 0.495164 -5.74 FALSE



258529_at  hypothetical protein predicted by--- AT3G06740 -1.22 -0.28 -1.27 0.2454496 0.4952711 -5.74 FALSE
264792_at hypothetical protein similar to hyp--- AT1G08620 1.15 0.20 1.27 0.2454643 0.4952711 -5.74 FALSE
261110_at  E2, ubiquitin-conjugating enzym UBC16 AT1G75440 1.22 0.29 1.27 0.2455617 0.4953954 -5.74 FALSE
258759_at putative bZIP transcription factor BZIP28 AT3G10800 1.13 0.18 1.27 0.2455693 0.4953954 -5.74 FALSE
250270_at  putative protein FL10, EGF resp --- AT5G12980 -1.19 -0.25 -1.27 0.2456294 0.4954729 -5.74 FALSE
264683_at unknown protein similar to putativFRA3 AT1G65580 1.12 0.17 1.27 0.2456624 0.4954956 -5.74 FALSE
251049_at  putative protein rab11 binding pr--- AT5G02430 1.17 0.22 1.27 0.2457113 0.4955091 -5.74 FALSE
253034_at  calcium-dependent protein kinasCPK26 AT4G38230 -1.16 -0.22 -1.27 0.2457125 0.4955091 -5.74 FALSE
246137_at  putative protein predicted proteinLSH1 AT5G28490 1.45 0.54 1.27 0.2457933 0.4956281 -5.74 FALSE
258875_at unknown protein  ;supported by f --- AT3G03160 1.22 0.29 1.27 0.2458749 0.4957489 -5.74 FALSE
257072_at  myrosinase-associated protein, p--- AT3G14220 1.32 0.40 1.27 0.2460639 0.4959243 -5.74 FALSE
252234_at putative protein  ; supported by fuATPSK4 AT3G49780 1.76 0.81 1.27 0.2460839 0.4959243 -5.74 FALSE
248489_at unknown protein --- AT5G51090 1.13 0.18 1.27 0.2459922 0.4959243 -5.74 FALSE
251887_at FKBP12 interacting protein (FIP3ATFIP37 AT3G54170 -1.24 -0.31 -1.27 0.2460422 0.4959243 -5.74 FALSE
246397_at hypothetical protein contains sim AtRLP9 AT1G58190 1.13 0.18 1.27 0.2460271 0.4959243 -5.74 FALSE
246096_at  beta-1,3-glucanase bg4  ;supporBETAG4 AT5G20330 -1.17 -0.23 -1.27 0.2460924 0.4959243 -5.74 FALSE
262966_at  ER lumen protein retaining recep--- AT1G75760 -1.15 -0.20 -1.27 0.2461586 0.49601 -5.74 FALSE
265131_at putative polygalacuronase isoenzJP630 AT1G23760 1.40 0.49 1.27 0.2461784 0.49601 -5.74 FALSE
253772_at Expressed protein ; supported byA7 AT4G28395 1.12 0.17 1.27 0.2462161 0.4960421 -5.74 FALSE
262145_at unknown protein contains similar --- AT1G52730 -1.19 -0.25 -1.27 0.2462704 0.496064 -5.74 FALSE
256550_at  En/Spm-like transposon protein, --- --- 1.13 0.17 1.27 0.246269 0.496064 -5.74 FALSE
251992_at  putative protein myosin heavy ch--- AT3G53350 -1.22 -0.29 -1.27 0.2463268 0.4961337 -5.75 FALSE
249166_at CHP-rich zinc finger protein-like --- AT5G42840 -1.16 -0.22 -1.27 0.2464386 0.4962701 -5.75 FALSE
265613_at putative DnaJ protein  ; supporte --- AT2G25560 -1.19 -0.25 -1.27 0.2464208 0.4962701 -5.75 FALSE
265639_at putative reverse transcriptase --- --- 1.15 0.20 1.27 0.2464598 0.4962701 -5.75 FALSE
261076_at unknown protein ;supported by fuSMO2-1 AT1G07420 -1.13 -0.18 -1.27 0.2465094 0.4963261 -5.75 FALSE
255911_at  receptor-like kinase, putative sim--- AT1G66930 -1.13 -0.17 -1.27 0.2466474 0.4965164 -5.75 FALSE
257722_at  putative chloroplast nucleoid DN--- AT3G18490 -1.29 -0.37 -1.27 0.2466296 0.4965164 -5.75 FALSE
248208_at unknown protein ATHB52 AT5G53980 1.23 0.29 1.27 0.246675 0.4965281 -5.75 FALSE
254293_at  putative protein SF16 protein, HeIQD22 AT4G23060 1.32 0.40 1.27 0.2468518 0.4965773 -5.75 TRUE
264633_at  step II splicing factor, putative si SMP1 AT1G65660 -1.16 -0.21 -1.27 0.2467815 0.4965773 -5.75 FALSE
254967_at  putative protein various predicte --- AT4G10410 1.15 0.20 1.27 0.2468314 0.4965773 -5.75 FALSE
257649_at predicted protein ARR1 AT3G16857 1.14 0.19 1.27 0.2468324 0.4965773 -5.75 FALSE
253416_at pyruvate decarboxylase-1 (Pdc1)--- AT4G33070 1.22 0.28 1.27 0.246791 0.4965773 -5.75 FALSE
251765_at putative protein --- --- 1.16 0.21 1.27 0.2468176 0.4965773 -5.75 FALSE



244960_at ribosomal protein L32 --- --- -1.38 -0.47 -1.27 0.2467505 0.4965773 -5.75 FALSE
246284_at putative protein --- AT4G36780 -1.17 -0.22 -1.27 0.2470527 0.4967623 -5.75 TRUE
247077_at putative protein similar to unknow--- AT5G66420 -1.18 -0.24 -1.27 0.2470182 0.4967623 -5.75 FALSE
264297_at hypothetical protein similar to hyp--- AT1G78710 1.11 0.16 1.27 0.2470045 0.4967623 -5.75 FALSE
255996_s_a receptor-like serine threonine kin--- AT1G29730 // 1.19 0.25 1.27 0.2469798 0.4967623 -5.75 FALSE
252811_at putative protein several hypothet --- --- 1.16 0.22 1.27 0.2470355 0.4967623 -5.75 FALSE
257082_at hypothetical protein COBL10 AT3G20580 1.14 0.19 1.27 0.2471582 0.4969306 -5.75 FALSE
249964_at  MAP kinase -like protein ATMPKMPK16 AT5G19010 -1.15 -0.20 -1.27 0.2472836 0.4970513 -5.75 FALSE
253079_s_a putative protein F56F10.1, Caen--- AT4G36190 // -1.21 -0.28 -1.27 0.2472553 0.4970513 -5.75 FALSE
263897_at putative shikimate kinase precurs--- AT2G21940 1.27 0.35 1.27 0.2472677 0.4970513 -5.75 FALSE
260423_at unknown protein ATEXO70DAT1G72470 1.40 0.48 1.27 0.2474158 0.4972339 -5.75 FALSE
252828_at  DnaJ - like protein DnaJ-like pro --- AT4G39960 -1.17 -0.23 -1.27 0.2474398 0.4972339 -5.75 FALSE
251871_at hypothetical protein --- AT3G54520 1.12 0.16 1.27 0.2474287 0.4972339 -5.75 FALSE
261675_at hypothetical protein predicted by --- AT1G18290 1.16 0.21 1.27 0.2475078 0.4973267 -5.75 FALSE
253339_at metal-transporting P-type ATPas PAA1 AT4G33520 1.25 0.32 1.27 0.2476431 0.4975548 -5.75 FALSE
246761_at  embryonic abundant protein - lik --- AT5G27980 1.14 0.19 1.27 0.2476778 0.4975806 -5.75 FALSE
260820_at  receptor protein kinase, putative --- AT1G06840 -1.31 -0.39 -1.27 0.2477307 0.497643 -5.75 TRUE
256684_at  geranylgeranyl pyrophosphate s --- AT3G32040 1.20 0.27 1.27 0.2477574 0.497653 -5.75 FALSE
252352_at Expressed protein ; supported by--- AT3G48185 -1.20 -0.27 -1.26 0.2480646 0.4979635 -5.75 FALSE
251431_at  protein synthesis initiation factor EIF4G AT3G60240 -1.13 -0.17 -1.26 0.2479886 0.4979635 -5.75 FALSE
251237_at  bZIP transcription factor-like protCPuORF3 AT3G62420 // 1.16 0.21 1.26 0.2480648 0.4979635 -5.75 FALSE
265977_at putative retroelement pol polypro --- --- -1.13 -0.18 -1.26 0.2480572 0.4979635 -5.75 FALSE
257095_at unknown protein  ; supported by ATPDIL5-3 AT3G20560 -1.20 -0.26 -1.26 0.2479511 0.4979635 -5.75 FALSE
263029_at unknown protein --- AT1G24050 -1.11 -0.15 -1.26 0.2480232 0.4979635 -5.75 FALSE
263276_at putative cytochrome P450 CYP705A13AT2G14100 1.15 0.20 1.26 0.2480157 0.4979635 -5.75 FALSE
247103_at putative protein similar to unknowDAR7 AT5G66610 1.14 0.19 1.26 0.2481077 0.4980057 -5.75 FALSE
252895_at hypothetical protein --- AT4G39450 -1.14 -0.19 -1.26 0.2481687 0.4980067 -5.75 FALSE
252883_at  GTP-binding - like protein GTP-b--- AT4G39520 -1.21 -0.27 -1.26 0.2481737 0.4980067 -5.75 FALSE
255406_at  hypothetical protein similar to hy --- AT4G03450 1.49 0.57 1.26 0.2481384 0.4980067 -5.75 FALSE
262935_at hypothetical protein similar to putAtOCT5 AT1G79410 1.51 0.59 1.26 0.2482768 0.4980195 -5.75 TRUE
260441_at unknown protein  ;supported by f --- AT1G68260 1.39 0.48 1.26 0.2482369 0.4980195 -5.75 FALSE
264310_at hypothetical protein similar to hyp--- AT1G62030 -1.18 -0.23 -1.26 0.2482301 0.4980195 -5.75 FALSE
249825_at putative protein similar to unknow--- AT5G23390 -1.15 -0.20 -1.26 0.2482892 0.4980195 -5.75 FALSE
255666_at putative protein  ;supported by fu --- AT4G00390 -1.18 -0.24 -1.26 0.2482863 0.4980195 -5.75 FALSE
261368_at  protein kinase, putative similar to--- AT1G53070 1.21 0.27 1.26 0.2483121 0.4980215 -5.75 FALSE



253970_at  putative uracil phosphoribosyl tra--- AT4G26510 -1.16 -0.21 -1.26 0.248362 0.4980777 -5.75 FALSE
259547_at  gypsy/Ty3 element polyprotein, p--- --- 1.15 0.20 1.26 0.2484142 0.4981386 -5.75 FALSE
265835_at putative retroelement pol polypro --- --- 1.19 0.25 1.26 0.2484651 0.498197 -5.75 FALSE
252851_at  putative protein CLATHRIN COA--- AT4G40080 1.44 0.53 1.26 0.2488538 0.4988887 -5.75 FALSE
256621_at unknown protein  ; supported by --- AT3G24450 1.16 0.22 1.26 0.2488403 0.4988887 -5.75 FALSE
252549_at  protein kinase - like receptor-like--- AT3G45860 1.43 0.52 1.26 0.2491641 0.4990891 -5.75 TRUE
264501_at  putative lipase Similar to nodulin--- AT1G09390 -1.50 -0.59 -1.26 0.2491399 0.4990891 -5.75 FALSE
255582_at putative DNA-binding protein simNGA4 AT4G01500 1.14 0.18 1.26 0.2491172 0.4990891 -5.75 FALSE
251322_at cysteine synthase AtcysC1  ;suppCYSC1 AT3G61440 -1.42 -0.51 -1.26 0.2492141 0.4990891 -5.75 FALSE
247517_at  100 kDa coactivator - like protein--- AT5G61780 1.19 0.25 1.26 0.2491189 0.4990891 -5.75 FALSE
264486_at hypothetical protein contains sim --- AT1G77180 -1.18 -0.24 -1.26 0.2492164 0.4990891 -5.75 FALSE
258990_at unknown protein  ;supported by f --- AT3G08840 -1.26 -0.34 -1.26 0.2491138 0.4990891 -5.75 FALSE
261749_at  dehydrin, putative similar to dehyERD14 AT1G76180 1.14 0.19 1.26 0.2490136 0.4990891 -5.75 FALSE
247133_at chalcone isomerase-like protein --- AT5G66220 1.30 0.38 1.26 0.2491507 0.4990891 -5.75 FALSE
254625_at Expressed protein ; supported bySNI1 AT4G18470 1.17 0.23 1.26 0.2490245 0.4990891 -5.75 FALSE
264969_at hypothetical protein contains sim --- AT1G67320 -1.39 -0.47 -1.26 0.2491678 0.4990891 -5.75 FALSE
249639_at  disease resistance like protein T --- AT5G36930 -1.14 -0.19 -1.26 0.2492101 0.4990891 -5.75 FALSE
256371_at hypothetical protein --- AT1G66770 1.15 0.20 1.26 0.2492428 0.4990982 -5.75 FALSE
261404_at  alpha galactosyltransferase, puta--- AT1G18690 -1.28 -0.35 -1.26 0.2492723 0.4991135 -5.76 FALSE
264883_s_asecretory carrier membrane prote--- AT1G11180 // -1.15 -0.20 -1.26 0.2493219 0.499169 -5.76 FALSE
246999_at photoreceptor-interacting protein NPY3 AT5G67440 -1.31 -0.39 -1.26 0.2493487 0.4991789 -5.76 FALSE
265927_at hypothetical protein --- AT2G18590 1.19 0.25 1.26 0.2493898 0.4992173 -5.76 FALSE
261777_at hypothetical protein predicted by --- AT1G76210 1.15 0.20 1.26 0.2494556 0.4993051 -5.76 FALSE
264084_at putative kinesin light chain --- AT2G31240 -1.15 -0.21 -1.26 0.2496674 0.4996853 -5.76 FALSE
264805_at unknown protein similar to putativATRX AT1G08600 1.16 0.21 1.26 0.249697 0.4997006 -5.76 FALSE
258094_at putative cytochrome P450 similarCYP72A15 AT3G14690 -1.16 -0.22 -1.26 0.2497607 0.4997844 -5.76 FALSE
245704_at glycine-rich protein KTF1 AT5G04290 -1.13 -0.17 -1.26 0.2498391 0.4998535 -5.76 FALSE
266248_at hypothetical protein predicted by --- AT2G27650 1.11 0.16 1.26 0.2498262 0.4998535 -5.76 FALSE
248391_at putative protein similar to unknow--- AT5G52030 -1.16 -0.22 -1.26 0.2499333 0.4999177 -5.76 FALSE
258063_at putative cytochrome P450 similarCYP72A8 AT3G14620 1.55 0.63 1.26 0.2499369 0.4999177 -5.76 FALSE
253618_at  nodulin-like protein MtN21 gene --- AT4G30420 -1.12 -0.16 -1.26 0.2499114 0.4999177 -5.76 FALSE
251490_at putative protein --- AT3G59490 -1.20 -0.26 -1.26 0.2499982 0.4999526 -5.76 FALSE
252607_at xyloglucan endo-transglycosylaseXTR8 AT3G44990 1.32 0.40 1.26 0.2499767 0.4999526 -5.76 FALSE
264569_at unknown protein EST gb|ATTS11--- --- 1.13 0.18 1.26 0.2500612 0.5000348 -5.76 FALSE
246833_at putative protein --- AT5G26620 -1.12 -0.16 -1.26 0.2500969 0.5000622 -5.76 FALSE



248632_at unknown protein SLD5 AT5G49010 -1.35 -0.43 -1.26 0.2501462 0.500117 -5.76 FALSE
256808_at unknown protein ALY3 AT3G21430 -1.13 -0.17 -1.26 0.2501686 0.500118 -5.76 FALSE
262781_s_aproteasome epsilon chain precur PBE1 AT1G13060 // -1.19 -0.25 -1.26 0.250296 0.500285 -5.76 FALSE
247445_at putative protein similar to unknow--- AT5G62640 1.16 0.21 1.26 0.2502952 0.500285 -5.76 FALSE
250585_at putative protein contains similarit --- AT5G07620 1.37 0.45 1.26 0.2504027 0.5003918 -5.76 FALSE
251126_at  putative protein various predicte --- AT5G01070 1.14 0.18 1.26 0.2504261 0.5003918 -5.76 FALSE
257546_s_ahypothetical protein predicted by --- AT3G28410 // -1.12 -0.16 -1.26 0.2504271 0.5003918 -5.76 FALSE
256827_at hypothetical protein contains sim --- AT3G18570 1.12 0.17 1.26 0.2504372 0.5003918 -5.76 FALSE
261492_at  acid phosphatase, putative simil SBH2 AT1G14290 1.21 0.27 1.26 0.2505322 0.500494 -5.76 TRUE
247331_at putative protein contains similarit FP3 AT5G63530 1.33 0.41 1.26 0.2505288 0.500494 -5.76 FALSE
247625_at  zinc finger protein - like dof6 zinc--- AT5G60200 1.21 0.28 1.26 0.2506232 0.5005575 -5.76 FALSE
263629_at hypothetical protein predicted by --- AT2G04850 -1.26 -0.34 -1.26 0.2507176 0.5005575 -5.76 FALSE
246059_at  putative protein KED, Nicotiana --- AT5G08450 -1.14 -0.19 -1.26 0.2506796 0.5005575 -5.76 FALSE
246325_at hypothetical protein contains sim ABA3 AT1G16540 1.41 0.50 1.26 0.2507114 0.5005575 -5.76 FALSE
262861_at hypothetical protein similar to hyp--- AT1G64820 1.15 0.21 1.26 0.250667 0.5005575 -5.76 FALSE
251016_at  pathogenesis related protein - lik--- AT5G02730 1.27 0.34 1.26 0.250668 0.5005575 -5.76 FALSE
261245_at anter-specific proline-rich protein --- AT1G20130 // -1.13 -0.18 -1.26 0.2505887 0.5005575 -5.76 FALSE
259032_at  hypothetical protein similar to hy --- AT3G09380 1.12 0.17 1.26 0.2507613 0.5006009 -5.76 FALSE
263129_at unknown protein ;supported by fu--- AT1G78620 1.15 0.20 1.26 0.2508402 0.5007146 -5.76 FALSE
264389_at unknown protein similar to hypoth--- AT1G11960 1.27 0.35 1.26 0.2509621 0.5008738 -5.76 TRUE
262643_at unknown protein ;supported by fu--- AT1G62770 1.29 0.37 1.26 0.2509639 0.5008738 -5.76 FALSE
260182_at unknown protein similar to IFA-bi --- AT1G70750 1.17 0.22 1.26 0.251021 0.5008855 -5.76 FALSE
247820_at serine/threonine protein kinase ; SIP1 AT5G58380 1.21 0.27 1.26 0.2509932 0.5008855 -5.76 FALSE
252712_at  glutathione transferase-like proteATGSTU27AT3G43800 -1.29 -0.37 -1.26 0.2510357 0.5008855 -5.76 FALSE
259951_at unknown protein --- AT1G71490 1.14 0.18 1.26 0.2510795 0.5009292 -5.76 FALSE
249894_at unknown protein  ; supported by --- AT5G22580 6.61 2.73 1.26 0.2511307 0.5009876 -5.76 FALSE
252887_at  putative protein various predicte --- AT4G39240 -1.12 -0.16 -1.26 0.2512592 0.5011793 -5.76 FALSE
259196_at putative ribosomal protein S2 simRPS2 AT3G03600 -1.22 -0.29 -1.26 0.2512708 0.5011793 -5.76 FALSE
267575_at unknown protein predicted by ge --- AT2G30690 1.16 0.21 1.25 0.2513645 0.5013224 -5.76 FALSE
264747_at unknown protein --- AT1G70150 -1.20 -0.27 -1.25 0.2513991 0.5013475 -5.76 FALSE
253038_at homeobox protein HAT22  ;suppoHAT22 AT4G37790 1.29 0.37 1.25 0.2514308 0.5013669 -5.76 FALSE
246523_at CONSTANS-like 1 COL1 AT5G15850 -1.26 -0.33 -1.25 0.2516436 0.5017475 -5.76 FALSE
260589_at hypothetical protein predicted by --- AT1G53400 -1.12 -0.17 -1.25 0.2517113 0.5017947 -5.76 FALSE
252087_at  putative protein putative Na+/H+chx28 AT3G52080 1.14 0.19 1.25 0.2516964 0.5017947 -5.76 FALSE
253713_at putative protein several hypothet --- AT4G29370 1.14 0.19 1.25 0.2518 0.5019277 -5.76 FALSE



251458_at putative protein several retrotrans--- --- 1.14 0.19 1.25 0.2518465 0.5019764 -5.76 FALSE
251269_at  putative protein Pm5 protein - Ho--- AT3G62360 -1.19 -0.25 -1.25 0.2520778 0.5023935 -5.76 FALSE
250481_at putative protein --- AT5G10310 -1.15 -0.20 -1.25 0.2521071 0.502408 -5.76 FALSE
247495_at  putative protein predicted proteinIPK2BETA AT5G61760 -1.19 -0.25 -1.25 0.252261 0.5026694 -5.77 FALSE
259134_at hypothetical protein predicted by --- AT3G05390 1.56 0.64 1.25 0.2522823 0.5026694 -5.77 FALSE
255922_at  trehalose-6-phosphate phosphat--- AT1G22210 1.14 0.19 1.25 0.2523484 0.5027571 -5.77 FALSE
249645_at thionin Thi2.2  ;supported by full- THI2.2 AT5G36910 1.22 0.28 1.25 0.2524199 0.5028118 -5.77 FALSE
250302_at  fructosidase - like protein fructosAtcwINV6 AT5G11920 2.02 1.02 1.25 0.2524008 0.5028118 -5.77 FALSE
257023_at  RNA helicase, putative similar to--- AT3G19760 -1.15 -0.20 -1.25 0.2524641 0.502856 -5.77 FALSE
254023_at  putative protein hypothetical pro --- AT4G25770 1.18 0.24 1.25 0.2526402 0.5031352 -5.77 FALSE
264440_at  unknown protein similar to fim pr--- AT1G27340 -1.13 -0.18 -1.25 0.2526484 0.5031352 -5.77 FALSE
256430_at DREB2B transcription factor idenDREB2B AT3G11020 -1.15 -0.20 -1.25 0.2527286 0.5032508 -5.77 FALSE
263076_at putative protein kinase/endoribonIRE1A AT2G17520 1.15 0.20 1.25 0.2528149 0.5032688 -5.77 FALSE
261634_at ATP-dependent Clp protease proCLPR1 AT1G49970 -1.20 -0.27 -1.25 0.2527828 0.5032688 -5.77 FALSE
258974_at  unknown protein similar to brahm--- AT3G01890 -1.17 -0.22 -1.25 0.2527713 0.5032688 -5.77 FALSE
255980_at hypothetical protein ;supported b --- AT1G33970 -1.17 -0.22 -1.25 0.2529453 0.5032688 -5.77 FALSE
246080_at putative protein --- AT5G20460 -1.14 -0.19 -1.25 0.2528502 0.5032688 -5.77 FALSE
247663_at  putative protein predicted proteinAPUM18 AT5G60110 -1.13 -0.17 -1.25 0.2529086 0.5032688 -5.77 FALSE
263546_at putative dihydrofolate reductase- --- AT2G21550 -1.19 -0.25 -1.25 0.2528324 0.5032688 -5.77 FALSE
252756_s_aputative protein hypothetical prot --- AT1G58520 // 1.14 0.19 1.25 0.2529583 0.5032688 -5.77 FALSE
260212_at hypothetical protein predicted by --- AT1G74480 1.12 0.17 1.25 0.2529722 0.5032688 -5.77 FALSE
252836_at putative protein predicted polypro--- --- 1.13 0.18 1.25 0.2529803 0.5032688 -5.77 FALSE
262520_at  putative polygalacturonase After --- AT1G17150 1.19 0.25 1.25 0.2529721 0.5032688 -5.77 FALSE
250717_at putative protein similar to unknow--- AT5G06200 1.20 0.26 1.25 0.2530595 0.5032948 -5.77 FALSE
264719_at  receptor-like kinase, putative sim--- AT1G70110 1.23 0.29 1.25 0.2530441 0.5032948 -5.77 FALSE
259181_at unknown protein similar to putativ--- AT3G01690 -1.22 -0.28 -1.25 0.2530418 0.5032948 -5.77 FALSE
261219_at hypothetical protein predicted by --- AT1G19980 1.18 0.23 1.25 0.2532021 0.5034145 -5.77 FALSE
254330_at  predicted protein predicted geneLBD32 AT4G22700 1.14 0.19 1.25 0.253208 0.5034145 -5.77 FALSE
265173_at unknown protein --- AT1G23530 1.14 0.19 1.25 0.2531547 0.5034145 -5.77 FALSE
245717_at Expressed protein ; supported by--- AT5G33390 1.16 0.21 1.25 0.2531883 0.5034145 -5.77 FALSE
257237_at  DNA nick sensor, putative conta --- AT3G14890 -1.45 -0.54 -1.25 0.2532632 0.5034365 -5.77 FALSE
256194_at unknown protein --- --- -1.21 -0.27 -1.25 0.2532481 0.5034365 -5.77 FALSE
257770_at unknown protein  ;supported by f LFR AT3G22990 -1.16 -0.22 -1.25 0.2533145 0.5034552 -5.77 FALSE
252205_at  hypothetical protein various pred--- AT3G50350 -1.20 -0.27 -1.25 0.2533609 0.5034552 -5.77 FALSE
264787_at putative senescence-associated ERD7 AT2G17840 -1.29 -0.36 -1.25 0.2533239 0.5034552 -5.77 FALSE



253245_at bZIP transcription factor ATB2 GBF6 AT4G34588 // -1.45 -0.53 -1.25 0.2533458 0.5034552 -5.77 FALSE
256840_x_aunknown protein similar to putativ--- --- -1.12 -0.16 -1.25 0.2534403 0.503569 -5.77 FALSE
263341_at hypothetical protein predicted by --- --- 1.16 0.22 1.25 0.2534807 0.5036055 -5.77 FALSE
257396_at predicted protein EPF1 AT2G20875 1.20 0.26 1.25 0.2535325 0.5036645 -5.77 FALSE
262014_at unknown protein --- AT1G35660 -1.30 -0.38 -1.25 0.2536244 0.5037464 -5.77 FALSE
264740_at unknown protein --- AT1G62070 1.15 0.20 1.25 0.2536043 0.5037464 -5.77 FALSE
264184_at  early nodule-specific protein, put--- AT1G54790 -1.15 -0.21 -1.25 0.25364 0.5037464 -5.77 FALSE
254926_at ACC synthase (AtACS-6)  ; supp ACS6 AT4G11280 2.10 1.07 1.25 0.2536896 0.503801 -5.77 FALSE
265774_at hypothetical protein predicted by --- AT2G07240 1.21 0.27 1.25 0.2538107 0.5039978 -5.77 FALSE
255424_at  putative glycosylation enzyme si --- AT4G03340 1.15 0.20 1.25 0.2538474 0.5040267 -5.77 FALSE
259610_at  bZIP protein, putative similar to G--- AT1G52320 -1.13 -0.18 -1.25 0.2539702 0.5041165 -5.77 FALSE
260505_at  Cyclin, putative similar to GB:CACYCA3;4 AT1G47230 -1.14 -0.18 -1.25 0.253981 0.5041165 -5.77 FALSE
263982_at hypothetical protein predicted by --- AT2G42860 1.19 0.26 1.25 0.2539487 0.5041165 -5.77 FALSE
250120_at putative protein similar to unknowRIC4 AT5G16490 1.25 0.32 1.25 0.2539181 0.5041165 -5.77 FALSE
250970_at putative protein  ; supported by c --- AT5G02770 -1.14 -0.18 -1.25 0.2540072 0.5041246 -5.77 FALSE
255153_at putative protein several hypothet --- AT4G08210 1.19 0.25 1.25 0.2540594 0.5041844 -5.77 FALSE
262298_at unknown protein Similar to gb|AF--- AT1G27530 -1.12 -0.17 -1.25 0.2541297 0.504186 -5.77 FALSE
261254_at Expressed protein ; supported by--- AT1G05805 -1.16 -0.22 -1.25 0.2541851 0.504186 -5.77 FALSE
258820_at putative tryptophanyl-tRNA synth--- AT3G04600 -1.13 -0.18 -1.25 0.2542262 0.504186 -5.77 FALSE
265885_at hypothetical protein predicted by --- AT2G42330 1.21 0.28 1.25 0.2542563 0.504186 -5.77 FALSE
267292_at hypothetical protein predicted by --- AT2G23740 1.15 0.21 1.25 0.2541902 0.504186 -5.77 FALSE
AFFX-BioDnE. coli /GEN=bioD /DB_XREF=gb--- --- 1.40 0.49 1.25 0.2541541 0.504186 -5.77 FALSE
253051_at cyclin cyc1  ; supported by cDNACYCB1;1 AT4G37490 1.21 0.27 1.25 0.2543034 0.504186 -5.77 FALSE
262621_at hypothetical protein --- AT1G06530 -1.15 -0.20 -1.25 0.2542756 0.504186 -5.77 FALSE
248250_at cyclic nucleotide-regulated ion chCNGC1 AT5G53130 -1.34 -0.42 -1.25 0.2542494 0.504186 -5.77 FALSE
247993_at putative protein similar to unknow--- AT5G56130 -1.19 -0.25 -1.25 0.2541742 0.504186 -5.77 FALSE
245536_at hypothetical protein SDG2 AT4G15180 1.14 0.19 1.25 0.2542911 0.504186 -5.77 FALSE
249595_at  putative protein SIAH1 protein, B--- AT5G37930 -1.21 -0.27 -1.25 0.2543411 0.5042169 -5.77 FALSE
250354_at  putative protein predicted protein--- AT5G11640 -1.15 -0.20 -1.25 0.2545233 0.5043608 -5.77 FALSE
253075_at  putative disease resistance prote--- AT4G36150 -1.13 -0.18 -1.25 0.2545906 0.5043608 -5.77 FALSE
257123_at hypothetical protein --- AT3G20030 1.12 0.16 1.25 0.2545239 0.5043608 -5.77 FALSE
254935_at  putative disease resistance prote--- AT4G10780 1.18 0.24 1.25 0.2545841 0.5043608 -5.77 FALSE
249156_s_aputative protein similar to unknow--- AT5G43490 // 1.12 0.17 1.25 0.2545876 0.5043608 -5.77 FALSE
249068_at putative protein similar to unknowPDLP1 AT5G43980 1.14 0.19 1.25 0.2544955 0.5043608 -5.77 FALSE
263317_s_asimilar to mammalian MHC III regSUVH7 AT1G17770 // 1.23 0.30 1.25 0.2545609 0.5043608 -5.77 FALSE



265604_s_ahypothetical protein predicted by --- --- -1.16 -0.21 -1.25 0.2545453 0.5043608 -5.77 FALSE
263498_at unknown protein  ; supported by LSH10 AT2G42610 1.96 0.97 1.25 0.2546525 0.5044397 -5.77 FALSE
251793_at  regulator of chromosome conden--- AT3G55580 1.12 0.16 1.24 0.2547505 0.504566 -5.77 FALSE
258628_at unknown protein --- AT3G02890 -1.32 -0.40 -1.24 0.2547688 0.504566 -5.77 FALSE
247551_at  ras-GTPase-activating protein S --- AT5G60980 -1.12 -0.16 -1.24 0.2547826 0.504566 -5.77 FALSE
245699_at putative protein ;supported by ful --- AT5G04250 1.29 0.37 1.24 0.2548691 0.5046934 -5.77 FALSE
264159_at unknown protein ;supported by fu--- AT1G65270 -1.12 -0.17 -1.24 0.2549098 0.5047302 -5.77 FALSE
255913_at  kinase, putative similar to leaf ru --- AT1G66980 1.12 0.16 1.24 0.2549886 0.5048038 -5.77 FALSE
255519_at hypothetical protein --- AT4G02310 1.12 0.16 1.24 0.2549912 0.5048038 -5.77 FALSE
251047_at  putative protein mature-parasite---- AT5G02390 1.17 0.23 1.24 0.2551411 0.5050568 -5.77 FALSE
261046_at  flavonol 3-o-glucosyltransferase --- AT1G01390 -1.24 -0.31 -1.24 0.2552049 0.5050953 -5.77 FALSE
248333_at photoassimilate-responsive prote--- AT5G52390 1.90 0.92 1.24 0.25519 0.5050953 -5.77 FALSE
267257_at putative casein kinase II catalytic --- AT2G23080 -1.11 -0.15 -1.24 0.2552644 0.5051693 -5.77 FALSE
263942_at unknown protein FLA16 AT2G35860 2.21 1.15 1.24 0.2553675 0.5052419 -5.78 TRUE
264308_at hypothetical protein similar to hyp--- AT1G61990 -1.11 -0.15 -1.24 0.2553512 0.5052419 -5.78 FALSE
247388_s_atranscription factor Hap5a-like pr NF-YC1 AT3G48590 // -1.33 -0.41 -1.24 0.2553322 0.5052419 -5.78 FALSE
264738_at unknown protein contains similar --- AT1G62250 -1.19 -0.25 -1.24 0.2554965 0.5054531 -5.78 FALSE
267611_at unknown protein SPX2 AT2G26660 -1.29 -0.37 -1.24 0.2556218 0.5055968 -5.78 TRUE
250097_at putative protein similar to unknow--- AT5G17280 1.18 0.24 1.24 0.2556356 0.5055968 -5.78 FALSE
262010_at hypothetical protein predicted by --- --- 1.16 0.22 1.24 0.2556128 0.5055968 -5.78 FALSE
254176_at  hypothetical protein hypothetical --- AT4G24200 1.14 0.19 1.24 0.2556758 0.5056053 -5.78 FALSE
246544_at  auxin transport protein - like aux PIN8 AT5G15100 1.13 0.17 1.24 0.2556842 0.5056053 -5.78 FALSE
265742_at putative ribose 5-phosphate isom--- AT2G01290 1.23 0.30 1.24 0.2559407 0.5057741 -5.78 FALSE
252110_at  disease resistance-like protein T--- AT3G51560 1.13 0.18 1.24 0.2559166 0.5057741 -5.78 FALSE
258439_at lipoamide dehydrogenase precurmtLPD2 AT3G17240 1.24 0.31 1.24 0.2558525 0.5057741 -5.78 FALSE
250489_s_a putative protein predicted protein--- AT5G09710 // -1.18 -0.24 -1.24 0.2558593 0.5057741 -5.78 FALSE
263270_at putative replication protein A1 --- --- 1.14 0.18 1.24 0.2559099 0.5057741 -5.78 FALSE
257801_at  mitogen activated protein kinaseWNK6 AT3G18750 -1.16 -0.22 -1.24 0.255947 0.5057741 -5.78 FALSE
254025_at  putative pathogenesis-related pr --- AT4G25790 1.12 0.16 1.24 0.2558323 0.5057741 -5.78 FALSE
265081_at  hypothetical protein contains ZinMGP AT1G03840 1.15 0.21 1.24 0.2558513 0.5057741 -5.78 FALSE
245754_at hypothetical protein predicted by --- AT1G35183 -1.13 -0.18 -1.24 0.2560316 0.5058976 -5.78 FALSE
248064_at unknown protein --- AT5G55570 -1.42 -0.51 -1.24 0.2561253 0.5060388 -5.78 FALSE
249153_s_aputative protein strong similarity t--- AT5G43390 // 1.16 0.22 1.24 0.2562413 0.5061803 -5.78 FALSE
256553_at hypothetical protein contains sim --- --- 1.15 0.20 1.24 0.2562333 0.5061803 -5.78 FALSE
253050_at  putative protein probable arabinoAGP18 AT4G37450 1.57 0.65 1.24 0.256535 0.5062392 -5.78 TRUE



262654_at  putative mandelonitrile lyase sim--- AT1G14180 1.20 0.27 1.24 0.2565374 0.5062392 -5.78 FALSE
AFFX-Athal Arabidopsis thaliana /REF=U849 --- --- 1.12 0.16 1.24 0.2563263 0.5062392 -5.78 FALSE
262646_at  aspartate aminotransferase nearASP4 AT1G62800 1.33 0.41 1.24 0.256527 0.5062392 -5.78 FALSE
251902_at uncoupling protein (ucp/PUMP)  PUMP1 AT3G54110 1.39 0.48 1.24 0.2565089 0.5062392 -5.78 FALSE
260437_at hypothetical protein predicted by --- AT1G68380 1.15 0.20 1.24 0.2565261 0.5062392 -5.78 FALSE
253859_at Expressed protein ; supported by--- AT4G27657 2.53 1.34 1.24 0.2564649 0.5062392 -5.78 FALSE
248887_at Expressed protein ; supported by--- AT5G46115 1.16 0.22 1.24 0.2563614 0.5062392 -5.78 FALSE
257328_s_ahypothetical protein --- --- 1.21 0.27 1.24 0.2565232 0.5062392 -5.78 FALSE
266497_at putative retroelement pol polypro --- --- 1.16 0.22 1.24 0.2564841 0.5062392 -5.78 FALSE
253801_at hypothetical protein --- AT4G28170 1.15 0.20 1.24 0.2564385 0.5062392 -5.78 FALSE
252091_at  putative protein NADH dehydrog--- AT3G51390 -1.13 -0.17 -1.24 0.2564977 0.5062392 -5.78 FALSE
262986_at unknown protein similar to hypoth--- AT1G23390 -1.31 -0.39 -1.24 0.2566258 0.5063697 -5.78 FALSE
258385_at putative jasmonic acid regulatoryATNAC2 AT3G15510 -1.23 -0.30 -1.24 0.2566758 0.5064247 -5.78 FALSE
251736_at  putative protein acetyl-CoA carb --- AT3G56130 -1.28 -0.36 -1.24 0.2567655 0.5065579 -5.78 FALSE
262390_at hypothetical protein predicted by --- AT1G49260 1.17 0.23 1.24 0.2568014 0.5065849 -5.78 FALSE
255754_at  auxin-induced protein, putative s--- AT1G43040 1.11 0.15 1.24 0.2568454 0.5066044 -5.78 FALSE
258603_at putative heat shock transcription ATHSFA1EAT3G02990 -1.22 -0.28 -1.24 0.2568558 0.5066044 -5.78 FALSE
262091_at  Myb-family transcription factor, pMYB72 AT1G56160 1.14 0.19 1.24 0.2569068 0.5066612 -5.78 FALSE
256261_at ras-related GTP-binding protein cRABA4D AT3G12160 1.15 0.20 1.24 0.2570721 0.5069434 -5.78 FALSE
248004_at putative protein similar to unknowPRA1.G2 AT5G56230 1.33 0.41 1.24 0.2571041 0.5069626 -5.78 FALSE
253895_at NWMU3 - 2S albumin 3 precursoAT2S3 AT4G27160 1.13 0.17 1.24 0.2571814 0.5070713 -5.78 FALSE
244944_s_aribosomal protein L16 --- --- -1.23 -0.29 -1.24 0.2572251 0.5071136 -5.78 FALSE
263246_at hypothetical protein predicted by --- AT2G31460 1.18 0.24 1.24 0.2572636 0.5071457 -5.78 FALSE
263971_at hypothetical protein predicted by AtRLP29 AT2G42800 1.19 0.25 1.24 0.2573101 0.5071936 -5.78 FALSE
267301_at ubiquitin activating enzyme 1 (UBATUBA1 AT2G30110 -1.15 -0.20 -1.24 0.2573756 0.5072788 -5.78 FALSE
257107_at  transmembrane trafficking protei--- AT3G29070 1.16 0.22 1.24 0.257463 0.5074072 -5.78 FALSE
246474_at  putative protein predicted protein--- AT5G17150 1.15 0.20 1.24 0.2575203 0.5074422 -5.78 FALSE
265874_at hypothetical protein predicted by --- AT2G01640 -1.17 -0.23 -1.24 0.2575277 0.5074422 -5.78 FALSE
267168_at putative alcohol dehydrogenase --- AT2G37770 2.35 1.23 1.24 0.2575475 0.5074422 -5.78 FALSE
249852_at monosaccharide transporter STP11 AT5G23270 1.16 0.21 1.24 0.2575804 0.5074632 -5.78 FALSE
250806_at putative protein similar to unknow--- AT5G05070 1.14 0.19 1.24 0.2577287 0.5077116 -5.78 FALSE
266161_at hypothetical protein ATCHX7 AT2G28170 1.20 0.27 1.24 0.2577753 0.5077594 -5.78 FALSE
254851_at  putative disease resistance prote--- AT4G12010 -1.29 -0.37 -1.24 0.2578247 0.5078128 -5.78 FALSE
251890_at SCARECROW1  ; supported by cSCR AT3G54220 -1.15 -0.20 -1.24 0.2578677 0.5078538 -5.78 FALSE
261930_at  alcohol dehydrogenase ADH, pu--- AT1G22440 1.22 0.29 1.24 0.2580147 0.5080981 -5.78 FALSE



254646_at putative protein --- AT4G18530 -1.20 -0.27 -1.24 0.2580363 0.5080981 -5.78 FALSE
251397_at  putative protein cim1 protein, GlyATEXPB5 AT3G60570 1.20 0.27 1.23 0.258275 0.5084048 -5.78 FALSE
260469_at BRCA1-associated RING domainAGD4 AT1G10870 -1.19 -0.25 -1.23 0.2582812 0.5084048 -5.78 FALSE
263313_at  14-3-3 protein (grf15), putative c --- AT2G10450 1.15 0.20 1.23 0.2582262 0.5084048 -5.78 FALSE
259939_s_a ARE1-like protein similar to ARE--- AT1G71270 // -1.19 -0.25 -1.23 0.2582605 0.5084048 -5.78 FALSE
260594_at hypothetical protein predicted by --- AT1G55880 -1.12 -0.16 -1.23 0.2583629 0.5085217 -5.79 FALSE
264124_at hypothetical protein predicted by ATOCT2 AT1G79360 1.16 0.22 1.23 0.2584929 0.5087336 -5.79 FALSE
254217_at  putative protein other hypothetic --- AT4G23720 1.12 0.17 1.23 0.2585573 0.5087725 -5.79 FALSE
251005_at  putative protein various predicte --- AT5G02590 -1.47 -0.55 -1.23 0.2585379 0.5087725 -5.79 FALSE
266234_at  SKP1 interacting partner 3 (SKIPSKIP3 AT2G02350 1.17 0.22 1.23 0.258713 0.5090163 -5.79 FALSE
267613_at putative second messenger-depePID2 AT2G26700 -1.15 -0.20 -1.23 0.2587258 0.5090163 -5.79 FALSE
254425_at  putative membrane associated p--- AT4G21450 -1.12 -0.17 -1.23 0.2587998 0.5090408 -5.79 FALSE
260628_at hypothetical protein predicted by --- AT1G62320 1.13 0.18 1.23 0.2588052 0.5090408 -5.79 FALSE
258537_at putative disease resistance prote--- AT3G04210 1.71 0.77 1.23 0.2588003 0.5090408 -5.79 FALSE
252457_at  zinc-finger protein-like protein D --- AT3G47180 1.13 0.18 1.23 0.2588727 0.5090419 -5.79 FALSE
250201_at  ankyrin - like protein 270 kDa an--- AT5G14230 1.42 0.50 1.23 0.2588668 0.5090419 -5.79 FALSE
249397_at  putative protein MtN21, Medicag--- AT5G40230 1.21 0.28 1.23 0.2588623 0.5090419 -5.79 FALSE
255330_s_aputative polyprotein --- --- 1.12 0.16 1.23 0.2589174 0.5090859 -5.79 FALSE
245240_at  polyprotein, putative similar to po--- --- 1.18 0.23 1.23 0.2589537 0.5091134 -5.79 FALSE
252265_at  putative protein SRG1 protein - ADIN11 AT3G49620 1.77 0.83 1.23 0.2589843 0.5091297 -5.79 TRUE
247483_at aldose reductase-like protein --- AT5G62420 1.19 0.25 1.23 0.2590451 0.5092015 -5.79 FALSE
247946_at putative protein similar to unknowCIA2 AT5G57180 -1.45 -0.53 -1.23 0.2590655 0.5092015 -5.79 FALSE
259056_at hypothetical protein similar to Ku --- AT3G03420 -1.19 -0.25 -1.23 0.259205 0.5092561 -5.79 FALSE
253619_at  glycine-rich protein glycine-rich c--- AT4G30460 1.22 0.29 1.23 0.2591868 0.5092561 -5.79 FALSE
254112_at  putative protein KIAA0136 gene --- AT4G24970 1.15 0.20 1.23 0.2591498 0.5092561 -5.79 FALSE
246786_at  putative amino acid aminotransfe--- AT5G27410 -1.17 -0.23 -1.23 0.2591958 0.5092561 -5.79 FALSE
260445_at ARG1 protein (Altered ResponseARG1 AT1G68370 1.18 0.23 1.23 0.2591684 0.5092561 -5.79 FALSE
263724_at putative Ta11-like non-LTR retroe--- AT2G13510 1.14 0.18 1.23 0.2592272 0.5092561 -5.79 FALSE
257499_at hypothetical protein similar to hyp--- AT1G63850 -1.31 -0.39 -1.23 0.259289 0.5093337 -5.79 FALSE
250397_at  histon H3 protein HISTONE H3.2--- AT5G10980 -1.11 -0.15 -1.23 0.2593993 0.5094302 -5.79 FALSE
247761_at phosphoprotein phosphatase 1 c TOPP2 AT5G59160 1.15 0.21 1.23 0.2593916 0.5094302 -5.79 FALSE
250907_at  putative protein predicted protein--- AT5G03670 1.13 0.18 1.23 0.2594176 0.5094302 -5.79 FALSE
254685_at  SAUR-AC - like protein (small au--- AT4G13790 1.43 0.52 1.23 0.2594275 0.5094302 -5.79 FALSE
264081_at putative RING zinc finger transcr --- AT2G28540 1.18 0.24 1.23 0.2594824 0.5094941 -5.79 FALSE
257701_at unknown protein contains similar --- AT3G12710 1.78 0.83 1.23 0.2595359 0.5095554 -5.79 FALSE



246323_at hypothetical protein predicted by --- AT1G16690 1.18 0.24 1.23 0.2595638 0.5095662 -5.79 FALSE
258684_at  putative protein kinase contains --- AT3G08680 -1.20 -0.27 -1.23 0.2596002 0.5095939 -5.79 TRUE
252556_at  putative protein step II splicing fa--- AT3G45950 -1.11 -0.15 -1.23 0.2596288 0.5096061 -5.79 FALSE
256090_at predicted protein --- AT1G20816 -1.18 -0.24 -1.23 0.2597173 0.509736 -5.79 FALSE
265524_at hypothetical protein --- --- 1.12 0.16 1.23 0.2597877 0.5098302 -5.79 FALSE
254015_at  putative beta-galactosidase betaBGAL12 AT4G26140 -1.24 -0.31 -1.23 0.2598256 0.509838 -5.79 FALSE
252361_at hypothetical protein --- AT3G48490 -1.34 -0.42 -1.23 0.2598364 0.509838 -5.79 FALSE
263455_at hypothetical protein predicted by --- AT2G22320 1.26 0.33 1.23 0.2598691 0.5098584 -5.79 FALSE
260213_at putative protein kinase similar to --- AT1G74490 -1.12 -0.17 -1.23 0.2599283 0.5099064 -5.79 FALSE
245658_at hypothetical protein predicted by RALFL4 AT1G28270 -1.14 -0.18 -1.23 0.2599383 0.5099064 -5.79 FALSE
257224_at  P-type ATPase, putative similar --- AT3G27870 1.17 0.23 1.23 0.2599967 0.5099772 -5.79 FALSE
248419_at putative protein similar to unknowEXL3 AT5G51550 1.29 0.37 1.23 0.2601205 0.5099971 -5.79 TRUE
246959_at unknown protein --- AT5G24690 -1.33 -0.41 -1.23 0.2601854 0.5099971 -5.79 FALSE
252492_at  chloroplast import-associated chTOC75-III AT3G46740 -1.17 -0.23 -1.23 0.2601857 0.5099971 -5.79 FALSE
261294_at  dihydroxyacetone kinase, putativ--- AT1G48430 -1.22 -0.28 -1.23 0.2600539 0.5099971 -5.79 FALSE
255750_at hypothetical protein predicted by --- AT1G31960 1.14 0.19 1.23 0.2601417 0.5099971 -5.79 FALSE
264129_at hypothetical protein predicted by --- AT1G79170 1.17 0.22 1.23 0.260109 0.5099971 -5.79 FALSE
265204_at hypothetical protein predicted by --- AT2G36650 1.12 0.16 1.23 0.2601204 0.5099971 -5.79 FALSE
255486_at AtMlo-h1-like protein MLO1 AT4G02600 -1.15 -0.21 -1.23 0.2600891 0.5099971 -5.79 FALSE
265145_at unknown protein similar to GB:CAPLT2 AT1G51190 1.16 0.21 1.23 0.2602567 0.5100897 -5.79 FALSE
256759_at hypothetical protein predicted by --- AT3G25640 1.20 0.27 1.23 0.2602969 0.5100897 -5.79 FALSE
259059_at hypothetical protein --- AT3G07300 -1.15 -0.20 -1.23 0.2603119 0.5100897 -5.79 FALSE
258028_at hypothetical protein --- AT3G27473 1.11 0.15 1.23 0.2603224 0.5100897 -5.79 FALSE
255451_at putative protein similar to T5J8.1 --- AT4G02860 -1.18 -0.24 -1.23 0.2604377 0.510115 -5.79 FALSE
266701_at profilin 1  ; supported by cDNA: gPRF1 AT2G19760 1.12 0.16 1.23 0.2603691 0.510115 -5.79 FALSE
262644_at beta-VPE nearly identical to betaBETA-VPE AT1G62710 1.15 0.21 1.23 0.2604297 0.510115 -5.79 FALSE
258309_at putative transposase related prot --- --- 1.13 0.18 1.23 0.2604132 0.510115 -5.79 FALSE
261811_at  DNA polymerase epsilon catalyt TIL1 AT1G08260 -1.23 -0.30 -1.23 0.2604472 0.510115 -5.79 FALSE
266848_at unknown protein  ;supported by f --- AT2G25950 -1.21 -0.28 -1.23 0.2605026 0.5101798 -5.79 FALSE
263103_at putative Ta11-like non-LTR retroe--- --- 1.15 0.20 1.23 0.2605412 0.5102117 -5.79 FALSE
254789_at  blue copper-binding protein, 15K--- AT4G12880 2.26 1.18 1.23 0.2606369 0.5103108 -5.79 FALSE
250178_at  putative protein various unknown--- AT5G14430 -1.13 -0.17 -1.23 0.260659 0.5103108 -5.79 FALSE
248801_at homeobox-leucine zipper protein HAT2 AT5G47370 -1.52 -0.60 -1.23 0.2606465 0.5103108 -5.79 FALSE
262052_at hypothetical protein identical to h --- --- -1.16 -0.21 -1.23 0.2607454 0.5103925 -5.79 FALSE
263675_x_aEn/Spm-like transposon protein r --- --- 1.22 0.29 1.23 0.2607351 0.5103925 -5.79 FALSE



248206_at unknown protein --- AT5G54350 1.18 0.24 1.23 0.2608143 0.5104835 -5.79 FALSE
261039_at Expressed protein ; supported byELF4-L4 AT1G17455 -1.24 -0.31 -1.23 0.2608859 0.5105483 -5.79 FALSE
245943_at  putative protein permease family--- AT5G19500 -1.20 -0.26 -1.23 0.2608922 0.5105483 -5.79 FALSE
250745_at putative protein strong similarity t--- AT5G05850 1.24 0.31 1.23 0.2609638 0.5106446 -5.79 FALSE
253987_at  pyrophosphate-dependent phospPFK3 AT4G26270 1.37 0.45 1.23 0.2610329 0.5107359 -5.79 FALSE
258312_at putative long-chain acyl-CoA syn --- AT3G16170 -1.22 -0.29 -1.23 0.2611685 0.5109574 -5.79 FALSE
264803_at hypothetical protein predicted by --- AT1G08580 -1.22 -0.29 -1.23 0.2612406 0.5110187 -5.79 FALSE
245462_at transcription factor like protein --- AT4G17020 1.16 0.21 1.23 0.2612446 0.5110187 -5.79 FALSE
262961_at  exonuclease, putative similar to XRN4 AT1G54490 1.15 0.20 1.23 0.261294 0.5110277 -5.79 FALSE
249084_at unknown protein --- AT5G44150 -1.16 -0.21 -1.23 0.2612849 0.5110277 -5.79 FALSE
245771_at hypothetical protein predicted by --- AT1G30250 2.08 1.06 1.23 0.2613399 0.5110712 -5.79 FALSE
245156_at  calcium-dependent protein kinasCPK7 AT5G12480 1.15 0.21 1.23 0.2613651 0.5110712 -5.79 FALSE
252951_at  disease resistance response like--- AT4G38700 -1.25 -0.33 -1.23 0.2614289 0.5110712 -5.79 FALSE
254899_at  serine/threonine kinase-like prot --- AT4G11490 1.20 0.26 1.23 0.2614201 0.5110712 -5.79 FALSE
256460_at  60S ribosomal protein L30, puta --- AT1G36240 -1.16 -0.22 -1.23 0.2614507 0.5110712 -5.79 FALSE
265624_at CLAVATA3 CLE family of proteinCLV3 AT2G27250 -1.17 -0.22 -1.23 0.2613862 0.5110712 -5.79 FALSE
263733_at  polyprotein, putative similar to po--- --- -1.11 -0.15 -1.23 0.2615188 0.5110734 -5.80 FALSE
250815_s_aputative protein similar to unknow--- AT5G05040 // 1.20 0.26 1.23 0.2614998 0.5110734 -5.80 FALSE
250333_at  membrane translocase - like proTIM17-3 AT5G11690 -1.30 -0.38 -1.23 0.261519 0.5110734 -5.80 FALSE
253915_at  putative protein centrin, Marsilea--- AT4G27280 1.89 0.92 1.23 0.2616905 0.5113647 -5.80 FALSE
248650_at putative protein similar to unknow--- AT5G49250 -1.20 -0.27 -1.22 0.2617175 0.5113737 -5.80 FALSE
246452_at putative protein predicted proteinBPA1 AT5G16840 -1.14 -0.19 -1.22 0.2617534 0.5114 -5.80 FALSE
253269_at hypothetical protein --- AT4G34140 1.14 0.18 1.22 0.2618022 0.5114514 -5.80 FALSE
251479_at  serine/threonine-specific kinase ATHLECRKAT3G59700 1.45 0.53 1.22 0.2619382 0.5114817 -5.80 TRUE
254131_at protein kinase (AFC2)  ; supporteAFC2 AT4G24740 -1.17 -0.22 -1.22 0.2619113 0.5114817 -5.80 FALSE
246525_at CONSTANS  ;supported by full-leCO AT5G15840 -1.16 -0.21 -1.22 0.2619522 0.5114817 -5.80 FALSE
264847_at  clathrin assembly protein AP19, AP19 AT2G17380 -1.11 -0.15 -1.22 0.261922 0.5114817 -5.80 FALSE
266665_at unknown protein --- AT2G29790 1.16 0.21 1.22 0.2618462 0.5114817 -5.80 FALSE
248995_at disease resistance protein-like RRS1 AT5G45260 1.14 0.19 1.22 0.2618939 0.5114817 -5.80 FALSE
266770_at putative expansin Experimental eATEXPA15 AT2G03090 1.25 0.33 1.22 0.2620292 0.5115883 -5.80 FALSE
259847_at unknown protein --- AT1G72170 -1.18 -0.23 -1.22 0.2621052 0.5116928 -5.80 FALSE
254016_at  putative transcription factor ArabCGA1 AT4G26150 1.29 0.37 1.22 0.2623787 0.512132 -5.80 TRUE
265720_at unknown protein --- AT2G40110 1.34 0.42 1.22 0.2623998 0.512132 -5.80 TRUE
249947_at  FVT1 - like protein follicular lymp--- AT5G19200 1.13 0.17 1.22 0.262547 0.512132 -5.80 FALSE
266205_s_aputative dTDP-glucose 4-6-dehydAXS2 AT1G08200 // 1.17 0.23 1.22 0.2623856 0.512132 -5.80 FALSE



256400_at  putative RING zinc finger protein--- AT3G06140 -1.20 -0.26 -1.22 0.2626165 0.512132 -5.80 FALSE
259068_at unknown protein PEX13 AT3G07560 -1.16 -0.21 -1.22 0.2626332 0.512132 -5.80 FALSE
258556_at UDP-glucose:sterol glucosyltrans--- AT3G07020 -1.17 -0.22 -1.22 0.2625534 0.512132 -5.80 FALSE
247055_at putative protein similar to unknow--- AT5G66740 1.18 0.24 1.22 0.2624309 0.512132 -5.80 FALSE
247900_at 60S acidic ribosomal protein P3  --- AT5G57290 -1.33 -0.41 -1.22 0.2626161 0.512132 -5.80 FALSE
247260_at putative protein contains similarit --- AT5G64500 -1.22 -0.28 -1.22 0.2625628 0.512132 -5.80 FALSE
249241_at serine carboxypeptidase-II like scpl41 AT5G42230 1.13 0.18 1.22 0.2625151 0.512132 -5.80 FALSE
265751_at putative retroelement pol polypro --- --- 1.13 0.17 1.22 0.2625256 0.512132 -5.80 FALSE
256370_at  MATE efflux family protein, puta --- AT1G66780 1.14 0.19 1.22 0.2626445 0.512132 -5.80 FALSE
255823_at unknown protein  ;supported by f LBD15 AT2G40470 1.48 0.57 1.22 0.2625727 0.512132 -5.80 FALSE
267161_at hypothetical protein predicted by --- AT2G37680 -1.13 -0.17 -1.22 0.2626775 0.5121526 -5.80 FALSE
246801_at threonyl-tRNA synthetase  ; supp--- AT5G26830 -1.14 -0.19 -1.22 0.2627129 0.5121778 -5.80 FALSE
254252_at  serine/threonine kinase - like pro--- AT4G23310 1.22 0.28 1.22 0.2627396 0.5121862 -5.80 FALSE
262875_at gamma-tocopherol methyltransfeG-TMT AT1G64970 -1.17 -0.23 -1.22 0.2627871 0.5121961 -5.80 FALSE
259893_at putative disease resistance proteAtRLP11 AT1G71390 1.16 0.22 1.22 0.2627896 0.5121961 -5.80 FALSE
257152_at Expressed protein ; supported byPUX1 AT3G27310 -1.13 -0.17 -1.22 0.2628323 0.5122355 -5.80 FALSE
265973_at putative non-LTR retroelement re--- --- 1.12 0.16 1.22 0.2629089 0.512341 -5.80 FALSE
265556_at putative Athila retroelement ORF--- --- 1.15 0.21 1.22 0.2629598 0.5123527 -5.80 FALSE
264912_at  auxin-induced protein, putative s--- AT1G60750 1.15 0.20 1.22 0.2629456 0.5123527 -5.80 FALSE
249822_at unknown protein --- AT5G23710 -1.16 -0.21 -1.22 0.2630168 0.5124199 -5.80 FALSE
249896_at unknown protein  ; supported by --- AT5G22530 1.18 0.24 1.22 0.2630545 0.5124498 -5.80 FALSE
257804_at  protein kinase, putative similar to--- AT3G18810 1.13 0.18 1.22 0.2630982 0.5124911 -5.80 FALSE
252503_at  putative protein hypothetical pro --- AT3G46910 1.16 0.21 1.22 0.2631487 0.5125456 -5.80 FALSE
262110_at  SF2/ASF-like splicing modulator SR1 AT1G02840 -1.19 -0.25 -1.22 0.2632075 0.5125725 -5.80 FALSE
264861_at  putative glucosidase similar to a --- AT1G24320 1.12 0.17 1.22 0.2631973 0.5125725 -5.80 FALSE
260090_at  putative serine carboxypeptidasescpl4 AT1G73310 -1.12 -0.16 -1.22 0.2632439 0.5125997 -5.80 FALSE
254408_at  serine/threonine kinase - like proB120 AT4G21390 2.25 1.17 1.22 0.2633075 0.5126393 -5.80 TRUE
256164_at  terpene cyclase, putative similar --- AT1G48800 -1.12 -0.17 -1.22 0.2633092 0.5126393 -5.80 FALSE
248542_at putative protein similar to unknowAT5G50190--- 1.13 0.18 1.22 0.263378 0.5127093 -5.80 FALSE
249616_s_acontains similarity to DnaJ protein--- AT5G37440 // -1.13 -0.18 -1.22 0.2633901 0.5127093 -5.80 FALSE
257982_at unknown protein similar to TYPE ATTOP6B AT3G20780 1.19 0.25 1.22 0.2634959 0.5128696 -5.80 FALSE
253523_at  putative protein myosin heavy ch--- AT4G31340 1.15 0.20 1.22 0.2635174 0.5128696 -5.80 FALSE
249410_at  receptor-like protein kinase rece --- AT5G40380 -1.31 -0.39 -1.22 0.2635944 0.5129757 -5.80 TRUE
262971_at  receptor-like protein kinase, puta--- AT1G75640 1.21 0.27 1.22 0.2637216 0.5131796 -5.80 FALSE
261116_at  sec14 cytosolic factor, putative s--- AT1G75370 -1.14 -0.19 -1.22 0.2637708 0.5132315 -5.80 FALSE



265750_x_aputative Athila retroelement ORF--- --- 1.23 0.30 1.22 0.2637964 0.5132375 -5.80 FALSE
257562_at hypothetical protein --- --- 1.18 0.23 1.22 0.2638475 0.513293 -5.80 FALSE
260208_s_aunknown protein similar to Ca+2---- AT1G70670 // 1.31 0.39 1.22 0.263901 0.5133097 -5.80 FALSE
266436_at putative clathrin binding protein ( --- AT2G43160 1.29 0.37 1.22 0.2638899 0.5133097 -5.80 FALSE
262895_at hypothetical protein predicted by --- AT1G59800 1.18 0.24 1.22 0.2639711 0.5134022 -5.80 FALSE
251102_at putative transporter protein Na+/HCHX27 AT5G01690 1.23 0.30 1.22 0.2640885 0.5135868 -5.80 FALSE
248614_at putative protein similar to unknow--- AT5G49560 -1.14 -0.19 -1.22 0.2641388 0.5136408 -5.80 FALSE
254718_at  putative protein disease resistan--- AT4G13580 1.15 0.20 1.22 0.2642403 0.5137942 -5.80 FALSE
252896_at  cytochrome P450 - like protein cCYP96A9 AT4G39480 1.13 0.17 1.22 0.2643548 0.5139732 -5.80 FALSE
261519_at unknown protein ; supported by c--- AT1G71810 -1.22 -0.29 -1.22 0.2645004 0.5141686 -5.80 FALSE
248806_at putative protein contains similarit --- AT5G47490 -1.13 -0.18 -1.22 0.2644995 0.5141686 -5.80 FALSE
262656_at  unknown protein location of EST--- AT1G14200 1.15 0.21 1.22 0.2646846 0.5144391 -5.81 TRUE
264567_s_aputative peroxidase ATP12a Stro--- AT1G05240 // 1.17 0.22 1.22 0.264673 0.5144391 -5.81 FALSE
257162_s_a ammonium transporter, putative AMT1;3 AT3G24290 // 1.13 0.18 1.22 0.2647119 0.5144482 -5.81 FALSE
252427_at hypothetical protein --- AT3G47640 1.33 0.41 1.22 0.2648051 0.5145854 -5.81 FALSE
AFFX-r2-BsB. subtilis /GEN=lys /DB_XREF=--- --- -1.52 -0.61 -1.22 0.2648963 0.5147188 -5.81 FALSE
252718_at  putative protein predicted protein--- AT3G43940 1.16 0.22 1.22 0.2649356 0.5147365 -5.81 FALSE
246715_at  putative protein glucose-6-phosp--- AT5G28230 1.20 0.26 1.22 0.2649505 0.5147365 -5.81 FALSE
255999_at  DNA-binding protein, putative simWRKY71 AT1G29860 1.41 0.49 1.22 0.2650579 0.514738 -5.81 TRUE
266356_at putative uclacyanin I identical to GUCC1 AT2G32300 1.12 0.16 1.22 0.2650273 0.514738 -5.81 FALSE
246502_at  stearoyl-acyl carrier protein desa--- AT5G16240 -1.22 -0.28 -1.22 0.2650641 0.514738 -5.81 FALSE
257612_at unknown protein ARO4 AT3G26600 1.40 0.49 1.22 0.2650483 0.514738 -5.81 FALSE
253279_at  putative protein B subunit of propMCCB AT4G34030 1.31 0.38 1.22 0.2649884 0.514738 -5.81 FALSE
260785_at hypothetical protein predicted by --- AT1G06200 -1.14 -0.19 -1.22 0.2651681 0.5148262 -5.81 FALSE
266569_at unknown protein --- AT2G24080 1.13 0.18 1.22 0.2651564 0.5148262 -5.81 FALSE
257145_at  esterase, putative similar to este--- AT3G27320 -1.20 -0.26 -1.22 0.2651772 0.5148262 -5.81 FALSE
248612_at putative protein contains similarit --- AT5G49530 1.24 0.31 1.22 0.2652101 0.5148462 -5.81 FALSE
262494_at myosin-like protein similar to myo--- AT1G21810 1.19 0.25 1.21 0.2653139 0.5149781 -5.81 FALSE
253217_at  actin depolymerizing factor - likeADF9 AT4G34970 1.38 0.46 1.21 0.2653232 0.5149781 -5.81 FALSE
258498_at unknown protein similar to pollen --- AT3G02480 1.37 0.45 1.21 0.2654308 0.5150116 -5.81 FALSE
246217_at APETALA2 protein ; supported b AP2 AT4G36920 1.29 0.36 1.21 0.2653765 0.5150116 -5.81 FALSE
254509_at  terpene cyclase like protein 5-ep--- AT4G20200 -1.13 -0.18 -1.21 0.2654025 0.5150116 -5.81 FALSE
248723_at acetyl-CoA:benzylalcohol acetyltr--- AT5G47950 1.16 0.21 1.21 0.2654207 0.5150116 -5.81 FALSE
250574_at  putative protein putative transcri --- AT5G08230 -1.13 -0.18 -1.21 0.2655147 0.5151306 -5.81 FALSE
265381_at putative non-LTR retroelement re--- --- 1.21 0.27 1.21 0.2657375 0.5154613 -5.81 FALSE



245491_at hypothetical protein LDL3 --- 1.18 0.23 1.21 0.2657258 0.5154613 -5.81 FALSE
262462_at hypothetical protein predicted by --- AT1G50350 1.13 0.17 1.21 0.265753 0.5154613 -5.81 FALSE
259918_at putative AP2 domain transcription--- AT1G72570 1.13 0.17 1.21 0.2657765 0.5154632 -5.81 FALSE
265551_at putative replication protein A1 --- --- 1.13 0.18 1.21 0.265911 0.5156802 -5.81 FALSE
248003_at putative protein contains similarit --- AT5G56220 -1.61 -0.68 -1.21 0.2660841 0.5159719 -5.81 FALSE
245777_at unknown protein contains similar atnudt21 AT1G73540 1.85 0.88 1.21 0.2661134 0.5159849 -5.81 FALSE
260395_at homeobox gene 13 protein identiATHB13 AT1G69780 1.37 0.45 1.21 0.2661656 0.5159961 -5.81 FALSE
249221_at serine/threonine protein kinase-li --- AT5G42440 1.19 0.25 1.21 0.2661444 0.5159961 -5.81 FALSE
247973_at putative protein contains similarit --- AT5G56770 1.14 0.18 1.21 0.266187 0.5159961 -5.81 FALSE
265459_at unknown protein  ; supported by --- AT2G46540 -1.13 -0.18 -1.21 0.2663644 0.516296 -5.81 FALSE
263186_at  lectin receptor kinase, putative s --- --- 1.21 0.28 1.21 0.2664017 0.5163245 -5.81 FALSE
259463_at hypothetical protein predicted by --- AT1G18950 -1.27 -0.34 -1.21 0.2664507 0.516352 -5.81 FALSE
250520_at putative protein contains similarit PEX1 AT5G08470 -1.12 -0.16 -1.21 0.2664612 0.516352 -5.81 FALSE
262525_at putative cytochrome P450 41% idCYP72C1 AT1G17060 1.27 0.34 1.21 0.2665509 0.5164548 -5.81 FALSE
263093_at putative replication protein A1 --- --- 1.13 0.18 1.21 0.2665822 0.5164548 -5.81 FALSE
267248_at hypothetical protein predicted by --- AT2G30120 -1.19 -0.25 -1.21 0.266572 0.5164548 -5.81 FALSE
260534_at hypothetical protein predicted by --- --- -1.13 -0.18 -1.21 0.266635 0.5165133 -5.81 FALSE
251281_at  putative protein hypothetical pro AGP20 AT3G61640 1.42 0.51 1.21 0.2667463 0.5166851 -5.81 TRUE
254373_at hypothetical protein  ;supported b--- AT4G21730 1.13 0.18 1.21 0.2667997 0.5167446 -5.81 FALSE
250596_at putative protein contains similarit --- AT5G07780 1.22 0.29 1.21 0.2668276 0.5167548 -5.81 FALSE
252795_at  putative protein predicted protein--- --- 1.14 0.19 1.21 0.266852 0.5167582 -5.81 FALSE
253370_at  pectinesterase - like protein pect--- AT4G33230 -1.19 -0.25 -1.21 0.2668905 0.5167888 -5.81 FALSE
246468_at  UDP glucose:flavonoid 3-o-glucoUGT78D2 AT5G17050 1.28 0.36 1.21 0.2669188 0.5167998 -5.81 FALSE
251610_at  putative protein hypothetical pro --- AT3G57930 -1.53 -0.61 -1.21 0.2669803 0.5168352 -5.81 FALSE
254395_at  subtilisin-like protease subtilisin- --- AT4G21640 1.12 0.16 1.21 0.2669824 0.5168352 -5.81 FALSE
259188_at unknown protein  ;supported by f --- AT3G01510 -1.22 -0.28 -1.21 0.2670397 0.5168463 -5.81 FALSE
267198_at putative gibberellin-regulated pro --- AT2G30810 -1.12 -0.16 -1.21 0.2670561 0.5168463 -5.81 FALSE
250048_s_a BCS1 - like protein h-bcs1, Hom--- AT5G17740 // 1.14 0.19 1.21 0.2670541 0.5168463 -5.81 FALSE
261393_at  NAM (no apical meristem)-like p SMB AT1G79580 1.13 0.17 1.21 0.2671121 0.5169108 -5.81 FALSE
259369_s_ahypothetical protein similar to put--- AT1G69150 // 1.14 0.19 1.21 0.2673089 0.5172478 -5.81 FALSE
255086_at  putative protein chromosome I B--- AT4G09300 1.16 0.22 1.21 0.2674258 0.5173861 -5.81 FALSE
256806_at  CCAAT-binding factor B chain, pNF-YA9 AT3G20910 -1.16 -0.22 -1.21 0.2674156 0.5173861 -5.81 FALSE
251503_at  ABC transporter-like protein putaATMRP14 AT3G59140 -1.28 -0.35 -1.21 0.2674635 0.5174152 -5.81 TRUE
261676_at Expressed protein ; supported by--- AT1G18480 1.18 0.24 1.21 0.2676177 0.5176696 -5.81 FALSE
260322_at unknown protein --- AT1G63900 -1.15 -0.20 -1.21 0.2676829 0.5177518 -5.81 FALSE



258738_at hypothetical protein similar to hyp--- AT3G05750 -1.18 -0.24 -1.21 0.2677796 0.5178949 -5.81 FALSE
247898_at  F-box protein ZTL/LFK1/ADO1, AZTL AT5G57360 -1.15 -0.20 -1.21 0.2678049 0.5178999 -5.81 FALSE
261470_at  ethylene-responsive element binERF11 AT1G28370 1.90 0.93 1.21 0.2679078 0.5179672 -5.82 FALSE
258205_at unknown protein --- AT3G13965 1.14 0.19 1.21 0.2678855 0.5179672 -5.82 FALSE
262694_at unknown protein --- AT1G62790 1.34 0.43 1.21 0.2679051 0.5179672 -5.82 FALSE
245864_at hypothetical protein predicted by --- AT1G58070 -1.26 -0.34 -1.21 0.2679328 0.5179716 -5.82 FALSE
259739_at unknown protein supported by cDSEH1H AT1G64350 -1.15 -0.20 -1.21 0.2679692 0.5179981 -5.82 FALSE
254510_at  cadinene synthase like protein (+--- AT4G20210 1.19 0.25 1.21 0.2679956 0.5180052 -5.82 FALSE
261375_at  transcription factor, putative simiSPL4 AT1G53160 -1.77 -0.83 -1.21 0.2682589 0.5184577 -5.82 TRUE
264446_at  putative nuclear transport factor NTF2A AT1G27310 -1.15 -0.21 -1.21 0.2682752 0.5184577 -5.82 FALSE
265879_at hypothetical protein predicted by --- AT2G42450 -1.13 -0.17 -1.21 0.2683226 0.5185055 -5.82 FALSE
259562_at hypothetical protein ; supported b--- AT1G21200 -1.15 -0.20 -1.21 0.2683883 0.5185743 -5.82 FALSE
259275_at unknown protin  ;supported by fu --- AT3G01060 -1.27 -0.35 -1.21 0.2684037 0.5185743 -5.82 FALSE
252256_at  PRE-MRNA SPLICING FACTORSRp34a AT3G49430 -1.19 -0.25 -1.21 0.2684415 0.5186034 -5.82 FALSE
256081_at hypothetical protein contains Pfa WOX14 AT1G20700 1.16 0.22 1.21 0.2685142 0.5186902 -5.82 FALSE
248978_at putative protein contains similarit AtPP2-A8 AT5G45070 1.20 0.26 1.21 0.2685319 0.5186902 -5.82 FALSE
266681_at copia-like retroelement pol polypr--- --- 1.11 0.15 1.21 0.2685976 0.5187732 -5.82 FALSE
257715_at  putative zinc transporter identicaZIP1 AT3G12750 1.30 0.38 1.21 0.2687252 0.5189756 -5.82 FALSE
257017_at  beta-xylosidase, putative similar --- AT3G19620 1.14 0.19 1.21 0.2688455 0.5190212 -5.82 FALSE
265194_at  1-aminocyclopropane-1-carboxyEFE AT1G05010 1.38 0.47 1.20 0.2688865 0.5190212 -5.82 FALSE
256942_at hypothetical protein similar to unkLSH4 AT3G23290 1.49 0.57 1.20 0.2688833 0.5190212 -5.82 FALSE
264127_at  serine/threonine protein kinase, AGC1.7 AT1G79250 1.11 0.15 1.20 0.2689236 0.5190212 -5.82 FALSE
245404_at putative protein --- AT4G17610 -1.19 -0.25 -1.21 0.2688296 0.5190212 -5.82 FALSE
264215_at  cytochrome P450, putative similaCYP96A3 AT1G65340 1.13 0.17 1.21 0.2688042 0.5190212 -5.82 FALSE
246752_at  putative protein predicted protein--- AT5G27890 1.15 0.20 1.20 0.2689308 0.5190212 -5.82 FALSE
258951_at putative phosphatidylinositolglyca--- AT3G01380 -1.15 -0.21 -1.20 0.2688841 0.5190212 -5.82 FALSE
253844_at hypothetical protein --- AT4G27930 1.16 0.22 1.20 0.2690106 0.5191312 -5.82 FALSE
262822_at putative membrane-associated s --- AT1G11630 -1.15 -0.20 -1.20 0.2691087 0.5192328 -5.82 FALSE
247693_at  putative protein leucine zipper-coATEXO70HAT5G59730 1.53 0.61 1.20 0.2691055 0.5192328 -5.82 FALSE
250524_at putative protein contains similarit --- AT5G08520 -1.13 -0.18 -1.20 0.2691393 0.5192479 -5.82 FALSE
248264_at putative protein similar to unknow--- AT5G53310 -1.16 -0.22 -1.20 0.2691959 0.5192869 -5.82 FALSE
258469_at unknown protein contains Pfam pPRXIIF AT3G06050 1.13 0.18 1.20 0.2692051 0.5192869 -5.82 FALSE
254881_at hypothetical protein --- AT4G11700 1.12 0.17 1.20 0.2692975 0.5194213 -5.82 FALSE
265733_at unknown protein  ;supported by f --- AT2G01190 1.17 0.22 1.20 0.2693451 0.5194691 -5.82 FALSE
247396_at  putative protein predicted protein--- AT5G62930 -1.13 -0.17 -1.20 0.269387 0.519506 -5.82 FALSE



258622_at unknown protein contains Pfam p--- AT3G02720 -1.14 -0.19 -1.20 0.2694613 0.5195667 -5.82 FALSE
246394_at  myrosinase binding protein, puta--- AT1G58160 1.12 0.17 1.20 0.269464 0.5195667 -5.82 FALSE
257585_at hypothetical protein predicted by --- AT3G12420 1.15 0.20 1.20 0.2695708 0.5197287 -5.82 FALSE
264777_at  unknown protein similar to L-alloTHA1 AT1G08630 1.74 0.80 1.20 0.2696773 0.51989 -5.82 TRUE
255925_at unknown protein ;supported by fu--- AT1G22200 -1.19 -0.25 -1.20 0.2697303 0.5199043 -5.82 FALSE
251347_at  putative protein ferritin 1 precurs--- AT3G61010 -1.26 -0.33 -1.20 0.2697121 0.5199043 -5.82 FALSE
248209_at flavonol 3-O-glucosyltransferase---- AT5G53990 1.20 0.27 1.20 0.2698726 0.5201347 -5.82 FALSE
265448_at putative DOF zinc finger protein DAG2 AT2G46590 -1.19 -0.24 -1.20 0.2699089 0.5201606 -5.82 FALSE
250576_at cytochrome P450-like protein sev--- AT5G08250 1.15 0.20 1.20 0.2699478 0.5201918 -5.82 FALSE
258814_at putative short-chain type dehydro--- AT3G03980 -1.17 -0.22 -1.20 0.2700096 0.5202159 -5.82 FALSE
263659_at unknown protein EST gb|ATTS56--- AT1G04470 1.15 0.20 1.20 0.2700287 0.5202159 -5.82 FALSE
255476_at  hypothetical protein similar to rev--- --- 1.16 0.22 1.20 0.2700288 0.5202159 -5.82 FALSE
249218_at pitrilysin --- AT5G42390 -1.21 -0.27 -1.20 0.270204 0.5202953 -5.82 FALSE
260991_at hypothetical protein predicted by --- AT1G12160 -1.12 -0.17 -1.20 0.2701774 0.5202953 -5.82 FALSE
261391_at hypothetical protein similar to hyp--- AT1G35030 1.16 0.21 1.20 0.270201 0.5202953 -5.82 FALSE
255007_at  putative oxidoreductase 11beta- AtHSD5 AT4G10020 -1.13 -0.18 -1.20 0.2701696 0.5202953 -5.82 FALSE
257482_x_ahypothetical protein contains sim --- AT1G27820 1.22 0.28 1.20 0.2701081 0.5202953 -5.82 FALSE
257120_at  protein kinase, putative contains --- AT3G20200 -1.15 -0.20 -1.20 0.2702069 0.5202953 -5.82 FALSE
258791_at  hevein-like protein precursor (PRPR4 AT3G04720 -1.45 -0.54 -1.20 0.2702578 0.5203496 -5.82 TRUE
250998_at  ankyrin - like protein ankyrin G11--- AT5G02620 1.22 0.29 1.20 0.2703709 0.5204511 -5.82 FALSE
246693_at putative protein --- AT5G29070 1.13 0.18 1.20 0.270379 0.5204511 -5.82 FALSE
261485_at unknown protein ;supported by fuUTR3 AT1G14360 1.44 0.52 1.20 0.2703754 0.5204511 -5.82 FALSE
244929_at NADH dehydrogenase subunit 4 --- --- -1.24 -0.31 -1.20 0.2708095 0.5208098 -5.82 FALSE
248274_at isp4 protein ATOPT9 AT5G53510 1.13 0.18 1.20 0.2707648 0.5208098 -5.82 FALSE
263757_at  cysteine proteinase similar to cy --- AT2G21430 1.24 0.31 1.20 0.2707899 0.5208098 -5.82 FALSE
265331_at similar to gibberellin-regulated pr --- AT2G18420 1.14 0.19 1.20 0.2706899 0.5208098 -5.82 FALSE
256423_at  serine carboxypeptidase, putativscpl18 AT1G33540 1.11 0.16 1.20 0.2706508 0.5208098 -5.82 FALSE
267560_at putative cytochrome P450 CYP76C3 AT2G45580 1.16 0.21 1.20 0.270664 0.5208098 -5.82 FALSE
265752_at putative Athila retroelement ORF--- --- 1.13 0.18 1.20 0.2706375 0.5208098 -5.82 FALSE
254245_at  serine/threonine kinase - like pro--- AT4G23240 1.13 0.18 1.20 0.2707917 0.5208098 -5.82 FALSE
264985_at unknown protein ;supported by fu--- AT1G27150 -1.27 -0.35 -1.20 0.2707111 0.5208098 -5.82 FALSE
251523_at putative protein several hypothet --- AT3G58975 -1.15 -0.20 -1.20 0.2708165 0.5208098 -5.82 FALSE
258619_at isopentenyl diphosphate:dimethy IPP2 AT3G02780 -1.18 -0.24 -1.20 0.2705928 0.5208098 -5.82 FALSE
255919_at putative protein --- --- 1.15 0.20 1.20 0.2709835 0.5209992 -5.82 FALSE
267227_at hypothetical protein predicted by --- AT2G44030 1.19 0.25 1.20 0.2709793 0.5209992 -5.82 FALSE



255559_at  putative NAK-like ser/thr protein --- AT4G02010 -1.19 -0.25 -1.20 0.270954 0.5209992 -5.82 FALSE
246587_at  putative protein predicted protein--- --- 1.15 0.21 1.20 0.2711862 0.5213449 -5.83 FALSE
266332_at hypothetical protein predicted by --- AT2G32415 1.15 0.20 1.20 0.2713069 0.521533 -5.83 FALSE
265068_at hypothetical protein Similar to Kin--- AT1G55550 -1.12 -0.17 -1.20 0.2713559 0.5215833 -5.83 FALSE
254034_at P-glycoprotein-2 (pgp2) PGP2 AT4G25960 -1.22 -0.29 -1.20 0.2714163 0.5216432 -5.83 TRUE
260030_at putative bZIP transcription factor AtbZIP AT1G68880 1.14 0.19 1.20 0.2714328 0.5216432 -5.83 FALSE
251423_at  regulatory protein - like regulatorCYCP3;2 AT3G60550 1.18 0.24 1.20 0.2714748 0.5216798 -5.83 FALSE
246697_at putative protein --- AT5G29210 1.16 0.21 1.20 0.2715023 0.5216888 -5.83 FALSE
247442_s_atubulin beta-2/beta-3 chain (sp|P2TUB2 AT5G62690 // -1.26 -0.34 -1.20 0.2716011 0.5217907 -5.83 FALSE
255694_at putative transcriptional regulator UNE10 AT4G00050 -1.19 -0.25 -1.20 0.2715992 0.5217907 -5.83 FALSE
254098_at superoxide dismutase (EC 1.15.1FSD1 AT4G25100 -1.19 -0.25 -1.20 0.2716402 0.5218219 -5.83 FALSE
251805_at  putative protein RING-H2 finger SDIR1 AT3G55530 1.13 0.18 1.20 0.2716825 0.5218592 -5.83 FALSE
251906_at putative protein several hypothet ATCHX20 AT3G53720 1.20 0.26 1.20 0.2717609 0.5219659 -5.83 TRUE
254533_at  putative protein ARI protein - Dro--- AT4G19670 1.22 0.29 1.20 0.2718042 0.522005 -5.83 FALSE
247934_at putative protein similar to unknow--- AT5G57000 -1.15 -0.20 -1.20 0.2718407 0.5220311 -5.83 TRUE
263870_at unknown protein RKP AT2G22010 1.16 0.21 1.20 0.2719813 0.5222132 -5.83 FALSE
253499_at  putative protein zinc-finger helica--- AT4G31900 1.13 0.18 1.20 0.2719596 0.5222132 -5.83 FALSE
263513_at unknown protein --- AT2G12400 1.26 0.33 1.20 0.2721233 0.5222933 -5.83 TRUE
267645_at putative beta-glucosidase BGLU33 AT2G32860 -1.46 -0.55 -1.20 0.2721964 0.5222933 -5.83 TRUE
265900_at unknown protein --- AT2G25730 -1.11 -0.15 -1.20 0.272229 0.5222933 -5.83 FALSE
249398_at  RING finger -like protein RING-H--- AT5G40250 -1.16 -0.22 -1.20 0.2721353 0.5222933 -5.83 FALSE
249279_at SCARECROW gene regulator-lik--- AT5G41920 -1.12 -0.16 -1.20 0.2722173 0.5222933 -5.83 FALSE
259283_at putative transcription factor similaMYB65 AT3G11440 1.15 0.20 1.20 0.2721862 0.5222933 -5.83 FALSE
245215_at F12A21.4 similar to iEP4 gb|AADATFXG1 AT1G67830 -1.35 -0.43 -1.20 0.2721998 0.5222933 -5.83 FALSE
260964_at  E2, ubiquitin-conjugating enzym ATUBC2-1 AT1G45050 -1.12 -0.16 -1.20 0.2721186 0.5222933 -5.83 FALSE
246403_at  pectinacetylesterase precursor, --- AT1G57590 1.23 0.30 1.20 0.272135 0.5222933 -5.83 FALSE
261252_at RAS-related protein ARA-1 ident RABA5E AT1G05810 -1.19 -0.25 -1.20 0.2722727 0.522333 -5.83 TRUE
259093_at unknown protein similar to putativ--- AT3G04860 -1.30 -0.38 -1.20 0.272431 0.5225928 -5.83 FALSE
265593_s_aunknown protein  ;supported by f LCV1 AT2G20120 // -1.13 -0.18 -1.20 0.2724807 0.5226436 -5.83 FALSE
260962_at  pectin methylesterase, putative sPME7 AT1G44980 -1.15 -0.20 -1.19 0.2725033 0.5226436 -5.83 FALSE
251030_at  putative protein kinesin light cha NDP1 AT5G02130 -1.22 -0.29 -1.19 0.2726553 0.5228471 -5.83 FALSE
259678_at  putative 30S ribosomal protein S--- AT1G77750 -1.22 -0.29 -1.19 0.2726388 0.5228471 -5.83 FALSE
263932_at unknown protein --- AT2G35990 1.13 0.17 1.19 0.2728494 0.5231755 -5.83 FALSE
247667_at  putative protein predicted protein--- AT5G60150 1.16 0.22 1.19 0.2728764 0.5231832 -5.83 FALSE
245196_at  F12A21.12 similar to pectate lya --- AT1G67750 1.37 0.46 1.19 0.2729351 0.5231958 -5.83 FALSE



262382_at  virus resistance protein, putative--- AT1G72920 1.97 0.98 1.19 0.2729747 0.5231958 -5.83 FALSE
252817_at putative protein hypothetical prot --- --- 1.17 0.23 1.19 0.2729589 0.5231958 -5.83 FALSE
262841_at  aspartate-semialdehyde dehydro--- AT1G14810 -1.23 -0.29 -1.19 0.2729386 0.5231958 -5.83 FALSE
253724_at Expressed protein ; supported byLCR24 AT4G29285 1.12 0.17 1.19 0.2730003 0.5232009 -5.83 FALSE
267095_at putative AMP deaminase  ; suppoFAC1 AT2G38280 -1.17 -0.22 -1.19 0.2731164 0.5233107 -5.83 FALSE
263709_at  unknown protein ESTs gb|T2058--- AT1G09310 2.05 1.04 1.19 0.273088 0.5233107 -5.83 FALSE
264732_at  serpin, putative similar to serpin --- AT1G62160 1.12 0.16 1.19 0.2731264 0.5233107 -5.83 FALSE
249871_at putative protein similar to unknow--- AT5G23110 -1.21 -0.28 -1.19 0.2732638 0.5235299 -5.83 FALSE
259214_at Expressed protein ; supported by--- AT3G09085 1.15 0.20 1.19 0.2733265 0.523606 -5.83 FALSE
260660_at hypothetical protein contains Pfa --- AT1G19485 -1.18 -0.24 -1.19 0.2735745 0.5239932 -5.83 FALSE
256131_at  bZIP transcription factor, putativeAtbZIP58 AT1G13600 1.18 0.24 1.19 0.2735726 0.5239932 -5.83 FALSE
266233_at putative phloem-specific lectin AtPP2-B8 AT2G02340 1.12 0.16 1.19 0.2736124 0.5240218 -5.83 FALSE
258190_at hypothetical protein predicted by --- AT3G29080 1.13 0.18 1.19 0.2736838 0.5241145 -5.83 FALSE
259310_s_aExpressed protein ; supported by--- AT3G05160 // 1.18 0.24 1.19 0.2737497 0.5241967 -5.83 FALSE
256857_at NAM-like protein similar to NAM CUC1 AT3G15170 1.11 0.15 1.19 0.2738488 0.5243425 -5.83 FALSE
257506_at  auxin-induced protein, putative s--- AT1G29440 -1.63 -0.71 -1.19 0.2739078 0.5243947 -5.83 TRUE
254471_s_a putative protein parts of other pr --- --- 1.13 0.18 1.19 0.2739221 0.5243947 -5.83 FALSE
264266_at putative protein phosphatase 2C --- AT1G09160 -1.21 -0.28 -1.19 0.2740979 0.5245112 -5.83 TRUE
259462_at hypothetical protein contains sim --- AT1G18940 1.21 0.27 1.19 0.2740397 0.5245112 -5.83 FALSE
264038_at putative ubiquinone biosynthesis --- AT2G03690 1.19 0.25 1.19 0.274083 0.5245112 -5.83 FALSE
263840_at Expressed protein ; supported by--- AT2G36885 1.22 0.29 1.19 0.2740526 0.5245112 -5.83 FALSE
260293_at  unknown protein predicted by ge--- AT1G63670 -1.18 -0.23 -1.19 0.2740591 0.5245112 -5.83 FALSE
255130_at hypothetical protein  ; supported --- AT4G08240 1.16 0.22 1.19 0.2741287 0.5245261 -5.83 FALSE
266312_at 20S proteasome subunit C8 (PAGPAG1 AT2G27020 -1.16 -0.22 -1.19 0.2741722 0.5245652 -5.83 FALSE
247588_at  protein disulfide isomerase precuATPDIL1-4 AT5G60640 -1.15 -0.20 -1.19 0.2742498 0.5246259 -5.83 FALSE
261890_at hypothetical protein predicted by --- AT1G80970 1.27 0.34 1.19 0.2742269 0.5246259 -5.83 FALSE
252184_at steroid 22-alpha-hydroxylase (DWDWF4 AT3G50660 -1.20 -0.26 -1.19 0.2743577 0.5246562 -5.83 TRUE
264429_at hypothetical protein similar to me--- AT1G61670 -1.12 -0.17 -1.19 0.274338 0.5246562 -5.83 FALSE
249768_at receptor-like protein kinase --- AT5G24100 1.18 0.24 1.19 0.2743378 0.5246562 -5.83 FALSE
266250_at putative reverse transcriptase --- --- 1.14 0.19 1.19 0.2742948 0.5246562 -5.83 FALSE
262434_at  lysine and histidine specific trans--- AT1G47670 -1.29 -0.37 -1.19 0.2744826 0.5248438 -5.84 FALSE
262676_at  SKP1/ASK1 (At1) identical to SkSKP1 AT1G75950 1.11 0.15 1.19 0.2745018 0.5248438 -5.84 FALSE
250761_at ankyrin-like protein --- AT5G06050 -1.16 -0.21 -1.19 0.2746192 0.5250242 -5.84 FALSE
257819_at Expressed protein ; supported byRALFL25 AT3G25165 1.13 0.18 1.19 0.2746591 0.5250565 -5.84 FALSE
251086_at  putative protein hypothetical pro --- AT5G01450 1.20 0.26 1.19 0.2747613 0.5252079 -5.84 FALSE



260851_at  nodulin-like protein similar to MtN--- AT1G21890 1.15 0.20 1.19 0.2747913 0.5252212 -5.84 FALSE
245719_at DNA gyrase subunit B - like prote--- AT5G04110 -1.14 -0.18 -1.19 0.274879 0.5253226 -5.84 FALSE
251911_at putative C2H2-type zinc finger pr --- AT3G53820 1.14 0.19 1.19 0.2749048 0.5253226 -5.84 FALSE
262545_at  prolin rich protein, putative simila--- AT1G31250 -1.14 -0.19 -1.19 0.2749134 0.5253226 -5.84 FALSE
250088_at APG5 (autophagy 5)-like protein APG5 AT5G17290 1.14 0.19 1.19 0.2749624 0.5253721 -5.84 FALSE
266751_at putative peptide chain release fac--- AT2G47020 -1.14 -0.18 -1.19 0.275004 0.5254076 -5.84 FALSE
252779_at putative protein --- AT3G42990 1.14 0.18 1.19 0.2750813 0.5255112 -5.84 FALSE
252586_at dof6 zinc finger protein --- AT3G45610 1.15 0.21 1.19 0.2751135 0.5255288 -5.84 FALSE
262602_at  unknown protein ESTs gb|AA65 --- AT1G15270 -1.12 -0.16 -1.19 0.2751848 0.5256209 -5.84 FALSE
245656_at hypothetical protein predicted by --- AT1G56620 1.14 0.19 1.19 0.2753125 0.5258209 -5.84 FALSE
264491_at hypothetical protein predicted by --- AT1G27410 -1.14 -0.18 -1.19 0.2754514 0.5259979 -5.84 FALSE
263944_at hypothetical protein predicted by --- --- 1.12 0.17 1.19 0.2754441 0.5259979 -5.84 FALSE
256360_at hypothetical protein --- AT1G66440 1.20 0.27 1.19 0.2754945 0.5260363 -5.84 FALSE
259410_at hypothetical protein predicted by --- AT1G13340 -1.41 -0.50 -1.19 0.2756931 0.5262687 -5.84 TRUE
247947_at auxin transport protein EIR1 (gb|AEIR1 AT5G57090 1.18 0.23 1.19 0.2758008 0.5262687 -5.84 FALSE
246143_at  lipophosphoglycan biosynthetic p--- AT5G19980 1.21 0.28 1.19 0.2757413 0.5262687 -5.84 FALSE
257945_at  SKP1/ASK1 (At10), putative simASK10 AT3G21860 1.14 0.19 1.19 0.2757765 0.5262687 -5.84 FALSE
251553_at  DNA-binding WRKY - like proteinWRKY69 AT3G58710 1.18 0.24 1.19 0.2757125 0.5262687 -5.84 FALSE
245527_at putative epoxide hydrolase --- AT4G15955 1.19 0.25 1.19 0.2757999 0.5262687 -5.84 FALSE
266369_at hypothetical protein predicted by BOP2 AT2G41370 1.22 0.28 1.19 0.2756475 0.5262687 -5.84 FALSE
246486_at putative protein  ;supported by fu --- AT5G15910 -1.15 -0.20 -1.19 0.2757102 0.5262687 -5.84 FALSE
254995_at putative protein --- AT4G10370 1.17 0.23 1.19 0.2758387 0.526297 -5.84 FALSE
261853_at unknown protein --- AT1G50660 -1.20 -0.26 -1.19 0.2759091 0.5263873 -5.84 FALSE
246862_at  E2, ubiquitin-conjugating enzym PEX4 AT5G25760 -1.13 -0.18 -1.19 0.2759354 0.5263935 -5.84 FALSE
251624_at hypothetical protein  ;supported b--- AT3G57280 1.18 0.24 1.19 0.2759987 0.5264701 -5.84 FALSE
259106_at unknown protein  ;supported by f RALFL22 AT3G05490 1.38 0.47 1.19 0.2760872 0.5264829 -5.84 TRUE
254384_at  heat shock protein - like heat sho--- AT4G21870 -1.50 -0.59 -1.19 0.2760977 0.5264829 -5.84 FALSE
257308_at unknown protein --- AT3G28120 1.11 0.15 1.19 0.2760515 0.5264829 -5.84 FALSE
251514_at  pirin-like protein pirin - Lycopers --- AT3G59260 1.15 0.21 1.19 0.2760923 0.5264829 -5.84 FALSE
245148_at putative pectinesterase  ; suppor --- AT2G45220 1.83 0.87 1.19 0.2761443 0.5265277 -5.84 TRUE
258099_at unknown protein similar to hypoth--- AT3G23540 1.14 0.19 1.18 0.276179 0.5265483 -5.84 FALSE
257570_at  dirigent protein, putative similar t--- AT3G13662 1.14 0.18 1.18 0.2762043 0.5265483 -5.84 FALSE
265351_at putative MADS-box protein AGL1AGL17 AT2G22630 1.15 0.21 1.18 0.2762244 0.5265483 -5.84 FALSE
256053_at  UDP-glucose glucosyltransferas UGT71C3 AT1G07260 -1.51 -0.59 -1.18 0.2762617 0.5265755 -5.84 FALSE
265791_at putative transcription factor MEE65 AT2G01280 1.17 0.22 1.18 0.2763387 0.5266782 -5.84 FALSE



267527_at unknown protein --- AT2G45610 -1.17 -0.22 -1.18 0.2763633 0.5266812 -5.84 FALSE
265126_s_ahypothetical protein similar to hyp--- AT1G55380 // 1.15 0.20 1.18 0.2765454 0.5269842 -5.84 FALSE
255639_at putative protein APRR8 AT4G00760 -1.18 -0.24 -1.18 0.2766328 0.5271068 -5.84 FALSE
260499_at unknown protein  ; supported by --- AT2G41760 -1.13 -0.17 -1.18 0.2767445 0.5272755 -5.84 FALSE
246207_at RNA-binding like protein non-con--- AT4G36960 1.13 0.18 1.18 0.2767871 0.5273126 -5.84 FALSE
248517_at St12p protein --- AT5G50550 // -1.14 -0.19 -1.18 0.2769276 0.5275362 -5.84 FALSE
255963_at unknown protein MBD8 AT1G22310 -1.14 -0.19 -1.18 0.276961 0.5275557 -5.84 FALSE
260665_at unknown protein ;supported by fu--- AT1G19360 -1.15 -0.21 -1.18 0.2771662 0.5275902 -5.84 FALSE
261559_at  LIM domain protein, putative sim--- AT1G01780 1.16 0.22 1.18 0.2772659 0.5275902 -5.84 FALSE
252186_at putative protein --- AT3G50810 -1.17 -0.23 -1.18 0.277326 0.5275902 -5.84 FALSE
246139_at  putative protein predicted protein--- AT5G19900 -1.17 -0.23 -1.18 0.2772151 0.5275902 -5.84 FALSE
266655_at putative protein kinase contains aAtAUR2 AT2G25880 1.19 0.25 1.18 0.2772529 0.5275902 -5.84 FALSE
261072_at  hexose transporter, putative sim ATSTP2 AT1G07340 1.17 0.23 1.18 0.2772669 0.5275902 -5.84 FALSE
248215_at putative protein contains similarit --- AT5G53680 1.22 0.28 1.18 0.2771446 0.5275902 -5.84 FALSE
247986_at unknown protein --- AT5G56880 1.17 0.23 1.18 0.2770827 0.5275902 -5.84 FALSE
263071_at putative retroelement pol polypro --- --- 1.13 0.18 1.18 0.2771065 0.5275902 -5.84 FALSE
256764_at hypothetical protein predicted by --- AT3G29310 -1.18 -0.24 -1.18 0.2772054 0.5275902 -5.84 FALSE
250544_at  syntaxin-like protein syntaxin-rel SYP132 AT5G08080 -1.18 -0.24 -1.18 0.2771555 0.5275902 -5.84 FALSE
257208_at hypothetical protein predicted by --- AT3G14910 -1.21 -0.28 -1.18 0.2772975 0.5275902 -5.84 FALSE
267167_at putative C2H2-type zinc finger prZFP10 AT2G37740 1.14 0.19 1.18 0.2773223 0.5275902 -5.84 FALSE
AFFX-CreX Bacteriophage P1 /GEN=cre /DB--- --- 1.33 0.41 1.18 0.277019 0.5275902 -5.84 FALSE
256940_at unknown protein QQS AT3G30720 -1.17 -0.23 -1.18 0.2772744 0.5275902 -5.84 FALSE
247352_at serine/threonine-protein kinase  ;SNRK2.5 AT5G63650 1.41 0.50 1.18 0.2774343 0.5277522 -5.84 FALSE
253027_at  putative protein leaf protein (PnC--- AT4G38150 -1.25 -0.32 -1.18 0.2774711 0.5277608 -5.84 FALSE
264456_at  unknown protein similar to T cell --- AT1G10390 -1.14 -0.19 -1.18 0.2775776 0.5277608 -5.84 FALSE
254429_at Expressed protein ; supported by--- AT4G21105 -1.14 -0.19 -1.18 0.2775548 0.5277608 -5.84 FALSE
253221_at peptidylprolyl isomerase (cyclophROC5 AT4G34870 -1.19 -0.25 -1.18 0.277486 0.5277608 -5.84 FALSE
256259_at hypothetical protein predicted by --- AT3G12460 1.19 0.26 1.18 0.2775439 0.5277608 -5.84 FALSE
251913_at putative protein several malat de --- AT3G53910 1.13 0.18 1.18 0.2775164 0.5277608 -5.84 FALSE
265337_at putative ADP-ribosylation factor  TTN5 AT2G18390 -1.23 -0.29 -1.18 0.2777417 0.5280286 -5.84 FALSE
246744_at  putative protein predicted protein--- AT5G27760 1.54 0.63 1.18 0.2779241 0.5283315 -5.85 FALSE
258836_at hypothetical protein predicted usi--- AT3G07210 -1.21 -0.28 -1.18 0.277955 0.5283462 -5.85 TRUE
248883_at putative protein strong similarity t--- AT5G46190 -1.13 -0.18 -1.18 0.2781276 0.5286173 -5.85 FALSE
252089_at putative protein --- AT3G52110 1.21 0.27 1.18 0.278144 0.5286173 -5.85 FALSE
246859_at  putative protein various predicte --- AT5G25950 1.14 0.19 1.18 0.2781829 0.5286472 -5.85 FALSE



267347_at hypothetical protein predicted by --- AT2G39950 -1.13 -0.18 -1.18 0.278304 0.5288333 -5.85 FALSE
253737_at Expressed protein ; supported by--- AT4G28703 1.47 0.55 1.18 0.2784444 0.529056 -5.85 FALSE
265987_at unknown protein --- AT2G24240 -1.23 -0.30 -1.18 0.2785755 0.5290846 -5.85 FALSE
259055_at unknown protein  ;supported by f UNE6 AT3G03340 -1.14 -0.18 -1.18 0.2785583 0.5290846 -5.85 FALSE
246359_x_ahypothetical protein --- --- 1.19 0.25 1.18 0.2785717 0.5290846 -5.85 FALSE
255577_at  putative hypoersensitive respons--- AT4G01410 1.59 0.67 1.18 0.2785022 0.5290846 -5.85 FALSE
259953_at putative anion exchanger containBOR5 AT1G74810 -1.21 -0.27 -1.18 0.2785253 0.5290846 -5.85 FALSE
245252_at ethylene responsive element bindATERF-1 AT4G17500 1.52 0.60 1.18 0.2786056 0.5290977 -5.85 TRUE
256765_at  aminotransferase, putative similaPOP2 AT3G22200 1.19 0.25 1.18 0.2786844 0.5292034 -5.85 FALSE
263038_at conserved hypothetical protein pr--- AT1G23270 1.13 0.18 1.18 0.2787885 0.5292725 -5.85 FALSE
257536_at unknown protein --- AT3G02800 1.94 0.95 1.18 0.2787466 0.5292725 -5.85 FALSE
259913_at putative GTP-binding protein sim--- AT1G72660 1.11 0.15 1.18 0.2787904 0.5292725 -5.85 FALSE
247425_at unknown protein --- AT5G62550 1.12 0.16 1.18 0.2788846 0.5293193 -5.85 FALSE
248251_at unknown protein --- AT5G53220 -1.13 -0.17 -1.18 0.2788725 0.5293193 -5.85 FALSE
255345_at putative aspartic protease  ; supp--- AT4G04460 1.62 0.69 1.18 0.2788762 0.5293193 -5.85 FALSE
261610_at hypothetical protein predicted by --- AT1G49560 -1.25 -0.32 -1.18 0.2790235 0.5294946 -5.85 FALSE
265360_s_aputative Athila retroelement ORF--- --- 1.14 0.19 1.18 0.2790188 0.5294946 -5.85 FALSE
263707_at hypothetical protein Similar to gi| --- AT1G09300 -1.22 -0.29 -1.18 0.2790647 0.5295288 -5.85 FALSE
267330_at unknown protein --- AT2G19270 -1.10 -0.14 -1.18 0.2791311 0.5295667 -5.85 FALSE
264909_at unknown protein --- AT2G17300 -1.15 -0.20 -1.18 0.279114 0.5295667 -5.85 FALSE
245731_at  MAP kinase, putative similar to MMKK9 AT1G73500 1.32 0.40 1.18 0.2792024 0.529658 -5.85 FALSE
255926_at  AP2 domain containing protein R--- AT1G22190 1.33 0.41 1.18 0.2792749 0.5297074 -5.85 TRUE
255301_at putative protein similar to transcr ATMSRB3 AT4G04800 1.28 0.36 1.18 0.2792547 0.5297074 -5.85 FALSE
258244_at unknown protein  ; supported by --- AT3G27770 -1.13 -0.18 -1.18 0.2793405 0.5297551 -5.85 FALSE
254329_at  putative protein oxysterol-bindingORP2A AT4G22540 1.15 0.21 1.18 0.279393 0.5297551 -5.85 FALSE
259051_at  unknown protein similar to CGI-8--- AT3G03330 -1.15 -0.20 -1.18 0.279381 0.5297551 -5.85 FALSE
249588_at  protein kinase - like protein Pto k--- AT5G37790 -1.20 -0.27 -1.18 0.2793742 0.5297551 -5.85 FALSE
265402_at hypothetical protein predicted by --- AT2G10950 -1.14 -0.19 -1.18 0.2794229 0.5297678 -5.85 FALSE
252497_at putative protein several putative p--- AT3G46800 -1.12 -0.16 -1.18 0.2794937 0.529858 -5.85 FALSE
246181_at  pectinesterase - like protein prob--- AT5G20860 1.12 0.16 1.18 0.2796327 0.5299375 -5.85 FALSE
250419_at  RPP1 disease resistance protein--- AT5G11250 1.21 0.27 1.18 0.2796512 0.5299375 -5.85 FALSE
245166_at putative receptor-like protein kina--- AT2G33170 1.16 0.21 1.18 0.2796518 0.5299375 -5.85 FALSE
259200_at unknown protein similar to hypoth--- AT3G09070 1.14 0.19 1.18 0.279632 0.5299375 -5.85 FALSE
258293_at unknown protein PHO1 AT3G23430 1.66 0.73 1.18 0.2796108 0.5299375 -5.85 FALSE
259794_at unknown protein --- AT1G64330 -1.16 -0.21 -1.18 0.2797987 0.5301717 -5.85 FALSE



266287_at putative tropinone reductase --- AT2G29150 1.17 0.23 1.17 0.2799117 0.5303419 -5.85 FALSE
264592_at  putative prolyl 4-hydroxylase, alp--- AT2G17720 1.41 0.50 1.17 0.2799527 0.5303754 -5.85 FALSE
256601_s_a At14a-1 protein identical to At14 AT14A AT3G28290 // 1.13 0.18 1.17 0.28002 0.530459 -5.85 FALSE
258491_at unknown protein  ;supported by f --- AT3G02700 1.22 0.29 1.17 0.2800459 0.5304639 -5.85 FALSE
257933_at  aminoalcoholphosphotransferas AAPT2 AT3G25585 -1.25 -0.32 -1.17 0.2800727 0.5304707 -5.85 TRUE
266292_at putative tropinone reductase  ;su SAG13 AT2G29350 2.36 1.24 1.17 0.2801059 0.5304895 -5.85 TRUE
257166_at hypothetical protein similar to put--- AT3G24710 1.14 0.19 1.17 0.2801925 0.5306026 -5.85 FALSE
252630_at putative protein --- AT3G44980 -1.13 -0.17 -1.17 0.2802121 0.5306026 -5.85 FALSE
249643_at  putative transposase putative tra--- --- 1.17 0.23 1.17 0.2802644 0.5306531 -5.85 FALSE
257467_at hypothetical protein similar to hypLBD4 AT1G31320 -1.26 -0.33 -1.17 0.2802853 0.5306531 -5.85 FALSE
250772_at putative protein contains similarit --- AT5G05420 -1.23 -0.30 -1.17 0.2803279 0.5306896 -5.85 FALSE
250896_at putative protein  ; supported by c --- AT5G03560 -1.21 -0.28 -1.17 0.2804463 0.53075 -5.85 FALSE
245505_at glutaredoxin --- AT4G15690 -1.43 -0.52 -1.17 0.2804471 0.53075 -5.85 FALSE
259887_at putative protein kinase similar to --- AT1G76360 1.15 0.20 1.17 0.2804528 0.53075 -5.85 FALSE
257377_at unknown protein PLL4 AT2G28890 1.33 0.41 1.17 0.2803936 0.53075 -5.85 FALSE
254513_at  cytochrome p450 like protein cytCYP71A27 AT4G20240 1.12 0.16 1.17 0.2804928 0.5307815 -5.85 FALSE
254912_at  respiratory burst oxidase homolo--- AT4G11230 1.14 0.19 1.17 0.2806206 0.5308912 -5.85 FALSE
258895_at putative epoxide hydrolase simila--- AT3G05600 1.11 0.16 1.17 0.2806138 0.5308912 -5.85 FALSE
257579_at hypothetical protein predicted by --- AT3G11000 1.15 0.21 1.17 0.280615 0.5308912 -5.85 FALSE
256265_at  serine carboxypeptidase, putativscpl16 --- 1.18 0.24 1.17 0.2806647 0.5309307 -5.85 FALSE
248190_at unknown protein --- AT5G54130 -1.14 -0.19 -1.17 0.280779 0.5309855 -5.85 FALSE
254689_at putative pectate lyase A11  ; sup --- AT4G13710 1.21 0.27 1.17 0.2807584 0.5309855 -5.85 FALSE
253141_at  putative protein hypothetical pro --- AT4G35430 // -1.16 -0.21 -1.17 0.2808101 0.5309855 -5.85 FALSE
248539_at ribitol dehydrogenase-like  ; supp--- AT5G50130 -1.18 -0.24 -1.17 0.2807894 0.5309855 -5.85 FALSE
264744_at hypothetical protein predicted by --- AT1G62050 1.27 0.35 1.17 0.2807828 0.5309855 -5.85 FALSE
266477_at CLE4 CLAVATA3/ESR-Related 4CLE6 AT2G31085 1.17 0.23 1.17 0.2808996 0.5309914 -5.85 FALSE
265537_at putative retroelement pol polypro --- --- 1.16 0.22 1.17 0.2808668 0.5309914 -5.85 FALSE
259710_at  putative aminotransferase simila--- AT1G77670 -1.42 -0.50 -1.17 0.2809063 0.5309914 -5.85 FALSE
262446_at hypothetical protein predicted by --- AT1G49310 -1.40 -0.49 -1.17 0.2808594 0.5309914 -5.85 FALSE
265550_at hypothetical protein predicted by --- --- 1.14 0.19 1.17 0.2811094 0.5312871 -5.85 FALSE
265251_at unknown protein predicted by ge TET14 AT2G01960 1.14 0.19 1.17 0.2811008 0.5312871 -5.85 FALSE
248809_at GTP-binding protein-like AtRABA5a AT5G47520 -1.16 -0.22 -1.17 0.2811562 0.5313316 -5.85 FALSE
245604_at hypothetical protein --- AT4G14290 -1.15 -0.21 -1.17 0.2811913 0.5313539 -5.86 FALSE
265143_at unknown protein NFU5 AT1G51390 -1.17 -0.22 -1.17 0.2812294 0.531382 -5.86 FALSE
248092_at ubiquitin-like protein SUMO3 AT5G55170 1.51 0.59 1.17 0.2813446 0.5315556 -5.86 FALSE



265481_at unknown protein  ; supported by --- AT2G15960 -1.15 -0.20 -1.17 0.2813824 0.5315644 -5.86 FALSE
265329_at putative succinate dehydrogenasSDH1-2 AT2G18450 1.15 0.20 1.17 0.2814093 0.5315644 -5.86 FALSE
260709_at hypothetical protein predicted by ATNAP6 AT1G32500 -1.16 -0.21 -1.17 0.2814192 0.5315644 -5.86 FALSE
266851_at similar to avrRpt2-induced proteinATPP2-A3 AT2G26820 1.11 0.15 1.17 0.2814808 0.5316368 -5.86 FALSE
263606_at putative beta-ketoacyl-CoA synthKCS9 AT2G16280 1.22 0.29 1.17 0.2815283 0.531662 -5.86 TRUE
251809_at  putative protein predicted protein--- AT3G55600 -1.15 -0.20 -1.17 0.2815408 0.531662 -5.86 FALSE
264884_at unknown protein ;supported by fu--- AT1G61170 1.31 0.39 1.17 0.2816061 0.5316972 -5.86 FALSE
249042_at ethylene-regulated nuclear protei--- AT5G44350 1.34 0.42 1.17 0.2815916 0.5316972 -5.86 FALSE
245480_at transcription factor like protein --- AT4G16150 -1.11 -0.15 -1.17 0.2816869 0.5318059 -5.86 FALSE
252342_at  endo-polygalacturonase - like pr --- AT3G48950 1.10 0.14 1.17 0.2817403 0.5318626 -5.86 FALSE
246072_at PISTILLATA  ; supported by full-lPI AT5G20240 1.12 0.17 1.17 0.2818455 0.5320172 -5.86 FALSE
249679_at unknown protein --- AT5G35980 -1.10 -0.14 -1.17 0.2819398 0.5321511 -5.86 FALSE
255479_at  coded for by A. thaliana cDNA TSAG21 AT4G02380 -1.70 -0.77 -1.17 0.282048 0.5321875 -5.86 TRUE
251394_at  endosperm specific protein - likeFLA10 AT3G60900 1.18 0.24 1.17 0.2820153 0.5321875 -5.86 FALSE
255915_at putative protein --- AT5G28620 1.14 0.19 1.17 0.282049 0.5321875 -5.86 FALSE
250015_at N-acetylglucosamine-phosphate DRT101 AT5G18070 1.29 0.37 1.17 0.2820524 0.5321875 -5.86 FALSE
262700_at unknown protein --- AT1G76020 1.19 0.25 1.17 0.2821335 0.5322525 -5.86 FALSE
262413_at hypothetical protein contains sim ATAPRL4 AT1G34780 -1.18 -0.24 -1.17 0.2821145 0.5322525 -5.86 FALSE
250073_at unknown protein  ; supported by ENH1 AT5G17170 -1.32 -0.40 -1.17 0.2823103 0.5325421 -5.86 FALSE
256057_at unknown protein contains similar NDA1 AT1G07180 -1.33 -0.42 -1.17 0.2823637 0.5325987 -5.86 TRUE
261352_at  DNA repair protein RAD23, putaRAD23 AT1G79650 1.15 0.20 1.17 0.2824109 0.5326436 -5.86 FALSE
254984_s_a putative protein Homo sapiens dUBP10 AT4G10570 // 1.10 0.14 1.17 0.2825011 0.5326816 -5.86 FALSE
259120_at unknown protein --- AT3G02240 2.27 1.18 1.17 0.2824676 0.5326816 -5.86 FALSE
248903_at 3-oxoacyl-[acyl-carrier-protein] syKAS I AT5G46290 -1.27 -0.35 -1.17 0.2824868 0.5326816 -5.86 FALSE
252164_at  hypothetical protein nodH - Rhiz --- AT3G50620 1.33 0.41 1.17 0.2825588 0.5327023 -5.86 FALSE
255373_s_aputative protein --- --- 1.15 0.21 1.17 0.2825515 0.5327023 -5.86 FALSE
260317_at  E2, ubiquitin-conjugating enzym UBC5 AT1G63800 -1.25 -0.32 -1.17 0.2825913 0.5327197 -5.86 FALSE
263579_at hypothetical protein similar to hyp--- AT2G17030 -1.20 -0.26 -1.17 0.2826203 0.5327303 -5.86 FALSE
248120_at putative protein similar to unknow--- AT5G54540 -1.15 -0.21 -1.17 0.2826611 0.5327631 -5.86 FALSE
247806_at ABC transporter-like protein ; supSTA1 AT5G58270 -1.13 -0.18 -1.17 0.2826963 0.5327855 -5.86 FALSE
261497_x_ahypothetical protein contains sim AGL59 AT1G28460 -1.15 -0.20 -1.17 0.2827289 0.5328029 -5.86 FALSE
260603_at  membrane related protein CP5, --- AT1G55960 1.23 0.29 1.17 0.2827771 0.5328497 -5.86 FALSE
251729_at  alpha-galactosidase-like protein --- AT3G56310 1.27 0.35 1.17 0.2828746 0.5329894 -5.86 FALSE
263880_at unknown protein  ;supported by f --- AT2G21960 -1.20 -0.27 -1.17 0.2829215 0.5329897 -5.86 FALSE
250514_at  GDP dissociation inhibitor GDP --- AT5G09550 1.13 0.17 1.17 0.2829206 0.5329897 -5.86 FALSE



247313_at  3(2),5-bisphosphate nucleotidas SAL1 AT5G63980 1.21 0.28 1.17 0.2829535 0.5330061 -5.86 FALSE
251211_s_aputative protein several hypothet --- AT3G62470 // -1.32 -0.41 -1.17 0.2830304 0.5330627 -5.86 FALSE
256719_at En/Spm-like transposon protein r --- --- 1.13 0.18 1.17 0.2830194 0.5330627 -5.86 FALSE
250916_at  monodehydroascorbate reductasATMDAR2 AT5G03630 1.51 0.60 1.17 0.2831173 0.5331385 -5.86 TRUE
246438_at  putative protein non-phototropic --- AT5G17580 -1.11 -0.15 -1.17 0.2831141 0.5331385 -5.86 FALSE
263025_at  reverse transcriptase, putative s --- --- -1.14 -0.19 -1.17 0.2831943 0.5332393 -5.86 FALSE
261866_at  scarecrow-like 3 identical to GB:SCL3 AT1G50420 -1.69 -0.76 -1.17 0.2833321 0.5334548 -5.86 FALSE
249351_at MAP kinase kinase 3 (ATMKK3) ATMKK3 AT5G40440 -1.15 -0.20 -1.17 0.2833768 0.5334949 -5.86 FALSE
255423_at putative calmodulin --- AT4G03290 1.13 0.18 1.17 0.2834052 0.5335043 -5.86 FALSE
266483_at unknown protein  ;supported by f CRR6 AT2G47910 -1.17 -0.22 -1.17 0.2834433 0.5335321 -5.86 FALSE
257030_at unknown protein --- --- 1.13 0.18 1.17 0.283614 0.5338093 -5.86 FALSE
266877_at putative glucanase AtGH9B12 AT2G44570 1.14 0.19 1.16 0.2836786 0.5338538 -5.86 FALSE
256821_at  hypothetical protein predicted by--- AT3G22180 1.22 0.29 1.16 0.2836975 0.5338538 -5.86 FALSE
256907_at  hydoxyethylthiazole kinase, puta--- AT3G24030 -1.22 -0.29 -1.16 0.2837131 0.5338538 -5.86 FALSE
247544_at putative protein  ;supported by fu --- AT5G61670 1.20 0.27 1.16 0.2837313 0.5338538 -5.86 FALSE
250099_at unknown protein  ; supported by --- AT5G17300 1.18 0.23 1.16 0.2838108 0.5339594 -5.86 FALSE
257602_at  hydrolase, putative similar to Me--- AT3G13800 -1.14 -0.19 -1.16 0.2838422 0.5339685 -5.86 FALSE
253157_at  putative protein DNA helicase TPRecQl3 AT4G35740 -1.17 -0.22 -1.16 0.2838624 0.5339685 -5.86 FALSE
252622_at  cysteine proteinase AALP, putat --- AT3G45310 -1.15 -0.21 -1.16 0.2840916 0.5342296 -5.86 FALSE
256227_at unknown protein ; supported by c--- AT1G56290 -1.12 -0.17 -1.16 0.2841652 0.5342296 -5.86 FALSE
245437_at RNA helicase like protein --- AT4G16630 -1.22 -0.29 -1.16 0.284055 0.5342296 -5.86 FALSE
263643_at unknown protein predicted by ge --- AT2G04740 -1.22 -0.29 -1.16 0.2841263 0.5342296 -5.86 FALSE
254405_at  putative protein arm repeat contaPUB8 AT4G21350 -1.22 -0.29 -1.16 0.2841514 0.5342296 -5.86 FALSE
261095_at unknown protein --- AT1G62930 -1.16 -0.21 -1.16 0.2841256 0.5342296 -5.86 FALSE
267432_at putative UDP-N-acetylglucosamin--- AT2G35020 -1.24 -0.31 -1.16 0.2841506 0.5342296 -5.86 FALSE
255665_at hypothetical protein CRP AT4G00450 -1.13 -0.17 -1.16 0.2842308 0.5343089 -5.86 FALSE
254257_s_a putative protein predicted protein--- AT4G23350 // -1.13 -0.18 -1.16 0.2842983 0.5343917 -5.86 FALSE
265246_at putative pectinesterase ATPMEPCRAT2G43050 1.17 0.22 1.16 0.2843966 0.5344059 -5.86 FALSE
246351_at  unknown protein contains simila --- AT1G16570 -1.13 -0.18 -1.16 0.2843846 0.5344059 -5.86 FALSE
251933_at  putative protein mucin MUC3, H --- AT3G54060 1.17 0.23 1.16 0.2844393 0.5344059 -5.86 FALSE
255909_at  cdc2+/CDC28-related protein kinCDKD1;3 AT1G18040 1.24 0.31 1.16 0.2844 0.5344059 -5.86 FALSE
262281_at  peptide transporter, putative sim--- AT1G68570 -1.41 -0.50 -1.16 0.284425 0.5344059 -5.86 FALSE
267413_at putative amino acid transporter CAT5 AT2G34960 1.24 0.31 1.16 0.2844464 0.5344059 -5.86 FALSE
255190_x_a may be a pseudogene similar to --- --- 1.11 0.15 1.16 0.2845374 0.5344449 -5.86 FALSE
249592_at  putative protein SIAH1 protein, B--- AT5G37890 -1.17 -0.22 -1.16 0.2845182 0.5344449 -5.86 FALSE



264500_at hypothetical protein predicted by --- AT1G09370 1.11 0.15 1.16 0.284534 0.5344449 -5.86 FALSE
255865_at unknown protein --- AT2G30330 -1.11 -0.15 -1.16 0.2846347 0.5345836 -5.86 FALSE
255170_at hypothetical protein similar to A. --- --- 1.13 0.18 1.16 0.284764 0.5347824 -5.87 FALSE
261563_at  polyphosphoinositide binding pro--- AT1G01630 1.16 0.21 1.16 0.2848503 0.5348564 -5.87 TRUE
266159_at putative chloroplast nucleoid DNA--- AT2G28030 1.12 0.16 1.16 0.2848453 0.5348564 -5.87 FALSE
256036_at  fructose-2,6-bisphosphatase, puF2KP AT1G07110 -1.14 -0.19 -1.16 0.2848883 0.5348836 -5.87 FALSE
251603_at  putative protein wall-associated --- AT3G57760 1.40 0.48 1.16 0.2850021 0.5350533 -5.87 FALSE
267370_at unknown protein  ;supported by f --- AT2G44525 -1.11 -0.15 -1.16 0.2850421 0.5350844 -5.87 FALSE
250564_at  putative protein sigma factor F in--- AT5G08060 -1.11 -0.15 -1.16 0.2851132 0.5351298 -5.87 FALSE
265892_at hypothetical protein predicted by --- AT2G15020 1.28 0.36 1.16 0.2850964 0.5351298 -5.87 FALSE
264947_at  heat shock protein DnaJ, putativ --- AT1G77020 1.18 0.24 1.16 0.2852088 0.5352651 -5.87 FALSE
263207_at putative endoxyloglucan transferaXTH33 AT1G10550 -1.72 -0.78 -1.16 0.2854911 0.5355971 -5.87 TRUE
248012_at putative protein strong similarity t--- AT5G56310 -1.18 -0.24 -1.16 0.2854093 0.5355971 -5.87 FALSE
252544_at  respiratory burst oxidase - like p --- AT3G45810 1.17 0.22 1.16 0.2855031 0.5355971 -5.87 FALSE
256903_at hypothetical protein --- AT3G23960 1.14 0.19 1.16 0.2854834 0.5355971 -5.87 FALSE
262481_at  unknown protein Location of ests--- AT1G17080 1.15 0.20 1.16 0.2854959 0.5355971 -5.87 FALSE
265936_at putative potassium/proton antipo ATKEA4 AT2G19600 1.17 0.22 1.16 0.2855586 0.5356572 -5.87 FALSE
259234_at unknown protein similar to unkno--- AT3G11620 1.15 0.20 1.16 0.2857863 0.5358359 -5.87 FALSE
262797_at  putative sugar transporter protei TMT1 AT1G20840 1.26 0.34 1.16 0.285792 0.5358359 -5.87 FALSE
261217_at hypothetical protein contains sim UBP11 AT1G32850 1.11 0.16 1.16 0.2857445 0.5358359 -5.87 FALSE
260255_at putative protein kinase similar to --- AT1G74330 1.27 0.35 1.16 0.2858164 0.5358359 -5.87 FALSE
247512_at  putative protein predicted protein--- AT5G61720 1.12 0.16 1.16 0.2858183 0.5358359 -5.87 FALSE
263022_s_a gamma-adaptin, putative similar --- AT1G23900 // 1.20 0.26 1.16 0.2857307 0.5358359 -5.87 FALSE
256780_at  RNase L inhibitor, putative similaATRLI1 AT3G13640 -1.14 -0.19 -1.16 0.2856834 0.5358359 -5.87 FALSE
252135_at  putative cold acclimation protein COR413-PMAT3G50830 -1.20 -0.27 -1.16 0.2858757 0.5358553 -5.87 FALSE
252125_at  putative protein hypothetical pro RTH AT3G51040 -1.14 -0.19 -1.16 0.2858596 0.5358553 -5.87 FALSE
256939_at  multicatalytic endopeptidase comPBD1 AT3G22630 -1.21 -0.27 -1.16 0.2860196 0.5360696 -5.87 FALSE
257908_at unknown protein contains Pfam p--- AT3G25410 -1.15 -0.21 -1.16 0.286037 0.5360696 -5.87 FALSE
247405_at Arac10  ; supported by cDNA: gi_ARAC10 AT5G62880 -1.15 -0.20 -1.16 0.2861259 0.5361922 -5.87 FALSE
247264_at putative protein contains similarit XND1 AT5G64530 1.37 0.45 1.16 0.2862418 0.5363654 -5.87 FALSE
261733_at  clathrin coat assembly protein A --- AT1G47830 -1.12 -0.16 -1.16 0.2863872 0.5365938 -5.87 FALSE
255275_at putative protein various ubiquitin---- AT4G05310 1.10 0.14 1.16 0.2865377 0.5367435 -5.87 FALSE
258961_at  hypothetical protein similar to my--- AT3G10580 -1.11 -0.15 -1.16 0.2865187 0.5367435 -5.87 FALSE
259069_at lysyl-tRNA synthetase identical toATKRS-1 AT3G11710 -1.18 -0.23 -1.16 0.286516 0.5367435 -5.87 FALSE
253240_at  putative ketoacyl-CoA synthase KCS17 AT4G34510 1.12 0.16 1.16 0.2866274 0.5368233 -5.87 FALSE



250331_at  putative protein self-incompatibil --- AT5G11820 1.15 0.20 1.16 0.2866178 0.5368233 -5.87 FALSE
260476_at unknown protein --- AT1G11060 1.18 0.24 1.16 0.286698 0.5368674 -5.87 FALSE
264502_at  putative 12-oxophytodienoate re --- AT1G09400 1.17 0.23 1.16 0.2866779 0.5368674 -5.87 FALSE
258410_at putative ribosomal protein similar--- AT3G16780 -1.38 -0.46 -1.16 0.286753 0.5368919 -5.87 FALSE
264565_at hypothetical protein Similar to hy --- AT1G05280 1.18 0.24 1.16 0.2867582 0.5368919 -5.87 FALSE
251918_at  photoassimilate-responsive prote--- AT3G54040 1.13 0.17 1.16 0.2868416 0.53696 -5.87 FALSE
263487_at hypothetical protein predicted by --- AT2G31850 1.13 0.17 1.16 0.2868347 0.53696 -5.87 FALSE
262371_at putative glycosyl transferase con --- AT1G73160 1.12 0.17 1.16 0.2869356 0.5370478 -5.87 FALSE
255958_at  high affinity sulphate transporter SULTR1;3 AT1G22150 -1.17 -0.22 -1.16 0.2869199 0.5370478 -5.87 FALSE
249207_at C2H2-type zinc finger protein-like--- AT5G42640 1.14 0.19 1.16 0.2870001 0.5370859 -5.87 FALSE
254914_at peroxidase ATP19a --- AT4G11290 1.82 0.86 1.16 0.287003 0.5370859 -5.87 FALSE
247807_at similar to unknown protein (gb|AAOFP3 AT5G58360 -1.16 -0.21 -1.16 0.2870448 0.53712 -5.87 FALSE
261175_at unknown protein --- AT1G04800 1.14 0.19 1.16 0.2873695 0.537395 -5.87 FALSE
257102_at  endoxyloglucan transferase, put XTH3 AT3G25050 1.11 0.15 1.16 0.2872869 0.537395 -5.87 FALSE
265902_at hypothetical protein predicted by --- AT2G25590 1.14 0.19 1.16 0.2872291 0.537395 -5.87 FALSE
251222_at  putative membrane protein clone--- AT3G62580 1.25 0.32 1.16 0.2872406 0.537395 -5.87 FALSE
249373_at  putative protein vanilloid recepto--- AT5G40670 1.15 0.20 1.16 0.2874274 0.537395 -5.87 FALSE
264093_at hypothetical protein predicted by --- AT1G79220 -1.14 -0.18 -1.16 0.2874183 0.537395 -5.87 FALSE
249744_at beta-glucosidase BGLU32 AT5G24550 1.19 0.25 1.16 0.2873331 0.537395 -5.87 FALSE
252720_at  putative protein predicted protein--- AT3G43970 -1.16 -0.22 -1.16 0.2872892 0.537395 -5.87 FALSE
254793_at hypothetical protein --- AT4G12930 1.14 0.19 1.16 0.2874138 0.537395 -5.87 FALSE
260253_at  disease resistance protein, putatAtRLP15 AT1G74190 1.12 0.16 1.16 0.2873822 0.537395 -5.87 FALSE
257538_at hypothetical protein predicted by --- AT3G16160 1.12 0.16 1.15 0.2874659 0.5374229 -5.87 FALSE
256329_at unknown protein SEC5A AT1G76850 1.11 0.15 1.15 0.2875415 0.5375203 -5.87 FALSE
258330_at unknown protein ROPGEF13AT3G16130 1.15 0.20 1.15 0.2875925 0.5375715 -5.87 FALSE
256822_at unknown protein contains PF006 IQD5 AT3G22190 -1.16 -0.21 -1.15 0.2877329 0.5377458 -5.87 FALSE
261874_at ethylene responsive element bindERF3 AT1G50640 1.17 0.23 1.15 0.2877185 0.5377458 -5.87 FALSE
254953_at Expressed protein ; supported by--- AT4G10925 -1.14 -0.19 -1.15 0.2878353 0.5378931 -5.87 FALSE
264231_at hypothetical protein similar to hyp--- AT1G67450 1.11 0.15 1.15 0.2878917 0.5379545 -5.87 FALSE
267478_at hypothetical protein predicted by --- AT2G02700 1.11 0.16 1.15 0.2879613 0.5380404 -5.87 FALSE
262289_at unknown protein identical to unkn--- AT1G70770 1.12 0.17 1.15 0.2880389 0.5381414 -5.87 FALSE
265929_s_aputative flavonol 3-O-glucosyltran--- AT2G18560 // -1.26 -0.34 -1.15 0.2880846 0.5381827 -5.87 FALSE
261038_at unknown protein ; supported by f --- AT1G17490 -1.17 -0.23 -1.15 0.2881303 0.538224 -5.87 FALSE
263657_at putative casein kinase I similar toCKL13 AT1G04440 1.28 0.35 1.15 0.2881922 0.5382954 -5.88 FALSE
267120_at hypothetical protein predicted by --- AT2G23530 -1.16 -0.22 -1.15 0.2882646 0.5383866 -5.88 FALSE



265207_at unknown protein --- AT2G36680 1.12 0.17 1.15 0.288317 0.5383963 -5.88 FALSE
254206_at  thaumatin-like protein thaumatin --- AT4G24180 -1.16 -0.21 -1.15 0.2883152 0.5383963 -5.88 FALSE
253840_at  putative acyl-CoA binding proteinACBP2 AT4G27780 1.18 0.24 1.15 0.2883621 0.5384364 -5.88 FALSE
248051_at Atmyb103 (gb|AAD40692.1) ATMYB103 AT5G56110 1.14 0.19 1.15 0.2884045 0.5384521 -5.88 FALSE
256580_s_ahypothetical protein --- AT3G28810 // 1.12 0.16 1.15 0.2884177 0.5384521 -5.88 FALSE
265099_at  unknown protein Location of EST--- AT1G03990 1.40 0.49 1.15 0.2884596 0.5384863 -5.88 FALSE
250457_at splicing factor-like protein  ; supp --- AT5G09880 -1.15 -0.20 -1.15 0.2886801 0.538795 -5.88 FALSE
251707_at  protein kinase C inhibitor-like pro--- AT3G56490 -1.15 -0.20 -1.15 0.2886615 0.538795 -5.88 FALSE
252884_at  SEC14 - like protein phosphatidy--- AT4G39170 -1.16 -0.22 -1.15 0.2886958 0.538795 -5.88 FALSE
259892_at germin-like protein similar to germGER1 AT1G72610 1.80 0.85 1.15 0.2887833 0.5388036 -5.88 TRUE
262782_at Expressed protein ; supported by--- AT1G13195 1.13 0.17 1.15 0.2887718 0.5388036 -5.88 FALSE
252765_at putative protein hypothetical prot --- AT3G42800 1.28 0.35 1.15 0.288795 0.5388036 -5.88 FALSE
257521_at hypothetical protein predicted by --- AT3G09140 1.12 0.16 1.15 0.2887839 0.5388036 -5.88 FALSE
264765_at  receptor kinase, putative similar --- AT1G61430 1.15 0.21 1.15 0.2888257 0.538817 -5.88 FALSE
255171_at hypothetical protein --- AT4G07990 1.13 0.17 1.15 0.288933 0.5389288 -5.88 FALSE
248066_at putative protein contains similarit QRT1 AT5G55590 1.15 0.20 1.15 0.288926 0.5389288 -5.88 FALSE
247069_at pectinesterase like protein  ;suppsks17 AT5G66920 -1.39 -0.48 -1.15 0.2890269 0.5389719 -5.88 TRUE
259083_at putative kinase similar to NIMA-reATNEK2 AT3G04810 -1.13 -0.18 -1.15 0.2890201 0.5389719 -5.88 FALSE
247867_at SNF1 related protein kinase-like CIPK21 AT5G57630 1.25 0.32 1.15 0.2890016 0.5389719 -5.88 FALSE
261395_at unknown protein similar to putativ--- AT1G79700 1.38 0.46 1.15 0.2891944 0.5391989 -5.88 TRUE
261737_at hypothetical protein similar to put--- AT1G47885 -1.16 -0.21 -1.15 0.2892196 0.5391989 -5.88 FALSE
250652_at putative protein similar to unknowFLA21 AT5G06920 1.13 0.18 1.15 0.2892111 0.5391989 -5.88 FALSE
266537_at Expressed protein ; supported by--- AT2G16860 -1.14 -0.19 -1.15 0.2892891 0.5392844 -5.88 FALSE
260201_at F12A21.27 hypothetical protein;s--- AT1G67600 -1.31 -0.39 -1.15 0.2893364 0.5392845 -5.88 TRUE
262969_at unknown protein --- AT1G75710 -1.20 -0.26 -1.15 0.2893149 0.5392845 -5.88 FALSE
261356_at predicted protein --- AT1G79660 -1.21 -0.27 -1.15 0.2893818 0.5393249 -5.88 TRUE
249281_at GTPase activator protein of Rab---- AT2G36460 // 1.14 0.19 1.15 0.2894795 0.539463 -5.88 FALSE
250600_at dimethylaniline monooxygenase- --- AT5G07800 1.13 0.18 1.15 0.2895318 0.5394952 -5.88 FALSE
249805_at putative protein similar to unknow--- AT5G23800 1.13 0.18 1.15 0.2895441 0.5394952 -5.88 FALSE
261463_at hypothetical protein predicted by --- AT1G07730 // -1.12 -0.16 -1.15 0.2895727 0.5395045 -5.88 FALSE
244959_s_ahypothetical protein --- AT2G07708 -1.19 -0.25 -1.15 0.2896922 0.539683 -5.88 FALSE
260744_at hypothetical protein predicted by --- AT1G15010 1.79 0.84 1.15 0.2897323 0.5397136 -5.88 TRUE
255945_at putative protein --- AT5G28610 1.18 0.23 1.15 0.2897943 0.5397851 -5.88 FALSE
248908_at receptor kinase-like protein MEE62 AT5G45800 1.46 0.55 1.15 0.2899505 0.5399664 -5.88 TRUE
251042_at eceriferum3 (CER3) PRT6 AT5G02310 -1.13 -0.17 -1.15 0.2899627 0.5399664 -5.88 FALSE



266584_s_aputative steroid sulfotransferase ST4C AT1G13430 // -1.10 -0.14 -1.15 0.2899543 0.5399664 -5.88 FALSE
264269_at hypothetical protein predicted by --- AT1G60240 1.17 0.22 1.15 0.2900709 0.5400358 -5.88 FALSE
248089_at salt stress inducible small GTP b AtRAN4 AT5G55080 1.15 0.20 1.15 0.2900499 0.5400358 -5.88 FALSE
245835_at hypothetical protein similar to put--- AT1G42190 1.13 0.17 1.15 0.2900493 0.5400358 -5.88 FALSE
247498_at  peroxisomal Ca-dependent solut--- AT5G61810 1.18 0.24 1.15 0.2901829 0.540106 -5.88 FALSE
248686_at 33 kDa secretory protein-like  ; su--- AT5G48540 1.57 0.65 1.15 0.2902489 0.540106 -5.88 FALSE
265108_s_a similar to flavin-binding monooxy--- AT1G62620 // 1.17 0.23 1.15 0.290233 0.540106 -5.88 FALSE
256968_at unknown protein NADK1 AT3G21070 1.87 0.90 1.15 0.2901771 0.540106 -5.88 FALSE
258279_at  putative self-incompatibility prote--- AT3G26870 -1.10 -0.14 -1.15 0.2901937 0.540106 -5.88 FALSE
248570_at receptor protein kinase-like --- AT5G49780 1.13 0.17 1.15 0.2902508 0.540106 -5.88 FALSE
248451_at putative protein similar to unknow--- AT5G51180 -1.11 -0.15 -1.15 0.2903303 0.54021 -5.88 FALSE
246871_at  extensin - like protein pAP8 prot --- AT5G26070 1.12 0.16 1.15 0.2903763 0.5402516 -5.88 FALSE
264699_at unknown protein ;supported by fu--- AT1G69980 // -1.11 -0.15 -1.15 0.2905199 0.5404578 -5.88 FALSE
262383_at  disease resistance protein, putat--- AT1G72940 1.88 0.91 1.15 0.2905346 0.5404578 -5.88 FALSE
249056_at putative protein similar to unknow--- AT5G44470 1.13 0.17 1.15 0.2907381 0.5407923 -5.88 FALSE
255528_at hypothetical protein --- AT4G02090 1.12 0.17 1.15 0.2907625 0.5407936 -5.88 FALSE
245859_at  serine (threonine) protein kinaseATNEK3 AT5G28290 1.23 0.30 1.15 0.2908385 0.5408468 -5.88 TRUE
247046_at unknown protein  ; supported by --- AT5G66540 -1.15 -0.20 -1.15 0.290816 0.5408468 -5.88 FALSE
267212_at similar to late embryogenesis abu--- AT2G44060 -1.12 -0.17 -1.15 0.2910458 0.5410494 -5.88 TRUE
248871_at putative protein strong similarity t--- AT5G46680 -1.15 -0.20 -1.15 0.2910563 0.5410494 -5.88 FALSE
263174_at  jasmonate inducible protein, putaESP AT1G54040 1.42 0.50 1.15 0.2910661 0.5410494 -5.88 FALSE
258348_at unknown protein  ;supported by f --- AT3G17710 1.14 0.19 1.15 0.2910548 0.5410494 -5.88 FALSE
245724_at hypothetical protein predicted by --- AT1G73390 1.24 0.31 1.15 0.2909824 0.5410494 -5.88 FALSE
251639_at  acetylglutamate kinase-like prote--- AT3G57560 -1.18 -0.23 -1.15 0.2911799 0.5410544 -5.88 FALSE
248009_at transcription factor-like; similar toCSN6A AT5G56280 -1.14 -0.18 -1.15 0.2911469 0.5410544 -5.88 FALSE
250313_at  Rab geranylgeranyltransferase, --- AT5G12210 -1.17 -0.23 -1.15 0.2911422 0.5410544 -5.88 FALSE
262404_at  transposon-like ORF, putative si --- --- 1.14 0.18 1.15 0.2912087 0.5410544 -5.88 FALSE
257778_at hypothetical protein predicted by --- --- 1.15 0.20 1.15 0.2912111 0.5410544 -5.88 FALSE
250681_at unknown protein --- AT5G06590 -1.12 -0.16 -1.15 0.2911844 0.5410544 -5.88 FALSE
265103_at  UDP-N-acetylglucosamine pyrop--- AT1G31070 -1.18 -0.23 -1.15 0.291249 0.5410807 -5.88 FALSE
260521_at putative villin 2 VLN2 AT2G41740 1.22 0.29 1.14 0.2912982 0.5411281 -5.88 FALSE
263717_at malate oxidoreductase (malic enz--- AT2G13560 1.11 0.15 1.14 0.2913613 0.5412013 -5.88 FALSE
250888_at  putative protein trichohyalin, Ory--- AT5G04460 1.23 0.29 1.14 0.291462 0.5413443 -5.88 FALSE
263223_at  coatomer-like protein, epsilon su--- AT1G30630 1.15 0.21 1.14 0.2914998 0.5413704 -5.88 FALSE
264690_at hypothetical protein similar to hypSNL4 AT1G70060 1.18 0.23 1.14 0.2915526 0.5413948 -5.88 FALSE



265307_at hypothetical protein predicted by RIN13 AT2G20310 -1.15 -0.21 -1.14 0.2916074 0.5413948 -5.88 FALSE
261764_at  receptor lectin kinase, putative s --- AT1G15530 1.15 0.21 1.14 0.2916069 0.5413948 -5.88 FALSE
254295_at  putative protein predicted protein--- AT4G23080 1.11 0.15 1.14 0.2916079 0.5413948 -5.88 FALSE
266214_at putative retroelement integrase --- --- 1.11 0.15 1.14 0.2916602 0.5414479 -5.88 FALSE
247710_at  receptor-like protein kinase rece --- AT5G59260 1.11 0.15 1.14 0.2917055 0.5414878 -5.88 FALSE
260773_at gibberellin 2- oxidase identical to ATGA2OX1AT1G78440 1.16 0.21 1.14 0.2917531 0.5415322 -5.89 FALSE
251428_at beta-glucosidase-like protein sevDIN2 AT3G60140 2.45 1.29 1.14 0.2918998 0.5415516 -5.89 TRUE
250572_at putative protein MIR834A --- -1.19 -0.25 -1.14 0.2919373 0.5415516 -5.89 FALSE
253934_at  putative beta-1,3-glucanase beta--- AT4G26830 1.13 0.17 1.14 0.2919099 0.5415516 -5.89 FALSE
246939_at  AP2 domain containing protein ASHN2 AT5G25390 1.14 0.19 1.14 0.2918128 0.5415516 -5.89 FALSE
250115_at salt-inducible protein-like --- AT5G16420 -1.21 -0.28 -1.14 0.2919266 0.5415516 -5.89 FALSE
267414_at putative berberine bridge enzymeMEE23 AT2G34790 1.25 0.33 1.14 0.2918192 0.5415516 -5.89 FALSE
253214_at  putative protein karyopherin alphARO1 AT4G34940 -1.12 -0.17 -1.14 0.2919535 0.5415516 -5.89 FALSE
251687_at  quinone reductase-like protein z --- AT3G56460 -1.12 -0.17 -1.14 0.2919028 0.5415516 -5.89 FALSE
260996_at NBS/LRR disease resistance proRFL1 AT1G12210 1.19 0.25 1.14 0.2922342 0.5416758 -5.89 FALSE
253789_at  putative protein predicted protein--- AT4G28570 1.17 0.23 1.14 0.2922156 0.5416758 -5.89 FALSE
246094_at  putative protein predicted protein--- AT5G19300 -1.24 -0.31 -1.14 0.2921126 0.5416758 -5.89 FALSE
247977_at putative protein similar to unknow--- AT5G56850 -1.20 -0.26 -1.14 0.2921229 0.5416758 -5.89 FALSE
248897_at KCO-like protein 3 (emb|CAB403KCO3 AT5G46360 1.15 0.20 1.14 0.2921014 0.5416758 -5.89 FALSE
262657_at ribonuclease contains similarity to--- AT1G14210 -1.36 -0.45 -1.14 0.2922076 0.5416758 -5.89 FALSE
250488_at  beta-glucosidase - like protein be--- AT5G09700 1.14 0.18 1.14 0.2921578 0.5416758 -5.89 FALSE
254530_at  small GTP-binding protein - like ARA7 AT4G19640 1.12 0.17 1.14 0.2922271 0.5416758 -5.89 FALSE
249384_at  putative protein hypothetical pro --- AT5G39890 1.12 0.16 1.14 0.2921583 0.5416758 -5.89 FALSE
250930_at  putative protein P58 protein, BosATP58IPK AT5G03160 1.33 0.41 1.14 0.2922588 0.5416774 -5.89 FALSE
253226_at  beta-galactosidase - like protein BGAL11 AT4G35010 -1.13 -0.17 -1.14 0.2923427 0.5417889 -5.89 FALSE
249803_at putative protein similar to unknow--- AT5G23780 1.14 0.19 1.14 0.2924779 0.5419954 -5.89 FALSE
264489_at putative squamosa-promoter bind--- AT1G27370 -1.30 -0.37 -1.14 0.2925026 0.5419971 -5.89 FALSE
247480_at  KED - like protein KED, NicotianATBAG7 AT5G62390 1.18 0.24 1.14 0.2926022 0.5421377 -5.89 TRUE
259598_at  sphingosine-1-phosphate lyase, DPL1 AT1G27980 -1.16 -0.22 -1.14 0.2926352 0.5421547 -5.89 TRUE
247659_at  DNA-directed RNA polymerase -NRPC1 AT5G60040 -1.37 -0.45 -1.14 0.2927736 0.542279 -5.89 TRUE
254284_at  putative fizzy-related protein fizzFZR2 AT4G22910 1.21 0.28 1.14 0.2927282 0.542279 -5.89 FALSE
254283_s_a anthocyanidin synthase - like pro--- AT4G22870 // 1.18 0.24 1.14 0.2927662 0.542279 -5.89 FALSE
248708_at putative protein contains similarit --- AT5G48560 -1.33 -0.41 -1.14 0.2929022 0.542429 -5.89 FALSE
258024_at hypothetical protein predicted by --- AT3G19360 -1.28 -0.36 -1.14 0.2928957 0.542429 -5.89 FALSE
252375_at rac GTP binding protein Arac8  ; ROP10 AT3G48040 -1.15 -0.20 -1.14 0.2930977 0.5426942 -5.89 FALSE



244921_s_ahypothetical protein --- AT2G07674 // -1.21 -0.28 -1.14 0.2931167 0.5426942 -5.89 FALSE
255841_at putative tyrosine-specific transpo --- AT2G33260 1.20 0.27 1.14 0.2931163 0.5426942 -5.89 FALSE
265177_at  OBP32pep protein, putative iden--- AT1G23640 1.12 0.17 1.14 0.2931726 0.5427535 -5.89 FALSE
256582_at unknown protein --- AT3G28840 1.13 0.18 1.14 0.2932244 0.5428054 -5.89 FALSE
251684_at putative protein --- AT3G56410 1.25 0.32 1.14 0.2932745 0.54281 -5.89 FALSE
246687_at  putative protein proline-rich prote--- AT5G33370 1.18 0.24 1.14 0.2932536 0.54281 -5.89 FALSE
267085_at putative cellulose synthase ATCSLB02 AT2G32620 -1.11 -0.15 -1.14 0.2933038 0.5428202 -5.89 FALSE
262239_at unknown protein similar to putativ--- AT1G48230 -1.21 -0.28 -1.14 0.2933443 0.5428511 -5.89 FALSE
245087_at hypothetical protein predicted by DAR2 AT2G39830 1.21 0.28 1.14 0.2933993 0.542909 -5.89 FALSE
256970_at  ABC transporter, putative similar--- AT3G21090 1.15 0.20 1.14 0.2934399 0.54294 -5.89 FALSE
266988_at putative myrosinase-binding prot JAL22 AT2G39310 1.23 0.29 1.14 0.2934909 0.5429903 -5.89 FALSE
264077_at putative RAD51B-like DNA repairRAD51B AT2G28560 1.13 0.18 1.14 0.293546 0.5430482 -5.89 FALSE
261671_at hypothetical protein similar to hyp--- AT1G18340 -1.24 -0.31 -1.14 0.2936703 0.543234 -5.89 FALSE
253811_at hypothetical protein  ;supported bULT1 AT4G28190 -1.30 -0.38 -1.14 0.2937041 0.5432412 -5.89 TRUE
265566_at hypothetical protein predicted by --- AT2G05600 1.15 0.20 1.14 0.2937218 0.5432412 -5.89 FALSE
265542_at putative SNF2 subfamily transcripSYD AT2G28290 -1.12 -0.16 -1.14 0.2937866 0.5433171 -5.89 FALSE
259071_at unknown protein similar to hin1 GNHL2 AT3G11650 1.24 0.32 1.14 0.2938821 0.5433504 -5.89 FALSE
253560_at  putative protein KIAA0800 prote DCAF1 AT4G31160 -1.15 -0.20 -1.14 0.2938361 0.5433504 -5.89 FALSE
251069_at  (1-4)-beta-mannan endohydrolas--- AT5G01930 -1.33 -0.42 -1.14 0.2939058 0.5433504 -5.89 FALSE
245114_at transcription factor IIB (TFIIB) ideTFIIB AT2G41630 -1.25 -0.32 -1.14 0.2938592 0.5433504 -5.89 FALSE
247109_at putative protein similar to unknowATPSK5 AT5G65870 1.32 0.40 1.14 0.2939463 0.5433504 -5.89 FALSE
252989_at  putative pectinesterase pectinessks9 AT4G38420 -1.69 -0.75 -1.14 0.2939476 0.5433504 -5.89 FALSE
248366_at SCARECROW transcriptional reg--- AT5G52510 -1.16 -0.22 -1.14 0.2941171 0.5435756 -5.89 TRUE
258097_at  transport protein, putative simila --- AT3G23660 1.11 0.16 1.14 0.2941058 0.5435756 -5.89 FALSE
251075_at  putative protein leucine-rich rece--- AT5G01890 -1.32 -0.40 -1.14 0.2942746 0.5438226 -5.89 FALSE
263151_at hypothetical protein predicted by --- AT1G54120 -1.39 -0.47 -1.14 0.2944312 0.544068 -5.89 FALSE
259247_at  unknown protein predicted by ge--- AT3G07570 1.18 0.24 1.14 0.2945276 0.544202 -5.89 FALSE
259621_at unknown protein --- AT1G42710 1.11 0.16 1.14 0.2946598 0.5443582 -5.89 FALSE
254885_at  putative protein various predicte --- AT4G11745 1.18 0.23 1.14 0.294643 0.5443582 -5.89 FALSE
252148_at MS5-like protein --- AT3G51280 -1.15 -0.20 -1.14 0.2946971 0.5443829 -5.89 FALSE
248279_at putative protein similar to unknowATIM AT5G52910 -1.33 -0.41 -1.14 0.2947405 0.5444191 -5.89 FALSE
253555_at  putative protein predicted proete--- AT4G31080 -1.21 -0.27 -1.14 0.2949004 0.5446703 -5.89 FALSE
250090_at glutamate decarboxylase 1 (GADGAD AT5G17330 1.80 0.85 1.14 0.2950175 0.5447983 -5.89 TRUE
254119_at  putative pectate lyase pectate ly --- AT4G24780 1.67 0.74 1.14 0.2950167 0.5447983 -5.89 FALSE
251508_at  putative protein mitochondrial RN--- AT3G58970 -1.17 -0.23 -1.14 0.2950939 0.5448952 -5.89 FALSE



257674_at  translational inhibitor protein, pu --- AT3G20390 1.13 0.17 1.13 0.2952192 0.5450826 -5.89 FALSE
250285_at  putative protein GCN4-complemSFC AT5G13300 -1.23 -0.29 -1.13 0.2953416 0.5452644 -5.89 FALSE
246661_at  putative protein various predicte --- --- -1.12 -0.16 -1.13 0.295407 0.545341 -5.90 FALSE
261329_at hypothetical protein predicted by --- AT1G44890 1.15 0.20 1.13 0.2954682 0.5454099 -5.90 FALSE
257646_at  methionine aminopeptidase, put MAP1B AT3G25740 -1.28 -0.36 -1.13 0.2955468 0.5455108 -5.90 FALSE
266362_at unknown protein --- AT2G32430 1.17 0.22 1.13 0.2960465 0.5463889 -5.90 FALSE
262605_at hypothetical protein Strong simila--- AT1G15170 -1.52 -0.60 -1.13 0.2960945 0.5464333 -5.90 FALSE
254110_at  putative protein pectinesterase - --- AT4G25260 1.38 0.46 1.13 0.2961636 0.5464727 -5.90 TRUE
253894_at NWMU2 - 2S albumin 2 precurso--- AT4G27150 -1.12 -0.16 -1.13 0.2961637 0.5464727 -5.90 FALSE
254445_at  3-hydroxyisobutyrate dehydroge --- AT4G20930 1.14 0.19 1.13 0.2962344 0.5465589 -5.90 TRUE
252839_at  putative protein PIF1 protein - C --- --- 1.19 0.25 1.13 0.2962762 0.5465918 -5.90 FALSE
248486_at respiratory burst oxidase protein RHD2 AT5G51060 1.11 0.15 1.13 0.2963679 0.5467167 -5.90 FALSE
260554_at putative zinc protease member o --- AT2G41790 1.11 0.15 1.13 0.2965424 0.5469944 -5.90 FALSE
253623_at  GDP-mannose pyrophosphoryla --- AT4G30570 1.14 0.19 1.13 0.2966235 0.5470378 -5.90 FALSE
263611_at hypothetical protein predicted by --- AT2G16450 1.11 0.15 1.13 0.2966379 0.5470378 -5.90 FALSE
264015_at putative XAP-5 protein [Homo saXCT AT2G21150 1.13 0.18 1.13 0.2965931 0.5470378 -5.90 FALSE
250101_at putative protein contains similarit BGLU2 AT5G16580 1.27 0.34 1.13 0.2967955 0.5471515 -5.90 FALSE
265363_at hypothetical protein predicted by --- --- 1.11 0.15 1.13 0.2967643 0.5471515 -5.90 FALSE
256473_at unknown protein --- --- 1.14 0.18 1.13 0.2967284 0.5471515 -5.90 FALSE
AFFX-Athal Arabidopsis thaliana /REF=U849 --- --- 1.15 0.20 1.13 0.2967839 0.5471515 -5.90 FALSE
249485_at  receptor protein kinase - like pro --- AT5G39020 1.44 0.53 1.13 0.2968506 0.5472089 -5.90 TRUE
259208_at hypothetical protein similar to GB--- AT3G09060 -1.14 -0.18 -1.13 0.2969333 0.5473171 -5.90 FALSE
258219_at  thioredoxin, putative similar to T ATTDX AT3G17880 -1.13 -0.18 -1.13 0.297032 0.5474105 -5.90 FALSE
266982_at unknown protein  ; supported by --- AT2G39500 -1.18 -0.23 -1.13 0.2970099 0.5474105 -5.90 FALSE
259542_at Expressed protein ; supported by--- AT1G20575 -1.14 -0.18 -1.13 0.2970868 0.5474672 -5.90 FALSE
250199_at putative protein contains similarit MPL1 AT5G14180 -1.56 -0.64 -1.13 0.2972085 0.5474704 -5.90 FALSE
246852_at putative protein various predicted--- AT5G26880 -1.12 -0.17 -1.13 0.2972019 0.5474704 -5.90 FALSE
250922_at Expressed protein ; supported by--- AT5G03345 -1.14 -0.18 -1.13 0.2971714 0.5474704 -5.90 FALSE
264428_at hypothetical protein predicted by --- AT1G61790 -1.22 -0.29 -1.13 0.2971414 0.5474704 -5.90 FALSE
261729_s_a hexokinase, putative similar to h HXK3 AT1G47840 1.11 0.15 1.13 0.2971553 0.5474704 -5.90 FALSE
249936_at putative protein similar to unknow--- AT5G22450 1.16 0.21 1.13 0.2972891 0.5475747 -5.90 FALSE
257438_at hypothetical protein similarity to p--- AT2G15325 1.11 0.15 1.13 0.297376 0.5476906 -5.90 FALSE
254827_at  putative protein KIAA0255 gene --- AT4G12650 1.14 0.19 1.13 0.2975159 0.5477269 -5.90 FALSE
257832_at  light regulated protein, putative sCCL AT3G26740 -1.13 -0.17 -1.13 0.2974802 0.5477269 -5.90 FALSE
252439_at  pectinesterase-like protein pectin--- AT3G47400 1.11 0.15 1.13 0.2975012 0.5477269 -5.90 FALSE



253225_at Rho1Ps homolog  Rac-like proteiARAC3 AT4G35020 -1.16 -0.21 -1.13 0.2974957 0.5477269 -5.90 FALSE
251373_at GATA transcription factor 4  ; sup--- AT3G60530 -1.54 -0.62 -1.13 0.2975099 0.5477269 -5.90 FALSE
257881_at putative serine carboxypeptidasescpl33 AT3G17180 1.17 0.23 1.13 0.297556 0.5477566 -5.90 FALSE
250921_at Expressed protein ; supported by--- AT5G03460 -1.18 -0.24 -1.13 0.297678 0.5478347 -5.90 FALSE
264943_at hypothetical protein predicted by --- AT1G76910 1.17 0.22 1.13 0.2976945 0.5478347 -5.90 FALSE
261360_at hypothetical protein predicted by --- --- 1.14 0.19 1.13 0.2976543 0.5478347 -5.90 FALSE
249358_at  sucrose cleavage protein -like su--- AT5G40510 1.15 0.20 1.13 0.2976276 0.5478347 -5.90 FALSE
251352_at  putative protein hypothetical pro PEX11E AT3G61070 1.18 0.24 1.13 0.2977621 0.5479149 -5.90 FALSE
264002_at putative DnaJ protein  ;supported--- AT2G22360 1.19 0.25 1.13 0.2978053 0.5479501 -5.90 FALSE
252664_at putative protein several hypothet --- AT3G44080 -1.11 -0.15 -1.13 0.2978764 0.5480368 -5.90 FALSE
258277_at putative cytochrome P450 similarPAD3 AT3G26830 2.53 1.34 1.13 0.2979064 0.5480478 -5.90 TRUE
246653_at  putative protein clathrin assembl--- AT5G35200 1.14 0.19 1.13 0.2979846 0.5481033 -5.90 FALSE
247042_at putative protein similar to unknow--- AT5G67220 1.12 0.17 1.13 0.2979842 0.5481033 -5.90 FALSE
255197_x_acontains similarity to Oryza sativa--- --- 1.15 0.21 1.13 0.2980346 0.5481113 -5.90 FALSE
266698_at copia-like retroelement pol polyprSNF7.2 AT2G19830 -1.14 -0.19 -1.13 0.298037 0.5481113 -5.90 FALSE
259449_at hypothetical protein similar to put--- AT1G13800 -1.16 -0.22 -1.13 0.298168 0.5483079 -5.90 FALSE
245591_at hypothetical protein --- AT4G14530 1.11 0.14 1.13 0.2982086 0.5483384 -5.90 FALSE
251781_at  P-glycoprotein - like P-glycoprotePGP20 AT3G55320 1.14 0.19 1.13 0.2982414 0.5483546 -5.90 FALSE
266788_at putative receptor-like protein kina--- AT2G29000 -1.11 -0.14 -1.13 0.2983222 0.5484147 -5.90 FALSE
246840_at putative protein  ;supported by fu --- AT5G26610 -1.11 -0.15 -1.13 0.298318 0.5484147 -5.90 FALSE
255555_at putative protein transport factor  --- AT4G01810 1.16 0.21 1.13 0.2984353 0.5485784 -5.90 FALSE
249864_at putative protein similar to unknowATMGT10 AT5G22830 -1.11 -0.15 -1.13 0.2984889 0.5485885 -5.90 FALSE
249587_at  putative protein copper homeost --- AT5G37860 -1.11 -0.15 -1.13 0.2984824 0.5485885 -5.90 FALSE
257231_at DegP protease contains similarityDEGP12 AT3G16550 1.11 0.16 1.13 0.2985761 0.5487046 -5.90 FALSE
253725_at profilin 3  ;supported by full-lengt PRF4 AT4G29340 1.13 0.18 1.13 0.2986216 0.5487439 -5.90 FALSE
253922_at putative protein  ; supported by c VTC2 AT4G26850 1.22 0.29 1.13 0.2986913 0.5487836 -5.90 FALSE
266106_at putative microtubule-associated pATATG8E AT2G45170 1.23 0.30 1.13 0.2987635 0.5487836 -5.90 FALSE
253403_at  putative serine/threonine proteinAtAUR1 AT4G32830 1.16 0.22 1.13 0.2987178 0.5487836 -5.90 FALSE
262938_at hypothetical protein predicted by --- AT1G79540 -1.15 -0.20 -1.13 0.2987412 0.5487836 -5.90 FALSE
252966_at  putative protein various predicte --- AT4G38870 -1.15 -0.20 -1.13 0.2987543 0.5487836 -5.90 FALSE
265486_at unknown protein predicted by ge --- AT2G15560 -1.17 -0.23 -1.13 0.2988419 0.5488798 -5.90 FALSE
249091_at AtCLH2 (gb|AAF27046.1)  ; suppCLH2 AT5G43860 -1.14 -0.19 -1.13 0.298864 0.5488798 -5.90 FALSE
263742_at predicted protein --- AT2G20625 1.12 0.16 1.13 0.2990267 0.5489693 -5.90 FALSE
258834_at GTP cyclohydrolase I similar to G--- AT3G07270 -1.17 -0.22 -1.13 0.2989931 0.5489693 -5.90 FALSE
245058_at hypothetical protein predicted by --- AT2G39790 1.13 0.17 1.13 0.2990157 0.5489693 -5.90 FALSE



259506_at  protein phosphatase type 2C, pu--- AT1G43900 1.13 0.18 1.13 0.299033 0.5489693 -5.90 FALSE
249440_at  protein kinase -like protein proba--- AT5G40030 1.13 0.18 1.13 0.2989793 0.5489693 -5.90 FALSE
248466_at putative protein similar to unknowHVA22E AT5G50720 1.25 0.33 1.13 0.299091 0.5490315 -5.91 TRUE
253464_at putative protein  ; supported by fu--- AT4G32030 1.18 0.24 1.12 0.2992942 0.5492459 -5.91 FALSE
247403_at  putative protein hypersensitive-in--- AT5G62740 -1.13 -0.18 -1.12 0.2993183 0.5492459 -5.91 FALSE
250684_at zinc finger-like protein GIS2 AT5G06650 1.14 0.19 1.12 0.299316 0.5492459 -5.91 FALSE
262959_at  protein translation factor Sui1 ho--- AT1G54290 1.15 0.21 1.12 0.2992394 0.5492459 -5.91 FALSE
247923_at porin-like protein  ;supported by fVDAC4 AT5G57490 1.15 0.21 1.12 0.2993282 0.5492459 -5.91 FALSE
253150_at  putative protein predicted protein--- AT4G35660 1.10 0.14 1.12 0.299403 0.5492893 -5.91 FALSE
260550_at putative sterol dehydrogenase  ; --- AT2G43420 1.20 0.26 1.12 0.2993962 0.5492893 -5.91 FALSE
254304_at hypothetical protein  ; supported --- AT4G22270 1.17 0.22 1.12 0.2994241 0.5492893 -5.91 FALSE
262557_at  photosystem I subunit III precurs--- AT1G31330 // -1.14 -0.19 -1.12 0.2995066 0.5493964 -5.91 FALSE
256938_at  LEA protein, putative similar to LATECP31 AT3G22500 1.15 0.20 1.12 0.2995638 0.5494572 -5.91 FALSE
259089_at hypothetical protein similar to GB--- AT3G04960 -1.13 -0.18 -1.12 0.2996185 0.5495134 -5.91 FALSE
252697_at  nodulin - like protein nodulin-21, --- AT3G43660 -1.15 -0.20 -1.12 0.2997028 0.5496238 -5.91 FALSE
251730_at  N2,N2-dimethylguanosine tRNA --- AT3G56330 -1.17 -0.23 -1.12 0.2997826 0.549726 -5.91 FALSE
256566_at hypothetical protein --- AT3G19530 1.12 0.17 1.12 0.2998989 0.549895 -5.91 FALSE
245958_at  GNOM-like protein pattern-forma--- AT5G19610 1.12 0.17 1.12 0.2999238 0.5498965 -5.91 FALSE
249719_at Expressed protein ; supported by--- AT5G35735 1.45 0.54 1.12 0.3000237 0.5500354 -5.91 FALSE
255879_at  receptor-like kinase, putative sim--- AT1G67000 1.34 0.42 1.12 0.3000959 0.5500361 -5.91 TRUE
248540_at FRO1 and FRO2-like protein FRO8 AT5G50160 -1.11 -0.15 -1.12 0.3000964 0.5500361 -5.91 FALSE
263141_at hypothetical protein similar to unk--- AT1G65210 1.12 0.16 1.12 0.3000598 0.5500361 -5.91 FALSE
257597_at  protein kinase, putative similar to--- AT3G24790 1.12 0.16 1.12 0.3002613 0.5501712 -5.91 FALSE
264462_at  putative transcription factor similWLIM1 AT1G10200 -1.22 -0.29 -1.12 0.3002576 0.5501712 -5.91 FALSE
249338_at putative protein similar to unknowanac095 AT5G41090 1.10 0.14 1.12 0.3002515 0.5501712 -5.91 FALSE
247413_at NBS/LRR disease resistance pro--- AT5G63020 -1.17 -0.22 -1.12 0.3002666 0.5501712 -5.91 FALSE
252599_at  receptor-like protein kinase rece --- AT3G45390 1.18 0.24 1.12 0.3003415 0.5502379 -5.91 FALSE
266346_at putative homeodomain transcript ATHB17 AT2G01430 -1.17 -0.23 -1.12 0.3003513 0.5502379 -5.91 FALSE
265531_at hypothetical protein predicted by AtGRF6 AT2G06200 1.14 0.18 1.12 0.3004514 0.5503481 -5.91 FALSE
253071_at putative protein various predicted--- AT4G37880 1.13 0.18 1.12 0.3004597 0.5503481 -5.91 FALSE
255262_at  putative protein equilibrative nuc--- AT4G05140 1.13 0.17 1.12 0.3005549 0.5504569 -5.91 FALSE
250824_at putative protein contains similarit --- AT5G05200 -1.18 -0.24 -1.12 0.3005673 0.5504569 -5.91 FALSE
260828_at unknown protein --- AT1G06750 -1.13 -0.17 -1.12 0.3006014 0.5504751 -5.91 FALSE
245533_at putative phosphocholine cytidylylCCT2 AT4G15130 1.38 0.46 1.12 0.3006548 0.5504845 -5.91 FALSE
248154_at putative protein strong similarity t--- AT5G54400 1.61 0.69 1.12 0.3006358 0.5504845 -5.91 FALSE



264522_at  putative xylan endohydrolase sim--- AT1G10050 -1.16 -0.22 -1.12 0.3009614 0.5509575 -5.91 FALSE
267398_at putative glucanase AtGH9B11 AT2G44560 1.15 0.21 1.12 0.3009375 0.5509575 -5.91 FALSE
265701_at unknown protein related to uncha--- AT2G03460 1.12 0.17 1.12 0.3010213 0.5510229 -5.91 FALSE
251620_at  putative protein hypothetical pro --- AT3G58060 1.17 0.23 1.12 0.3010626 0.5510542 -5.91 FALSE
266459_at unknown protein supported by fu --- AT2G47970 1.13 0.18 1.12 0.3011015 0.5510812 -5.91 FALSE
258038_at unknown protein  ;supported by f --- AT3G21260 -1.25 -0.32 -1.12 0.3011427 0.5511124 -5.91 FALSE
251899_at  nucleoid DNA-binding - like prote--- AT3G54400 -1.85 -0.89 -1.12 0.3012999 0.5512208 -5.91 TRUE
256747_at unknown protein similar to CW14--- AT3G29180 -1.15 -0.20 -1.12 0.3012807 0.5512208 -5.91 FALSE
258265_at  putative beta-1,3-glucanase prec--- AT3G15800 1.14 0.19 1.12 0.3012277 0.5512208 -5.91 FALSE
264791_at predicted protein --- AT2G17845 -1.11 -0.15 -1.12 0.3013228 0.5512208 -5.91 FALSE
266160_at hypothetical protein ATCHX8 AT2G28180 1.17 0.22 1.12 0.3012848 0.5512208 -5.91 FALSE
248619_at amino acid permease 6 (emb CAAAP6 AT5G49630 -1.19 -0.25 -1.12 0.3014572 0.5514225 -5.91 FALSE
253278_at  receptor protein kinase - like pro --- AT4G34220 -1.51 -0.59 -1.12 0.3016305 0.5515184 -5.91 FALSE
254240_at Expressed protein ; supported bySP1L5 AT4G23496 1.13 0.18 1.12 0.3016138 0.5515184 -5.91 FALSE
251430_at  putative protein hypothetical pro --- AT3G60110 1.15 0.20 1.12 0.3016147 0.5515184 -5.91 FALSE
262436_at  En/Spm-like transposon protein, --- AT1G47610 -1.28 -0.35 -1.12 0.3015649 0.5515184 -5.91 FALSE
250064_at  disease resistance protein - like DAR4 AT5G17890 -1.18 -0.24 -1.12 0.3016014 0.5515184 -5.91 FALSE
265796_at Expressed protein ; supported by--- AT2G35730 1.99 0.99 1.12 0.3017419 0.5516473 -5.91 FALSE
250908_at  GT2 -like protein GT2, Arabidop PTL AT5G03680 1.13 0.17 1.12 0.3017494 0.5516473 -5.91 FALSE
266116_at unknown protein  ;supported by f TOM3 AT2G02180 1.18 0.24 1.12 0.3019444 0.5517836 -5.91 FALSE
255258_at contains similarity to Arabidopsis --- AT4G05060 1.15 0.20 1.12 0.3019412 0.5517836 -5.91 FALSE
248498_at selenium-binding protein-like --- AT5G50390 -1.13 -0.18 -1.12 0.3019173 0.5517836 -5.91 FALSE
251674_at hypothetical protein --- AT3G57250 1.13 0.18 1.12 0.3019441 0.5517836 -5.91 FALSE
262691_at TPR-repeat protein contains mult--- AT1G62740 1.19 0.25 1.12 0.3019449 0.5517836 -5.91 FALSE
264170_at hypothetical protein --- AT1G02260 1.14 0.19 1.12 0.3020122 0.5518624 -5.91 FALSE
260654_at hypothetical protein predicted by --- AT1G19290 -1.18 -0.24 -1.12 0.3021111 0.5519127 -5.91 FALSE
253563_at  putative protein predicted protein--- AT4G31150 -1.18 -0.24 -1.12 0.3021123 0.5519127 -5.91 FALSE
260609_at putative receptor protein kinase --- AT2G43690 1.13 0.17 1.12 0.302082 0.5519127 -5.91 FALSE
248928_at Rac-like gtp binding protein ARA ARAC2 AT5G45970 1.10 0.14 1.12 0.3022083 0.5520438 -5.91 FALSE
256445_at hypothetical protein predicted by --- AT3G11160 1.14 0.19 1.12 0.3022474 0.5520711 -5.91 FALSE
256214_x_ahypothetical protein predicted by --- AT1G51000 1.13 0.18 1.12 0.3022935 0.5520856 -5.91 FALSE
261400_at  protein phosphatase-2C, putativ --- AT1G79630 -1.20 -0.27 -1.12 0.302328 0.5520856 -5.91 FALSE
266820_at putative AP2 domain transcription--- AT2G44940 -1.40 -0.49 -1.12 0.3023119 0.5520856 -5.91 FALSE
245868_at hypothetical protein CAT2 AT1G58030 -1.16 -0.22 -1.12 0.3024227 0.5522143 -5.91 FALSE
249952_at  putative protein predicted protein--- AT5G18950 -1.15 -0.20 -1.12 0.3024966 0.5523051 -5.91 FALSE



260502_at  putative Tub family protein contaAtTLP6 AT1G47270 -1.15 -0.20 -1.12 0.3025236 0.5523102 -5.91 FALSE
248060_at putative protein contains similarit --- AT5G55560 1.14 0.18 1.12 0.3025614 0.552335 -5.91 TRUE
254876_at  putative phosphoribosylanthranil--- AT4G11610 1.17 0.23 1.12 0.3026 0.5523613 -5.91 FALSE
254725_at  putative protein various predicte --- AT4G13650 -1.16 -0.21 -1.12 0.3026761 0.552456 -5.91 FALSE
249696_at copia-like retrotransposable elem--- --- -1.11 -0.15 -1.12 0.3027698 0.5525827 -5.91 FALSE
248752_at unknown protein --- AT5G47600 1.12 0.17 1.12 0.3028528 0.55269 -5.92 FALSE
245661_at  purine permease, putative similaATPUP3 AT1G28220 1.15 0.20 1.12 0.3029263 0.5526915 -5.92 FALSE
258053_at unknown protein similar to CGI-1 --- AT3G16230 1.11 0.15 1.12 0.3028885 0.5526915 -5.92 FALSE
248483_at putative protein contains similarit --- AT5G50990 -1.19 -0.25 -1.12 0.3029203 0.5526915 -5.92 FALSE
248445_at unknown protein  ;supported by f --- AT5G51170 -1.17 -0.23 -1.12 0.3029975 0.5527772 -5.92 FALSE
258196_at hypothetical protein predicted by --- AT3G13980 1.47 0.55 1.11 0.3031134 0.5527879 -5.92 FALSE
259241_at unknown protein similar to unkno--- AT3G33530 -1.11 -0.15 -1.11 0.3031558 0.5527879 -5.92 FALSE
256760_at  SKP1/ASK1 (At15), putative simASK15 AT3G25650 1.10 0.14 1.11 0.303173 0.5527879 -5.92 FALSE
251171_at putative protein several hypothet --- AT3G63220 1.11 0.15 1.11 0.3031089 0.5527879 -5.92 FALSE
252109_at  putative protein mucin 5AC, Hom--- AT3G51540 1.32 0.41 1.12 0.30303 0.5527879 -5.92 FALSE
264091_at hypothetical protein predicted by --- AT1G79110 -1.35 -0.43 -1.11 0.3031421 0.5527879 -5.92 FALSE
263523_at hypothetical protein predicted by --- --- -1.12 -0.16 -1.11 0.3031165 0.5527879 -5.92 FALSE
255506_at  predicted glycosyl transferase si GATL6 AT4G02130 -1.29 -0.37 -1.11 0.3032598 0.5529019 -5.92 TRUE
263671_at hypothetical protein predicted by --- AT2G04830 1.13 0.17 1.11 0.3033044 0.552939 -5.92 FALSE
245727_at hypothetical protein contains sim --- AT1G73350 -1.16 -0.21 -1.11 0.3033696 0.5530138 -5.92 FALSE
246039_at  putative protein serine-arginine-r--- AT5G19480 1.12 0.17 1.11 0.3035249 0.5532525 -5.92 FALSE
250455_at unknown protein  ; supported by PROPEP4 AT5G09980 1.20 0.26 1.11 0.3036475 0.5533434 -5.92 FALSE
254242_at  serine /threonine kinase - like pr --- AT4G23200 1.51 0.60 1.11 0.3036101 0.5533434 -5.92 FALSE
265379_at similar to late embryogenesis abu--- AT2G18340 1.12 0.16 1.11 0.3036438 0.5533434 -5.92 FALSE
245423_at putative protein --- AT4G17483 1.16 0.21 1.11 0.3036723 0.5533444 -5.92 FALSE
254474_at  putative protein predicted protein--- AT4G20390 1.20 0.26 1.11 0.3037806 0.5534534 -5.92 FALSE
253350_at hypothetical protein --- AT4G33690 -1.12 -0.17 -1.11 0.3037663 0.5534534 -5.92 FALSE
266480_at unknown protein  ; supported by --- AT2G31130 -1.11 -0.16 -1.11 0.3039129 0.5536485 -5.92 TRUE
257825_at  protein kinase, putative contains --- AT3G26700 1.14 0.19 1.11 0.3039363 0.5536485 -5.92 TRUE
254886_at  putative protein bp4A protein, BrLCR17 AT4G11760 1.14 0.19 1.11 0.3040344 0.5537831 -5.92 FALSE
259858_at putative receptor kinase similar to--- AT1G68400 1.27 0.34 1.11 0.3042036 0.5540469 -5.92 TRUE
267604_at hypothetical protein predicted by ZFN2 AT2G32930 1.29 0.37 1.11 0.3042541 0.5540947 -5.92 FALSE
265786_at putative replication protein A1 --- --- -1.10 -0.14 -1.11 0.3042946 0.5541241 -5.92 FALSE
245324_at lactate dehydrogenase (LDH1) ;s--- AT4G17260 1.35 0.44 1.11 0.3044585 0.554359 -5.92 FALSE
245965_at  pectin methylesterase-like protei--- AT5G19730 1.26 0.33 1.11 0.3044721 0.554359 -5.92 FALSE



261553_at hypothetical protein --- AT1G63420 -1.15 -0.21 -1.11 0.3045546 0.5543765 -5.92 FALSE
262048_at  cytochrome c oxidase subunit, p --- AT1G80230 1.15 0.20 1.11 0.3045128 0.5543765 -5.92 FALSE
254768_at hypothetical protein --- AT4G13320 1.15 0.20 1.11 0.3045366 0.5543765 -5.92 FALSE
250038_at  disease resistance protein -like d--- AT5G18360 1.20 0.26 1.11 0.3046215 0.5543801 -5.92 FALSE
266653_at hypothetical protein predicted by --- AT2G25740 -1.15 -0.20 -1.11 0.3046296 0.5543801 -5.92 FALSE
248480_at ATP-dependent Clp protease AT CLPC1 AT5G50920 -1.13 -0.17 -1.11 0.3046109 0.5543801 -5.92 FALSE
266167_at unknown protein  ;supported by f YLS5 AT2G38860 1.54 0.62 1.11 0.304752 0.5545145 -5.92 TRUE
248349_at progesterone-binding protein-likeMSBP1 AT5G52240 1.19 0.25 1.11 0.3047373 0.5545145 -5.92 FALSE
261760_at hypothetical protein similar to put--- AT1G15600 1.19 0.25 1.11 0.304791 0.5545411 -5.92 FALSE
254950_at putative protein  ;supported by fu --- AT4G10810 -1.11 -0.15 -1.11 0.3048835 0.5546653 -5.92 FALSE
262810_at putative salt-inducible protein sim--- AT1G11710 -1.21 -0.28 -1.11 0.3049229 0.5546927 -5.92 FALSE
267565_at putative cytochrome P450 CYP71A12 AT2G30750 1.69 0.75 1.11 0.304989 0.5547102 -5.92 TRUE
262846_at  endomembrane protein, putative--- AT1G14670 1.14 0.19 1.11 0.3050055 0.5547102 -5.92 FALSE
255395_at hypothetical protein --- --- -1.12 -0.16 -1.11 0.3049691 0.5547102 -5.92 FALSE
265451_at unknown protein --- AT2G46490 1.11 0.15 1.11 0.3051406 0.5547993 -5.92 FALSE
263480_at putative root iron transporter protZIP7 AT2G04032 1.15 0.21 1.11 0.3051344 0.5547993 -5.92 FALSE
250708_at Expressed protein ; supported byRBE AT5G06070 1.12 0.17 1.11 0.3051113 0.5547993 -5.92 FALSE
264347_at putative extensin strong similarityLRX1 AT1G12040 1.10 0.14 1.11 0.3051518 0.5547993 -5.92 FALSE
254871_at  Srw1 -like protein WD repeat proCCS52A2 AT4G11920 -1.10 -0.14 -1.11 0.3052043 0.5548506 -5.92 FALSE
257941_at putative UDP-glucose glucosyltraUGT71B8 AT3G21800 1.12 0.17 1.11 0.3052717 0.5549288 -5.92 FALSE
262316_at pale cress protein identical to GBPAC AT2G48120 -1.20 -0.27 -1.11 0.3053011 0.5549381 -5.92 FALSE
249255_at Na+/H+ antiporter-like protein CHX18 AT5G41610 -1.16 -0.21 -1.11 0.305375 0.5550282 -5.92 FALSE
258251_at unknown protein  ; supported by --- AT3G15810 1.14 0.19 1.11 0.3054018 0.5550327 -5.92 FALSE
266379_at  1,4-beta-xylan endohydrolase   --- AT2G14690 1.14 0.19 1.11 0.3055101 0.5551852 -5.92 FALSE
245139_at putative AT-hook DNA-binding pr--- AT2G45430 1.14 0.19 1.11 0.3055553 0.5552232 -5.92 FALSE
252670_at dnaJ protein homolog atj3  ;supp ATJ3 AT3G44110 1.16 0.22 1.11 0.3056234 0.5553027 -5.92 FALSE
246756_at  protein phosphatase - like protei --- AT5G27930 -1.17 -0.23 -1.11 0.305682 0.5553649 -5.92 FALSE
260147_at putative oxidoreductase similar to--- AT1G52790 -1.12 -0.17 -1.11 0.3057688 0.5554783 -5.92 FALSE
259398_at hypothetical protein predicted by PRA1.F1 AT1G17700 1.45 0.54 1.11 0.3058004 0.5554915 -5.92 FALSE
260927_at hypothetical protein predicted by CAT9 AT1G05940 -1.16 -0.22 -1.11 0.3058755 0.5555836 -5.92 FALSE
252742_at  putative protein glyceraldehyde- --- AT3G43290 1.17 0.23 1.11 0.3059245 0.5555843 -5.92 FALSE
261871_at similar to serine/threonine protein--- AT1G11440 -1.16 -0.21 -1.11 0.3059186 0.5555843 -5.92 FALSE
247784_at subtilisin-like serine protease con--- AT5G58810 1.12 0.17 1.11 0.3060032 0.5556828 -5.92 FALSE
264197_at unknown protein Similar to hypot ATSAC1 AT1G22620 -1.11 -0.15 -1.11 0.3060601 0.5557419 -5.92 FALSE
265766_at unknown protein --- AT2G48080 1.18 0.24 1.11 0.3061181 0.5558031 -5.92 FALSE



249478_at  germin - like protein GLP6 germ --- AT5G38950 1.13 0.18 1.11 0.3061518 0.55582 -5.92 FALSE
267204_at putative blue copper-binding prot --- AT2G31050 1.14 0.19 1.11 0.3062434 0.5559257 -5.92 FALSE
263484_at putative presenilin --- AT2G29900 -1.11 -0.15 -1.11 0.3062588 0.5559257 -5.92 FALSE
247858_at similar to unknown protein (pir||T TTL AT5G58220 -1.15 -0.20 -1.11 0.3062861 0.5559311 -5.92 FALSE
256256_at unknown protein ; supported by f --- AT3G11230 1.14 0.19 1.11 0.3063542 0.5560105 -5.92 FALSE
245872_at hypothetical protein contains sim --- AT1G26300 -1.14 -0.18 -1.11 0.3064042 0.556057 -5.92 FALSE
264809_at superoxidase dismutase identica CSD1 AT1G08830 1.51 0.59 1.11 0.3064684 0.5561293 -5.92 FALSE
254118_at  DNA polymerase III like protein D--- AT4G24790 -1.12 -0.16 -1.11 0.3065439 0.556222 -5.92 FALSE
250267_at putative protein predicted protein --- AT5G12930 1.67 0.74 1.11 0.3066268 0.5562654 -5.93 TRUE
266204_at hypothetical protein predicted by --- AT2G02410 -1.19 -0.25 -1.11 0.3067059 0.5562654 -5.93 FALSE
246416_at  putative protein predicted protein--- AT5G16920 1.13 0.18 1.11 0.3066698 0.5562654 -5.93 FALSE
262122_at  polygalacturonase, putative simi PGA4 AT1G02790 1.14 0.19 1.11 0.3067142 0.5562654 -5.93 FALSE
260658_at hypothetical protein predicted by --- AT1G19410 1.16 0.21 1.11 0.3066412 0.5562654 -5.93 FALSE
248602_s_aMADS-box protein-like --- AT5G38620 // 1.11 0.15 1.11 0.3066179 0.5562654 -5.92 FALSE
263888_at unknown protein --- AT2G37000 1.18 0.24 1.11 0.3067741 0.5563299 -5.93 FALSE
250175_at  putative protein CGI-67, Homo s--- AT5G14390 -1.26 -0.33 -1.11 0.3068239 0.556376 -5.93 FALSE
260185_at hypothetical protein similar to hyp--- AT1G36030 1.10 0.14 1.11 0.3068893 0.5564504 -5.93 FALSE
263984_at hypothetical protein predicted by --- AT2G42670 -1.14 -0.18 -1.10 0.3071146 0.5564626 -5.93 FALSE
262472_at hypothetical protein similar to put--- AT1G50160 1.13 0.17 1.10 0.3070999 0.5564626 -5.93 FALSE
265135_at unknown protein similar to unkno--- AT1G51270 1.13 0.18 1.11 0.3070434 0.5564626 -5.93 FALSE
266740_at hypothetical protein predicted by --- AT2G46840 1.14 0.19 1.11 0.3069421 0.5564626 -5.93 FALSE
249413_at  ras - related GTP binding proteinAtRABG1 AT5G39620 1.12 0.16 1.11 0.3070714 0.5564626 -5.93 FALSE
254988_at  putative protein Ran GTPase ac GTC2 AT4G10670 1.14 0.18 1.11 0.3069781 0.5564626 -5.93 FALSE
252917_at  putative zinc finger protein zinc f --- AT4G38960 1.19 0.25 1.11 0.306966 0.5564626 -5.93 FALSE
266499_at hypothetical protein predicted by --- --- 1.19 0.25 1.11 0.3070574 0.5564626 -5.93 FALSE
264530_at hypothetical protein --- AT1G30780 -1.16 -0.22 -1.10 0.3071157 0.5564626 -5.93 FALSE
249791_at amino acid transporter  ; supporteAAP7 AT5G23810 -1.23 -0.30 -1.10 0.3071757 0.5565273 -5.93 FALSE
250047_at  BCS1 - like protein h-bcs1, Hom--- AT5G17730 1.15 0.21 1.10 0.3072582 0.5565566 -5.93 FALSE
249260_at Pto kinase interactor 1-like protei --- AT5G41680 1.14 0.19 1.10 0.307258 0.5565566 -5.93 FALSE
246412_at  phosphoglucomutase-like protein--- AT5G17530 -1.24 -0.31 -1.10 0.3072651 0.5565566 -5.93 FALSE
247327_at peroxidase (emb|CAA67551.1)  ; --- AT5G64120 1.74 0.80 1.10 0.3073486 0.5566637 -5.93 TRUE
262447_at hypothetical protein contains sim --- AT1G49250 1.13 0.17 1.10 0.3075255 0.5569398 -5.93 FALSE
253023_at hypothetical protein --- AT4G38070 1.18 0.24 1.10 0.3075721 0.55698 -5.93 FALSE
255246_at  putative protein hypothetical pro --- --- 1.16 0.21 1.10 0.3076922 0.5571533 -5.93 FALSE
258345_at unknown protein --- AT3G22845 -1.12 -0.17 -1.10 0.3079413 0.5572505 -5.93 FALSE



252395_at  H+-transporting ATPase - like prAHA4 AT3G47950 -1.21 -0.28 -1.10 0.3078029 0.5572505 -5.93 FALSE
262792_at hypothetical protein predicted by --- AT1G10710 1.13 0.18 1.10 0.3078687 0.5572505 -5.93 FALSE
249733_at 6-phosphogluconolactonase-like emb2024 AT5G24400 -1.13 -0.18 -1.10 0.3077852 0.5572505 -5.93 FALSE
261064_at unknown protein ftsh10 AT1G07510 1.16 0.22 1.10 0.3079179 0.5572505 -5.93 FALSE
260226_at hypothetical protein predicted by MIF1 AT1G74660 -1.16 -0.22 -1.10 0.3078252 0.5572505 -5.93 FALSE
267303_at hookless1-like protein --- AT2G30090 -1.10 -0.13 -1.10 0.3079062 0.5572505 -5.93 FALSE
254220_at putative protein Arabidopsis hypo--- AT4G23780 1.12 0.16 1.10 0.3078589 0.5572505 -5.93 FALSE
245915_s_a tubulin alpha-5 chain-like proteinTUA3 AT5G19770 // -1.14 -0.18 -1.10 0.3080948 0.5573616 -5.93 TRUE
251930_at putative protein several hypothet ATRBL4 AT3G53780 1.16 0.22 1.10 0.3081052 0.5573616 -5.93 FALSE
250519_at GDSL-motif lipase/acylhydrolase --- AT5G08460 1.15 0.20 1.10 0.3081982 0.5573616 -5.93 FALSE
261384_at hypothetical protein predicted by --- AT1G05440 1.13 0.18 1.10 0.3081387 0.5573616 -5.93 FALSE
266444_at putative extensin --- AT2G43150 -1.17 -0.22 -1.10 0.3081495 0.5573616 -5.93 FALSE
261444_at hypothetical protein predicted by SYP61 AT1G28490 -1.13 -0.17 -1.10 0.3080954 0.5573616 -5.93 FALSE
254920_at  putative protein 24 kDa seed maBTI2 AT4G11220 1.16 0.21 1.10 0.308102 0.5573616 -5.93 FALSE
255308_at  putative component of vesicle-mNSF AT4G04910 -1.15 -0.21 -1.10 0.3081951 0.5573616 -5.93 FALSE
259911_at putative cinnamyl-alcohol dehydrCAD1 AT1G72680 1.20 0.27 1.10 0.3082872 0.5574341 -5.93 TRUE
254314_at  extensin - like protein hybrid pro --- AT4G22470 2.36 1.24 1.10 0.3082868 0.5574341 -5.93 FALSE
252594_at  putative transporter protein pept --- AT3G45680 1.24 0.30 1.10 0.3083316 0.5574702 -5.93 FALSE
263060_s_ahypothetical protein --- AT2G07679 // 1.20 0.26 1.10 0.3083681 0.5574921 -5.93 FALSE
249323_at unknown protein FLA20 AT5G40940 1.13 0.18 1.10 0.308404 0.5575127 -5.93 FALSE
265467_at putative receptor-like protein kina--- AT2G37050 -1.20 -0.27 -1.10 0.3084968 0.5575699 -5.93 FALSE
257160_at hypothetical protein predicted by --- --- 1.21 0.27 1.10 0.3084631 0.5575699 -5.93 FALSE
264785_at putative non-LTR retroelement re--- --- 1.13 0.18 1.10 0.308509 0.5575699 -5.93 FALSE
246540_at  nitrilase associated protein-like nSP1L4 AT5G15600 -1.20 -0.26 -1.10 0.3085353 0.5575733 -5.93 FALSE
252170_at hypothetical protein  ; supported HR4 AT3G26560 // 1.17 0.22 1.10 0.308598 0.5576425 -5.93 FALSE
246714_at  putative protein predicted protein--- AT5G28220 1.11 0.15 1.10 0.3086909 0.5577661 -5.93 FALSE
250131_at unknown protein  ; supported by --- AT5G16550 -1.22 -0.28 -1.10 0.3087237 0.5577812 -5.93 FALSE
264321_at unknown protein Contains similar--- AT1G04200 1.19 0.25 1.10 0.308795 0.5578659 -5.93 TRUE
262421_at hypothetical protein predicted by --- AT1G50290 -1.20 -0.26 -1.10 0.3090285 0.5581992 -5.93 FALSE
255613_at putative RING zinc finger protein --- AT4G01270 -1.15 -0.21 -1.10 0.3090067 0.5581992 -5.93 FALSE
261199_at unknown protein --- AT1G12950 1.11 0.15 1.10 0.3091969 0.5584591 -5.93 FALSE
AFFX-BioDnE. coli /GEN=bioD /DB_XREF=gb--- --- 1.33 0.42 1.10 0.30928 0.5585651 -5.93 FALSE
256158_at hypothetical protein contains sim ATPSK1 AT1G13590 1.12 0.17 1.10 0.3093469 0.5586416 -5.93 FALSE
262444_at hypothetical protein similar to put--- AT1G47480 1.26 0.33 1.10 0.3094167 0.5587234 -5.93 FALSE
254238_at  putative protein probable membr--- AT4G23540 1.17 0.23 1.10 0.3096743 0.5591002 -5.93 FALSE



259784_at  auxin-induced protein, putative s--- AT1G29450 -1.30 -0.38 -1.10 0.3096499 0.5591002 -5.93 FALSE
262128_at  late embryogenesis-abundant pr--- AT1G52690 2.16 1.11 1.10 0.3097157 0.5591306 -5.93 FALSE
251494_at  protein kinase-like protein Pto ki --- AT3G59350 1.34 0.43 1.10 0.3098055 0.5592484 -5.93 TRUE
262647_at  putative growth regulator protein--- AT1G14020 1.20 0.26 1.10 0.3098552 0.5592939 -5.93 FALSE
256930_at  O-acetylserine(thiol) lyase, putatOASA2 AT3G22460 1.16 0.22 1.10 0.3100417 0.5595862 -5.93 TRUE
248780_at 4-nitrophenylphosphatase-like pr ATPGLP2 AT5G47760 1.13 0.18 1.10 0.310081 0.5596129 -5.93 FALSE
266503_at unknown protein --- AT2G47780 -1.29 -0.37 -1.10 0.3102832 0.5597468 -5.93 TRUE
263009_at hypothetical protein contains sim NHX5 AT1G54370 -1.12 -0.17 -1.10 0.3103282 0.5597468 -5.93 FALSE
255637_at hypothetical protein --- AT4G00750 -1.20 -0.27 -1.10 0.3103037 0.5597468 -5.93 FALSE
251489_at putative protein putative proteins --- AT3G59460 1.15 0.20 1.10 0.3103488 0.5597468 -5.93 FALSE
265801_at fertilization-independent seed 2 pFIS2 AT2G35670 1.13 0.18 1.10 0.3103365 0.5597468 -5.93 FALSE
255629_at stress-induced protein OZI1 precATOZI1 AT4G00860 1.21 0.28 1.10 0.3103234 0.5597468 -5.93 FALSE
257822_at  rotamase FKBP (ROF1) identicaROF1 AT3G25230 1.37 0.46 1.10 0.3102766 0.5597468 -5.93 FALSE
252580_at putative protein putative proteins --- AT3G45490 1.12 0.16 1.10 0.3103515 0.5597468 -5.93 FALSE
264962_at  auxin transport protein EIR1, putPIN6 AT1G77110 1.18 0.24 1.10 0.3104246 0.5598343 -5.93 FALSE
267253_at putative serine carboxypeptidase--- AT2G22960 1.11 0.15 1.10 0.3105516 0.5599222 -5.94 FALSE
264937_at hypothetical protein contains sim SCPL32 AT1G61130 1.13 0.18 1.10 0.3105715 0.5599222 -5.94 FALSE
249196_at unknown protein  supported by fu--- AT5G42560 1.13 0.18 1.10 0.3105252 0.5599222 -5.94 FALSE
263734_at  permease, putative similar to pe NAT7 AT1G60030 1.19 0.25 1.10 0.310561 0.5599222 -5.94 FALSE
262576_at  unknown protein ESTs gb|R9032--- AT1G15280 -1.11 -0.15 -1.10 0.3106614 0.5600185 -5.94 FALSE
265856_at hypothetical protein predicted by LBD16 AT2G42430 -1.19 -0.25 -1.10 0.310674 0.5600185 -5.94 FALSE
248666_at cyclin C-like protein  ;supported b--- AT5G48630 -1.17 -0.23 -1.10 0.3107001 0.5600213 -5.94 FALSE
248273_at putative protein contains similarit --- AT5G53500 -1.26 -0.33 -1.10 0.3111342 0.5600346 -5.94 TRUE
254051_at putative protein other Arabidopsis--- AT4G25270 1.13 0.18 1.10 0.3110541 0.5600346 -5.94 FALSE
251860_at  Gluthatione reductase, chloroplaGR AT3G54660 -1.10 -0.14 -1.10 0.3111027 0.5600346 -5.94 FALSE
257621_at calmodulin-domain protein kinaseCPK9 AT3G20410 1.26 0.33 1.10 0.3111169 0.5600346 -5.94 FALSE
245881_at putative protein --- AT5G09460 // -1.21 -0.28 -1.09 0.3111746 0.5600346 -5.94 FALSE
260840_at hypothetical protein similar to hyp--- AT1G29050 1.17 0.22 1.10 0.3107637 0.5600346 -5.94 FALSE
254801_at  endoxyloglucan transferase-like --- AT4G13080 1.10 0.14 1.09 0.3112476 0.5600346 -5.94 FALSE
253819_at  receptor protein kinase like prote--- AT4G28350 1.89 0.91 1.10 0.3109199 0.5600346 -5.94 FALSE
267564_at putative protein kinase contains a--- AT2G30740 1.15 0.20 1.10 0.3109309 0.5600346 -5.94 FALSE
259689_x_aunknown protein --- AT1G63130 -1.24 -0.31 -1.09 0.3112348 0.5600346 -5.94 FALSE
250765_at unknown protein  ;supported by f --- AT5G05930 1.20 0.27 1.10 0.3109114 0.5600346 -5.94 FALSE
251826_at  ABC transporter - like protein AT--- AT3G55110 1.15 0.20 1.10 0.3110245 0.5600346 -5.94 FALSE
254786_at  putative protein gamma-interfero--- AT4G12890 1.14 0.19 1.10 0.3109317 0.5600346 -5.94 FALSE



264272_at hypothetical protein contains sim ANAC023 AT1G60280 1.11 0.15 1.10 0.3107757 0.5600346 -5.94 FALSE
257673_at  unknown protein similar to GB:B --- AT3G20370 1.17 0.22 1.09 0.3112014 0.5600346 -5.94 FALSE
267255_at putative Ca2+-ATPase --- AT2G22950 1.17 0.23 1.10 0.3110731 0.5600346 -5.94 FALSE
246875_at  pathogenesis-related protein - lik--- AT5G26130 1.13 0.17 1.10 0.3110741 0.5600346 -5.94 FALSE
263688_at  unknown protein Location of EST--- AT1G26920 -1.50 -0.59 -1.10 0.3108574 0.5600346 -5.94 FALSE
259699_at hypothetical protein predicted by --- AT1G68940 1.11 0.15 1.10 0.3109622 0.5600346 -5.94 FALSE
247096_at S-adenosyl-L-methionine:salicylic--- AT5G66430 -1.10 -0.13 -1.10 0.3110146 0.5600346 -5.94 FALSE
251999_at  hypothetical protein teichoic acid--- AT3G52700 1.12 0.16 1.09 0.3111568 0.5600346 -5.94 FALSE
249562_at disease resistance protein-like --- AT5G38350 -1.13 -0.18 -1.10 0.3108219 0.5600346 -5.94 FALSE
251597_at  protein kinase - like protein wall- --- AT3G57750 1.31 0.39 1.09 0.311316 0.5601135 -5.94 FALSE
265743_s_aEn/Spm-like transposon protein r --- --- 1.11 0.15 1.09 0.3113557 0.5601406 -5.94 FALSE
264064_at hypothetical protein predicted by --- AT2G27900 1.12 0.17 1.09 0.3114097 0.5601936 -5.94 FALSE
246619_at transmembrane protein FT27/PF --- AT5G36290 -1.11 -0.15 -1.09 0.3114365 0.5601976 -5.94 FALSE
251638_at  40S ribosomal protein S2 homol --- AT3G57490 -1.28 -0.36 -1.09 0.3114821 0.5602354 -5.94 FALSE
263202_at  putative inositol 1,4,5-trisphosph5PTASE13 AT1G05630 1.35 0.44 1.09 0.3115186 0.560257 -5.94 FALSE
255748_at hypothetical protein predicted by --- AT1G32000 1.10 0.14 1.09 0.3116044 0.5603671 -5.94 FALSE
267186_at unknown protein  ; supported by --- AT2G44090 1.13 0.17 1.09 0.3116641 0.5604074 -5.94 FALSE
250605_at glycine/proline-rich protein flagell --- AT5G07570 1.15 0.20 1.09 0.3116759 0.5604074 -5.94 FALSE
259580_at  oxidoreductase, putative contain--- AT1G28030 1.17 0.22 1.09 0.3117047 0.560415 -5.94 FALSE
261786_at  cyclic nucleotide and calmodulinATCNGC7 AT1G15990 1.13 0.17 1.09 0.3120479 0.5609118 -5.94 FALSE
252696_at  hypothetical protein predicted tra--- --- 1.10 0.14 1.09 0.3120145 0.5609118 -5.94 FALSE
245457_s_adisease resistance RPP5 like pro--- AT4G16940 // 1.13 0.18 1.09 0.3120548 0.5609118 -5.94 FALSE
248470_at unknown protein --- AT5G50830 1.13 0.18 1.09 0.3122014 0.5611311 -5.94 FALSE
265424_at putative sugar transporter --- AT2G20780 1.15 0.20 1.09 0.3122284 0.5611353 -5.94 FALSE
249225_at TMV resistance protein-like --- AT5G42140 1.21 0.28 1.09 0.3123685 0.5613429 -5.94 FALSE
259877_at unknown protein C-terminal porti SDG26 AT1G76710 -1.17 -0.22 -1.09 0.3125249 0.5615797 -5.94 FALSE
259972_at  unknown protein N-term similar tCUC3 AT1G76420 -1.22 -0.28 -1.09 0.3125849 0.5616433 -5.94 FALSE
262763_at hypothetical protein --- AT1G28690 -1.18 -0.24 -1.09 0.3126283 0.5616771 -5.94 FALSE
256665_at hypothetical protein predicted by --- AT3G20700 -1.17 -0.23 -1.09 0.3126767 0.5617198 -5.94 FALSE
259440_at hypothetical protein predicted by BPS1 AT1G01550 1.12 0.17 1.09 0.3127061 0.5617283 -5.94 FALSE
265637_at unknown protein ATCOAE AT2G27490 -1.13 -0.18 -1.09 0.3127618 0.5617585 -5.94 FALSE
253231_at  Nonclathrin coat protein gamma --- AT4G34450 -1.14 -0.19 -1.09 0.3127722 0.5617585 -5.94 FALSE
246121_at  putative protein motif in PGPS/D--- AT5G20370 1.14 0.19 1.09 0.3128183 0.5617972 -5.94 FALSE
265440_at pEARLI 4 protein Same as GB: LpEARLI4 AT2G20960 1.25 0.33 1.09 0.3129464 0.561806 -5.94 FALSE
262900_at hypothetical protein contains sim SNL5 AT1G59890 1.16 0.21 1.09 0.3128889 0.561806 -5.94 FALSE



248551_at putative protein similar to unknowWR3 AT5G50200 1.42 0.51 1.09 0.3129 0.561806 -5.94 FALSE
259386_at hypothetical protein contains sim NUB AT1G13400 1.14 0.19 1.09 0.3128794 0.561806 -5.94 FALSE
250631_at  pectin methyl-esterase-like prote--- AT5G07430 1.11 0.15 1.09 0.3129344 0.561806 -5.94 FALSE
256033_at  UDP-glucose glucosyltransferas UGT71C4 AT1G07250 1.13 0.17 1.09 0.3130238 0.5618566 -5.94 FALSE
248584_at putative protein similar to unknow--- AT5G49960 -1.21 -0.28 -1.09 0.3130195 0.5618566 -5.94 FALSE
246828_at  putative protein hypothetical pro --- --- -1.13 -0.17 -1.09 0.3130747 0.5619037 -5.94 FALSE
252225_at  ADP-RIBOSYLATION FACTOR ATARLA1CAT3G49870 -1.12 -0.16 -1.09 0.3131122 0.5619268 -5.94 FALSE
260936_at hypothetical protein predicted by --- AT1G45150 1.14 0.19 1.09 0.3131828 0.5620093 -5.94 FALSE
258772_at putative ubiquinol-cytochrome C --- AT3G10860 -1.16 -0.21 -1.09 0.3132374 0.5620173 -5.94 FALSE
249080_at putative protein strong similarity tSUVR2 AT5G43990 1.18 0.24 1.09 0.3132612 0.5620173 -5.94 FALSE
260277_at hypothetical protein predicted by --- AT1G80520 1.29 0.37 1.09 0.3132557 0.5620173 -5.94 FALSE
255441_at putative cullin-like 1 protein similaATCUL1 AT4G02570 1.12 0.17 1.09 0.3133241 0.562086 -5.94 FALSE
264344_at putative aspartic proteinase simil --- AT1G11910 -1.10 -0.14 -1.09 0.3135127 0.5623801 -5.94 TRUE
246013_at  vacuolar calcium binding protein --- AT5G10660 1.12 0.16 1.09 0.3135961 0.5624853 -5.94 FALSE
258708_at putative oxidoreductase similar to--- AT3G09580 -1.21 -0.28 -1.09 0.3136993 0.5626262 -5.94 TRUE
257329_at hypothetical protein --- --- 1.21 0.28 1.09 0.3137452 0.5626643 -5.94 FALSE
258835_at  putative RNA-binding protein con--- AT3G07250 1.15 0.20 1.09 0.3139019 0.5629012 -5.94 FALSE
262759_at unknown protein --- AT1G10800 1.12 0.16 1.09 0.3139324 0.5629116 -5.94 FALSE
247361_at unknown protein  ;supported by f --- AT5G63480 -1.17 -0.23 -1.09 0.3139805 0.5629127 -5.94 FALSE
249147_at cytosolic malate dehydrogenase --- AT5G43330 -1.17 -0.23 -1.09 0.3139824 0.5629127 -5.94 FALSE
263559_at putative non-LTR retroelement re--- --- 1.12 0.17 1.09 0.3142488 0.563346 -5.94 FALSE
247835_at putative protein similar to unknow--- AT5G57910 1.28 0.35 1.09 0.3143392 0.5634638 -5.94 FALSE
259723_at putative iron-regulated transporteIRT3 AT1G60960 -1.31 -0.39 -1.09 0.3146951 0.5634819 -5.95 FALSE
264138_at  beta-Amyrin Synthase, putative --- AT1G78950 1.15 0.20 1.09 0.3145226 0.5634819 -5.95 FALSE
263274_at putative protein kinase contains aCRCK3 AT2G11520 1.15 0.20 1.09 0.3145953 0.5634819 -5.95 FALSE
254811_at  putative protein 2-hydroxy-6-oxo--- AT4G12230 -1.14 -0.19 -1.09 0.3146492 0.5634819 -5.95 FALSE
266850_at unknown protein --- AT2G26850 1.11 0.15 1.09 0.3144832 0.5634819 -5.95 FALSE
262201_at unknown protein ORC4 AT2G01120 -1.11 -0.16 -1.09 0.3145978 0.5634819 -5.95 FALSE
267074_s_ahypothetical protein predicted by --- AT2G40955 // -1.12 -0.17 -1.09 0.3145491 0.5634819 -5.95 FALSE
261293_at unknown protein ; supported by c--- AT1G36980 -1.11 -0.15 -1.09 0.3146141 0.5634819 -5.95 FALSE
258188_at unknown protein  ;supported by f --- AT3G17800 -1.16 -0.22 -1.09 0.3146566 0.5634819 -5.95 FALSE
246321_at unknown protein --- AT1G16640 1.14 0.19 1.09 0.3146791 0.5634819 -5.95 FALSE
265696_at putative molybdopterin biosyntheCNX2 AT2G31955 1.25 0.32 1.09 0.3146635 0.5634819 -5.95 FALSE
248372_at putative protein similar to unknow--- AT5G51850 -1.11 -0.15 -1.09 0.3146033 0.5634819 -5.95 FALSE
245371_at hypothetical protein ;supported b --- AT4G15750 -1.15 -0.20 -1.09 0.3145425 0.5634819 -5.95 FALSE



257981_at ethylene-insensitive 3 (EIN3) idenEIN3 AT3G20770 -1.13 -0.17 -1.09 0.3145039 0.5634819 -5.95 FALSE
259652_at unknown protein HUB2 AT1G55250 -1.19 -0.25 -1.09 0.314725 0.5634911 -5.95 FALSE
263403_at hypothetical protein similar to hypTX1 AT2G04040 1.90 0.93 1.09 0.3149649 0.5638765 -5.95 FALSE
246937_at  phospholipase D1-like protein phPLDALPHAAT5G25370 -1.12 -0.16 -1.09 0.315039 0.5639647 -5.95 FALSE
251580_at  putative protein ethylene-respon--- AT3G58450 1.20 0.26 1.09 0.3150705 0.5639769 -5.95 FALSE
252553_at putative protein --- AT3G45910 -1.12 -0.17 -1.09 0.3151943 0.5641543 -5.95 FALSE
246334_at  putative protein serine kinase SR--- AT3G44850 -1.20 -0.27 -1.08 0.3152692 0.5641998 -5.95 FALSE
254477_at zinc-finger protein Lsd1  ;support --- AT4G20380 1.17 0.23 1.09 0.315251 0.5641998 -5.95 FALSE
253591_at  putative protein hypothetical pro MUS81 AT4G30870 -1.19 -0.25 -1.08 0.3153429 0.5642875 -5.95 FALSE
265218_at putative transcription factor GTF2H2 AT1G05055 -1.11 -0.15 -1.08 0.3155034 0.5644861 -5.95 FALSE
267542_at hypothetical protein predicted by --- AT2G32740 1.11 0.15 1.08 0.3154969 0.5644861 -5.95 FALSE
250984_at  protein kinase - like protein kinas--- AT5G02800 -1.11 -0.15 -1.08 0.3156098 0.564614 -5.95 FALSE
252802_at putative protein --- --- -1.10 -0.13 -1.08 0.3156492 0.564614 -5.95 FALSE
263919_at unknown protein  ;supported by f --- AT2G36470 -1.49 -0.58 -1.08 0.3156413 0.564614 -5.95 FALSE
264617_at unknown protein --- AT2G17660 1.27 0.34 1.08 0.3157145 0.5646866 -5.95 FALSE
261892_at  transcription factor, putative simiWRKY40 AT1G80840 2.15 1.10 1.08 0.3157642 0.5646869 -5.95 FALSE
255398_at hypothetical protein --- AT4G03740 1.13 0.17 1.08 0.3157544 0.5646869 -5.95 FALSE
261042_at  GTP-binding protein, putative simATRABA3 AT1G01200 1.15 0.20 1.08 0.3158071 0.5647193 -5.95 FALSE
263230_at putative indole-3-acetate beta-glu--- AT1G05670 1.26 0.33 1.08 0.3158504 0.5647524 -5.95 FALSE
252433_at  putative protein putative hydrolys--- AT3G47560 -1.21 -0.27 -1.08 0.3159243 0.564796 -5.95 TRUE
249366_at dihydroxyacetone 3-phosphate re--- AT5G40610 -1.41 -0.49 -1.08 0.3159044 0.564796 -5.95 FALSE
261985_at  terpene synthase, putative simila--- AT1G33750 1.11 0.15 1.08 0.3160205 0.5648368 -5.95 FALSE
263460_at putative acetolactate synthase --- AT2G31810 -1.18 -0.24 -1.08 0.3160213 0.5648368 -5.95 FALSE
266797_at unknown protein AtGRF1 AT2G22840 -1.32 -0.40 -1.08 0.3160125 0.5648368 -5.95 FALSE
262246_at leaf development protein Argona AGO1 AT1G48410 -1.15 -0.20 -1.08 0.3160633 0.5648675 -5.95 FALSE
250297_at  putative protein predicted protein--- AT5G11980 1.15 0.20 1.08 0.3161205 0.5649156 -5.95 FALSE
245271_at transcription factor like protein ; s--- AT4G16430 -1.11 -0.15 -1.08 0.3161397 0.5649156 -5.95 FALSE
266965_at nodulin-like protein --- AT2G39510 1.13 0.17 1.08 0.3161986 0.5649322 -5.95 FALSE
245110_at hypothetical protein predicted by --- AT2G41550 -1.11 -0.15 -1.08 0.3161876 0.5649322 -5.95 FALSE
264846_at senescence-associated protein c --- AT2G17850 1.13 0.18 1.08 0.3162518 0.564983 -5.95 FALSE
255253_at contains similarity to S. cerevisia VPS28-2 AT4G05000 -1.12 -0.17 -1.08 0.3162845 0.5649973 -5.95 FALSE
252168_at  putative protein pir7a protein - OMES10 AT3G50440 1.48 0.56 1.08 0.3163343 0.5650419 -5.95 FALSE
261073_at hypothetical protein predicted by --- AT1G07300 -1.13 -0.18 -1.08 0.3164282 0.5651654 -5.95 TRUE
251424_at putative protein 04.05.01.01 --- AT3G60560 1.10 0.14 1.08 0.3164741 0.5652031 -5.95 FALSE
263162_at hypothetical protein predicted by --- AT1G54150 -1.11 -0.15 -1.08 0.3165038 0.5652119 -5.95 FALSE



265413_s_ahypothetical protein predicted by --- AT2G16650 // -1.14 -0.19 -1.08 0.3165375 0.5652278 -5.95 FALSE
253596_s_ahypothetical protein  ; supported --- AT4G30730 // -1.20 -0.27 -1.08 0.3166379 0.5653629 -5.95 FALSE
251606_at hypothetical protein --- AT3G57840 1.16 0.22 1.08 0.3166958 0.565422 -5.95 FALSE
256952_at  mannosidase, putative similar to --- AT3G21160 -1.16 -0.21 -1.08 0.3167581 0.565489 -5.95 FALSE
264903_at  putative phosphoglucomutase si --- AT1G23190 1.15 0.20 1.08 0.3168261 0.5655217 -5.95 FALSE
247583_at  putative protein predicted protein--- AT5G60750 1.12 0.17 1.08 0.3168163 0.5655217 -5.95 FALSE
252000_at  hypothetical protein predicted pr --- AT3G52710 -1.17 -0.22 -1.08 0.3171421 0.5659771 -5.95 TRUE
265079_at hypothetical protein contains sim --- AT1G55460 -1.11 -0.16 -1.08 0.3171216 0.5659771 -5.95 FALSE
264404_at putative cytochrome P450 CYP82F1 AT2G25160 1.17 0.22 1.08 0.3172301 0.5659771 -5.95 FALSE
245171_at hypothetical protein predicted by --- AT2G47560 -1.14 -0.19 -1.08 0.3171927 0.5659771 -5.95 FALSE
254824_s_a origin recognition complex subunORC1B AT4G12620 // -1.19 -0.25 -1.08 0.3171969 0.5659771 -5.95 FALSE
266674_at hypothetical protein predicted by --- AT2G29620 1.11 0.15 1.08 0.3172284 0.5659771 -5.95 FALSE
256392_at putative glycosyl transferase con GATL4 AT3G06260 1.14 0.19 1.08 0.3172904 0.5659963 -5.95 FALSE
258023_at cinnamyl alcohol dehydrogenaseATCAD4 AT3G19450 -1.36 -0.44 -1.08 0.317274 0.5659963 -5.95 FALSE
257021_at  branched-chain amino acid aminBCAT4 AT3G19710 -1.31 -0.39 -1.08 0.3173882 0.5660741 -5.95 FALSE
248081_at putative protein similar to unknowEDM2 AT5G55390 -1.11 -0.15 -1.08 0.3174333 0.5660741 -5.95 FALSE
245582_at hypothetical protein LOI1 AT4G14850 -1.19 -0.25 -1.08 0.3174109 0.5660741 -5.95 FALSE
261099_at  expansin At-EXP6, putative simi ATEXPA18 AT1G62980 1.16 0.22 1.08 0.3174251 0.5660741 -5.95 FALSE
265313_at unknown protein --- AT2G20210 -1.15 -0.20 -1.08 0.3175428 0.566225 -5.95 FALSE
261663_at hypothetical protein similar to hypEPR1 AT1G18330 // -1.45 -0.53 -1.08 0.3175767 0.5662413 -5.95 TRUE
251506_at putative protein  ; supported by c --- AT3G59090 1.10 0.14 1.08 0.3177706 0.5664107 -5.95 FALSE
265367_at hypothetical protein predicted by --- --- -1.10 -0.14 -1.08 0.3177591 0.5664107 -5.95 FALSE
261022_at unknown protein similar to NAM lANAC007 AT1G12260 1.13 0.18 1.08 0.3177396 0.5664107 -5.95 FALSE
252387_at  aldose 1-epimerase - like protein--- AT3G47800 1.19 0.25 1.08 0.317771 0.5664107 -5.95 FALSE
250521_at selenium-binding protein-like --- AT5G08490 1.12 0.17 1.08 0.3178347 0.5664396 -5.95 FALSE
256775_at hypothetical protein predicted by --- AT3G13770 -1.22 -0.29 -1.08 0.3178369 0.5664396 -5.95 FALSE
257925_at unknown protein  ;supported by f --- AT3G23170 1.79 0.84 1.08 0.3179156 0.5665075 -5.95 TRUE
255412_at auxin-binding protein 1 precursorABP1 AT4G02980 -1.13 -0.18 -1.08 0.3180489 0.5665075 -5.95 FALSE
263240_s_aunknown protein  ; supported by --- AT1G72590 // -1.20 -0.26 -1.08 0.3180423 0.5665075 -5.95 FALSE
248616_at putative protein contains similarit --- AT5G49580 -1.18 -0.23 -1.08 0.3180148 0.5665075 -5.95 FALSE
260717_at  serine/threonine phosphatase P --- AT1G48120 -1.17 -0.23 -1.08 0.3180222 0.5665075 -5.95 FALSE
256095_at hypothetical protein contains Pfa --- AT1G13630 -1.26 -0.33 -1.08 0.3179702 0.5665075 -5.95 FALSE
252814_at putative protein several hypothet --- --- 1.14 0.19 1.08 0.3179712 0.5665075 -5.95 FALSE
251505_at putative protein polyamine oxidasCPuORF18AT3G59050 // 1.22 0.29 1.08 0.3182081 0.5666141 -5.95 FALSE
252201_at  putative protein anthranilate N-h --- AT3G50295 1.11 0.15 1.08 0.3181776 0.5666141 -5.95 FALSE



265152_s_ahypothetical protein predicted by --- AT1G30935 // 1.11 0.15 1.08 0.3181786 0.5666141 -5.95 FALSE
249545_at  putative transmembrane protein --- AT5G38030 -1.11 -0.15 -1.08 0.3181848 0.5666141 -5.95 FALSE
266433_at unknown protein --- AT2G07110 1.11 0.15 1.08 0.3182698 0.5666681 -5.95 FALSE
263768_x_aputative Athila retroelement ORF--- --- 1.10 0.13 1.08 0.3182881 0.5666681 -5.95 FALSE
257532_at hypothetical protein similar to hyp--- AT3G04700 1.57 0.65 1.08 0.3183745 0.5667423 -5.95 FALSE
247343_at unknown protein --- AT5G63740 1.12 0.16 1.08 0.3183794 0.5667423 -5.95 FALSE
260440_at hypothetical protein predicted by --- AT1G68160 -1.12 -0.17 -1.08 0.3185932 0.5668131 -5.96 FALSE
258657_at hypothetical protein predicted by --- AT3G09890 -1.20 -0.26 -1.08 0.3184751 0.5668131 -5.96 FALSE
254180_at  putative protein hin1 protein hom--- AT4G23930 -1.23 -0.29 -1.08 0.3185748 0.5668131 -5.96 FALSE
257629_at  cellulase, putative contains Pfam--- AT3G26140 1.14 0.19 1.08 0.3185187 0.5668131 -5.96 FALSE
257018_at unknown protein --- AT3G19630 -1.13 -0.18 -1.08 0.3184744 0.5668131 -5.96 FALSE
261988_at  single-strand nucleic acid-bindin --- AT1G33680 -1.19 -0.25 -1.08 0.3185127 0.5668131 -5.96 FALSE
263217_at  putative reticuline oxidase-like p --- AT1G30740 1.12 0.16 1.08 0.3185851 0.5668131 -5.96 FALSE
253133_at DNA-directed RNA polymerase ( NRPB1 AT4G35800 -1.13 -0.18 -1.08 0.31865 0.5668343 -5.96 FALSE
265891_at putative thionin --- AT2G15010 1.12 0.17 1.08 0.3186548 0.5668343 -5.96 FALSE
254286_at  putative MADS Box / AGL proteiAGL19 AT4G22950 -1.24 -0.31 -1.08 0.318687 0.5668474 -5.96 FALSE
264921_at  RNA binding protein, putative sim--- AT1G60650 -1.14 -0.19 -1.08 0.3187369 0.5668919 -5.96 FALSE
257411_s_ahypothetical protein predicted by --- AT1G61320 // 1.10 0.14 1.08 0.3188091 0.5669761 -5.96 FALSE
253956_at fimbrin-like protein (ATFIM1)  ; suFIM1 AT4G26700 -1.23 -0.30 -1.08 0.3189034 0.5670996 -5.96 FALSE
259848_at  leucine-rich receptor-like protein --- AT1G72180 -1.17 -0.22 -1.08 0.3189759 0.5671401 -5.96 TRUE
252074_at  putative protein DNA helicase ho--- AT3G51700 -1.13 -0.18 -1.08 0.3189553 0.5671401 -5.96 FALSE
257175_s_a cyclopropane-fatty-acyl-phospho--- AT3G23470 // -1.14 -0.18 -1.08 0.3190303 0.5671926 -5.96 FALSE
264119_at  myb-related protein, putative simMYB63 AT1G79180 1.10 0.14 1.08 0.3191493 0.56736 -5.96 FALSE
256063_at Expressed protein ; supported bySTN1 AT1G07130 -1.14 -0.19 -1.08 0.3191986 0.5674033 -5.96 FALSE
249245_at putative protein contains similarit --- AT5G42280 1.19 0.25 1.08 0.3192439 0.5674397 -5.96 FALSE
248153_at cyclic nucleotide and calmodulin-ATCNGC4 AT5G54250 1.14 0.19 1.08 0.3192926 0.5674798 -5.96 TRUE
250992_at  expansin precursor - like protein ATEXPA9 AT5G02260 1.35 0.44 1.08 0.3193162 0.5674798 -5.96 FALSE
245824_at hypothetical protein predicted by ATPUP17 AT1G57943 1.20 0.27 1.07 0.3195977 0.5679357 -5.96 FALSE
250950_at putative protein ATEXO70AAT5G03540 // -1.16 -0.22 -1.07 0.3197001 0.5680419 -5.96 FALSE
247225_at  inositol-1, 4, 5-trisphosphate 5-pBST1 AT5G65090 -1.15 -0.20 -1.07 0.3197072 0.5680419 -5.96 FALSE
263479_x_ahypothetical protein predicted by --- --- 1.12 0.16 1.07 0.3198085 0.5681775 -5.96 FALSE
251350_at  cytochrome P450 monooxygenaCYP76C7 AT3G61040 1.21 0.28 1.07 0.3199109 0.5682382 -5.96 FALSE
266943_at putative reverse transcriptase --- --- 1.20 0.26 1.07 0.3199173 0.5682382 -5.96 FALSE
252486_at  arm repeat containing protein hoPUB13 AT3G46510 1.14 0.19 1.07 0.3199009 0.5682382 -5.96 FALSE
249511_at putative protein contains similarit --- AT5G38500 1.12 0.16 1.07 0.3199686 0.568285 -5.96 FALSE



247151_at unknown protein  ;supported by f bHLH093 AT5G65640 1.23 0.30 1.07 0.3200172 0.568327 -5.96 FALSE
263321_at ADP-ribosylation factor 1  ;suppoARF1A1C AT2G47170 1.13 0.17 1.07 0.3201203 0.5684658 -5.96 FALSE
249553_at  receptor serine/threonine protein--- AT5G38260 1.19 0.25 1.07 0.3206412 0.5689802 -5.96 FALSE
255864_at putative pseudouridine synthase --- AT2G30320 -1.15 -0.20 -1.07 0.3206161 0.5689802 -5.96 FALSE
251721_s_aalpha-soluble NSF attachment prALPHA-SNAAT3G56190 // -1.15 -0.20 -1.07 0.3205979 0.5689802 -5.96 FALSE
246772_at  putative protein unknown protein--- AT5G27490 -1.26 -0.33 -1.07 0.3205699 0.5689802 -5.96 FALSE
254521_at putative protein similar to unknow--- AT5G44820 1.13 0.18 1.07 0.3204393 0.5689802 -5.96 FALSE
249712_at eIF4Eiso protein (emb|CAA71579LSP1 AT5G35620 -1.19 -0.25 -1.07 0.3204675 0.5689802 -5.96 FALSE
252499_s_a subtilisin-like serine protease co --- AT3G46840 // -1.13 -0.18 -1.07 0.3206076 0.5689802 -5.96 FALSE
252739_at  putative protein mRNA, Homo sa--- AT3G43250 1.13 0.18 1.07 0.320574 0.5689802 -5.96 FALSE
260330_at  putative RING zinc finger protein--- AT1G80400 -1.13 -0.17 -1.07 0.320621 0.5689802 -5.96 FALSE
265191_at hypothetical protein Similar to Sa--- AT1G05120 1.13 0.17 1.07 0.3206594 0.5689802 -5.96 FALSE
251065_at  lipid-transfer protein-like lipid-tra --- AT5G01870 1.16 0.21 1.07 0.3206996 0.5690074 -5.96 FALSE
249692_s_aputative protein strong similarity t--- AT5G36670 // 1.15 0.20 1.07 0.3207266 0.5690109 -5.96 FALSE
264798_at  putative myosin MYA1, class V (XIC AT1G08730 1.12 0.17 1.07 0.3209229 0.569315 -5.96 FALSE
254241_at  serine/threonine kinase - like proCRK11 AT4G23190 1.53 0.61 1.07 0.321131 0.5695069 -5.96 FALSE
257297_at  unknown protein contains Pfam --- AT3G28040 -1.35 -0.43 -1.07 0.3210736 0.5695069 -5.96 FALSE
264082_at unknown protein  ;supported by f --- AT2G28570 1.13 0.17 1.07 0.321096 0.5695069 -5.96 FALSE
259478_at  germin, putative similar to germi --- AT1G18980 2.08 1.05 1.07 0.3211072 0.5695069 -5.96 FALSE
260042_at hypothetical protein C-term simila--- AT1G68820 1.23 0.29 1.07 0.3212234 0.5696264 -5.96 FALSE
247763_at RNA polymerase II NRPB7 AT5G59180 -1.13 -0.17 -1.07 0.3212529 0.5696346 -5.96 FALSE
247199_at DNA binding protein TGA1a homTGA1 AT5G65210 1.27 0.35 1.07 0.3213134 0.5696975 -5.96 TRUE
249674_at unknown protein --- AT5G35930 -1.11 -0.15 -1.07 0.3214655 0.5699162 -5.96 FALSE
265128_at hypothetical protein predicted by --- AT1G30860 1.17 0.22 1.07 0.3214867 0.5699162 -5.96 FALSE
264316_at unknown protein ; supported by cENT1,AT AT1G70330 1.16 0.21 1.07 0.3215933 0.5699723 -5.96 FALSE
257032_at  zinc finger protein, putative simil --- AT3G19140 1.10 0.14 1.07 0.3215836 0.5699723 -5.96 FALSE
263395_at putative mitochondrial inner memATTIM44-1 AT2G20500 // 1.12 0.16 1.07 0.3215924 0.5699723 -5.96 FALSE
262474_at hypothetical protein identical to hFU AT1G50240 1.14 0.19 1.07 0.3216456 0.5700206 -5.96 FALSE
255563_at  putative CHP-rich zinc finger pro--- AT4G01740 -1.12 -0.16 -1.07 0.321835 0.570312 -5.96 FALSE
249049_at tubulin beta-4 chain (sp|P24636) TUB4 AT5G44340 1.20 0.26 1.07 0.3218923 0.5703295 -5.96 FALSE
261462_at hypothetical protein predicted by --- AT1G07850 1.15 0.20 1.07 0.3218949 0.5703295 -5.96 FALSE
263105_at putative N-acetylglucosaminyltran--- AT2G05320 -1.11 -0.15 -1.07 0.3220524 0.5704756 -5.96 FALSE
259821_at subtilisin-like serine protease con--- AT1G66220 1.17 0.23 1.07 0.3220483 0.5704756 -5.96 FALSE
246285_at putative protein --- AT4G36980 -1.11 -0.15 -1.07 0.3220231 0.5704756 -5.96 FALSE
253280_at  poly(A)-binding protein non-consPAB2 AT4G34110 -1.11 -0.15 -1.07 0.3221151 0.5705424 -5.96 FALSE



259824_at  copper homeostasis factor, puta ATX1 AT1G66240 -1.12 -0.16 -1.07 0.3221567 0.5705588 -5.96 FALSE
262353_at hypothetical protein similar to hyp--- AT1G64210 1.10 0.14 1.07 0.3221757 0.5705588 -5.96 FALSE
260640_at  viral resistance protein, putative --- AT1G53350 -1.31 -0.39 -1.07 0.322223 0.5705588 -5.96 FALSE
257179_at  topoisomerase VIA (SPO11 gen --- AT3G13160 // 1.10 0.14 1.07 0.3222408 0.5705588 -5.96 FALSE
253182_at  putative protein ctf, Mycobacteriu--- AT4G35190 1.23 0.30 1.07 0.3222494 0.5705588 -5.96 FALSE
245800_at  heat shock transcription factor, pHSFB4 AT1G46264 1.12 0.17 1.07 0.3223268 0.5706275 -5.96 FALSE
259336_at hypothetical protein C-term portioSDG20 AT3G03750 -1.21 -0.28 -1.07 0.3223426 0.5706275 -5.96 FALSE
266826_at putative amino acid acetyltransfe --- AT2G22910 -1.29 -0.37 -1.07 0.3223633 0.5706275 -5.96 FALSE
264724_at  putative JUN kinase activator proCSN5A AT1G22920 -1.11 -0.15 -1.07 0.3224099 0.5706658 -5.96 FALSE
252338_at putative progesterone-binding proMAPR3 AT3G48890 1.49 0.58 1.07 0.3225865 0.5708455 -5.97 TRUE
266983_at putative phospholipase  ; support--- AT2G39400 -1.21 -0.27 -1.07 0.3225509 0.5708455 -5.97 TRUE
245504_at glutaredoxin --- AT4G15660 -1.22 -0.29 -1.07 0.3225702 0.5708455 -5.97 FALSE
257031_at  fucosyltransferase, putative simi FUT11 AT3G19280 -1.13 -0.18 -1.07 0.3226513 0.5709159 -5.97 FALSE
251504_at  putative protein putative multidruTT12 AT3G59030 1.14 0.19 1.07 0.3226859 0.5709328 -5.97 FALSE
246946_at putative protein --- AT5G25070 -1.11 -0.15 -1.07 0.3227516 0.5710047 -5.97 FALSE
251310_at  homeobox protein AnthocyaninleHDG1 AT3G61150 -1.17 -0.23 -1.07 0.322854 0.5710972 -5.97 FALSE
255254_at hypothetical protein --- AT4G05030 1.17 0.23 1.07 0.3228306 0.5710972 -5.97 FALSE
259586_at unknown protein --- AT1G28100 -1.12 -0.17 -1.07 0.3229794 0.5711664 -5.97 TRUE
265310_at hypothetical protein predicted by --- AT2G20280 -1.12 -0.16 -1.07 0.3229615 0.5711664 -5.97 FALSE
261133_at  DYW7 protein identical to DYW7--- AT1G19715 -1.21 -0.27 -1.07 0.3229908 0.5711664 -5.97 FALSE
260121_at  AIG1-like protein similar to AIG1--- AT1G33910 1.10 0.14 1.07 0.3229932 0.5711664 -5.97 FALSE
252330_at hypothetical protein --- AT3G48770 1.18 0.24 1.07 0.3232008 0.5714006 -5.97 FALSE
262102_at hypothetical protein contains sim CUL2 AT1G02980 1.11 0.14 1.07 0.3231915 0.5714006 -5.97 FALSE
261643_at hypothetical protein similar to hypTAF4B AT1G27720 1.18 0.24 1.07 0.3231732 0.5714006 -5.97 FALSE
246519_at proline-rich protein other proline- --- AT3G23750 // 1.93 0.94 1.07 0.3232272 0.5714029 -5.97 FALSE
264757_at  receptor protein kinase (IRK1), p--- AT1G61360 1.68 0.75 1.07 0.3233445 0.5714402 -5.97 TRUE
260813_at VirE2-interacting protein VIP1 ideVIP1 AT1G43700 -1.19 -0.25 -1.07 0.3233037 0.5714402 -5.97 FALSE
256918_s_ahypothetical protein similar to hyp--- AT3G18960 // 1.18 0.23 1.07 0.3232765 0.5714402 -5.97 FALSE
250553_at  putative protein PTD008, Homo --- AT5G07960 -1.15 -0.21 -1.07 0.3233485 0.5714402 -5.97 FALSE
265515_at hypothetical protein predicted by --- --- 1.12 0.17 1.07 0.3234185 0.5715197 -5.97 FALSE
247880_at putative protein similar to unknow--- AT5G57780 -1.55 -0.63 -1.07 0.3234901 0.5715577 -5.97 FALSE
264713_at hypothetical protein Similar to N. --- AT1G09820 -1.14 -0.18 -1.07 0.323489 0.5715577 -5.97 FALSE
259915_at unknown protein --- AT1G72790 1.35 0.43 1.06 0.3237716 0.5718275 -5.97 TRUE
251374_at homeobox-leucine zipper protein HAT3 AT3G60390 -1.28 -0.36 -1.06 0.3237932 0.5718275 -5.97 FALSE
256008_s_a allinase, putative similar to allina--- AT1G34040 // -1.13 -0.17 -1.06 0.3237478 0.5718275 -5.97 FALSE



252822_at Expressed protein ; supported by--- AT4G39955 -1.15 -0.20 -1.06 0.3237408 0.5718275 -5.97 FALSE
258698_at unknown protein --- AT3G09690 1.14 0.19 1.06 0.323763 0.5718275 -5.97 FALSE
261962_s_ahypothetical protein predicted by --- --- 1.13 0.18 1.06 0.3237045 0.5718275 -5.97 FALSE
261968_at  disease resistance protein RPP1--- AT1G65850 1.10 0.14 1.06 0.3238767 0.5719305 -5.97 FALSE
265784_at hypothetical protein predicted by --- AT2G07280 -1.12 -0.16 -1.06 0.3239065 0.5719389 -5.97 FALSE
254898_at  serine/threonine kinase-like prot --- AT4G11480 1.61 0.69 1.06 0.3239501 0.5719717 -5.97 FALSE
257232_at phytochrome-associated protein PAP1 AT3G16500 -1.16 -0.21 -1.06 0.3239881 0.5719946 -5.97 FALSE
259568_at hypothetical protein --- AT1G20490 -1.12 -0.16 -1.06 0.3240549 0.5720682 -5.97 FALSE
263535_at hypothetical protein predicted by --- AT2G24970 -1.15 -0.21 -1.06 0.3241689 0.5722251 -5.97 FALSE
262673_at unknown protein EMB1793 AT1G76060 1.13 0.17 1.06 0.324252 0.5723275 -5.97 FALSE
255185_at hypothetical protein --- AT4G07740 1.13 0.17 1.06 0.3243262 0.5724141 -5.97 FALSE
252944_at hypothetical protein  ;supported b--- AT4G39320 1.12 0.16 1.06 0.3243777 0.5724164 -5.97 FALSE
257126_at  E2, ubiquitin-conjugating enzym UBC19 AT3G20060 1.17 0.22 1.06 0.3243724 0.5724164 -5.97 FALSE
266835_at putative NADH dehydrogenase (uNDA2 AT2G29990 1.40 0.49 1.06 0.3244629 0.5724783 -5.97 FALSE
253154_at  putative protein predicted protein--- AT4G35710 1.14 0.19 1.06 0.3244462 0.5724783 -5.97 FALSE
AFFX-PheXB. subtilis /GEN=pheB /DB_XRE --- --- -1.21 -0.27 -1.06 0.3246025 0.5726802 -5.97 FALSE
262560_at hypothetical protein predicted by --- AT1G34280 1.14 0.20 1.06 0.3247409 0.5728801 -5.97 FALSE
250237_at putative protein strong similarity t--- AT5G13560 1.16 0.21 1.06 0.3248194 0.5729152 -5.97 FALSE
255994_at hypothetical protein predicted by --- AT1G29760 1.11 0.16 1.06 0.3248552 0.5729152 -5.97 FALSE
260131_at unknown protein contains Pfam p--- AT1G66310 -1.12 -0.17 -1.06 0.3247918 0.5729152 -5.97 FALSE
259353_at putative branched-chain amino a --- AT3G05190 -1.11 -0.15 -1.06 0.3248612 0.5729152 -5.97 FALSE
250767_at putative protein contains similarit ATNFXL2 AT5G05660 1.11 0.15 1.06 0.3250047 0.5730529 -5.97 TRUE
252208_at  putative protein hypothetical pro --- AT3G50380 -1.20 -0.26 -1.06 0.3250147 0.5730529 -5.97 FALSE
266833_at hypothetical protein predicted by --- --- -1.09 -0.13 -1.06 0.3249727 0.5730529 -5.97 FALSE
261472_at hypothetical protein predicted by --- AT1G14470 -1.09 -0.13 -1.06 0.3252822 0.5734801 -5.97 FALSE
262566_at  auxin response factor 1, putativeARF12 AT1G34310 1.19 0.26 1.06 0.3253129 0.57349 -5.97 TRUE
253617_at hypothetical protein --- AT4G30410 -1.38 -0.47 -1.06 0.3254816 0.5735214 -5.97 TRUE
260634_at  initiation factor isozyme 4F p82 s--- AT1G62410 -1.13 -0.18 -1.06 0.3254308 0.5735214 -5.97 FALSE
258473_s_aputative stearoyl-acyl carrier prot --- AT3G02610 // -1.21 -0.27 -1.06 0.3254474 0.5735214 -5.97 FALSE
258960_at  hypothetical protein similar to my--- AT3G10590 1.12 0.17 1.06 0.3253701 0.5735214 -5.97 FALSE
259537_at hypothetical protein ; supported bPHR1 AT1G12370 -1.15 -0.21 -1.06 0.3254786 0.5735214 -5.97 FALSE
254676_at putative protein Hypothetical prot--- AT4G18460 -1.16 -0.21 -1.06 0.3254343 0.5735214 -5.97 FALSE
248277_at ABC transporter-like protein --- AT5G52860 1.16 0.21 1.06 0.3255555 0.5736074 -5.97 FALSE
266775_at putative SCARECROW gene reg--- AT2G29060 1.28 0.36 1.06 0.3256174 0.5736721 -5.97 TRUE
255214_at hypothetical protein --- --- 1.10 0.14 1.06 0.3257836 0.5738934 -5.97 FALSE



257223_at  50S ribosomal protein L12-B ideRPL12-B AT3G27840 1.15 0.20 1.06 0.3257933 0.5738934 -5.97 FALSE
258679_at  putative 2,3-bisphosphoglycerate--- AT3G08590 1.27 0.34 1.06 0.3258546 0.573957 -5.97 TRUE
251389_at putative protein --- AT3G60850 -1.11 -0.16 -1.06 0.3259922 0.5741108 -5.97 FALSE
256647_at unknown protein contains similar --- AT3G13610 2.69 1.43 1.06 0.3259685 0.5741108 -5.97 FALSE
249624_at  putative protein predicted protein--- AT5G37570 -1.17 -0.23 -1.06 0.3260789 0.5742058 -5.97 FALSE
260743_at unknown protein --- AT1G15030 1.26 0.33 1.06 0.3260965 0.5742058 -5.97 FALSE
248367_at actin depolymerizing factor-like  ;ADF10 AT5G52360 1.15 0.21 1.06 0.3261371 0.5742329 -5.97 FALSE
254866_at  putative protein other predicted p--- AT4G12220 -1.10 -0.13 -1.06 0.3263469 0.5745514 -5.97 FALSE
258422_at hypothetical protein predicted by --- AT3G16710 1.12 0.16 1.06 0.3263684 0.5745514 -5.97 FALSE
263917_at putative AP2 domain transcriptionHRD AT2G36450 1.19 0.25 1.06 0.3264453 0.5746021 -5.97 FALSE
245659_at hypothetical protein predicted by --- AT1G28260 -1.25 -0.33 -1.06 0.3264693 0.5746021 -5.97 FALSE
249708_at unknown protein --- AT5G35660 1.26 0.33 1.06 0.3264727 0.5746021 -5.97 FALSE
264583_at putative AVR9 elicitor response p--- AT1G05170 1.16 0.22 1.06 0.326576 0.5746508 -5.97 FALSE
265359_at putative MYB family transcriptionMYB7 AT2G16720 1.39 0.47 1.06 0.3265578 0.5746508 -5.97 FALSE
255453_at  hypothetical protein similar to A. --- AT4G02900 -1.17 -0.23 -1.06 0.326556 0.5746508 -5.97 FALSE
256448_s_aunknown protein MED21 AT4G04780 // 1.12 0.16 1.06 0.3267376 0.5748022 -5.98 FALSE
257640_at hypothetical protein --- AT3G25750 1.16 0.21 1.06 0.3267057 0.5748022 -5.98 FALSE
246471_s_a putative protein predicted protein--- AT5G17100 // -1.11 -0.15 -1.06 0.3267307 0.5748022 -5.98 FALSE
256114_at unknown protein ; supported by c--- AT1G16850 1.47 0.56 1.06 0.3267961 0.5748164 -5.98 TRUE
266448_s_aunknown protein  ;supported by f --- AT2G43210 -1.12 -0.16 -1.06 0.3267949 0.5748164 -5.98 FALSE
253361_at putative protein various predicted--- AT4G33100 -1.23 -0.30 -1.06 0.3268455 0.574859 -5.98 FALSE
254061_at putative protein several hypothet --- AT4G25360 1.13 0.17 1.06 0.3269271 0.5749582 -5.98 FALSE
260049_at  DNA-directed RNA polymerase sNRPA2 AT1G29940 -1.26 -0.34 -1.06 0.3269685 0.5749866 -5.98 FALSE
262511_at  syntaxin-related protein At-SYR1SYP125 AT1G11250 1.16 0.22 1.06 0.3270402 0.575024 -5.98 FALSE
261889_at unknown protein --- AT1G80810 -1.14 -0.19 -1.06 0.3270232 0.575024 -5.98 FALSE
258986_at  putative heat shock protein simil --- AT3G08910 1.13 0.18 1.06 0.3270814 0.5750522 -5.98 FALSE
266815_at  F-box protein family, AtFBX5 con--- AT2G44900 -1.15 -0.20 -1.06 0.3271393 0.5751096 -5.98 FALSE
248393_at putative protein contains similarit ATBAG1 AT5G52060 1.22 0.29 1.06 0.3275518 0.5754183 -5.98 TRUE
246595_at formate dehydrogenase (FDH)  ;sFDH AT5G14780 -1.12 -0.17 -1.06 0.3274375 0.5754183 -5.98 TRUE
258700_at putative SF16 protein similar to SIQD1 AT3G09710 1.12 0.17 1.06 0.3274728 0.5754183 -5.98 FALSE
262921_at  transfactor, putative similar to traAPL AT1G79430 -1.13 -0.17 -1.06 0.3275665 0.5754183 -5.98 FALSE
247299_at putative protein contains similarit --- AT5G63900 1.11 0.15 1.06 0.3274674 0.5754183 -5.98 FALSE
252879_at  putative protein predicted proteinNST-K1 AT4G39390 1.36 0.44 1.06 0.3275494 0.5754183 -5.98 FALSE
261537_at  carbonyl reductase, putative sim--- AT1G01800 -1.10 -0.14 -1.06 0.327516 0.5754183 -5.98 FALSE
259350_at putative serine/threonine protein RBK2 AT3G05140 1.14 0.19 1.06 0.3275451 0.5754183 -5.98 FALSE



248837_at putative protein similar to unknow--- AT5G47260 -1.10 -0.13 -1.06 0.3275672 0.5754183 -5.98 FALSE
252541_at  putative protein hypothetical pro --- AT3G45750 -1.12 -0.16 -1.06 0.3273788 0.5754183 -5.98 FALSE
257622_at  hypothetical protein contains Pfa--- AT3G20280 -1.19 -0.25 -1.06 0.3276237 0.5754733 -5.98 FALSE
250736_s_aputative protein contains similarit --- AT1G01350 // -1.18 -0.24 -1.06 0.3277105 0.5755371 -5.98 FALSE
264817_at hypothetical protein similar to me--- AT1G03540 1.11 0.15 1.06 0.327705 0.5755371 -5.98 FALSE
245953_at  myrosinase - binding protein - lik--- AT5G28520 1.19 0.25 1.06 0.3277411 0.5755467 -5.98 FALSE
260945_at hypothetical protein predicted by --- AT1G05950 1.14 0.19 1.06 0.327768 0.5755496 -5.98 FALSE
249963_at  putative protein SPECKLE-TYPEATBPM1 AT5G19000 1.15 0.21 1.05 0.3278649 0.5756753 -5.98 FALSE
267006_at putative membrane transporter  ; --- AT2G34190 1.14 0.19 1.05 0.3279202 0.5757281 -5.98 FALSE
257501_at hypothetical protein predicted by --- --- -1.09 -0.13 -1.05 0.3279496 0.5757354 -5.98 FALSE
262633_at Expressed protein ; supported by--- AT1G06630 -1.11 -0.15 -1.05 0.3282018 0.5759718 -5.98 FALSE
260034_at putative DNA-binding protein Pfa --- AT1G68810 -1.41 -0.49 -1.05 0.3281353 0.5759718 -5.98 FALSE
267113_at hypothetical protein predicted by --- AT2G14850 1.11 0.15 1.05 0.328145 0.5759718 -5.98 FALSE
247568_at  putative protein predicted protein--- AT5G61260 1.27 0.35 1.05 0.3282105 0.5759718 -5.98 FALSE
262352_at hypothetical protein similar to hyp--- --- 1.23 0.30 1.05 0.328194 0.5759718 -5.98 FALSE
266367_s_aunknown protein --- AT2G41390 // 1.11 0.15 1.05 0.3283301 0.5761374 -5.98 FALSE
258484_at sterol-C5-desaturase identical to STE1 AT3G02580 -1.13 -0.18 -1.05 0.3284594 0.5762141 -5.98 TRUE
260295_at putative aminopeptidase similar t --- AT1G63770 -1.15 -0.21 -1.05 0.3284368 0.5762141 -5.98 FALSE
259755_at unknown protein similar to glucos--- AT1G71070 1.15 0.20 1.05 0.3285394 0.5762141 -5.98 FALSE
257572_at hypothetical protein predicted by --- AT3G16880 1.15 0.20 1.05 0.3285018 0.5762141 -5.98 FALSE
266657_at unknown protein  ;supported by f --- AT2G25910 1.10 0.13 1.05 0.3284717 0.5762141 -5.98 FALSE
255609_s_ahypothetical protein --- AT4G01180 // 1.10 0.14 1.05 0.3284773 0.5762141 -5.98 FALSE
263445_at unknown protein --- AT2G31590 1.11 0.15 1.05 0.3285506 0.5762141 -5.98 FALSE
245568_at hypothetical protein --- AT4G14650 1.17 0.23 1.05 0.3286935 0.576376 -5.98 FALSE
252494_at  receptor-like protein kinase rece --- AT3G46760 1.13 0.18 1.05 0.3286738 0.576376 -5.98 FALSE
259613_at hypothetical protein predicted by --- AT1G48010 1.11 0.15 1.05 0.3287409 0.5764147 -5.98 FALSE
246151_at putative protein predicted protein --- AT5G19950 -1.14 -0.19 -1.05 0.3288265 0.5765205 -5.98 FALSE
248458_at putative protein contains similarit EYE AT5G51430 -1.12 -0.16 -1.05 0.3289395 0.576631 -5.98 FALSE
257921_at  hypothetical protein contains Pfa--- AT3G23270 1.10 0.14 1.05 0.32894 0.576631 -5.98 FALSE
262500_at  unknown protein Contains PF|00FBP7 AT1G21760 -1.12 -0.16 -1.05 0.3290867 0.5768189 -5.98 FALSE
252471_at phosphoprotein phosphatase  ;suTOPP5 AT3G46820 1.14 0.19 1.05 0.3291216 0.5768189 -5.98 FALSE
256800_at hypothetical protein predicted by --- AT3G20900 1.14 0.19 1.05 0.3291231 0.5768189 -5.98 FALSE
265151_at hypothetical protein similar to hyp--- AT1G51340 1.16 0.22 1.05 0.3292353 0.5769712 -5.98 TRUE
259159_at unknown protein contains Pfam pACBP4 AT3G05420 1.18 0.23 1.05 0.3293262 0.5769974 -5.98 FALSE
262698_at  AMP-binding protein, putative co--- AT1G75960 1.33 0.42 1.05 0.3293514 0.5769974 -5.98 FALSE



263376_at putative surface protein  ; supporFLA6 AT2G20520 1.10 0.14 1.05 0.3292835 0.5769974 -5.98 FALSE
253670_at putative protein  ; supported by fu--- AT4G30010 1.13 0.18 1.05 0.3293362 0.5769974 -5.98 FALSE
264343_at unknown protein  ; supported by --- AT1G11850 1.21 0.28 1.05 0.3295364 0.5772327 -5.98 FALSE
256777_at hypothetical protein predicted by --- AT3G13780 -1.12 -0.16 -1.05 0.3295325 0.5772327 -5.98 FALSE
253407_at putative protein --- AT4G32920 -1.14 -0.18 -1.05 0.3295678 0.5772435 -5.98 TRUE
251939_at  putative protein MICRONUCLEA--- AT3G53440 -1.19 -0.26 -1.05 0.3297917 0.5775913 -5.98 FALSE
266140_at nodulin-like protein  ; supported b--- AT2G28120 1.18 0.24 1.05 0.32996 0.5778416 -5.98 TRUE
266911_at putative protein kinase contains a--- AT2G45910 -1.17 -0.23 -1.05 0.3300269 0.5779145 -5.98 FALSE
262124_at nucleoporin 98-like protein simila --- AT1G59660 -1.10 -0.14 -1.05 0.3300651 0.5779369 -5.98 FALSE
264579_at Expressed protein ; supported by--- AT1G05205 -1.18 -0.24 -1.05 0.3301395 0.5779786 -5.98 FALSE
266708_at putative chloroplast nucleoid DNA--- AT2G03200 1.18 0.24 1.05 0.3301256 0.5779786 -5.98 FALSE
250351_at heat shock protein 17.6A AT-HSP17. AT5G12030 1.39 0.48 1.05 0.3301989 0.5779801 -5.98 TRUE
267242_at hypothetical protein predicted by --- AT2G02670 -1.12 -0.17 -1.05 0.3302124 0.5779801 -5.98 FALSE
253243_at putative protein --- AT4G34560 -1.59 -0.67 -1.05 0.3302164 0.5779801 -5.98 FALSE
250496_at  inorganic pyrophosphatase - likeAtPPa6 AT5G09650 -1.37 -0.46 -1.05 0.3302864 0.5780582 -5.98 FALSE
253637_at putative protein  ; supported by fu--- AT4G30390 1.21 0.27 1.05 0.3303692 0.5781588 -5.98 FALSE
265372_at Ac-like transposase related to Ac--- AT2G06500 1.14 0.19 1.05 0.3305328 0.5784006 -5.98 FALSE
263640_at hypothetical protein predicted by --- AT2G25270 -1.12 -0.16 -1.05 0.3305693 0.5784203 -5.98 FALSE
255303_at predicted protein of unknown fun DER2.2 AT4G04860 -1.13 -0.17 -1.05 0.3306937 0.5785935 -5.98 FALSE
247546_at Expressed protein ; supported by--- AT5G61605 1.13 0.18 1.05 0.3308746 0.5788657 -5.99 FALSE
262945_at unknown protein ;supported by fu--- AT1G79510 -1.25 -0.32 -1.05 0.3309245 0.5789085 -5.99 FALSE
254511_at hypothetical protein --- AT4G20220 1.12 0.16 1.05 0.3309529 0.5789138 -5.99 FALSE
259729_at hypothetical protein predicted by --- AT1G77640 -1.41 -0.50 -1.05 0.3310011 0.5789538 -5.99 TRUE
250690_at ABC transporter-like protein  ; su --- AT5G06530 -1.20 -0.27 -1.05 0.3310317 0.5789629 -5.99 TRUE
265161_at putative vacuolar sorting recepto --- AT1G30900 1.61 0.68 1.05 0.3310644 0.5789757 -5.99 FALSE
251070_at  translation initiation factor eIF-2 --- AT5G01940 -1.23 -0.30 -1.05 0.3311665 0.5791098 -5.99 FALSE
265703_at putative ankyrin --- AT2G03430 -1.16 -0.21 -1.05 0.3311986 0.5791215 -5.99 FALSE
259960_at  cell division control protein, puta --- AT1G53710 1.16 0.22 1.05 0.3312241 0.5791217 -5.99 FALSE
254507_at  Glu-rich protein mature-parasite---- AT4G20160 -1.11 -0.15 -1.05 0.3312546 0.5791307 -5.99 FALSE
260418_s_ahypothetical protein predicted by COX19-1 AT1G66590 // -1.33 -0.41 -1.05 0.3314875 0.5794933 -5.99 FALSE
250915_at  homeodomain -like protein homeHB51 AT5G03790 1.21 0.28 1.05 0.3315408 0.579524 -5.99 FALSE
252988_at  putative cold-regulated protein c --- AT4G38410 -1.26 -0.33 -1.05 0.3315558 0.579524 -5.99 FALSE
247676_at  putative protein RNaseP protein --- AT5G59980 -1.23 -0.30 -1.05 0.3316234 0.5795976 -5.99 FALSE
267483_at unknown protein  ;supported by f UTR1 AT2G02810 1.51 0.60 1.05 0.3316984 0.5796719 -5.99 FALSE
265382_at putative gluconokinase  ;supporte--- AT2G16790 1.24 0.31 1.05 0.3317167 0.5796719 -5.99 FALSE



264112_at  putative 1,3-beta-D-glucan synthCALS5 AT2G13680 1.14 0.19 1.05 0.3318912 0.5799324 -5.99 FALSE
246846_at putative protein --- AT5G26760 -1.11 -0.15 -1.05 0.3319381 0.5799701 -5.99 FALSE
265053_at  myrosinase binding protein, puta--- AT1G52000 1.26 0.34 1.05 0.3319723 0.5799853 -5.99 FALSE
252935_at  dnaJ-like protein CAJ1 protein, S--- AT4G39150 -1.11 -0.16 -1.05 0.3320072 0.5800018 -5.99 FALSE
253500_at  predicted protein RegA gene, Di ARR10 AT4G31920 -1.20 -0.26 -1.05 0.3320454 0.5800242 -5.99 FALSE
248271_at putative protein similar to unknow--- AT5G53420 1.32 0.40 1.05 0.3320986 0.5800728 -5.99 FALSE
250233_at  putative protein weak homology IQD11 AT5G13460 1.50 0.59 1.04 0.3322734 0.5803336 -5.99 TRUE
261403_at unknown protein ;supported by fuSYP52 AT1G79590 -1.11 -0.15 -1.04 0.3323073 0.5803483 -5.99 FALSE
261465_at unknown protein --- AT1G07705 1.11 0.15 1.04 0.3323926 0.5804529 -5.99 FALSE
256502_at  Eukaryotic translation initiation fa--- AT1G36730 // -1.18 -0.24 -1.04 0.3324759 0.5804651 -5.99 FALSE
250280_at  putative protein many predicted --- AT5G13230 -1.15 -0.20 -1.04 0.3324348 0.5804651 -5.99 FALSE
258209_at expressed protein supported by cGAPC1 AT3G04120 // 1.33 0.41 1.04 0.3324548 0.5804651 -5.99 FALSE
262171_at unknown protein ;supported by fuTIFY10B AT1G74950 1.21 0.28 1.04 0.3327307 0.5808654 -5.99 FALSE
260973_at hypothetical protein predicted by --- AT1G53490 1.11 0.15 1.04 0.3328643 0.5810542 -5.99 FALSE
260782_at unknown protein ; supported by c--- AT1G14570 -1.11 -0.15 -1.04 0.3329194 0.5811058 -5.99 FALSE
257852_at unknown protein --- AT3G12950 1.16 0.21 1.04 0.3329842 0.5811745 -5.99 FALSE
261051_at  cytochrome P450, putative similaCYP703A2 AT1G01280 1.12 0.16 1.04 0.3330181 0.5811893 -5.99 FALSE
250123_at putative protein contains similarit PIN5 AT5G16530 -1.15 -0.20 -1.04 0.3331126 0.5812526 -5.99 FALSE
257302_at hypothetical protein predicted by --- AT3G30220 1.11 0.14 1.04 0.3331195 0.5812526 -5.99 FALSE
250919_at  putative protein myosin heavy ch--- AT5G03660 -1.15 -0.20 -1.04 0.3331818 0.5812526 -5.99 FALSE
250179_at putative protein --- AT5G14440 -1.15 -0.20 -1.04 0.3331687 0.5812526 -5.99 FALSE
247937_at Ca2+-transporting ATPase-like p ACA8 AT5G57110 -1.25 -0.32 -1.04 0.3331674 0.5812526 -5.99 FALSE
260107_at  fructokinase, putative similar to f --- AT1G66430 -1.57 -0.65 -1.04 0.3333533 0.5815073 -5.99 FALSE
259743_at hypothetical protein predicted by --- AT1G71140 1.59 0.67 1.04 0.3333943 0.5815342 -5.99 TRUE
253035_at  glycosyltransferase like protein aCGL1 AT4G38240 -1.11 -0.15 -1.04 0.3334333 0.5815404 -5.99 FALSE
266910_at unknown protein --- AT2G45920 1.32 0.40 1.04 0.3334488 0.5815404 -5.99 FALSE
256984_at hypothetical protein predicted by --- AT3G13480 -1.14 -0.19 -1.04 0.333493 0.5815731 -5.99 FALSE
260839_at unknown protein --- AT1G43690 1.10 0.14 1.04 0.3335421 0.5816142 -5.99 FALSE
260691_s_ahypothetical protein predicted by --- --- 1.13 0.17 1.04 0.3335685 0.5816159 -5.99 FALSE
247561_at putative protein --- AT5G61110 1.11 0.16 1.04 0.3336729 0.5817534 -5.99 FALSE
249272_at geranylgeranyl transferase alpha --- AT5G41820 1.19 0.25 1.04 0.3337825 0.581811 -5.99 FALSE
249072_at putative protein similar to unknow--- AT5G44060 1.46 0.55 1.04 0.3337709 0.581811 -5.99 FALSE
260788_at  cysteine proteinase contains sim--- AT1G06260 1.12 0.16 1.04 0.3337646 0.581811 -5.99 FALSE
247630_at putative protein SIZ1 AT5G60410 1.14 0.19 1.04 0.3339286 0.5819275 -5.99 FALSE
262073_at unknown protein ;supported by fuZCW32 AT1G59640 1.26 0.33 1.04 0.333925 0.5819275 -5.99 FALSE



251401_at  stellacyanin (uclacyanin 3) - like --- AT3G60270 1.16 0.21 1.04 0.3339514 0.5819275 -5.99 FALSE
263767_at putative retroelement pol polypro --- --- 1.10 0.14 1.04 0.3339487 0.5819275 -5.99 FALSE
262006_at hypothetical protein predicted by --- AT1G64570 1.12 0.17 1.04 0.3340056 0.5819775 -5.99 FALSE
252939_at  NAD(P)H oxidoreductase, isoflav--- AT4G39230 1.50 0.59 1.04 0.3340571 0.5819996 -5.99 TRUE
250756_at putative protein strong similarity tROPGEF5 AT5G05940 1.13 0.18 1.04 0.3340919 0.5819996 -5.99 FALSE
254998_at  choline kinase GmCK2p -like pro--- AT4G09760 -1.25 -0.32 -1.04 0.3340948 0.5819996 -5.99 FALSE
262685_at unknown protein ; supported by c--- AT1G76010 -1.19 -0.25 -1.04 0.334206 0.5821489 -5.99 FALSE
257431_at unknown protein --- AT2G36360 1.13 0.17 1.04 0.3342758 0.5821815 -5.99 FALSE
264876_at hypothetical protein --- AT2G17410 1.13 0.18 1.04 0.334265 0.5821815 -5.99 FALSE
261451_at unknown protein --- AT1G21060 -1.42 -0.51 -1.04 0.3343634 0.5822895 -5.99 TRUE
245783_s_ahypothetical protein similar to hyp--- AT1G35170 // -1.39 -0.48 -1.04 0.3344533 0.5824017 -5.99 FALSE
267511_at unknown protein --- AT2G45670 1.12 0.16 1.04 0.3345356 0.582456 -5.99 FALSE
245620_at hypothetical protein --- AT4G14050 -1.14 -0.19 -1.04 0.3345273 0.582456 -5.99 FALSE
245413_at asparagine--tRNA ligase NS1 AT4G17300 -1.12 -0.17 -1.04 0.3346205 0.5824705 -5.99 FALSE
264606_at unknown protein  ;supported by f --- AT1G04660 1.18 0.24 1.04 0.3345768 0.5824705 -5.99 FALSE
253760_at  putative protein (fragment) predi AT4G28815--- 1.16 0.21 1.04 0.3346064 0.5824705 -5.99 FALSE
256032_at  polyprotein, putative similar to po--- --- 1.09 0.12 1.04 0.334702 0.5825308 -5.99 FALSE
254900_at hypothetical protein RALFL28 AT4G11510 1.10 0.14 1.04 0.3347062 0.5825308 -5.99 FALSE
249693_at histidine kinase-like protein  ; supAHK2 AT5G35750 -1.22 -0.29 -1.04 0.3347882 0.5825845 -5.99 TRUE
252396_at hypothetical protein --- AT3G47980 -1.11 -0.15 -1.04 0.3347877 0.5825845 -5.99 FALSE
254359_at  putative protein hypothetical pro --- AT4G22360 -1.14 -0.19 -1.04 0.3350628 0.5829291 -5.99 FALSE
260450_at hypothetical protein predicted by --- AT1G72390 1.19 0.25 1.04 0.3350493 0.5829291 -5.99 FALSE
247695_at  putative protein Not2p, Homo saVIP2 AT5G59710 -1.11 -0.15 -1.04 0.3350327 0.5829291 -5.99 FALSE
263303_at unknown protein  ;supported by f --- AT2G15240 -1.15 -0.20 -1.04 0.3351046 0.5829573 -5.99 FALSE
257895_at  dihydrolipoamide dehydrogenas LPD1 AT3G16950 -1.26 -0.34 -1.04 0.3351534 0.5829977 -6.00 FALSE
265054_x_a mutator-like transposase, putativ--- --- 1.16 0.22 1.04 0.3352031 0.5830397 -6.00 FALSE
248025_at  NOI protein, nitrate-induced  NOI AT5G55850 1.15 0.20 1.04 0.3352322 0.5830458 -6.00 FALSE
263565_at unknown protein FUT4 AT2G15390 1.48 0.57 1.04 0.3353371 0.5831838 -6.00 TRUE
260921_at  amp-binding protein, putative sim--- AT1G21540 -1.20 -0.27 -1.04 0.3354184 0.5831983 -6.00 FALSE
258169_at hypothetical protein --- AT3G21590 1.13 0.18 1.04 0.3354055 0.5831983 -6.00 FALSE
255376_x_aputative athila-like protein --- --- 1.18 0.23 1.04 0.3354221 0.5831983 -6.00 FALSE
253913_at  myosin heavy chain - like proteinVIIIB AT4G27370 1.11 0.15 1.04 0.3355805 0.5834208 -6.00 FALSE
255085_at putative protein several hypothet --- --- -1.12 -0.17 -1.04 0.3356012 0.5834208 -6.00 FALSE
257931_at hypothetical protein predicted by --- AT3G17030 -1.12 -0.16 -1.04 0.3356274 0.5834218 -6.00 FALSE
246413_at unknown protein --- AT1G77310 -1.13 -0.18 -1.04 0.3357877 0.5836112 -6.00 FALSE



267144_at unknown protein GPAT6 AT2G38110 -1.32 -0.41 -1.04 0.3357843 0.5836112 -6.00 FALSE
263613_at unknown protein --- AT2G25250 1.27 0.35 1.04 0.3358131 0.5836112 -6.00 FALSE
266406_at hypothetical protein predicted by --- AT2G38570 -1.15 -0.20 -1.04 0.3361287 0.5841151 -6.00 FALSE
250228_at cell cycle switch protein FZR3 AT5G13840 1.15 0.20 1.04 0.3361704 0.5841432 -6.00 FALSE
260675_at unknown protein ; supported by c--- AT1G19430 -1.16 -0.21 -1.04 0.3361963 0.5841437 -6.00 FALSE
253660_at  putative protein proline-rich prote--- AT4G30140 1.11 0.16 1.04 0.3362266 0.5841517 -6.00 FALSE
265928_at Ac-like transposase related to Ac--- --- 1.15 0.20 1.04 0.3362866 0.5842115 -6.00 FALSE
255584_at putative reverse transcriptase-like--- --- 1.11 0.15 1.04 0.3363835 0.5842464 -6.00 FALSE
263124_at  beta-Amyrin Synthase, putative --- AT1G78480 -1.17 -0.23 -1.04 0.3363343 0.5842464 -6.00 FALSE
256018_at  plastid heme oxygenase, putativho4 AT1G58300 -1.21 -0.27 -1.04 0.3363663 0.5842464 -6.00 FALSE
250347_at putative protein --- AT5G11960 1.12 0.16 1.03 0.3364929 0.5843918 -6.00 FALSE
255106_at putative protein hypothetical prot --- --- 1.10 0.14 1.03 0.3365319 0.5844151 -6.00 FALSE
263324_at hypothetical protein predicted by --- AT2G04220 1.11 0.15 1.03 0.3367638 0.5847733 -6.00 FALSE
258773_at hypothetical protein predicted by --- AT3G10730 1.09 0.13 1.03 0.3368513 0.5848096 -6.00 FALSE
265452_at putative bHLH transcription facto ATAIB AT2G46510 1.45 0.54 1.03 0.3368616 0.5848096 -6.00 FALSE
249730_at calcium dependent protein kinase--- AT5G24430 1.28 0.35 1.03 0.3368203 0.5848096 -6.00 FALSE
250344_at  glutaredoxin - like protein glutare--- AT5G11930 1.25 0.32 1.03 0.336918 0.5848629 -6.00 FALSE
262141_s_ahypothetical protein predicted by --- AT1G52440 // -1.09 -0.13 -1.03 0.3369578 0.5848876 -6.00 FALSE
252046_at  putative protein extensin -Nicotia--- AT3G52460 1.14 0.19 1.03 0.3369982 0.5849131 -6.00 FALSE
262883_at  ammonium transporter, puitativeATAMT1;2 AT1G64780 -1.23 -0.29 -1.03 0.337118 0.5849415 -6.00 FALSE
262742_at  GTP-binding protein, putative simAtRABA1i AT1G28550 1.11 0.16 1.03 0.3371428 0.5849415 -6.00 FALSE
264590_at unknown protein  ;supported by f --- AT2G17710 -1.70 -0.77 -1.03 0.3370448 0.5849415 -6.00 FALSE
263364_at unknown protein predicted by ge --- AT2G20540 -1.10 -0.14 -1.03 0.3371266 0.5849415 -6.00 FALSE
250528_at putative protein strong similarity t--- AT5G08600 -1.10 -0.13 -1.03 0.3371021 0.5849415 -6.00 FALSE
266434_s_aunknown protein --- AT2G07120 // 1.11 0.15 1.03 0.3372006 0.5849973 -6.00 FALSE
262331_at unknown protein --- AT1G64050 1.10 0.13 1.03 0.3372859 0.5851009 -6.00 FALSE
261421_at hypothetical protein similar to unkIQD30 AT1G18840 -1.32 -0.40 -1.03 0.3374201 0.5852473 -6.00 TRUE
245898_at  ser/thr specific protein kinase-lik --- AT5G11020 -1.16 -0.21 -1.03 0.3374217 0.5852473 -6.00 FALSE
258389_at hypothetical protein predicted by SDE5 AT3G15390 1.16 0.21 1.03 0.3375091 0.58531 -6.00 FALSE
258444_at expressed protein supported by cTIC AT3G22380 -1.12 -0.17 -1.03 0.3374976 0.58531 -6.00 FALSE
257754_at  GTP binding protein, putative simATRAB7B AT3G18820 -1.11 -0.15 -1.03 0.3375529 0.5853415 -6.00 FALSE
255463_at  putative polyprotein of LTR trans--- --- 1.13 0.17 1.03 0.3376049 0.5853872 -6.00 FALSE
245939_at  oxoglutarate/malate translocator --- AT5G19760 -1.13 -0.17 -1.03 0.3378129 0.5854808 -6.00 FALSE
254761_at Expressed protein ; supported byCLE44 AT4G13195 1.18 0.24 1.03 0.3377997 0.5854808 -6.00 FALSE
262466_at hypothetical protein similar to hypNTMC2T5.1AT1G50260 1.16 0.22 1.03 0.3377306 0.5854808 -6.00 FALSE



263790_at hypothetical protein predicted by --- AT2G24530 -1.16 -0.22 -1.03 0.3377738 0.5854808 -6.00 FALSE
257379_x_aMutator-like transposase similar t--- --- 1.12 0.16 1.03 0.3377614 0.5854808 -6.00 FALSE
251101_at putative transporter protein Na+/HCHX26 AT5G01680 1.10 0.13 1.03 0.3377036 0.5854808 -6.00 FALSE
259878_at putative catechol O-methyltransfe--- AT1G76790 1.30 0.38 1.03 0.3379994 0.5857595 -6.00 TRUE
253586_s_a putative protein hypothetical pro --- AT4G30710 // -1.22 -0.28 -1.03 0.3380376 0.5857812 -6.00 FALSE
265217_s_aunknown protein ESTs gb|H7659--- AT1G05090 // -1.19 -0.25 -1.03 0.3380691 0.5857912 -6.00 FALSE
264737_at unknown protein --- AT1G62210 1.17 0.23 1.03 0.3382539 0.586067 -6.00 FALSE
265141_at hypothetical protein predicted by --- AT1G51350 1.13 0.17 1.03 0.3383112 0.5860771 -6.00 FALSE
253204_at GTP binding protein beta subunitAGB1 AT4G34460 1.10 0.14 1.03 0.3383103 0.5860771 -6.00 FALSE
258512_at  beta-glucosidase, putative simila--- AT3G06510 // 1.09 0.13 1.03 0.3383944 0.586104 -6.00 FALSE
251726_at  protein kinase NPK1-related pro --- AT3G56280 1.09 0.13 1.03 0.3384175 0.586104 -6.00 FALSE
262675_at anter-specific proline-rich -like pr EXL6 AT1G75930 1.14 0.18 1.03 0.3384438 0.586104 -6.00 FALSE
257675_at  ethylene responsive element binERF7 AT3G20310 -1.15 -0.21 -1.03 0.3385579 0.586104 -6.00 FALSE
257665_at unknown protein --- AT3G20430 -1.11 -0.15 -1.03 0.3385348 0.586104 -6.00 FALSE
252232_at  bZIP transcription factor - like pr AtbZIP5 AT3G49760 1.10 0.14 1.03 0.3384499 0.586104 -6.00 FALSE
266976_at putative phospholipase --- AT2G39410 1.20 0.26 1.03 0.3385409 0.586104 -6.00 FALSE
255122_at putative athila-like protein --- --- -1.17 -0.22 -1.03 0.3385235 0.586104 -6.00 FALSE
254772_at  extensin-like protein extensin cla--- AT4G13390 -1.09 -0.12 -1.03 0.3385545 0.586104 -6.00 FALSE
263965_at putative retroelement pol polypro --- --- 1.13 0.17 1.03 0.3385862 0.5861084 -6.00 FALSE
252275_at  ubiquitin-specific protease 26 (UUBP26 AT3G49600 1.18 0.24 1.03 0.3386809 0.5862279 -6.00 FALSE
257645_at unknown protein  ;supported by f --- AT3G25790 1.16 0.21 1.03 0.3389915 0.5866765 -6.00 FALSE
245522_at hypothetical protein --- AT4G15890 1.11 0.15 1.03 0.3389846 0.5866765 -6.00 FALSE
265603_at hypothetical protein predicted by --- --- -1.13 -0.18 -1.03 0.339044 0.5867228 -6.00 FALSE
261972_at hypothetical protein predicted by --- AT1G64600 -1.22 -0.29 -1.03 0.3392583 0.5869601 -6.00 TRUE
253846_at  putative protein MSP1, Saccharo--- AT4G28000 1.10 0.14 1.03 0.3392514 0.5869601 -6.00 FALSE
257898_s_ahypothetical protein predicted by --- --- -1.09 -0.13 -1.03 0.3392363 0.5869601 -6.00 FALSE
258676_at hypothetical protein predicted by --- AT3G08600 -1.15 -0.20 -1.03 0.3393642 0.5870098 -6.00 TRUE
250393_at  serine/threonine protein phospha--- AT5G10900 1.13 0.18 1.03 0.3393401 0.5870098 -6.00 FALSE
257453_at hypothetical protein predicted by --- AT1G65130 1.14 0.19 1.03 0.339347 0.5870098 -6.00 FALSE
256087_at hypothetical protein predicted by --- AT1G20800 1.12 0.16 1.03 0.339433 0.5870842 -6.00 FALSE
258891_at unknown protein EMB2016 AT3G05680 -1.11 -0.15 -1.03 0.3395361 0.587218 -6.01 FALSE
265503_at putative non-LTR retroelement re--- --- 1.16 0.21 1.03 0.33957 0.5872321 -6.01 FALSE
263465_at hypothetical protein predicted by --- AT2G31940 1.15 0.21 1.03 0.3396436 0.5873149 -6.01 FALSE
248245_at MtN3 protein-like --- AT5G53190 1.15 0.20 1.03 0.3396894 0.5873495 -6.01 FALSE
260524_at unknown protein --- AT2G47230 1.12 0.16 1.03 0.3398959 0.5876621 -6.01 FALSE



265811_at unknown protein possibly relatedEDA2 AT2G18080 1.12 0.16 1.03 0.3399543 0.5877185 -6.01 FALSE
259628_at hypothetical protein contains Pfa --- AT1G56440 -1.18 -0.24 -1.03 0.3400108 0.5877716 -6.01 FALSE
267042_at putative non-LTR retroelement re--- AT2G34320 1.12 0.16 1.03 0.3401442 0.5879577 -6.01 FALSE
266026_at putative non-LTR retroelement re--- --- 1.13 0.18 1.03 0.3402193 0.5879983 -6.01 FALSE
247473_at  putative protein AT-hook protein --- AT5G62260 1.17 0.22 1.03 0.3401987 0.5879983 -6.01 FALSE
259709_at Expressed protein ; supported by--- AT1G77655 1.14 0.19 1.03 0.3402705 0.5880021 -6.01 FALSE
263309_at putative replication protein A1 --- --- 1.18 0.24 1.03 0.340273 0.5880021 -6.01 FALSE
257116_at  arginine methyltransferase, putaPRMT6 AT3G20020 -1.14 -0.19 -1.03 0.3403475 0.5880862 -6.01 FALSE
247321_s_aphosphatidylinositol 4-kinase (emPI-4KBETA AT5G09350 // -1.17 -0.22 -1.03 0.3403975 0.5881023 -6.01 FALSE
260346_at hypothetical protein predicted by CLE10 AT1G69320 // 1.15 0.20 1.03 0.3404084 0.5881023 -6.01 FALSE
265677_at putative purine-rich single-strand PUR ALPHAAT2G32080 1.11 0.15 1.03 0.3404862 0.5881032 -6.01 FALSE
263111_s_ahypothetical protein contains sim --- AT1G65190 // 1.18 0.24 1.03 0.3404755 0.5881032 -6.01 FALSE
255195_at may be a pseudogene --- --- 1.11 0.15 1.03 0.3404766 0.5881032 -6.01 FALSE
254506_at  leucine rich repeat-like protein CGSO1 AT4G20140 -1.17 -0.22 -1.03 0.3405502 0.5881691 -6.01 FALSE
246953_at unknown protein  ;supported by f VPS60.2 AT5G04850 -1.12 -0.16 -1.03 0.340737 0.5884027 -6.01 FALSE
263518_at Expressed protein ; supported by--- AT2G21655 1.12 0.16 1.03 0.3407125 0.5884027 -6.01 FALSE
261974_at  protein kinase, putative similar toCPuORF57AT1G64628 // -1.12 -0.16 -1.03 0.3407782 0.5884063 -6.01 FALSE
258761_at unknown protein --- AT3G10760 -1.20 -0.26 -1.02 0.3407907 0.5884063 -6.01 FALSE
262315_at unknown protein ;supported by fu--- AT1G70990 1.28 0.36 1.02 0.3408953 0.5885424 -6.01 FALSE
252276_at hypothetical protein  ; supported --- AT3G49490 1.14 0.19 1.02 0.341002 0.5886374 -6.01 FALSE
265234_at hypothetical protein --- AT2G07721 1.14 0.19 1.02 0.3409899 0.5886374 -6.01 FALSE
254041_at Expressed protein ; supported by--- AT4G25830 1.46 0.55 1.02 0.3411078 0.5886864 -6.01 TRUE
260111_at hypothetical protein similar to unk--- AT1G63320 -1.10 -0.13 -1.02 0.3411073 0.5886864 -6.01 FALSE
262004_at calcineurin B-like protein similar tCBL8 AT1G64480 1.18 0.23 1.02 0.3411042 0.5886864 -6.01 FALSE
262572_at unknown protein Contains a PF|0--- AT1G15140 1.16 0.21 1.02 0.3411445 0.5887052 -6.01 FALSE
249505_at putative protein --- --- 1.26 0.34 1.02 0.3412132 0.5887793 -6.01 FALSE
266762_at putative alcohol dehydrogenase --- AT2G47120 -1.11 -0.15 -1.02 0.3412459 0.5887911 -6.01 FALSE
264108_at hypothetical protein predicted by CALS5 AT2G13680 1.11 0.15 1.02 0.3413973 0.5889996 -6.01 FALSE
254341_at  serine/threonine protein kinase l SRF8 AT4G22130 1.36 0.45 1.02 0.34143 0.5889996 -6.01 FALSE
265180_at putative OBP32pep protein  ;sup --- AT1G23590 1.09 0.12 1.02 0.3414442 0.5889996 -6.01 FALSE
264637_at  allyl alcohol dehydrogenase, put --- AT1G65560 -1.19 -0.25 -1.02 0.3414723 0.5890036 -6.01 FALSE
266574_at hypothetical protein predicted by --- AT2G23890 -1.27 -0.34 -1.02 0.3415766 0.5890943 -6.01 FALSE
259004_at  putative protein kinase C-termina--- AT3G01840 1.12 0.16 1.02 0.3415583 0.5890943 -6.01 FALSE
263780_at hypothetical protein predicted by SPA1 AT2G46340 1.23 0.30 1.02 0.3416514 0.5891789 -6.01 FALSE
247518_at  putative protein many predicted --- AT5G61800 -1.14 -0.19 -1.02 0.341688 0.5891975 -6.01 FALSE



263252_at putative CONSTANS-like B-box zSTH AT2G31380 -1.21 -0.28 -1.02 0.3417188 0.589206 -6.01 FALSE
250894_s_a putative protein proline-rich prote--- AT5G03810 // 1.13 0.18 1.02 0.3418049 0.5892695 -6.01 FALSE
264620_at putative bZIP transcription factor ATBZIP27 AT2G17770 1.15 0.20 1.02 0.3418073 0.5892695 -6.01 FALSE
266764_at putative pectinesterase  ;support --- AT2G47050 1.13 0.18 1.02 0.34195 0.5894709 -6.01 FALSE
263020_at unknown protein --- AT1G23880 -1.11 -0.16 -1.02 0.3421504 0.5897719 -6.01 FALSE
258131_at  protein kinase, putative similar to--- AT3G24540 1.17 0.23 1.02 0.3422043 0.5898201 -6.01 FALSE
253641_at hypothetical protein ;supported b --- AT4G29980 1.14 0.19 1.02 0.3422685 0.5898862 -6.01 FALSE
259020_at unknown protein  ; supported by --- AT3G07470 -1.15 -0.20 -1.02 0.342402 0.590016 -6.01 TRUE
246815_at  putative protein integrin analogu --- AT5G27220 -1.10 -0.14 -1.02 0.3424214 0.590016 -6.01 FALSE
253326_at  putative protein polygalacturona --- AT4G33440 -1.13 -0.17 -1.02 0.3424189 0.590016 -6.01 FALSE
261561_at unknown protein ;supported by fu--- AT1G01730 -1.18 -0.24 -1.02 0.3424575 0.5900337 -6.01 FALSE
266936_at hypothetical protein predicted by --- AT2G18920 1.10 0.14 1.02 0.3425 0.5900624 -6.01 FALSE
245251_at calcineurin B-like protein 1 ; suppCBL1 AT4G17615 1.41 0.49 1.02 0.3425503 0.5901044 -6.01 TRUE
256210_at hypothetical protein --- AT1G50950 -1.40 -0.49 -1.02 0.3425821 0.5901145 -6.01 FALSE
261020_at hypothetical protein similar to reti--- AT1G26390 -1.38 -0.46 -1.02 0.3426397 0.5901693 -6.01 TRUE
253918_at putative protein  ; supported by fuPHOS34 AT4G27320 -1.13 -0.17 -1.02 0.3427775 0.590362 -6.01 FALSE
260198_at F12A21.23 hypothetical protein --- AT1G67635 1.10 0.14 1.02 0.3428908 0.5905126 -6.01 FALSE
265462_at putative vetispiradiene synthase --- AT2G37140 1.13 0.18 1.02 0.3429222 0.5905221 -6.01 FALSE
249465_at  AIG2 - like protein AIG2, ArabidoAIG2L AT5G39720 1.13 0.18 1.02 0.3429607 0.5905438 -6.01 FALSE
257413_at  putative RNA-binding protein con--- AT1G22910 1.19 0.25 1.02 0.3430782 0.5906661 -6.01 FALSE
258197_at hypothetical protein predicted by ATBRXL2 AT3G14000 -1.14 -0.19 -1.02 0.3430835 0.5906661 -6.01 FALSE
258904_at  putative ATPase (ISW2-like) simCHR11 AT3G06400 -1.13 -0.18 -1.02 0.3431512 0.5906934 -6.01 FALSE
266898_at unknown protein ; supported by c--- AT2G45990 -1.15 -0.20 -1.02 0.343144 0.5906934 -6.01 FALSE
261021_at hypothetical protein similar to reti--- AT1G26380 1.70 0.77 1.02 0.3432531 0.5907797 -6.01 TRUE
265292_s_ahypothetical protein predicted by --- --- -1.10 -0.14 -1.02 0.3432448 0.5907797 -6.01 FALSE
258578_at germin-like protein contains Pfam--- AT3G04200 1.20 0.26 1.02 0.3435272 0.5908985 -6.01 FALSE
254006_at  putative protein various predicte --- AT4G26340 1.12 0.16 1.02 0.3433752 0.5908985 -6.01 FALSE
265522_at putative TPR repeat nuclear phosELF8 AT2G06210 -1.14 -0.18 -1.02 0.3434344 0.5908985 -6.01 FALSE
256373_at hypothetical protein SGA2 AT1G66740 1.16 0.22 1.02 0.3434367 0.5908985 -6.01 FALSE
263190_at  mutator-like transposase, putativ--- --- 1.10 0.13 1.02 0.3433542 0.5908985 -6.01 FALSE
252447_at  beta-D-glucan exohydrolase - lik--- AT3G47040 1.12 0.16 1.02 0.3435294 0.5908985 -6.01 FALSE
247811_at  leucine zipper-containing proteinATEXO70BAT5G58430 1.32 0.40 1.02 0.3434809 0.5908985 -6.01 FALSE
245615_at reverse transcriptase like protein --- --- 1.11 0.15 1.02 0.3434818 0.5908985 -6.01 FALSE
246760_at  putative protein predicted protein--- AT5G27970 1.11 0.15 1.02 0.3435862 0.5909145 -6.01 FALSE
250431_at  cyclin protein - like cyclin D2.1 p CYCD4;2 AT5G10440 1.12 0.16 1.02 0.3435905 0.5909145 -6.01 FALSE



264823_at putative serine/threonine protein BSU1 AT1G03445 1.17 0.23 1.02 0.3437036 0.5910296 -6.01 FALSE
263383_at putative protein kinase contains a--- AT2G40120 1.14 0.19 1.02 0.3437092 0.5910296 -6.01 FALSE
250236_at delta subunit of mitochondrial F1 --- AT5G13450 1.14 0.19 1.02 0.3438736 0.5912676 -6.01 FALSE
253093_at  putative protein SPINDLY protei SRFR1 AT4G37460 -1.12 -0.16 -1.02 0.343909 0.5912839 -6.02 FALSE
260577_at hypothetical protein predicted by --- AT2G47340 1.12 0.16 1.02 0.3440181 0.591427 -6.02 FALSE
250674_at  laccase-like protein laccase - PoLAC13 AT5G07130 1.21 0.27 1.02 0.3440723 0.5914755 -6.02 FALSE
256712_at unknown protein similar to T14G --- AT2G34020 1.10 0.13 1.02 0.3441226 0.5915175 -6.02 FALSE
252875_at GTP-binding protein GB3  ;suppoRABA4B AT4G39990 -1.11 -0.15 -1.02 0.3441822 0.5915297 -6.02 FALSE
267304_at putative Fe(II) transport protein ZIP6 AT2G30080 -1.16 -0.21 -1.02 0.3442075 0.5915297 -6.02 FALSE
259736_at  endo-beta-1,4-glucanase, putativAtGH9C2 AT1G64390 1.82 0.86 1.02 0.3441759 0.5915297 -6.02 FALSE
257409_at unknown protein predicted by ge --- AT2G17470 1.14 0.18 1.02 0.3442435 0.5915408 -6.02 FALSE
266383_at putative pathogenesis related-1 (ATPRB1 AT2G14580 -1.19 -0.25 -1.02 0.3442658 0.5915408 -6.02 FALSE
262043_at unknown protein PSF1 AT1G80190 -1.17 -0.22 -1.02 0.344371 0.5916768 -6.02 FALSE
256483_at hypothetical protein --- AT1G31410 -1.15 -0.21 -1.02 0.3444435 0.5917569 -6.02 FALSE
245648_at F5A9.12 hypothetical protein --- --- 1.12 0.16 1.02 0.3445325 0.5917761 -6.02 FALSE
AFFX-r2-At- Arabidopsis thaliana /REF=U372--- --- -1.10 -0.14 -1.02 0.3445109 0.5917761 -6.02 FALSE
246362_at hypothetical protein --- --- -1.09 -0.13 -1.02 0.3444991 0.5917761 -6.02 FALSE
250850_at putative protein  ; supported by c --- AT5G04550 1.15 0.20 1.02 0.3446042 0.5918547 -6.02 FALSE
263673_at unknown protein --- AT2G04800 1.20 0.26 1.02 0.3446498 0.5918801 -6.02 FALSE
259931_at hypothetical protein predicted by --- AT1G34400 1.13 0.17 1.02 0.3446709 0.5918801 -6.02 FALSE
245515_at hypothetical protein --- AT4G15810 -1.23 -0.30 -1.02 0.3447303 0.5919375 -6.02 FALSE
264588_at unknown protein contains similar --- AT2G17730 -1.28 -0.35 -1.02 0.344794 0.5920023 -6.02 FALSE
248071_at unknown protein --- AT5G55670 -1.12 -0.17 -1.02 0.3448845 0.5921132 -6.02 FALSE
248350_at putative protein similar to unknow--- AT5G52160 1.11 0.15 1.02 0.344947 0.5921759 -6.02 FALSE
264808_at unknown protein similar to EST gPRA1.E AT1G08770 1.11 0.16 1.02 0.344991 0.5922037 -6.02 FALSE
247590_at  putative protein predicted protein--- AT5G60720 1.14 0.19 1.02 0.3450151 0.5922037 -6.02 FALSE
252869_at putative protein --- AT4G39930 1.12 0.16 1.01 0.345242 0.5924481 -6.02 FALSE
253599_at  putative protein ash1 protein, Dr SDG4 AT4G30860 1.19 0.25 1.01 0.3452259 0.5924481 -6.02 FALSE
253565_at  predicted protein DAN26, Homo --- AT4G31200 -1.16 -0.21 -1.01 0.3452545 0.5924481 -6.02 FALSE
251067_at hypothetical protein --- AT5G01910 -1.18 -0.24 -1.01 0.3452614 0.5924481 -6.02 FALSE
257373_at hypothetical protein predicted by --- AT2G43140 1.16 0.21 1.01 0.3453607 0.5924849 -6.02 FALSE
265105_s_aunknown protein contains similar --- AT1G62580 // 1.10 0.13 1.01 0.3453215 0.5924849 -6.02 FALSE
265124_at hypothetical protein similar to put--- AT1G55430 -1.14 -0.19 -1.01 0.3453423 0.5924849 -6.02 FALSE
245218_s_a viral resistance protein, putative,--- AT1G58848 // 1.10 0.13 1.01 0.3454205 0.5924982 -6.02 FALSE
249921_at reverse-transcriptase - like protei --- AT5G19270 1.11 0.16 1.01 0.3454189 0.5924982 -6.02 FALSE



249131_at putative protein contains similarit APUM14 AT5G43110 -1.10 -0.14 -1.01 0.345458 0.592518 -6.02 FALSE
253778_at  heat-shock protein heat-shock p --- AT4G28480 1.15 0.20 1.01 0.3455651 0.5926352 -6.02 FALSE
248029_at beta-amylase  ; supported by cD BAM4 AT5G55700 -1.13 -0.18 -1.01 0.3455783 0.5926352 -6.02 FALSE
249531_at  putative protein predicted proteinAtGDU7 AT5G38770 1.11 0.15 1.01 0.3456281 0.5926761 -6.02 FALSE
255814_at unknown protein --- AT1G19900 1.11 0.15 1.01 0.3459118 0.5929842 -6.02 FALSE
250812_at putative protein similar to unknow--- AT5G04900 -1.11 -0.15 -1.01 0.3459029 0.5929842 -6.02 FALSE
260756_at  hypothetical protein contains sim--- AT1G48970 1.10 0.14 1.01 0.345867 0.5929842 -6.02 FALSE
252551_at  phospholipase - like protein cyto --- AT3G45880 -1.17 -0.22 -1.01 0.345875 0.5929842 -6.02 FALSE
246968_at  RING finger-like protein RING-H--- AT5G24870 -1.17 -0.22 -1.01 0.3459503 0.5930057 -6.02 TRUE
245164_at mitochondrial chaperonin (HSP60HSP60-2 AT2G33210 -1.32 -0.40 -1.01 0.3461064 0.5931841 -6.02 FALSE
257200_at hypothetical protein predicted by --- --- -1.10 -0.13 -1.01 0.3460873 0.5931841 -6.02 FALSE
248958_at unknown protein  ; supported by --- AT5G45590 -1.18 -0.23 -1.01 0.3461799 0.5932655 -6.02 FALSE
248291_at putative protein similar to unknow--- AT5G53020 1.13 0.17 1.01 0.3462745 0.593383 -6.02 FALSE
251323_at delta-8 sphingolipid desaturase  --- AT3G61580 1.13 0.18 1.01 0.346372 0.5934291 -6.02 TRUE
245053_at putative pectinesterase --- AT2G26450 1.17 0.23 1.01 0.3463795 0.5934291 -6.02 FALSE
254316_at  putative protein glycine-rich cell --- --- 1.13 0.17 1.01 0.3463413 0.5934291 -6.02 FALSE
257604_s_ahypothetical protein predicted by --- AT1G11810 // -1.11 -0.15 -1.01 0.3464353 0.5934802 -6.02 FALSE
262516_at putative glutathione transferase OATGSTU26AT1G17190 1.13 0.17 1.01 0.3466116 0.5936533 -6.02 FALSE
256477_at unknown protein --- --- 1.12 0.16 1.01 0.3465626 0.5936533 -6.02 FALSE
266123_at unknown protein identical to GB:A--- AT2G45180 -1.09 -0.13 -1.01 0.3466144 0.5936533 -6.02 FALSE
258641_at unknown protein  ;supported by f --- AT3G08030 -1.49 -0.57 -1.01 0.346995 0.5939811 -6.02 TRUE
267416_at putative phosphatidylinositol-glycSETH1 AT2G34980 1.11 0.15 1.01 0.3470586 0.5939811 -6.02 FALSE
262149_at hypothetical protein predicted by --- AT1G52530 -1.16 -0.22 -1.01 0.347109 0.5939811 -6.02 FALSE
266990_at putative ABC transporter ATATH8 AT2G39190 -1.25 -0.32 -1.01 0.3469566 0.5939811 -6.02 FALSE
263089_at putative retroelement pol polypro --- --- 1.15 0.21 1.01 0.3469551 0.5939811 -6.02 FALSE
249239_at MAP kinase  ; supported by cDNACPuORF58AT5G41990 // 1.11 0.15 1.01 0.3471661 0.5939811 -6.02 FALSE
265468_at hypothetical protein predicted by --- AT2G37210 1.12 0.17 1.01 0.3469379 0.5939811 -6.02 FALSE
254925_at  beta-adaptin - like protein beta-a--- AT4G11380 -1.14 -0.19 -1.01 0.3471704 0.5939811 -6.02 FALSE
264444_at putative squamosa-promoter bind--- AT1G27360 1.12 0.16 1.01 0.3471616 0.5939811 -6.02 FALSE
257557_at  terpene synthase-related protein--- AT3G14490 1.16 0.21 1.01 0.3470041 0.5939811 -6.02 FALSE
253963_at  putative protein probable calcium--- AT4G26470 1.24 0.31 1.01 0.3471696 0.5939811 -6.02 FALSE
256150_at beta-fructofuranosidase identical ATFRUCT5AT1G55120 1.29 0.36 1.01 0.3470676 0.5939811 -6.02 FALSE
253990_at  putative thioredoxin thioredoxin -ACHT1 AT4G26160 -1.23 -0.29 -1.01 0.3469323 0.5939811 -6.02 FALSE
263409_at predicted protein --- AT2G04063 -1.12 -0.16 -1.01 0.3471535 0.5939811 -6.02 FALSE
261595_at hypothetical protein predicted by --- AT1G33070 1.09 0.13 1.01 0.3473183 0.5940233 -6.02 FALSE



260555_at hypothetical protein predicted by --- AT2G41780 1.37 0.45 1.01 0.3473299 0.5940233 -6.02 FALSE
256132_at hypothetical protein similar to hyp--- AT1G13610 1.12 0.16 1.01 0.3472874 0.5940233 -6.02 FALSE
265748_at putative Athila retroelement ORF--- --- 1.12 0.17 1.01 0.347347 0.5940233 -6.02 FALSE
247893_at  RNA polymerase I, II and III 24.3RPB5C AT5G57980 1.16 0.21 1.01 0.3473428 0.5940233 -6.02 FALSE
250499_at  beta-xylosidase - like protein betBXL3 AT5G09730 -1.12 -0.16 -1.01 0.3473513 0.5940233 -6.02 FALSE
251194_at putative protein --- AT3G62920 -1.20 -0.27 -1.01 0.3474455 0.5940954 -6.02 FALSE
253170_at  putative protein various predicte --- AT4G35130 1.10 0.14 1.01 0.3474302 0.5940954 -6.02 FALSE
252431_at putative protein MAG2 AT3G47700 1.19 0.26 1.01 0.3475233 0.5941838 -6.02 FALSE
259503_at unknown protein ; supported by c--- AT1G15870 -1.18 -0.24 -1.01 0.347615 0.5942532 -6.02 FALSE
252150_at  vacuolar sorting protein 35 homoVPS35C AT3G51310 1.11 0.14 1.01 0.347616 0.5942532 -6.02 FALSE
258842_at unknown protein similar to putativCLPS3 AT3G04680 -1.16 -0.22 -1.01 0.3477684 0.5943801 -6.02 FALSE
263990_at putative phosphoprotein phosphaPP5.2 AT2G42810 -1.12 -0.16 -1.01 0.3477608 0.5943801 -6.02 FALSE
266658_at Expressed protein ; supported by--- AT2G25735 1.80 0.84 1.01 0.3477263 0.5943801 -6.02 FALSE
261486_at  nucleic acid binding protein (alfinAL7 AT1G14510 -1.13 -0.17 -1.01 0.3479544 0.5946536 -6.02 FALSE
252565_at actin depolymerizing factor 2 (ADADF2 AT3G46000 -1.10 -0.14 -1.01 0.3479827 0.5946573 -6.02 FALSE
247714_at  wuschel protein - like wuschel prWOX2 AT5G59340 1.22 0.28 1.01 0.3481118 0.5948333 -6.02 FALSE
252624_at Expressed protein ; supported byPSK1 AT3G44735 1.29 0.37 1.01 0.3482355 0.594911 -6.02 TRUE
264116_at putative poly (ADP-ribose) polymPARP2 AT2G31320 -1.24 -0.31 -1.01 0.348235 0.594911 -6.02 FALSE
252777_at hypothetical protein --- AT3G42970 1.11 0.15 1.01 0.3482326 0.594911 -6.02 FALSE
253940_at putative protein other Arabidopsis--- AT4G26950 -1.14 -0.19 -1.01 0.3483965 0.5951005 -6.03 FALSE
261389_s_ahypothetical protein identical to h --- --- -1.10 -0.14 -1.01 0.3483986 0.5951005 -6.03 FALSE
251481_at  receptor lectin kinase-like protein--- AT3G59730 1.09 0.13 1.01 0.3484259 0.5951025 -6.03 FALSE
247460_at AtOXA1  ;supported by full-lengthOXA1 AT5G62050 -1.09 -0.12 -1.01 0.348505 0.5951931 -6.03 FALSE
257426_at hypothetical protein contains sim --- AT1G54850 -1.16 -0.21 -1.01 0.3485628 0.5952472 -6.03 FALSE
263385_at ABA-regulated gene (ATEM6)  ; sGEA6 AT2G40170 1.15 0.20 1.01 0.3487725 0.5955607 -6.03 FALSE
258689_at putative GTPase activating prote --- AT3G07940 -1.11 -0.14 -1.01 0.3488289 0.595568 -6.03 FALSE
257417_at hypothetical protein predicted by --- AT1G10110 1.13 0.17 1.01 0.3488104 0.595568 -6.03 FALSE
261861_at hypothetical protein predicted by --- AT1G50450 -1.27 -0.35 -1.01 0.3489853 0.5957233 -6.03 FALSE
256961_at transcription initiation factor TFIIDTBP1 AT3G13445 -1.13 -0.17 -1.01 0.3490244 0.5957233 -6.03 FALSE
266242_at hypothetical protein predicted by --- AT2G27790 -1.11 -0.15 -1.01 0.3489624 0.5957233 -6.03 FALSE
246983_at receptor protein kinase-like prote --- AT5G67200 -1.18 -0.24 -1.01 0.3490024 0.5957233 -6.03 FALSE
267201_at putative protein kinase contains a--- AT2G31010 1.23 0.30 1.01 0.3491268 0.5957887 -6.03 TRUE
261794_at hypothetical protein contains sim --- AT1G16060 1.15 0.20 1.01 0.3491654 0.5957887 -6.03 FALSE
266231_at putative protein kinase PSKR1 AT2G02220 1.46 0.54 1.01 0.3491672 0.5957887 -6.03 FALSE
262125_at  heat shock protein, putative simiEDA1 AT1G59680 1.12 0.17 1.01 0.3491274 0.5957887 -6.03 FALSE



261227_at  proteasome regulatory subunit SEMB2719 AT1G20200 -1.11 -0.14 -1.01 0.3492054 0.5958094 -6.03 FALSE
248592_at unknown protein  ;supported by f --- AT5G49280 1.33 0.41 1.01 0.3492797 0.595847 -6.03 FALSE
252033_at putative protein  ;supported by fu --- AT3G51950 -1.22 -0.29 -1.01 0.3492756 0.595847 -6.03 FALSE
262293_at  heat-shock protein 90, putative i --- AT1G27640 1.18 0.24 1.01 0.3495491 0.5962174 -6.03 FALSE
251671_at  putative protein hypothetical pro --- AT3G57210 1.12 0.16 1.01 0.3495397 0.5962174 -6.03 FALSE
264756_at  receptor protein kinase (IRK1), p--- AT1G61370 1.52 0.61 1.01 0.3496526 0.5962601 -6.03 TRUE
253010_at ovule development protein aintegANT AT4G37750 1.13 0.18 1.01 0.349617 0.5962601 -6.03 FALSE
247521_at  putative protein ATP/GTP nucleo--- AT5G61450 1.13 0.18 1.01 0.3496302 0.5962601 -6.03 FALSE
257104_at  ER lumen retaining receptor (HD--- AT3G25040 -1.12 -0.16 -1.00 0.349763 0.5962926 -6.03 FALSE
251332_at  putative protein putative protein --- AT3G61670 -1.18 -0.24 -1.00 0.3497762 0.5962926 -6.03 FALSE
246119_at  ankyrin-repeat protein patsas proTIP1 AT5G20350 -1.14 -0.19 -1.00 0.3497498 0.5962926 -6.03 FALSE
248550_at putative protein similar to unknowQS AT5G50210 1.20 0.27 1.00 0.349757 0.5962926 -6.03 FALSE
245048_at orf within trnK intron orf within trn--- --- -1.17 -0.23 -1.00 0.3498596 0.5963457 -6.03 FALSE
261856_at hypothetical protein --- AT1G50530 -1.14 -0.19 -1.00 0.3498485 0.5963457 -6.03 FALSE
262940_at unknown protein --- AT1G79520 -1.19 -0.25 -1.00 0.3501093 0.5963489 -6.03 FALSE
260053_at hypothetical protein similar to unk--- AT1G78120 1.15 0.21 1.00 0.3501287 0.5963489 -6.03 FALSE
251563_at  anthranilate phosphoribosyltrans--- AT3G57880 1.23 0.30 1.00 0.3501491 0.5963489 -6.03 FALSE
267434_at 3-beta-hydroxysteroid dehydrogeAT3BETAHAT2G26260 1.14 0.19 1.00 0.3500422 0.5963489 -6.03 FALSE
256705_at  cytochrome P450, putative similaCYP702A8 AT3G30290 1.14 0.19 1.00 0.3500561 0.5963489 -6.03 FALSE
253132_at  NAM / CUC2 -like protein nap geNTL9 AT4G35580 -1.15 -0.20 -1.00 0.3500203 0.5963489 -6.03 FALSE
246560_at putative protein hypothetical prot --- AT5G15560 1.11 0.15 1.00 0.3498924 0.5963489 -6.03 FALSE
252495_at putative protein hypothetical prot --- AT3G46770 1.13 0.17 1.00 0.3501026 0.5963489 -6.03 FALSE
259339_at putative adenylylsulfate kinase si --- AT3G03900 1.16 0.21 1.00 0.3499461 0.5963489 -6.03 FALSE
251673_at  beta-1,3-glucanase   BG3 AT3G57240 -2.97 -1.57 -1.00 0.3501401 0.5963489 -6.03 FALSE
246641_s_aExpressed protein ; supported by--- AT5G34883 // 1.12 0.17 1.00 0.3499196 0.5963489 -6.03 FALSE
253577_at putative protein --- AT4G31080 -1.21 -0.28 -1.00 0.3502617 0.5964008 -6.03 FALSE
258653_at  hypothetical protein similar to au--- AT3G09870 1.15 0.20 1.00 0.3502797 0.5964008 -6.03 FALSE
257877_at hypothetical protein --- AT3G17140 1.12 0.17 1.00 0.3503103 0.5964008 -6.03 FALSE
252731_at  putative protein predicted protein--- --- 1.16 0.22 1.00 0.3502669 0.5964008 -6.03 FALSE
265769_at unknown protein weak similarity t--- AT2G48090 1.13 0.18 1.00 0.3503098 0.5964008 -6.03 FALSE
265971_at putative retroelement pol polypro --- --- 1.11 0.15 1.00 0.3503443 0.5964142 -6.03 FALSE
256149_at  zinc finger protein, putative simil AtIDD7 AT1G55110 -1.17 -0.23 -1.00 0.3505152 0.5964184 -6.03 FALSE
263090_at hypothetical protein predicted by --- AT2G16190 1.11 0.15 1.00 0.3505241 0.5964184 -6.03 FALSE
247439_at plasma membrane proton ATPasAHA11 AT5G62670 -1.26 -0.34 -1.00 0.3503764 0.5964184 -6.03 FALSE
245298_at hypothetical protein ; supported b--- AT4G15010 1.11 0.15 1.00 0.350495 0.5964184 -6.03 FALSE



259600_at hypothetical protein predicted by --- AT1G35220 1.16 0.21 1.00 0.3505298 0.5964184 -6.03 FALSE
249170_at abscisic acid responsive element--- AT5G42910 1.11 0.15 1.00 0.3505246 0.5964184 -6.03 FALSE
245733_at hypothetical protein predicted by --- AT1G73380 -1.19 -0.25 -1.00 0.3504218 0.5964184 -6.03 FALSE
266823_at hypothetical protein predicted by --- AT2G44930 1.12 0.16 1.00 0.3506332 0.5965498 -6.03 FALSE
266970_at hypothetical protein predicted by --- AT2G39560 1.12 0.17 1.00 0.3507797 0.5967545 -6.03 FALSE
263940_at putative calcium-dependent proteCPK25 AT2G35890 1.10 0.14 1.00 0.3508273 0.5967692 -6.03 FALSE
267391_at putative beta-glucosidase BGLU17 AT2G44480 1.18 0.24 1.00 0.3508406 0.5967692 -6.03 FALSE
254840_at hypothetical protein --- AT4G11930 1.17 0.23 1.00 0.3509241 0.5967777 -6.03 FALSE
257777_x_ahypothetical protein --- --- 1.13 0.18 1.00 0.3509046 0.5967777 -6.03 FALSE
263446_at putative SET-domain transcriptio ATX1 AT2G31650 -1.13 -0.18 -1.00 0.3508916 0.5967777 -6.03 FALSE
246685_at  putative protein nucleoid DNA-bi--- AT5G33350 1.23 0.30 1.00 0.3510351 0.5968434 -6.03 FALSE
247948_at putative protein strong similarity t--- AT5G57130 1.14 0.19 1.00 0.3510438 0.5968434 -6.03 FALSE
263233_at hypothetical protein similar to Na --- AT1G05577 1.10 0.13 1.00 0.351054 0.5968434 -6.03 FALSE
249890_at putative protein contains similarit WRKY38 AT5G22570 2.07 1.05 1.00 0.3510674 0.5968434 -6.03 FALSE
262898_at hypothetical protein predicted by --- AT1G59850 1.13 0.18 1.00 0.3511765 0.5968953 -6.03 FALSE
262187_at hypothetical protein --- AT1G77960 -1.11 -0.15 -1.00 0.3511437 0.5968953 -6.03 FALSE
263890_at putative auxin-induced protein --- AT2G37030 -1.17 -0.23 -1.00 0.3511731 0.5968953 -6.03 FALSE
253306_at dynamin-like protein ADL2 DRP3A AT4G33650 -1.11 -0.15 -1.00 0.3512175 0.5969206 -6.03 FALSE
260366_at putative protein kinase similar to --- AT1G70460 -1.11 -0.15 -1.00 0.3512767 0.5969767 -6.03 FALSE
264816_at hypothetical protein similar to me--- AT1G03560 -1.32 -0.40 -1.00 0.3513046 0.5969797 -6.03 FALSE
257368_at hypothetical protein predicted by --- AT2G29860 1.11 0.15 1.00 0.3513916 0.5970223 -6.03 FALSE
246930_at KNAT3 homeodomain protein  ;s KNAT3 AT5G25220 -1.15 -0.20 -1.00 0.3513722 0.5970223 -6.03 FALSE
246578_at  MADS-box protein, putative simiAGL86 AT1G31630 1.10 0.14 1.00 0.3514082 0.5970223 -6.03 FALSE
255416_at hypothetical protein --- AT4G03170 -1.10 -0.13 -1.00 0.3515502 0.5971301 -6.03 FALSE
AFFX-r2-EcE. coli /GEN=bioD /DB_XREF=gb--- --- 1.34 0.42 1.00 0.3515377 0.5971301 -6.03 FALSE
254697_at  putative protein predicted protein--- AT4G17970 1.10 0.14 1.00 0.3515458 0.5971301 -6.03 FALSE
261714_at hypothetical protein similar to hypTET16 AT1G18510 1.17 0.23 1.00 0.3516523 0.597259 -6.03 FALSE
257203_at  xyloglucan endotransglycosylase--- AT3G23730 1.11 0.15 1.00 0.3517518 0.597311 -6.03 TRUE
260995_at unknown protein --- AT1G12120 -1.12 -0.16 -1.00 0.3517165 0.597311 -6.03 FALSE
248222_at GTPase activator protein of Rab---- AT5G53570 1.15 0.21 1.00 0.3517614 0.597311 -6.03 FALSE
255031_at putative proteins various hypothe--- AT4G09490 -1.16 -0.21 -1.00 0.3518453 0.5973844 -6.03 FALSE
247417_at putative protein similar to unknow--- AT5G63040 -1.11 -0.15 -1.00 0.3518571 0.5973844 -6.03 FALSE
258734_at putative DNA-binding protein sim--- AT3G05860 1.10 0.14 1.00 0.3519076 0.5974258 -6.03 FALSE
258492_at unknown protein --- AT3G02390 -1.11 -0.15 -1.00 0.3519443 0.5974436 -6.03 FALSE
249518_at putative protein similar to unknow--- AT5G38610 1.12 0.16 1.00 0.3520466 0.5975727 -6.03 FALSE



256656_at hypothetical protein similar to hyp--- AT3G18900 1.11 0.15 1.00 0.3523006 0.5979595 -6.03 FALSE
257182_s_acrn-like protein similar to crn GB: --- AT3G13210 // -1.17 -0.22 -1.00 0.3523577 0.5980119 -6.03 FALSE
253346_at hypothetical protein --- AT4G33600 1.11 0.15 1.00 0.3524867 0.5981863 -6.03 FALSE
258301_at hypothetical protein predicted by --- --- 1.09 0.13 1.00 0.3525653 0.5982751 -6.03 FALSE
247315_at unknown protein --- AT5G64010 -1.12 -0.16 -1.00 0.352615 0.598315 -6.03 FALSE
263389_at putative retroelement pol polypro --- --- 1.11 0.15 1.00 0.352684 0.598343 -6.03 FALSE
247689_at  putative protein protein tyrosine --- AT5G59770 -1.17 -0.22 -1.00 0.3526674 0.598343 -6.03 FALSE
247418_at glutaredoxin-like protein  ; suppo --- AT5G63030 -1.16 -0.21 -1.00 0.3528619 0.5986004 -6.03 FALSE
248799_at ethylene responsive element bindERF5 AT5G47230 1.82 0.87 1.00 0.3531742 0.598952 -6.04 FALSE
266969_at similar to gibberellin-regulated pr --- AT2G39540 1.14 0.20 1.00 0.3531459 0.598952 -6.04 FALSE
252051_at  putative protein similarity hypoth --- AT3G52570 -1.11 -0.15 -1.00 0.3531611 0.598952 -6.04 FALSE
248761_at Expressed protein ; supported by--- AT5G47635 1.21 0.28 1.00 0.353123 0.598952 -6.04 FALSE
260146_at putative non-phototropic hypocot --- AT1G52770 -1.36 -0.44 -1.00 0.353224 0.5989918 -6.04 FALSE
245728_at  steroid 22-alpha-hydroxylase, pu--- AT1G73340 1.15 0.20 1.00 0.3532672 0.5990203 -6.04 FALSE
263561_at unknown protein --- AT2G15360 1.09 0.12 1.00 0.3532933 0.5990203 -6.04 FALSE
262512_at Expressed protein ; supported by--- AT1G17145 -1.29 -0.36 -1.00 0.3533427 0.5990595 -6.04 FALSE
263285_at unknown protein DOT1 AT2G36120 1.23 0.30 1.00 0.3534111 0.5991309 -6.04 FALSE
261221_at hypothetical protein predicted by --- AT1G19960 2.19 1.13 1.00 0.3534999 0.5991925 -6.04 FALSE
252381_s_a ABC-type transport protein-like pABCA4 AT3G47750 // 1.13 0.18 1.00 0.3534949 0.5991925 -6.04 FALSE
267520_at putative integral membrane prote--- AT2G30460 -1.21 -0.27 -1.00 0.3535305 0.5991997 -6.04 FALSE
246349_at Expressed protein ; supported by--- AT1G51915 1.36 0.44 1.00 0.3535787 0.5992369 -6.04 FALSE
250002_at  proline-richh protein predicted prAGP25 AT5G18690 -1.41 -0.49 -1.00 0.3536367 0.5992906 -6.04 FALSE
259648_at hypothetical protein predicted by --- --- 1.10 0.13 1.00 0.3538535 0.5994354 -6.04 FALSE
259706_at unknown protein similar to GB:AA--- AT1G77540 -1.14 -0.19 -1.00 0.3537742 0.5994354 -6.04 FALSE
253377_at  putative protein NBS/LRR diseasADR1-L1 AT4G33300 1.13 0.18 1.00 0.3538509 0.5994354 -6.04 FALSE
259315_at unknown protein AtRP2 AT3G01200 1.10 0.13 1.00 0.3538446 0.5994354 -6.04 FALSE
254018_at  putative mitochondrial carrier pro--- AT4G26180 -1.13 -0.17 -1.00 0.3537917 0.5994354 -6.04 FALSE
259202_at  putative mRNA capping enzyme--- AT3G09100 -1.13 -0.17 -1.00 0.3538891 0.5994512 -6.04 FALSE
247708_at  putative protein COP1-interactin --- AT5G59550 1.53 0.62 1.00 0.3539364 0.5994868 -6.04 FALSE
262054_s_a putative heat-shock protein cont --- AT1G79920 // 1.16 0.22 1.00 0.3539716 0.5995019 -6.04 FALSE
258968_at hypothetical protein similar to hyp--- AT3G10460 -1.12 -0.16 -1.00 0.3540351 0.599565 -6.04 FALSE
253026_at hypothetical protein --- AT4G38120 1.17 0.23 1.00 0.3541089 0.5996455 -6.04 FALSE
247045_at putative protein similar to unknow--- AT5G66930 -1.15 -0.20 -0.99 0.3541719 0.5997076 -6.04 FALSE
260920_at  amp-binding protein, putative sim--- AT1G21530 1.10 0.14 0.99 0.3543583 0.5999787 -6.04 FALSE
264284_at  protein kinase, putative similar to--- AT1G61860 1.12 0.17 0.99 0.3544803 0.6001407 -6.04 FALSE



245291_at Expressed protein ; supported by--- AT4G16155 -1.12 -0.16 -0.99 0.3545685 0.6002455 -6.04 FALSE
255914_at hypothetical protein predicted by --- AT1G20290 1.14 0.19 0.99 0.3546833 0.6003953 -6.04 FALSE
259168_at unknown protein similar to hypoth--- AT3G03570 1.13 0.18 0.99 0.3547708 0.6004989 -6.04 FALSE
266864_at putative hydroxymethylglutaryl-C --- AT2G26800 1.16 0.21 0.99 0.3548276 0.6005463 -6.04 FALSE
256886_at hypothetical protein contains Pfa --- AT3G15130 -1.09 -0.12 -0.99 0.3548515 0.6005463 -6.04 FALSE
245809_at  squalene monooxygenase, puta XF1 AT1G58440 -1.14 -0.19 -0.99 0.354994 0.6007429 -6.04 TRUE
263349_at putative chromodomain-helicase-CHR5 AT2G13370 1.16 0.21 0.99 0.3550363 0.6007698 -6.04 FALSE
249701_at putative protein similar to unknow--- AT5G35460 -1.11 -0.15 -0.99 0.3550732 0.6007878 -6.04 FALSE
258756_at hypothetical protein similar to hyp--- AT3G11960 -1.13 -0.17 -0.99 0.3551779 0.6008584 -6.04 FALSE
252655_at hypothetical protein with predicte --- AT3G44760 1.10 0.14 0.99 0.3551856 0.6008584 -6.04 FALSE
267516_at unknown protein RPT2 AT2G30520 -1.14 -0.19 -0.99 0.355194 0.6008584 -6.04 FALSE
248561_at unknown protein --- AT5G49680 1.16 0.22 0.99 0.3552356 0.6008843 -6.04 FALSE
250293_s_a auxin reponsive - like protein Nt---- AT5G13360 // 1.30 0.38 0.99 0.3553689 0.600903 -6.04 TRUE
247691_at heat shock protein 18  ;supportedHSP18.2 AT5G59720 1.12 0.17 0.99 0.3553027 0.600903 -6.04 FALSE
267455_at  hypothetical protein predicted by--- AT2G33760 -1.15 -0.21 -0.99 0.3553054 0.600903 -6.04 FALSE
253289_at  putative protein F10M10_100, A --- AT4G34320 -1.12 -0.16 -0.99 0.3553784 0.600903 -6.04 FALSE
248848_at disease resistance protein-like --- AT5G46520 1.09 0.12 0.99 0.3553748 0.600903 -6.04 FALSE
254211_at phosphatase like protein phosphoSGT1A AT4G23570 -1.20 -0.26 -0.99 0.3555037 0.6010704 -6.04 FALSE
257791_at unknown protein contains Pfam p--- AT3G27110 1.16 0.22 0.99 0.3556251 0.6011419 -6.04 FALSE
264643_at unknown protein PGSIP5 AT1G08990 1.10 0.14 0.99 0.355624 0.6011419 -6.04 FALSE
250352_at beta-adaptin-like protein A  ; supp--- AT5G11490 -1.10 -0.13 -0.99 0.3556055 0.6011419 -6.04 FALSE
253174_at catalase  ; supported by cDNA: gCAT2 AT4G35090 -1.14 -0.19 -0.99 0.3557382 0.6011755 -6.04 FALSE
246112_at putative protein predicted protein --- AT5G20200 -1.14 -0.19 -0.99 0.3557504 0.6011755 -6.04 FALSE
252909_at putative protein --- AT4G39680 -1.10 -0.14 -0.99 0.355677 0.6011755 -6.04 FALSE
263069_at unknown protein --- AT2G17590 1.24 0.31 0.99 0.355702 0.6011755 -6.04 FALSE
256710_at hypothetical protein predicted by --- AT3G30350 1.21 0.28 0.99 0.3557816 0.6011837 -6.04 FALSE
251080_at putative protein hypothetical prot ROPGEF7 AT5G02010 -1.31 -0.38 -0.99 0.3558202 0.6012044 -6.04 FALSE
249781_at unknown protein --- AT5G24250 1.14 0.19 0.99 0.3558634 0.6012328 -6.04 FALSE
252452_at  receptor protein kinase - like pro --- AT3G47110 1.09 0.13 0.99 0.3560027 0.6014236 -6.04 FALSE
265740_at RING-H2 finger protein RHA2b idRHA2B AT2G01150 1.30 0.38 0.99 0.3561607 0.6016459 -6.04 TRUE
248041_at unknown protein  ;supported by f emb2731 AT5G55940 -1.10 -0.13 -0.99 0.3563535 0.6019271 -6.04 FALSE
250124_at putative protein contains similarit --- AT5G16480 -1.13 -0.18 -0.99 0.3563896 0.6019435 -6.04 FALSE
AFFX-r2-EcE. coli /GEN=bioB /DB_XREF=gb--- --- 1.32 0.40 0.99 0.3564681 0.6020315 -6.04 FALSE
258230_s_a hypothetical protein similar to hyARI13 AT3G27710 // 1.10 0.14 0.99 0.3565006 0.6020379 -6.04 FALSE
259337_at putative cationic amino acid transCAT4 AT3G03720 1.11 0.15 0.99 0.3565511 0.6020379 -6.04 FALSE



260482_at endomembrane protein EMP70 p--- AT1G10950 -1.11 -0.16 -0.99 0.3565249 0.6020379 -6.04 FALSE
258678_at  E2, ubiquitin-conjugating enzym UBC11 AT3G08690 1.16 0.21 0.99 0.3566915 0.6021858 -6.04 FALSE
266015_at putative carbonyl reductase --- AT2G24190 -1.13 -0.18 -0.99 0.3566904 0.6021858 -6.04 FALSE
266474_at hypothetical protein predicted by --- AT2G31110 -1.40 -0.49 -0.99 0.3567905 0.6023083 -6.04 FALSE
247510_at  putative protein predicted protein--- AT5G62030 -1.15 -0.20 -0.99 0.3569145 0.6024732 -6.04 FALSE
244999_at RNA polymerase beta subunit --- --- -1.20 -0.26 -0.99 0.3569581 0.6025021 -6.04 FALSE
250007_at  beta-amylase-like proten beta-amBMY3 AT5G18670 1.56 0.64 0.99 0.3570506 0.6026136 -6.04 FALSE
251488_at  calmodulin-like protein calcium-b--- AT3G59440 1.09 0.12 0.99 0.3572721 0.602943 -6.04 FALSE
260074_at putative ras-related GTP-binding AtRABA6a AT1G73640 1.11 0.15 0.99 0.3573797 0.6030799 -6.04 FALSE
250308_at calcium-dependent protein kinaseCPK17 AT5G12180 1.15 0.20 0.99 0.3574599 0.6031706 -6.04 FALSE
249368_at  putative protein predicted protein--- AT5G40640 -1.16 -0.22 -0.99 0.3575817 0.6032144 -6.04 FALSE
262322_at hypothetical protein similar to hyp--- AT1G27590 1.14 0.19 0.99 0.35752 0.6032144 -6.04 FALSE
250926_at Expressed protein ; supported by--- AT5G03555 -1.28 -0.36 -0.99 0.3575499 0.6032144 -6.04 FALSE
262816_at alkylation repair-like protein --- AT1G11780 -1.17 -0.23 -0.99 0.3575916 0.6032144 -6.04 FALSE
254155_at  putative protein kinase putative p--- AT4G24480 1.14 0.18 0.99 0.3576443 0.6032587 -6.05 FALSE
251688_at  putative protein hypothetical pro --- AT3G56480 1.28 0.35 0.99 0.3577575 0.6033603 -6.05 TRUE
264608_at putative acetyl-CoA acyltransferaPKT4 AT1G04710 1.12 0.16 0.99 0.3577424 0.6033603 -6.05 FALSE
253939_at  putative myb-related protein mybMYB97 AT4G26930 1.17 0.22 0.99 0.3578176 0.6033725 -6.05 FALSE
254348_at  putative protein p47 - Homo sap PUX3 AT4G22150 -1.10 -0.14 -0.99 0.3578118 0.6033725 -6.05 FALSE
250502_at heat shock protein 70 (Hsc70-5) MTHSC70-2AT5G09590 1.28 0.36 0.99 0.3578703 0.6034168 -6.05 FALSE
263822_at hypothetical protein predicted by --- AT2G40240 -1.15 -0.21 -0.99 0.3579978 0.6035871 -6.05 FALSE
251432_at  putative protein leucine zipper-E --- AT3G59820 -1.19 -0.25 -0.99 0.3581437 0.6036785 -6.05 FALSE
248725_at acetyl-CoA:benzylalcohol acetyltr--- AT5G47980 1.12 0.17 0.99 0.3581063 0.6036785 -6.05 FALSE
260092_at  putative serine carboxypeptidasescpl3 AT1G73280 1.10 0.14 0.99 0.3581844 0.6036785 -6.05 FALSE
255162_at putative transposon protein --- --- 1.09 0.12 0.99 0.3581205 0.6036785 -6.05 FALSE
259549_at unknown protein ;supported by fu--- AT1G35290 -1.11 -0.16 -0.99 0.3581655 0.6036785 -6.05 FALSE
246189_at ABI3-interacting protein 2  ;suppo--- AT5G20910 1.17 0.22 0.99 0.3582755 0.6037429 -6.05 FALSE
256791_at hypothetical protein predicted by --- --- 1.16 0.22 0.99 0.3582613 0.6037429 -6.05 FALSE
250991_at metallothionein 2b  ; supported b MT2B AT5G02380 1.13 0.17 0.99 0.3584141 0.6039044 -6.05 FALSE
250363_at  putative protein predicted protein--- AT5G11390 -1.22 -0.29 -0.99 0.3584243 0.6039044 -6.05 FALSE
248890_at disease resistance protein-like --- AT5G46270 -1.11 -0.15 -0.99 0.3586828 0.6039385 -6.05 FALSE
256904_at unknown protein --- AT3G23980 1.09 0.13 0.99 0.3586247 0.6039385 -6.05 FALSE
259454_at unknown protein similar to hypoth--- AT1G44050 1.13 0.18 0.99 0.3586064 0.6039385 -6.05 FALSE
245406_at GTP-binding RAB2A like protein ATRABB1AAT4G17160 1.10 0.14 0.99 0.3585397 0.6039385 -6.05 FALSE
246481_s_acold and ABA inducible protein kiKIN1 AT5G15960 // -1.82 -0.86 -0.99 0.3586579 0.6039385 -6.05 FALSE



249560_at putative protein LCR80 AT5G38330 1.19 0.25 0.99 0.3584869 0.6039385 -6.05 FALSE
252801_at  putative protein various predicte --- --- 1.10 0.14 0.99 0.3585173 0.6039385 -6.05 FALSE
257709_at unknown protein similar to negati--- AT3G27325 1.18 0.24 0.99 0.3586474 0.6039385 -6.05 FALSE
249627_at  NADH dehydrogenase (ubiquinoEMB1467 AT5G37510 1.14 0.19 0.99 0.3586156 0.6039385 -6.05 FALSE
265710_at unknown protein --- AT2G03370 1.10 0.14 0.98 0.3587216 0.6039592 -6.05 FALSE
266746_s_aputative glutathione S-transferaseATGSTF3 AT2G02930 // -1.62 -0.70 -0.98 0.3587868 0.6039799 -6.05 FALSE
255558_at P II nitrogen sensing protein GLBGLB1 AT4G01900 -1.13 -0.18 -0.98 0.358765 0.6039799 -6.05 FALSE
265572_at putative carbonic anhydrase ATACA2 AT2G28210 2.01 1.01 0.98 0.3589079 0.6040981 -6.05 TRUE
266423_at putative DNA-directed RNA polymRPB5D AT2G41340 -1.15 -0.20 -0.98 0.35891 0.6040981 -6.05 FALSE
267342_at putative heme A:farnesyltransferaCOX10 AT2G44520 1.19 0.25 0.98 0.3591896 0.604524 -6.05 FALSE
255934_at  cytochrome P450, putative similaCYP87A2 AT1G12740 1.11 0.15 0.98 0.359331 0.6045916 -6.05 FALSE
249541_at  anthranilate N-benzoyltransferas--- AT5G38130 1.13 0.17 0.98 0.3592933 0.6045916 -6.05 FALSE
261176_at hypothetical protein predicted by --- AT1G04780 1.10 0.14 0.98 0.3592668 0.6045916 -6.05 FALSE
266255_at putative selenium-binding protein--- AT2G27610 -1.11 -0.15 -0.98 0.3593357 0.6045916 -6.05 FALSE
250307_at putative protein similar to unknow--- AT5G12170 1.22 0.29 0.98 0.3594378 0.6047065 -6.05 FALSE
258833_at unknown protein --- --- -1.14 -0.18 -0.98 0.359457 0.6047065 -6.05 FALSE
252558_at  actin depolymerising like protein --- AT3G45990 1.11 0.15 0.98 0.3594959 0.6047273 -6.05 FALSE
259387_at  histone H3 protein, putative simi --- AT1G13370 -1.10 -0.14 -0.98 0.3595579 0.604787 -6.05 FALSE
264859_at  glucose-6-phosphate 1-dehydrogG6PD3 AT1G24280 -1.42 -0.50 -0.98 0.3596967 0.6048372 -6.05 FALSE
263854_at putative mutT domain protein atnudt5 AT2G04430 1.11 0.15 0.98 0.359677 0.6048372 -6.05 FALSE
259601_s_a CACTA-element transposase, pu--- --- -1.11 -0.14 -0.98 0.3596869 0.6048372 -6.05 FALSE
265278_at hypothetical protein predicted by --- AT2G28330 -1.15 -0.21 -0.98 0.3596338 0.6048372 -6.05 FALSE
245507_at hypothetical protein --- AT4G15710 -1.16 -0.21 -0.98 0.3597204 0.6048372 -6.05 FALSE
246845_at glutamyl-tRNA synthetase  ; supp--- AT5G26710 -1.10 -0.13 -0.98 0.3597963 0.6049202 -6.05 FALSE
266954_at hypothetical protein predicted by --- AT2G34530 1.10 0.14 0.98 0.3598445 0.6049567 -6.05 FALSE
266415_at putative nonspecific lipid-transferLTP2 AT2G38530 1.70 0.76 0.98 0.3602292 0.6055589 -6.05 FALSE
266075_s_aunknown protein --- AT2G40710 // -1.15 -0.20 -0.98 0.3604521 0.6058649 -6.05 FALSE
264863_at  putative peroxidase similar to pe--- AT1G24110 1.13 0.18 0.98 0.3604644 0.6058649 -6.05 FALSE
255822_at putative expansin  ;supported by ATEXPA8 AT2G40610 -2.42 -1.27 -0.98 0.3605383 0.6059446 -6.05 FALSE
262615_at initiation factor 5A-4 identical to inELF5A-1 AT1G13950 -1.14 -0.19 -0.98 0.3607137 0.6061946 -6.05 FALSE
267638_at unknown protein  ; supported by OEP16-3 AT2G42210 -1.09 -0.13 -0.98 0.3607441 0.606201 -6.05 FALSE
263391_at putative monogalactosyldiacylglyMGDC AT2G11810 1.22 0.29 0.98 0.360881 0.6063864 -6.05 TRUE
263573_at unknown protein similar to A. tha --- AT2G17150 -1.17 -0.22 -0.98 0.3609478 0.6064093 -6.05 FALSE
253929_s_a putative protein H+-transporting --- AT2G16030 // 1.13 0.17 0.98 0.3609386 0.6064093 -6.05 FALSE
246500_at  putative protein HR21spA protei SYN4 AT5G16270 -1.13 -0.17 -0.98 0.361018 0.6064826 -6.05 FALSE



248306_at unknown protein  ; supported by WRKY27 AT5G52830 1.20 0.26 0.98 0.3610746 0.6065252 -6.05 FALSE
260241_at putative cytochrome P450 similarCYP86A7 AT1G63710 -1.17 -0.22 -0.98 0.3610965 0.6065252 -6.05 FALSE
257048_at hypothetical protein predicted by --- AT3G19740 1.10 0.14 0.98 0.3612927 0.6068099 -6.05 FALSE
264666_at hypothetical protein Similar to N. --- AT1G09680 -1.15 -0.20 -0.98 0.3613405 0.6068221 -6.05 FALSE
255014_at MADS-box protein AGL11  ; suppSTK AT4G09960 -1.10 -0.14 -0.98 0.3613531 0.6068221 -6.05 FALSE
257924_at unknown protein --- AT3G23190 1.16 0.22 0.98 0.3614023 0.60686 -6.05 FALSE
251855_at  sugar-phosphate isomerase - lik --- AT3G54690 1.25 0.33 0.98 0.3615961 0.6070066 -6.05 TRUE
262982_at unknown protein ;supported by fuING2 AT1G54390 1.10 0.14 0.98 0.361578 0.6070066 -6.05 FALSE
247036_at putative protein contains similarit --- AT5G67130 -1.17 -0.22 -0.98 0.3615934 0.6070066 -6.05 FALSE
264311_at hypothetical protein similar to hyp--- AT1G70400 1.10 0.13 0.98 0.3615903 0.6070066 -6.05 FALSE
246955_at calcium-dependent protein kinaseCPK1 AT5G04870 1.31 0.39 0.98 0.3617312 0.6070807 -6.05 FALSE
261265_at hypothetical protein predicted by --- AT1G26800 -1.22 -0.29 -0.98 0.3617352 0.6070807 -6.05 FALSE
252425_at  putative protein auxin-induced b AtTCP14 AT3G47620 -1.19 -0.25 -0.98 0.3617466 0.6070807 -6.05 FALSE
264180_at hypothetical protein contains sim --- AT1G02190 1.11 0.15 0.98 0.3616979 0.6070807 -6.05 FALSE
255917_at putative protein --- AT5G28560 1.09 0.13 0.98 0.3617814 0.6070943 -6.05 FALSE
254599_at  putative protein hypothetical pro --- AT4G19000 1.13 0.17 0.98 0.3618639 0.6071881 -6.05 FALSE
251978_at  CYTOCHROME P450 - like prot CYP71B30PAT3G53290 1.14 0.19 0.98 0.3619446 0.6072789 -6.05 FALSE
248656_at fimbrin 2 (gb|AAB97844.1)  ; sup --- AT5G48460 -1.37 -0.46 -0.98 0.3620242 0.6073533 -6.05 TRUE
249878_at TATA-binding protein-associatedNF-YB13 AT5G23090 -1.15 -0.20 -0.98 0.3620422 0.6073533 -6.05 FALSE
257112_at  cytochrome P450, putative contaCYP705A2 AT3G20120 -1.12 -0.17 -0.98 0.3621109 0.6074239 -6.05 FALSE
255855_at  ABC transporter, putative similarPDR11 AT1G66950 1.16 0.21 0.98 0.3621717 0.6074813 -6.05 FALSE
264178_at  latex-abundant protein, putative AMC1 AT1G02170 1.13 0.18 0.98 0.3622081 0.6074976 -6.05 FALSE
264729_at putative metal-binding protein hig--- AT1G22990 -1.22 -0.28 -0.98 0.3622557 0.6075327 -6.05 FALSE
255306_at putative calcium dependent proteCPK23 AT4G04740 1.18 0.24 0.98 0.3623043 0.6075696 -6.05 FALSE
264338_at  potassium transporter, putative sKUP6 AT1G70300 -1.19 -0.25 -0.98 0.3623541 0.6076083 -6.05 TRUE
245558_at hypothetical protein --- AT4G15430 1.10 0.13 0.98 0.362431 0.607648 -6.06 FALSE
254107_at  putative protein putative glycerol--- AT4G25220 1.15 0.20 0.98 0.3624093 0.607648 -6.06 FALSE
254414_at hypothetical protein HSA32 AT4G21320 1.15 0.20 0.98 0.3625053 0.6077278 -6.06 FALSE
255099_at hypothetical protein --- --- 1.10 0.14 0.98 0.3625371 0.6077365 -6.06 FALSE
249833_at putative protein contains similarit --- AT5G23430 1.14 0.20 0.98 0.3626022 0.607801 -6.06 FALSE
266291_at putative tropinone reductase  ;su --- AT2G29320 -1.24 -0.31 -0.98 0.3627654 0.6078782 -6.06 TRUE
260547_at putative trypsin inhibitor  ;support--- AT2G43550 1.48 0.56 0.98 0.3627103 0.6078782 -6.06 FALSE
259414_at hypothetical protein contains Pfa --- AT1G02420 -1.14 -0.19 -0.98 0.3627587 0.6078782 -6.06 FALSE
263402_at hypothetical protein similar to hyp--- AT2G04050 1.54 0.62 0.98 0.3627815 0.6078782 -6.06 FALSE
262256_at hypothetical protein similar to put--- --- 1.13 0.17 0.98 0.3626993 0.6078782 -6.06 FALSE



251777_s_a pyruvate kinase - like protein pyr--- AT3G55650 // -1.13 -0.18 -0.98 0.3629839 0.6081727 -6.06 FALSE
247463_at  embryo-specific protein - like em--- AT5G62210 1.13 0.17 0.98 0.3631004 0.6083231 -6.06 FALSE
257432_at unknown protein --- AT2G21850 1.14 0.19 0.98 0.363279 0.6085777 -6.06 FALSE
254842_at putative protein other hypothetica--- AT4G11950 1.15 0.20 0.97 0.3634355 0.608684 -6.06 FALSE
261155_at unknown protein ;supported by fu--- AT1G04960 1.14 0.18 0.97 0.3633748 0.608684 -6.06 FALSE
254083_at  PROTEIN TRANSPORT PROTE--- AT4G24920 1.17 0.23 0.97 0.3634304 0.608684 -6.06 FALSE
266008_at hypothetical protein predicted by --- AT2G37390 -1.14 -0.19 -0.97 0.3634492 0.608684 -6.06 FALSE
257339_s_aATP synthase subunit 9 --- AT2G07671 1.19 0.25 0.97 0.3635347 0.6086882 -6.06 TRUE
252385_at  putative protein Vps29, SchizosaMAG1 AT3G47810 -1.10 -0.14 -0.97 0.363506 0.6086882 -6.06 FALSE
245989_s_apolyubiquitin (UBQ4) identical to UBQ4 AT5G20620 -1.13 -0.17 -0.97 0.3636118 0.6086882 -6.06 FALSE
246085_at  putative protein predicted proteinATBRXL4 AT5G20540 1.14 0.19 0.97 0.363599 0.6086882 -6.06 FALSE
262465_at hypothetical protein similar to hyp--- AT1G50270 -1.10 -0.14 -0.97 0.3635702 0.6086882 -6.06 FALSE
264578_at hypothetical protein predicted by --- AT1G05370 1.09 0.13 0.97 0.3635545 0.6086882 -6.06 FALSE
247773_at putative protein --- AT5G58630 1.11 0.16 0.97 0.3636848 0.6087657 -6.06 FALSE
251831_at  pectate lyase -like protein pectat--- AT3G55140 -1.09 -0.13 -0.97 0.3637422 0.6087908 -6.06 FALSE
264640_at  pollen allergen, putative similar tATEXPB2 AT1G65680 1.19 0.25 0.97 0.3637531 0.6087908 -6.06 FALSE
252930_at  putative endo-1,4-beta-glucanasAtGH9B18 AT4G39010 1.14 0.20 0.97 0.363835 0.608883 -6.06 FALSE
247679_at  1-aminocyclopropane-1-carboxy --- AT5G59540 -1.26 -0.34 -0.97 0.3639032 0.6089526 -6.06 FALSE
262939_s_a glyceraldehyde-3-phosphate dehGAPCP-2 AT1G16300 // 1.57 0.65 0.97 0.3639418 0.6089725 -6.06 FALSE
256908_at hypothetical protein similar to mu--- AT3G24040 -1.13 -0.17 -0.97 0.3640191 0.6089793 -6.06 FALSE
246167_at putative protein --- --- 1.14 0.19 0.97 0.3640045 0.6089793 -6.06 FALSE
264503_at  hypothetical protein Similar to Ar--- AT1G09410 1.10 0.14 0.97 0.3640447 0.6089793 -6.06 FALSE
257959_at  somatic embryogenesis receptorNIK2 AT3G25560 -1.25 -0.32 -0.97 0.3640527 0.6089793 -6.06 FALSE
246131_at MOLYBDOPTERIN BIOSYNTHEB73 AT5G20990 1.10 0.14 0.97 0.3641258 0.609057 -6.06 FALSE
266922_s_a SKP1/ASK1-related, putative simASK20 AT2G45950 // -1.21 -0.28 -0.97 0.3641529 0.6090575 -6.06 FALSE
263314_at putative membrane transporter --- AT2G05760 1.09 0.13 0.97 0.3641808 0.6090596 -6.06 FALSE
263898_at  SKP1 interacting partner 6 (SKIPSKIP6 AT2G21950 -1.12 -0.17 -0.97 0.3642394 0.609113 -6.06 FALSE
254086_at  putative proteasome regulatory s--- AT4G24820 1.09 0.13 0.97 0.364472 0.6094425 -6.06 FALSE
250362_at  1-D-deoxyxylulose 5-phosphate DXPS3 AT5G11380 -1.10 -0.14 -0.97 0.3644899 0.6094425 -6.06 FALSE
256563_at unknown protein RALFL27 AT3G29780 1.12 0.16 0.97 0.3645462 0.6094511 -6.06 FALSE
257450_at unknown protein similar to gb|AA--- AT1G10530 1.14 0.19 0.97 0.3645485 0.6094511 -6.06 FALSE
261518_at peroxidase ATP4a identical to GB--- AT1G71695 -1.14 -0.19 -0.97 0.3650489 0.6102037 -6.06 FALSE
255304_at  putative potassium transporter s KEA3 AT4G04850 -1.20 -0.27 -0.97 0.3650522 0.6102037 -6.06 FALSE
248186_at unknown protein  ;supported by f --- AT5G53880 -1.55 -0.63 -0.97 0.3651198 0.6102424 -6.06 FALSE
266180_at putative PHD-type zinc finger proAL6 AT2G02470 -1.15 -0.21 -0.97 0.3651288 0.6102424 -6.06 FALSE



264568_at putative O-GlcNAc transferase si --- AT1G05150 -1.15 -0.20 -0.97 0.3651601 0.6102501 -6.06 FALSE
256639_at hypothetical protein predicted by --- --- 1.14 0.19 0.97 0.3651886 0.610253 -6.06 FALSE
258831_at putative integral membrane prote--- AT3G07080 -1.09 -0.13 -0.97 0.365224 0.6102673 -6.06 FALSE
265646_at putative lipase --- AT2G27360 1.13 0.17 0.97 0.3652649 0.610291 -6.06 FALSE
253253_at  putative protein auxin-regulated --- AT4G34750 -1.11 -0.16 -0.97 0.3653411 0.6103543 -6.06 TRUE
246766_at hypothetical protein --- AT5G27340 1.18 0.24 0.97 0.3653563 0.6103543 -6.06 FALSE
258148_s_a DNA-directed RNA polymerase NRPD2B AT3G18090 // -1.21 -0.27 -0.97 0.3654284 0.6103905 -6.06 FALSE
259691_at hypothetical protein predicted by --- AT1G63200 1.17 0.23 0.97 0.3654315 0.6103905 -6.06 FALSE
256086_at hypothetical protein predicted by --- AT1G20770 -1.12 -0.16 -0.97 0.3655193 0.6104925 -6.06 FALSE
247503_at  GCN4-complementing protein - lAGD1 AT5G61980 1.13 0.18 0.97 0.3656309 0.6105 -6.06 FALSE
254490_at  CTP synthase like protein CTP s--- AT4G20320 1.19 0.25 0.97 0.3655917 0.6105 -6.06 FALSE
264727_at putative cytochrome C strong simCYTC-1 AT1G22840 1.27 0.34 0.97 0.3656187 0.6105 -6.06 FALSE
265052_at  caffeic acid O-methyltransferase--- AT1G51990 1.10 0.13 0.97 0.3656234 0.6105 -6.06 FALSE
247038_at anthranilate N-hydroxycinnamoylEPS1 AT5G67160 1.16 0.22 0.97 0.3656676 0.6105166 -6.06 FALSE
261781_at  far-red impaired response protei FRS4 AT1G76320 -1.14 -0.19 -0.97 0.3657481 0.6106064 -6.06 FALSE
249109_at auxin-induced protein AUX2-11 ( ATAUX2-11AT5G43700 -1.47 -0.55 -0.97 0.365836 0.6107084 -6.06 FALSE
265717_at unknown protein  ;supported by f --- AT2G03510 -1.15 -0.20 -0.97 0.365929 0.6107296 -6.06 FALSE
263955_at putative E2F5 family transcriptionE2F3 AT2G36010 1.18 0.24 0.97 0.3659052 0.6107296 -6.06 FALSE
261376_at hypothetical protein contains sim --- AT1G18660 -1.12 -0.17 -0.97 0.3659279 0.6107296 -6.06 FALSE
265809_at unknown protein --- AT2G18100 1.13 0.18 0.97 0.366035 0.6108618 -6.06 FALSE
255150_at putative xylan endohydrolase --- AT4G08160 -1.21 -0.27 -0.97 0.3661982 0.6110335 -6.06 FALSE
266565_at putative serine carboxypeptidasescpl23 AT2G24010 1.13 0.17 0.97 0.3662183 0.6110335 -6.06 FALSE
255198_at  contains similarity to an Arabidop--- --- 1.10 0.14 0.97 0.3662081 0.6110335 -6.06 FALSE
259533_at hypothetical protein --- AT1G12530 -1.09 -0.12 -0.97 0.3663206 0.6111196 -6.06 FALSE
264703_at serine threonine protein phosphaPP2A AT1G69960 1.10 0.13 0.97 0.3663235 0.6111196 -6.06 FALSE
262013_s_amudrA-like protein similar to Mu t--- --- -1.15 -0.20 -0.97 0.3664456 0.6112787 -6.06 FALSE
261168_at unknown protein --- AT1G04940 // -1.22 -0.29 -0.97 0.3666868 0.6116363 -6.06 TRUE
254000_at  galactinol synthase WSI76 proteAtGolS6 AT4G26250 -1.09 -0.12 -0.97 0.3667455 0.6116894 -6.06 FALSE
245756_at  hyoscyamine 6-dioxygenase hyd--- AT1G35190 1.17 0.23 0.97 0.3670199 0.6120927 -6.06 FALSE
247702_at putative protein  ;supported by fu --- AT5G59500 -1.12 -0.17 -0.97 0.3670409 0.6120927 -6.06 FALSE
249619_at  stelar K+ outward rectifying chanGORK AT5G37500 -1.18 -0.24 -0.97 0.3671237 0.6121412 -6.06 FALSE
245028_at unknown protein --- AT2G26570 1.17 0.23 0.97 0.3671138 0.6121412 -6.06 FALSE
246305_at  putative protein protein At2g400 --- AT3G51890 1.14 0.19 0.97 0.3671511 0.6121422 -6.06 FALSE
255381_at RMA1 RING zinc finger protein idRMA1 AT4G03510 -1.24 -0.31 -0.97 0.3672556 0.6122716 -6.07 FALSE
267377_at beta-ketoacyl-CoA synthase (FIDKCS10 AT2G26250 1.26 0.34 0.97 0.3672887 0.612282 -6.07 TRUE



257826_at  RING zinc finger protein, putativ --- AT3G26730 -1.11 -0.15 -0.97 0.3673167 0.612284 -6.07 FALSE
262809_at putative glycogen synthase stronATSS3 AT1G11720 -1.32 -0.40 -0.97 0.3675423 0.6126153 -6.07 FALSE
249073_at vegetative storage protein-like  ;s--- AT5G44020 1.34 0.42 0.97 0.3675878 0.6126463 -6.07 TRUE
263813_s_aputative TNP1-like transposon pr --- --- 1.11 0.15 0.97 0.3677037 0.6127947 -6.07 FALSE
247317_at putative protein contains similarit anac103 AT5G64060 1.13 0.17 0.97 0.3678306 0.6129167 -6.07 FALSE
246890_at Expressed protein ; supported by--- AT5G25410 1.13 0.17 0.97 0.3678096 0.6129167 -6.07 FALSE
251441_at  SKP1/ASK1 (At5), putative simil ASK5 AT3G60020 -1.10 -0.14 -0.97 0.3678647 0.6129287 -6.07 FALSE
256610_at hypothetical protein predicted by --- AT3G30845 -1.09 -0.13 -0.96 0.3680008 0.6131106 -6.07 FALSE
249501_s_a expansin-like protein expansin - ATEXP26 AT5G39270 // 1.09 0.13 0.96 0.3682553 0.6133555 -6.07 FALSE
267487_at putative non-LTR retroelement re--- --- 1.13 0.17 0.96 0.3682226 0.6133555 -6.07 FALSE
245945_at  putative protein various predicte ROPGEF10AT5G19560 1.09 0.13 0.96 0.3682324 0.6133555 -6.07 FALSE
262097_at hypothetical protein predicted by --- AT1G55990 1.11 0.15 0.96 0.368235 0.6133555 -6.07 FALSE
266693_at unknown protein predicted by ge MIOX2 AT2G19800 1.79 0.84 0.96 0.3686113 0.6139037 -6.07 FALSE
252380_at  ABC-type transport protein-like pATH2 AT3G47740 1.11 0.15 0.96 0.3687652 0.614115 -6.07 FALSE
249496_s_aputative protein predicted protein --- AT5G39140 // 1.11 0.15 0.96 0.3688172 0.6141568 -6.07 FALSE
261687_at hypothetical protein predicted by --- AT1G47280 1.11 0.15 0.96 0.3688499 0.6141664 -6.07 FALSE
256989_at hypothetical protein predicted by --- AT3G28580 1.89 0.92 0.96 0.3688809 0.6141732 -6.07 FALSE
252530_at  putative protein several oxidases--- AT3G46500 1.12 0.16 0.96 0.3689133 0.6141808 -6.07 FALSE
263165_at  putataive transport protein Simila--- AT1G03060 1.09 0.13 0.96 0.3689393 0.6141808 -6.07 FALSE
252354_at  betaine aldehyde dehydrogenas ALDH10A9 AT3G48170 1.10 0.14 0.96 0.3691131 0.6144253 -6.07 FALSE
262450_at hypothetical protein identical to h --- AT1G11320 -1.14 -0.18 -0.96 0.3691633 0.614464 -6.07 FALSE
262678_at hypothetical protein ;supported b --- AT1G75810 -1.16 -0.21 -0.96 0.3693253 0.614528 -6.07 TRUE
265799_at unknown protein  ; supported by --- AT2G35680 -1.13 -0.17 -0.96 0.3693744 0.614528 -6.07 FALSE
259423_at unknown protein similar to putativ--- AT1G13880 -1.16 -0.21 -0.96 0.3692839 0.614528 -6.07 FALSE
252369_at  putative protein deoxycytidylate --- AT3G48540 1.11 0.15 0.96 0.3692383 0.614528 -6.07 FALSE
255499_at  putative WD-repeat protein simil --- AT4G02730 1.10 0.14 0.96 0.3692952 0.614528 -6.07 FALSE
249180_at 26S proteasome AAA-ATPase suRPT4A AT5G43010 -1.16 -0.21 -0.96 0.3693811 0.614528 -6.07 FALSE
260807_at hypothetical protein predicted by --- AT1G78310 1.09 0.12 0.96 0.3693903 0.614528 -6.07 FALSE
252914_at  putative protein dehydrin, Glycin --- AT4G39130 1.15 0.20 0.96 0.3694579 0.6145957 -6.07 FALSE
254235_at  putative Ap2 domain protein DNACRF2 AT4G23750 1.11 0.15 0.96 0.3695479 0.6147004 -6.07 FALSE
251257_at  ADP-ribosylation factor-like proteATARFA1EAT3G62290 -1.17 -0.22 -0.96 0.3695756 0.6147017 -6.07 FALSE
260723_at unknown protein --- AT1G48070 1.10 0.14 0.96 0.36989 0.6151798 -6.07 FALSE
245689_at phosphoglycerate mutase - like p--- AT5G04120 1.12 0.16 0.96 0.369938 0.6152148 -6.07 FALSE
250820_at receptor-like protein kinase --- AT5G05160 1.14 0.18 0.96 0.3699987 0.6152353 -6.07 FALSE
258088_at hypothetical protein predicted by --- AT3G14580 -1.11 -0.15 -0.96 0.3700313 0.6152353 -6.07 FALSE



264534_at hypothetical protein predicted by --- AT1G55700 1.16 0.22 0.96 0.3700198 0.6152353 -6.07 FALSE
250642_at receptor-like protein kinase severERL2 AT5G07180 -1.09 -0.13 -0.96 0.3700677 0.6152511 -6.07 FALSE
245740_at  amino acid permease, putative aAAP5 AT1G44100 1.15 0.20 0.96 0.3701699 0.6153761 -6.07 TRUE
249760_at (+)-delta-cadinene synthase (d-caTPS21 AT5G23960 1.09 0.13 0.96 0.3702728 0.61547 -6.07 FALSE
263725_at unknown protein --- AT2G13550 -1.09 -0.13 -0.96 0.3702804 0.61547 -6.07 FALSE
261575_at hypothetical protein contains sim --- AT1G01130 1.19 0.25 0.96 0.3704043 0.6154966 -6.07 FALSE
263358_x_ahypothetical protein similar to hyp--- --- 1.12 0.16 0.96 0.3703703 0.6154966 -6.07 FALSE
257527_at  hypothetical protein similar to hy --- AT3G01880 1.11 0.15 0.96 0.3703783 0.6154966 -6.07 FALSE
247980_at putative protein similar to unknowGNC AT5G56860 -1.35 -0.44 -0.96 0.3703951 0.6154966 -6.07 FALSE
258630_at  putative CCHC-type zinc finger p--- AT3G02820 -1.18 -0.24 -0.96 0.3705067 0.615622 -6.07 FALSE
256916_at GATA transcription factor 1 (AtGA--- AT3G24050 1.15 0.20 0.96 0.3706199 0.6157203 -6.07 FALSE
259049_at unknown protein --- AT3G03370 -1.14 -0.19 -0.96 0.3706168 0.6157203 -6.07 FALSE
258779_at putative protein kinase contains P--- AT3G11870 1.09 0.13 0.96 0.3707106 0.6157978 -6.07 FALSE
262725_at hypothetical protein predicted by --- AT1G43580 -1.22 -0.29 -0.96 0.3707205 0.6157978 -6.07 FALSE
247792_at Expressed protein ; supported by--- AT5G58787 -1.20 -0.27 -0.96 0.3708519 0.6159705 -6.07 FALSE
257574_at hypothetical protein predicted by --- AT3G20710 1.12 0.17 0.96 0.3708883 0.6159705 -6.07 FALSE
249686_at putative protein contains similarit CYP716A2 AT5G36140 1.09 0.12 0.96 0.3709055 0.6159705 -6.07 FALSE
264073_at putative replication protein A1 --- --- -1.13 -0.17 -0.96 0.3709697 0.6160322 -6.07 FALSE
244919_at cytochrome c biogenesis orf203 --- AT2G07768 // 1.12 0.16 0.96 0.3710953 0.616196 -6.07 FALSE
263834_at hypothetical protein --- AT2G40316 -1.13 -0.17 -0.96 0.3711706 0.6162762 -6.07 FALSE
245243_at hypothetical protein predicted by --- AT1G44414 -1.10 -0.14 -0.96 0.371294 0.6164362 -6.07 FALSE
251908_at  putative protein late embryogeni --- AT3G53770 1.12 0.16 0.96 0.3714019 0.6165255 -6.07 FALSE
247404_at  permease 1 - like protein permea--- AT5G62890 -1.26 -0.33 -0.96 0.3713837 0.6165255 -6.07 FALSE
257242_at  9-cis-epoxycarotenoid dioxygenaNCED6 AT3G24220 -1.11 -0.15 -0.96 0.3714793 0.6166091 -6.07 FALSE
261447_at  transcription factor, putative simi--- AT1G21160 1.11 0.15 0.96 0.3716402 0.6166968 -6.07 FALSE
252405_at  putative protein RNA helicase H --- AT3G48120 -1.14 -0.18 -0.96 0.3715719 0.6166968 -6.07 FALSE
255098_at hypothetical protein --- AT4G08640 1.09 0.12 0.96 0.3716275 0.6166968 -6.07 FALSE
248546_at putative protein similar to unknow--- AT5G50270 -1.09 -0.12 -0.96 0.3716236 0.6166968 -6.07 FALSE
266011_at unknown protein --- AT2G37440 1.11 0.16 0.96 0.3716728 0.616706 -6.07 FALSE
255003_at  AIG1-like protein AIG1 - Arabido--- AT4G09950 1.10 0.14 0.96 0.3717182 0.6167363 -6.07 FALSE
249172_at putative protein similar to unknow--- AT5G42950 -1.12 -0.17 -0.96 0.3717782 0.616791 -6.07 FALSE
264693_at hypothetical protein predicted by CLE26 AT1G69970 -1.11 -0.15 -0.96 0.3718672 0.6168682 -6.07 FALSE
267000_at Expressed protein ; supported by--- AT2G34310 -1.22 -0.29 -0.96 0.3719203 0.6168682 -6.07 FALSE
267348_at unknown protein --- AT2G39960 -1.10 -0.14 -0.96 0.3719328 0.6168682 -6.07 FALSE
261243_at hypothetical protein predicted by --- AT1G20180 1.35 0.44 0.96 0.3718882 0.6168682 -6.07 FALSE



251159_at hypothetical protein --- AT3G63230 -1.16 -0.21 -0.96 0.3719722 0.6168886 -6.07 FALSE
261949_at hypothetical protein predicted by BDG1 AT1G64670 1.31 0.39 0.96 0.3720159 0.6169163 -6.07 TRUE
254306_at putative protein  ; supported by c ATCES1 AT4G22330 1.09 0.13 0.96 0.3722177 0.6171985 -6.08 FALSE
265155_at  putative major latex protein type --- AT1G30990 1.12 0.16 0.96 0.3722402 0.6171985 -6.08 FALSE
247250_at FAS2 (dbj|BAA77766.1)  ; suppo FAS2 AT5G64630 -1.19 -0.25 -0.96 0.3722819 0.6172228 -6.08 FALSE
259396_at  shaggy-like kinase, putative simiGSK1 AT1G06390 -1.10 -0.13 -0.96 0.3723811 0.6173423 -6.08 FALSE
265005_at Expressed protein ; supported by--- AT1G61667 -1.21 -0.28 -0.96 0.3725999 0.6174565 -6.08 FALSE
256545_at hypothetical protein predicted by --- --- -1.12 -0.16 -0.96 0.3725768 0.6174565 -6.08 FALSE
247288_at non-phototropic hypocotyl 3 (gb|ANPH3 AT5G64330 -1.41 -0.50 -0.96 0.3725899 0.6174565 -6.08 FALSE
260462_at  ZIP4, a putative zinc transporter ZIP4 AT1G10970 -1.22 -0.29 -0.96 0.3725103 0.6174565 -6.08 FALSE
267501_at unknown protein --- AT2G45540 -1.15 -0.20 -0.96 0.3725793 0.6174565 -6.08 FALSE
252192_at  CASEIN KINASE II, ALPHA CHACKA2 AT3G50000 -1.09 -0.13 -0.96 0.3726124 0.6174565 -6.08 FALSE
258014_at hypothetical protein predicted by --- AT3G19330 -1.17 -0.23 -0.95 0.372699 0.6175103 -6.08 FALSE
250871_at putative protein --- AT5G03930 1.13 0.18 0.95 0.3726829 0.6175103 -6.08 FALSE
255334_at putative transposon protein --- --- 1.09 0.12 0.95 0.3727422 0.617537 -6.08 FALSE
257005_at hypothetical protein predicted by --- AT3G14190 -1.14 -0.18 -0.95 0.3727711 0.61754 -6.08 FALSE
262630_at unknown protein ;supported by fuGPAT1 AT1G06520 1.48 0.57 0.95 0.3727993 0.6175418 -6.08 FALSE
256243_at  basic chitinase identical to basic ATHCHIB AT3G12500 -1.45 -0.54 -0.95 0.3729362 0.6176414 -6.08 TRUE
248536_at ankyrin-like protein --- AT5G50140 1.11 0.15 0.95 0.3729677 0.6176414 -6.08 FALSE
267581_at putative RING zinc finger protein --- AT2G41980 -1.20 -0.27 -0.95 0.3729346 0.6176414 -6.08 FALSE
263627_at Expressed protein ; supported by--- AT2G04675 1.12 0.17 0.95 0.3729555 0.6176414 -6.08 FALSE
247668_at  pseudo-response regulator - likeAPRR3 AT5G60100 -1.09 -0.13 -0.95 0.3730616 0.6177521 -6.08 FALSE
266464_at glutathione-conjugate transporterATMRP4 AT2G47800 1.73 0.79 0.95 0.3731077 0.6177835 -6.08 TRUE
266573_at unknown protein --- AT2G23860 1.16 0.21 0.95 0.3731661 0.6178354 -6.08 FALSE
267127_at putative acetone-cyanohydrin lyaMES3 AT2G23610 1.12 0.17 0.95 0.3732526 0.6179109 -6.08 TRUE
257545_at hypothetical protein predicted by --- AT3G23200 -1.17 -0.23 -0.95 0.3732659 0.6179109 -6.08 FALSE
252193_at R2R3-MYB transcription factor  ; MYB77 AT3G50060 1.34 0.43 0.95 0.3735033 0.6180431 -6.08 TRUE
254141_at  glucose-6-phosphate isomerase PGI1 AT4G24620 -1.11 -0.15 -0.95 0.3735325 0.6180431 -6.08 FALSE
256686_at  non-LTR reverse transcriptase, p--- --- -1.09 -0.12 -0.95 0.3735354 0.6180431 -6.08 FALSE
248022_at putative protein contains similarit APUM12 AT5G56510 1.09 0.12 0.95 0.3734645 0.6180431 -6.08 FALSE
260171_at hypothetical protein predicted by --- AT1G71910 1.31 0.38 0.95 0.3734988 0.6180431 -6.08 FALSE
256212_at hypothetical protein --- AT1G50970 1.13 0.18 0.95 0.3734354 0.6180431 -6.08 FALSE
253450_at  putative protein MUS308 gene, D--- AT4G32700 -1.10 -0.13 -0.95 0.3734999 0.6180431 -6.08 FALSE
250829_at  disease resistance - like protein ADR1-L2 AT5G04720 -1.14 -0.18 -0.95 0.3737586 0.6182601 -6.08 FALSE
256510_at  ATP-dependent Clp protease AT--- AT1G33360 1.13 0.17 0.95 0.3737655 0.6182601 -6.08 FALSE



248909_at serine threonine protein kinase ; CIPK19 AT5G45810 1.16 0.22 0.95 0.3737266 0.6182601 -6.08 FALSE
255149_at KNAT1 homeobox-like protein KNAT1 AT4G08150 1.13 0.17 0.95 0.373775 0.6182601 -6.08 FALSE
262651_at  hypothetical protein One of a cluFUT9 AT1G14100 // 1.13 0.17 0.95 0.3738617 0.618314 -6.08 FALSE
251498_at putative protein hypothetical prot --- AT3G59070 -1.13 -0.18 -0.95 0.3738389 0.618314 -6.08 FALSE
254288_at  putative protein Human mRNA foAESP AT4G22970 1.09 0.12 0.95 0.3739476 0.6184112 -6.08 FALSE
251453_at  putative protein hypothetical pro --- AT3G60070 1.12 0.16 0.95 0.3740108 0.6184707 -6.08 FALSE
262867_at hypothetical protein predicted by --- AT1G64960 -1.12 -0.16 -0.95 0.3740728 0.6184988 -6.08 FALSE
267275_at putative Na H antiporter ATCHX13 AT2G30240 1.15 0.20 0.95 0.3741091 0.6184988 -6.08 FALSE
266080_at hypothetical protein predicted by --- AT2G37840 -1.09 -0.12 -0.95 0.3740875 0.6184988 -6.08 FALSE
262153_at unknown protein --- AT1G52710 1.09 0.13 0.95 0.374283 0.6187414 -6.08 FALSE
259656_at  protein kinase, putative contains --- AT1G55200 -1.11 -0.15 -0.95 0.3743359 0.6187842 -6.08 FALSE
257098_at hypothetical protein --- --- 1.10 0.14 0.95 0.3743754 0.6188045 -6.08 FALSE
253040_at  endo-xyloglucan transferase - lik--- AT4G37800 -1.45 -0.54 -0.95 0.3745222 0.6188103 -6.08 TRUE
247002_at putative protein strong similarity tHOS15 AT5G67320 -1.13 -0.18 -0.95 0.3745416 0.6188103 -6.08 FALSE
262185_at  MADS box transcription factor, pAGL67 AT1G77950 1.09 0.12 0.95 0.3744737 0.6188103 -6.08 FALSE
248462_at nucleotide-binding protein  ; suppNBP35 AT5G50960 1.13 0.18 0.95 0.3744974 0.6188103 -6.08 FALSE
266469_at myb-related protein MYB14 AT2G31180 1.11 0.16 0.95 0.3745352 0.6188103 -6.08 FALSE
261936_at  seed maturation protein PM27, p--- AT1G22600 1.16 0.22 0.95 0.3744103 0.6188103 -6.08 FALSE
267558_at unknown protein  ; supported by LUH AT2G32700 -1.10 -0.14 -0.95 0.3747908 0.6191771 -6.08 FALSE
252635_at  putative protein predicted protein--- AT3G44510 1.13 0.18 0.95 0.3748513 0.6192322 -6.08 FALSE
245042_at hypothetical protein predicted by HEMD AT2G26540 1.21 0.28 0.95 0.3750028 0.6193031 -6.08 TRUE
250470_at  (3R)-hydroxymyristoyl-[acyl carri--- AT5G10160 -1.14 -0.19 -0.95 0.3749586 0.6193031 -6.08 FALSE
248324_at putative protein similar to unknow--- AT5G52790 -1.13 -0.18 -0.95 0.3749531 0.6193031 -6.08 FALSE
252700_at  hypothetical protein envelope-lik --- --- 1.12 0.17 0.95 0.3749941 0.6193031 -6.08 FALSE
254884_at  H+-transporting ATPase - like pr--- AT4G11730 1.09 0.12 0.95 0.375093 0.6194072 -6.08 FALSE
263046_at unknown protein  ; supported by GRP3S AT2G05380 -1.24 -0.31 -0.95 0.3751958 0.6194872 -6.08 FALSE
246844_at transcription factor ATMYB4  ; suATMYB86 AT5G26660 1.13 0.18 0.95 0.375175 0.6194872 -6.08 FALSE
258685_at putative polygalacturonase simila--- AT3G07830 1.15 0.20 0.95 0.3752572 0.6195438 -6.08 FALSE
258997_at hypothetical protein similar to unk--- AT3G01810 -1.21 -0.27 -0.95 0.3752957 0.6195625 -6.08 TRUE
255937_at  transcriptional activator CBF1, p DDF1 AT1G12610 1.25 0.33 0.95 0.3753818 0.619615 -6.08 FALSE
256374_at  DNA ligase I, putative similar to --- AT1G66730 -1.13 -0.18 -0.95 0.3753668 0.619615 -6.08 FALSE
247090_at putative protein similar to unknow--- AT5G66370 1.11 0.15 0.95 0.3754875 0.6196835 -6.08 FALSE
263354_at hypothetical protein predicted by --- AT2G22060 1.09 0.12 0.95 0.3755048 0.6196835 -6.08 FALSE
267468_at unknown protein  ; supported by --- AT2G30530 1.13 0.18 0.95 0.3754791 0.6196835 -6.08 FALSE
265962_at nodulin-like protein  ;supported b --- AT2G37460 -1.34 -0.42 -0.95 0.3755351 0.6196886 -6.08 FALSE



266440_at unknown protein --- AT2G43235 // 1.11 0.15 0.95 0.3756695 0.6198655 -6.08 FALSE
267450_at hypothetical protein predicted by --- AT2G33720 1.17 0.23 0.95 0.3757145 0.619895 -6.08 FALSE
261842_at hypothetical protein contains sim WAKL5 AT1G16160 1.15 0.20 0.95 0.3757727 0.6199462 -6.08 FALSE
261530_at unknown protein contains Pfam p--- AT1G63460 -1.15 -0.20 -0.95 0.3758292 0.6199945 -6.08 FALSE
248192_at IAA-amino acid hydrolase homoloILL3 AT5G54140 1.11 0.15 0.95 0.375896 0.620014 -6.08 FALSE
256599_at hypothetical protein predicted by --- AT3G14760 1.10 0.14 0.95 0.3759562 0.620014 -6.08 FALSE
252567_at  zinc finger -like protein zinc finge--- AT3G46070 1.10 0.14 0.95 0.375977 0.620014 -6.08 FALSE
246201_at minor allergen ;supported by full- --- AT4G36750 -1.09 -0.13 -0.95 0.3759376 0.620014 -6.08 FALSE
249021_at putative protein similar to unknow--- AT5G44820 1.20 0.26 0.95 0.3759042 0.620014 -6.08 FALSE
253351_at  putative protein hemolysin, 38K, --- AT4G33700 -1.12 -0.16 -0.95 0.3760418 0.6200314 -6.08 FALSE
264982_at hypothetical protein predicted by --- AT1G27220 1.13 0.17 0.95 0.3760299 0.6200314 -6.08 FALSE
248188_at putative protein contains similarit HSFA9 AT5G54070 -1.09 -0.12 -0.95 0.3761368 0.6201431 -6.08 FALSE
251835_at  lipase -like protein monoglycerid --- AT3G55180 1.10 0.14 0.95 0.3762047 0.6202091 -6.08 FALSE
265980_at hypothetical protein predicted by --- --- 1.12 0.16 0.95 0.3762312 0.6202091 -6.08 FALSE
246529_at serine/threonine-specific protein --- AT5G15730 1.28 0.35 0.95 0.3763346 0.6203348 -6.08 FALSE
257267_at unknown protein similar to TCP3 TCP4 AT3G15030 -1.13 -0.17 -0.95 0.3764447 0.6204348 -6.08 FALSE
252105_at  protein phosphatase 2C-like pro --- AT3G51470 -1.14 -0.19 -0.95 0.3764851 0.6204348 -6.08 FALSE
260461_at membrane protein PTM1 precurs--- AT1G10980 1.12 0.16 0.95 0.3764973 0.6204348 -6.08 FALSE
255736_at unknown protein contains similar --- AT1G25380 1.12 0.16 0.95 0.3765041 0.6204348 -6.08 FALSE
251748_at  putative protein predicted protein--- AT3G55680 1.14 0.19 0.95 0.3766703 0.6206639 -6.08 FALSE
251738_at PROBABLE EUKARYOTIC TRA EIF3C AT3G56150 -1.10 -0.14 -0.95 0.3768569 0.6207471 -6.08 FALSE
265242_at hypothetical protein --- AT2G07705 1.21 0.27 0.95 0.3768549 0.6207471 -6.08 FALSE
253892_at hypothetical protein  ;supported b--- AT4G27620 -1.11 -0.15 -0.95 0.3768192 0.6207471 -6.08 FALSE
248013_at putative protein contains similarit ACA8 AT5G56330 1.16 0.22 0.95 0.3768297 0.6207471 -6.08 FALSE
246365_at hypothetical protein --- --- 1.12 0.16 0.95 0.3767945 0.6207471 -6.08 FALSE
256920_at hypothetical protein predicted by --- AT3G18980 -1.09 -0.13 -0.95 0.3770121 0.6208955 -6.08 FALSE
259061_at  putative GTP-binding protein simAtRABA5b AT3G07410 -1.24 -0.31 -0.95 0.3770287 0.6208955 -6.08 FALSE
251708_at Expressed protein ; supported by--- AT3G56580 -1.15 -0.20 -0.95 0.3769978 0.6208955 -6.08 FALSE
258356_at unknown protein --- AT3G14340 -1.14 -0.18 -0.95 0.3771145 0.6209921 -6.08 FALSE
264741_at  aspartic protease, putative simila--- AT1G62290 1.40 0.49 0.95 0.3772133 0.62111 -6.09 FALSE
246425_at cellulose synthase catalytic subu IRX3 AT5G17420 -1.27 -0.35 -0.95 0.3773106 0.6211862 -6.09 FALSE
257678_at  RNA helicase, putative contains RTL2 AT3G20420 -1.14 -0.18 -0.95 0.3773141 0.6211862 -6.09 FALSE
265324_at hypothetical protein predicted by ATCOAD AT2G18250 -1.13 -0.18 -0.94 0.3773957 0.6212756 -6.09 FALSE
262963_at  dihydrolipoamide S-acetyltransfe--- AT1G54220 1.10 0.14 0.94 0.3774773 0.6213645 -6.09 FALSE
263827_at unknown protein --- AT2G40420 1.19 0.25 0.94 0.3775041 0.6213645 -6.09 FALSE



262181_at  xylosidase, putative similar to xy --- AT1G78060 -1.32 -0.40 -0.94 0.3776236 0.6215162 -6.09 FALSE
259715_at  hypothetical protein predicted by--- AT1G60990 -1.14 -0.19 -0.94 0.377694 0.6215729 -6.09 FALSE
252846_at putative protein several pectin me--- AT3G42160 -1.09 -0.13 -0.94 0.3777125 0.6215729 -6.09 FALSE
255366_x_aputative transposon protein --- --- 1.11 0.16 0.94 0.3777745 0.6216301 -6.09 FALSE
266223_at putative thaumatin  ;supported by--- AT2G28790 1.48 0.56 0.94 0.3778343 0.6216837 -6.09 FALSE
260608_at putative polygalacturonase --- AT2G43870 2.37 1.24 0.94 0.3778969 0.6216969 -6.09 FALSE
257767_at hypothetical protein predicted by --- AT3G23040 -1.14 -0.19 -0.94 0.3778773 0.6216969 -6.09 FALSE
254396_at  peptide transporter - like protein --- AT4G21680 -1.74 -0.80 -0.94 0.3779839 0.6217504 -6.09 FALSE
248038_at unknown protein --- AT5G55980 -1.10 -0.14 -0.94 0.3779839 0.6217504 -6.09 FALSE
248475_at unknown protein --- AT5G50880 -1.09 -0.12 -0.94 0.3780979 0.6218931 -6.09 FALSE
266193_at unknown protein --- AT2G39080 -1.13 -0.18 -0.94 0.3781318 0.621904 -6.09 FALSE
257011_at predicted protein CAX9 AT3G14070 1.26 0.33 0.94 0.3781827 0.6219428 -6.09 FALSE
264736_at  oligopeptide transporter, putative--- AT1G62200 1.15 0.21 0.94 0.3783609 0.6221747 -6.09 FALSE
261586_at  hypothetical protein predicted by--- AT1G01640 -1.26 -0.34 -0.94 0.3783782 0.6221747 -6.09 FALSE
260230_at putative DNA-binding protein con--- AT1G74500 1.11 0.15 0.94 0.3784309 0.6222164 -6.09 FALSE
266844_at hypothetical protein predicted by --- AT2G26120 -1.12 -0.17 -0.94 0.3785493 0.6223662 -6.09 FALSE
248718_at farnesyl diphosphate synthase prFPS1 AT5G47770 -1.19 -0.25 -0.94 0.3786977 0.6224297 -6.09 FALSE
266391_at putative strictosidine synthase ide--- AT2G41290 -1.15 -0.20 -0.94 0.3786674 0.6224297 -6.09 FALSE
255273_at  putative protein various predicte --- --- 1.09 0.13 0.94 0.3787516 0.6224297 -6.09 FALSE
265765_at hypothetical protein predicted by --- AT2G48060 -1.12 -0.17 -0.94 0.3786929 0.6224297 -6.09 FALSE
262743_at unknown protein similar to unkno--- AT1G29020 1.12 0.16 0.94 0.378677 0.6224297 -6.09 FALSE
257383_at hypothetical protein predicted by --- AT2G19630 -1.10 -0.14 -0.94 0.3787355 0.6224297 -6.09 FALSE
251403_at  putative protein RING finger prot--- AT3G60300 -1.16 -0.22 -0.94 0.3790188 0.6225778 -6.09 FALSE
256588_at unknown protein --- AT3G28790 1.13 0.18 0.94 0.3790135 0.6225778 -6.09 FALSE
251208_at  putative protein amino acid selecATOEP16-4AT3G62880 -1.11 -0.15 -0.94 0.3789317 0.6225778 -6.09 FALSE
255940_at  prolyl endopeptidase, putative si --- AT1G20380 1.09 0.13 0.94 0.378956 0.6225778 -6.09 FALSE
254459_at  gibberellin 20-oxidase - like proteGA2OX8 AT4G21200 -1.09 -0.13 -0.94 0.3790601 0.6225778 -6.09 FALSE
252714_x_a putative protein p97 homologous--- AT3G43880 1.09 0.12 0.94 0.3790333 0.6225778 -6.09 FALSE
248622_at xylosidase --- AT5G01980 // 1.30 0.37 0.94 0.3790403 0.6225778 -6.09 FALSE
263234_at hypothetical protein predicted by --- AT1G10417 -1.10 -0.14 -0.94 0.3788927 0.6225778 -6.09 FALSE
258633_at putative serine carboxypeptidaseSCPL27 AT3G07990 -1.25 -0.32 -0.94 0.3791486 0.6225988 -6.09 TRUE
254832_at  pEARLI 1-like protein Arabidops --- AT4G12490 -1.89 -0.92 -0.94 0.3791792 0.6225988 -6.09 FALSE
261735_at hypothetical protein similar to hyp--- AT1G47765 1.12 0.16 0.94 0.379182 0.6225988 -6.09 FALSE
256005_at hypothetical protein similar to put--- --- 1.11 0.15 0.94 0.3791388 0.6225988 -6.09 FALSE
256926_at hypothetical protein predicted by --- AT3G22540 1.16 0.21 0.94 0.3793158 0.6227736 -6.09 FALSE



255172_x_a putative transposon protein simil--- --- 1.15 0.20 0.94 0.3793603 0.6228018 -6.09 FALSE
260694_at  NAD+ dependent isocitrate dehy--- AT1G32480 -1.09 -0.13 -0.94 0.3794454 0.6228967 -6.09 FALSE
249415_at  promoter-binding protein like ascCDF2 AT5G39660 -1.21 -0.27 -0.94 0.379502 0.6229448 -6.09 FALSE
265183_at unknown protein  ;supported by f --- AT1G23750 -1.20 -0.26 -0.94 0.3796489 0.6230752 -6.09 TRUE
252612_at hypothetical protein --- AT3G45160 1.73 0.79 0.94 0.3796842 0.6230752 -6.09 FALSE
259197_at putative peroxidase similar to per--- AT3G03670 1.48 0.57 0.94 0.3796907 0.6230752 -6.09 FALSE
263925_at putative glycine-rich RNA binding--- AT2G21690 -1.09 -0.12 -0.94 0.3796129 0.6230752 -6.09 FALSE
249756_at Expressed protein ; supported by--- AT5G24313 1.10 0.14 0.94 0.3797349 0.6231029 -6.09 FALSE
251820_at  putative protein In2-1 protein, ZeGSTL2 AT3G55040 -1.25 -0.32 -0.94 0.3797657 0.6231087 -6.09 FALSE
253531_at  putative protein tomato leucine zATEXO70GAT4G31540 -1.11 -0.14 -0.94 0.3798214 0.6231552 -6.09 FALSE
252023_at  putative protein various predicte --- AT3G52920 -1.30 -0.38 -0.94 0.3799007 0.6232405 -6.09 FALSE
246816_at putative protein --- AT5G27230 -1.10 -0.14 -0.94 0.3799411 0.6232619 -6.09 FALSE
262837_at  dynamin, putative similar to dynaADL1C AT1G14830 1.12 0.16 0.94 0.3800711 0.6233661 -6.09 FALSE
265297_at putative disease resistance prote--- AT2G14080 1.10 0.13 0.94 0.3801463 0.6233661 -6.09 FALSE
250838_at  cytochrome P450 - like protein cCYP77A9 AT5G04630 1.09 0.12 0.94 0.3801623 0.6233661 -6.09 FALSE
260562_at putative protein kinase contains a--- AT2G43850 -1.16 -0.21 -0.94 0.3801574 0.6233661 -6.09 FALSE
255393_at hypothetical protein --- --- -1.08 -0.12 -0.94 0.3801686 0.6233661 -6.09 FALSE
246795_at putative protein --- AT5G27020 1.11 0.15 0.94 0.3801451 0.6233661 -6.09 FALSE
248460_at Expressed protein ; supported by--- AT5G50915 -1.47 -0.56 -0.94 0.3801998 0.6233725 -6.09 TRUE
257500_s_a putative serine carboxypeptidasescpl2 AT1G73300 // 1.09 0.12 0.94 0.3802449 0.6234016 -6.09 FALSE
257710_at unknown protein  ;supported by f --- AT3G27350 -1.12 -0.16 -0.94 0.3802895 0.6234299 -6.09 FALSE
253230_at putative protein  ; supported by fu--- AT4G34700 -1.11 -0.15 -0.94 0.380321 0.6234367 -6.09 FALSE
264098_at hypothetical protein predicted by --- AT1G79260 -1.20 -0.26 -0.94 0.3804119 0.6235343 -6.09 FALSE
267324_at hypothetical protein predicted by --- AT2G19360 1.09 0.13 0.94 0.3804352 0.6235343 -6.09 FALSE
251584_at  putative protein At2g42580 - AraTTL4 AT3G58620 -1.30 -0.38 -0.94 0.3805508 0.6235894 -6.09 TRUE
267063_at hypothetical protein predicted by --- AT2G41120 -1.15 -0.21 -0.94 0.3805388 0.6235894 -6.09 FALSE
AFFX-ThrX-B. subtilis /GEN=thrC, thrB /DB_X--- --- -1.27 -0.34 -0.94 0.3805233 0.6235894 -6.09 FALSE
250864_at  putative protein predicted protein--- AT5G03870 1.12 0.16 0.94 0.3807048 0.6237247 -6.09 FALSE
257142_at  cytochrome P450, putative contaCYP705A18AT3G20090 -1.15 -0.20 -0.94 0.3807154 0.6237247 -6.09 FALSE
256927_at unknown protein --- AT3G22550 1.10 0.14 0.94 0.380666 0.6237247 -6.09 FALSE
256778_at  nucleosome assembly protein, pNAP1;4 AT3G13782 1.10 0.14 0.94 0.3808083 0.623832 -6.09 FALSE
248252_at putative protein similar to unknowAGP22 AT5G53250 -1.36 -0.44 -0.94 0.3809975 0.6238857 -6.09 TRUE
256444_at hypothetical protein predicted by --- AT3G11060 1.10 0.13 0.94 0.3810734 0.6238857 -6.09 FALSE
262439_at hypothetical protein identical to h --- AT1G47730 1.09 0.12 0.94 0.3810664 0.6238857 -6.09 FALSE
250639_at  oleosin-like protein oleosin - Bra GRP20 AT5G07560 1.13 0.17 0.94 0.3810872 0.6238857 -6.09 FALSE



253786_at  receptor protein kinase-like prote--- AT4G28650 1.11 0.15 0.94 0.3810569 0.6238857 -6.09 FALSE
260910_at  importin alpha, putative similar toIMPA-6 AT1G02690 -1.18 -0.23 -0.94 0.3809781 0.6238857 -6.09 FALSE
AFFX-TrpnXB. subtilis /GEN=trpD, trpC /DB_X--- --- 1.10 0.13 0.94 0.3808982 0.6238857 -6.09 FALSE
257554_at  synaptobrevin, putative similar toVAMP728 AT3G24890 -1.11 -0.15 -0.94 0.3808918 0.6238857 -6.09 FALSE
246679_at  putative protein replication prote --- --- -1.10 -0.14 -0.94 0.3809288 0.6238857 -6.09 FALSE
261193_at unknown protein ; supported by c--- AT1G32920 1.37 0.45 0.94 0.3812875 0.6241325 -6.09 FALSE
265137_at  F-box protein family, AtFBX10 co--- AT1G51290 1.11 0.15 0.94 0.3813146 0.6241325 -6.09 FALSE
247296_at unknown protein  ;supported by f --- AT5G64160 1.15 0.20 0.94 0.38132 0.6241325 -6.09 FALSE
245467_at hypothetical protein --- AT4G16610 1.18 0.24 0.94 0.3813739 0.6241758 -6.09 FALSE
259330_at hypothetical protein gene model --- AT3G16270 1.13 0.18 0.94 0.3814971 0.6242579 -6.09 FALSE
249731_at RNA-binding protein-like CID13 AT5G24440 1.15 0.20 0.94 0.3815061 0.6242579 -6.09 FALSE
262100_s_ahypothetical protein similar to hyp--- AT1G59550 // 1.15 0.20 0.94 0.3815051 0.6242579 -6.09 FALSE
254422_at  putative protein hypothetical pro VPS28-1 AT4G21560 1.22 0.29 0.94 0.3815474 0.6242807 -6.09 FALSE
246934_at putative protein several hypothet --- AT5G25290 -1.14 -0.18 -0.94 0.381599 0.6243203 -6.09 FALSE
256275_at actin 11 (ACT11) identical to acti ACT11 AT3G12110 -1.17 -0.23 -0.94 0.3816505 0.6243377 -6.09 TRUE
260949_at F-box protein family contains simSKIP16 AT1G06110 -1.11 -0.15 -0.94 0.3817192 0.6243377 -6.09 FALSE
256416_at  ferritin subunit, putative similar toATFER2 AT3G11050 1.13 0.18 0.94 0.3816964 0.6243377 -6.09 FALSE
258614_at putative S-adenosylmethionine:2 --- AT3G02770 -1.20 -0.26 -0.94 0.3816983 0.6243377 -6.09 FALSE
250404_at  CCR4-ASSOCIATED FACTOR  --- AT5G10960 -1.09 -0.13 -0.94 0.3817932 0.6243693 -6.09 FALSE
262601_at hypothetical protein similar to GBATHSRP54AT1G15310 1.16 0.21 0.94 0.3817688 0.6243693 -6.09 FALSE
254959_at predicted protein UGE5 AT4G10955 // 1.18 0.24 0.94 0.3819461 0.6245745 -6.09 FALSE
264143_at  latex-abundant protein, putative ATMC5 AT1G79330 1.11 0.15 0.94 0.3821104 0.6247984 -6.09 FALSE
254114_at  putative protein (fragment) MtN2--- AT4G24980 1.14 0.19 0.93 0.3822062 0.6249102 -6.09 FALSE
255016_at  sucrose-phosphate synthase - likATSPS4F AT4G10120 -1.18 -0.24 -0.93 0.3824796 0.6250436 -6.10 TRUE
258200_at putative ATPase similar to ATPas--- AT3G13900 1.13 0.18 0.93 0.3823612 0.6250436 -6.10 FALSE
246430_at  calmodulin-like protein calmodul --- AT5G17470 1.10 0.14 0.93 0.382446 0.6250436 -6.10 FALSE
264604_at hypothetical protein predicted by --- AT1G04650 -1.15 -0.21 -0.93 0.3824628 0.6250436 -6.10 FALSE
247458_at  putative protein PrMC3, Pinus raAtCXE20 AT5G62180 1.22 0.28 0.93 0.3824055 0.6250436 -6.10 FALSE
265562_at hypothetical protein predicted by --- AT2G05500 1.08 0.11 0.93 0.3823786 0.6250436 -6.10 FALSE
252730_at putative protein --- AT3G43110 1.16 0.21 0.93 0.3824232 0.6250436 -6.10 FALSE
260254_at putative glycerophosphodiester p--- AT1G74210 1.11 0.15 0.93 0.382536 0.625091 -6.10 TRUE
257619_at unknown protein ICK3 AT3G24810 -1.13 -0.17 -0.93 0.3826596 0.6252232 -6.10 FALSE
249976_at  Serine/arginine rich protein - likeSCL28 AT5G18810 1.11 0.16 0.93 0.3826717 0.6252232 -6.10 FALSE
245192_at F12A21.9 hypothetical protein --- AT1G67780 -1.10 -0.13 -0.93 0.382742 0.6252485 -6.10 FALSE
254747_at serine/threonine-specific protein MHK AT4G13020 -1.11 -0.16 -0.93 0.382736 0.6252485 -6.10 FALSE



255681_at predicted protein of unknown fun DGD2 AT4G00550 -1.13 -0.18 -0.93 0.3828463 0.6253741 -6.10 FALSE
246770_at  putative protein DNA-binding pro--- AT5G27460 -1.15 -0.20 -0.93 0.3828829 0.625389 -6.10 FALSE
265431_at (1-4)-beta-mannan endohydrolas--- AT2G20680 -1.11 -0.15 -0.93 0.3829783 0.6254699 -6.10 FALSE
258517_at  galactose kinase identical to GB GALK AT3G06580 1.11 0.16 0.93 0.3830103 0.6254699 -6.10 FALSE
255091_at putative protein various predicted--- --- 1.09 0.13 0.93 0.3830146 0.6254699 -6.10 FALSE
264194_at putative wall-associated kinase c --- AT1G22720 1.11 0.15 0.93 0.3830799 0.6255317 -6.10 FALSE
253433_s_a nodulin - like protein nodulin (clo--- AT4G28365 // 1.13 0.18 0.93 0.3831786 0.6256481 -6.10 FALSE
253003_s_a putative protein tapetum specific--- AT4G38300 // -1.12 -0.17 -0.93 0.3832137 0.6256606 -6.10 FALSE
258659_at  B' regulatory subunit of PP2A (AATB' BETA AT3G09880 -1.11 -0.15 -0.93 0.3832519 0.6256782 -6.10 FALSE
252589_s_aputative protein different transporNAXT1 AT3G45650 // 1.32 0.40 0.93 0.3833066 0.6257228 -6.10 FALSE
252758_at putative protein several hypothet --- --- 1.12 0.16 0.93 0.3834082 0.6258438 -6.10 FALSE
261178_at  synaptobrevin 7B, putative similaATVAMP72AT1G04760 -1.10 -0.13 -0.93 0.3835169 0.6259765 -6.10 FALSE
248793_at mutT domain protein-like  ;suppoatnudt8 AT5G47240 1.28 0.36 0.93 0.3837412 0.6262805 -6.10 FALSE
255159_at putative polyprotein --- --- 1.14 0.19 0.93 0.3837581 0.6262805 -6.10 FALSE
246843_at  putative protein various predicte --- AT5G26740 -1.10 -0.14 -0.93 0.3838939 0.6263676 -6.10 TRUE
264734_at hypothetical protein predicted by SLAH1 AT1G62280 1.11 0.14 0.93 0.3838466 0.6263676 -6.10 FALSE
259722_at putative DNA helicase similar to AATRECQ4BAT1G60930 1.08 0.11 0.93 0.3838883 0.6263676 -6.10 FALSE
260889_at hypothetical protein predicted by --- AT1G29120 -1.10 -0.14 -0.93 0.3839575 0.6264266 -6.10 FALSE
245254_at ATP-sulfurylase ; supported by c APS3 AT4G14680 1.53 0.61 0.93 0.3840043 0.6264582 -6.10 FALSE
260305_at putative ADP-ribosylation factor 1ARFA1D AT1G70490 -1.13 -0.18 -0.93 0.3844364 0.6271182 -6.10 FALSE
265418_at AP2 domain transcription factor --- AT2G20880 1.47 0.56 0.93 0.3844708 0.6271295 -6.10 FALSE
260621_at  carbonic anhydrase, putative  ACA5 AT1G08065 -1.12 -0.16 -0.93 0.3845603 0.6272307 -6.10 FALSE
262589_s_ahypothetical protein Strong simila--- AT1G15150 // -1.11 -0.14 -0.93 0.3847413 0.6274231 -6.10 FALSE
264008_at unknown protein --- AT2G21120 1.15 0.20 0.93 0.3847608 0.6274231 -6.10 FALSE
263554_at putative Ta11-like non-LTR retroe--- --- 1.20 0.27 0.93 0.3847567 0.6274231 -6.10 FALSE
245411_at hypothetical protein --- AT4G17240 -1.20 -0.27 -0.93 0.3848897 0.6275022 -6.10 FALSE
266088_at hypothetical protein predicted by --- AT2G37780 1.14 0.19 0.93 0.3848669 0.6275022 -6.10 FALSE
245074_at putative protein kinase contains a--- AT2G23200 1.44 0.53 0.93 0.3848918 0.6275022 -6.10 FALSE
266462_at unknown protein  ; supported by --- AT2G47770 1.37 0.45 0.93 0.3849729 0.6275447 -6.10 FALSE
267222_at putative polygalacturonase --- AT2G43880 1.10 0.13 0.93 0.3849625 0.6275447 -6.10 FALSE
262826_at  putative cytochrome P450 monoCYP71B2 AT1G13080 1.26 0.33 0.93 0.3850011 0.6275457 -6.10 FALSE
257324_at hypothetical protein --- --- -1.34 -0.43 -0.93 0.3852629 0.6278326 -6.10 TRUE
259985_at unknown protein  ; supported by --- AT1G76620 1.11 0.15 0.93 0.3852743 0.6278326 -6.10 FALSE
263951_at putative harpin-induced protein  ;NHL12 AT2G35960 -1.43 -0.52 -0.93 0.3852352 0.6278326 -6.10 FALSE
256166_at hypothetical protein --- AT1G36920 -1.09 -0.12 -0.93 0.3852872 0.6278326 -6.10 FALSE



256518_at hypothetical protein --- AT1G66080 -1.13 -0.18 -0.93 0.3853355 0.6278364 -6.10 FALSE
251560_at  squamosa promoter-binding pro SPL15 AT3G57920 1.15 0.20 0.93 0.3853711 0.6278364 -6.10 FALSE
260256_at putative type II intron maturase c --- AT1G74350 1.13 0.17 0.93 0.3853721 0.6278364 -6.10 FALSE
260094_at  GDP-4-keto-6-deoxy-D-mannoseGER1 AT1G73250 1.14 0.19 0.93 0.3854839 0.6279527 -6.10 FALSE
266488_at putative pectinesterase  ; suppor --- AT2G47670 1.18 0.24 0.93 0.3855532 0.6279527 -6.10 FALSE
258036_at unknown protein --- AT3G21210 1.09 0.13 0.93 0.3855466 0.6279527 -6.10 FALSE
258411_at hypothetical protein predicted by --- AT3G17280 1.10 0.14 0.93 0.3855536 0.6279527 -6.10 FALSE
250261_at  peptide transporter - like protein --- AT5G13400 1.25 0.32 0.93 0.3858819 0.6279588 -6.10 TRUE
257093_at hypothetical protein  ;supported b--- AT3G20570 -1.20 -0.26 -0.93 0.3857232 0.6279588 -6.10 TRUE
251733_at copper homeostasis factor  ;suppCCH AT3G56240 -1.12 -0.16 -0.93 0.385693 0.6279588 -6.10 FALSE
260671_at unknown protein ;supported by fu--- AT1G19310 1.13 0.18 0.93 0.3856206 0.6279588 -6.10 FALSE
248202_at unknown protein --- AT5G54220 1.16 0.21 0.93 0.3857937 0.6279588 -6.10 FALSE
245488_at peroxidase like protein --- AT4G16270 1.11 0.15 0.93 0.385848 0.6279588 -6.10 FALSE
258328_at putative zinc finger protein simila --- AT3G16090 1.09 0.12 0.93 0.3857406 0.6279588 -6.10 FALSE
264710_at putative phytochelatin synthetaseCOBL6 AT1G09790 -1.11 -0.15 -0.93 0.385879 0.6279588 -6.10 FALSE
257870_at  prolyl 4-hydroxylase, putative sim--- AT3G28490 1.08 0.12 0.93 0.3857345 0.6279588 -6.10 FALSE
254175_at  putative protein CGI-82 protein - --- AT4G24050 -1.11 -0.15 -0.93 0.3858164 0.6279588 -6.10 FALSE
263506_s_ahypothetical protein --- --- 1.14 0.19 0.93 0.3858877 0.6279588 -6.10 FALSE
258081_at Expressed protein ; supported by--- AT3G26085 -1.11 -0.15 -0.93 0.3858357 0.6279588 -6.10 FALSE
257634_s_a cytochrome P450, putative similaCYP71B19 AT3G26170 // 1.24 0.30 0.93 0.3861149 0.628239 -6.10 TRUE
249565_at contains similarity to S1 self-inco --- AT5G38440 1.11 0.15 0.93 0.3860933 0.628239 -6.10 FALSE
257616_at hypothetical protein contains Pfa --- AT3G26540 -1.14 -0.19 -0.93 0.3862378 0.6283492 -6.10 FALSE
263836_at unknown protein  ;supported by f --- AT2G40330 -1.42 -0.51 -0.93 0.3862309 0.6283492 -6.10 FALSE
249573_at  ubiquitin-like protein (UBQ9), pu UBQ9 AT5G37640 1.10 0.14 0.93 0.3863757 0.6285287 -6.10 FALSE
260599_at  cytochrome P450, putative similaCYP708A1 AT1G55940 -1.09 -0.12 -0.93 0.3864051 0.6285317 -6.10 FALSE
257731_at  unknown protein similar to CALC--- AT3G18430 1.10 0.14 0.93 0.3864645 0.6285835 -6.10 FALSE
248141_at unknown protein --- AT5G55010 -1.10 -0.14 -0.93 0.386605 0.6287673 -6.10 FALSE
247017_at putative protein similar to unknow--- AT5G66980 1.09 0.12 0.93 0.3866331 0.6287681 -6.10 FALSE
260568_at endochitinase isolog --- AT2G43570 2.25 1.17 0.93 0.3867575 0.6288597 -6.10 TRUE
264551_at  unknown protein similar to beta- --- AT1G09460 1.22 0.29 0.93 0.3867997 0.6288597 -6.10 FALSE
254193_at  putative protein predicted protein--- AT4G23870 -1.36 -0.45 -0.93 0.3867977 0.6288597 -6.10 FALSE
257511_at hypothetical protein --- AT1G43000 1.12 0.16 0.93 0.3867177 0.6288597 -6.10 FALSE
251205_at  glutathione peroxidase -like prot ATGPX5 AT3G63080 1.14 0.19 0.92 0.387085 0.6290889 -6.10 FALSE
247713_at  putative protein nonspecific lipid --- AT5G59330 1.11 0.15 0.92 0.3871338 0.6290889 -6.10 FALSE
247892_at putative protein contains similarit --- AT5G57970 1.19 0.25 0.92 0.3869986 0.6290889 -6.10 FALSE



255343_at hypothetical protein --- --- 1.08 0.11 0.92 0.3870446 0.6290889 -6.10 FALSE
266654_at putative oleosin protein --- AT2G25890 1.15 0.20 0.92 0.387116 0.6290889 -6.10 FALSE
246980_at peptidylprolyl isomerase (cycloph--- AT5G67530 -1.10 -0.14 -0.92 0.3870376 0.6290889 -6.10 FALSE
253699_at  putative protein patatin-like protePLP8 AT4G29800 -1.11 -0.14 -0.92 0.3871332 0.6290889 -6.10 FALSE
255284_at 5-adenylylsulfate reductase  ;sup 01-אפר AT4G04610 1.42 0.50 0.92 0.3871783 0.6291165 -6.10 FALSE
253024_at putative protein --- AT4G38080 -1.60 -0.68 -0.92 0.3872345 0.6291629 -6.10 FALSE
263353_at hypothetical protein predicted by --- AT2G22070 -1.11 -0.15 -0.92 0.3872765 0.6291852 -6.10 FALSE
262335_at hypothetical protein predicted by SPO11-2 AT1G63990 1.08 0.12 0.92 0.3873305 0.6291852 -6.10 FALSE
264764_at  receptor kinase, putative similar --- AT1G61440 1.09 0.13 0.92 0.3873309 0.6291852 -6.10 FALSE
259534_at hypothetical protein --- AT1G12290 1.13 0.18 0.92 0.3874023 0.6291856 -6.10 FALSE
254834_at  flavonoid 3,5-hydroxylase -like pCYP706A4 AT4G12300 -1.15 -0.20 -0.92 0.3874139 0.6291856 -6.10 FALSE
253411_at homeobox gene ATH1 ATH1 AT4G32980 -1.23 -0.30 -0.92 0.387368 0.6291856 -6.10 FALSE
257683_at hypothetical protein predicted by --- AT3G13280 1.10 0.14 0.92 0.3876268 0.6294864 -6.11 FALSE
262152_s_ahypothetical protein predicted by --- AT1G52430 // -1.10 -0.14 -0.92 0.3877873 0.6296331 -6.11 FALSE
250697_at putative protein contains similarit --- AT5G06800 -1.13 -0.18 -0.92 0.3877779 0.6296331 -6.11 FALSE
254420_at hypothetical protein --- AT4G21500 -1.14 -0.19 -0.92 0.3877999 0.6296331 -6.11 FALSE
256516_at  receptor protein kinase (TMK1), TMK1 AT1G66150 -1.19 -0.25 -0.92 0.3878944 0.6296643 -6.11 FALSE
261262_at hypothetical protein predicted by SDG35 AT1G26760 1.09 0.13 0.92 0.3879202 0.6296643 -6.11 FALSE
265171_at hypothetical protein --- AT1G23790 -1.08 -0.11 -0.92 0.3879258 0.6296643 -6.11 FALSE
265862_at putative S-locus glycoprotein --- AT2G01780 -1.12 -0.16 -0.92 0.3879295 0.6296643 -6.11 FALSE
253640_at putative protein  ;supported by fu --- AT4G30630 -1.09 -0.13 -0.92 0.388026 0.6297761 -6.11 FALSE
250959_at  F-box protein family, AtFBL25 co--- AT5G02920 1.11 0.15 0.92 0.3880746 0.6298102 -6.11 FALSE
245792_at  pinoresinol-lariciresinol reductasPRR1 AT1G32100 1.38 0.47 0.92 0.3881247 0.6298308 -6.11 FALSE
258774_at putative alpha-L-arabinofuranosidASD1 AT3G10740 1.36 0.45 0.92 0.3881425 0.6298308 -6.11 FALSE
251462_at  mitogen-activated protein kinaseATMPK10 AT3G59790 1.13 0.18 0.92 0.3881745 0.6298378 -6.11 FALSE
264504_at  unknown protein similar to ATP- ACLA-3 AT1G09430 1.10 0.14 0.92 0.3882177 0.6298632 -6.11 FALSE
257295_at  serine/threonine protein kinase, GPK1 AT3G17420 1.20 0.26 0.92 0.3883021 0.6299553 -6.11 FALSE
253355_at putative protein --- AT4G33380 -1.09 -0.13 -0.92 0.3883322 0.6299593 -6.11 FALSE
260574_at hypothetical protein predicted by --- AT2G47300 1.12 0.17 0.92 0.3884123 0.6300443 -6.11 FALSE
256333_at Sm-like protein contains Pfam pr --- AT1G76860 -1.18 -0.24 -0.92 0.3886043 0.6302809 -6.11 FALSE
259313_at hypothetical protein predicted by --- AT3G05090 -1.13 -0.17 -0.92 0.3886183 0.6302809 -6.11 FALSE
246712_at  putative protein various predicte --- --- 1.09 0.12 0.92 0.3886772 0.6302809 -6.11 FALSE
248117_at FH protein interacting protein FIPFIP2 AT5G55000 -1.14 -0.19 -0.92 0.3887054 0.6302809 -6.11 FALSE
256733_at hypothetical protein predicted by --- AT3G30370 1.11 0.15 0.92 0.3887239 0.6302809 -6.11 FALSE
264995_at  mutator-like transposase, putativ--- --- 1.15 0.20 0.92 0.3887006 0.6302809 -6.11 FALSE



249498_at putative protein motif in transcrip --- AT5G39230 1.11 0.15 0.92 0.3888345 0.6303706 -6.11 FALSE
256399_at hypothetical protein predicted by --- AT3G06240 -1.11 -0.15 -0.92 0.3888284 0.6303706 -6.11 FALSE
246861_at  putative protein phytochrome-as IAA28 AT5G25890 1.11 0.15 0.92 0.388961 0.6303995 -6.11 FALSE
267277_at putative protein transport protein --- AT2G30050 1.11 0.15 0.92 0.3889387 0.6303995 -6.11 FALSE
249539_at  putative protein AtPP - Brassica --- AT5G38100 1.13 0.18 0.92 0.3889629 0.6303995 -6.11 FALSE
263394_at hypothetical protein predicted by --- --- 1.11 0.15 0.92 0.3889291 0.6303995 -6.11 FALSE
257412_at unknown protein --- AT1G22980 -1.11 -0.15 -0.92 0.3891239 0.6305853 -6.11 FALSE
250018_at putative protein similar to unknow--- AT5G18150 1.38 0.47 0.92 0.3891328 0.6305853 -6.11 FALSE
266649_at putative aquaporin (tonoplast intrTIP4;1 AT2G25810 1.10 0.13 0.92 0.3891852 0.6306254 -6.11 FALSE
248534_at putative protein contains similarit --- AT5G50030 1.10 0.14 0.92 0.3893738 0.6306655 -6.11 FALSE
247289_at 2-oxoglutarate/malate translocatoDIT2.1 AT5G64290 -1.14 -0.19 -0.92 0.3892934 0.6306655 -6.11 FALSE
263197_at  polyubiquitin, putative similar to --- AT1G53930 1.12 0.17 0.92 0.3894035 0.6306655 -6.11 FALSE
265871_at unknown protein  ;supported by f --- AT2G01680 -1.15 -0.20 -0.92 0.3893591 0.6306655 -6.11 FALSE
261726_at putative auxin-independent grow --- AT1G76270 1.20 0.26 0.92 0.3893875 0.6306655 -6.11 FALSE
245838_at  disease resistance protein, putat--- AT1G58410 1.11 0.15 0.92 0.3893949 0.6306655 -6.11 FALSE
260169_at  hypothetical protein predicted  b FUT13 AT1G71990 -1.21 -0.27 -0.92 0.389279 0.6306655 -6.11 FALSE
251758_at transcription factor L2  ;supported--- AT3G55770 -1.12 -0.16 -0.92 0.3894846 0.6307522 -6.11 FALSE
254574_at expressed protein  supported by --- AT4G19430 -1.52 -0.61 -0.92 0.389548 0.63081 -6.11 FALSE
265178_at  Pto kinase interactor, putative si --- AT1G23540 1.11 0.16 0.92 0.3896069 0.6308606 -6.11 FALSE
247616_at  putative protein various predicte --- AT5G60260 1.11 0.15 0.92 0.3896908 0.6309374 -6.11 FALSE
248667_at putative protein contains similarit --- AT5G48710 1.08 0.11 0.92 0.3897096 0.6309374 -6.11 FALSE
253156_at  putative protein mRNA for KIAA0--- AT4G35730 -1.12 -0.17 -0.92 0.3897655 0.6309382 -6.11 FALSE
258058_at unknown protein --- AT3G28980 1.11 0.15 0.92 0.3897454 0.6309382 -6.11 FALSE
266382_at hypothetical protein predicted by --- --- 1.09 0.12 0.92 0.3898025 0.6309534 -6.11 FALSE
264934_at hypothetical protein predicted by --- AT1G61090 -1.10 -0.14 -0.92 0.3898396 0.6309687 -6.11 FALSE
249031_at putative protein contains similarit --- AT5G44900 1.12 0.17 0.92 0.389966 0.6310389 -6.11 FALSE
263123_at  beta-Amyrin Synthase, putative --- AT1G78500 1.11 0.15 0.92 0.3899658 0.6310389 -6.11 FALSE
249681_s_aputative protein strong similarity t--- --- 1.14 0.19 0.92 0.3899283 0.6310389 -6.11 FALSE
256673_at unknown protein FLA15 AT3G52370 1.51 0.60 0.92 0.3900075 0.6310574 -6.11 TRUE
256260_at hypothetical protein --- AT3G12440 -1.09 -0.13 -0.92 0.3900328 0.6310574 -6.11 FALSE
251410_at uclacyanin 3  ; supported by cDNUCC3 AT3G60280 1.10 0.13 0.92 0.3902104 0.6313 -6.11 FALSE
264405_at  putative mitogen-activated prote ATMPK1 AT1G10210 -1.23 -0.30 -0.92 0.3904307 0.6315669 -6.11 FALSE
245584_at amine oxidase like protein ATAO1 AT4G14940 1.09 0.12 0.92 0.3904238 0.6315669 -6.11 FALSE
247083_at unknown protein --- AT5G66290 -1.10 -0.14 -0.92 0.3904724 0.6315895 -6.11 FALSE
262292_at hypothetical protein similar to hyp--- AT1G27595 1.12 0.16 0.92 0.390522 0.631625 -6.11 FALSE



263189_at hypothetical protein similar to hyp--- AT1G36100 -1.10 -0.14 -0.92 0.3905614 0.6316438 -6.11 FALSE
249962_at  pectin methyl esterase -like prote--- AT5G18990 1.18 0.24 0.92 0.3908455 0.6320318 -6.11 FALSE
245226_at gene_id:K17E7.15~unknown pro --- AT3G29970 1.62 0.70 0.92 0.3908567 0.6320318 -6.11 FALSE
252877_at hypothetical protein supported by--- AT4G39630 -1.12 -0.16 -0.92 0.3909012 0.6320591 -6.11 FALSE
255664_at putative protein --- AT4G00440 1.09 0.13 0.92 0.390951 0.6320947 -6.11 FALSE
252037_at  putative calmodulin calmodulin - CAM9 AT3G51920 1.18 0.24 0.92 0.3911841 0.6324106 -6.11 FALSE
251003_at putative protein --- AT5G02690 1.11 0.16 0.92 0.3912018 0.6324106 -6.11 FALSE
258565_at unknown protein  ; supported by --- AT3G04350 -1.17 -0.23 -0.92 0.3913528 0.6324474 -6.11 TRUE
253413_at  putative protein Fe(II) transport pZIP9 AT4G33020 -1.08 -0.11 -0.92 0.391301 0.6324474 -6.11 FALSE
263361_at putative senescence-associated TET13 AT2G03840 1.11 0.15 0.92 0.3913632 0.6324474 -6.11 FALSE
253161_at senescence-associated protein sSEN1 AT4G35770 1.32 0.40 0.92 0.3913516 0.6324474 -6.11 FALSE
245571_at light induced protein like --- AT4G14695 -1.14 -0.19 -0.92 0.3913572 0.6324474 -6.11 FALSE
253372_at  pectinesterase - like protein pectPME44 AT4G33220 1.31 0.39 0.92 0.3915323 0.632631 -6.11 TRUE
259659_at hypothetical protein contains sim --- AT1G55170 1.16 0.21 0.92 0.3915233 0.632631 -6.11 FALSE
251581_at  putative protein CARBON CATA--- AT3G58560 -1.13 -0.18 -0.92 0.3915971 0.6326909 -6.11 FALSE
263467_at unknown protein --- AT2G31730 -1.25 -0.33 -0.92 0.3917493 0.6327522 -6.11 TRUE
248919_at putative protein contains similarit --- AT5G45920 1.12 0.16 0.92 0.3917074 0.6327522 -6.11 FALSE
258636_at putative GTPase activator protein--- AT3G07890 1.11 0.16 0.92 0.3917738 0.6327522 -6.11 FALSE
263187_at  athila ORF 1, putative similar to --- --- -1.08 -0.11 -0.92 0.3917515 0.6327522 -6.11 FALSE
258768_at hypothetical protein predicted by --- AT3G10880 -1.09 -0.12 -0.92 0.3917148 0.6327522 -6.11 FALSE
245688_at  prolin-rich protein, putative similaAGP31 AT1G28290 1.74 0.80 0.91 0.391982 0.6329279 -6.11 FALSE
259647_at  acetyl-CoA synthetase, putative --- AT1G55325 -1.13 -0.17 -0.91 0.3919509 0.6329279 -6.11 FALSE
247318_at  3(2),5-bisphosphate nucleotidas --- AT5G63990 1.31 0.39 0.91 0.3919936 0.6329279 -6.11 FALSE
249362_at  putative protein predicted protein--- AT5G40550 -1.30 -0.37 -0.91 0.3919685 0.6329279 -6.11 FALSE
261292_at hypothetical protein predicted by --- AT1G36940 -1.13 -0.17 -0.91 0.3921921 0.6331153 -6.11 TRUE
266489_at unknown protein  ; supported by NPSN11 AT2G35190 -1.19 -0.25 -0.91 0.3922154 0.6331153 -6.11 TRUE
254636_at putative protein kinase  ; support CIPK12 AT4G18700 -1.10 -0.13 -0.91 0.3921576 0.6331153 -6.11 FALSE
267623_at unknown protein --- AT2G39650 1.54 0.62 0.91 0.3922206 0.6331153 -6.11 FALSE
253378_at hypothetical protein --- AT4G33310 1.09 0.13 0.91 0.3922621 0.6331375 -6.11 FALSE
251515_at putative protein several hypothet --- AT3G59270 -1.08 -0.11 -0.91 0.3925079 0.6334894 -6.11 FALSE
257209_at hypothetical protein --- AT3G14920 1.09 0.12 0.91 0.3925532 0.6335177 -6.11 FALSE
263152_at hypothetical protein predicted by ASIL1 AT1G54060 -1.16 -0.22 -0.91 0.3925901 0.6335324 -6.11 FALSE
254310_at  putative protein predicted protein--- AT4G22430 1.08 0.11 0.91 0.3927479 0.6337422 -6.11 FALSE
258122_at hypothetical protein contains sim ATGSL04 AT3G14570 1.20 0.26 0.91 0.3927761 0.6337428 -6.11 FALSE
258608_at unknown protein  ;supported by f --- AT3G03020 -1.23 -0.30 -0.91 0.3928572 0.6338289 -6.12 FALSE



256608_at hypothetical protein predicted by --- AT3G30840 1.08 0.11 0.91 0.3929104 0.6338699 -6.12 FALSE
246032_s_aputative protein --- --- 1.12 0.16 0.91 0.393011 0.6339425 -6.12 FALSE
248841_at ubiquitin-specific protease 21 (UBUBP21 AT5G46740 1.17 0.23 0.91 0.3930027 0.6339425 -6.12 FALSE
245483_at cysteine proteinase contains sim --- AT4G16190 -1.09 -0.13 -0.91 0.3930562 0.6339705 -6.12 FALSE
255946_at  glycine hydroxymethyltransferasSHM6 AT1G22020 1.08 0.11 0.91 0.3932437 0.6341385 -6.12 FALSE
249990_at hypothetical protein --- AT5G18540 -1.10 -0.14 -0.91 0.3932403 0.6341385 -6.12 FALSE
246000_at  putative protein predicted protein--- AT5G20820 1.21 0.27 0.91 0.3932431 0.6341385 -6.12 FALSE
265757_x_aputative PttA2-like transposon pr --- --- -1.14 -0.19 -0.91 0.3932925 0.6341723 -6.12 FALSE
252888_at glucose-1-phosphate adenylyltra APL3 AT4G39210 -1.29 -0.37 -0.91 0.3934148 0.6343246 -6.12 FALSE
263952_s_aunknown protein  ;supported by f --- AT2G35810 // -1.11 -0.14 -0.91 0.3935581 0.6345108 -6.12 FALSE
266890_at acyl carrier protein identical to GBMTACP-1 AT2G44620 -1.14 -0.19 -0.91 0.3936438 0.6346041 -6.12 FALSE
256709_at hypothetical protein predicted by --- --- -1.10 -0.13 -0.91 0.3936913 0.634636 -6.12 FALSE
267106_s_aputative vacuolar sorting recepto ATVSR3 AT2G14720 // 1.14 0.19 0.91 0.3937769 0.6347291 -6.12 FALSE
255006_at  putative protein kinase M.sativa --- AT4G10010 -1.10 -0.13 -0.91 0.3938773 0.634846 -6.12 FALSE
266927_at  aquaporin (plasma membrane inPIP1B AT2G45960 -1.14 -0.19 -0.91 0.3939819 0.6349614 -6.12 FALSE
254744_at Expressed protein ; supported byMEE55 AT4G13345 1.16 0.22 0.91 0.3940045 0.6349614 -6.12 FALSE
248258_at putative protein contains similarit --- AT5G53400 -1.23 -0.30 -0.91 0.3941086 0.6350628 -6.12 FALSE
255297_x_ahypothetical protein --- --- 1.13 0.17 0.91 0.3941231 0.6350628 -6.12 FALSE
252788_at putative protein several hypothet --- --- 1.10 0.14 0.91 0.3942334 0.6351524 -6.12 FALSE
251405_at  plasma membrane H+-ATPase -AHA7 AT3G60330 1.09 0.13 0.91 0.3942344 0.6351524 -6.12 FALSE
265721_at putative ABC1 protein  identical t ATATH9 AT2G40090 1.16 0.21 0.91 0.3943014 0.6352154 -6.12 FALSE
264157_at  xyloglucan endotransglycosylaseXTH17 AT1G65310 1.21 0.28 0.91 0.3944139 0.6353415 -6.12 FALSE
256361_at  formyl transferase, putative cont pde194 AT1G66520 -1.14 -0.19 -0.91 0.3944354 0.6353415 -6.12 FALSE
250731_at putative protein contains similarit AGL96 AT5G06500 1.09 0.13 0.91 0.3946589 0.6356566 -6.12 FALSE
253129_at  glycine-rich protein glycine-rich pCSDP1 AT4G36020 -1.16 -0.22 -0.91 0.3947594 0.6357571 -6.12 FALSE
252820_at  plasma membrane H+-ATPase-lAHA8 AT3G42640 -1.18 -0.24 -0.91 0.394777 0.6357571 -6.12 FALSE
258384_at hypothetical protein predicted by --- AT3G15490 1.10 0.14 0.91 0.394913 0.6359312 -6.12 FALSE
246598_at  dolichyl-phosphate-mannose--gl --- AT5G14850 -1.14 -0.19 -0.91 0.394965 0.63597 -6.12 FALSE
263765_at putative phosphatidylinositol pho SFH3 AT2G21540 1.39 0.48 0.91 0.3950662 0.6360881 -6.12 FALSE
248114_at wax synthase-like protein --- AT5G55370 1.11 0.15 0.91 0.3951293 0.6361448 -6.12 FALSE
259216_at hypothetical protein ; supported b--- AT3G09000 1.24 0.31 0.91 0.3953619 0.6364744 -6.12 FALSE
246668_at putative protein --- --- 1.10 0.14 0.91 0.3954446 0.6365625 -6.12 FALSE
259131_at unknown protein similar to hypothSP1L3 AT3G02180 -1.10 -0.14 -0.91 0.3954832 0.6365798 -6.12 FALSE
262568_at hypothetical protein contains sim AtRLP5 AT1G34290 1.12 0.17 0.91 0.3955883 0.6366723 -6.12 FALSE
263602_at 40S ribosomal protein S25 --- AT2G16360 -1.10 -0.14 -0.91 0.3955965 0.6366723 -6.12 FALSE



244941_at hypothetical protein --- --- 1.13 0.17 0.91 0.3956677 0.6367419 -6.12 FALSE
264229_at unknown protein --- AT1G67480 1.18 0.24 0.91 0.3957098 0.6367647 -6.12 FALSE
261611_at hypothetical protein predicted by --- AT1G49730 -1.22 -0.28 -0.91 0.3958351 0.6368766 -6.12 TRUE
252024_at  monodehydroascorbate reductasATMDAR1 AT3G52880 -1.14 -0.19 -0.91 0.3958164 0.6368766 -6.12 FALSE
257550_at hypothetical protein similar to GB--- AT3G18460 1.13 0.18 0.91 0.3958726 0.636892 -6.12 FALSE
246933_at ZFP3 zinc finger protein  ; suppo ZFP3 AT5G25160 1.08 0.11 0.91 0.395962 0.6369909 -6.12 FALSE
266998_at hypothetical protein predicted by --- AT2G34400 -1.11 -0.15 -0.91 0.3960192 0.637038 -6.12 FALSE
261202_at  flower pigmentation protein ATA ATAN11 AT1G12910 -1.11 -0.16 -0.91 0.3961878 0.6371293 -6.12 FALSE
266354_at putative homeodomain transcript PFS2 AT2G01500 1.11 0.15 0.91 0.3961346 0.6371293 -6.12 FALSE
251604_at  putative protein 60S RIBOSOMA--- AT3G57820 1.09 0.13 0.91 0.3961748 0.6371293 -6.12 FALSE
248216_at unknown protein --- AT5G53690 -1.10 -0.13 -0.91 0.3961198 0.6371293 -6.12 FALSE
246567_at  alpha-mannosidase -like protein GMII AT5G14950 1.09 0.12 0.91 0.3963213 0.6372992 -6.12 FALSE
260006_at phosphatidylinositol synthase (PIATPIS1 AT1G68000 1.08 0.12 0.91 0.3964257 0.6373322 -6.12 FALSE
261654_at  hypothetical protein contains sim--- AT1G01920 -1.15 -0.20 -0.91 0.3964062 0.6373322 -6.12 FALSE
262325_at  dirigent protein, putative similar t--- AT1G64160 -1.25 -0.32 -0.91 0.3963894 0.6373322 -6.12 FALSE
266016_at putative RING zinc finger protein --- AT2G18670 // -1.11 -0.16 -0.91 0.3966608 0.6376576 -6.12 FALSE
246118_at  beta-1,3-glucanase bg5   BG5 AT5G20340 1.12 0.16 0.91 0.396684 0.6376576 -6.12 FALSE
263538_at hypothetical protein predicted by --- AT2G25010 -1.16 -0.21 -0.90 0.3967434 0.6376632 -6.12 FALSE
253652_at  putative protein nucleoid DNA-bi--- AT4G30040 1.08 0.12 0.90 0.396723 0.6376632 -6.12 FALSE
261710_at hypothetical protein identical to h --- AT1G32730 -1.12 -0.17 -0.90 0.3967895 0.6376924 -6.12 FALSE
245320_at Expressed protein ; supported by--- AT4G16444 -1.10 -0.14 -0.90 0.396841 0.6377302 -6.12 FALSE
245577_at kinase like protein --- AT4G14780 -1.12 -0.17 -0.90 0.3968918 0.637767 -6.12 FALSE
260115_at  AIG1-like protein similar to AIG1--- AT1G33870 1.13 0.17 0.90 0.3970751 0.6380166 -6.12 FALSE
259987_at thaumatin-like protein (PR-5) simATLP-3 AT1G75030 1.14 0.19 0.90 0.3971431 0.6380359 -6.12 FALSE
266386_at putative homeodomain transcript HDG3 AT2G32370 1.12 0.17 0.90 0.3971192 0.6380359 -6.12 FALSE
256206_at hypothetical protein predicted by --- AT1G50910 1.15 0.20 0.90 0.3971966 0.6380769 -6.12 FALSE
246355_at hypothetical protein --- --- 1.22 0.29 0.90 0.3973351 0.6382434 -6.12 FALSE
267283_at Mutator-like transposase similar t--- --- -1.08 -0.11 -0.90 0.3973562 0.6382434 -6.12 FALSE
261688_at unknown protein contains similar --- AT1G47380 1.35 0.44 0.90 0.397421 0.6382576 -6.12 TRUE
256316_at hypothetical protein --- AT1G35890 1.09 0.12 0.90 0.3974052 0.6382576 -6.12 FALSE
249175_at COP8 (constitutive photomorpho COP8 AT5G42970 1.10 0.13 0.90 0.3974506 0.6382603 -6.12 FALSE
257246_at  pectinesterase, putative contains--- AT3G24130 1.10 0.14 0.90 0.3974998 0.6382942 -6.12 FALSE
260674_at unknown protein ; supported by c--- AT1G19370 1.11 0.15 0.90 0.3975898 0.6383938 -6.12 FALSE
252165_at hypothetical protein  ;supported b--- AT3G50550 -1.13 -0.17 -0.90 0.397716 0.6384834 -6.12 FALSE
266306_at hypothetical protein predicted by --- AT2G26970 -1.12 -0.16 -0.90 0.3977459 0.6384834 -6.12 FALSE



253103_at  putative auxin-induced protein h --- AT4G36110 1.64 0.72 0.90 0.3977014 0.6384834 -6.12 FALSE
257026_at hypothetical protein predicted by --- AT3G19200 1.11 0.15 0.90 0.3977575 0.6384834 -6.12 FALSE
251812_at hypothetical protein  ;supported b--- AT3G54970 1.15 0.20 0.90 0.3978074 0.6385186 -6.12 FALSE
260721_at hypothetical protein predicted by --- AT1G48060 -1.10 -0.14 -0.90 0.3979423 0.6386902 -6.12 FALSE
247632_at  protein transport protein subunit --- AT5G60460 -1.12 -0.17 -0.90 0.3979703 0.6386902 -6.12 FALSE
245424_at putative protein --- AT4G17505 1.10 0.14 0.90 0.3980056 0.6387019 -6.12 FALSE
245546_at cellulose synthase like protein ATCSLB05 AT4G15290 1.17 0.23 0.90 0.398194 0.6389592 -6.12 FALSE
247564_at  RNA helicase - like protein RNA --- AT5G61140 -1.11 -0.16 -0.90 0.3983539 0.6389911 -6.13 FALSE
247962_at protein kinase MEK1 homolog MKK6 AT5G56580 1.10 0.14 0.90 0.3983069 0.6389911 -6.13 FALSE
260975_at  receptor-like serine/threonine kin--- AT1G53430 1.31 0.39 0.90 0.3983496 0.6389911 -6.13 FALSE
258803_at unknown protein similar to elicito WRKY39 AT3G04670 1.11 0.15 0.90 0.3982518 0.6389911 -6.13 FALSE
267395_at unknown protein --- AT2G44250 1.09 0.12 0.90 0.3983274 0.6389911 -6.13 FALSE
263826_at hypothetical protein predicted by --- AT2G40410 1.15 0.20 0.90 0.3984925 0.6390785 -6.13 FALSE
265806_at putative auxin-regulated protein --- AT2G18010 -1.37 -0.45 -0.90 0.3984736 0.6390785 -6.13 FALSE
263057_at hypothetical protein predicted by --- AT2G09840 1.15 0.20 0.90 0.3984675 0.6390785 -6.13 FALSE
258732_at putative alkaline/neutral invertase--- AT3G05820 1.11 0.15 0.90 0.3985377 0.639106 -6.13 FALSE
261958_at  peptide transporter, putative pre --- AT1G64500 -1.23 -0.30 -0.90 0.3987134 0.6392082 -6.13 FALSE
246376_at  auxin regulated protein IAA18, p IAA18 AT1G51950 -1.15 -0.20 -0.90 0.3986884 0.6392082 -6.13 FALSE
254171_at  PsRT17-1 like protein PsRT17-1--- AT4G24530 -1.09 -0.13 -0.90 0.3986717 0.6392082 -6.13 FALSE
260917_at unknown protein similar to hypoth--- AT1G02700 1.12 0.17 0.90 0.3986594 0.6392082 -6.13 FALSE
258402_at unknown protein very similar to u--- AT3G15450 1.28 0.35 0.90 0.3987857 0.639279 -6.13 FALSE
266000_at putative cytochrome P450 identicCYP71B6 AT2G24180 1.23 0.30 0.90 0.398834 0.6393051 -6.13 TRUE
253032_at  guanine nucleotide-exchange pr --- AT4G38200 1.10 0.13 0.90 0.398858 0.6393051 -6.13 FALSE
255525_at coded for by A. thaliana cDNA T0--- AT4G02340 1.12 0.16 0.90 0.3989531 0.639359 -6.13 FALSE
249590_at  putative protein SIAH1, Brassica--- AT5G37870 -1.09 -0.13 -0.90 0.39895 0.639359 -6.13 FALSE
265095_at  putative cruciferin 12S seed storCRU2 AT1G03880 1.11 0.15 0.90 0.3989757 0.639359 -6.13 FALSE
251575_at  putative protein basic leucine zipBZIP61 AT3G58120 1.33 0.41 0.90 0.3990148 0.6393768 -6.13 TRUE
255327_at putative malonyl-CoA decarboxyl--- AT4G04320 1.09 0.12 0.90 0.3990997 0.6394679 -6.13 FALSE
248638_at fatty acid elongase; beta-ketoacyKCS21 AT5G49070 1.08 0.11 0.90 0.3991616 0.6394772 -6.13 FALSE
253395_at protein kinase AME3  ; supportedAME3 AT4G32660 -1.09 -0.12 -0.90 0.3991427 0.6394772 -6.13 FALSE
258417_at Expressed protein ; supported by--- AT3G17365 -1.14 -0.19 -0.90 0.3992429 0.6395626 -6.13 FALSE
256534_at unknown protein --- AT1G33270 -1.10 -0.14 -0.90 0.399385 0.6396008 -6.13 FALSE
248818_at Lon protease homolog 1 precursoLON2 AT5G47040 -1.14 -0.19 -0.90 0.3994078 0.6396008 -6.13 FALSE
263422_s_aputative ubiquitin-like protein  ; su--- AT2G17190 // -1.09 -0.13 -0.90 0.3993277 0.6396008 -6.13 FALSE
245499_at membrane transporter like protei INT4 AT4G16480 1.10 0.13 0.90 0.3994694 0.6396008 -6.13 FALSE



262301_at  ripening-induced protein, putativ --- AT1G70880 1.11 0.16 0.90 0.3994407 0.6396008 -6.13 FALSE
259107_at hypothetical protein predicted by --- AT3G05460 1.09 0.12 0.90 0.3994911 0.6396008 -6.13 FALSE
265975_at putative citrate synthetase --- AT2G11270 1.14 0.19 0.90 0.3993439 0.6396008 -6.13 FALSE
255576_at  predicted protein of unknown fun--- AT4G01440 -1.19 -0.25 -0.90 0.3994111 0.6396008 -6.13 FALSE
265138_at hypothetical protein predicted by --- AT1G51300 -1.15 -0.20 -0.90 0.3995368 0.6396291 -6.13 FALSE
251418_at  putative protein prib5, Ribes nigr--- AT3G60440 -1.20 -0.26 -0.90 0.3996086 0.6396991 -6.13 FALSE
262023_at hypothetical protein predicted by --- AT1G35500 1.11 0.15 0.90 0.3996728 0.6397569 -6.13 FALSE
265213_at clathrin protein  family Similar to --- AT1G05020 -1.16 -0.21 -0.90 0.3997977 0.6399121 -6.13 FALSE
262715_at putative myb-related transcriptionMYB58 AT1G16490 1.08 0.11 0.90 0.3999449 0.6400683 -6.13 FALSE
245518_at ATP-dependent RNA helicase likATRH1 AT4G15850 -1.18 -0.24 -0.90 0.3999795 0.6400683 -6.13 FALSE
261529_at hypothetical protein contains sim --- AT1G14430 -1.10 -0.13 -0.90 0.3999542 0.6400683 -6.13 FALSE
248265_at putative protein contains similarit SDG29 AT5G53430 -1.15 -0.20 -0.90 0.4001955 0.6403591 -6.13 FALSE
256974_at unknown protein similar to putativ--- --- 1.09 0.12 0.90 0.4002174 0.6403591 -6.13 FALSE
258635_at unknown protein --- AT3G08020 -1.09 -0.12 -0.90 0.4003009 0.6404214 -6.13 FALSE
267401_at unknown protein --- AT2G26210 -1.10 -0.14 -0.90 0.4003139 0.6404214 -6.13 FALSE
248831_at putative protein contains similarit --- AT5G47160 -1.12 -0.16 -0.90 0.4003697 0.6404214 -6.13 FALSE
265437_at hypothetical protein predicted by MCM10 AT2G20980 1.11 0.15 0.90 0.4003967 0.6404214 -6.13 FALSE
256120_at hypothetical protein contains sim --- AT1G18130 1.09 0.12 0.90 0.400371 0.6404214 -6.13 FALSE
263021_at hypothetical protein predicted by --- AT1G23910 1.08 0.12 0.90 0.4005271 0.640585 -6.13 FALSE
249633_at  sucrose synthase-like protein suSUS5 AT5G37180 -1.10 -0.13 -0.90 0.4006973 0.6408123 -6.13 FALSE
267024_s_aputative aquaporin (plasma memNIP2;1 AT2G29870 // 1.13 0.17 0.90 0.4007341 0.6408262 -6.13 FALSE
245190_at F12A21.16 hypothetical protein --- AT1G67690 -1.15 -0.20 -0.90 0.4007783 0.640852 -6.13 FALSE
259809_at hypothetical protein predicted by --- AT1G49800 1.16 0.22 0.90 0.4008907 0.6409867 -6.13 FALSE
249911_at glucosyltransferase-like protein  ;CSLA02 AT5G22740 1.45 0.54 0.90 0.400992 0.6410588 -6.13 FALSE
259572_at hypothetical protein --- AT1G20400 1.12 0.17 0.90 0.4009666 0.6410588 -6.13 FALSE
261624_at  nucleotide sugar epimerase, put GAE2 AT1G02000 1.20 0.26 0.90 0.4010635 0.6411282 -6.13 FALSE
246627_s_a 5-enolpyruvylshikimate-3-phosph--- AT1G48860 // 1.30 0.37 0.90 0.4011194 0.6411341 -6.13 FALSE
262652_at  hypothetical protein One of a cluFUT9 AT1G14110 1.10 0.13 0.90 0.4011234 0.6411341 -6.13 FALSE
256522_at unknown protein ;supported by fuCMPG1 AT1G66160 1.69 0.76 0.90 0.4011986 0.6412094 -6.13 FALSE
263692_at  unknown protein Location of EST--- AT1G26850 1.11 0.14 0.90 0.4012894 0.6412897 -6.13 FALSE
254869_at  protein kinase - like protein KI do--- AT4G11890 1.27 0.34 0.90 0.4014002 0.6412897 -6.13 FALSE
248509_at Expressed protein ; supported by--- AT5G50335 2.65 1.41 0.90 0.4014176 0.6412897 -6.13 FALSE
262196_at  ubiquitin-fusion protein, putative MUB5 AT1G77870 -1.23 -0.30 -0.90 0.4013468 0.6412897 -6.13 FALSE
259156_at hypothetical protein predicted by SEC8 AT3G10380 1.10 0.14 0.90 0.4013889 0.6412897 -6.13 FALSE
266446_at hypothetical protein predicted by --- AT2G43310 -1.09 -0.13 -0.90 0.4013281 0.6412897 -6.13 FALSE



262309_at  phosphoglucomutase, putative s--- AT1G70820 -1.23 -0.30 -0.90 0.4016274 0.6414004 -6.13 TRUE
251756_at putative protein --- AT3G55820 1.09 0.13 0.90 0.4016145 0.6414004 -6.13 FALSE
255711_at putative WD repeat membrane p --- AT4G00090 -1.13 -0.17 -0.90 0.4015517 0.6414004 -6.13 FALSE
245537_at hypothetical protein --- AT4G15200 1.09 0.12 0.90 0.4015742 0.6414004 -6.13 FALSE
265954_at putative WRKY-type DNA bindingTTG2 AT2G37260 -1.10 -0.14 -0.90 0.4015354 0.6414004 -6.13 FALSE
260192_at putative DNA polymerase alpha sPOLA2 AT1G67630 -1.34 -0.42 -0.89 0.401711 0.6414889 -6.13 FALSE
264915_at hypothetical protein predicted by --- AT1G60790 -1.08 -0.12 -0.89 0.4017995 0.6415853 -6.13 FALSE
264622_at putative vacuolar sorting protein VPS35A AT2G17790 1.12 0.16 0.89 0.4019191 0.6417314 -6.13 FALSE
256345_at hypothetical protein similar to hyp--- AT1G55030 1.10 0.14 0.89 0.4020527 0.6418998 -6.13 FALSE
257736_at hypothetical protein predicted by --- AT3G27410 -1.11 -0.15 -0.89 0.402157 0.6420214 -6.13 FALSE
267219_at putative transport protein  ;suppo--- AT2G02590 -1.15 -0.20 -0.89 0.4021904 0.6420298 -6.13 FALSE
264114_at hypothetical protein predicted by CDT1A AT2G31270 -1.26 -0.34 -0.89 0.4022202 0.6420324 -6.13 FALSE
261914_at  dirigent protein, putative similar t--- AT1G65870 1.16 0.21 0.89 0.4023059 0.6421041 -6.13 FALSE
260643_at hypothetical protein contains sim --- AT1G53270 1.10 0.13 0.89 0.4023214 0.6421041 -6.13 FALSE
264204_at  putative sucrose transport proteiSUC2 AT1G22710 -1.16 -0.21 -0.89 0.4024078 0.642197 -6.13 FALSE
257605_at hypothetical protein predicted by --- AT3G13840 1.08 0.12 0.89 0.4024424 0.6422074 -6.13 FALSE
263065_at MAP kinase (ATMPK7) identical ATMPK7 AT2G18170 -1.19 -0.25 -0.89 0.4026135 0.6424 -6.13 FALSE
251542_at  putative protein protein-tyrosine --- AT3G58760 -1.14 -0.18 -0.89 0.4026195 0.6424 -6.13 FALSE
247117_at 3-hydroxyisobutyryl-coenzyme A CHY1 AT5G65940 -1.15 -0.20 -0.89 0.4027196 0.6425149 -6.13 FALSE
250332_at  putative protein predicted protein--- AT5G11680 1.13 0.17 0.89 0.4028455 0.6426707 -6.13 FALSE
255854_at unknown protein ;supported by fu--- AT1G67050 -1.31 -0.39 -0.89 0.402927 0.6427558 -6.13 FALSE
250379_at  transcription factor like protein tr TINY2 AT5G11590 1.10 0.13 0.89 0.402977 0.6427906 -6.13 FALSE
252617_at  n-acetylglucosaminyl-phosphatidSETH2 AT3G45100 -1.09 -0.13 -0.89 0.4030764 0.6428227 -6.13 FALSE
251002_at  putative protein predicted protein--- AT5G02680 1.09 0.12 0.89 0.4030313 0.6428227 -6.13 FALSE
258262_at hypothetical protein --- AT3G15770 -1.13 -0.18 -0.89 0.4030817 0.6428227 -6.13 FALSE
251549_at  putative protein predicted protein--- AT3G58890 1.10 0.13 0.89 0.4031424 0.6428746 -6.13 FALSE
264216_at hypothetical protein similar to hyp--- AT1G60180 1.09 0.13 0.89 0.4031731 0.6428786 -6.13 FALSE
246010_at  putative protein predicted protein--- AT5G08440 -1.09 -0.12 -0.89 0.4033979 0.6431594 -6.13 FALSE
264457_at puative glucosyl transferase simi --- AT1G10400 1.11 0.15 0.89 0.4034056 0.6431594 -6.13 FALSE
248309_at putative protein contains similarit --- AT5G52540 1.33 0.41 0.89 0.4034771 0.6432284 -6.13 FALSE
254913_at  putative protein beta-transducin --- AT4G11270 -1.10 -0.14 -0.89 0.4035065 0.6432303 -6.13 FALSE
255893_at  threonyl-tRNA synthetase, putat --- AT1G17960 1.20 0.26 0.89 0.4035791 0.6433011 -6.13 FALSE
250096_at putative protein similar to unknow--- AT5G17190 -1.11 -0.15 -0.89 0.4037166 0.6434753 -6.13 FALSE
265252_at putative Na+/H+ antiporter SOS1 AT2G01980 1.09 0.12 0.89 0.4037773 0.6435272 -6.14 FALSE
247615_at  putative protein various predicte --- AT5G60250 1.09 0.12 0.89 0.4038061 0.6435281 -6.14 FALSE



252711_at  lipid-transfer protein-like protein --- AT3G43720 1.40 0.49 0.89 0.4038926 0.6435311 -6.14 TRUE
254595_at floral homeotic protein agamous AG AT4G18960 1.09 0.12 0.89 0.4038609 0.6435311 -6.14 FALSE
255797_at putative steroid dehydrogenase  --- AT2G33630 1.16 0.22 0.89 0.4038887 0.6435311 -6.14 FALSE
252161_at proline-rich protein --- AT3G50580 1.08 0.11 0.89 0.4040059 0.6435738 -6.14 FALSE
250291_at aspartate kinase  ;supported by f AK-LYS1 AT5G13280 -1.17 -0.22 -0.89 0.4040323 0.6435738 -6.14 FALSE
262079_at unknown protein ; supported by cZCW7 AT1G59600 -1.16 -0.21 -0.89 0.4040288 0.6435738 -6.14 FALSE
263660_at  unknown protein ESTs gb|N6578MPI7 AT1G04260 -1.10 -0.14 -0.89 0.4039525 0.6435738 -6.14 FALSE
261977_at hypothetical protein contains sim --- --- 1.09 0.13 0.89 0.404118 0.6436203 -6.14 FALSE
246078_s_a putative protein probable mitosis--- AT5G20430 // 1.17 0.23 0.89 0.4041117 0.6436203 -6.14 FALSE
256358_at unknown protein --- AT1G66470 -1.12 -0.17 -0.89 0.404219 0.6437364 -6.14 FALSE
260994_at hypothetical protein contains sim --- AT1G12130 -1.12 -0.16 -0.89 0.4043832 0.6439308 -6.14 FALSE
263595_at putative purple acid phosphatasePAP8 AT2G01890 2.61 1.38 0.89 0.4043976 0.6439308 -6.14 FALSE
246981_at unknown protein --- AT5G04840 -1.15 -0.20 -0.89 0.4044594 0.6439393 -6.14 FALSE
260188_at Mutator-like transposase similar t--- --- 1.09 0.12 0.89 0.4044489 0.6439393 -6.14 FALSE
262088_at unknown protein --- AT1G56020 1.10 0.14 0.89 0.4045546 0.644001 -6.14 FALSE
245904_at  sucrose-phosphate synthase -likATSPS2F AT5G11110 -1.13 -0.17 -0.89 0.4045381 0.644001 -6.14 FALSE
261030_at unknown protein contains similar --- AT1G17410 -1.12 -0.17 -0.89 0.4045982 0.6440134 -6.14 FALSE
250377_at  putative protein predicted protein--- AT5G11560 1.14 0.19 0.89 0.4046188 0.6440134 -6.14 FALSE
256424_at unknown protein ;supported by fu--- AT1G33490 -1.10 -0.14 -0.89 0.4047313 0.6440438 -6.14 FALSE
250986_at putative protein --- AT5G02850 -1.10 -0.14 -0.89 0.4047791 0.6440438 -6.14 FALSE
251910_at  serine/threonine-specific kinase --- AT3G53810 1.46 0.55 0.89 0.4047558 0.6440438 -6.14 FALSE
264547_at unknown protein ; supported by cCLC-F AT1G55620 -1.16 -0.22 -0.89 0.4046957 0.6440438 -6.14 FALSE
264304_at Expressed protein ; supported by--- AT1G78895 -1.13 -0.18 -0.89 0.4046772 0.6440438 -6.14 FALSE
247513_at  quinone oxidoreductase - like pr --- AT5G61510 -1.15 -0.20 -0.89 0.404946 0.6442644 -6.14 FALSE
256446_at  RING zinc finger protein contain --- AT3G11110 -1.19 -0.25 -0.89 0.4050374 0.6442898 -6.14 FALSE
259394_at hypothetical protein predicted by --- AT1G06420 1.09 0.12 0.89 0.4050442 0.6442898 -6.14 FALSE
249263_at putative protein contains similarit --- AT5G41730 1.09 0.13 0.89 0.4050467 0.6442898 -6.14 FALSE
248119_at serine/threonine-specific protein --- AT5G54590 1.15 0.20 0.89 0.4051764 0.6444512 -6.14 FALSE
246034_at  putative protein FH protein intera--- AT5G08350 1.19 0.25 0.89 0.4052511 0.6445249 -6.14 TRUE
264435_at putative glutathione S-transferaseATGSTU18AT1G10360 -1.20 -0.26 -0.89 0.4053081 0.6445708 -6.14 FALSE
265553_at putative retroelement pol polypro --- --- -1.10 -0.14 -0.89 0.4053508 0.6445937 -6.14 FALSE
266445_at unknown protein --- AT2G43070 1.14 0.19 0.89 0.4054327 0.6446789 -6.14 FALSE
264598_at putative dimethylaniline monooxy--- AT1G04610 1.09 0.13 0.89 0.4054612 0.6446793 -6.14 FALSE
265404_at putative beta-galactosidase BGAL13 AT2G16730 1.15 0.20 0.89 0.4055216 0.6447304 -6.14 FALSE
262105_at  pectin esterase, putative similar --- AT1G02810 1.14 0.19 0.89 0.405796 0.6451217 -6.14 FALSE



256118_at hypothetical protein predicted by KU70 AT1G16970 -1.13 -0.18 -0.89 0.4058571 0.6451289 -6.14 FALSE
247336_at putative protein similar to unknow--- AT5G63640 -1.14 -0.18 -0.89 0.4058456 0.6451289 -6.14 FALSE
258212_at unknown protein contains Pfam p--- AT3G17920 -1.08 -0.11 -0.89 0.4059642 0.6452361 -6.14 FALSE
265094_at  putative cruciferin 12S seed stor --- AT1G03890 1.09 0.12 0.89 0.4059811 0.6452361 -6.14 FALSE
252522_at hypothetical protein --- AT1G32337 // 1.10 0.13 0.89 0.4060197 0.6452526 -6.14 FALSE
266281_at putative protein kinase contains a--- AT2G29250 1.12 0.16 0.89 0.4062276 0.6455379 -6.14 FALSE
260687_at  inner mitochondrial membrane pATTIM23-1 AT1G17530 -1.17 -0.22 -0.89 0.4063156 0.6455824 -6.14 FALSE
247044_at MAP protein kinase  ; supported MAPKKK5 AT5G66850 1.14 0.19 0.89 0.406375 0.6455824 -6.14 FALSE
256851_at hypothetical protein predicted by --- AT3G27930 1.09 0.12 0.89 0.4063043 0.6455824 -6.14 FALSE
249978_at putative protein --- AT5G18850 -1.11 -0.16 -0.89 0.4063853 0.6455824 -6.14 FALSE
255084_s_aputative protein same aa sequen --- AT4G09220 // -1.10 -0.13 -0.89 0.4063971 0.6455824 -6.14 FALSE
266961_at Athila retroelement ORF1-like pro--- --- 1.12 0.17 0.89 0.4065509 0.6457818 -6.14 FALSE
257109_s_ahypothetical protein --- --- 1.09 0.12 0.89 0.4066199 0.6458015 -6.14 FALSE
247358_at flavonol synthase FLS2 AT5G63580 -1.13 -0.18 -0.89 0.4066023 0.6458015 -6.14 FALSE
263631_at unknown protein  ; supported by --- AT2G04900 -1.09 -0.12 -0.88 0.4068265 0.6460626 -6.14 FALSE
263368_at putative protein kinase contains a--- AT2G20470 1.13 0.18 0.88 0.4068693 0.6460626 -6.14 FALSE
254407_at  receptor kinase - like protein rec --- AT4G21370 1.11 0.15 0.88 0.4068461 0.6460626 -6.14 FALSE
248487_at  ATP-dependent Clp protease ATERD1 AT5G51070 1.12 0.16 0.88 0.4069657 0.6460802 -6.14 TRUE
250811_at cysteine proteinase inhibitor-like --- AT5G05110 -1.20 -0.27 -0.88 0.4069866 0.6460802 -6.14 FALSE
263634_at putative retroelement gag/pol pol --- --- 1.10 0.14 0.88 0.4069875 0.6460802 -6.14 FALSE
260478_at DnaJ isolog --- AT1G11040 1.10 0.13 0.88 0.4070486 0.6460802 -6.14 FALSE
262508_at  serine/threonine kinase, putative--- AT1G11300 -1.26 -0.34 -0.88 0.4070259 0.6460802 -6.14 FALSE
267235_at unknown protein --- AT2G43945 -1.08 -0.11 -0.88 0.4070503 0.6460802 -6.14 FALSE
260826_at hypothetical protein predicted by --- AT1G06710 -1.10 -0.14 -0.88 0.4073075 0.6464434 -6.14 FALSE
260123_at  AIG1-like protein similar to AIG1--- AT1G33890 -1.10 -0.14 -0.88 0.4073922 0.6465329 -6.14 FALSE
252845_at  vacuolar H(+)-ATPase subunit-li --- AT3G42050 -1.09 -0.13 -0.88 0.4075051 0.646667 -6.14 FALSE
260623_at high-affinity nitrate transporter NRATNRT2:1 AT1G08090 -1.12 -0.17 -0.88 0.4075853 0.6467435 -6.14 FALSE
253435_at  adenylate translocator (brittle-1) SHS1 AT4G32400 1.16 0.22 0.88 0.40761 0.6467435 -6.14 FALSE
253501_at predicted protein predicted proteiHSL1 AT4G32010 1.11 0.15 0.88 0.4076418 0.6467489 -6.14 FALSE
260637_at  ACC oxidase, putative similar to ACO2 AT1G62380 1.35 0.44 0.88 0.4077945 0.6469013 -6.14 FALSE
265378_at putative GATA-type zinc finger tr --- AT2G18380 -1.10 -0.14 -0.88 0.4077941 0.6469013 -6.14 FALSE
263551_at hypothetical protein contains NLS--- AT2G17110 -1.23 -0.30 -0.88 0.4078854 0.6469765 -6.14 FALSE
250432_at  putative protein various predicte --- AT5G10420 -1.10 -0.13 -0.88 0.4078987 0.6469765 -6.14 FALSE
266156_at hypothetical protein predicted by FRA8 AT2G28110 -1.39 -0.47 -0.88 0.4080083 0.6470902 -6.14 FALSE
257121_at hypothetical protein similar to aux--- AT3G20220 -1.11 -0.15 -0.88 0.4080271 0.6470902 -6.14 FALSE



248407_at pectinesterase --- AT5G51500 -1.10 -0.13 -0.88 0.4080753 0.6471217 -6.14 FALSE
248935_at salt-inducible protein-like --- AT5G46100 -1.12 -0.16 -0.88 0.4082438 0.6473439 -6.14 FALSE
246721_at  putative protein glycine-rich prot --- --- -1.09 -0.12 -0.88 0.4083256 0.6474286 -6.14 FALSE
245770_at hypothetical protein predicted by --- AT1G30240 -1.19 -0.25 -0.88 0.4084444 0.6475719 -6.14 FALSE
249098_at DNA repair protein-like --- AT5G43530 -1.10 -0.13 -0.88 0.4085303 0.6476631 -6.14 FALSE
250012_x_aauxin-induced protein-like --- AT5G18060 -1.70 -0.77 -0.88 0.4085794 0.6476959 -6.14 FALSE
261825_at  endo-xyloglucan transferase, pu --- AT1G11545 -1.78 -0.83 -0.88 0.4086389 0.6477453 -6.14 FALSE
247983_at pyrophosphate-dependent phospPFK7 AT5G56630 1.30 0.38 0.88 0.4087042 0.647795 -6.14 TRUE
246857_at putative protein --- AT5G25920 1.11 0.15 0.88 0.4087303 0.647795 -6.14 FALSE
259284_at putative cell division related prote--- AT3G11450 1.12 0.16 0.88 0.4087556 0.647795 -6.14 FALSE
263516_at AtRer1B  ;supported by full-lengt ATRER1B AT2G21600 -1.11 -0.16 -0.88 0.4087973 0.6478162 -6.14 FALSE
259072_at unknown protein similar to unknoFLA18 AT3G11700 1.15 0.20 0.88 0.4089592 0.6478289 -6.14 TRUE
262107_at hypothetical protein predicted by --- AT1G02750 -1.09 -0.13 -0.88 0.4089728 0.6478289 -6.14 FALSE
259255_at putative glycerol-3-phosphate de --- AT3G07690 -1.20 -0.27 -0.88 0.4089904 0.6478289 -6.14 FALSE
259301_at hypothetical protein predicted by --- AT3G05110 -1.15 -0.20 -0.88 0.408957 0.6478289 -6.14 FALSE
262881_at unknown protein ; supported by c--- AT1G64890 -1.20 -0.26 -0.88 0.4089808 0.6478289 -6.14 FALSE
252545_at putative protein --- AT3G45820 -1.12 -0.16 -0.88 0.4090042 0.6478289 -6.14 FALSE
245684_at Expressed protein ; supported byRHF2A AT5G22000 1.09 0.13 0.88 0.4089832 0.6478289 -6.14 FALSE
254224_at calcium-dependent protein kinaseCDPK6 AT4G23650 -1.09 -0.13 -0.88 0.409119 0.6478866 -6.14 FALSE
253575_at  putative protein TINY, Arabidops--- AT4G31060 -1.10 -0.14 -0.88 0.4090907 0.6478866 -6.14 FALSE
265430_at hypothetical protein predicted by --- AT2G20700 1.19 0.25 0.88 0.4091412 0.6478866 -6.14 FALSE
260825_at hypothetical protein predicted by --- AT1G06810 1.10 0.14 0.88 0.4091542 0.6478866 -6.14 FALSE
260371_at unknown protein  ; supported by --- AT1G69690 1.30 0.37 0.88 0.4092898 0.6479665 -6.14 TRUE
253570_at hypothetical protein --- AT4G31260 1.13 0.17 0.88 0.409237 0.6479665 -6.14 FALSE
252717_at  putative protein predicted protein--- AT3G43930 1.20 0.27 0.88 0.4092752 0.6479665 -6.14 FALSE
253187_at  putative zinc-finger protein PETh--- AT4G35280 1.09 0.12 0.88 0.4094278 0.6481399 -6.15 FALSE
262551_at putative heat shock transcription RUB1 AT1G31340 -1.14 -0.19 -0.88 0.4094924 0.6481972 -6.15 FALSE
257323_at hypothetical protein --- AT2G07698 -1.31 -0.39 -0.88 0.4097093 0.6484474 -6.15 TRUE
265117_at  putative proline-rich cell wall pro --- AT1G62500 1.16 0.21 0.88 0.4096885 0.6484474 -6.15 FALSE
262905_at  thioredoxin, putative similar to thATH7 AT1G59730 1.09 0.12 0.88 0.4097358 0.6484474 -6.15 FALSE
246017_at putative protein predicted protein --- AT5G10730 1.09 0.13 0.88 0.4099209 0.6486954 -6.15 FALSE
259558_at hypothetical protein WAK5 AT1G21230 -1.11 -0.15 -0.88 0.4100147 0.6487726 -6.15 FALSE
263101_s_ahypothetical protein predicted by --- AT2G05230 // -1.10 -0.14 -0.88 0.4100266 0.6487726 -6.15 FALSE
246876_at  putative protein various predicte --- AT5G26140 -1.09 -0.13 -0.88 0.4102262 0.6490435 -6.15 FALSE
250744_at putative protein strong similarity t--- AT5G05840 1.13 0.17 0.88 0.4102701 0.6490679 -6.15 FALSE



245750_at  histone H2A, putative similar to hHTA10 AT1G51060 -1.23 -0.30 -0.88 0.4103328 0.6490731 -6.15 FALSE
248247_at putative protein contains similarit SPCH AT5G53210 1.10 0.13 0.88 0.4103349 0.6490731 -6.15 FALSE
250251_at putative protein contains similarit --- AT5G13670 -1.10 -0.14 -0.88 0.4103587 0.6490731 -6.15 FALSE
245331_at hypothetical protein ;supported b --- AT4G14410 1.10 0.14 0.88 0.4104298 0.6491405 -6.15 FALSE
247368_at putative protein contains similarit --- AT5G63320 1.13 0.17 0.88 0.4105541 0.649247 -6.15 FALSE
251495_at  putative protein RanBP7/importin--- AT3G59020 -1.14 -0.19 -0.88 0.4105318 0.649247 -6.15 FALSE
254439_s_a carbonic anhydrase -like protein ACA6 AT4G20990 // 1.08 0.11 0.88 0.4106024 0.6492783 -6.15 FALSE
264916_at  ATP citrate-lyase, putative similaACLA-2 AT1G60810 -1.15 -0.20 -0.88 0.4106314 0.6492792 -6.15 TRUE
265761_at putative stress protein --- AT2G01330 1.10 0.14 0.88 0.4107115 0.6493159 -6.15 FALSE
257871_at hypothetical protein predicted by --- AT3G28350 1.09 0.12 0.88 0.410689 0.6493159 -6.15 FALSE
261601_at  ARP protein, putative similar to ANQR AT1G49670 1.10 0.13 0.88 0.4107728 0.6493678 -6.15 FALSE
260591_at predicted protein --- AT1G53325 1.08 0.12 0.88 0.4109049 0.6495316 -6.15 FALSE
267608_at hypothetical protein predicted by --- AT2G26770 1.11 0.15 0.88 0.411103 0.6497997 -6.15 FALSE
252393_at  putative protein predicted protein--- AT3G47910 1.12 0.16 0.88 0.4111762 0.6498704 -6.15 FALSE
255544_at predicted protein of unknown fun --- AT4G01880 -1.14 -0.18 -0.88 0.411266 0.6499353 -6.15 FALSE
249075_at putative protein similar to unknow--- AT5G44000 -1.14 -0.19 -0.88 0.4113146 0.6499353 -6.15 FALSE
266632_at putative serpin --- AT2G35570 1.11 0.15 0.88 0.4113313 0.6499353 -6.15 FALSE
257974_at unknown protein similar to NA-DA--- AT3G20820 1.37 0.45 0.88 0.4112986 0.6499353 -6.15 FALSE
264492_at  unknown protein similar to unkno--- AT1G27430 -1.08 -0.11 -0.88 0.4114889 0.6501393 -6.15 FALSE
253031_at  putative protein cellulose syntha CSLD4 AT4G38190 1.11 0.15 0.88 0.4116042 0.6502562 -6.15 FALSE
265781_at putative Athila retroelement ORF--- --- 1.09 0.13 0.88 0.4116199 0.6502562 -6.15 FALSE
245609_at disease resistance N like protein --- AT4G14368 // 1.12 0.16 0.87 0.4117303 0.6503857 -6.15 FALSE
246588_at  putative protein predicted protein--- AT3G06433 // 1.08 0.11 0.87 0.4118254 0.6504909 -6.15 FALSE
267518_at unknown protein --- AT2G30500 1.32 0.40 0.87 0.4118892 0.6504957 -6.15 FALSE
262734_at  lipase, putative similar to lipase G--- AT1G28640 1.09 0.13 0.87 0.4119091 0.6504957 -6.15 FALSE
254897_at  serine/threonine kinase-like prot --- AT4G11470 1.34 0.42 0.87 0.4119348 0.6504957 -6.15 FALSE
255192_at hypothetical protein --- AT4G07380 -1.10 -0.13 -0.87 0.4119426 0.6504957 -6.15 FALSE
250558_at  flavonoid 3-hydroxylase - like proTT7 AT5G07990 1.12 0.17 0.87 0.4120635 0.6505516 -6.15 FALSE
248368_at mandelonitrile lyase-like protein  --- AT5G51950 -1.10 -0.13 -0.87 0.4120568 0.6505516 -6.15 FALSE
251434_at  polygalacturonase-like protein po--- AT3G59850 1.10 0.14 0.87 0.4120564 0.6505516 -6.15 FALSE
262381_at  virus resistance protein, putative--- AT1G72900 1.50 0.58 0.87 0.4121304 0.6505633 -6.15 TRUE
262120_at  glutathione-S-transferase, putati ATGSTF4 AT1G02950 -1.14 -0.19 -0.87 0.4122711 0.6505633 -6.15 FALSE
255888_at hypothetical protein contains sim --- AT1G20300 -1.31 -0.39 -0.87 0.4122458 0.6505633 -6.15 FALSE
259813_at  glutathione S-transferase, putativATGSTF14 AT1G49860 1.11 0.15 0.87 0.4122991 0.6505633 -6.15 FALSE
266759_at unknown protein predicted by ge --- AT2G46915 1.10 0.14 0.87 0.4121313 0.6505633 -6.15 FALSE



256636_at S-locus related protein SLR1 hom--- AT3G12000 1.10 0.13 0.87 0.4121954 0.6505633 -6.15 FALSE
AFFX-LysX-B. subtilis /GEN=lys /DB_XREF=--- --- -1.18 -0.24 -0.87 0.4122193 0.6505633 -6.15 FALSE
248830_at putative protein contains similarit --- AT5G47150 1.11 0.15 0.87 0.4122027 0.6505633 -6.15 FALSE
264529_at  CTP synthase-like protein simila --- AT1G30820 -1.26 -0.33 -0.87 0.4123979 0.6506741 -6.15 FALSE
254202_at  putative protein hydroxymuconic--- AT4G24140 -1.18 -0.23 -0.87 0.4124472 0.6506828 -6.15 FALSE
263764_at putative vacuolar proton-ATPaseVHA-A2 AT2G21410 -1.13 -0.17 -0.87 0.4124605 0.6506828 -6.15 FALSE
254136_at  putative protein various predicte --- AT4G24860 1.10 0.14 0.87 0.4125363 0.6507575 -6.15 FALSE
262294_at hypothetical protein identical to h --- AT1G27610 1.10 0.13 0.87 0.4126891 0.6509535 -6.15 FALSE
260368_at AtHVA22c identical to AtHVA22cATHVA22CAT1G69700 -1.37 -0.45 -0.87 0.4128334 0.6510463 -6.15 TRUE
262451_at receptor-associated kinase isologSUB AT1G11130 1.19 0.25 0.87 0.4127873 0.6510463 -6.15 FALSE
246557_at  putative protein hypothetical pro --- AT5G15510 -1.10 -0.13 -0.87 0.4128336 0.6510463 -6.15 FALSE
255575_at  predicted protein of unknown fun--- AT4G01430 -1.32 -0.40 -0.87 0.4128766 0.6510692 -6.15 TRUE
251801_at cytosolic triosephosphatisomerasTPI AT3G55440 -1.08 -0.11 -0.87 0.4129087 0.6510741 -6.15 FALSE
249543_at Expressed protein ; supported by--- --- -1.11 -0.16 -0.87 0.4129369 0.6510741 -6.15 FALSE
266377_at Mutator-like transposase similar t--- --- 1.08 0.11 0.87 0.4130818 0.6512576 -6.15 FALSE
250743_at phosphate/phosphoenolpyruvate --- AT5G05820 1.11 0.16 0.87 0.4133428 0.6513297 -6.15 TRUE
256122_at hypothetical protein predicted by --- AT1G18180 1.11 0.15 0.87 0.4133845 0.6513297 -6.15 FALSE
258660_at hypothetical protein predicted by --- AT3G09850 1.12 0.16 0.87 0.4133775 0.6513297 -6.15 FALSE
265878_at putative SUPERMAN-like C2H2 zZFP11 AT2G42410 -1.09 -0.12 -0.87 0.4132256 0.6513297 -6.15 FALSE
258080_at unknown protein  ;supported by f --- AT3G25930 1.08 0.11 0.87 0.4132875 0.6513297 -6.15 FALSE
246735_at  histone H2A-like protein histone HTA7 AT5G27670 -1.12 -0.16 -0.87 0.4132268 0.6513297 -6.15 FALSE
259298_at putative disease resistance proteAtRLP31 AT3G05370 1.51 0.59 0.87 0.4133145 0.6513297 -6.15 FALSE
267122_at putative acetone-cyanohydrin lyaMES6 AT2G23550 -1.10 -0.13 -0.87 0.4133787 0.6513297 -6.15 FALSE
256519_at hypothetical protein predicted by --- AT1G66110 1.15 0.20 0.87 0.4132072 0.6513297 -6.15 FALSE
267339_at unknown protein  ; supported by --- AT2G39870 1.20 0.26 0.87 0.4135611 0.6513857 -6.15 TRUE
248839_at putative protein contains similarit bHLH071 AT5G46690 1.30 0.37 0.87 0.4136125 0.6513857 -6.15 FALSE
261538_at unknown protein ; supported by c--- AT1G01830 -1.23 -0.30 -0.87 0.4137026 0.6513857 -6.15 FALSE
258446_at hypothetical protein predicted by --- AT3G22430 -1.10 -0.13 -0.87 0.4137087 0.6513857 -6.15 FALSE
254146_at  endo-1,4-beta-glucanase like proATGH9A3 AT4G24260 1.12 0.17 0.87 0.4136915 0.6513857 -6.15 FALSE
258886_at putative importin alpha similar to IMPA-7 AT3G05720 1.10 0.14 0.87 0.4134965 0.6513857 -6.15 FALSE
247951_at oxysterol-binding protein-like ORP4C AT5G57240 -1.10 -0.13 -0.87 0.4135465 0.6513857 -6.15 FALSE
254691_at hypothetical protein  ; supported --- AT4G17840 1.18 0.23 0.87 0.4135362 0.6513857 -6.15 FALSE
250771_at NBS/LRR disease resistance pro--- AT5G05400 -1.10 -0.14 -0.87 0.4137341 0.6513857 -6.15 FALSE
248617_at putative protein similar to unknow--- AT5G49590 1.09 0.13 0.87 0.4136048 0.6513857 -6.15 FALSE
259317_at hypothetical protein identical to hHYP1 AT3G01100 1.11 0.15 0.87 0.4136375 0.6513857 -6.15 FALSE



255270_at putative protein (ubiquitin like) to --- AT4G05250 1.08 0.12 0.87 0.4137649 0.6513891 -6.15 FALSE
257410_at hypothetical protein similar to polemb2421 AT1G24340 -1.15 -0.20 -0.87 0.4138423 0.6514661 -6.15 FALSE
253267_at  putative protein TEB4 protein, H --- AT4G34100 -1.12 -0.16 -0.87 0.4139296 0.6515586 -6.15 FALSE
249946_at  putative protein predicted protein--- AT5G19170 1.23 0.30 0.87 0.4139818 0.6515958 -6.15 FALSE
246149_at peroxidase ATP N  ;supported by--- AT5G19890 -1.69 -0.76 -0.87 0.4141721 0.6518053 -6.15 FALSE
249620_at  putative protein predicted protein--- AT5G37520 1.09 0.13 0.87 0.4141467 0.6518053 -6.15 FALSE
251588_at putative protein several putative p--- AT3G58090 -1.12 -0.17 -0.87 0.4143429 0.6520291 -6.15 FALSE
258724_at unknown protein --- AT3G09600 -1.08 -0.12 -0.87 0.4144281 0.652093 -6.15 FALSE
262423_at hypothetical protein predicted by --- AT1G23450 1.10 0.13 0.87 0.4144407 0.652093 -6.15 FALSE
253399_at  putative poly(A) polymerase polynPAP AT4G32850 -1.09 -0.13 -0.87 0.4145992 0.6522054 -6.15 FALSE
256276_at  geranylgeranyl transferase type --- AT3G12070 -1.11 -0.15 -0.87 0.4147312 0.6522054 -6.15 FALSE
266260_at putative ATPase skd1 family; supSKD1 AT2G27600 1.09 0.12 0.87 0.4148245 0.6522054 -6.15 FALSE
254294_at  putative membrane protein memATRBL7 AT4G23070 1.20 0.26 0.87 0.4147807 0.6522054 -6.15 FALSE
261805_at hypothetical protein almost identi --- AT1G30540 1.11 0.14 0.87 0.4148552 0.6522054 -6.15 FALSE
263974_at hypothetical protein predicted by --- AT2G42720 1.10 0.14 0.87 0.4148172 0.6522054 -6.15 FALSE
251609_at  putative protein hypothetical pro --- AT3G57900 1.08 0.11 0.87 0.4146224 0.6522054 -6.15 FALSE
245344_at  F-box protein family, AtFBL4 con--- AT4G15475 -1.12 -0.17 -0.87 0.4148224 0.6522054 -6.15 FALSE
248317_at unknown protein --- AT5G52680 1.10 0.14 0.87 0.4147884 0.6522054 -6.15 FALSE
248130_at unknown protein --- AT5G54790 -1.09 -0.13 -0.87 0.414726 0.6522054 -6.15 FALSE
259328_at  putative lectin contains Pfam proATMLP-300AT3G16440 1.12 0.17 0.87 0.4148456 0.6522054 -6.15 FALSE
259692_at unknown protein --- AT1G63080 -1.10 -0.14 -0.87 0.4148101 0.6522054 -6.15 FALSE
255775_at hypothetical protein predicted by RBL12 AT1G18600 1.10 0.14 0.87 0.4149785 0.6522674 -6.15 FALSE
259532_at hypothetical protein --- AT1G12470 1.08 0.12 0.87 0.4149279 0.6522674 -6.15 FALSE
253415_at  putative protein peptidyl-prolyl ci --- AT4G33060 -1.16 -0.21 -0.87 0.4149805 0.6522674 -6.15 FALSE
AFFX-r2-BsB. subtilis /GEN=pheA /DB_XRE --- --- -1.24 -0.31 -0.87 0.4150715 0.6523655 -6.15 FALSE
248623_at putative protein similar to unknow--- AT5G49170 -1.39 -0.47 -0.87 0.4151108 0.6523824 -6.15 FALSE
258249_s_aunknown protein  ; supported by --- AT3G15820 // -1.16 -0.21 -0.87 0.415196 0.6524712 -6.16 FALSE
264966_at hypothetical protein predicted by --- AT1G60570 1.14 0.19 0.87 0.4152408 0.6524967 -6.16 FALSE
261232_at unknown protein ; supported by c--- AT1G20220 1.10 0.14 0.87 0.4152822 0.6525169 -6.16 FALSE
252316_at  putative protein PrMC3 - Pinus r ATCXE13 AT3G48700 1.10 0.13 0.87 0.4153466 0.6525601 -6.16 FALSE
253179_at  putative protein various predicte --- AT4G35200 -1.08 -0.11 -0.87 0.4153669 0.6525601 -6.16 FALSE
248846_at putative protein similar to unknow--- AT5G46500 1.09 0.13 0.87 0.4155673 0.6528299 -6.16 FALSE
256535_at unknown protein ANAC015 AT1G33280 1.13 0.18 0.87 0.4156749 0.652954 -6.16 FALSE
245940_at putative protein predicted protein --- AT5G19630 -1.12 -0.17 -0.87 0.4157381 0.6529632 -6.16 FALSE
251111_at putative protein different hypothe --- AT5G01310 1.11 0.16 0.87 0.4157211 0.6529632 -6.16 FALSE



248514_s_aunknown protein --- AT5G50510 // 1.09 0.12 0.87 0.4157964 0.6529861 -6.16 FALSE
247905_at unknown protein --- AT5G57400 1.08 0.11 0.87 0.4158099 0.6529861 -6.16 FALSE
267137_at hypothetical protein predicted by ACPT AT2G23410 -1.09 -0.12 -0.87 0.4159252 0.6531222 -6.16 FALSE
257169_at Expressed protein ; supported byAtSec20 AT3G24315 -1.12 -0.16 -0.87 0.4159929 0.6531837 -6.16 FALSE
266222_at hypothetical protein predicted by --- AT2G28780 1.10 0.13 0.87 0.4161025 0.6532536 -6.16 FALSE
256790_at  ARR1 protein, putative similar toARR1 AT3G16857 -1.11 -0.14 -0.87 0.4161234 0.6532536 -6.16 FALSE
256142_at hypothetical protein predicted by --- AT1G48790 -1.11 -0.15 -0.87 0.4161134 0.6532536 -6.16 FALSE
252648_at  disease resistance protein homo--- AT3G44630 1.10 0.14 0.87 0.416285 0.6534623 -6.16 FALSE
258813_at NAM-like protein (no apical merisanac046 AT3G04060 1.15 0.20 0.87 0.4163505 0.6535201 -6.16 TRUE
263600_at hypothetical protein predicted by DRD1 AT2G16390 1.11 0.16 0.87 0.4164918 0.653697 -6.16 FALSE
258946_at hypothetical protein predicted by --- AT3G10650 -1.12 -0.17 -0.87 0.4166292 0.6538197 -6.16 FALSE
253941_at putative protein --- AT4G26980 -1.09 -0.13 -0.87 0.416656 0.6538197 -6.16 FALSE
265622_at unknown protein --- AT2G27280 1.09 0.12 0.87 0.4166113 0.6538197 -6.16 FALSE
254120_at  putative mitochondrial uncouplinDIC2 AT4G24570 1.98 0.98 0.87 0.4167015 0.6538461 -6.16 FALSE
257885_at  S1 self-incompatibility protein, pu--- AT3G16970 1.09 0.13 0.87 0.4167747 0.6539161 -6.16 FALSE
259774_at  plasma membrane associated p --- AT1G29520 -1.16 -0.21 -0.86 0.4168828 0.6540407 -6.16 FALSE
257331_at hypothetical protein --- --- -1.12 -0.17 -0.86 0.4170048 0.654187 -6.16 FALSE
257263_at unknown protein  ;supported by f --- AT3G22070 -1.19 -0.25 -0.86 0.417077 0.6542553 -6.16 FALSE
261103_s_a O-methyltransferase 1, putative --- AT1G62900 // 1.11 0.15 0.86 0.417119 0.6542763 -6.16 FALSE
254895_at hypothetical protein --- AT4G11870 -1.13 -0.18 -0.86 0.4173323 0.6544428 -6.16 FALSE
248657_at peptidylprolyl isomerase ROF2 AT5G48570 1.88 0.91 0.86 0.4173687 0.6544428 -6.16 FALSE
263050_at unknown protein  ; supported by ATVPS11 AT2G05170 1.10 0.14 0.86 0.4173408 0.6544428 -6.16 FALSE
266350_at  putative protein transport proteinSTL2P AT2G01470 -1.15 -0.20 -0.86 0.4173074 0.6544428 -6.16 FALSE
250241_at photoreceptor-interacting protein --- AT5G13600 -1.13 -0.18 -0.86 0.4173073 0.6544428 -6.16 FALSE
254227_at  putative protein chS-Rex-b - GalBTI1 AT4G23630 1.15 0.20 0.86 0.4174233 0.6544835 -6.16 FALSE
246586_at  putative protein predicted protein--- AT5G14770 -1.14 -0.19 -0.86 0.4174949 0.6545508 -6.16 FALSE
252694_at  nodulin -like protein nodulin-21, --- AT3G43630 -1.10 -0.14 -0.86 0.4175818 0.654597 -6.16 FALSE
246467_at  UDP glucose:flavonoid 3-o-gluco--- AT5G17040 1.16 0.21 0.86 0.4175775 0.654597 -6.16 FALSE
255626_at coded for by A. thaliana cDNA T2--- AT4G00780 1.12 0.16 0.86 0.4178372 0.6546918 -6.16 TRUE
262297_at hypothetical protein similar to hyp--- AT1G27600 1.08 0.12 0.86 0.4178395 0.6546918 -6.16 FALSE
247744_at  putative protein various predicte --- AT5G59020 1.14 0.19 0.86 0.4178121 0.6546918 -6.16 FALSE
245687_at unknown protein DEG15 AT1G28320 -1.08 -0.11 -0.86 0.4178143 0.6546918 -6.16 FALSE
256363_at unknown protein ; supported by c--- AT1G66510 -1.20 -0.27 -0.86 0.4178432 0.6546918 -6.16 FALSE
257256_at hypothetical protein contains Pfa --- AT3G21970 1.08 0.11 0.86 0.4177331 0.6546918 -6.16 FALSE
249752_at putative protein similar to unknowLSU2 AT5G24660 1.13 0.17 0.86 0.4178089 0.6546918 -6.16 FALSE



261226_at  expansin S2 precursor, putative ATEXPA11 AT1G20190 1.89 0.92 0.86 0.4179177 0.6547185 -6.16 FALSE
257566_x_ahypothetical protein predicted by --- --- 1.09 0.12 0.86 0.4179057 0.6547185 -6.16 FALSE
254508_at  putative protein gene F4P9.34 c --- AT4G20170 -1.12 -0.17 -0.86 0.4183235 0.6551438 -6.16 FALSE
255953_at transcription factor identical to traTGA3 AT1G22070 -1.14 -0.19 -0.86 0.4183328 0.6551438 -6.16 FALSE
249819_at unknown protein --- AT5G23640 -1.09 -0.12 -0.86 0.4183218 0.6551438 -6.16 FALSE
256475_s_a myosin heavy chain ATM2, puta --- AT1G42680 // 1.10 0.14 0.86 0.4182527 0.6551438 -6.16 FALSE
260439_at hypothetical protein predicted by --- AT1G68340 1.21 0.28 0.86 0.4183192 0.6551438 -6.16 FALSE
258061_at unknown protein  ; supported by --- AT3G25910 -1.10 -0.14 -0.86 0.41846 0.6552532 -6.16 FALSE
261437_at hypothetical protein predicted by RAD51D AT1G07745 -1.11 -0.15 -0.86 0.4184464 0.6552532 -6.16 FALSE
245397_at auxin-responsive protein IAA1 ;suIAA1 AT4G14560 -1.32 -0.40 -0.86 0.4186626 0.6552573 -6.16 FALSE
255362_at putative reverse transcriptase --- --- 1.09 0.12 0.86 0.4186637 0.6552573 -6.16 FALSE
253070_at  putative protein symbiotic ammo--- AT4G37850 1.11 0.15 0.86 0.4185359 0.6552573 -6.16 FALSE
255218_at putative athila transposon protein--- --- 1.08 0.11 0.86 0.4186442 0.6552573 -6.16 FALSE
254046_at hypothetical protein --- AT4G26020 1.09 0.12 0.86 0.4185889 0.6552573 -6.16 FALSE
258016_at hypothetical protein similar to polMPC AT3G19350 1.10 0.13 0.86 0.4185369 0.6552573 -6.16 FALSE
247203_at unknown protein  ; supported by --- AT5G65180 -1.10 -0.13 -0.86 0.4186549 0.6552573 -6.16 FALSE
257592_at  leucine-rich repeat disease resis--- AT3G24982 1.10 0.14 0.86 0.4187531 0.6553521 -6.16 FALSE
249934_at peroxidase ATP14a homolog --- AT5G22410 1.08 0.12 0.86 0.4187849 0.655357 -6.16 FALSE
251492_at  putative protein CGI-136 protein TXR1 AT3G59280 1.08 0.11 0.86 0.4188467 0.6554088 -6.16 FALSE
246088_at putative protein --- AT5G20600 -1.15 -0.20 -0.86 0.4189841 0.6555337 -6.16 FALSE
259500_at unknown protein ; supported by c--- AT1G15740 -1.14 -0.19 -0.86 0.4189577 0.6555337 -6.16 FALSE
266373_x_aputative retroelement pol polypro --- --- 1.12 0.16 0.86 0.4190188 0.6555432 -6.16 FALSE
249189_at putative protein similar to unknowAtHB27 AT5G42780 1.15 0.21 0.86 0.4190767 0.6555888 -6.16 FALSE
258992_at unknown protein similar to unkno--- AT3G08930 1.08 0.11 0.86 0.4191751 0.6556195 -6.16 FALSE
257235_at ras-related GTP-binding protein cAtRABA1g AT3G15060 1.41 0.50 0.86 0.4192282 0.6556195 -6.16 TRUE
245054_at unknown protein --- AT2G26460 -1.12 -0.16 -0.86 0.4192401 0.6556195 -6.16 FALSE
247674_at  putative protein large number of --- AT5G59930 1.14 0.19 0.86 0.4192298 0.6556195 -6.16 FALSE
246328_at  putative protein hexamer-binding--- AT3G43590 -1.10 -0.14 -0.86 0.419198 0.6556195 -6.16 FALSE
249061_at putative protein similar to unknow--- AT5G44550 1.10 0.13 0.86 0.4193652 0.6557703 -6.16 FALSE
262111_at hypothetical protein predicted by --- AT1G02960 -1.10 -0.13 -0.86 0.4194196 0.6557834 -6.16 FALSE
267249_at hypothetical protein predicted by --- AT2G23040 1.09 0.12 0.86 0.4194311 0.6557834 -6.16 FALSE
248853_at protein kinase-like protein BSK2 AT5G46570 -1.13 -0.18 -0.86 0.4194893 0.6558294 -6.16 FALSE
265527_at putative Athila retroelement ORF--- --- -1.08 -0.12 -0.86 0.419524 0.6558388 -6.16 FALSE
249846_at cation-transporting ATPase --- AT5G23630 1.08 0.12 0.86 0.4195696 0.655865 -6.16 FALSE
253310_at hypothetical protein  ; supported EX1 AT4G33630 -1.09 -0.13 -0.86 0.4196817 0.6559953 -6.16 FALSE



257667_at  1,4-alpha-glucan branching enzyEMB2729 AT3G20440 -1.17 -0.22 -0.86 0.4197356 0.6560345 -6.16 FALSE
257867_at unknown protein --- AT3G17780 1.12 0.16 0.86 0.4199137 0.6562679 -6.16 FALSE
246482_at plant adhesion molecule 1 (PAM PAM1 AT5G15930 1.10 0.14 0.86 0.4200173 0.6563002 -6.16 TRUE
262432_at unknown protein --- AT1G47530 1.20 0.27 0.86 0.4200781 0.6563002 -6.16 FALSE
249830_at dihydroorotate dehydrogenase prPYRD AT5G23300 -1.21 -0.27 -0.86 0.4200681 0.6563002 -6.16 FALSE
256049_at unknown protein --- AT1G07010 -1.14 -0.18 -0.86 0.4200535 0.6563002 -6.16 FALSE
245583_at hypothetical protein --- AT4G14920 -1.10 -0.14 -0.86 0.4200727 0.6563002 -6.16 FALSE
263699_at putative potassium transporter si KUP10 AT1G31120 -1.16 -0.21 -0.86 0.4202025 0.6564494 -6.16 FALSE
252419_at putative protein --- AT3G47510 -1.24 -0.31 -0.86 0.420345 0.6565822 -6.16 FALSE
260093_at  putative serine carboxypeptidasescpl6 AT1G73270 1.09 0.13 0.86 0.4203375 0.6565822 -6.16 FALSE
257588_x_a En/Spm-like transposon protein, --- --- 1.15 0.20 0.86 0.4204138 0.6566447 -6.16 FALSE
261836_at hypothetical protein contains sim WAKL7 AT1G16090 1.45 0.53 0.86 0.4204958 0.6567106 -6.16 FALSE
266378_at hypothetical protein predicted by --- AT2G14700 1.12 0.17 0.86 0.4205136 0.6567106 -6.16 FALSE
252833_at Expressed protein ; supported byAGP3 AT4G40090 1.09 0.13 0.86 0.4207462 0.6568544 -6.16 FALSE
255300_at putative phosphatidylglycerotransCLS AT4G04870 1.15 0.20 0.86 0.4207126 0.6568544 -6.16 FALSE
254512_at  terpene cyclase like protein vetis--- AT4G20230 -1.11 -0.15 -0.86 0.4207496 0.6568544 -6.16 FALSE
257784_at  geranylgeranylated protein, putaMUB4 AT3G26980 1.35 0.43 0.86 0.4206569 0.6568544 -6.16 FALSE
245920_at putative protein --- --- 1.08 0.11 0.86 0.4207495 0.6568544 -6.16 FALSE
260716_at peroxiredoxin identical to SP:O04ATPER1 AT1G48130 1.13 0.17 0.86 0.4208644 0.6569497 -6.16 FALSE
263299_s_ahypothetical protein predicted by --- AT2G11570 1.10 0.13 0.86 0.4208722 0.6569497 -6.16 FALSE
253347_at putative protein --- AT4G33610 1.09 0.13 0.86 0.4209497 0.6569497 -6.16 FALSE
265285_at hypothetical protein predicted by --- AT2G20410 1.12 0.16 0.86 0.4209547 0.6569497 -6.16 FALSE
264193_at  CRK1 protein, putative similar to--- AT1G54610 -1.08 -0.11 -0.86 0.4209533 0.6569497 -6.16 FALSE
254729_at  putative protein purple acid phosPAP23 AT4G13700 1.11 0.16 0.86 0.4209914 0.6569621 -6.16 FALSE
255145_at hypothetical protein --- --- 1.12 0.16 0.86 0.4210918 0.6570738 -6.17 FALSE
258091_at hypothetical protein predicted by --- AT3G14560 1.35 0.44 0.86 0.4211484 0.657117 -6.17 FALSE
256699_at hypothetical protein predicted by --- AT3G20690 1.12 0.16 0.86 0.4212258 0.6571479 -6.17 FALSE
261096_at  4-coumarate:coenzyme A ligaseACOS5 AT1G62940 1.10 0.14 0.86 0.4212184 0.6571479 -6.17 FALSE
249755_at unknown protein  ;supported by f --- AT5G24580 -1.34 -0.42 -0.86 0.4213569 0.6572963 -6.17 TRUE
251772_at  cyclophilin-like protein ROC7, cy--- AT3G55920 1.13 0.17 0.86 0.4216 0.6572963 -6.17 FALSE
247435_at glutathione S-transferase-like proATGSTU9 AT5G62480 1.74 0.80 0.86 0.4215656 0.6572963 -6.17 FALSE
250263_at putative protein --- AT5G13470 -1.12 -0.17 -0.86 0.4216147 0.6572963 -6.17 FALSE
252099_at  putative protein senescence-ass--- AT3G51250 1.12 0.17 0.86 0.4216379 0.6572963 -6.17 FALSE
254916_at  putative protein hypothetical pro --- AT4G11340 1.10 0.14 0.86 0.4213883 0.6572963 -6.17 FALSE
255464_s_aputative protein similar to T4I9.17AT7SL-1 AT4G02970 // 1.09 0.12 0.86 0.42163 0.6572963 -6.17 FALSE



245447_at triacylglycerol lipase like protein --- AT4G16820 1.36 0.44 0.86 0.4215914 0.6572963 -6.17 FALSE
248715_at  ATFP4, putative  --- AT5G48290 1.15 0.20 0.86 0.4215377 0.6572963 -6.17 FALSE
254172_at  clathrin coat assembly like prote --- AT4G24550 -1.09 -0.12 -0.86 0.4214829 0.6572963 -6.17 FALSE
261774_at unknown protein --- AT1G76260 -1.19 -0.25 -0.86 0.4215176 0.6572963 -6.17 FALSE
252856_at putative protein ; supported by cD--- AT4G39690 -1.09 -0.12 -0.86 0.42172 0.6573735 -6.17 FALSE
266973_at hypothetical protein predicted by --- AT2G39620 -1.11 -0.15 -0.86 0.421745 0.6573735 -6.17 FALSE
261223_at hypothetical protein predicted by HVA22H AT1G19950 1.08 0.11 0.86 0.4218305 0.6574618 -6.17 FALSE
255538_at putative transcription factor  ; supMYB55 AT4G01680 1.30 0.37 0.86 0.4218633 0.6574681 -6.17 FALSE
248627_at putative protein similar to unknow--- AT5G48950 1.14 0.18 0.85 0.4219853 0.6575683 -6.17 FALSE
265142_at unknown protein DABB1 AT1G51360 -1.09 -0.12 -0.85 0.4219834 0.6575683 -6.17 FALSE
253402_at HD-zip transcription factor (athb- ATHB-8 AT4G32880 1.17 0.23 0.85 0.4221334 0.6576194 -6.17 FALSE
260714_at chaperonin CPN10 identical to S CPN10 AT1G14980 -1.20 -0.26 -0.85 0.4221171 0.6576194 -6.17 FALSE
262339_at  WRKY DNA binding protein, put WRKY56 AT1G64000 -1.09 -0.12 -0.85 0.4221086 0.6576194 -6.17 FALSE
254424_at hypothetical protein  ;supported b--- AT4G21510 -1.18 -0.24 -0.85 0.4220952 0.6576194 -6.17 FALSE
248042_at putative protein similar to unknow--- AT5G55960 1.13 0.17 0.85 0.4222703 0.6577877 -6.17 FALSE
255703_at putative chalcone synthase simila--- AT4G00040 1.17 0.22 0.85 0.4223277 0.6577879 -6.17 FALSE
252719_at  putative protein predicted protein--- AT3G43950 1.10 0.14 0.85 0.4223281 0.6577879 -6.17 FALSE
260758_at  endo-beta-1,4-glucanase, putativAtGH9C1 AT1G48930 1.13 0.18 0.85 0.4224152 0.6578787 -6.17 FALSE
256027_at putative protein --- AT1G34160 -1.08 -0.11 -0.85 0.4225308 0.6579913 -6.17 FALSE
254216_at V-ATPase subunit G (vag2 gene)VAG2 AT4G23710 1.21 0.27 0.85 0.4225452 0.6579913 -6.17 FALSE
257590_s_ahypothetical protein predicted by --- AT3G24870 // -1.13 -0.17 -0.85 0.4225763 0.6579948 -6.17 FALSE
261648_at salt-tolerance zinc finger protein STZ AT1G27730 1.50 0.58 0.85 0.4227452 0.6581547 -6.17 FALSE
247997_at putative protein contains similarit ATARP8 AT5G56180 1.12 0.16 0.85 0.4227322 0.6581547 -6.17 FALSE
259385_at hypothetical protein predicted by --- AT1G13470 1.99 0.99 0.85 0.4227656 0.6581547 -6.17 FALSE
267642_at unknown protein --- AT2G32905 // -1.08 -0.11 -0.85 0.4230726 0.6585877 -6.17 FALSE
258191_at putative vesicle transport protein VTI13 AT3G29100 -1.08 -0.12 -0.85 0.423106 0.6585948 -6.17 FALSE
267400_at unknown protein --- AT2G26240 -1.13 -0.18 -0.85 0.4231724 0.6586533 -6.17 FALSE
254077_at  putative protein NorM, Vibrio par--- AT4G25640 1.13 0.17 0.85 0.4232904 0.658792 -6.17 TRUE
261364_at dynamin-like protein similar to GB--- AT1G53140 1.11 0.15 0.85 0.4234178 0.6589451 -6.17 FALSE
250597_at NAM (no apical meristem)-like prANAC080 AT5G07680 -1.22 -0.28 -0.85 0.4235577 0.6590699 -6.17 FALSE
248751_at putative protein similar to unknow--- AT5G47540 -1.11 -0.15 -0.85 0.4235517 0.6590699 -6.17 FALSE
254059_at Arabidopsis mitochondrion-localizATHSP23.6AT4G25200 1.13 0.18 0.85 0.4235846 0.6590699 -6.17 FALSE
263414_at putative bZIP transcription factor --- AT2G21230 -1.10 -0.13 -0.85 0.4237519 0.6591815 -6.17 FALSE
260061_at cell division protein kinase simila CDKD1;1 AT1G73690 1.16 0.21 0.85 0.4237229 0.6591815 -6.17 FALSE
262577_at unknown protein ESTs gb|F2011 --- AT1G15290 -1.14 -0.19 -0.85 0.4237719 0.6591815 -6.17 FALSE



267543_at 26S proteasome regulatory subu --- AT2G32730 -1.08 -0.11 -0.85 0.4237126 0.6591815 -6.17 FALSE
250658_at C3HC4-type RING zinc finger pro--- AT5G07040 1.12 0.16 0.85 0.4238551 0.6592109 -6.17 FALSE
251364_at  anthranilate phosphoribosyltrans--- AT3G61300 1.11 0.14 0.85 0.4238807 0.6592109 -6.17 FALSE
251121_at putative protein  ; supported by c AGG1 AT3G63420 -1.15 -0.20 -0.85 0.4239064 0.6592109 -6.17 FALSE
255971_at transposon related protein simila --- --- 1.08 0.11 0.85 0.4238798 0.6592109 -6.17 FALSE
253616_at  blight-associated protein homoloEXLB2 AT4G30380 1.09 0.12 0.85 0.4239455 0.6592267 -6.17 FALSE
245455_at disease resistance RPP5 like pro--- AT4G16930 1.10 0.13 0.85 0.4241098 0.6593756 -6.17 FALSE
252715_x_a putative protein predicted protein--- AT3G43900 1.12 0.16 0.85 0.4241028 0.6593756 -6.17 FALSE
265561_s_aputative glycine-rich protein --- AT1G47480 // 1.14 0.19 0.85 0.424128 0.6593756 -6.17 FALSE
261417_at Expressed protein ; supported by--- AT1G07700 1.10 0.13 0.85 0.4242758 0.6595605 -6.17 FALSE
253532_at  putative protein centromere prot --- AT4G31570 -1.10 -0.13 -0.85 0.4243275 0.659596 -6.17 FALSE
267583_at unknown protein --- AT2G41960 -1.08 -0.11 -0.85 0.4244734 0.6597396 -6.17 FALSE
248439_at putative protein similar to unknow--- AT5G51250 1.09 0.13 0.85 0.4245012 0.6597396 -6.17 FALSE
250275_at  putative protein mRNA, Moritella--- AT5G13030 1.14 0.19 0.85 0.4245357 0.6597396 -6.17 FALSE
264260_at  putative calcium-binding protein,--- AT1G09210 1.27 0.35 0.85 0.4245144 0.6597396 -6.17 FALSE
258748_at germin-like protein similar to germGLP8 AT3G05930 1.11 0.16 0.85 0.4245651 0.6597405 -6.17 FALSE
260885_at  protein kinase PK4, putative simCIPK18 AT1G29230 1.12 0.17 0.85 0.4248129 0.6600806 -6.17 FALSE
254904_at  putative translation initiation fact --- AT4G11160 -1.15 -0.20 -0.85 0.4248432 0.6600826 -6.17 FALSE
253542_at  putative protein deubiquitinating UBP18 AT4G31670 -1.10 -0.13 -0.85 0.4249308 0.6601737 -6.17 FALSE
248648_at putative protein similar to unknow--- AT5G49220 -1.11 -0.15 -0.85 0.4250364 0.6602928 -6.17 FALSE
246012_at  Pspzf zinc finger protein - like DN--- AT5G10650 -1.16 -0.21 -0.85 0.4251232 0.6603776 -6.17 FALSE
263254_x_ahypothetical protein similar to hyp--- --- 1.14 0.19 0.85 0.4251488 0.6603776 -6.17 FALSE
258066_at hypothetical protein predicted by --- AT3G25970 1.08 0.11 0.85 0.4252146 0.6604348 -6.17 FALSE
262461_at  myosin, putative similar to myos VIIIA AT1G50360 1.19 0.25 0.85 0.4253063 0.6605323 -6.17 FALSE
262885_at  alpha-tubulin, putative similar to TUA1 AT1G64740 1.11 0.16 0.85 0.4254153 0.6606565 -6.17 FALSE
246187_at putative protein AT5G21020--- 1.14 0.18 0.85 0.4255663 0.660846 -6.17 FALSE
258271_at hypothetical protein predicted by --- AT3G15605 1.11 0.15 0.85 0.4256066 0.6608637 -6.17 FALSE
266001_at hypothetical protein predicted by HHP3 AT2G24150 -1.09 -0.12 -0.85 0.4257754 0.6609213 -6.17 FALSE
260471_at hypothetical protein predicted by --- AT1G11070 1.09 0.12 0.85 0.4257755 0.6609213 -6.17 FALSE
247309_at putative protein contains similarit --- AT5G63940 1.15 0.21 0.85 0.425693 0.6609213 -6.17 FALSE
256507_at hypothetical protein predicted by --- AT1G75150 1.12 0.16 0.85 0.4257886 0.6609213 -6.17 FALSE
265334_at putative lipid transfer protein  ; su--- AT2G18370 -1.23 -0.30 -0.85 0.4257797 0.6609213 -6.17 FALSE
252647_at  protein-tyrosine-phosphatase-lik --- AT3G44620 -1.17 -0.22 -0.85 0.4259719 0.6609311 -6.17 FALSE
246785_at  glutathione synthetase gsh2 nonGSH2 AT5G27380 -1.21 -0.27 -0.85 0.4259126 0.6609311 -6.17 FALSE
247617_at  receptor like protein kinase rece --- AT5G60270 1.25 0.32 0.85 0.4259556 0.6609311 -6.17 FALSE



252367_at  putative protein MEL-26, CaenorBT2 AT3G48360 1.37 0.45 0.85 0.4260023 0.6609311 -6.17 FALSE
255868_at putative MYB family transcription --- AT2G30380 1.12 0.16 0.85 0.425934 0.6609311 -6.17 FALSE
261010_at hypothetical protein predicted by --- AT1G26350 -1.10 -0.13 -0.85 0.425945 0.6609311 -6.17 FALSE
266729_at 50S ribosomal protein L7/L12 --- AT2G03130 1.10 0.13 0.85 0.4258263 0.6609311 -6.17 FALSE
254139_at hypothetical protein --- AT4G24600 1.12 0.16 0.85 0.4260267 0.6609311 -6.17 FALSE
264370_at  hybrid proline-rich protein, putati --- AT1G12100 1.10 0.14 0.85 0.4261744 0.6611152 -6.17 FALSE
259876_at  putative DnaJ protein similar to d--- AT1G76700 1.19 0.26 0.85 0.4262258 0.66115 -6.17 FALSE
258705_at hypothetical protein predicted by --- AT3G09470 -1.10 -0.14 -0.85 0.426263 0.6611627 -6.17 FALSE
256312_x_ahypothetical protein --- AT1G35820 1.09 0.12 0.85 0.4263361 0.6612311 -6.17 FALSE
249024_at putative protein strong similarity t--- AT5G44860 -1.10 -0.13 -0.85 0.4263759 0.6612479 -6.17 FALSE
266748_at putative squamosa-promoter bindSPL1 AT2G47070 1.17 0.22 0.85 0.4264566 0.6612934 -6.17 FALSE
255390_at  hypothetical protein similar to A. --- --- 1.10 0.13 0.85 0.4264632 0.6612934 -6.17 FALSE
262250_at Expressed protein predicted by g--- AT1G48280 -1.38 -0.46 -0.85 0.426587 0.6614217 -6.17 FALSE
249363_at DegP protease contains similarityDegP13 AT5G40560 1.08 0.11 0.85 0.426633 0.6614217 -6.17 FALSE
249044_at Na+-dependent inorganic phosphPHT4;6 AT5G44370 1.15 0.20 0.85 0.4266065 0.6614217 -6.17 FALSE
266827_at putative serine carboxypeptidaseSCPL12 AT2G22920 1.09 0.12 0.85 0.4267078 0.6614928 -6.17 FALSE
266525_at putative tetracycline transporter pMEE15 AT2G16970 1.12 0.16 0.85 0.4267823 0.6615634 -6.17 FALSE
263079_at putative retroelement pol polypro --- --- 1.09 0.12 0.85 0.4268434 0.661613 -6.17 FALSE
249113_at putative protein similar to unknow--- AT5G43790 1.14 0.19 0.85 0.4268995 0.661655 -6.17 FALSE
255378_at  putative glucan synthase compoATGSL05 AT4G03550 1.09 0.13 0.85 0.4271152 0.6617358 -6.18 FALSE
250109_at GASA4  ; supported by cDNA: gi_GASA4 AT5G15230 1.75 0.80 0.85 0.4269962 0.6617358 -6.17 FALSE
248356_at putative protein strong similarity tATEXO70AAT5G52350 -1.08 -0.12 -0.85 0.4270216 0.6617358 -6.17 FALSE
265055_at hypothetical protein similar to hyp--- --- 1.10 0.14 0.85 0.4270674 0.6617358 -6.18 FALSE
266305_at putative DNA polymerase epsilonTIL2 AT2G27120 1.10 0.14 0.85 0.4271013 0.6617358 -6.18 FALSE
264919_at hypothetical protein contains sim --- AT1G60540 1.10 0.14 0.85 0.4271257 0.6617358 -6.18 FALSE
250967_at  putative protein In2, Zea mays, E--- AT5G02790 1.14 0.19 0.84 0.4272281 0.6618496 -6.18 FALSE
246291_at hypothetical protein  ; supported --- AT3G56820 -1.11 -0.15 -0.84 0.4274441 0.6619547 -6.18 FALSE
253675_at hypothetical protein --- AT4G29560 -1.09 -0.13 -0.84 0.4274701 0.6619547 -6.18 FALSE
254069_at  putative protein similarity to antisATNUDT10AT4G25434 1.14 0.19 0.84 0.4274494 0.6619547 -6.18 FALSE
253930_at embryo-specific protein 1 (ATS1)ATS1 AT4G26740 1.10 0.14 0.84 0.4274634 0.6619547 -6.18 FALSE
250082_at polygalacturonase-like protein --- AT5G17200 1.12 0.17 0.84 0.4274344 0.6619547 -6.18 FALSE
255533_at putative CHP-rich zinc finger prot--- AT4G02180 1.09 0.12 0.84 0.4273363 0.6619547 -6.18 FALSE
263805_at unknown protein  ; supported by --- AT2G40400 -1.08 -0.11 -0.84 0.4275101 0.6619717 -6.18 FALSE
260028_at unknown protein ; supported by c--- AT1G29980 1.47 0.55 0.84 0.4275902 0.6620508 -6.18 TRUE
247127_at putative protein similar to unknow--- AT5G66100 1.09 0.13 0.84 0.4277968 0.6622185 -6.18 FALSE



246135_at  putative protein non-consensus --- AT5G20885 -1.21 -0.27 -0.84 0.4277767 0.6622185 -6.18 FALSE
265523_at putative Ty3-gypsy-like retroelem--- --- 1.08 0.12 0.84 0.4278437 0.6622185 -6.18 FALSE
265482_at hypothetical protein contains a do--- AT2G15780 2.09 1.06 0.84 0.4277698 0.6622185 -6.18 FALSE
249495_at  germin - like protein GLP6 exon GLP6 AT5G39100 1.11 0.16 0.84 0.4278268 0.6622185 -6.18 FALSE
253065_at  putative protein predicted proteinAtGRF2 AT4G37740 -1.14 -0.19 -0.84 0.4280383 0.6624299 -6.18 FALSE
254100_at hypothetical protein  ;supported b--- AT4G25020 1.20 0.26 0.84 0.428029 0.6624299 -6.18 FALSE
253456_at  putative protein norbin, Rattus n --- AT4G32050 -1.13 -0.17 -0.84 0.4281161 0.6625053 -6.18 FALSE
264363_at hypothetical protein predicted by --- AT1G03170 1.11 0.15 0.84 0.4282074 0.6626016 -6.18 FALSE
257258_at hypothetical protein contains Pfa --- AT3G22040 -1.15 -0.20 -0.84 0.4283608 0.6627941 -6.18 FALSE
254434_at ethylene-regulated transcript 2 (E--- AT4G20880 -1.09 -0.13 -0.84 0.4284774 0.6628395 -6.18 TRUE
262495_at  unknown protein Contains simila--- AT1G21780 -1.15 -0.20 -0.84 0.4284537 0.6628395 -6.18 FALSE
265290_at putative anthocyanidin-3-glucosid--- AT2G22590 1.09 0.12 0.84 0.4284654 0.6628395 -6.18 FALSE
252794_at  putative protein predicted protein--- --- 1.08 0.12 0.84 0.4285186 0.6628584 -6.18 FALSE
245695_at rec - like protein --- AT5G04270 -1.10 -0.14 -0.84 0.4286295 0.6629849 -6.18 FALSE
256211_at  gibberellin 20-oxidase, putative sGA2OX7 AT1G50960 1.08 0.11 0.84 0.428678 0.663015 -6.18 FALSE
253434_at potassium channel - protein AKT5 AT4G32500 1.10 0.13 0.84 0.4287353 0.6630477 -6.18 FALSE
255876_at hypothetical protein --- AT2G40480 -1.23 -0.29 -0.84 0.4287575 0.6630477 -6.18 FALSE
254733_at  putative polygalacturonase polyg--- AT4G13760 1.09 0.12 0.84 0.4287863 0.6630477 -6.18 FALSE
250737_at putative protein similar to unknow--- AT5G06370 -1.14 -0.19 -0.84 0.4288599 0.6631165 -6.18 FALSE
262387_s_ahypothetical protein contains sim --- AT1G49340 // -1.10 -0.14 -0.84 0.4290061 0.6632975 -6.18 FALSE
246408_at hypothetical protein predicted by --- AT1G57680 -1.13 -0.18 -0.84 0.429209 0.6634144 -6.18 TRUE
245960_at  subtilisin-like protein subtilisin/keS1P AT5G19660 -1.08 -0.11 -0.84 0.4292049 0.6634144 -6.18 FALSE
256153_at  ubiquitin-like (UBQ12), putative sUBQ12 AT1G55060 1.12 0.16 0.84 0.4291807 0.6634144 -6.18 FALSE
259941_s_aputative DEAD/DEAH box helicas--- AT1G71280 // 1.09 0.13 0.84 0.4292271 0.6634144 -6.18 FALSE
AFFX-CreX Bacteriophage P1 /GEN=cre /DB--- --- 1.22 0.29 0.84 0.4291128 0.6634144 -6.18 FALSE
256254_at hypothetical protein predicted by --- AT3G11290 -1.13 -0.17 -0.84 0.4293328 0.6635328 -6.18 FALSE
252898_at  cytochrome P450 -like protein si CYP96A11 AT4G39500 1.08 0.11 0.84 0.4294311 0.6636398 -6.18 FALSE
261712_at  alcohol dehydrogenase, putative--- AT1G32780 -1.11 -0.15 -0.84 0.429462 0.6636426 -6.18 FALSE
245088_at subtilisin-like serine protease con--- AT2G39850 1.24 0.31 0.84 0.4295243 0.6636939 -6.18 FALSE
256578_at  peroxidase, putative similar to pe--- AT3G28200 -1.21 -0.27 -0.84 0.4295551 0.6636965 -6.18 TRUE
258978_at unknown protein  ; supported by --- AT3G09320 -1.09 -0.12 -0.84 0.4297322 0.6638552 -6.18 FALSE
266413_at unknown protein  ;supported by f --- AT2G38740 -1.11 -0.15 -0.84 0.4297451 0.6638552 -6.18 FALSE
246710_at  putative protein predicted protein--- --- -1.08 -0.11 -0.84 0.4296875 0.6638552 -6.18 FALSE
255477_at coded for by A. thaliana cDNA R6--- AT4G02370 -1.13 -0.18 -0.84 0.4298566 0.6639825 -6.18 FALSE
246200_at putative protein ;supported by ful --- AT4G37240 1.20 0.26 0.84 0.4299865 0.6641381 -6.18 TRUE



254828_at putative cell wall-plasma membraAIR1 AT4G12550 1.09 0.13 0.84 0.4301 0.6642234 -6.18 FALSE
256560_s_a vetispiradiene synthase, putative--- AT3G31415 // -1.09 -0.13 -0.84 0.430099 0.6642234 -6.18 FALSE
252932_at  putative proton pump vacuolar pVHA-A3 AT4G39080 1.10 0.14 0.84 0.4302294 0.6642784 -6.18 FALSE
259810_at  Na+/H+ antiporter, putative similATNHD2 AT1G49810 1.08 0.12 0.84 0.4302398 0.6642784 -6.18 FALSE
246579_at hypothetical protein predicted by --- AT1G31620 1.12 0.16 0.84 0.4301995 0.6642784 -6.18 FALSE
256354_at  dormancy related protein, putativ--- AT1G54870 -1.13 -0.18 -0.84 0.4302521 0.6642784 -6.18 FALSE
255042_at  putative protein hypothetical pro --- AT4G09630 1.10 0.13 0.84 0.4302835 0.664282 -6.18 FALSE
260375_at unknown protein --- AT1G73950 -1.10 -0.14 -0.84 0.4305749 0.6646868 -6.18 FALSE
245294_at casein kinase I ; supported by cDCKI1 AT4G14340 1.10 0.13 0.84 0.4306472 0.6647085 -6.18 FALSE
249520_at putative protein similar to unknow--- AT5G38670 1.08 0.11 0.84 0.4306354 0.6647085 -6.18 FALSE
245685_at Expressed protein ; supported byE2F1 AT5G22220 1.08 0.11 0.84 0.4308954 0.6647168 -6.18 FALSE
260311_at hypothetical protein predicted by --- AT1G70570 -1.08 -0.11 -0.84 0.4307956 0.6647168 -6.18 FALSE
253213_at RNA helicase (RH16) --- AT4G34910 1.10 0.14 0.84 0.4308776 0.6647168 -6.18 FALSE
257255_at hypothetical protein contains Pfa --- AT3G21960 1.10 0.14 0.84 0.4308696 0.6647168 -6.18 FALSE
256123_at hypothetical protein predicted by GC2 AT1G18190 1.08 0.11 0.84 0.4308912 0.6647168 -6.18 FALSE
257261_s_ahypothetical protein contains Pfa --- AT3G21920 // 1.08 0.11 0.84 0.4307419 0.6647168 -6.18 FALSE
252629_at  cytochrome P450 - like protein c --- AT3G44970 -1.08 -0.12 -0.84 0.430944 0.6647168 -6.18 FALSE
263387_at unknown protein  ; supported by --- AT2G40160 -1.11 -0.15 -0.84 0.4308266 0.6647168 -6.18 FALSE
263269_at En/Spm-like transposon protein r --- --- -1.09 -0.13 -0.84 0.4309234 0.6647168 -6.18 FALSE
261690_at  branched-chain amino acid amin--- AT1G50090 1.09 0.13 0.84 0.4308741 0.6647168 -6.18 FALSE
252987_at  putative growth regulator protein--- AT4G38390 1.12 0.16 0.84 0.4312751 0.6651826 -6.18 FALSE
251199_at  transport inhibitor response 1 (T TIR1 AT3G62980 1.18 0.23 0.84 0.4314111 0.6653023 -6.18 FALSE
245541_at hypothetical protein --- AT4G15240 -1.15 -0.20 -0.84 0.4313989 0.6653023 -6.18 FALSE
262222_at unknown protein TRZ1 AT1G74700 -1.10 -0.14 -0.84 0.4314507 0.6653185 -6.18 FALSE
250437_at AtAGP4  ; supported by cDNA: g AGP4 AT5G10430 1.47 0.55 0.84 0.4315314 0.6653529 -6.18 FALSE
264795_at  unknown protein similar to ESTsZIGA4 AT1G08680 -1.21 -0.27 -0.84 0.4315133 0.6653529 -6.18 FALSE
264080_at putative vacuolar proton-ATPaseVHA-A1 AT2G28520 -1.08 -0.11 -0.84 0.4317238 0.6656046 -6.18 FALSE
250629_at respiratory burst oxidase protein ATRBOHA AT5G07390 1.10 0.14 0.84 0.4317943 0.6656683 -6.18 FALSE
252241_at  putative protein CND41, chlorop --- AT3G50050 -1.10 -0.14 -0.84 0.4319028 0.6657905 -6.18 FALSE
254174_at putative protein various predictedYSL1 AT4G24120 -1.16 -0.22 -0.84 0.4319415 0.6657991 -6.18 TRUE
262414_at  acyl CoA synthetase, putative si LACS2 AT1G49430 1.45 0.53 0.84 0.4319667 0.6657991 -6.18 TRUE
251679_at putative protein strictosidine synt --- AT3G57030 -1.20 -0.26 -0.84 0.4320315 0.6658539 -6.18 FALSE
255156_at putative athila transposon protein--- --- 1.07 0.10 0.84 0.4320993 0.6659134 -6.18 FALSE
261212_at hypothetical protein predicted by atnudt12 AT1G12880 -1.16 -0.21 -0.84 0.4321779 0.6659896 -6.18 FALSE
267329_at hypothetical protein --- AT2G19250 -1.10 -0.13 -0.84 0.4322176 0.6660057 -6.18 FALSE



263815_at hypothetical protein predicted by --- AT2G10020 1.16 0.21 0.84 0.4322522 0.6660141 -6.18 FALSE
252667_at  protein kinase-like protein MSTKNEK6 AT3G44200 1.13 0.18 0.83 0.4326082 0.6664647 -6.18 FALSE
254845_at hydroxymethylglutaryl-CoA synthMVA1 AT4G11820 1.13 0.18 0.83 0.4326323 0.6664647 -6.18 FALSE
252086_at hypothetical protein --- AT3G52030 -1.10 -0.14 -0.83 0.4326101 0.6664647 -6.18 FALSE
245854_at adenosine nucleotide translocatoAAC2 AT5G13490 1.61 0.69 0.83 0.4328049 0.6666855 -6.18 FALSE
246971_at  Protein phosphatase 2C-like pro --- AT5G24940 1.09 0.12 0.83 0.4329735 0.6669003 -6.18 FALSE
247092_at putative protein contains similarit ATFOLT1 AT5G66380 1.12 0.16 0.83 0.4331647 0.6671496 -6.18 FALSE
258344_at hypothetical protein similar to hypCEG AT3G22650 1.10 0.13 0.83 0.4333384 0.6673722 -6.19 FALSE
254279_at Expressed protein ; supported by--- AT4G22750 -1.10 -0.14 -0.83 0.4333772 0.6673869 -6.19 FALSE
262009_at hypothetical protein predicted by --- AT1G35610 1.12 0.16 0.83 0.4334608 0.6674705 -6.19 FALSE
251512_at putative protein several hypothet --- AT3G59190 -1.09 -0.13 -0.83 0.4335141 0.6675075 -6.19 FALSE
259561_at hypothetical protein ; supported bWAK1 AT1G21250 1.68 0.75 0.83 0.4335817 0.6675665 -6.19 FALSE
265546_at putative proline/hydroxyproline-ri --- AT2G28240 -1.10 -0.14 -0.83 0.4336841 0.6676792 -6.19 FALSE
AFFX-r2-EcE. coli /GEN=bioD /DB_XREF=gb--- --- 1.25 0.32 0.83 0.4337614 0.6677531 -6.19 FALSE
256353_at unknown protein ; supported by f --- AT1G55000 -1.10 -0.14 -0.83 0.4338264 0.6678081 -6.19 FALSE
252682_at  putative protein AtOXA1, Arabid --- AT3G44370 1.12 0.16 0.83 0.4338767 0.6678404 -6.19 FALSE
255115_at  putative protein probable regulatAPUM11 AT4G08840 1.09 0.12 0.83 0.4339892 0.6679685 -6.19 FALSE
260242_at putative transcription factor similaEGL3 AT1G63650 1.10 0.13 0.83 0.4340229 0.6679753 -6.19 FALSE
261154_at unknown protein ;supported by fu--- AT1G04970 1.13 0.18 0.83 0.4341033 0.668054 -6.19 FALSE
258639_at  polygalacturonase (PGA3) ident --- AT3G07820 -1.07 -0.10 -0.83 0.4341454 0.6680737 -6.19 FALSE
252969_at  putative protein vsf-1 protein, Ly --- AT4G38900 -1.09 -0.13 -0.83 0.4343218 0.6682551 -6.19 FALSE
245628_at  anthocyanin2, putative similar toPAP1 AT1G56650 1.16 0.21 0.83 0.4343137 0.6682551 -6.19 FALSE
262877_at unknown protein ;supported by fu--- AT1G64850 -1.13 -0.17 -0.83 0.4343757 0.6682929 -6.19 FALSE
255737_at unknown protein ;supported by fu--- AT1G25420 -1.11 -0.14 -0.83 0.4346387 0.6685094 -6.19 FALSE
247650_at putative protein  ;supported by fu --- AT5G59960 -1.17 -0.23 -0.83 0.434663 0.6685094 -6.19 FALSE
260204_at hypothetical protein predicted by --- AT1G52900 1.10 0.13 0.83 0.434641 0.6685094 -6.19 FALSE
255076_at  putative protein RING-H2 zinc fin--- AT4G09130 -1.09 -0.12 -0.83 0.4345741 0.6685094 -6.19 FALSE
253661_at  putative protein bZIP protein - Ar--- AT4G30130 1.10 0.14 0.83 0.4346149 0.6685094 -6.19 FALSE
244910_s_ahypothetical protein --- --- 1.10 0.14 0.83 0.4347424 0.6685865 -6.19 FALSE
260944_at  beta-galactosidase, putative simBGAL5 AT1G45130 1.77 0.82 0.83 0.4348595 0.6686292 -6.19 FALSE
249326_at unknown protein  ; supported by SYN2 AT5G40840 -1.10 -0.14 -0.83 0.4349461 0.6686292 -6.19 FALSE
250334_at NADH dehydrogenase (ubiquinon--- AT5G11770 1.10 0.13 0.83 0.4348899 0.6686292 -6.19 FALSE
263008_at unknown protein RPP27 AT1G54470 1.08 0.12 0.83 0.4349148 0.6686292 -6.19 FALSE
248808_at putative protein contains similarit --- AT5G47510 1.08 0.11 0.83 0.4349214 0.6686292 -6.19 FALSE
253194_s_ahypothetical protein --- --- 1.10 0.14 0.83 0.4348456 0.6686292 -6.19 FALSE



267417_at putative RING zinc finger protein --- AT2G34990 1.08 0.12 0.83 0.4351917 0.6689166 -6.19 FALSE
251564_at myosin heavy chain MYA3 XIJ AT3G58160 -1.10 -0.14 -0.83 0.4351874 0.6689166 -6.19 FALSE
246092_at glutaredoxin  ;supported by full-le--- AT5G20500 -1.11 -0.15 -0.83 0.4352521 0.6689643 -6.19 FALSE
248870_at putative protein similar to unknow--- AT5G46710 -1.37 -0.45 -0.83 0.4353524 0.6690735 -6.19 FALSE
245105_at hypothetical protein predicted by --- AT2G41610 1.17 0.23 0.83 0.435484 0.6691405 -6.19 FALSE
244957_at hypothetical protein AT2G07835--- 1.10 0.14 0.83 0.4354624 0.6691405 -6.19 FALSE
266619_at similar to harpin-induced protein --- AT2G35460 -1.13 -0.17 -0.83 0.4354812 0.6691405 -6.19 FALSE
263461_at putative protein kinase contains a--- AT2G31800 -1.12 -0.16 -0.83 0.4355507 0.6691978 -6.19 FALSE
259104_at unknown protein  ;supported by f LNG2 AT3G02170 1.18 0.24 0.83 0.4356297 0.6692668 -6.19 TRUE
254097_at  putative Ser/Thr protein kinase s--- AT4G25160 -1.08 -0.11 -0.83 0.4356542 0.6692668 -6.19 FALSE
257469_at hypothetical protein predicted by --- AT1G49290 -1.07 -0.10 -0.83 0.4357181 0.6693198 -6.19 FALSE
255818_at hypothetical protein predicted by --- AT2G33570 -1.31 -0.39 -0.83 0.4358436 0.6693773 -6.19 TRUE
245454_at disease resistance RPP5 like pro--- AT4G16920 -1.08 -0.11 -0.83 0.4358027 0.6693773 -6.19 FALSE
262427_s_a thioglucosidase, putative similar BGLU34 AT1G47600 // -1.09 -0.12 -0.83 0.4358339 0.6693773 -6.19 FALSE
249212_at putative protein strong similarity t--- AT5G42690 1.10 0.14 0.83 0.4358997 0.6694185 -6.19 FALSE
261244_at subtilisin-like serine protease sim--- AT1G20150 1.07 0.10 0.83 0.4359309 0.6694213 -6.19 FALSE
252512_at  receptor protein kinase -like rece--- AT3G46290 1.10 0.13 0.83 0.4360643 0.6694825 -6.19 FALSE
254106_at geranylgeranylated protein ATGPATGP4 AT4G24990 -1.12 -0.16 -0.83 0.4360813 0.6694825 -6.19 FALSE
263865_at putative ABC transporter related ABCB1 AT2G36910 -1.15 -0.20 -0.83 0.4360641 0.6694825 -6.19 FALSE
266364_at unknown protein --- AT2G41230 1.50 0.58 0.83 0.4360882 0.6694825 -6.19 FALSE
261661_at  lysophospholipase homolog, put --- AT1G18360 -1.16 -0.22 -0.83 0.4362941 0.6697536 -6.19 FALSE
263106_at hypothetical protein predicted by --- AT2G05160 1.12 0.17 0.83 0.4365695 0.6699246 -6.19 FALSE
247636_at putative protein predicted protein --- AT5G60570 1.10 0.13 0.83 0.4365106 0.6699246 -6.19 FALSE
262040_at  receptor protein kinase, putative TMM AT1G80080 1.10 0.14 0.83 0.4365603 0.6699246 -6.19 FALSE
262755_at unknown protein --- AT1G16360 -1.10 -0.13 -0.83 0.4365193 0.6699246 -6.19 FALSE
267071_at unknown protein --- AT2G40980 1.09 0.12 0.83 0.4364472 0.6699246 -6.19 FALSE
263211_at germin-like oxalate oxidase similaGLP7 AT1G10460 -1.13 -0.17 -0.83 0.4365817 0.6699246 -6.19 FALSE
263052_at unknown protein --- AT2G13430 -1.09 -0.12 -0.83 0.4366151 0.6699308 -6.19 FALSE
256625_at  uteroglobin promoter-binding pro--- AT3G20010 -1.17 -0.23 -0.83 0.436704 0.6699991 -6.19 FALSE
265687_s_ahypothetical protein predicted by --- AT2G24470 // 1.09 0.12 0.83 0.4367184 0.6699991 -6.19 FALSE
258139_at  heat shock transcription factor HHSFC1 AT3G24520 -1.13 -0.17 -0.83 0.4368051 0.6700871 -6.19 FALSE
259823_at  beta-1,3-glucanase precursor, p --- AT1G66250 -1.12 -0.16 -0.83 0.436947 0.6702597 -6.19 FALSE
254957_at putative protein  ; supported by fu--- AT4G10970 -1.11 -0.15 -0.83 0.4369915 0.6702829 -6.19 FALSE
262271_x_ahypothetical protein predicted by --- --- 1.17 0.22 0.83 0.4370369 0.6703074 -6.19 FALSE
256108_at hypothetical protein predicted by --- AT1G16940 1.14 0.19 0.83 0.4372076 0.6705241 -6.19 FALSE



264992_at  integral membrane protein, puta --- AT1G67300 -1.12 -0.17 -0.83 0.4372418 0.6705314 -6.19 FALSE
259007_at putative MYB family transcriptionMYB3R-3 AT3G09370 1.13 0.17 0.83 0.4373293 0.6705921 -6.19 FALSE
248740_at putative protein contains similarit --- AT5G48130 1.13 0.18 0.83 0.4373401 0.6705921 -6.19 FALSE
249243_s_abeta-glucosidase BGLU13 AT5G42260 // -1.08 -0.12 -0.83 0.4375658 0.670893 -6.19 FALSE
254282_at hypothetical protein --- AT4G22860 -1.09 -0.12 -0.83 0.4376302 0.6709467 -6.19 FALSE
256077_at hypothetical protein contains sim --- AT1G18090 -1.12 -0.17 -0.82 0.4376915 0.6709956 -6.19 FALSE
252999_at putative protein other Arabidopsis--- AT4G38500 -1.10 -0.14 -0.82 0.4378227 0.6711065 -6.19 FALSE
257454_at hypothetical protein predicted by --- AT1G65170 1.13 0.17 0.82 0.4377938 0.6711065 -6.19 FALSE
245614_at retrovirus-related like polyprotein --- --- 1.11 0.15 0.82 0.4379422 0.6712446 -6.19 FALSE
266858_at unknown protein GRV2 AT2G26890 -1.09 -0.13 -0.82 0.4380965 0.671436 -6.19 FALSE
254549_at putative protein various predicted--- AT4G19880 1.14 0.19 0.82 0.4384016 0.6718583 -6.19 FALSE
247783_at  light harvesting pigment - like pro--- AT5G58800 1.20 0.26 0.82 0.4384369 0.6718674 -6.19 FALSE
247369_at unknown protein --- AT5G63340 -1.11 -0.15 -0.82 0.4384695 0.6718722 -6.19 FALSE
246622_at protein phosphatase-2C PP2C-lik--- AT5G36250 -1.08 -0.11 -0.82 0.4386178 0.6718737 -6.19 FALSE
248702_at unknown protein --- AT5G48420 -1.09 -0.12 -0.82 0.4385014 0.6718737 -6.19 FALSE
254302_at hypothetical protein --- AT4G22800 -1.07 -0.10 -0.82 0.4385821 0.6718737 -6.19 FALSE
248851_s_adisease resistance protein-like  ; --- AT5G46260 // -1.10 -0.14 -0.82 0.4386066 0.6718737 -6.19 FALSE
258702_at hypothetical protein predicted by --- AT3G09730 -1.14 -0.19 -0.82 0.438617 0.6718737 -6.19 FALSE
263265_at hypothetical protein predicted by --- AT2G38820 1.16 0.22 0.82 0.4387634 0.6720517 -6.19 FALSE
248063_at RNA-binding protein-like  ; suppo--- AT5G55550 1.09 0.13 0.82 0.4387936 0.6720528 -6.19 FALSE
264559_at unknown protein similar to hypoth--- AT1G09610 -1.07 -0.10 -0.82 0.4389158 0.6721496 -6.19 FALSE
262470_at  disease resistance protein, putat--- AT1G50180 1.10 0.14 0.82 0.4389158 0.6721496 -6.19 FALSE
248166_at putative protein contains similarit --- AT5G54520 -1.08 -0.12 -0.82 0.4389722 0.672191 -6.19 FALSE
257170_at  beta-1,3-glucanase, putative sim--- AT3G23770 -1.14 -0.19 -0.82 0.4390442 0.672256 -6.19 FALSE
254500_at  vacuolar sorting receptor-like pro--- AT4G20110 1.23 0.30 0.82 0.4391758 0.6723673 -6.19 TRUE
251562_at  putative protein hypothetical pro --- AT3G57890 1.09 0.13 0.82 0.4391698 0.6723673 -6.19 FALSE
245979_at  putative protein leucine zipper-coATEXO70CAT5G13150 1.08 0.11 0.82 0.4392093 0.6723734 -6.19 FALSE
260009_at unknown protein  ;supported by f --- AT1G67950 -1.15 -0.20 -0.82 0.4395743 0.6724998 -6.20 TRUE
266854_at putative C2H2-type zinc finger pr --- AT2G26940 1.13 0.17 0.82 0.4393792 0.6724998 -6.19 FALSE
245812_at hypothetical protein predicted by --- --- 1.09 0.12 0.82 0.4394127 0.6724998 -6.19 FALSE
250754_at arginine-tRNA-protein transferaseATE1 AT5G05700 1.09 0.12 0.82 0.4395027 0.6724998 -6.20 FALSE
254436_at  putative protein receptor kinase- --- AT4G20940 1.08 0.12 0.82 0.4395045 0.6724998 -6.20 FALSE
252771_at  receptor protein kinase -like prot --- AT3G42880 1.10 0.14 0.82 0.4395715 0.6724998 -6.20 FALSE
266692_at Ac-like transposase related to Ac--- AT2G19960 -1.09 -0.13 -0.82 0.4395316 0.6724998 -6.20 FALSE
251290_at transcription factor BBFa DAG1 AT3G61850 1.11 0.15 0.82 0.4394334 0.6724998 -6.19 FALSE



249450_at  serine/threonine-specific protein SnRK1.3 AT5G39440 -1.09 -0.13 -0.82 0.4394662 0.6724998 -6.20 FALSE
251099_at  putative protein KIAA0132 - Hom--- AT5G01660 -1.09 -0.13 -0.82 0.4395867 0.6724998 -6.20 FALSE
261361_at hypothetical protein predicted by --- --- -1.11 -0.15 -0.82 0.4397589 0.6727182 -6.20 FALSE
258563_at putative long-chain-fatty-acid--CoLACS6 AT3G05970 1.10 0.14 0.82 0.4399669 0.6729913 -6.20 FALSE
265041_at unknown protein Contains similarTOM22-I AT1G04070 -1.16 -0.21 -0.82 0.4400676 0.6730584 -6.20 FALSE
255516_at  hypothetical protein similar to ex --- AT4G02270 1.15 0.20 0.82 0.4400698 0.6730584 -6.20 FALSE
260229_at  putative RING zinc finger protein--- AT1G74370 -1.13 -0.17 -0.82 0.4401151 0.6730826 -6.20 FALSE
267602_at unknown protein  ; supported by --- AT2G32970 1.14 0.18 0.82 0.4401731 0.6731261 -6.20 TRUE
247769_at  laccase precursor - like protein laLAC16 AT5G58910 1.09 0.12 0.82 0.4403317 0.6732529 -6.20 FALSE
252209_at  putative protein RXF26, Arabido --- AT3G50400 -1.19 -0.25 -0.82 0.4402869 0.6732529 -6.20 FALSE
254060_at  putative protein polytropic murin SHB1 AT4G25350 1.19 0.25 0.82 0.4403446 0.6732529 -6.20 FALSE
259545_at hypothetical protein ; supported bAAE1 AT1G20560 1.10 0.14 0.82 0.4404974 0.6733274 -6.20 FALSE
255483_at  putative glycosyltransferase sim XT2 AT4G02500 -1.14 -0.20 -0.82 0.4405114 0.6733274 -6.20 FALSE
264256_at putative importin alpha similar to IMPA-4 AT1G09270 1.08 0.12 0.82 0.4404707 0.6733274 -6.20 FALSE
249431_at  polygalacturonase-like protein po--- AT5G39910 1.16 0.21 0.82 0.4404612 0.6733274 -6.20 FALSE
257434_at hypothetical protein predicted by --- AT2G21740 1.08 0.11 0.82 0.4406953 0.6735633 -6.20 FALSE
245692_at myc - like protein BHLH101 AT5G04150 1.14 0.19 0.82 0.441063 0.6737642 -6.20 TRUE
266183_at unknown protein ATPT2 AT2G38940 1.12 0.17 0.82 0.4410458 0.6737642 -6.20 FALSE
265357_at  E2, ubiquitin-conjugating enzym UBC29 AT2G16740 1.14 0.19 0.82 0.4410285 0.6737642 -6.20 FALSE
247896_at  26S proteasome regulatory subu--- AT5G57950 -1.08 -0.11 -0.82 0.4410231 0.6737642 -6.20 FALSE
264684_at unknown protein HEXO3 AT1G65590 1.20 0.27 0.82 0.4408662 0.6737642 -6.20 FALSE
249673_at cytochrome P450-like CYP79A4P AT5G35920 1.07 0.10 0.82 0.4409208 0.6737642 -6.20 FALSE
256606_at hypothetical protein --- AT3G32960 1.09 0.12 0.82 0.4410392 0.6737642 -6.20 FALSE
262053_at  putative DnaJ protein contains PATERDJ2A AT1G79940 1.11 0.15 0.82 0.4409454 0.6737642 -6.20 FALSE
249302_at putative protein similar to unknow--- AT5G41450 1.12 0.16 0.82 0.4411683 0.6738798 -6.20 FALSE
252643_at  acidic ribosomal protein P2 -like --- AT3G44590 -1.25 -0.32 -0.82 0.4413379 0.6740939 -6.20 FALSE
259260_at unknown protein similar to unkno--- AT3G11370 1.11 0.14 0.82 0.441474 0.6742566 -6.20 FALSE
245821_at hypothetical protein similar to put--- AT1G26270 1.12 0.17 0.82 0.4417166 0.6745368 -6.20 FALSE
265239_s_ahypothetical protein --- AT2G07692 1.11 0.15 0.82 0.4417094 0.6745368 -6.20 FALSE
259015_at unknown protein similar to hypoth--- AT3G07350 1.27 0.34 0.82 0.4418329 0.6746181 -6.20 FALSE
246593_at  putative protein predicted protein--- AT5G14790 1.14 0.19 0.82 0.4419717 0.6746181 -6.20 TRUE
257504_at  dynein light chain, putative similaROPGEF11AT1G52240 1.20 0.27 0.82 0.4419232 0.6746181 -6.20 FALSE
260730_at lipoamide dehydrogenase precurmtLPD1 AT1G48030 -1.13 -0.18 -0.82 0.4419675 0.6746181 -6.20 FALSE
250010_at  AP2-domain DNA-binding protei --- AT5G18450 1.13 0.18 0.82 0.4419005 0.6746181 -6.20 FALSE
266429_at hypothetical protein predicted by --- AT2G07190 1.10 0.14 0.82 0.4418022 0.6746181 -6.20 FALSE



262660_at putative protein kinase VIK AT1G14000 1.10 0.13 0.82 0.4419769 0.6746181 -6.20 FALSE
256101_at hypothetical protein predicted by --- AT1G13760 1.09 0.13 0.82 0.4420077 0.67462 -6.20 FALSE
260817_at unknown protein --- AT1G06900 -1.10 -0.14 -0.82 0.4420462 0.6746336 -6.20 FALSE
254867_at hypothetical proteins --- AT4G12240 -1.14 -0.19 -0.82 0.4420908 0.6746565 -6.20 FALSE
264524_at  tat-binding protein, putative HighATBCAT-2 AT1G10070 1.48 0.56 0.82 0.442277 0.674746 -6.20 TRUE
254927_at  putative protein hypothetical pro --- AT4G11400 1.11 0.16 0.82 0.4422925 0.674746 -6.20 FALSE
258227_at  6-4 photolyase (UVR3) identical UVR3 AT3G15620 -1.41 -0.50 -0.82 0.4422973 0.674746 -6.20 FALSE
261194_at  unknown protein contains Pfam --- AT1G12770 // -1.07 -0.10 -0.82 0.4422922 0.674746 -6.20 FALSE
255222_at  putative protein Mitochondrial AT--- AT4G05340 1.07 0.10 0.82 0.442211 0.674746 -6.20 FALSE
264281_at hypothetical protein similar to put--- AT1G61830 1.11 0.16 0.82 0.4423975 0.6748204 -6.20 FALSE
254836_at  flavonoid 3,5-hydroxylase like prCYP706A7 AT4G12330 1.08 0.11 0.82 0.4424053 0.6748204 -6.20 FALSE
261814_at unknown protein --- AT1G08310 1.55 0.63 0.82 0.4424416 0.6748306 -6.20 TRUE
264507_at Expressed protein ; supported byNIMIN-3 AT1G09415 -1.13 -0.18 -0.82 0.4425359 0.6748843 -6.20 FALSE
252807_at  putative replication protein variou--- --- -1.07 -0.10 -0.82 0.4425358 0.6748843 -6.20 FALSE
258434_at AP2 domain containing protein RATEBP AT3G16770 -1.15 -0.20 -0.82 0.4427401 0.6751054 -6.20 TRUE
263263_at putative guanylate binding protein--- AT2G38840 1.12 0.17 0.82 0.4427237 0.6751054 -6.20 FALSE
245313_at UFD1 like protein ; supported by --- AT4G15420 1.11 0.16 0.82 0.4428232 0.675187 -6.20 FALSE
254047_at hypothetical protein --- AT4G26040 1.12 0.17 0.82 0.4429407 0.6753209 -6.20 FALSE
261011_at cytochrome b5 similar to cytochroCB5-A AT1G26340 -1.11 -0.15 -0.81 0.4430124 0.6753401 -6.20 FALSE
260563_at putative glucosyltransferase UGT74F1 AT2G43840 1.11 0.16 0.81 0.4430092 0.6753401 -6.20 FALSE
253571_at  putative calmodulin-binding prote--- AT4G31000 1.34 0.43 0.81 0.4431836 0.6754614 -6.20 TRUE
248553_at putative protein strong similarity t--- AT5G50170 1.21 0.27 0.81 0.4431558 0.6754614 -6.20 FALSE
245441_at decarboxylase like protein PSD1 AT4G16700 -1.13 -0.17 -0.81 0.4431813 0.6754614 -6.20 FALSE
251164_s_a putative protein protein phospha--- AT3G63320 // -1.11 -0.15 -0.81 0.4432382 0.6754614 -6.20 FALSE
257899_at  P-glycoprotein, putative similar t --- AT3G28345 -1.08 -0.12 -0.81 0.4432401 0.6754614 -6.20 FALSE
267373_at unknown protein CID7 AT2G26280 1.10 0.14 0.81 0.4432995 0.6755068 -6.20 FALSE
254010_at putative protein  ;supported by fu --- AT1G72125 // 1.09 0.12 0.81 0.4434499 0.6756909 -6.20 FALSE
263522_at hypothetical protein --- AT2G24950 1.08 0.11 0.81 0.4434866 0.6757016 -6.20 FALSE
262746_at Expressed protein ; supported byATNUDX15AT1G28960 -1.08 -0.11 -0.81 0.4436068 0.6757493 -6.20 FALSE
257889_at  S1 self-incompatibility protein, pu--- AT3G17080 1.12 0.16 0.81 0.4435689 0.6757493 -6.20 FALSE
252153_at putative protein several hypothet --- AT3G51360 1.13 0.17 0.81 0.4435949 0.6757493 -6.20 FALSE
251623_at  MADS transcription factor-like prAGL18 AT3G57390 -1.08 -0.11 -0.81 0.4436589 0.6757646 -6.20 FALSE
257424_at hypothetical protein predicted by --- AT1G78840 1.14 0.18 0.81 0.4436761 0.6757646 -6.20 FALSE
260510_at hypothetical protein predicted by --- AT1G51580 -1.17 -0.23 -0.81 0.4437239 0.6757924 -6.20 FALSE
259740_at  phytochrome, putative similar to --- AT1G64300 -1.14 -0.20 -0.81 0.4438825 0.6759817 -6.20 FALSE



261593_at unknown protein --- AT1G33170 -1.70 -0.77 -0.81 0.4439075 0.6759817 -6.20 FALSE
253263_at abscisic acid responsive elementABF3 AT4G34000 -1.23 -0.30 -0.81 0.4442102 0.6762621 -6.20 TRUE
253747_at  serine threonine-specific kinase --- AT4G29050 1.19 0.26 0.81 0.444137 0.6762621 -6.20 TRUE
266904_at putative pyruvate dehydrogenase--- AT2G34590 1.20 0.26 0.81 0.444198 0.6762621 -6.20 FALSE
263855_at putative non-LTR retrolelement re--- AT2G04420 1.10 0.13 0.81 0.4442012 0.6762621 -6.20 FALSE
264223_s_a receptor kinase, putative similar --- AT1G67520 // 1.26 0.34 0.81 0.4443693 0.6764268 -6.20 TRUE
250928_at putative protein EIN2 AT5G03280 -1.09 -0.12 -0.81 0.4444132 0.6764268 -6.20 FALSE
265888_at putative cleavage and polyadenyRIE1 AT2G01735 1.08 0.11 0.81 0.4445557 0.6764268 -6.20 FALSE
262503_at hypothetical protein predicted by --- AT1G21670 1.21 0.27 0.81 0.4444645 0.6764268 -6.20 FALSE
247084_at NAM (no apical meristem)-like prNAC105 AT5G66300 -1.09 -0.12 -0.81 0.4443887 0.6764268 -6.20 FALSE
260066_at putative lipase/acylhydrolase con--- AT1G73610 1.24 0.31 0.81 0.4445317 0.6764268 -6.20 FALSE
265629_at unknown protein  ; supported by LHW AT2G27228 // 1.16 0.21 0.81 0.4445051 0.6764268 -6.20 FALSE
248671_at putative protein strong similarity t--- AT5G48750 1.08 0.11 0.81 0.4445092 0.6764268 -6.20 FALSE
265545_at putative protein kinase contains aNCRK AT2G28250 1.11 0.15 0.81 0.4448357 0.6767174 -6.20 FALSE
247715_at  putative protein predicted protein--- AT5G59360 1.15 0.21 0.81 0.4448213 0.6767174 -6.20 FALSE
249578_at  putative protein predicted protein--- AT5G37730 -1.07 -0.10 -0.81 0.4448003 0.6767174 -6.20 FALSE
258291_at putative protein kinase similar to --- AT3G23310 -1.11 -0.15 -0.81 0.4449139 0.6767913 -6.20 FALSE
266683_at hypothetical protein predicted by GC1 AT2G19950 1.09 0.13 0.81 0.4449557 0.6768098 -6.20 FALSE
261026_at hypothetical protein predicted by --- AT1G01240 -1.12 -0.16 -0.81 0.4451352 0.6770377 -6.20 FALSE
258030_at hypothetical protein predicted by --- AT3G27590 1.11 0.15 0.81 0.4451778 0.6770574 -6.20 FALSE
261276_at  v-SNARE protein AtVTI1b, putatVTI1B AT1G26670 -1.14 -0.19 -0.81 0.4452083 0.6770586 -6.20 FALSE
246899_at  putative protein various predicte --- AT5G25590 1.09 0.13 0.81 0.4452499 0.6770766 -6.20 FALSE
258383_at hypothetical protein predicted by --- AT3G15440 -1.23 -0.29 -0.81 0.4452903 0.677093 -6.20 FALSE
254994_at putative methyltransferase MTA AT4G10760 -1.18 -0.24 -0.81 0.445342 0.6771264 -6.20 FALSE
251223_at putative transcription factor MYB ATMYB11 AT3G62610 1.08 0.11 0.81 0.44541 0.6771847 -6.20 FALSE
257633_at hypothetical protein CYP86C2 AT3G26125 -1.09 -0.12 -0.81 0.4455017 0.677279 -6.20 FALSE
261083_at unknown protein ; supported by c--- AT1G07310 1.11 0.15 0.81 0.4455392 0.6772909 -6.20 FALSE
247423_at  putative protein predicted protein--- AT5G62830 1.08 0.11 0.81 0.4457682 0.6775708 -6.20 FALSE
265395_at putative LRR receptor protein kinSRF1 AT2G20850 -1.14 -0.18 -0.81 0.4457828 0.6775708 -6.20 FALSE
266723_at  SKP1/ASK1 (At16), putative simASK16 AT2G03190 1.08 0.11 0.81 0.44582 0.6775822 -6.20 FALSE
262123_at hypothetical protein predicted by --- AT1G59630 1.11 0.15 0.81 0.4460742 0.6779048 -6.21 FALSE
266644_at unknown protein  ;supported by f --- AT2G29660 -1.12 -0.17 -0.81 0.446099 0.6779048 -6.21 FALSE
245513_at SYBL1 like protein ATVAMP72AT4G15780 -1.19 -0.25 -0.81 0.4461214 0.6779048 -6.21 FALSE
253461_at  cytochrome p450 - like protein cyCYP96A2 AT4G32170 1.08 0.12 0.81 0.4462016 0.6779816 -6.21 FALSE
261619_x_ahypothetical protein --- --- -1.09 -0.12 -0.81 0.446309 0.6780995 -6.21 FALSE



245520_at delta-cadinene synthase like protATTS1 AT4G15870 1.10 0.13 0.81 0.4464259 0.678232 -6.21 FALSE
256305_at glutathione S-conjugate transpor MRP1 AT1G30400 1.15 0.20 0.81 0.4465364 0.6782867 -6.21 TRUE
260479_at hypothetical protein predicted by --- AT1G11020 -1.08 -0.11 -0.81 0.4465512 0.6782867 -6.21 FALSE
267402_at putative SF16 protein {HelianthusIQD6 AT2G26180 1.13 0.18 0.81 0.4465022 0.6782867 -6.21 FALSE
266221_at putative nucleotide-sugar dehydr UXS6 AT2G28760 1.52 0.60 0.81 0.4466049 0.6783232 -6.21 FALSE
260803_at  glutathione transferase, putative ATGSTU22AT1G78340 -1.09 -0.12 -0.81 0.446741 0.6784847 -6.21 FALSE
258488_at unknown protein  ;supported by f --- AT3G02420 -1.10 -0.14 -0.81 0.4468304 0.6785364 -6.21 FALSE
245601_at hypothetical protein --- AT4G14240 -1.11 -0.15 -0.81 0.4468345 0.6785364 -6.21 FALSE
247231_at transcription factor-like protein AtMYB53 AT5G65230 1.09 0.13 0.81 0.4468839 0.6785662 -6.21 FALSE
247791_at cyclophilin ROC7  ;supported by ROC7 AT5G58710 -1.13 -0.18 -0.81 0.4469619 0.6785943 -6.21 FALSE
246505_at  putative protein hypothetical pro --- AT5G16250 1.18 0.24 0.81 0.446934 0.6785943 -6.21 FALSE
261410_at metallothionein-like protein identiMT1C AT1G07610 1.32 0.40 0.81 0.4471248 0.6787965 -6.21 FALSE
259620_s_a Tam3-like transposon protein sim--- --- 1.14 0.19 0.81 0.4471673 0.6788157 -6.21 FALSE
248312_at unknown protein --- AT5G52580 1.11 0.14 0.81 0.4473534 0.6788556 -6.21 FALSE
252710_at  cellulase-like protein cellulase, SAtGH9A4 AT3G43860 1.09 0.12 0.81 0.4473002 0.6788556 -6.21 FALSE
255815_at  histone H3, putative similar to hi MGH3 AT1G19890 1.11 0.15 0.81 0.4473721 0.6788556 -6.21 FALSE
265821_at  putative homeodomain transcrip WUS AT2G17950 -1.14 -0.19 -0.81 0.4473212 0.6788556 -6.21 FALSE
267098_at hypothetical protein predicted by --- AT2G41451 1.12 0.16 0.81 0.4473662 0.6788556 -6.21 FALSE
245548_at cytochrome P450 like protein CYP702A3 AT4G15310 1.08 0.11 0.81 0.4472712 0.6788556 -6.21 FALSE
264667_s_ahypothetical protein identical to hZW18 AT1G09980 // -1.09 -0.12 -0.81 0.447404 0.6788588 -6.21 FALSE
256297_at  cytochrome P450, putative conta--- AT1G69500 -1.11 -0.16 -0.81 0.4474589 0.678897 -6.21 FALSE
263179_at unknown protein similar to unkno--- AT1G05710 1.19 0.25 0.81 0.4475576 0.6789292 -6.21 FALSE
248018_at putative protein strong similarity t--- AT5G56470 1.11 0.15 0.81 0.4475694 0.6789292 -6.21 FALSE
259066_at hypothetical protein predicted by --- AT3G07530 -1.13 -0.18 -0.81 0.4475677 0.6789292 -6.21 FALSE
248957_at 26S proteasome subunit-like prot--- AT5G45620 -1.09 -0.13 -0.81 0.4477364 0.6791373 -6.21 FALSE
262261_at  CLE17, putative CLAVATA3/ES CLE17 AT1G70895 1.11 0.16 0.81 0.4477826 0.6791622 -6.21 FALSE
258587_at hypothetical protein predicted by --- AT3G04310 -1.19 -0.25 -0.81 0.4479751 0.6793502 -6.21 FALSE
253300_at  carbonate dehydratase - like proBCA5 AT4G33580 -1.15 -0.21 -0.81 0.447942 0.6793502 -6.21 FALSE
261509_at hypothetical protein predicted by --- AT1G71740 1.14 0.19 0.81 0.4479959 0.6793502 -6.21 FALSE
248286_at putative protein similar to unknow--- AT5G52870 1.23 0.30 0.81 0.448033 0.6793614 -6.21 FALSE
252488_at  glucuronosyl transferase-like pro--- AT3G46700 1.09 0.12 0.81 0.4481061 0.6793818 -6.21 FALSE
267022_at hypothetical protein predicted by --- AT2G34230 1.07 0.10 0.81 0.4480872 0.6793818 -6.21 FALSE
257304_at hypothetical protein predicted by --- --- 1.08 0.11 0.81 0.4481816 0.6794511 -6.21 FALSE
258039_at unknown protein  ;supported by f --- AT3G21200 -1.09 -0.13 -0.81 0.4483002 0.6795858 -6.21 FALSE
262357_at  jacalin, putative similar to jacalin --- AT1G73040 1.33 0.41 0.80 0.4484407 0.6797031 -6.21 TRUE



260289_at CAD ATPase (AAA1) identical to ERH3 AT1G80350 -1.07 -0.10 -0.80 0.4484918 0.6797031 -6.21 FALSE
249003_at putative protein contains similarit --- AT5G44500 -1.11 -0.14 -0.80 0.448446 0.6797031 -6.21 FALSE
245566_at disease resistance RPS2 like pro--- AT4G14610 1.10 0.14 0.80 0.4484968 0.6797031 -6.21 FALSE
262359_at  disease resistance protein, putat--- AT1G73060 // 1.10 0.14 0.80 0.4485328 0.6797126 -6.21 FALSE
258004_at unknown protein similar to putativMYB110 AT3G29020 1.10 0.13 0.80 0.4488988 0.680222 -6.21 FALSE
252160_at proline-rich protein --- AT3G50570 1.13 0.17 0.80 0.4489308 0.6802253 -6.21 FALSE
250618_at putative protein hypothetical prot ATBAG3 AT5G07220 1.09 0.12 0.80 0.4491467 0.6803071 -6.21 TRUE
265352_at cytosolic cyclophilin (ROC3)  ;supROC3 AT2G16600 -1.10 -0.14 -0.80 0.449193 0.6803071 -6.21 FALSE
256711_at unknown protein contains Pfam p--- AT3G30390 1.16 0.21 0.80 0.449113 0.6803071 -6.21 FALSE
267352_at hypothetical protein predicted by --- AT2G40050 1.08 0.11 0.80 0.4491905 0.6803071 -6.21 FALSE
264671_at unknown protein  ; supported by --- AT1G09920 1.11 0.15 0.80 0.4491652 0.6803071 -6.21 FALSE
256893_x_aunknown protein --- --- -1.08 -0.11 -0.80 0.4491936 0.6803071 -6.21 FALSE
262101_at hypothetical protein identical to h --- AT1G59535 1.08 0.11 0.80 0.4491661 0.6803071 -6.21 FALSE
261807_at Expressed protein ; supported by--- AT1G30515 -1.09 -0.12 -0.80 0.4493035 0.6804285 -6.21 FALSE
253379_at  putative protein glycogenin glucoPGSIP3 AT4G33330 -1.09 -0.12 -0.80 0.449365 0.6804764 -6.21 FALSE
256619_at hypothetical protein predicted by --- AT3G24460 1.09 0.12 0.80 0.4494212 0.6805163 -6.21 FALSE
262480_at  receptor kinase, putative similar --- AT1G11340 -1.19 -0.25 -0.80 0.4495511 0.6806678 -6.21 FALSE
261837_s_a transcriptional regulator, putative--- AT1G15910 // -1.13 -0.17 -0.80 0.4496645 0.6807502 -6.21 FALSE
252753_at hypothetical protein --- AT3G43500 1.10 0.14 0.80 0.449695 0.6807502 -6.21 FALSE
265443_at beta-expansin  ;supported by full ATEXPB1 AT2G20750 -1.13 -0.18 -0.80 0.449691 0.6807502 -6.21 FALSE
264382_at  unknown protein similarity to stroSDF2 AT2G25110 1.17 0.22 0.80 0.4497795 0.6808328 -6.21 FALSE
249173_at unknown protein --- AT5G43000 1.12 0.16 0.80 0.4498374 0.6808752 -6.21 FALSE
263206_at  unknown protein similar to ESTs--- AT1G10590 -1.07 -0.10 -0.80 0.4498978 0.6809216 -6.21 FALSE
263930_at hypothetical protein predicted by --- AT2G36300 1.10 0.13 0.80 0.4500496 0.6810785 -6.21 FALSE
264594_at hypothetical protein ; supported bATSERAT3AT2G17640 -1.10 -0.14 -0.80 0.4501806 0.6810785 -6.21 FALSE
261104_at unknown protein --- AT1G62910 1.11 0.14 0.80 0.4501468 0.6810785 -6.21 FALSE
254024_at  putative pathogenesis-related pr --- AT4G25780 -1.16 -0.21 -0.80 0.4501749 0.6810785 -6.21 FALSE
256137_at  auxin-regulated protein, putative --- AT1G48690 -1.08 -0.11 -0.80 0.4500761 0.6810785 -6.21 FALSE
255054_s_a cellulase-like protein cellulase (EAtGH9B15 AT4G09740 // -1.10 -0.13 -0.80 0.4501464 0.6810785 -6.21 FALSE
252706_at  putative protein predicted protein--- --- 1.07 0.10 0.80 0.4503046 0.6812209 -6.21 FALSE
263318_at Expressed protein ; supported byAtGDU4 AT2G24762 -1.49 -0.58 -0.80 0.4504418 0.6812477 -6.21 FALSE
247167_at unknown protein --- AT5G65850 -1.12 -0.16 -0.80 0.4504171 0.6812477 -6.21 FALSE
256234_at  50S ribosomal protein L10, puta --- AT3G12370 -1.09 -0.13 -0.80 0.4503945 0.6812477 -6.21 FALSE
255048_at gibberellin-regulated protein GASGASA3 AT4G09600 -1.08 -0.11 -0.80 0.450393 0.6812477 -6.21 FALSE
257314_at  integral membrane protein, puta --- AT3G26590 1.26 0.33 0.80 0.4505656 0.6813267 -6.21 TRUE



245796_at unknown protein similar to unknoRCD1 AT1G32230 1.10 0.13 0.80 0.4505836 0.6813267 -6.21 FALSE
255579_at putative bHLH DNA-binding prote--- AT4G01460 -1.21 -0.28 -0.80 0.4505312 0.6813267 -6.21 FALSE
253047_at Expressed protein ; supported by--- AT4G37295 1.18 0.24 0.80 0.4507017 0.6814601 -6.21 FALSE
264189_s_ahypothetical protein similar to acyACP3 AT1G54580 // -1.13 -0.18 -0.80 0.4508123 0.6815821 -6.21 FALSE
250830_at putative protein similar to unknow--- AT5G04910 -1.13 -0.17 -0.80 0.4510071 0.6818314 -6.21 FALSE
246346_at hypothetical protein --- AT3G56810 -1.15 -0.20 -0.80 0.451042 0.681839 -6.21 FALSE
249411_at  raffinose synthase -like protein r SIP1 AT5G40390 1.27 0.34 0.80 0.4511833 0.6820074 -6.21 FALSE
256955_at  L-ascorbate oxidase precursor, psks11 AT3G13390 1.14 0.19 0.80 0.451262 0.6820812 -6.21 FALSE
259790_s_a auxin-induced protein, putative s--- AT1G29430 // -1.33 -0.41 -0.80 0.4514004 0.6822451 -6.21 TRUE
264704_at unknown protein similar to putativLGT8 AT1G70090 1.17 0.22 0.80 0.4515588 0.6823037 -6.21 TRUE
257252_at  glutathione reductase, cytosolic ATGR1 AT3G24170 1.19 0.25 0.80 0.4515245 0.6823037 -6.21 FALSE
250568_at putative protein several putative A--- AT5G08110 -1.10 -0.13 -0.80 0.4515588 0.6823037 -6.21 FALSE
250551_at  SNAP25 - like protein SNAP25ASNAP29 AT5G07880 1.10 0.14 0.80 0.4514866 0.6823037 -6.21 FALSE
255335_at putative transposon protein --- --- -1.10 -0.13 -0.80 0.4516651 0.6823058 -6.21 FALSE
260532_at putative ATP-dependent RNA he --- AT2G47330 -1.08 -0.11 -0.80 0.4516112 0.6823058 -6.21 FALSE
260227_at  unknown protein similar to hypot--- AT1G74450 1.27 0.34 0.80 0.451653 0.6823058 -6.21 FALSE
260032_at putative phosphoenolpyruvate caATPPC4 AT1G68750 1.10 0.13 0.80 0.4516799 0.6823058 -6.21 FALSE
252535_at hypothetical protein --- AT3G46150 -1.18 -0.24 -0.80 0.4517466 0.6823614 -6.21 FALSE
245578_at RNA helicase like protein ATSUV3 AT4G14790 -1.12 -0.16 -0.80 0.4517867 0.6823768 -6.21 FALSE
249374_at 20S proteasome beta subunit PBPBB2 AT5G40580 -1.10 -0.14 -0.80 0.4518616 0.6824448 -6.21 FALSE
255409_at NDX1 homeobox protein homolo --- AT4G03090 -1.07 -0.10 -0.80 0.4519686 0.6825611 -6.21 FALSE
248779_at acetoacyl-CoA-thiolase  ;support --- AT5G47720 -1.17 -0.23 -0.80 0.4522405 0.6826637 -6.21 FALSE
262804_at  putative RNA-binding protein sim--- AT1G20880 1.12 0.16 0.80 0.4520717 0.6826637 -6.21 FALSE
251802_at  E2, ubiquitin-conjugating enzym UBC14 AT3G55380 -1.08 -0.12 -0.80 0.4521755 0.6826637 -6.21 FALSE
245293_at HSP like protein ; supported by c --- AT4G16660 1.32 0.40 0.80 0.4522079 0.6826637 -6.21 FALSE
264902_at unknown protein Location of EST--- AT1G23060 1.21 0.27 0.80 0.4521122 0.6826637 -6.21 FALSE
257693_at hypothetical protein predicted by --- AT3G12850 1.16 0.22 0.80 0.452246 0.6826637 -6.21 FALSE
246979_s_aputative protein hypothetical prot --- AT5G24990 // 1.12 0.17 0.80 0.4521335 0.6826637 -6.21 FALSE
262219_at hypothetical protein predicted by --- AT1G74750 1.16 0.21 0.80 0.4524446 0.6827657 -6.22 FALSE
256994_s_a limonene cyclase, putative similaATTPS-CINAT3G25820 // 1.09 0.12 0.80 0.4524004 0.6827657 -6.22 FALSE
250478_at  non-phototropic hypocotyl 3-like DOT3 AT5G10250 -1.12 -0.16 -0.80 0.4524526 0.6827657 -6.22 FALSE
251426_at  URIDYLATE KINASE-like protei --- AT3G60180 -1.10 -0.14 -0.80 0.4523819 0.6827657 -6.21 FALSE
261342_at putative replication protein simila --- AT1G52950 1.08 0.11 0.80 0.4524632 0.6827657 -6.22 FALSE
266321_at putative cytochrome P450 CYP78A6 AT2G46660 -1.13 -0.17 -0.80 0.4525223 0.6828096 -6.22 FALSE
254891_at  putative protein Fly Fas-associatSAY1 AT4G11740 -1.08 -0.11 -0.80 0.4526811 0.6829589 -6.22 FALSE



261549_at  DNA-binding protein, putative co--- AT1G63470 1.12 0.16 0.80 0.4526725 0.6829589 -6.22 FALSE
256467_at  copia-type polyprotein, putative s--- --- 1.09 0.12 0.80 0.4527132 0.6829622 -6.22 FALSE
252584_at putative protein several hypothet --- AT3G45560 1.09 0.12 0.80 0.4527597 0.6829872 -6.22 FALSE
252685_at  disease resistence - like protein --- AT3G44410 1.17 0.23 0.80 0.4529506 0.6831847 -6.22 FALSE
247018_at AP2 domain transcription factor-l --- AT5G67000 1.07 0.10 0.80 0.4529333 0.6831847 -6.22 FALSE
259060_at hypothetical protein predicted by --- AT3G07400 -1.13 -0.17 -0.80 0.4530155 0.6832335 -6.22 FALSE
246324_at  arginine/serine-rich protein, putaSR45 AT1G16610 1.09 0.12 0.80 0.4530728 0.6832335 -6.22 FALSE
245955_at hypothetical protein BGLU24 AT5G28510 1.09 0.12 0.80 0.4530723 0.6832335 -6.22 FALSE
254268_at  putative protein FAF1, Mus mus --- AT4G23040 1.11 0.15 0.80 0.4531144 0.6832511 -6.22 FALSE
265923_at putative protein kinase contains a--- AT2G18470 -1.08 -0.11 -0.80 0.4531831 0.6833096 -6.22 FALSE
250193_at  putative protein proline-rich prote--- AT5G14540 1.10 0.13 0.80 0.453346 0.6834051 -6.22 FALSE
257821_at Expressed protein ; supported byRALFL26 AT3G25170 1.08 0.11 0.80 0.4533663 0.6834051 -6.22 FALSE
267491_at unknown protein predicted by ge --- --- 1.12 0.17 0.80 0.4533482 0.6834051 -6.22 FALSE
258971_at  unknown protein similar to uridylACR6 AT3G01990 1.25 0.32 0.80 0.4533503 0.6834051 -6.22 FALSE
262324_at hypothetical protein similar to hypATCHX16 AT1G64170 -1.58 -0.66 -0.80 0.4534025 0.6834145 -6.22 TRUE
251162_at putative protein hypothetical prot --- AT3G63300 -1.09 -0.12 -0.80 0.4534678 0.6834678 -6.22 FALSE
264944_at hypothetical protein similar to hyp--- AT1G76940 1.13 0.18 0.80 0.4536099 0.6836117 -6.22 FALSE
246163_at  putative protein predicted protein--- --- -1.11 -0.16 -0.80 0.4536233 0.6836117 -6.22 FALSE
261935_at  phosphoribosylanthranilate trans--- AT1G22610 1.08 0.11 0.80 0.4537033 0.6836871 -6.22 FALSE
262665_at  xyloglucan fucosyltransferase, p FUT7 AT1G14070 -1.27 -0.35 -0.79 0.4539348 0.6838292 -6.22 TRUE
257087_at  purple acid phosphatase, putativPAP18 AT3G20500 1.11 0.15 0.79 0.4539293 0.6838292 -6.22 FALSE
263056_at Mutator-like transposase similar t--- --- 1.07 0.10 0.79 0.4539475 0.6838292 -6.22 FALSE
245589_at subtilisin-like serine protease con--- AT4G15040 1.14 0.19 0.79 0.4538751 0.6838292 -6.22 FALSE
251808_at  AP3-complex beta-3A adaptin su--- AT3G55480 -1.10 -0.14 -0.79 0.4539215 0.6838292 -6.22 FALSE
254057_at putative protein  ;supported by fu --- AT4G25170 1.18 0.24 0.79 0.4540589 0.6838728 -6.22 FALSE
250024_at NAM (no apical meristem)-like prANAC087 AT5G18270 1.16 0.21 0.79 0.4540663 0.6838728 -6.22 FALSE
262843_at Expressed protein ; supported byAtHB32 AT1G14687 -1.15 -0.20 -0.79 0.4540083 0.6838728 -6.22 FALSE
264972_at  meiotic asynaptic mutant asy1, pASY1 AT1G67370 -1.15 -0.20 -0.79 0.4541136 0.6838989 -6.22 FALSE
267572_at 3-hydroxyisobutyryl-coenzyme A --- AT2G30660 1.09 0.13 0.79 0.4543185 0.6841287 -6.22 FALSE
249509_at strong similarity to unknown prote--- AT5G38390 1.07 0.10 0.79 0.454372 0.6841287 -6.22 FALSE
261657_at  pathogenesis-related protein 1b --- AT1G50050 -1.10 -0.13 -0.79 0.4543313 0.6841287 -6.22 FALSE
247883_at unknown protein --- AT5G57790 1.13 0.18 0.79 0.4543862 0.6841287 -6.22 FALSE
252408_at putative transcription factor MYB ATMYB94 AT3G47600 1.08 0.11 0.79 0.4544281 0.6841308 -6.22 FALSE
261477_at unknown protein --- AT1G14310 -1.12 -0.17 -0.79 0.4544476 0.6841308 -6.22 FALSE
262606_at hypothetical protein predicted by --- AT1G15190 1.12 0.16 0.79 0.4545271 0.6842053 -6.22 FALSE



259977_at unknown protein  ;supported by f --- AT1G76590 -1.26 -0.33 -0.79 0.4547372 0.6843971 -6.22 FALSE
244945_at cytochrome c biogenesis orf206 --- --- 1.12 0.16 0.79 0.4548782 0.6843971 -6.22 FALSE
247470_at  putative protein various predicte --- AT5G62220 -1.33 -0.41 -0.79 0.4547992 0.6843971 -6.22 FALSE
249249_at unknown protein --- AT5G42330 -1.10 -0.14 -0.79 0.4547726 0.6843971 -6.22 FALSE
263968_s_a PttA-like transposon protein no A--- --- 1.10 0.14 0.79 0.4548643 0.6843971 -6.22 FALSE
251239_at putative protein several hypothet --- AT3G62440 1.13 0.17 0.79 0.4547408 0.6843971 -6.22 FALSE
249321_at disease resistance protein-like --- AT5G40920 1.13 0.18 0.79 0.45481 0.6843971 -6.22 FALSE
264815_at hypothetical protein similar to hyp--- AT1G03620 -1.21 -0.27 -0.79 0.4548945 0.6843971 -6.22 FALSE
256185_at dof zinc finger protein identical toADOF1 AT1G51700 1.31 0.39 0.79 0.4551068 0.6844592 -6.22 TRUE
259245_at  unknown protein predicted by ge--- AT3G07660 -1.11 -0.15 -0.79 0.4550848 0.6844592 -6.22 FALSE
255813_at  hypothetical protein contains Pfa--- AT1G19930 1.10 0.13 0.79 0.4550134 0.6844592 -6.22 FALSE
256941_at hypothetical protein --- --- 1.11 0.15 0.79 0.4550347 0.6844592 -6.22 FALSE
246616_at aspartyl protease-like --- AT5G36260 1.15 0.21 0.79 0.4551158 0.6844592 -6.22 FALSE
265031_at  serine/threonine protein kinase, --- AT1G61590 -1.08 -0.11 -0.79 0.4550008 0.6844592 -6.22 FALSE
267271_at hypothetical protein predicted by ATHB21 AT2G02540 1.09 0.12 0.79 0.4554144 0.684863 -6.22 FALSE
260022_at unknown protein --- AT1G30020 1.09 0.13 0.79 0.4554884 0.6849291 -6.22 FALSE
256426_at hypothetical protein predicted by --- AT1G33420 -1.26 -0.34 -0.79 0.4555404 0.6849622 -6.22 FALSE
250911_at SERINE/THREONINE-PROTEINCTR1 AT5G03730 1.13 0.17 0.79 0.4556862 0.6851363 -6.22 FALSE
249515_at tryptophan synthase beta chain --- AT5G38530 1.36 0.44 0.79 0.4557249 0.6851493 -6.22 TRUE
265298_s_aputative retroelement pol polypro --- --- -1.08 -0.11 -0.79 0.4558302 0.6852625 -6.22 FALSE
258137_at Expressed protein ; supported byUBC37 AT3G24515 -1.08 -0.11 -0.79 0.4558935 0.6853124 -6.22 FALSE
246633_at hypothetical protein ; supported b--- AT1G29720 -1.30 -0.38 -0.79 0.4559801 0.6853142 -6.22 FALSE
266805_at hypothetical protein  ;supported b--- AT2G30010 1.72 0.78 0.79 0.4559848 0.6853142 -6.22 FALSE
249667_at unknown protein --- --- 1.07 0.10 0.79 0.4559316 0.6853142 -6.22 FALSE
263920_at unknown protein  ;supported by f --- AT2G36410 -1.12 -0.16 -0.79 0.4561822 0.6855174 -6.22 FALSE
248268_at importin beta --- AT5G53480 1.11 0.15 0.79 0.456287 0.6855174 -6.22 FALSE
266309_at unknown protein  ;supported by f --- AT2G27140 -1.13 -0.18 -0.79 0.4562318 0.6855174 -6.22 FALSE
246992_at N-acetyltransferase hookless1-lik--- AT5G67430 1.09 0.13 0.79 0.4562726 0.6855174 -6.22 FALSE
258865_at NAM-like protein (no apical merisanac045 AT3G03200 -1.08 -0.10 -0.79 0.4562097 0.6855174 -6.22 FALSE
264632_at DegP protease contains similarityDegP4 AT1G65640 -1.08 -0.11 -0.79 0.4563003 0.6855174 -6.22 FALSE
253629_at  glycine-rich protein glycine-rich c--- AT4G30450 1.12 0.16 0.79 0.4564064 0.6855864 -6.22 FALSE
261645_at hypothetical protein similar to hyp--- --- -1.09 -0.12 -0.79 0.4564024 0.6855864 -6.22 FALSE
248833_at Bax inhibitor-1 like  ;supported byATBI1 AT5G47120 1.11 0.16 0.79 0.4565092 0.6856957 -6.22 FALSE
248047_at putative protein similar to unknow--- AT5G56070 1.09 0.12 0.79 0.4565411 0.6856985 -6.22 FALSE
258438_at hypothetical protein predicted by --- AT3G17230 1.07 0.10 0.79 0.4566485 0.6857309 -6.22 FALSE



263188_at hypothetical protein predicted by --- AT1G36095 1.10 0.13 0.79 0.4566529 0.6857309 -6.22 FALSE
260918_at hypothetical protein predicted by --- AT1G21510 1.08 0.12 0.79 0.4566394 0.6857309 -6.22 FALSE
252957_at glycine-rich protein 2 (GRP2)  ; s GRP2 AT4G38680 1.19 0.25 0.79 0.4570337 0.6862576 -6.22 FALSE
265606_s_aputative non-LTR retroelement re--- AT3G09510 1.08 0.12 0.79 0.4571967 0.6864572 -6.22 FALSE
252075_at  putative protein saposin precurs --- AT3G51730 1.13 0.18 0.79 0.4574752 0.686789 -6.22 FALSE
252974_at putative protein  ; supported by c MTN1 AT4G38800 1.09 0.12 0.79 0.4575382 0.686789 -6.22 FALSE
262550_at hypothetical protein similar to hyp--- AT1G31310 1.09 0.12 0.79 0.4575257 0.686789 -6.22 FALSE
264342_at unknown protein ; supported by f --- AT1G12080 -1.49 -0.57 -0.79 0.4574854 0.686789 -6.22 FALSE
251735_at  putative protein ferritin 2 precursATFER3 AT3G56090 -1.23 -0.30 -0.79 0.4576758 0.6869213 -6.22 FALSE
260419_at putative protein kinase contains P--- AT1G69730 1.26 0.33 0.79 0.4576865 0.6869213 -6.22 FALSE
266994_at MADS-box protein (AGL29) AGL29 AT2G34440 1.11 0.14 0.79 0.4577886 0.6870293 -6.22 FALSE
263302_at hypothetical protein predicted by --- --- -1.07 -0.10 -0.79 0.4578666 0.6871012 -6.22 FALSE
261343_s_aputative protein hypothetical prot --- --- 1.08 0.11 0.79 0.4579251 0.6871438 -6.22 FALSE
251586_at zinc finger-like protein several zinGIS AT3G58070 1.12 0.17 0.79 0.4580805 0.6873317 -6.22 FALSE
260763_at  RING-H2 finger protein RHA3a, --- AT1G49220 -1.07 -0.10 -0.79 0.4581141 0.6873368 -6.22 FALSE
250320_at CCAAT box binding factor/ transcNF-YA1 AT5G12840 -1.10 -0.13 -0.79 0.458154 0.6873516 -6.22 FALSE
256029_at  integral membrane protein, puta STT3B AT1G34130 -1.19 -0.26 -0.79 0.4581982 0.6873726 -6.22 FALSE
259897_at putative beta-glucanase similar toATCEL3 AT1G71380 1.09 0.12 0.79 0.4582419 0.687393 -6.22 FALSE
261557_at kinesin-like protein C-terminal reg--- AT1G63640 -1.13 -0.18 -0.79 0.4583079 0.6874468 -6.22 FALSE
263081_at putative homeodomain transcript BLH5 AT2G27220 1.07 0.10 0.79 0.4583483 0.6874622 -6.22 FALSE
257137_at  P-glycoprotein, putative similar t ABCB19 AT3G28860 -1.36 -0.44 -0.79 0.4584405 0.6875552 -6.22 TRUE
267364_at unknown protein  ;supported by f ELF4 AT2G40080 -1.11 -0.16 -0.79 0.458533 0.6875584 -6.22 TRUE
261149_s_a GSH-dependent dehydroascorbaDHAR1 AT1G19550 // 1.16 0.22 0.79 0.4585134 0.6875584 -6.22 FALSE
247350_at unknown protein --- AT5G63830 -1.10 -0.14 -0.79 0.4585152 0.6875584 -6.22 FALSE
246551_at  putative protein predicted protein--- AT5G15070 1.10 0.14 0.79 0.4585866 0.6875935 -6.22 FALSE
252327_at  MTN3-like protein MtN3 gene pr --- AT3G48740 -1.14 -0.19 -0.79 0.4586988 0.6875992 -6.22 FALSE
247852_at ATGP1  ; supported by cDNA: gi_YKT61 AT5G58060 -1.09 -0.12 -0.79 0.458651 0.6875992 -6.22 FALSE
261467_at unknown protein VOZ1 AT1G28520 1.14 0.19 0.79 0.4587411 0.6875992 -6.22 FALSE
266550_s_aExpressed protein ; supported by--- AT2G35070 // -1.36 -0.44 -0.79 0.4586802 0.6875992 -6.22 FALSE
250841_at  putative protein CGI-01 protein, --- AT5G04610 -1.17 -0.22 -0.79 0.4587235 0.6875992 -6.22 FALSE
251676_at hypothetical protein --- AT3G57320 -1.14 -0.19 -0.79 0.4588605 0.6876573 -6.22 FALSE
253822_at hypothetical protein --- AT4G28410 1.08 0.12 0.79 0.4588703 0.6876573 -6.22 FALSE
246100_at  putative protein predicted protein--- --- 1.09 0.13 0.79 0.4588277 0.6876573 -6.22 FALSE
250855_at  putative protein predicted protein--- AT5G04730 1.09 0.12 0.79 0.4589311 0.6877033 -6.22 FALSE
249261_at putative protein similar to unknow--- --- 1.12 0.17 0.79 0.4589904 0.6877469 -6.22 FALSE



262814_at putative heat-shock protein stron --- AT1G11660 -1.08 -0.12 -0.79 0.4590759 0.6878298 -6.22 FALSE
249810_at unknown protein --- AT5G23920 -1.15 -0.20 -0.79 0.4591299 0.687848 -6.23 FALSE
265843_at putative acyl-CoA oxidase possibACX5 AT2G35690 -1.10 -0.13 -0.79 0.4591483 0.687848 -6.23 FALSE
253756_at Cdk-activating kinase CAK1At ; sCAK1AT AT4G28980 1.07 0.10 0.78 0.4592079 0.687892 -6.23 FALSE
246297_at  putative protein hypothetical pro --- AT3G51760 -1.14 -0.18 -0.78 0.4592755 0.687903 -6.23 FALSE
260561_at putative endochitinase --- AT2G43580 1.12 0.16 0.78 0.4592519 0.687903 -6.23 FALSE
250779_at eukaryotic translation initiation fa EIF2 ALPHAAT5G05470 -1.15 -0.20 -0.78 0.4593903 0.6879204 -6.23 FALSE
251720_at putative protein --- AT3G56160 1.19 0.26 0.78 0.4593997 0.6879204 -6.23 FALSE
257539_at hypothetical protein predicted by --- AT3G29150 1.08 0.11 0.78 0.4593817 0.6879204 -6.23 FALSE
266139_at Expressed protein ; supported by--- AT2G28085 1.20 0.27 0.78 0.4594078 0.6879204 -6.23 FALSE
257140_at  MYB family transcription factor ( MYB30 AT3G28910 -1.22 -0.28 -0.78 0.4595896 0.6881474 -6.23 FALSE
253184_at  putative protein protein kinase ABSK1 AT4G35230 1.10 0.13 0.78 0.4597391 0.6883261 -6.23 FALSE
246233_at putative protein --- AT4G36550 -1.27 -0.34 -0.78 0.4598309 0.6884185 -6.23 TRUE
264167_at unknown protein Location of EST--- AT1G02060 -1.13 -0.18 -0.78 0.4599891 0.6885992 -6.23 FALSE
255755_s_a polygalacturonase, putative simi --- AT1G43050 // 1.10 0.13 0.78 0.460012 0.6885992 -6.23 FALSE
247875_at putative protein similar to unknow--- AT5G57720 -1.10 -0.14 -0.78 0.4600598 0.6886255 -6.23 FALSE
249502_s_a expansin-like protein expansin - ATEXPA23 AT5G39280 // 1.11 0.15 0.78 0.4601286 0.6886832 -6.23 FALSE
250294_at  auxin reponsive - like protein Nt---- AT5G13380 1.09 0.12 0.78 0.4602594 0.6888339 -6.23 FALSE
251177_at  cyclophylin -like protein CDC28/ --- AT3G63400 -1.11 -0.16 -0.78 0.460323 0.6888652 -6.23 FALSE
257135_at hypothetical protein similar to oxi --- AT3G12900 1.12 0.16 0.78 0.4603408 0.6888652 -6.23 FALSE
266311_at hypothetical protein predicted by --- AT2G27130 -1.32 -0.40 -0.78 0.4604456 0.6889624 -6.23 TRUE
248867_at bHLH transcription factor --- AT5G46830 1.09 0.12 0.78 0.4604912 0.6889624 -6.23 FALSE
263852_at putative mutT domain protein ATNUDT6 AT2G04450 -1.57 -0.65 -0.78 0.4604963 0.6889624 -6.23 FALSE
245288_at transcriptional adaptor like protei ADA2B AT4G16420 -1.09 -0.12 -0.78 0.460544 0.6889862 -6.23 FALSE
258106_at ribonucleoside-diphosphate redu RNR2A AT3G23580 -1.11 -0.16 -0.78 0.4606312 0.6889862 -6.23 FALSE
262204_at unknown protein  ; supported by --- AT2G01100 -1.09 -0.12 -0.78 0.460633 0.6889862 -6.23 FALSE
256377_at hypothetical protein --- AT1G66650 1.07 0.10 0.78 0.4606238 0.6889862 -6.23 FALSE
260911_at hypothetical protein predicted by --- AT1G02490 -1.09 -0.12 -0.78 0.4608351 0.6892433 -6.23 FALSE
266776_at putative ubiquitin fusion-degrada --- AT2G29070 -1.11 -0.15 -0.78 0.4611562 0.6892756 -6.23 FALSE
267060_at unknown protein  ; supported by --- AT2G32580 -1.15 -0.20 -0.78 0.4611224 0.6892756 -6.23 FALSE
260832_at unknown protein ; supported by cGAUT6 AT1G06780 -1.10 -0.14 -0.78 0.4609511 0.6892756 -6.23 FALSE
260727_at  polygalacturonase PG1, putative--- AT1G48100 1.12 0.17 0.78 0.4611809 0.6892756 -6.23 FALSE
246749_at putative protein  ; supported by c --- AT5G27830 -1.13 -0.18 -0.78 0.4609083 0.6892756 -6.23 FALSE
265494_at putative calmodulin-like protein --- AT2G15680 -1.12 -0.17 -0.78 0.4609415 0.6892756 -6.23 FALSE
259594_at unknown protein contains similar --- AT1G28140 -1.09 -0.12 -0.78 0.4611429 0.6892756 -6.23 FALSE



247402_at  putative protein predicted protein--- AT5G62750 1.08 0.11 0.78 0.4611891 0.6892756 -6.23 FALSE
256871_at  WD-repeat protein, putative cont--- AT3G26480 1.18 0.24 0.78 0.461035 0.6892756 -6.23 FALSE
254378_at  putative protein NADH oxidoreduDER2.1 AT4G21810 -1.18 -0.24 -0.78 0.461091 0.6892756 -6.23 FALSE
249737_at putative protein similar to unknow--- AT5G24480 1.10 0.14 0.78 0.4610189 0.6892756 -6.23 FALSE
258239_at putative chlorophyll A-B binding pLHCB2.3 AT3G27690 -1.52 -0.60 -0.78 0.4612412 0.6893082 -6.23 TRUE
263690_at  putative DNA-binding protein SimAtHB23 AT1G26960 1.17 0.23 0.78 0.4613605 0.6894414 -6.23 FALSE
263370_at hypothetical protein predicted by --- AT2G20500 1.19 0.25 0.78 0.4614213 0.6894419 -6.23 FALSE
245448_at disease resistance RPP5 like proRPP4 AT4G16860 -1.10 -0.14 -0.78 0.461398 0.6894419 -6.23 FALSE
263424_at putative RING zinc finger protein --- AT2G31510 -1.09 -0.13 -0.78 0.4615384 0.6895429 -6.23 FALSE
248031_at unknown protein  ; supported by --- AT5G55640 1.07 0.10 0.78 0.4615494 0.6895429 -6.23 FALSE
263268_at unknown protein --- --- -1.09 -0.13 -0.78 0.4616047 0.6895512 -6.23 FALSE
260011_at  hypothetical protein similar to hy --- AT1G68110 -1.11 -0.16 -0.78 0.461672 0.6895512 -6.23 FALSE
257512_at unknown protein --- AT1G35250 1.08 0.11 0.78 0.4616758 0.6895512 -6.23 FALSE
245978_at  putative protein MORC microrch --- AT5G13130 1.10 0.14 0.78 0.4616329 0.6895512 -6.23 FALSE
252762_at  putative protein hypothetical pro --- AT3G42780 1.13 0.17 0.78 0.4617271 0.6895826 -6.23 FALSE
245651_s_a F5A9.18 unknown protein; simila--- AT1G24793 // 1.13 0.18 0.78 0.4618398 0.6897057 -6.23 FALSE
260661_at hypothetical protein predicted by --- AT1G19500 1.11 0.15 0.78 0.461922 0.6897833 -6.23 FALSE
256934_at unknown protein contains Pfam p--- AT3G22530 1.11 0.15 0.78 0.4619537 0.6897856 -6.23 FALSE
254594_at putative protein --- AT4G18930 -1.15 -0.21 -0.78 0.4625601 0.6901489 -6.23 FALSE
259590_at hypothetical protein contains sim --- AT1G28160 1.10 0.14 0.78 0.4623393 0.6901489 -6.23 FALSE
264973_at  nitrate transporter, putative nitra --- AT1G27040 1.11 0.16 0.78 0.46241 0.6901489 -6.23 FALSE
258888_at putative pectinesterase similar to --- AT3G05620 1.16 0.22 0.78 0.4622902 0.6901489 -6.23 FALSE
254233_at  98b like protein 98b - Daucus ca--- AT4G23800 1.16 0.21 0.78 0.4625434 0.6901489 -6.23 FALSE
252709_at  putative protein predicted protein--- AT3G43840 1.07 0.10 0.78 0.4624125 0.6901489 -6.23 FALSE
245516_at hypothetical protein --- AT4G15820 -1.11 -0.16 -0.78 0.4625146 0.6901489 -6.23 FALSE
246542_at  transcriptional regulatory - like p SNL2 AT5G15020 -1.12 -0.16 -0.78 0.4625368 0.6901489 -6.23 FALSE
260428_at putative translation initiation facto--- AT1G72340 -1.13 -0.18 -0.78 0.4623371 0.6901489 -6.23 FALSE
245563_at SNF1 like protein kinase ; supporCIPK4 AT4G14580 -1.28 -0.35 -0.78 0.4624901 0.6901489 -6.23 FALSE
253104_at  thaumatin-like protein thaumatin --- AT4G36010 1.36 0.44 0.78 0.4624721 0.6901489 -6.23 FALSE
255181_at predicted protein of unknown fun --- --- 1.10 0.14 0.78 0.4623964 0.6901489 -6.23 FALSE
254402_at  putative protein predicted protein--- AT4G21310 1.15 0.20 0.78 0.4626973 0.6902757 -6.23 FALSE
265017_at unknown protein similar to EST e--- AT1G24390 1.09 0.13 0.78 0.4627359 0.6902757 -6.23 FALSE
246022_at  putative protein predicted protein--- AT5G21110 -1.09 -0.12 -0.78 0.4627343 0.6902757 -6.23 FALSE
265600_at hypothetical protein predicted by --- --- -1.08 -0.12 -0.78 0.4627714 0.6902835 -6.23 FALSE
266875_at putative flavonol synthase --- AT2G44800 1.11 0.15 0.78 0.4628188 0.6903091 -6.23 FALSE



257589_at hypothetical protein predicted by --- AT1G55050 -1.12 -0.16 -0.78 0.4628948 0.6903322 -6.23 FALSE
249567_at  SAMT-like protein S-adenosyl-L---- AT5G38020 1.07 0.10 0.78 0.4628712 0.6903322 -6.23 FALSE
258663_at hypothetical protein --- AT3G08670 1.08 0.11 0.78 0.4631844 0.6907189 -6.23 FALSE
263393_at hypothetical protein similar to hyp--- --- 1.08 0.11 0.78 0.4632268 0.6907369 -6.23 FALSE
263213_at unknown protein Strong similarity--- AT1G30560 1.10 0.14 0.78 0.4633123 0.6908192 -6.23 FALSE
250490_at  pectin methylesterase - like prote--- AT5G09760 -1.22 -0.28 -0.78 0.4634597 0.6909939 -6.23 TRUE
250311_at unknown protein --- AT5G12240 1.07 0.10 0.78 0.4634921 0.6909971 -6.23 FALSE
267020_at hypothetical protein predicted by --- AT2G39320 1.09 0.13 0.78 0.4635634 0.6910582 -6.23 FALSE
AFFX-Athal Arabidopsis thaliana /REF=U372 --- --- 1.11 0.15 0.78 0.463744 0.6911296 -6.23 FALSE
260402_at  putative gamma-glutamyltransfe GGT3 AT1G69820 1.12 0.17 0.78 0.4637679 0.6911296 -6.23 FALSE
252434_s_a putative protein mudrA protein - --- --- 1.10 0.13 0.78 0.4636614 0.6911296 -6.23 FALSE
253528_s_a putative protein bcop gene produ--- AT4G31480 // -1.08 -0.11 -0.78 0.4638448 0.6911296 -6.23 FALSE
267389_at putative beta-glucosidase BGLU28 AT2G44460 -2.20 -1.14 -0.78 0.4638537 0.6911296 -6.23 FALSE
248577_at myrosinase binding protein-like ; --- AT5G49870 1.08 0.10 0.78 0.4638419 0.6911296 -6.23 FALSE
251307_at putative protein  ;supported by fu --- AT3G61200 1.11 0.15 0.78 0.4638319 0.6911296 -6.23 FALSE
255256_at see GB:AC003952 similar to a fa --- AT4G05080 -1.11 -0.15 -0.78 0.4637182 0.6911296 -6.23 FALSE
253102_at Expressed protein ; supported by--- AT4G36105 1.13 0.18 0.78 0.464087 0.6913869 -6.23 FALSE
246046_at  putative protein predicted protein--- --- -1.10 -0.14 -0.78 0.4640792 0.6913869 -6.23 FALSE
255965_at  14-3-3 protein (grf14), putative s --- AT1G22290 1.08 0.12 0.78 0.4641827 0.6914843 -6.23 FALSE
262833_at  cyclin, putative contains Pfam prSDS AT1G14750 1.07 0.10 0.78 0.4642189 0.691493 -6.23 FALSE
265578_at unknown protein --- AT2G20100 1.11 0.15 0.78 0.4642704 0.6915159 -6.23 FALSE
255324_s_aputative reverse transcriptase --- --- 1.07 0.10 0.78 0.4642949 0.6915159 -6.23 FALSE
248521_s_anodulin-like protein ; supported b --- AT5G50520 // -1.09 -0.13 -0.78 0.4644246 0.6916264 -6.23 FALSE
262242_at hypothetical protein predicted by --- AT1G48360 1.11 0.16 0.78 0.4644297 0.6916264 -6.23 FALSE
256848_at hypothetical protein similar to hyp--- AT3G27960 1.31 0.39 0.78 0.4645321 0.6916569 -6.23 TRUE
251619_at  putative protein hypothetical pro --- AT3G58050 -1.07 -0.10 -0.78 0.4645411 0.6916569 -6.23 FALSE
255998_at hypothetical protein contains sim --- AT1G29780 -1.08 -0.11 -0.78 0.4645388 0.6916569 -6.23 FALSE
262336_at hypothetical protein predicted be TOM7-2 AT1G64220 -1.07 -0.10 -0.78 0.4646042 0.6917057 -6.23 FALSE
245739_at  mitotic cyclin a2-type, putative siCYCA1;1 AT1G44110 -1.08 -0.11 -0.78 0.4646499 0.6917285 -6.23 FALSE
254457_at  putative protein various predicte --- AT4G21170 -1.12 -0.17 -0.77 0.4647188 0.691786 -6.23 FALSE
247142_at putative protein strong similarity t--- AT5G65570 -1.10 -0.13 -0.77 0.4648153 0.6918844 -6.23 FALSE
254491_at putative protein hypothetical prot --- AT4G20300 1.13 0.18 0.77 0.464852 0.6918938 -6.23 FALSE
265409_at unknown protein PIP2;8 AT2G16830 // 1.10 0.13 0.77 0.4649531 0.6919992 -6.23 FALSE
249214_at  beta-1,3-glucanase-like protein  --- AT5G42720 1.19 0.25 0.77 0.4651126 0.6921915 -6.23 FALSE
257971_at unknown protein similar to hypothGC6 AT3G27530 -1.15 -0.20 -0.77 0.4652454 0.6923438 -6.23 FALSE



258489_at 14-3-3 protein GF14nu (grf7) idenGRF7 AT3G02520 -1.08 -0.11 -0.77 0.4653901 0.6923778 -6.23 FALSE
265192_at hypothetical protein predicted by --- AT1G05060 1.12 0.16 0.77 0.4653894 0.6923778 -6.23 FALSE
247138_at 3-dehydroquinate synthase-like p--- AT5G66120 1.14 0.19 0.77 0.4653296 0.6923778 -6.23 FALSE
260739_at  serine carboxypeptidase precursscpl50 AT1G15000 -1.19 -0.26 -0.77 0.4653914 0.6923778 -6.23 FALSE
245496_at LET1 like protein --- AT4G16440 1.09 0.12 0.77 0.4654199 0.6923778 -6.23 FALSE
248879_at ornithine aminotransferase DELTA-OATAT5G46180 -1.12 -0.16 -0.77 0.4656214 0.692542 -6.23 TRUE
265772_at putative protein kinase contains aRKF3 AT2G48010 1.12 0.16 0.77 0.4656206 0.692542 -6.23 FALSE
256357_at hypothetical protein --- AT1G66490 -1.07 -0.09 -0.77 0.4656164 0.692542 -6.23 FALSE
253357_at  Dem -like protein Dem (defective--- AT4G33400 -1.09 -0.12 -0.77 0.4657437 0.6926777 -6.23 FALSE
253642_at hypothetical protein  ;supported b--- AT4G29960 -1.11 -0.15 -0.77 0.4657734 0.6926777 -6.23 FALSE
253376_at  hypothetical protein Arabidopsis --- AT4G33290 1.07 0.10 0.77 0.4658942 0.6928122 -6.23 FALSE
265347_at similar to mammalian MHC III regSUVH6 AT2G22740 -1.07 -0.10 -0.77 0.4659407 0.6928363 -6.23 FALSE
246383_at hypothetical protein predicted by --- AT1G77360 -1.16 -0.22 -0.77 0.4663187 0.693353 -6.24 FALSE
267484_at  E2, ubiquitin-conjugating enzym ATUBC2 AT2G02760 -1.09 -0.12 -0.77 0.4663736 0.6933895 -6.24 FALSE
262951_at  nodulin-like protein similar to MtN--- AT1G75500 -1.12 -0.16 -0.77 0.4665039 0.6934476 -6.24 FALSE
259259_at spindly (gibberellin signal transduSPY AT3G11540 -1.09 -0.13 -0.77 0.4665001 0.6934476 -6.24 FALSE
248254_at receptor protein kinase-like prote --- AT5G53320 -1.12 -0.16 -0.77 0.4665022 0.6934476 -6.24 FALSE
258575_at putative O-linked GlcNAc transfe SEC AT3G04240 1.08 0.12 0.77 0.4665982 0.6934522 -6.24 FALSE
245286_at cytosolic O-acetylserine(thiol)lyasOASA1 AT4G14880 1.09 0.13 0.77 0.4665474 0.6934522 -6.24 FALSE
264423_at hypothetical protein predicted by --- AT1G61690 -1.11 -0.15 -0.77 0.4665893 0.6934522 -6.24 FALSE
264964_at hypothetical protein predicted by --- AT1G60460 1.11 0.15 0.77 0.466637 0.6934648 -6.24 FALSE
245993_at  putative protein predicted protein--- AT5G20700 -1.15 -0.20 -0.77 0.4666913 0.6935003 -6.24 FALSE
246798_at  putative protein various predicte --- AT5G26930 1.08 0.11 0.77 0.4667678 0.6935688 -6.24 FALSE
254196_at putative protein --- AT4G24030 1.12 0.16 0.77 0.466854 0.6935854 -6.24 FALSE
260802_at  exopolygalacturonase, putative s--- AT1G78400 1.07 0.10 0.77 0.4668702 0.6935854 -6.24 FALSE
264110_at unknown protein --- --- -1.07 -0.10 -0.77 0.4668108 0.6935854 -6.24 FALSE
266056_at hypothetical protein predicted by ATATG18CAT2G40810 -1.08 -0.11 -0.77 0.4669178 0.6936109 -6.24 FALSE
266546_at putative AT-hook DNA-binding pr--- AT2G35270 1.08 0.11 0.77 0.467181 0.6939566 -6.24 FALSE
248397_at unknown protein --- AT5G52140 1.09 0.13 0.77 0.4673291 0.6939603 -6.24 FALSE
251925_at hypothetical protein  ;supported b--- AT3G54000 1.15 0.20 0.77 0.4674225 0.6939603 -6.24 FALSE
254243_at  serine/threonine kinase - like proCRK13 AT4G23210 1.49 0.58 0.77 0.4674423 0.6939603 -6.24 FALSE
262179_at hypothetical protein predicted by AGL66 AT1G77980 1.11 0.15 0.77 0.4675174 0.6939603 -6.24 FALSE
258083_at Expressed protein ; supported by--- AT3G25855 -1.10 -0.14 -0.77 0.4674729 0.6939603 -6.24 FALSE
265001_at hypothetical protein contains sim --- AT1G67350 -1.09 -0.12 -0.77 0.4673782 0.6939603 -6.24 FALSE
247337_at putative protein similar to unknowPDF2.5 AT5G63660 -1.07 -0.10 -0.77 0.4675628 0.6939603 -6.24 FALSE



252139_at  putative protein hypothetical pro --- AT3G51050 -1.09 -0.12 -0.77 0.4673273 0.6939603 -6.24 FALSE
246938_at cyclin 3a CYCA2;1 AT5G25380 1.11 0.15 0.77 0.467579 0.6939603 -6.24 FALSE
260474_at lysophospholipase isolog --- AT1G11090 -1.10 -0.14 -0.77 0.4675575 0.6939603 -6.24 FALSE
264979_s_a disease resistance protein, putat--- AT1G27170 // 1.11 0.15 0.77 0.4673943 0.6939603 -6.24 FALSE
245538_at p140mDia like protein --- AT4G15200 -1.09 -0.13 -0.77 0.4673909 0.6939603 -6.24 FALSE
258864_at unknown protein --- AT3G03210 -1.12 -0.16 -0.77 0.4673982 0.6939603 -6.24 FALSE
263281_at putative glycine-rich RNA-binding--- AT2G14160 1.09 0.12 0.77 0.4676233 0.693981 -6.24 FALSE
265222_at putative endosomal protein  ; sup--- AT2G01970 1.07 0.10 0.77 0.4676868 0.693985 -6.24 FALSE
246639_x_a adenylate kinase -like protein pre--- --- 1.09 0.13 0.77 0.4676669 0.693985 -6.24 FALSE
262457_at hypothetical protein similar to hyp--- AT1G11200 1.16 0.22 0.77 0.4678522 0.6940911 -6.24 FALSE
249262_at putative protein similar to unknow--- AT5G41720 1.09 0.12 0.77 0.4678586 0.6940911 -6.24 FALSE
249185_at CHP-rich zinc finger protein-like --- AT5G43030 1.09 0.13 0.77 0.4678671 0.6940911 -6.24 FALSE
257711_at  20S proteasome beta subunit (PPBB1 AT3G27430 1.10 0.13 0.77 0.4678801 0.6940911 -6.24 FALSE
245600_at hypothetical protein --- AT4G14230 -1.12 -0.16 -0.77 0.4679726 0.6941381 -6.24 FALSE
262424_at hypothetical protein predicted by --- AT1G47680 -1.08 -0.11 -0.77 0.4679586 0.6941381 -6.24 FALSE
247359_at acyltransferase-like protein ;supp--- AT5G63560 1.11 0.15 0.77 0.4680393 0.6941918 -6.24 FALSE
248781_at putative protein similar to unknow--- AT5G47870 1.21 0.27 0.77 0.4681541 0.6942718 -6.24 FALSE
259803_at  cytosolic factor, putative similar tPATL1 AT1G72150 -1.09 -0.12 -0.77 0.4681281 0.6942718 -6.24 FALSE
248787_at putative protein similar to unknow--- AT5G47420 1.14 0.19 0.77 0.4682601 0.6943838 -6.24 FALSE
244958_at hypothetical protein --- --- 1.08 0.11 0.77 0.4683116 0.694415 -6.24 FALSE
249869_at acetyl-CoA synthetase-like proteiAAE17 AT5G23050 1.14 0.19 0.77 0.4684155 0.6944338 -6.24 FALSE
259781_at  reverse transcriptase, putative s --- --- 1.10 0.14 0.77 0.4683991 0.6944338 -6.24 FALSE
253774_at  NAM / CUC2 -like protein No ap anac074 AT4G28530 1.16 0.22 0.77 0.4683562 0.6944338 -6.24 FALSE
251249_at  putative protein 10-deacetylbacc--- AT3G62160 -1.10 -0.13 -0.77 0.4686966 0.6947151 -6.24 FALSE
251420_at  transcription factor - like protein --- AT3G60490 1.13 0.17 0.77 0.4686921 0.6947151 -6.24 FALSE
254090_at  MtN3 - like protein MtN3 (induce--- AT4G25010 1.11 0.15 0.77 0.4686552 0.6947151 -6.24 FALSE
265497_at putative non-LTR retroelement re--- --- 1.22 0.29 0.77 0.4688125 0.6948417 -6.24 FALSE
265859_at hypothetical protein predicted by --- --- -1.09 -0.12 -0.77 0.4689611 0.6950167 -6.24 FALSE
249787_at putative protein contains similarit --- AT5G24320 -1.08 -0.11 -0.77 0.4690809 0.6950347 -6.24 FALSE
261111_at  homeodomain protein BELL1, puBLH11 AT1G75430 1.07 0.10 0.77 0.4691125 0.6950347 -6.24 FALSE
264498_at Expressed protein ; supported byDIS2 AT1G30825 -1.10 -0.14 -0.77 0.4691197 0.6950347 -6.24 FALSE
247062_at putative protein similar to unknow--- AT5G66810 -1.19 -0.25 -0.77 0.4691256 0.6950347 -6.24 FALSE
259413_at hypothetical protein contains sim --- AT1G02320 -1.08 -0.12 -0.77 0.4690673 0.6950347 -6.24 FALSE
249094_at dimethylaniline monooxygenase-YUC5 AT5G43890 1.11 0.15 0.77 0.4692295 0.6951435 -6.24 FALSE
251436_at  putative protein hypothetical pro ARGOS AT3G59900 -1.51 -0.60 -0.77 0.4694036 0.6953562 -6.24 FALSE



255892_at hypothetical protein contains sim --- AT1G17910 1.08 0.11 0.77 0.4694623 0.6953981 -6.24 FALSE
246244_at receptor kinase-like protein --- AT4G37250 1.08 0.12 0.77 0.4695105 0.6954219 -6.24 FALSE
256868_at  eukaryotic translation initiation faEIF4B1 AT3G26400 1.16 0.22 0.77 0.4695394 0.6954219 -6.24 FALSE
246541_at  ubiquitin-fusion degradation prot --- AT5G15400 -1.09 -0.12 -0.77 0.4696533 0.6955327 -6.24 FALSE
250940_at putative protein --- AT5G03310 1.08 0.11 0.77 0.4696751 0.6955327 -6.24 FALSE
264526_at  putative calcium ATPase very si ECA3 AT1G10130 -1.10 -0.14 -0.77 0.469949 0.6957011 -6.24 FALSE
255056_at  putative protein helix-loop-helix pTT8 AT4G09820 1.07 0.10 0.77 0.4699909 0.6957011 -6.24 FALSE
257384_at unknown protein --- AT2G15110 1.09 0.12 0.77 0.4699513 0.6957011 -6.24 FALSE
263894_at putative cytochrome P450 CYP96A5 AT2G21910 -1.10 -0.13 -0.77 0.469898 0.6957011 -6.24 FALSE
260099_at unknown protein  ;supported by f --- AT1G73180 -1.08 -0.11 -0.77 0.4699184 0.6957011 -6.24 FALSE
261215_at  subtilase, putative similar to sub --- AT1G32970 1.08 0.11 0.77 0.4700329 0.6957011 -6.24 FALSE
249349_at putative transcription factor MYB MYB24 AT5G40350 1.09 0.12 0.77 0.4700212 0.6957011 -6.24 FALSE
262469_s_ahypothetical protein identical to h --- AT1G50190 // -1.08 -0.11 -0.77 0.4699395 0.6957011 -6.24 FALSE
257519_at unknown protein --- AT3G01210 -1.10 -0.14 -0.77 0.470081 0.6957272 -6.24 FALSE
263067_at hypothetical protein predicted by --- AT2G17550 -1.16 -0.21 -0.77 0.4701321 0.6957357 -6.24 FALSE
256543_at unknown protein supported by fu --- AT1G42480 -1.10 -0.14 -0.77 0.4701477 0.6957357 -6.24 FALSE
252063_at  lipid transfer protein-like protein LTP12 AT3G51590 1.09 0.13 0.77 0.4701817 0.6957408 -6.24 FALSE
257110_x_ahypothetical protein --- --- 1.11 0.15 0.76 0.4702449 0.6957441 -6.24 FALSE
264497_at hypothetical protein predicted by ATPUP4 AT1G30840 1.13 0.18 0.77 0.4702355 0.6957441 -6.24 FALSE
245414_at hypothetical protein --- AT4G17310 -1.11 -0.15 -0.76 0.4703842 0.695905 -6.24 FALSE
247451_at MYB99  ; supported by cDNA: gi_ATMYB99 AT5G62320 -1.10 -0.14 -0.76 0.4705758 0.6961434 -6.24 FALSE
261682_at unknown protein similar to hypoth--- AT1G47330 -1.11 -0.15 -0.76 0.4706513 0.6961648 -6.24 FALSE
259633_at hypothetical protein --- AT1G56500 -1.12 -0.16 -0.76 0.4706433 0.6961648 -6.24 FALSE
259446_at hypothetical protein contains sim --- AT1G02410 1.12 0.16 0.76 0.4706871 0.6961725 -6.24 FALSE
258360_at hypothetical protein predicted by --- AT3G14250 1.09 0.12 0.76 0.4707346 0.6961976 -6.24 FALSE
257427_at hypothetical protein predicted by --- AT1G79060 1.15 0.21 0.76 0.4708789 0.6962466 -6.24 FALSE
253851_at putative transcription factor MYB4AtMYB41 AT4G28110 1.11 0.14 0.76 0.4708535 0.6962466 -6.24 FALSE
260184_s_a putative protein predicted protein--- --- 1.07 0.10 0.76 0.4708898 0.6962466 -6.24 FALSE
246333_at  proteinkinase AtPP -like protein --- AT3G44840 1.09 0.13 0.76 0.4708885 0.6962466 -6.24 FALSE
254042_at  xyloglucan endo-1,4-beta-D-glucXTR6 AT4G25810 1.50 0.59 0.76 0.4709493 0.6962895 -6.24 FALSE
264450_s_aunknown protein similar to hypothSNL6 AT1G10250 // -1.15 -0.20 -0.76 0.4710147 0.6962959 -6.24 FALSE
250661_at nucleoid DNA-binding-like protein--- AT5G07030 1.68 0.75 0.76 0.4710017 0.6962959 -6.24 FALSE
246571_at putative protein --- AT5G15000 1.07 0.09 0.76 0.4711113 0.6963033 -6.24 FALSE
264626_at unknown protein AS2 AT1G65620 1.14 0.19 0.76 0.4710583 0.6963033 -6.24 FALSE
258938_at germin-like protein similar to germ--- AT3G10080 -1.47 -0.55 -0.76 0.4711033 0.6963033 -6.24 FALSE



261461_at hypothetical protein predicted by --- AT1G07860 1.10 0.14 0.76 0.4712683 0.6964615 -6.24 FALSE
253134_at  putative protein procollagen-prol --- AT4G35820 1.08 0.11 0.76 0.4712794 0.6964615 -6.24 FALSE
252864_at  putative protein regulatory protei--- AT4G39740 -1.17 -0.23 -0.76 0.4713778 0.6965567 -6.24 FALSE
245858_at  CER1-like protein CER1-like, A.t--- AT5G28280 -1.10 -0.13 -0.76 0.4714049 0.6965567 -6.24 FALSE
260866_at  polyprotein, putative similar to po--- --- 1.10 0.13 0.76 0.4714675 0.6966041 -6.24 FALSE
256431_s_aputative disease resistance proteAtRLP34 AT3G11010 // 1.19 0.25 0.76 0.471677 0.6968684 -6.24 FALSE
250113_at putative protein similar to unknowFRL1 AT5G16320 1.09 0.12 0.76 0.4719574 0.6972375 -6.24 FALSE
254231_at  putative protein AR411 - ArabidoWRKY53 AT4G23810 1.61 0.69 0.76 0.471988 0.6972376 -6.24 FALSE
262562_at hypothetical protein predicted by --- AT1G34220 -1.08 -0.11 -0.76 0.4723025 0.6976571 -6.24 FALSE
267230_at unknown protein ARL AT2G44080 -1.57 -0.65 -0.76 0.4723771 0.6977167 -6.24 FALSE
247424_at  LIM7 - like protein LIM7, Lilium loAtVEX1 AT5G62850 1.09 0.13 0.76 0.4724041 0.6977167 -6.24 FALSE
264288_at Expressed protein ; supported by--- AT1G62045 -1.09 -0.12 -0.76 0.4724766 0.6977787 -6.24 FALSE
266144_at hypothetical protein --- AT2G12170 -1.08 -0.11 -0.76 0.472692 0.6980515 -6.24 FALSE
262186_at hypothetical protein --- AT1G77960 1.20 0.27 0.76 0.4727263 0.698057 -6.24 FALSE
247022_at unknown protein --- AT5G67050 -1.08 -0.11 -0.76 0.4728235 0.6981554 -6.24 FALSE
244991_s_aNADH dehydrogenase ND2 --- --- -1.09 -0.12 -0.76 0.4729418 0.698242 -6.24 FALSE
259886_at putative protein kinase similar to --- AT1G76370 1.08 0.11 0.76 0.4729434 0.698242 -6.24 FALSE
249052_at antifungal protein-like (PDF1.2) PDF1.2 AT5G44420 -1.45 -0.54 -0.76 0.4730943 0.6983319 -6.25 TRUE
260392_at putative enolase similar to ENOL--- AT1G74030 1.58 0.66 0.76 0.4730961 0.6983319 -6.25 FALSE
251635_at endo-polygalacturonase ADPG1 AT3G57510 1.11 0.16 0.76 0.4730841 0.6983319 -6.25 FALSE
249684_s_acytochrome P450-like --- AT5G36110 // 1.08 0.11 0.76 0.4731421 0.6983546 -6.25 FALSE
247874_at 101 kDa heat shock protein; HSP--- AT5G57710 1.14 0.19 0.76 0.4734129 0.6986187 -6.25 FALSE
255237_at hypothetical protein --- --- 1.08 0.10 0.76 0.4734053 0.6986187 -6.25 FALSE
251587_at hypothetical protein --- AT3G58080 1.15 0.20 0.76 0.4733727 0.6986187 -6.25 FALSE
254099_at protein-methionine-S-oxide reduc--- AT4G25130 -1.14 -0.18 -0.76 0.4735105 0.6986723 -6.25 FALSE
262384_at  disease resistance protein, putat--- AT1G72950 -1.12 -0.17 -0.76 0.4734877 0.6986723 -6.25 FALSE
267449_at hypothetical protein predicted by --- AT2G33690 1.07 0.10 0.76 0.4735416 0.698673 -6.25 FALSE
261117_at unknown protein AUL1 AT1G75310 1.15 0.20 0.76 0.4739409 0.6987386 -6.25 TRUE
262634_at unknown protein ; supported by c--- AT1G06690 -1.25 -0.32 -0.76 0.4737765 0.6987386 -6.25 TRUE
259950_at  hypothetical protein predicted by--- AT1G71410 1.10 0.13 0.76 0.4737064 0.6987386 -6.25 FALSE
249088_at selenium-binding protein-like --- AT5G44230 -1.13 -0.17 -0.76 0.4739182 0.6987386 -6.25 FALSE
254053_s_a SRG1-like protein strong homolo--- AT4G25300 // -1.17 -0.23 -0.76 0.4737991 0.6987386 -6.25 FALSE
260389_at Expressed protein ; supported by--- AT1G74055 -1.14 -0.19 -0.76 0.4740068 0.6987386 -6.25 FALSE
249969_at  putative protein glycine-rich prot --- AT5G19090 -1.17 -0.23 -0.76 0.4739763 0.6987386 -6.25 FALSE
267150_at putative anthranilate N-hydroxyciSDT AT2G23510 -1.07 -0.10 -0.76 0.4738141 0.6987386 -6.25 FALSE



262045_at hypothetical protein predicted by --- AT1G80240 // -1.15 -0.20 -0.76 0.4737027 0.6987386 -6.25 FALSE
256947_at hypothetical protein contains Pfa POK2 AT3G19050 -1.07 -0.10 -0.76 0.473839 0.6987386 -6.25 FALSE
256359_at  protein kinase, putative contains --- AT1G66460 1.08 0.10 0.76 0.4737571 0.6987386 -6.25 FALSE
246692_at  putative protein predicted protein--- --- 1.11 0.15 0.76 0.4739202 0.6987386 -6.25 FALSE
259870_at putative heat shock protein predi --- AT1G76780 -1.07 -0.10 -0.76 0.4739163 0.6987386 -6.25 FALSE
257947_at putative isocitrate lyase similar toICL AT3G21720 -1.12 -0.16 -0.76 0.4740149 0.6987386 -6.25 FALSE
249484_at  cytochrome P450 - like protein cBR6OX1 AT5G38970 -1.08 -0.11 -0.76 0.4740792 0.698743 -6.25 FALSE
266975_at hypothetical protein predicted by ATEXO70HAT2G39380 1.22 0.28 0.76 0.4740777 0.698743 -6.25 FALSE
249725_at unknown protein --- AT5G35470 -1.08 -0.11 -0.76 0.4741609 0.6988182 -6.25 FALSE
264564_at hypothetical protein predicted by --- AT1G05290 -1.07 -0.09 -0.76 0.4742503 0.6989049 -6.25 FALSE
256531_at  cystathionine gamma-synthase, --- AT1G33320 1.08 0.11 0.76 0.4743306 0.698978 -6.25 FALSE
263993_at hypothetical protein predicted by --- --- 1.10 0.14 0.76 0.4744138 0.6990103 -6.25 FALSE
252050_at hypothetical protein --- AT3G52550 1.11 0.15 0.76 0.4743857 0.6990103 -6.25 FALSE
255901_at  GDP-L-fucose synthetase, putat GER2 AT1G17890 1.14 0.19 0.76 0.4745023 0.6990955 -6.25 FALSE
248618_at myb-related transcription factor AtMYB78 AT5G49620 1.10 0.14 0.76 0.4745417 0.6991085 -6.25 FALSE
257841_at  nitrate transporter, putative simil --- AT3G25260 1.08 0.11 0.76 0.4746595 0.6992368 -6.25 FALSE
249267_at putative protein contains similarit BTI3 AT5G41600 -1.15 -0.20 -0.76 0.4748561 0.6994812 -6.25 FALSE
251351_s_aCaLB protein NTMC2T4 AT3G60950 // -1.09 -0.13 -0.76 0.4749349 0.6995522 -6.25 FALSE
248323_at unknown protein --- AT5G52770 1.07 0.09 0.76 0.4750097 0.6996172 -6.25 FALSE
265322_at hypothetical protein predicted by --- AT2G18270 -1.07 -0.10 -0.76 0.4751562 0.6997685 -6.25 FALSE
257992_at hypothetical protein similar to hyp--- AT3G19880 -1.12 -0.16 -0.76 0.4751738 0.6997685 -6.25 FALSE
257766_at  auxin-inducible gene (IAA2) idenIAA2 AT3G23030 -1.15 -0.20 -0.76 0.4754369 0.7000203 -6.25 TRUE
251051_at  putative zinc finger protein zinc f --- AT5G02460 -1.10 -0.13 -0.76 0.4754332 0.7000203 -6.25 FALSE
251977_at  putative protein auxin-induced p --- AT3G53250 1.07 0.10 0.76 0.475401 0.7000203 -6.25 FALSE
264399_at  postsynaptic protein CRIPT, puta--- AT1G61780 -1.07 -0.09 -0.76 0.4755924 0.7001783 -6.25 FALSE
254456_at  putative protein ribophorin II precHAP6 AT4G21150 -1.11 -0.15 -0.76 0.4756055 0.7001783 -6.25 FALSE
252151_at putative protein several hypothet --- AT3G51320 -1.07 -0.10 -0.76 0.4757177 0.7002983 -6.25 FALSE
250846_at sulphite reductase  ; supported b SIR AT5G04590 -1.18 -0.23 -0.75 0.4758811 0.700461 -6.25 FALSE
257156_at hypothetical protein predicted by --- AT3G24260 -1.08 -0.11 -0.75 0.4758897 0.700461 -6.25 FALSE
246157_at  cytochrome-b5 reductase - like p--- AT5G20080 1.12 0.16 0.75 0.4760098 0.7005925 -6.25 FALSE
249855_at unknown protein --- AT5G22970 1.09 0.12 0.75 0.4760644 0.7006277 -6.25 FALSE
245012_at NADH dehydrogenase D3 --- --- -1.12 -0.16 -0.75 0.4762044 0.700733 -6.25 FALSE
266276_at putative tropinone reductase TRI AT2G29330 -1.07 -0.10 -0.75 0.4762177 0.700733 -6.25 FALSE
252382_at  ABC-type transport protein-like pATH5 AT3G47770 -1.07 -0.10 -0.75 0.4762281 0.700733 -6.25 FALSE
262211_at  AP2 domain containing protein, ORA47 AT1G74930 1.38 0.46 0.75 0.4763472 0.7008178 -6.25 FALSE



245523_at drought-induced protein like ATDI21 AT4G15910 1.13 0.17 0.75 0.4763377 0.7008178 -6.25 FALSE
252379_at  ABC-type transport protein-like pATH1 AT3G47730 1.09 0.13 0.75 0.4764726 0.7009077 -6.25 FALSE
252892_at hypothetical protein --- AT4G39420 1.08 0.10 0.75 0.4764495 0.7009077 -6.25 FALSE
AFFX-Athal Arabidopsis thaliana /REF=U372 --- --- -1.08 -0.11 -0.75 0.4765005 0.7009077 -6.25 FALSE
265387_at unknown protein  ;supported by f --- AT2G20670 1.26 0.33 0.75 0.4765922 0.7009975 -6.25 FALSE
260194_at hypothetical protein similar to hyp--- AT1G67530 -1.17 -0.23 -0.75 0.4767705 0.7012145 -6.25 FALSE
261315_at  AP2 domain containing protein, ERF8 AT1G53170 1.20 0.27 0.75 0.4768776 0.7012364 -6.25 TRUE
260776_at  zinc finger protein, putative simil --- AT1G14580 -1.23 -0.29 -0.75 0.4768426 0.7012364 -6.25 FALSE
254450_at  putative protein prolamin box bin--- AT4G21080 1.09 0.12 0.75 0.4768615 0.7012364 -6.25 FALSE
250219_at putative protein similar to unknowMPL1 AT5G14180 -1.23 -0.30 -0.75 0.4769419 0.7012857 -6.25 FALSE
261434_at  receptor-like serine/threonine kin--- AT1G07650 1.14 0.19 0.75 0.4770688 0.701356 -6.25 FALSE
251566_at putative protein several hypothet --- AT3G58210 1.07 0.10 0.75 0.4770296 0.701356 -6.25 FALSE
258913_at  unknown protein similar to putati--- AT3G06450 -1.13 -0.17 -0.75 0.477082 0.701356 -6.25 FALSE
260433_at MtN21-like protein similar to MtN --- AT1G68170 -1.10 -0.13 -0.75 0.4773958 0.7017721 -6.25 FALSE
245629_at hypothetical protein predicted by --- AT1G56580 -1.12 -0.16 -0.75 0.4779253 0.7019661 -6.25 TRUE
263126_at hypothetical protein predicted by --- AT1G78460 -1.33 -0.41 -0.75 0.477737 0.7019661 -6.25 TRUE
263449_at unknown protein AtRABA5d AT2G31670 // 1.08 0.11 0.75 0.4778544 0.7019661 -6.25 FALSE
247075_at putative protein contains similarit PLP3b AT5G66410 -1.10 -0.14 -0.75 0.4779445 0.7019661 -6.25 FALSE
258924_at  putative diadenosine 5',5'''-P1,P4ATNUDX26AT3G10620 -1.08 -0.11 -0.75 0.4777683 0.7019661 -6.25 FALSE
249957_at  putative protein predicted protein--- AT5G18900 -1.11 -0.15 -0.75 0.4778072 0.7019661 -6.25 FALSE
266607_at hypothetical protein predicted by --- AT2G46300 1.10 0.14 0.75 0.4779384 0.7019661 -6.25 FALSE
266301_at putative MYB family transcriptionAtMYB81 AT2G26960 1.13 0.18 0.75 0.4777476 0.7019661 -6.25 FALSE
260304_at unknown protein identical to mos --- AT1G70480 1.15 0.20 0.75 0.4779382 0.7019661 -6.25 FALSE
255845_at putative cinnamoyl-CoA reductas--- AT2G33600 -1.14 -0.19 -0.75 0.4778737 0.7019661 -6.25 FALSE
264145_at  latex-abundant protein, putative AtMC7 AT1G79310 1.07 0.10 0.75 0.4777971 0.7019661 -6.25 FALSE
246081_s_a myosin-like protein unconvention--- AT5G20470 // 1.14 0.19 0.75 0.4779586 0.7019661 -6.25 FALSE
259894_at hypothetical protein predicted by --- AT1G71430 -1.10 -0.14 -0.75 0.4775854 0.7019661 -6.25 FALSE
265616_at hypothetical protein predicted by --- AT2G25500 1.07 0.10 0.75 0.4776117 0.7019661 -6.25 FALSE
248888_at potassium channel protein KAT1 KAT1 AT5G46240 1.24 0.32 0.75 0.4780296 0.7020251 -6.25 FALSE
251058_at putative protein --- AT5G01790 1.35 0.43 0.75 0.4783945 0.7020748 -6.25 FALSE
253013_at  heat shock protein 70 like proteinmtHsc70-1 AT4G37910 -1.18 -0.24 -0.75 0.4784266 0.7020748 -6.25 TRUE
252416_at  chromosome assembly protein hATSMC2 AT3G47460 1.07 0.09 0.75 0.4782255 0.7020748 -6.25 FALSE
263769_at 5S ribosomal RNA --- --- 1.10 0.14 0.75 0.4783401 0.7020748 -6.25 FALSE
257684_s_a unknown protein contains Pfam VCS AT3G13290 // -1.10 -0.14 -0.75 0.4782186 0.7020748 -6.25 FALSE
246358_x_ahypothetical protein --- AT2G06570 1.09 0.13 0.75 0.4784219 0.7020748 -6.25 FALSE



264478_at hypothetical protein predicted by --- AT1G77270 1.08 0.11 0.75 0.4784327 0.7020748 -6.25 FALSE
246972_s_a cytochrome P-450-like protein cyCYP71A14 AT5G24950 // -1.20 -0.27 -0.75 0.47825 0.7020748 -6.25 FALSE
245564_at hypothetical protein emb2739 AT4G14590 1.10 0.14 0.75 0.4783782 0.7020748 -6.25 FALSE
249437_at putative protein predicted protein --- AT5G39990 1.11 0.15 0.75 0.4783306 0.7020748 -6.25 FALSE
253081_at  putative protein F35D11.3, Caen--- AT4G36210 1.11 0.15 0.75 0.4782886 0.7020748 -6.25 FALSE
244994_at NADH dehydrogenase ND5 --- --- -1.11 -0.15 -0.75 0.4781169 0.7020748 -6.25 FALSE
254954_at hypothetical protein  ;supported b--- AT4G10910 -1.27 -0.34 -0.75 0.4786059 0.70226 -6.25 TRUE
261184_at  pol polyprotein, putative similar t --- --- 1.10 0.14 0.75 0.4786205 0.70226 -6.25 FALSE
264033_at hypothetical protein predicted by --- AT2G03580 1.10 0.14 0.75 0.4787305 0.7023762 -6.25 FALSE
259201_at hypothetical protein predicted usi--- AT3G09080 1.13 0.17 0.75 0.4788682 0.702498 -6.25 FALSE
245189_at F12A21.18 hypothetical protein --- AT1G67670 1.07 0.10 0.75 0.4788751 0.702498 -6.25 FALSE
249471_at  putative protein predicted proteinEDL2 AT5G39360 1.13 0.17 0.75 0.4789095 0.7025033 -6.25 FALSE
258433_at translationally controlled tumor prTCTP AT3G16640 -1.11 -0.14 -0.75 0.4792305 0.7026667 -6.25 FALSE
249059_at subtilisin-like serine protease con--- AT5G44530 1.15 0.20 0.75 0.4792441 0.7026667 -6.25 FALSE
248310_at putative protein similar to unknowCPuORF14AT5G52550 // -1.08 -0.11 -0.75 0.4791767 0.7026667 -6.25 FALSE
246720_at  putative protein predicted protein--- AT5G28950 1.06 0.09 0.75 0.4791996 0.7026667 -6.25 FALSE
263360_at unknown protein --- AT2G03830 -1.09 -0.12 -0.75 0.4792801 0.7026667 -6.25 FALSE
265598_at putative protein phosphatase 2C --- AT2G14270 1.09 0.12 0.75 0.4790664 0.7026667 -6.25 FALSE
246648_at putative protein predicted protein --- --- 1.09 0.12 0.75 0.4792478 0.7026667 -6.25 FALSE
260864_at hypothetical protein predicted by --- --- -1.09 -0.13 -0.75 0.4791452 0.7026667 -6.25 FALSE
253211_at  amidase - like protein amidase, --- AT4G34880 1.08 0.11 0.75 0.4792981 0.7026667 -6.25 FALSE
251301_at cytochrome p450 (CYP78A9)  ;suCYP78A9 AT3G61880 1.10 0.14 0.75 0.479373 0.7026838 -6.25 FALSE
247305_at Expressed protein ; supported by--- AT5G63905 1.26 0.33 0.75 0.4794585 0.7026838 -6.25 FALSE
248052_at putative protein contains similarit --- AT5G55800 1.09 0.13 0.75 0.4794947 0.7026838 -6.25 FALSE
265565_at putative retroelement pol polypro --- --- 1.09 0.12 0.75 0.4794746 0.7026838 -6.25 FALSE
263176_at  UDP-glucose:indole-3-acetate b UGT75B2 AT1G05530 1.08 0.12 0.75 0.4794867 0.7026838 -6.25 FALSE
253454_at Expressed protein ; supported by--- AT4G31875 1.16 0.21 0.75 0.4794505 0.7026838 -6.25 FALSE
260024_at  beta-1,3-glucanase precursor, p --- AT1G30080 -1.07 -0.10 -0.75 0.4795378 0.7027019 -6.25 FALSE
251017_at  protein phosphatase - like protei --- AT5G02760 -1.66 -0.73 -0.75 0.4795992 0.7027159 -6.25 TRUE
265308_at putative protein kinase contains aALE2 AT2G20300 -1.07 -0.10 -0.75 0.479609 0.7027159 -6.25 FALSE
257934_at  serine carboxypeptidase, putativscpl21 AT3G25420 1.13 0.18 0.75 0.4797759 0.7028732 -6.25 FALSE
254397_at  gibberellin 3 beta-hydroxylase - GA3OX3 AT4G21690 1.16 0.22 0.75 0.4797779 0.7028732 -6.25 FALSE
259855_at putative asparaginyl-tRNA synthe--- AT1G68420 -1.09 -0.12 -0.75 0.4798918 0.7029948 -6.25 FALSE
255314_at putative transposon protein --- --- -1.10 -0.14 -0.75 0.4799645 0.7030561 -6.25 FALSE
249559_at putative protein --- AT5G38320 -1.13 -0.17 -0.75 0.4800721 0.7031686 -6.25 FALSE



265915_at En/Spm-like transposon protein r --- --- -1.08 -0.10 -0.75 0.4801365 0.7032166 -6.25 FALSE
247308_at receptor-like protein kinase --- AT5G63930 1.09 0.12 0.75 0.4801665 0.7032166 -6.26 FALSE
266680_s_ahypothetical protein predicted by --- AT2G19850 // 1.07 0.10 0.75 0.4803459 0.703389 -6.26 FALSE
259807_at hypothetical protein predicted by --- AT1G47920 1.08 0.11 0.75 0.4803383 0.703389 -6.26 FALSE
265872_at unknown protein  ;supported by f atnudt17 AT2G01670 -1.13 -0.18 -0.75 0.4804673 0.7035215 -6.26 FALSE
263677_at unknown protein PDLP2 AT1G04520 1.09 0.13 0.75 0.480659 0.7037188 -6.26 FALSE
245429_at Bax inhibitor-1-like protein --- AT4G17580 1.07 0.10 0.75 0.4806945 0.7037188 -6.26 FALSE
260711_at  myosin, putative similar to myos MYA1 AT1G17580 -1.10 -0.14 -0.75 0.4806825 0.7037188 -6.26 FALSE
264994_at hypothetical protein contains sim --- AT1G67270 1.08 0.11 0.75 0.4807556 0.7037238 -6.26 FALSE
248485_at calcium-binding transporter-like p--- AT5G51050 1.13 0.18 0.75 0.4807839 0.7037238 -6.26 FALSE
252258_at putative protein several hypothet --- AT3G49450 1.11 0.15 0.75 0.4807905 0.7037238 -6.26 FALSE
267570_at  putative RNA helicase A identicaHVT1 AT2G30800 -1.10 -0.14 -0.75 0.4808372 0.7037469 -6.26 FALSE
255271_at putative protein (ubiquitin like) to --- AT4G05260 1.09 0.13 0.75 0.4809537 0.7038724 -6.26 FALSE
255921_at hypothetical protein contains Pfa APUM8 AT1G22240 1.09 0.12 0.75 0.4810492 0.703967 -6.26 FALSE
252669_at  putative protein hypothetical pro --- AT3G44100 -1.09 -0.12 -0.75 0.4810825 0.7039704 -6.26 FALSE
261944_at unknown protein --- AT1G64650 -1.12 -0.16 -0.75 0.4811383 0.704007 -6.26 FALSE
264005_at unknown protein  ; supported by AGP2 AT2G22470 1.59 0.67 0.75 0.4811794 0.7040219 -6.26 FALSE
262227_s_a 26S proteasome ATPase subun --- AT1G53750 // -1.08 -0.11 -0.75 0.4812544 0.7040413 -6.26 FALSE
257850_at putative protein kinase leucine-ricSRF4 AT3G13065 -1.08 -0.11 -0.75 0.48123 0.7040413 -6.26 FALSE
255417_at  F-box protein GRR1-like protein GRH1 AT4G03190 1.39 0.47 0.75 0.4813241 0.7040981 -6.26 FALSE
259473_at hypothetical protein predicted by --- AT1G19025 -1.11 -0.15 -0.75 0.4814691 0.7042005 -6.26 FALSE
263417_at putative C2H2-type zinc finger pr --- AT2G17180 1.12 0.16 0.74 0.4814866 0.7042005 -6.26 FALSE
258892_at unknown protein --- AT3G05670 -1.08 -0.11 -0.75 0.4814454 0.7042005 -6.26 FALSE
250561_at  glycerophosphodiester phospho --- AT5G08030 -1.11 -0.15 -0.74 0.4815241 0.70421 -6.26 FALSE
258509_at  protein kinase, putative similar to--- AT3G06620 -1.15 -0.20 -0.74 0.4816144 0.7042861 -6.26 FALSE
261976_at hypothetical protein predicted by --- --- -1.10 -0.13 -0.74 0.4816379 0.7042861 -6.26 FALSE
257785_at  geranylgeranylated protein, putaMUB4 AT3G26980 1.34 0.42 0.74 0.4817813 0.7042981 -6.26 FALSE
265617_at putative phosphate/phosphoenol --- AT2G25520 1.17 0.23 0.74 0.481733 0.7042981 -6.26 FALSE
250281_at  putative protein prdeicted protein--- AT5G13240 -1.12 -0.17 -0.74 0.4818313 0.7042981 -6.26 FALSE
249812_at putative protein similar to unknow--- AT5G23830 1.12 0.16 0.74 0.4818194 0.7042981 -6.26 FALSE
252842_at putative protein hypothetical prot --- --- -1.10 -0.14 -0.74 0.4817932 0.7042981 -6.26 FALSE
250592_at putative protein contains similarit --- AT5G07740 1.10 0.14 0.74 0.4817347 0.7042981 -6.26 FALSE
264246_at  trehalose-6-phosphate synthaseATTPS10 AT1G60140 1.28 0.36 0.74 0.4818694 0.7043086 -6.26 FALSE
257593_at  phosphatidylinositol transfer prot--- AT3G24840 1.08 0.11 0.74 0.4819057 0.7043166 -6.26 FALSE
263058_at putative non-LTR retrolelement re--- --- 1.09 0.12 0.74 0.4820423 0.7044712 -6.26 FALSE



252550_at  putative protein MtN21, Medicag--- AT3G45870 1.10 0.14 0.74 0.4821468 0.7045787 -6.26 FALSE
255169_x_ahypothetical protein --- AT4G07940 -1.08 -0.11 -0.74 0.4823763 0.7048689 -6.26 FALSE
245021_at PSII component --- --- -1.11 -0.16 -0.74 0.4826372 0.7052049 -6.26 FALSE
247964_at profilin-like protein ; supported byPRF3 AT5G56600 -1.13 -0.18 -0.74 0.4827559 0.7053332 -6.26 FALSE
253719_at  putative protein, fragment prolida--- AT4G29490 1.07 0.10 0.74 0.4828719 0.7054575 -6.26 FALSE
258119_at putative MAP kinase similar to G MPK19 AT3G14720 1.10 0.14 0.74 0.482966 0.7055498 -6.26 FALSE
262981_at unknown protein ;supported by fu--- AT1G75590 1.12 0.16 0.74 0.4830124 0.7055724 -6.26 FALSE
246902_at putative protein --- AT5G25640 -1.07 -0.10 -0.74 0.4830703 0.7056117 -6.26 FALSE
256564_at  alpha/beta hydrolase, putative coMES11 AT3G29770 1.23 0.30 0.74 0.4831138 0.7056302 -6.26 FALSE
261590_at hypothetical protein predicted by ROPGEF2 AT1G01700 -1.08 -0.11 -0.74 0.4831661 0.7056613 -6.26 FALSE
247907_at unknown protein --- AT5G57460 1.08 0.11 0.74 0.4832872 0.7057458 -6.26 FALSE
253299_at hypothetical protein  ;supported b--- AT4G33800 -1.10 -0.13 -0.74 0.4832709 0.7057458 -6.26 FALSE
255618_at hypothetical protein --- AT4G01340 1.07 0.09 0.74 0.4833168 0.7057458 -6.26 FALSE
246062_at  putative protein VAC8 protein, S --- AT5G19330 1.08 0.11 0.74 0.4833802 0.7057932 -6.26 FALSE
267157_at putative MYB family transcriptionAS1 AT2G37630 -1.14 -0.19 -0.74 0.4834423 0.7057936 -6.26 FALSE
262873_at hypothetical protein predicted by --- AT1G64700 -1.09 -0.12 -0.74 0.4834319 0.7057936 -6.26 FALSE
AFFX-r2-BsB. subtilis /GEN=thrC /DB_XREF--- --- -1.20 -0.27 -0.74 0.4835032 0.7058373 -6.26 FALSE
260336_at putative protease IV similar to proSPPA AT1G73990 1.10 0.14 0.74 0.4835811 0.7059058 -6.26 FALSE
259497_at unknown protein --- AT1G15860 1.07 0.10 0.74 0.4837403 0.7059968 -6.26 FALSE
250968_at putative protein  ;supported by fu --- AT5G02890 1.22 0.28 0.74 0.4837149 0.7059968 -6.26 FALSE
248142_at putative protein similar to unknow--- AT5G55040 1.08 0.11 0.74 0.4841073 0.7059968 -6.26 FALSE
257735_at  pectate lyase, putative similar to --- AT3G27400 1.16 0.21 0.74 0.4839583 0.7059968 -6.26 FALSE
250819_at putative protein strong similarity t--- AT5G05100 -1.10 -0.14 -0.74 0.4841077 0.7059968 -6.26 FALSE
244923_s_aorf153b orf153b --- AT2G07674 1.15 0.20 0.74 0.4839547 0.7059968 -6.26 FALSE
263139_at hypothetical protein similar to hyp--- AT1G65110 1.07 0.10 0.74 0.4837693 0.7059968 -6.26 FALSE
251147_at  kinesin heavy chain - like protein--- AT3G63480 1.09 0.12 0.74 0.4839607 0.7059968 -6.26 FALSE
246065_at  calcium-dependent protein kinasCPK34 AT5G19360 1.09 0.12 0.74 0.4838457 0.7059968 -6.26 FALSE
263308_at hypothetical protein predicted by --- --- 1.08 0.11 0.74 0.4839636 0.7059968 -6.26 FALSE
252003_at  hypothetical protein emm32, StreZPR3 AT3G52770 1.08 0.12 0.74 0.4839003 0.7059968 -6.26 FALSE
249749_at unknown protein BIN4 AT5G24630 1.10 0.14 0.74 0.4840582 0.7059968 -6.26 FALSE
AFFX-ThrX-B. subtilis /GEN=thrB /DB_XREF--- --- -1.15 -0.21 -0.74 0.4840726 0.7059968 -6.26 FALSE
248017_at protein kinase-like protein --- AT5G56460 1.15 0.20 0.74 0.4840289 0.7059968 -6.26 FALSE
249132_at putative protein contains similarit --- AT5G43120 -1.09 -0.13 -0.74 0.483725 0.7059968 -6.26 FALSE
264148_at  NAM (no apical meristem)-like p ANAC003 AT1G02220 2.01 1.01 0.74 0.4842015 0.7060092 -6.26 FALSE
246615_at putative protein similar to unknow--- --- 1.09 0.13 0.74 0.48424 0.7060092 -6.26 FALSE



265127_at hypothetical protein similar to pol sks14 AT1G55560 -1.08 -0.11 -0.74 0.4841769 0.7060092 -6.26 FALSE
262842_at  xyloglucan endo-transglycosylasXTR2 AT1G14720 -1.19 -0.25 -0.74 0.4842313 0.7060092 -6.26 FALSE
251466_at  putative protein hypothetical pro --- AT3G59340 1.10 0.14 0.74 0.4843321 0.7060307 -6.26 FALSE
260080_at  putative RNA-binding protein conAPUM7 AT1G78160 1.07 0.10 0.74 0.4843131 0.7060307 -6.26 FALSE
267086_at putative salt-inducible protein --- AT2G32630 -1.11 -0.15 -0.74 0.4843476 0.7060307 -6.26 FALSE
251648_at  protein kinase - like protein S-rec--- AT3G57720 1.12 0.16 0.74 0.4844397 0.7061198 -6.26 FALSE
245089_at putative transketolase precursor --- AT2G45290 1.48 0.57 0.74 0.4847546 0.7065337 -6.26 FALSE
248175_at histone H2A (gb|AAF64418.1)  ; sRAT5 AT5G54640 -1.09 -0.13 -0.74 0.4848159 0.7065778 -6.26 FALSE
251362_at DEAD box RNA helicase RH12 --- AT3G61240 -1.09 -0.12 -0.74 0.485185 0.7070707 -6.26 FALSE
265922_at putative sugar transporter --- AT2G18480 1.08 0.11 0.74 0.4853104 0.7071179 -6.26 FALSE
267495_at myb-like protein isolog ETC2 AT2G30420 -1.18 -0.24 -0.74 0.4852625 0.7071179 -6.26 FALSE
252666_at putative protein hypothetical prot --- AT3G44180 1.09 0.13 0.74 0.4852847 0.7071179 -6.26 FALSE
262438_at hypothetical protein identical to h --- AT1G47410 -1.17 -0.23 -0.74 0.4853958 0.7071971 -6.26 FALSE
259031_at putative transcription factor simila--- AT3G09360 -1.12 -0.16 -0.74 0.4854501 0.7072111 -6.26 FALSE
257360_at unknown protein --- AT2G39240 1.08 0.11 0.74 0.4854917 0.7072111 -6.26 FALSE
267334_at hypothetical protein predicted by --- AT2G19420 1.09 0.13 0.74 0.4854984 0.7072111 -6.26 FALSE
245475_at hypothetical protein --- AT4G16080 1.08 0.11 0.74 0.4856558 0.7073953 -6.26 FALSE
257347_at  pseudogene, gene_id:K17E7.6  --- --- 1.07 0.10 0.74 0.485706 0.7073979 -6.26 FALSE
247803_at similar to unknown protein (gb|AA--- AT5G58340 1.07 0.09 0.74 0.4857233 0.7073979 -6.26 FALSE
265528_at hypothetical protein predicted by --- --- 1.07 0.09 0.74 0.4857507 0.7073979 -6.26 FALSE
253165_at  putative protein predicted protein--- AT4G35320 1.20 0.27 0.74 0.4857932 0.7073994 -6.26 TRUE
245170_at  60S ribosomal protein L18, 5'par--- AT2G47570 1.09 0.12 0.74 0.4858551 0.7073994 -6.26 FALSE
260285_at putative 3-isopropylmalate dehyd--- AT1G80560 -1.11 -0.15 -0.74 0.4858758 0.7073994 -6.26 FALSE
263481_at predicted protein --- AT2G04025 1.07 0.10 0.74 0.4858686 0.7073994 -6.26 FALSE
253601_at hypothetical protein --- AT4G30900 -1.07 -0.10 -0.74 0.4859145 0.7074106 -6.26 FALSE
246589_at  glucosyltransferase -like protein --- AT5G14860 1.08 0.12 0.74 0.4859945 0.7074819 -6.26 FALSE
254809_at  putative protein auxin-induced p --- AT4G12410 1.13 0.18 0.74 0.4860469 0.707513 -6.26 FALSE
250227_at FtsJ (dbj|BAA83750.1) --- AT5G13830 1.10 0.14 0.74 0.4861294 0.707588 -6.26 FALSE
256133_at hypothetical protein predicted by --- AT1G13570 -1.16 -0.21 -0.74 0.4861846 0.7076232 -6.26 FALSE
257576_at hypothetical protein predicted by --- AT3G28280 1.09 0.12 0.74 0.4862242 0.7076357 -6.26 FALSE
256352_at  proline-rich protein, putative sim ATPRP1 AT1G54970 1.11 0.15 0.74 0.486331 0.7077459 -6.26 FALSE
255852_at unknown protein SVL2 AT1G66970 1.26 0.33 0.74 0.4865251 0.7079833 -6.26 FALSE
260888_at hypothetical protein similar to alle--- AT1G29140 1.08 0.11 0.74 0.4865826 0.7080218 -6.26 FALSE
254391_at  putative bifunctional nuclease bifENDO3 AT4G21590 1.08 0.11 0.74 0.4871121 0.7087471 -6.26 FALSE
266593_at hypothetical protein predicted by --- AT2G46200 -1.09 -0.12 -0.73 0.4871782 0.708798 -6.26 FALSE



251333_at  putative protein putative protein --- AT3G61690 -1.07 -0.09 -0.73 0.4872564 0.7088666 -6.26 FALSE
251487_at cysteine synthase OASC AT3G59760 1.18 0.24 0.73 0.4873998 0.708956 -6.26 FALSE
252221_at  RuvB DNA helicase - like protein--- AT3G49830 1.09 0.13 0.73 0.4874111 0.708956 -6.26 FALSE
261237_at hypothetical protein contains sim --- AT1G32980 1.08 0.12 0.73 0.4873602 0.708956 -6.26 FALSE
252088_at putative protein --- AT3G52100 // -1.11 -0.15 -0.73 0.4875032 0.7090447 -6.26 FALSE
264494_at hypothetical protein predicted by --- AT1G27461 1.13 0.17 0.73 0.487578 0.7091082 -6.27 FALSE
261883_at  protein kinase, putative similar to--- AT1G80870 -1.09 -0.13 -0.73 0.4877518 0.7092122 -6.27 FALSE
263256_at unknown protein similar to ESTs ATCPISCA AT1G10500 1.11 0.16 0.73 0.4877925 0.7092122 -6.27 FALSE
257493_at unknown protein --- AT1G48180 1.14 0.19 0.73 0.4878049 0.7092122 -6.27 FALSE
246375_at  light repressible receptor protein --- AT1G51830 -1.13 -0.17 -0.73 0.4877769 0.7092122 -6.27 FALSE
264369_at  Ste-20 related kinase SPAK, put--- AT1G70430 1.09 0.12 0.73 0.4877661 0.7092122 -6.27 FALSE
256463_s_aunknown protein --- --- 1.08 0.12 0.73 0.4879041 0.7093111 -6.27 FALSE
261823_at hypothetical protein predicted by PYM AT1G11400 1.09 0.12 0.73 0.4879781 0.7093735 -6.27 FALSE
246887_at  hexose transporter - like protein --- AT5G26250 1.09 0.12 0.73 0.4880709 0.7093774 -6.27 FALSE
255410_at  putative rac GTPase activating p--- AT4G03100 -1.09 -0.12 -0.73 0.4880696 0.7093774 -6.27 FALSE
267097_at unknown protein predicted by ge --- AT2G41440 1.07 0.10 0.73 0.488074 0.7093774 -6.27 FALSE
254880_at  putative protein Crp1, Zea mays --- AT4G11690 1.11 0.15 0.73 0.4881162 0.7093935 -6.27 FALSE
261581_at  serine/threonine kinase, putativeCIPK9 AT1G01140 -1.12 -0.17 -0.73 0.488156 0.7094061 -6.27 FALSE
266831_at putative squalene epoxidase SQE2 AT2G22830 -1.28 -0.36 -0.73 0.48851 0.7098301 -6.27 TRUE
260166_at homeobox protein (GLABRA2) idGL2 AT1G79840 1.07 0.10 0.73 0.488508 0.7098301 -6.27 FALSE
255005_at putative protein putative proteins --- AT4G09990 1.10 0.13 0.73 0.4886593 0.7099113 -6.27 FALSE
255570_at putative carrier protein similar to ADNT1 AT4G01100 -1.09 -0.13 -0.73 0.4886305 0.7099113 -6.27 FALSE
258944_at hypothetical protein similar to hypFLD AT3G10390 1.11 0.15 0.73 0.488614 0.7099113 -6.27 FALSE
258568_at unknown protein contains Pfam p--- AT3G04470 -1.09 -0.12 -0.73 0.4887322 0.7099275 -6.27 FALSE
253486_at  putative protein KIAA0260 gene --- AT4G31600 -1.09 -0.12 -0.73 0.4887327 0.7099275 -6.27 FALSE
247416_at 40S ribosomal protein S15-like p --- AT5G63070 1.10 0.13 0.73 0.4888399 0.7100381 -6.27 FALSE
253255_at  putative auxin-regulated protein --- AT4G34760 -1.38 -0.47 -0.73 0.4889725 0.7101479 -6.27 TRUE
260300_at gibberellin 3 beta-hydroxylase ideGA3OX2 AT1G80340 -1.15 -0.21 -0.73 0.4889778 0.7101479 -6.27 FALSE
245194_at F12A21.5 similar to protein phosp--- AT1G67820 -1.16 -0.22 -0.73 0.4891203 0.7103041 -6.27 FALSE
258294_at hypothetical protein predicted by --- AT3G23350 1.08 0.12 0.73 0.4892631 0.7103041 -6.27 FALSE
265166_at putative OBP32pep protein --- AT1G23640 -1.07 -0.10 -0.73 0.4892722 0.7103041 -6.27 FALSE
247019_at AP2 domain transcription factor-l --- AT5G67010 1.09 0.12 0.73 0.4891886 0.7103041 -6.27 FALSE
251963_at protein kinase (AME2/AFC1)  ; suAFC1 AT3G53570 -1.08 -0.11 -0.73 0.4892518 0.7103041 -6.27 FALSE
263447_s_aputative PHD-type zinc finger proATX2 AT1G05830 // 1.19 0.25 0.73 0.4891585 0.7103041 -6.27 FALSE
246810_at  putative protein many predicted --- --- 1.08 0.11 0.73 0.4893282 0.7103402 -6.27 FALSE



257303_at hypothetical protein predicted by --- AT3G30230 1.08 0.12 0.73 0.4893913 0.7103866 -6.27 FALSE
261334_at unknown protein --- AT1G44960 1.09 0.12 0.73 0.4894959 0.7103898 -6.27 FALSE
252012_at  ubiquinol--cytochrome-c reducta --- AT3G52730 -1.08 -0.11 -0.73 0.4895181 0.7103898 -6.27 FALSE
255448_at hypothetical protein --- AT4G02810 1.11 0.15 0.73 0.4894568 0.7103898 -6.27 FALSE
247774_at  putative protein fruit ripening exp--- AT5G58660 1.08 0.11 0.73 0.4894483 0.7103898 -6.27 FALSE
253519_at  predicted protein red-1 gene, M. --- AT4G31240 -1.18 -0.24 -0.73 0.4897278 0.7106037 -6.27 TRUE
263397_s_aputative GDSL-motif lipase/hydro--- AT2G31540 // 1.06 0.09 0.73 0.489703 0.7106037 -6.27 FALSE
260812_at  nodulin-like protein similar to MtN--- AT1G43650 -1.15 -0.20 -0.73 0.4898859 0.7107879 -6.27 TRUE
248496_at MtN3-like protein  ;supported by f--- AT5G50790 1.11 0.14 0.73 0.4899513 0.7107945 -6.27 FALSE
251844_at  putative protein retinoblastoma-a--- AT3G54630 1.10 0.13 0.73 0.4899527 0.7107945 -6.27 FALSE
266987_at unknown protein --- AT2G39280 -1.07 -0.10 -0.73 0.4900833 0.7109387 -6.27 FALSE
246380_at  cytochrome P450, putative similaCYP96A15 AT1G57750 1.12 0.17 0.73 0.4901256 0.7109548 -6.27 FALSE
248863_at zinc finger protein Glo3-like AGD9 AT5G46750 -1.07 -0.10 -0.73 0.4901666 0.7109692 -6.27 FALSE
261513_at  unknown protein contains Pfam --- AT1G71840 -1.10 -0.13 -0.73 0.4902124 0.7109903 -6.27 FALSE
266588_at putative proline-rich protein  ; supAGP9 AT2G14890 1.55 0.63 0.73 0.4902807 0.7110442 -6.27 FALSE
252650_at putative protein --- AT3G44690 -1.08 -0.11 -0.73 0.49038 0.7110525 -6.27 FALSE
257694_at  nucleolar protein, putative nucleo--- AT3G12860 -1.08 -0.11 -0.73 0.4903307 0.7110525 -6.27 FALSE
252388_at putative protein  ;supported by fu --- AT3G47850 -1.09 -0.13 -0.73 0.4903694 0.7110525 -6.27 FALSE
249868_at senescence-associated protein 5TET12 AT5G23030 1.09 0.12 0.73 0.4904168 0.7110607 -6.27 FALSE
259936_at putative UDP-glucose:glycoproteEBS1 AT1G71220 -1.08 -0.11 -0.73 0.4906445 0.7113457 -6.27 FALSE
252257_at putative protein several hypothet --- AT3G49440 1.07 0.10 0.73 0.4907186 0.7113791 -6.27 FALSE
248993_at putative protein contains similarit --- AT5G45240 1.09 0.12 0.73 0.4907611 0.7113791 -6.27 FALSE
255316_at putative protein --- --- 1.07 0.10 0.73 0.4907398 0.7113791 -6.27 FALSE
246741_at  glycine rich protein - like glycine emb1644 AT5G27720 -1.10 -0.14 -0.73 0.4909477 0.7116043 -6.27 FALSE
267539_at putative RING zinc finger protein --- AT2G42030 -1.10 -0.13 -0.73 0.4910996 0.7116556 -6.27 FALSE
248637_at DNAJ-like protein --- AT5G49060 -1.08 -0.11 -0.73 0.4911079 0.7116556 -6.27 FALSE
262355_at unknown protein --- AT1G72820 -1.12 -0.16 -0.73 0.491055 0.7116556 -6.27 FALSE
251558_at  putative protein  ;supported by fu--- AT3G57810 -1.17 -0.22 -0.73 0.4910815 0.7116556 -6.27 FALSE
256490_at unknown protein ;supported by fu--- AT1G31460 -1.12 -0.17 -0.73 0.491257 0.7118265 -6.27 FALSE
257448_s_aputative protein various predicted--- AT2G11620 // 1.08 0.12 0.73 0.4913477 0.7119127 -6.27 FALSE
252247_at putative protein various predicted--- AT3G49740 -1.08 -0.11 -0.73 0.4915213 0.712119 -6.27 FALSE
259832_at  transfactor, putative similar to G --- AT1G69580 1.23 0.30 0.73 0.4916503 0.7121702 -6.27 FALSE
250556_at diacylglycerol kinase (ATDGK1) DGK1 AT5G07920 1.19 0.25 0.73 0.4916311 0.7121702 -6.27 FALSE
256004_at  retroelement pol polyprotein, put--- --- -1.07 -0.10 -0.73 0.4916016 0.7121702 -6.27 FALSE
258799_at putative 40S ribosomal protein idRPSAb AT3G04770 -1.12 -0.16 -0.73 0.4917753 0.712306 -6.27 FALSE



249163_at  glucose-6-phosphate isomerase --- AT5G42740 1.12 0.16 0.73 0.4921756 0.7128405 -6.27 FALSE
259169_at unknown protein similar to unkno--- AT3G03520 -1.29 -0.37 -0.73 0.4922585 0.7129154 -6.27 FALSE
261366_at unknown protein --- AT1G53100 1.25 0.32 0.73 0.492388 0.7129218 -6.27 TRUE
261041_at hypothetical protein contains sim EER4 AT1G17440 -1.09 -0.12 -0.73 0.4923421 0.7129218 -6.27 FALSE
254096_at  acid phosphatase - like protein a--- AT4G25150 1.09 0.13 0.73 0.4923643 0.7129218 -6.27 FALSE
250230_at putative protein similar to unknow--- AT5G13900 1.15 0.20 0.73 0.4923273 0.7129218 -6.27 FALSE
257712_at hypothetical protein predicted by --- AT3G27420 1.07 0.09 0.73 0.4926923 0.7130379 -6.27 FALSE
258496_at putative plant adhesion molecule --- AT3G02460 1.13 0.17 0.73 0.4926597 0.7130379 -6.27 FALSE
261533_at hypothetical protein predicted by --- AT1G71690 1.11 0.15 0.73 0.4925748 0.7130379 -6.27 FALSE
256750_at unknown protein contains Pfam p--- AT3G27150 1.11 0.15 0.73 0.4927172 0.7130379 -6.27 FALSE
264049_at putative GTP-binding protein --- AT2G22390 -1.13 -0.17 -0.73 0.4927033 0.7130379 -6.27 FALSE
254039_at  putative protein Human GS1 (proGPP1 AT4G25840 -1.11 -0.15 -0.73 0.4925552 0.7130379 -6.27 FALSE
264715_at hypothetical protein contains sim --- AT1G70180 1.09 0.12 0.73 0.4927183 0.7130379 -6.27 FALSE
257523_at  hypothetical protein similar to pu--- AT3G01620 1.08 0.11 0.73 0.4926514 0.7130379 -6.27 FALSE
246853_at putative protein --- AT5G26890 1.08 0.11 0.73 0.4928231 0.7131443 -6.27 FALSE
247531_at  putative protein protein kinase 1 --- AT5G61550 1.10 0.13 0.72 0.4929547 0.7132896 -6.27 FALSE
246177_at putative protein predicted protein --- AT5G28420 1.07 0.10 0.72 0.4931067 0.7134219 -6.27 FALSE
248600_at putative protein contains similarit --- AT5G49390 -1.10 -0.13 -0.72 0.4931087 0.7134219 -6.27 FALSE
265153_at  unusual floral organ (UFO), AtFBUFO AT1G30950 -1.09 -0.13 -0.72 0.4932507 0.7135368 -6.27 FALSE
258450_at  hypothetical protein predicted by--- --- 1.08 0.12 0.72 0.4932309 0.7135368 -6.27 FALSE
266066_at putative xyloglucan endo-transglyXTH21 AT2G18800 1.12 0.16 0.72 0.4934872 0.7137885 -6.27 FALSE
248986_at putative protein similar to unknow--- AT5G45170 -1.11 -0.15 -0.72 0.49347 0.7137885 -6.27 FALSE
245669_at hypothetical protein contains sim LEC2 AT1G28300 1.10 0.14 0.72 0.493567 0.7138586 -6.27 FALSE
258436_at putative RING zinc finger protein ATL2 AT3G16720 1.26 0.33 0.72 0.4936636 0.7139529 -6.27 FALSE
258221_at Snf1-related protein kinase KIN1 AKIN11 AT3G29160 -1.16 -0.21 -0.72 0.4937479 0.7140296 -6.27 FALSE
245927_at  sterol glucosyltransferase - like p--- AT5G24750 1.06 0.09 0.72 0.4938652 0.7141088 -6.27 FALSE
252865_at Expressed protein ; supported by--- AT4G39753 1.12 0.16 0.72 0.4938552 0.7141088 -6.27 FALSE
265611_at unknown protein  ;supported by f --- AT2G25510 1.16 0.22 0.72 0.4940158 0.7142812 -6.27 FALSE
254829_at  AIR1A-like protein putative cell w--- AT4G12530 1.08 0.11 0.72 0.4940492 0.7142842 -6.27 FALSE
263379_at putative CCCH-type zinc finger pCZF1 AT2G40140 1.40 0.49 0.72 0.4941396 0.7143697 -6.27 FALSE
251343_at  phosphatidate cytidylyltransferas--- AT3G60620 -1.16 -0.22 -0.72 0.4942891 0.7145405 -6.27 FALSE
252563_at  putative protein cim1 induced allATEXLA1 AT3G45970 1.29 0.37 0.72 0.4943449 0.7145758 -6.27 TRUE
261504_at  MADS-box protein identical to GAGL12 AT1G71692 -1.11 -0.15 -0.72 0.4943914 0.7145978 -6.27 FALSE
253478_at  putative protein trichohyalin - hu --- AT4G32350 -1.15 -0.20 -0.72 0.4946663 0.7149499 -6.27 TRUE
254421_at  VP1 like protein transcription actVAL3 AT4G21550 -1.13 -0.17 -0.72 0.4949199 0.7150899 -6.27 FALSE



251054_at  receptor like protein kinase rece LECRKA4.1AT5G01540 1.47 0.55 0.72 0.4949017 0.7150899 -6.27 FALSE
245667_at FH protein interacting protein FIPFIP1 AT1G28200 -1.08 -0.11 -0.72 0.4948809 0.7150899 -6.27 FALSE
254823_at putative protein predicted protein --- AT4G12580 -1.07 -0.10 -0.72 0.4948557 0.7150899 -6.27 FALSE
245948_at putative protein  ;supported by fu --- AT5G19540 1.13 0.17 0.72 0.4949088 0.7150899 -6.27 FALSE
266357_at putative beta-amylase BAM6 AT2G32290 -1.27 -0.34 -0.72 0.4949729 0.7151211 -6.27 FALSE
245186_at F12A21.15 hypothetical protein ARR11 AT1G67710 1.21 0.27 0.72 0.4951128 0.715278 -6.28 FALSE
259645_at  putative DNA-binding protein preBIM2 AT1G69010 -1.12 -0.16 -0.72 0.4954397 0.7154647 -6.28 TRUE
256380_at  pheromone receptor, putative (AAR401 AT1G66680 -1.10 -0.14 -0.72 0.495304 0.7154647 -6.28 FALSE
253746_at  putative protein hypothetical pro --- AT4G29100 1.18 0.24 0.72 0.4953541 0.7154647 -6.28 FALSE
245638_s_a F5A9.10 unknown protein; simila--- AT1G24822 // 1.09 0.12 0.72 0.495444 0.7154647 -6.28 FALSE
253128_at  Calcium-dependent serine/threo CPK18 AT4G36070 1.07 0.10 0.72 0.4955171 0.7154647 -6.28 FALSE
252745_at  putative protein Sh3yl1 mRNA, M--- AT3G43230 1.09 0.12 0.72 0.4955244 0.7154647 -6.28 FALSE
265003_at  protein kinase, putative similar to--- AT1G26970 1.06 0.09 0.72 0.495458 0.7154647 -6.28 FALSE
267480_at putative retroelement pol polypro --- --- -1.07 -0.10 -0.72 0.4954658 0.7154647 -6.28 FALSE
253007_at  putative protein hypothetical pro --- AT4G38090 -1.10 -0.14 -0.72 0.4954273 0.7154647 -6.28 FALSE
263560_s_aunknown protein FUT5 AT2G15350 // -1.09 -0.13 -0.72 0.4956854 0.7155159 -6.28 FALSE
253884_at heat shock protein 21 HSP21 AT4G27670 1.10 0.13 0.72 0.4956814 0.7155159 -6.28 FALSE
255648_at coded for by A. thaliana cDNA T2--- AT4G00910 -1.07 -0.10 -0.72 0.495644 0.7155159 -6.28 FALSE
262276_at hypothetical protein predicted by --- AT1G68700 1.09 0.12 0.72 0.495631 0.7155159 -6.28 FALSE
265746_at hypothetical protein predicted by --- --- -1.08 -0.12 -0.72 0.4957254 0.7155284 -6.28 FALSE
245906_at putative protein  ;supported by fu --- AT5G11070 1.21 0.27 0.72 0.4958472 0.715659 -6.28 TRUE
260934_at hypothetical protein predicted by --- AT1G45100 -1.07 -0.09 -0.72 0.4959387 0.7157299 -6.28 FALSE
259459_at  En/Spm-like transposon protein, --- --- 1.08 0.11 0.72 0.4959591 0.7157299 -6.28 FALSE
261182_at hypothetical protein predicted by --- AT1G34575 -1.07 -0.10 -0.72 0.4961668 0.7159391 -6.28 FALSE
265380_at putative retroelement pol polypro --- --- 1.08 0.12 0.72 0.4961423 0.7159391 -6.28 FALSE
267433_at putative peroxisome assembly prPEX10 AT2G26350 -1.09 -0.12 -0.72 0.4962428 0.7159638 -6.28 FALSE
254297_at hypothetical protein --- AT4G23110 -1.07 -0.10 -0.72 0.4962467 0.7159638 -6.28 FALSE
266176_at lectin-like protein AtPP2-B2 AT2G02250 1.12 0.16 0.72 0.4963342 0.7160447 -6.28 FALSE
267041_at unknown protein --- AT2G34315 1.07 0.09 0.72 0.496386 0.7160722 -6.28 FALSE
262519_at  putative ribokinase Except for fir --- AT1G17160 1.14 0.19 0.72 0.496416 0.7160722 -6.28 FALSE
253466_at homeodomain containing protein KNAT5 AT4G32040 -1.10 -0.14 -0.72 0.4964664 0.7160996 -6.28 FALSE
252311_at  calcium dependent protein kinas--- AT3G49370 1.21 0.28 0.72 0.4965154 0.7161249 -6.28 FALSE
245655_at hypothetical protein predicted by --- AT1G56530 1.07 0.10 0.72 0.4965716 0.7161608 -6.28 FALSE
259688_at  membrane protein, putative simi ATRBL2 AT1G63120 -1.13 -0.18 -0.72 0.4966744 0.716216 -6.28 FALSE
264668_at  putative 2,3-bisphosphoglycerate--- AT1G09780 -1.11 -0.15 -0.72 0.4966614 0.716216 -6.28 FALSE



246306_at  putative protein hypothetical pro ATBAG4 AT3G51780 -1.06 -0.09 -0.72 0.4967041 0.716216 -6.28 FALSE
248423_at putative protein contains similarit --- AT5G51670 -1.14 -0.18 -0.72 0.4967677 0.7162625 -6.28 FALSE
250933_at  arabinogalactan protein - like araFLA11 AT5G03170 -1.20 -0.27 -0.72 0.4968151 0.7162855 -6.28 FALSE
249659_s_aputative protein similar to unknow--- AT5G36710 // -1.11 -0.16 -0.72 0.4969375 0.7163714 -6.28 FALSE
249547_at  lipid transfer - like protein P48h- --- AT5G38160 1.11 0.15 0.72 0.4969137 0.7163714 -6.28 FALSE
253425_at  putative protein myosin heavy ch--- AT4G32190 -1.15 -0.20 -0.72 0.4970829 0.7164101 -6.28 FALSE
256295_at hypothetical protein --- AT1G69470 1.08 0.11 0.72 0.4970788 0.7164101 -6.28 FALSE
249663_s_aunknown protein --- --- 1.10 0.14 0.72 0.49709 0.7164101 -6.28 FALSE
244987_s_aribosomal protein L2 --- --- -1.07 -0.09 -0.72 0.497025 0.7164101 -6.28 FALSE
245951_at aspartate aminotransferase Asp2ASP2 AT5G19550 1.15 0.21 0.72 0.497268 0.7165308 -6.28 FALSE
266855_at unknown protein --- AT2G26920 1.10 0.13 0.72 0.497217 0.7165308 -6.28 FALSE
262626_at  FtsH protease, putative similar toFTSH8 AT1G06430 -1.11 -0.15 -0.72 0.4972602 0.7165308 -6.28 FALSE
254495_at hypothetical protein EMB1895 AT4G20060 -1.13 -0.18 -0.72 0.4973198 0.7165602 -6.28 FALSE
264871_at pyruvate dehydrogenase E1 alphIAR4 AT1G24180 1.15 0.21 0.72 0.4973864 0.716584 -6.28 FALSE
261738_s_ahypothetical protein identical to h --- AT1G47813 // -1.14 -0.19 -0.72 0.4973991 0.716584 -6.28 FALSE
250892_at  putative protein beta-(1-3)-gluco ATCSLA09 AT5G03760 1.74 0.80 0.72 0.4975137 0.7166564 -6.28 TRUE
253833_at  putative calcium binding protein --- AT4G27790 -1.14 -0.19 -0.72 0.4975559 0.7166564 -6.28 FALSE
260282_at putative N-terminal acetyltransferEMB2753 AT1G80410 -1.08 -0.11 -0.72 0.4975222 0.7166564 -6.28 FALSE
265783_at putative Athila retroelement ORF--- --- 1.10 0.13 0.72 0.4975751 0.7166564 -6.28 FALSE
267243_at hypothetical protein predicted by --- AT2G02660 -1.07 -0.09 -0.72 0.497632 0.7166932 -6.28 FALSE
255427_at hypothetical protein --- AT4G03380 -1.06 -0.09 -0.72 0.4977018 0.7167484 -6.28 FALSE
246553_at  putative protein hypothetical pro EDL1 AT5G15440 -1.09 -0.13 -0.72 0.4977499 0.7167724 -6.28 FALSE
260893_at hypothetical protein similar to hyp--- AT1G29180 1.08 0.11 0.72 0.4978255 0.7168361 -6.28 FALSE
245962_at putative protein predicted protein --- AT5G19700 1.09 0.12 0.72 0.4979464 0.7169649 -6.28 FALSE
252100_at  crooked neck-like protein crooke--- AT3G51110 -1.16 -0.21 -0.72 0.4979901 0.7169826 -6.28 FALSE
254726_at  isoflavone reductase-like proteinPRR2 AT4G13660 1.22 0.29 0.72 0.4980617 0.7170404 -6.28 TRUE
245435_at hypothetical protein AT4G17140--- -1.07 -0.09 -0.72 0.4983364 0.7173906 -6.28 FALSE
262191_at hypothetical protein contains sim --- --- 1.09 0.12 0.72 0.4983735 0.7173987 -6.28 FALSE
257968_at hypothetical protein predicted by --- AT3G27550 -1.13 -0.18 -0.72 0.4985044 0.7175418 -6.28 FALSE
264647_at putative respiratory burst oxidaseATRBOHB AT1G09090 1.09 0.13 0.72 0.4985887 0.7176179 -6.28 FALSE
266567_at  putative eukaryotic initiation fact --- AT2G24050 -1.12 -0.17 -0.71 0.4986725 0.7176932 -6.28 FALSE
257343_s_a pseudogene, polyprotein similar --- --- 1.06 0.09 0.71 0.4987867 0.7178122 -6.28 FALSE
245947_at spermine synthase (ACL5)  ;suppACL5 AT5G19530 -1.15 -0.20 -0.71 0.4989688 0.7179735 -6.28 TRUE
257029_at  dem-like protein similar to dem  --- AT3G19240 -1.08 -0.12 -0.71 0.4989931 0.7179735 -6.28 FALSE
258692_at unknown protein --- AT3G08640 1.16 0.21 0.71 0.4989531 0.7179735 -6.28 FALSE



252950_at  putative protein phospholipase C--- AT4G38690 -1.20 -0.26 -0.71 0.499191 0.7181905 -6.28 TRUE
266920_at hypothetical protein predicted by --- AT2G45750 1.10 0.13 0.71 0.4992069 0.7181905 -6.28 FALSE
261779_at hypothetical protein predicted by --- AT1G76230 -1.07 -0.09 -0.71 0.4993404 0.7183372 -6.28 FALSE
254846_at Expressed protein ; supported byPLDGAMM AT4G11830 -1.11 -0.14 -0.71 0.4994216 0.7183455 -6.28 FALSE
253805_at putative protein --- AT4G28260 -1.10 -0.14 -0.71 0.4994407 0.7183455 -6.28 FALSE
249364_at  putative protein predicted protein--- AT5G40590 1.08 0.11 0.71 0.4994318 0.7183455 -6.28 FALSE
260021_at unknown protein --- AT1G30010 1.15 0.20 0.71 0.4994793 0.7183558 -6.28 FALSE
255470_at hypothetical protein --- AT4G03040 1.09 0.13 0.71 0.4995319 0.7183861 -6.28 FALSE
254808_at  adenine DNA glycosylase like pr--- AT4G12740 1.07 0.10 0.71 0.4996662 0.718534 -6.28 FALSE
259271_at Expressed protein ; supported by--- AT3G01170 1.09 0.13 0.71 0.4998092 0.7186943 -6.28 FALSE
260246_at hypothetical protein similar to GB--- AT1G74220 1.08 0.11 0.71 0.4998568 0.7187175 -6.28 FALSE
247282_at putative protein strong similarity tAtMC3 AT5G64240 1.09 0.13 0.71 0.499926 0.7187182 -6.28 FALSE
265208_at putative giberellin beta-hydroxyla--- AT2G36690 1.25 0.33 0.71 0.4999295 0.7187182 -6.28 FALSE
251112_s_a pyruvate decarboxylase-like protPDC3 AT5G01320 // -1.12 -0.17 -0.71 0.4999519 0.7187182 -6.28 FALSE
255445_at hypothetical protein --- AT4G02740 1.09 0.13 0.71 0.5000067 0.71873 -6.28 FALSE
258310_at unknown protein ICE1 AT3G26744 -1.09 -0.12 -0.71 0.5000546 0.71873 -6.28 FALSE
263175_at hypothetical protein similar to unk--- AT1G05510 1.07 0.10 0.71 0.5000248 0.71873 -6.28 FALSE
259888_at hypothetical protein similar to nod--- AT1G76350 -1.24 -0.30 -0.71 0.5001536 0.718827 -6.28 FALSE
262435_at  cytochrome P450, putative similaCYP96A8 AT1G47620 1.06 0.09 0.71 0.5002059 0.7188569 -6.28 FALSE
251491_at  fructokinase-like protein fructokin--- AT3G59480 1.13 0.17 0.71 0.5002651 0.7188967 -6.28 FALSE
250389_at  putative protein probable flavin-cYUC4 AT5G11320 1.07 0.10 0.71 0.5003043 0.7189077 -6.28 FALSE
260159_at putative helicase similar to helica--- AT1G79890 1.08 0.12 0.71 0.5003437 0.7189191 -6.28 FALSE
261425_at  peptide transporter, putative sim--- AT1G18880 -1.19 -0.25 -0.71 0.5004431 0.718926 -6.28 TRUE
266397_at unknown protein --- AT2G38690 1.07 0.10 0.71 0.5004142 0.718926 -6.28 FALSE
266385_at pathogenesis-related PR-1-like pPR1 AT2G14610 -2.99 -1.58 -0.71 0.5004347 0.718926 -6.28 FALSE
248100_at  beta-1,3-glucanase-like protein  --- AT5G55180 -1.27 -0.35 -0.71 0.5006697 0.7191222 -6.28 TRUE
257606_at  root hair defective 3 (RHD3) idenRHD3 AT3G13870 1.10 0.14 0.71 0.5006671 0.7191222 -6.28 FALSE
265085_at hypothetical protein predicted by TPX2 AT1G03780 1.12 0.17 0.71 0.5006743 0.7191222 -6.28 FALSE
264058_at  F-box protein family, AtFBX7 con--- AT2G03560 1.08 0.10 0.71 0.5007196 0.7191421 -6.28 FALSE
267636_at hypothetical protein predicted by --- AT2G42110 1.07 0.10 0.71 0.5007801 0.7191837 -6.28 FALSE
265996_at putative leucine aminopeptidase --- AT2G24200 1.19 0.25 0.71 0.5009699 0.7192172 -6.28 FALSE
251298_at hypothetical protein contains non--- AT3G62040 -1.19 -0.25 -0.71 0.5009793 0.7192172 -6.28 FALSE
258278_at  putative self-incompatibility prote--- AT3G26860 1.08 0.11 0.71 0.501052 0.7192172 -6.28 FALSE
265199_s_aputative glucosyl transferase --- AT2G36770 // 1.14 0.19 0.71 0.5008609 0.7192172 -6.28 FALSE
266334_at hypothetical protein predicted by --- AT2G32380 1.14 0.19 0.71 0.5008818 0.7192172 -6.28 FALSE



260891_at cysteine protease contains simila--- AT1G29080 1.09 0.12 0.71 0.5010557 0.7192172 -6.28 FALSE
258898_at putative DNA helicase RECQI1 AT3G05740 -1.15 -0.20 -0.71 0.5009574 0.7192172 -6.28 FALSE
262296_at putative cyclin similar to cyclin GBCYCT1;3 AT1G27630 -1.08 -0.11 -0.71 0.5010207 0.7192172 -6.28 FALSE
258928_at unknown protein similar to hypothTAF12 AT3G10070 -1.11 -0.15 -0.71 0.5011471 0.719235 -6.28 FALSE
267600_at  mitochondrial F1-ATPase, gamm--- AT2G33040 1.13 0.18 0.71 0.5011627 0.719235 -6.28 FALSE
AFFX-r2-P1Bacteriophage P1 /GEN=cre /DB--- --- 1.15 0.20 0.71 0.5011007 0.719235 -6.28 FALSE
246004_at germin-like protein  ; supported bGER3 AT5G20630 -2.11 -1.08 -0.71 0.5013766 0.7194967 -6.28 FALSE
257883_at  calmodulin-binding protein, puta --- AT3G16940 -1.11 -0.15 -0.71 0.5014136 0.7195045 -6.28 FALSE
250805_at unknown protein --- AT5G05050 1.07 0.10 0.71 0.5014718 0.7195427 -6.28 FALSE
248150_at kinesin-like protein ; supported byATK3 AT5G54670 1.21 0.27 0.71 0.5015835 0.7196577 -6.28 FALSE
246126_at  putative protein predicted proteinATNUDX19AT5G20070 -1.18 -0.24 -0.71 0.501764 0.7198716 -6.28 FALSE
259605_at unknown protein PUB45 AT1G27910 -1.16 -0.21 -0.71 0.5018996 0.7199754 -6.28 FALSE
253353_at  pathogenesis-related protein - lik--- AT4G33730 1.07 0.10 0.71 0.5018931 0.7199754 -6.28 FALSE
247772_at  putative protein various predicte --- AT5G58610 1.10 0.13 0.71 0.5019516 0.7200047 -6.28 FALSE
256679_at putative protein similar to ATP syATPQ AT3G52300 -1.09 -0.12 -0.71 0.5020627 0.7201112 -6.28 FALSE
252804_at putative protein --- --- 1.07 0.09 0.71 0.502089 0.7201112 -6.28 FALSE
267323_at unknown protein --- AT2G19340 -1.08 -0.11 -0.71 0.5021639 0.7201735 -6.28 FALSE
266533_s_aputative plasma membrane intrin PIP2;8 AT2G16850 // 1.12 0.17 0.71 0.5022929 0.7202116 -6.28 TRUE
264709_at  putative DNA-binding protein, M ATCDC5 AT1G09770 -1.14 -0.19 -0.71 0.5023168 0.7202116 -6.28 FALSE
263307_at hypothetical protein similar to my --- --- -1.09 -0.12 -0.71 0.502247 0.7202116 -6.28 FALSE
267574_at hypothetical protein predicted by --- AT2G30680 1.12 0.16 0.71 0.5023108 0.7202116 -6.28 FALSE
255599_at  cyclic nucleotide gated channel (ATCNGC13AT4G01010 1.18 0.23 0.71 0.5024542 0.7202222 -6.28 FALSE
245220_at hypothetical protein contains sim --- AT1G59171 -1.07 -0.10 -0.71 0.5024807 0.7202222 -6.28 FALSE
263782_at hypothetical protein predicted by --- AT2G46380 1.09 0.12 0.71 0.5024821 0.7202222 -6.28 FALSE
248381_at fructokinase 1  ; supported by cD--- AT5G51830 1.18 0.24 0.71 0.5024088 0.7202222 -6.28 FALSE
266177_at putative phloem-specific lectin ATPP2-B3 AT2G02270 1.11 0.15 0.71 0.5024757 0.7202222 -6.28 FALSE
258070_at hypothetical protein predicted by --- AT3G26040 1.11 0.15 0.71 0.5025368 0.7202554 -6.28 FALSE
248087_at unknown protein --- AT5G55060 1.06 0.09 0.71 0.5026107 0.7202707 -6.28 FALSE
266358_at hypothetical protein predicted by --- AT2G32280 -1.20 -0.26 -0.71 0.5025795 0.7202707 -6.28 FALSE
261074_at hypothetical protein predicted by --- AT1G07290 1.08 0.11 0.71 0.5027191 0.7203809 -6.28 FALSE
262740_at  lipase, putative contains Pfam pr--- AT1G28590 -1.08 -0.11 -0.71 0.5028374 0.7205051 -6.28 FALSE
261635_at  tubulin alpha-6 chain, putative id--- AT1G50020 1.11 0.15 0.71 0.5028893 0.7205288 -6.29 FALSE
248412_at putative protein contains similarit --- AT5G51590 1.09 0.12 0.71 0.5029171 0.7205288 -6.29 FALSE
267121_at putative GDSL-motif lipase/hydro--- AT2G23540 -1.16 -0.22 -0.71 0.5030426 0.7206634 -6.29 FALSE
245765_at hypothetical protein similar to put--- AT1G33600 1.29 0.37 0.71 0.5032228 0.7207492 -6.29 FALSE



252792_at hypothetical protein --- --- 1.10 0.14 0.71 0.5031734 0.7207492 -6.29 FALSE
259923_at putative protein kinase contains P--- AT1G72760 -1.07 -0.10 -0.71 0.503229 0.7207492 -6.29 FALSE
246049_at  putative protein predicted protein--- --- 1.09 0.13 0.71 0.5032107 0.7207492 -6.29 FALSE
245911_at  oligosaccharyl transferase STT3STT3A AT5G19690 -1.07 -0.10 -0.71 0.5034723 0.7210524 -6.29 FALSE
264852_at similar to Mlo proteins from H. vuMLO8 AT2G17480 1.22 0.28 0.71 0.5035134 0.7210661 -6.29 FALSE
260084_at  chromatin structure regulator, pu--- AT1G63210 1.09 0.13 0.71 0.5035626 0.7210912 -6.29 FALSE
256501_at hypothetical protein predicted by --- AT1G36756 1.08 0.11 0.71 0.5036527 0.721175 -6.29 FALSE
259726_at Expressed protein ; supported bySCRL6 AT1G60985 -1.07 -0.10 -0.71 0.5037096 0.7212112 -6.29 FALSE
261584_at CAF protein identical to RNA heliDCL1 AT1G01040 -1.12 -0.17 -0.71 0.5038714 0.7213523 -6.29 FALSE
259582_at hypothetical protein --- AT1G28060 -1.10 -0.14 -0.71 0.5038484 0.7213523 -6.29 FALSE
260214_at hypothetical protein contains Pfa --- AT1G74510 1.08 0.11 0.71 0.5039523 0.7214229 -6.29 FALSE
246287_at unknown protein --- AT1G31870 1.08 0.11 0.71 0.504055 0.7215247 -6.29 FALSE
260879_at hypothetical protein predicted by --- AT1G21480 -1.09 -0.12 -0.71 0.5041259 0.7215809 -6.29 FALSE
257034_at hypothetical protein predicted by --- AT3G19184 1.07 0.10 0.71 0.5041844 0.7216193 -6.29 FALSE
250525_at putative protein contains similarit ILP1 AT5G08550 -1.08 -0.11 -0.71 0.5042693 0.7216955 -6.29 FALSE
248385_at putative protein contains similarit --- AT5G51910 -1.10 -0.14 -0.71 0.5044165 0.721725 -6.29 FALSE
265400_at unknown protein  ;supported by f --- AT2G10940 3.08 1.62 0.71 0.5043783 0.721725 -6.29 FALSE
264166_at unknown protein ; supported by c--- AT1G65370 1.09 0.12 0.71 0.5043387 0.721725 -6.29 FALSE
259901_at  disease resistance protein, putatAtRLP14 AT1G74180 -1.11 -0.15 -0.71 0.5043979 0.721725 -6.29 FALSE
256605_at hypothetical protein predicted by --- AT3G32940 -1.09 -0.12 -0.71 0.5044618 0.7217446 -6.29 FALSE
267310_at unknown protein AIR9 AT2G34680 1.24 0.31 0.70 0.5045738 0.7217899 -6.29 FALSE
245716_at Expressed protein ; supported byNDC1 AT5G08740 -1.15 -0.20 -0.70 0.5045884 0.7217899 -6.29 FALSE
260715_at hypothetical protein predicted by --- AT1G48200 -1.16 -0.22 -0.70 0.5045395 0.7217899 -6.29 FALSE
266249_at hypothetical protein predicted by --- AT2G27630 -1.07 -0.10 -0.70 0.5046281 0.7218013 -6.29 FALSE
263739_at putative CONSTANS-like B-box z--- AT2G21320 -1.17 -0.22 -0.70 0.5046898 0.7218444 -6.29 FALSE
245099_at unknown protein  ; supported by RHC1A AT2G40830 1.13 0.18 0.70 0.5048186 0.7219833 -6.29 FALSE
266749_at putative protein kinase contains a--- AT2G47060 1.18 0.24 0.70 0.5048868 0.7220357 -6.29 FALSE
251828_at  putative protein unnamed seque--- AT3G55070 1.09 0.12 0.70 0.5050531 0.7222281 -6.29 FALSE
256197_at hypothetical protein --- --- 1.12 0.16 0.70 0.5050938 0.722241 -6.29 FALSE
263749_at putative phosphatidylinositol/pho --- AT2G21520 1.09 0.12 0.70 0.5051877 0.72233 -6.29 FALSE
252264_at  putative protein hypothetical pro --- AT3G49590 1.08 0.11 0.70 0.5053153 0.7224672 -6.29 FALSE
261321_at hypothetical protein predicted by --- AT1G44740 1.09 0.12 0.70 0.5053905 0.7225294 -6.29 FALSE
261440_at hypothetical protein predicted by --- AT1G28510 1.08 0.11 0.70 0.5054768 0.7226075 -6.29 FALSE
253483_at  putative protein anthranilate N-h --- AT4G31910 1.15 0.21 0.70 0.5057055 0.7228892 -6.29 FALSE
265970_at Mutator-like transposase similar t--- --- 1.07 0.10 0.70 0.5057395 0.7228925 -6.29 FALSE



262561_at  late embryogenesis abundant pr --- AT1G34340 1.08 0.12 0.70 0.5060181 0.7231095 -6.29 FALSE
256330_at hypothetical protein predicted by --- AT1G76870 -1.11 -0.15 -0.70 0.5059899 0.7231095 -6.29 FALSE
266187_at putative retroelement pol polypro --- AT2G38970 -1.14 -0.19 -0.70 0.5059309 0.7231095 -6.29 FALSE
246881_at  putative protein histone deacetylHDA2 AT5G26040 -1.14 -0.19 -0.70 0.5059939 0.7231095 -6.29 FALSE
260701_at  heat shock transcription factor HATHSFA1DAT1G32330 -1.10 -0.14 -0.70 0.5061029 0.7231853 -6.29 FALSE
261704_at hypothetical protein identical to h --- AT1G32600 -1.07 -0.10 -0.70 0.5061608 0.7232228 -6.29 FALSE
263132_at unknown protein ;supported by fu--- AT1G78560 -1.07 -0.10 -0.70 0.5063038 0.7233817 -6.29 FALSE
265110_at hypothetical protein predicted by --- AT1G62490 1.11 0.15 0.70 0.5063802 0.7234455 -6.29 FALSE
257249_at unknown protein --- AT3G24180 1.12 0.17 0.70 0.5064755 0.7235364 -6.29 FALSE
260862_at unknown protein SEU AT1G43850 -1.08 -0.11 -0.70 0.5066695 0.7237613 -6.29 FALSE
258303_at hypothetical protein predicted by --- --- 1.07 0.10 0.70 0.5067281 0.7237613 -6.29 FALSE
252628_at putative protein --- AT3G44960 -1.06 -0.09 -0.70 0.5066979 0.7237613 -6.29 FALSE
254737_at  fatty acid elongase - like protein --- AT4G13840 -1.24 -0.31 -0.70 0.5068082 0.7237937 -6.29 TRUE
259959_at hypothetical protein predicted by CYP59 AT1G53720 -1.10 -0.13 -0.70 0.5068307 0.7237937 -6.29 FALSE
245576_at hypothetical protein TCX2 AT4G14770 1.12 0.17 0.70 0.506846 0.7237937 -6.29 FALSE
247157_at nuclear matrix constituent proteinLINC4 AT5G65770 -1.08 -0.11 -0.70 0.5070576 0.7240053 -6.29 FALSE
248318_at unknown protein --- AT5G52690 -1.07 -0.10 -0.70 0.5070432 0.7240053 -6.29 FALSE
267646_at putative phosphate transporter PHT5 AT2G32830 1.13 0.18 0.70 0.5072584 0.7242369 -6.29 FALSE
264416_at hypothetical protein similar to put--- AT1G43140 -1.09 -0.12 -0.70 0.5072834 0.7242369 -6.29 FALSE
264826_at  putative 1-aminocyclopropane-1 2A6 AT1G03410 -1.11 -0.15 -0.70 0.5073493 0.7242756 -6.29 FALSE
253902_at NWMU4 - 2S albumin 4 precurso--- AT4G27170 1.07 0.10 0.70 0.5073739 0.7242756 -6.29 FALSE
266714_at NAM (no apical meristem)-like prEMB2301 AT2G46770 1.09 0.12 0.70 0.5074365 0.7243196 -6.29 FALSE
256200_at hypothetical protein predicted by EMB1674 AT1G58210 -1.09 -0.12 -0.70 0.5075283 0.7244052 -6.29 FALSE
261741_at  transcription factor, putative simiATE2F2 AT1G47870 1.08 0.12 0.70 0.5075952 0.7244555 -6.29 FALSE
251665_at responce reactor 4  ; supported bARR9 AT3G57040 1.24 0.30 0.70 0.5077092 0.7245728 -6.29 TRUE
264040_at putative uridylyl transferase  ; supACR5 AT2G03730 1.06 0.09 0.70 0.5079584 0.724883 -6.29 FALSE
249703_at putative protein strong similarity t--- AT5G35560 -1.07 -0.10 -0.70 0.5080546 0.7249435 -6.29 FALSE
254036_at  putative peroxidase peroxidase (--- AT4G25980 1.08 0.11 0.70 0.5080643 0.7249435 -6.29 FALSE
262028_at  DNA binding protein, putative sim--- AT1G35560 -1.08 -0.11 -0.70 0.5081725 0.7250072 -6.29 FALSE
248940_at replication protein A1-like --- AT5G45400 -1.09 -0.13 -0.70 0.5081472 0.7250072 -6.29 FALSE
257014_at hypothetical protein predicted by --- AT3G26930 -1.11 -0.15 -0.70 0.5082639 0.7250922 -6.29 FALSE
257365_x_aputative antifungal protein PDF1.2b AT2G26020 -1.50 -0.59 -0.70 0.5083231 0.7251313 -6.29 FALSE
255142_at stromal ascorbate peroxidase  ; sSAPX AT4G08390 1.35 0.44 0.70 0.5084362 0.7252473 -6.29 FALSE
260015_at putative S-adenosyl-L-methionineCCOAMT AT1G67980 1.37 0.46 0.70 0.5085183 0.7252737 -6.29 TRUE
246419_at  UDP glucose:flavonoid 3-o-glucoUGT78D3 AT5G17030 1.07 0.10 0.70 0.5084883 0.7252737 -6.29 FALSE



254882_s_a putative protein various predicte --- --- 1.07 0.10 0.70 0.5086143 0.7252746 -6.29 FALSE
258336_at putative ethylene-inducible proteiPDX1.2 AT3G16050 -1.18 -0.24 -0.70 0.5085909 0.7252746 -6.29 FALSE
246663_at putative protein --- AT5G35300 1.08 0.11 0.70 0.5086095 0.7252746 -6.29 FALSE
256391_at hypothetical protein predicted by --- AT3G06090 1.06 0.09 0.70 0.5087874 0.7254761 -6.29 FALSE
250116_at putative protein similar to unknow--- AT5G16430 1.11 0.15 0.70 0.5090005 0.7256408 -6.29 FALSE
256427_at hypothetical protein predicted by LBD21 AT3G11090 -1.17 -0.22 -0.70 0.5090302 0.7256408 -6.29 FALSE
263682_at hypothetical protein similar to revAT5G49590--- -1.07 -0.09 -0.70 0.5089544 0.7256408 -6.29 FALSE
264051_at hypothetical protein predicted by --- AT2G22340 -1.08 -0.11 -0.70 0.5089703 0.7256408 -6.29 FALSE
258276_at putative signal peptidase 21kDa --- AT3G15710 1.10 0.14 0.70 0.5090993 0.7256486 -6.29 FALSE
251589_at  putative protein SINA2p zinc fingSINAT2 AT3G58040 -1.08 -0.11 -0.70 0.5090752 0.7256486 -6.29 FALSE
247365_at putative protein similar to unknow--- AT5G63220 -1.10 -0.13 -0.70 0.5091671 0.7256999 -6.29 FALSE
259065_at unknown protein similar to putativGLR1.4 AT3G07520 -1.15 -0.20 -0.70 0.5092702 0.7258015 -6.29 FALSE
264085_at putative glutamyl tRNA reductaseHEMA3 AT2G31250 1.07 0.10 0.70 0.5093339 0.7258469 -6.29 FALSE
257262_at  zinc finger protein, putative conta--- AT3G21890 1.16 0.21 0.70 0.5093888 0.7258663 -6.29 FALSE
246569_at  lysophospholipase -like protein l --- AT5G14980 -1.07 -0.10 -0.70 0.5094111 0.7258663 -6.29 FALSE
252560_at  histone H2B -like protein histoneHTB11 AT3G46030 -1.07 -0.10 -0.70 0.5095407 0.7259602 -6.29 FALSE
248455_at unknown protein --- AT5G51360 1.07 0.10 0.70 0.5095143 0.7259602 -6.29 FALSE
259801_at  blue copper protein, putative sim--- AT1G72230 -1.22 -0.28 -0.70 0.5096294 0.7260413 -6.29 FALSE
261963_at hypothetical protein predicted by --- --- -1.09 -0.13 -0.70 0.5096983 0.7260941 -6.29 FALSE
257359_x_aputative protein kinase contains a--- AT2G34290 -1.07 -0.10 -0.70 0.5097384 0.7261058 -6.29 FALSE
255266_at  receptor protein kinase - like pro --- AT4G05200 -1.08 -0.11 -0.70 0.5098552 0.7262269 -6.29 FALSE
254190_at Expressed protein ; supported by--- AT4G23885 -1.13 -0.18 -0.70 0.5099625 0.7263343 -6.29 FALSE
247113_at unknown protein ;supported by fu--- AT5G65960 -1.08 -0.11 -0.70 0.5100147 0.7263633 -6.29 FALSE
254648_at  lipase-like protein Pn47p, Ipomo--- AT4G18550 1.08 0.11 0.70 0.5100958 0.7264335 -6.29 FALSE
266971_at unknown protein --- AT2G39580 1.18 0.23 0.70 0.5101863 0.7264586 -6.29 TRUE
258561_at putative hexose transporter similaSTP6 AT3G05960 -1.11 -0.15 -0.70 0.5101589 0.7264586 -6.29 FALSE
249937_at putative protein seed maturation --- AT5G22470 1.11 0.15 0.70 0.510209 0.7264586 -6.29 FALSE
264866_at putative metalloproteinase simila --- AT1G24140 1.55 0.63 0.70 0.5102817 0.7265168 -6.29 FALSE
265517_at putative S1 self-incompatibility pr--- AT2G06090 1.07 0.10 0.69 0.5104159 0.7266625 -6.29 FALSE
261291_at hypothetical protein predicted by --- AT1G36970 1.13 0.18 0.69 0.5104838 0.7267138 -6.29 FALSE
252963_at putative protein --- AT4G38820 1.07 0.10 0.69 0.5105495 0.726762 -6.29 FALSE
261012_at  CLE9, putative CLAVATA3/ESRCLE9 AT1G26600 1.06 0.09 0.69 0.5107124 0.7268601 -6.29 FALSE
264103_at unknown protein --- AT2G13660 -1.09 -0.12 -0.69 0.510681 0.7268601 -6.29 FALSE
262409_at hypothetical protein predicted by --- --- 1.10 0.14 0.69 0.5107605 0.7268601 -6.29 FALSE
249611_at  putative protein unnamed ORF, ATSRL1 AT5G37370 1.10 0.13 0.69 0.5107882 0.7268601 -6.29 FALSE



265832_at putative replication protein A1 --- --- 1.07 0.10 0.69 0.5108096 0.7268601 -6.29 FALSE
266603_at hypothetical protein predicted by --- AT2G46040 -1.08 -0.11 -0.69 0.5107646 0.7268601 -6.29 FALSE
260684_at  transcription factor, putative simiNF-YA8 AT1G17590 -1.12 -0.16 -0.69 0.5109363 0.726995 -6.30 FALSE
266933_at putative Ta11-like non-LTR retroe--- AT2G07760 1.10 0.14 0.69 0.5110447 0.7270585 -6.30 FALSE
264991_s_aputative protein hypothetical prot --- AT1G67400 // 1.12 0.17 0.69 0.5110281 0.7270585 -6.30 FALSE
264910_at  resistance protein, putative simil --- AT1G61100 1.18 0.24 0.69 0.5111412 0.7271268 -6.30 TRUE
247382_at adenylate kinase ;supported by fuADK1 AT5G63400 -1.11 -0.15 -0.69 0.5111564 0.7271268 -6.30 FALSE
258394_at unknown protein  ;supported by f --- AT3G15530 1.16 0.22 0.69 0.5113247 0.7272174 -6.30 TRUE
253691_at  putative protein predicted proteinEMB2752 AT4G29660 -1.06 -0.09 -0.69 0.5113462 0.7272174 -6.30 FALSE
252490_at  glucuronosyl transferase-like pro--- AT3G46720 1.08 0.11 0.69 0.5113795 0.7272174 -6.30 FALSE
247991_at expansin  ;supported by full-lengtATEXPA14 AT5G56320 1.07 0.09 0.69 0.5113654 0.7272174 -6.30 FALSE
256739_s_ahypothetical protein similar to put--- --- -1.06 -0.09 -0.69 0.5113151 0.7272174 -6.30 FALSE
253610_at putative protein  ; supported by c VEL1 AT4G30200 -1.09 -0.13 -0.69 0.5116795 0.7275532 -6.30 FALSE
263036_at hypothetical protein predicted by --- AT1G23890 1.09 0.13 0.69 0.5116495 0.7275532 -6.30 FALSE
264074_at putative retroelement pol polypro --- --- -1.08 -0.11 -0.69 0.5117295 0.727579 -6.30 FALSE
246388_at hypothetical protein predicted by --- AT1G77405 1.11 0.15 0.69 0.5117845 0.7276119 -6.30 FALSE
260257_at putative dolichyl-phosphate mann--- AT1G74340 -1.07 -0.10 -0.69 0.5119606 0.7278169 -6.30 FALSE
253215_at  putative protein AT.I.24-7, Arabid--- AT4G34950 1.23 0.30 0.69 0.5120686 0.7279251 -6.30 TRUE
252881_at  putative protein predicted protein--- AT4G39610 1.12 0.16 0.69 0.5121127 0.7279423 -6.30 FALSE
246787_s_a cdc20-like protein putative cdc20--- AT5G27570 // 1.07 0.09 0.69 0.5122114 0.7280373 -6.30 FALSE
261543_at unknown protein contains Pfam p--- AT1G63550 1.10 0.14 0.69 0.5122767 0.7280394 -6.30 FALSE
246751_at  pectin methyl-esterase - like pro --- AT5G27870 1.06 0.09 0.69 0.5122665 0.7280394 -6.30 FALSE
258826_at putative glucan synthase similar ATGSL10 AT3G07160 1.06 0.09 0.69 0.5125563 0.7283913 -6.30 FALSE
251093_at putative protein several hypothet --- AT5G01360 1.14 0.19 0.69 0.5126284 0.7284031 -6.30 FALSE
256749_at hypothetical protein similar to put--- --- -1.07 -0.10 -0.69 0.5126274 0.7284031 -6.30 FALSE
251973_at  nodulin / glutamate-ammonia lig --- AT3G53180 1.15 0.20 0.69 0.512861 0.7284638 -6.30 TRUE
261627_at  arsA homolog (hASNA-I), putativ--- AT1G01910 1.07 0.10 0.69 0.512855 0.7284638 -6.30 FALSE
257720_at hypothetical protein similar to GB--- AT3G18450 1.09 0.12 0.69 0.5129905 0.7284638 -6.30 FALSE
253084_at  putative protein lateral root primoSTY2 AT4G36260 1.13 0.17 0.69 0.5129494 0.7284638 -6.30 FALSE
256596_at hypothetical protein predicted by --- AT3G28540 1.16 0.21 0.69 0.5129648 0.7284638 -6.30 FALSE
257476_at unknown protein --- AT1G80960 1.07 0.09 0.69 0.512818 0.7284638 -6.30 FALSE
257927_at ethylene response factor 1 (ERF ERF1 AT3G23240 1.82 0.86 0.69 0.5129674 0.7284638 -6.30 FALSE
264196_at putative RING zinc finger protein --- AT1G22670 -1.07 -0.10 -0.69 0.5129029 0.7284638 -6.30 FALSE
259509_at  mutator-like transposase, putativ--- --- 1.07 0.10 0.69 0.5127035 0.7284638 -6.30 FALSE
267522_at hypothetical protein predicted by --- AT2G30430 1.09 0.12 0.69 0.5129901 0.7284638 -6.30 FALSE



256098_at unknown protein similar to 6-pho --- AT1G13700 1.17 0.22 0.69 0.513118 0.7285994 -6.30 TRUE
248346_at GTP-binding protein-like  ;supporATGB1 AT5G52210 1.14 0.19 0.69 0.5133472 0.7287434 -6.30 FALSE
258566_at putative glutamate receptor (GLRGLR1.1 AT3G04110 1.15 0.20 0.69 0.5132633 0.7287434 -6.30 FALSE
261884_at  myrosinase precursor, putative  --- AT1G80910 1.09 0.12 0.69 0.513284 0.7287434 -6.30 FALSE
249280_at unknown protein --- AT5G41940 1.11 0.14 0.69 0.5133392 0.7287434 -6.30 FALSE
255173_at  putative transposon protein simil--- --- 1.09 0.13 0.69 0.5133981 0.7287704 -6.30 FALSE
249512_at DNA repair protein RAD23 homo--- AT5G38470 -1.06 -0.09 -0.69 0.5135344 0.7289184 -6.30 FALSE
250472_at putative protein --- AT5G10210 1.11 0.15 0.69 0.5136129 0.7289845 -6.30 FALSE
265365_at En/Spm-like transposon protein r --- --- 1.07 0.10 0.69 0.5136827 0.7289929 -6.30 FALSE
247804_at strong similarity to unknown proteSVL5 AT5G58170 1.08 0.11 0.69 0.5136619 0.7289929 -6.30 FALSE
265959_at unknown protein  ;supported by f --- AT2G37240 -1.18 -0.24 -0.69 0.5137309 0.7290159 -6.30 FALSE
264940_at  galactinol synthase, putative simAtGolS4 AT1G60470 1.28 0.36 0.69 0.5137872 0.7290505 -6.30 FALSE
262832_s_aunknown protein --- AT1G14870 // -1.98 -0.99 -0.69 0.5138863 0.7291458 -6.30 FALSE
258032_at hypothetical protein predicted by --- AT3G21170 1.12 0.16 0.69 0.5139724 0.7292137 -6.30 FALSE
247539_at  putative protein predicted protein--- AT5G61710 -1.07 -0.10 -0.69 0.5139982 0.7292137 -6.30 FALSE
259986_at thaumatin-like protein similar to th--- AT1G75050 1.09 0.12 0.69 0.5141888 0.7294388 -6.30 FALSE
249352_at putative transcription factor MYB MYB22 AT5G40430 -1.07 -0.09 -0.69 0.5142838 0.7295282 -6.30 FALSE
247196_at putative protein similar to unknowAIL7 AT5G65510 -1.07 -0.09 -0.69 0.5143628 0.7295949 -6.30 FALSE
247728_at putative protein --- --- -1.08 -0.11 -0.69 0.5144569 0.729683 -6.30 FALSE
245664_at hypothetical protein predicted by --- AT1G28327 1.07 0.10 0.69 0.5145839 0.7298177 -6.30 FALSE
256561_s_ahypothetical protein similar to put--- --- -1.07 -0.10 -0.69 0.5149499 0.7302837 -6.30 FALSE
261067_at  lectin, putative contains Pfam pr --- AT1G07460 -1.08 -0.11 -0.69 0.5149765 0.7302837 -6.30 FALSE
265184_at unknown protein  ;supported by f --- AT1G23710 1.35 0.44 0.69 0.5150227 0.7303039 -6.30 FALSE
263456_at unknown protein --- AT2G22125 -1.11 -0.15 -0.69 0.5152028 0.7304249 -6.30 TRUE
258111_at putative cytochrome P450 similarCYP72A9 AT3G14630 1.10 0.14 0.69 0.5152105 0.7304249 -6.30 FALSE
248822_at peroxidase  ;supported by full-len--- AT5G47000 1.07 0.10 0.69 0.5151552 0.7304249 -6.30 FALSE
254771_at hypothetical protein MEE56 AT4G13380 1.07 0.10 0.69 0.5152361 0.7304249 -6.30 FALSE
255307_at  hypothetical protein similar to A. RIC10 AT4G04900 1.09 0.12 0.69 0.5152717 0.7304299 -6.30 FALSE
264644_at hypothetical protein Similar to CaCAX11 AT1G08960 1.09 0.13 0.69 0.5153255 0.7304607 -6.30 FALSE
263591_at unknown protein ATMAP65-6AT2G01910 1.31 0.39 0.69 0.5153684 0.730469 -6.30 TRUE
258959_at putative amino acid transporter s CAT7 AT3G10600 1.08 0.11 0.69 0.5153954 0.730469 -6.30 FALSE
250439_at 14-3-3 protein GF14lambda (grf6GRF6 AT5G10450 1.08 0.12 0.69 0.5154567 0.7305106 -6.30 FALSE
254183_at  putative protein predicted protein--- AT4G23960 1.09 0.12 0.69 0.5155034 0.7305314 -6.30 FALSE
260140_at  Myb-related transcription factor, MYB90 AT1G66390 1.09 0.13 0.69 0.515552 0.7305548 -6.30 FALSE
263201_at  putative ADP-glucose pyrophospAPS2 AT1G05610 1.08 0.12 0.69 0.5155984 0.7305752 -6.30 FALSE



266610_at Ac-like transposase related to Ac--- --- -1.07 -0.09 -0.69 0.5156536 0.7306081 -6.30 FALSE
253330_at putative potassium transporter AtKUP5 AT4G33530 1.08 0.11 0.69 0.5157673 0.7306783 -6.30 TRUE
250839_at  MADS-box protein - like SLM3 MAGL99 AT5G04640 1.07 0.09 0.69 0.5157615 0.7306783 -6.30 FALSE
251829_at  putative protein KIAA0882 prote --- AT3G55020 -1.19 -0.25 -0.69 0.5158021 0.7306823 -6.30 FALSE
263116_s_aunknown protein Similar to gb|U5--- AT1G03140 // -1.09 -0.13 -0.69 0.5159401 0.7308324 -6.30 FALSE
262394_at unknown protein emb1273 AT1G49510 -1.13 -0.18 -0.69 0.5160051 0.7308791 -6.30 FALSE
245860_at  putative protein predicted protein--- AT5G28310 1.09 0.12 0.69 0.5160749 0.7309326 -6.30 FALSE
255571_at hypothetical protein  ; supported --- AT4G01220 -1.14 -0.18 -0.69 0.5161465 0.7309885 -6.30 TRUE
264528_at hypothetical protein similar to Hu --- AT1G30810 1.06 0.09 0.68 0.5162508 0.7310325 -6.30 FALSE
254462_at putative protein  ;supported by fu --- AT4G20150 -1.06 -0.09 -0.68 0.5162737 0.7310325 -6.30 FALSE
249762_at putative protein contains similarit --- AT5G24000 -1.07 -0.10 -0.68 0.5162353 0.7310325 -6.30 FALSE
253382_at  putative protein AT.I.24, Arabido--- AT4G33040 1.10 0.14 0.68 0.5164786 0.7311542 -6.30 TRUE
252080_at  putative protein polyphosphoinos--- AT3G51670 1.14 0.19 0.68 0.5164507 0.7311542 -6.30 FALSE
251076_at  putative protein putative protein --- AT5G01970 1.13 0.18 0.68 0.5164282 0.7311542 -6.30 FALSE
266153_at hypothetical protein --- --- 1.07 0.09 0.68 0.5164878 0.7311542 -6.30 FALSE
252144_at  ribosomal protein L8 homolog rib--- AT3G51190 -1.07 -0.10 -0.68 0.5165457 0.7311907 -6.30 FALSE
248308_at putative protein similar to unknow--- AT5G52530 1.07 0.10 0.68 0.5165987 0.7312203 -6.30 FALSE
263928_at hypothetical protein predicted by --- AT2G36330 1.12 0.16 0.68 0.5168115 0.7314763 -6.30 FALSE
259964_at  glutathione transferase, putative ATGSTU28AT1G53680 1.08 0.11 0.68 0.5168969 0.7315516 -6.30 FALSE
257520_at hypothetical protein --- AT3G07710 1.09 0.13 0.68 0.5169847 0.7316306 -6.30 FALSE
257148_at  cytochrome c, putative similar to --- AT3G27240 1.14 0.18 0.68 0.5170844 0.7316355 -6.30 FALSE
258304_at hypothetical protein predicted by --- --- 1.06 0.09 0.68 0.5170261 0.7316355 -6.30 FALSE
266282_at putative protein kinase contains a--- AT2G29220 1.07 0.09 0.68 0.5170821 0.7316355 -6.30 FALSE
253153_at hypothetical protein --- AT4G35700 -1.08 -0.11 -0.68 0.5171516 0.7316852 -6.30 FALSE
261272_at Expressed protein ; supported by--- AT1G26665 -1.17 -0.23 -0.68 0.5177622 0.7322925 -6.30 TRUE
258649_at  putative transitional endoplasmicCDC48 AT3G09840 -1.06 -0.09 -0.68 0.5177086 0.7322925 -6.30 FALSE
254694_at putative protein --- AT4G17900 -1.11 -0.16 -0.68 0.5178125 0.7322925 -6.30 FALSE
252040_at  putative protein hypothetical pro --- AT3G52060 1.19 0.25 0.68 0.5178111 0.7322925 -6.30 FALSE
265429_at hypothetical protein predicted by --- AT2G20710 -1.10 -0.14 -0.68 0.5177667 0.7322925 -6.30 FALSE
247236_at putative protein similar to unknow--- AT5G64590 1.08 0.12 0.68 0.5178377 0.7322925 -6.30 FALSE
266586_s_aputative protein --- --- 1.06 0.08 0.68 0.5177447 0.7322925 -6.30 FALSE
251202_at  putative protein predicted protein--- AT3G63040 1.07 0.09 0.68 0.5177663 0.7322925 -6.30 FALSE
251719_at  putative protein PUTATIVE PRO--- AT3G56140 -1.10 -0.13 -0.68 0.5179429 0.7323124 -6.30 FALSE
267367_at unknown protein  ;supported by f --- AT2G44210 -1.12 -0.16 -0.68 0.5178847 0.7323124 -6.30 FALSE
256634_s_ahypothetical protein predicted by --- --- -1.07 -0.09 -0.68 0.5179481 0.7323124 -6.30 FALSE



249273_at unknown protein --- AT5G41850 -1.10 -0.13 -0.68 0.5180812 0.7323644 -6.30 FALSE
264801_at hypothetical protein gene overlapemb2411 AT1G08840 1.08 0.11 0.68 0.518068 0.7323644 -6.30 FALSE
265456_at Expressed protein ; supported bySDH4 AT2G46505 1.07 0.10 0.68 0.5180337 0.7323644 -6.30 FALSE
248575_at  ATP-dependent Clp protease AT--- AT5G49840 -1.07 -0.10 -0.68 0.5181904 0.7324734 -6.30 FALSE
264090_at  cytochrome P-450, putative simi CYP79C1 AT1G79370 1.08 0.11 0.68 0.5183036 0.732588 -6.30 FALSE
248467_at MtN3-like protein ;supported by f --- AT5G50800 1.23 0.30 0.68 0.5183831 0.732655 -6.30 FALSE
263776_s_aputative cyclic nucleotide-regulat ATCNGC3 AT2G46430 // 1.41 0.50 0.68 0.5185936 0.732907 -6.30 FALSE
251071_at putative protein receptor protein k--- AT5G01950 1.14 0.19 0.68 0.5187017 0.7330145 -6.30 FALSE
264249_at vacuolar-type H+-translocating inAVP2 AT1G78920 1.09 0.12 0.68 0.5187863 0.7330885 -6.30 FALSE
256635_at hypothetical protein predicted by --- AT3G28260 -1.06 -0.09 -0.68 0.5188199 0.7330907 -6.30 FALSE
257955_at unknown protein  ; supported by --- AT3G21810 1.17 0.23 0.68 0.5188822 0.7331332 -6.30 FALSE
266752_at putative ABC transporter related ABCB4 AT2G47000 1.54 0.62 0.68 0.5189392 0.7331679 -6.30 TRUE
265399_at hypothetical protein predicted by --- AT2G11010 1.17 0.23 0.68 0.518971 0.7331679 -6.30 FALSE
252190_at  putative protein various predicte --- AT3G50170 -1.07 -0.10 -0.68 0.5191428 0.7333651 -6.31 FALSE
265868_at unknown protein  ;supported by f PUX2 AT2G01650 1.11 0.15 0.68 0.5192245 0.7334351 -6.31 FALSE
266670_at putative flavonol 3-O-glucosyltranUGT71C2 AT2G29740 -1.10 -0.13 -0.68 0.519285 0.7334752 -6.31 FALSE
250549_at  N-hydroxycinnamoyl benzoyltran--- AT5G07860 1.13 0.18 0.68 0.5194591 0.7335848 -6.31 TRUE
245737_at hypothetical protein similar to put--- AT1G44160 -1.12 -0.17 -0.68 0.5193951 0.7335848 -6.31 FALSE
254022_at  putative membrane transporter B--- AT4G25750 -1.09 -0.12 -0.68 0.5194458 0.7335848 -6.31 FALSE
261534_at unknown protein ;supported by fuPEX11C AT1G01820 -1.07 -0.09 -0.68 0.5195115 0.7336134 -6.31 FALSE
266594_at hypothetical protein --- AT2G46190 -1.06 -0.08 -0.68 0.5196663 0.7337866 -6.31 FALSE
264630_at hypothetical protein predicted by FAS1 AT1G65470 1.10 0.14 0.68 0.5197349 0.7338381 -6.31 FALSE
249025_at putative protein contains similarit --- AT5G44720 1.15 0.21 0.68 0.5200699 0.7342655 -6.31 FALSE
247124_at  prolyl 4-hydroxylase, alpha subu--- AT5G66060 -1.07 -0.10 -0.68 0.5201506 0.7342885 -6.31 FALSE
254714_at  myb-like protein snapdragon my AtMYB79 AT4G13480 1.07 0.10 0.68 0.5201378 0.7342885 -6.31 FALSE
248774_at unknown protein --- AT5G47830 -1.07 -0.10 -0.68 0.5202093 0.7343261 -6.31 FALSE
267540_at hypothetical protein predicted by --- AT2G32760 1.07 0.10 0.68 0.5203411 0.7344211 -6.31 FALSE
247945_at putative protein contains similarit --- AT5G57150 1.26 0.33 0.68 0.520324 0.7344211 -6.31 FALSE
249958_at  plasma membrane associated p --- AT5G18970 1.11 0.15 0.68 0.5204272 0.7344972 -6.31 FALSE
262027_at  DNA-binding protein, putative simHOS10 AT1G35515 1.15 0.21 0.68 0.5204701 0.7345123 -6.31 FALSE
245662_at hypothetical protein predicted by --- AT1G28190 1.34 0.42 0.68 0.5207759 0.7348947 -6.31 TRUE
260113_at hypothetical protein predicted by --- AT1G63300 1.06 0.09 0.68 0.5208293 0.7348947 -6.31 FALSE
263568_at hypothetical protein predicted by --- AT2G27160 1.10 0.14 0.68 0.5208377 0.7348947 -6.31 FALSE
260797_at  neoxanthin cleavage enzyme, puNCED9 AT1G78390 1.09 0.12 0.68 0.5209539 0.7350132 -6.31 FALSE
252451_at hypothetical protein --- AT3G47100 1.07 0.10 0.68 0.5210625 0.7351209 -6.31 FALSE



250025_at putative protein similar to unknowSIP1;2 AT5G18290 1.11 0.15 0.68 0.5210997 0.7351279 -6.31 FALSE
257318_at hypothetical protein --- AT2G07777 -1.07 -0.10 -0.68 0.5212442 0.7352863 -6.31 FALSE
251072_at  putative protein wound-inducible--- AT5G01740 1.17 0.23 0.68 0.5214413 0.735337 -6.31 TRUE
267135_at cyclin-dependent kinase inhibitor ICK1 AT2G23430 -1.16 -0.22 -0.68 0.5214197 0.735337 -6.31 FALSE
255478_at putative protein  ;supported by fuEID1 AT4G02440 -1.09 -0.12 -0.68 0.5213215 0.735337 -6.31 FALSE
266390_at hypothetical protein predicted by --- AT2G32310 1.07 0.10 0.68 0.5213522 0.735337 -6.31 FALSE
255375_at putative athila-like protein --- --- 1.07 0.10 0.68 0.5214245 0.735337 -6.31 FALSE
261523_at  protein tyrosine phosphatase idePTP1 AT1G71860 1.08 0.11 0.68 0.5215249 0.7354094 -6.31 FALSE
256575_at  dTDP-glucose 4,6-dehydratase, RHM3 AT3G14790 -1.11 -0.16 -0.68 0.5215817 0.735444 -6.31 FALSE
251700_at  putative protein exocyst complex--- AT3G56640 -1.14 -0.19 -0.68 0.5217515 0.735638 -6.31 FALSE
245900_at  putative protein predicted protein--- AT5G11040 -1.09 -0.13 -0.68 0.5218965 0.735797 -6.31 FALSE
256307_at  pectate lyase, putative contains --- AT1G30350 -1.06 -0.09 -0.68 0.5220878 0.7360212 -6.31 FALSE
252321_at hypothetical protein  ;supported b--- AT3G48510 1.09 0.12 0.68 0.5221289 0.7360336 -6.31 FALSE
252609_at putative protein --- AT3G45110 1.08 0.11 0.67 0.5222851 0.7362084 -6.31 FALSE
250253_at putative protein contains similarit PDAT AT5G13640 -1.09 -0.13 -0.67 0.5223511 0.7362558 -6.31 FALSE
255057_at hypothetical protein --- AT4G09840 -1.06 -0.09 -0.67 0.5224312 0.7363232 -6.31 FALSE
254338_s_a pectate lyase like protein pectate--- AT4G22080 // 1.06 0.09 0.67 0.522479 0.7363451 -6.31 FALSE
252317_at  putative protein hypersensitivity- --- AT3G48720 1.33 0.42 0.67 0.5228151 0.7366994 -6.31 TRUE
248681_at pectate lyase non-consensus AG--- AT5G48900 1.86 0.89 0.67 0.5228272 0.7366994 -6.31 FALSE
265498_at putative C2H2-type zinc finger pr --- AT2G15740 1.07 0.09 0.67 0.52277 0.7366994 -6.31 FALSE
256802_at  cytochrome P450, putative similaCYP705A32AT3G20950 1.07 0.09 0.67 0.5229681 0.7367613 -6.31 FALSE
267272_at hypothetical protein predicted by --- --- -1.07 -0.10 -0.67 0.5229516 0.7367613 -6.31 FALSE
260854_at  CCAAT-box binding factor HAP3LEC1 AT1G21970 -1.11 -0.15 -0.67 0.5229053 0.7367613 -6.31 FALSE
259180_at unknown protein --- AT3G01680 1.24 0.31 0.67 0.5231528 0.7369759 -6.31 TRUE
245030_at putative polygalacturonase --- AT2G26620 1.06 0.08 0.67 0.5233262 0.7371748 -6.31 FALSE
260409_at Expressed protein ; supported bySHW1 AT1G69935 -1.14 -0.19 -0.67 0.523671 0.7374351 -6.31 FALSE
253978_at  putative protein probable kinesin--- AT4G26660 1.10 0.13 0.67 0.5236338 0.7374351 -6.31 FALSE
245434_at hypothetical protein --- AT4G17140 1.07 0.10 0.67 0.5236727 0.7374351 -6.31 FALSE
250997_at  putative protein histone H2B-2, t --- AT5G02570 -1.08 -0.11 -0.67 0.5236424 0.7374351 -6.31 FALSE
260861_at hypothetical protein predicted by --- --- 1.08 0.11 0.67 0.5236339 0.7374351 -6.31 FALSE
258325_at putative heat shock protein similaHSFA6B AT3G22830 1.08 0.11 0.67 0.5240082 0.7378297 -6.31 FALSE
258266_at hypothetical protein predicted by --- AT3G15860 1.10 0.14 0.67 0.5240176 0.7378297 -6.31 FALSE
252973_s_apeptidylprolyl isomerase ROC1  ;ROC1 AT4G38740 1.12 0.16 0.67 0.5240932 0.7378906 -6.31 FALSE
261759_at hypothetical protein similar to put--- AT1G15590 -1.08 -0.11 -0.67 0.5242416 0.738054 -6.31 FALSE
248573_at cellulase homolog OR16pep precATGH9A1 AT5G49720 1.09 0.12 0.67 0.5243858 0.7382114 -6.31 FALSE



250315_at putative protein contains similarit PDE149 AT5G12130 -1.15 -0.20 -0.67 0.5244207 0.738215 -6.31 FALSE
256956_at expressed protein  supported by --- AT3G13410 -1.07 -0.10 -0.67 0.5245772 0.7383898 -6.31 FALSE
263887_at hypothetical protein predicted by --- AT2G36980 -1.10 -0.14 -0.67 0.5246544 0.7384529 -6.31 FALSE
246600_at  putative protein disease resistanSAG101 AT5G14930 1.16 0.21 0.67 0.5248635 0.7384891 -6.31 FALSE
255036_at  putative protein similarity RING z--- AT4G09560 1.14 0.19 0.67 0.5249716 0.7384891 -6.31 FALSE
246312_at  G-protein, putative contains PfamXLG3 AT1G31930 1.19 0.25 0.67 0.5248886 0.7384891 -6.31 FALSE
251569_at putative protein several hypothet --- AT3G58290 1.09 0.13 0.67 0.5247849 0.7384891 -6.31 FALSE
263830_at hypothetical protein predicted by --- AT2G40260 1.08 0.11 0.67 0.5248279 0.7384891 -6.31 FALSE
263620_at hypothetical protein predicted by --- --- 1.07 0.10 0.67 0.52484 0.7384891 -6.31 FALSE
265698_at hypothetical protein predicted by --- AT2G32160 -1.08 -0.11 -0.67 0.5249258 0.7384891 -6.31 FALSE
263576_at hypothetical protein similar to hyp--- AT2G17080 1.06 0.09 0.67 0.5248039 0.7384891 -6.31 FALSE
263084_at hypothetical protein predicted by --- AT2G27180 1.08 0.11 0.67 0.5249644 0.7384891 -6.31 FALSE
245396_at hypothetical protein ;supported b --- AT4G14870 -1.14 -0.19 -0.67 0.5250603 0.7384896 -6.31 FALSE
256209_at  electron transport flavoprotein, pETFALPHAAT1G50940 1.08 0.11 0.67 0.525069 0.7384896 -6.31 FALSE
254792_at  putative protein nucleoid DNA-bi--- AT4G12920 1.08 0.11 0.67 0.5250187 0.7384896 -6.31 FALSE
265590_at  SKP1/ASK1 (At17), putative simMEO AT2G20160 1.07 0.10 0.67 0.5252047 0.7385956 -6.31 FALSE
251761_at  glucuronosyl transferase - like pr--- AT3G55700 -1.11 -0.15 -0.67 0.5252091 0.7385956 -6.31 FALSE
248406_at pectinesterase --- AT5G51490 1.11 0.16 0.67 0.5254183 0.7388441 -6.31 FALSE
264244_at  pantothenate kinase, putative simATPANK1 AT1G60440 1.08 0.11 0.67 0.5255487 0.7389819 -6.31 FALSE
245069_at putative glucosyltransferase UGT84B2 AT2G23250 1.08 0.11 0.67 0.5256198 0.7390363 -6.31 FALSE
250050_at  putative protein predicted proteinVAR3 AT5G17790 -1.08 -0.12 -0.67 0.525745 0.7391315 -6.31 FALSE
251180_at  putative protein hypothetical pro --- AT3G62640 -1.13 -0.17 -0.67 0.5257801 0.7391315 -6.31 FALSE
265924_at putative geranylgeranyl pyrophos--- AT2G18620 1.06 0.08 0.67 0.5258056 0.7391315 -6.31 FALSE
261288_at hypothetical protein predicted by --- AT1G37010 -1.08 -0.11 -0.67 0.5258171 0.7391315 -6.31 FALSE
249837_at Expressed protein ; supported by--- AT5G23480 1.08 0.11 0.67 0.5258644 0.7391525 -6.31 FALSE
245335_at pore protein homolog ;supported ATOEP16-2AT4G16160 1.10 0.13 0.67 0.5260276 0.7393363 -6.31 FALSE
256803_at  cytochrome P450, putative similaCYP705A33AT3G20960 1.07 0.10 0.67 0.5261049 0.739359 -6.31 FALSE
253556_at  serine/threonine-specific protein --- AT4G31100 1.06 0.09 0.67 0.5261085 0.739359 -6.31 FALSE
262968_at hypothetical protein predicted by --- AT1G75720 1.08 0.11 0.67 0.5263282 0.7395832 -6.31 FALSE
260681_at hypothetical protein predicted by AT1G08030--- 1.07 0.10 0.67 0.5264175 0.7395832 -6.31 FALSE
253304_at putative protein  ;supported by fu --- AT4G33640 -1.09 -0.12 -0.67 0.5263677 0.7395832 -6.31 FALSE
251253_at  putative zinc-finger protein zinc-f--- AT3G62240 1.13 0.18 0.67 0.5264302 0.7395832 -6.31 FALSE
256136_s_a lectin receptor kinase, putative s --- AT1G48720 -1.06 -0.09 -0.67 0.5264235 0.7395832 -6.31 FALSE
265609_at hypothetical protein predicted by --- AT2G25420 -1.13 -0.17 -0.67 0.5265951 0.7397694 -6.31 FALSE
261517_at unknown protein ; supported by f --- AT1G71780 1.09 0.12 0.67 0.5267543 0.7399474 -6.31 FALSE



266047_at unknown protein --- AT2G40800 -1.10 -0.13 -0.67 0.5268756 0.7399902 -6.31 FALSE
262077_at dynamin-like protein similar to dyADL3 AT1G59610 -1.07 -0.10 -0.67 0.5268687 0.7399902 -6.31 FALSE
248930_at unknown protein --- AT5G46010 1.08 0.11 0.67 0.5268821 0.7399902 -6.31 FALSE
260217_at hypothetical protein contains Pfa --- AT1G74600 -1.07 -0.09 -0.67 0.5269387 0.7400242 -6.31 FALSE
251306_at  putative DNA-binding protein DN--- AT3G61260 -1.10 -0.14 -0.67 0.5271814 0.7401959 -6.31 FALSE
259992_at  putative heat shock transcriptionHSFA8 AT1G67970 -1.14 -0.18 -0.67 0.5271064 0.7401959 -6.31 FALSE
245419_at putative protein MSH4 AT4G17380 -1.07 -0.09 -0.67 0.5271658 0.7401959 -6.31 FALSE
263555_at unknown protein  ;supported by f --- AT2G16460 1.07 0.10 0.67 0.5271908 0.7401959 -6.31 FALSE
256997_at  subtilisin-like serine protease, pu--- AT3G14067 -1.13 -0.17 -0.67 0.5272233 0.740196 -6.31 FALSE
259657_at  phospholipase D alpha, putative PLDEPSILOAT1G55180 1.07 0.10 0.67 0.5273286 0.7402649 -6.31 FALSE
262922_at hypothetical protein predicted by --- AT1G79420 1.10 0.14 0.67 0.5273455 0.7402649 -6.31 FALSE
266548_at unknown protein  ;supported by f RPA AT2G35210 -1.12 -0.16 -0.67 0.5274671 0.7402649 -6.32 FALSE
244918_at hypothetical protein AT2G07742--- 1.08 0.11 0.67 0.5274666 0.7402649 -6.32 FALSE
253356_at  putative protein myosin II heavy --- AT4G33390 1.07 0.10 0.67 0.5274225 0.7402649 -6.31 FALSE
250032_at glutamate dehydrogenase (EC 1 GDH1 AT5G18170 -1.26 -0.34 -0.67 0.5274656 0.7402649 -6.32 FALSE
246855_at  putative protein various predicte --- AT5G26280 -1.23 -0.30 -0.67 0.5275484 0.7402878 -6.32 FALSE
255726_at  lysine and histidine specific trans--- AT1G25530 1.29 0.37 0.67 0.5275232 0.7402878 -6.32 FALSE
AFFX-Athal Arabidopsis thaliana /REF=X523 --- --- 1.11 0.15 0.67 0.5276294 0.7403559 -6.32 FALSE
250579_at  putative protein terminal ear1, ZeMCT2 AT5G07930 1.07 0.10 0.67 0.527712 0.7404263 -6.32 FALSE
249416_at  putative protein DNA DAMAGE- --- AT5G39570 -1.08 -0.11 -0.67 0.5278161 0.7405269 -6.32 FALSE
254878_at  heat shock transcription factor - AT-HSFB2BAT4G11660 -1.14 -0.19 -0.67 0.5280035 0.740553 -6.32 FALSE
264901_at  putative sulphate transporter proAST91 AT1G23090 1.27 0.34 0.67 0.5280175 0.740553 -6.32 FALSE
267180_at unknown protein  ; supported by SLT1 AT2G37570 1.08 0.11 0.67 0.5279905 0.740553 -6.32 FALSE
259869_at putative heat shock protein predi --- AT1G76770 1.08 0.11 0.67 0.5280295 0.740553 -6.32 FALSE
246629_at unknown protein similar to hypoth--- AT1G50750 -1.10 -0.14 -0.67 0.5279911 0.740553 -6.32 FALSE
249209_at major surface glycoprotein-like  ; --- AT5G42620 1.08 0.11 0.67 0.5280243 0.740553 -6.32 FALSE
251745_at  putative protein zinc finger trans SZF1 AT3G55980 1.51 0.60 0.66 0.5282092 0.7407594 -6.32 FALSE
262442_at unknown protein identical to hypo--- AT1G47420 -1.07 -0.10 -0.66 0.5282996 0.7407618 -6.32 FALSE
259115_at hypothetical protein predicted by --- AT3G01360 -1.09 -0.13 -0.66 0.5283252 0.7407618 -6.32 FALSE
249390_at  60S RIBOSOMAL PROTEIN L5 --- AT5G40130 -1.07 -0.09 -0.66 0.5283175 0.7407618 -6.32 FALSE
261061_at  DNA-binding protein, putative coTRFL2 AT1G07540 1.08 0.11 0.66 0.5283408 0.7407618 -6.32 FALSE
262523_at  ubiquitin-specific protease 15 (UUBP15 AT1G17110 -1.06 -0.09 -0.66 0.5284219 0.74083 -6.32 FALSE
259728_at putative coatomer zeta subunit si--- AT1G60970 1.07 0.10 0.66 0.5284788 0.7408643 -6.32 FALSE
267605_at putative protein disulfide isomeraATPDIL2-3 AT2G32920 -1.10 -0.14 -0.66 0.5285993 0.7409875 -6.32 FALSE
255863_s_aputative GDSL-motif lipase/hydro--- AT2G30220 // 1.07 0.09 0.66 0.5287104 0.7410522 -6.32 FALSE



246520_at  putative protein RING-H2 finger --- AT5G15790 -1.07 -0.09 -0.66 0.5286928 0.7410522 -6.32 FALSE
261031_at hypothetical protein predicted by --- AT1G17360 -1.16 -0.21 -0.66 0.5288499 0.7411774 -6.32 FALSE
257560_at  galactosyltransferase, putative c --- AT3G14960 1.06 0.09 0.66 0.5288972 0.7411774 -6.32 FALSE
263245_at hypothetical protein predicted by --- AT2G31470 -1.06 -0.09 -0.66 0.5288706 0.7411774 -6.32 FALSE
259501_at unknown protein ; supported by cTPL AT1G15750 -1.09 -0.13 -0.66 0.5291101 0.7414302 -6.32 FALSE
258930_at  unknown protein predicted by ge--- AT3G10040 -1.07 -0.10 -0.66 0.5294527 0.7418486 -6.32 FALSE
259182_at hypothetical protein predicted by --- AT3G01750 -1.14 -0.19 -0.66 0.5294737 0.7418486 -6.32 FALSE
261991_at hypothetical protein predicted by --- AT1G33700 -1.10 -0.14 -0.66 0.5296439 0.7419347 -6.32 FALSE
263614_at putative serpin --- AT2G25240 1.10 0.14 0.66 0.5295896 0.7419347 -6.32 FALSE
AFFX-DapXB. subtilis /GEN=dapB /DB_XRE --- --- -1.17 -0.23 -0.66 0.5296653 0.7419347 -6.32 FALSE
267313_at putative protein phosphatase 2C --- AT2G34740 -1.10 -0.14 -0.66 0.5296034 0.7419347 -6.32 FALSE
245977_at glucose-6-phosphate 1-dehydrogG6PD2 AT5G13110 1.16 0.21 0.66 0.5297874 0.7420147 -6.32 FALSE
252206_at centrin ATCEN2 AT3G50360 1.08 0.11 0.66 0.5297699 0.7420147 -6.32 FALSE
266230_at hypothetical protein predicted by --- AT2G28830 -1.16 -0.21 -0.66 0.5298294 0.7420243 -6.32 FALSE
257330_at hypothetical protein --- --- 1.07 0.10 0.66 0.5298593 0.7420243 -6.32 FALSE
255574_at  putative calcium-regulated prote CBL5 AT4G01420 -1.08 -0.11 -0.66 0.5300898 0.7420763 -6.32 FALSE
245231_at hypothetical protein --- AT4G25600 -1.09 -0.13 -0.66 0.5299744 0.7420763 -6.32 FALSE
251189_at  putative protein putative mitocho--- AT3G62650 -1.11 -0.15 -0.66 0.5300237 0.7420763 -6.32 FALSE
246618_at putative protein similar to unknow--- AT5G36280 1.07 0.09 0.66 0.530039 0.7420763 -6.32 FALSE
253315_at  putative protein various predicte --- AT4G33900 1.08 0.11 0.66 0.5300917 0.7420763 -6.32 FALSE
250675_at putative protein contains similarit --- AT5G06260 1.07 0.09 0.66 0.5299467 0.7420763 -6.32 FALSE
266947_at hypothetical protein predicted by --- AT2G18830 1.09 0.13 0.66 0.5301516 0.7421146 -6.32 FALSE
263816_at putative CCHC-type zinc finger p --- --- 1.09 0.13 0.66 0.5301991 0.7421356 -6.32 FALSE
263474_at hypothetical protein predicted by --- AT2G31725 -1.10 -0.14 -0.66 0.530357 0.7422766 -6.32 FALSE
247035_at putative protein similar to unknowALC AT5G67110 -1.07 -0.10 -0.66 0.5303649 0.7422766 -6.32 FALSE
247582_at  putative protein various predicte --- AT5G60760 1.09 0.12 0.66 0.5304672 0.7423361 -6.32 FALSE
245177_at  annexin-like protein genmodel su--- AT5G12380 1.08 0.11 0.66 0.5304725 0.7423361 -6.32 FALSE
257526_s_ahypothetical protein similar to put--- AT3G09330 // 1.07 0.09 0.66 0.5305808 0.742351 -6.32 FALSE
265406_at En/Spm-like transposon protein r --- --- 1.06 0.08 0.66 0.5305445 0.742351 -6.32 FALSE
253471_at hypothetical protein --- --- 1.08 0.11 0.66 0.530557 0.742351 -6.32 FALSE
261558_at unknown protein --- AT1G01770 -1.13 -0.18 -0.66 0.5306888 0.7423655 -6.32 FALSE
267537_at putative guanylate kinase  ; suppGK-1 AT2G41880 -1.25 -0.32 -0.66 0.5306535 0.7423655 -6.32 FALSE
251329_at  putative protein hypothetical pro SYP73 AT3G61450 1.11 0.15 0.66 0.5306886 0.7423655 -6.32 FALSE
251672_at  MADS-box transcription factor-likAGL16 AT3G57230 1.07 0.10 0.66 0.5307607 0.742375 -6.32 FALSE
264610_at Expressed protein ; supported by--- AT1G04645 -1.08 -0.11 -0.66 0.5307528 0.742375 -6.32 FALSE



255228_at  F-box protein family, AtFBL21 co--- AT4G05470 -1.07 -0.10 -0.66 0.5309203 0.7424705 -6.32 FALSE
255605_at hypothetical protein --- AT4G01090 1.13 0.18 0.66 0.5309266 0.7424705 -6.32 FALSE
259866_at putative calmodulin similar to calm--- AT1G76640 1.25 0.32 0.66 0.5309067 0.7424705 -6.32 FALSE
248697_at putative protein contains similarit --- AT5G48370 -1.15 -0.20 -0.66 0.5310367 0.7425334 -6.32 FALSE
255747_s_ahypothetical protein predicted by --- AT1G32010 // 1.07 0.10 0.66 0.5310197 0.7425334 -6.32 FALSE
249277_at GDSL-motif lipase/hydrolase-like --- AT5G41890 -1.23 -0.29 -0.66 0.5311963 0.7426655 -6.32 FALSE
267593_at similar to disease resistance protAtRLP25 AT2G33030 1.07 0.09 0.66 0.5311953 0.7426655 -6.32 FALSE
262042_at  polygalacturonase, putative simi --- AT1G80140 -1.08 -0.11 -0.66 0.5312299 0.742667 -6.32 FALSE
248055_at serine/threonine-specific kinase l --- AT5G55830 1.08 0.11 0.66 0.5312969 0.7427151 -6.32 FALSE
265894_at putative lipid transfer protein LTP AT2G15050 1.23 0.30 0.66 0.5313627 0.7427615 -6.32 FALSE
262510_at hypothetical protein similar to hyp--- AT1G11270 -1.09 -0.12 -0.66 0.5314531 0.7428424 -6.32 FALSE
245895_at  SIR2-family protein sirtuin type 4SRT2 AT5G09230 1.08 0.11 0.66 0.5314869 0.7428441 -6.32 FALSE
257998_at hypothetical protein similar to hyp--- AT3G27510 1.06 0.09 0.66 0.5315212 0.7428466 -6.32 FALSE
254169_at putative protein  ; supported by c --- AT4G24290 1.10 0.14 0.66 0.5315714 0.7428713 -6.32 FALSE
266228_at unknown protein  ; supported by CXIP4 AT2G28910 -1.09 -0.13 -0.66 0.5316463 0.7428848 -6.32 FALSE
257594_at unknown protein --- AT3G24740 1.09 0.13 0.66 0.5316362 0.7428848 -6.32 FALSE
258275_at unknown protein  ;supported by f --- AT3G15760 1.14 0.19 0.66 0.5317541 0.7429586 -6.32 FALSE
244903_at hypothetical protein --- --- 1.22 0.29 0.66 0.5317642 0.7429586 -6.32 FALSE
266697_at profilin 4  ; supported by full-leng PRF5 AT2G19770 1.10 0.14 0.66 0.531823 0.7429952 -6.32 FALSE
252268_at kinesin-like protein several kinesi--- AT3G49650 -1.11 -0.15 -0.66 0.5318772 0.7430255 -6.32 FALSE
248280_at putative protein similar to unknow--- AT5G52950 1.08 0.11 0.66 0.5320288 0.7431462 -6.32 FALSE
252614_at  serpin-like protein serpin - Horde--- AT3G45220 1.06 0.08 0.66 0.532026 0.7431462 -6.32 FALSE
253653_at hypothetical protein --- AT4G30050 1.08 0.11 0.66 0.532231 0.743383 -6.32 FALSE
260038_at Expressed protein ; supported by--- AT1G68875 -1.07 -0.09 -0.66 0.5325165 0.743707 -6.32 FALSE
267521_at hypothetical protein predicted by --- AT2G30480 1.10 0.14 0.66 0.5325281 0.743707 -6.32 FALSE
260988_at  MAP3K alpha protein kinase, puMAP3KA AT1G53570 1.12 0.16 0.66 0.532671 0.7438093 -6.32 FALSE
262391_at  geranyl geranyl pyrophosphate sGGPS6 AT1G49530 -1.08 -0.11 -0.66 0.5326992 0.7438093 -6.32 FALSE
248024_at putative protein contains similarit --- AT5G55840 -1.10 -0.13 -0.66 0.5326578 0.7438093 -6.32 FALSE
247850_at receptor-like protein kinase --- AT5G58150 1.27 0.35 0.66 0.5328663 0.7439617 -6.32 FALSE
248413_at putative protein strong similarity tPLE AT5G51600 -1.08 -0.11 -0.66 0.5328736 0.7439617 -6.32 FALSE
259158_at  hypothetical protein predicted by--- AT3G05430 1.06 0.09 0.66 0.5329516 0.7439795 -6.32 FALSE
247756_at subtilisin-like serine protease con--- AT5G59100 1.07 0.10 0.66 0.5329458 0.7439795 -6.32 FALSE
263504_s_ahypothetical protein --- AT2G07677 -1.07 -0.10 -0.66 0.5330087 0.7440137 -6.32 FALSE
265214_at  unkown protein ESTs gb|H36249--- AT1G05000 1.19 0.25 0.66 0.5331361 0.7440857 -6.32 TRUE
264540_at hypothetical protein predicted by --- AT1G55630 -1.08 -0.11 -0.66 0.533124 0.7440857 -6.32 FALSE



257085_at  ubiquitin-specific protease 14 (UUBP14 AT3G20630 -1.13 -0.18 -0.66 0.5331581 0.7440857 -6.32 FALSE
260451_at putative AP2 domain transcription--- AT1G72360 1.31 0.38 0.66 0.5331932 0.7440892 -6.32 FALSE
252203_at hypothetical protein --- AT3G50320 1.07 0.09 0.66 0.5332651 0.7441439 -6.32 FALSE
255065_s_a putative arginase similar to argin--- AT4G08870 // 1.30 0.38 0.66 0.5333983 0.744221 -6.32 FALSE
257335_at hypothetical protein --- --- 1.07 0.10 0.66 0.5333896 0.744221 -6.32 FALSE
246545_at  pectate lyase -like protein pectat--- AT5G15110 1.07 0.09 0.66 0.5334508 0.744221 -6.32 FALSE
266580_at unknown protein  ;supported by f --- AT2G46260 1.08 0.11 0.66 0.5334377 0.744221 -6.32 FALSE
248410_at putative protein similar to unknow--- AT5G51570 1.07 0.10 0.66 0.533611 0.7442624 -6.32 FALSE
253681_at cytidine deaminase 3 (CDA3) --- AT4G29630 1.08 0.11 0.66 0.5335667 0.7442624 -6.32 FALSE
249784_at putative protein similar to unknow--- AT5G24280 -1.11 -0.15 -0.66 0.5335792 0.7442624 -6.32 FALSE
251517_at  putative protein hypothetical pro --- AT3G59370 1.06 0.08 0.66 0.5335386 0.7442624 -6.32 FALSE
245715_s_aExpressed protein ; supported by--- AT5G08670 // -1.09 -0.12 -0.66 0.5336543 0.7442772 -6.32 FALSE
261809_at  rac GTPase activating protein, p --- AT1G08340 1.11 0.16 0.66 0.5337036 0.7443006 -6.32 FALSE
259261_at unknown protein similar to unkno--- AT3G11390 1.09 0.13 0.66 0.533782 0.7443644 -6.32 FALSE
248722_at pyrophosphate-fructose-6-phosp PFK2 AT5G47810 1.06 0.08 0.66 0.5338658 0.7444357 -6.32 FALSE
249571_at  putative protein predicted protein--- AT5G37620 -1.07 -0.09 -0.66 0.5339236 0.7444708 -6.32 FALSE
256906_at hypothetical protein contains Pfa --- AT3G24000 -1.10 -0.13 -0.66 0.5340503 0.7446019 -6.32 FALSE
266507_at  unknown protein EST matches o--- AT2G47860 1.07 0.10 0.65 0.5343592 0.7449871 -6.32 FALSE
267261_at unknown protein  ;supported by f --- AT2G23120 1.15 0.20 0.65 0.5346725 0.7449983 -6.32 TRUE
264616_at unknown protein --- AT2G17740 -1.54 -0.63 -0.65 0.5344939 0.7449983 -6.32 FALSE
251309_at  putative protein carbonyl reducta--- AT3G61220 -1.09 -0.13 -0.65 0.5347265 0.7449983 -6.32 FALSE
254087_at  brefeldin A-sensitive Golgi prote --- AT4G24840 1.06 0.09 0.65 0.5347138 0.7449983 -6.32 FALSE
252524_at  putative protein mitochondrial AT--- AT3G46430 -1.09 -0.12 -0.65 0.5347019 0.7449983 -6.32 FALSE
249391_at  putative protein predicted protein--- AT5G40140 -1.11 -0.15 -0.65 0.534521 0.7449983 -6.32 FALSE
256547_at  receptor-like serine/threonine kin--- AT3G14840 1.17 0.22 0.65 0.53463 0.7449983 -6.32 FALSE
264305_at Expressed protein ; supported byLSH7 AT1G78815 1.07 0.09 0.65 0.5347208 0.7449983 -6.32 FALSE
249521_at putative protein strong similarity t--- AT5G38690 -1.07 -0.10 -0.65 0.5344736 0.7449983 -6.32 FALSE
246475_at  putative protein IFA-binding prot --- AT5G16720 -1.10 -0.14 -0.65 0.53465 0.7449983 -6.32 FALSE
250773_at putative protein similar to unknow--- AT5G05430 -1.13 -0.18 -0.65 0.5345142 0.7449983 -6.32 FALSE
267034_at unknown protein  ;supported by f --- AT2G38310 -1.25 -0.32 -0.65 0.5348064 0.7450291 -6.32 TRUE
260002_at  putative ABC transporter similar ATNAP3 AT1G67940 -1.13 -0.17 -0.65 0.534814 0.7450291 -6.32 FALSE
258187_at  HSC70-interacting protein, putatATTDX AT3G17880 -1.07 -0.10 -0.65 0.5348977 0.7451003 -6.32 FALSE
249555_at  putative protein predicted protein--- AT5G38300 1.08 0.11 0.65 0.5349967 0.7451927 -6.32 FALSE
261717_at  helix-loop-helix protein homolog BEE1 AT1G18400 1.31 0.39 0.65 0.5351138 0.7452803 -6.32 TRUE
253498_at putative protein various predicted--- AT4G31890 1.17 0.23 0.65 0.5351577 0.7452803 -6.32 FALSE



249766_at peroxidase-like protein --- AT5G24070 1.08 0.11 0.65 0.5351392 0.7452803 -6.32 FALSE
254354_at hypothetical protein --- AT4G22370 1.06 0.08 0.65 0.5352501 0.745318 -6.32 FALSE
262264_at Niemann-Pick C disease protein---- AT1G42470 1.21 0.28 0.65 0.5352232 0.745318 -6.32 FALSE
AFFX-r2-At- Arabidopsis thaliana /REF=M64 --- --- 1.21 0.27 0.65 0.5354068 0.7454907 -6.32 TRUE
250983_at  putative protein In2, Zea mays, E--- AT5G02780 1.33 0.41 0.65 0.5355846 0.7456353 -6.32 TRUE
262280_at unknown protein --- AT1G68580 -1.15 -0.21 -0.65 0.5356741 0.7456353 -6.32 FALSE
250956_at putative protein --- AT5G03210 1.12 0.16 0.65 0.535656 0.7456353 -6.32 FALSE
252748_at putative protein putative proteins --- --- -1.07 -0.09 -0.65 0.5356377 0.7456353 -6.32 FALSE
248211_at flavonol 3-O-glucosyltransferase---- AT5G54010 1.06 0.08 0.65 0.5355885 0.7456353 -6.32 FALSE
260444_at unknown protein  ;supported by f --- AT1G68300 1.08 0.12 0.65 0.5357169 0.7456494 -6.32 FALSE
257128_at  cytochrome P450, putative contaCYP705A15AT3G20080 -1.10 -0.14 -0.65 0.5358183 0.745745 -6.32 FALSE
256810_at  adenyl cyclase, putative similar t--- AT3G21465 -1.09 -0.12 -0.65 0.5359025 0.7458167 -6.32 FALSE
252417_at putative calcium-binding protein c--- AT3G47480 -1.45 -0.53 -0.65 0.5360877 0.7459834 -6.32 FALSE
261615_at unknown protein --- AT1G33050 1.08 0.12 0.65 0.5360862 0.7459834 -6.32 FALSE
256524_at  glutamine synthetase, putative sATGSR2 AT1G66200 1.08 0.11 0.65 0.5362448 0.746111 -6.33 FALSE
249370_at  zinc finger - like protein predicted--- AT5G40710 -1.06 -0.08 -0.65 0.5362229 0.746111 -6.33 FALSE
258695_at putative ascorbate peroxidase strAPX2 AT3G09640 1.09 0.13 0.65 0.5363362 0.7461927 -6.33 FALSE
255611_at hypothetical protein --- AT4G01210 1.07 0.09 0.65 0.5364335 0.746237 -6.33 FALSE
247796_at Expressed protein ;supported by --- AT5G58782 -1.08 -0.11 -0.65 0.5364327 0.746237 -6.33 FALSE
255800_at  putative protein transposase, Ipo--- AT4G10200 1.07 0.09 0.65 0.536542 0.7463425 -6.33 FALSE
246583_at  protein kinase -like protein Ste-2--- AT5G14720 1.09 0.13 0.65 0.536593 0.7463678 -6.33 FALSE
263574_at putative tetracycline transporter p--- AT2G16990 1.07 0.09 0.65 0.5368524 0.7464104 -6.33 FALSE
260795_at  CLE3, putative CLAVATA3/ESRCLE3 AT1G06225 1.07 0.10 0.65 0.536868 0.7464104 -6.33 FALSE
244947_at hypothetical protein --- --- 1.10 0.13 0.65 0.5368694 0.7464104 -6.33 FALSE
246873_at putative protein --- AT5G26100 -1.07 -0.10 -0.65 0.5368149 0.7464104 -6.33 FALSE
246585_at myb transcription factor werewolfATMYB66 AT5G14750 -1.07 -0.09 -0.65 0.5368998 0.7464104 -6.33 FALSE
263998_at unknown protein --- AT2G22510 -1.17 -0.23 -0.65 0.5369181 0.7464104 -6.33 FALSE
266375_at En/Spm-like transposon protein r --- --- 1.08 0.11 0.65 0.5367951 0.7464104 -6.33 FALSE
261000_at hypothetical protein predicted by --- AT1G26540 -1.07 -0.09 -0.65 0.5369097 0.7464104 -6.33 FALSE
265505_at putative RING zinc finger protein --- AT2G15530 1.07 0.09 0.65 0.536684 0.7464104 -6.33 FALSE
259557_at hypothetical protein WAK4 AT1G21210 -1.07 -0.09 -0.65 0.5369526 0.7464129 -6.33 FALSE
245039_at  putative beta-1,3-glucanase  ;su --- AT2G26600 -1.08 -0.11 -0.65 0.536994 0.7464249 -6.33 FALSE
252460_at  putative protein predicted protein--- --- -1.06 -0.08 -0.65 0.5370707 0.7464406 -6.33 FALSE
245552_at cytochrome P450 like protein CYP705A3 AT4G15360 1.07 0.10 0.65 0.5370406 0.7464406 -6.33 FALSE
255949_at hypothetical protein predicted by --- AT1G22080 1.06 0.08 0.65 0.5371136 0.7464547 -6.33 FALSE



245436_at membrane protein homolog --- AT4G16620 1.08 0.11 0.65 0.5372351 0.7465054 -6.33 FALSE
255144_at putative protein predicted protein --- --- -1.06 -0.08 -0.65 0.5372482 0.7465054 -6.33 FALSE
263458_at putative GTP-binding protein ATRABH1DAT2G22290 -1.09 -0.12 -0.65 0.5372237 0.7465054 -6.33 FALSE
252938_at hypothetical protein --- AT4G39190 -1.25 -0.32 -0.65 0.5373473 0.7465975 -6.33 FALSE
265364_at putative retroelement pol polypro --- --- -1.07 -0.09 -0.65 0.5374088 0.7466375 -6.33 FALSE
253219_at  MYB-like protein myb-related proAtMYB32 AT4G34990 -1.14 -0.19 -0.65 0.5375753 0.7468234 -6.33 FALSE
258441_at hypothetical protein predicted by AT3G17265--- 1.07 0.10 0.65 0.5376621 0.7468985 -6.33 FALSE
262407_at hypothetical protein predicted by --- AT1G34630 -1.14 -0.19 -0.65 0.5377462 0.746918 -6.33 FALSE
246996_at putative protein similar to unknowLBD37 AT5G67420 -1.13 -0.18 -0.65 0.5377153 0.746918 -6.33 FALSE
254336_at  aspartic proteinase like protein o--- AT4G22050 1.10 0.13 0.65 0.5378072 0.746918 -6.33 FALSE
261453_at  O-methyltransferase, putative sim--- AT1G21130 1.19 0.25 0.65 0.5377747 0.746918 -6.33 FALSE
246431_at  calcium-binding protein calcium APC1 AT5G17480 -1.06 -0.08 -0.65 0.5378462 0.7469267 -6.33 FALSE
258399_at  early auxin-induced protein, IAA IAA19 AT3G15540 -1.30 -0.38 -0.65 0.5380207 0.7469569 -6.33 TRUE
245095_at putative protein kinase contains a--- AT2G40860 -1.11 -0.15 -0.65 0.5380236 0.7469569 -6.33 FALSE
262328_at hypothetical protein similar to hyp--- AT1G64100 1.06 0.08 0.65 0.5380161 0.7469569 -6.33 FALSE
263128_at  zinc finger protein, putative simil LZF1 AT1G78600 -1.14 -0.19 -0.65 0.5380462 0.7469569 -6.33 FALSE
255408_at  hypothetical protein similar to A. --- AT4G03490 1.13 0.18 0.65 0.5380644 0.7469569 -6.33 FALSE
249614_at  putative protein predicted proteinWSD1 AT5G37300 1.06 0.08 0.65 0.5379626 0.7469569 -6.33 FALSE
254584_at  putative protein probable membrVPS54 AT4G19490 -1.07 -0.09 -0.65 0.5381491 0.7469858 -6.33 FALSE
258624_at unknown protein  ; supported by --- AT3G02950 -1.09 -0.12 -0.65 0.5381507 0.7469858 -6.33 FALSE
245430_at hypothetical protein FIP2 AT4G17060 1.06 0.08 0.65 0.5382242 0.7470134 -6.33 FALSE
252288_at hypothetical protein --- AT3G49080 -1.11 -0.15 -0.65 0.5382361 0.7470134 -6.33 FALSE
250296_at heat shock protein 17.6-II  ;suppoHSP17.6II AT5G12020 1.18 0.24 0.65 0.5382977 0.7470534 -6.33 FALSE
255849_at hypothetical protein predicted by --- AT2G33320 1.07 0.10 0.65 0.5383513 0.7470823 -6.33 FALSE
267331_at putative salt-inducible protein --- AT2G19280 1.09 0.13 0.65 0.538399 0.7471031 -6.33 FALSE
246617_at GSH-dependent dehydroascorba--- AT5G36270 1.08 0.11 0.65 0.5385655 0.7471766 -6.33 FALSE
257244_at  receptor kinase, putative similar --- AT3G24240 1.15 0.20 0.65 0.538525 0.7471766 -6.33 FALSE
259314_at putative glucose and ribitol dehyd--- AT3G05260 1.12 0.17 0.65 0.5385774 0.7471766 -6.33 FALSE
249950_at  protein kinase - like protein Pto k--- AT5G18910 1.06 0.09 0.65 0.538583 0.7471766 -6.33 FALSE
262593_at putative ubiquinol--cytochrome-c --- AT1G15120 -1.12 -0.17 -0.65 0.5387457 0.7473435 -6.33 FALSE
262757_at putative Na/H antiporter similar toATCHX1 AT1G16380 1.08 0.11 0.65 0.5387688 0.7473435 -6.33 FALSE
255094_at putative zinc finger protein ORTHL AT4G08590 1.13 0.18 0.65 0.5388242 0.7473748 -6.33 FALSE
263663_at putative malate dehydrogenase s--- AT1G04410 -1.07 -0.10 -0.65 0.5391067 0.7477213 -6.33 FALSE
253529_at  putative protein hypothetical pro --- AT4G31520 1.06 0.09 0.65 0.5392611 0.7478899 -6.33 FALSE
255329_at hypothetical protein --- AT4G04370 -1.06 -0.09 -0.65 0.539302 0.7479012 -6.33 FALSE



253297_at  beta-xylan endohydrolase -like p--- AT4G33810 -1.07 -0.10 -0.65 0.5394122 0.7480086 -6.33 FALSE
266416_at unknown protein  ; supported by --- AT2G38710 1.11 0.15 0.65 0.5395581 0.7481199 -6.33 FALSE
265645_at unknown protein --- AT2G27370 1.07 0.10 0.65 0.5395387 0.7481199 -6.33 FALSE
256707_at hypothetical protein predicted by --- --- -1.06 -0.09 -0.65 0.5397419 0.7482725 -6.33 FALSE
245370_at Expressed protein ; supported by--- AT4G16840 -1.15 -0.20 -0.65 0.5397666 0.7482725 -6.33 FALSE
262750_at unknown protein ; supported by c--- AT1G28710 -1.09 -0.12 -0.65 0.539722 0.7482725 -6.33 FALSE
266577_at predicted protein --- AT2G23945 -1.08 -0.11 -0.65 0.5399664 0.7484585 -6.33 FALSE
266798_at putative embryo-abundant proteinAtbZIP6 AT2G22850 1.15 0.21 0.65 0.5399498 0.7484585 -6.33 FALSE
245839_at  disease resistance protein, putat--- AT1G58390 1.06 0.09 0.65 0.5400572 0.748539 -6.33 FALSE
249203_at cytochrome P450 CYP71A16 AT5G42590 1.08 0.11 0.65 0.5401776 0.7486603 -6.33 FALSE
245992_at  receptor protein kinase - like rec --- AT5G20690 1.06 0.08 0.64 0.5403907 0.7486827 -6.33 FALSE
257245_at  hypothetical protein contains Pfa--- AT3G24110 1.09 0.13 0.64 0.540356 0.7486827 -6.33 FALSE
257714_at  histone H3, putative similar to hi --- AT3G27360 -1.09 -0.12 -0.65 0.5402777 0.7486827 -6.33 FALSE
248929_at myrosinase-binding protein-like; j--- AT5G46000 1.08 0.11 0.64 0.5403743 0.7486827 -6.33 FALSE
255108_at hypothetical protein --- AT4G08740 1.10 0.14 0.64 0.5403656 0.7486827 -6.33 FALSE
265686_at hypothetical protein predicted by --- AT2G24460 1.06 0.09 0.65 0.540264 0.7486827 -6.33 FALSE
264406_at  putative phragmoplastin similar tADL6 AT1G10290 1.08 0.12 0.64 0.5405929 0.7488323 -6.33 FALSE
256031_at  choline kinase (GmCK2p), putat --- AT1G34100 -1.07 -0.10 -0.64 0.5405888 0.7488323 -6.33 FALSE
255361_at hypothetical protein --- --- 1.06 0.08 0.64 0.5405972 0.7488323 -6.33 FALSE
267454_at  putative U5 small nuclear ribonu --- AT2G33730 -1.07 -0.10 -0.64 0.5407164 0.7489088 -6.33 FALSE
267551_at  ubiquitin-specific protease 1 (UBUBP1 AT2G32780 1.09 0.13 0.64 0.5407181 0.7489088 -6.33 FALSE
267307_at putative laccase LAC3 AT2G30210 1.10 0.14 0.64 0.5409648 0.7491808 -6.33 FALSE
265509_at putative retroelement pol polypro --- --- 1.10 0.14 0.64 0.5409801 0.7491808 -6.33 FALSE
254659_at  starch synthase-like protein bactSS4 AT4G18240 -1.13 -0.17 -0.64 0.5410658 0.7492539 -6.33 FALSE
245133_at putative nucleotide sugar epimer GAE4 AT2G45310 -1.12 -0.17 -0.64 0.5411374 0.749262 -6.33 FALSE
259151_at kinesin-like protein similar to carb--- AT3G10310 -1.10 -0.14 -0.64 0.5411104 0.749262 -6.33 FALSE
254578_at  putative pectinacetylesterase pro--- AT4G19400 // -1.12 -0.17 -0.64 0.5413807 0.7494694 -6.33 FALSE
251026_at hypothetical protein FHL AT5G02200 -1.32 -0.40 -0.64 0.5413362 0.7494694 -6.33 FALSE
259930_at hypothetical protein predicted by --- AT1G34355 1.08 0.11 0.64 0.5413857 0.7494694 -6.33 FALSE
259382_s_ajasmonate inducible protein isolo JAL31 AT3G16420 // 1.43 0.52 0.64 0.5414619 0.7495294 -6.33 FALSE
247204_at GTP binding protein-like AtRABH1a AT5G64990 1.08 0.11 0.64 0.5415486 0.7496039 -6.33 FALSE
249114_at putative protein similar to unknow--- --- -1.10 -0.13 -0.64 0.5415835 0.7496068 -6.33 FALSE
255663_at hypothetical protein --- AT4G00420 -1.08 -0.11 -0.64 0.5416316 0.7496279 -6.33 FALSE
259412_at  DNA binding protein GT-1, putat --- AT1G13450 -1.07 -0.10 -0.64 0.5417807 0.7497455 -6.33 FALSE
263779_at putative photomorphogenesis repSPA1 AT2G46340 -1.09 -0.12 -0.64 0.5417823 0.7497455 -6.33 FALSE



264030_at putative steroid sulfotransferase --- AT2G03770 -1.09 -0.13 -0.64 0.5418472 0.7497898 -6.33 FALSE
250206_at mitochondrial phosphate transloc--- AT5G14040 1.14 0.19 0.64 0.5418885 0.7498014 -6.33 FALSE
255970_s_ahypothetical protein predicted by --- --- 1.06 0.09 0.64 0.5419613 0.7498567 -6.33 FALSE
266199_at putative calcium-dependent proteCPK20 AT2G38910 1.07 0.10 0.64 0.5420761 0.7499701 -6.33 FALSE
245517_at hypothetical protein --- AT4G15840 -1.06 -0.08 -0.64 0.5421394 0.7500121 -6.33 FALSE
246117_at  CAF-like protein CAF protein - ADCL4 AT5G20320 -1.11 -0.16 -0.64 0.542381 0.7502978 -6.33 FALSE
267473_at hypothetical protein predicted by --- AT2G02750 1.08 0.10 0.64 0.5424117 0.7502978 -6.33 FALSE
257547_at hypothetical protein predicted by --- AT3G13000 -1.22 -0.28 -0.64 0.5424691 0.7503317 -6.33 TRUE
261198_at  nitrate transporter, putative simil ATNRT2.5 AT1G12940 1.06 0.09 0.64 0.5425464 0.7503931 -6.33 FALSE
264218_at unknown protein --- AT1G60200 1.06 0.09 0.64 0.5427827 0.7505417 -6.33 FALSE
259619_at hypothetical protein --- AT1G42980 -1.09 -0.12 -0.64 0.5427866 0.7505417 -6.33 FALSE
260725_at Expressed protein ; supported by--- AT1G48170 -1.08 -0.11 -0.64 0.5428167 0.7505417 -6.33 FALSE
AFFX-r2-P1Bacteriophage P1 /GEN=cre /DB--- --- 1.13 0.18 0.64 0.542738 0.7505417 -6.33 FALSE
248056_at unknown protein  ; supported by XYLT AT5G55500 1.06 0.08 0.64 0.5428183 0.7505417 -6.33 FALSE
267128_at putative acetone-cyanohydrin lyaMES1 AT2G23620 1.09 0.13 0.64 0.542924 0.7506423 -6.33 FALSE
265771_at unknown protein  ;supported by f --- AT2G48030 1.09 0.13 0.64 0.5429625 0.75065 -6.33 TRUE
247556_at  putative protein predicted protein--- AT5G61040 -1.10 -0.13 -0.64 0.543239 0.7508631 -6.33 FALSE
252216_at putative protein several hypothet --- AT3G50420 -1.09 -0.13 -0.64 0.5432483 0.7508631 -6.33 FALSE
247823_at  putative protein predicted protein--- AT5G58450 -1.06 -0.08 -0.64 0.5432285 0.7508631 -6.33 FALSE
261599_at hypothetical protein similar to hyp--- AT1G49700 1.08 0.11 0.64 0.5432024 0.7508631 -6.33 FALSE
263999_at hypothetical protein predicted by --- AT2G22370 -1.08 -0.11 -0.64 0.5433267 0.750926 -6.33 FALSE
264519_at putative reverse transcriptase sim--- AT1G10000 1.09 0.13 0.64 0.5434945 0.7511124 -6.33 FALSE
266754_at hypothetical protein --- AT2G46980 1.10 0.14 0.64 0.5435307 0.7511168 -6.33 FALSE
250512_at Expressed protein ; supported by--- AT5G09995 1.09 0.12 0.64 0.5435951 0.7511603 -6.33 FALSE
252521_at hypothetical protein --- AT3G46380 -1.12 -0.16 -0.64 0.5436725 0.7512218 -6.33 FALSE
253711_at hypothetical protein DER1 --- 1.07 0.10 0.64 0.5437725 0.751269 -6.33 FALSE
245763_at  transposon protein, putative sim --- AT1G27850 1.06 0.09 0.64 0.5437575 0.751269 -6.33 FALSE
247996_at putative protein contains similarit --- AT5G56170 1.14 0.18 0.64 0.5439696 0.7514047 -6.33 FALSE
247415_at unknown protein --- AT5G63060 -1.15 -0.20 -0.64 0.5439406 0.7514047 -6.33 FALSE
250614_at  putative protein homeodomain p --- AT5G07260 -1.05 -0.08 -0.64 0.5439087 0.7514047 -6.33 FALSE
253077_at hypothetical protein --- AT4G36170 -1.06 -0.09 -0.64 0.5440571 0.7514801 -6.33 FALSE
263921_at putative fructose bisphosphate al--- AT2G36460 -1.10 -0.13 -0.64 0.5442986 0.7517681 -6.33 FALSE
245954_at  far-red impaired response protei FRS10 AT5G28530 -1.08 -0.11 -0.64 0.5443361 0.7517744 -6.33 FALSE
253442_at  H+-transporting ATPase - like pr--- AT4G32530 1.07 0.09 0.64 0.5443775 0.7517861 -6.33 FALSE
251905_at  putative protein zinc finger prote GAPB AT1G42970 // 1.08 0.12 0.64 0.544489 0.7518491 -6.33 FALSE



258572_at hypothetical protein --- AT3G04270 -1.06 -0.08 -0.64 0.5444589 0.7518491 -6.33 FALSE
256905_at  mitochondrial chaperonin hsp60 HSP60 AT3G23990 -1.19 -0.25 -0.64 0.5445696 0.7519106 -6.33 FALSE
252347_at  ribosomal protein L13 homolog r--- AT3G48130 1.08 0.11 0.64 0.5445995 0.7519106 -6.33 FALSE
263215_at  putative reticuline oxidase-like p --- AT1G30710 1.08 0.11 0.64 0.5446782 0.7519738 -6.33 FALSE
254854_at  putative protein hypothetical pro --- AT4G12130 1.10 0.14 0.64 0.5448023 0.7520084 -6.33 FALSE
248972_at putative protein similar to unknowATDSS1(V)AT5G45010 -1.13 -0.17 -0.64 0.5447418 0.7520084 -6.33 FALSE
267052_at unknown protein --- AT2G38410 1.08 0.11 0.64 0.544801 0.7520084 -6.33 FALSE
265536_at unknown protein contains a doma--- AT2G15880 -1.18 -0.24 -0.64 0.5448616 0.7520448 -6.33 FALSE
247557_at putative protein --- AT5G61050 1.06 0.08 0.64 0.5449363 0.7521024 -6.33 FALSE
257733_at unknown protein  ; supported by --- AT3G18350 1.08 0.11 0.64 0.5451549 0.7523159 -6.34 FALSE
252302_at  putative protein hypothetical pro --- AT3G49190 -1.06 -0.09 -0.64 0.545157 0.7523159 -6.34 FALSE
259614_at  dioxygenase, putative similar to ATGA2OX4AT1G47990 1.08 0.11 0.64 0.5452178 0.7523267 -6.34 FALSE
253896_at  putative protein NBS/LRR diseas--- AT4G27190 1.08 0.11 0.64 0.5452307 0.7523267 -6.34 FALSE
250506_at  ABC transporter, ATP-binding prGCN2 AT5G09930 1.08 0.11 0.64 0.545332 0.752421 -6.34 FALSE
256304_at Expressed protein ; supported by--- AT1G69523 -1.14 -0.18 -0.64 0.5454309 0.7525119 -6.34 FALSE
264581_at hypothetical protein predicted by --- AT1G05210 -1.17 -0.22 -0.64 0.545509 0.7525286 -6.34 FALSE
260435_at putative transcription factor similaMYB62 AT1G68320 1.19 0.25 0.64 0.5455054 0.7525286 -6.34 FALSE
258926_s_aunknown protein N-terminus simianac052 AT3G10480 // 1.10 0.14 0.64 0.5455479 0.7525367 -6.34 FALSE
259064_at  putative calmodulin similar to ca AGD11 AT3G07490 1.08 0.11 0.64 0.5456354 0.7526119 -6.34 FALSE
260477_at Ser/Thr protein kinase isolog --- AT1G11050 1.34 0.42 0.64 0.5459204 0.7526692 -6.34 TRUE
257403_at hypothetical protein similar to hyp--- AT1G62520 1.07 0.10 0.64 0.5459064 0.7526692 -6.34 FALSE
263918_at putative proline transporter  ;suppProT3 AT2G36590 1.30 0.38 0.64 0.5459739 0.7526692 -6.34 FALSE
246292_at  putative protein hnRNP A/B rela UBA2A AT3G56860 1.09 0.12 0.64 0.5457817 0.7526692 -6.34 FALSE
249992_at  AP2 domain -like protein AP2/ERPUCHI AT5G18560 1.08 0.11 0.64 0.5459583 0.7526692 -6.34 FALSE
246827_at  copper binding - like protein mav--- AT5G26330 -1.09 -0.12 -0.64 0.545901 0.7526692 -6.34 FALSE
255712_at hypothetical protein similar to A. --- AT4G00280 -1.07 -0.10 -0.64 0.5458617 0.7526692 -6.34 FALSE
254735_at  putative disease resistance proteAtRLP47 AT4G13810 1.08 0.12 0.64 0.5457508 0.7526692 -6.34 FALSE
267045_at putative protein kinase contains aCIPK13 AT2G34180 -1.07 -0.09 -0.64 0.5459465 0.7526692 -6.34 FALSE
248430_at putative protein similar to unknow--- AT5G51800 -1.08 -0.11 -0.64 0.5460237 0.7526923 -6.34 FALSE
253472_at hypothetical protein --- AT4G32230 1.07 0.10 0.64 0.5462101 0.7529039 -6.34 FALSE
247344_at ARI-like RING zinc finger protein --- AT5G63750 1.08 0.12 0.64 0.5463074 0.7529924 -6.34 FALSE
266639_at defender against cell death proteDAD2 AT2G35520 -1.07 -0.10 -0.64 0.5463876 0.7530119 -6.34 FALSE
262613_at putative DNA-binding protein simWRKY4 AT1G13960 1.07 0.10 0.64 0.5463754 0.7530119 -6.34 FALSE
259837_at  aquaporin, putative similar to de --- AT1G52180 1.12 0.16 0.63 0.546523 0.7530426 -6.34 FALSE
254223_at  putative protein Pennisetum cilia--- AT4G23730 -1.06 -0.09 -0.63 0.5464975 0.7530426 -6.34 FALSE



253730_at  putative protein hypothetical pro --- AT4G29480 -1.13 -0.18 -0.63 0.5464694 0.7530426 -6.34 FALSE
257380_at hypothetical protein predicted by --- AT2G28090 1.09 0.12 0.63 0.5465779 0.7530426 -6.34 FALSE
256320_at  DnaJ protein, putative contains P--- AT3G12170 1.09 0.12 0.63 0.5465589 0.7530426 -6.34 FALSE
257118_at hypothetical protein --- AT3G20180 -1.06 -0.09 -0.63 0.5466079 0.7530426 -6.34 FALSE
264024_at hypothetical protein predicted by --- AT2G21180 -1.15 -0.20 -0.63 0.5467523 0.7530945 -6.34 FALSE
262504_at  putative protein disulfide isomeraATPDIL1-1 AT1G21750 -1.12 -0.16 -0.63 0.5468106 0.7530945 -6.34 FALSE
255263_at  4-coumarate--CoA ligase - like p--- AT4G05160 1.06 0.09 0.63 0.5467246 0.7530945 -6.34 FALSE
259898_at hypothetical protein predicted by --- AT1G71200 1.07 0.10 0.63 0.5468005 0.7530945 -6.34 FALSE
250699_at receptor-like protein kinase SRF2 AT5G06820 1.08 0.11 0.63 0.5467355 0.7530945 -6.34 FALSE
245259_at kinesin like protein ; supported byPAKRP1 AT4G14150 1.07 0.09 0.63 0.5470134 0.7533282 -6.34 FALSE
260010_at putative trehalose-6-phosphate sATTPS6 AT1G68020 1.12 0.17 0.63 0.5471819 0.7534239 -6.34 FALSE
246255_at transcription initiation factor like pATPBRP AT4G36650 1.08 0.11 0.63 0.547129 0.7534239 -6.34 FALSE
267316_at homeodomain transcription facto PHB AT2G34710 -1.13 -0.18 -0.63 0.5471632 0.7534239 -6.34 FALSE
252527_at  dTDP-glucose 4-6-dehydratasesUXS5 AT3G46440 1.09 0.12 0.63 0.5473243 0.7535502 -6.34 FALSE
257864_at hypothetical protein predicted by --- AT3G17740 -1.11 -0.15 -0.63 0.5474554 0.7535502 -6.34 FALSE
257221_at  MYB family transcription factor ( ATMYB0 AT3G27920 1.10 0.13 0.63 0.5474719 0.7535502 -6.34 FALSE
257415_at hypothetical protein similar to hyp--- AT1G70040 1.08 0.11 0.63 0.5473994 0.7535502 -6.34 FALSE
260992_at hypothetical protein predicted by --- AT1G12150 -1.06 -0.09 -0.63 0.5473984 0.7535502 -6.34 FALSE
244908_at hypothetical protein --- --- 1.12 0.17 0.63 0.5474439 0.7535502 -6.34 FALSE
249622_at putative protein --- AT5G37550 1.11 0.15 0.63 0.5475964 0.7535851 -6.34 FALSE
245553_at lupeol synthase like protein BARS1 AT4G15370 1.06 0.08 0.63 0.5475458 0.7535851 -6.34 FALSE
260673_at unknown protein ; supported by f --- AT1G19330 -1.14 -0.19 -0.63 0.5475928 0.7535851 -6.34 FALSE
245296_at isp4 like protein ; supported by cDATOPT3 AT4G16370 1.14 0.19 0.63 0.5478256 0.7538551 -6.34 FALSE
245172_at hypothetical protein predicted by --- AT2G47540 1.06 0.08 0.63 0.5478659 0.7538651 -6.34 FALSE
246851_at  putative protein various predicte AGL26 AT5G26870 1.06 0.08 0.63 0.5479693 0.7539619 -6.34 FALSE
259044_at  pollen allergen Bra r II identical t --- AT3G03430 1.07 0.09 0.63 0.5480661 0.7540495 -6.34 FALSE
249854_at putative protein contains similarit --- AT5G22960 -1.09 -0.12 -0.63 0.5482164 0.7542109 -6.34 FALSE
257057_at hypothetical protein predicted by --- --- 1.05 0.08 0.63 0.5484473 0.7543465 -6.34 FALSE
256175_at unknown protein --- AT1G51670 -1.07 -0.09 -0.63 0.548399 0.7543465 -6.34 FALSE
247227_at putative protein contains similarit --- AT5G65130 1.07 0.10 0.63 0.5484181 0.7543465 -6.34 FALSE
245918_at  putative protein various predicte --- --- -1.06 -0.08 -0.63 0.5484114 0.7543465 -6.34 FALSE
258620_at putative MYB family transcriptionMYB107 AT3G02940 1.05 0.08 0.63 0.5486372 0.7543803 -6.34 FALSE
260750_at  light repressible receptor protein --- AT1G49100 -1.07 -0.10 -0.63 0.5485265 0.7543803 -6.34 FALSE
261209_at unknown protein ; supported by c--- AT1G12810 1.10 0.14 0.63 0.5485491 0.7543803 -6.34 FALSE
261965_at  athila ORF 1, putative similar to --- --- 1.06 0.08 0.63 0.548575 0.7543803 -6.34 FALSE



257479_at hypothetical protein contains sim WAKL4 AT1G16150 1.12 0.17 0.63 0.5486336 0.7543803 -6.34 FALSE
266549_at Expressed protein ; supported byEXL1 AT2G35150 1.08 0.11 0.63 0.5487384 0.7544284 -6.34 FALSE
266107_at hypothetical protein predicted by --- AT2G37910 1.12 0.16 0.63 0.5487228 0.7544284 -6.34 FALSE
258043_at unknown protein  ; supported by --- AT3G21290 -1.06 -0.08 -0.63 0.5487773 0.7544365 -6.34 FALSE
249920_at putative protein various predicted--- AT5G19260 -1.21 -0.27 -0.63 0.5488373 0.7544735 -6.34 FALSE
245561_at indole-3-acetate beta-glucosyltra UGT84A4 AT4G15500 1.09 0.13 0.63 0.5488732 0.7544774 -6.34 FALSE
265837_at unknown protein LURP1 AT2G14560 1.70 0.77 0.63 0.5489631 0.7545554 -6.34 FALSE
264378_at hypothetical protein predicted by --- AT2G25220 1.22 0.28 0.63 0.5490135 0.7545644 -6.34 FALSE
267354_at putative MYB family transcriptionMYB25 AT2G39880 1.12 0.16 0.63 0.5490513 0.7545644 -6.34 FALSE
258105_at Expressed protein ; supported by--- AT3G23605 -1.15 -0.20 -0.63 0.5491019 0.7545644 -6.34 FALSE
254143_at  putative protein histidine-rich cal --- AT4G24680 1.06 0.08 0.63 0.5490965 0.7545644 -6.34 FALSE
257251_at  type 1 membrane protein, putativPMP AT3G24160 1.07 0.10 0.63 0.5492409 0.7546076 -6.34 FALSE
250134_at Expressed protein ; supported by--- --- -1.09 -0.12 -0.63 0.5492472 0.7546076 -6.34 FALSE
259585_at hypothetical protein contains sim --- AT1G28090 -1.07 -0.10 -0.63 0.5494641 0.7546076 -6.34 FALSE
264682_at  polygalacturonase, putative simi --- AT1G65570 1.06 0.09 0.63 0.5493321 0.7546076 -6.34 FALSE
264742_at hypothetical protein similar to hyp--- AT1G62130 1.09 0.13 0.63 0.5493501 0.7546076 -6.34 FALSE
247749_at  myb-related protein - like myb-reMYB119 AT5G58850 1.09 0.13 0.63 0.5494438 0.7546076 -6.34 FALSE
251891_at  aintegumaenta-like protein ovuleWRI1 AT3G54320 -1.06 -0.09 -0.63 0.5493335 0.7546076 -6.34 FALSE
265533_at putative replication protein A1 --- --- 1.06 0.08 0.63 0.549412 0.7546076 -6.34 FALSE
255024_at hypothetical protein --- AT4G09860 1.06 0.08 0.63 0.5494448 0.7546076 -6.34 FALSE
250052_at  putative protein predicted protein--- AT5G17830 -1.09 -0.12 -0.63 0.5492184 0.7546076 -6.34 FALSE
257972_at  putative protein kinase, ATN1 al ATN1 AT3G27560 -1.08 -0.11 -0.63 0.549501 0.7546128 -6.34 FALSE
249848_at putative protein similar to unknowNIC3 AT5G23220 -1.08 -0.11 -0.63 0.54973 0.7548818 -6.34 FALSE
250469_at  pollen allergen -like protein SAH--- AT5G10130 -1.10 -0.13 -0.63 0.5498254 0.7549219 -6.34 FALSE
245001_at PSII low MW protein --- --- -1.08 -0.11 -0.63 0.549812 0.7549219 -6.34 FALSE
259348_at  hypothetical protein may contain--- AT3G03770 1.13 0.17 0.63 0.5499473 0.7549984 -6.34 FALSE
248827_at  calcium sensor protein, calcineu CBL9 AT5G47100 -1.12 -0.16 -0.63 0.549942 0.7549984 -6.34 FALSE
247356_at beta-galactosidase (emb|CAB647MUM2 AT5G63800 1.15 0.20 0.63 0.5501 0.7551626 -6.34 FALSE
260857_at unknown protein contains Pfam pLYM1 AT1G21880 -1.18 -0.24 -0.63 0.5502202 0.755208 -6.34 FALSE
245250_at ethylene responsive element bindATERF6 AT4G17490 1.49 0.58 0.63 0.5502324 0.755208 -6.34 TRUE
251443_at  putative protein unknown protein--- AT3G59940 -1.15 -0.20 -0.63 0.5501871 0.755208 -6.34 FALSE
246755_at F-box protein family contains sim--- AT5G27920 1.17 0.23 0.63 0.5502699 0.755214 -6.34 FALSE
267597_at putative leucine-rich repeat diseaAtRLP24 AT2G33020 1.14 0.19 0.63 0.5503135 0.7552284 -6.34 FALSE
249636_at  beta-glucosidase -like protein pr BGLU42 AT5G36890 1.08 0.10 0.63 0.550488 0.7554224 -6.34 FALSE
249011_at putative protein strong similarity t--- AT5G44670 -1.18 -0.24 -0.63 0.5505522 0.7554651 -6.34 FALSE



251779_at  putative protein various predicte --- --- 1.07 0.10 0.63 0.5505957 0.7554792 -6.34 FALSE
259845_at  auxin transporter splice variant bPIN1 AT1G73590 1.11 0.15 0.63 0.550717 0.7556003 -6.34 FALSE
249870_at unknown protein TGH AT5G23080 -1.18 -0.24 -0.63 0.5507867 0.7556051 -6.34 FALSE
248469_at putative protein similar to unknowanac097 AT5G50820 1.10 0.13 0.63 0.5507807 0.7556051 -6.34 FALSE
265203_at unknown protein --- AT2G36630 1.09 0.12 0.63 0.5510113 0.7558223 -6.34 FALSE
264842_at hypothetical protein predicted by --- AT1G03700 1.06 0.08 0.63 0.5509965 0.7558223 -6.34 FALSE
247684_at  serine/threonine-specific protein --- AT5G59670 1.54 0.62 0.63 0.5511458 0.7559612 -6.34 FALSE
AFFX-PheXB. subtilis /GEN=pheA /DB_XRE --- --- -1.17 -0.23 -0.63 0.5512271 0.7560273 -6.34 FALSE
263723_at putative Ta11-like non-LTR retroe--- AT2G13500 1.07 0.10 0.63 0.551285 0.7560613 -6.34 FALSE
263590_at putative receptor-like protein kina--- AT2G01820 -1.07 -0.09 -0.63 0.5514567 0.7562011 -6.34 FALSE
255860_at  putative protein heparanase, Ho AtGUS3 AT5G34940 1.66 0.73 0.63 0.5514744 0.7562011 -6.34 FALSE
265782_at putative two-component respons --- AT2G07440 1.08 0.11 0.63 0.5514864 0.7562011 -6.34 FALSE
257772_at unknown protein C-term similar to--- AT3G23080 -1.09 -0.12 -0.63 0.551856 0.7566421 -6.34 TRUE
254499_at  putative protein probable membr--- AT4G20100 1.07 0.10 0.63 0.5519075 0.7566421 -6.34 FALSE
265555_at putative Mutator-like transposase--- --- -1.05 -0.07 -0.63 0.5518983 0.7566421 -6.34 FALSE
266381_at putative sucrose-proton symporteATSUC8 AT2G14670 1.07 0.09 0.63 0.5520109 0.7567383 -6.34 FALSE
261877_at putative indole-3-acetate beta-glu--- AT1G50580 1.07 0.10 0.63 0.5520461 0.7567411 -6.34 FALSE
259529_at hypothetical protein --- AT1G12400 -1.07 -0.09 -0.63 0.5521556 0.7568458 -6.34 FALSE
257387_s_aputative receptor-like protein kina--- AT2G14440 // -1.08 -0.12 -0.63 0.5522317 0.7569045 -6.34 FALSE
257114_at  cytochrome P450, putative contaCYP705A23AT3G20140 1.10 0.13 0.63 0.5524086 0.7570758 -6.34 FALSE
252889_at hypothetical protein --- AT4G39380 -1.09 -0.12 -0.63 0.5524231 0.7570758 -6.34 FALSE
249154_at Nicotiana EREBP-3 like --- AT5G43410 1.35 0.44 0.62 0.5526456 0.7572443 -6.34 FALSE
250693_at  ubiquitin-specific protease 12 (UUBP12 AT5G06600 1.07 0.09 0.62 0.5525931 0.7572443 -6.34 FALSE
263617_at putative retroelement pol polypro --- --- 1.08 0.12 0.62 0.5526362 0.7572443 -6.34 FALSE
256515_at  terpene synthase, putative conta--- AT1G66020 1.07 0.10 0.62 0.5527123 0.7572903 -6.34 FALSE
261506_at  choline kinase, putative similar toATCK1 AT1G71697 1.15 0.20 0.62 0.5527854 0.7573449 -6.34 FALSE
252011_at carbonic anhydrase (CAH1)  ; su ACA1 AT3G52720 -1.11 -0.15 -0.62 0.5529379 0.7575083 -6.34 FALSE
252722_at  putative protein hypothetical pro --- --- 1.06 0.08 0.62 0.5529956 0.7575419 -6.34 FALSE
261257_at  tat-binding protein, putative simil--- AT1G05910 1.09 0.13 0.62 0.5531297 0.7575436 -6.34 FALSE
251276_at  putative protein hypothetical pro SDG14 AT3G61740 -1.07 -0.09 -0.62 0.5531254 0.7575436 -6.34 FALSE
254780_s_a auxilin-like protein auxilin - bovin--- AT4G12770 1.12 0.16 0.62 0.5530667 0.7575436 -6.34 FALSE
247395_at  putative protein predicted protein--- AT5G62910 -1.08 -0.11 -0.62 0.5530851 0.7575436 -6.34 FALSE
263996_at unknown protein --- AT2G22530 1.08 0.12 0.62 0.5531778 0.757564 -6.34 FALSE
253873_at hypothetical protein ;supported b PRA1.H AT4G27540 1.07 0.10 0.62 0.5533032 0.757611 -6.34 FALSE
263216_s_a putative reticuline oxidase-like p --- AT1G30720 // 1.45 0.54 0.62 0.5532516 0.757611 -6.34 FALSE



247950_at unknown protein --- AT5G57230 1.07 0.10 0.62 0.5533118 0.757611 -6.34 FALSE
259513_at hypothetical protein ; supported bARK3 AT1G12430 1.08 0.11 0.62 0.553384 0.7576407 -6.34 FALSE
267467_at putative C3HC4 zinc finger prote DRIP2 AT2G30580 1.08 0.11 0.62 0.5534331 0.7576407 -6.34 FALSE
254552_at putative protein several hypothet --- AT4G19900 -1.07 -0.10 -0.62 0.5534139 0.7576407 -6.34 FALSE
248036_at nucleolar protein-like OLI2 AT5G55920 -1.11 -0.15 -0.62 0.5535433 0.7577461 -6.34 FALSE
264517_at hypothetical protein predicted by --- AT1G10120 -1.10 -0.14 -0.62 0.5536257 0.7578134 -6.34 FALSE
246783_at  sugar transporter-like protein pu SFP2 AT5G27360 1.25 0.32 0.62 0.5536637 0.7578199 -6.34 FALSE
250939_at  putative protein various predicte iqd2 AT5G03040 1.12 0.16 0.62 0.5537983 0.7579586 -6.34 TRUE
251135_at  putative protein proteophosphog--- AT5G01280 -1.07 -0.10 -0.62 0.5538464 0.757979 -6.34 FALSE
262713_at unknown protein --- AT1G16520 -1.14 -0.19 -0.62 0.5540182 0.7581686 -6.34 FALSE
261251_at hypothetical protein predicted by --- AT1G05920 1.11 0.16 0.62 0.5540649 0.758187 -6.34 FALSE
252581_at hypothetical protein --- AT3G45500 1.08 0.11 0.62 0.5542945 0.7584557 -6.35 FALSE
259523_at hypothetical protein --- AT1G12500 1.13 0.18 0.62 0.5545119 0.7586586 -6.35 TRUE
246427_at  ADP/ATP translocase-like proteiER-ANT1 AT5G17400 1.09 0.12 0.62 0.5545045 0.7586586 -6.35 FALSE
263791_at putative plasma membrane protoAHA5 AT2G24520 -1.12 -0.16 -0.62 0.5545425 0.7586586 -6.35 FALSE
251006_at  putative protein predicted protein--- AT5G02600 -1.08 -0.11 -0.62 0.5547314 0.7588715 -6.35 FALSE
245657_at unknown protein similar to recept--- AT1G56720 1.21 0.27 0.62 0.5549348 0.7589089 -6.35 TRUE
249345_at putative protein  ; supported by c --- AT5G40740 -1.08 -0.11 -0.62 0.5548614 0.7589089 -6.35 FALSE
245395_at hypothetical protein ;supported b --- AT4G17420 -1.09 -0.12 -0.62 0.5549584 0.7589089 -6.35 FALSE
266869_at putative glucosyltransferase --- AT2G44660 1.12 0.16 0.62 0.554837 0.7589089 -6.35 FALSE
267438_at putative GDSL-motif lipase/hydro--- AT2G19050 1.11 0.16 0.62 0.5548988 0.7589089 -6.35 FALSE
252900_at  shikimate kinase - like protein sh--- AT4G39540 -1.10 -0.14 -0.62 0.5548749 0.7589089 -6.35 FALSE
254303_at predicted protein --- AT4G22830 1.07 0.10 0.62 0.5550146 0.7589322 -6.35 FALSE
253954_at  putative aconitase Pumpkin mRN--- AT4G26970 1.12 0.16 0.62 0.5551358 0.7589322 -6.35 FALSE
249340_at putative protein contains similarit --- AT5G41140 1.09 0.12 0.62 0.5551154 0.7589322 -6.35 FALSE
258306_at putative transcription factor similaATBZIP42 AT3G30530 1.06 0.08 0.62 0.5551751 0.7589322 -6.35 FALSE
262950_at  transcription initiation factor, puta--- AT1G75510 1.06 0.08 0.62 0.5551536 0.7589322 -6.35 FALSE
257354_x_ahypothetical protein predicted by --- --- -1.08 -0.11 -0.62 0.5551269 0.7589322 -6.35 FALSE
252837_at putative protein hypothetical prot --- --- 1.06 0.08 0.62 0.5552515 0.7589912 -6.35 FALSE
266208_at putative tRNA isopentenylpyrophATIPT2 AT2G27760 -1.12 -0.17 -0.62 0.555442 0.7592062 -6.35 FALSE
250364_at  putative protein serine threonine --- AT5G11400 1.08 0.11 0.62 0.5554856 0.7592202 -6.35 FALSE
257113_at  cytochrome P450, putative contaCYP705A22AT3G20130 1.16 0.21 0.62 0.5556599 0.7592541 -6.35 TRUE
255012_at putative protein  ;supported by fu --- AT4G10030 -1.13 -0.18 -0.62 0.5556841 0.7592541 -6.35 FALSE
257904_at  myb transcription factor, putativeTDF1 AT3G28470 -1.06 -0.08 -0.62 0.5556121 0.7592541 -6.35 FALSE
255530_at hypothetical protein --- AT4G02140 1.07 0.10 0.62 0.5557433 0.7592541 -6.35 FALSE



250799_at putative protein strong similarity t--- AT5G05350 -1.07 -0.10 -0.62 0.5557176 0.7592541 -6.35 FALSE
266900_at hypothetical protein predicted by --- AT2G34610 1.06 0.08 0.62 0.5557421 0.7592541 -6.35 FALSE
250979_at putative protein --- AT5G03090 1.10 0.14 0.62 0.5557434 0.7592541 -6.35 FALSE
249609_at  putative protein predicted protein--- --- -1.06 -0.09 -0.62 0.5559112 0.7594379 -6.35 FALSE
254177_at  putative protein gene T22C1.1, C--- AT4G23860 -1.10 -0.14 -0.62 0.5559698 0.7594724 -6.35 FALSE
257552_at  cellulase, putative contains Pfam--- AT3G26130 1.06 0.09 0.62 0.5560893 0.7595903 -6.35 FALSE
263802_at unknown protein  ;supported by f --- AT2G40430 -1.13 -0.18 -0.62 0.5561754 0.7596623 -6.35 FALSE
259902_at  disease resistance protein, putatAtRLP13 AT1G74170 1.17 0.22 0.62 0.5564245 0.7598869 -6.35 FALSE
262146_at  membrane protein, putative simi ATRBL5 AT1G52580 1.13 0.18 0.62 0.5564257 0.7598869 -6.35 FALSE
255655_at contains similarity to gag proteins--- AT4G00980 -1.12 -0.17 -0.62 0.5564398 0.7598869 -6.35 FALSE
262070_at  far-red impaired response protei FRS8 AT1G80010 1.07 0.09 0.62 0.5565252 0.7599581 -6.35 FALSE
265083_at hypothetical protein predicted by --- AT1G03820 -1.15 -0.21 -0.62 0.5566394 0.7600041 -6.35 FALSE
254756_at  putative protein late embryogeneEDA21 AT4G13235 1.07 0.10 0.62 0.5566589 0.7600041 -6.35 FALSE
265516_at putative Athila retroelement ORF--- --- -1.07 -0.10 -0.62 0.5566442 0.7600041 -6.35 FALSE
255473_at putative protein similar to several--- AT4G02450 -1.06 -0.09 -0.62 0.5567863 0.7601325 -6.35 FALSE
245199_at Expressed protein ; supported byKCR1 AT1G67730 1.09 0.12 0.62 0.5570194 0.7603986 -6.35 FALSE
262113_at  late embryogenis abundant prote--- AT1G02820 -1.16 -0.21 -0.62 0.5570478 0.7603986 -6.35 FALSE
258362_at unknown protein --- AT3G14280 -1.31 -0.40 -0.62 0.5570934 0.7604153 -6.35 FALSE
260546_at putative trypsin inhibitor  ;supportATTI2 AT2G43520 1.32 0.40 0.62 0.5574531 0.7608308 -6.35 FALSE
260272_at  F-box protein family, AtFBL14 co--- AT1G80570 -1.10 -0.14 -0.62 0.5574645 0.7608308 -6.35 FALSE
259686_at  transcription factor SCARECROW--- AT1G63100 1.11 0.15 0.62 0.5575237 0.7608661 -6.35 FALSE
255189_at hypothetical protein --- AT4G07350 1.06 0.09 0.62 0.5575959 0.760919 -6.35 FALSE
263580_at hypothetical protein similar to hyp--- AT2G17140 -1.08 -0.11 -0.62 0.5577004 0.7609251 -6.35 FALSE
263916_at hypothetical protein predicted by --- AT2G36440 1.08 0.11 0.62 0.5576753 0.7609251 -6.35 FALSE
252240_at putative protein several hypothet --- AT3G50010 -1.08 -0.11 -0.62 0.5576382 0.7609251 -6.35 FALSE
252204_at  putative protein predicted protein--- AT3G50340 -1.22 -0.29 -0.62 0.5578005 0.7609706 -6.35 FALSE
248168_at beta-glucosidase BGLU41 AT5G54570 1.07 0.10 0.62 0.5577831 0.7609706 -6.35 FALSE
246654_s_aputative protein predicted proteinEGY1 AT5G35210 // -1.06 -0.08 -0.62 0.5579124 0.7610777 -6.35 FALSE
262801_at unknown protein  ;supported by f --- AT1G21010 1.19 0.26 0.62 0.5579668 0.7611065 -6.35 FALSE
250325_s_aputative protein contains similarit --- AT5G12060 // 1.06 0.08 0.62 0.5582104 0.7611876 -6.35 FALSE
262752_at putative mitotic cyclin similar to gCYCB3;1 AT1G16330 1.09 0.12 0.62 0.5581417 0.7611876 -6.35 FALSE
255202_at putative polyprotein --- --- 1.07 0.09 0.62 0.5581343 0.7611876 -6.35 FALSE
266870_at putative heterogeneous nuclear r--- AT2G44710 -1.11 -0.15 -0.62 0.5581652 0.7611876 -6.35 FALSE
251227_at  ABC transporter-like protein glut ATMRP10 AT3G62700 -1.13 -0.18 -0.62 0.558111 0.7611876 -6.35 FALSE
245703_at S-adenosyl-L-methionine:salicylic--- AT5G04380 1.07 0.09 0.62 0.5582265 0.7611876 -6.35 FALSE



247682_at  serine/threonine-specific protein --- AT5G59650 1.08 0.11 0.62 0.5584285 0.7613868 -6.35 FALSE
247767_at  putative protein various predicte AGL82 AT5G58890 1.06 0.09 0.62 0.5584393 0.7613868 -6.35 FALSE
259217_at  unknown protein similar to F16N--- AT3G03620 -1.07 -0.10 -0.62 0.5586091 0.7615728 -6.35 FALSE
256683_at unknown protein ; supported by c--- AT3G52220 1.06 0.08 0.62 0.558668 0.7616059 -6.35 FALSE
260901_at  flavin-containing monooxygenasYUC11 AT1G21430 1.09 0.13 0.62 0.5587002 0.7616059 -6.35 FALSE
263960_at putative kinesin-related cytokines--- AT2G36200 -1.07 -0.10 -0.61 0.558856 0.7617273 -6.35 FALSE
264874_at unknown protein Location of EST--- AT1G24240 -1.06 -0.09 -0.61 0.5588481 0.7617273 -6.35 FALSE
251238_at putative protein several hypothet --- AT3G62430 -1.08 -0.11 -0.61 0.5590401 0.7619074 -6.35 FALSE
245762_at  ATP-dependent DNA helicase R--- AT1G27880 1.06 0.08 0.61 0.559055 0.7619074 -6.35 FALSE
259053_at unknown protein similar to hypoth--- AT3G03320 -1.08 -0.11 -0.61 0.5594022 0.7623022 -6.35 FALSE
255391_at  hypothetical protein similar to T6--- --- -1.06 -0.08 -0.61 0.5594115 0.7623022 -6.35 FALSE
251677_at  putative protein hypothetical pro BHLH039 AT3G56980 1.25 0.32 0.61 0.5595188 0.762319 -6.35 FALSE
267154_at glutathione S-transferase identicaGSTF10 AT2G30870 1.24 0.31 0.61 0.5595241 0.762319 -6.35 FALSE
249329_at putative protein similar to unknow--- AT5G40960 1.10 0.13 0.61 0.5595108 0.762319 -6.35 FALSE
249716_at sterile apetala (emb|CAA11128.1SAP AT5G35770 1.07 0.10 0.61 0.5596624 0.7623282 -6.35 FALSE
247559_at  histone deacetylase - like GR AFHDA18 AT5G61070 1.06 0.09 0.61 0.5595835 0.7623282 -6.35 FALSE
267190_at putative N-myristoyltransferase  ;NMT2 AT2G44170 -1.07 -0.10 -0.61 0.5596979 0.7623282 -6.35 FALSE
255751_at  terpene synthase family protein, --- AT1G31950 -1.08 -0.12 -0.61 0.5596775 0.7623282 -6.35 FALSE
265240_s_ahypothetical protein --- AT2G07691 -1.08 -0.12 -0.61 0.5596959 0.7623282 -6.35 FALSE
247197_at receptor-like protein kinase --- AT5G65240 -1.17 -0.23 -0.61 0.5598204 0.7624039 -6.35 FALSE
263183_at putative glucan synthase Highly sCALS1 AT1G05570 -1.23 -0.30 -0.61 0.5598024 0.7624039 -6.35 FALSE
267187_s_aputative methylenetetrahydrofola MTHFR2 AT2G44160 // 1.11 0.15 0.61 0.5599181 0.7624863 -6.35 FALSE
246304_at acyl-coA dehydrogenase Mus muACX4 AT3G51840 1.10 0.14 0.61 0.5599477 0.7624863 -6.35 FALSE
250205_at unknown protein --- AT5G14020 1.07 0.09 0.61 0.5600102 0.7625259 -6.35 FALSE
247548_at  putative protein various predicte --- AT5G61400 -1.10 -0.13 -0.61 0.5600501 0.7625347 -6.35 FALSE
255895_at  12-oxophytodienoate reductase, --- AT1G17990 // -1.28 -0.36 -0.61 0.5601249 0.7625455 -6.35 FALSE
255450_at putative protein similar to T5J8.1 --- AT4G02850 -1.07 -0.10 -0.61 0.5600989 0.7625455 -6.35 FALSE
255959_at  phosphatidylinositol-4-phosphateATPIP5K1 AT1G21980 -1.28 -0.36 -0.61 0.5602353 0.7626047 -6.35 FALSE
264843_at  putative 1-aminocyclopropane-1 --- AT1G03400 1.13 0.17 0.61 0.5602276 0.7626047 -6.35 FALSE
256469_at  zinc-finger protein, putative simil LOL1 AT1G32540 1.12 0.17 0.61 0.5602822 0.7626231 -6.35 FALSE
247484_at  putative protein predicted protein--- AT5G62110 1.07 0.09 0.61 0.5603968 0.7626919 -6.35 FALSE
255678_at predicted protein with unknown fuAT4G00520--- 1.08 0.11 0.61 0.5603997 0.7626919 -6.35 FALSE
267366_at unknown protein  ;supported by f --- AT2G44310 // -1.07 -0.10 -0.61 0.5605359 0.7628318 -6.35 FALSE
245514_at OEP8 like protein --- AT4G15810 1.11 0.15 0.61 0.5605975 0.7628701 -6.35 FALSE
248373_at MADS box transcription factor-lik --- AT5G51860 -1.09 -0.13 -0.61 0.5606425 0.7628858 -6.35 FALSE



249287_at putative protein strong similarity t--- AT5G41250 1.08 0.11 0.61 0.5607777 0.7630243 -6.35 FALSE
261290_at hypothetical protein predicted by --- AT1G36990 1.11 0.15 0.61 0.5608496 0.7630311 -6.35 FALSE
262788_at unknown protein ESTs gb|T7561 --- AT1G10690 -1.10 -0.14 -0.61 0.5608251 0.7630311 -6.35 FALSE
AFFX-Athal Arabidopsis thaliana /REF=M641GAPC1 --- -1.10 -0.14 -0.61 0.560972 0.7631521 -6.35 TRUE
256471_at hypothetical protein predicted by --- --- 1.06 0.09 0.61 0.5611267 0.7632739 -6.35 FALSE
263859_at hypothetical protein predicted by --- AT2G04360 -1.11 -0.15 -0.61 0.5611613 0.7632739 -6.35 FALSE
255083_s_ahypothetical protein --- --- 1.09 0.12 0.61 0.561184 0.7632739 -6.35 FALSE
247085_at kinesin heavy chain DNA binding--- AT5G66310 -1.07 -0.10 -0.61 0.5611954 0.7632739 -6.35 FALSE
245264_at Expressed protein ; supported by--- AT4G17245 -1.23 -0.30 -0.61 0.561252 0.7633054 -6.35 FALSE
249030_at putative protein similar to unknow--- --- 1.06 0.09 0.61 0.5613202 0.7633526 -6.35 FALSE
253457_at  putative protein C56A3.6,Caeno --- AT4G32060 1.08 0.11 0.61 0.5614377 0.7634214 -6.35 FALSE
266638_at putative fibrillin  ;supported by ful --- AT2G35490 -1.08 -0.11 -0.61 0.5614072 0.7634214 -6.35 FALSE
257915_at superman protein identical to supSUP AT3G23130 1.08 0.11 0.61 0.5615833 0.7635574 -6.35 FALSE
255964_at hypothetical protein predicted by ZYP1b AT1G22275 -1.07 -0.09 -0.61 0.5616046 0.7635574 -6.35 FALSE
249493_at  acyltransferase -like protein Anth--- AT5G39080 1.12 0.16 0.61 0.5617045 0.7636477 -6.35 TRUE
257829_at unknown protein SNM1 AT3G26680 1.13 0.18 0.61 0.5622744 0.763938 -6.35 FALSE
256689_at hypothetical protein predicted by --- AT3G32150 1.06 0.09 0.61 0.5622865 0.763938 -6.35 FALSE
250612_s_a putative protein ARR2 protein - AARR13 AT2G27070 // 1.10 0.13 0.61 0.5621877 0.763938 -6.35 FALSE
254364_at  glycine-rich protein glycine-rich c--- AT4G22020 1.08 0.12 0.61 0.5620722 0.763938 -6.35 FALSE
267232_at hypothetical protein predicted by EDE1 AT2G44190 1.08 0.10 0.61 0.5620927 0.763938 -6.35 FALSE
262266_at mudrA-like protein similar to mud--- --- -1.08 -0.10 -0.61 0.5622157 0.763938 -6.35 FALSE
265408_at Mutator-like transposase similar t--- --- 1.06 0.08 0.61 0.5621307 0.763938 -6.35 FALSE
252403_at hypothetical protein --- AT3G48080 1.06 0.08 0.61 0.5622083 0.763938 -6.35 FALSE
257429_at putative RING zinc finger protein --- AT2G27940 -1.11 -0.15 -0.61 0.5621558 0.763938 -6.35 FALSE
263991_at putative retroelement pol polypro --- --- 1.10 0.14 0.61 0.5622523 0.763938 -6.35 FALSE
256950_at hypothetical protein similar to hyp--- AT3G19080 -1.15 -0.20 -0.61 0.5620832 0.763938 -6.35 FALSE
265396_at predicted protein --- AT2G21040 1.11 0.15 0.61 0.5625472 0.7641228 -6.35 FALSE
261531_at RB-binding protein -like similar to--- AT1G63490 1.11 0.15 0.61 0.56259 0.7641228 -6.35 FALSE
245725_at  sucrose synthase, putative similaSUS6 AT1G73370 1.16 0.21 0.61 0.5625408 0.7641228 -6.35 FALSE
257289_at hypothetical protein --- AT3G29690 1.06 0.09 0.61 0.562569 0.7641228 -6.35 FALSE
248733_at unknown protein ELP1 --- 1.08 0.11 0.61 0.5625078 0.7641228 -6.35 FALSE
253241_at fatty acid elongase 1 KCS18 AT4G34520 1.10 0.14 0.61 0.5626381 0.7641426 -6.35 FALSE
258851_at glutathione S-transferase identicaATGSTF11 AT3G03190 1.17 0.23 0.61 0.5626959 0.7641756 -6.35 FALSE
263331_at unknown protein  ; supported by --- AT2G15270 -1.07 -0.09 -0.61 0.5628618 0.7643554 -6.35 FALSE
258704_at putative protein kinase similar to CCR1 AT3G09780 1.10 0.14 0.61 0.56292 0.7643557 -6.35 FALSE



262563_at  somatic embryogenesis receptorSERK2 AT1G34210 1.09 0.13 0.61 0.562929 0.7643557 -6.35 FALSE
266191_at putative peroxidase --- AT2G39040 1.07 0.10 0.61 0.5629899 0.7643928 -6.35 FALSE
256135_at hypothetical protein predicted by --- AT1G48730 1.08 0.11 0.61 0.5630546 0.764417 -6.35 FALSE
256346_s_aunknown protein --- AT2G15040 -1.05 -0.07 -0.61 0.5630747 0.764417 -6.35 FALSE
260422_at hypothetical protein predicted by --- AT1G69630 1.07 0.09 0.61 0.5632339 0.7645876 -6.35 FALSE
258765_at putative pectinesterase contains --- AT3G10710 -1.07 -0.10 -0.61 0.5633845 0.7647465 -6.35 FALSE
246994_at putative protein similar to unknow--- AT5G67460 1.18 0.24 0.61 0.5634293 0.7647618 -6.35 FALSE
267523_at unknown protein --- AT2G30600 1.08 0.11 0.61 0.5635016 0.7647704 -6.35 FALSE
265956_at hypothetical protein predicted by --- AT2G37290 1.05 0.08 0.61 0.5635026 0.7647704 -6.35 FALSE
245270_at tubulin alpha-6 chain (TUA6) ; suTUA6 AT4G14960 -1.14 -0.19 -0.61 0.5637268 0.765021 -6.35 FALSE
248583_at putative protein strong similarity temb1441 AT5G49930 1.08 0.12 0.61 0.5637544 0.765021 -6.35 FALSE
256966_at  pollen specific protein, putative ssks13 AT3G13400 -1.06 -0.08 -0.61 0.5638142 0.7650566 -6.36 FALSE
260161_at hypothetical protein similar to putROPGEF12AT1G79860 -1.06 -0.08 -0.61 0.5639289 0.7651212 -6.36 FALSE
258007_at putative tyrosine phosphatase simATPEN2 AT3G19420 -1.10 -0.14 -0.61 0.5639007 0.7651212 -6.36 FALSE
262774_at  chloroplast nucleoid DNA bindin --- AT1G13230 1.06 0.08 0.61 0.5639848 0.7651516 -6.36 FALSE
255158_s_ahypothetical protein --- --- -1.06 -0.09 -0.61 0.5640493 0.7651936 -6.36 FALSE
259873_s_aputative translation initiation facto--- AT1G76720 // -1.10 -0.13 -0.61 0.5642026 0.7652273 -6.36 FALSE
246649_at  putative protein predicted protein--- --- 1.06 0.09 0.61 0.5642084 0.7652273 -6.36 FALSE
259222_at  putative phosphoribosylanthranil--- AT3G03680 1.09 0.12 0.61 0.5641457 0.7652273 -6.36 FALSE
254707_at  putative protein inositol polyphosAT5PTASE AT4G18010 1.19 0.25 0.61 0.564207 0.7652273 -6.36 FALSE
246669_at  galactinol synthase, putative  --- AT5G30500 1.09 0.13 0.61 0.5643817 0.7654169 -6.36 FALSE
263330_at putative leucine-rich repeat disea--- AT2G15320 -1.15 -0.21 -0.61 0.5645696 0.7655807 -6.36 FALSE
266974_at unknown protein --- AT2G39370 1.06 0.08 0.61 0.5645457 0.7655807 -6.36 FALSE
255126_at  putative protein hypothetical pro --- AT4G08270 1.06 0.08 0.61 0.5646158 0.7655979 -6.36 FALSE
267192_at hypothetical protein predicted by --- AT2G30890 1.09 0.12 0.61 0.5647576 0.7656991 -6.36 FALSE
266919_at hypothetical protein predicted by AT2G45780--- 1.06 0.09 0.61 0.5647367 0.7656991 -6.36 FALSE
257749_at  actin 2 identical to GB:AAB3709 ACT2 AT3G18780 1.06 0.09 0.61 0.5648306 0.765707 -6.36 FALSE
265466_at putative CCAAT-box binding tranNF-YB8 AT2G37060 1.09 0.13 0.61 0.5648155 0.765707 -6.36 FALSE
248125_at 2S storage protein-like --- AT5G54740 1.07 0.10 0.61 0.5648997 0.7657145 -6.36 FALSE
267295_at  pregeranylgeranyl pyrophosphatGGPS2 AT2G23800 1.06 0.09 0.61 0.5649256 0.7657145 -6.36 FALSE
245381_at MYB transcription factor like prot MYB39 AT4G17785 1.06 0.09 0.61 0.5649369 0.7657145 -6.36 FALSE
255935_at hypothetical protein contains Pfa --- AT1G12700 -1.08 -0.11 -0.61 0.5650095 0.7657675 -6.36 FALSE
253824_at  putative protein protein kinase L MTM1 AT4G27940 -1.26 -0.33 -0.60 0.5651452 0.7659059 -6.36 FALSE
247801_at putative protein ; supported by fu --- AT5G58560 -1.07 -0.10 -0.60 0.5652227 0.76592 -6.36 FALSE
259028_at  putative C2H2-type zinc finger p TAC1 AT3G09290 1.08 0.11 0.60 0.5652206 0.76592 -6.36 FALSE



255239_at contains similarity to Arabidopsis --- --- 1.05 0.07 0.60 0.5653263 0.7659237 -6.36 FALSE
250541_at  putative proline-rich protein surfa--- AT5G09520 -1.13 -0.18 -0.60 0.5653198 0.7659237 -6.36 FALSE
259565_at hypothetical protein --- AT1G20530 -1.05 -0.07 -0.60 0.5653224 0.7659237 -6.36 FALSE
259983_at  3-hydroxy-3-methylglutaryl CoA HMG1 AT1G76490 -1.08 -0.11 -0.60 0.5653899 0.7659644 -6.36 FALSE
252138_at  peroxidase-like protein peroxida --- AT3G50990 -1.08 -0.12 -0.60 0.5659273 0.766556 -6.36 FALSE
256687_x_ahypothetical protein predicted by --- AT3G32120 1.06 0.09 0.60 0.5659036 0.766556 -6.36 FALSE
266024_at En/Spm-like transposon protein r --- --- -1.06 -0.08 -0.60 0.5659202 0.766556 -6.36 FALSE
264463_at  unknown protein similar to ESTs--- AT1G10150 -1.09 -0.13 -0.60 0.5659897 0.7665949 -6.36 FALSE
257353_at hypothetical protein predicted by NPY4 AT2G23050 1.07 0.10 0.60 0.5660266 0.7665994 -6.36 FALSE
262205_at hypothetical protein predicted by --- AT2G01080 1.07 0.10 0.60 0.5661097 0.7666664 -6.36 FALSE
257364_at hypothetical protein predicted by --- AT2G45940 -1.06 -0.08 -0.60 0.5661729 0.7667065 -6.36 FALSE
267217_at hypothetical protein --- AT2G02610 1.06 0.08 0.60 0.5662255 0.7667322 -6.36 FALSE
255889_at  ABC transporter, putative similarWBC11 AT1G17840 -1.10 -0.14 -0.60 0.5663131 0.766805 -6.36 TRUE
246056_at  katanin p80 subunit - like protein--- AT5G08390 1.08 0.12 0.60 0.5663465 0.766805 -6.36 FALSE
252322_at  putative protein putative zinc-fing--- AT3G48550 1.16 0.21 0.60 0.5664196 0.766853 -6.36 FALSE
263728_at  gamma-adaptin, putative similar --- AT1G60070 -1.07 -0.10 -0.60 0.5664538 0.766853 -6.36 FALSE
260348_at  PPR-repeat protein, putative con--- AT1G69350 -1.10 -0.14 -0.60 0.5664828 0.766853 -6.36 FALSE
248636_at putative protein similar to unknow--- --- -1.07 -0.10 -0.60 0.5665658 0.7669198 -6.36 FALSE
248078_at putative protein contains similarit --- AT5G55780 1.06 0.09 0.60 0.5666982 0.7670535 -6.36 FALSE
260035_at peroxidase ATP23a identical to p--- AT1G68850 -1.13 -0.17 -0.60 0.5667358 0.7670589 -6.36 FALSE
260000_at  unknown protein similar to C-termATMAP70-1AT1G68060 -1.09 -0.13 -0.60 0.5668286 0.7670935 -6.36 TRUE
256877_at unknown protein  ;supported by f --- AT3G26470 1.20 0.27 0.60 0.5668167 0.7670935 -6.36 FALSE
247086_at GATA-binding transcription facto --- AT5G66320 1.32 0.40 0.60 0.5670023 0.767283 -6.36 FALSE
254366_s_a LTR retrotransposon like protein --- --- -1.06 -0.08 -0.60 0.5671462 0.7673867 -6.36 FALSE
245322_at Expressed protein ; supported by--- AT4G14815 1.15 0.20 0.60 0.5671165 0.7673867 -6.36 FALSE
260884_at unknown protein similar to unkno--- AT1G29240 1.18 0.24 0.60 0.5672548 0.7674881 -6.36 FALSE
256464_at  late-embryogenesis abundant pr--- AT1G32560 1.20 0.27 0.60 0.5673081 0.7675147 -6.36 FALSE
266351_at unknown protein  ;supported by f --- AT2G01490 -1.08 -0.11 -0.60 0.5676256 0.7676444 -6.36 FALSE
262173_at  betaine aldehyde dehydrogenas ALDH10A8 AT1G74920 1.08 0.10 0.60 0.5675667 0.7676444 -6.36 FALSE
265253_at putative peptide/amino acid trans--- AT2G02020 -1.06 -0.09 -0.60 0.5675853 0.7676444 -6.36 FALSE
263684_at hypothetical protein predicted by --- AT1G26900 -1.07 -0.10 -0.60 0.5676155 0.7676444 -6.36 FALSE
250399_at  putative protein predicted protein--- AT5G10750 1.09 0.13 0.60 0.5675582 0.7676444 -6.36 FALSE
263273_x_aEn/Spm-like transposon protein r --- --- 1.07 0.10 0.60 0.5675847 0.7676444 -6.36 FALSE
255105_at putative sulfate transporter  ; supSULTR1;1 AT4G08620 -1.08 -0.10 -0.60 0.5676396 0.7676444 -6.36 FALSE
265401_at hypothetical protein predicted by --- AT2G10970 1.07 0.09 0.60 0.5676862 0.767662 -6.36 FALSE



253354_at  putative protein RNA helicase D --- AT4G33370 -1.13 -0.17 -0.60 0.5677804 0.7677438 -6.36 FALSE
246105_at  putative protein predicted helicas--- --- 1.05 0.07 0.60 0.5678659 0.7678139 -6.36 FALSE
253855_at  senescence-associated protein -TET7 AT4G28050 -1.20 -0.26 -0.60 0.5679042 0.7678202 -6.36 TRUE
254674_at  EREBP - like protein EREBP-1 ( --- AT4G18450 1.06 0.08 0.60 0.5679669 0.7678215 -6.36 FALSE
262405_at hypothetical protein contains sim HDG10 AT1G34650 -1.08 -0.11 -0.60 0.5680062 0.7678215 -6.36 FALSE
253036_at putative protein other predicted p--- AT4G38340 1.09 0.12 0.60 0.5679798 0.7678215 -6.36 FALSE
267318_at fatty acid hydroxylase (FAH1) ideFAH1 AT2G34770 -1.08 -0.11 -0.60 0.5684366 0.767919 -6.36 TRUE
259786_at  lipase/hydrolase, putative contai --- AT1G29660 1.79 0.84 0.60 0.5681946 0.767919 -6.36 FALSE
259588_at unknown protein ;supported by fu--- AT1G27930 -1.05 -0.08 -0.60 0.5682666 0.767919 -6.36 FALSE
252894_at hypothetical protein --- AT4G39440 1.08 0.11 0.60 0.5683067 0.767919 -6.36 FALSE
252519_at hypothetical protein --- AT3G46360 1.07 0.10 0.60 0.5682895 0.767919 -6.36 FALSE
263462_at similar to Ariadne protein from DrARI11 AT2G31780 1.07 0.09 0.60 0.5684314 0.767919 -6.36 FALSE
252903_at  putative protein various predicte --- AT4G39570 -1.12 -0.16 -0.60 0.5684277 0.767919 -6.36 FALSE
251877_at  synaptobrevin -like protein vesic ATVAMP72AT3G54300 1.08 0.11 0.60 0.5684486 0.767919 -6.36 FALSE
252791_at  transposase - like protein putativ--- --- 1.06 0.09 0.60 0.5684088 0.767919 -6.36 FALSE
249274_at unknown protein --- AT5G41860 1.10 0.14 0.60 0.5682901 0.767919 -6.36 FALSE
250567_at hypothetical protein --- AT5G08090 -1.08 -0.11 -0.60 0.568175 0.767919 -6.36 FALSE
246834_at  putative protein homeotic protein--- AT5G26630 1.07 0.10 0.60 0.5685532 0.7679239 -6.36 FALSE
255166_at  putative protein putative centrom--- --- 1.06 0.09 0.60 0.5685478 0.7679239 -6.36 FALSE
254261_at  beta adaptin - like protein beta-a--- AT4G23460 1.06 0.09 0.60 0.5685515 0.7679239 -6.36 FALSE
262257_at hypothetical protein predicted by --- AT1G53860 1.07 0.10 0.60 0.5688958 0.7682957 -6.36 FALSE
256867_at hypothetical protein predicted by --- AT3G26390 1.06 0.08 0.60 0.5688672 0.7682957 -6.36 FALSE
246561_at  putative protein hypothetical pro --- AT5G15570 -1.07 -0.10 -0.60 0.5689407 0.7683108 -6.36 FALSE
256242_at actin-like protein contains Pfam pATARP5 AT3G12380 -1.09 -0.13 -0.60 0.5690081 0.7683564 -6.36 FALSE
265512_at hypothetical protein predicted by --- AT2G05590 -1.09 -0.12 -0.60 0.5692574 0.7686475 -6.36 FALSE
248645_at unknown protein GEX2 AT5G49150 1.08 0.11 0.60 0.5693165 0.7686817 -6.36 FALSE
261512_at  actin capping protein beta-2, put --- AT1G71790 -1.11 -0.15 -0.60 0.5694207 0.768777 -6.36 FALSE
245470_at retrotransposon like protein --- --- 1.09 0.12 0.60 0.5698076 0.7692538 -6.36 FALSE
263312_at putative replication protein A1 --- --- -1.07 -0.09 -0.60 0.5698601 0.769279 -6.36 FALSE
252400_at hypothetical protein --- AT3G48020 1.16 0.21 0.60 0.5700629 0.7695073 -6.36 TRUE
251320_at  3-methyl-2-oxobutanoate hydroxPANB2 AT3G61530 -1.06 -0.08 -0.60 0.5701104 0.7695258 -6.36 FALSE
261065_at hypothetical protein predicted by --- AT1G07500 1.09 0.13 0.60 0.5701972 0.7695975 -6.36 FALSE
246300_at  putative transmembrane protein SAC8 AT3G51830 -1.06 -0.09 -0.60 0.570293 0.7696405 -6.36 FALSE
250276_at  putative protein mRNA, Moritella--- AT5G13030 -1.07 -0.10 -0.60 0.5702966 0.7696405 -6.36 FALSE
248789_at putative protein strong similarity t--- AT5G47440 -1.10 -0.14 -0.60 0.570384 0.76971 -6.36 FALSE



265436_at putative retroelement pol polypro --- --- -1.06 -0.08 -0.60 0.5704155 0.76971 -6.36 FALSE
258762_at hypothetical protein --- AT3G10750 1.09 0.13 0.60 0.5705563 0.7698544 -6.36 FALSE
266398_at hypothetical protein predicted by --- AT2G38680 -1.16 -0.22 -0.60 0.5706126 0.7698848 -6.36 FALSE
253494_at putative protein --- AT4G31830 1.07 0.10 0.60 0.5708313 0.7700926 -6.36 FALSE
249492_at germin-like protein (GLP2a) copyGER2 AT5G39130 // 1.06 0.09 0.60 0.5708341 0.7700926 -6.36 FALSE
266304_at hypothetical protein --- AT2G27090 1.07 0.09 0.60 0.57091 0.7701106 -6.36 FALSE
257567_at hypothetical protein predicted by --- AT3G23930 -1.05 -0.07 -0.60 0.570915 0.7701106 -6.36 FALSE
261298_at  cytochrome c oxidase assembly --- AT1G48510 1.06 0.09 0.60 0.5710109 0.7701945 -6.36 FALSE
255471_at  putative oxidoreductase similar tAOP3 AT4G03050 1.07 0.10 0.60 0.5711785 0.7703293 -6.36 FALSE
265866_at unknown protein  ;supported by f --- AT2G01710 -1.08 -0.11 -0.60 0.5711509 0.7703293 -6.36 FALSE
264577_at putative peroxidase Strong similaRCI3 AT1G05260 1.06 0.08 0.60 0.5712122 0.7703293 -6.36 FALSE
261024_at hypothetical protein predicted by --- AT1G12190 1.06 0.08 0.60 0.5712716 0.7703639 -6.36 FALSE
252229_at  putative protein lea32, Arabidops--- AT3G49890 1.09 0.12 0.59 0.5714533 0.7705178 -6.36 FALSE
254070_at hypothetical protein --- AT4G25430 1.10 0.14 0.59 0.5714464 0.7705178 -6.36 FALSE
253603_at  putative protein SP8 binding pro WRKY32 AT4G30935 1.06 0.08 0.59 0.5715322 0.7705786 -6.36 FALSE
247929_at apospory-associated protein C --- AT5G57330 -1.09 -0.12 -0.59 0.5716048 0.770631 -6.36 FALSE
251473_at  putative protein myrosinase-bind--- AT3G59610 1.10 0.14 0.59 0.571725 0.7707475 -6.36 FALSE
256097_at unknown protein --- AT1G13670 -1.06 -0.08 -0.59 0.5718072 0.7708127 -6.36 FALSE
264062_at unknown protein --- AT2G27950 1.07 0.10 0.59 0.5719946 0.7710197 -6.36 FALSE
265473_at Expressed protein ; supported byLCR10 AT2G15535 1.07 0.10 0.59 0.5720332 0.7710263 -6.36 FALSE
261960_at hypothetical protein similar to put--- --- -1.05 -0.07 -0.59 0.5720948 0.7710637 -6.36 FALSE
252891_at  putative WRKY DNA-binding proWRKY13 AT4G39410 1.10 0.13 0.59 0.572157 0.771102 -6.36 FALSE
252248_at  putative protein resistance gene AtRLP44 AT3G49750 -1.13 -0.17 -0.59 0.5722607 0.7711506 -6.36 FALSE
258042_at hypothetical protein similar to hyp--- AT3G21310 1.06 0.08 0.59 0.5722338 0.7711506 -6.36 FALSE
257143_at  cytochrome P450, putative contaCYP705A20AT3G20110 -1.08 -0.11 -0.59 0.5723297 0.7711525 -6.36 FALSE
246978_at  cytochrome P450-like protein fatCYP714A1 AT5G24910 1.12 0.17 0.59 0.5723288 0.7711525 -6.36 FALSE
262590_at  putative RING-H2 zinc finger proRHA2A AT1G15100 -1.08 -0.11 -0.59 0.5723857 0.7711824 -6.36 FALSE
264751_at  putative superoxide-generating NFRO3 AT1G23020 1.25 0.32 0.59 0.5726359 0.7714738 -6.36 FALSE
262417_at hypothetical protein similar to hypATSIRB AT1G50170 -1.05 -0.08 -0.59 0.5728652 0.7717372 -6.36 FALSE
253522_at  predicted protein cation transpor--- AT4G31290 1.21 0.27 0.59 0.5729014 0.7717404 -6.36 FALSE
263283_at hypothetical protein predicted by --- AT2G36090 -1.07 -0.09 -0.59 0.5730253 0.7718162 -6.36 FALSE
253877_at Expressed protein ; supported by--- AT4G27435 1.15 0.20 0.59 0.5730064 0.7718162 -6.36 FALSE
264020_at  putative signal sequence recepto--- AT2G21160 -1.09 -0.13 -0.59 0.5731894 0.7719916 -6.36 FALSE
264028_at putative nitrilase-associated proteSPR1 AT2G03680 -1.12 -0.17 -0.59 0.5733131 0.7721126 -6.36 FALSE
256442_at hypothetical protein predicted by --- AT3G10930 1.40 0.49 0.59 0.5734296 0.7721328 -6.36 TRUE



249111_at unknown protein --- AT5G43770 1.06 0.08 0.59 0.5734148 0.7721328 -6.36 FALSE
259916_at hypothetical protein predicted by --- AT1G72600 -1.05 -0.08 -0.59 0.5733731 0.7721328 -6.36 FALSE
248490_at putative protein similar to unknow--- AT5G50940 1.19 0.25 0.59 0.5736137 0.7721984 -6.36 FALSE
265597_at Expressed protein ; supported by--- AT2G20142 -1.24 -0.31 -0.59 0.5736003 0.7721984 -6.36 FALSE
256846_at  pectin methylesterase, putative s--- AT3G27980 -1.06 -0.08 -0.59 0.5736016 0.7721984 -6.36 FALSE
245202_at F12A21.14 similar to receptor pro--- AT1G67720 -1.09 -0.12 -0.59 0.5735832 0.7721984 -6.36 FALSE
255769_at hypothetical protein predicted by --- AT1G18610 -1.07 -0.09 -0.59 0.5737314 0.7723112 -6.37 FALSE
266660_at hypothetical protein predicted by --- AT2G25920 -1.11 -0.16 -0.59 0.5738128 0.7723752 -6.37 FALSE
253732_at putative protein several hypothet --- AT4G29140 1.07 0.10 0.59 0.5739555 0.7723947 -6.37 FALSE
248429_at putative protein contains similarit --- AT5G51770 1.15 0.20 0.59 0.5738816 0.7723947 -6.37 FALSE
254929_at  putative protein mitochondrial ca--- AT4G11440 1.07 0.10 0.59 0.5739198 0.7723947 -6.37 FALSE
255112_at  casein kinase I - Arabidopsis tha--- AT4G08800 -1.07 -0.10 -0.59 0.5739628 0.7723947 -6.37 FALSE
263149_at unknown protein --- AT1G53970 1.07 0.09 0.59 0.5740462 0.7724614 -6.37 FALSE
251090_at  putative protein ACR1-protein - S--- AT5G01340 1.22 0.28 0.59 0.5741175 0.7725118 -6.37 FALSE
261050_at  transcription factor MYC7E, puta--- AT1G01260 -1.11 -0.16 -0.59 0.5742161 0.772599 -6.37 FALSE
249500_at  expansin-like protein expansin - ATEXPA21 AT5G39260 1.11 0.15 0.59 0.574263 0.7726164 -6.37 FALSE
261873_at  serine/threonine kinase, putativeSD1-13 AT1G11350 1.12 0.16 0.59 0.5743034 0.7726253 -6.37 FALSE
263109_at hypothetical protein similar to put--- AT1G65180 -1.08 -0.11 -0.59 0.5743388 0.7726273 -6.37 FALSE
248506_at adenylate kinase  ;supported by f--- AT5G50370 1.19 0.25 0.59 0.5745066 0.7727629 -6.37 FALSE
254325_at  putative protein various predicte --- AT4G22650 1.10 0.14 0.59 0.5745074 0.7727629 -6.37 FALSE
260306_at hypothetical protein predicted by EDA24 AT1G70540 1.07 0.10 0.59 0.5746776 0.7729463 -6.37 FALSE
256751_at  CLC-b chloride channel protein iCLC-B AT3G27170 1.15 0.20 0.59 0.5747614 0.7730135 -6.37 TRUE
266856_at putative ABC transporter related PDR4 AT2G26910 -1.14 -0.19 -0.59 0.5748422 0.7730262 -6.37 FALSE
248673_at putative protein contains similarit --- AT5G48780 -1.06 -0.08 -0.59 0.574878 0.7730262 -6.37 FALSE
247070_at Expressed protein ; supported by--- AT5G66815 1.07 0.10 0.59 0.5748742 0.7730262 -6.37 FALSE
255274_at  putative protein various predicte --- --- -1.08 -0.11 -0.59 0.5749065 0.7730262 -6.37 FALSE
256999_at hypothetical protein predicted by --- AT3G14200 -1.07 -0.09 -0.59 0.5750772 0.7731728 -6.37 TRUE
262262_at unknown protein identical to unkn--- AT1G70780 // 1.12 0.16 0.59 0.575151 0.7731728 -6.37 FALSE
250583_at zinc finger transcription factor  ; sPEI1 AT5G07500 1.06 0.09 0.59 0.5751489 0.7731728 -6.37 FALSE
248554_at putative protein contains similarit --- AT5G50330 1.09 0.13 0.59 0.5750948 0.7731728 -6.37 FALSE
261964_at hypothetical protein similar to env--- --- 1.05 0.08 0.59 0.5753496 0.7733941 -6.37 FALSE
262109_at hypothetical protein similar to cel ATCSLD5 AT1G02730 1.14 0.18 0.59 0.5754552 0.7734904 -6.37 FALSE
254717_at  histone H2A.F/Z - like protein hisHTA4 AT4G13570 1.08 0.12 0.59 0.5755188 0.7735304 -6.37 FALSE
260765_at actin 8 almost identical to actin 8 ACT8 AT1G49240 -1.16 -0.21 -0.59 0.5755981 0.7735459 -6.37 FALSE
252651_at putative protein several hypothet --- AT3G44700 1.08 0.11 0.59 0.5755886 0.7735459 -6.37 FALSE



265049_at  jasmonate inducible protein, puta--- AT1G52060 1.06 0.08 0.59 0.5758038 0.7737766 -6.37 FALSE
257103_at hypothetical protein contains Pfa --- AT3G25060 -1.08 -0.11 -0.59 0.5759811 0.7739444 -6.37 FALSE
265665_at cysteine proteinase contains sim --- AT2G27420 -1.06 -0.09 -0.59 0.5759965 0.7739444 -6.37 FALSE
259742_at putative proline-rich APG protein GLIP6 AT1G71120 1.10 0.14 0.59 0.5760374 0.7739538 -6.37 FALSE
250860_at  amino acid transport - like protei CAT6 AT5G04770 1.15 0.21 0.59 0.576073 0.7739561 -6.37 FALSE
253237_at  putative aldehyde dehydrogenasALDH3I1 AT4G34240 1.11 0.15 0.59 0.5762689 0.774128 -6.37 FALSE
248647_at sucrose synthase SUS2 AT5G49190 1.06 0.08 0.59 0.5762369 0.774128 -6.37 FALSE
254033_at  V-ATPase G-subunit like proteinVATG3 AT4G25950 1.05 0.07 0.59 0.5763286 0.7741626 -6.37 FALSE
261263_at  H-protein promoter binding facto--- AT1G26790 1.06 0.08 0.59 0.5763962 0.7741699 -6.37 FALSE
254152_at hypothetical protein --- AT4G24410 1.06 0.09 0.59 0.5764019 0.7741699 -6.37 FALSE
252621_at putative protein Ac-like transposa--- --- -1.07 -0.10 -0.59 0.576499 0.7742548 -6.37 FALSE
266114_at hypothetical protein predicted by --- AT2G02150 -1.05 -0.08 -0.59 0.5765605 0.7742727 -6.37 FALSE
254344_at  alcohol dehydrogenase like prote--- AT4G22110 1.11 0.15 0.59 0.5765803 0.7742727 -6.37 FALSE
253088_at ferulate-5-hydroxylase (FAH1)  ; FAH1 AT4G36220 1.16 0.21 0.59 0.5766996 0.7743417 -6.37 TRUE
258307_x_a hypothetical protein predicted by--- --- 1.07 0.10 0.59 0.5766812 0.7743417 -6.37 FALSE
259788_at  lipase/hydrolase, putative contai --- AT1G29670 1.31 0.39 0.59 0.576735 0.7743437 -6.37 TRUE
254561_at putative protein  ; supported by c --- AT4G19160 1.11 0.15 0.59 0.5767724 0.7743483 -6.37 FALSE
261426_at unknown protein contains similar --- AT1G18680 -1.06 -0.09 -0.59 0.5769715 0.7743959 -6.37 FALSE
249533_at  putative protein predicted protein--- AT5G38790 1.07 0.10 0.59 0.5769767 0.7743959 -6.37 FALSE
267087_at putative MYB family transcriptionMYB101 AT2G32460 -1.10 -0.14 -0.59 0.5768902 0.7743959 -6.37 FALSE
263891_at putative glucan synthase GSL8 AT2G36850 -1.06 -0.09 -0.59 0.5769185 0.7743959 -6.37 FALSE
255073_at  beta-1,3-glucanase-like protein p--- AT4G09090 -1.06 -0.08 -0.59 0.5769776 0.7743959 -6.37 FALSE
253039_at  squalene epoxidase - like proteinSQE3 AT4G37760 -1.15 -0.20 -0.59 0.5771218 0.7745194 -6.37 TRUE
265745_at hypothetical protein predicted by --- --- 1.06 0.08 0.59 0.5771995 0.7745194 -6.37 FALSE
254762_at Expressed protein ; supported by--- AT4G13230 -1.07 -0.10 -0.59 0.5771628 0.7745194 -6.37 FALSE
246381_at hypothetical protein --- --- 1.12 0.16 0.59 0.5772054 0.7745194 -6.37 FALSE
265502_at putative poly(A) binding protein --- AT2G15500 1.08 0.11 0.59 0.5772467 0.7745293 -6.37 FALSE
266721_at unknown protein FT1 AT2G03220 -1.09 -0.13 -0.59 0.5774781 0.7747942 -6.37 TRUE
267460_at putative squamosa-promoter bindSPL3 AT2G33810 1.27 0.34 0.59 0.5775351 0.7748251 -6.37 FALSE
256184_at epsilon subunit of mitochondrial F--- AT1G51650 -1.10 -0.14 -0.59 0.5776134 0.7748845 -6.37 FALSE
248322_at putative protein similar to unknow--- AT5G52760 1.67 0.74 0.58 0.5778362 0.7751378 -6.37 FALSE
257868_at unknown protein RIN4 AT3G25070 1.09 0.13 0.58 0.578326 0.775162 -6.37 FALSE
255397_at putative transposon protein --- --- 1.09 0.12 0.58 0.5782697 0.775162 -6.37 FALSE
266853_at putative salt-inducible protein --- AT2G26790 -1.06 -0.09 -0.58 0.5782814 0.775162 -6.37 FALSE
257878_at hypothetical protein predicted by --- AT3G17150 1.07 0.09 0.58 0.577912 0.775162 -6.37 FALSE



265202_at unknown protein AT2G36810--- 1.07 0.10 0.58 0.578398 0.775162 -6.37 FALSE
264988_at  glutathione transferase, putative ATGSTU14AT1G27140 1.10 0.13 0.58 0.5782665 0.775162 -6.37 FALSE
258204_at hypothetical protein predicted by AtGRF5 AT3G13960 1.08 0.11 0.58 0.5780698 0.775162 -6.37 FALSE
245829_at hypothetical protein predicted by --- AT1G57780 -1.07 -0.10 -0.58 0.5779301 0.775162 -6.37 FALSE
247587_at  putative protein predicted protein--- AT5G60620 1.07 0.10 0.58 0.5781798 0.775162 -6.37 FALSE
265744_at putative CENP-B/ARS binding pr --- --- -1.05 -0.07 -0.58 0.5780644 0.775162 -6.37 FALSE
261545_at unknown protein --- AT1G63530 1.07 0.10 0.58 0.5779767 0.775162 -6.37 FALSE
266200_at hypothetical protein predicted by --- AT2G38920 1.11 0.16 0.58 0.5779936 0.775162 -6.37 FALSE
258427_at  putative DNA-binding protein sim--- AT3G16600 -1.06 -0.08 -0.58 0.5783362 0.775162 -6.37 FALSE
261776_at hypothetical protein similar to put--- AT1G76190 -1.09 -0.13 -0.58 0.5781374 0.775162 -6.37 FALSE
247631_at  putative MADS box protein varioAGL62 AT5G60440 -1.05 -0.07 -0.58 0.5783764 0.775162 -6.37 FALSE
263362_at putative selenium-binding protein--- AT2G03880 -1.06 -0.08 -0.58 0.5782534 0.775162 -6.37 FALSE
255405_s_ahypothetical protein similar to A. --- AT4G03440 // 1.09 0.12 0.58 0.5785442 0.7753125 -6.37 FALSE
256462_at hypothetical protein predicted by --- AT1G36230 1.07 0.10 0.58 0.5786555 0.7754161 -6.37 FALSE
254946_at  putative protein proline-rich prote--- AT4G10950 -1.07 -0.09 -0.58 0.5787154 0.7754508 -6.37 FALSE
248488_at putative protein contains similarit --- AT5G51080 -1.07 -0.10 -0.58 0.5787632 0.7754692 -6.37 FALSE
263510_s_ahypothetical protein --- AT2G07681 // -1.06 -0.08 -0.58 0.5788079 0.7754835 -6.37 FALSE
256231_at unknown protein ; supported by f --- AT3G12630 -1.06 -0.09 -0.58 0.5788864 0.7755398 -6.37 FALSE
266342_at hypothetical protein predicted by --- AT2G01540 1.10 0.13 0.58 0.5789179 0.7755398 -6.37 FALSE
258471_at  NPK1-related protein kinase 3 idANP3 AT3G06030 1.07 0.10 0.58 0.5789866 0.7755863 -6.37 FALSE
264603_at hypothetical protein predicted by --- AT1G04670 1.05 0.08 0.58 0.5790824 0.7756235 -6.37 FALSE
257728_at hypothetical protein predicted by --- AT3G18295 1.09 0.12 0.58 0.579077 0.7756235 -6.37 FALSE
266871_at unknown protein --- AT2G44710 1.05 0.07 0.58 0.5791828 0.775667 -6.37 FALSE
265097_at unknown protein BARD1 AT1G04020 -1.11 -0.15 -0.58 0.5791815 0.775667 -6.37 FALSE
264460_at hypothetical protein similar to tranATNFXL1 AT1G10170 1.09 0.12 0.58 0.5792523 0.7757144 -6.37 FALSE
267567_at putative cytochrome P450 CYP71A13 AT2G30770 1.78 0.83 0.58 0.5794225 0.7757264 -6.37 TRUE
249640_at  cationic amino acid transporter - CAT3 AT5G36940 -1.11 -0.15 -0.58 0.5793503 0.7757264 -6.37 FALSE
258723_at putative MYB-related protein sim --- AT3G09600 -1.07 -0.09 -0.58 0.5794038 0.7757264 -6.37 FALSE
246271_at photosystem II oxygen-evolving c--- AT4G37230 1.07 0.10 0.58 0.5793011 0.7757264 -6.37 FALSE
246208_at hypothetical protein ; supported bSFH12 AT4G36490 1.07 0.10 0.58 0.5794312 0.7757264 -6.37 FALSE
250425_at  lectin-like protein kinase - like lec--- AT5G10530 -1.06 -0.08 -0.58 0.5794971 0.775769 -6.37 FALSE
262554_at hypothetical protein similar to hyp--- AT1G31380 1.06 0.08 0.58 0.5796313 0.7759032 -6.37 FALSE
261921_at hypothetical protein predicted by --- AT1G65900 -1.13 -0.17 -0.58 0.5797446 0.7760093 -6.37 FALSE
253755_at  26S proteasome subunit 4-like pRPT2a AT4G29040 -1.07 -0.10 -0.58 0.5799052 0.7761331 -6.37 FALSE
255646_at hypothetical protein --- AT4G00890 1.07 0.10 0.58 0.579879 0.7761331 -6.37 FALSE



265014_at  hypothetical protein similar to de--- AT1G24430 1.10 0.14 0.58 0.5800924 0.7763102 -6.37 FALSE
249561_at  disease resistance - like protein --- AT5G38340 1.07 0.10 0.58 0.5801056 0.7763102 -6.37 FALSE
266085_at hypothetical protein --- AT2G37800 -1.08 -0.11 -0.58 0.5801881 0.7763751 -6.37 FALSE
261158_at hypothetical protein predicted by --- AT1G34500 -1.06 -0.09 -0.58 0.5803983 0.7765652 -6.37 FALSE
260197_at F12A21.25 hypothetical protein --- AT1G67623 1.06 0.09 0.58 0.5803749 0.7765652 -6.37 FALSE
249671_at putative protein similar to unknowLBD35 AT5G35900 1.07 0.10 0.58 0.580517 0.776587 -6.37 FALSE
251633_at  putative protein metalloendopep --- AT3G57460 1.14 0.19 0.58 0.5805507 0.776587 -6.37 FALSE
246216_at cytochrome P450 like protein ; suROT3 AT4G36380 -1.10 -0.14 -0.58 0.5804815 0.776587 -6.37 FALSE
260571_at MAP kinase (ATMPK6) identical ATMPK6 AT2G43790 -1.06 -0.08 -0.58 0.5805204 0.776587 -6.37 FALSE
263365_at putative heat shock protein --- AT2G20550 1.11 0.15 0.58 0.5806505 0.776675 -6.37 FALSE
259319_at  Snf1-related protein kinase KIN1AKIN10 AT3G01090 -1.05 -0.08 -0.58 0.5807213 0.7767241 -6.37 FALSE
262535_at  trehalose-6-phosphate synthaseATTPS3 AT1G17000 1.05 0.07 0.58 0.5808927 0.7769078 -6.37 FALSE
262197_at  AP2 domain containing protein, RAP2.12 AT1G53910 1.12 0.16 0.58 0.5810947 0.777049 -6.37 FALSE
262787_at putative clathrin-coat assembly p --- AT1G10730 -1.11 -0.15 -0.58 0.5810536 0.777049 -6.37 FALSE
265557_at unknown protein --- --- 1.08 0.10 0.58 0.5811345 0.777049 -6.37 FALSE
252812_at putative protein hypothetical prot --- --- -1.06 -0.08 -0.58 0.5811006 0.777049 -6.37 FALSE
252994_at  putative protein gene PC326 pro--- AT4G38480 1.17 0.23 0.58 0.5812336 0.7771359 -6.37 FALSE
247466_at  putative protein predicted protein--- AT5G62090 -1.10 -0.14 -0.58 0.5813301 0.7772193 -6.37 FALSE
259041_at unknown protein similar to putativATCSLC6 AT3G07330 1.10 0.14 0.58 0.5814698 0.7773606 -6.37 FALSE
252242_at  F-box protein family, AtFBL16 coVFB2 AT3G50080 1.07 0.10 0.58 0.581545 0.7774155 -6.37 FALSE
250664_at  putative protein 10-deacetylbacc--- AT5G07080 1.16 0.21 0.58 0.5817185 0.7775752 -6.37 FALSE
262650_at  lipoamide dehydrogenase, putat --- AT1G14090 -1.05 -0.07 -0.58 0.5817326 0.7775752 -6.37 FALSE
265282_at unknown protein --- AT2G20380 1.07 0.09 0.58 0.581823 0.7776505 -6.37 FALSE
267228_at putative polygalacturonase --- AT2G43890 1.06 0.08 0.58 0.5819373 0.7776693 -6.37 FALSE
252961_at  putative protein KIAA0169 gene --- AT4G38760 -1.08 -0.11 -0.58 0.5819223 0.7776693 -6.37 FALSE
247562_at putative protein --- AT5G61120 -1.06 -0.08 -0.58 0.5819394 0.7776693 -6.37 FALSE
261929_at hypothetical protein similar to axi --- AT1G22460 1.08 0.11 0.58 0.581979 0.7776766 -6.37 FALSE
250766_at putative protein similar to unknow--- AT5G05550 1.08 0.11 0.58 0.5820422 0.7777156 -6.37 FALSE
247817_at Expressed protein ; supported by--- AT5G58375 1.08 0.11 0.58 0.5822552 0.7777713 -6.37 TRUE
246251_at cold acclimation protein homolog --- AT4G37220 -1.19 -0.25 -0.58 0.5822959 0.7777713 -6.37 TRUE
250655_at transcription factor HBP-1b (gb|AOBF5 AT5G06960 1.06 0.08 0.58 0.5823226 0.7777713 -6.37 FALSE
245503_at kinase like protein --- AT4G15650 1.06 0.08 0.58 0.5821733 0.7777713 -6.37 FALSE
266539_at similar to mammalian MHC III regSUVH5 AT2G35160 1.07 0.10 0.58 0.5822574 0.7777713 -6.37 FALSE
255282_at putative polyprotein --- --- 1.06 0.08 0.58 0.5822461 0.7777713 -6.37 FALSE
249053_at berberine bridge enzyme-like pro--- AT5G44440 -1.08 -0.11 -0.58 0.5822542 0.7777713 -6.37 FALSE



245753_at hypothetical protein similar to put--- --- 1.06 0.08 0.58 0.5824106 0.7778433 -6.37 FALSE
264676_at unknown protein EST gb|R64758--- AT1G09870 -1.06 -0.08 -0.58 0.5826723 0.7781018 -6.37 FALSE
249069_at unknown protein --- AT5G44010 -1.15 -0.21 -0.58 0.5826627 0.7781018 -6.37 FALSE
251718_at putative protein hypothetical prot MRLK AT3G56100 1.09 0.12 0.58 0.5829324 0.7783917 -6.37 FALSE
262524_at tuftelin-interacting-like protein Sim--- AT1G17070 -1.05 -0.08 -0.58 0.5829577 0.7783917 -6.37 FALSE
246215_at putative cytoskeletal protein ; sup--- AT4G37180 1.17 0.23 0.58 0.5832222 0.7786537 -6.37 FALSE
254379_at  putative protein calmodulin-bindi--- AT4G21820 -1.05 -0.08 -0.58 0.5832122 0.7786537 -6.37 FALSE
257336_at hypothetical protein --- --- 1.06 0.08 0.58 0.5832725 0.7786752 -6.37 FALSE
245980_at putative protein  ;supported by fu --- AT5G13140 1.56 0.64 0.58 0.5834063 0.7787555 -6.37 FALSE
247220_at cdc2-like protein kinase  ; supporCDKC2 AT5G64960 -1.07 -0.09 -0.58 0.5834663 0.7787555 -6.37 FALSE
267576_at putative Mutator-like transposase--- --- -1.09 -0.12 -0.58 0.5834691 0.7787555 -6.37 FALSE
245917_at  putative protein HCNP, Homo sa--- AT5G28740 -1.07 -0.10 -0.58 0.5834032 0.7787555 -6.37 FALSE
254164_at putative protein  ;supported by fuTIFY1 AT4G24470 1.07 0.10 0.58 0.5835584 0.778829 -6.37 FALSE
245871_at hypothetical protein predicted by --- AT1G26290 -1.09 -0.12 -0.58 0.5837656 0.7790599 -6.37 FALSE
249972_at  tRNA isopentenyltransferase -lik IPT5 AT5G19040 1.07 0.09 0.58 0.5838282 0.7790979 -6.38 FALSE
247121_at putative protein contains similarit --- AT5G66010 -1.08 -0.11 -0.58 0.5839394 0.7791551 -6.38 FALSE
246836_s_a putative protein MADS box prote--- AT5G26650 // -1.05 -0.08 -0.58 0.5839052 0.7791551 -6.38 FALSE
258220_at  DnaJ, putative similar to DnaJ G--- AT3G17830 -1.09 -0.13 -0.57 0.584143 0.7793812 -6.38 FALSE
261813_at  hypothetical protein contains sim--- AT1G08280 1.10 0.14 0.57 0.5842525 0.7794818 -6.38 FALSE
263267_at putative vacuolar proton-ATPase--- AT2G16510 1.07 0.10 0.57 0.5843952 0.7796265 -6.38 FALSE
267314_at putative myosin heavy chain --- AT2G34730 1.09 0.13 0.57 0.5845788 0.7796373 -6.38 FALSE
248898_at outward rectifying potassium chaKCO2 AT5G46370 1.08 0.11 0.57 0.5846084 0.7796373 -6.38 FALSE
249006_at putative protein similar to unknow--- AT5G44650 // -1.10 -0.14 -0.57 0.584514 0.7796373 -6.38 FALSE
256878_at  major latex protein, putative simi--- AT3G26460 -1.08 -0.12 -0.57 0.5844959 0.7796373 -6.38 FALSE
260314_at unknown protein similar to putativ--- AT1G63830 1.12 0.16 0.57 0.5846072 0.7796373 -6.38 FALSE
248902_at unknown protein --- AT5G46440 1.07 0.09 0.57 0.5844927 0.7796373 -6.38 FALSE
252072_at  putative protein protein kinase P --- AT3G51710 1.07 0.09 0.57 0.5847018 0.7797163 -6.38 FALSE
267250_at similar to hookless1 (HLS1) --- AT2G23060 1.06 0.08 0.57 0.5847491 0.7797339 -6.38 FALSE
253780_at  protein phosphatase 2C-like pro --- AT4G28400 -1.16 -0.21 -0.57 0.5848273 0.7797518 -6.38 FALSE
260926_at unknown protein GLTP2 AT1G21360 1.07 0.09 0.57 0.5848309 0.7797518 -6.38 FALSE
254713_at hypothetical protein --- AT4G18090 1.09 0.13 0.57 0.585045 0.7799609 -6.38 FALSE
260319_at hypothetical protein predicted by --- AT1G63950 1.08 0.11 0.57 0.5850562 0.7799609 -6.38 FALSE
247890_at cyclic nucleotide and calmodulin-ATCNGC5 AT5G57940 -1.08 -0.11 -0.57 0.585219 0.7800868 -6.38 FALSE
267111_s_ahypothetical protein predicted by --- --- 1.08 0.12 0.57 0.585211 0.7800868 -6.38 FALSE
263947_at unknown protein  ;supported by f --- AT2G35820 -1.13 -0.17 -0.57 0.5854798 0.7803889 -6.38 TRUE



266508_at hypothetical protein predicted by --- AT2G47920 -1.08 -0.12 -0.57 0.585516 0.7803914 -6.38 FALSE
256073_at  terminal Flower 1 (TFL1), putativE12A11 AT1G18100 1.08 0.11 0.57 0.5855684 0.7804157 -6.38 FALSE
248572_at unknown protein --- AT5G49800 -1.07 -0.10 -0.57 0.5856435 0.7804703 -6.38 FALSE
245393_at  beta-1,3-glucanase class I precu--- AT4G16260 -1.15 -0.20 -0.57 0.5858281 0.7806188 -6.38 TRUE
250138_at  DRH1 DEAD box protein - like D--- AT5G14610 1.06 0.09 0.57 0.5858217 0.7806188 -6.38 FALSE
248565_at putative protein similar to unknow--- AT5G49710 -1.10 -0.13 -0.57 0.5858577 0.7806188 -6.38 FALSE
249709_at putative protein similar to unknowiqd33 AT5G35670 -1.08 -0.11 -0.57 0.5860781 0.7808669 -6.38 FALSE
252997_at  putative pollen allergen pollen alATEXLA2 AT4G38400 1.19 0.25 0.57 0.5863181 0.7810922 -6.38 TRUE
264086_at unknown protein  ;supported by f --- AT2G31190 -1.09 -0.12 -0.57 0.5865896 0.7810922 -6.38 FALSE
245092_at putative TGACG-sequence-spec BZIP17 AT2G40950 -1.08 -0.11 -0.57 0.5863631 0.7810922 -6.38 FALSE
249232_at dynamin-like protein (pir||S59558ADL1 AT5G42080 -1.10 -0.13 -0.57 0.5864426 0.7810922 -6.38 FALSE
245495_at hypothetical protein --- AT4G16400 1.05 0.07 0.57 0.5865345 0.7810922 -6.38 FALSE
255634_at hypothetical protein  ; supported FRI AT4G00650 1.05 0.08 0.57 0.5864865 0.7810922 -6.38 FALSE
249504_at  disease resistance protein - like --- AT5G38850 -1.14 -0.19 -0.57 0.5865789 0.7810922 -6.38 FALSE
256236_at hypothetical protein predicted by --- AT3G12350 -1.08 -0.11 -0.57 0.5863935 0.7810922 -6.38 FALSE
262858_at major latex protein type3 identica--- AT1G14940 1.07 0.09 0.57 0.5865203 0.7810922 -6.38 FALSE
248817_at putative protein strong similarity t--- AT5G47020 -1.08 -0.11 -0.57 0.5865274 0.7810922 -6.38 FALSE
252507_at  putative protein predicted proteinaTNUDT9 AT3G46200 -1.10 -0.14 -0.57 0.5866986 0.7811918 -6.38 FALSE
246179_at  putative protein hypothetical pro --- AT5G28440 1.09 0.12 0.57 0.5867506 0.7812154 -6.38 FALSE
263796_at unknown protein  ;supported by f AFR AT2G24540 -1.12 -0.16 -0.57 0.5871049 0.7816313 -6.38 FALSE
254467_at  receptor protein kinase - like pro --- AT4G20450 1.08 0.11 0.57 0.5871315 0.7816313 -6.38 FALSE
252597_at putative protein several hypothet --- --- 1.08 0.11 0.57 0.5872721 0.7817728 -6.38 FALSE
246230_at SCARECROW-like protein --- AT4G36710 1.06 0.09 0.57 0.5873769 0.7818 -6.38 FALSE
255612_at hypothetical protein --- AT4G01240 1.09 0.12 0.57 0.5873464 0.7818 -6.38 FALSE
260646_at hypothetical protein similar to CH--- AT1G53340 -1.10 -0.14 -0.57 0.5873954 0.7818 -6.38 FALSE
262184_at hypothetical protein contains sim --- AT1G77910 1.05 0.08 0.57 0.5875402 0.7819471 -6.38 FALSE
260952_at hypothetical protein predicted by --- AT1G06140 -1.09 -0.13 -0.57 0.5876345 0.7819814 -6.38 FALSE
249892_at unknown protein --- AT5G22600 1.06 0.08 0.57 0.5876032 0.7819814 -6.38 FALSE
250537_at Expressed protein ; supported by--- AT5G08565 1.11 0.15 0.57 0.5877216 0.7820517 -6.38 FALSE
251937_at  putative protein predicted proteinCPuORF46AT3G53400 // 1.23 0.30 0.57 0.5878665 0.7821989 -6.38 FALSE
262920_at  2-dehydro-3-deoxyphosphoocton--- AT1G79500 -1.16 -0.21 -0.57 0.5883686 0.7822185 -6.38 FALSE
254259_s_a putative protein rape mRNA, Bra--- AT4G23420 // 1.10 0.14 0.57 0.5882478 0.7822185 -6.38 FALSE
246499_at  putative protein Tat-SF1 - Homo--- AT5G16260 -1.08 -0.12 -0.57 0.5883722 0.7822185 -6.38 FALSE
260880_at hypothetical protein similar to unk--- AT1G21380 1.07 0.09 0.57 0.5882452 0.7822185 -6.38 FALSE
248939_at tyrosine-specific protein phospha--- AT5G45790 -1.07 -0.10 -0.57 0.5882219 0.7822185 -6.38 FALSE



262349_at unknown protein  ;supported by f --- AT2G48130 -1.10 -0.13 -0.57 0.588285 0.7822185 -6.38 FALSE
251271_at hypothetical protein ; supported b--- AT3G62050 1.09 0.13 0.57 0.5881323 0.7822185 -6.38 FALSE
254138_at hypothetical protein --- AT4G24950 1.06 0.09 0.57 0.58843 0.7822185 -6.38 FALSE
249213_at unknown protein --- AT5G42700 -1.06 -0.09 -0.57 0.588247 0.7822185 -6.38 FALSE
256643_at unknown protein similar to putativ--- --- -1.07 -0.09 -0.57 0.5882369 0.7822185 -6.38 FALSE
262537_s_aputative ubiquitin-conjugating enzUBC34 AT1G17280 // -1.10 -0.14 -0.57 0.588061 0.7822185 -6.38 FALSE
248203_at Myb-related transcription factor-liMYB49 AT5G54230 1.05 0.07 0.57 0.5881474 0.7822185 -6.38 FALSE
262674_at anter-specific proline-rich -like pr EXL4 AT1G75910 1.08 0.11 0.57 0.5883959 0.7822185 -6.38 FALSE
257631_at  cytochrome P450, putative similaCYP71B17 AT3G26160 1.10 0.14 0.57 0.5883278 0.7822185 -6.38 FALSE
257342_at  pseudogene, putative polyprotei --- --- 1.11 0.15 0.57 0.588252 0.7822185 -6.38 FALSE
259716_at unknown protein --- AT1G60995 // -1.09 -0.13 -0.57 0.5882327 0.7822185 -6.38 FALSE
255729_at hypothetical protein similar to put--- AT1G25470 // -1.07 -0.09 -0.57 0.5888479 0.7827285 -6.38 FALSE
246501_at  putative protein KIAA1012 prote --- AT5G16280 -1.06 -0.09 -0.57 0.5888919 0.7827413 -6.38 FALSE
256788_at  cytochrome P450, putative similaCYP90D1 AT3G13730 -1.29 -0.37 -0.57 0.5889744 0.7827598 -6.38 FALSE
246940_at  expressed protein glucose-6-pho--- AT5G25400 -1.07 -0.10 -0.57 0.5889531 0.7827598 -6.38 FALSE
249506_at putative protein --- AT5G38880 -1.07 -0.10 -0.57 0.5890746 0.782767 -6.38 FALSE
256387_at hypothetical protein --- AT3G06170 -1.09 -0.12 -0.57 0.5890828 0.782767 -6.38 FALSE
265976_at putative Athila retroelement ORF--- --- -1.06 -0.09 -0.57 0.5890779 0.782767 -6.38 FALSE
265972_at putative retroelement pol polypro --- --- 1.05 0.08 0.57 0.5891303 0.7827845 -6.38 FALSE
254007_s_a putative protein RNA-directed D --- AT1G60720 1.06 0.08 0.57 0.5892974 0.782961 -6.38 FALSE
247829_at  protein kinase - like protein kinas--- AT5G58520 -1.09 -0.13 -0.57 0.58942 0.7830783 -6.38 FALSE
254893_at  putative phospholipase D-gammPLDGAMM AT4G11830 -1.12 -0.16 -0.57 0.5896301 0.7833096 -6.38 FALSE
250240_at unknown protein --- AT5G13590 -1.10 -0.14 -0.57 0.5896628 0.7833096 -6.38 FALSE
251859_at  putative protein proteophosphog--- AT3G54680 1.07 0.10 0.57 0.5897715 0.7833935 -6.38 FALSE
265223_at putative pectinesterase --- AT2G36700 1.05 0.07 0.57 0.5897947 0.7833935 -6.38 FALSE
259281_at putative Myb-related transcriptionMYB106 AT3G01140 1.07 0.10 0.57 0.5898675 0.7834446 -6.38 FALSE
257682_at hypothetical protein predicted by --- AT3G13240 -1.05 -0.08 -0.57 0.589904 0.7834475 -6.38 FALSE
266538_at hypothetical protein predicted by --- AT2G35230 -1.06 -0.09 -0.57 0.5899829 0.783466 -6.38 FALSE
247190_at D-type cyclin (emb|CAB41347.1) CYCD4;1 AT5G65420 -1.07 -0.10 -0.57 0.590005 0.783466 -6.38 FALSE
258680_at adenylate translocator identical toAAC1 AT3G08580 1.11 0.15 0.57 0.590021 0.783466 -6.38 FALSE
255233_at  putative protein ADRENODOXINMFDX1 AT4G05450 1.07 0.10 0.57 0.5900838 0.7835037 -6.38 FALSE
251291_at  putative protein auxin-induced p --- AT3G61900 -1.06 -0.09 -0.56 0.5905876 0.7839952 -6.38 FALSE
248672_at disease resistance protein --- AT5G48770 1.07 0.10 0.56 0.5905633 0.7839952 -6.38 FALSE
249897_at putative protein strong similarity t--- AT5G22550 1.07 0.09 0.56 0.5905914 0.7839952 -6.38 FALSE
255245_at hypothetical protein --- AT4G05630 -1.06 -0.09 -0.56 0.5905548 0.7839952 -6.38 FALSE



248478_at ubiquitin-conjugating enzyme-likeUBC27 AT5G50870 -1.05 -0.08 -0.56 0.5907798 0.7840172 -6.38 FALSE
252979_at Expressed protein ; supported by--- AT4G38225 -1.11 -0.15 -0.56 0.5907695 0.7840172 -6.38 FALSE
248610_at SRP54 (signal recognition particl --- AT5G49500 -1.06 -0.08 -0.56 0.5906863 0.7840172 -6.38 FALSE
266734_at hypothetical protein predicted by --- AT2G46900 -1.08 -0.11 -0.56 0.5907029 0.7840172 -6.38 FALSE
254741_s_a putative disease resistance proteAtRLP49 AT4G13900 // -1.05 -0.08 -0.56 0.5907423 0.7840172 -6.38 FALSE
267387_at hypothetical protein predicted by --- AT2G44440 1.05 0.07 0.56 0.5908498 0.7840645 -6.38 FALSE
255842_at putative serine carboxypeptidasescpl46 AT2G33530 1.17 0.23 0.56 0.5913103 0.7844473 -6.38 TRUE
262158_at  somatic embryogenesis receptor--- AT1G52540 1.10 0.14 0.56 0.5912719 0.7844473 -6.38 FALSE
249251_at putative protein similar to unknow--- AT5G42000 -1.08 -0.12 -0.56 0.5912891 0.7844473 -6.38 FALSE
265933_at putative esterase contains estera--- AT2G19550 1.07 0.10 0.56 0.5911888 0.7844473 -6.38 FALSE
254651_at  potassium channel - like protein KCO6 AT4G18160 1.08 0.12 0.56 0.5913064 0.7844473 -6.38 FALSE
265635_at hypothetical protein predicted by --- AT2G25360 1.05 0.08 0.56 0.5915271 0.7846894 -6.38 FALSE
249522_at putative protein similar to unknow--- AT5G38700 1.06 0.09 0.56 0.591683 0.7848505 -6.38 FALSE
250861_at  putative protein predicted protein--- AT5G04740 1.08 0.10 0.56 0.5920423 0.7849163 -6.38 FALSE
248388_at putative protein contains similarit --- AT5G51980 -1.07 -0.10 -0.56 0.5921218 0.7849163 -6.38 FALSE
264914_at  clathrin adaptor medium chain p HAP13 AT1G60780 1.07 0.10 0.56 0.5921452 0.7849163 -6.38 FALSE
253419_at  putative protein predicted protein--- AT4G32780 1.08 0.11 0.56 0.5921227 0.7849163 -6.38 FALSE
249913_at GDSL-motif lipase/hydrolase-like --- AT5G22810 1.07 0.10 0.56 0.5920762 0.7849163 -6.38 FALSE
256171_s_ahypothetical protein similar to rev--- --- 1.07 0.10 0.56 0.5919824 0.7849163 -6.38 FALSE
258216_at unknown protein contains Pfam p--- AT3G17980 1.08 0.12 0.56 0.5919295 0.7849163 -6.38 FALSE
259833_at  MYB-family transcription factor, MYB105 AT1G69560 1.06 0.08 0.56 0.5921719 0.7849163 -6.38 FALSE
247452_at H-protein promoter binding factorCDF1 AT5G62430 1.10 0.14 0.56 0.5917675 0.7849163 -6.38 FALSE
253676_at  cytidine deaminase - like protein --- AT4G29570 -1.08 -0.11 -0.56 0.5919458 0.7849163 -6.38 FALSE
248653_at disease resistance protein-like --- AT5G49290 1.06 0.09 0.56 0.5919346 0.7849163 -6.38 FALSE
252052_at beta-fructofuranosidase AtcwINV2 AT3G52600 1.06 0.08 0.56 0.5921799 0.7849163 -6.38 FALSE
256718_at hypothetical protein predicted by --- AT2G34120 1.07 0.09 0.56 0.5921527 0.7849163 -6.38 FALSE
264570_at unknown protein Similar to Caen --- AT1G05350 1.08 0.11 0.56 0.5922298 0.7849368 -6.38 FALSE
260519_at unknown protein --- AT1G51540 1.05 0.08 0.56 0.5924523 0.7851025 -6.38 FALSE
252469_at  protein kinase - like protein Raf p--- AT3G46920 1.09 0.12 0.56 0.5924925 0.7851025 -6.38 FALSE
254992_at putative transcriptional regulator SPT16 AT4G10710 -1.09 -0.13 -0.56 0.5924652 0.7851025 -6.38 FALSE
258408_at unknown protein similar to putativATCHX19 AT3G17630 -1.06 -0.08 -0.56 0.5924544 0.7851025 -6.38 FALSE
263710_at unknown protein  ;supported by f --- AT1G09330 1.07 0.09 0.56 0.5925971 0.7851955 -6.38 FALSE
257837_at hypothetical protein predicted by --- AT3G25200 1.07 0.10 0.56 0.5926676 0.7852432 -6.38 FALSE
258311_at  transport inhibitor response 1 (T AFB2 AT3G26810 1.07 0.10 0.56 0.5927344 0.7852861 -6.38 FALSE
254481_at hypothetical protein  ; supported --- AT4G20480 -1.10 -0.14 -0.56 0.5929284 0.7853607 -6.38 FALSE



252155_at putative protein --- AT3G50920 -1.09 -0.12 -0.56 0.5929267 0.7853607 -6.38 FALSE
247363_at unknown protein --- AT5G63200 -1.07 -0.09 -0.56 0.5928659 0.7853607 -6.38 FALSE
257119_at  receptor kinase protein, putative --- AT3G20190 1.06 0.08 0.56 0.59285 0.7853607 -6.38 FALSE
246508_at  sugar transporter-like protein pu PGLCT AT5G16150 1.08 0.11 0.56 0.5930002 0.7854102 -6.38 FALSE
251796_at  synaptic glycoprotein SC2-like p --- AT3G55360 -1.11 -0.15 -0.56 0.5931937 0.7855752 -6.38 TRUE
246066_at  putative protein predicted proteinSMG7 AT5G19400 1.07 0.10 0.56 0.593181 0.7855752 -6.38 FALSE
266645_at hypothetical protein --- AT2G29880 1.06 0.08 0.56 0.5932739 0.7856358 -6.38 FALSE
250479_at  GTP-binding protein GTP-bindinAtRABH1e AT5G10260 -1.07 -0.09 -0.56 0.5934015 0.7857592 -6.38 FALSE
259110_at unknown protein --- AT3G05570 -1.09 -0.13 -0.56 0.5934898 0.7857849 -6.38 FALSE
263452_at putative trehalose-6-phosphate p--- AT2G22190 -1.13 -0.18 -0.56 0.5934643 0.7857849 -6.38 FALSE
252705_at  putative protein predicted protein--- --- 1.08 0.12 0.56 0.5936311 0.7858851 -6.38 FALSE
254541_at  putative LTR retrotransposon Br --- --- 1.05 0.08 0.56 0.5936344 0.7858851 -6.38 FALSE
251339_at  putative protein various predicte --- AT3G60780 1.08 0.12 0.56 0.5937002 0.7859266 -6.38 FALSE
250078_at putative protein ORC3 AT5G16690 -1.08 -0.10 -0.56 0.5937401 0.7859338 -6.38 FALSE
252351_at putative protein  ;supported by fu --- AT3G48210 -1.08 -0.12 -0.56 0.5938731 0.7860642 -6.38 FALSE
267076_at calcium binding protein (CaBP-22--- AT2G41090 1.37 0.46 0.56 0.5940156 0.7862073 -6.38 FALSE
265899_s_a SKP1/ASK1 (At3), putative simil ASK4 AT1G20140 // -1.07 -0.10 -0.56 0.5940684 0.7862315 -6.38 FALSE
251136_at  mRNA capping enzyme - like pro--- AT5G01290 1.05 0.08 0.56 0.5942858 0.7864736 -6.38 FALSE
262854_at unknown protein --- AT1G20870 1.06 0.09 0.56 0.5943774 0.7865491 -6.39 FALSE
260767_s_aunknown protein ; supported by f --- AT1G49140 // -1.06 -0.09 -0.56 0.5944471 0.7865958 -6.39 FALSE
246813_at  putative protein various predicte --- --- 1.06 0.08 0.56 0.5944952 0.7866138 -6.39 FALSE
249016_at putative protein contains similarit REV1 AT5G44750 1.09 0.12 0.56 0.5945509 0.7866419 -6.39 FALSE
267472_at putative basic blue protein (plantaARPN AT2G02850 1.07 0.10 0.56 0.5946351 0.7867076 -6.39 FALSE
255608_at hypothetical protein --- AT4G01140 1.09 0.12 0.56 0.5948135 0.7868903 -6.39 FALSE
250051_at MYB56 R2R3-MYB factor family AtMYB56 AT5G17800 1.09 0.12 0.56 0.5948422 0.7868903 -6.39 FALSE
247930_at putative protein similar to unknow--- AT5G57060 -1.10 -0.14 -0.56 0.5949545 0.7869476 -6.39 FALSE
263837_at unknown protein --- AT2G04500 -1.05 -0.07 -0.56 0.5949294 0.7869476 -6.39 FALSE
256287_at hypothetical protein --- AT3G12190 1.06 0.09 0.56 0.5949938 0.786954 -6.39 FALSE
245445_at apetala2 domain TINY like protei --- AT4G16750 -1.17 -0.23 -0.56 0.595034 0.7869616 -6.39 FALSE
261625_at hypothetical protein predicted by --- AT1G01930 -1.05 -0.08 -0.56 0.5952347 0.7871814 -6.39 FALSE
246353_s_ahypothetical protein --- --- 1.06 0.08 0.56 0.5953413 0.7872766 -6.39 FALSE
256544_at Mlo-like protein similar to Mlo [HoMLO9 AT1G42560 1.07 0.10 0.56 0.5954114 0.7872899 -6.39 FALSE
259674_at thaumatin-like protein similar to th--- AT1G77700 1.07 0.10 0.56 0.5954315 0.7872899 -6.39 FALSE
251311_at FUSCA PROTEIN FUS6  ; suppoFUS6 AT3G61140 1.06 0.09 0.56 0.59546 0.7872899 -6.39 FALSE
260699_at  MAP kinase, putative similar to MATMKK10 AT1G32320 -1.06 -0.08 -0.56 0.5954894 0.7872899 -6.39 FALSE



246185_at  5-methyltetrahydropteroyltriglutaATMS3 AT5G20980 -1.05 -0.07 -0.56 0.5956215 0.7874189 -6.39 FALSE
247736_at actin 4  ;supported by full-length ACT4 AT5G59370 -1.06 -0.08 -0.56 0.595693 0.7874679 -6.39 FALSE
255704_at putative proline-rich protein  ;sup --- AT4G00170 1.05 0.07 0.56 0.5957684 0.7875218 -6.39 FALSE
249237_at putative protein similar to unknow--- AT5G42050 1.10 0.14 0.56 0.5959055 0.787564 -6.39 FALSE
258714_at  putative RING zinc finger protein--- AT3G09770 -1.10 -0.13 -0.56 0.5959729 0.787564 -6.39 FALSE
256642_at hypothetical protein similar to hyp--- AT3G32280 1.06 0.08 0.56 0.5959137 0.787564 -6.39 FALSE
257492_at hypothetical protein contains sim ARR19 AT1G49190 -1.05 -0.07 -0.56 0.5958848 0.787564 -6.39 FALSE
258096_at hypothetical protein similar to put--- AT3G23650 -1.07 -0.09 -0.56 0.5959577 0.787564 -6.39 FALSE
255212_at putative athila transposon protein--- --- 1.05 0.08 0.56 0.5960218 0.7875829 -6.39 FALSE
252485_at  disease resistance protein RPP1RPP13 AT3G46530 -1.07 -0.09 -0.56 0.5960602 0.7875881 -6.39 FALSE
266536_at hypothetical protein predicted by --- AT2G16900 1.21 0.27 0.56 0.5962192 0.7876157 -6.39 TRUE
256415_at unknown protein ; supported by f --- AT3G11210 -1.20 -0.27 -0.56 0.5961972 0.7876157 -6.39 FALSE
250790_at putative protein similar to unknow--- AT5G05640 1.10 0.13 0.56 0.596175 0.7876157 -6.39 FALSE
246229_at pectinesterase like protein sks15 AT4G37160 -1.06 -0.08 -0.56 0.5962111 0.7876157 -6.39 FALSE
260867_at hypothetical protein predicted by TED6 AT1G43790 1.23 0.30 0.56 0.5964957 0.7878454 -6.39 TRUE
247533_at  putative protein kinase-like trans--- AT5G61570 1.16 0.22 0.56 0.5964968 0.7878454 -6.39 FALSE
249058_at disease resistance protein-like TAO1 AT5G44510 1.07 0.10 0.56 0.5964671 0.7878454 -6.39 FALSE
250443_at  Pto kinase interactor - like proteiRBK1 AT5G10520 -1.35 -0.43 -0.56 0.5965829 0.7879136 -6.39 TRUE
253869_at hypothetical protein --- AT4G27510 -1.08 -0.11 -0.56 0.5966875 0.7880061 -6.39 FALSE
254327_at  RCc3- like protein RCc3 protein,--- AT4G22490 1.15 0.20 0.56 0.5967842 0.7880426 -6.39 FALSE
257551_at hypothetical protein contains sim --- --- 1.07 0.10 0.56 0.5967516 0.7880426 -6.39 FALSE
260221_at  GAST1-like protein similar to GA--- AT1G74670 1.36 0.44 0.55 0.5968732 0.7880891 -6.39 TRUE
258644_at  putative RNA-binding protein con--- AT3G07810 1.05 0.07 0.55 0.5968885 0.7880891 -6.39 FALSE
257810_at  TOM20, putative similar to TOM TOM20-1 AT3G27070 -1.07 -0.09 -0.55 0.5970426 0.7882469 -6.39 FALSE
256945_at hypothetical protein similar to ext --- AT3G19020 1.06 0.09 0.55 0.5971802 0.7883373 -6.39 FALSE
252085_s_a serine-type carboxypeptidase lik scpl37 AT3G52000 // 1.05 0.07 0.55 0.5971505 0.7883373 -6.39 FALSE
260870_at  GTP-binding protein(RAB1Y), puATRAB18 AT1G43890 -1.08 -0.11 -0.55 0.5972683 0.788408 -6.39 FALSE
250118_at putative protein similar to unknow--- AT5G16460 1.07 0.10 0.55 0.5974251 0.7884781 -6.39 FALSE
263616_at unknown protein --- AT2G04680 1.07 0.10 0.55 0.5974109 0.7884781 -6.39 FALSE
257394_at hypothetical protein predicted by --- --- -1.08 -0.11 -0.55 0.5973948 0.7884781 -6.39 FALSE
252798_at putative protein --- AT3G42310 -1.06 -0.08 -0.55 0.5975292 0.7885698 -6.39 FALSE
257292_s_ahypothetical protein contains Pfa --- --- 1.05 0.07 0.55 0.5977571 0.788825 -6.39 FALSE
254074_at transcriptional activator CBF1  C CBF1 AT4G25490 -1.15 -0.20 -0.55 0.5978045 0.7888418 -6.39 FALSE
255354_at putative transposon protein --- --- -1.05 -0.07 -0.55 0.5980762 0.7891547 -6.39 FALSE
249526_at putative protein contains similarit --- AT5G38560 1.08 0.11 0.55 0.598127 0.7891761 -6.39 FALSE



247955_at nucleosome assembly protein NAP1;3 AT5G56950 -1.08 -0.11 -0.55 0.598162 0.7891767 -6.39 FALSE
246274_at transcription factor like protein --- AT4G36620 1.08 0.11 0.55 0.5982991 0.7893119 -6.39 FALSE
247501_at  putative protein predicted protein--- AT5G61920 -1.05 -0.07 -0.55 0.5983418 0.7893226 -6.39 FALSE
261211_at  uridine diphosphate glucose epimUGE1 AT1G12780 1.12 0.16 0.55 0.5984222 0.7893829 -6.39 FALSE
256783_at  casein kinase, putative similar to--- AT3G13670 1.05 0.07 0.55 0.5985343 0.7894852 -6.39 FALSE
251317_at  putative protein polygalacturona --- AT3G61490 -1.10 -0.14 -0.55 0.5986204 0.7895167 -6.39 FALSE
245944_at  putative protein various predicte MSL9 AT5G19520 -1.06 -0.09 -0.55 0.5986274 0.7895167 -6.39 FALSE
260933_at hypothetical protein contains non--- AT1G02470 1.27 0.34 0.55 0.5987083 0.7895777 -6.39 TRUE
258933_at  unknown protein similar to unkno--- AT3G09980 -1.07 -0.09 -0.55 0.5990286 0.789936 -6.39 FALSE
256632_at hypothetical protein --- AT3G28330 1.08 0.10 0.55 0.5990493 0.789936 -6.39 FALSE
255532_at  hypothetical protein similar to orf--- AT4G02170 1.09 0.12 0.55 0.5991264 0.7899921 -6.39 FALSE
267141_at putative MYB family transcription --- AT2G38090 -1.09 -0.12 -0.55 0.5991996 0.790043 -6.39 FALSE
264562_at hypothetical protein predicted by --- AT1G55760 -1.13 -0.18 -0.55 0.5992542 0.7900693 -6.39 FALSE
253807_at  putative GPI-anchored protein G--- AT4G28280 1.09 0.12 0.55 0.5993844 0.790108 -6.39 FALSE
245159_at putative cellulose synthase ATCSLD1 AT2G33100 -1.08 -0.11 -0.55 0.5993809 0.790108 -6.39 FALSE
252778_at  putative protein replication prote --- --- 1.06 0.08 0.55 0.5993875 0.790108 -6.39 FALSE
245444_at limonene cyclase like protein ATTPS03 AT4G16740 1.08 0.12 0.55 0.5995714 0.7903047 -6.39 FALSE
251218_at  CP12 protein precursor-like prot CP12-2 AT3G62410 -1.09 -0.12 -0.55 0.5998808 0.790562 -6.39 FALSE
259822_at  myb-related transcription factor, MYB20 AT1G66230 -1.13 -0.17 -0.55 0.5999685 0.790562 -6.39 FALSE
257584_at hypothetical protein similar to put--- --- -1.10 -0.14 -0.55 0.5999745 0.790562 -6.39 FALSE
245587_at putative protein --- AT4G15020 -1.12 -0.16 -0.55 0.5998193 0.790562 -6.39 FALSE
251382_at  pectinesterase - like protein pect--- AT3G60730 1.05 0.08 0.55 0.5999069 0.790562 -6.39 FALSE
265060_at  HD-Zip protein, putative similar tATHB-15 AT1G52150 1.15 0.21 0.55 0.5999141 0.790562 -6.39 FALSE
247969_at putative protein similar to unknow--- AT5G56700 -1.11 -0.15 -0.55 0.6000776 0.7906521 -6.39 FALSE
250163_at  putative protein various predicte --- AT5G15270 -1.07 -0.10 -0.55 0.6001198 0.790662 -6.39 FALSE
246580_at  ABC transporter, putative contai --- AT1G31770 -1.08 -0.11 -0.55 0.6001766 0.790674 -6.39 FALSE
254558_at Expressed protein ; supported by--- AT4G19185 1.06 0.08 0.55 0.6002198 0.790674 -6.39 FALSE
265822_at putative SEC1 family transport prATSLY1 AT2G17980 -1.06 -0.09 -0.55 0.6002414 0.790674 -6.39 FALSE
258044_at Dof zinc finger protein identical toADOF2 AT3G21270 -1.14 -0.19 -0.55 0.6002675 0.790674 -6.39 FALSE
252054_at hypothetical protein  ;supported bOFP18 AT3G52540 1.07 0.10 0.55 0.6003246 0.7907036 -6.39 FALSE
257611_at unknown protein --- AT3G26580 -1.09 -0.12 -0.55 0.6004711 0.7908509 -6.39 FALSE
266006_at putative ABC transporter --- AT2G37360 1.08 0.12 0.55 0.6005254 0.7908767 -6.39 FALSE
252432_at hypothetical protein --- AT3G47675 // 1.05 0.07 0.55 0.6005867 0.7909118 -6.39 FALSE
256174_at  NADP-specific glutatamate dehy--- AT1G51720 1.06 0.09 0.55 0.6006225 0.7909133 -6.39 FALSE
252962_at  splicing factor - like protein splici--- AT4G38780 1.07 0.09 0.55 0.6006668 0.7909259 -6.39 FALSE



249371_at hypothetical protein --- AT5G40750 1.05 0.07 0.55 0.6008541 0.7911268 -6.39 FALSE
254745_at  putative protein G9A protein, MuSUVH9 AT4G13460 -1.05 -0.07 -0.55 0.6009757 0.7912414 -6.39 FALSE
256338_at hypothetical protein similar to see--- AT1G72100 1.06 0.09 0.55 0.6011788 0.791463 -6.39 FALSE
264535_at  Phosphatidylinositol Transfer Pro--- AT1G55690 1.17 0.23 0.55 0.6013205 0.7915256 -6.39 FALSE
258222_at putative zinc finger protein contai--- AT3G15680 -1.12 -0.17 -0.55 0.6013197 0.7915256 -6.39 FALSE
256830_at  eukaryotic translation initiation faTIF3C2 AT3G22860 1.08 0.11 0.55 0.6013304 0.7915256 -6.39 FALSE
261740_at hypothetical protein similar to unk--- AT1G47740 -1.09 -0.13 -0.55 0.6014917 0.7915442 -6.39 TRUE
248947_at putative protein similar to unknow--- AT5G45540 1.08 0.12 0.55 0.6015181 0.7915442 -6.39 FALSE
266897_at  remorin identical to GB:M25268,--- AT2G45820 -1.11 -0.15 -0.55 0.6014152 0.7915442 -6.39 FALSE
247656_at  actin depolymerizing factor 4 - likADF4 AT5G59890 1.08 0.11 0.55 0.6014622 0.7915442 -6.39 FALSE
259187_at putative transcription factor similaAtMYB57 AT3G01530 -1.08 -0.11 -0.55 0.6014558 0.7915442 -6.39 FALSE
256854_at hypothetical protein predicted by --- AT3G15180 1.06 0.08 0.55 0.6015779 0.7915749 -6.39 FALSE
256208_at hypothetical protein predicted by --- AT1G50930 1.05 0.07 0.55 0.6016108 0.7915749 -6.39 FALSE
262237_at hypothetical protein predicted by --- AT1G48320 1.12 0.17 0.55 0.601947 0.7916062 -6.39 TRUE
264796_at unknown protein similar to ESTs ZIGA4 AT1G08680 -1.06 -0.09 -0.55 0.6017734 0.7916062 -6.39 FALSE
245988_at  putative protein predicted protein--- AT5G20610 1.09 0.12 0.55 0.6018725 0.7916062 -6.39 FALSE
248516_at unknown protein --- AT5G50540 // -1.08 -0.11 -0.55 0.6018272 0.7916062 -6.39 FALSE
255897_at  mutator-like transposase, putativ--- --- 1.05 0.07 0.55 0.6017903 0.7916062 -6.39 FALSE
259589_at unknown protein --- AT1G28135 -1.08 -0.11 -0.55 0.6017325 0.7916062 -6.39 FALSE
252531_at actin 12 ACT12 AT3G46520 -1.06 -0.08 -0.55 0.6018599 0.7916062 -6.39 FALSE
262869_s_a putative protein predicted proteinGTG1 AT1G64990 // -1.08 -0.11 -0.55 0.6019182 0.7916062 -6.39 FALSE
252838_at hypothetical protein --- --- 1.05 0.07 0.55 0.6019068 0.7916062 -6.39 FALSE
253303_at putative protein  ; supported by fu--- AT4G33780 1.07 0.09 0.55 0.6022116 0.791667 -6.39 FALSE
267634_at putative actin --- AT2G42100 1.05 0.08 0.55 0.6022361 0.791667 -6.39 FALSE
262156_at hypothetical protein contains sim --- AT1G52680 1.07 0.10 0.55 0.6021953 0.791667 -6.39 FALSE
246377_at  low-temperature-specific protein --- AT1G57550 -1.10 -0.14 -0.55 0.6020709 0.791667 -6.39 FALSE
256937_at hypothetical protein predicted by --- AT3G22620 1.52 0.60 0.55 0.6021077 0.791667 -6.39 FALSE
261449_at putative ATPase similar to GB:AA--- AT1G21120 1.11 0.16 0.55 0.6022142 0.791667 -6.39 FALSE
258808_at  putative pyruvate kinase similar --- AT3G04050 -1.06 -0.08 -0.55 0.6021243 0.791667 -6.39 FALSE
251521_at  putative protein receptor kinase ACR4 AT3G59420 -1.08 -0.11 -0.55 0.6022755 0.7916731 -6.39 FALSE
256953_at  flavonol 3-O-Glucosyltransferase--- AT3G29630 1.09 0.12 0.55 0.6023224 0.7916892 -6.39 FALSE
264730_at hypothetical protein similar to put--- AT1G62085 -1.06 -0.09 -0.55 0.6024349 0.7917914 -6.39 FALSE
257790_at  gda-1, putative similar to gda-1 G--- AT3G27090 1.08 0.11 0.55 0.6024902 0.7918184 -6.39 FALSE
250235_s_a ubiquinol--cytochrome-c reducta --- AT5G13430 // -1.05 -0.08 -0.55 0.6027206 0.7918475 -6.39 FALSE
248526_at putative protein contains similarit --- AT5G50740 1.09 0.13 0.55 0.6026823 0.7918475 -6.39 FALSE



253580_at  putative protein RING-H2 finger --- AT4G30400 1.15 0.20 0.55 0.6026221 0.7918475 -6.39 FALSE
259969_at putative pyrophosphate-depende--- AT1G76550 1.15 0.20 0.55 0.6026809 0.7918475 -6.39 FALSE
249638_at acetyl-CoA synthetase  ; support --- AT5G36880 1.17 0.23 0.55 0.6026889 0.7918475 -6.39 FALSE
247848_at  resistance protein - like disease --- AT5G58120 1.08 0.11 0.55 0.6026126 0.7918475 -6.39 FALSE
260070_at putative helix-loop-helix DNA-bin BEE3 AT1G73830 -1.32 -0.40 -0.55 0.6027844 0.7918484 -6.39 FALSE
256141_at  lysine and histidine specific trans--- AT1G48640 1.05 0.07 0.55 0.6027907 0.7918484 -6.39 FALSE
259773_at  auxin-induced protein, putative s--- AT1G29500 -1.25 -0.32 -0.55 0.6029108 0.791915 -6.39 TRUE
250840_at  putative protein predicted protein--- --- 1.09 0.12 0.55 0.6028976 0.791915 -6.39 FALSE
250804_at putative protein contains similarit --- AT5G05030 1.07 0.10 0.55 0.6030832 0.7920959 -6.39 FALSE
251165_at putative protein different MAP kin--- AT3G63330 1.08 0.11 0.55 0.6032212 0.7922315 -6.39 FALSE
249926_at  E1, ubiquitin-like activating enzy ECR1 AT5G19180 -1.08 -0.11 -0.54 0.6034581 0.7924513 -6.39 FALSE
254005_at  subtilisin-like serine protease co UNE17 AT4G26330 -1.09 -0.12 -0.54 0.603432 0.7924513 -6.39 FALSE
263078_at hypothetical protein predicted by --- AT2G05350 1.07 0.10 0.54 0.6036226 0.7926217 -6.39 FALSE
246496_at  putative protein KIAA1468 - Hom--- AT5G16210 1.07 0.10 0.54 0.6037586 0.7927488 -6.39 FALSE
258794_at  ankyrin-like protein similar to ank--- AT3G04710 -1.15 -0.20 -0.54 0.6037889 0.7927488 -6.39 FALSE
258550_at putative mudrA protein similar to --- --- 1.07 0.10 0.54 0.6040518 0.792925 -6.39 FALSE
251723_at  putative protein speckle-type pro--- AT3G56230 1.08 0.11 0.54 0.6042098 0.792925 -6.39 FALSE
258214_at  amidase, putative similar to amidatToc64-III AT3G17970 -1.12 -0.16 -0.54 0.6041464 0.792925 -6.39 FALSE
246456_at telomerase reverse transcriptaseATTERT AT5G16850 1.06 0.08 0.54 0.6040789 0.792925 -6.39 FALSE
259268_at putative lamin similar to blue cop --- AT3G01070 1.05 0.07 0.54 0.6041709 0.792925 -6.39 FALSE
253936_at  STIG1 like protein STIG1 protein--- AT4G26880 1.06 0.09 0.54 0.6042387 0.792925 -6.39 FALSE
250211_at unknown protein  ; supported by --- AT5G13880 -1.06 -0.09 -0.54 0.6041456 0.792925 -6.39 FALSE
252244_at putative protein some putative pr --- AT3G50130 1.07 0.10 0.54 0.603969 0.792925 -6.39 FALSE
257446_at hypothetical protein predicted by --- AT2G10440 -1.05 -0.07 -0.54 0.6040501 0.792925 -6.39 FALSE
266393_at late embryogenesis abundant M1M17 AT2G41260 -1.05 -0.07 -0.54 0.6042707 0.792925 -6.39 FALSE
256437_s_aputative clathrin heavy chain sim --- AT3G08530 // 1.05 0.07 0.54 0.6043759 0.7930174 -6.39 FALSE
255199_at coded for by A. thaliana cDNA N6--- AT4G07390 1.06 0.08 0.54 0.6045126 0.7931055 -6.39 FALSE
256541_at  ligand-gated ion channel, putativGLR3.3 AT1G42540 -1.09 -0.12 -0.54 0.6045025 0.7931055 -6.39 FALSE
261630_at hypothetical protein predicted by --- AT1G50080 1.05 0.08 0.54 0.6045989 0.7931317 -6.39 FALSE
263040_at conserved hypothetical protein pr--- AT1G23300 -1.06 -0.08 -0.54 0.6046021 0.7931317 -6.39 FALSE
254883_at  putative protein histidine-rich glyHAP2 AT4G11720 1.08 0.11 0.54 0.6047034 0.793195 -6.39 FALSE
247482_at  chromosomal protein - like chromSMC2 AT5G62410 1.07 0.10 0.54 0.6047199 0.793195 -6.39 FALSE
253551_at Expressed protein ; supported by--- AT4G30996 1.07 0.10 0.54 0.6051593 0.7932485 -6.39 TRUE
265157_at putative reverse transcriptase sim--- --- 1.06 0.09 0.54 0.605093 0.7932485 -6.39 FALSE
265348_at putative RNA-binding protein --- AT2G22600 1.07 0.09 0.54 0.6052454 0.7932485 -6.39 FALSE



246535_at putative protein several hypothet --- AT5G15900 1.09 0.12 0.54 0.6051239 0.7932485 -6.39 FALSE
264707_at unknown protein --- AT1G09730 -1.06 -0.08 -0.54 0.6050174 0.7932485 -6.39 FALSE
245890_at  ribosomal protein S15-like riboso--- AT5G09490 1.05 0.07 0.54 0.605001 0.7932485 -6.39 FALSE
252191_at  putative protein various predicte --- AT3G50180 1.07 0.10 0.54 0.6051907 0.7932485 -6.39 FALSE
265532_at hypothetical protein predicted by --- --- 1.07 0.09 0.54 0.6052476 0.7932485 -6.39 FALSE
251509_at  pectinesterase precursor-like pro--- AT3G59010 -1.19 -0.25 -0.54 0.6050182 0.7932485 -6.39 FALSE
245384_at glycoprotein homolog ;supported --- AT4G16790 1.11 0.14 0.54 0.6049848 0.7932485 -6.39 FALSE
263651_at unknown protein Similar to Nicoti --- AT1G04340 1.08 0.12 0.54 0.6051121 0.7932485 -6.39 FALSE
245102_at putative non-LTR retroelement re--- --- -1.09 -0.13 -0.54 0.6050343 0.7932485 -6.39 FALSE
248033_s_aputative protein similar to unknow--- AT5G54330 // 1.06 0.08 0.54 0.6049713 0.7932485 -6.39 FALSE
265491_s_aputative retroelement pol polypro --- --- 1.05 0.07 0.54 0.6051552 0.7932485 -6.39 FALSE
258470_at Expressed protein ; supported by--- AT3G06035 1.36 0.44 0.54 0.6053013 0.7932644 -6.39 TRUE
251557_at v-ATPase subunit D (vATPD)  ; s--- AT3G58730 1.06 0.09 0.54 0.6053532 0.7932644 -6.40 FALSE
264775_at  putative endo-1,4-beta-D-glucanCEL5 AT1G22880 1.08 0.11 0.54 0.605364 0.7932644 -6.40 FALSE
262142_at hypothetical protein predicted by --- AT1G52640 -1.07 -0.10 -0.54 0.6054949 0.793323 -6.40 FALSE
267138_s_asimilar to SOR1 from the fungus PDX1.1 AT2G38210 // 1.15 0.21 0.54 0.6054994 0.793323 -6.40 FALSE
260224_at hypothetical protein contains Pfa --- AT1G74400 -1.05 -0.07 -0.54 0.6055131 0.793323 -6.40 FALSE
252757_at putative protein several hypothet --- --- 1.07 0.10 0.54 0.6057059 0.7935301 -6.40 FALSE
250645_at putative protein strong similarity t--- AT5G06700 -1.12 -0.16 -0.54 0.6058388 0.7935958 -6.40 TRUE
259304_at putative nucleotide repair protein ERCC1 AT3G05210 1.06 0.09 0.54 0.6058605 0.7935958 -6.40 FALSE
262669_at hypothetical protein --- AT1G62850 -1.06 -0.09 -0.54 0.6058065 0.7935958 -6.40 FALSE
264057_at putative AP2 domain transcriptionRAP2.7 AT2G28550 -1.10 -0.14 -0.54 0.6061665 0.793951 -6.40 FALSE
260385_at putative flavonol sulfotransferaseSOT18 AT1G74090 -1.08 -0.11 -0.54 0.606282 0.7940568 -6.40 FALSE
266430_at unknown protein --- AT2G07200 1.05 0.07 0.54 0.6064001 0.7941658 -6.40 FALSE
249932_at unknown protein --- AT5G22390 1.18 0.24 0.54 0.6065335 0.7941833 -6.40 TRUE
256222_at hypothetical protein predicted by --- AT1G56210 -1.10 -0.14 -0.54 0.6065513 0.7941833 -6.40 FALSE
249851_at MADS-box transcription factor-likTT16 AT5G23260 1.05 0.07 0.54 0.6064514 0.7941833 -6.40 FALSE
247286_at 2-oxoglutarate/malate translocatoDiT2.2 AT5G64280 1.06 0.09 0.54 0.6065527 0.7941833 -6.40 FALSE
245460_at disease resistance RPP5 like proRLM3 AT4G16990 -1.13 -0.17 -0.54 0.6065909 0.7941878 -6.40 TRUE
264957_at  F-box protein family, AtFBL5 conSKP2B AT1G77000 1.11 0.16 0.54 0.6067013 0.7942866 -6.40 FALSE
250713_at putative protein similar to unknow--- AT5G06130 -1.07 -0.10 -0.54 0.6069232 0.7944995 -6.40 FALSE
250468_at  transcription factor TEIL/ethylene--- AT5G10120 1.05 0.07 0.54 0.6069335 0.7944995 -6.40 FALSE
259510_at hypothetical protein predicted by --- AT1G43970 1.05 0.07 0.54 0.6069826 0.7945181 -6.40 FALSE
259322_at unknown protein --- AT3G05270 1.08 0.11 0.54 0.6071438 0.7946836 -6.40 FALSE
256774_at hypothetical protein predicted by --- AT3G13760 1.05 0.07 0.54 0.6072342 0.7947562 -6.40 FALSE



246630_at hypothetical protein predicted by --- AT1G50730 -1.11 -0.15 -0.54 0.6074183 0.7947761 -6.40 FALSE
261304_at unknown protein ;supported by fu--- AT1G48440 -1.05 -0.07 -0.54 0.6073815 0.7947761 -6.40 FALSE
259492_at hypothetical protein predicted by --- AT1G15830 1.10 0.14 0.54 0.6075038 0.7947761 -6.40 FALSE
250155_at  putative protein predicted protein--- AT5G15160 1.17 0.22 0.54 0.607287 0.7947761 -6.40 FALSE
263398_at putative RAS superfamily GTP-b AtRABA5d AT2G31680 1.07 0.09 0.54 0.6075539 0.7947761 -6.40 FALSE
261493_at  DNA-binding protein p24, putativWHY1 AT1G14410 -1.09 -0.13 -0.54 0.6075161 0.7947761 -6.40 FALSE
266498_at 1-aminocyclopropane-1-carboxyl --- AT2G06960 1.06 0.08 0.54 0.6075629 0.7947761 -6.40 FALSE
245207_at  RING finger-like protein similarity--- AT5G12310 1.06 0.09 0.54 0.6075628 0.7947761 -6.40 FALSE
245878_at hypothetical protein contains sim --- AT1G26190 -1.07 -0.10 -0.54 0.6073729 0.7947761 -6.40 FALSE
245360_at naringenin 3-dioxygenase like pro--- AT4G16330 -1.06 -0.09 -0.54 0.6076955 0.7948697 -6.40 FALSE
257555_at hypothetical protein predicted by --- AT3G24780 1.09 0.12 0.54 0.6077042 0.7948697 -6.40 FALSE
257844_at  prolyl 4-hydroxylase, putative sim--- AT3G28480 1.09 0.12 0.54 0.6078585 0.795026 -6.40 FALSE
248185_at flavonol 3-O-glucosyltransferase-UF3GT AT5G54060 1.06 0.08 0.54 0.6079826 0.795097 -6.40 FALSE
266597_at putative WRKY-type DNA bindingWRKY43 AT2G46130 -1.05 -0.07 -0.54 0.6079782 0.795097 -6.40 FALSE
252852_at hypothetical protein  ;supported b--- AT4G39900 -1.14 -0.19 -0.54 0.6081084 0.795216 -6.40 TRUE
252834_at  putative protein RING-H2 zinc fin--- AT4G40070 1.13 0.18 0.54 0.608212 0.7953059 -6.40 TRUE
247915_at putative protein similar to unknow--- AT5G57570 1.06 0.08 0.54 0.6082882 0.7953599 -6.40 FALSE
264582_at putative ovule-specific homeotic HDG2 AT1G05230 1.06 0.09 0.54 0.6083697 0.7954209 -6.40 FALSE
262611_at Expressed protein ; supported by--- AT1G14060 1.11 0.15 0.54 0.6084897 0.7955322 -6.40 FALSE
254361_at Expressed protein ; supported by--- AT4G22212 1.08 0.11 0.54 0.6086439 0.7956882 -6.40 FALSE
262115_at Expressed protein ; supported by--- AT1G02813 1.06 0.09 0.54 0.608892 0.7959213 -6.40 FALSE
257307_at  myb-like transcription factor, put MYB121 AT3G30210 1.09 0.12 0.54 0.6088588 0.7959213 -6.40 FALSE
260222_at putative alpha galactosyltransferaXXT5 AT1G74380 1.13 0.17 0.54 0.6089645 0.7959704 -6.40 TRUE
248714_at polygalacturonase  ;supported by--- AT5G48140 -1.05 -0.07 -0.54 0.6090706 0.7960635 -6.40 FALSE
265417_at unknown protein --- AT2G20920 -1.11 -0.15 -0.54 0.6092356 0.7962335 -6.40 FALSE
259516_at hypothetical protein ; supported bERD10 AT1G20450 -1.13 -0.18 -0.54 0.6093558 0.7963169 -6.40 TRUE
254403_at subtilisin-like serine protease con--- AT4G21323 1.05 0.07 0.54 0.6093692 0.7963169 -6.40 FALSE
249683_x_aputative protein similar to unknow--- --- -1.07 -0.10 -0.54 0.609484 0.7964213 -6.40 FALSE
245856_at  putative protein predicted protein--- --- 1.09 0.12 0.54 0.6095449 0.7964553 -6.40 FALSE
264544_s_aunknown protein --- AT1G55790 // 1.06 0.08 0.54 0.6096189 0.7964606 -6.40 FALSE
246361_s_ahypothetical protein --- --- 1.05 0.08 0.54 0.6096155 0.7964606 -6.40 FALSE
257404_at hypothetical protein predicted by SUVR1 AT1G04050 1.06 0.09 0.54 0.6097465 0.7965529 -6.40 FALSE
256439_at putative [Mn] superoxide dismutaMSD1 AT3G10920 -1.07 -0.10 -0.54 0.6097594 0.7965529 -6.40 FALSE
253750_at  putative transcription factor legh --- AT4G29000 1.09 0.12 0.53 0.6098952 0.7966848 -6.40 FALSE
264414_s_aputative protein several hypothet --- --- -1.11 -0.15 -0.53 0.6099839 0.796755 -6.40 FALSE



267641_at Argonaute (AGO1)-like protein AGO6 AT2G32940 1.05 0.07 0.53 0.6101354 0.7967705 -6.40 FALSE
265753_at putative Athila retroelement ORF--- --- -1.05 -0.07 -0.53 0.6101307 0.7967705 -6.40 FALSE
246945_s_a putative membrane protein hypo--- AT5G25040 // 1.07 0.09 0.53 0.6101262 0.7967705 -6.40 FALSE
255313_at putative transposon protein --- --- -1.07 -0.09 -0.53 0.610111 0.7967705 -6.40 FALSE
258893_at putative disease resistance proteAtRLP33 AT3G05660 -1.24 -0.31 -0.53 0.6102648 0.7968937 -6.40 FALSE
264767_at hypothetical protein similar to putSD1-29 AT1G61380 1.17 0.23 0.53 0.6103193 0.7969193 -6.40 FALSE
263672_at putative retroelement pol polypro --- --- 1.05 0.07 0.53 0.6105414 0.7971637 -6.40 FALSE
258912_at  unknown protein similar to hypot--- AT3G06460 1.09 0.13 0.53 0.6106165 0.7972161 -6.40 FALSE
254461_at  receptor kinase - like protein SR --- AT4G21230 1.09 0.12 0.53 0.6107259 0.7973133 -6.40 FALSE
265159_at unknown protein similar to EST g--- AT1G31060 1.07 0.10 0.53 0.6108306 0.7973587 -6.40 FALSE
266605_at putative SNF2 subfamily transcripBRM AT2G46020 1.06 0.08 0.53 0.6108064 0.7973587 -6.40 FALSE
266028_at hypothetical protein predicted by --- AT2G06000 -1.09 -0.12 -0.53 0.6109463 0.7973811 -6.40 FALSE
264245_at  galactinol synthase, putative simAtGolS7 AT1G60450 -1.06 -0.08 -0.53 0.6109421 0.7973811 -6.40 FALSE
257664_at hypothetical protein predicted by EMB2743 AT3G20400 1.08 0.11 0.53 0.6109526 0.7973811 -6.40 FALSE
252231_at hypothetical protein  ;supported b--- AT3G49720 1.07 0.10 0.53 0.6111138 0.7975458 -6.40 TRUE
260506_at  Cyclin, putative similar to GB:CACYCA3;2 AT1G47210 -1.13 -0.17 -0.53 0.611199 0.7976113 -6.40 FALSE
255955_at hypothetical protein predicted by --- AT1G22030 -1.12 -0.16 -0.53 0.611235 0.7976128 -6.40 FALSE
248852_at unknown protein --- AT5G46560 1.05 0.07 0.53 0.6114889 0.797867 -6.40 FALSE
265758_at hypothetical protein similar to my --- --- 1.05 0.07 0.53 0.6114998 0.797867 -6.40 FALSE
247671_at  putative protein slow myosin hea--- AT5G60210 -1.05 -0.07 -0.53 0.6116197 0.7979777 -6.40 FALSE
253734_at  putative serine/threonine-specific--- AT4G29180 1.06 0.09 0.53 0.611761 0.7981164 -6.40 FALSE
247391_at unknown protein --- AT5G63540 1.05 0.07 0.53 0.6117984 0.7981197 -6.40 FALSE
254583_at hypothetical protein --- AT4G19480 -1.06 -0.08 -0.53 0.6118508 0.7981423 -6.40 FALSE
264774_at unknown protein --- AT1G22890 1.17 0.22 0.53 0.6119296 0.7981547 -6.40 TRUE
255160_at putative pathogenesis-related pro--- AT4G07820 -1.05 -0.07 -0.53 0.6119303 0.7981547 -6.40 FALSE
259617_at hypothetical protein predicted by --- AT1G47970 -1.07 -0.10 -0.53 0.6120047 0.7982062 -6.40 FALSE
266407_at putative elongation factor TFIIS AT2G38560 -1.06 -0.08 -0.53 0.6121028 0.7982428 -6.40 FALSE
252348_at  B12D-like protein B12D protein ---- AT3G48140 1.06 0.08 0.53 0.6120701 0.7982428 -6.40 FALSE
265458_at unknown protein  ;supported by f --- AT2G46580 -1.07 -0.10 -0.53 0.6124105 0.7985071 -6.40 FALSE
246624_at  flavin-containing monooxygenasYUC10 AT1G48910 -1.07 -0.09 -0.53 0.6123948 0.7985071 -6.40 FALSE
247778_at  wounding stress induced protein--- AT5G58750 -1.05 -0.07 -0.53 0.6123899 0.7985071 -6.40 FALSE
247023_at putative protein similar to unknowHEC1 AT5G67060 1.09 0.12 0.53 0.6124841 0.7985469 -6.40 FALSE
257586_at hypothetical protein predicted by --- AT1G50760 -1.05 -0.07 -0.53 0.6125111 0.7985469 -6.40 FALSE
247379_at unknown protein --- --- 1.08 0.12 0.53 0.6125807 0.7985591 -6.40 FALSE
262732_at putative protein kinase similar to --- AT1G16440 1.07 0.10 0.53 0.6125904 0.7985591 -6.40 FALSE



257216_at  4-methyl-5(b-hydroxyethyl)-thiaz--- AT3G14990 1.14 0.19 0.53 0.6129106 0.798868 -6.40 TRUE
248692_s_ahypothetical protein --- AT4G15070 // -1.06 -0.09 -0.53 0.6129325 0.798868 -6.40 FALSE
262973_at  histone H3, putative similar to H --- AT1G75600 1.06 0.08 0.53 0.612878 0.798868 -6.40 FALSE
262567_at hypothetical protein contains sim --- AT1G34300 -1.10 -0.14 -0.53 0.6129787 0.7988682 -6.40 FALSE
246395_at  dirigent protein, putative similar t--- AT1G58170 -1.06 -0.08 -0.53 0.6130026 0.7988682 -6.40 FALSE
265735_at putative aldolase  ;supported by f--- AT2G01140 1.09 0.13 0.53 0.6130616 0.7988994 -6.40 FALSE
262367_at hypothetical protein contains sim VPS46.2 AT1G73030 -1.08 -0.11 -0.53 0.6131539 0.798974 -6.40 FALSE
252774_at  putative protein predicted protein--- --- 1.08 0.11 0.53 0.6134323 0.7992912 -6.40 FALSE
244948_at hypothetical protein --- --- -1.05 -0.08 -0.53 0.6135081 0.7993295 -6.40 FALSE
260899_at hypothetical protein predicted by --- AT1G21370 1.08 0.11 0.53 0.6135318 0.7993295 -6.40 FALSE
261834_at  polygalacturonase PG1, putative--- AT1G10640 1.05 0.08 0.53 0.6135771 0.7993429 -6.40 FALSE
251898_at floral homeotic protein APETALAAP3 AT3G54340 -1.05 -0.07 -0.53 0.6137061 0.7994652 -6.40 FALSE
250785_at unknown protein --- AT5G05510 1.08 0.12 0.53 0.6137541 0.7994821 -6.40 FALSE
266642_at putative chloroplast RNA binding --- AT2G35410 -1.06 -0.09 -0.53 0.6140466 0.7995578 -6.40 FALSE
255178_at may be a pseudogene --- --- 1.05 0.07 0.53 0.6140518 0.7995578 -6.40 FALSE
246161_at  putative protein predicted proteinJAZ12 AT5G20900 1.09 0.12 0.53 0.6138737 0.7995578 -6.40 FALSE
263903_at putative touch-induced calmoduli --- AT2G36180 -1.05 -0.08 -0.53 0.6140574 0.7995578 -6.40 FALSE
267443_at hypothetical protein predicted by --- AT2G19000 1.05 0.07 0.53 0.6140576 0.7995578 -6.40 FALSE
AFFX-TrpnXB. subtilis /GEN=trpC, trpF /DB_X--- --- 1.05 0.07 0.53 0.6139885 0.7995578 -6.40 FALSE
247672_at  senescence-associated protein -TET4 AT5G60220 -1.05 -0.07 -0.53 0.6139007 0.7995578 -6.40 FALSE
255358_at hypothetical protein --- AT4G03940 -1.05 -0.07 -0.53 0.6143756 0.7999262 -6.40 FALSE
254078_at  putative protein various predicte --- AT4G25710 1.07 0.09 0.53 0.6144794 0.7999703 -6.40 FALSE
253244_at  putative protein SEC14 protein, COW1 AT4G34580 -1.08 -0.12 -0.53 0.6144796 0.7999703 -6.40 FALSE
257627_at  cytochrome P450, putative contaCYP71B25 AT3G26270 -1.07 -0.09 -0.53 0.6145197 0.7999769 -6.40 FALSE
255573_at hypothetical protein --- AT4G01400 1.05 0.07 0.53 0.6145874 0.8000193 -6.40 FALSE
245219_at  viral resistance protein, putative --- AT1G58807 // 1.06 0.08 0.53 0.6147574 0.800182 -6.40 FALSE
248101_at chaperone GrpE-like protein  ;sup--- AT5G55200 1.15 0.20 0.53 0.6147825 0.800182 -6.40 FALSE
259375_at putative APG protein similar to an--- AT3G16370 1.75 0.81 0.53 0.6148996 0.8002431 -6.40 FALSE
254392_at  endonuclease, putative ; suppor ENDO5 AT4G21600 -1.06 -0.09 -0.53 0.6148662 0.8002431 -6.40 FALSE
251680_at  putative protein 13S condensin X--- AT3G57060 -1.06 -0.08 -0.53 0.6149906 0.8003158 -6.40 FALSE
260794_at unknown protein ; supported by c--- AT1G06210 1.07 0.09 0.53 0.6151315 0.8003166 -6.40 FALSE
258022_at hypothetical protein predicted by --- AT3G19460 1.05 0.07 0.53 0.6150794 0.8003166 -6.40 FALSE
266722_at unknown protein FUT2 AT2G03210 -1.07 -0.09 -0.53 0.6151121 0.8003166 -6.40 FALSE
255363_x_ahypothetical protein --- --- 1.09 0.12 0.53 0.6150911 0.8003166 -6.40 FALSE
249328_at AtRAD3 (dbj|BAA92828.1)  ; sup ATR AT5G40820 1.07 0.10 0.53 0.6152514 0.8003863 -6.40 FALSE



246819_at  WD-repeat protein - like WD-rep --- AT5G26900 -1.06 -0.09 -0.53 0.6152553 0.8003863 -6.40 FALSE
253343_at putative protein --- AT4G33540 1.17 0.22 0.53 0.6155014 0.8006607 -6.40 TRUE
246849_at  putative protein various predicte --- AT5G26850 1.15 0.20 0.53 0.6155829 0.8007211 -6.40 FALSE
254631_at  putative protein predicted proteinLSH9 AT4G18610 1.14 0.19 0.53 0.6158088 0.8009236 -6.40 FALSE
246128_at  putative protein predicted protein--- --- -1.07 -0.09 -0.53 0.6158056 0.8009236 -6.40 FALSE
247475_at IRE (root hair elongation) IRE AT5G62310 1.06 0.08 0.53 0.6159473 0.8010581 -6.40 FALSE
260868_at unknown protein ;supported by fu--- AT1G43860 -1.08 -0.11 -0.53 0.616053 0.8010599 -6.40 FALSE
255163_at putative polyprotein --- --- -1.06 -0.08 -0.53 0.6160835 0.8010599 -6.40 FALSE
264646_at hypothetical protein Similar to HoBON3 AT1G08860 1.06 0.08 0.53 0.6160892 0.8010599 -6.40 FALSE
263747_at putative ubiquitin activating enzymSAE2 AT2G21470 1.05 0.07 0.53 0.6160485 0.8010599 -6.40 FALSE
245510_at hypothetical protein --- AT4G15740 1.10 0.14 0.53 0.6161802 0.8011326 -6.40 FALSE
256335_at hypothetical protein predicted by --- AT1G72110 1.07 0.10 0.52 0.6165255 0.8014706 -6.40 FALSE
257439_at hypothetical protein similar to hyp--- AT2G17000 1.05 0.07 0.52 0.6165456 0.8014706 -6.40 FALSE
261636_at  branched-chain amino acid amin--- AT1G50110 -1.07 -0.09 -0.52 0.616511 0.8014706 -6.40 FALSE
246797_at putative protein  ;supported by fu --- AT5G26790 1.05 0.07 0.52 0.6167655 0.8017108 -6.41 FALSE
245899_at putative protein ALF4 AT5G11030 -1.06 -0.09 -0.52 0.6170736 0.8018875 -6.41 FALSE
266164_at putative salt-inducible protein --- AT2G28050 1.10 0.14 0.52 0.6170757 0.8018875 -6.41 FALSE
250755_at DnaJ-like protein  ; supported by --- AT5G05750 -1.08 -0.10 -0.52 0.6169945 0.8018875 -6.41 FALSE
265196_at hypothetical protein predicted by SWC2 AT2G36740 1.08 0.11 0.52 0.6170772 0.8018875 -6.41 FALSE
266690_at malate oxidoreductase (malic enzATNADP-MAT2G19900 -1.06 -0.08 -0.52 0.6170369 0.8018875 -6.41 FALSE
259703_at  putative endo-1,3-beta-glucanas--- AT1G77790 1.06 0.08 0.52 0.6172688 0.8020907 -6.41 FALSE
250782_at SYN1 splice variant 1 (gb AAF08SYN1 AT5G05490 1.06 0.09 0.52 0.6174131 0.8021995 -6.41 FALSE
255765_at  protein kinase, putative contains --- AT1G16760 -1.04 -0.06 -0.52 0.6174228 0.8021995 -6.41 FALSE
260919_at hypothetical protein predicted by --- AT1G21520 // -1.25 -0.32 -0.52 0.617552 0.8022302 -6.41 TRUE
256554_at hypothetical protein similar to put--- --- -1.08 -0.11 -0.52 0.6174901 0.8022302 -6.41 FALSE
258629_at stelar K+ outward rectifying chan SKOR AT3G02850 1.05 0.07 0.52 0.6175225 0.8022302 -6.41 FALSE
256146_at  delta-adaptin, putative similar to delta-ADR AT1G48760 -1.06 -0.08 -0.52 0.6176021 0.8022496 -6.41 FALSE
257371_at putative CCAAT-box binding tranNF-YB5 AT2G47810 1.07 0.10 0.52 0.6178232 0.8024911 -6.41 FALSE
261040_at  oligouridylate binding protein, puUBP1B AT1G17370 1.06 0.08 0.52 0.6180345 0.8026893 -6.41 FALSE
245086_at putative translation initiation facto--- AT2G39820 -1.06 -0.08 -0.52 0.6180662 0.8026893 -6.41 FALSE
248856_at putative protein similar to unknow--- AT5G46620 -1.05 -0.08 -0.52 0.6180813 0.8026893 -6.41 FALSE
264601_at hypothetical protein similar to hyp--- AT1G04540 1.06 0.09 0.52 0.6183269 0.8027489 -6.41 FALSE
254222_at hypothetical protein --- AT4G23840 1.07 0.09 0.52 0.6182703 0.8027489 -6.41 FALSE
255038_at  neutral invertase like protein DauCINV2 AT4G09510 -1.14 -0.19 -0.52 0.618205 0.8027489 -6.41 FALSE
253515_at  auxin induced like-protein auxin---- AT4G31320 1.08 0.11 0.52 0.6182902 0.8027489 -6.41 FALSE



258948_at putative sulfite oxidase similar to SOX AT3G01910 1.05 0.07 0.52 0.6181921 0.8027489 -6.41 FALSE
264117_at hypothetical protein predicted by --- AT2G31210 1.05 0.07 0.52 0.6183384 0.8027489 -6.41 FALSE
249462_at  putative protein predicted proteinEMB2744 AT5G39680 1.07 0.09 0.52 0.618478 0.8027539 -6.41 FALSE
262323_at  6-phosphogluconate dehydrogen--- AT1G64190 -1.05 -0.07 -0.52 0.6184481 0.8027539 -6.41 FALSE
245970_at beta-galactosidase  ; supported bBGAL7 AT5G20710 1.07 0.10 0.52 0.618483 0.8027539 -6.41 FALSE
258841_at hypothetical protein similar to hyp--- AT3G04660 -1.06 -0.08 -0.52 0.618387 0.8027539 -6.41 FALSE
256809_at hypothetical protein predicted by ALY3 AT3G21430 1.07 0.10 0.52 0.6186552 0.8029318 -6.41 FALSE
252489_at  disease resistance protein RPP8--- AT3G46710 1.07 0.10 0.52 0.6187455 0.8030033 -6.41 FALSE
265371_at putative PttA-like transposon pro --- --- 1.05 0.07 0.52 0.618827 0.8030633 -6.41 FALSE
264986_at  glutathione transferase, putative ATGSTU13AT1G27130 1.26 0.34 0.52 0.6188874 0.803096 -6.41 FALSE
255861_at putative vacuolar sorting recepto --- AT2G30290 -1.05 -0.07 -0.52 0.6189417 0.8031208 -6.41 FALSE
258056_at hypothetical protein similar to GB--- AT3G29010 1.08 0.11 0.52 0.6189922 0.8031406 -6.41 FALSE
249872_at unknown protein --- AT5G23130 -1.19 -0.26 -0.52 0.6191449 0.8032474 -6.41 TRUE
262150_at hypothetical protein contains sim FRS6 AT1G52520 -1.07 -0.10 -0.52 0.6191417 0.8032474 -6.41 FALSE
247814_at polyneuridine aldehyde esterase-MES18 AT5G58310 1.29 0.36 0.52 0.6192293 0.803276 -6.41 FALSE
246530_at Expressed protein ; supported by--- AT5G15725 1.06 0.08 0.52 0.6192374 0.803276 -6.41 FALSE
250601_at putative protein contains similarit --- AT5G07810 1.05 0.07 0.52 0.6193927 0.8034317 -6.41 FALSE
254633_at putative protein (fragment) MRH1 AT4G18640 -1.10 -0.13 -0.52 0.6195124 0.8035414 -6.41 FALSE
263939_at hypothetical protein predicted by ATTIM44-2 AT2G36070 -1.06 -0.08 -0.52 0.6197563 0.8036749 -6.41 FALSE
264697_at  cyclin, putative similar to cyclin DCYCD1;1 AT1G70210 -1.30 -0.38 -0.52 0.6197099 0.8036749 -6.41 FALSE
252518_at  receptor-like protein kinase hom --- AT3G46350 -1.06 -0.08 -0.52 0.6197182 0.8036749 -6.41 FALSE
246848_at putative protein --- AT5G26840 -1.06 -0.09 -0.52 0.6197431 0.8036749 -6.41 FALSE
255191_at may be a pseudogene --- --- 1.05 0.07 0.52 0.6199279 0.8038101 -6.41 FALSE
246869_at  putative protein various predicte --- --- 1.05 0.07 0.52 0.619931 0.8038101 -6.41 FALSE
250698_at putative protein similar to unknow--- AT5G06810 1.05 0.08 0.52 0.6202176 0.8039363 -6.41 FALSE
248529_at protein kinase ;supported by full- --- AT5G50000 -1.09 -0.12 -0.52 0.6201611 0.8039363 -6.41 FALSE
257542_at hypothetical protein predicted by --- AT3G26050 -1.05 -0.07 -0.52 0.6201455 0.8039363 -6.41 FALSE
259376_at unknown protein C-terminus simiCDC27a AT3G16320 1.06 0.08 0.52 0.6202399 0.8039363 -6.41 FALSE
248742_at unknown protein --- AT5G48200 -1.07 -0.10 -0.52 0.6201719 0.8039363 -6.41 FALSE
249435_at  putative protein tail-specific thyro--- AT5G39970 -1.05 -0.07 -0.52 0.6202193 0.8039363 -6.41 FALSE
262791_at unknown protein EST gb|F13926--- AT1G10830 -1.07 -0.10 -0.52 0.6203085 0.8039797 -6.41 FALSE
256969_at unknown protein --- AT3G21080 -1.23 -0.29 -0.52 0.6203869 0.8040355 -6.41 FALSE
261632_at hypothetical protein predicted by --- AT1G50120 -1.07 -0.10 -0.52 0.620445 0.8040651 -6.41 FALSE
266372_at  putative two-component responsATRR3 AT2G41310 -1.07 -0.10 -0.52 0.6205606 0.8041173 -6.41 FALSE
252578_at  putative protein Ariadne protein --- AT3G45480 1.05 0.07 0.52 0.620591 0.8041173 -6.41 FALSE



265683_at putative auxin-regulated protein --- AT2G24400 -1.07 -0.09 -0.52 0.6205394 0.8041173 -6.41 FALSE
262215_at hypothetical protein contains sim --- AT1G74790 1.14 0.19 0.52 0.620702 0.8041697 -6.41 FALSE
249476_at  germin - like protein probable ge--- AT5G38910 1.07 0.10 0.52 0.620698 0.8041697 -6.41 FALSE
263628_at unknown protein  ;supported by f FLA7 AT2G04780 1.24 0.31 0.52 0.6208682 0.8043393 -6.41 TRUE
AFFX-TrpnXB. subtilis /GEN=trpE, trpD /DB_X--- --- 1.06 0.09 0.52 0.6209191 0.8043596 -6.41 FALSE
266727_at putative calmodulin emb1579 AT2G03150 -1.07 -0.10 -0.52 0.6210779 0.8045196 -6.41 FALSE
257165_at  beta-1,3-glucanase, putative sim--- AT3G24330 1.09 0.12 0.52 0.6212482 0.8046945 -6.41 FALSE
246298_at putative protein sequence in GenETO1 AT3G51770 1.05 0.07 0.52 0.6213112 0.8047273 -6.41 FALSE
262083_at hypothetical protein predicted by --- AT1G56100 -1.06 -0.09 -0.52 0.6213793 0.8047273 -6.41 FALSE
246147_s_a 26S proteasome AAA-ATPase sRPT6A AT5G19990 // 1.07 0.09 0.52 0.6213528 0.8047273 -6.41 FALSE
261757_at hypothetical protein similar to put--- AT1G08210 -1.09 -0.13 -0.52 0.6214602 0.8047864 -6.41 FALSE
250172_at putative protein --- AT5G14330 1.08 0.12 0.52 0.6216106 0.804874 -6.41 FALSE
245826_at  disease resistance protein RPS4--- AT1G57850 1.07 0.09 0.52 0.6216104 0.804874 -6.41 FALSE
253345_at putative protein BCA5 AT4G33580 1.08 0.11 0.52 0.6216337 0.804874 -6.41 FALSE
253131_at homeodomain - like protein seve WOX13 AT4G35550 1.07 0.10 0.52 0.6217837 0.8048845 -6.41 FALSE
257965_at unknown protein  ;supported by f --- AT3G19900 1.09 0.13 0.52 0.621779 0.8048845 -6.41 FALSE
250497_at  putative protein predicted protein--- AT5G09630 -1.08 -0.11 -0.52 0.6217601 0.8048845 -6.41 FALSE
247097_at  mannan endo-1,4-beta-mannosi --- AT5G66460 -1.09 -0.12 -0.52 0.6218533 0.8048845 -6.41 FALSE
252230_at  putative protein various predicte --- AT3G49810 1.21 0.28 0.52 0.6218481 0.8048845 -6.41 FALSE
258346_at hypothetical protein predicted by --- AT3G22690 -1.07 -0.10 -0.52 0.6218536 0.8048845 -6.41 FALSE
250990_at serine/threonine-specific protein NAK AT5G02290 -1.12 -0.16 -0.52 0.6218934 0.8048905 -6.41 FALSE
251636_at  calcium-dependent protein kinasCPK32 AT3G57530 1.21 0.28 0.52 0.6220366 0.8049882 -6.41 FALSE
246132_at Rad51-like protein  ; supported b ATRAD51 AT5G20850 1.05 0.07 0.52 0.6220395 0.8049882 -6.41 FALSE
256263_at  5,10-methylenetetrahydrofolate d--- AT3G12290 1.06 0.09 0.52 0.6222719 0.8052433 -6.41 FALSE
249117_at heat shock transcription factor-likAT-HSFA6AAT5G43840 -1.05 -0.08 -0.52 0.6223255 0.8052669 -6.41 FALSE
256592_at hypothetical protein predicted by --- --- -1.05 -0.07 -0.52 0.6224205 0.8053441 -6.41 FALSE
250853_s_a putative protein prtedicted prtein --- AT5G04680 // -1.05 -0.07 -0.52 0.6225875 0.8055145 -6.41 FALSE
257705_at unknown protein  ; supported by --- AT3G12760 1.04 0.06 0.52 0.6227153 0.8056342 -6.41 FALSE
254518_at  downy mildew resistance-like pro--- AT4G19910 1.06 0.09 0.52 0.6229719 0.8059204 -6.41 FALSE
249422_at  putative protein predicted proteinAtHB23 AT5G39760 -1.07 -0.10 -0.51 0.6231446 0.8060981 -6.41 FALSE
257445_x_ahypothetical protein predicted by --- --- 1.05 0.07 0.51 0.6232255 0.8061571 -6.41 FALSE
262007_at hypothetical protein predicted by --- AT1G64580 1.06 0.08 0.51 0.6235873 0.8065794 -6.41 FALSE
253318_at  extensin-like protein extensin-lik --- AT4G33970 -1.05 -0.07 -0.51 0.6236502 0.8066149 -6.41 FALSE
249099_at putative protein similar to unknow--- AT5G43550 -1.04 -0.06 -0.51 0.6236882 0.8066184 -6.41 FALSE
264010_at putative disease resistance respo--- AT2G21100 -1.10 -0.14 -0.51 0.6237526 0.8066559 -6.41 FALSE



257338_s_aNADH dehydrogenase subunit 5 --- AT2G07711 // 1.09 0.12 0.51 0.6239547 0.8066586 -6.41 TRUE
256007_at  allinase, putative similar to allinaSAMC2 AT1G34065 -1.08 -0.11 -0.51 0.623861 0.8066586 -6.41 FALSE
253634_at  putative protein ENOD20 gene p--- AT4G30590 1.05 0.07 0.51 0.6239036 0.8066586 -6.41 FALSE
249503_at  expansin-like protein expansin - ATEXPA24 AT5G39310 -1.06 -0.08 -0.51 0.6238998 0.8066586 -6.41 FALSE
256163_at  terpene cyclase, putative similar --- AT1G48820 -1.05 -0.07 -0.51 0.6239669 0.8066586 -6.41 FALSE
266058_at glycerol-3-phosphate dehydrogenGLY1 AT2G40690 -1.08 -0.11 -0.51 0.6237901 0.8066586 -6.41 FALSE
245149_at putative SWI/SNF family transcripATSWI3A AT2G47620 -1.06 -0.09 -0.51 0.6241341 0.8067813 -6.41 FALSE
266479_at unknown protein  ; supported by LSH3 AT2G31160 1.22 0.29 0.51 0.6241588 0.8067813 -6.41 FALSE
263257_at putative DNA polymerase Beta s --- AT1G10520 -1.08 -0.12 -0.51 0.6241679 0.8067813 -6.41 FALSE
258967_at  hypothetical protein predicted by--- AT3G10470 -1.07 -0.09 -0.51 0.6242257 0.8068104 -6.41 FALSE
261348_at hypothetical protein contains sim TED3 AT1G79810 -1.05 -0.07 -0.51 0.6243196 0.806886 -6.41 FALSE
255125_at  putative protein SCARECROW ---- AT4G08250 -1.07 -0.09 -0.51 0.6243941 0.8069204 -6.41 FALSE
263648_at hypothetical protein predicted by --- AT1G04390 -1.07 -0.10 -0.51 0.624417 0.8069204 -6.41 FALSE
250154_at  putative aldose 1-epimerase - lik--- AT5G15140 1.05 0.07 0.51 0.6245485 0.8070446 -6.41 FALSE
260914_at  beta-xylosidase, putative similar BXL2 AT1G02640 1.16 0.22 0.51 0.6246526 0.8070877 -6.41 TRUE
262893_at hypothetical protein contains sim --- AT1G59790 1.05 0.07 0.51 0.6246415 0.8070877 -6.41 FALSE
252296_at  putative protein GMFP7 isopreny--- AT3G48970 1.10 0.14 0.51 0.6247414 0.8071194 -6.41 FALSE
255204_at putative myosin-like protein --- --- 1.08 0.11 0.51 0.6247479 0.8071194 -6.41 FALSE
264939_at  receptor kinase, putative similar --- AT1G60630 -1.06 -0.09 -0.51 0.6247909 0.8071292 -6.41 FALSE
267529_at putative protein kinase contains aAtAUR3 AT2G45490 1.08 0.10 0.51 0.6249019 0.8071818 -6.41 FALSE
262976_at unknown protein SRS5 AT1G75520 1.08 0.10 0.51 0.6249024 0.8071818 -6.41 FALSE
266111_at unknown protein --- AT2G02060 // -1.06 -0.08 -0.51 0.6249992 0.8072611 -6.41 FALSE
264248_at hypothetical protein predicted by --- AT1G78700 -1.08 -0.12 -0.51 0.6251509 0.8072742 -6.41 FALSE
262662_at hypothetical protein similar to hyp--- AT1G13920 1.07 0.10 0.51 0.6250619 0.8072742 -6.41 FALSE
258743_s_a shaggy related protein kinase, AATSK12 AT3G05840 // 1.07 0.09 0.51 0.625146 0.8072742 -6.41 FALSE
253488_at  putative protein reproductive meREM1 AT4G31610 1.07 0.10 0.51 0.6251011 0.8072742 -6.41 FALSE
252211_at  putative protein predicted protein--- AT3G50220 1.06 0.08 0.51 0.6252382 0.8073412 -6.41 FALSE
259125_at unknown protein Pfam HMM hit: --- AT3G02300 1.05 0.07 0.51 0.6253318 0.8074164 -6.41 FALSE
259757_at putative thioredoxin similar to proATPDIL1-2 AT1G77510 1.21 0.27 0.51 0.625377 0.8074291 -6.41 TRUE
256203_at hypothetical protein --- AT1G50800 -1.06 -0.09 -0.51 0.6255051 0.8075488 -6.41 FALSE
265898_at hypothetical protein predicted by --- AT2G25690 1.11 0.15 0.51 0.6257437 0.8078111 -6.41 FALSE
266686_at hypothetical protein --- AT2G19700 1.06 0.09 0.51 0.6258447 0.80785 -6.41 FALSE
264035_at hypothetical protein predicted by --- AT2G03630 -1.07 -0.09 -0.51 0.6258372 0.80785 -6.41 FALSE
261402_at  wall-associated kinase 4, putativRFO1 AT1G79670 1.11 0.15 0.51 0.6260933 0.8080794 -6.41 FALSE
250650_at anthranilate phosphoribosyltransf--- AT5G06850 -1.10 -0.13 -0.51 0.6260752 0.8080794 -6.41 FALSE



253611_at  RNase L inhibitor-like protein rib NAP15 AT4G30300 1.06 0.09 0.51 0.6261669 0.8081287 -6.41 FALSE
266524_at  putative importin, beta subunit   --- AT2G16960 1.06 0.09 0.51 0.6262527 0.8081937 -6.41 FALSE
266564_at putative serine carboxypeptidasescpl22 AT2G24000 1.08 0.11 0.51 0.6264033 0.8083423 -6.41 FALSE
266333_at putative ubiquitin activating enzymAXL AT2G32410 -1.07 -0.10 -0.51 0.6266088 0.8084992 -6.41 FALSE
246142_at putative protein --- AT5G19970 1.05 0.07 0.51 0.6266027 0.8084992 -6.41 FALSE
249022_s_apolygalacturonase-like protein --- AT5G44830 // 1.06 0.08 0.51 0.6266312 0.8084992 -6.41 FALSE
254803_at putative protein several hypothet --- AT4G13100 -1.09 -0.13 -0.51 0.6268694 0.8085322 -6.41 FALSE
245964_at  putative protein C-terminus of gl --- AT5G19720 -1.07 -0.10 -0.51 0.626852 0.8085322 -6.41 FALSE
253085_s_a putative protein hypothetical pro --- AT4G36270 // -1.10 -0.14 -0.51 0.6267201 0.8085322 -6.41 FALSE
263615_at putative MYB family transcriptionMYB100 AT2G25230 -1.05 -0.06 -0.51 0.6267597 0.8085322 -6.41 FALSE
248763_at putative protein similar to unknow--- AT5G47550 -1.51 -0.60 -0.51 0.6268426 0.8085322 -6.41 FALSE
260105_at hypothetical protein predicted by --- --- -1.05 -0.07 -0.51 0.6268672 0.8085322 -6.41 FALSE
246638_at  putative protein predicted protein--- --- 1.06 0.08 0.51 0.6269578 0.8085777 -6.41 FALSE
265063_at  receptor kinase, putative similar --- AT1G61500 -1.08 -0.11 -0.51 0.6269756 0.8085777 -6.41 FALSE
255972_at hypothetical protein similar to hyp--- --- -1.05 -0.06 -0.51 0.627034 0.8086072 -6.41 FALSE
252660_at putative protein --- AT3G44440 1.05 0.07 0.51 0.6271074 0.8086106 -6.41 FALSE
250619_at A9  ;supported by full-length cDN--- AT5G07230 1.04 0.06 0.51 0.6271064 0.8086106 -6.41 FALSE
245310_at hypothetical protein ;supported b RALFL31 AT4G13950 1.15 0.20 0.51 0.6273273 0.8086655 -6.41 FALSE
260234_at putative lipase/acylhydrolase con--- AT1G74460 1.08 0.11 0.51 0.6272601 0.8086655 -6.41 FALSE
264036_at hypothetical protein similar to hyp--- AT2G03810 -1.08 -0.12 -0.51 0.6273157 0.8086655 -6.41 FALSE
256030_at hypothetical protein contains sim --- AT1G34110 -1.06 -0.09 -0.51 0.6272179 0.8086655 -6.41 FALSE
256382_at unknown protein ;supported by fu--- AT1G66860 1.16 0.22 0.51 0.6272342 0.8086655 -6.41 FALSE
257090_at  protein kinase, putative contains --- AT3G20530 -1.06 -0.09 -0.51 0.6274572 0.8087415 -6.41 FALSE
259262_at unknown protein similar to nifU-li ISU2 AT3G01020 -1.05 -0.07 -0.51 0.6274441 0.8087415 -6.41 FALSE
250223_at glutaredoxin-like protein  ;suppor ROXY2 AT5G14070 1.06 0.08 0.51 0.6277118 0.8090028 -6.41 FALSE
256271_at unknown protein --- AT3G12140 -1.08 -0.12 -0.51 0.6277379 0.8090028 -6.41 FALSE
255374_at hypothetical protein --- --- 1.05 0.07 0.51 0.6277663 0.8090028 -6.41 FALSE
250849_at  putative protein NAC2, ArabidopNAC2 AT5G04410 1.06 0.08 0.51 0.6278144 0.8090191 -6.41 FALSE
247366_at putative protein contains similarit --- AT5G63260 1.07 0.10 0.51 0.6278643 0.8090376 -6.41 FALSE
267013_at putative protein kinase contains aCCR2 AT2G39180 1.06 0.09 0.51 0.62795 0.8090566 -6.41 FALSE
247872_at putative protein similar to unknow--- AT5G57670 1.08 0.12 0.51 0.6279328 0.8090566 -6.41 FALSE
261047_at hypothetical protein predicted by APUM22 AT1G01410 1.10 0.14 0.51 0.6279955 0.8090696 -6.41 FALSE
254615_at  RNase L inhibitor-like protein RNRLI2 AT4G19210 -1.06 -0.08 -0.51 0.6281221 0.809187 -6.41 FALSE
255369_at putative NifU-like metallocluster aISU3 AT4G04080 1.06 0.09 0.51 0.6281723 0.809206 -6.41 FALSE
260183_at hypothetical protein similar to DN--- --- -1.05 -0.06 -0.51 0.6282251 0.8092283 -6.41 FALSE



250828_at unknown protein ; supported by c--- AT5G05250 -1.36 -0.45 -0.51 0.628285 0.8092597 -6.41 FALSE
256804_at hypothetical protein predicted by --- AT3G20920 1.04 0.06 0.51 0.6283597 0.8093102 -6.41 FALSE
253799_at  putative DNA-binding protein AP--- AT4G28140 1.40 0.49 0.51 0.6286016 0.8095382 -6.42 FALSE
259940_at hypothetical protein --- AT1G71290 1.05 0.07 0.51 0.6286076 0.8095382 -6.42 FALSE
265046_s_a mutator-like transposase, putativ--- --- 1.06 0.08 0.51 0.6288089 0.8097516 -6.42 FALSE
257325_at hypothetical protein --- AT2G07798 -1.15 -0.20 -0.51 0.629135 0.8097602 -6.42 TRUE
256624_at hypothetical protein predicted by --- AT3G19990 1.05 0.08 0.51 0.628932 0.8097602 -6.42 FALSE
267030_at unknown protein SCAR2 AT2G38440 -1.05 -0.08 -0.51 0.6289313 0.8097602 -6.42 FALSE
267143_at putative peptide/amino acid trans--- AT2G38100 1.06 0.09 0.51 0.6291037 0.8097602 -6.42 FALSE
258844_at hypothetical protein predicted by SWP AT3G04740 -1.05 -0.07 -0.51 0.6291289 0.8097602 -6.42 FALSE
266408_at putative retroelement pol polypro --- --- 1.07 0.10 0.51 0.6290617 0.8097602 -6.42 FALSE
266837_x_aunknown protein --- AT2G25990 -1.05 -0.07 -0.51 0.6289224 0.8097602 -6.42 FALSE
246184_at  beta-D-glucan exohydrolase - lik--- AT5G20950 1.10 0.13 0.51 0.629112 0.8097602 -6.42 FALSE
251043_s_a putative protein various predicte --- AT5G02330 // -1.06 -0.08 -0.51 0.6290676 0.8097602 -6.42 FALSE
265833_at Mutator-like transposase similar t--- --- 1.05 0.07 0.51 0.629201 0.8097995 -6.42 FALSE
256716_at  hypothetical protein predicted by--- AT2G34100 1.06 0.09 0.51 0.6294344 0.8100542 -6.42 FALSE
259147_at putative RNA binding protein simAPUM4 AT3G10360 1.10 0.14 0.51 0.6295546 0.8101631 -6.42 FALSE
263860_at hypothetical protein predicted by --- --- 1.05 0.07 0.51 0.6296425 0.8102305 -6.42 FALSE
265850_at putative DnaJ protein --- AT2G35720 -1.08 -0.11 -0.50 0.6297673 0.8102539 -6.42 FALSE
253957_at putative protein  ; supported by c AGP13 AT4G26320 1.09 0.12 0.50 0.6297136 0.8102539 -6.42 FALSE
263262_at unknown protein --- AT2G38830 1.06 0.08 0.50 0.6297615 0.8102539 -6.42 FALSE
252423_at  putative protein putative hydrolys--- AT3G47590 1.05 0.08 0.50 0.6300154 0.8104417 -6.42 FALSE
253409_at putative protein --- AT4G32960 -1.05 -0.07 -0.50 0.629976 0.8104417 -6.42 FALSE
263070_at unknown protein --- AT2G17600 1.06 0.08 0.50 0.6300198 0.8104417 -6.42 FALSE
252634_x_a putative protein predicted protein--- --- 1.07 0.09 0.50 0.6301173 0.8105214 -6.42 FALSE
263892_at putative MYB family transcriptionRAX2 AT2G36890 1.05 0.06 0.50 0.6302667 0.8106678 -6.42 FALSE
249306_at RING zinc finger protein-like  ;sup--- AT5G41400 1.16 0.21 0.50 0.6303867 0.8107765 -6.42 TRUE
249717_at unknown protein  ;supported by f --- AT5G35730 1.06 0.08 0.50 0.6304486 0.8107807 -6.42 FALSE
252448_at  beta-D-glucan exohydrolase - lik--- AT3G47050 -1.06 -0.09 -0.50 0.6304611 0.8107807 -6.42 FALSE
250760_at unknown protein --- AT5G06040 -1.06 -0.08 -0.50 0.6305199 0.8108106 -6.42 FALSE
254324_at  putative protein various predicte --- AT4G22640 -1.07 -0.10 -0.50 0.6306293 0.8108599 -6.42 FALSE
263140_at hypothetical protein predicted by --- AT1G65120 -1.05 -0.06 -0.50 0.6305954 0.8108599 -6.42 FALSE
265979_at putative replication protein A1 --- --- -1.06 -0.09 -0.50 0.6307667 0.8109908 -6.42 FALSE
260181_at  endo-1,4-beta-glucanase identicATGH9B1 AT1G70710 -1.14 -0.19 -0.50 0.6308093 0.8109998 -6.42 FALSE
259142_at unknown protein similar to ankyri --- AT3G10200 1.06 0.09 0.50 0.6308951 0.8110644 -6.42 FALSE



261739_at hypothetical protein similar to hypPEX11A AT1G47750 1.05 0.07 0.50 0.6309395 0.8110758 -6.42 FALSE
245178_at putative protein similarity to cDNAFIS1B AT5G12390 1.05 0.07 0.50 0.6310285 0.8110874 -6.42 FALSE
266836_at hypothetical protein predicted by --- AT2G26000 -1.08 -0.11 -0.50 0.6311199 0.8110874 -6.42 FALSE
263751_at putative kinesin heavy chain --- AT2G21300 -1.10 -0.14 -0.50 0.6310592 0.8110874 -6.42 FALSE
246672_at putative protein --- --- -1.05 -0.07 -0.50 0.6311263 0.8110874 -6.42 FALSE
249155_at unknown protein --- AT5G43480 1.05 0.06 0.50 0.6310359 0.8110874 -6.42 FALSE
249802_at putative protein similar to unknow--- AT5G23770 -1.05 -0.07 -0.50 0.6312277 0.811172 -6.42 FALSE
247354_at flavonol synthase  ;supported by FLS3 AT5G63590 1.05 0.07 0.50 0.6312957 0.8112137 -6.42 FALSE
255753_at  myb factor, putative similar to myMYB51 AT1G18570 1.37 0.46 0.50 0.6314189 0.8113264 -6.42 TRUE
253817_at hypothetical protein  ;supported b--- AT4G28310 -1.17 -0.22 -0.50 0.6315198 0.8113809 -6.42 FALSE
258541_at hypothetical protein --- AT3G07000 1.05 0.06 0.50 0.6315325 0.8113809 -6.42 FALSE
261214_at Mutator-like protein similar to ma --- --- 1.08 0.11 0.50 0.6316232 0.8114517 -6.42 FALSE
265209_at putative DNA binding protein withATHB22 AT2G36610 1.05 0.07 0.50 0.6317046 0.8115106 -6.42 FALSE
246002_at  ripening-related protein - like grip--- AT5G20740 1.13 0.18 0.50 0.631857 0.8116606 -6.42 FALSE
246386_at  beta-galactosidase, putative simBGAL16 AT1G77410 1.07 0.10 0.50 0.6319498 0.8117341 -6.42 FALSE
255992_at unknown protein --- AT1G29790 -1.07 -0.09 -0.50 0.6320219 0.8117811 -6.42 FALSE
246164_at  putative protein predicted protein--- --- 1.06 0.08 0.50 0.6322612 0.8118969 -6.42 FALSE
253887_at  putative protein isp4 protein, SchOPT6 AT4G27730 -1.15 -0.20 -0.50 0.6321777 0.8118969 -6.42 FALSE
265846_at putative serine carboxypeptidasescpl28 AT2G35770 -1.06 -0.09 -0.50 0.6322901 0.8118969 -6.42 FALSE
249623_at  putative protein Ariadne-2 protei --- AT5G37560 1.04 0.06 0.50 0.6322415 0.8118969 -6.42 FALSE
245236_at  putative DNA mismatch repair prMSH3 AT4G25540 -1.05 -0.07 -0.50 0.6322862 0.8118969 -6.42 FALSE
265130_at unknown protein similar to ESTs --- AT1G30890 1.04 0.06 0.50 0.6324057 0.8119539 -6.42 FALSE
266558_at putative polygalacturonase --- AT2G23900 -1.05 -0.07 -0.50 0.6323968 0.8119539 -6.42 FALSE
267459_at unknown protein  ;supported by f --- AT2G33850 -1.05 -0.07 -0.50 0.6324609 0.8119791 -6.42 FALSE
267426_at hypothetical protein predicted by --- AT2G34820 1.05 0.08 0.50 0.6325036 0.8119883 -6.42 FALSE
248400_at putative protein contains similarit --- AT5G52020 1.08 0.10 0.50 0.6325688 0.8120263 -6.42 FALSE
246263_at unknown protein --- AT1G31780 -1.08 -0.10 -0.50 0.6328514 0.8122518 -6.42 FALSE
247576_at  putative protein predicted protein--- AT5G61280 -1.05 -0.06 -0.50 0.6328302 0.8122518 -6.42 FALSE
251044_at  putative protein various predicte --- AT5G02350 -1.05 -0.07 -0.50 0.6327852 0.8122518 -6.42 FALSE
247780_at  dehydrodolichyl diphosphate - lik--- AT5G58770 1.17 0.23 0.50 0.6329159 0.812282 -6.42 FALSE
262437_at hypothetical protein --- --- 1.07 0.09 0.50 0.6329461 0.812282 -6.42 FALSE
249168_at putative protein strong similarity t--- AT5G42870 1.07 0.09 0.50 0.6331321 0.8124293 -6.42 FALSE
253784_at  putative protein WREBP-1, Nico PHR1 AT4G28610 1.06 0.09 0.50 0.6331303 0.8124293 -6.42 FALSE
254960_at predicted protein --- AT4G10845 1.06 0.09 0.50 0.6332661 0.8124999 -6.42 FALSE
251534_at  ATP-dependent RNA helicase-lik--- AT3G58510 1.10 0.14 0.50 0.63335 0.8124999 -6.42 FALSE



253540_at  putative protein various predicte --- AT4G31615 1.05 0.08 0.50 0.6333652 0.8124999 -6.42 FALSE
259563_s_ahypothetical protein --- AT1G20590 // -1.05 -0.07 -0.50 0.6332613 0.8124999 -6.42 FALSE
247619_at putative protein --- AT5G60290 -1.08 -0.11 -0.50 0.6333602 0.8124999 -6.42 FALSE
260401_at unknown protein similar to hypoth--- AT1G69840 1.07 0.10 0.50 0.633565 0.8125413 -6.42 FALSE
256270_at unknown protein ; supported by c--- AT3G12300 1.06 0.08 0.50 0.6335095 0.8125413 -6.42 FALSE
245131_s_aunknown protein emb1067 AT2G45330 // 1.05 0.07 0.50 0.6336112 0.8125413 -6.42 FALSE
250654_at receptor protein kinase-like prote --- AT5G06940 -1.06 -0.09 -0.50 0.6335611 0.8125413 -6.42 FALSE
248218_at unknown protein ;supported by fu--- AT5G53710 -1.08 -0.11 -0.50 0.6336013 0.8125413 -6.42 FALSE
254802_at  endoxyloglucan transferase-like --- AT4G13090 -1.07 -0.10 -0.50 0.6335914 0.8125413 -6.42 FALSE
245373_s_aExpressed protein ; supported byATARD2 AT4G14710 // -1.06 -0.08 -0.50 0.6337026 0.8125671 -6.42 FALSE
252692_at  cysteine proteinase contains sim--- AT3G43960 1.14 0.19 0.50 0.6336914 0.8125671 -6.42 FALSE
266956_at unknown protein --- AT2G34510 1.16 0.21 0.50 0.6338119 0.8126403 -6.42 TRUE
247377_at pectate lyase  ; supported by cDN--- AT5G63180 -1.54 -0.62 -0.50 0.633831 0.8126403 -6.42 FALSE
267311_at hypothetical protein --- AT2G34670 -1.05 -0.07 -0.50 0.6340357 0.812828 -6.42 FALSE
248776_at unknown protein --- AT5G47900 1.06 0.08 0.50 0.6340532 0.812828 -6.42 FALSE
246811_at putative protein --- AT5G27170 -1.06 -0.08 -0.50 0.6340842 0.812828 -6.42 FALSE
262476_at phosphoprotein phosphatase ide --- AT1G50370 1.05 0.08 0.50 0.6343792 0.8129807 -6.42 FALSE
258165_at unknown protein  ; supported by --- AT3G17900 -1.06 -0.08 -0.50 0.6342827 0.8129807 -6.42 FALSE
253536_at RSZp22 splicing factor ;supporte SRZ-22 AT4G31580 -1.05 -0.06 -0.50 0.6342928 0.8129807 -6.42 FALSE
246278_at tubulin-like protein --- AT4G37190 1.13 0.17 0.50 0.6343816 0.8129807 -6.42 FALSE
260270_at putative disease resistance prote--- AT1G63730 -1.06 -0.08 -0.50 0.6343382 0.8129807 -6.42 FALSE
264479_at hypothetical protein similar to rec--- AT1G77280 1.07 0.09 0.50 0.6344689 0.8130013 -6.42 TRUE
247524_at thioredoxin-like 3  ; supported by ACHT5 AT5G61440 1.19 0.25 0.50 0.6344651 0.8130013 -6.42 FALSE
255684_at putative glycosylasparaginase --- AT4G00590 1.09 0.12 0.50 0.6346393 0.8131739 -6.42 FALSE
260705_at unknown protein ;supported by fuTOM2A AT1G32400 1.05 0.07 0.50 0.6348058 0.8133417 -6.42 FALSE
245309_at putative protein ; supported by cD--- AT4G15140 1.10 0.14 0.50 0.6348934 0.8133625 -6.42 FALSE
262138_at  NBS/LRR disease resistance pro--- AT1G52660 1.07 0.09 0.50 0.6348578 0.8133625 -6.42 FALSE
248874_at putative protein strong similarity t--- AT5G46460 1.09 0.12 0.50 0.6352392 0.8136493 -6.42 FALSE
261097_at  protein kinase, putative contains --- AT1G62950 1.09 0.12 0.50 0.6351654 0.8136493 -6.42 FALSE
266025_at putative retroelement pol polypro --- --- -1.06 -0.08 -0.50 0.6353989 0.8136493 -6.42 FALSE
266322_at putative auxin-regulated protein --- AT2G46690 -1.12 -0.16 -0.50 0.6353536 0.8136493 -6.42 FALSE
260615_at mitochondrial NAD-dependent m --- AT1G53240 -1.12 -0.17 -0.50 0.635339 0.8136493 -6.42 FALSE
262958_at  water stress-induced protein, pu --- AT1G54410 -1.07 -0.09 -0.50 0.6352226 0.8136493 -6.42 FALSE
256119_at  guanine nucleotide regulatory pr --- AT1G18070 1.06 0.08 0.50 0.6353805 0.8136493 -6.42 FALSE
251747_at  putative protein various predicte --- AT3G55670 1.05 0.07 0.50 0.6354027 0.8136493 -6.42 FALSE



266834_s_aputative protein phosphatase 2C --- AT2G05050 // 1.32 0.40 0.50 0.635678 0.8137277 -6.42 TRUE
245681_at  alkaline/neutral invertase, putativ--- AT1G56560 1.05 0.07 0.50 0.6356672 0.8137277 -6.42 FALSE
265567_at unknown protein predicted by ge --- AT2G05580 1.07 0.09 0.50 0.635586 0.8137277 -6.42 FALSE
258010_at unknown protein similar to recept--- AT3G19300 -1.05 -0.07 -0.50 0.6356746 0.8137277 -6.42 FALSE
251158_at  rac-GTP binding protein -like RAMIRO2 AT3G63150 -1.05 -0.08 -0.50 0.6355476 0.8137277 -6.42 FALSE
265719_at unknown protein related to putati --- AT2G03500 -1.05 -0.07 -0.50 0.6355259 0.8137277 -6.42 FALSE
249286_at transcription factor-like protein --- AT5G41580 -1.06 -0.08 -0.50 0.6358237 0.8138626 -6.42 FALSE
254142_at  putative protein other predicted o--- AT4G24630 -1.06 -0.08 -0.50 0.6359038 0.8138626 -6.42 FALSE
259573_at hypothetical protein --- --- 1.05 0.08 0.50 0.6360022 0.8138626 -6.42 FALSE
256001_at unknown protein contains similar --- AT1G29850 1.08 0.11 0.50 0.6359888 0.8138626 -6.42 FALSE
255347_at putative retrotransposon protein --- --- -1.05 -0.07 -0.50 0.6359477 0.8138626 -6.42 FALSE
260838_at hypothetical protein predicted by --- AT1G43680 1.05 0.07 0.50 0.6359396 0.8138626 -6.42 FALSE
259798_at hypothetical protein predicted by --- AT1G64310 1.08 0.11 0.50 0.6360331 0.8138626 -6.42 FALSE
261094_at hypothetical protein predicted by --- AT1G62920 1.09 0.12 0.50 0.6361847 0.8140109 -6.42 FALSE
256167_at hypothetical protein similar to put--- --- -1.05 -0.07 -0.50 0.636261 0.8140629 -6.42 FALSE
253600_at  SERINE CARBOXYPEPTIDASEscpl29 AT4G30810 -1.06 -0.08 -0.49 0.6364512 0.8142605 -6.42 FALSE
251036_at putative protein  ; supported by c --- AT5G02160 -1.06 -0.09 -0.49 0.6365126 0.8142934 -6.42 TRUE
263534_at putative steroid binding protein  ; AtMAPR2 AT2G24940 // -1.06 -0.09 -0.49 0.6365707 0.8143221 -6.42 FALSE
266695_at putative CCCH-type zinc finger p --- AT2G19810 1.14 0.19 0.49 0.6367715 0.8144629 -6.42 FALSE
267176_at putative zinc finger protein --- AT2G37730 1.06 0.09 0.49 0.6367878 0.8144629 -6.42 FALSE
245185_at  F12A21.11 similar to T-Complex--- AT1G67760 -1.08 -0.10 -0.49 0.6367402 0.8144629 -6.42 FALSE
261120_at  homeodomain protein BELL1, puBLH3 AT1G75410 -1.09 -0.12 -0.49 0.6369227 0.8145088 -6.42 FALSE
249955_at  sugar transporter - like protein p --- AT5G18840 1.15 0.20 0.49 0.6369301 0.8145088 -6.42 FALSE
259299_at unknown protein --- AT3G05080 -1.08 -0.11 -0.49 0.6369309 0.8145088 -6.42 FALSE
260544_at unknown protein predicted by ge --- AT2G43540 -1.09 -0.12 -0.49 0.6370173 0.814528 -6.42 FALSE
259035_at hypothetical protein predicted by --- AT3G09430 1.05 0.07 0.49 0.6369997 0.814528 -6.42 FALSE
248756_at sodium-dicarboxylate cotranspor TDT AT5G47560 -1.12 -0.16 -0.49 0.6372734 0.814681 -6.42 TRUE
253825_at Expressed protein ; supported by--- AT4G28025 1.08 0.11 0.49 0.6371915 0.814681 -6.42 FALSE
259629_at disease resistance protein contaiWRR4 AT1G56510 1.08 0.11 0.49 0.6372798 0.814681 -6.42 FALSE
259635_at  purple acid phosphatase, putativPAP6 AT1G56360 1.06 0.09 0.49 0.6372206 0.814681 -6.42 FALSE
246491_at hypothetical protein --- AT5G16100 -1.05 -0.07 -0.49 0.6374695 0.8148748 -6.42 FALSE
254094_at  putative protein ATP-dependent --- AT4G25120 -1.07 -0.10 -0.49 0.6375029 0.8148748 -6.42 FALSE
265775_at Mutator-like transposase similar t--- --- 1.09 0.12 0.49 0.6377507 0.8151052 -6.42 FALSE
263346_at En/Spm-like transposon protein r --- --- 1.05 0.07 0.49 0.6377546 0.8151052 -6.42 FALSE
251840_at  protein disulfide-isomerase-like pATPDIL1-3 AT3G54960 1.12 0.16 0.49 0.6379541 0.8151336 -6.42 FALSE



258727_at  ethylene-responsive protein, put --- AT3G11930 1.07 0.09 0.49 0.6379424 0.8151336 -6.42 FALSE
246962_s_a transcription factor-like protein ligBZIP9 AT5G24800 1.11 0.15 0.49 0.6379552 0.8151336 -6.42 FALSE
264784_s_a unknown protein similar to Arabi --- AT2G17830 // -1.06 -0.08 -0.49 0.6378579 0.8151336 -6.42 FALSE
255757_at putative protein ROPGEF3 AT4G00460 -1.05 -0.07 -0.49 0.6379555 0.8151336 -6.42 FALSE
265585_at CDC27/NUC2-like protein TPR-reHBT AT2G20000 -1.07 -0.10 -0.49 0.6380537 0.8152134 -6.42 FALSE
266650_at unknown protein --- AT2G25800 -1.07 -0.10 -0.49 0.6381623 0.8153065 -6.42 TRUE
260455_at hypothetical protein predicted by --- AT1G72500 1.15 0.20 0.49 0.638227 0.8153249 -6.42 FALSE
265490_s_aputative polygalacturonase --- AT2G15450 // 1.05 0.08 0.49 0.6382702 0.8153249 -6.42 FALSE
249629_at  kinesin -like protein Krm protein, --- AT5G37590 1.08 0.11 0.49 0.638284 0.8153249 -6.42 FALSE
264574_at putative zinc transporter Similar tZIP5 AT1G05300 -1.12 -0.17 -0.49 0.6386143 0.815464 -6.42 TRUE
253627_at  low temperature and salt respon --- AT4G30650 -1.38 -0.47 -0.49 0.6385067 0.815464 -6.42 TRUE
254624_at hypothetical protein  ;supported b--- AT4G18580 -1.06 -0.08 -0.49 0.6385739 0.815464 -6.42 FALSE
259498_at unknown protein similar to putativGOS11 AT1G15880 -1.05 -0.08 -0.49 0.6385054 0.815464 -6.42 FALSE
264813_at  putative Ca2+-dependent ser/thrCPK16 AT2G17890 1.08 0.11 0.49 0.6385532 0.815464 -6.42 FALSE
254278_at Expressed protein ; supported by--- AT4G22740 -1.06 -0.09 -0.49 0.6386431 0.815464 -6.42 FALSE
260504_at Cyclin similar to GB:CAB77269 frCYCA3;3 AT1G47220 1.06 0.09 0.49 0.638447 0.815464 -6.42 FALSE
265608_at hypothetical protein predicted by --- AT2G25380 1.04 0.06 0.49 0.6387864 0.8156013 -6.42 FALSE
249637_at hypothetical protein --- AT5G36900 1.05 0.08 0.49 0.6388969 0.8156611 -6.42 FALSE
254394_at subtilisin-like serine protease con--- AT4G21630 1.04 0.06 0.49 0.6389762 0.8156611 -6.42 FALSE
252453_at putative RNA-binding protein var --- AT3G47120 1.05 0.07 0.49 0.6389179 0.8156611 -6.42 FALSE
256604_at hypothetical protein predicted by --- --- 1.05 0.07 0.49 0.6389616 0.8156611 -6.42 FALSE
251998_at  putative protein KIAA0010 prote UPL7 AT3G53090 -1.06 -0.08 -0.49 0.6390505 0.8157011 -6.42 FALSE
252653_at  putative kinesin-like protein simil--- AT3G44730 -1.06 -0.09 -0.49 0.6390791 0.8157011 -6.42 FALSE
257290_at hypothetical protein predicted by --- AT3G15550 1.05 0.07 0.49 0.63922 0.8157142 -6.42 FALSE
263872_at putative cellulose synthase catalyCESA9 AT2G21770 1.07 0.09 0.49 0.6392278 0.8157142 -6.42 FALSE
250145_at  putative protein predicted protein--- AT5G14690 1.08 0.11 0.49 0.6392324 0.8157142 -6.42 FALSE
263915_at hypothetical protein predicted by --- AT2G36430 1.18 0.23 0.49 0.6391831 0.8157142 -6.42 FALSE
256327_at unknown protein ;supported by fuGAUT9 AT3G02350 -1.07 -0.10 -0.49 0.6393926 0.8157149 -6.42 TRUE
254547_at putative protein --- AT4G19860 -1.09 -0.12 -0.49 0.6393593 0.8157149 -6.42 FALSE
260449_at unknown protein --- AT1G72390 1.05 0.06 0.49 0.6394117 0.8157149 -6.42 FALSE
265265_at unknown protein --- AT2G42900 1.09 0.12 0.49 0.6392753 0.8157149 -6.42 FALSE
256085_at hypothetical protein predicted by --- AT1G20760 -1.05 -0.07 -0.49 0.6393471 0.8157149 -6.42 FALSE
265640_at putative cysteine proteinase --- AT2G27395 -1.05 -0.06 -0.49 0.6394489 0.8157167 -6.42 FALSE
265377_at  putative beta-1,3-glucanase  --- AT2G05790 1.32 0.40 0.49 0.6395201 0.8157618 -6.42 TRUE
254799_at putative protein various predicted--- AT4G13060 -1.06 -0.09 -0.49 0.6395668 0.8157758 -6.42 FALSE



260265_at hypothetical protein similar to hypLBD42 AT1G68510 -1.07 -0.09 -0.49 0.6398115 0.8160423 -6.42 FALSE
262608_at  dioxygenase-like protein very sim--- AT1G14120 1.06 0.09 0.49 0.6398921 0.8160995 -6.42 FALSE
249439_at  thaumatin-like protein thaumatin --- AT5G40020 1.12 0.16 0.49 0.6400052 0.8161958 -6.42 FALSE
254618_at  cellulose synthase - like protein IRX1 AT4G18780 -1.10 -0.14 -0.49 0.6400473 0.8161958 -6.42 FALSE
259957_at putative protein kinase C-termina--- AT1G67890 -1.11 -0.15 -0.49 0.640103 0.8161958 -6.42 FALSE
261358_s_ahypothetical protein predicted by --- AT1G41920 // 1.06 0.08 0.49 0.6401107 0.8161958 -6.42 FALSE
254757_at putative protein other putative or ROPGEF9 AT4G13240 1.06 0.08 0.49 0.6402688 0.8163061 -6.42 FALSE
249680_s_aputative protein strong similarity t--- AT3G61730 // 1.04 0.06 0.49 0.6402654 0.8163061 -6.42 FALSE
256283_at hypothetical protein --- AT3G12540 1.05 0.07 0.49 0.6403594 0.8163759 -6.42 FALSE
247859_at unknown protein --- AT5G58410 1.04 0.06 0.49 0.6404201 0.8163805 -6.42 FALSE
257529_at hypothetical protein predicted by --- AT3G03290 1.05 0.08 0.49 0.6404346 0.8163805 -6.42 FALSE
264510_at putative phytochrome-associatedPIF3 AT1G09530 -1.11 -0.15 -0.49 0.6405998 0.8165008 -6.42 FALSE
253055_at  putative protein cyclin delta-1, A CYCD5;1 AT4G37630 1.08 0.11 0.49 0.6406006 0.8165008 -6.42 FALSE
247857_at peroxidase --- AT5G58400 1.06 0.09 0.49 0.6406685 0.8165418 -6.42 FALSE
266559_at unknown protein --- AT2G23920 1.06 0.08 0.49 0.6407336 0.8165791 -6.42 FALSE
251550_at  putative protein proline-rich prote--- AT3G58800 -1.06 -0.08 -0.49 0.6407932 0.8166095 -6.42 FALSE
264385_at unknown protein --- AT1G12020 -1.09 -0.12 -0.49 0.6412107 0.8170176 -6.43 FALSE
263649_at putative 1-aminocyclopropane-1- --- AT1G04380 1.05 0.07 0.49 0.6411638 0.8170176 -6.43 FALSE
255425_s_aputative protein --- AT4G02950 // 1.07 0.09 0.49 0.6412209 0.8170176 -6.43 FALSE
263433_at putative myo-inositol 1-phosphateMIPS2 AT2G22240 -1.09 -0.12 -0.49 0.6413993 0.8170237 -6.43 TRUE
249953_at  FAR1 - like protein far-red impai FRS12 AT5G18960 -1.06 -0.09 -0.49 0.6414048 0.8170237 -6.43 FALSE
261943_at  plasma membrane ATPase, putaAHA9 AT1G80660 1.06 0.08 0.49 0.6413213 0.8170237 -6.43 FALSE
253910_at  putative receptor like kinase rece--- AT4G27290 1.05 0.07 0.49 0.6412888 0.8170237 -6.43 FALSE
260301_at hypothetical protein  ;supported b--- AT1G80290 1.06 0.09 0.49 0.6413394 0.8170237 -6.43 FALSE
245698_at phosphate/phosphoenolpyruvate --- AT5G04160 1.10 0.14 0.49 0.6415817 0.8170637 -6.43 TRUE
245884_at  branched-chain alpha keto-acid --- AT5G09300 -1.08 -0.12 -0.49 0.6415565 0.8170637 -6.43 FALSE
249240_at putative protein similar to unknow--- AT5G42220 -1.07 -0.10 -0.49 0.6415604 0.8170637 -6.43 FALSE
250271_at  putative protein predicted proteinCLE40 AT5G12990 -1.05 -0.07 -0.49 0.6416061 0.8170637 -6.43 FALSE
261246_at unknown protein SYTB AT1G20080 1.06 0.08 0.49 0.6416153 0.8170637 -6.43 FALSE
259783_at  auxin-induced protein, putative sSAUR68 AT1G29510 1.30 0.38 0.49 0.6417905 0.8172298 -6.43 TRUE
256517_at  PHD-finger protein, putative con MMD1 AT1G66170 1.05 0.06 0.49 0.6418257 0.8172298 -6.43 FALSE
253069_at  hexokinase - like protein hexokinHKL3 AT4G37840 1.05 0.08 0.49 0.6418532 0.8172298 -6.43 FALSE
255392_at hypothetical protein --- --- 1.04 0.06 0.49 0.6418929 0.8172347 -6.43 FALSE
251280_at  putative protein beta-1,3-glucana--- AT3G61810 1.05 0.08 0.49 0.6419555 0.8172688 -6.43 FALSE
249417_at  calcium-binding protein - like cbp--- AT5G39670 1.38 0.46 0.49 0.6422064 0.817369 -6.43 FALSE



262165_at putative acyl-CoA:1-acylglycerol-LPAT4 AT1G75020 1.10 0.13 0.49 0.6421524 0.817369 -6.43 FALSE
250068_at CHP-rich zinc finger protein-like --- AT5G17960 1.07 0.10 0.49 0.6421508 0.817369 -6.43 FALSE
246534_at putative protein several hypothet --- AT5G15890 1.07 0.10 0.49 0.6421855 0.817369 -6.43 FALSE
248513_at unknown protein --- AT5G50500 1.05 0.07 0.49 0.6422134 0.817369 -6.43 FALSE
256849_at hypothetical protein similar to hyp--- --- 1.06 0.09 0.49 0.6422934 0.8174253 -6.43 FALSE
260858_at hypothetical protein predicted by --- AT1G43770 1.06 0.08 0.49 0.6423361 0.817434 -6.43 FALSE
266888_s_aputative thiamin pyrophosphokinaTPK1 AT1G02880 // -1.05 -0.07 -0.49 0.6424769 0.8175219 -6.43 FALSE
261325_at hypothetical protein predicted by --- AT1G44780 -1.04 -0.06 -0.49 0.6424629 0.8175219 -6.43 FALSE
247949_at cytochrome P450 CYP81F2 AT5G57220 1.29 0.37 0.49 0.642652 0.8175657 -6.43 TRUE
258584_at hypothetical protein predicted by SIP1A AT3G04090 -1.04 -0.06 -0.49 0.6426547 0.8175657 -6.43 FALSE
254644_at  CLE2, putative CLAVATA3/ESRCLE2 AT4G18510 -1.06 -0.09 -0.49 0.642613 0.8175657 -6.43 FALSE
249772_at unknown protein --- AT5G24130 1.10 0.14 0.49 0.6426367 0.8175657 -6.43 FALSE
257436_s_ahypothetical protein predicted by --- AT2G24650 // -1.07 -0.10 -0.49 0.642745 0.8176351 -6.43 FALSE
266522_at putative ubiquitin-conjugating enzUBC23 AT2G16920 -1.06 -0.09 -0.49 0.6427933 0.8176508 -6.43 FALSE
261881_at nodulin-like protein similar to nodNIP6;1 AT1G80760 -1.10 -0.13 -0.49 0.6428879 0.8176801 -6.43 FALSE
255269_at  putative protein various predicte --- AT4G05240 1.06 0.08 0.49 0.6428737 0.8176801 -6.43 FALSE
247462_at  A9 protein precursor - like A9 pro--- AT5G62080 1.06 0.09 0.49 0.6430546 0.8178464 -6.43 FALSE
264755_at  receptor kinase, putative similar --- AT1G61390 -1.06 -0.08 -0.48 0.6432118 0.8179551 -6.43 FALSE
248444_at putative protein similar to unknow--- --- 1.05 0.07 0.48 0.643202 0.8179551 -6.43 FALSE
250204_at leucine zipper protein-like ATEXO70CAT5G13990 1.06 0.09 0.48 0.6433363 0.8180678 -6.43 FALSE
262087_at hypothetical protein predicted by --- AT1G56030 1.05 0.08 0.48 0.6434853 0.8182116 -6.43 FALSE
245239_at  putative homeodomain-protein sFWA AT4G25530 -1.06 -0.08 -0.48 0.6435407 0.8182365 -6.43 FALSE
253690_at  putative protein various predicte --- AT4G29550 1.08 0.11 0.48 0.6436515 0.8183318 -6.43 FALSE
254170_at  LG27/30-like gene LG27/30 gen --- AT4G24430 -1.05 -0.07 -0.48 0.6437026 0.8183511 -6.43 FALSE
247552_at  phytochelatin synthetase - like p COB AT5G60920 -1.10 -0.14 -0.48 0.6438263 0.8183716 -6.43 TRUE
258970_at putative serine carboxypeptidasescpl49 AT3G10410 1.08 0.11 0.48 0.6438126 0.8183716 -6.43 FALSE
259464_at hypothetical protein predicted by --- AT1G18990 -1.05 -0.08 -0.48 0.6437792 0.8183716 -6.43 FALSE
245222_at contains similarity to En/Spm tran--- --- -1.05 -0.07 -0.48 0.643899 0.8184183 -6.43 FALSE
247003_at putative protein similar to unknow--- AT5G67550 1.07 0.10 0.48 0.6440502 0.8185193 -6.43 FALSE
251596_at  1-acylcerol-3-phosphate acyltranLPAT2 AT3G57650 1.04 0.06 0.48 0.6440262 0.8185193 -6.43 FALSE
257732_at unknown protein contains Pfam pAtCASP AT3G18480 -1.06 -0.08 -0.48 0.6442607 0.8187412 -6.43 FALSE
251582_at  putative protein CARBON CATA--- AT3G58580 1.05 0.08 0.48 0.6443518 0.8188059 -6.43 FALSE
261907_at 4-coumarate:CoA ligase 3 identic4CL3 AT1G65060 1.16 0.22 0.48 0.6443834 0.8188059 -6.43 FALSE
251346_at  putative protein hypothetical pro --- AT3G60980 -1.06 -0.08 -0.48 0.6444884 0.8188937 -6.43 FALSE
250339_at  NADP dependent malic enzyme ATNADP-MAT5G11670 -1.08 -0.11 -0.48 0.6447881 0.8189096 -6.43 FALSE



255442_at  predicted NADH dehydrogenase--- AT4G02580 -1.05 -0.07 -0.48 0.6447162 0.8189096 -6.43 FALSE
254400_at kinesin-related protein katA  ; supATK1 AT4G21270 1.05 0.06 0.48 0.6447047 0.8189096 -6.43 FALSE
249789_at putative protein similar to unknow--- AT5G24340 -1.07 -0.09 -0.48 0.6445967 0.8189096 -6.43 FALSE
266337_at putative ligand-gated ion channe ATGLR3.5 AT2G32390 1.05 0.07 0.48 0.644643 0.8189096 -6.43 FALSE
251419_at  putative protein various predicte --- AT3G60470 -1.05 -0.07 -0.48 0.6446352 0.8189096 -6.43 FALSE
265937_at putative RING zinc finger protein --- AT2G19610 1.06 0.09 0.48 0.6447374 0.8189096 -6.43 FALSE
250491_at  putative protein predicted protein--- AT5G09780 -1.08 -0.11 -0.48 0.6447606 0.8189096 -6.43 FALSE
257096_at hypothetical protein --- AT3G30820 1.05 0.07 0.48 0.6449024 0.8189636 -6.43 FALSE
250086_at NAM (no apical meristem)-like pranac086 AT5G17260 -1.06 -0.08 -0.48 0.6448755 0.8189636 -6.43 FALSE
255168_at  putative protein hypothetical pro --- --- 1.06 0.09 0.48 0.6451202 0.8191946 -6.43 FALSE
249158_at electron transfer flavoprotein betaETFBETA AT5G43430 1.05 0.07 0.48 0.6452372 0.8192519 -6.43 FALSE
256465_at hypothetical protein predicted by --- AT1G32570 1.08 0.11 0.48 0.6452183 0.8192519 -6.43 FALSE
261503_at  hypothetical protein predicted by--- AT1G71691 -1.06 -0.09 -0.48 0.6454323 0.819454 -6.43 FALSE
264136_at  leucine-rich repeat transmembraSRF5 AT1G78980 1.08 0.11 0.48 0.6455518 0.8194909 -6.43 FALSE
261172_at hypothetical protein predicted by --- AT1G04840 -1.06 -0.09 -0.48 0.6455582 0.8194909 -6.43 FALSE
246705_x_a putative protein predicted resista--- --- 1.06 0.08 0.48 0.6455691 0.8194909 -6.43 FALSE
245526_at putative protein NRPD4 AT4G15950 -1.05 -0.06 -0.48 0.6457265 0.8196451 -6.43 FALSE
247877_at putative protein contains similarit XBAT32 AT5G57740 1.10 0.13 0.48 0.6458088 0.8197039 -6.43 FALSE
260400_at putative peptide transporter simil --- AT1G69860 -1.05 -0.06 -0.48 0.6460813 0.8200042 -6.43 FALSE
250402_at  putative protein unnamed ORF c--- AT5G10940 -1.05 -0.07 -0.48 0.6461398 0.8200327 -6.43 FALSE
265000_at hypothetical protein predicted by --- AT1G67410 -1.06 -0.08 -0.48 0.6464141 0.820107 -6.43 FALSE
256224_at GTP-binding protein (SAR1B) ideATSAR1B AT1G56330 1.08 0.11 0.48 0.6462721 0.820107 -6.43 FALSE
253177_s_a O-methyltransferase - like protei --- AT4G35150 // 1.09 0.12 0.48 0.6462925 0.820107 -6.43 FALSE
259780_at  exonuclease, putative similar to --- AT1G29630 -1.05 -0.07 -0.48 0.6464003 0.820107 -6.43 FALSE
255984_at  inositol polyphosphate 5-phosphIP5PI AT1G34120 -1.06 -0.08 -0.48 0.6463657 0.820107 -6.43 FALSE
259518_at hypothetical protein ; supported bOPCL1 AT1G20510 1.16 0.22 0.48 0.6463834 0.820107 -6.43 FALSE
253982_at calcineurin B-like protein 3  ;suppATCBL3 AT4G26570 1.09 0.12 0.48 0.6465212 0.8201351 -6.43 FALSE
264139_at hypothetical protein contains sim --- AT1G78940 -1.05 -0.08 -0.48 0.64658 0.8201351 -6.43 FALSE
257117_at  geranyl geranyl pyrophosphate s--- AT3G20160 -1.05 -0.07 -0.48 0.6465443 0.8201351 -6.43 FALSE
245085_at putative poly(A) binding protein  ;PAB4 AT2G23350 1.07 0.10 0.48 0.6464874 0.8201351 -6.43 FALSE
253352_at  pathogenesis-related protein 1 p--- AT4G33710 1.07 0.09 0.48 0.6466557 0.8201856 -6.43 FALSE
246127_s_aputative protein --- --- -1.04 -0.06 -0.48 0.6467145 0.8202146 -6.43 FALSE
266481_at unknown protein  ; supported by TCP10 AT2G31070 -1.08 -0.11 -0.48 0.6468567 0.8202217 -6.43 TRUE
259164_at  hypothetical protein contains broATBET10 AT3G01770 -1.08 -0.11 -0.48 0.6469544 0.8202217 -6.43 FALSE
248148_at putative protein similar to unknow--- AT5G54930 1.09 0.12 0.48 0.6470079 0.8202217 -6.43 FALSE



251131_at  laccase - like protein laccase preLAC10 AT5G01190 -1.04 -0.06 -0.48 0.6469503 0.8202217 -6.43 FALSE
254864_at putative reverse transcriptase oth--- --- 1.04 0.06 0.48 0.6467983 0.8202217 -6.43 FALSE
247894_at putative protein similar to unknowCPL4 AT5G58000 // -1.10 -0.13 -0.48 0.6469776 0.8202217 -6.43 FALSE
253636_at  putative protein predicted protein--- AT4G30500 1.26 0.33 0.48 0.6468825 0.8202217 -6.43 FALSE
256674_at unknown protein ;supported by fu--- AT3G52360 -1.09 -0.12 -0.48 0.6468226 0.8202217 -6.43 FALSE
263819_x_aputative TNP2-like transposon pr --- --- 1.04 0.06 0.48 0.6471059 0.8203004 -6.43 FALSE
257027_at  DNA repair protein, putative sim ATRAD54 AT3G19210 -1.05 -0.07 -0.48 0.6471437 0.8203027 -6.43 FALSE
253362_s_a putative protein cyclopropane-fa --- AT4G33110 // -1.08 -0.11 -0.48 0.6472254 0.8203522 -6.43 FALSE
255032_at  putative protein anthocyanin rha --- AT4G09500 1.07 0.10 0.48 0.6472936 0.8203522 -6.43 FALSE
257457_at hypothetical protein predicted by --- AT2G05430 1.05 0.07 0.48 0.6472559 0.8203522 -6.43 FALSE
256798_at  uracil-DNA glycosylase, putative--- AT3G18630 -1.07 -0.10 -0.48 0.6473266 0.8203522 -6.43 FALSE
247975_at putative protein similar to unknow--- AT5G56800 1.05 0.07 0.48 0.6473958 0.8203944 -6.43 FALSE
253874_at  putative protein stem-specific pro--- AT4G27450 -1.14 -0.19 -0.48 0.6476971 0.8207305 -6.43 FALSE
246028_at AKIN beta1  ; supported by full-le--- AT5G21170 1.09 0.12 0.48 0.647834 0.8208197 -6.43 FALSE
262449_at hypothetical protein similar to hyp--- AT1G11160 1.04 0.06 0.48 0.6478394 0.8208197 -6.43 FALSE
254520_at  potassium transporter-like protei --- AT4G19960 1.08 0.11 0.48 0.6480849 0.820952 -6.43 TRUE
265926_at  RUB1-conjugating enzyme, puta--- AT2G18600 -1.09 -0.12 -0.48 0.6481005 0.820952 -6.43 FALSE
249949_at  SAE1-S9-protein - like SAE1-S9--- AT5G18880 -1.05 -0.08 -0.48 0.6480262 0.820952 -6.43 FALSE
250780_at expansin At-EXP2 (gb|AAB38073ATEXPA2 AT5G05290 -1.08 -0.11 -0.48 0.6480449 0.820952 -6.43 FALSE
245072_s_aputative cytochrome P450 CYP81D7 AT2G23190 // -1.06 -0.09 -0.48 0.6481238 0.820952 -6.43 FALSE
266189_at unknown protein --- AT2G39020 1.04 0.06 0.48 0.6484391 0.8213058 -6.43 FALSE
258194_at unknown protein  ; supported by --- AT3G29170 -1.08 -0.11 -0.48 0.6486391 0.8214691 -6.43 FALSE
250628_at hypothetical protein --- AT5G07380 -1.07 -0.10 -0.48 0.6486401 0.8214691 -6.43 FALSE
252642_at  putative protein predicted protein--- AT3G44580 -1.04 -0.06 -0.48 0.6487173 0.8215213 -6.43 FALSE
267358_at proline transporter 1  ;supported PROT1 AT2G39890 -1.07 -0.09 -0.48 0.6489589 0.821736 -6.43 FALSE
251449_at Rab GDP dissociation inhibitor  ; ATGDI2 AT3G59920 -1.07 -0.10 -0.48 0.6489275 0.821736 -6.43 FALSE
253729_at  beta-1,3-glucanase-like protein b--- AT4G29360 1.07 0.09 0.48 0.6490635 0.8218229 -6.43 FALSE
246998_at putative protein similar to unknow--- AT5G67370 1.11 0.15 0.48 0.6491136 0.8218407 -6.43 FALSE
263497_at cold-regulated protein cor15a preCOR15A AT2G42540 -1.34 -0.43 -0.48 0.6492999 0.8220308 -6.43 TRUE
266238_at  phosphoprotein phosphatase, ty TOPP1 AT2G29400 -1.09 -0.12 -0.48 0.6493826 0.8220744 -6.43 FALSE
250160_at  putative protein various predicte ATHB30 AT5G15210 -1.14 -0.18 -0.48 0.6494063 0.8220744 -6.43 FALSE
257946_at hypothetical protein predicted by --- AT3G21710 -1.05 -0.07 -0.48 0.6494831 0.822126 -6.43 FALSE
258972_at hypothetical protein predicted by --- AT3G01920 1.09 0.12 0.48 0.6495892 0.8222146 -6.43 FALSE
259432_at  myb-related protein, putative sim--- AT1G01520 1.07 0.10 0.48 0.649759 0.8223535 -6.43 FALSE
247010_at 60S ribosomal protein L26  ;supp--- AT5G67510 -1.14 -0.18 -0.48 0.649771 0.8223535 -6.43 FALSE



253108_at  putative bZIP transcription factorFD AT4G35900 -1.11 -0.14 -0.47 0.6498614 0.8224222 -6.43 FALSE
253513_at  peroxidase - like protein peroxid --- AT4G31760 -1.05 -0.07 -0.47 0.6499724 0.8224714 -6.43 FALSE
245598_at hypothetical protein --- AT4G14200 1.08 0.11 0.47 0.6499533 0.8224714 -6.43 FALSE
267607_s_aepoxide hydrolase (ATsEH) identATSEH AT2G26740 // -1.10 -0.14 -0.47 0.6502886 0.8225881 -6.43 TRUE
248838_at carnitine/acylcarnitine translocas BOU AT5G46800 1.10 0.13 0.47 0.6502259 0.8225881 -6.43 FALSE
AFFX-Athal Arabidopsis thaliana /REF=M641GAPC1 --- 1.11 0.16 0.47 0.6502953 0.8225881 -6.43 FALSE
254568_x_ahypothtetical protein --- --- 1.06 0.09 0.47 0.6501111 0.8225881 -6.43 FALSE
248288_at unknown protein  ; supported by --- AT5G52840 -1.07 -0.10 -0.47 0.6502075 0.8225881 -6.43 FALSE
254322_at hypothetical protein --- AT4G22600 1.08 0.12 0.47 0.650317 0.8225881 -6.43 FALSE
261587_at hypothetical protein predicted by --- AT1G01660 1.05 0.07 0.47 0.6502678 0.8225881 -6.43 FALSE
255594_at putative ABC transporter ATABC1 AT4G01660 1.05 0.07 0.47 0.650492 0.8227309 -6.43 FALSE
259779_s_ahypothetical protein predicted by --- AT1G29620 // -1.06 -0.08 -0.47 0.650502 0.8227309 -6.43 FALSE
261146_at hypothetical protein predicted by --- AT1G19620 1.07 0.10 0.47 0.6506158 0.8228291 -6.43 FALSE
258176_at  B regulatory subunit of PP2A, pu--- AT3G21650 -1.11 -0.15 -0.47 0.6507053 0.8228967 -6.43 FALSE
252871_at  proliferating-cell nucleolar antige--- AT4G40000 1.05 0.07 0.47 0.6509029 0.8230792 -6.43 FALSE
256977_at  hypothetical protein predicted by--- --- 1.06 0.08 0.47 0.6509218 0.8230792 -6.43 FALSE
250164_at  putative protein various predicte --- AT5G15280 -1.07 -0.10 -0.47 0.6511597 0.8233344 -6.43 FALSE
258146_at  putative WD-repeat protein (WD --- AT3G18060 -1.06 -0.09 -0.47 0.6513378 0.8234556 -6.43 FALSE
255203_at hypothetical protein --- --- 1.07 0.10 0.47 0.6513972 0.8234556 -6.43 FALSE
248363_at nodulin-like protein --- AT5G52480 1.05 0.07 0.47 0.6513999 0.8234556 -6.43 FALSE
248805_at putative protein similar to unknow--- AT5G47480 1.05 0.07 0.47 0.6513622 0.8234556 -6.43 FALSE
257257_at hypothetical protein contains Pfa --- AT3G22020 1.04 0.06 0.47 0.6516407 0.8237143 -6.43 FALSE
265123_at hypothetical protein similar to put--- AT1G55440 1.05 0.07 0.47 0.651949 0.823721 -6.43 FALSE
249859_at serine protein kinase-like protein --- AT5G22840 // -1.10 -0.14 -0.47 0.651848 0.823721 -6.43 FALSE
265061_at hypothetical protein contains sim --- AT1G61640 1.13 0.18 0.47 0.6517801 0.823721 -6.43 FALSE
252636_at  putative protein triacylglycerol lip--- AT3G44510 1.06 0.08 0.47 0.6518702 0.823721 -6.43 FALSE
253735_at  putative protein SNF7 protein - SSNF7.1 AT4G29160 -1.05 -0.08 -0.47 0.6517815 0.823721 -6.43 FALSE
255223_at  putative protein predicted protein--- AT4G05370 1.04 0.06 0.47 0.6518821 0.823721 -6.43 FALSE
262735_at hypothetical protein --- AT1G28630 1.05 0.08 0.47 0.65181 0.823721 -6.43 FALSE
253145_at hypothetical protein --- AT4G35560 -1.11 -0.15 -0.47 0.6519236 0.823721 -6.43 FALSE
265731_at  putative RNA helicase A 3' end o--- AT2G01130 1.04 0.06 0.47 0.651971 0.823721 -6.43 FALSE
249654_at putative protein hypothetical prot --- --- 1.05 0.07 0.47 0.6520314 0.8237517 -6.43 FALSE
AFFX-r2-At- Arabidopsis thaliana /REF=U372--- --- 1.04 0.06 0.47 0.6520723 0.8237577 -6.43 FALSE
266958_at putative trans-prenyltransferase GPS1 AT2G34630 1.08 0.11 0.47 0.6521329 0.8237886 -6.43 FALSE
253460_at hypothetical protein --- AT4G32130 -1.07 -0.09 -0.47 0.652245 0.8238178 -6.43 FALSE



251404_at putative protein --- AT3G60310 -1.06 -0.08 -0.47 0.6523005 0.8238178 -6.43 FALSE
258258_at  transcriptional regulator (FUSCAFUS3 AT3G26790 1.05 0.07 0.47 0.6522731 0.8238178 -6.43 FALSE
257559_at hypothetical protein contains Pfa --- AT3G22050 1.06 0.08 0.47 0.6522516 0.8238178 -6.43 FALSE
255796_at similar to mammalian MHC III regSUVH2 AT2G33290 -1.06 -0.08 -0.47 0.6523849 0.8238332 -6.43 FALSE
253568_at  putative protein receptor-like kin --- AT4G31230 1.06 0.08 0.47 0.65235 0.8238332 -6.43 FALSE
255285_at  putative protein A. thaliana hypo--- AT4G04630 -1.18 -0.24 -0.47 0.6524336 0.8238491 -6.43 FALSE
263588_s_aunknown protein --- AT2G25320 // 1.05 0.08 0.47 0.6526376 0.8239499 -6.43 FALSE
261867_at unknown protein ; supported by c--- AT1G50575 -1.06 -0.09 -0.47 0.6526579 0.8239499 -6.43 FALSE
247273_at unknown protein CPuORF40AT5G64340 // -1.09 -0.12 -0.47 0.6526161 0.8239499 -6.43 FALSE
252631_s_a putative protein predicted protein--- --- -1.04 -0.06 -0.47 0.6525758 0.8239499 -6.43 FALSE
247013_at putative protein strong similarity tBT4 AT5G67480 1.10 0.14 0.47 0.6527486 0.8240188 -6.43 FALSE
266041_s_ahypothetical protein --- --- -1.06 -0.08 -0.47 0.652841 0.8240343 -6.43 FALSE
263062_at putative phosphatidylinositol/pho --- AT2G18180 1.06 0.08 0.47 0.6528185 0.8240343 -6.43 FALSE
248893_at unknown protein --- AT5G46310 -1.06 -0.09 -0.47 0.6528693 0.8240343 -6.43 FALSE
245066_at putative serine/threonine protein TOPP4 AT2G39840 1.06 0.08 0.47 0.6529355 0.8240723 -6.43 FALSE
263355_at putative RNA-binding protein  ;su--- AT2G22100 -1.07 -0.10 -0.47 0.6530456 0.8241657 -6.43 FALSE
249254_at unknown protein --- AT5G42110 1.06 0.08 0.47 0.6531599 0.8242186 -6.43 FALSE
255873_at hypothetical protein predicted by LBD13 AT2G30340 1.06 0.08 0.47 0.6531568 0.8242186 -6.43 FALSE
264413_s_ahypothetical protein similar to hyp--- --- 1.07 0.10 0.47 0.6532238 0.8242538 -6.43 FALSE
249474_s_agermin-like protein (GLP2a) copyGER2 AT5G39130 // -1.06 -0.09 -0.47 0.6533043 0.8243097 -6.43 FALSE
264075_at envelope-like protein identical to --- --- 1.07 0.10 0.47 0.6533468 0.8243178 -6.43 FALSE
260132_s_ahypothetical protein --- AT1G66320 // 1.04 0.06 0.47 0.6533855 0.824321 -6.43 FALSE
246750_at  putative protein predicted proteinAT5G27860--- -1.09 -0.13 -0.47 0.6535161 0.8244402 -6.43 FALSE
250343_at  putative protein density regulate --- AT5G11900 1.05 0.07 0.47 0.6535983 0.8244527 -6.43 FALSE
246259_at  amino acid permease, putative c--- AT1G31830 1.06 0.09 0.47 0.65357 0.8244527 -6.43 FALSE
252980_at  putative protein Human multiple --- AT4G38040 -1.04 -0.06 -0.47 0.6537007 0.8245363 -6.43 FALSE
252284_at  putative protein various predicte --- AT3G49020 1.06 0.08 0.47 0.6537636 0.82457 -6.43 FALSE
254488_at  putative protein receptor-like pro--- AT4G20790 -1.04 -0.06 -0.47 0.6539721 0.8247873 -6.44 FALSE
266504_at hypothetical protein predicted by --- AT2G47820 1.06 0.09 0.47 0.6541701 0.8249459 -6.44 FALSE
248842_at unknown protein --- AT5G46850 -1.07 -0.09 -0.47 0.654136 0.8249459 -6.44 FALSE
253196_at NAD+ dependent isocitrate dehydIDH1 AT4G35260 1.07 0.10 0.47 0.654209 0.8249492 -6.44 FALSE
261876_at pirin-like protein similar to pirin G --- AT1G50590 -1.15 -0.20 -0.47 0.6543027 0.8250218 -6.44 FALSE
257740_at  hypothetical protein predicted by--- AT3G27330 1.04 0.06 0.47 0.6543715 0.8250629 -6.44 FALSE
256292_at unknown protein --- AT1G69430 1.06 0.09 0.47 0.6544781 0.8251135 -6.44 FALSE
250517_at  serine-type carboxypeptidase II- scpl35 AT5G08260 -1.16 -0.21 -0.47 0.6544839 0.8251135 -6.44 FALSE



245742_at  aldehyde dehydrogenase, putati ALDH3H1 AT1G44170 -1.09 -0.12 -0.47 0.6545735 0.8251808 -6.44 TRUE
263924_at enolase (2-phospho-D-glycerate LOS2 AT2G36530 1.13 0.17 0.47 0.6546799 0.8252693 -6.44 FALSE
256408_at hypothetical protein --- AT1G66610 1.06 0.09 0.47 0.6547255 0.8252812 -6.44 FALSE
260466_at phosphatidylinositol-4-phosphate--- AT1G10900 -1.12 -0.17 -0.47 0.6549521 0.8255212 -6.44 FALSE
247734_at  putative protein predicted protein--- AT5G59400 -1.06 -0.08 -0.47 0.6552395 0.8256098 -6.44 FALSE
248108_at molybdopterin synthase sulphuryCNX5 AT5G55130 -1.06 -0.08 -0.47 0.6552241 0.8256098 -6.44 FALSE
252835_at putative protein several hypothet --- AT3G42060 1.06 0.09 0.47 0.6551142 0.8256098 -6.44 FALSE
256162_at hypothetical protein similar to hyp--- AT1G55390 1.04 0.06 0.47 0.6551814 0.8256098 -6.44 FALSE
249735_at  putative protein contains similari --- AT5G24450 1.07 0.10 0.47 0.6551798 0.8256098 -6.44 FALSE
249912_at putative protein similar to unknowRER1 AT5G22790 1.12 0.17 0.47 0.6550796 0.8256098 -6.44 FALSE
250942_at putative protein --- AT5G03350 1.58 0.66 0.47 0.6554313 0.8258058 -6.44 FALSE
259282_at unknown protein similar to unknoGPAT5 AT3G11430 1.07 0.10 0.47 0.6555657 0.8259295 -6.44 FALSE
245912_at  putative protein sulfate transportSULTR3;5 AT5G19600 1.15 0.20 0.47 0.6556232 0.8259563 -6.44 FALSE
261658_at hypothetical protein predicted by --- AT1G50040 1.16 0.22 0.47 0.6558936 0.8260918 -6.44 TRUE
258540_at hypothetical protein predicted by --- AT3G06990 1.05 0.07 0.47 0.6559481 0.8260918 -6.44 FALSE
251048_at  putative protein potassium chann--- AT5G02410 -1.06 -0.09 -0.47 0.6557852 0.8260918 -6.44 FALSE
246718_at  putative protein various predicte --- --- 1.06 0.08 0.47 0.6558327 0.8260918 -6.44 FALSE
259758_s_aputative caffeic acid 3-O-methyltr--- AT1G77520 // 1.05 0.07 0.47 0.6559445 0.8260918 -6.44 FALSE
249688_at putative protein tyrosine aminotra--- AT5G36160 1.07 0.10 0.47 0.6558762 0.8260918 -6.44 FALSE
248355_at putative protein strong similarity tATEXO70AAT5G52340 1.05 0.07 0.47 0.656025 0.8260976 -6.44 FALSE
251554_at  putative protein predicted protein--- AT3G58670 -1.06 -0.09 -0.47 0.6560053 0.8260976 -6.44 FALSE
249141_at putative protein similar to unknow--- AT5G43200 -1.05 -0.07 -0.47 0.6560953 0.8261404 -6.44 FALSE
249536_at  pollen coat -like protein pollen co--- AT5G38760 1.04 0.06 0.47 0.6561539 0.8261687 -6.44 FALSE
259676_at hypothetical protein similar to put--- AT1G77730 1.05 0.07 0.47 0.6563516 0.8263719 -6.44 FALSE
251527_at  putative protein hypothetical pro --- AT3G58650 1.05 0.07 0.47 0.6564812 0.8264737 -6.44 FALSE
258397_at Expressed protein ; supported by--- AT3G15357 -1.05 -0.07 -0.47 0.6565049 0.8264737 -6.44 FALSE
259608_at unknown protein ECT9 AT1G27960 -1.06 -0.08 -0.46 0.6567792 0.82675 -6.44 FALSE
261994_at hypothetical protein contains sim --- AT1G33640 -1.05 -0.07 -0.46 0.656815 0.82675 -6.44 FALSE
248872_at Expressed protein ; supported byMSP2 AT5G46795 1.06 0.08 0.46 0.6568331 0.82675 -6.44 FALSE
263500_s_ahypothetical protein --- AT2G07672 -1.06 -0.09 -0.46 0.6569345 0.826832 -6.44 FALSE
253142_at  putative protein methyl-directed MLH3 AT4G35520 -1.05 -0.07 -0.46 0.6573513 0.8272652 -6.44 FALSE
259575_at unknown protein --- AT1G35320 1.05 0.07 0.46 0.6573158 0.8272652 -6.44 FALSE
247981_at putative protein similar to unknowMIOX5 AT5G56640 1.05 0.07 0.46 0.6573881 0.827266 -6.44 FALSE
266150_s_ahypothetical protein --- AT2G12290 // -1.17 -0.22 -0.46 0.6574831 0.8273299 -6.44 TRUE
249917_at putative protein strong similarity t--- AT5G22460 -1.30 -0.37 -0.46 0.6575114 0.8273299 -6.44 FALSE



265540_at Mutator-like transposase similar t--- --- 1.05 0.06 0.46 0.6575595 0.8273447 -6.44 FALSE
264250_at  gamma glutamyl hydrolase, putaATGGH2 AT1G78680 1.06 0.09 0.46 0.657625 0.8273814 -6.44 FALSE
245334_at Expressed protein ; supported byRALFL33 AT4G15800 -1.12 -0.16 -0.46 0.6577516 0.8274951 -6.44 TRUE
267424_at hypothetical protein predicted by --- AT2G34800 1.04 0.06 0.46 0.6578353 0.8275548 -6.44 FALSE
257389_at hypothetical protein predicted by --- AT2G17970 -1.05 -0.07 -0.46 0.6580724 0.8278074 -6.44 FALSE
255770_at hypothetical protein predicted by --- AT1G18560 1.05 0.07 0.46 0.6581988 0.8279208 -6.44 FALSE
253678_at cytidine deaminase 7 --- AT4G29600 -1.05 -0.07 -0.46 0.6583724 0.8280934 -6.44 FALSE
249460_at  v-SNARE - like protein v-SNARE--- AT5G39630 1.06 0.08 0.46 0.6584751 0.8281416 -6.44 FALSE
256537_at unknown protein --- AT1G33340 -1.15 -0.20 -0.46 0.6584833 0.8281416 -6.44 FALSE
263241_at arginine decarboxylase identical ADC1 AT2G16500 1.18 0.24 0.46 0.6588339 0.8285369 -6.44 FALSE
260103_at unknown protein --- AT1G35430 -1.05 -0.07 -0.46 0.6589574 0.8286465 -6.44 FALSE
245934_at  putative protein NAC1 - Medicaganac082 AT5G09330 -1.07 -0.10 -0.46 0.659249 0.8288234 -6.44 FALSE
260722_at  protein phosphatase-2C, putativ --- AT1G48040 1.09 0.13 0.46 0.6592235 0.8288234 -6.44 FALSE
257101_at  disease resistance protein, putatAtRLP42 AT3G25020 -1.05 -0.08 -0.46 0.6591961 0.8288234 -6.44 FALSE
246739_at  putative protein predicted protein--- AT5G27800 1.05 0.07 0.46 0.6593161 0.8288234 -6.44 FALSE
262817_at putative reticuline oxidase strong --- AT1G11770 1.06 0.08 0.46 0.659265 0.8288234 -6.44 FALSE
253931_at  putative CDP-diacylglycerol synt--- AT4G26770 -1.06 -0.08 -0.46 0.6592932 0.8288234 -6.44 FALSE
265125_at hypothetical protein similar to put--- AT1G55410 1.04 0.06 0.46 0.6594856 0.8289907 -6.44 FALSE
248138_at pyruvate decarboxylase (gb|AAB PDC2 AT5G54960 -1.07 -0.10 -0.46 0.6595736 0.8290557 -6.44 TRUE
267514_at putative glycerate dehydrogenas --- AT2G45630 1.15 0.20 0.46 0.6596701 0.8291057 -6.44 FALSE
254719_at  putative protein beta 1,3-glucana--- AT4G13600 1.06 0.08 0.46 0.6596861 0.8291057 -6.44 FALSE
249783_at calcium sensor homolog (gb|AACSOS3 AT5G24270 1.12 0.16 0.46 0.6597433 0.8291319 -6.44 TRUE
248943_s_aputative protein similar to unknow--- AT5G45440 // 1.12 0.17 0.46 0.6597838 0.8291372 -6.44 TRUE
248194_at Expressed protein ; supported by--- AT5G54095 -1.04 -0.06 -0.46 0.659834 0.8291546 -6.44 FALSE
265163_at putative OBP32pep protein --- AT1G23580 -1.04 -0.06 -0.46 0.6598737 0.8291588 -6.44 FALSE
263954_at unknown protein  ; supported by --- AT2G35840 -1.07 -0.09 -0.46 0.6601666 0.8294811 -6.44 FALSE
246385_at  mitotic cyclin a2-type, putative siCYCA1;2 AT1G77390 1.14 0.18 0.46 0.6602369 0.8295237 -6.44 FALSE
253286_at hypothetical protein FUC95A AT4G34260 1.23 0.30 0.46 0.6603604 0.8296333 -6.44 TRUE
245706_at putative protein --- AT5G04310 1.05 0.08 0.46 0.6604535 0.8297044 -6.44 FALSE
250150_at putative protein ;supported by ful --- AT5G14710 1.08 0.11 0.46 0.6604984 0.8297152 -6.44 FALSE
266892_at putative glycine dehydrogenase AtGLDP2 AT2G26080 -1.07 -0.10 -0.46 0.6606346 0.829751 -6.44 TRUE
247275_at beta-ureidopropionase BETA-UP AT5G64370 1.09 0.13 0.46 0.6606637 0.829751 -6.44 FALSE
253176_at  putative protein Human (H326) m--- AT4G35140 -1.08 -0.12 -0.46 0.6606724 0.829751 -6.44 FALSE
248297_at protochlorophyllide reductase; ox--- AT5G53100 1.04 0.06 0.46 0.6605929 0.829751 -6.44 FALSE
267297_at putative RING zinc finger protein --- AT2G23780 1.06 0.08 0.46 0.6607241 0.8297702 -6.44 FALSE



250366_at  putative protein predicted protein--- AT5G11420 -1.39 -0.47 -0.46 0.6608935 0.8298459 -6.44 FALSE
251412_at RING-H2 zinc finger protein ATL4ATL4 AT3G60220 1.13 0.17 0.46 0.6608839 0.8298459 -6.44 FALSE
249909_s_aalpha-adaptin --- AT5G22770 // 1.06 0.09 0.46 0.6608507 0.8298459 -6.44 FALSE
264362_at  unknown protein ESTs gb|H3696--- AT1G03290 1.08 0.11 0.46 0.6609343 0.8298514 -6.44 FALSE
253700_at threonine synthase MTO2 AT4G29840 1.08 0.11 0.46 0.6610302 0.8299262 -6.44 FALSE
259777_at  zinc finger protein, putative simil --- AT1G29570 1.05 0.07 0.46 0.6610723 0.8299334 -6.44 FALSE
245957_at putative protein predicted protein --- AT5G19590 -1.04 -0.06 -0.46 0.6612826 0.8300982 -6.44 FALSE
246546_at voltage-dependent anion-selectivVDAC3 AT5G15090 -1.08 -0.11 -0.46 0.6612741 0.8300982 -6.44 FALSE
261997_at hypothetical protein similar C-term--- --- 1.05 0.06 0.46 0.6613502 0.8300982 -6.44 FALSE
246093_at  ethylene-forming-enzyme-like di --- AT5G20550 -1.05 -0.08 -0.46 0.6613137 0.8300982 -6.44 FALSE
257136_at hypothetical protein predicted by ASML2 AT3G12890 1.06 0.08 0.46 0.6613856 0.8300982 -6.44 FALSE
252267_at  putative protein NITROGEN REG--- AT3G49640 -1.08 -0.11 -0.46 0.66149 0.8301836 -6.44 FALSE
266647_at hypothetical protein predicted by --- AT2G25870 -1.07 -0.10 -0.46 0.661628 0.8302638 -6.44 FALSE
260196_at hypothetical protein similar to hyp--- AT1G67570 -1.04 -0.06 -0.46 0.6616556 0.8302638 -6.44 FALSE
265793_at unknown protein --- AT2G01220 1.07 0.10 0.46 0.6616631 0.8302638 -6.44 FALSE
248344_at hyaluronan mediated motility rece--- AT5G52280 -1.10 -0.14 -0.46 0.6618689 0.8302869 -6.44 TRUE
250800_at ubiquinol-cytochrome C reductasHPR AT1G68010 // 1.12 0.17 0.46 0.6620455 0.8302869 -6.44 FALSE
247711_at  receptor-like protein kinase rece --- AT5G59270 1.05 0.08 0.46 0.6618574 0.8302869 -6.44 FALSE
252735_at  putative protein predicted protein--- AT3G43170 -1.05 -0.07 -0.46 0.6619891 0.8302869 -6.44 FALSE
262849_at unknown protein ; supported by c--- AT1G14710 -1.14 -0.19 -0.46 0.6620363 0.8302869 -6.44 FALSE
260512_at unknown protein --- AT1G51520 -1.07 -0.10 -0.46 0.6619602 0.8302869 -6.44 FALSE
251081_at  putative protein kinase wall-asso--- AT5G02070 1.07 0.10 0.46 0.6617988 0.8302869 -6.44 FALSE
265514_s_aMutator-like transposase similar t--- --- -1.05 -0.07 -0.46 0.6618 0.8302869 -6.44 FALSE
256109_at hypothetical protein predicted by --- AT1G16950 1.10 0.13 0.46 0.6618507 0.8302869 -6.44 FALSE
261316_at  MAP kinase BnMAP4K alpha1, pATMAP4K AAT1G53165 -1.05 -0.07 -0.46 0.6620237 0.8302869 -6.44 FALSE
255243_at  putative protein hypothetical pro --- AT4G05590 -1.05 -0.07 -0.46 0.6622888 0.8303153 -6.44 TRUE
256117_at unknown protein ; supported by c--- AT1G16840 -1.05 -0.06 -0.46 0.6623263 0.8303153 -6.44 FALSE
246590_at  cyclic nucleotide and calmodulinCNGC18 AT5G14870 -1.04 -0.06 -0.46 0.6623255 0.8303153 -6.44 FALSE
261152_at hypothetical protein predicted by --- AT1G04930 -1.08 -0.11 -0.46 0.6623594 0.8303153 -6.44 FALSE
246963_at  putative protein nucleoid DNA-bi--- AT5G24820 -1.06 -0.09 -0.46 0.6623123 0.8303153 -6.44 FALSE
259624_at hypothetical protein similar to unk--- AT1G43020 1.06 0.09 0.46 0.6621826 0.8303153 -6.44 FALSE
254906_at  putative disease resistance resp --- AT4G11180 1.05 0.07 0.46 0.6622165 0.8303153 -6.44 FALSE
246256_at glucosyltransferase-like protein --- AT4G36770 1.09 0.12 0.46 0.6623233 0.8303153 -6.44 FALSE
266914_at putative beta-amylase BAM7 AT2G45880 -1.10 -0.14 -0.46 0.6624452 0.8303773 -6.44 FALSE
256557_at hypothetical protein similar to hyp--- --- 1.05 0.07 0.46 0.6625094 0.8304121 -6.44 FALSE



250847_at  putative protein predicted protein--- AT5G04480 1.11 0.15 0.46 0.662645 0.8304141 -6.44 TRUE
262690_at PPR-repeat protein contains mul --- AT1G62720 -1.05 -0.07 -0.46 0.6626566 0.8304141 -6.44 FALSE
246409_at  CRK1 protein, putative similar to--- AT1G57700 -1.08 -0.10 -0.46 0.6626234 0.8304141 -6.44 FALSE
250474_at  annexin -like protein annexin (AnANNAT7 AT5G10230 1.04 0.06 0.46 0.6625772 0.8304141 -6.44 FALSE
266963_at unknown protein MTP11 AT2G39450 -1.06 -0.08 -0.46 0.6628493 0.8305284 -6.44 TRUE
261052_at hypothetical protein similar to hyp--- AT1G01440 -1.07 -0.09 -0.46 0.6628124 0.8305284 -6.44 FALSE
259276_at putative peroxidase very similar t --- AT3G01190 -1.05 -0.06 -0.46 0.6628571 0.8305284 -6.44 FALSE
259080_at putative mitogen activated proteinWNK1 AT3G04910 1.06 0.09 0.46 0.662944 0.8305461 -6.44 FALSE
261849_at  pectin methylesterase, putative s--- AT1G11370 1.06 0.08 0.46 0.6629339 0.8305461 -6.44 FALSE
255633_at Expressed protein ; supported by--- AT4G00585 -1.05 -0.08 -0.46 0.6629979 0.830551 -6.44 FALSE
247088_at unknown protein --- AT5G66340 -1.05 -0.08 -0.46 0.6630207 0.830551 -6.44 FALSE
254526_at  putative protein cyclin C homolo CYCT1;4 AT4G19600 -1.05 -0.07 -0.46 0.6631389 0.8305874 -6.44 FALSE
250726_at putative protein similar to unknow--- AT5G06410 -1.07 -0.09 -0.46 0.6631254 0.8305874 -6.44 FALSE
256586_at hypothetical protein --- AT3G28770 1.04 0.06 0.46 0.6631591 0.8305874 -6.44 FALSE
258172_at unknown protein similar to HYP1 --- AT3G21620 -1.05 -0.06 -0.46 0.663207 0.8306018 -6.44 FALSE
253342_at Expressed protein ; supported byPAA1 AT4G33520 -1.13 -0.17 -0.46 0.6633296 0.8306642 -6.44 FALSE
258522_at hypothetical protein predicted by --- AT3G06660 -1.08 -0.11 -0.46 0.6633143 0.8306642 -6.44 FALSE
247906_at putative protein similar to unknowIAA33 AT5G57420 -1.07 -0.10 -0.46 0.6634095 0.8306731 -6.44 FALSE
264312_at  putative protein kinase similar to --- AT1G70450 1.05 0.07 0.46 0.6633752 0.8306731 -6.44 FALSE
256300_at unknown protein similar to N-termNAP AT1G69490 1.21 0.27 0.45 0.6635431 0.8307554 -6.44 TRUE
246806_at putative cdc20 protein --- AT5G27080 -1.05 -0.07 -0.45 0.6635481 0.8307554 -6.44 FALSE
262318_at putative hypersensitivity-related p--- AT1G27620 -1.05 -0.08 -0.45 0.6636485 0.8308354 -6.44 FALSE
263619_at putative GDP-mannose  pyropho --- AT2G04650 1.05 0.07 0.45 0.6637044 0.8308599 -6.44 FALSE
248432_at putative protein similar to unknow--- AT5G51390 1.13 0.17 0.45 0.6637877 0.8308646 -6.44 FALSE
266244_at unknown protein --- AT2G27740 -1.15 -0.20 -0.45 0.663776 0.8308646 -6.44 FALSE
260811_s_ahypothetical protein predicted by --- --- -1.04 -0.06 -0.45 0.6638174 0.8308646 -6.44 FALSE
258116_at hypothetical protein similar to terp--- AT3G14520 1.06 0.09 0.45 0.6638748 0.8308908 -6.44 FALSE
266777_at putative AAA-type ATPase ftsh3 AT2G29080 1.05 0.07 0.45 0.6639358 0.8309215 -6.44 FALSE
247884_at lipid transfer protein; glossy1 homCER3 AT5G57800 1.15 0.20 0.45 0.6639878 0.830941 -6.44 TRUE
259405_at Expressed protein ; supported by--- AT1G17744 1.08 0.11 0.45 0.664192 0.8311305 -6.44 FALSE
258942_at  unknown protein predicted by ge--- AT3G09960 1.05 0.08 0.45 0.6642121 0.8311305 -6.44 FALSE
250127_at putative protein similar to unknow--- AT5G16380 -1.07 -0.09 -0.45 0.6642567 0.8311407 -6.44 FALSE
249229_at putative protein similar to unknow--- AT5G42090 -1.05 -0.08 -0.45 0.6644507 0.8313378 -6.44 FALSE
265932_at hypothetical protein predicted by LBD8 AT2G19510 1.04 0.06 0.45 0.6644994 0.8313531 -6.44 FALSE
257796_at hypothetical protein predicted by --- AT3G15930 -1.06 -0.08 -0.45 0.6646202 0.8314132 -6.44 FALSE



249714_at unknown protein --- --- 1.07 0.10 0.45 0.6645991 0.8314132 -6.44 FALSE
244924_at hypothetical protein --- --- -1.06 -0.08 -0.45 0.6647218 0.8314491 -6.44 FALSE
256381_at  lipid transfer protein, putative co --- AT1G66850 -1.06 -0.08 -0.45 0.6646915 0.8314491 -6.44 FALSE
256660_at hypothetical protein similar to hyp--- AT3G12060 1.06 0.08 0.45 0.6648088 0.8315122 -6.44 FALSE
260495_at unknown protein similar to T11A0--- AT2G41810 1.07 0.10 0.45 0.6649394 0.83163 -6.44 FALSE
251949_at  receptor protein kinase -like prot --- AT3G53590 1.07 0.09 0.45 0.6651767 0.8318812 -6.44 FALSE
250062_at  BCS1 - like protein h-bcs1, Hom--- AT5G17760 -1.09 -0.13 -0.45 0.6652656 0.831883 -6.44 TRUE
260472_at hypothetical protein predicted by --- AT1G10990 1.35 0.43 0.45 0.6652876 0.831883 -6.44 FALSE
253328_at  putative protein ABC-type transpATNAP13 AT4G33460 1.05 0.07 0.45 0.6652838 0.831883 -6.44 FALSE
254451_at  adrenodoxin - like protein adreno--- AT4G21090 -1.04 -0.06 -0.45 0.665348 0.831913 -6.44 FALSE
258425_at unknown protein --- AT3G16760 1.04 0.06 0.45 0.6655983 0.8321802 -6.44 FALSE
255952_at  MADS-box protein (ZAP1), putatAGL104 AT1G22130 -1.04 -0.06 -0.45 0.6657568 0.8323329 -6.44 FALSE
249773_at squalene monooxygenase 2 (squSQP2 AT5G24140 1.05 0.07 0.45 0.6658365 0.8323868 -6.44 FALSE
250054_at  potassium-dependent sodium-caCAX7 AT5G17860 1.15 0.20 0.45 0.6661955 0.8324707 -6.44 TRUE
248032_at myosin heavy chain-like --- AT5G55860 -1.07 -0.09 -0.45 0.6661206 0.8324707 -6.44 FALSE
266257_at putative chorismate mutase/prep PD1 AT2G27820 1.07 0.10 0.45 0.6661818 0.8324707 -6.44 FALSE
261895_at metal ion transporter identical to NRAMP1 AT1G80830 -1.13 -0.18 -0.45 0.666126 0.8324707 -6.44 FALSE
245187_s_aF12A21.17 similar to signal recog--- AT1G67650 // -1.05 -0.07 -0.45 0.6661105 0.8324707 -6.44 FALSE
265321_at putative Tub family protein AtTLP2 AT2G18280 1.04 0.06 0.45 0.666062 0.8324707 -6.44 FALSE
258686_at  putative polygalacturonase simil --- AT3G07840 -1.04 -0.06 -0.45 0.6660092 0.8324707 -6.44 FALSE
256995_at  protein kinase, putative contains --- AT3G25840 -1.06 -0.08 -0.45 0.6659535 0.8324707 -6.44 FALSE
266460_at unknown protein ; supported by cAGP26 AT2G47930 1.41 0.50 0.45 0.6662725 0.8324757 -6.44 FALSE
265341_at hypothetical protein predicted by --- AT2G18360 1.07 0.10 0.45 0.6662696 0.8324757 -6.44 FALSE
254149_at  putative protein hypothetical pro --- AT4G24300 1.07 0.10 0.45 0.6664469 0.8325568 -6.44 FALSE
249557_at receptor serine/threonine kinase PR5K AT5G38280 1.10 0.13 0.45 0.6664194 0.8325568 -6.44 FALSE
251294_at  zinc transporter-like protein zinc MTPA1 AT3G61940 -1.05 -0.07 -0.45 0.6664394 0.8325568 -6.44 FALSE
261753_at unknown protein --- AT1G76340 -1.06 -0.08 -0.45 0.6665054 0.8325843 -6.44 FALSE
263544_at putative ADP-glucose pyrophospAPL4 AT2G21590 1.06 0.09 0.45 0.6665503 0.8325947 -6.44 FALSE
263243_at putative glyoxalase II GLX2-5 AT2G31350 1.06 0.08 0.45 0.6666755 0.83266 -6.44 FALSE
259815_at hypothetical protein predicted by --- AT1G49870 1.05 0.07 0.45 0.6666548 0.83266 -6.44 FALSE
255422_at putative D-type cyclin CYCD6;1 AT4G03270 -1.05 -0.07 -0.45 0.6667714 0.8327341 -6.44 FALSE
255299_at putative adenosine deaminase si --- AT4G04880 -1.06 -0.08 -0.45 0.6668884 0.8328347 -6.44 FALSE
264537_at  receptor kinase, putative similar BRL1 AT1G55610 1.08 0.11 0.45 0.6669545 0.8328716 -6.44 FALSE
249043_at berberine bridge enzyme --- AT5G44360 -1.04 -0.06 -0.45 0.6670856 0.832944 -6.44 FALSE
259651_at unknown protein --- AT1G55280 -1.12 -0.17 -0.45 0.6670501 0.832944 -6.44 FALSE



262664_at hypothetical protein predicted by --- AT1G13970 -1.05 -0.07 -0.45 0.6671239 0.8329463 -6.44 FALSE
248472_at cyclin-dependent protein kinase-l--- AT5G50860 -1.06 -0.08 -0.45 0.6671646 0.8329515 -6.44 FALSE
249574_at  putative protein embryonic abun PDLP7 AT5G37660 -1.05 -0.08 -0.45 0.6672113 0.8329642 -6.44 FALSE
266062_at putative diacylglycerol kinase --- AT2G18730 -1.04 -0.06 -0.45 0.6672565 0.832975 -6.44 FALSE
265817_at histone H1  ;supported by full-lenHIS1-3 AT2G18050 -1.15 -0.20 -0.45 0.6673697 0.8330708 -6.44 TRUE
253800_at  putative protein probable cell wa--- AT4G28160 1.06 0.09 0.45 0.6674378 0.8331103 -6.44 FALSE
247627_at cysteine proteinase AALP identicAALP AT5G60360 1.05 0.06 0.45 0.6675335 0.8331385 -6.44 FALSE
250055_at NADH-cytochrome b5 reductase ATCBR AT5G17770 1.13 0.18 0.45 0.6675069 0.8331385 -6.44 FALSE
263055_at unknown protein --- --- -1.05 -0.06 -0.45 0.6676896 0.8332762 -6.45 FALSE
252605_s_a sulfotransferase-like protein FLA--- AT3G45070 // -1.04 -0.06 -0.45 0.6677169 0.8332762 -6.45 FALSE
264726_at Expressed protein ; supported by--- AT1G22985 1.07 0.10 0.45 0.667831 0.8332972 -6.45 FALSE
266492_at putative protein kinase contains a--- AT2G07020 1.06 0.08 0.45 0.6677751 0.8332972 -6.45 FALSE
263884_at hypothetical protein predicted by --- AT2G36920 -1.04 -0.06 -0.45 0.6678799 0.8332972 -6.45 FALSE
260906_at hypothetical protein predicted by --- AT1G02540 -1.05 -0.07 -0.45 0.667874 0.8332972 -6.45 FALSE
246211_at G-box-binding factor 1 ; supporteGBF1 AT4G36730 1.10 0.14 0.45 0.6679964 0.8333295 -6.45 FALSE
248916_at receptor protein kinase-like prote --- AT5G45840 -1.13 -0.18 -0.45 0.6680638 0.8333295 -6.45 FALSE
247087_at putative protein contains similarit --- AT5G66330 -1.10 -0.13 -0.45 0.6680884 0.8333295 -6.45 FALSE
265790_at putative amino acid or GABA perBAT1 AT2G01170 1.07 0.10 0.45 0.6680165 0.8333295 -6.45 FALSE
266145_at putative TNP2-like transposon pr --- --- -1.04 -0.06 -0.45 0.668088 0.8333295 -6.45 FALSE
246180_at  putative protein predicted protein--- AT5G20840 1.05 0.07 0.45 0.6681911 0.833412 -6.45 FALSE
261689_at hypothetical protein contains sim --- AT1G50140 -1.07 -0.10 -0.45 0.6682853 0.8334839 -6.45 FALSE
255033_at  putative protein phosphonopyruv--- AT4G09520 -1.06 -0.09 -0.45 0.6685823 0.8337631 -6.45 FALSE
261380_at hypothetical protein predicted by --- AT1G05400 1.07 0.10 0.45 0.6685636 0.8337631 -6.45 FALSE
249356_at  putative protein predicted protein--- AT5G40520 -1.09 -0.12 -0.45 0.6686566 0.8337716 -6.45 FALSE
263430_at unknown protein  ;supported by f --- AT2G22270 -1.06 -0.09 -0.45 0.6686622 0.8337716 -6.45 FALSE
264433_at  beta-glucosidase, putative similaBGLU45 AT1G61810 1.27 0.35 0.45 0.6687483 0.8338156 -6.45 TRUE
266600_at putative mitogen-activated protei MPK12 AT2G46070 -1.09 -0.12 -0.45 0.6687706 0.8338156 -6.45 FALSE
260136_at hypothetical protein predicted by --- AT1G66360 -1.05 -0.07 -0.45 0.6689846 0.8340369 -6.45 FALSE
245062_at hypothetical protein predicted by BPM3 AT2G39760 1.04 0.06 0.45 0.6690457 0.8340675 -6.45 FALSE
254332_at  leucine rich repeat receptor kina --- AT4G22730 1.08 0.11 0.45 0.6691866 0.834151 -6.45 TRUE
260320_at hypothetical protein similar to put--- AT1G63930 1.07 0.10 0.45 0.6692208 0.834151 -6.45 FALSE
245959_at  peptide transport protein-like pep--- AT5G19640 1.05 0.07 0.45 0.6692224 0.834151 -6.45 FALSE
264797_at unknown protein similar to ESTs --- AT1G08710 -1.06 -0.08 -0.45 0.6695081 0.8341942 -6.45 FALSE
249702_at axi 1 (auxin-independent growth --- AT5G35570 1.14 0.18 0.45 0.6695497 0.8341942 -6.45 FALSE
260367_at unknown protein  ;supported by f --- AT1G69760 -1.15 -0.21 -0.45 0.6695259 0.8341942 -6.45 FALSE



266618_at unknown protein --- AT2G35480 1.13 0.17 0.45 0.6694377 0.8341942 -6.45 FALSE
248949_at putative protein strong similarity t--- AT5G45570 -1.04 -0.06 -0.45 0.6693797 0.8341942 -6.45 FALSE
249313_at unknown protein --- AT5G41560 1.05 0.06 0.45 0.6694725 0.8341942 -6.45 FALSE
255348_at hypothetical protein --- AT4G03820 -1.05 -0.08 -0.45 0.6694832 0.8341942 -6.45 FALSE
245469_at reverse transcriptase like protein --- --- 1.04 0.06 0.45 0.6694387 0.8341942 -6.45 FALSE
254044_at  putative xyloglucan endo-1,4-be XTR9 AT4G25820 1.05 0.07 0.45 0.6697379 0.8343832 -6.45 FALSE
265574_at putative replication protein A1 --- --- -1.05 -0.07 -0.45 0.669843 0.8344685 -6.45 FALSE
267571_at 3-hydroxyisobutyryl-coenzyme A --- AT2G30650 1.05 0.06 0.45 0.6698921 0.8344841 -6.45 FALSE
246822_at  putative protein predicted protein--- AT5G26960 -1.06 -0.08 -0.45 0.6699638 0.8344894 -6.45 FALSE
246248_at hypothetical protein --- AT4G36560 -1.04 -0.06 -0.45 0.6699695 0.8344894 -6.45 FALSE
256839_at  calmodulin, putative similar to ca--- AT3G22930 -1.06 -0.08 -0.45 0.6701064 0.8346143 -6.45 FALSE
244989_s_ahypothetical protein --- --- 1.07 0.10 0.45 0.6701885 0.8346711 -6.45 FALSE
245191_at F12A21.10 similar to terminal earTEL2 AT1G67770 1.08 0.11 0.45 0.6702684 0.8347249 -6.45 FALSE
248294_at RNA-binding protein-like --- AT5G53060 1.06 0.08 0.44 0.6704102 0.8348367 -6.45 FALSE
261205_at hypothetical protein predicted by --- AT1G12790 -1.09 -0.12 -0.44 0.6704313 0.8348367 -6.45 FALSE
247719_at Expressed protein ; supported by--- AT5G59305 1.05 0.08 0.44 0.6704817 0.8348538 -6.45 FALSE
257045_at dynamin-like protein similar to phARC5 AT3G19720 -1.09 -0.12 -0.44 0.6705677 0.8348698 -6.45 TRUE
244922_s_ahypothetical protein --- AT2G07674 -1.06 -0.09 -0.44 0.6705611 0.8348698 -6.45 FALSE
250453_at  putative protein predicted protein--- AT5G10620 1.07 0.09 0.44 0.6706954 0.8349377 -6.45 FALSE
251613_at hypothetical protein --- AT3G57960 1.06 0.09 0.44 0.670689 0.8349377 -6.45 FALSE
265241_at hypothetical protein --- --- 1.06 0.08 0.44 0.67083 0.8350596 -6.45 FALSE
245941_at  putative protein karyopherin betaemb2734 AT5G19820 1.06 0.08 0.44 0.6711789 0.8352171 -6.45 FALSE
260138_at  calmodulin-4 identical to GB:Q03CAM4 AT1G66410 -1.06 -0.09 -0.44 0.6712495 0.8352171 -6.45 FALSE
261004_at  hypothetical protein similar to pu--- AT1G26450 1.08 0.12 0.44 0.6710992 0.8352171 -6.45 FALSE
264445_at  unknown protein similar to ESTs--- AT1G27290 1.09 0.13 0.44 0.6712342 0.8352171 -6.45 FALSE
254856_at  putative ribosomal protein (fragm--- AT4G12160 -1.05 -0.07 -0.44 0.6710292 0.8352171 -6.45 FALSE
257575_at hypothetical protein similar to hyp--- --- 1.05 0.07 0.44 0.6710803 0.8352171 -6.45 FALSE
264889_at unknown protein --- AT1G23050 -1.06 -0.08 -0.44 0.6712446 0.8352171 -6.45 FALSE
247091_at peroxidase (emb CAA66964.1) --- AT5G66390 1.06 0.08 0.44 0.6711819 0.8352171 -6.45 FALSE
259246_s_ahypothetical protein predicted by --- AT3G07730 // -1.07 -0.09 -0.44 0.6713532 0.8353007 -6.45 FALSE
246477_at putative transcription factor (MYBAtMYB9 AT5G16770 1.09 0.13 0.44 0.6715376 0.8354845 -6.45 FALSE
248727_at cytochrome P450 CYP705A5 AT5G47990 1.04 0.06 0.44 0.6716932 0.8356326 -6.45 FALSE
266786_at putative non-LTR retroelement re--- --- -1.05 -0.06 -0.44 0.6718193 0.8357437 -6.45 FALSE
265988_at hypothetical protein predicted by --- AT2G24255 1.05 0.07 0.44 0.6718595 0.8357483 -6.45 FALSE
255794_at putative NAM (no apical meristemANAC041 AT2G33480 -1.12 -0.17 -0.44 0.6719457 0.8358099 -6.45 TRUE



260625_at  storage protein, putative similar MOM AT1G08060 -1.04 -0.06 -0.44 0.6720609 0.8359076 -6.45 FALSE
255933_at  membrane protein, putative simi ATRBL6 AT1G12750 -1.08 -0.12 -0.44 0.6721412 0.8359619 -6.45 FALSE
253583_at  translation initiation factor-like pr--- AT4G30680 1.07 0.09 0.44 0.6723225 0.836005 -6.45 FALSE
258255_at hypothetical protein predicted by --- AT3G26800 -1.05 -0.06 -0.44 0.6722186 0.836005 -6.45 FALSE
249534_at  bZIP transcription factor - like pr AtbZIP43 AT5G38800 1.04 0.06 0.44 0.6723071 0.836005 -6.45 FALSE
248840_at unknown protein  ; supported by --- AT5G46770 1.06 0.09 0.44 0.6723022 0.836005 -6.45 FALSE
254301_at  predicted protein predicted prote--- AT4G22790 -1.08 -0.11 -0.44 0.6723808 0.8360319 -6.45 FALSE
264780_at putative protein kinase similar to EDR1 AT1G08720 1.06 0.09 0.44 0.6724431 0.8360639 -6.45 FALSE
247126_at protein phosphatase 2C-like prot --- AT5G66080 -1.08 -0.11 -0.44 0.6725871 0.8361973 -6.45 TRUE
264672_at hypothetical protein predicted by --- AT1G09750 1.52 0.61 0.44 0.6727718 0.8363814 -6.45 FALSE
257397_at hypothetical protein predicted by RIC6 AT2G20430 -1.07 -0.10 -0.44 0.6730052 0.8366259 -6.45 FALSE
246635_at hypothetical protein predicted by --- AT1G31720 -1.08 -0.11 -0.44 0.6730892 0.8366847 -6.45 FALSE
262836_at hypothetical protein predicted by --- AT1G14680 1.04 0.06 0.44 0.6731843 0.8367573 -6.45 FALSE
248504_at transcription factor Hap5a-like NF-YC6 AT5G50480 1.08 0.11 0.44 0.6732608 0.8367676 -6.45 FALSE
253152_at  putative protein predicted protein--- AT4G35690 -1.06 -0.09 -0.44 0.6732659 0.8367676 -6.45 FALSE
260942_s_ahypothetical protein contains sim --- AT1G45190 // -1.05 -0.07 -0.44 0.6734486 0.8369491 -6.45 FALSE
266527_at hypothetical protein predicted by --- --- 1.06 0.09 0.44 0.6735393 0.8370162 -6.45 FALSE
254201_at putative protein predicted protein --- AT4G24130 1.07 0.10 0.44 0.6735879 0.8370309 -6.45 FALSE
262927_at hypothetical protein shares simila--- AT1G65810 -1.05 -0.07 -0.44 0.6736644 0.8370804 -6.45 FALSE
261721_at unknown protein ; supported by c--- AT1G08480 -1.05 -0.06 -0.44 0.6738777 0.8372542 -6.45 FALSE
254699_at  putative protein predicted protein--- AT4G17990 1.05 0.07 0.44 0.6738752 0.8372542 -6.45 FALSE
265625_at hypothetical protein predicted by --- AT2G27240 1.06 0.09 0.44 0.6739258 0.8372684 -6.45 FALSE
261234_x_ahypothetical protein predicted by --- --- 1.05 0.07 0.44 0.6740206 0.8373405 -6.45 FALSE
261766_at  auxin-induced protein IAA5, putaIAA5 AT1G15580 -1.16 -0.21 -0.44 0.6740831 0.8373726 -6.45 FALSE
266467_at Not56-like protein  ; supported byALG3 AT2G47760 1.06 0.08 0.44 0.6745595 0.8376578 -6.45 FALSE
252401_at  putative protein predicted protein--- AT3G48030 1.06 0.08 0.44 0.6744781 0.8376578 -6.45 FALSE
248463_at putative protein contains similarit --- AT5G51130 -1.12 -0.17 -0.44 0.6744832 0.8376578 -6.45 FALSE
266251_s_aunknown protein --- AT2G18320 // -1.04 -0.06 -0.44 0.6745544 0.8376578 -6.45 FALSE
261349_at Expressed protein ; supported byAT1G79610--- 1.04 0.06 0.44 0.6745522 0.8376578 -6.45 FALSE
256562_at Ty1/Copia-type retroelement poly--- --- -1.05 -0.07 -0.44 0.6745697 0.8376578 -6.45 FALSE
245279_at putative protein ; supported by cD--- AT4G17270 -1.05 -0.07 -0.44 0.6744134 0.8376578 -6.45 FALSE
266014_s_ahypothetical protein --- AT2G07722 1.11 0.15 0.44 0.6747586 0.8377061 -6.45 TRUE
252188_at  putative clathrin coat assembly p--- AT3G50860 1.09 0.12 0.44 0.6747624 0.8377061 -6.45 FALSE
251328_at  putative protein putative protein ATPOB1 AT3G61600 1.04 0.06 0.44 0.674682 0.8377061 -6.45 FALSE
247838_at  ubiquitin-specific protease 23 (UUBP23 AT5G57990 -1.09 -0.13 -0.44 0.6747923 0.8377061 -6.45 FALSE



248321_at putative protein similar to unknow--- AT5G52740 1.05 0.07 0.44 0.6746939 0.8377061 -6.45 FALSE
257008_at  myrosinase-associated protein, pESM1 AT3G14210 -1.26 -0.33 -0.44 0.675055 0.8378043 -6.45 TRUE
261397_at  hexose transporter, putative sim SGB1 AT1G79820 1.09 0.13 0.44 0.6749631 0.8378043 -6.45 FALSE
250710_at MYB family transcription factor-likMYB33 AT5G06100 -1.05 -0.07 -0.44 0.6749642 0.8378043 -6.45 FALSE
266997_at hypothetical protein predicted by --- AT2G34410 1.08 0.11 0.44 0.675031 0.8378043 -6.45 FALSE
263310_s_ahypothetical protein --- --- 1.04 0.06 0.44 0.6750065 0.8378043 -6.45 FALSE
250958_at  laccase precursor - like laccase LAC11 AT5G03260 -1.17 -0.23 -0.44 0.6752338 0.8379349 -6.45 FALSE
248750_at putative protein similar to unknow--- AT5G47530 1.08 0.11 0.44 0.675225 0.8379349 -6.45 FALSE
247444_at putative protein strong similarity tHIPL2 AT5G62630 1.13 0.18 0.44 0.6755418 0.8379497 -6.45 TRUE
250609_at peptide methionine sulfoxide reduPMSR3 AT5G07470 1.05 0.06 0.44 0.6755036 0.8379497 -6.45 FALSE
258480_at unknown protein  ;supported by f --- AT3G02640 1.05 0.08 0.44 0.6756865 0.8379497 -6.45 FALSE
256626_at  hypothetical protein, 5' partial   --- AT3G20015 -1.13 -0.18 -0.44 0.6756639 0.8379497 -6.45 FALSE
248860_at putative protein contains similarit --- AT5G46670 1.05 0.07 0.44 0.6756496 0.8379497 -6.45 FALSE
266755_at putative alcohol dehydrogenase --- AT2G47150 -1.06 -0.08 -0.44 0.6755549 0.8379497 -6.45 FALSE
264234_at hypothetical protein contains sim --- AT1G54720 1.04 0.06 0.44 0.6754237 0.8379497 -6.45 FALSE
264749_at hypothetical protein Contains sim--- AT1G22830 -1.09 -0.12 -0.44 0.6753879 0.8379497 -6.45 FALSE
248724_at putative protein strong similarity t--- AT5G47970 -1.09 -0.12 -0.44 0.6754728 0.8379497 -6.45 FALSE
265355_at hypothetical protein predicted by --- AT2G16760 1.08 0.12 0.44 0.6753631 0.8379497 -6.45 FALSE
253292_at Expressed protein ; supported by--- AT4G33985 1.08 0.11 0.44 0.6756404 0.8379497 -6.45 FALSE
263340_at hypothetical protein predicted by --- --- 1.05 0.06 0.44 0.6754503 0.8379497 -6.45 FALSE
262536_at  SOUL-like protein Similar to SOU--- AT1G17100 -1.11 -0.15 -0.44 0.6757874 0.8380293 -6.45 FALSE
257047_at hypothetical protein predicted by --- AT3G19570 -1.07 -0.10 -0.44 0.6759002 0.8380441 -6.45 FALSE
249615_x_acontains similarity to unknown pr AGL105 AT5G37420 1.05 0.07 0.44 0.6759535 0.8380441 -6.45 FALSE
255200_at hypothetical protein --- --- 1.05 0.08 0.44 0.6759413 0.8380441 -6.45 FALSE
245990_at  putative protein predicted protein--- AT5G20640 1.07 0.10 0.44 0.6759649 0.8380441 -6.45 FALSE
245461_at hypothetical protein --- AT4G17000 -1.05 -0.07 -0.44 0.675983 0.8380441 -6.45 FALSE
263485_at putative villin  ; supported by cDNVLN1 AT2G29890 1.05 0.07 0.44 0.6761195 0.8381677 -6.45 FALSE
257157_at  syntaxin-like protein similar to sySYP32 AT3G24350 1.07 0.10 0.44 0.6762129 0.8381972 -6.45 TRUE
265727_at putative DNA topoisomerase III b--- AT2G32000 -1.05 -0.07 -0.44 0.6762167 0.8381972 -6.45 FALSE
252177_at  protein kinase ATN1 - like protei --- AT3G50730 1.06 0.08 0.44 0.6762764 0.8382255 -6.45 FALSE
253539_at  putative protein RING-finger pro --- AT4G31450 -1.05 -0.08 -0.44 0.6764375 0.8382915 -6.45 FALSE
265376_at hypothetical protein predicted by --- AT2G05810 -1.05 -0.08 -0.44 0.6764221 0.8382915 -6.45 FALSE
248707_at putative protein similar to unknow--- AT5G48550 -1.05 -0.08 -0.44 0.6764399 0.8382915 -6.45 FALSE
266753_at auxin-induced protein (IAA20) ideIAA20 AT2G46990 1.05 0.07 0.44 0.6765359 0.8383194 -6.45 FALSE
246009_at Expressed protein ; supported byATSTE14B AT5G08335 1.07 0.10 0.44 0.6765014 0.8383194 -6.45 FALSE



251235_at  putative protein lysophospholipa --- AT3G62860 -1.09 -0.13 -0.44 0.6767733 0.8385681 -6.45 FALSE
249820_at putative protein contains similarit --- AT5G23650 1.08 0.11 0.44 0.67684 0.8386051 -6.45 FALSE
267195_at putative protein kinase contains a--- AT2G30940 1.07 0.10 0.44 0.6769485 0.8386608 -6.45 FALSE
264453_at  putative GTP-binding protein sim--- AT1G10300 -1.04 -0.05 -0.44 0.6769585 0.8386608 -6.45 FALSE
246280_at hypothetical protein --- AT4G36660 -1.11 -0.15 -0.44 0.6771441 0.838663 -6.45 FALSE
257643_at  AP2 domain transcription factor --- AT3G25730 1.14 0.19 0.44 0.6770268 0.838663 -6.45 FALSE
246974_at putative protein --- AT5G24980 -1.06 -0.09 -0.44 0.677081 0.838663 -6.45 FALSE
246936_at  putative protein hypothetical pro --- AT5G25360 1.05 0.07 0.44 0.6771212 0.838663 -6.45 FALSE
254677_at chloroplast protein cs/ch-42 --- AT4G18490 -1.06 -0.08 -0.44 0.6770566 0.838663 -6.45 FALSE
263986_at putative citrate synthase  ;supporCSY3 AT2G42790 1.07 0.10 0.43 0.677222 0.8387139 -6.45 FALSE
257455_s_ahypothetical protein --- AT1G27870 // 1.04 0.06 0.43 0.6774104 0.8387485 -6.45 FALSE
263464_at putative ARI-like RING zinc finge --- AT2G31760 -1.05 -0.08 -0.43 0.6774705 0.8387485 -6.45 FALSE
266926_at unknown protein predicted by ge --- AT2G46000 1.07 0.09 0.43 0.6773313 0.8387485 -6.45 FALSE
266667_at hypothetical protein predicted by --- AT2G29770 1.04 0.06 0.43 0.6773129 0.8387485 -6.45 FALSE
256662_at male sterility protein 2 (MS2) neaMS2 AT3G11980 -1.04 -0.06 -0.43 0.6773986 0.8387485 -6.45 FALSE
248345_at unknown protein SHOC1 AT5G52290 1.04 0.06 0.43 0.677456 0.8387485 -6.45 FALSE
260244_at putative choline kinase similar to --- AT1G74320 1.05 0.07 0.43 0.6777783 0.8390841 -6.45 FALSE
256985_at  myb-related protein 5 identical toATMYB5 AT3G13540 1.07 0.09 0.43 0.6779681 0.8392734 -6.45 FALSE
267264_at putative serine carboxypeptidaseSCPL11 AT2G22970 -1.15 -0.20 -0.43 0.6780131 0.8392835 -6.45 FALSE
247397_at  Dof zinc finger protein - like Dof --- AT5G62940 1.09 0.12 0.43 0.6780524 0.8392866 -6.45 FALSE
258075_at homocysteine S-methyltransferasHMT-1 AT3G25900 1.26 0.33 0.43 0.6783386 0.8395954 -6.45 FALSE
257528_at hypothetical protein predicted by --- AT3G02125 1.05 0.06 0.43 0.6784123 0.8396411 -6.45 FALSE
252021_at  putative protein predicted protein--- AT3G53070 1.06 0.08 0.43 0.6785105 0.8396475 -6.45 FALSE
246667_at putative protein hypothetical prot --- --- 1.05 0.07 0.43 0.6785636 0.8396475 -6.45 FALSE
262696_at hypothetical protein --- AT1G75870 -1.05 -0.07 -0.43 0.6785507 0.8396475 -6.45 FALSE
260485_at putative amp-binding protein sim --- AT1G68270 -1.05 -0.07 -0.43 0.6785648 0.8396475 -6.45 FALSE
246753_at putative protein --- --- 1.06 0.08 0.43 0.6787035 0.8397736 -6.45 FALSE
263989_at putative MAP kinase  ; supportedATMPK20 AT2G42880 1.08 0.11 0.43 0.6788407 0.8398523 -6.45 TRUE
250608_at  pectin methyl-esterase-like prote--- AT5G07420 1.04 0.06 0.43 0.6788083 0.8398523 -6.45 FALSE
249968_at  putative protein predicted protein--- AT5G19070 1.11 0.15 0.43 0.6790658 0.8399308 -6.45 FALSE
257298_at hypothetical protein predicted by --- AT3G28155 -1.07 -0.09 -0.43 0.6790085 0.8399308 -6.45 FALSE
257286_s_a transposase, putative similar to t--- AT1G19260 // -1.06 -0.08 -0.43 0.6790008 0.8399308 -6.45 FALSE
261840_at hypothetical protein contains sim AtTLP8 AT1G16070 1.05 0.06 0.43 0.6790882 0.8399308 -6.45 FALSE
266245_at putative translation initiation facto--- AT2G27700 1.05 0.07 0.43 0.6790299 0.8399308 -6.45 FALSE
254311_at hypothetical protein --- AT4G22440 1.06 0.08 0.43 0.6791683 0.8399842 -6.45 FALSE



252738_at  putative protein predicted protein--- AT3G43240 1.05 0.06 0.43 0.6793115 0.8401158 -6.45 FALSE
253235_at  putative protein hypothetical pro HDR AT4G34350 1.10 0.14 0.43 0.6793702 0.8401429 -6.45 FALSE
255835_at unknown protein --- AT2G33420 1.05 0.07 0.43 0.6795974 0.8403349 -6.45 FALSE
245182_at  putative protein similarity to TET--- AT5G12430 -1.07 -0.10 -0.43 0.6796729 0.8403349 -6.45 FALSE
245267_at major latex protein like ; supporte--- AT4G14060 1.05 0.07 0.43 0.6796488 0.8403349 -6.45 FALSE
262063_at unknown protein identical to unkn--- AT1G80000 -1.06 -0.08 -0.43 0.6796607 0.8403349 -6.45 FALSE
250187_at  putative protein predicted protein--- AT5G14370 -1.09 -0.13 -0.43 0.6798346 0.8404438 -6.45 FALSE
249564_at unknown protein --- AT5G38400 1.06 0.08 0.43 0.6798234 0.8404438 -6.45 FALSE
260076_at putative calmodulin similar to calm--- AT1G73630 -1.08 -0.11 -0.43 0.6801554 0.8407397 -6.45 FALSE
258533_at hypothetical protein --- AT3G06670 1.05 0.08 0.43 0.6801149 0.8407397 -6.45 FALSE
248996_at unknown protein RRS1 AT5G45260 -1.08 -0.11 -0.43 0.6801846 0.8407397 -6.45 FALSE
260393_at putative lipase similar to lipase G--- AT1G73920 1.07 0.09 0.43 0.6803536 0.8408641 -6.45 FALSE
252810_at putative protein several hypothet --- --- 1.06 0.08 0.43 0.680359 0.8408641 -6.45 FALSE
250550_at  N-hydroxycinnamoyl benzoyltran--- AT5G07870 1.11 0.15 0.43 0.6808269 0.8410459 -6.45 FALSE
248896_at putative protein contains similarit WRKY8 AT5G46350 1.19 0.25 0.43 0.6808698 0.8410459 -6.45 FALSE
258289_at hypothetical protein predicted by --- AT3G23450 -1.04 -0.06 -0.43 0.6808824 0.8410459 -6.45 FALSE
262514_at  NAM(no apical meristem) proteinanac017 AT1G34190 1.04 0.06 0.43 0.6807897 0.8410459 -6.45 FALSE
262253_s_aunknown protein contains similar --- AT1G53880 // -1.06 -0.08 -0.43 0.6807349 0.8410459 -6.45 FALSE
267399_at hypothetical protein predicted by --- AT2G44195 -1.04 -0.06 -0.43 0.6806474 0.8410459 -6.45 FALSE
266830_at 1-aminocyclopropane-1-carboxyl ACS4 AT2G22810 -1.21 -0.27 -0.43 0.6809854 0.8410459 -6.45 FALSE
252386_at  putative protein various predicte --- AT3G47840 -1.06 -0.09 -0.43 0.6806184 0.8410459 -6.45 FALSE
257502_at unknown protein --- AT1G78110 1.11 0.15 0.43 0.6809505 0.8410459 -6.45 FALSE
255293_at putative zinc finger protein --- AT4G04730 -1.05 -0.07 -0.43 0.6807221 0.8410459 -6.45 FALSE
252767_at  ring-box protein-like ring-box pro--- AT3G42830 -1.05 -0.07 -0.43 0.6809315 0.8410459 -6.45 FALSE
259632_at  nicotianamine synathase, putativNAS4 AT1G56430 -1.13 -0.18 -0.43 0.6805519 0.8410459 -6.45 FALSE
255708_at predicted protein --- AT4G00232 1.05 0.08 0.43 0.6808762 0.8410459 -6.45 FALSE
245721_s_ahypothetical protein similar to Se --- AT1G73450 // -1.07 -0.10 -0.43 0.6810976 0.841098 -6.45 FALSE
259078_at unknown protein predicted by ge HST AT3G05040 -1.04 -0.06 -0.43 0.6811013 0.841098 -6.45 FALSE
260856_at TINY-like protein similar to TINY --- AT1G21910 1.22 0.29 0.43 0.6812061 0.8411819 -6.45 TRUE
266966_at hypothetical protein predicted by --- AT2G39520 1.04 0.05 0.43 0.6814269 0.8414089 -6.45 FALSE
261858_at Expressed protein ; supported by--- AT1G50570 -1.04 -0.06 -0.43 0.6817809 0.8415402 -6.45 FALSE
264448_at putative sensory transduction hisAHK3 AT1G27320 1.04 0.06 0.43 0.6817914 0.8415402 -6.45 FALSE
245627_at  water stress-induced protein, pu AtGolS2 AT1G56600 -1.11 -0.15 -0.43 0.6816254 0.8415402 -6.45 FALSE
265439_at senescence-associated protein c --- AT2G21045 -1.21 -0.28 -0.43 0.6817211 0.8415402 -6.45 FALSE
264306_at unknown protein predicted by ge --- AT1G78890 -1.06 -0.08 -0.43 0.681743 0.8415402 -6.45 FALSE



250171_at  prohibitin - like protein prohibitin ATPHB5 AT5G14300 1.05 0.07 0.43 0.6816167 0.8415402 -6.45 FALSE
257745_at unknown protein  ;supported by f --- AT3G29240 1.15 0.20 0.43 0.681709 0.8415402 -6.45 FALSE
250508_at selenium-binding protein-like --- AT5G09950 -1.05 -0.07 -0.43 0.6819615 0.8416135 -6.46 FALSE
258745_at unknown protein ; supported by f --- AT3G05920 -1.05 -0.07 -0.43 0.6819465 0.8416135 -6.46 FALSE
249202_at cytochrome P450 CYP705A12AT5G42580 -1.04 -0.06 -0.43 0.6819021 0.8416135 -6.45 FALSE
265309_at putative myosin heavy chain XIG AT2G20290 1.07 0.10 0.43 0.6820587 0.8416233 -6.46 FALSE
261327_at  transcription factor, putative con --- AT1G44830 1.32 0.40 0.43 0.6820898 0.8416233 -6.46 FALSE
252546_at  DNA-binding protein  - like DNA---- AT3G45830 -1.05 -0.07 -0.43 0.6820711 0.8416233 -6.46 FALSE
257146_at unknown protein contains Pfam pGTE8 AT3G27260 1.04 0.06 0.43 0.6821171 0.8416233 -6.46 FALSE
260627_at hypothetical protein predicted by --- AT1G62310 1.08 0.11 0.43 0.6824406 0.841781 -6.46 FALSE
AFFX-r2-At- Arabidopsis thaliana /REF=M64 --- --- 1.10 0.14 0.43 0.6827246 0.841781 -6.46 FALSE
257214_at hypothetical protein  ;supported b--- AT3G15040 1.06 0.08 0.43 0.682327 0.841781 -6.46 FALSE
260344_at  polyneuridine aldehyde esteraseMES15 AT1G69240 1.05 0.07 0.43 0.6825826 0.841781 -6.46 FALSE
255836_at putative splicing factor U2AF larg--- AT2G33440 1.07 0.10 0.43 0.6824767 0.841781 -6.46 FALSE
244976_at cytochrome B6 --- --- -1.04 -0.06 -0.43 0.6826672 0.841781 -6.46 FALSE
254523_at  putative protein hypothetical pro FRS1 AT4G19990 1.07 0.10 0.43 0.6823231 0.841781 -6.46 FALSE
253667_at peroxidase ATP8a  ;supported by--- AT4G30170 1.05 0.07 0.43 0.6824229 0.841781 -6.46 FALSE
254478_at  putative protein TRANSCRIPTIO--- AT4G20330 -1.07 -0.09 -0.43 0.6825306 0.841781 -6.46 FALSE
250712_at human RAN binding protein 16-li --- AT5G06120 1.05 0.08 0.43 0.6827123 0.841781 -6.46 FALSE
251212_at  putative protein hypothetical pro --- --- -1.05 -0.07 -0.43 0.6826888 0.841781 -6.46 FALSE
260050_at hypothetical protein predicted by AGL64 AT1G29960 // 1.06 0.08 0.43 0.6826261 0.841781 -6.46 FALSE
264095_at mercaptopyruvate sulfurtransferaMST1 AT1G79230 -1.04 -0.06 -0.43 0.682673 0.841781 -6.46 FALSE
247537_s_a ABC transport protein - like ABCATH15 AT5G61690 // -1.05 -0.07 -0.43 0.6827842 0.8418089 -6.46 FALSE
256620_at  disease resistance protein, putat--- AT3G24480 1.09 0.12 0.43 0.682952 0.8419397 -6.46 FALSE
265759_at putative membrane transporter --- AT2G13100 -1.04 -0.06 -0.43 0.6829641 0.8419397 -6.46 FALSE
245111_at putative Ta11-like non-LTR retroe--- --- 1.05 0.07 0.43 0.6832344 0.8422274 -6.46 FALSE
259993_at unknown protein --- AT1G67960 -1.05 -0.08 -0.43 0.6834048 0.842392 -6.46 FALSE
245176_at unknown protein similar to GP|21--- AT2G47440 1.13 0.17 0.43 0.6837673 0.8424381 -6.46 TRUE
262798_at  putative SPL1-related protein simSPL14 AT1G20980 1.05 0.07 0.43 0.6835086 0.8424381 -6.46 FALSE
255824_at hypothetical protein predicted by --- AT2G40530 -1.15 -0.21 -0.43 0.6836346 0.8424381 -6.46 FALSE
263612_at putative CDC21 protein MCM4 AT2G16440 -1.17 -0.23 -0.43 0.6836429 0.8424381 -6.46 FALSE
262972_at unknown protein --- AT1G75620 -1.05 -0.07 -0.43 0.6837746 0.8424381 -6.46 FALSE
265427_at unknown protein --- AT2G20740 -1.06 -0.09 -0.43 0.6836849 0.8424381 -6.46 FALSE
246986_at receptor-like protein kinase  ;sup RLK AT5G67280 1.16 0.21 0.43 0.6837067 0.8424381 -6.46 FALSE
260326_at putative MYB family transcriptionAtMYB103 AT1G63910 1.06 0.08 0.43 0.6835611 0.8424381 -6.46 FALSE



248892_at unknown protein --- AT5G46300 1.04 0.06 0.43 0.6836377 0.8424381 -6.46 FALSE
253406_at  putative protein GATA transcript --- AT4G32890 1.09 0.13 0.43 0.6838403 0.8424735 -6.46 FALSE
264854_at putative RING zinc finger protein RHA3A AT2G17450 -1.06 -0.08 -0.43 0.6838784 0.842475 -6.46 FALSE
265684_at unknown protein --- AT2G24410 -1.04 -0.05 -0.43 0.6840489 0.8426395 -6.46 FALSE
256551_at unknown protein --- --- -1.05 -0.07 -0.42 0.6841225 0.8426846 -6.46 FALSE
264324_at myosin heavy chain MYA2 Stron XIB AT1G04160 -1.10 -0.14 -0.42 0.6842166 0.842755 -6.46 TRUE
261573_at hypothetical protein identical to h --- AT1G01180 1.04 0.06 0.42 0.6843186 0.8428352 -6.46 FALSE
245398_at hydroxyproline-rich glycoprotein h--- AT4G14900 1.08 0.11 0.42 0.684465 0.8428357 -6.46 TRUE
265086_at  hypothetical protein contains ZinRING1B AT1G03770 -1.07 -0.10 -0.42 0.6844254 0.8428357 -6.46 FALSE
249419_s_a putative protein MADS-box proteAGL98 AT5G39750 // -1.04 -0.06 -0.42 0.6844668 0.8428357 -6.46 FALSE
256074_at unknown protein ; supported by c--- AT1G18260 1.06 0.08 0.42 0.6844292 0.8428357 -6.46 FALSE
244977_at cytochrome b/f --- --- -1.10 -0.14 -0.42 0.684542 0.8428372 -6.46 FALSE
252782_at  putative protein predicted protein--- --- 1.04 0.06 0.42 0.6845175 0.8428372 -6.46 FALSE
247810_at 26S proteasome AAA-ATPase suRPT3 AT5G58290 -1.04 -0.06 -0.42 0.6848469 0.8428638 -6.46 FALSE
248342_at unknown protein MBD13 AT5G52230 -1.04 -0.06 -0.42 0.6847396 0.8428638 -6.46 FALSE
256825_at unknown protein similar to cell waCWLP AT3G22120 1.46 0.55 0.42 0.6847709 0.8428638 -6.46 FALSE
257872_at  P-glycoprotein, putative similar t PGP16 AT3G28360 -1.04 -0.05 -0.42 0.68462 0.8428638 -6.46 FALSE
257568_s_ahypothetical protein --- AT3G23950 // 1.06 0.09 0.42 0.6848337 0.8428638 -6.46 FALSE
245440_at RNA helicase --- AT4G16680 1.04 0.06 0.42 0.6848592 0.8428638 -6.46 FALSE
256395_at putative helix-loop-helix DNA-bin MUTE AT3G06120 1.05 0.07 0.42 0.6847882 0.8428638 -6.46 FALSE
245542_at CONSTANS like protein --- AT4G15250 1.05 0.07 0.42 0.6847516 0.8428638 -6.46 FALSE
249668_at putative protein similar to unknow--- AT5G35870 -1.06 -0.08 -0.42 0.6849425 0.8429208 -6.46 FALSE
247509_at heat shock factor 6 HSFB2A AT5G62020 -1.06 -0.08 -0.42 0.6850597 0.8430196 -6.46 FALSE
254941_s_aputative protein various reverse t --- --- 1.05 0.07 0.42 0.6852765 0.8432409 -6.46 FALSE
246805_at  putative protein various predicte AGL101 AT5G27050 -1.04 -0.06 -0.42 0.6853979 0.8433448 -6.46 FALSE
255606_at  hypothetical protein similar to T3--- AT4G01110 -1.07 -0.09 -0.42 0.6854416 0.843353 -6.46 FALSE
256277_at  omega-6 fatty acid desaturase, eFAD2 AT3G12120 1.09 0.12 0.42 0.6855518 0.8434432 -6.46 FALSE
257089_at hypothetical protein SVL3 AT3G20520 -1.05 -0.07 -0.42 0.6856227 0.8434849 -6.46 FALSE
259469_at hypothetical protein predicted by --- AT1G19100 -1.05 -0.06 -0.42 0.6857787 0.8435763 -6.46 FALSE
260376_at putative cytochrome P-450 similaCYP78A10 AT1G74110 -1.05 -0.07 -0.42 0.685808 0.8435763 -6.46 FALSE
263527_at putative thaumatin-like pathogen --- AT2G24810 -1.08 -0.11 -0.42 0.6857538 0.8435763 -6.46 FALSE
267489_s_aputative DNA2-NAM7 helicase fa--- AT2G19120 // -1.08 -0.10 -0.42 0.6859126 0.8436596 -6.46 FALSE
246367_at  light repressible receptor protein --- AT1G51880 -1.05 -0.07 -0.42 0.6860375 0.8437269 -6.46 FALSE
258115_at hypothetical protein predicted by --- AT3G14670 1.05 0.07 0.42 0.6860413 0.8437269 -6.46 FALSE
248405_at putative protein pectinesterase-likSKS2 AT5G51480 1.25 0.33 0.42 0.6862314 0.8437786 -6.46 TRUE



262249_at root hairless 1 (RHL1) similar to rRHL1 AT1G48380 1.05 0.07 0.42 0.6862139 0.8437786 -6.46 FALSE
257718_at  organ separation protein, putativanac058 AT3G18400 1.05 0.07 0.42 0.6861692 0.8437786 -6.46 FALSE
265870_at hypothetical protein predicted by PDLP6 AT2G01660 -1.04 -0.06 -0.42 0.6862024 0.8437786 -6.46 FALSE
248255_at ATP-dependent Clp protease AT CLPX AT5G53350 1.05 0.08 0.42 0.6864166 0.8438751 -6.46 FALSE
248361_at putative protein similar to unknowEDA41 AT5G52460 1.05 0.07 0.42 0.6864386 0.8438751 -6.46 FALSE
258597_x_ahypothetical protein predicted by --- AT3G04390 1.04 0.06 0.42 0.6864578 0.8438751 -6.46 FALSE
249350_at  MYB -like protein MYB22, ArabidMYB115 AT5G40360 -1.05 -0.07 -0.42 0.6863512 0.8438751 -6.46 FALSE
251167_at  putative protein proteinase inhib --- AT3G63360 1.04 0.06 0.42 0.6866977 0.8439168 -6.46 FALSE
246690_at hypothetical protein --- --- 1.05 0.07 0.42 0.6866901 0.8439168 -6.46 FALSE
248137_at putative protein contains similarit --- AT5G54950 -1.05 -0.07 -0.42 0.6866653 0.8439168 -6.46 FALSE
256574_at hypothetical protein similar to cal --- AT3G14780 1.09 0.12 0.42 0.6867137 0.8439168 -6.46 FALSE
265912_at hypothetical protein predicted by --- AT2G25565 // -1.05 -0.07 -0.42 0.6865341 0.8439168 -6.46 FALSE
247051_at At14a protein-like --- AT5G66670 -1.05 -0.07 -0.42 0.6867059 0.8439168 -6.46 FALSE
245873_at  bHLH transcription factor GBOF CIB5 AT1G26260 -1.06 -0.09 -0.42 0.686765 0.8439343 -6.46 FALSE
265877_at unknown protein  ; supported by BZIP34 AT2G42380 1.09 0.13 0.42 0.6869789 0.8439699 -6.46 TRUE
260697_at unknown protein --- AT1G32530 1.08 0.11 0.42 0.6869612 0.8439699 -6.46 FALSE
248811_at putative protein contains similarit --- AT5G47310 1.05 0.07 0.42 0.6868445 0.8439699 -6.46 FALSE
250242_at putative protein similar to unknow--- AT5G13620 1.05 0.06 0.42 0.6869306 0.8439699 -6.46 FALSE
262834_at hypothetical protein predicted by MAP65-7 AT1G14690 -1.05 -0.07 -0.42 0.6869468 0.8439699 -6.46 FALSE
260528_at putative WRKY-type DNA bindingWRKY23 AT2G47260 1.12 0.16 0.42 0.6870282 0.843985 -6.46 FALSE
251776_at  eukaryotic translation initiation faemb1624 AT3G55620 -1.07 -0.09 -0.42 0.6872272 0.8441632 -6.46 FALSE
254127_at NADPH-ferrihemoprotein reductaATR1 AT4G24520 -1.06 -0.08 -0.42 0.6872843 0.8441632 -6.46 FALSE
245891_at amino acid transport protein AAPAAP2 AT5G09220 -1.14 -0.18 -0.42 0.6872713 0.8441632 -6.46 FALSE
245045_at unknown protein similar to glycop--- AT2G26590 -1.04 -0.06 -0.42 0.6873476 0.8441861 -6.46 FALSE
248732_at  xyloglucan endo-1,4-beta-D-glucXTH20 AT5G48070 -1.06 -0.09 -0.42 0.6874067 0.8441861 -6.46 FALSE
252082_at putative protein --- AT3G51940 -1.04 -0.06 -0.42 0.687451 0.8441861 -6.46 FALSE
251460_at hypothetical protein SAC9 AT3G59770 1.04 0.06 0.42 0.6874381 0.8441861 -6.46 FALSE
255732_at  fatty acid condensing enzyme C KCS5 AT1G25450 // -1.14 -0.19 -0.42 0.6875769 0.8442222 -6.46 TRUE
245935_at hypothetical protein --- AT5G19840 1.04 0.06 0.42 0.6875914 0.8442222 -6.46 FALSE
266220_at putative dTDP-glucose 4-6-dehyd--- AT2G28755 1.06 0.09 0.42 0.6875681 0.8442222 -6.46 FALSE
262089_s_ahypothetical protein predicted by --- AT1G55980 // -1.07 -0.09 -0.42 0.6876959 0.8443051 -6.46 FALSE
263609_at putative LRR receptor protein kin--- AT2G16250 -1.05 -0.06 -0.42 0.6878067 0.8443219 -6.46 FALSE
257625_at  cytochrome P450, putative contaCYP71B24 AT3G26230 -1.26 -0.34 -0.42 0.6878551 0.8443219 -6.46 FALSE
248270_at putative protein similar to unknowORG1 AT5G53450 1.11 0.15 0.42 0.6878564 0.8443219 -6.46 FALSE
260576_at putative FCA-related protein --- AT2G47310 -1.06 -0.09 -0.42 0.6880028 0.8443219 -6.46 FALSE



260514_at hypothetical protein predicted by --- AT1G51480 1.05 0.07 0.42 0.6879428 0.8443219 -6.46 FALSE
245772_at hypothetical protein similar to put--- AT1G30300 1.08 0.11 0.42 0.6878879 0.8443219 -6.46 FALSE
267109_at hypothetical protein predicted by --- AT2G14810 1.05 0.08 0.42 0.6879028 0.8443219 -6.46 FALSE
256850_at hypothetical protein similar to hyp--- --- -1.04 -0.05 -0.42 0.6880057 0.8443219 -6.46 FALSE
250501_at  carboxypeptidase - like protein GSCPL19 AT5G09640 -1.05 -0.06 -0.42 0.6883868 0.8447441 -6.46 FALSE
245154_at putative protein similarity to predi--- AT5G12460 1.05 0.07 0.42 0.6885798 0.8449354 -6.46 FALSE
267092_at unknown protein  ;supported by f AUX1 AT2G38120 1.12 0.16 0.42 0.688639 0.8449626 -6.46 FALSE
264511_at putative galactinol synthase similAtGolS3 AT1G09350 1.17 0.22 0.42 0.6887381 0.8449933 -6.46 TRUE
263874_at putative ATP synthase  ;supporte--- AT2G21870 1.07 0.09 0.42 0.6887179 0.8449933 -6.46 FALSE
252399_at  putative cyclic nucleotide-gated CNGC16 AT3G48010 1.04 0.06 0.42 0.688786 0.8450066 -6.46 FALSE
266730_at putative RNA-binding protein --- AT2G03110 1.05 0.07 0.42 0.6890387 0.8452258 -6.46 FALSE
248143_at putative protein similar to unknow--- AT5G55040 -1.05 -0.06 -0.42 0.6890269 0.8452258 -6.46 FALSE
259602_at  disease resistance protein, putat--- AT1G56520 1.04 0.06 0.42 0.6891232 0.8452789 -6.46 FALSE
258510_at hypothetical protein predicted by --- AT3G06600 -1.05 -0.07 -0.42 0.6891827 0.8452789 -6.46 FALSE
257996_at unknown protein --- AT3G19950 1.04 0.06 0.42 0.6891932 0.8452789 -6.46 FALSE
246823_at putative protein --- AT5G26970 1.04 0.05 0.42 0.6896844 0.8457558 -6.46 FALSE
267066_at hypothetical protein predicted by --- AT2G41040 -1.07 -0.10 -0.42 0.6896679 0.8457558 -6.46 FALSE
261878_at  cytochrome P450, putative similaCYP705A25AT1G50560 -1.05 -0.06 -0.42 0.6896932 0.8457558 -6.46 FALSE
251297_at germin-like protein (GLP10) GLP10 AT3G62020 -1.13 -0.18 -0.42 0.689732 0.8457579 -6.46 FALSE
265181_at putative OBP32pep protein  ;sup --- AT1G23510 1.06 0.08 0.42 0.6897837 0.8457758 -6.46 FALSE
253995_at Col-0 casein kinase I-like protein CK1 AT4G26100 1.06 0.09 0.42 0.6901114 0.8461321 -6.46 FALSE
251661_at  putative protein NODULIN-26 - GSIP2;1 AT3G56950 -1.06 -0.09 -0.42 0.6902461 0.8462518 -6.46 TRUE
259355_at hypothetical protein predicted by --- AT3G05240 -1.05 -0.07 -0.42 0.6903037 0.8462768 -6.46 FALSE
254458_at  putative protein heat shock proteATERDJ2B AT4G21180 -1.08 -0.11 -0.42 0.6903592 0.8462994 -6.46 FALSE
249367_at  putative protein predicted protein--- AT5G40630 1.05 0.07 0.42 0.6904828 0.8463988 -6.46 FALSE
248876_at putative protein similar to unknow--- --- 1.04 0.05 0.42 0.6905324 0.8463988 -6.46 FALSE
266646_at unknown protein  ;supported by f ATPH1 AT2G29700 1.05 0.07 0.42 0.6905515 0.8463988 -6.46 FALSE
248911_at tumor-related protein-like DOG1 AT5G45830 -1.07 -0.09 -0.42 0.6906123 0.8464228 -6.46 FALSE
263489_at putative inositol polyphosphate 5 --- AT2G31830 1.05 0.07 0.42 0.6906454 0.8464228 -6.46 FALSE
245849_at  leukotriene-A4 hydrolase-like pro--- AT5G13520 -1.11 -0.14 -0.42 0.6906946 0.8464377 -6.46 FALSE
255052_at  rab7 -like protein rab7 protein -VATRABG3AAT4G09720 1.05 0.08 0.42 0.6908854 0.8465805 -6.46 FALSE
255930_at hypothetical protein predicted by --- AT1G12660 1.04 0.06 0.42 0.6908852 0.8465805 -6.46 FALSE
246696_at  putative protein predicted protein--- --- 1.05 0.07 0.42 0.6909807 0.8466063 -6.46 FALSE
259925_at thaumatin-like protein similar to thPR5 AT1G75040 1.68 0.75 0.42 0.6909741 0.8466063 -6.46 FALSE
247195_at putative protein contains similarit --- AT5G65500 1.06 0.08 0.42 0.6910274 0.846618 -6.46 FALSE



255552_at S-adenosylmethionine synthase SAM-2 AT4G01850 1.05 0.07 0.41 0.6911374 0.8466382 -6.46 TRUE
262148_at  chloroplast-localized small heat --- AT1G52560 1.11 0.15 0.41 0.6913763 0.8466382 -6.46 FALSE
255560_at  hypothetical protein similar to C. --- AT4G02030 -1.04 -0.06 -0.41 0.6912145 0.8466382 -6.46 FALSE
253752_at putative protein  ;supported by fu --- AT4G28910 1.06 0.09 0.41 0.691354 0.8466382 -6.46 FALSE
258228_at unknown protein similar to unkno--- AT3G27610 1.04 0.06 0.41 0.6913124 0.8466382 -6.46 FALSE
266209_at similar to terminal flower  ; suppoATC AT2G27550 1.08 0.11 0.41 0.6911628 0.8466382 -6.46 FALSE
264079_at putative seed storage protein (vic--- AT2G28490 1.05 0.06 0.41 0.6912603 0.8466382 -6.46 FALSE
247581_at  receptor-like protein kinase prec --- AT5G61350 -1.04 -0.06 -0.41 0.6910877 0.8466382 -6.46 FALSE
256323_at unknown protein ; supported by c--- AT1G54920 -1.06 -0.09 -0.41 0.6913779 0.8466382 -6.46 FALSE
253526_at  putative zinc finger protein hypot--- AT4G31420 1.05 0.06 0.41 0.6914876 0.8467271 -6.46 FALSE
245471_at probable ribosomal protein --- AT4G16030 1.04 0.06 0.41 0.6915522 0.8467607 -6.46 FALSE
263023_at unknown protein --- AT1G23960 1.10 0.13 0.41 0.6916434 0.846827 -6.46 FALSE
257099_s_a disease resistance protein, putat--- AT3G24982 // -1.04 -0.05 -0.41 0.691703 0.8468545 -6.46 FALSE
254690_at  N-acetylornithine deacetylase-lik--- AT4G17830 1.04 0.05 0.41 0.6918109 0.8468957 -6.46 FALSE
255002_at  AIG1-like protein AIG1 - Arabido--- AT4G09940 1.05 0.07 0.41 0.691776 0.8468957 -6.46 FALSE
248609_at unknown protein  ; supported by --- AT5G49440 1.05 0.07 0.41 0.6919048 0.8469651 -6.46 FALSE
252219_at putative protein some putative pr --- AT3G50160 1.06 0.08 0.41 0.6921359 0.8471571 -6.46 FALSE
255101_at  putative lipid transfer protein sim--- AT4G08670 1.06 0.09 0.41 0.6921326 0.8471571 -6.46 FALSE
252280_at  SF16 -like protein SF16 protein, iqd21 AT3G49260 -1.13 -0.17 -0.41 0.692175 0.8471595 -6.46 TRUE
248360_at putative protein contains similarit --- AT5G52430 -1.07 -0.10 -0.41 0.6923615 0.8472871 -6.46 FALSE
254319_at  putative protein predicted protein--- AT4G22560 1.07 0.09 0.41 0.6923218 0.8472871 -6.46 FALSE
250963_at  putative protein various predicte --- AT5G03000 1.06 0.09 0.41 0.6923907 0.8472871 -6.46 FALSE
261822_at unknown protein ;supported by fu--- AT1G11380 -1.09 -0.13 -0.41 0.6925276 0.8473278 -6.46 TRUE
249110_at disease resistance protein --- AT5G43730 1.04 0.05 0.41 0.6925958 0.8473278 -6.46 FALSE
251348_at  putative protein hypothetical pro --- AT3G61010 -1.07 -0.10 -0.41 0.6925688 0.8473278 -6.46 FALSE
253256_at  putative protein endothelin conve--- AT4G34360 1.06 0.09 0.41 0.6926445 0.8473278 -6.46 FALSE
267531_at putative calcium-dependent proteCPK14 AT2G41860 1.04 0.06 0.41 0.6925072 0.8473278 -6.46 FALSE
258839_at unknown protein  ; supported by --- AT3G07170 -1.04 -0.06 -0.41 0.6926468 0.8473278 -6.46 FALSE
264802_at putative syntaxin-related protein SYP111 AT1G08560 -1.10 -0.14 -0.41 0.6927671 0.847384 -6.46 FALSE
257942_at  SKP1/ASK1 (At8), putative simil ASK8 AT3G21830 1.06 0.08 0.41 0.6927326 0.847384 -6.46 FALSE
266540_at hypothetical protein predicted by --- AT2G35310 1.04 0.06 0.41 0.6929973 0.847514 -6.46 FALSE
257617_at hypothetical protein --- AT3G26550 1.04 0.06 0.41 0.6929298 0.847514 -6.46 FALSE
262041_at  HPt phosphotransmitter, putativeAHP6 AT1G80100 -1.06 -0.08 -0.41 0.693022 0.847514 -6.46 FALSE
252140_at putative protein several hypothet --- AT3G51070 1.04 0.05 0.41 0.6929715 0.847514 -6.46 FALSE
261585_at  NAC domain protein, putative simANAC001 AT1G01010 -1.08 -0.11 -0.41 0.6931432 0.8475714 -6.46 TRUE



252882_at Expressed protein ; supported by--- AT4G39675 1.04 0.05 0.41 0.6931295 0.8475714 -6.46 FALSE
259451_at  synaptosomal associated proteinSNAP30 AT1G13890 1.04 0.06 0.41 0.6932415 0.8476461 -6.46 FALSE
258078_at unknown protein  ;supported by f --- AT3G25870 1.10 0.14 0.41 0.6933069 0.8476807 -6.46 FALSE
263577_at putative protein kinase identical t SSP AT2G17090 1.06 0.08 0.41 0.693704 0.8480415 -6.46 FALSE
247927_at unknown protein --- AT5G57310 1.05 0.07 0.41 0.6936559 0.8480415 -6.46 FALSE
260752_at unknown protein contains similar --- AT1G49030 -1.06 -0.08 -0.41 0.6937136 0.8480415 -6.46 FALSE
264021_at putative auxin-regulated protein  --- AT2G21200 1.11 0.16 0.41 0.6938446 0.8481531 -6.46 FALSE
262909_at  serine/threonine protein phosphaPP2A-1 AT1G59830 -1.05 -0.07 -0.41 0.6938792 0.8481531 -6.46 FALSE
253125_at  DnaJ-like protein DnaJ-like prote--- AT4G36040 -1.06 -0.09 -0.41 0.6939215 0.8481557 -6.46 FALSE
263721_at hypothetical protein predicted by --- AT2G13630 1.05 0.07 0.41 0.6939557 0.8481557 -6.46 FALSE
255437_at  putative oxidoreductase similar tAOP2 AT4G03060 1.15 0.20 0.41 0.6946587 0.8485878 -6.46 TRUE
255615_at hypothetical protein --- AT4G01290 -1.04 -0.05 -0.41 0.694501 0.8485878 -6.46 FALSE
264687_at cysteine protease XBCP3 identicXBCP3 AT1G09850 1.04 0.06 0.41 0.6944434 0.8485878 -6.46 FALSE
266121_at unknown protein  ; supported by --- AT2G02160 -1.06 -0.09 -0.41 0.6944047 0.8485878 -6.46 FALSE
250085_at unknown protein --- AT5G17250 -1.06 -0.09 -0.41 0.6945447 0.8485878 -6.46 FALSE
262815_at putative cytochrome P450 strongCYP71A18 AT1G11610 1.09 0.13 0.41 0.6946671 0.8485878 -6.46 FALSE
259713_at  unknown protein similar to phosp--- AT1G77610 1.07 0.10 0.41 0.6944541 0.8485878 -6.46 FALSE
256896_at hypothetical protein predicted by --- AT3G24630 1.10 0.13 0.41 0.6946813 0.8485878 -6.46 FALSE
249935_at acyl CoA reductase-like protein FAR7 AT5G22420 1.04 0.06 0.41 0.6945138 0.8485878 -6.46 FALSE
257936_at hypothetical protein contains sim --- --- -1.06 -0.08 -0.41 0.6945792 0.8485878 -6.46 FALSE
256278_at unknown protein ; supported by f --- AT3G12130 -1.04 -0.06 -0.41 0.6948417 0.8487383 -6.46 FALSE
246886_at CLC-d chloride channel protein CLC-D AT5G26240 1.05 0.07 0.41 0.6950862 0.8489915 -6.46 FALSE
252414_at  putative protein sn-glycerol-3-ph --- AT3G47420 -1.07 -0.10 -0.41 0.6952869 0.8490659 -6.46 TRUE
247881_at putative protein similar to unknow--- AT5G57700 -1.12 -0.16 -0.41 0.6952817 0.8490659 -6.46 TRUE
267453_at putative homeodomain transcript HB-3 AT2G33880 -1.07 -0.10 -0.41 0.6954077 0.8490659 -6.46 FALSE
245403_at putative protein --- AT4G17590 1.04 0.06 0.41 0.6953912 0.8490659 -6.46 FALSE
249593_at  putative protein SIAH1 protein, B--- AT5G37900 1.04 0.06 0.41 0.6953464 0.8490659 -6.46 FALSE
247028_at DNA polymerase alpha 1 ICU2 AT5G67100 -1.11 -0.15 -0.41 0.6952526 0.8490659 -6.46 FALSE
251715_at  putative protein putative WRKY- --- AT3G56390 -1.04 -0.06 -0.41 0.695321 0.8490659 -6.46 FALSE
259388_at  steroid sulfotransferase, putativeST4B AT1G13420 -1.05 -0.07 -0.41 0.6954635 0.8490886 -6.46 FALSE
254550_at Fe(II) transport protein  ;supporteIRT1 AT4G19690 -1.04 -0.05 -0.41 0.6955864 0.8491253 -6.46 FALSE
265004_at  polyprotein, putative similar to po--- --- -1.06 -0.08 -0.41 0.695552 0.8491253 -6.46 FALSE
260742_at  putative glycerol kinase identicalIAA34 AT1G15050 -1.04 -0.06 -0.41 0.6956053 0.8491253 -6.46 FALSE
244932_at PSI 9KDa protein --- --- -1.05 -0.08 -0.41 0.6957116 0.8491643 -6.46 FALSE
251465_at  transporter-like protein UDP-galaUTR6 AT3G59360 -1.04 -0.05 -0.41 0.6956774 0.8491643 -6.46 FALSE



260860_at hypothetical protein predicted by --- AT1G43810 1.05 0.07 0.41 0.6958128 0.8492423 -6.46 FALSE
249182_at putative protein similar to unknow--- AT5G42960 1.04 0.06 0.41 0.6960089 0.8494362 -6.46 FALSE
260690_at  RING finger protein, putative simNHL8 AT1G32340 -1.04 -0.05 -0.41 0.6960958 0.8494968 -6.46 FALSE
254210_at  putative protein zinc finger prote --- AT4G23450 1.10 0.13 0.41 0.6965967 0.8496116 -6.46 TRUE
251663_at  putative protein hypothetical pro --- AT3G57070 -1.05 -0.07 -0.41 0.6967968 0.8496116 -6.46 FALSE
259685_at unknown protein AtPP2-A11 AT1G63090 1.08 0.11 0.41 0.6968513 0.8496116 -6.46 FALSE
264240_at  protein kinase, putative Simisimi --- AT1G54820 1.20 0.27 0.41 0.6968573 0.8496116 -6.46 FALSE
263429_at putative aspartate aminotransferaAAT AT2G22250 1.17 0.23 0.41 0.6967881 0.8496116 -6.46 FALSE
257399_at putative OBP32pep protein --- AT1G23690 -1.03 -0.05 -0.41 0.6964723 0.8496116 -6.46 FALSE
267293_at hypothetical protein TET8 AT2G23810 1.09 0.12 0.41 0.6967464 0.8496116 -6.46 FALSE
258487_at unknown protein  ;supported by f LBD41 AT3G02550 1.21 0.27 0.41 0.6964018 0.8496116 -6.46 FALSE
265935_at putative senescence-associated TET2 AT2G19580 1.08 0.11 0.41 0.6964992 0.8496116 -6.46 FALSE
246647_at putative protein predicted protein --- --- 1.04 0.06 0.41 0.6963178 0.8496116 -6.46 FALSE
250084_at unknown protein SDG40 AT5G17240 -1.07 -0.10 -0.41 0.6966789 0.8496116 -6.46 FALSE
266307_at putative cytochrome P450 CYP705A8 AT2G27000 -1.05 -0.07 -0.41 0.6965209 0.8496116 -6.46 FALSE
256701_at  transcription initiation factor IIF, --- AT3G52270 -1.05 -0.07 -0.41 0.6964724 0.8496116 -6.46 FALSE
260977_at hypothetical protein predicted by --- AT1G53420 1.05 0.06 0.41 0.6968603 0.8496116 -6.46 FALSE
257490_x_a Myb homolog (CPC), putative simETC1 AT1G01380 -1.03 -0.05 -0.41 0.6962321 0.8496116 -6.46 FALSE
258363_at putative pectin methylesterase si ATPMEPCRAT3G14300 1.05 0.07 0.41 0.6963095 0.8496116 -6.46 FALSE
255404_at predicted protein --- AT4G03153 1.05 0.07 0.41 0.6965338 0.8496116 -6.46 FALSE
256847_at  early nodule-specific protein, put--- AT3G27950 -1.05 -0.07 -0.41 0.6967144 0.8496116 -6.46 FALSE
244931_at hypothetical protein --- --- 1.07 0.10 0.41 0.6970682 0.8498197 -6.46 FALSE
260108_at hypothetical protein similar to put--- AT1G63280 1.05 0.07 0.41 0.6973035 0.850061 -6.47 FALSE
250373_at putative protein --- AT5G11470 1.04 0.05 0.41 0.6974009 0.8501343 -6.47 FALSE
253206_at  putative squalene synthase non-SQS1 AT4G34640 -1.05 -0.07 -0.41 0.6974393 0.8501358 -6.47 FALSE
257385_at hypothetical protein predicted by --- AT2G01800 -1.05 -0.07 -0.41 0.6974825 0.850143 -6.47 FALSE
248479_at unknown protein --- AT5G50910 1.04 0.05 0.41 0.6976062 0.8502483 -6.47 FALSE
248300_at PP2A regulatory subunit  ;supporTAP46 AT5G53000 1.06 0.09 0.40 0.6980569 0.8507068 -6.47 FALSE
266443_at putative myb-related transcription--- AT2G43270 -1.04 -0.05 -0.41 0.6980253 0.8507068 -6.47 #VALUE!
246424_at Exportin1 (XPO1) protein  ; supp XPO1A AT5G17020 -1.05 -0.08 -0.40 0.6983079 0.8507379 -6.47 FALSE
261370_at  cell division-related protein, puta--- AT1G53050 -1.04 -0.06 -0.40 0.6982479 0.8507379 -6.47 FALSE
262609_at unknown protein ;supported by fu--- AT1G13930 -1.05 -0.08 -0.40 0.6983183 0.8507379 -6.47 FALSE
265808_at hypothetical protein predicted by --- AT2G17960 1.04 0.06 0.40 0.6981847 0.8507379 -6.47 FALSE
257503_at  DAG-like protein similar to DAG --- AT1G72530 -1.06 -0.09 -0.40 0.6983436 0.8507379 -6.47 FALSE
255592_s_ahypothetical protein --- AT2G34280 // -1.05 -0.08 -0.40 0.6982599 0.8507379 -6.47 FALSE



264631_at DegP protease contains similarityDegP3 AT1G65630 -1.05 -0.07 -0.40 0.6981601 0.8507379 -6.47 FALSE
256500_at Ty1/copia-element polyprotein --- --- 1.05 0.07 0.40 0.6984197 0.8507397 -6.47 FALSE
255705_at hypothetical protein  ;supported b--- AT4G00160 -1.04 -0.06 -0.40 0.698387 0.8507397 -6.47 FALSE
249093_at putative protein similar to unknow--- AT5G43880 -1.04 -0.06 -0.40 0.6985076 0.8508014 -6.47 TRUE
250870_at hypothetical protein --- AT5G03920 -1.05 -0.06 -0.40 0.6985546 0.8508133 -6.47 FALSE
263656_at putative auxin-induced protein AUSHY2 AT1G04240 -1.26 -0.33 -0.40 0.6986754 0.8509149 -6.47 TRUE
256376_s_aunknown protein PXMT1 AT1G66690 // -1.16 -0.21 -0.40 0.6987573 0.8509238 -6.47 TRUE
250924_at putative protein  ;supported by fu --- AT5G03440 1.05 0.07 0.40 0.6987343 0.8509238 -6.47 FALSE
244954_s_ahypothetical protein --- AT2G07732 1.10 0.14 0.40 0.6989668 0.85106 -6.47 FALSE
254748_at unknown protein --- --- -1.04 -0.06 -0.40 0.6989424 0.85106 -6.47 FALSE
259949_at hypothetical protein predicted by --- AT1G71420 1.05 0.07 0.40 0.6989811 0.85106 -6.47 FALSE
258000_at AIG2-like protein similar to AIG2 --- AT3G28940 1.09 0.12 0.40 0.6992448 0.8513302 -6.47 TRUE
255179_at putative transposon protein --- --- 1.03 0.05 0.40 0.6992776 0.8513302 -6.47 FALSE
266542_at unknown protein ARAD1 AT2G35100 1.04 0.06 0.40 0.6993567 0.851381 -6.47 FALSE
254374_at hypothetical protein  ;supported b--- AT4G21780 1.04 0.06 0.40 0.6994024 0.8513913 -6.47 FALSE
262894_at  disease resistance protein, putat--- AT1G59780 -1.05 -0.07 -0.40 0.6995123 0.8514659 -6.47 FALSE
247840_at  putative protein protein x 0001, H--- AT5G58020 1.04 0.05 0.40 0.6995384 0.8514659 -6.47 FALSE
254781_at  putative protein putative protein --- AT4G12840 1.04 0.06 0.40 0.6996207 0.8515206 -6.47 FALSE
261917_at hypothetical protein similar to TM--- AT1G65920 -1.10 -0.14 -0.40 0.6997735 0.8515993 -6.47 FALSE
252755_at putative protein hypothetical prot --- --- 1.05 0.07 0.40 0.6997974 0.8515993 -6.47 FALSE
258020_at unknown protein  ;supported by f NHD1 AT3G19490 -1.05 -0.07 -0.40 0.6997749 0.8515993 -6.47 FALSE
255127_at  nodulin-like protein nodulin gene--- AT4G08300 -1.18 -0.24 -0.40 0.7000055 0.8517035 -6.47 TRUE
261013_at fatty acid elongase 3-ketoacyl-CoATUPS5 AT1G26440 1.07 0.09 0.40 0.7000181 0.8517035 -6.47 FALSE
252761_at putative protein several hypothet --- AT3G42770 1.08 0.10 0.40 0.6999542 0.8517035 -6.47 FALSE
262681_at anter-specific proline-rich -like pr --- AT1G75890 1.04 0.05 0.40 0.7000323 0.8517035 -6.47 FALSE
260587_at unknown protein ; supported by c--- AT1G53210 -1.05 -0.07 -0.40 0.7002975 0.8517535 -6.47 FALSE
255882_x_ahypothetical protein contains sim --- AT1G20280 -1.05 -0.07 -0.40 0.7001829 0.8517535 -6.47 FALSE
248988_at putative protein contains similarit --- AT5G45190 -1.05 -0.07 -0.40 0.7001479 0.8517535 -6.47 FALSE
250445_at  nucleoid DNA-binding protein cn--- AT5G10760 -1.37 -0.46 -0.40 0.700216 0.8517535 -6.47 FALSE
260130_s_a beta-glucosidase, putative similaBGLU21 AT1G66270 // -1.04 -0.05 -0.40 0.7002752 0.8517535 -6.47 FALSE
261028_at hypothetical protein predicted by --- AT1G26620 1.05 0.06 0.40 0.7002309 0.8517535 -6.47 FALSE
262210_at hypothetical protein predicted by IQD31 AT1G74690 -1.11 -0.15 -0.40 0.7004156 0.8518063 -6.47 TRUE
255746_at  heat shock transcription factor, p--- AT1G32020 -1.04 -0.06 -0.40 0.7003846 0.8518063 -6.47 FALSE
260490_at  ATP-dependent transmembraneCER5 AT1G51500 -1.09 -0.13 -0.40 0.7005169 0.8518842 -6.47 TRUE
256925_at hypothetical protein predicted by --- --- 1.04 0.06 0.40 0.7006242 0.8519692 -6.47 FALSE



252243_at putative protein some putative pr --- AT3G50120 -1.10 -0.14 -0.40 0.7007369 0.8520608 -6.47 FALSE
248604_at protein kinase --- AT5G49470 -1.08 -0.11 -0.40 0.701 0.8523352 -6.47 FALSE
250680_at putative protein similar to unknow--- AT5G06570 -1.11 -0.15 -0.40 0.7011461 0.8524604 -6.47 TRUE
246882_at  putative protein predicted protein--- AT5G26180 -1.04 -0.06 -0.40 0.7013102 0.8524604 -6.47 FALSE
260436_at unknown protein --- AT1G68140 1.06 0.08 0.40 0.7012738 0.8524604 -6.47 FALSE
257886_at  pectinesterase, putative similar t --- AT3G17060 1.05 0.07 0.40 0.7013271 0.8524604 -6.47 FALSE
248396_at unknown protein --- AT5G52130 1.05 0.07 0.40 0.7012307 0.8524604 -6.47 FALSE
254706_at  putative protein DNA-binding pro--- AT4G17950 -1.06 -0.09 -0.40 0.7012704 0.8524604 -6.47 FALSE
262035_at  polyprotein, putative similar to po--- --- 1.04 0.06 0.40 0.7013733 0.8524711 -6.47 FALSE
254572_at  putative protein predicted protein--- AT4G19380 -1.04 -0.06 -0.40 0.70143 0.8524946 -6.47 FALSE
256702_at unknown protein contains Pfam p--- AT3G30380 1.07 0.10 0.40 0.7016389 0.8527031 -6.47 FALSE
265303_at hypothetical protein --- --- 1.04 0.06 0.40 0.7017069 0.8527402 -6.47 FALSE
248802_at Expressed protein ; supported by--- AT5G47435 -1.05 -0.07 -0.40 0.7019635 0.8528255 -6.47 FALSE
256988_s_a adenosine triphosphatase, putat --- AT3G28710 // -1.04 -0.05 -0.40 0.7019746 0.8528255 -6.47 FALSE
254156_at  Rab geranylgeranyl transferase --- AT4G24490 -1.06 -0.09 -0.40 0.7019452 0.8528255 -6.47 FALSE
251050_at putative protein --- AT5G02440 1.05 0.07 0.40 0.7019691 0.8528255 -6.47 FALSE
245820_at  allyl alcohol dehydrogenase, put --- AT1G26320 1.04 0.06 0.40 0.7018278 0.8528255 -6.47 FALSE
261082_at unknown protein ; supported by c--- AT1G07360 -1.04 -0.05 -0.40 0.7020014 0.8528255 -6.47 FALSE
259211_at unknown protein identical to GB:A--- AT3G09020 1.18 0.23 0.40 0.7020809 0.8528767 -6.47 TRUE
245764_s_ahypothetical protein contains sim ATCSA-1 AT1G19750 // -1.04 -0.06 -0.40 0.7021232 0.8528826 -6.47 FALSE
248008_at transcription factor NtWRKY4-likeWRKY2 AT5G56270 -1.07 -0.10 -0.40 0.702519 0.8530502 -6.47 FALSE
266273_at putative zinc transporter MTPB1 AT2G29410 1.18 0.24 0.40 0.702523 0.8530502 -6.47 FALSE
262765_at putative cytochrome P450 monooCYP86C4 AT1G13150 1.05 0.07 0.40 0.7025229 0.8530502 -6.47 FALSE
247233_at mitochondrial carrier protein-like --- AT5G64970 -1.05 -0.07 -0.40 0.7023679 0.8530502 -6.47 FALSE
250882_at putative protein  ;supported by fu --- AT5G04000 -1.04 -0.06 -0.40 0.7023893 0.8530502 -6.47 FALSE
257197_at  selenium binding protein, putativSBP3 AT3G23800 1.04 0.06 0.40 0.702414 0.8530502 -6.47 FALSE
263741_at hypothetical protein predicted by --- AT2G20620 1.06 0.08 0.40 0.7024518 0.8530502 -6.47 FALSE
250807_at helicase-like transcription factor-l --- AT5G05130 -1.06 -0.08 -0.40 0.7028852 0.853417 -6.47 FALSE
249980_at putative protein --- AT5G18870 -1.05 -0.07 -0.40 0.7028999 0.853417 -6.47 FALSE
251863_at  kinesin-like protein kinesin, SyncMRH2 AT3G54870 1.04 0.05 0.40 0.7029471 0.853429 -6.47 FALSE
249556_at Expressed protein ; supported by--- AT5G38195 -1.04 -0.06 -0.40 0.7030276 0.8534359 -6.47 FALSE
255386_at hypothetical protein --- AT4G03620 -1.04 -0.06 -0.40 0.703003 0.8534359 -6.47 FALSE
263604_s_aputative replication protein A1 --- --- -1.03 -0.05 -0.40 0.7030655 0.8534365 -6.47 FALSE
262827_at putative cytochrome P450 monooCYP71B29 AT1G13100 1.10 0.13 0.40 0.7032693 0.8536384 -6.47 FALSE
248646_at unknown protein  ;supported by f --- AT5G49100 1.10 0.13 0.40 0.703417 0.8537268 -6.47 FALSE



266491_at putative retroelement pol polypro --- --- -1.04 -0.06 -0.40 0.7033806 0.8537268 -6.47 FALSE
258552_at putative pectate lyase similar to p--- AT3G07010 1.30 0.38 0.40 0.7034611 0.8537291 -6.47 FALSE
248319_at unknown protein --- AT5G52710 1.04 0.06 0.40 0.7034938 0.8537291 -6.47 FALSE
259177_at hypothetical protein similar to put--- AT3G01630 1.04 0.06 0.40 0.7035954 0.8537617 -6.47 FALSE
258118_at unknown protein --- AT3G14710 1.06 0.08 0.40 0.7035927 0.8537617 -6.47 FALSE
252927_at  cysteine proteinase RD19A idenRD19 AT4G39090 -1.04 -0.06 -0.40 0.7038655 0.853955 -6.47 FALSE
264654_s_a putative sugar transport protein, --- AT1G08890 // -1.08 -0.11 -0.40 0.7038671 0.853955 -6.47 FALSE
248703_at  dermal glycoprotein precursor, e--- AT5G48430 1.40 0.48 0.40 0.7038393 0.853955 -6.47 FALSE
254962_at  putative glucanase endo-beta-1,AtGH9C3 AT4G11050 1.05 0.07 0.40 0.7039625 0.85398 -6.47 FALSE
249665_at unknown protein --- AT5G35830 1.05 0.07 0.40 0.7039579 0.85398 -6.47 FALSE
262002_at hypothetical protein predicted by --- AT1G64450 1.04 0.05 0.40 0.7041581 0.8541717 -6.47 FALSE
261983_at  protein kinase, putative similar to--- AT1G33770 1.08 0.11 0.40 0.7042715 0.8542566 -6.47 FALSE
247471_at  putative protein receptor-like proERL1 AT5G62230 1.05 0.07 0.40 0.704345 0.8542566 -6.47 FALSE
253870_at putative protein --- AT4G27530 1.05 0.07 0.40 0.7043628 0.8542566 -6.47 FALSE
258571_at hypothetical protein predicted by anac048 AT3G04420 1.05 0.07 0.40 0.7043778 0.8542566 -6.47 FALSE
256347_at unknown protein similar to putativ--- --- -1.05 -0.07 -0.40 0.7045465 0.8544158 -6.47 FALSE
253408_at  putative protein phosphoprotein --- AT4G32950 1.04 0.05 0.40 0.7046579 0.8544768 -6.47 FALSE
247888_at phytocyanin/early nodulin-like pro--- AT5G57920 -1.05 -0.07 -0.40 0.7046718 0.8544768 -6.47 FALSE
263278_at dynamin-like protein DRP3B AT2G14120 -1.05 -0.07 -0.40 0.704895 0.8546812 -6.47 FALSE
259737_at  acyl-CoA synthetase, putative si --- AT1G64400 1.15 0.20 0.40 0.7049153 0.8546812 -6.47 FALSE
256776_at  multispanning membrane protein--- AT3G13772 1.04 0.06 0.39 0.7052587 0.855017 -6.47 FALSE
264029_at unknown protein MRH6 AT2G03720 1.05 0.06 0.39 0.7052672 0.855017 -6.47 FALSE
255590_at  cathepsin B-like cysteine proteas--- AT4G01610 -1.06 -0.08 -0.39 0.7053719 0.8550248 -6.47 TRUE
263879_at hypothetical protein predicted by --- AT2G22030 1.04 0.06 0.39 0.7053861 0.8550248 -6.47 FALSE
253510_at hypothetical protein GDU1 AT4G31730 1.10 0.14 0.39 0.7053813 0.8550248 -6.47 FALSE
262020_at  polyprotein, putative similar to ga--- --- -1.04 -0.06 -0.39 0.7055371 0.8551624 -6.47 FALSE
260710_at  protein phosphatase 2C, putative--- AT1G17545 1.04 0.06 0.39 0.7056635 0.8552701 -6.47 FALSE
262695_at  vacuolor sorting protein 35, putaVPS35B AT1G75850 1.04 0.06 0.39 0.7059634 0.8555551 -6.47 FALSE
250947_at putative protein --- AT5G03450 -1.06 -0.08 -0.39 0.7059736 0.8555551 -6.47 FALSE
247768_at  I-box binding factor - like protein --- AT5G58900 -1.14 -0.19 -0.39 0.7061073 0.8555808 -6.47 TRUE
245675_at hypothetical protein similar to put--- --- 1.07 0.09 0.39 0.7060922 0.8555808 -6.47 FALSE
257591_at  leucine-rich repeat disease resisAtRLP39 AT3G24900 1.03 0.05 0.39 0.7060383 0.8555808 -6.47 FALSE
249995_at  protein kinase -like protein prote --- AT5G18610 -1.04 -0.05 -0.39 0.7063244 0.8557983 -6.47 FALSE
255157_at hypothetical protein --- --- 1.03 0.05 0.39 0.7063992 0.8558435 -6.47 FALSE
257923_at hypothetical protein predicted by --- AT3G23160 1.12 0.17 0.39 0.7064454 0.8558541 -6.47 TRUE



260905_at hypothetical protein predicted by --- AT1G02710 1.03 0.05 0.39 0.706557 0.8558796 -6.47 FALSE
262144_at hypothetical protein predicted by --- AT1G52620 1.04 0.06 0.39 0.7065554 0.8558796 -6.47 FALSE
265995_at hypothetical protein predicted by --- AT2G24140 1.04 0.06 0.39 0.7065791 0.8558796 -6.47 FALSE
248782_at palmitoyl-protein thioesterase pre--- AT5G47340 1.05 0.06 0.39 0.7066268 0.8558919 -6.47 FALSE
249174_at putative protein similar to unknow--- AT5G42900 1.09 0.12 0.39 0.706792 0.855956 -6.47 FALSE
255772_at  calmodulin, putative similar to ca--- AT1G18530 -1.05 -0.07 -0.39 0.7067272 0.855956 -6.47 FALSE
245203_at hypothetical protein similar to pro--- --- 1.04 0.05 0.39 0.7067922 0.855956 -6.47 FALSE
244956_s_ahypothetical protein --- --- 1.05 0.07 0.39 0.7069623 0.8561164 -6.47 FALSE
262034_at hypothetical protein predicted by --- --- 1.04 0.06 0.39 0.7071084 0.8562475 -6.47 FALSE
248123_at putative protein similar to unknow--- AT5G54720 1.04 0.06 0.39 0.7071455 0.8562475 -6.47 FALSE
262871_at hypothetical protein predicted by --- AT1G65010 -1.15 -0.20 -0.39 0.7072603 0.8562852 -6.47 TRUE
250355_at  putative protein predicted protein--- AT5G11700 1.05 0.08 0.39 0.7072894 0.8562852 -6.47 FALSE
247221_at Expressed protein ; supported byLIP1 AT5G64813 1.04 0.05 0.39 0.7072442 0.8562852 -6.47 FALSE
264829_at hypothetical protein predicted by ANAC006 AT1G03490 -1.04 -0.05 -0.39 0.7073608 0.8563263 -6.47 FALSE
266163_at hypothetical protein predicted by --- AT2G28130 -1.07 -0.10 -0.39 0.7075368 0.8564126 -6.47 TRUE
264172_at unknown protein VAD1 AT1G02120 1.07 0.09 0.39 0.7075483 0.8564126 -6.47 FALSE
248569_at receptor protein kinase-like --- AT5G49770 -1.05 -0.07 -0.39 0.7075823 0.8564126 -6.47 FALSE
250435_at  putative protein various predicte RING1 AT5G10380 1.10 0.14 0.39 0.7075491 0.8564126 -6.47 FALSE
256104_at  trehalose-6-phosphate synthaseATTPS2 AT1G16980 1.04 0.06 0.39 0.7076477 0.8564186 -6.47 FALSE
255209_at see GB:AF077408 --- --- 1.05 0.07 0.39 0.7076999 0.8564186 -6.47 FALSE
249206_at putative protein similar to unknowATS AT5G42630 -1.06 -0.08 -0.39 0.7076643 0.8564186 -6.47 FALSE
247426_at putative protein contains similarit --- AT5G62570 1.09 0.12 0.39 0.7077457 0.8564286 -6.47 FALSE
251115_at  putative protein symplekin - HomESP4 AT5G01400 -1.05 -0.06 -0.39 0.7079754 0.8566612 -6.47 FALSE
262337_at hypothetical protein similar to hyp--- AT1G64260 1.05 0.07 0.39 0.7080661 0.8567255 -6.47 FALSE
254309_s_a putative protein predicted protein--- AT4G22390 // -1.05 -0.08 -0.39 0.7082104 0.8568545 -6.47 FALSE
253164_at Expressed protein ; supported by--- AT4G35725 1.04 0.06 0.39 0.708281 0.8568946 -6.47 FALSE
245361_at hypothetical protein ;supported b --- AT4G17790 1.09 0.12 0.39 0.7084225 0.8570203 -6.47 FALSE
259725_at Expressed protein ; supported by--- AT1G61065 -1.07 -0.10 -0.39 0.7085925 0.8571252 -6.47 FALSE
259421_at  disease resistance protein, putat--- AT1G13910 1.06 0.08 0.39 0.7086242 0.8571252 -6.47 FALSE
266133_at putative C2H2-type zinc finger pr --- AT2G45120 1.04 0.06 0.39 0.7086596 0.8571252 -6.47 FALSE
256623_at myosin identical to myosin GB:CAATM1 AT3G19960 1.05 0.07 0.39 0.708583 0.8571252 -6.47 FALSE
248794_at ethylene responsive element bindERF2 AT5G47220 -1.24 -0.31 -0.39 0.7089068 0.8572425 -6.47 FALSE
246242_at putative protein --- AT4G36600 1.07 0.09 0.39 0.7088477 0.8572425 -6.47 FALSE
257483_at hypothetical protein contains sim ICK5 AT1G49620 1.04 0.06 0.39 0.708883 0.8572425 -6.47 FALSE
258103_at hypothetical protein contains Pfa IPT7 AT3G23630 -1.06 -0.08 -0.39 0.7088351 0.8572425 -6.47 FALSE



263028_at  protein kinase, putative similar to--- AT1G24030 1.06 0.09 0.39 0.7090225 0.8572666 -6.47 FALSE
259560_at hypothetical protein WAK2 AT1G21270 1.15 0.20 0.39 0.7089698 0.8572666 -6.47 FALSE
263282_at Expressed protein ; supported by--- AT2G14095 1.04 0.06 0.39 0.7090395 0.8572666 -6.47 FALSE
260216_at hypothetical protein contains Pfa --- AT1G74580 -1.04 -0.06 -0.39 0.7091683 0.8573768 -6.47 FALSE
266278_at putative tropinone reductase --- AT2G29300 -1.12 -0.17 -0.39 0.7092078 0.8573791 -6.47 FALSE
246835_at  putative protein putative APC11 --- AT5G26640 1.05 0.08 0.39 0.7092655 0.8574035 -6.47 FALSE
249642_at putative protein --- AT5G36960 -1.05 -0.07 -0.39 0.7093863 0.8575041 -6.47 FALSE
261727_at  S-adenosyl-methionine-sterol-C-SMT3 AT1G76090 1.09 0.12 0.39 0.7098069 0.8575624 -6.47 TRUE
263548_at  glycine-rich RNA binding proteinCCR2 AT2G21660 // 1.05 0.07 0.39 0.7099923 0.8575624 -6.47 FALSE
267208_at putative shaggy-like protein kinasASKdZeta AT2G30980 1.04 0.05 0.39 0.7098351 0.8575624 -6.47 FALSE
258238_at unknown protein RST1 AT3G27670 -1.04 -0.05 -0.39 0.7099579 0.8575624 -6.47 FALSE
266859_at putative MADS-box protein AGL41 AT2G26880 1.05 0.07 0.39 0.7098956 0.8575624 -6.47 FALSE
266135_at putative transcription factor IIIB 7--- AT2G45100 -1.08 -0.11 -0.39 0.7096885 0.8575624 -6.47 FALSE
265144_at putative serine/threonine protein --- AT1G51170 -1.06 -0.09 -0.39 0.7096906 0.8575624 -6.47 FALSE
265493_at unknown protein predicted by ge --- AT2G15670 1.04 0.06 0.39 0.7098073 0.8575624 -6.47 FALSE
255642_at hypothetical protein iqd17 AT4G00820 -1.08 -0.11 -0.39 0.7100361 0.8575624 -6.47 FALSE
264182_at  MADS-box protein, putative simiAGL23 AT1G65360 -1.04 -0.06 -0.39 0.7097795 0.8575624 -6.47 FALSE
266849_at putative vacuolar processing enzALPHA-VPEAT2G25940 1.04 0.06 0.39 0.7098329 0.8575624 -6.47 FALSE
256768_at  hypothetical protein predicted byLDL2 AT3G13682 -1.04 -0.05 -0.39 0.7096298 0.8575624 -6.47 FALSE
261862_at  DNA-binding protein, putative sim--- AT1G50410 -1.06 -0.08 -0.39 0.7100098 0.8575624 -6.47 FALSE
257316_at hypothetical protein predicted by --- --- 1.04 0.06 0.39 0.709945 0.8575624 -6.47 FALSE
265421_s_apredicted protein --- AT2G20616 // 1.05 0.07 0.39 0.7097976 0.8575624 -6.47 FALSE
250121_at protein kinase-like protein --- AT5G16500 1.04 0.05 0.39 0.7099433 0.8575624 -6.47 FALSE
250298_at  putative protein NLI-interacting f --- AT5G11860 1.05 0.07 0.39 0.7102838 0.8577876 -6.47 FALSE
258548_at hypothetical protein ULP1A AT3G06910 -1.06 -0.08 -0.39 0.7103252 0.8577876 -6.47 FALSE
257015_at hypothetical protein predicted by --- AT3G28680 1.05 0.07 0.39 0.7103354 0.8577876 -6.47 FALSE
267038_at expressed protein supported by c--- AT2G38480 1.12 0.16 0.39 0.7105736 0.8580298 -6.47 TRUE
254795_at putative protein --- AT4G12990 1.04 0.06 0.39 0.7106325 0.8580556 -6.47 FALSE
249038_at putative protein contains similarit RING1A AT5G44280 1.05 0.07 0.39 0.710756 0.8581592 -6.47 FALSE
248097_at protein phosphatase X isoform 2 PPX2 AT5G55260 -1.05 -0.07 -0.39 0.7109847 0.8581759 -6.47 FALSE
254577_at putative protein  ;supported by fu --- AT4G19450 -1.07 -0.09 -0.39 0.71102 0.8581759 -6.47 FALSE
251886_at  putative protein various predicte --- AT3G54260 -1.08 -0.10 -0.39 0.7108192 0.8581759 -6.47 FALSE
251459_at  putative protein hypothetical pro --- AT3G60200 1.13 0.18 0.39 0.7110036 0.8581759 -6.47 FALSE
261347_at unknown protein ELF7 AT1G79730 1.05 0.07 0.39 0.7109813 0.8581759 -6.47 FALSE
248512_at protein translocation complex Se SIG2 AT1G08540 // 1.09 0.13 0.39 0.7110332 0.8581759 -6.47 FALSE



252098_at putative protein several hypothet --- AT3G51330 1.16 0.22 0.39 0.7108508 0.8581759 -6.47 FALSE
256891_at hypothetical protein contains sim --- AT3G19030 1.06 0.08 0.39 0.711291 0.858382 -6.47 TRUE
258859_at Expressed protein ; supported by--- AT3G02120 -1.03 -0.05 -0.39 0.7114297 0.858382 -6.47 FALSE
249943_at putative protein similar to unknow--- AT5G22280 -1.09 -0.13 -0.39 0.7113884 0.858382 -6.47 FALSE
255350_at putative transposon protein simila--- --- -1.04 -0.05 -0.39 0.7114024 0.858382 -6.47 FALSE
251435_at putative protein hypothetical prot --- --- -1.04 -0.06 -0.39 0.7112826 0.858382 -6.47 FALSE
255758_at hypothetical protein predicted by --- AT1G16800 1.04 0.06 0.39 0.7114287 0.858382 -6.47 FALSE
267229_s_aputative translation initiation facto--- AT2G44070 // -1.09 -0.13 -0.39 0.7116014 0.8585006 -6.47 FALSE
255114_at putative protein various putative r--- --- 1.06 0.09 0.39 0.7116033 0.8585006 -6.47 FALSE
261778_at hypothetical protein predicted by --- AT1G76220 1.03 0.05 0.39 0.7116956 0.8585666 -6.47 FALSE
264769_at hypothetical protein predicted by --- AT1G61350 -1.10 -0.14 -0.39 0.7117731 0.8586146 -6.47 FALSE
259559_at hypothetical protein WAK3 AT1G21240 -1.07 -0.10 -0.39 0.7119236 0.858646 -6.47 FALSE
264961_at unknown protein contains similar PRAF1 AT1G76950 -1.09 -0.13 -0.39 0.7119081 0.858646 -6.47 FALSE
267546_at putative disease resistance proteAtRLP23 AT2G32680 1.24 0.31 0.39 0.7119393 0.858646 -6.47 FALSE
256368_at  cinnamyl alcohol dehydrogenase--- AT1G66800 -1.04 -0.06 -0.39 0.7119496 0.858646 -6.47 FALSE
246516_at  putative protein auxin-independe--- AT5G15740 -1.16 -0.22 -0.39 0.7119918 0.8586514 -6.47 FALSE
262081_at  kinesin motor protein (kin2), putaZCF125 AT1G59540 -1.05 -0.07 -0.39 0.7120759 0.8587074 -6.47 FALSE
252335_at  putative protein putative protein --- AT3G48860 -1.05 -0.07 -0.38 0.7123167 0.8587972 -6.47 FALSE
259672_at  DNA-directed RNA polymerase i--- AT1G68990 -1.12 -0.16 -0.38 0.7123242 0.8587972 -6.47 FALSE
245524_at cytochrome c oxidoreductase like--- AT4G15920 -1.13 -0.18 -0.38 0.7123762 0.8587972 -6.47 FALSE
262723_at hypothetical protein predicted by --- AT1G43630 1.06 0.08 0.38 0.7123579 0.8587972 -6.47 FALSE
264135_at  S-locus protein, putative similar --- AT1G79030 -1.04 -0.06 -0.38 0.7122431 0.8587972 -6.47 FALSE
257388_at putative non-LTR retroelement re--- --- 1.03 0.05 0.38 0.7123666 0.8587972 -6.47 FALSE
264625_at hypothetical protein Contains simSNF4 AT1G09020 1.04 0.06 0.38 0.7126055 0.8589374 -6.47 FALSE
254470_at putative protein other hypothetica--- --- 1.06 0.08 0.38 0.7125315 0.8589374 -6.47 FALSE
259223_at hypothetical protein WOX11 AT3G03660 1.04 0.06 0.38 0.7125935 0.8589374 -6.47 FALSE
263043_at conserved hypothetical protein pr--- AT1G23350 1.05 0.07 0.38 0.7126676 0.8589669 -6.47 FALSE
265349_at putative kinesin heavy chain --- AT2G22610 1.05 0.07 0.38 0.7129211 0.8590896 -6.47 FALSE
245214_at F12A21.1 hypothetical protein --- AT1G67855 -1.04 -0.06 -0.38 0.7129508 0.8590896 -6.47 FALSE
262139_at  mutator-like transposase, putativAT1G52615--- -1.04 -0.05 -0.38 0.7128323 0.8590896 -6.47 FALSE
249881_at cytochrome P450-like protein CYP86B1 AT5G23190 1.04 0.05 0.38 0.7129577 0.8590896 -6.47 FALSE
248734_at putative protein similar to unknowELP1 AT5G48090 -1.06 -0.09 -0.38 0.7128879 0.8590896 -6.47 FALSE
249523_at cytochrome b-561 (gb|AAD45585ACYB-1 AT5G38630 -1.04 -0.06 -0.38 0.7131188 0.8592113 -6.47 FALSE
249776_at unknown protein --- AT5G24170 1.06 0.08 0.38 0.713134 0.8592113 -6.47 FALSE
263296_at unknown protein --- AT2G38800 1.09 0.13 0.38 0.7133264 0.8593976 -6.47 FALSE



254888_at  putative protein predicted protein--- AT4G11780 -1.04 -0.06 -0.38 0.7135746 0.8595604 -6.48 FALSE
254538_at  putative protein chitinase / lysoz --- AT4G19740 -1.04 -0.06 -0.38 0.7135564 0.8595604 -6.48 FALSE
251027_at  putative protein hypothetical pro --- AT5G02210 -1.03 -0.05 -0.38 0.713572 0.8595604 -6.48 FALSE
257783_at unknown protein --- AT3G26950 -1.04 -0.06 -0.38 0.7137317 0.8595652 -6.48 FALSE
263556_at hypothetical protein predicted by --- AT2G16365 1.05 0.07 0.38 0.7138008 0.8595652 -6.48 FALSE
261612_at  fucosyltransferase c3 protein, puFUT12 AT1G49710 -1.04 -0.06 -0.38 0.7138046 0.8595652 -6.48 FALSE
255671_at Expressed protein ; supported by--- AT4G00355 -1.05 -0.07 -0.38 0.7138043 0.8595652 -6.48 FALSE
258112_at putative cytochrome P450 similarCYP72A10 AT3G14640 1.05 0.06 0.38 0.7137786 0.8595652 -6.48 FALSE
254843_at  putative protein TAK1 binding pr --- AT4G11860 1.04 0.05 0.38 0.7137451 0.8595652 -6.48 FALSE
257091_at  DNA polymerase, putative C-termPOLGAMM AT3G20540 1.06 0.09 0.38 0.7138618 0.8595886 -6.48 FALSE
256258_at unknown protein NF-YC11 AT3G12480 1.04 0.05 0.38 0.7139945 0.859703 -6.48 FALSE
247079_at Expressed protein ; supported byAKRP AT5G66055 -1.07 -0.09 -0.38 0.7141339 0.8598114 -6.48 TRUE
261188_at hypothetical protein contains sim --- --- 1.05 0.07 0.38 0.7141599 0.8598114 -6.48 FALSE
249303_at putative protein strong similarity t--- AT5G41460 -1.07 -0.10 -0.38 0.7143274 0.8599678 -6.48 FALSE
262796_at cysteine proteinase XCP2 identicXCP2 AT1G20850 -1.12 -0.17 -0.38 0.714592 0.8601714 -6.48 TRUE
251113_at hypothetical protein --- AT5G01370 -1.05 -0.08 -0.38 0.7146368 0.8601714 -6.48 FALSE
248857_at putative protein contains similarit --- AT5G46640 -1.09 -0.12 -0.38 0.7145903 0.8601714 -6.48 FALSE
245511_at hypothetical protein --- AT4G15755 1.04 0.05 0.38 0.7146474 0.8601714 -6.48 FALSE
257815_at unknown protein --- AT3G25130 -1.04 -0.06 -0.38 0.7147691 0.860227 -6.48 FALSE
255489_at  predicted protein destination fac --- AT4G02650 // 1.06 0.08 0.38 0.7147451 0.860227 -6.48 FALSE
245637_at hypothetical protein similar to put--- AT1G25230 1.14 0.18 0.38 0.7149133 0.8603552 -6.48 FALSE
266790_at expansin AtEx6 identical to GB UATEXPA6 AT2G28950 1.22 0.29 0.38 0.7150185 0.860391 -6.48 FALSE
267369_at unknown protein  ;supported by f --- AT2G44420 1.05 0.07 0.38 0.7150078 0.860391 -6.48 FALSE
246115_at  putative protein chloroplast oute --- AT5G20300 -1.05 -0.07 -0.38 0.7150693 0.8604068 -6.48 FALSE
251656_at  putative protein N-ACETYLGLUC--- AT3G57170 -1.05 -0.06 -0.38 0.715232 0.860425 -6.48 FALSE
247832_at  putative protein predicted proteinEOL2 AT5G58550 -1.05 -0.07 -0.38 0.7152354 0.860425 -6.48 FALSE
253914_at  putative protein late embryogene--- AT4G27400 1.07 0.09 0.38 0.7151536 0.860425 -6.48 FALSE
258130_at unknown protein --- AT3G24510 -1.04 -0.06 -0.38 0.715229 0.860425 -6.48 FALSE
251660_at Expressed protein ; supported by--- AT3G57160 1.06 0.09 0.38 0.7153353 0.8604999 -6.48 FALSE
260847_s_a alanine aminotransferase, putati AlaAT1 AT1G17290 // 1.04 0.06 0.38 0.7153881 0.860505 -6.48 FALSE
265666_at putative rac GTPase activating p --- AT2G27440 -1.03 -0.05 -0.38 0.7154151 0.860505 -6.48 FALSE
247314_at  3(2),5-bisphosphate nucleotidas SAL2 AT5G64000 -1.12 -0.17 -0.38 0.7155087 0.8605723 -6.48 TRUE
255562_at G/T DNA mismatch repair enzymMSH6 AT4G02070 -1.06 -0.08 -0.38 0.7155646 0.8605872 -6.48 FALSE
264827_at hypothetical protein similar to ant--- AT1G03390 -1.04 -0.06 -0.38 0.7155965 0.8605872 -6.48 FALSE
246314_at  promoter-binding factor-like prot AREB3 AT3G56850 -1.05 -0.07 -0.38 0.7156979 0.8606637 -6.48 FALSE



264977_at unknown protein --- AT1G27090 1.07 0.10 0.38 0.7157948 0.8607093 -6.48 FALSE
251764_at  putative protein exostose-relatedEPC1 AT3G55830 1.05 0.07 0.38 0.7158113 0.8607093 -6.48 FALSE
254066_at  transcriptional activator CBF1-likDREB1A AT4G25480 -1.13 -0.18 -0.38 0.715951 0.8607411 -6.48 TRUE
254163_s_a putative protein storage protein ---- AT4G24340 // 1.20 0.26 0.38 0.7159162 0.8607411 -6.48 FALSE
247290_at putative protein similar to unknow--- AT5G64450 -1.09 -0.12 -0.38 0.7158802 0.8607411 -6.48 FALSE
257020_at  mitotic checkpoint protein, putati --- AT3G19590 -1.05 -0.07 -0.38 0.7160333 0.8607947 -6.48 FALSE
259143_at  calmodulin-like protein similar to --- AT3G10190 1.06 0.09 0.38 0.7161995 0.8608444 -6.48 TRUE
250239_at ABC transporter-like protein --- AT5G13580 -1.06 -0.09 -0.38 0.7165136 0.8608444 -6.48 FALSE
265098_at unknown protein --- AT1G04010 1.09 0.13 0.38 0.7162364 0.8608444 -6.48 FALSE
259511_at unknown protein contains similar ATCCS AT1G12520 1.14 0.19 0.38 0.7162555 0.8608444 -6.48 FALSE
263740_at hypothetical protein predicted by RALFL14 AT2G20660 -1.05 -0.07 -0.38 0.7164265 0.8608444 -6.48 FALSE
264536_at hypothetical protein predicted by PRA1.G1 AT1G55640 1.07 0.10 0.38 0.7164706 0.8608444 -6.48 FALSE
263578_at  F-box protein family, AtFBL10 co--- AT2G17020 1.04 0.06 0.38 0.7163204 0.8608444 -6.48 FALSE
247700_at  RNA-binding protein - like cold-in--- AT5G59860 -1.03 -0.05 -0.38 0.7165275 0.8608444 -6.48 FALSE
253430_at putative protein --- AT4G32430 1.05 0.07 0.38 0.7161588 0.8608444 -6.48 FALSE
245245_at  delta-aminolevulinic acid dehydr hemb2 AT1G44318 -1.04 -0.06 -0.38 0.7164921 0.8608444 -6.48 FALSE
248210_at ethylene-forming-enzyme-like dio--- AT5G54000 1.04 0.06 0.38 0.7165015 0.8608444 -6.48 FALSE
246048_at putative protein --- --- -1.05 -0.06 -0.38 0.716412 0.8608444 -6.48 FALSE
256452_at hypothetical protein predicted by AtHB33 AT1G75240 1.16 0.22 0.38 0.7165967 0.8608615 -6.48 FALSE
265951_at hypothetical protein predicted by OFP7 AT2G18500 1.07 0.10 0.38 0.7166172 0.8608615 -6.48 FALSE
254909_at  putative disease resistance resp --- AT4G11210 -1.05 -0.07 -0.38 0.7166962 0.8609111 -6.48 FALSE
265568_s_ahypothetical protein predicted by --- --- -1.05 -0.08 -0.38 0.7167679 0.8609519 -6.48 FALSE
245459_at hypothetical protein --- --- 1.07 0.09 0.38 0.7169507 0.8610021 -6.48 FALSE
250686_at gamma-tubulin interacting proteinSPC98 AT5G06680 -1.07 -0.09 -0.38 0.7169384 0.8610021 -6.48 FALSE
257704_at  myb-related transcription factor, ATMYB67 AT3G12720 1.03 0.05 0.38 0.7169026 0.8610021 -6.48 FALSE
266380_at unknown protein MEE13 AT2G14680 -1.05 -0.06 -0.38 0.7169607 0.8610021 -6.48 FALSE
258092_at Expressed protein ; supported by--- AT3G14595 -1.07 -0.10 -0.38 0.7170858 0.8610688 -6.48 FALSE
254978_at subtilisin-like serine protease con--- AT4G10540 -1.04 -0.05 -0.38 0.7170918 0.8610688 -6.48 FALSE
251717_at  putative protein EXOENZYMES LAF3 AT3G55850 -1.06 -0.08 -0.38 0.7172816 0.8612125 -6.48 FALSE
267125_at putative acetone-cyanohydrin lyaMES4 AT2G23580 -1.04 -0.05 -0.38 0.7172869 0.8612125 -6.48 FALSE
254001_at  putative protein PRE87 mRNA, PMIOX4 AT4G26260 1.14 0.19 0.38 0.7173705 0.8612675 -6.48 FALSE
265485_at putative Ta11-like non-LTR retroe--- --- 1.07 0.09 0.38 0.7174773 0.8613051 -6.48 FALSE
252047_at  putative protein heat shock prote--- AT3G52490 1.05 0.07 0.38 0.7174428 0.8613051 -6.48 FALSE
245573_at hypothetical protein --- AT4G14730 -1.04 -0.05 -0.38 0.717546 0.8613422 -6.48 FALSE
262863_at  rhamnosyltransferase, putative s--- AT1G64910 1.05 0.06 0.38 0.7176243 0.8613491 -6.48 FALSE



252407_at chloroplast NAD-dependent malaMDH AT3G47520 -1.06 -0.08 -0.38 0.7176651 0.8613491 -6.48 FALSE
254091_at hypothetical protein --- AT4G25070 1.08 0.11 0.38 0.7176439 0.8613491 -6.48 FALSE
258829_at putative Sec24-like COPII protein--- AT3G07100 -1.03 -0.05 -0.38 0.7178113 0.8614219 -6.48 FALSE
264432_at hypothetical protein similar to hyp--- AT1G61710 -1.04 -0.06 -0.38 0.717839 0.8614219 -6.48 FALSE
248212_at CHP-rich zinc finger protein-like --- AT5G54020 -1.05 -0.07 -0.38 0.7178272 0.8614219 -6.48 FALSE
265342_at hypothetical protein predicted by --- AT2G18300 -1.08 -0.12 -0.38 0.717979 0.8614992 -6.48 TRUE
252849_at Histon H3  ;supported by full-leng--- AT4G40040 -1.04 -0.06 -0.38 0.7179468 0.8614992 -6.48 FALSE
259538_at putative serine/threonine kinase --- AT1G12310 1.05 0.07 0.38 0.7180804 0.8615303 -6.48 FALSE
264759_at  receptor protein kinase (IRK1), p--- AT1G61480 -1.05 -0.06 -0.38 0.7180454 0.8615303 -6.48 FALSE
261566_at unknown protein ;supported by fu--- AT1G33230 -1.06 -0.08 -0.38 0.7181946 0.8615582 -6.48 FALSE
250816_at coatomer delta subunit (delta-coa--- AT5G05010 -1.06 -0.08 -0.38 0.7182417 0.8615582 -6.48 FALSE
253709_at  pyrophosphate-dependent phospPFK1 AT4G29220 1.06 0.08 0.38 0.7182548 0.8615582 -6.48 FALSE
265543_at unknown protein --- AT2G28270 -1.03 -0.05 -0.38 0.7181451 0.8615582 -6.48 FALSE
260012_at Expressed protein ; supported by--- AT1G67865 1.09 0.12 0.38 0.7183473 0.8616239 -6.48 FALSE
258002_at AIG2-like protein similar to AIG2 AIG2 AT3G28930 1.24 0.31 0.38 0.7186172 0.8617433 -6.48 FALSE
252616_at  serine threonine-protein kinase-lGRIK1 AT3G45240 // 1.05 0.08 0.38 0.718713 0.8617433 -6.48 FALSE
254698_at NAM (no apical meristem) - like panac071 AT4G17980 1.03 0.05 0.38 0.7186584 0.8617433 -6.48 FALSE
252686_at  putative protein predicted protein--- --- 1.04 0.05 0.38 0.7186713 0.8617433 -6.48 FALSE
247165_at transcription factor-like protein  ; MYB68 AT5G65790 1.04 0.05 0.38 0.7187491 0.8617433 -6.48 FALSE
247742_at  random slug protein - like random--- AT5G58980 1.05 0.07 0.38 0.7185335 0.8617433 -6.48 FALSE
255853_at hypothetical protein predicted by --- AT1G67020 -1.04 -0.05 -0.38 0.7185312 0.8617433 -6.48 FALSE
264789_at  putative glycine-rich, zinc-finger --- AT2G17870 -1.04 -0.05 -0.38 0.7186743 0.8617433 -6.48 FALSE
260088_at  tonoplast intrinsic protein, alpha TIP3;1 AT1G73190 1.05 0.07 0.38 0.7189094 0.8617652 -6.48 FALSE
263562_at hypothetical protein predicted by --- AT2G15420 -1.04 -0.05 -0.38 0.7188341 0.8617652 -6.48 FALSE
251452_at  putative protein male sterility pro--- AT3G60060 1.03 0.05 0.38 0.7189185 0.8617652 -6.48 FALSE
259333_at putative auxin-independent grow EDA30 AT3G03810 -1.05 -0.07 -0.38 0.718868 0.8617652 -6.48 FALSE
251091_at pyridoxine biosynthesis protein - RSR4 AT5G01410 -1.10 -0.14 -0.38 0.7189854 0.8618001 -6.48 FALSE
245175_at putative protein disulfide-isomeraUNE5 AT2G47470 1.08 0.11 0.38 0.7190243 0.8618015 -6.48 FALSE
259486_at  embryo abundance protein (EMB--- AT1G15710 1.05 0.07 0.37 0.7192384 0.861956 -6.48 FALSE
266630_at putative serpin --- AT2G35580 1.04 0.05 0.37 0.7192355 0.861956 -6.48 FALSE
263530_at  HSP100/ClpB, putative similar to--- AT2G25030 // 1.04 0.06 0.37 0.7192666 0.861956 -6.48 FALSE
257229_at putative calmodulin-binding proteIQD26 AT3G16490 1.06 0.08 0.37 0.7194818 0.8621234 -6.48 FALSE
255322_at putative protein --- --- 1.03 0.05 0.37 0.719452 0.8621234 -6.48 FALSE
255774_at unknown protein --- AT1G18620 -1.10 -0.14 -0.37 0.7197865 0.8621262 -6.48 TRUE
263160_at  oligouridylate binding protein, puUBP1A AT1G54080 1.05 0.06 0.37 0.7197498 0.8621262 -6.48 FALSE



254188_at  UDPglucose 4-epimerase - like pUGE2 AT4G23920 -1.10 -0.13 -0.37 0.7197425 0.8621262 -6.48 FALSE
260980_at hypothetical protein predicted by --- AT1G53600 1.06 0.08 0.37 0.7196526 0.8621262 -6.48 FALSE
265981_s_aputative replication protein A1 --- --- 1.06 0.08 0.37 0.7195624 0.8621262 -6.48 FALSE
260662_at  2-hydroxyisoflavone reductase, p--- AT1G19540 1.05 0.07 0.37 0.7195616 0.8621262 -6.48 FALSE
246707_at putative protein --- --- -1.04 -0.06 -0.37 0.7197363 0.8621262 -6.48 FALSE
245433_at hypothetical protein --- AT4G17140 -1.04 -0.06 -0.37 0.719763 0.8621262 -6.48 FALSE
258295_at unknown protein  ;supported by f --- AT3G23400 -1.07 -0.09 -0.37 0.7200214 0.8623622 -6.48 FALSE
252020_at  SKP1/ASK1 (At6), putative simil ASK6 AT3G53060 -1.03 -0.04 -0.37 0.7200639 0.8623678 -6.48 FALSE
263881_at unknown protein  ; supported by --- AT2G21820 1.04 0.06 0.37 0.7203109 0.8624111 -6.48 FALSE
257922_at  ethylene receptor, putative (ETRETR2 AT3G23150 1.09 0.12 0.37 0.7203294 0.8624111 -6.48 FALSE
265994_at putative multispanning membran --- AT2G24170 -1.10 -0.13 -0.37 0.7203647 0.8624111 -6.48 FALSE
260019_at  polyprotein, putative simlar to GI--- --- -1.04 -0.05 -0.37 0.7203448 0.8624111 -6.48 FALSE
259828_at  RING-H2 zinc finger protein ATL--- AT1G72220 -1.05 -0.07 -0.37 0.720306 0.8624111 -6.48 FALSE
257441_at putative GDSL-motif lipase/hydro--- AT2G04020 -1.05 -0.07 -0.37 0.7201992 0.8624111 -6.48 FALSE
247543_at  DNA binding protein - like DNA b--- AT5G61600 1.14 0.19 0.37 0.7201895 0.8624111 -6.48 FALSE
260345_at  receptor protein kinase, putative RPK1 AT1G69270 -1.07 -0.09 -0.37 0.7206154 0.8624957 -6.48 FALSE
252713_at calmodulin 7  ; supported by full-lCAM7 AT3G43810 -1.05 -0.06 -0.37 0.7206158 0.8624957 -6.48 FALSE
266032_x_aputative replication protein A1 --- --- 1.04 0.06 0.37 0.7205696 0.8624957 -6.48 FALSE
251974_at myb protein(MYB27) contains myAtMYB27 AT3G53200 1.03 0.05 0.37 0.7204931 0.8624957 -6.48 FALSE
262008_s_a CACTA-element, putative simila --- --- -1.05 -0.07 -0.37 0.7206244 0.8624957 -6.48 FALSE
266219_at  putative para-aminobenzoate sy emb1997 AT2G28880 -1.04 -0.06 -0.37 0.7207639 0.8626174 -6.48 FALSE
249121_at aluminum-induced protein-like  ; --- AT5G43830 -1.04 -0.06 -0.37 0.7212322 0.8627709 -6.48 FALSE
255724_at hypothetical protein BRCA2(IV) AT4G00020 1.04 0.05 0.37 0.7213336 0.8627709 -6.48 FALSE
251345_at putative protein hypothetical prot --- AT3G60940 -1.04 -0.06 -0.37 0.7210439 0.8627709 -6.48 FALSE
258242_at hypothetical protein predicted by --- AT3G27640 -1.04 -0.06 -0.37 0.7214217 0.8627709 -6.48 FALSE
266007_at unknown protein --- AT2G37380 -1.05 -0.07 -0.37 0.7210549 0.8627709 -6.48 FALSE
245217_at  retroelement pol polyprotein, put--- --- 1.06 0.08 0.37 0.7213714 0.8627709 -6.48 FALSE
252576_s_a clpC-like protein AtClpC - Arabid--- AT3G45450 // 1.07 0.10 0.37 0.7210035 0.8627709 -6.48 FALSE
260016_at  Athila ORF 1, putative simlar to G--- --- -1.04 -0.05 -0.37 0.7211507 0.8627709 -6.48 FALSE
246123_at  beta-1,3-glucanase-like protein b--- AT5G20390 -1.03 -0.05 -0.37 0.7211386 0.8627709 -6.48 FALSE
250093_at hypothetical protein --- AT5G17370 1.04 0.05 0.37 0.7211405 0.8627709 -6.48 FALSE
251046_at  kinesin -like protein kinesin, Xen --- AT5G02370 1.04 0.05 0.37 0.721319 0.8627709 -6.48 FALSE
249724_at disease resistance protein --- AT5G35450 1.03 0.05 0.37 0.7213102 0.8627709 -6.48 FALSE
260604_at  polyphosphoinositide binding pro--- AT1G55840 1.06 0.08 0.37 0.72117 0.8627709 -6.48 FALSE
245779_at hypothetical protein predicted by --- AT1G73510 -1.04 -0.05 -0.37 0.7213952 0.8627709 -6.48 FALSE



245097_at Expressed protein ; supported by--- AT2G40935 -1.03 -0.05 -0.37 0.7218113 0.8631915 -6.48 FALSE
265019_at putative myosin heavy chain simi--- AT1G24560 1.04 0.05 0.37 0.7219628 0.8633275 -6.48 FALSE
267498_at unknown protein --- AT2G45720 -1.06 -0.08 -0.37 0.7221036 0.8634171 -6.48 FALSE
255187_s_aputative transposon protein --- --- 1.04 0.06 0.37 0.7221135 0.8634171 -6.48 FALSE
264499_at Expressed protein ; supported by--- AT1G30795 1.05 0.07 0.37 0.7222046 0.8634808 -6.48 FALSE
249811_at unknown protein  ;supported by f --- AT5G23760 -1.04 -0.05 -0.37 0.7224067 0.8634962 -6.48 FALSE
256322_at unknown protein ; supported by cAXR4 AT1G54990 -1.09 -0.12 -0.37 0.7222578 0.8634962 -6.48 FALSE
257859_at Expressed protein ; supported by--- AT3G12955 1.05 0.07 0.37 0.7223972 0.8634962 -6.48 FALSE
252783_at  putative protein predicted protein--- --- 1.04 0.05 0.37 0.7223824 0.8634962 -6.48 FALSE
266724_at hypothetical protein predicted by --- AT2G03180 1.04 0.05 0.37 0.7223587 0.8634962 -6.48 FALSE
246023_at ethylene-insensitive3-like2 (EIL2)EIL2 AT5G21120 1.04 0.06 0.37 0.7224853 0.8635448 -6.48 FALSE
246174_s_a putative protein hypothetical pro --- AT5G28340 // -1.04 -0.05 -0.37 0.7227283 0.86379 -6.48 FALSE
266034_at Expressed protein ; supported byFIP1 AT2G06005 -1.04 -0.05 -0.37 0.7228946 0.863865 -6.48 FALSE
267422_at putative protein kinase contains a--- AT2G35050 -1.04 -0.05 -0.37 0.7229046 0.863865 -6.48 FALSE
262458_at  serine/threonine kinase, putative--- AT1G11280 -1.04 -0.06 -0.37 0.722884 0.863865 -6.48 FALSE
256787_at beta-fructofuranosidase 1 identic ATBFRUCTAT3G13790 -1.09 -0.12 -0.37 0.7234826 0.8639051 -6.48 TRUE
256948_at unknown protein --- AT3G18930 1.04 0.06 0.37 0.7233876 0.8639051 -6.48 FALSE
260579_at putative cytochrome c oxidase Vc--- AT2G47380 1.05 0.06 0.37 0.7231445 0.8639051 -6.48 FALSE
245401_at hypothetical protein ;supported b --- AT4G17670 -1.12 -0.16 -0.37 0.7233059 0.8639051 -6.48 FALSE
262278_at transcription factor PERIANTHIA PAN AT1G68640 -1.05 -0.07 -0.37 0.7230258 0.8639051 -6.48 FALSE
258040_at unknown protein  ;supported by f --- AT3G21190 1.25 0.32 0.37 0.7234504 0.8639051 -6.48 FALSE
263115_at Expressed protein ; supported by--- AT1G03055 1.08 0.11 0.37 0.7234694 0.8639051 -6.48 FALSE
250077_at putative protein --- AT5G16680 1.04 0.05 0.37 0.7235442 0.8639051 -6.48 FALSE
266384_at hypothetical protein predicted by --- AT2G14660 -1.05 -0.07 -0.37 0.7233797 0.8639051 -6.48 FALSE
256748_x_a En/Spm transposon protein, puta--- --- -1.04 -0.06 -0.37 0.7234175 0.8639051 -6.48 FALSE
254654_at translation initiation factor eIF4E EIF4E AT4G18040 -1.04 -0.06 -0.37 0.723336 0.8639051 -6.48 FALSE
264496_at putative polyprotein similar to GB--- --- 1.05 0.07 0.37 0.7230124 0.8639051 -6.48 FALSE
255382_at putative pre-mRNA splicing factoEMB2770 AT4G03430 1.03 0.05 0.37 0.7232955 0.8639051 -6.48 FALSE
267049_at putative transcription elongation f--- AT2G34210 1.08 0.11 0.37 0.7233172 0.8639051 -6.48 FALSE
259427_at  MADS-box transcription factor, pAGL28 AT1G01530 1.04 0.05 0.37 0.7233231 0.8639051 -6.48 FALSE
261332_s_ahypothetical protein contains sim --- --- -1.03 -0.05 -0.37 0.7235197 0.8639051 -6.48 FALSE
259721_at putative phosphatidylinositol-4-ph--- AT1G60890 -1.06 -0.09 -0.37 0.723704 0.8640054 -6.48 FALSE
250317_at tubulin beta-6 chain (sp|P29514) TUB6 AT5G12250 -1.13 -0.18 -0.37 0.7236669 0.8640054 -6.48 FALSE
260060_at feebly-like protein similar to feebl --- AT1G73680 1.05 0.08 0.37 0.7238832 0.864047 -6.48 FALSE
250859_at  cytochrom P450 - like protein cy CYP77A4 AT5G04660 1.03 0.05 0.37 0.7238904 0.864047 -6.48 FALSE



251210_at hypothetical protein  ;supported b--- AT3G62810 1.05 0.07 0.37 0.7238145 0.864047 -6.48 FALSE
256128_at  laccase, putative similar to high- LAC1 AT1G18140 -1.05 -0.07 -0.37 0.7238401 0.864047 -6.48 FALSE
255152_at  Rab-like protein Rab11 protein - --- AT4G08190 1.03 0.05 0.37 0.7240084 0.8640975 -6.48 FALSE
259022_at  putative asparaginyl-tRNA synthNS2 AT3G07420 -1.07 -0.09 -0.37 0.7239927 0.8640975 -6.48 FALSE
266315_at unknown protein  ; supported by SE AT2G27100 -1.04 -0.05 -0.37 0.7242813 0.8641345 -6.48 FALSE
246676_at putative protein --- --- 1.03 0.05 0.37 0.7243046 0.8641345 -6.48 FALSE
250277_at  putative protein DRT100 protein --- AT5G12940 -1.24 -0.32 -0.37 0.7242309 0.8641345 -6.48 FALSE
264417_at hypothetical protein contains sim --- --- 1.07 0.09 0.37 0.7242349 0.8641345 -6.48 FALSE
256202_s_ahypothetical protein --- AT1G48150 // -1.04 -0.05 -0.37 0.7242687 0.8641345 -6.48 FALSE
246688_at putative protein predicted protein --- --- 1.04 0.05 0.37 0.7241503 0.8641345 -6.48 FALSE
254964_at  98b like protein 98b - Daucus ca--- AT4G11080 1.05 0.07 0.37 0.7240975 0.8641345 -6.48 FALSE
265849_at hypothetical protein predicted by --- AT2G35736 -1.06 -0.09 -0.37 0.7243446 0.864137 -6.48 FALSE
256099_at  cytochrome P450, putative similaCYP78A5 AT1G13710 1.07 0.09 0.37 0.7244604 0.8641848 -6.48 FALSE
245603_at hypothetical protein --- AT4G14280 1.05 0.07 0.37 0.7244547 0.8641848 -6.48 FALSE
257155_at hypothetical protein predicted by --- AT3G27290 1.05 0.07 0.37 0.7246259 0.864337 -6.48 FALSE
262767_at putative oxysterol-binding proteinORP1D AT1G13170 -1.09 -0.13 -0.37 0.724927 0.8644903 -6.48 FALSE
252360_at  putative protein predicted protein--- AT3G48480 -1.05 -0.07 -0.37 0.7249029 0.8644903 -6.48 FALSE
262241_at hypothetical protein predicted by --- AT1G48390 -1.03 -0.05 -0.37 0.7249299 0.8644903 -6.48 FALSE
259145_at hypothetical protein predicted by --- AT3G10180 -1.03 -0.05 -0.37 0.7248661 0.8644903 -6.48 FALSE
259095_at acyl carrier protein 1 precursor (AACP1 AT3G05020 -1.11 -0.14 -0.37 0.7249439 0.8644903 -6.48 FALSE
263781_at hypothetical protein predicted by --- AT2G46360 -1.03 -0.05 -0.37 0.7250649 0.8645894 -6.48 FALSE
245416_at putative protein --- AT4G17350 -1.05 -0.07 -0.37 0.7252181 0.8647269 -6.48 FALSE
260650_at Expressed protein ; supported byTOM2B AT1G32370 1.04 0.05 0.37 0.7254381 0.8649406 -6.48 FALSE
248301_at DnaJ protein-like --- AT5G53150 1.04 0.05 0.37 0.7254732 0.8649406 -6.48 FALSE
267028_at putative WRKY-type DNA bindingWRKY33 AT2G38470 -1.24 -0.31 -0.37 0.7256707 0.8650404 -6.48 TRUE
257277_at  disease resistance protein, putat--- AT3G14470 1.05 0.07 0.37 0.7255951 0.8650404 -6.48 FALSE
255640_at hypothetical protein --- AT4G00800 -1.06 -0.08 -0.37 0.7256513 0.8650404 -6.48 FALSE
257184_at  ABC transporter, putative similarATMRP8 AT3G13090 1.04 0.05 0.37 0.7257564 0.8650974 -6.48 FALSE
258057_at unknown protein AAR3 AT3G28970 -1.04 -0.05 -0.37 0.7260023 0.8653 -6.48 FALSE
263697_at hypothetical protein contains sim --- AT1G31080 -1.05 -0.07 -0.37 0.7259938 0.8653 -6.48 FALSE
263475_at Expressed protein ; supported by--- AT2G31945 -1.05 -0.07 -0.37 0.72605 0.8653117 -6.48 TRUE
257986_at Expressed protein ; supported byAGP40 AT3G20865 -1.07 -0.09 -0.37 0.7261698 0.8654093 -6.48 FALSE
260296_at putative disease resistance prote--- AT1G63750 1.15 0.20 0.36 0.7263868 0.8656227 -6.48 FALSE
251528_at  putative protein hypothetical pro --- AT3G58600 1.05 0.07 0.36 0.7265387 0.8657133 -6.48 FALSE
245909_at  putative protein DNA-directed R --- AT5G09380 1.05 0.07 0.36 0.7265191 0.8657133 -6.48 FALSE



265279_at hypothetical protein predicted by --- AT2G28460 -1.06 -0.09 -0.36 0.7265988 0.8657395 -6.48 FALSE
255620_at  putative copper-containing glyco--- AT4G01380 1.04 0.05 0.36 0.7266601 0.8657673 -6.48 FALSE
255561_at putative hexose transporter simila--- AT4G02050 1.07 0.09 0.36 0.7271481 0.8658084 -6.48 TRUE
267569_at putative photosystem II oxygen-ePSBP-2 AT2G30790 -1.07 -0.10 -0.36 0.7272011 0.8658084 -6.48 FALSE
254692_at  putative protein predicted protein--- AT4G17860 1.04 0.06 0.36 0.7267475 0.8658084 -6.48 FALSE
253880_at Expressed protein ;supported by --- AT4G27590 -1.05 -0.07 -0.36 0.7270234 0.8658084 -6.48 FALSE
247011_at putative protein contains similarit FRO1 AT5G67590 1.07 0.10 0.36 0.7268914 0.8658084 -6.48 FALSE
248665_at Expressed protein ; supported by--- AT5G48655 1.04 0.05 0.36 0.7269153 0.8658084 -6.48 FALSE
245535_at cell wall protein like --- AT4G15160 -1.05 -0.07 -0.36 0.7269364 0.8658084 -6.48 FALSE
261297_at hypothetical protein predicted by JAZ4 AT1G48500 -1.04 -0.05 -0.36 0.7272259 0.8658084 -6.48 FALSE
257836_at hypothetical protein --- --- 1.04 0.06 0.36 0.7270317 0.8658084 -6.48 FALSE
250365_at  putative protein serine threonine --- AT5G11410 1.07 0.10 0.36 0.7271305 0.8658084 -6.48 FALSE
252668_at hypothetical protein --- AT3G44210 1.03 0.05 0.36 0.7270116 0.8658084 -6.48 FALSE
263670_at hypothetical protein predicted by --- AT2G04840 -1.04 -0.05 -0.36 0.7270978 0.8658084 -6.48 FALSE
245815_at unknown protein --- AT1G26090 -1.05 -0.07 -0.36 0.726861 0.8658084 -6.48 FALSE
266392_at late embryogenesis abundant M1M10 AT2G41280 1.03 0.05 0.36 0.727165 0.8658084 -6.48 FALSE
263001_at hypothetical protein contains sim TAF6B4 AT1G54360 -1.08 -0.10 -0.36 0.7272797 0.8658273 -6.48 FALSE
263386_at unknown protein  ; supported by --- AT2G40150 1.09 0.12 0.36 0.7273545 0.865871 -6.48 TRUE
245570_at  heat shock protein 101 (HSP101CLPB2 AT4G14670 -1.04 -0.06 -0.36 0.7275371 0.8659981 -6.48 FALSE
256470_at hypothetical protein predicted by --- AT1G42570 1.04 0.05 0.36 0.7275087 0.8659981 -6.48 FALSE
249840_at unknown protein  ; supported by ATLCBK1 AT5G23450 1.03 0.05 0.36 0.7275868 0.8660121 -6.48 FALSE
263323_at putative receptor-like protein kina--- AT2G04300 -1.04 -0.06 -0.36 0.7277575 0.86617 -6.48 FALSE
265778_at unknown protein --- AT2G07360 1.04 0.05 0.36 0.7279043 0.8662995 -6.48 FALSE
256216_at calreticulin (crt1) identical to calreCRT1 AT1G56340 // 1.09 0.12 0.36 0.7281287 0.8664664 -6.48 FALSE
250890_at  3-oxoacyl-[acyl-carrier-protein] s --- AT5G04520 1.04 0.05 0.36 0.7281585 0.8664664 -6.48 FALSE
252237_at  putative protein lateral suppress --- AT3G49950 -1.05 -0.07 -0.36 0.7280916 0.8664664 -6.48 FALSE
247207_at putative protein similar to unknow--- AT5G65000 -1.03 -0.05 -0.36 0.728361 0.8665944 -6.48 FALSE
266449_at hypothetical protein predicted by AT-P4H-1 AT2G43080 1.05 0.07 0.36 0.728327 0.8665944 -6.48 FALSE
266405_at hypothetical protein predicted by --- AT2G38580 1.08 0.11 0.36 0.72838 0.8665944 -6.48 FALSE
253037_at putative protein other predicted AGAUT3 AT4G38270 -1.04 -0.06 -0.36 0.7284347 0.866607 -6.48 FALSE
245643_at  myb-related transcription factor (MYB116 AT1G25340 1.04 0.06 0.36 0.7285046 0.866607 -6.48 FALSE
260098_at  tumor-related protein, putative si--- AT1G73320 -1.08 -0.11 -0.36 0.7284883 0.866607 -6.48 FALSE
254448_at  fatty acid hydroxylase - like proteFAH2 AT4G20870 1.13 0.17 0.36 0.7286062 0.8666827 -6.48 FALSE
256987_at hypothetical protein predicted by --- AT3G28560 -1.04 -0.05 -0.36 0.7288061 0.86683 -6.48 FALSE
251954_at  putative protein predicted proteinCPuORF51AT3G53668 // 1.10 0.13 0.36 0.7288011 0.86683 -6.48 FALSE



265836_at Mutator-like transposase similar t--- --- -1.04 -0.06 -0.36 0.7288468 0.8668332 -6.48 FALSE
267485_at putative MYB family transcriptionMYB88 AT2G02820 1.05 0.07 0.36 0.7291095 0.8668745 -6.48 FALSE
258801_at  unknown protein predicted by ge--- AT3G04560 -1.03 -0.05 -0.36 0.7290186 0.8668745 -6.48 FALSE
254536_at  putative protein chitinase / lysoz --- AT4G19720 1.04 0.06 0.36 0.7290387 0.8668745 -6.48 FALSE
264532_at  seed imbibition protein, putative AtSIP1 AT1G55740 1.04 0.06 0.36 0.7289219 0.8668745 -6.48 FALSE
255407_at  hypothetical protein similar to A. --- AT4G03480 1.06 0.08 0.36 0.729056 0.8668745 -6.48 FALSE
265358_at putative HesB-like protein  ; supp--- AT2G16710 -1.06 -0.08 -0.36 0.729104 0.8668745 -6.48 FALSE
264783_at  putative calcium-dependent prot PPCK1 AT1G08650 1.09 0.12 0.36 0.7291668 0.8668975 -6.48 FALSE
264237_at hypothetical protein predicted by --- AT1G54700 -1.03 -0.05 -0.36 0.7293014 0.8669671 -6.48 FALSE
264149_at  NAM (no apical meristem)-like p anac005 AT1G02250 1.04 0.06 0.36 0.7292759 0.8669671 -6.48 FALSE
249361_at  protein kinase - like protein prote--- AT5G40540 -1.09 -0.12 -0.36 0.7294948 0.8670827 -6.48 TRUE
265813_at  putative NAM (no apical meriste VND1 AT2G18060 -1.04 -0.05 -0.36 0.7295127 0.8670827 -6.48 FALSE
263575_at hypothetical protein similar to hyp--- AT2G17070 -1.04 -0.05 -0.36 0.7294977 0.8670827 -6.48 FALSE
262642_at hypothetical protein predicted by --- AT1G62690 1.04 0.06 0.36 0.729621 0.8671663 -6.48 FALSE
254082_at  glutamine cyclotransferase precuQC AT4G25720 1.09 0.12 0.36 0.7298317 0.8673714 -6.48 FALSE
263392_at putative PttA-like transposon pro --- --- -1.03 -0.05 -0.36 0.7298822 0.8673863 -6.48 FALSE
260644_at hypothetical protein contains sim --- AT1G53290 -1.05 -0.07 -0.36 0.7300307 0.8674272 -6.48 FALSE
267182_at unknown protein --- AT2G23360 1.05 0.07 0.36 0.7300036 0.8674272 -6.48 FALSE
257240_at  monooxygenase, putatve contain--- AT3G24200 1.04 0.06 0.36 0.7300105 0.8674272 -6.48 FALSE
261574_at  cytochrome P450, putative similaCYP78A8 AT1G01190 1.09 0.12 0.36 0.7301104 0.8674768 -6.48 FALSE
256618_at hypothetical protein VRN5 AT3G24440 1.09 0.13 0.36 0.7301753 0.8675087 -6.48 FALSE
256349_at  late embryogenesis protein, puta--- AT1G54890 1.43 0.51 0.36 0.7303686 0.8676931 -6.48 FALSE
263042_at conserved hypothetical protein pr--- AT1G23340 1.05 0.07 0.36 0.7305191 0.8678267 -6.48 FALSE
264016_at putative auxin-regulated protein --- AT2G21220 1.04 0.06 0.36 0.7306778 0.8679248 -6.48 FALSE
258326_at unknown protein similar to putativSOL1 AT3G22760 -1.06 -0.08 -0.36 0.7306404 0.8679248 -6.48 FALSE
266432_s_aputative gag-protease polyprotein--- --- -1.04 -0.05 -0.36 0.730724 0.8679346 -6.49 FALSE
251565_at putative protein several hypothet LBD29 AT3G58190 -1.04 -0.05 -0.36 0.7308441 0.8680319 -6.49 FALSE
263661_at unknown protein EST gb|T45093--- AT1G04290 1.07 0.10 0.36 0.7310159 0.8681908 -6.49 FALSE
248259_at proline-rich cell wall protein-like  --- AT5G53330 -1.04 -0.06 -0.36 0.7310979 0.8681978 -6.49 FALSE
246683_at  putative protein chromokinesin K--- AT5G33300 -1.04 -0.06 -0.36 0.7310756 0.8681978 -6.49 FALSE
254497_at  Phosphoribosylanthranilate trans--- AT4G20080 -1.06 -0.09 -0.36 0.731183 0.8682536 -6.49 FALSE
260018_at hypothetical protein predicted by --- AT1G41820 -1.04 -0.06 -0.36 0.7313077 0.8683566 -6.49 FALSE
259524_at hypothetical protein --- AT1G12550 1.06 0.08 0.36 0.7315609 0.868386 -6.49 FALSE
247914_at xyloglucan endotransglycosylase--- AT5G57540 1.05 0.06 0.36 0.7314931 0.868386 -6.49 FALSE
251338_at  putative protein VAP27, NicotianVAP AT3G60600 // -1.04 -0.05 -0.36 0.731558 0.868386 -6.49 FALSE



258793_at hypothetical protein supported by--- AT3G04780 1.04 0.06 0.36 0.731432 0.868386 -6.49 FALSE
261880_at unknown protein HIT1 AT1G50500 -1.05 -0.06 -0.36 0.7314906 0.868386 -6.49 FALSE
263571_at putative disease resistance prote--- AT2G17050 1.03 0.05 0.36 0.7314382 0.868386 -6.49 FALSE
260143_at sucrose transport protein SUC1 i SUC1 AT1G71880 1.10 0.14 0.36 0.7317519 0.8684172 -6.49 FALSE
262799_at hypothetical protein predicted by --- AT1G20970 1.07 0.09 0.36 0.7317889 0.8684172 -6.49 FALSE
263812_at putative replication protein A1 --- --- -1.03 -0.05 -0.36 0.7318157 0.8684172 -6.49 FALSE
250044_at  disease resistance protein RPP1--- AT5G17680 -1.06 -0.09 -0.36 0.7316894 0.8684172 -6.49 FALSE
264488_s_aunknown protein similar to EST g--- AT1G27330 // 1.07 0.10 0.36 0.7317598 0.8684172 -6.49 FALSE
254534_at  putative Fe(II) transport protein FIRT2 AT4G19680 1.03 0.04 0.36 0.7316667 0.8684172 -6.49 FALSE
258535_at unknown protein  ; supported by --- AT3G06750 -1.08 -0.11 -0.36 0.7318556 0.8684194 -6.49 FALSE
250273_at  pre-mRNA splicing factor ATP-d EMB3011 AT5G13010 1.04 0.05 0.36 0.7319348 0.8684682 -6.49 FALSE
252936_at  putative protein transcription initi--- AT4G39160 1.06 0.09 0.36 0.7320301 0.8684943 -6.49 FALSE
251608_at  putative protein hypothetical pro UVI4-LIKE AT3G57860 1.05 0.07 0.36 0.7321372 0.8684943 -6.49 FALSE
252897_at  cytochrome P450 - like protein cCYP96A9 AT4G39480 // 1.04 0.06 0.36 0.7320426 0.8684943 -6.49 FALSE
244955_at hypothetical protein --- --- 1.06 0.09 0.36 0.732172 0.8684943 -6.49 FALSE
265654_s_aEn/Spm-like transposon protein r --- --- 1.04 0.05 0.36 0.7321216 0.8684943 -6.49 FALSE
255201_at putative transposon protein --- --- 1.03 0.04 0.36 0.7321852 0.8684943 -6.49 FALSE
261832_at  S-ribonuclease binding protein S--- AT1G10650 1.07 0.09 0.36 0.7322234 0.8684944 -6.49 FALSE
258613_at putative myo-inositol monophospVTC4 AT3G02870 1.08 0.11 0.36 0.7324074 0.868514 -6.49 FALSE
256421_at hypothetical protein predicted by --- AT1G33500 1.04 0.05 0.36 0.7322866 0.868514 -6.49 FALSE
254767_s_a cytochrome p450 - like protein cyCYP71A19 AT4G13290 // -1.03 -0.05 -0.36 0.7323738 0.868514 -6.49 FALSE
253656_at  putative protein hypothetical pro emb1353 AT4G30090 -1.04 -0.05 -0.36 0.7324261 0.868514 -6.49 FALSE
249402_at Expressed protein ; supported by--- AT5G40155 1.04 0.06 0.36 0.7324956 0.868514 -6.49 FALSE
254516_at putative protein --- AT4G20290 -1.05 -0.07 -0.36 0.7324312 0.868514 -6.49 FALSE
261302_at hypothetical protein predicted by --- AT1G48580 -1.04 -0.06 -0.36 0.7325065 0.868514 -6.49 FALSE
250330_at putative protein --- AT5G11810 -1.05 -0.06 -0.36 0.732772 0.8685931 -6.49 FALSE
250060_at  chromo domain protein polycom TFL2 AT5G17690 -1.05 -0.07 -0.36 0.7328398 0.8685931 -6.49 FALSE
258189_at unknown protein  ;supported by f JAZ3 AT3G17860 1.08 0.11 0.36 0.7327052 0.8685931 -6.49 FALSE
256664_at DNA-3-methlyadenine glycosylas--- AT3G12040 -1.05 -0.08 -0.36 0.7326294 0.8685931 -6.49 FALSE
263159_at RSH3 (RelA/SpoT homolog) idenRSH3 AT1G54130 1.05 0.08 0.36 0.7328089 0.8685931 -6.49 FALSE
251477_at putative protein --- AT3G59680 -1.03 -0.05 -0.36 0.7328078 0.8685931 -6.49 FALSE
247180_at histone H3 --- AT5G65350 // 1.03 0.05 0.36 0.7327919 0.8685931 -6.49 FALSE
250001_at  tub family-like protein tubby-like AtTLP11 AT5G18680 -1.07 -0.09 -0.36 0.7329786 0.8687126 -6.49 FALSE
252564_at actin depolymerizing factor 1 (ADADF1 AT3G46010 1.04 0.06 0.36 0.7330255 0.868723 -6.49 FALSE
260180_at  E2, ubiquitin-conjugating enzym MMZ2 AT1G70660 -1.06 -0.08 -0.36 0.7330793 0.8687416 -6.49 FALSE



265990_at putative prolylcarboxypeptidase --- AT2G24280 -1.07 -0.09 -0.36 0.7332731 0.8687972 -6.49 FALSE
254346_at  symbiosis-related like protein sy APG8A AT4G21980 1.07 0.10 0.35 0.733469 0.8687972 -6.49 FALSE
260966_at  NBS/LRR disease resistance proRPS5 AT1G12220 -1.04 -0.06 -0.36 0.7333141 0.8687972 -6.49 FALSE
267139_s_ahypothetical protein predicted by --- AT2G38195 // 1.03 0.05 0.36 0.7333914 0.8687972 -6.49 FALSE
257564_at unknown protein --- AT3G28610 1.06 0.08 0.35 0.7334686 0.8687972 -6.49 FALSE
248159_at unknown protein --- AT5G54460 1.03 0.05 0.36 0.7333781 0.8687972 -6.49 FALSE
257416_at unknown protein --- AT2G17750 -1.05 -0.07 -0.36 0.7333638 0.8687972 -6.49 FALSE
258280_at  putative self-incompatibility prote--- AT3G26880 1.03 0.05 0.36 0.7333884 0.8687972 -6.49 FALSE
255351_x_aputative transposon protein simila--- --- -1.04 -0.06 -0.36 0.7334295 0.8687972 -6.49 FALSE
246784_at signal peptidase  ; supported by c--- AT5G27430 -1.03 -0.05 -0.35 0.7335297 0.868824 -6.49 FALSE
263468_at hypothetical protein predicted by --- AT2G31930 -1.05 -0.07 -0.35 0.7335772 0.8688352 -6.49 FALSE
254922_at RING-H2 finger protein RHA1a -lRHA1A AT4G11370 1.27 0.34 0.35 0.7337751 0.8689792 -6.49 FALSE
256028_at  poly(A)-binding protein, putative PAB1 AT1G34140 1.05 0.08 0.35 0.7337533 0.8689792 -6.49 FALSE
256692_at hypothetical protein predicted by --- AT3G32050 1.03 0.05 0.35 0.7338249 0.8689931 -6.49 FALSE
266944_at unknown protein predicted by ge --- AT2G18870 // 1.04 0.06 0.35 0.7340736 0.8692426 -6.49 FALSE
246607_at  receptor-like protein kinase - like--- AT5G35370 1.10 0.13 0.35 0.7342257 0.8692844 -6.49 TRUE
248327_at putative protein similar to unknow--- AT5G52750 -1.26 -0.34 -0.35 0.7342614 0.8692844 -6.49 TRUE
247322_at unknown protein --- AT5G64090 1.04 0.06 0.35 0.7342436 0.8692844 -6.49 FALSE
255235_at contains similarity to transposase--- --- 1.05 0.07 0.35 0.7341698 0.8692844 -6.49 FALSE
248829_at putative protein contains similarit --- AT5G47130 1.06 0.09 0.35 0.7343359 0.8693274 -6.49 FALSE
265785_at hypothetical protein predicted by --- AT2G07290 1.03 0.05 0.35 0.734409 0.8693688 -6.49 FALSE
245781_at  S-ribonuclease binding protein SSBP1 AT1G45976 -1.05 -0.07 -0.35 0.7346429 0.8696006 -6.49 FALSE
254740_s_a glycine hydroxymethyltransferas --- AT2G42450 // 1.13 0.18 0.35 0.7347036 0.8696039 -6.49 FALSE
252638_at  acyl CoA reductase - protein acyFAR4 AT3G44540 -1.05 -0.07 -0.35 0.7347219 0.8696039 -6.49 FALSE
255493_at  putative glutamate-/aspartate-bin--- AT4G02690 1.04 0.05 0.35 0.7348409 0.8696873 -6.49 FALSE
259854_at  RING-H2 zinc finger protein ATL--- AT1G72200 1.06 0.08 0.35 0.7348686 0.8696873 -6.49 FALSE
264253_at putative kinesin similar to GB:AA --- AT1G09170 1.06 0.09 0.35 0.7349241 0.8697079 -6.49 FALSE
264198_at  unknown protein ESTs gb|Z3407--- AT1G22800 1.06 0.08 0.35 0.735168 0.8699446 -6.49 FALSE
264097_s_a NADH dehydrogenase, putative --- AT1G16700 // -1.04 -0.06 -0.35 0.7352004 0.8699446 -6.49 FALSE
246299_at embryonic abundant protein AtEmEM1 AT3G51810 -1.03 -0.04 -0.35 0.7352499 0.869958 -6.49 FALSE
245160_at putative leucine-rich repeat diseaAtRLP28 AT2G33080 1.03 0.05 0.35 0.7353794 0.8699759 -6.49 FALSE
256508_at unknown protein --- AT1G75140 -1.04 -0.05 -0.35 0.7353191 0.8699759 -6.49 FALSE
261702_at unknown protein similar to hypoth--- AT1G32760 -1.04 -0.06 -0.35 0.7353713 0.8699759 -6.49 FALSE
265434_at predicted protein --- AT2G20805 1.03 0.05 0.35 0.7354787 0.8700309 -6.49 FALSE
265830_at putative helicase --- --- 1.05 0.07 0.35 0.7355022 0.8700309 -6.49 FALSE



261156_s_ahypothetical protein predicted by --- AT1G34490 // 1.04 0.05 0.35 0.7355988 0.8701 -6.49 FALSE
266765_at putative inorganic pyrophosphataAtPPa3 AT2G46860 -1.04 -0.05 -0.35 0.735873 0.8703792 -6.49 FALSE
264599_at putative myosin heavy chain simiXIA AT1G04600 1.04 0.05 0.35 0.7359225 0.8703927 -6.49 FALSE
250304_at elongation factor 1B alpha-subun--- AT5G12110 1.13 0.18 0.35 0.7360803 0.8705341 -6.49 FALSE
257210_at hypothetical protein TTL2 AT3G14950 1.03 0.05 0.35 0.7362149 0.870603 -6.49 FALSE
259264_at putative aldose 1-epimerase show--- AT3G01260 1.05 0.07 0.35 0.7361919 0.870603 -6.49 FALSE
252721_at  putative protein predicted protein--- AT3G43990 1.05 0.08 0.35 0.7364312 0.8708137 -6.49 FALSE
258562_at unknown protein  ;supported by f --- AT3G05980 1.03 0.05 0.35 0.7365528 0.8709123 -6.49 FALSE
257811_at  nitrate transporter, putative simil --- AT3G25280 1.03 0.05 0.35 0.7367996 0.8711589 -6.49 FALSE
264037_at putative steroid sulfotransferase  --- AT2G03750 -1.05 -0.07 -0.35 0.7368974 0.8712112 -6.49 FALSE
254553_at  TMV resistance protein N - like T--- AT4G19530 1.08 0.11 0.35 0.7370107 0.8712112 -6.49 FALSE
260775_at 14-3-3 protein GF14omega (grf2)GRF2 AT1G78300 1.05 0.07 0.35 0.7370344 0.8712112 -6.49 FALSE
263753_at putative dehydrin  ;supported by LEA AT2G21490 1.03 0.04 0.35 0.7370694 0.8712112 -6.49 FALSE
248562_at putative protein strong similarity t--- AT5G49680 1.10 0.13 0.35 0.737073 0.8712112 -6.49 FALSE
245210_at  putative protein similarity to UVB--- AT5G12350 1.03 0.05 0.35 0.7369538 0.8712112 -6.49 FALSE
259745_at unknown protein SAG18 AT1G71190 1.04 0.06 0.35 0.7372285 0.87135 -6.49 FALSE
261767_s_a adenine nucleotide translocase, NTT1 AT1G15500 // -1.05 -0.07 -0.35 0.7373993 0.8714588 -6.49 TRUE
250039_at  disease resistance protein -like d--- AT5G18370 -1.05 -0.07 -0.35 0.7374036 0.8714588 -6.49 FALSE
247793_at putative protein  ; supported by c PSY1 AT5G58650 1.06 0.08 0.35 0.7374353 0.8714588 -6.49 FALSE
263427_at hypothetical protein predicted by --- AT2G22260 -1.03 -0.05 -0.35 0.7375681 0.8715707 -6.49 FALSE
261993_at unknown protein --- AT1G33860 1.04 0.05 0.35 0.7376144 0.8715802 -6.49 FALSE
263981_at unknown protein  ;supported by f PAR1 AT2G42870 -1.14 -0.19 -0.35 0.7377109 0.8716491 -6.49 TRUE
261865_at sterol delta7 reductase identical tDWF5 AT1G50430 1.07 0.09 0.35 0.7378344 0.8717106 -6.49 FALSE
248662_at unknown protein --- AT5G48690 -1.04 -0.06 -0.35 0.7378394 0.8717106 -6.49 FALSE
256913_at unknown protein --- AT3G23870 -1.07 -0.10 -0.35 0.7380197 0.8718785 -6.49 FALSE
260026_at  60S ribosomal protein L18A, putRPL18AA AT1G29970 -1.04 -0.06 -0.35 0.7380887 0.8719148 -6.49 FALSE
250398_at  putative protein predicted protein--- AT5G11000 1.08 0.11 0.35 0.7382275 0.8720336 -6.49 FALSE
248790_at membrane channel protein-like; aTIP2;3 AT5G47450 1.06 0.08 0.35 0.7384551 0.8722121 -6.49 FALSE
251361_at  LIM domain protein LIM domain --- AT3G61230 1.05 0.07 0.35 0.7384308 0.8722121 -6.49 FALSE
255196_x_asee GB:AF058826 --- --- 1.04 0.05 0.35 0.7385018 0.8722221 -6.49 FALSE
246932_at  ethylene-responsive element - lik--- AT5G25190 1.10 0.13 0.35 0.7385585 0.8722439 -6.49 TRUE
254944_at  putative protein proliferation pote--- AT4G10930 1.03 0.04 0.35 0.738683 0.8723458 -6.49 FALSE
256993_at unknown protein  ; supported by --- AT3G28670 -1.03 -0.05 -0.35 0.7389057 0.8725637 -6.49 FALSE
256859_at hypothetical protein --- AT3G22940 1.05 0.07 0.35 0.7390109 0.8726427 -6.49 FALSE
262011_at hypothetical protein predicted by --- AT1G35614 1.05 0.08 0.35 0.7391388 0.8727485 -6.49 FALSE



251236_at putative protein hypothetical prot --- AT3G62380 -1.03 -0.04 -0.35 0.7393051 0.8728997 -6.49 FALSE
258476_at hypothetical protein predicted by --- AT3G02400 -1.05 -0.08 -0.35 0.7394132 0.8729821 -6.49 FALSE
262051_at  putative coatomer protein compl --- AT1G79990 1.05 0.07 0.35 0.739464 0.872997 -6.49 FALSE
254064_at  putative protein hypothetical pro --- AT4G25410 -1.03 -0.05 -0.35 0.7396229 0.8731393 -6.49 FALSE
256923_at hypothetical protein --- AT3G29635 -1.05 -0.07 -0.35 0.7397315 0.8731771 -6.49 FALSE
260007_at unknown protein contains non-co--- AT1G67870 -1.08 -0.11 -0.35 0.7397312 0.8731771 -6.49 FALSE
260005_at unknown protein  ;supported by f --- AT1G67920 -1.14 -0.19 -0.35 0.739976 0.8732681 -6.49 TRUE
266880_at hypothetical protein predicted by --- AT2G44770 -1.05 -0.07 -0.35 0.7400382 0.8732681 -6.49 FALSE
251219_at putative protein several hypothet --- AT3G62390 -1.08 -0.11 -0.35 0.7399432 0.8732681 -6.49 FALSE
260998_at CAF protein similar to C2H2 zinc --- AT1G26590 1.04 0.06 0.35 0.7400338 0.8732681 -6.49 FALSE
253127_at  putative Myc-type transcription fa--- AT4G36060 1.04 0.05 0.35 0.7399366 0.8732681 -6.49 FALSE
259698_at  hypothetical protein similar to hy --- AT1G68930 -1.05 -0.07 -0.35 0.7399592 0.8732681 -6.49 FALSE
257514_at hypothetical protein similar to put--- --- 1.06 0.08 0.35 0.7403037 0.8735362 -6.49 FALSE
257058_at Expressed protein ; supported byCOX17 AT3G15352 1.16 0.21 0.35 0.7405395 0.8737692 -6.49 FALSE
262001_at  myrosinase binding protein, puta--- AT1G33790 1.04 0.06 0.35 0.7405895 0.873783 -6.49 FALSE
256420_at unknown protein --- AT1G33475 // 1.05 0.07 0.34 0.7407388 0.8739139 -6.49 FALSE
258987_at  putative SCO1 protein similar to --- AT3G08950 -1.08 -0.11 -0.34 0.7410096 0.8740465 -6.49 FALSE
266388_at hypothetical protein predicted by --- AT2G32340 1.05 0.07 0.34 0.7411577 0.8740465 -6.49 FALSE
255687_at hypothetical protein KEA2 AT4G00630 1.08 0.11 0.34 0.7411445 0.8740465 -6.49 FALSE
246318_at  putative protein predicted protein--- AT3G56740 1.05 0.07 0.34 0.7411452 0.8740465 -6.49 FALSE
245232_at  actin depolymerizing factor-like pADF7 AT4G25590 -1.04 -0.06 -0.34 0.7409927 0.8740465 -6.49 FALSE
259374_at putative AP2 domain transcription--- AT3G16280 -1.05 -0.08 -0.34 0.7411087 0.8740465 -6.49 FALSE
251775_s_adelta-1-pyrroline-5-carboxylate syP5CS1 AT2G39800 // 1.09 0.12 0.34 0.74093 0.8740465 -6.49 FALSE
258465_at unknown protein PMEI2 AT3G17220 -1.05 -0.07 -0.34 0.7410046 0.8740465 -6.49 FALSE
258110_at putative cytochrome P450 similarCYP72A7 AT3G14610 1.05 0.07 0.34 0.7413778 0.8741705 -6.49 FALSE
258347_at unknown protein identical to LEA--- AT3G17520 1.04 0.06 0.34 0.7413696 0.8741705 -6.49 FALSE
262655_s_a putative mandelonitrile lyase sim--- AT1G14185 // -1.03 -0.05 -0.34 0.7413619 0.8741705 -6.49 FALSE
261613_at abscisic acid responsive elementABF1 AT1G49720 -1.06 -0.09 -0.34 0.7415132 0.874241 -6.49 FALSE
259694_at  uridine diphosphate glucose epimUGE3 AT1G63180 1.12 0.16 0.34 0.7415909 0.874241 -6.49 FALSE
252227_at  putative protein various predicte --- AT3G49900 1.04 0.05 0.34 0.7415565 0.874241 -6.49 FALSE
253787_at  serine/threonine kinase-like prot --- AT4G28670 1.04 0.06 0.34 0.7415427 0.874241 -6.49 FALSE
256179_at  ubiquitin-specific protease 6 (UBUBP6 AT1G51710 1.03 0.05 0.34 0.7416734 0.874293 -6.49 FALSE
251601_at Expressed protein ; supported by--- AT3G57800 -1.07 -0.09 -0.34 0.7420357 0.8746749 -6.49 TRUE
258845_at unknown protein  ; supported by --- AT3G03150 -1.04 -0.06 -0.34 0.7422536 0.8748865 -6.49 FALSE
251572_at  pelota-like protein pelota PEL1 - --- AT3G58390 -1.04 -0.05 -0.34 0.7423649 0.8749725 -6.49 FALSE



267319_at ABC transporter (AtMRP2) identi ATMRP2 AT2G34660 -1.06 -0.08 -0.34 0.7425021 0.875089 -6.49 TRUE
258015_at unknown protein --- AT3G19340 -1.04 -0.06 -0.34 0.7426416 0.8752082 -6.49 FALSE
250157_at  prx10 peroxidase - like protein p --- AT5G15180 -1.04 -0.06 -0.34 0.7429616 0.8755401 -6.49 FALSE
257013_at hypothetical protein contains Pfa --- AT3G26920 // 1.04 0.06 0.34 0.743082 0.8756367 -6.49 FALSE
258558_at hypothetical protein predicted by --- AT3G06000 1.03 0.04 0.34 0.7431953 0.875725 -6.49 FALSE
265655_at unknown protein contains weak P--- AT2G13920 1.04 0.06 0.34 0.7433417 0.8757822 -6.49 FALSE
261185_at  cytochrome p450, putative similaCYP94D1 AT1G34540 -1.04 -0.05 -0.34 0.7433974 0.8757822 -6.49 FALSE
257669_at  DNA mismatch repair protein, puMSH5 AT3G20475 1.03 0.05 0.34 0.7433967 0.8757822 -6.49 FALSE
267555_at Expressed protein ; supported bySUMO5 AT2G32765 1.04 0.06 0.34 0.7432843 0.8757822 -6.49 FALSE
246804_at putative protein --- --- -1.03 -0.05 -0.34 0.7436913 0.8760832 -6.49 FALSE
261256_at  disease resistance protein RTM1RTM1 AT1G05760 1.05 0.07 0.34 0.7440175 0.8763699 -6.49 FALSE
251931_at  putative protein glyoxal oxidase --- AT3G53950 1.07 0.09 0.34 0.7441268 0.8763699 -6.49 FALSE
255467_at  putative leucine-rich repeat prote--- AT4G03010 -1.04 -0.06 -0.34 0.7440969 0.8763699 -6.49 FALSE
253014_at  MADS-box protein AGL17 -like pAGL21 AT4G37940 1.03 0.04 0.34 0.7440735 0.8763699 -6.49 FALSE
246605_at  putative protein predicted protein--- --- 1.04 0.06 0.34 0.7440106 0.8763699 -6.49 FALSE
259702_at  putative endo-1,3-beta-glucanas--- AT1G77780 1.04 0.05 0.34 0.744233 0.8764119 -6.49 FALSE
259445_at  dioxygenase, putative similar to GA2OX6 AT1G02400 1.25 0.33 0.34 0.7442646 0.8764119 -6.49 FALSE
245883_at  ribosomal protein S15-like riboso--- AT5G09500 1.03 0.05 0.34 0.7443437 0.8764119 -6.49 FALSE
247661_at  protein kinase - like protein kinas--- AT5G60080 1.03 0.05 0.34 0.744393 0.8764119 -6.49 FALSE
257603_at unknown protein --- AT3G13820 1.03 0.04 0.34 0.7442808 0.8764119 -6.49 FALSE
255123_at putative lipid transfer protein --- AT4G08530 -1.04 -0.05 -0.34 0.744365 0.8764119 -6.49 FALSE
245862_at putative protein --- AT5G01010 1.04 0.06 0.34 0.7444372 0.8764187 -6.49 FALSE
265919_at putative retroelement pol polypro --- --- 1.04 0.06 0.34 0.7445239 0.876431 -6.49 FALSE
266454_at putative bHLH transcription facto --- AT2G22750 1.04 0.06 0.34 0.7445245 0.876431 -6.49 FALSE
254443_at  putative protein (fragment) BRCABRCA1 AT4G21070 1.04 0.05 0.34 0.7446627 0.8765485 -6.49 FALSE
260543_at putative membrane transporter INT1 AT2G43330 1.06 0.09 0.34 0.7448277 0.8765617 -6.49 FALSE
246125_at Expressed protein ; supported by--- AT5G19875 1.13 0.18 0.34 0.7447975 0.8765617 -6.49 FALSE
252683_at  putative protein predicted protein--- AT3G44380 -1.05 -0.07 -0.34 0.7447406 0.8765617 -6.49 FALSE
262979_s_aunknown protein similar to histon --- AT1G13370 // -1.04 -0.06 -0.34 0.7447977 0.8765617 -6.49 FALSE
245487_at phytochrome D PHYD AT4G16250 -1.05 -0.07 -0.34 0.744891 0.8765911 -6.49 FALSE
253437_at  putative protein mRNAs from Ric--- AT4G32460 -1.11 -0.15 -0.34 0.7449623 0.8766297 -6.49 FALSE
260240_at putative tRNA isopentenyl transfeATIPT1 AT1G68460 -1.03 -0.05 -0.34 0.7451042 0.8767231 -6.49 FALSE
248443_at gibberellin 20-oxidase-like protein--- AT5G51310 -1.03 -0.05 -0.34 0.7451186 0.8767231 -6.49 FALSE
255240_at coded for by A. thaliana cDNA Z1IBR1 AT4G05530 1.04 0.05 0.34 0.7452213 0.8767988 -6.49 FALSE
252826_at hypothetical protein  ; supported --- AT4G40050 -1.04 -0.06 -0.34 0.7452799 0.8768225 -6.49 FALSE



261142_at  cyclic nucleotide and calmodulinATCNGC8 AT1G19780 -1.03 -0.04 -0.34 0.7453681 0.8768811 -6.49 FALSE
250638_at glycine-rich protein atGRP-6 GRP16 AT5G07540 -1.05 -0.07 -0.34 0.7455098 0.8770025 -6.49 FALSE
245228_at phytochelatin synthetase-like proCOBL2 AT3G29810 -1.09 -0.13 -0.34 0.7457786 0.8770474 -6.49 FALSE
254150_at  putative protein storage protein ---- AT4G24350 1.22 0.29 0.34 0.745777 0.8770474 -6.49 FALSE
254769_at hypothetical protein --- AT4G13330 -1.08 -0.11 -0.34 0.7457779 0.8770474 -6.49 FALSE
266039_s_ahypothetical protein --- AT2G07739 1.05 0.06 0.34 0.7457221 0.8770474 -6.49 FALSE
245802_at hypothetical protein similar to hyp--- AT1G46840 -1.03 -0.04 -0.34 0.7456854 0.8770474 -6.49 FALSE
249438_at  putative protein BCS1 nuclear geAATP1 AT5G40010 1.05 0.07 0.34 0.7456394 0.8770474 -6.49 FALSE
266802_at Expressed protein ; supported by--- AT2G22900 1.18 0.24 0.34 0.7459373 0.8770982 -6.49 FALSE
247567_at  putative protein various predicte --- AT5G61190 1.05 0.07 0.34 0.7458735 0.8770982 -6.49 FALSE
255973_at hypothetical protein predicted by --- AT3G32400 -1.03 -0.04 -0.34 0.7459192 0.8770982 -6.49 FALSE
250167_at  myb-related protein - like myb-reATMYB16 AT5G15310 -1.06 -0.08 -0.34 0.7460996 0.8771986 -6.49 TRUE
250610_at glycine-rich protein PUTG1  ;sup GRP19 AT5G07550 1.06 0.09 0.34 0.7460941 0.8771986 -6.49 FALSE
264247_at  potassium transporter, putative s--- AT1G60160 -1.08 -0.12 -0.34 0.7461905 0.8772603 -6.49 FALSE
246106_at  receptor-like protein kinase prec --- AT5G28680 1.03 0.04 0.34 0.7462368 0.8772696 -6.49 FALSE
252577_at putative protein putative proteins --- AT3G45460 1.03 0.04 0.34 0.7463708 0.8773819 -6.49 FALSE
261679_at  polyprotein, putative similar to po--- --- -1.03 -0.04 -0.34 0.7464874 0.8774738 -6.49 FALSE
264354_s_aunknown protein similar to Lambd--- AT1G03200 // -1.04 -0.06 -0.34 0.7466541 0.8775746 -6.49 FALSE
260777_at  mitochondrial carrier protein, put--- AT1G14560 1.04 0.06 0.34 0.7466142 0.8775746 -6.49 FALSE
251079_at hypothetical protein --- AT5G02000 1.03 0.05 0.34 0.7467271 0.8775746 -6.49 FALSE
255096_at  hypothetical protein similar to T2--- --- 1.04 0.05 0.34 0.7467256 0.8775746 -6.49 FALSE
257620_at hypothetical protein predicted by --- AT3G24850 -1.04 -0.06 -0.34 0.746813 0.8775851 -6.49 FALSE
262192_at hypothetical protein predicted by --- AT1G77830 1.03 0.05 0.34 0.7468088 0.8775851 -6.49 FALSE
260327_at  putative RING zinc finger protein--- AT1G63840 -1.07 -0.09 -0.34 0.7469647 0.8776749 -6.49 TRUE
255916_at putative protein --- AT5G28550 1.05 0.06 0.34 0.7470049 0.8776749 -6.49 FALSE
258757_at  putative RING zinc finger protein--- AT3G10910 // 1.07 0.09 0.34 0.7469999 0.8776749 -6.49 FALSE
247999_at  E2, ubiquitin-conjugating enzym UBC30 AT5G56150 1.04 0.06 0.34 0.7471523 0.8777577 -6.49 FALSE
258688_at putative eukaryotic translation ini --- AT3G07920 -1.03 -0.04 -0.34 0.7471308 0.8777577 -6.49 FALSE
249386_at  disease resistance -like protein d--- AT5G40060 -1.04 -0.05 -0.34 0.7472424 0.8778184 -6.49 FALSE
263592_at putative non-LTR retroelement re--- --- -1.06 -0.09 -0.34 0.7474595 0.8780282 -6.49 FALSE
245382_at hypothetical protein --- AT4G17800 1.04 0.05 0.34 0.7475465 0.8780852 -6.49 FALSE
259461_at unknown protein --- AT1G18900 1.06 0.09 0.33 0.7478604 0.878273 -6.49 FALSE
255979_at hypothetical protein UPF3 AT1G33980 -1.04 -0.05 -0.34 0.7477588 0.878273 -6.49 FALSE
265312_at unknown protein --- AT2G20240 1.08 0.11 0.33 0.7478359 0.878273 -6.49 FALSE
254287_at  putative protein similaritry to hyp--- AT4G22960 1.03 0.05 0.33 0.7478593 0.878273 -6.49 FALSE



258183_at unknown protein  ;supported by f --- AT3G21550 1.13 0.18 0.33 0.7479646 0.8783501 -6.49 TRUE
250573_at putative protein --- AT5G08220 // 1.05 0.06 0.33 0.7481801 0.878377 -6.49 FALSE
245205_at  putative protein similarity to splic--- AT5G12280 1.05 0.07 0.33 0.7481775 0.878377 -6.49 FALSE
251279_at hypothetical protein --- AT3G61800 1.06 0.09 0.33 0.7480774 0.878377 -6.49 FALSE
247143_at unknown protein --- AT5G65580 -1.07 -0.09 -0.33 0.7480918 0.878377 -6.49 FALSE
263011_at conserved hypothetical protein pr--- AT1G23250 1.04 0.05 0.33 0.748106 0.878377 -6.49 FALSE
262978_at  tubulin beta-1 chain identical to GTUB1 AT1G75780 1.27 0.34 0.33 0.7483705 0.878465 -6.49 FALSE
256326_at  RING zinc-finger protein, putativ --- AT3G02340 -1.05 -0.07 -0.33 0.7483618 0.878465 -6.49 FALSE
256035_at Ran-binding protein (atranbp1a) SIRANBP AT1G07140 1.04 0.06 0.33 0.7482979 0.878465 -6.49 FALSE
264104_at En/Spm-like transposon protein r --- --- -1.04 -0.06 -0.33 0.7484669 0.8785329 -6.49 FALSE
256176_at hypothetical protein predicted by ATEXO70GAT1G51640 1.04 0.05 0.33 0.7485544 0.8785905 -6.49 FALSE
256864_at  topoisomerase II identical to topoTOPII AT3G23890 1.05 0.07 0.33 0.7487389 0.8787618 -6.49 FALSE
254239_at  water channel - like protein plasmPIP1;5 AT4G23400 -1.07 -0.09 -0.33 0.7488054 0.8787767 -6.49 FALSE
256895_at  zinc-finger protein, putative almo--- --- 1.04 0.05 0.33 0.7488287 0.8787767 -6.49 FALSE
260669_at hypothetical protein predicted by --- AT1G19340 1.04 0.05 0.33 0.7489234 0.8788006 -6.49 FALSE
267091_at Expressed protein ; supported by--- AT2G38185 -1.06 -0.08 -0.33 0.7489261 0.8788006 -6.49 FALSE
256933_at unknown protein contains Pfam p--- AT3G22600 1.32 0.40 0.33 0.7489983 0.8788016 -6.49 TRUE
262683_at anter-specific proline-rich -like pr --- AT1G75920 1.03 0.05 0.33 0.749004 0.8788016 -6.49 FALSE
248448_at putative protein contains similarit --- AT5G51190 -1.19 -0.25 -0.33 0.749174 0.8788195 -6.49 TRUE
251944_at  ABC transporter -like protein bre--- AT3G53510 1.05 0.07 0.33 0.7492119 0.8788195 -6.49 FALSE
245707_at NAC2-like protein anac077 AT5G04400 1.04 0.06 0.33 0.7491184 0.8788195 -6.49 FALSE
252005_at  purple acid phosphatase-like proPAP21 AT3G52810 1.05 0.07 0.33 0.7491144 0.8788195 -6.49 FALSE
260071_at putative proline-rich protein precuESP1 AT1G73840 -1.03 -0.05 -0.33 0.7491791 0.8788195 -6.49 FALSE
265289_at unknown protein predicted by ge --- AT2G22690 1.03 0.04 0.33 0.7493043 0.8788827 -6.49 FALSE
252095_at  epoxide hydrolase-like protein ep--- AT3G51000 -1.05 -0.07 -0.33 0.7495263 0.8790527 -6.50 FALSE
249491_at  germin - like protein germin-like --- AT5G39130 -1.04 -0.05 -0.33 0.7495223 0.8790527 -6.50 FALSE
262311_at  homeodomain leucine zipper proATHB18 AT1G70920 1.04 0.06 0.33 0.7495733 0.8790625 -6.50 FALSE
263499_at unknown protein  ; supported by TTL3 AT2G42580 -1.06 -0.09 -0.33 0.7497042 0.8791257 -6.50 TRUE
247161_at putative protein similar to unknow--- AT5G65810 1.05 0.07 0.33 0.7496806 0.8791257 -6.50 TRUE
264772_at  unknown protein location of EST--- AT1G22930 -1.04 -0.06 -0.33 0.7499732 0.8793959 -6.50 TRUE
249707_at putative protein similar to unknow--- AT5G35640 -1.06 -0.08 -0.33 0.7500897 0.8794538 -6.50 FALSE
245412_at hypothetical protein --- AT4G17280 1.06 0.09 0.33 0.7500997 0.8794538 -6.50 FALSE
248261_at putative protein similar to unknowPDV1 AT5G53280 -1.04 -0.05 -0.33 0.750204 0.8795309 -6.50 FALSE
259252_at  hypothetical protein similar to hy IBM1 AT3G07610 1.03 0.05 0.33 0.7502615 0.8795532 -6.50 FALSE
254555_at  putative protein curved DNA-bin --- AT4G19570 -1.04 -0.05 -0.33 0.7503656 0.87963 -6.50 FALSE



248796_at VAMP (vesicle-associated memb--- AT5G47180 -1.06 -0.09 -0.33 0.7505282 0.8797267 -6.50 FALSE
251510_at putative protein several hypothet --- AT3G59170 1.03 0.04 0.33 0.7505639 0.8797267 -6.50 FALSE
248963_at unknown protein --- AT5G45700 -1.04 -0.06 -0.33 0.7505033 0.8797267 -6.50 FALSE
254775_at hypothetical protein --- AT4G13450 -1.03 -0.04 -0.33 0.750639 0.8797696 -6.50 FALSE
265175_at hypothetical protein similar to putATCSLA03 AT1G23480 -1.06 -0.09 -0.33 0.7509472 0.8798292 -6.50 TRUE
260274_at putative glycerol kinase similar toNHO1 AT1G80460 1.05 0.07 0.33 0.7508282 0.8798292 -6.50 FALSE
267482_s_aunknown protein --- AT2G02770 // 1.10 0.14 0.33 0.7508585 0.8798292 -6.50 FALSE
265113_at hypothetical protein --- --- -1.04 -0.05 -0.33 0.7507919 0.8798292 -6.50 FALSE
248745_at unknown protein --- AT5G48250 1.05 0.07 0.33 0.7509599 0.8798292 -6.50 FALSE
263007_at hypothetical protein contains sim --- AT1G54260 -1.04 -0.05 -0.33 0.7508874 0.8798292 -6.50 FALSE
258337_at hypothetical protein predicted by --- AT3G16040 -1.06 -0.08 -0.33 0.7509376 0.8798292 -6.50 FALSE
267625_at putative RNA-binding protein --- AT2G42240 -1.04 -0.05 -0.33 0.751069 0.8799118 -6.50 FALSE
253159_at HMG delta protein  ;supported byHMGB5 AT4G35570 -1.03 -0.05 -0.33 0.7511635 0.8799773 -6.50 FALSE
245477_at hypothetical protein ARR2 AT4G16110 -1.04 -0.06 -0.33 0.7515066 0.8802287 -6.50 FALSE
249023_at putative protein strong similarity t--- AT5G44850 1.08 0.12 0.33 0.7515355 0.8802287 -6.50 FALSE
267019_at hypothetical protein predicted by --- AT2G39130 1.04 0.06 0.33 0.751571 0.8802287 -6.50 FALSE
267104_at ERD15 protein identical to GB D3ERD15 AT2G41430 1.04 0.06 0.33 0.7514631 0.8802287 -6.50 FALSE
259157_at hypothetical protein predicted by --- AT3G05440 -1.03 -0.04 -0.33 0.7515474 0.8802287 -6.50 FALSE
258464_at kinesin-like protein similar to KLPPOK1 AT3G17360 1.03 0.04 0.33 0.7516104 0.8802297 -6.50 FALSE
253798_at  predicted protein CUC2 (involve ANAC073 AT4G28500 1.04 0.06 0.33 0.7517155 0.8802865 -6.50 FALSE
246723_at  putative protein various predicte --- AT5G29030 -1.04 -0.05 -0.33 0.7517361 0.8802865 -6.50 FALSE
264083_at ethylene reponse factor-like AP2 ATERF15 AT2G31230 1.15 0.20 0.33 0.7518647 0.8803919 -6.50 TRUE
250282_at  putative protein predicted protein--- AT5G13260 -1.05 -0.08 -0.33 0.7519561 0.8804085 -6.50 FALSE
262857_at major latex homologue type2 ide --- AT1G14930 -1.03 -0.05 -0.33 0.751941 0.8804085 -6.50 FALSE
264688_at hypothetical protein similar to LG--- AT1G09890 1.05 0.08 0.33 0.7521199 0.880555 -6.50 FALSE
259508_at hypothetical protein predicted by --- --- 1.06 0.08 0.33 0.7522324 0.8806416 -6.50 FALSE
267639_at putative squamosa-promoter bindSPL9 AT2G42200 -1.03 -0.05 -0.33 0.7523937 0.88074 -6.50 FALSE
249300_at putative protein similar to unknow--- AT5G41380 1.04 0.05 0.33 0.7523916 0.88074 -6.50 FALSE
265291_at unknown protein predicted by ge --- AT2G22720 1.04 0.06 0.33 0.7524822 0.8807985 -6.50 FALSE
251903_at  putative protein 24 kDa seed ma--- AT3G54120 -1.09 -0.13 -0.33 0.7525267 0.8808053 -6.50 FALSE
265558_at putative non-LTR retroelement re--- --- -1.03 -0.04 -0.33 0.7525676 0.8808079 -6.50 FALSE
254334_at predicted protein --- AT4G22760 -1.04 -0.06 -0.33 0.7526144 0.8808175 -6.50 FALSE
264398_at unknown protein similar to hypoth--- AT1G61730 -1.04 -0.05 -0.33 0.7526543 0.8808191 -6.50 FALSE
264315_at  aromatic rich glycoprotein, putat --- AT1G70370 1.14 0.19 0.33 0.7528482 0.8809126 -6.50 TRUE
251335_at  1-aminocyclopropane-1-carboxy --- AT3G61400 1.06 0.08 0.33 0.7528501 0.8809126 -6.50 FALSE



246893_at  PHD finger protein - like PHD fin--- AT5G25520 -1.03 -0.04 -0.33 0.7528401 0.8809126 -6.50 FALSE
262223_at hypothetical protein predicted by --- AT1G74680 -1.06 -0.09 -0.33 0.7529633 0.8809999 -6.50 FALSE
260869_at  stearoyl acyl carrier protein desa--- AT1G43800 1.03 0.05 0.33 0.753065 0.8810286 -6.50 FALSE
266902_at hypothetical protein predicted by --- AT2G34580 1.03 0.05 0.33 0.7530279 0.8810286 -6.50 FALSE
248116_at putative protein contains similarit MYB120 AT5G55020 1.05 0.07 0.33 0.7536202 0.8816328 -6.50 FALSE
258857_at putative serine carboxypeptidasescpl25 AT3G02110 -1.14 -0.18 -0.33 0.7537404 0.8817283 -6.50 FALSE
256093_at predicted protein ; supported by c--- AT1G20823 1.13 0.18 0.33 0.7540461 0.8819377 -6.50 TRUE
265513_at hypothetical protein --- --- 1.03 0.04 0.33 0.7540741 0.8819377 -6.50 FALSE
255022_at  NAM/NAP like protein nap gene ANAC070 AT4G10350 1.03 0.05 0.33 0.7540504 0.8819377 -6.50 FALSE
262995_s_ahypothetical protein predicted by --- --- -1.03 -0.04 -0.33 0.7540381 0.8819377 -6.50 FALSE
259088_at  unknown protein, contains TNFR--- AT3G04970 1.06 0.08 0.33 0.7541551 0.8819872 -6.50 FALSE
266677_at hypothetical protein predicted by --- AT2G29820 1.05 0.06 0.33 0.7541954 0.8819891 -6.50 FALSE
258462_at unknown protein --- AT3G17350 -1.09 -0.12 -0.33 0.7542524 0.8820105 -6.50 FALSE
244930_at hypothetical protein --- AT2G07809 -1.03 -0.05 -0.33 0.7542928 0.8820126 -6.50 FALSE
258923_at putative glucose acyltransferase SCPL7 AT3G10450 -1.08 -0.12 -0.33 0.7543381 0.8820203 -6.50 TRUE
266470_at putative non-LTR retroelement re--- --- 1.07 0.09 0.33 0.7545595 0.882234 -6.50 FALSE
249449_at unknown protein --- AT5G39430 -1.03 -0.04 -0.33 0.7546145 0.8822531 -6.50 FALSE
252555_at  putative protein alpha-xylosidase--- AT3G45940 1.03 0.04 0.33 0.7546786 0.8822827 -6.50 FALSE
244967_at PSI J protein --- --- 1.08 0.11 0.33 0.7547281 0.8822954 -6.50 FALSE
255119_at hypothetical protein --- --- -1.03 -0.05 -0.33 0.7547921 0.882325 -6.50 FALSE
253875_at  putative protein ENOD20 gene, --- AT4G27520 1.08 0.11 0.33 0.7548701 0.8823426 -6.50 TRUE
264146_at hypothetical protein contains sim CER1 AT1G02205 1.41 0.50 0.33 0.7548845 0.8823426 -6.50 TRUE
248374_at MADS box transcription factor-likAGL71 AT5G51870 1.03 0.04 0.33 0.7550229 0.8824592 -6.50 FALSE
262019_s_ahypothetical protein predicted by --- --- -1.04 -0.05 -0.32 0.7550747 0.8824744 -6.50 FALSE
257346_at  pseudogene, putative retroeleme--- --- 1.04 0.05 0.32 0.7551701 0.8825408 -6.50 FALSE
246150_at putative protein predicted protein --- AT5G19930 -1.07 -0.09 -0.32 0.7552834 0.8826279 -6.50 FALSE
261920_at  isocitrate dehydrogenase, putativ--- AT1G65930 1.04 0.06 0.32 0.7553422 0.8826514 -6.50 FALSE
262848_at unknown protein ; supported by cBPC2 AT1G14685 -1.04 -0.05 -0.32 0.755462 0.8827046 -6.50 FALSE
266810_at hypothetical protein predicted by --- AT2G44880 1.03 0.05 0.32 0.7554651 0.8827046 -6.50 FALSE
248631_at putative protein strong similarity t--- AT5G49000 -1.04 -0.06 -0.32 0.7555126 0.8827149 -6.50 FALSE
252885_at glycine-rich protein (clone AtGRPGR-RBP8 AT4G39260 -1.06 -0.08 -0.32 0.7558498 0.88294 -6.50 TRUE
249814_at putative protein similar to unknow--- AT5G23840 -1.03 -0.05 -0.32 0.7557514 0.88294 -6.50 FALSE
249675_at putative protein myrosinase-bind --- AT5G35940 1.03 0.04 0.32 0.7558283 0.88294 -6.50 FALSE
257040_at unknown protein  ; supported by SCO2 AT3G19220 -1.06 -0.08 -0.32 0.7558601 0.88294 -6.50 FALSE
255702_at subtilisin-like serine protease XS XSP1 AT4G00230 -1.06 -0.08 -0.32 0.7560296 0.8830023 -6.50 FALSE



264899_at  unknown protein similar to ripeni--- AT1G23130 1.08 0.11 0.32 0.7560053 0.8830023 -6.50 FALSE
266196_at putative protein kinase contains a--- AT2G39110 -1.04 -0.05 -0.32 0.7560094 0.8830023 -6.50 FALSE
256262_at unknown protein --- AT3G12150 1.05 0.07 0.32 0.7560725 0.8830039 -6.50 FALSE
251915_at  putative protein peroxisomal Ca---- AT3G53940 -1.05 -0.07 -0.32 0.7561083 0.8830039 -6.50 FALSE
245529_at SEN1 like protein MAA3 AT4G15570 -1.07 -0.09 -0.32 0.7562106 0.8830781 -6.50 FALSE
262808_at Avr9 elicitor response-like protein--- AT1G11730 1.04 0.05 0.32 0.7564474 0.8832846 -6.50 FALSE
249451_s_ahypothetical protein --- AT5G39480 // 1.03 0.04 0.32 0.7564649 0.8832846 -6.50 FALSE
253748_at  putative protein RNA-binding pro--- AT4G28990 1.05 0.07 0.32 0.7567861 0.8836144 -6.50 FALSE
261311_at  disease resistance protein RTM1--- AT1G05770 1.05 0.08 0.32 0.7569302 0.8836469 -6.50 FALSE
258781_at hypothetical protein predicted by --- AT3G11740 1.03 0.04 0.32 0.7568739 0.8836469 -6.50 FALSE
265763_at unknown protein --- AT2G48060 -1.03 -0.04 -0.32 0.7569268 0.8836469 -6.50 FALSE
260909_at hypothetical protein predicted by --- AT1G02670 -1.04 -0.06 -0.32 0.7571797 0.883893 -6.50 FALSE
253967_at  putative protein probable membr--- AT4G26550 1.06 0.08 0.32 0.7573084 0.8839589 -6.50 FALSE
250750_at glucuronosyl transferase-like pro UGT76C2 AT5G05860 // 1.04 0.05 0.32 0.7573137 0.8839589 -6.50 FALSE
245125_at putative histidine kinase identicalCKI1 AT2G47430 1.04 0.06 0.32 0.7574936 0.8841006 -6.50 FALSE
254825_at  putative protein Pad-1, Neurospo--- AT4G12640 -1.05 -0.07 -0.32 0.7575126 0.8841006 -6.50 FALSE
249983_at  putative protein S-receptor kinas--- AT5G18470 -1.27 -0.35 -0.32 0.7578413 0.8843032 -6.50 TRUE
247904_at putative protein contains similarit AIL5 AT5G57390 1.05 0.07 0.32 0.7577661 0.8843032 -6.50 FALSE
249278_at putative protein strong similarity t--- AT5G41900 1.27 0.35 0.32 0.7578271 0.8843032 -6.50 FALSE
254305_at potassium channel protein AKT3 AKT2/3 AT4G22200 1.03 0.04 0.32 0.757726 0.8843032 -6.50 FALSE
256411_at ATP-dependent Clp protease proCLPP3 AT1G66670 -1.06 -0.09 -0.32 0.7579848 0.8844254 -6.50 TRUE
253096_at cytochrome P450-like protein CYP81D4 AT4G37330 -1.04 -0.06 -0.32 0.7581379 0.8845589 -6.50 FALSE
252028_at hypothetical protein --- AT3G52640 -1.06 -0.09 -0.32 0.7582261 0.8846165 -6.50 FALSE
246124_at  putative protein acyl-protein thio --- AT5G20060 1.03 0.04 0.32 0.7584443 0.8847155 -6.50 FALSE
246341_x_a putative protein predicted protein--- AT3G43150 1.05 0.07 0.32 0.7584661 0.8847155 -6.50 FALSE
249412_at  putative protein predicted protein--- AT5G40410 1.04 0.06 0.32 0.7583941 0.8847155 -6.50 FALSE
256845_x_ahypothetical protein similar to put--- --- 1.04 0.05 0.32 0.75844 0.8847155 -6.50 FALSE
263809_at putative GDSL-motif lipase/hydro--- AT2G04570 1.09 0.12 0.32 0.7588127 0.8847608 -6.50 TRUE
254144_at putative protein --- AT4G24690 -1.04 -0.05 -0.32 0.7587935 0.8847608 -6.50 FALSE
266860_at putative phospholipase C --- AT2G26870 1.07 0.10 0.32 0.7585607 0.8847608 -6.50 FALSE
253671_at serine threonine-specific recepto --- AT4G29990 -1.05 -0.07 -0.32 0.7588152 0.8847608 -6.50 FALSE
254627_at Expressed protein ; supported by--- AT4G18395 1.03 0.05 0.32 0.758778 0.8847608 -6.50 FALSE
262904_at  chaperone, putative similar to ch--- AT1G59725 -1.04 -0.06 -0.32 0.7586045 0.8847608 -6.50 FALSE
245482_at hypothetical protein --- AT4G16180 1.05 0.07 0.32 0.7586698 0.8847608 -6.50 FALSE
257259_at hypothetical protein predicted by --- AT3G22090 1.03 0.04 0.32 0.7586449 0.8847608 -6.50 FALSE



249292_at repair endonuclease (gb|AAF012UVH1 AT5G41150 -1.03 -0.05 -0.32 0.7591484 0.885104 -6.50 FALSE
258170_at unknown protein similar to senes --- AT3G21600 1.09 0.12 0.32 0.7593764 0.8853246 -6.50 FALSE
255230_at  ferredoxin--NADP+ reductase - l ATRFNR1 AT4G05390 1.14 0.19 0.32 0.7595341 0.8854244 -6.50 TRUE
254062_at  putative protein zinc finger prote --- AT4G25380 1.13 0.18 0.32 0.7596173 0.8854244 -6.50 FALSE
256492_at hypothetical protein contains sim --- AT1G31490 -1.04 -0.06 -0.32 0.7595967 0.8854244 -6.50 FALSE
248944_at putative protein similar to unknow--- AT5G45500 -1.05 -0.07 -0.32 0.759588 0.8854244 -6.50 FALSE
254812_at  nucleotide sugar epimerase -likeGAE5 AT4G12250 -1.09 -0.12 -0.32 0.7597592 0.8855446 -6.50 FALSE
255353_at putative transposon protein simila--- --- 1.03 0.04 0.32 0.7599182 0.8856847 -6.50 FALSE
258019_at hypothetical protein predicted by --- AT3G19470 -1.03 -0.05 -0.32 0.760102 0.8858083 -6.50 FALSE
249863_at putative protein contains similarit VPS24.1 AT5G22950 1.03 0.04 0.32 0.7600726 0.8858083 -6.50 FALSE
252573_at  zinc finger protein zinc finger pro--- AT3G45260 -1.04 -0.05 -0.32 0.7602826 0.8858972 -6.50 FALSE
245969_at  putative protein nuclear gene for--- AT5G19830 -1.07 -0.09 -0.32 0.7602947 0.8858972 -6.50 FALSE
258580_at germin-like protein contains Pfam--- AT3G04170 -1.04 -0.05 -0.32 0.7602879 0.8858972 -6.50 FALSE
255676_at putative beta-amylase similar to tBAM2 AT4G00490 -1.09 -0.12 -0.32 0.7603742 0.8859445 -6.50 TRUE
264896_at  Hypothetical protein similar to enAtGH9B6 AT1G23210 1.04 0.05 0.32 0.7604559 0.8859609 -6.50 FALSE
248571_at putative protein similar to unknow--- --- 1.03 0.04 0.32 0.7604659 0.8859609 -6.50 FALSE
258371_at hypothetical protein contains sim --- AT3G14410 -1.04 -0.06 -0.32 0.7606652 0.8859741 -6.50 TRUE
251055_at  putative protein putative protein --- AT5G01710 // 1.03 0.05 0.32 0.7607297 0.8859741 -6.50 FALSE
255079_s_a 14-3-3 protein GF14chi (grf1) ideGF14 PHI AT1G35160 // -1.03 -0.04 -0.32 0.7606587 0.8859741 -6.50 FALSE
247384_at protein kinase  ; supported by cD--- AT5G63370 1.06 0.09 0.32 0.7606987 0.8859741 -6.50 FALSE
264235_at  myosin, putative similar to myos XIE AT1G54560 1.04 0.06 0.32 0.7607285 0.8859741 -6.50 FALSE
267326_at putative RNA-binding protein --- AT2G19380 1.04 0.06 0.32 0.7607492 0.8859741 -6.50 FALSE
257278_at hypothetical protein predicted by --- AT3G14480 -1.05 -0.07 -0.32 0.7605686 0.8859741 -6.50 FALSE
257191_at Expressed protein ; supported by--- AT3G13175 -1.04 -0.06 -0.32 0.7608474 0.8860433 -6.50 FALSE
248179_at receptor-protein kinase-like proteTHE1 AT5G54380 -1.09 -0.12 -0.32 0.7609323 0.8860969 -6.50 TRUE
255109_s_ahypothetical protein --- AT4G08760 1.03 0.04 0.32 0.7610155 0.8861486 -6.50 FALSE
249217_at ubiquitin-like protein  ; supported UBL5 AT5G42300 1.03 0.04 0.32 0.7612412 0.8862914 -6.50 FALSE
249461_at  putative protein predicted protein--- AT5G39640 1.04 0.05 0.32 0.7612525 0.8862914 -6.50 FALSE
267258_at hypothetical protein predicted by --- AT2G23140 1.03 0.05 0.32 0.7612548 0.8862914 -6.50 FALSE
248494_at putative protein contains similarit AtHSD6 AT5G50770 -1.04 -0.05 -0.32 0.7613723 0.8863377 -6.50 FALSE
267012_at similar to latex allergen from HevPLP6 AT2G39220 -1.10 -0.14 -0.32 0.7613681 0.8863377 -6.50 FALSE
252171_at hypothetical protein  ; supported --- AT3G50590 -1.04 -0.05 -0.32 0.7615918 0.8865236 -6.50 FALSE
265812_at hypothetical protein predicted by --- AT2G18070 1.04 0.06 0.32 0.7616097 0.8865236 -6.50 FALSE
253195_at  putative protein dihydroflavonol-4--- AT4G35420 -1.04 -0.06 -0.32 0.761807 0.8867081 -6.50 FALSE
251795_at  putative protein MtN24, Medicag--- AT3G55390 1.06 0.08 0.32 0.7619186 0.8867474 -6.50 FALSE



247067_at putative protein strong similarity t--- AT5G66950 -1.05 -0.07 -0.32 0.7618877 0.8867474 -6.50 FALSE
267643_at hypothetical protein predicted by RALFL17 AT2G32890 -1.03 -0.04 -0.32 0.7620222 0.8868227 -6.50 FALSE
267603_at unknown protein  ; supported by ATZW10 AT2G32900 -1.04 -0.06 -0.32 0.7620803 0.8868451 -6.50 FALSE
265535_at  hypothetical protein predicted by--- AT2G15900 1.03 0.05 0.31 0.7624278 0.8870368 -6.50 FALSE
253906_at  putative protein disease resistan--- AT4G27220 -1.05 -0.07 -0.31 0.7624711 0.8870368 -6.50 FALSE
260842_at  19S proteosome subunit 9, puta ATS9 AT1G29150 -1.04 -0.05 -0.31 0.7623527 0.8870368 -6.50 FALSE
257656_at Expressed protein ; supported by--- AT3G13228 1.03 0.04 0.31 0.7624783 0.8870368 -6.50 FALSE
265692_at hypothetical protein predicted by --- AT2G24340 1.03 0.05 0.31 0.7624576 0.8870368 -6.50 FALSE
261967_at  En/Spm-like transposon protein, --- --- 1.05 0.07 0.31 0.7624278 0.8870368 -6.50 FALSE
254031_at putative protein other hypothetica--- AT4G25920 -1.03 -0.05 -0.31 0.7625233 0.8870438 -6.50 FALSE
258181_at nitrate transporter identical to nitr--- AT3G21670 1.06 0.08 0.31 0.7626413 0.8870454 -6.50 FALSE
249721_at Expressed protein ; supported byLSU4 AT5G24655 -1.03 -0.04 -0.31 0.7626168 0.8870454 -6.50 FALSE
256924_at  Anthocyanin 5-aromatic acyltranAT5MAT AT3G29590 1.04 0.05 0.31 0.7626046 0.8870454 -6.50 FALSE
249481_at  frnE protein - like frnE protein, D --- AT5G38900 1.15 0.20 0.31 0.7629539 0.8872772 -6.50 TRUE
259184_at unknown protein  ;supported by f --- AT3G01520 1.04 0.05 0.31 0.7629573 0.8872772 -6.50 FALSE
246338_s_a putative protein putative integral ATCHX10 AT3G44920 // 1.03 0.04 0.31 0.7629166 0.8872772 -6.50 FALSE
264641_at  ATP-dependent Clp protease pro--- AT1G09130 -1.04 -0.06 -0.31 0.7630907 0.8873871 -6.50 FALSE
265548_s_aputative helicase --- --- -1.03 -0.04 -0.31 0.7631605 0.8874231 -6.50 FALSE
264836_at unknown protein similar to hypoth--- AT1G03610 1.06 0.08 0.31 0.7632494 0.8874812 -6.50 TRUE
246847_at  putative protein ferroportin1, Mu ATIREG3 AT5G26820 -1.06 -0.09 -0.31 0.7633729 0.8875385 -6.50 FALSE
246077_at  putative protein XNP-1, CaenorhCHR42 AT5G20420 1.05 0.08 0.31 0.7633765 0.8875385 -6.50 FALSE
266946_at putative protein kinase contains a--- AT2G18890 1.04 0.06 0.31 0.7634766 0.8875644 -6.50 TRUE
251324_at plasma membrane intrinsic prote PIP1A AT3G61430 -1.04 -0.06 -0.31 0.7634604 0.8875644 -6.50 FALSE
245916_at putative protein --- AT5G28720 -1.04 -0.06 -0.31 0.7635706 0.8876284 -6.50 FALSE
258290_at hypothetical protein predicted by --- AT3G23460 -1.03 -0.04 -0.31 0.7636874 0.887719 -6.50 FALSE
257400_s_ahypothetical protein --- AT1G23810 // -1.03 -0.04 -0.31 0.7637644 0.8877632 -6.50 FALSE
259206_at hypothetical protein similar to put--- AT3G09040 -1.04 -0.06 -0.31 0.7639548 0.8878753 -6.50 FALSE
264220_at unknown protein similar to putativARPC3 AT1G60430 1.03 0.05 0.31 0.7640064 0.8878753 -6.50 FALSE
250640_at  putative protein protein kinase X --- AT5G07150 1.07 0.10 0.31 0.7639183 0.8878753 -6.50 FALSE
262012_s_a integral membrane protein, puta --- AT1G35625 // -1.03 -0.05 -0.31 0.7640289 0.8878753 -6.50 FALSE
252536_at  putative transporter protein pept --- AT3G45700 1.04 0.06 0.31 0.7640555 0.8878753 -6.50 FALSE
259465_at hypothetical protein similar to put--- AT1G19025 1.04 0.06 0.31 0.7641035 0.8878859 -6.50 FALSE
266043_at hypothetical protein --- AT2G07724 -1.05 -0.07 -0.31 0.7643899 0.888083 -6.50 FALSE
265035_at hypothetical protein contains Pfa --- AT1G61620 -1.04 -0.05 -0.31 0.7643379 0.888083 -6.50 FALSE
264723_at putative salt-inducible protein sim--- AT1G22960 1.03 0.05 0.31 0.7643889 0.888083 -6.50 FALSE



256670_at  Athila ORF 1, putative similar to --- --- 1.03 0.05 0.31 0.7645286 0.888199 -6.50 FALSE
250781_at DREB2A (dbj|BAA33794.1)  ; supDREB2A AT5G05410 1.07 0.10 0.31 0.7646663 0.8883137 -6.50 FALSE
247970_at cytosolic malate dehydrogenase --- AT5G56720 -1.03 -0.05 -0.31 0.7647802 0.8883192 -6.50 FALSE
264950_at  peroxidase, putative similar to pe--- AT1G77100 1.04 0.05 0.31 0.7648269 0.8883192 -6.50 FALSE
254449_at  putative protein predicted proteinHEN1 AT4G20910 -1.05 -0.07 -0.31 0.7648094 0.8883192 -6.50 FALSE
245801_at hypothetical protein similar to hyp--- AT1G46912 1.04 0.05 0.31 0.7647393 0.8883192 -6.50 FALSE
263017_at putative cyclin 2 CYCB2;1 AT2G17620 1.03 0.05 0.31 0.7648922 0.8883499 -6.50 FALSE
267465_at subtilisin-like serine protease conSLP3 AT2G19170 1.09 0.12 0.31 0.7652244 0.8884474 -6.50 FALSE
258429_at putative GTP-binding protein simTOC120 AT3G16620 -1.04 -0.05 -0.31 0.7652006 0.8884474 -6.50 FALSE
250962_at  putative protein various predicte --- AT5G02990 -1.04 -0.05 -0.31 0.7651393 0.8884474 -6.50 FALSE
245931_at  major pollen allergen-like protein--- AT5G09280 -1.05 -0.07 -0.31 0.7651004 0.8884474 -6.50 FALSE
245380_at hypothetical protein --- AT4G17760 1.05 0.07 0.31 0.7652488 0.8884474 -6.50 FALSE
248431_at auxin-responsive GH3-like protei --- AT5G51470 -1.04 -0.05 -0.31 0.765246 0.8884474 -6.50 FALSE
245212_at hypothetical protein predicted by AT1G44224--- -1.05 -0.07 -0.31 0.7650733 0.8884474 -6.50 FALSE
251881_at  DIPHOSPHOMEVALONATE DE--- AT3G54250 1.07 0.10 0.31 0.765386 0.8885042 -6.50 TRUE
264373_at putative vesicle transport protein SEC22 AT1G11890 -1.05 -0.07 -0.31 0.7653438 0.8885042 -6.50 FALSE
248050_at unknown protein --- AT5G56100 -1.07 -0.10 -0.31 0.7654926 0.8885042 -6.50 FALSE
257716_at hypothetical protein predicted by --- AT3G18300 1.04 0.05 0.31 0.7654344 0.8885042 -6.50 FALSE
253927_at putative protein --- AT4G26710 -1.04 -0.06 -0.31 0.7654555 0.8885042 -6.50 FALSE
252623_at hypothetical protein --- AT3G45320 1.04 0.05 0.31 0.7658515 0.8888757 -6.50 FALSE
263024_at hypothetical protein predicted by --- AT1G23980 -1.05 -0.06 -0.31 0.765992 0.8889588 -6.50 FALSE
245846_at  P-type transporting ATPase, put --- AT1G26130 1.05 0.07 0.31 0.7660011 0.8889588 -6.50 FALSE
260597_at hypothetical protein predicted by --- AT1G55915 -1.05 -0.08 -0.31 0.76613 0.8890421 -6.50 FALSE
254437_s_aputative protein --- AT3G06433 -1.06 -0.08 -0.31 0.7661508 0.8890421 -6.50 FALSE
254191_at hypothetical protein  ;supported b--- AT4G23900 1.04 0.06 0.31 0.7662023 0.8890566 -6.50 FALSE
266935_at  F-box protein LKP2/ADO2, AtFBLKP2 AT2G18915 -1.03 -0.05 -0.31 0.7662825 0.8891044 -6.50 FALSE
249469_at  UDP-glucose dehydrogenase-lik--- AT5G39320 1.09 0.12 0.31 0.7665385 0.8893104 -6.50 TRUE
267360_at unknown protein  ;supported by f --- AT2G40060 1.04 0.06 0.31 0.7665661 0.8893104 -6.50 FALSE
246726_at  putative protein predicted protein--- AT5G29050 -1.03 -0.04 -0.31 0.766577 0.8893104 -6.50 FALSE
261092_at unknown protein --- AT1G62870 1.03 0.04 0.31 0.7666874 0.8893899 -6.50 FALSE
255141_at putative protein several hypothet --- --- -1.03 -0.04 -0.31 0.7667235 0.8893899 -6.50 FALSE
259574_at hypothetical protein MLP168 AT1G35310 1.03 0.04 0.31 0.7669049 0.8895098 -6.50 FALSE
255213_at putative athila transposon protein--- --- 1.03 0.04 0.31 0.7669043 0.8895098 -6.50 FALSE
256949_at hypothetical protein predicted by --- AT3G19070 -1.03 -0.04 -0.31 0.7670192 0.8895971 -6.50 FALSE
262744_at  anthranilate N-hydroxycinnamoy--- AT1G28680 -1.06 -0.09 -0.31 0.7671715 0.8896895 -6.50 TRUE



254048_at  putative protein various predicte --- AT4G25680 1.06 0.08 0.31 0.7676592 0.8896895 -6.50 FALSE
255485_at  predicted protein of unknown fun--- AT4G02550 -1.03 -0.05 -0.31 0.7676125 0.8896895 -6.50 FALSE
245879_at  putative subunit of TOC complexATTOC64-VAT5G09420 -1.10 -0.13 -0.31 0.767916 0.8896895 -6.50 FALSE
253444_at  putative protein ring finger protei--- AT4G32600 -1.03 -0.04 -0.31 0.7671797 0.8896895 -6.50 FALSE
261179_at unknown protein --- AT1G04985 -1.04 -0.06 -0.31 0.7677564 0.8896895 -6.50 FALSE
263002_at hypothetical protein predicted by --- AT1G54200 1.08 0.12 0.31 0.7675216 0.8896895 -6.50 FALSE
249806_at putative protein contains similarit --- AT5G23850 1.08 0.11 0.31 0.7673633 0.8896895 -6.50 FALSE
246219_at aminopeptidase-like protein ; supAPP1 AT4G36760 1.05 0.07 0.31 0.7678657 0.8896895 -6.50 FALSE
265587_at putative pathogenesis-related pro--- AT2G19980 -1.04 -0.05 -0.31 0.7676794 0.8896895 -6.50 FALSE
249051_at berberine bridge enzyme-like pro--- AT5G44390 -1.04 -0.06 -0.31 0.7672603 0.8896895 -6.50 FALSE
267618_at putative cyclin  ; supported by cDCYCB1;4 AT2G26760 -1.04 -0.06 -0.31 0.7674553 0.8896895 -6.50 FALSE
257341_at  pseudogene, Mutator-like transp--- --- 1.03 0.04 0.31 0.7676786 0.8896895 -6.50 FALSE
248778_at unknown protein --- AT5G47940 -1.04 -0.05 -0.31 0.7675346 0.8896895 -6.50 FALSE
248598_at putative protein contains similarit --- AT5G49370 1.04 0.06 0.31 0.7677753 0.8896895 -6.50 FALSE
252588_at  putative protein potential transcr --- AT3G45630 -1.03 -0.05 -0.31 0.7677726 0.8896895 -6.50 FALSE
257440_at unknown protein --- AT2G24880 -1.03 -0.04 -0.31 0.7674614 0.8896895 -6.50 FALSE
249105_at 40S ribosomal protein S15 --- AT5G43640 1.03 0.05 0.31 0.7678222 0.8896895 -6.50 FALSE
252708_at  putative protein amine oxidase, C--- AT3G43820 1.04 0.06 0.31 0.7675276 0.8896895 -6.50 FALSE
257049_at hypothetical protein predicted by --- AT3G15250 1.05 0.07 0.31 0.7673417 0.8896895 -6.50 FALSE
245153_at  putative protein similarity to pred--- AT5G12450 -1.03 -0.04 -0.31 0.7679178 0.8896895 -6.50 FALSE
264898_at Unknown protein ; supported by f--- AT1G23205 -1.06 -0.08 -0.31 0.7681772 0.8898544 -6.50 FALSE
266785_at putative receptor-like protein kina--- AT2G28970 1.04 0.05 0.31 0.7681597 0.8898544 -6.50 FALSE
264174_s_ahypothetical protein ANAC004 AT1G02230 -1.05 -0.07 -0.31 0.7681416 0.8898544 -6.50 FALSE
262103_at  glutathione S-transferase, putativGSTF5 AT1G02940 1.06 0.08 0.31 0.7682801 0.8898831 -6.50 FALSE
265156_at hypothetical protein predicted by --- AT1G31000 -1.04 -0.05 -0.31 0.7682467 0.8898831 -6.50 FALSE
262416_at  flavonol synthase, putative simila--- AT1G49390 -1.03 -0.05 -0.31 0.7684685 0.8900562 -6.50 FALSE
248989_at disease resistance protein RPS4 --- AT5G45200 -1.04 -0.06 -0.31 0.7685145 0.8900643 -6.50 FALSE
247472_at  cytokinesis regulating protein - li MAP65-9 AT5G62250 -1.03 -0.04 -0.31 0.7686786 0.8902091 -6.50 FALSE
252740_at  pectinesterase -like protein PEC--- AT3G43270 -1.06 -0.08 -0.31 0.7687237 0.8902162 -6.50 TRUE
264649_at hypothetical protein Similar to Vic--- AT1G09060 -1.04 -0.06 -0.31 0.7689566 0.8902214 -6.50 FALSE
249018_at CHP-rich zinc finger protein-like --- AT5G44770 1.05 0.08 0.31 0.7688345 0.8902214 -6.50 FALSE
260762_at  I-box binding factor, putative sim--- AT1G49015 1.03 0.05 0.31 0.7687887 0.8902214 -6.50 FALSE
262874_at hypothetical protein predicted by --- AT1G65020 -1.04 -0.06 -0.31 0.7688808 0.8902214 -6.50 FALSE
262585_at hypothetical protein Is a member BOR4 AT1G15460 1.05 0.07 0.31 0.7689624 0.8902214 -6.50 FALSE
265827_at hypothetical protein predicted by VOZ2 AT2G42400 1.03 0.04 0.31 0.7689172 0.8902214 -6.50 FALSE



258694_at putative non-phototropic hypocot --- AT3G08660 -1.07 -0.10 -0.31 0.7690943 0.8903219 -6.50 FALSE
253180_at  putative protein various predicte --- AT4G35210 -1.03 -0.04 -0.31 0.7691273 0.8903219 -6.50 FALSE
256457_at  3-methyladenine DNA glycosyla --- AT1G75230 1.07 0.10 0.31 0.7692522 0.8904213 -6.50 FALSE
246490_at S-adenosylmethionine decarboxyCPuORF10AT5G15948 // -1.05 -0.07 -0.31 0.7694474 0.8904723 -6.50 FALSE
264141_at hypothetical protein predicted by --- AT1G79090 -1.03 -0.04 -0.31 0.7694413 0.8904723 -6.50 FALSE
252372_at  aldehyde dehydrogenase (NAD+ALDH2B4 AT3G48000 1.05 0.07 0.31 0.7694914 0.8904723 -6.50 FALSE
248545_at cysteine proteinase similar to cys--- AT5G50260 1.03 0.05 0.31 0.7694578 0.8904723 -6.50 FALSE
265168_at putative Ser/Thr protein kinase --- AT1G23700 1.04 0.05 0.31 0.7694504 0.8904723 -6.50 FALSE
265325_at putative integral membrane prote--- AT2G18240 1.05 0.06 0.30 0.7696036 0.890557 -6.50 FALSE
261089_at protein kinase APK1A identical toAPK1A AT1G07570 1.06 0.08 0.30 0.7698156 0.8907372 -6.50 FALSE
256638_at  RNA-binding protein, putative sim--- AT3G19090 1.05 0.07 0.30 0.7698375 0.8907372 -6.50 FALSE
255781_at unknown protein --- AT1G19880 1.03 0.04 0.30 0.7699246 0.8907928 -6.50 FALSE
251535_at hypothetical protein  ;supported b--- AT3G58540 1.05 0.07 0.30 0.7701264 0.8909811 -6.51 FALSE
264464_at putative heat-shock protein simila--- AT1G10350 -1.04 -0.05 -0.30 0.7702568 0.8910868 -6.51 FALSE
254476_at  putative protein gamma-SNAP pGSNAP AT4G20410 -1.03 -0.05 -0.30 0.7703205 0.8911072 -6.51 FALSE
262597_at  unknown protein Strong similarit --- AT1G15470 -1.05 -0.07 -0.30 0.7703526 0.8911072 -6.51 FALSE
252727_s_a putative protein predicted protein--- --- -1.03 -0.04 -0.30 0.7704211 0.8911412 -6.51 FALSE
245925_at bZIP transcription factor family prBZO2H3 AT5G28770 1.05 0.07 0.30 0.7704618 0.8911431 -6.51 FALSE
263784_at Expressed protein ; supported by--- AT2G46375 -1.03 -0.05 -0.30 0.77067 0.8913388 -6.51 FALSE
247407_at  putative protein predicted protein--- AT5G62900 1.05 0.06 0.30 0.7708979 0.8915119 -6.51 FALSE
254862_at  putative transport protein Na(+) d--- AT4G12030 -1.06 -0.09 -0.30 0.7708815 0.8915119 -6.51 FALSE
246175_s_a putative protein hypothetical pro --- AT5G28320 // 1.03 0.05 0.30 0.7710115 0.8915555 -6.51 FALSE
250534_at NADH dehydrogenase  ;supporteCI51 AT5G08530 1.03 0.05 0.30 0.7710137 0.8915555 -6.51 FALSE
251247_at hypothetical protein --- AT3G62140 1.04 0.06 0.30 0.7710968 0.8916064 -6.51 FALSE
247166_at unknown protein --- AT5G65840 1.07 0.10 0.30 0.7714057 0.8917929 -6.51 FALSE
250348_at putative protein --- AT5G11990 1.04 0.06 0.30 0.7717664 0.8917929 -6.51 FALSE
263293_x_ahypothetical protein similar to hyp--- --- -1.03 -0.04 -0.30 0.7714992 0.8917929 -6.51 FALSE
255944_at putative protein --- --- 1.04 0.05 0.30 0.771531 0.8917929 -6.51 FALSE
266134_s_aputative beta-expansin --- AT1G65680 // -1.03 -0.05 -0.30 0.7713604 0.8917929 -6.51 FALSE
262429_at  polyprotein, putative similar to po--- --- 1.04 0.06 0.30 0.771472 0.8917929 -6.51 FALSE
253298_at putative protein  ;supported by fu --- AT4G33560 1.04 0.05 0.30 0.7716538 0.8917929 -6.51 FALSE
246470_at  putative protein predicted protein--- AT5G17080 1.03 0.05 0.30 0.7717233 0.8917929 -6.51 FALSE
263418_at putative selenium-binding protein--- AT2G17210 1.03 0.05 0.30 0.7717425 0.8917929 -6.51 FALSE
251084_at putative protein putative proteins --- AT5G01520 -1.07 -0.10 -0.30 0.7716432 0.8917929 -6.51 FALSE
257920_at hypothetical protein predicted by --- AT3G23260 1.03 0.04 0.30 0.771715 0.8917929 -6.51 FALSE



263441_at putative kinesin-like spindle prote--- AT2G28620 -1.03 -0.04 -0.30 0.7715457 0.8917929 -6.51 FALSE
253030_at hypothetical protein FRS5 AT4G38180 -1.03 -0.04 -0.30 0.7715205 0.8917929 -6.51 FALSE
252793_at hypothetical protein --- --- 1.03 0.04 0.30 0.7718949 0.8918962 -6.51 FALSE
267376_at  putative receptor-like protein kin ER AT2G26330 1.15 0.20 0.30 0.7719406 0.8919038 -6.51 FALSE
248987_at dimethylaniline monooxygenase --- AT5G45180 1.03 0.04 0.30 0.7721018 0.8919815 -6.51 FALSE
251450_at squamosa promoter binding proteSPL12 AT3G60030 -1.04 -0.06 -0.30 0.7722033 0.8919815 -6.51 FALSE
257569_at hypothetical protein --- AT3G26350 -1.05 -0.07 -0.30 0.7721435 0.8919815 -6.51 FALSE
255698_at scarecrow-like 6 (SCL6) --- AT4G00150 -1.05 -0.06 -0.30 0.7721843 0.8919815 -6.51 FALSE
249939_at unknown protein  ;supported by f --- AT5G22430 1.04 0.06 0.30 0.7720756 0.8919815 -6.51 FALSE
262960_at unknown protein ; supported by c--- AT1G54320 1.03 0.05 0.30 0.7724531 0.8921796 -6.51 FALSE
256703_at  MADS-box transcription factor siAGL79 AT3G30260 -1.03 -0.04 -0.30 0.7724325 0.8921796 -6.51 FALSE
252587_at  putative protein Human (H326) t --- AT3G45620 1.07 0.09 0.30 0.7725753 0.8922303 -6.51 FALSE
250037_at  disease resistance protein -like d--- AT5G18350 1.05 0.06 0.30 0.7725452 0.8922303 -6.51 FALSE
267423_at putative potassium transporter KUP11 AT2G35060 1.06 0.09 0.30 0.7726559 0.8922784 -6.51 FALSE
262913_at  NADPH-dependent codeinone re--- AT1G59960 -1.10 -0.14 -0.30 0.7729542 0.892489 -6.51 FALSE
247752_at putative protein --- AT5G59060 1.03 0.04 0.30 0.7729949 0.892489 -6.51 FALSE
266609_at unknown protein  ; supported by SRO1 AT2G35510 1.05 0.07 0.30 0.7729181 0.892489 -6.51 FALSE
258305_at hypothetical protein predicted by --- --- 1.03 0.04 0.30 0.7729803 0.892489 -6.51 FALSE
254815_at  putative pollen-specific protein pSKU5 AT4G12420 1.06 0.09 0.30 0.7732045 0.8925143 -6.51 TRUE
259008_at metallothionein-like protein similaMT2A AT3G09390 -1.04 -0.05 -0.30 0.773103 0.8925143 -6.51 TRUE
252026_at  serine protein kinase - like serineSRPK4 AT3G53030 -1.04 -0.05 -0.30 0.7732027 0.8925143 -6.51 FALSE
254123_at  Bnm1 like protein pollen-specificAPPB1 AT4G24640 1.03 0.05 0.30 0.7732124 0.8925143 -6.51 FALSE
251359_at putative protein several hypothet --- AT3G61170 -1.03 -0.04 -0.30 0.7732114 0.8925143 -6.51 FALSE
258343_at unknown protein similar to hypoth--- AT3G22810 1.04 0.05 0.30 0.773311 0.8925829 -6.51 FALSE
267207_at putative dioxygenase --- AT2G30840 -1.09 -0.12 -0.30 0.773519 0.8927649 -6.51 TRUE
246680_at putative protein predicted protein --- --- 1.04 0.05 0.30 0.7735837 0.8927649 -6.51 FALSE
247421_at  SIAH1 - like protein SIAH1, Bras--- AT5G62800 1.04 0.06 0.30 0.773586 0.8927649 -6.51 FALSE
246067_at  membrane transporter - like prot --- AT5G19410 -1.03 -0.04 -0.30 0.7736833 0.8928319 -6.51 FALSE
255399_at hypothetical protein --- --- 1.04 0.06 0.30 0.7737357 0.8928473 -6.51 FALSE
263608_at putative glycine-rich RNA-binding--- --- 1.04 0.06 0.30 0.7737751 0.8928475 -6.51 FALSE
253468_at  putative protein predicted gene T--- AT4G32160 -1.04 -0.06 -0.30 0.7739564 0.8929508 -6.51 FALSE
258300_at putative casein kinase I similar tockl10 AT3G23340 -1.05 -0.07 -0.30 0.7739683 0.8929508 -6.51 FALSE
247477_at  putative protein 21K protein prec--- AT5G62340 1.05 0.07 0.30 0.7740212 0.8929508 -6.51 FALSE
249873_at  ATP-dependent Clp protease proNCLPP7 AT5G23140 -1.04 -0.05 -0.30 0.7739931 0.8929508 -6.51 FALSE
248684_at Expressed protein ; supported byDIR1 AT5G48485 -1.10 -0.14 -0.30 0.7741825 0.8930917 -6.51 FALSE



253262_at putative serine threonine protein --- AT4G34440 -1.03 -0.05 -0.30 0.7743566 0.8932475 -6.51 FALSE
266029_at putative serine carboxypeptidasescpl38 AT2G05850 1.04 0.05 0.30 0.7744168 0.8932716 -6.51 FALSE
246923_at  putative multispanning membran--- AT5G25100 -1.04 -0.06 -0.30 0.7746058 0.8933541 -6.51 FALSE
257268_at unknown protein --- AT3G17450 -1.05 -0.07 -0.30 0.7745813 0.8933541 -6.51 FALSE
262689_at unknown protein ANAC026 AT1G62700 -1.04 -0.05 -0.30 0.7745676 0.8933541 -6.51 FALSE
245625_at transport protein --- AT4G14160 1.03 0.05 0.30 0.7748826 0.8936282 -6.51 FALSE
254608_at  major intrinsic protein (MIP)- likeNIP1;2 AT4G18910 1.08 0.12 0.30 0.7749511 0.8936621 -6.51 FALSE
263745_at hypothetical protein predicted by CHR34 AT2G21450 1.03 0.04 0.30 0.7749936 0.8936659 -6.51 FALSE
249982_at  putative protein predicted protein--- AT5G18520 -1.03 -0.05 -0.30 0.7751145 0.89376 -6.51 FALSE
261331_at hypothetical protein predicted by --- --- -1.04 -0.05 -0.30 0.7752087 0.8938236 -6.51 FALSE
255722_at hypothetical protein --- AT3G29570 -1.04 -0.05 -0.30 0.7752781 0.8938584 -6.51 FALSE
261025_at Expressed protein ; supported by--- AT1G01225 1.06 0.09 0.30 0.7754717 0.8940216 -6.51 TRUE
255502_at  contains similarity to a protein ki --- AT4G02410 1.14 0.19 0.30 0.7755718 0.8940216 -6.51 TRUE
257984_at  putative cell differentiation protei--- AT3G20800 -1.05 -0.06 -0.30 0.7755765 0.8940216 -6.51 FALSE
263158_at  CCAAT-binding factor B subunit NF-YA5 AT1G54160 -1.03 -0.05 -0.30 0.7755457 0.8940216 -6.51 FALSE
262679_at unknown protein ; supported by cLCR67 AT1G75830 1.04 0.06 0.30 0.7756255 0.8940329 -6.51 FALSE
250003_at hypothetical protein predicted pro--- AT5G18710 1.03 0.04 0.30 0.7757102 0.8940854 -6.51 FALSE
261514_at hypothetical protein predicted by --- AT1G71870 -1.05 -0.07 -0.30 0.7757552 0.8940921 -6.51 FALSE
245913_at predicted protein --- AT5G19860 -1.04 -0.05 -0.30 0.7758081 0.8941079 -6.51 FALSE
255943_at  UDP-glucose glucosyltransferas AtUGT85A5AT1G22370 -1.11 -0.15 -0.30 0.7758827 0.8941487 -6.51 FALSE
249697_at unknown protein --- AT5G35510 -1.03 -0.05 -0.30 0.7759825 0.8942185 -6.51 FALSE
256549_at hypothetical protein predicted by --- --- 1.03 0.04 0.30 0.7761114 0.8943219 -6.51 FALSE
256051_at hypothetical protein similar to putCHX14 AT1G06970 1.04 0.06 0.30 0.776161 0.8943338 -6.51 FALSE
256240_at unknown protein ; supported by catnudt16 AT3G12600 1.04 0.05 0.30 0.7765158 0.8946781 -6.51 FALSE
264856_at  3-hydroxy-3-methylglutaryl-coenHMG2 AT2G17370 1.05 0.07 0.30 0.7765775 0.8946781 -6.51 FALSE
261800_at HD-Zip protein identical to HD-Zi PHV AT1G30490 1.04 0.06 0.30 0.776562 0.8946781 -6.51 FALSE
253316_s_a putative protein hyphally regulate--- AT4G33930 // -1.06 -0.08 -0.30 0.7766357 0.8947 -6.51 FALSE
257497_at hypothetical protein predicted by --- AT1G51430 -1.05 -0.08 -0.30 0.7766854 0.8947121 -6.51 FALSE
260350_at  Eukaryotic initiation  factor 5A , pELF5A-3 AT1G69410 1.05 0.07 0.30 0.776789 0.8947411 -6.51 FALSE
253250_at hypothetical protein --- AT4G34690 1.03 0.04 0.30 0.7767851 0.8947411 -6.51 FALSE
256105_at hypothetical protein predicted by LSH8 AT1G16910 1.04 0.05 0.30 0.7768299 0.8947429 -6.51 FALSE
259002_at putative glutaredoxin similar to glROXY1 AT3G02000 1.05 0.07 0.29 0.7771945 0.8950725 -6.51 FALSE
257558_s_ahypothetical protein contains Pfa --- AT3G22000 // 1.03 0.05 0.29 0.7771696 0.8950725 -6.51 FALSE
250530_at unknown protein --- AT5G08630 1.04 0.05 0.29 0.7772946 0.8950974 -6.51 FALSE
246168_at  meristem protein - like reproduct--- AT5G32460 1.05 0.07 0.29 0.7772917 0.8950974 -6.51 FALSE



264078_at putative beta-galactosidase BGAL8 AT2G28470 -1.12 -0.16 -0.29 0.7775377 0.8952869 -6.51 TRUE
257563_at hypothetical protein predicted by --- AT3G19610 -1.03 -0.04 -0.29 0.7775152 0.8952869 -6.51 FALSE
262484_at  putative transcriptional regulator ATSWI3C AT1G21700 1.03 0.04 0.29 0.777595 0.8953078 -6.51 FALSE
261459_at  O-methyltransferase, putative sim--- AT1G21100 -1.19 -0.25 -0.29 0.7777923 0.895309 -6.51 TRUE
258667_at hypothetical protein --- AT3G08750 1.03 0.05 0.29 0.777743 0.895309 -6.51 FALSE
264771_at  phosphomethylpyrimidine kinaseTH1 AT1G22940 -1.03 -0.04 -0.29 0.7777042 0.895309 -6.51 FALSE
248113_at wax synthase-like protein --- AT5G55360 1.04 0.05 0.29 0.7777822 0.895309 -6.51 FALSE
267386_at unknown protein --- AT2G44430 -1.05 -0.07 -0.29 0.7777387 0.895309 -6.51 FALSE
261995_at unknown protein similar to N-term--- AT1G33850 // -1.03 -0.04 -0.29 0.7778987 0.8953863 -6.51 FALSE
256302_at Expressed protein ; supported by--- AT1G69526 1.04 0.06 0.29 0.7779677 0.8954205 -6.51 FALSE
246140_at  SOH1 - like protein SOH1, Sacc --- AT5G19910 -1.03 -0.04 -0.29 0.7780154 0.8954302 -6.51 FALSE
263338_at hypothetical protein predicted by --- --- -1.04 -0.05 -0.29 0.7781433 0.8955323 -6.51 FALSE
250422_at  putative protein KIAA0255 gene --- AT5G10840 1.06 0.08 0.29 0.7783861 0.8956624 -6.51 FALSE
257491_at  hypothetical protein predicted by--- AT1G06170 1.03 0.04 0.29 0.7784266 0.8956624 -6.51 FALSE
259356_at unknown protein --- AT3G05250 -1.03 -0.04 -0.29 0.778476 0.8956624 -6.51 FALSE
254542_s_a putative LTR retrotransposon Br --- --- 1.03 0.04 0.29 0.7783513 0.8956624 -6.51 FALSE
254712_at hypothetical protein --- AT4G18080 1.03 0.04 0.29 0.7783819 0.8956624 -6.51 FALSE
254968_at  putative protein various predicte --- AT4G10420 1.03 0.04 0.29 0.778492 0.8956624 -6.51 FALSE
256911_at  glutamine:fructose-6-phosphate --- AT3G24090 1.12 0.17 0.29 0.7786278 0.8957735 -6.51 FALSE
252916_at  kinesin like protein kinesin-relate--- AT4G38950 1.03 0.05 0.29 0.7787212 0.8958357 -6.51 FALSE
258855_at unknown protein --- AT3G02070 1.06 0.08 0.29 0.7789117 0.8959444 -6.51 FALSE
266622_at hypothetical protein predicted by --- AT2G35430 -1.04 -0.06 -0.29 0.7789335 0.8959444 -6.51 FALSE
259359_at  B  regulatory subunit of protein p--- AT1G13460 1.04 0.05 0.29 0.7789261 0.8959444 -6.51 FALSE
250413_at  adenine phosphoribosyltransferaAPT5 AT5G11160 -1.05 -0.07 -0.29 0.7790768 0.8959811 -6.51 TRUE
248408_at ripening-related protein-like --- AT5G51520 -1.03 -0.04 -0.29 0.7790496 0.8959811 -6.51 FALSE
247244_at putative protein similar to unknow--- AT5G64710 1.03 0.04 0.29 0.7790832 0.8959811 -6.51 FALSE
261662_at  MAP kinase kinase 5, putative s ATMKK7 AT1G18350 1.03 0.04 0.29 0.7791443 0.8960061 -6.51 FALSE
246504_at hypothetical protein  ;supported b--- AT5G16160 1.03 0.04 0.29 0.7792016 0.8960269 -6.51 FALSE
265028_at hypothetical protein predicted by --- AT1G24530 -1.12 -0.16 -0.29 0.7792461 0.8960329 -6.51 TRUE
261868_s_ahypothetical protein contains sim --- AT1G11450 // 1.02 0.03 0.29 0.779287 0.8960347 -6.51 FALSE
252066_at  receptor-protein kinase-like proteFER AT3G51550 1.05 0.07 0.29 0.7793396 0.8960501 -6.51 TRUE
266773_at hypothetical protein predicted by --- AT2G29040 -1.03 -0.04 -0.29 0.7793997 0.8960621 -6.51 FALSE
249357_at  ribonucleoprotein -like ribonucleo--- AT5G40490 1.04 0.06 0.29 0.7794287 0.8960621 -6.51 FALSE
257405_at putative calmodulin similar to ES --- AT1G24620 -1.03 -0.04 -0.29 0.7795322 0.8961359 -6.51 FALSE
251380_at putative protein --- AT3G60700 1.03 0.04 0.29 0.7796161 0.8961377 -6.51 FALSE



266872_at unknown protein --- AT2G44730 1.04 0.05 0.29 0.779617 0.8961377 -6.51 FALSE
258873_at hypothetical protein similar to unk--- AT3G03240 1.04 0.06 0.29 0.7796516 0.8961377 -6.51 FALSE
267407_at unknown protein MEE27 AT2G34880 1.04 0.05 0.29 0.7797259 0.8961454 -6.51 FALSE
264034_s_aunknown protein ATUPS1 AT2G03590 // 1.03 0.05 0.29 0.7797368 0.8961454 -6.51 FALSE
249774_at squalene monooxygenase SQP1 AT5G24150 1.06 0.08 0.29 0.7799012 0.8961988 -6.51 FALSE
245818_at  cytochrome b561, putative simila--- AT1G26100 1.06 0.09 0.29 0.779865 0.8961988 -6.51 FALSE
255875_s_aputative protein kinase contains a--- AT2G40500 // -1.04 -0.05 -0.29 0.7798428 0.8961988 -6.51 FALSE
245268_at hypothetical protein ; supported bPRMT7 AT4G16570 1.06 0.09 0.29 0.7803444 0.8964574 -6.51 FALSE
266949_s_aunknown protein ;supported by fu--- AT2G18840 // -1.04 -0.06 -0.29 0.7803509 0.8964574 -6.51 FALSE
259190_at  unknown protein est hit, predicteTPLATE AT3G01780 -1.05 -0.07 -0.29 0.780255 0.8964574 -6.51 FALSE
264132_at hypothetical protein predicted by --- AT1G79100 1.04 0.06 0.29 0.780362 0.8964574 -6.51 FALSE
245997_at  putative protein saur1 protein, Ze--- AT5G20810 1.05 0.07 0.29 0.7802758 0.8964574 -6.51 FALSE
252684_at  disease resistence - like protein --- AT3G44400 1.03 0.05 0.29 0.7802521 0.8964574 -6.51 FALSE
250322_at putative transcription factor (MYBMYB46 AT5G12870 1.03 0.04 0.29 0.7804509 0.8965044 -6.51 FALSE
259680_at  putative AUX1-like permease simLAX3 AT1G77690 1.16 0.21 0.29 0.7804816 0.8965044 -6.51 FALSE
251533_at putative protein several hypothet ATRBL15 AT3G58460 1.03 0.04 0.29 0.7806453 0.8965401 -6.51 FALSE
258626_at  transfactor, putative similar to tra--- AT3G04450 -1.04 -0.05 -0.29 0.7806026 0.8965401 -6.51 FALSE
245836_at hypothetical protein similar to hyp--- --- -1.03 -0.04 -0.29 0.7807092 0.8965401 -6.51 FALSE
262845_at unknown protein ; supported by c--- AT1G14740 1.06 0.09 0.29 0.7805702 0.8965401 -6.51 FALSE
255137_at  extensin-like protein extensin pre--- AT4G08370 -1.04 -0.05 -0.29 0.7806848 0.8965401 -6.51 FALSE
258320_at hypothetical protein predicted by --- AT3G22710 1.03 0.04 0.29 0.7807809 0.8965773 -6.51 FALSE
265526_x_aputative Athila retroelement ORF--- --- -1.03 -0.04 -0.29 0.7808766 0.8965969 -6.51 FALSE
267245_at hypothetical protein --- AT2G02640 1.03 0.04 0.29 0.7808587 0.8965969 -6.51 FALSE
250391_at  putative protein predicted protein--- --- -1.04 -0.05 -0.29 0.7809273 0.8966101 -6.51 FALSE
266124_at putative PREG1-like negative regcycp3;1 AT2G45080 -1.04 -0.05 -0.29 0.7809676 0.8966112 -6.51 FALSE
265249_at putative C2H2-type zinc finger prSGR5 AT2G01940 -1.09 -0.12 -0.29 0.7810563 0.8966427 -6.51 FALSE
267582_at putative protein kinase contains a--- AT2G41970 -1.03 -0.04 -0.29 0.7811456 0.8966427 -6.51 FALSE
260881_at unknown protein contains similar --- AT1G21550 1.16 0.22 0.29 0.7811523 0.8966427 -6.51 FALSE
261848_at  pectin methylesterase, putative s--- AT1G11590 -1.04 -0.05 -0.29 0.7810811 0.8966427 -6.51 FALSE
266060_at unknown protein unusual splice s--- AT2G18630 1.05 0.06 0.29 0.7812374 0.8966709 -6.51 FALSE
256201_at hypothetical protein predicted by --- AT1G58230 1.03 0.05 0.29 0.7812555 0.8966709 -6.51 FALSE
265755_at En/Spm transposon hypothetical --- --- 1.03 0.04 0.29 0.7813453 0.8967289 -6.51 FALSE
259606_at hypothetical protein predicted by MAP65-8 AT1G27920 1.03 0.04 0.29 0.7818311 0.8969705 -6.51 FALSE
256189_at hypothetical protein predicted by --- AT1G30140 1.03 0.04 0.29 0.7816701 0.8969705 -6.51 FALSE
247887_at unknown protein --- AT5G57880 -1.03 -0.04 -0.29 0.7818131 0.8969705 -6.51 FALSE



256429_at unknown protein --- AT3G11040 1.04 0.06 0.29 0.7817881 0.8969705 -6.51 FALSE
254591_at  heat shock transcription factor - --- AT4G18870 1.02 0.03 0.29 0.7817608 0.8969705 -6.51 FALSE
257284_at TNP1-like protein similar to TNP1--- --- -1.02 -0.03 -0.29 0.7817515 0.8969705 -6.51 FALSE
249893_at Expressed protein ; supported by--- AT5G22555 -1.03 -0.05 -0.29 0.7818102 0.8969705 -6.51 FALSE
262716_at  multicatalytic endopeptidase ide PAB1 AT1G16470 -1.04 -0.06 -0.29 0.781878 0.8969792 -6.51 FALSE
259165_at homeobox-leucine zipper protein ATHB-1 AT3G01470 // 1.07 0.10 0.29 0.7820778 0.8971585 -6.51 FALSE
263569_at putative chromosome associatedTTN7 AT2G27170 -1.05 -0.07 -0.29 0.7821523 0.8971585 -6.51 FALSE
263789_at putative GDSL-motif lipase/hydro--- AT2G24560 -1.05 -0.07 -0.29 0.7821426 0.8971585 -6.51 FALSE
258029_at  serine/threonine-protein kinase, ATPK7 AT3G27580 -1.03 -0.04 -0.29 0.7822317 0.8972044 -6.51 FALSE
261598_at unknown protein contains similar --- AT1G49750 1.16 0.21 0.29 0.7823834 0.8972882 -6.51 FALSE
247928_at villin --- AT5G57320 1.04 0.06 0.29 0.7823654 0.8972882 -6.51 FALSE
259263_at putative UDP-glucose 6-dehydro --- AT3G01010 1.03 0.05 0.29 0.7826414 0.897539 -6.51 FALSE
250777_at putative protein similar to unknow--- AT5G05440 1.14 0.19 0.29 0.7828734 0.8977148 -6.51 TRUE
262692_at hypothetical protein predicted by --- --- 1.03 0.05 0.29 0.7828714 0.8977148 -6.51 FALSE
248438_at putative protein contains similarit EMF2 AT5G51230 -1.05 -0.07 -0.29 0.7829935 0.8978074 -6.51 FALSE
252145_at putative protein several putative p--- AT3G51200 -1.03 -0.04 -0.29 0.7831832 0.8979797 -6.51 FALSE
260432_at putative DNA binding protein simWRKY9 AT1G68150 1.04 0.06 0.29 0.7832256 0.8979832 -6.51 FALSE
253662_at  transcription factor-like protein AARF16 AT4G30080 -1.03 -0.05 -0.29 0.7833209 0.8980474 -6.51 FALSE
256451_s_aunknown protein --- AT1G75170 // 1.09 0.13 0.29 0.7837582 0.898082 -6.51 TRUE
258588_s_a glyceraldehyde-3-phosphate dehGAPC1 AT3G04120 1.07 0.10 0.29 0.7834959 0.898082 -6.51 FALSE
263774_at unknown protein  ; supported by --- AT2G40280 1.03 0.04 0.29 0.7836573 0.898082 -6.51 FALSE
253453_at  protein phosphatase 2C - like pr --- AT4G31860 1.03 0.04 0.29 0.7837709 0.898082 -6.51 FALSE
258372_at ubiquitin-specific protease 25 (UBUBP25 AT3G14400 1.03 0.04 0.29 0.7838439 0.898082 -6.51 FALSE
246740_at putative protein --- AT5G27810 1.03 0.04 0.29 0.7836586 0.898082 -6.51 FALSE
261520_at unknown protein ; supported by cSEC6 AT1G71820 -1.03 -0.04 -0.29 0.783863 0.898082 -6.51 FALSE
259599_at  serine carboxypeptidase II, puta SCPL45 AT1G28110 1.11 0.15 0.29 0.7836959 0.898082 -6.51 FALSE
245677_at hypothetical protein predicted by --- AT1G56660 1.03 0.04 0.29 0.7837797 0.898082 -6.51 FALSE
245391_at symbiosis-related like protein ;su ATG8F AT4G16520 -1.05 -0.07 -0.29 0.783748 0.898082 -6.51 FALSE
246556_at  putative protein hypothetical pro --- AT5G15480 1.04 0.05 0.29 0.7834618 0.898082 -6.51 FALSE
260054_at putative transporter contains PfamUNE2 AT1G78130 -1.06 -0.08 -0.29 0.7838173 0.898082 -6.51 FALSE
250378_at  putative oligopeptide transporter --- AT5G11570 1.04 0.05 0.29 0.783738 0.898082 -6.51 FALSE
255938_at hypothetical protein contains Pfa --- AT1G12620 1.04 0.06 0.29 0.7839272 0.8981105 -6.51 FALSE
258513_at  protein kinase, putative contains --- AT3G06630 -1.03 -0.04 -0.29 0.7840896 0.8982515 -6.51 FALSE
252841_at  putative protein replication prote --- --- 1.04 0.06 0.29 0.7841869 0.8982726 -6.51 FALSE
261283_s_ahypothetical protein predicted by --- --- -1.03 -0.04 -0.29 0.7841507 0.8982726 -6.51 FALSE



263772_at Expressed protein ; supported byELF4-L3 AT2G06255 -1.06 -0.08 -0.28 0.7842793 0.8983235 -6.51 FALSE
264600_at hypothetical protein predicted by --- AT1G04730 -1.05 -0.07 -0.28 0.7843101 0.8983235 -6.51 FALSE
249032_at putative protein contains similarit --- AT5G44910 1.14 0.19 0.28 0.7843926 0.8983729 -6.51 FALSE
264102_at hypothetical protein predicted by ECT8 AT1G79270 1.05 0.06 0.28 0.7845832 0.8985461 -6.51 TRUE
260539_at putative peroxidase --- AT2G43480 1.03 0.04 0.28 0.7846278 0.8985521 -6.51 FALSE
258351_at hypothetical protein contains sim CNBT1 AT3G17700 1.05 0.07 0.28 0.7848667 0.8985574 -6.51 TRUE
257069_at hypothetical protein predicted by --- AT3G28170 1.03 0.04 0.28 0.7847899 0.8985574 -6.51 FALSE
246903_at putative protein --- AT5G25750 1.04 0.05 0.28 0.7848657 0.8985574 -6.51 FALSE
265652_x_ahypothetical protein predicted by --- --- -1.04 -0.05 -0.28 0.7846767 0.8985574 -6.51 FALSE
247678_at putative zinc transporter ZIP2 - likZIP2 AT5G59520 1.06 0.09 0.28 0.7848688 0.8985574 -6.51 FALSE
261562_at  actin depolymerizing factor, putaADF11 AT1G01750 -1.04 -0.06 -0.28 0.7848588 0.8985574 -6.51 FALSE
260037_at putative DNA-binding protein (RARAV2 AT1G68840 1.13 0.18 0.28 0.7849638 0.8986211 -6.51 FALSE
261945_at unknown protein --- AT1G64530 -1.06 -0.08 -0.28 0.7850177 0.8986376 -6.51 FALSE
259074_at putative protein kinase contains PRPK2 AT3G02130 -1.05 -0.07 -0.28 0.7850618 0.898643 -6.51 FALSE
262902_x_ahypothetical protein similar to put--- AT1G59930 1.05 0.08 0.28 0.7851958 0.8987513 -6.51 TRUE
262541_at hypothetical protein contains sim --- --- 1.03 0.04 0.28 0.7852726 0.8987941 -6.51 FALSE
263315_at Expressed protein ; supported by--- AT2G05755 1.03 0.04 0.28 0.7853618 0.898806 -6.51 FALSE
251166_at  heat shock transcription factor-likAT-HSFA7BAT3G63350 1.03 0.05 0.28 0.7853265 0.898806 -6.51 FALSE
267170_at putative RING zinc finger protein --- AT2G37585 -1.06 -0.08 -0.28 0.7855276 0.8989129 -6.51 TRUE
252579_at  putative protein hypothetical pro --- AT3G45510 1.03 0.04 0.28 0.7855735 0.8989129 -6.51 FALSE
251568_at putative protein several hypothet --- AT3G58280 1.04 0.05 0.28 0.785558 0.8989129 -6.51 FALSE
261045_at  pathogenesis related protein, pu --- AT1G01310 -1.03 -0.04 -0.28 0.7856552 0.8989364 -6.51 FALSE
257320_at hypothetical protein --- AT2G07749 -1.04 -0.05 -0.28 0.7856728 0.8989364 -6.51 FALSE
260882_at  DNA binding protein, putative simWRKY65 AT1G29280 1.06 0.09 0.28 0.7858259 0.8990512 -6.51 TRUE
262829_at  auxin-independent growth promo--- AT1G14970 1.06 0.08 0.28 0.785852 0.8990512 -6.51 FALSE
244953_s_aNADH dehydrogenase subunit 6 --- AT2G07731 1.05 0.07 0.28 0.7861248 0.8992043 -6.51 TRUE
266581_at putative desiccation related prote--- AT2G46140 1.16 0.21 0.28 0.7862223 0.8992043 -6.51 TRUE
252472_at GTP-binding protein Rab11  ; supATRABA2CAT3G46830 -1.04 -0.05 -0.28 0.7861701 0.8992043 -6.51 FALSE
247066_at DNA binding protein-like --- AT5G66940 1.03 0.04 0.28 0.7862129 0.8992043 -6.51 FALSE
267589_at hypothetical protein --- --- -1.03 -0.04 -0.28 0.7862186 0.8992043 -6.51 FALSE
253960_at  putative protein various predicte GAMT1 AT4G26420 1.04 0.05 0.28 0.7862104 0.8992043 -6.51 FALSE
247764_at subtilisin-like serine protease con--- AT5G59190 -1.03 -0.05 -0.28 0.7864096 0.8992382 -6.51 FALSE
249632_at  caffeic acid O-methyltransferase--- AT5G37170 1.03 0.04 0.28 0.7863209 0.8992382 -6.51 FALSE
255745_at hypothetical protein predicted by --- AT1G32030 -1.02 -0.03 -0.28 0.7863461 0.8992382 -6.51 FALSE
266879_at putative phragmoplastin ADL1D AT2G44590 1.04 0.05 0.28 0.7864089 0.8992382 -6.51 FALSE



264290_at hypothetical protein predicted by --- AT1G78810 1.04 0.06 0.28 0.7865182 0.8993173 -6.51 FALSE
253712_at  putative protein putative NADH oDER1 AT4G29330 -1.03 -0.05 -0.28 0.7865672 0.8993282 -6.51 FALSE
247346_at diacylglycerol kinase ATDGK2 AT5G63770 1.05 0.07 0.28 0.7867154 0.8993611 -6.51 FALSE
257677_at unknown protein contains Pfam pATEHD1 AT3G20290 1.04 0.05 0.28 0.7867931 0.8993611 -6.51 FALSE
256187_at 55 kDa B regulatory subunit of phATB ALPHAAT1G51690 -1.04 -0.05 -0.28 0.7866417 0.8993611 -6.51 FALSE
261091_at  protein kinase, putative contains --- AT1G07550 -1.03 -0.04 -0.28 0.786759 0.8993611 -6.51 FALSE
254489_at  putative protein berberine bridge--- AT4G20800 1.03 0.04 0.28 0.7867307 0.8993611 -6.51 FALSE
263825_at putative laccase (diphenol oxidasLAC5 AT2G40370 1.08 0.11 0.28 0.786845 0.8993754 -6.51 FALSE
253057_at  putative protein amino-acid N-ac--- AT4G37670 1.09 0.13 0.28 0.7869402 0.8994073 -6.51 FALSE
252880_at putative protein ;supported by ful --- AT4G39730 1.06 0.08 0.28 0.7869518 0.8994073 -6.51 FALSE
245539_at ABC transporter homolog PDR2 AT4G15230 1.04 0.06 0.28 0.7870468 0.8994659 -6.51 FALSE
256801_at  cytochrome P450, putative similaCYP705A30AT3G20940 -1.03 -0.04 -0.28 0.787082 0.8994659 -6.51 FALSE
256461_s_aadenylosuccinate lyase - like pro --- AT1G36280 // 1.10 0.14 0.28 0.7874693 0.8996636 -6.51 TRUE
262361_at unknown protein contains similar GTE3 AT1G73150 -1.03 -0.04 -0.28 0.7875269 0.8996636 -6.51 FALSE
246156_at putative protein predicted protein --- AT5G20090 -1.04 -0.05 -0.28 0.7874817 0.8996636 -6.51 FALSE
256731_at hypothetical protein contains Pfa --- AT3G30340 1.03 0.04 0.28 0.7875705 0.8996636 -6.51 FALSE
245534_at hypothetical protein --- AT4G15150 1.03 0.05 0.28 0.7875576 0.8996636 -6.51 FALSE
247961_at putative protein similar to unknow--- AT5G56570 1.03 0.04 0.28 0.7873769 0.8996636 -6.51 FALSE
254312_s_ahypothetical protein --- --- -1.04 -0.05 -0.28 0.787414 0.8996636 -6.51 FALSE
259929_at  transcription factor, putative simi--- AT1G34360 -1.03 -0.05 -0.28 0.7875409 0.8996636 -6.51 FALSE
256650_at hypothetical protein contains sim --- AT3G13620 1.04 0.05 0.28 0.7878211 0.8999048 -6.51 FALSE
267259_at Expressed protein ; supported by--- AT2G23090 // 1.03 0.05 0.28 0.7878756 0.899922 -6.51 FALSE
251872_at putative protein predicted protein --- AT3G54570 -1.03 -0.04 -0.28 0.7879828 0.8999994 -6.51 FALSE
247828_at  putative protein KIAA0066, Hom--- AT5G58510 1.03 0.04 0.28 0.7881363 0.9001297 -6.51 FALSE
260057_at putative protein phosphatase 2C --- AT1G78200 -1.03 -0.04 -0.28 0.7884009 0.9003023 -6.51 FALSE
259836_at unknown protein ROPGEF11AT1G52240 1.03 0.04 0.28 0.7884059 0.9003023 -6.51 FALSE
262771_at hypothetical protein predicted by --- AT1G13200 1.04 0.05 0.28 0.788344 0.9003023 -6.51 FALSE
247251_at cellulose synthase catalytic subu CESA6 AT5G64740 -1.05 -0.07 -0.28 0.7886501 0.900514 -6.51 TRUE
254335_at  putative protein alternative oxidaIM AT4G22260 1.03 0.04 0.28 0.7886702 0.900514 -6.51 FALSE
249135_at putative protein similar to unknow--- AT5G43160 1.06 0.09 0.28 0.7887582 0.9005243 -6.51 FALSE
244913_at hypothetical protein --- --- -1.03 -0.05 -0.28 0.7887275 0.9005243 -6.51 FALSE
265211_at late embryogenesis abundant proATECP63 AT2G36640 1.03 0.04 0.28 0.7888519 0.9005862 -6.51 FALSE
251818_at  vacuolar protein sorting protein 3ATVPS33 AT3G54860 -1.03 -0.05 -0.28 0.7889199 0.9006187 -6.51 FALSE
247879_at unknown protein --- AT5G57770 -1.03 -0.04 -0.28 0.7890084 0.9006364 -6.51 FALSE
266612_at 22 kDa peroxisomal membrane p--- AT2G14860 -1.03 -0.04 -0.28 0.7890143 0.9006364 -6.51 FALSE



258508_at  protein kinase, putative similar to--- AT3G06640 -1.03 -0.04 -0.28 0.7891183 0.900662 -6.51 FALSE
254065_at gibberellin 20-oxidase - ArabidopGA20OX1 AT4G25420 1.08 0.12 0.28 0.7891552 0.900662 -6.51 FALSE
263486_at AP2 domain transcription factor --- AT2G22200 1.03 0.04 0.28 0.789086 0.900662 -6.51 FALSE
248754_at putative protein contains similarit NF-YB6 AT5G47670 1.03 0.04 0.28 0.7892674 0.9007449 -6.51 FALSE
258728_at unknown protein  ; supported by --- AT3G11800 -1.03 -0.04 -0.28 0.7894269 0.9008819 -6.51 FALSE
253720_at  acid phosphatase-like protein  ac--- AT4G29270 1.03 0.04 0.28 0.7895375 0.9009631 -6.51 FALSE
247599_at putative protein --- AT5G60880 1.06 0.09 0.28 0.7896575 0.9010549 -6.51 FALSE
254614_at  putatative protein various predic --- AT4G19191 1.04 0.06 0.28 0.7896986 0.9010567 -6.51 FALSE
255075_at  putative protein RING-H2 zinc fin--- AT4G09110 -1.02 -0.03 -0.28 0.7898696 0.9012068 -6.51 FALSE
258749_at hypothetical protein predicted by --- AT3G05760 -1.04 -0.05 -0.28 0.7900634 0.9013828 -6.51 FALSE
244925_at NADH dehydrogenase subunit 7 --- --- 1.04 0.06 0.28 0.7901037 0.9013837 -6.51 FALSE
249296_at kinesin-like protein --- AT5G41310 1.03 0.05 0.28 0.7902561 0.9015125 -6.51 FALSE
261494_at  homeobox  transcription factor HHB-1 AT1G28420 1.04 0.05 0.28 0.790342 0.9015336 -6.51 FALSE
248917_at putative protein similar to unknow--- AT5G45850 1.02 0.03 0.28 0.7903537 0.9015336 -6.51 FALSE
257498_at hypothetical protein predicted by --- AT1G69660 1.03 0.04 0.28 0.7905459 0.9017077 -6.51 FALSE
249649_at  putative transporter protein Na+ CHX24 AT5G37060 1.02 0.03 0.28 0.7906251 0.9017531 -6.51 FALSE
257355_at hypothetical protein predicted by --- AT2G38150 -1.03 -0.04 -0.28 0.7906778 0.901768 -6.51 FALSE
262277_at  transmembrane protein, putative--- AT1G68650 -1.07 -0.10 -0.28 0.7909597 0.9018213 -6.51 FALSE
255833_at unknown protein --- AT2G33390 -1.04 -0.05 -0.28 0.7910408 0.9018213 -6.51 FALSE
253882_at pelota (PEL1) PEL1 AT4G27650 1.04 0.05 0.28 0.7908467 0.9018213 -6.51 FALSE
246562_at  putative protein unknown proteinLNG1 AT5G15580 1.19 0.25 0.28 0.7908941 0.9018213 -6.51 FALSE
263477_at putative glucosyltransferase  ; su --- AT2G31790 -1.05 -0.07 -0.28 0.7908841 0.9018213 -6.51 FALSE
249761_at acetyl-CoA:benzylalcohol acetyltr--- AT5G23970 1.04 0.06 0.28 0.7910053 0.9018213 -6.51 FALSE
263862_at putative protein phosphatase IBR5 AT2G04550 -1.03 -0.04 -0.28 0.7908646 0.9018213 -6.51 FALSE
256963_at  lysyl-tRNA synthetase, putative sOVA5 AT3G13490 -1.05 -0.07 -0.28 0.7910339 0.9018213 -6.51 FALSE
267114_at Expressed protein ; supported by--- AT2G14835 1.03 0.04 0.28 0.791115 0.9018391 -6.51 FALSE
249062_at putative protein contains similarit --- AT5G44270 1.03 0.05 0.28 0.7911355 0.9018391 -6.51 FALSE
251838_at cysteine proteinase non-consens--- AT3G54940 1.04 0.05 0.28 0.7911811 0.9018461 -6.51 FALSE
267276_at hypothetical protein predicted by ASL5 AT2G30130 -1.03 -0.04 -0.28 0.7912268 0.9018531 -6.51 FALSE
267541_at hypothetical protein predicted by --- AT2G32750 1.04 0.05 0.28 0.7913016 0.9018724 -6.51 FALSE
267117_at unknown protein --- AT2G32560 1.03 0.04 0.28 0.7913229 0.9018724 -6.51 FALSE
258226_at  putative phospholipase D similarPLDALPHAAT3G15730 -1.03 -0.05 -0.28 0.7915391 0.9019424 -6.51 FALSE
254375_at  putative protein (fragment) ATP(QQT2 AT4G21800 -1.03 -0.04 -0.28 0.7915424 0.9019424 -6.51 FALSE
246659_at putative protein predicted protein --- --- -1.03 -0.04 -0.28 0.7914606 0.9019424 -6.51 FALSE
249179_at Expressed protein ; supported by--- AT5G42955 -1.04 -0.05 -0.28 0.7915186 0.9019424 -6.51 FALSE



265636_at putative calcium binding protein --- AT2G27480 -1.04 -0.05 -0.27 0.7916863 0.9020163 -6.51 FALSE
264067_x_aputative chloroplast nucleoid DNA--- AT2G28010 -1.04 -0.05 -0.27 0.7916833 0.9020163 -6.51 FALSE
247624_at  aspartyl aminopeptidase - like pr--- AT5G60160 -1.02 -0.04 -0.27 0.7918695 0.9020503 -6.51 FALSE
248076_at unknown protein --- AT5G55750 -1.03 -0.04 -0.27 0.791914 0.9020503 -6.51 FALSE
252763_at Expressed protein ; supported by--- AT3G42725 1.03 0.05 0.27 0.7918973 0.9020503 -6.51 FALSE
256434_at putative 60S ribosomal protein L3--- AT3G10950 -1.03 -0.04 -0.27 0.791837 0.9020503 -6.51 FALSE
263531_s_ahypothetical protein predicted by --- AT2G25020 // -1.03 -0.04 -0.27 0.7917912 0.9020503 -6.51 FALSE
261238_at hypothetical protein predicted by --- AT1G32810 -1.03 -0.05 -0.27 0.7919867 0.9020881 -6.51 FALSE
254300_at  Translation factor EF-1 alpha - li ACR7 AT4G22780 -1.05 -0.07 -0.27 0.7920429 0.902107 -6.51 TRUE
248352_at low-temperature-induced 65 kD pLTI65 AT5G52300 1.11 0.15 0.27 0.7922024 0.9021987 -6.51 FALSE
254479_at  putative protein hypothetical pro --- AT4G20350 -1.04 -0.05 -0.27 0.7921632 0.9021987 -6.51 FALSE
248744_at putative protein contains similarit --- AT5G48250 -1.04 -0.06 -0.27 0.7923559 0.9022491 -6.51 FALSE
252998_at  probable H+-transporting ATPas--- AT4G38510 1.03 0.05 0.27 0.792373 0.9022491 -6.51 FALSE
255851_at hypothetical protein predicted by --- AT1G67040 -1.04 -0.05 -0.27 0.7924049 0.9022491 -6.51 FALSE
266842_at  FtsH protease, putative containsftsh4 AT2G26140 1.04 0.05 0.27 0.7924043 0.9022491 -6.51 FALSE
248382_at peroxidase --- AT5G51890 -1.12 -0.16 -0.27 0.7924773 0.9022865 -6.51 TRUE
265938_at putative SF21 protein  {Helianthu--- AT2G19620 -1.09 -0.12 -0.27 0.7926569 0.9023279 -6.51 TRUE
261910_at zinc finger protein identical to GBZFP1 AT1G80730 -1.03 -0.04 -0.27 0.7925608 0.9023279 -6.51 FALSE
264275_at hypothetical protein predicted by anac024 AT1G60350 -1.02 -0.03 -0.27 0.792639 0.9023279 -6.51 FALSE
249902_at unknown protein --- AT5G22680 1.05 0.06 0.27 0.7926719 0.9023279 -6.51 FALSE
257484_at unknown protein --- AT1G01650 1.03 0.04 0.27 0.7931041 0.9027748 -6.52 FALSE
261068_at  tropinone reductase-I, putative s --- AT1G07450 1.03 0.04 0.27 0.7934419 0.9028547 -6.52 FALSE
255777_at  glycine-rich RNA-binding proteinGR-RBP6 AT1G18630 -1.04 -0.06 -0.27 0.7934512 0.9028547 -6.52 FALSE
260263_at hypothetical protein predicted by JAG AT1G68480 1.03 0.04 0.27 0.7933231 0.9028547 -6.52 FALSE
250623_at  peroxisomal Ca-dependent solut--- AT5G07320 1.03 0.04 0.27 0.7932202 0.9028547 -6.52 FALSE
259228_at unknown protein similar to hypoth--- AT3G07720 -1.04 -0.05 -0.27 0.7932813 0.9028547 -6.52 FALSE
252569_at  receptor-like protein kinase rece --- AT3G45420 -1.03 -0.05 -0.27 0.7934055 0.9028547 -6.52 FALSE
267427_at putative WRKY-type DNA bindingWRKY35 AT2G34830 -1.03 -0.04 -0.27 0.7934513 0.9028547 -6.52 FALSE
256770_at  hypothetical protein predicted by--- AT3G13700 // -1.04 -0.06 -0.27 0.793546 0.9028602 -6.52 FALSE
266157_at unknown protein ATFUC1 AT2G28100 -1.02 -0.03 -0.27 0.7935958 0.9028602 -6.52 FALSE
246691_at putative protein predicted protein --- --- -1.03 -0.04 -0.27 0.7936051 0.9028602 -6.52 FALSE
247392_at  glutamate-1-semialdehyde 2,1-aGSA1 AT5G63570 1.05 0.07 0.27 0.7936145 0.9028602 -6.52 FALSE
263094_at hypothetical protein predicted by --- AT2G16020 -1.03 -0.05 -0.27 0.7937639 0.9029851 -6.52 FALSE
262864_at  anthocyanidin-3-glucoside rham --- AT1G64920 -1.03 -0.05 -0.27 0.7938504 0.9030385 -6.52 FALSE
257769_at  indoleacetic acid (IAA)-inducible IAA7 AT3G23050 1.22 0.28 0.27 0.7939752 0.9031048 -6.52 FALSE



260836_at hypothetical protein predicted by --- --- -1.02 -0.03 -0.27 0.7939879 0.9031048 -6.52 FALSE
251694_s_a putative protein NAM (no apical anac063 AT3G55210 // 1.03 0.04 0.27 0.7940853 0.9031705 -6.52 FALSE
251387_at putative protein --- AT3G60810 -1.05 -0.07 -0.27 0.7941296 0.9031759 -6.52 TRUE
246336_at  putative protein putative integral ATCHX4 AT3G44900 1.03 0.04 0.27 0.7943886 0.9034255 -6.52 FALSE
263835_at  putative eukaryotic translation in --- AT2G40290 -1.03 -0.04 -0.27 0.7945824 0.9035709 -6.52 FALSE
254582_at  putative protein TMV resistance --- AT4G19470 -1.03 -0.04 -0.27 0.7945958 0.9035709 -6.52 FALSE
249414_at putative transcription factor MYB MYB89 AT5G39700 -1.03 -0.05 -0.27 0.7947671 0.9037208 -6.52 FALSE
265650_at hypothetical protein predicted by --- AT2G27460 -1.03 -0.04 -0.27 0.7948376 0.9037558 -6.52 FALSE
259839_at  peptide transporter, putative sim--- AT1G52190 -1.18 -0.24 -0.27 0.794885 0.9037646 -6.52 FALSE
267263_at similar to late embryogenesis abu--- AT2G23110 1.16 0.21 0.27 0.7950025 0.9038532 -6.52 FALSE
249215_at dihydroflavonol 4-reductase DFR AT5G42800 -1.05 -0.07 -0.27 0.7950829 0.9038577 -6.52 FALSE
262388_at unknown protein --- AT1G49320 -1.03 -0.05 -0.27 0.7950857 0.9038577 -6.52 FALSE
256646_at hypothetical protein predicted by --- AT3G13590 -1.03 -0.05 -0.27 0.7952097 0.9039536 -6.52 FALSE
259358_at hypothetical protein similar to putGATL3 AT1G13250 1.10 0.14 0.27 0.7956883 0.9040922 -6.52 TRUE
247550_at putative protein many predicted p--- AT5G61370 1.03 0.04 0.27 0.7956728 0.9040922 -6.52 FALSE
248974_at disease resistance protein-like --- AT5G45060 1.03 0.04 0.27 0.7955841 0.9040922 -6.52 FALSE
260152_at putative IAA6 protein similar to IAIAA6 AT1G52830 1.07 0.10 0.27 0.7955577 0.9040922 -6.52 FALSE
265661_at putative protein kinase contains a--- AT2G24360 -1.04 -0.05 -0.27 0.7954823 0.9040922 -6.52 FALSE
255802_s_a putative protein RING-H2 finger --- AT4G10150 // -1.03 -0.04 -0.27 0.7955526 0.9040922 -6.52 FALSE
265886_at putative protein phosphatase 2C --- AT2G25610 // -1.06 -0.09 -0.27 0.7956722 0.9040922 -6.52 FALSE
250899_at putative protein  ; supported by c --- AT5G03340 1.04 0.06 0.27 0.7955955 0.9040922 -6.52 FALSE
248178_at root cap protein 2-like protein --- AT5G54370 1.04 0.06 0.27 0.7956076 0.9040922 -6.52 FALSE
250360_at  putative protein probable serine/ --- AT5G11360 1.03 0.04 0.27 0.7957829 0.9041096 -6.52 FALSE
253521_at  multicatalytic endopeptidase comPBA1 AT4G31300 -1.05 -0.07 -0.27 0.7957808 0.9041096 -6.52 FALSE
254085_at  abscisic acid-induced - like proteHVA22D AT4G24960 1.07 0.09 0.27 0.7958769 0.9041263 -6.52 TRUE
250535_at putative protein similar to unknow--- AT5G08480 1.03 0.05 0.27 0.7958618 0.9041263 -6.52 FALSE
262708_at  UV-sensitive rad23, putative sim--- AT1G16190 1.03 0.04 0.27 0.7959361 0.9041485 -6.52 FALSE
249884_at Na+/H+ antiporter-like protein CHX9 AT5G22910 1.03 0.05 0.27 0.7961102 0.9042466 -6.52 FALSE
267234_x_aputative protein kinase contains a--- AT2G43930 -1.03 -0.05 -0.27 0.7961371 0.9042466 -6.52 FALSE
261177_at hypothetical protein predicted by --- AT1G04770 -1.05 -0.08 -0.27 0.7961413 0.9042466 -6.52 FALSE
246016_at  histidine kinase - like protein senAHK5 AT5G10720 -1.03 -0.05 -0.27 0.796248 0.9043226 -6.52 FALSE
263596_at putative inositol polyphosphate-5 --- AT2G01900 -1.03 -0.04 -0.27 0.7962944 0.9043303 -6.52 FALSE
250043_at  putative protein proline-rich prote--- AT5G18430 1.04 0.05 0.27 0.7963659 0.9043665 -6.52 FALSE
246942_at  anion exchanger-like protein chlo--- AT5G25430 -1.03 -0.05 -0.27 0.796421 0.9043841 -6.52 FALSE
247334_at cdc2-like protein kinase-like proteCDKE;1 AT5G63610 1.02 0.03 0.27 0.7966373 0.9045846 -6.52 FALSE



266791_at unknown protein --- AT2G02960 -1.03 -0.04 -0.27 0.7967552 0.9046285 -6.52 TRUE
255367_at putative transposon protein --- --- 1.03 0.04 0.27 0.7967329 0.9046285 -6.52 FALSE
266095_at  3-oxo-5-alpha-steroid 4-dehydroDET2 AT2G38050 1.04 0.06 0.27 0.7968498 0.9046909 -6.52 FALSE
255856_at unknown protein identical to unkn--- AT1G66940 1.13 0.18 0.27 0.7969695 0.9047817 -6.52 TRUE
267236_at GDP dissociation inhibitor identicATGDI1 AT2G44100 -1.03 -0.04 -0.27 0.7971047 0.9048901 -6.52 FALSE
249317_at glutathione transferase ATGSTT2 AT5G41240 1.03 0.04 0.27 0.7972219 0.9049782 -6.52 FALSE
266473_at unknown protein --- AT2G31110 1.09 0.13 0.27 0.7976117 0.9052855 -6.52 FALSE
246227_at hypothetical protein --- AT4G36510 1.03 0.05 0.27 0.7976101 0.9052855 -6.52 FALSE
251045_s_a putative protein various predicte --- AT2G13910 // 1.02 0.03 0.27 0.7975961 0.9052855 -6.52 FALSE
253392_at  potassium channel protein AtKCATKC1 AT4G32650 -1.10 -0.14 -0.27 0.7978173 0.9054287 -6.52 FALSE
252137_at  dehydrin-like protein dehydrin  XXERO1 AT3G50980 -1.04 -0.05 -0.27 0.7978093 0.9054287 -6.52 FALSE
262445_at Expressed protein ; supported by--- AT1G47485 1.03 0.04 0.27 0.7979405 0.9055235 -6.52 FALSE
257486_at unknown protein --- AT1G63590 1.03 0.04 0.27 0.7980716 0.9055512 -6.52 FALSE
247757_at putative protein --- AT5G59105 // 1.03 0.04 0.27 0.7980329 0.9055512 -6.52 FALSE
250357_at  putative protein various predicte --- AT5G11730 1.03 0.05 0.27 0.7981083 0.9055512 -6.52 FALSE
266178_at putative phloem-specific lectin AtPP2-B4 AT2G02280 1.03 0.05 0.27 0.7981237 0.9055512 -6.52 FALSE
253587_at hypothetical protein --- AT4G30770 1.03 0.05 0.27 0.7981757 0.9055651 -6.52 FALSE
262812_at hypothetical protein predicted by --- AT1G11690 -1.02 -0.03 -0.27 0.7982315 0.9055834 -6.52 FALSE
257812_at hypothetical protein --- AT3G25090 1.04 0.05 0.27 0.7983305 0.9056505 -6.52 FALSE
250372_at  putative protein various predicte --- AT5G11460 -1.04 -0.05 -0.27 0.79837 0.9056505 -6.52 FALSE
246275_at putative protein ; supported by fuBEE2 AT4G36540 1.17 0.22 0.27 0.7985023 0.9056861 -6.52 TRUE
259003_at  hypothetical protein similar to hy --- AT3G02010 -1.05 -0.07 -0.27 0.798521 0.9056861 -6.52 FALSE
261812_at hypothetical protein contains sim --- AT1G08270 1.02 0.03 0.27 0.7985004 0.9056861 -6.52 FALSE
264419_s_ahypothetical protein contains sim --- AT1G43310 // -1.08 -0.11 -0.27 0.7985602 0.9056861 -6.52 FALSE
253905_s_a putative protein retrotransposon --- --- 1.02 0.03 0.27 0.7986179 0.9057065 -6.52 FALSE
261261_at putative aldehyde oxidase --- AT1G26730 1.12 0.16 0.27 0.7987505 0.9058118 -6.52 FALSE
267488_at putative cadmium-transporting ATHMA4 AT2G19110 -1.04 -0.06 -0.27 0.7988527 0.9058827 -6.52 FALSE
260151_at unknown protein  ;supported by f --- AT1G52910 -1.11 -0.15 -0.26 0.798956 0.9059548 -6.52 FALSE
260649_at  storage protein, putative similar ACA7 AT1G08080 1.03 0.04 0.26 0.7990652 0.9060336 -6.52 FALSE
254966_at  COP1 like protein photomorphogSPA2 AT4G11110 -1.02 -0.03 -0.26 0.7992229 0.9061195 -6.52 FALSE
252476_at  glucosyltransferase-like protein U--- AT3G46650 1.04 0.06 0.26 0.7992999 0.9061195 -6.52 FALSE
253056_at SHORT-ROOT (SHR) SHR AT4G37650 -1.05 -0.08 -0.26 0.7992786 0.9061195 -6.52 FALSE
252270_at putative protein  ;supported by fu --- AT3G49560 -1.03 -0.05 -0.26 0.7992849 0.9061195 -6.52 FALSE
257130_at  vacuolar processing enzyme/aspDELTA-VPEAT3G20210 1.02 0.03 0.26 0.7993699 0.9061538 -6.52 FALSE
249165_at putative protein similar to unknowATIPK1 AT5G42810 1.04 0.06 0.26 0.7998778 0.9065855 -6.52 FALSE



250008_at  triacylglycerol lipase-like protein --- AT5G18630 1.06 0.09 0.26 0.7998447 0.9065855 -6.52 FALSE
264241_at hypothetical protein contains sim --- AT1G54840 -1.02 -0.03 -0.26 0.7998666 0.9065855 -6.52 FALSE
264493_at  unknown protein similar to multipGUT2 AT1G27440 -1.06 -0.08 -0.26 0.7999494 0.9065855 -6.52 FALSE
245683_at  ubiquitin-specific protease 8 (UBUBP8 AT5G22030 -1.03 -0.04 -0.26 0.7999225 0.9065855 -6.52 FALSE
255624_at MAP kinase 4 (MPK4)  ;supporteATMPK4 AT4G01370 1.04 0.06 0.26 0.8001219 0.906736 -6.52 FALSE
259787_at  auxin-induced protein, putative s--- AT1G29460 -1.10 -0.13 -0.26 0.8001623 0.9067366 -6.52 TRUE
251682_s_ahypothetical protein --- AT3G57110 // -1.04 -0.05 -0.26 0.8005456 0.9071259 -6.52 FALSE
261385_at  lipid-transfer protein, putative sim--- AT1G05450 1.03 0.04 0.26 0.8005966 0.9071387 -6.52 FALSE
257973_at unknown protein --- AT3G20720 -1.04 -0.05 -0.26 0.8009437 0.9072616 -6.52 FALSE
264352_at unknown protein Strong similarity--- AT1G03270 1.05 0.07 0.26 0.8009106 0.9072616 -6.52 FALSE
256691_at hypothetical protein predicted by --- --- 1.02 0.03 0.26 0.8008608 0.9072616 -6.52 FALSE
246102_at  putative protein various predicte --- AT5G32590 -1.03 -0.04 -0.26 0.8009062 0.9072616 -6.52 FALSE
255383_at hypothetical protein --- AT4G03570 1.02 0.03 0.26 0.8008393 0.9072616 -6.52 FALSE
245230_at  hypothetical protein Contains Zin--- AT4G25610 -1.04 -0.05 -0.26 0.8008285 0.9072616 -6.52 FALSE
261649_at putative clathrin-coat assembly p --- AT1G27700 1.03 0.04 0.26 0.801066 0.90731 -6.52 FALSE
260052_at  14-3-3 protein (grf13), putative cGRF13 AT1G78220 1.03 0.04 0.26 0.8010607 0.90731 -6.52 FALSE
248416_at putative protein disease resistanc--- AT5G51630 -1.03 -0.05 -0.26 0.80117 0.9073376 -6.52 FALSE
254435_at putative protein MS5 AT4G20900 -1.03 -0.04 -0.26 0.8011358 0.9073376 -6.52 FALSE
255717_at coded for by A. thaliana cDNA H7--- AT4G00350 -1.03 -0.04 -0.26 0.801286 0.907424 -6.52 FALSE
265390_at unknown protein  ; supported by --- AT2G20820 -1.03 -0.04 -0.26 0.8014361 0.9075038 -6.52 FALSE
263051_s_aEn/Spm-like transposon protein r --- --- 1.03 0.04 0.26 0.8014126 0.9075038 -6.52 FALSE
259054_at putative hypersensitivity-related gCHAT AT3G03480 1.18 0.23 0.26 0.8015806 0.9076187 -6.52 FALSE
245549_at cellulose synthase like protein ATCSLB06 AT4G15320 -1.03 -0.04 -0.26 0.8016171 0.9076187 -6.52 FALSE
249960_at squamosa promoter binding proteSPL7 AT5G18830 -1.03 -0.04 -0.26 0.8017669 0.9077433 -6.52 FALSE
267631_at hypothetical protein predicted by --- AT2G42150 -1.03 -0.04 -0.26 0.8018491 0.9077462 -6.52 FALSE
253436_at  ubiquinol-cytochrome c reductas--- AT4G32470 1.03 0.04 0.26 0.8018192 0.9077462 -6.52 FALSE
252128_at  transcription factor-like protein AMNP AT3G50870 1.03 0.04 0.26 0.801943 0.9078074 -6.52 FALSE
245290_at hypothetical protein ; supported b--- AT4G16490 -1.04 -0.06 -0.26 0.8021697 0.908019 -6.52 FALSE
263107_at putative cytochrome P450 CYP705A6 AT2G05180 -1.03 -0.04 -0.26 0.8024618 0.9081408 -6.52 FALSE
253123_at  thaumatin-like protein thaumatin --- AT4G36000 1.03 0.05 0.26 0.8023589 0.9081408 -6.52 FALSE
265080_at  overlap with bases 100,099-109 sks12 AT1G55570 1.04 0.06 0.26 0.8024617 0.9081408 -6.52 FALSE
259042_at  RGA1-like protein similar to RGARGL2 AT3G03450 -1.04 -0.06 -0.26 0.8023812 0.9081408 -6.52 FALSE
260280_at unknown protein contains AP2 D --- AT1G80580 1.05 0.06 0.26 0.8024764 0.9081408 -6.52 FALSE
257206_at putative lectin similar to lectin SP--- AT3G16530 1.16 0.21 0.26 0.8027356 0.9081821 -6.52 TRUE
257671_at hypothetical protein predicted by --- AT3G20450 1.03 0.05 0.26 0.8027517 0.9081821 -6.52 FALSE



254787_at putative protein hypothetical prot --- AT4G12690 -1.05 -0.07 -0.26 0.8026137 0.9081821 -6.52 FALSE
261260_at hypothetical protein predicted by --- AT1G26680 1.03 0.04 0.26 0.8026043 0.9081821 -6.52 FALSE
259890_at inner mitochondrial membrane prATTIM23-2 AT1G72750 1.05 0.07 0.26 0.8026702 0.9081821 -6.52 FALSE
250901_at putative protein  ; supported by c RABC2A AT5G03530 -1.10 -0.14 -0.26 0.8026872 0.9081821 -6.52 FALSE
248626_at receptor protein kinase-like prote --- AT5G48940 -1.03 -0.04 -0.26 0.8028083 0.908201 -6.52 FALSE
249941_at putative protein similar to unknow--- AT5G22270 -1.04 -0.06 -0.26 0.8031165 0.9082343 -6.52 TRUE
253066_at  1-aminocyclopropane-1-carboxyACS8 AT4G37770 1.14 0.19 0.26 0.8031121 0.9082343 -6.52 TRUE
265419_at putative secretory carrier-associa--- AT2G20840 -1.04 -0.05 -0.26 0.8028959 0.9082343 -6.52 FALSE
266494_at putative receptor-like protein kinaPRK2A AT2G07040 -1.03 -0.04 -0.26 0.803032 0.9082343 -6.52 FALSE
255768_at Expressed protein ; supported by--- AT1G16705 1.03 0.04 0.26 0.8029466 0.9082343 -6.52 FALSE
252703_at  leucine-rich repeat protein LRP ---- AT3G43740 -1.03 -0.04 -0.26 0.8030688 0.9082343 -6.52 FALSE
258595_at unknown protein contains Pfam p--- AT3G04500 -1.03 -0.04 -0.26 0.8029996 0.9082343 -6.52 FALSE
250565_at  putative protein various predicte E13L3 AT5G08000 1.04 0.05 0.26 0.8032556 0.9083466 -6.52 FALSE
265789_at putative receptor-like protein kina--- AT2G01210 -1.03 -0.04 -0.26 0.8033073 0.90836 -6.52 FALSE
253239_at  putative serine/threonine protein --- AT4G34500 1.05 0.07 0.26 0.8034609 0.908415 -6.52 FALSE
262251_at hypothetical protein predicted by --- AT1G53760 1.05 0.08 0.26 0.8035152 0.908415 -6.52 FALSE
265407_at  F-box protein family, AtFBX8 con--- AT2G16810 1.04 0.06 0.26 0.8034115 0.908415 -6.52 FALSE
260310_at hypothetical protein predicted by --- AT1G70590 -1.04 -0.06 -0.26 0.8035095 0.908415 -6.52 FALSE
263861_at hypothetical protein --- AT2G04560 -1.04 -0.06 -0.26 0.8035846 0.9084484 -6.52 FALSE
254701_at  putative protein predicted protein--- AT4G18030 -1.06 -0.08 -0.26 0.8036509 0.9084784 -6.52 TRUE
263171_at unknown protein CCX4 AT1G54115 -1.03 -0.04 -0.26 0.8038455 0.9086083 -6.52 FALSE
251468_at  epsin-like protein Af10-protein - A--- AT3G59290 -1.03 -0.04 -0.26 0.8038223 0.9086083 -6.52 FALSE
260124_at  E2, ubiquitin-conjugating enzym UBC31 AT1G36340 1.03 0.04 0.26 0.803996 0.9087334 -6.52 FALSE
248926_at Ole e I (main olive allergen)-like p--- AT5G45880 1.05 0.08 0.26 0.8040373 0.908735 -6.52 FALSE
250552_at  putative protein microtubule bind--- AT5G07890 1.03 0.04 0.26 0.8042017 0.9088122 -6.52 FALSE
257212_at  zinc-binding dehydrogenase, pu --- AT3G15090 1.04 0.06 0.26 0.8042251 0.9088122 -6.52 FALSE
250934_at  DNAJ protein - like DNAJ domai --- AT5G03030 -1.05 -0.07 -0.26 0.8042163 0.9088122 -6.52 FALSE
246203_at putative protein ; supported by fu --- AT4G36610 1.06 0.08 0.26 0.8042904 0.908841 -6.52 FALSE
244943_at NADH dehydrogenase subunit 9 --- ATMG00070 1.04 0.06 0.26 0.804389 0.9088624 -6.52 TRUE
256693_at hypothetical protein predicted by --- --- 1.02 0.03 0.26 0.8043873 0.9088624 -6.52 FALSE
247965_at putative protein similar to unknowAGP14 AT5G56540 1.05 0.07 0.26 0.8044764 0.908916 -6.52 FALSE
246728_at  putative protein various predicte --- AT5G28040 -1.02 -0.03 -0.26 0.8045163 0.9089162 -6.52 FALSE
251962_at plasma membrane intrinsic prote PIP2A AT3G53420 1.05 0.08 0.26 0.8045715 0.9089268 -6.52 TRUE
245636_at hypothetical protein similar to hyp--- AT1G25240 1.04 0.05 0.26 0.8046453 0.9089268 -6.52 FALSE
248525_s_aunknown protein --- AT5G50610 // -1.03 -0.04 -0.26 0.8046445 0.9089268 -6.52 FALSE



251763_at  MYB transcription factor - like pr MYB109 AT3G55730 1.03 0.05 0.26 0.8048123 0.9089804 -6.52 FALSE
261692_at  calreticulin, putative similar to caCRT3 AT1G08450 -1.06 -0.08 -0.26 0.8047989 0.9089804 -6.52 FALSE
265518_at hypothetical protein predicted by --- AT2G06040 -1.05 -0.06 -0.26 0.8047904 0.9089804 -6.52 FALSE
259119_at  transport protein SEC13, putativ --- AT3G01340 -1.02 -0.04 -0.26 0.8049787 0.9091233 -6.52 FALSE
257281_s_ahypothetical protein predicted by --- AT3G29680 // -1.03 -0.05 -0.26 0.8050789 0.9091914 -6.52 FALSE
260647_at hypothetical protein predicted by --- AT1G08030 1.04 0.05 0.26 0.8052527 0.9092025 -6.52 FALSE
267100_at unknown protein --- AT2G41470 1.03 0.04 0.26 0.8052516 0.9092025 -6.52 FALSE
264017_s_aputative ER lumen protein retaini --- AT2G21190 // -1.03 -0.04 -0.26 0.8052879 0.9092025 -6.52 FALSE
259963_at  phosphate/phosphoenolpyruvate--- AT1G53660 1.03 0.04 0.26 0.805257 0.9092025 -6.52 FALSE
249079_at putative protein contains similarit --- AT5G43930 1.04 0.06 0.26 0.8052018 0.9092025 -6.52 FALSE
267437_at hypothetical protein predicted by --- AT2G19200 1.03 0.04 0.26 0.8055505 0.9094539 -6.52 FALSE
246777_at  RING-H2 zinc finger protein-like --- AT5G27420 1.15 0.20 0.26 0.8059389 0.9094553 -6.52 TRUE
266363_at hypothetical protein predicted by --- AT2G41250 -1.05 -0.08 -0.26 0.8056039 0.9094553 -6.52 TRUE
259994_at  putative C2H2-type zinc finger p AtIDD14 AT1G68130 // -1.05 -0.07 -0.25 0.8063887 0.9094553 -6.52 FALSE
256533_at unknown protein --- AT1G33250 -1.04 -0.06 -0.26 0.8061444 0.9094553 -6.52 FALSE
259450_at hypothetical protein predicted by DRL1 AT1G13870 -1.03 -0.05 -0.26 0.8062639 0.9094553 -6.52 FALSE
248994_at disease resistance protein-like RPS4 AT5G45250 -1.04 -0.05 -0.26 0.8060131 0.9094553 -6.52 FALSE
253365_at  putative protein various predicte --- AT4G33170 1.03 0.04 0.26 0.8062701 0.9094553 -6.52 FALSE
252746_at  sucrose synthase -like protein S SUS4 AT3G43190 -1.03 -0.04 -0.25 0.8066742 0.9094553 -6.52 FALSE
248425_at ACC synthase; 1-aminocyclopropACS12 AT5G51690 1.04 0.05 0.26 0.8057259 0.9094553 -6.52 FALSE
267563_at putative protein kinase contains a--- AT2G30730 1.03 0.04 0.25 0.8066196 0.9094553 -6.52 FALSE
267328_at putative receptor-like protein kina--- AT2G19230 -1.03 -0.05 -0.25 0.8065847 0.9094553 -6.52 FALSE
257077_at  PR-1 protein, putative similar to --- AT3G19690 -1.04 -0.06 -0.25 0.8064617 0.9094553 -6.52 FALSE
259744_at putative ketoacyl-CoA synthase sKCS7 AT1G71160 1.03 0.04 0.26 0.8057617 0.9094553 -6.52 FALSE
254565_at  replication A protein-like replicat --- AT4G19130 1.02 0.03 0.26 0.8060787 0.9094553 -6.52 FALSE
250392_at  putative protein multifunctional a--- AT5G10880 1.02 0.04 0.25 0.8065016 0.9094553 -6.52 FALSE
263801_at putative Athila retroelement ORF--- --- -1.03 -0.04 -0.26 0.8063189 0.9094553 -6.52 FALSE
262515_at unknown protein ; supported by c--- AT1G34200 1.04 0.06 0.26 0.8061186 0.9094553 -6.52 FALSE
261285_at Ca2+-dependent membrane-bindANNAT1 AT1G35720 1.08 0.11 0.26 0.8061184 0.9094553 -6.52 FALSE
254678_at hypothetical protein --- AT4G18500 1.03 0.04 0.25 0.806708 0.9094553 -6.52 FALSE
255174_at putative Athila-like protein --- --- 1.02 0.03 0.25 0.8064215 0.9094553 -6.52 FALSE
260473_at hypothetical protein predicted by --- AT1G10880 -1.03 -0.04 -0.26 0.8060537 0.9094553 -6.52 FALSE
246592_at  putative protein predicted protein--- AT5G14890 1.04 0.05 0.26 0.8061768 0.9094553 -6.52 FALSE
265361_at putative retroelement pol polypro --- --- 1.03 0.04 0.25 0.8063769 0.9094553 -6.52 FALSE
262564_at  anionic peroxidase, putative sim --- AT1G34330 1.03 0.04 0.26 0.8058873 0.9094553 -6.52 FALSE



254949_at hypothetical protein --- AT4G11020 1.03 0.04 0.26 0.8059413 0.9094553 -6.52 FALSE
247040_at anthranilate N-hydroxycinnamoyl --- AT5G67150 1.04 0.05 0.25 0.806612 0.9094553 -6.52 FALSE
261121_at hypothetical protein predicted by --- AT1G75340 -1.02 -0.03 -0.26 0.8060503 0.9094553 -6.52 FALSE
263266_at hypothetical protein predicted by --- AT2G16520 1.03 0.04 0.25 0.8066589 0.9094553 -6.52 FALSE
265667_at putative CCAAT-binding transcripNF-YB11 AT2G27470 1.02 0.04 0.26 0.805767 0.9094553 -6.52 FALSE
254965_at putative protein other hypothetica--- AT4G11090 -1.03 -0.04 -0.25 0.8068202 0.9095044 -6.52 FALSE
246896_at  extensin - like protein Pex1 exte --- AT5G25550 1.03 0.05 0.25 0.8068313 0.9095044 -6.52 FALSE
247065_s_adisease resistance protein-like --- AT5G66900 // -1.04 -0.05 -0.25 0.8069118 0.9095503 -6.52 FALSE
257105_at unknown protein --- AT3G15300 1.04 0.06 0.25 0.8069582 0.9095576 -6.52 FALSE
262872_at hypothetical protein predicted by --- AT1G64690 1.04 0.06 0.25 0.807001 0.9095609 -6.52 FALSE
254764_at putative protein  ; supported by c --- AT4G13250 -1.07 -0.09 -0.25 0.8071141 0.9095988 -6.52 TRUE
256066_at hypothetical protein similar to hyp--- AT1G06980 1.08 0.12 0.25 0.8071144 0.9095988 -6.52 FALSE
261225_at unknown protein ;supported by fu--- AT1G20100 1.03 0.04 0.25 0.8072485 0.9096853 -6.52 FALSE
250023_at  beta-1,3-glucanase-like protein  --- AT5G18220 1.03 0.05 0.25 0.8073108 0.9096853 -6.52 FALSE
264326_at unknown protein --- AT1G04230 -1.03 -0.05 -0.25 0.8072736 0.9096853 -6.52 FALSE
265219_at unknown protein  ; supported by --- AT2G02050 1.04 0.05 0.25 0.8073571 0.9096926 -6.52 FALSE
246913_at  GATA transcription factor - like G--- AT5G25830 1.04 0.05 0.25 0.8075316 0.9098442 -6.52 FALSE
245349_at cyanohydrin lyase like protein ;suMES16 AT4G16690 -1.07 -0.09 -0.25 0.8078718 0.9100404 -6.52 TRUE
245665_at unknown protein ;supported by fu--- AT1G28250 1.03 0.04 0.25 0.8079407 0.9100404 -6.52 FALSE
264001_at putative peroxidase  ;supported b--- AT2G22420 1.06 0.08 0.25 0.8078269 0.9100404 -6.52 FALSE
258129_at hypothetical protein predicted by ROPGEF8 AT3G24620 -1.03 -0.04 -0.25 0.8079547 0.9100404 -6.52 FALSE
256103_at hypothetical protein similar to hyp--- AT1G13540 1.02 0.03 0.25 0.807985 0.9100404 -6.52 FALSE
252157_at hypothetical protein --- AT3G50430 -1.03 -0.04 -0.25 0.8078683 0.9100404 -6.52 FALSE
248354_at putative protein contains similarit --- AT5G52330 -1.03 -0.04 -0.25 0.8078947 0.9100404 -6.52 FALSE
248377_at unknown protein  ; supported by --- AT5G51720 -1.06 -0.09 -0.25 0.808165 0.9101397 -6.52 FALSE
246512_at  putative phytochelatin synthetas IRX6 AT5G15630 1.04 0.05 0.25 0.8083126 0.9101397 -6.52 FALSE
248859_at putative protein contains similarit --- AT5G46660 -1.03 -0.05 -0.25 0.808286 0.9101397 -6.52 FALSE
261744_at  nitrogen fixation protein (nifS), p CPNIFS AT1G08490 1.03 0.04 0.25 0.8082245 0.9101397 -6.52 FALSE
249548_at  lipid transfer - like protein lipid tra--- AT5G38170 -1.03 -0.04 -0.25 0.8082353 0.9101397 -6.52 FALSE
249455_s_a putative protein predicted protein--- AT1G50870 // 1.02 0.03 0.25 0.8082728 0.9101397 -6.52 FALSE
266925_at unknown protein  ;supported by f PEX11D AT2G45740 -1.03 -0.04 -0.25 0.8084518 0.9102335 -6.52 FALSE
266169_at putative protease inhibitor  ;supp --- AT2G38900 -1.03 -0.04 -0.25 0.8084757 0.9102335 -6.52 FALSE
261203_at Expressed protein ; supported by--- AT1G12845 1.12 0.16 0.25 0.8085389 0.9102597 -6.52 FALSE
265224_at putative pectinesterase --- AT2G36710 1.03 0.04 0.25 0.8086766 0.9103348 -6.52 FALSE
250995_at dnaK-type molecular chaperone HSC70-1 AT5G02500 1.04 0.06 0.25 0.8086854 0.9103348 -6.52 FALSE



252867_at  putative protein hypothetical pro --- AT4G39870 1.03 0.05 0.25 0.8088776 0.9104164 -6.52 FALSE
264872_at  putative floral homeotic protein, A 03-ספט AT1G24260 -1.04 -0.06 -0.25 0.8088738 0.9104164 -6.52 FALSE
266027_at En/Spm-like transposon protein r --- --- 1.02 0.03 0.25 0.8088172 0.9104164 -6.52 FALSE
257814_at  acyl-(acyl carrier protein) thioest AtFaTA AT3G25110 -1.06 -0.09 -0.25 0.8089762 0.9104374 -6.52 FALSE
263885_at unknown protein --- AT2G36940 -1.03 -0.04 -0.25 0.8089595 0.9104374 -6.52 FALSE
265623_at hypothetical protein predicted by --- AT2G27270 -1.03 -0.05 -0.25 0.8090364 0.9104603 -6.52 FALSE
261894_at unknown protein ;supported by fuMGT1 AT1G80900 1.03 0.04 0.25 0.8091601 0.9105546 -6.52 FALSE
249813_at acyltransferase  ; supported by fuEMB3009 AT5G23940 -1.02 -0.03 -0.25 0.8094175 0.9107994 -6.52 FALSE
255326_at hypothetical protein --- --- -1.02 -0.03 -0.25 0.8095033 0.9108509 -6.52 FALSE
258703_at unknown protein --- AT3G09750 -1.03 -0.05 -0.25 0.8096876 0.9110134 -6.52 FALSE
252785_at  putative protein AND-1 protein - --- AT3G42660 1.05 0.08 0.25 0.8097526 0.9110416 -6.52 FALSE
261007_at hypothetical protein similar to reti--- AT1G26400 1.02 0.03 0.25 0.8099421 0.9110751 -6.52 FALSE
248520_at 11-beta-hydroxysteroid dehydrogAtHSD1 AT5G50600 // 1.04 0.06 0.25 0.8099302 0.9110751 -6.52 FALSE
251629_at villin 3 fragment  ; supported by cVLN3 AT3G57410 1.04 0.05 0.25 0.8099234 0.9110751 -6.52 FALSE
255015_at  putative protein m6A methyltransEMB1691 AT4G09980 -1.05 -0.06 -0.25 0.8098317 0.9110751 -6.52 FALSE
260859_at  serine carboxypeptidase II, puta scpl44 AT1G43780 1.04 0.05 0.25 0.8101767 0.9111373 -6.52 FALSE
255210_at may be a pseudogene --- --- -1.02 -0.03 -0.25 0.8101972 0.9111373 -6.52 FALSE
266115_at protease inhibitor II  ;supported bLCR72 AT2G02140 -1.05 -0.07 -0.25 0.8101475 0.9111373 -6.52 FALSE
266190_at unknown protein --- AT2G38840 1.03 0.04 0.25 0.8101205 0.9111373 -6.52 FALSE
257167_at  hypothetical protein predicted bychr40 AT3G24340 1.02 0.04 0.25 0.8101508 0.9111373 -6.52 FALSE
265713_at putative integral membrane proteUPS2 AT2G03530 1.09 0.12 0.25 0.8104586 0.9113863 -6.52 FALSE
249669_at putative protein similar to unknow--- --- 1.03 0.04 0.25 0.8106584 0.9114762 -6.52 FALSE
252627_at putative protein --- AT3G44950 -1.03 -0.05 -0.25 0.8106151 0.9114762 -6.52 FALSE
257813_at  Cdc45-like protein similar to CdcCDC45 AT3G25100 1.03 0.04 0.25 0.8106536 0.9114762 -6.52 FALSE
252662_at  putative protein Sec24A protein, CEF AT3G44340 -1.03 -0.04 -0.25 0.8108489 0.9115107 -6.52 FALSE
257195_at hypothetical protein predicted by --- AT3G23680 1.03 0.04 0.25 0.8107763 0.9115107 -6.52 FALSE
263244_at hypothetical protein predicted by --- AT2G31480 1.03 0.04 0.25 0.8108384 0.9115107 -6.52 FALSE
250797_at unknown protein --- AT5G05310 1.03 0.05 0.25 0.8107467 0.9115107 -6.52 FALSE
254109_at  Pollen-specific protein precursorSKS1 AT4G25240 1.03 0.04 0.25 0.8109118 0.9115205 -6.52 FALSE
246606_at putative protein --- --- -1.02 -0.03 -0.25 0.8109376 0.9115205 -6.52 FALSE
254068_at  putative protein similarity to multNAP8 AT4G25450 -1.03 -0.04 -0.25 0.8110542 0.9116067 -6.52 FALSE
253838_at  putative zinc finger protein zinc f --- AT4G27880 -1.04 -0.06 -0.25 0.811177 0.9116818 -6.52 FALSE
253865_at  putative RING zinc finger protein--- AT4G27470 1.04 0.06 0.25 0.8112409 0.9116818 -6.52 FALSE
257688_at  Snf2-related CBP activator protePIE1 AT3G12810 1.02 0.03 0.25 0.811211 0.9116818 -6.52 FALSE
249765_at putative protein contains similarit SLAH3 AT5G24030 1.10 0.13 0.25 0.812088 0.9117359 -6.52 TRUE



254601_at  putative protein DNA (cytosine-5CMT2 AT4G19020 -1.04 -0.06 -0.25 0.8113769 0.9117359 -6.52 TRUE
264309_at  coatomer alpha subunit, putative--- AT1G62020 -1.02 -0.03 -0.25 0.8113699 0.9117359 -6.52 FALSE
266059_at predicted protein ;supported by c --- AT2G40765 1.06 0.08 0.25 0.8119436 0.9117359 -6.52 FALSE
252484_at  glucuronosyl transferase-like pro--- AT3G46690 1.03 0.05 0.25 0.8117678 0.9117359 -6.52 FALSE
249198_s_aputative protein similar to unknow--- AT5G42350 // 1.03 0.04 0.25 0.8118395 0.9117359 -6.52 FALSE
266012_s_apredicted protein --- AT2G07699 // 1.06 0.08 0.25 0.8117404 0.9117359 -6.52 FALSE
247527_at  leucine-rich receptor-like protein --- AT5G61480 -1.04 -0.06 -0.25 0.8120813 0.9117359 -6.52 FALSE
266931_at putative non-LTR retroelement re--- --- 1.03 0.04 0.25 0.8119198 0.9117359 -6.52 FALSE
253613_at  PR-1-like protein gene PR-1 pro --- AT4G30320 -1.03 -0.05 -0.25 0.8117324 0.9117359 -6.52 FALSE
253261_at  putative protein mRNA, partial cdCHB3 AT4G34430 -1.03 -0.04 -0.25 0.8120885 0.9117359 -6.52 FALSE
265762_at hypothetical protein --- AT2G01240 1.04 0.06 0.25 0.8115091 0.9117359 -6.52 FALSE
260759_at hypothetical protein contains sim --- AT1G49180 -1.05 -0.07 -0.25 0.8117306 0.9117359 -6.52 FALSE
252840_at  putative protein various predicte --- --- 1.03 0.04 0.25 0.8115643 0.9117359 -6.52 FALSE
263795_at putative cyclic nucleotide-regulat ATCNGC14AT2G24610 1.03 0.04 0.25 0.8118411 0.9117359 -6.52 FALSE
253439_at  dimethylaniline monooxygenase YUC1 AT4G32540 1.03 0.04 0.25 0.8119704 0.9117359 -6.52 FALSE
262983_at hypothetical protein similar to unk--- AT1G54550 1.03 0.04 0.25 0.8120318 0.9117359 -6.52 FALSE
247751_at putative protein --- AT5G59050 -1.06 -0.08 -0.25 0.8120328 0.9117359 -6.52 FALSE
265559_at putative glycine-rich protein --- AT2G05530 1.03 0.05 0.25 0.8118584 0.9117359 -6.52 FALSE
252554_s_a protein kinase - like receptor-likeMEE39 AT3G45920 // 1.02 0.03 0.25 0.8119749 0.9117359 -6.52 FALSE
245325_at xyloglucan endotransglycosylaseXTR7 AT4G14130 -1.14 -0.19 -0.25 0.8126547 0.9117882 -6.52 TRUE
259769_at  RNA-binding protein MEI2, putatAML5 AT1G29400 -1.04 -0.06 -0.25 0.8124933 0.9117882 -6.52 FALSE
254056_at  putative protein Group I Pectines--- AT4G25250 1.03 0.04 0.25 0.8122767 0.9117882 -6.52 FALSE
250162_at  FtsH protease, putative similar toFTSH6 AT5G15250 1.02 0.03 0.25 0.8126196 0.9117882 -6.52 FALSE
249297_at unknown protein --- AT5G41320 1.03 0.04 0.25 0.8124714 0.9117882 -6.52 FALSE
260740_at  thioredoxin, putative contains Pf ATQSOX1 AT1G15020 1.02 0.03 0.25 0.8126475 0.9117882 -6.52 FALSE
263185_at  transport protein, putative simila --- AT1G05520 1.02 0.03 0.25 0.8124466 0.9117882 -6.52 FALSE
262543_at Expressed protein ; supported by--- AT1G34245 1.03 0.04 0.25 0.8125115 0.9117882 -6.52 FALSE
263976_at unknown protein --- AT2G42700 -1.03 -0.05 -0.25 0.8125723 0.9117882 -6.52 FALSE
261186_at hypothetical protein predicted by --- --- 1.02 0.03 0.25 0.8125065 0.9117882 -6.52 FALSE
252728_at  putative protein various predicte --- --- -1.03 -0.04 -0.25 0.8126429 0.9117882 -6.52 FALSE
254173_at  putative protein Kaposi's sarcomREN1 AT4G24580 1.02 0.03 0.25 0.8124688 0.9117882 -6.52 FALSE
267149_s_aMutator-like transposase similar t--- --- 1.04 0.05 0.25 0.8124118 0.9117882 -6.52 FALSE
266422_at hypothetical protein predicted by GAUT7 AT2G38650 1.03 0.04 0.25 0.8129141 0.9119426 -6.52 FALSE
264339_at  trehalose-6-phosphate synthaseTPS8 AT1G70290 1.04 0.06 0.25 0.8131521 0.9119426 -6.52 FALSE
247255_at putative protein similar to unknow--- AT5G64780 1.05 0.08 0.25 0.8128942 0.9119426 -6.52 FALSE



250834_at  putative protein various predicte DME AT5G04560 1.04 0.05 0.25 0.8129685 0.9119426 -6.52 FALSE
259045_at  calmodulin-like protein similar to --- AT3G03410 -1.03 -0.04 -0.25 0.8130272 0.9119426 -6.52 FALSE
256875_at  cytochrome P450, putative contaCYP71B37 AT3G26330 1.03 0.04 0.25 0.8131363 0.9119426 -6.52 FALSE
267332_at hypothetical protein predicted by --- AT2G19290 -1.02 -0.03 -0.25 0.8130635 0.9119426 -6.52 FALSE
253228_at putative protein  ;supported by fu --- AT4G34630 1.08 0.12 0.25 0.8131365 0.9119426 -6.52 FALSE
261680_at hypothetical protein similar to hyp--- AT1G47350 1.02 0.03 0.25 0.8129106 0.9119426 -6.52 FALSE
266666_at hypothetical protein predicted by --- AT2G29780 -1.03 -0.04 -0.25 0.8132159 0.9119693 -6.52 FALSE
248083_at unknown protein --- AT5G55420 -1.10 -0.13 -0.25 0.8133188 0.9120254 -6.52 FALSE
247332_at unknown protein  ; supported by --- AT5G63440 -1.04 -0.05 -0.25 0.813346 0.9120254 -6.52 FALSE
254875_at  putative protein various predicte --- AT4G11590 1.03 0.04 0.25 0.8134019 0.9120433 -6.52 FALSE
246458_at  putative protein various predicte --- AT5G16860 -1.03 -0.05 -0.25 0.813571 0.9121547 -6.52 FALSE
255355_at hypothetical protein --- --- -1.03 -0.04 -0.25 0.8135812 0.9121547 -6.52 FALSE
247766_at  FtsH protease, putative containsftsh9 AT5G58870 -1.03 -0.04 -0.24 0.8138041 0.9123598 -6.52 FALSE
259291_at unknown protein similar to unkno--- AT3G11550 1.03 0.05 0.24 0.8140245 0.9125298 -6.52 FALSE
244975_at PSII 10KDa phosphoprotein --- --- -1.03 -0.04 -0.24 0.8140358 0.9125298 -6.52 FALSE
247306_at ser/thr protein phosphatase catalPP7 AT5G63870 -1.03 -0.05 -0.24 0.8141361 0.9125974 -6.52 FALSE
248157_at putative protein similar to unknow--- AT5G54420 1.03 0.04 0.24 0.8142507 0.912681 -6.52 FALSE
263026_at hypothetical protein predicted by --- AT1G24000 1.02 0.04 0.24 0.8143223 0.9127164 -6.52 FALSE
249464_at  putative protein crp1, Zea mays,EMB2745 AT5G39710 -1.07 -0.10 -0.24 0.8144329 0.9127955 -6.52 FALSE
262047_at hypothetical protein predicted by --- AT1G80160 1.12 0.16 0.24 0.814872 0.9128499 -6.52 TRUE
264147_at  receptor-like protein glossy1 (gl1CER1 AT1G02205 1.23 0.30 0.24 0.8149217 0.9128499 -6.52 FALSE
259760_at hypothetical protein similar to GB--- AT1G77580 1.02 0.03 0.24 0.8148325 0.9128499 -6.52 FALSE
265901_at putative selenium-binding protein--- AT2G25580 -1.03 -0.05 -0.24 0.8146076 0.9128499 -6.52 FALSE
264518_at unknown protein --- AT1G09980 1.04 0.05 0.24 0.8149176 0.9128499 -6.52 FALSE
251366_at putative protein several hypothet --- AT3G61340 -1.03 -0.04 -0.24 0.8147423 0.9128499 -6.52 FALSE
255102_s_aputative MuDR-A-like transposon--- --- 1.03 0.04 0.24 0.8147977 0.9128499 -6.52 FALSE
258543_at unknown protein --- AT3G06870 1.03 0.05 0.24 0.8147047 0.9128499 -6.52 FALSE
246717_at putative protein --- AT5G28920 -1.03 -0.04 -0.24 0.8147472 0.9128499 -6.52 FALSE
256880_at  major latex protein, putative simi--- AT3G26450 1.05 0.07 0.24 0.8148713 0.9128499 -6.52 FALSE
257944_at  SKP1/ASK1 (At9), putative simil ASK9 AT3G21850 1.03 0.04 0.24 0.8147012 0.9128499 -6.52 FALSE
262559_at unknown protein similar to hypoth--- AT1G31300 -1.03 -0.04 -0.24 0.8151278 0.9129912 -6.52 FALSE
261706_at hypothetical protein similar to hyp--- --- 1.02 0.03 0.24 0.8151022 0.9129912 -6.52 FALSE
256786_at unknown protein  ;supported by f --- AT3G13740 1.04 0.05 0.24 0.8156407 0.9132626 -6.52 FALSE
264822_at putative ribonucleoprotein --- AT1G03457 1.05 0.07 0.24 0.8160279 0.9132626 -6.52 FALSE
260875_at hypothetical protein predicted by SKP2A AT1G21410 -1.06 -0.08 -0.24 0.8159654 0.9132626 -6.52 FALSE



259806_at  mysoin-like protein similar to GI: --- AT1G47900 -1.04 -0.06 -0.24 0.8158447 0.9132626 -6.52 FALSE
265244_at putative amine oxidase ATPAO2 AT2G43018 // 1.05 0.08 0.24 0.8159551 0.9132626 -6.52 FALSE
259136_at unknown protein --- AT3G05470 -1.04 -0.06 -0.24 0.8157707 0.9132626 -6.52 FALSE
256888_at hypothetical protein predicted by --- AT3G15160 1.03 0.04 0.24 0.8158567 0.9132626 -6.52 FALSE
254369_at putative protein --- AT4G21720 -1.04 -0.05 -0.24 0.8160908 0.9132626 -6.52 FALSE
266640_at Expressed protein ; supported by--- AT2G35585 -1.03 -0.05 -0.24 0.8160637 0.9132626 -6.52 FALSE
264427_at hypothetical protein predicted by --- AT1G61770 -1.03 -0.04 -0.24 0.8159176 0.9132626 -6.52 FALSE
245585_at hypothetical --- AT4G14970 -1.03 -0.04 -0.24 0.8160614 0.9132626 -6.52 FALSE
267155_at  CLE7, putative CLAVATA3/ESR--- AT2G30925 1.03 0.05 0.24 0.8158704 0.9132626 -6.52 FALSE
255148_at putative mitogen-activated protei MAPKKK10AT4G08470 1.07 0.10 0.24 0.816087 0.9132626 -6.52 FALSE
260456_at hypothetical protein --- AT1G72490 1.03 0.05 0.24 0.8157287 0.9132626 -6.52 FALSE
258767_at putative (1-4)-beta-mannan endo--- AT3G10890 1.03 0.04 0.24 0.8157613 0.9132626 -6.52 FALSE
249194_at kinesin heavy chain-like protein --- AT5G42490 -1.02 -0.03 -0.24 0.8157489 0.9132626 -6.52 FALSE
252532_at  glucosidase-like protein GLUCA --- AT3G46570 -1.04 -0.06 -0.24 0.8156051 0.9132626 -6.52 FALSE
263652_at unknown protein EST gb|H76414--- AT1G04330 -1.02 -0.03 -0.24 0.815535 0.9132626 -6.52 FALSE
248907_at putative protein contains similarit --- AT5G46340 -1.03 -0.04 -0.24 0.8162882 0.9132672 -6.52 FALSE
257598_at  PRT1 identical to GB:CAA11891PRT1 AT3G24800 1.04 0.05 0.24 0.8162197 0.9132672 -6.52 FALSE
260702_at  calmodulin, putative similar to ca--- AT1G32250 1.03 0.04 0.24 0.8166555 0.9132672 -6.52 FALSE
256694_at hypothetical protein predicted ge --- --- 1.03 0.04 0.24 0.8164795 0.9132672 -6.52 FALSE
257183_at ABC transporter contains Pfam p--- AT3G13220 -1.03 -0.04 -0.24 0.8165502 0.9132672 -6.52 FALSE
266376_at putative endoxyloglucan glycosyl --- AT2G14620 1.04 0.05 0.24 0.8164677 0.9132672 -6.52 FALSE
257653_at hypothetical protein --- AT3G13225 -1.03 -0.05 -0.24 0.8164277 0.9132672 -6.52 FALSE
260850_at  glucose 6 phosphate/phosphate --- AT1G21870 -1.03 -0.05 -0.24 0.8165197 0.9132672 -6.52 FALSE
264745_at  5'-adenylylphosphosulfate reduc 02-אפר AT1G62180 1.05 0.07 0.24 0.8165701 0.9132672 -6.52 FALSE
252266_at  putative protein ethylene-forming--- AT3G49630 -1.04 -0.06 -0.24 0.8162154 0.9132672 -6.52 FALSE
253680_at cytidine deaminase 2 (CDA2) --- AT4G29620 -1.03 -0.04 -0.24 0.81642 0.9132672 -6.52 FALSE
254554_at hypothetical protein --- AT4G19550 1.03 0.04 0.24 0.8164094 0.9132672 -6.52 FALSE
245837_at  peptidylprolyl isomerase, putativ --- AT1G58450 1.02 0.03 0.24 0.8166143 0.9132672 -6.52 FALSE
256481_at  elicitor response protein, putative--- AT1G33430 -1.02 -0.03 -0.24 0.8166546 0.9132672 -6.52 FALSE
256139_at  Nt-gh3 deduced protein, putative--- AT1G48660 -1.03 -0.04 -0.24 0.8167283 0.913272 -6.52 FALSE
245653_at heat shock transcription factor likFBD1 AT4G13985 -1.03 -0.04 -0.24 0.8168191 0.913272 -6.52 FALSE
248389_at AP2 domain transcription factor-l CBF4 AT5G51990 1.03 0.04 0.24 0.81686 0.913272 -6.52 FALSE
247647_at  respiratory burst oxidase protein --- AT5G60010 1.03 0.04 0.24 0.8168354 0.913272 -6.52 FALSE
261691_at  branched-chain amino acid amin--- AT1G50060 1.02 0.03 0.24 0.8168397 0.913272 -6.52 FALSE
266179_at putative phloem-specific lectin AtPP2-B5 AT2G02300 1.02 0.03 0.24 0.816955 0.9133335 -6.52 FALSE



249063_at NBD-like protein (gb|AAD20643. POP1 AT5G44110 1.04 0.05 0.24 0.8171343 0.9134444 -6.52 FALSE
251782_at beta-N-acetylhexosaminidase -likHEXO1 AT3G55260 -1.04 -0.06 -0.24 0.8171269 0.9134444 -6.52 FALSE
261835_at hypothetical protein contains sim --- AT1G16040 -1.03 -0.04 -0.24 0.817548 0.9137766 -6.52 FALSE
252781_at  polygalacturonase -like protein p--- AT3G42950 -1.03 -0.04 -0.24 0.8175917 0.9137766 -6.52 FALSE
265997_at Expressed protein ; supported by--- AT2G24250 1.03 0.04 0.24 0.8175818 0.9137766 -6.52 FALSE
255241_at  putative protein hypothetical pro --- --- 1.02 0.03 0.24 0.8174779 0.9137766 -6.52 FALSE
256555_at hypothetical protein similar to put--- --- 1.02 0.03 0.24 0.8177046 0.9138581 -6.52 FALSE
260976_at hypothetical protein CID8 AT1G53650 -1.04 -0.06 -0.24 0.8178247 0.9139167 -6.52 FALSE
245046_at putative membrane transporter  ; PDE135 AT2G26510 1.03 0.04 0.24 0.8178373 0.9139167 -6.52 FALSE
259189_at unknown protein AGP11 AT3G01700 1.03 0.05 0.24 0.8179052 0.9139478 -6.52 FALSE
261255_at hypothetical protein contains sim ATNTH2 AT1G05900 1.03 0.04 0.24 0.8181141 0.9141365 -6.52 FALSE
247697_at  subtilisin-like protease - like prot SBT5.4 AT5G59810 -1.03 -0.05 -0.24 0.8181879 0.9141742 -6.52 FALSE
262372_at hypothetical protein predicted by --- AT1G73130 -1.05 -0.07 -0.24 0.8182739 0.9142249 -6.52 FALSE
252149_at  putative protein hypothetical pro --- AT3G51290 1.02 0.03 0.24 0.8183134 0.9142249 -6.52 FALSE
252699_at  hypothetical protein predicted pr --- --- 1.05 0.07 0.24 0.8186502 0.9143772 -6.52 FALSE
249535_at  transporter -like protein N system--- AT5G38820 1.03 0.05 0.24 0.8185638 0.9143772 -6.52 FALSE
254983_at putative protein other hypotheticaMEE53 AT4G10560 -1.02 -0.03 -0.24 0.8185978 0.9143772 -6.52 FALSE
247622_at putative protein --- AT5G60350 1.03 0.04 0.24 0.8186155 0.9143772 -6.52 FALSE
249445_at  putative protein predicted protein--- AT5G39380 -1.03 -0.05 -0.24 0.8185029 0.9143772 -6.52 FALSE
253274_at  Phosphoglycerate dehydrogenasEDA9 AT4G34200 1.17 0.22 0.24 0.8187423 0.9144257 -6.52 TRUE
257215_at  RING zinc finger protein, putativ --- AT3G15070 1.03 0.04 0.24 0.8188038 0.9144257 -6.52 FALSE
250069_at disease resistance protein-like --- AT5G17970 1.03 0.04 0.24 0.8188139 0.9144257 -6.52 FALSE
254774_at hypothetical protein --- AT4G13440 1.05 0.07 0.24 0.8188852 0.9144605 -6.53 FALSE
251308_at putative protein several hypothet GAUT1 AT3G61130 -1.03 -0.04 -0.24 0.8189685 0.9144783 -6.53 FALSE
249670_at unknown protein --- AT5G35890 -1.03 -0.04 -0.24 0.8189813 0.9144783 -6.53 FALSE
247253_at  beta-1,3-glucanase  --- AT5G64790 -1.08 -0.11 -0.24 0.8190545 0.9144998 -6.53 FALSE
264958_at unknown protein ; supported by c--- AT1G76960 1.04 0.06 0.24 0.8190807 0.9144998 -6.53 FALSE
261427_at  protein kinase, putative similar toIBS1 AT1G18670 1.05 0.07 0.24 0.819504 0.9148597 -6.53 FALSE
264560_at hypothetical protein predicted by --- AT1G55820 1.02 0.03 0.24 0.819509 0.9148597 -6.53 FALSE
251965_at  putative protein variety of predic --- AT3G53360 -1.03 -0.04 -0.24 0.819764 0.9148597 -6.53 FALSE
249959_at  NADH:ubiquinone oxidoreductas--- AT5G18800 -1.03 -0.05 -0.24 0.8196857 0.9148597 -6.53 FALSE
256630_at unknown protein --- AT3G28230 -1.03 -0.04 -0.24 0.8197576 0.9148597 -6.53 FALSE
264892_at  GH3-like auxin-regulated protein--- AT1G23160 -1.03 -0.04 -0.24 0.8197374 0.9148597 -6.53 FALSE
260219_at hypothetical protein contains Pfa --- AT1G74630 1.03 0.04 0.24 0.819711 0.9148597 -6.53 FALSE
259667_at unknown protein ; supported by c--- AT1G55270 -1.03 -0.04 -0.24 0.8195655 0.9148597 -6.53 FALSE



254567_s_ahypothetical protein --- AT4G19260 // 1.02 0.03 0.24 0.8195639 0.9148597 -6.53 FALSE
257068_at  non-LTR reverse transcriptase, p--- --- -1.02 -0.03 -0.24 0.8198299 0.9148885 -6.53 FALSE
252220_at  putative protein hypothetical pro LBD38 AT3G49940 1.05 0.06 0.24 0.8199202 0.9148997 -6.53 FALSE
246964_at  putative protein crp1 protein - Ze--- AT5G24830 -1.03 -0.04 -0.24 0.8198925 0.9148997 -6.53 FALSE
250734_at putative protein similar to unknow--- AT5G06270 1.07 0.10 0.24 0.8201895 0.9151106 -6.53 FALSE
247490_at LFY floral meristem identity contrLFY AT5G61850 1.02 0.04 0.24 0.8201556 0.9151106 -6.53 FALSE
257054_at Expressed protein ; supported byMT3 AT3G15353 1.02 0.03 0.24 0.8204666 0.9151463 -6.53 FALSE
245081_at  unknown protein overlap with T2--- --- 1.04 0.06 0.24 0.8204164 0.9151463 -6.53 FALSE
251856_at  Peptidase - like protein ileal pep AMP1 AT3G54720 1.05 0.06 0.24 0.8205153 0.9151463 -6.53 FALSE
254115_at  putative protein binding protein H--- AT4G24710 1.03 0.04 0.24 0.8204238 0.9151463 -6.53 FALSE
247433_at  E2, ubiquitin-conjugating enzym UBC3 AT5G62540 -1.04 -0.06 -0.24 0.8205866 0.9151463 -6.53 FALSE
253741_at putative protein various hypothet --- AT4G28890 -1.02 -0.03 -0.24 0.8206226 0.9151463 -6.53 FALSE
249499_at hypothetical protein --- AT5G39250 1.03 0.04 0.24 0.820386 0.9151463 -6.53 FALSE
267281_at putative protein kinase contains a--- AT2G19400 1.03 0.05 0.24 0.8206176 0.9151463 -6.53 FALSE
263272_at hypothetical protein predicted by --- --- -1.02 -0.03 -0.24 0.8204151 0.9151463 -6.53 FALSE
262268_at hypothetical protein predicted by --- --- -1.02 -0.03 -0.24 0.8204019 0.9151463 -6.53 FALSE
260957_at delta 9 desaturase identical to deADS1 AT1G06080 1.05 0.07 0.24 0.820845 0.9153495 -6.53 FALSE
254611_at Expressed protein ; supported by--- AT4G19095 1.02 0.04 0.24 0.8210314 0.9155127 -6.53 FALSE
245973_at  putative protein predicted protein--- --- 1.02 0.03 0.24 0.8211155 0.9155168 -6.53 FALSE
257386_at hypothetical protein predicted by --- AT2G42440 1.02 0.03 0.24 0.8211092 0.9155168 -6.53 FALSE
260083_at putative elicitor-responsive gene --- AT1G63220 1.10 0.13 0.23 0.8212061 0.9155732 -6.53 FALSE
245280_at Expressed protein ; supported byVRN2 AT4G16845 1.03 0.04 0.23 0.8212648 0.9155938 -6.53 FALSE
261913_at  flavin-containing monooxygenasFMO GS-O AT1G65860 -1.06 -0.09 -0.23 0.8213828 0.9156359 -6.53 TRUE
257181_at hypothetical protein --- AT3G13190 -1.03 -0.05 -0.23 0.8213777 0.9156359 -6.53 FALSE
265286_at putative NADH-ubiquinone oxired--- AT2G20360 1.03 0.04 0.23 0.8214782 0.9156975 -6.53 FALSE
256102_at unknown protein --- AT1G13680 -1.02 -0.03 -0.23 0.8216853 0.9158389 -6.53 FALSE
252101_at rac-like GTP binding protein AracROP1 AT3G51300 1.03 0.04 0.23 0.8216744 0.9158389 -6.53 FALSE
245119_at unknown protein  ; supported by --- AT2G41640 1.13 0.18 0.23 0.8218844 0.9159583 -6.53 FALSE
256983_at  chaperonin 60 beta, putative ver --- AT3G13470 1.07 0.09 0.23 0.8218895 0.9159583 -6.53 FALSE
266216_at putative DOF zinc finger protein --- AT2G28810 -1.03 -0.04 -0.23 0.8220378 0.9159583 -6.53 FALSE
263814_at putative TNP2-like transposon pr --- --- -1.03 -0.04 -0.23 0.8220314 0.9159583 -6.53 FALSE
254855_s_a putative protein other predicted p--- AT4G12140 // 1.03 0.05 0.23 0.8220736 0.9159583 -6.53 FALSE
252729_at  putative protein replication prote --- --- 1.02 0.03 0.23 0.8220111 0.9159583 -6.53 FALSE
249657_at  sen1-like protein SEN1 - Saccha--- AT5G37140 -1.02 -0.03 -0.23 0.8220088 0.9159583 -6.53 FALSE
253985_at  caffeoyl-CoA O-methyltransferas--- AT4G26220 -1.03 -0.04 -0.23 0.8221601 0.9159911 -6.53 FALSE



258769_at putative alpha-hydroxynitrile lyas MES17 AT3G10870 1.05 0.07 0.23 0.8221833 0.9159911 -6.53 FALSE
253302_at Expressed protein ; supported by--- AT4G33660 1.04 0.05 0.23 0.8223049 0.9160237 -6.53 FALSE
252955_at multiubiquitin chain binding proteRPN10 AT4G38630 1.02 0.03 0.23 0.8223306 0.9160237 -6.53 FALSE
260810_s_a retroelement protein, putative sim--- --- -1.03 -0.04 -0.23 0.822333 0.9160237 -6.53 FALSE
260618_at  flower development protein cycloTCP3 AT1G53230 -1.03 -0.05 -0.23 0.8225311 0.9160757 -6.53 FALSE
257681_at hypothetical protein predicted by --- AT3G13370 1.02 0.03 0.23 0.8225172 0.9160757 -6.53 FALSE
246497_at putative protein hypothetical prot --- AT5G16220 -1.05 -0.07 -0.23 0.8225076 0.9160757 -6.53 FALSE
256124_at hypothetical protein predicted by ATPUP9 AT1G18220 -1.02 -0.03 -0.23 0.8225404 0.9160757 -6.53 FALSE
260630_at subtilisin-like serine protease conALE1 AT1G62340 1.04 0.05 0.23 0.8225887 0.9160847 -6.53 FALSE
261919_at  type 2 peroxiredoxin, putative simTPX1 AT1G65980 -1.03 -0.04 -0.23 0.8226831 0.9161005 -6.53 FALSE
253689_at hypothetical protein ;supported b --- AT4G29770 -1.03 -0.04 -0.23 0.8226514 0.9161005 -6.53 FALSE
256100_at unknown protein --- AT1G13750 1.08 0.12 0.23 0.8227614 0.9161429 -6.53 FALSE
250858_at  I-box binding factor - like protein --- AT5G04760 1.04 0.06 0.23 0.8229159 0.9162702 -6.53 FALSE
249220_at putative protein strong similarity t--- AT5G42420 1.03 0.04 0.23 0.8229868 0.9163044 -6.53 FALSE
259825_at  RNA and export factor binding p --- AT1G66260 -1.03 -0.05 -0.23 0.8232895 0.916552 -6.53 FALSE
253826_s_a E2, ubiquitin-conjugating enzym UBC9 AT4G27960 // -1.02 -0.03 -0.23 0.8232819 0.916552 -6.53 FALSE
245109_at hypothetical protein predicted by --- AT2G41520 1.03 0.04 0.23 0.8235949 0.9168472 -6.53 FALSE
248499_at putative protein contains similarit PAP27 AT5G50400 -1.02 -0.03 -0.23 0.8236389 0.9168514 -6.53 FALSE
246989_at unknown protein --- AT5G67350 1.07 0.10 0.23 0.8237004 0.9168751 -6.53 FALSE
263100_at hypothetical protein predicted by AtPOT1a AT2G05210 -1.04 -0.05 -0.23 0.8237684 0.9169061 -6.53 FALSE
255175_at putative glucosyltransferase  ;supATCSLC12 AT4G07960 -1.03 -0.04 -0.23 0.8238405 0.9169148 -6.53 FALSE
255090_at  putative protein disease resistan--- AT4G09360 -1.03 -0.04 -0.23 0.8238566 0.9169148 -6.53 FALSE
245059_at unknown protein  ;supported by f RHC2A AT2G39720 -1.02 -0.03 -0.23 0.8240087 0.9169947 -6.53 FALSE
254159_at  putative DNA-binding protein DNWRKY7 AT4G24240 -1.06 -0.08 -0.23 0.823976 0.9169947 -6.53 FALSE
247732_at  putative protein various predicte --- AT5G59600 1.02 0.03 0.23 0.824177 0.9170477 -6.53 FALSE
246664_at putative protein predicted protein --- --- -1.03 -0.04 -0.23 0.8241642 0.9170477 -6.53 FALSE
250802_at pectinesterase --- AT5G04970 1.03 0.04 0.23 0.8241555 0.9170477 -6.53 FALSE
255727_at hypothetical protein similar to unk--- AT1G25510 1.03 0.04 0.23 0.8243217 0.9170744 -6.53 FALSE
264004_at Expressed protein ; supported by--- AT2G22425 1.03 0.04 0.23 0.8242833 0.9170744 -6.53 FALSE
254887_at  putative protein various predicte --- AT4G11770 1.03 0.04 0.23 0.8242852 0.9170744 -6.53 FALSE
250176_at  putative protein cytochrome P45CYP724A1 AT5G14400 -1.04 -0.05 -0.23 0.8244558 0.9170786 -6.53 FALSE
263927_s_aputative cinnamyl-alcohol dehydrCAD2 AT2G21730 // -1.03 -0.05 -0.23 0.8243841 0.9170786 -6.53 FALSE
261128_at ubiquitin-specific protease 2 (UB UBP2 AT1G04860 -1.03 -0.04 -0.23 0.824479 0.9170786 -6.53 FALSE
247911_at putative protein contains similarit XRCC3 AT5G57450 1.03 0.04 0.23 0.8244863 0.9170786 -6.53 FALSE
252333_at  putative protein N-terminus: seve--- AT3G48830 1.02 0.03 0.23 0.8245843 0.917143 -6.53 FALSE



264291_at hypothetical protein contains sim --- AT1G78800 -1.03 -0.04 -0.23 0.8249484 0.9175032 -6.53 FALSE
260116_at  AIG1 identical to AIG1 (exhibits AIG1 AT1G33960 -1.02 -0.03 -0.23 0.8250909 0.9176169 -6.53 FALSE
265433_at unknown protein --- AT2G20950 -1.04 -0.05 -0.23 0.825219 0.9176321 -6.53 TRUE
259988_at  Athila ORF 1, putative simlar to G--- --- -1.02 -0.03 -0.23 0.8252252 0.9176321 -6.53 FALSE
244907_at hypothetical protein --- --- 1.02 0.03 0.23 0.8251951 0.9176321 -6.53 FALSE
263752_at putative retroelement pol polypro --- --- 1.03 0.05 0.23 0.825477 0.9178225 -6.53 FALSE
248904_at Expressed protein ; supported by--- AT5G46295 1.03 0.04 0.23 0.8254663 0.9178225 -6.53 FALSE
252007_at  hypothetical protein MobA, Pseu--- AT3G52830 -1.03 -0.05 -0.23 0.8255723 0.9178839 -6.53 FALSE
257930_at hypothetical protein --- AT3G17010 -1.04 -0.05 -0.23 0.825632 0.9179054 -6.53 FALSE
256558_at hypothetical protein predicted by --- --- 1.02 0.03 0.23 0.8257588 0.9180017 -6.53 FALSE
259132_at putative auxin-independent grow --- AT3G02250 -1.04 -0.06 -0.23 0.8259117 0.9181269 -6.53 TRUE
257952_at putative peroxidase almost identi --- AT3G21770 1.04 0.06 0.23 0.8260151 0.9181523 -6.53 FALSE
254569_s_ahypothetical protein --- --- 1.02 0.03 0.23 0.8259875 0.9181523 -6.53 FALSE
256317_at hypothetical protein predicted by --- AT1G35900 1.04 0.06 0.23 0.8261269 0.9182014 -6.53 FALSE
246634_at  epsilon-adaptin, putative similar --- AT1G31730 1.02 0.03 0.23 0.8261397 0.9182014 -6.53 FALSE
261383_at hypothetical protein predicted by --- AT1G05380 1.03 0.04 0.23 0.8262344 0.9182172 -6.53 FALSE
263492_at putative seed maturation protein --- AT2G42560 -1.03 -0.04 -0.23 0.8262223 0.9182172 -6.53 FALSE
264451_s_aputative lectin receptor kinase ve --- --- 1.03 0.04 0.23 0.8263487 0.9182772 -6.53 FALSE
258370_at Expressed protein ; supported by--- AT3G14395 1.03 0.04 0.23 0.826369 0.9182772 -6.53 FALSE
245693_at thioredoxin - like protein WCRKC2 AT5G04260 1.03 0.04 0.23 0.8265348 0.9184167 -6.53 FALSE
255357_at putative pectinesterase --- AT4G03930 -1.02 -0.03 -0.23 0.8270162 0.9188174 -6.53 FALSE
256685_at hypothetical protein predicted by --- AT3G32100 1.03 0.04 0.23 0.8269947 0.9188174 -6.53 FALSE
265756_at putative bZIP transcription factor --- AT2G13150 -1.02 -0.03 -0.23 0.8269961 0.9188174 -6.53 FALSE
253766_at putative protein  ;supported by fu --- AT4G28770 1.03 0.04 0.23 0.8271833 0.9189582 -6.53 FALSE
253533_at  putative protein cellulose syntha ATCSLC5 AT4G31590 -1.09 -0.12 -0.23 0.827229 0.9189643 -6.53 FALSE
249408_at myb-related protein MYB23 AT5G40330 -1.03 -0.04 -0.23 0.8272826 0.918979 -6.53 FALSE
254194_at auxin response factor 9 (ARF9)  ARF9 AT4G23980 -1.04 -0.06 -0.23 0.8274847 0.9191588 -6.53 FALSE
262889_at hypothetical protein --- AT1G14800 1.04 0.05 0.23 0.8275268 0.9191608 -6.53 FALSE
257641_s_ahypothetical protein AOC1 AT3G25760 // -1.05 -0.07 -0.23 0.8276131 0.9191905 -6.53 FALSE
260657_at  wall-associated kinase 2, putativ--- AT1G19390 1.03 0.04 0.23 0.8276342 0.9191905 -6.53 FALSE
255368_at hypothetical protein --- --- -1.02 -0.03 -0.23 0.8281224 0.919688 -6.53 FALSE
250400_at  protein phosphatase 2C -like pro--- AT5G10740 -1.04 -0.06 -0.23 0.8284539 0.9198561 -6.53 FALSE
254339_at  glucosidase like protein furostanBGLU3 AT4G22100 1.02 0.03 0.23 0.8284071 0.9198561 -6.53 FALSE
248716_at unknown protein  ;supported by f --- AT5G48210 1.03 0.05 0.23 0.8283979 0.9198561 -6.53 FALSE
265839_at putative serpin --- AT2G14540 1.03 0.04 0.23 0.8285373 0.9198561 -6.53 FALSE



265549_at hypothetical protein predicted by --- --- 1.03 0.04 0.23 0.8285451 0.9198561 -6.53 FALSE
263147_at  polyubiquitin, putative similar to --- AT1G53980 -1.02 -0.03 -0.23 0.8285561 0.9198561 -6.53 FALSE
254017_at putative transcription factor --- AT4G26170 1.02 0.03 0.23 0.8285346 0.9198561 -6.53 FALSE
259306_at unknown protein  ;supported by f PNC1 AT3G05290 1.02 0.04 0.23 0.8286111 0.9198725 -6.53 FALSE
261716_at  kinesin-related protein, putative --- AT1G18410 1.02 0.03 0.22 0.8287659 0.9199996 -6.53 FALSE
251197_at  glutaredoxin -like protein glutare --- AT3G62960 -1.05 -0.08 -0.22 0.8288308 0.9200268 -6.53 FALSE
255869_at unknown protein --- AT2G30270 1.03 0.04 0.22 0.8289349 0.9200976 -6.53 FALSE
256971_at unknown protein contains Pfam p--- AT3G21100 -1.04 -0.05 -0.22 0.8290964 0.9201464 -6.53 FALSE
247707_at  scarecrow-like 11 - like scarecro --- AT5G59450 1.11 0.16 0.22 0.8290644 0.9201464 -6.53 FALSE
261637_at  DNA-binding protein PcMYB1, pTRB1 AT1G49950 1.03 0.05 0.22 0.8290999 0.9201464 -6.53 FALSE
247129_at alpha-mannosidase --- AT5G66150 1.04 0.06 0.22 0.8291963 0.9202086 -6.53 FALSE
253441_at  putative protein Fidipidine, Droso--- AT4G32560 -1.03 -0.04 -0.22 0.8292534 0.9202272 -6.53 FALSE
262917_at hypothetical protein contains sim --- AT1G64800 -1.03 -0.04 -0.22 0.8294579 0.9202381 -6.53 FALSE
264935_at hypothetical protein predicted by --- AT1G61150 -1.04 -0.06 -0.22 0.829465 0.9202381 -6.53 FALSE
265018_s_ahypothetical protein predicted by --- AT2G13770 -1.02 -0.03 -0.22 0.8294516 0.9202381 -6.53 FALSE
259100_at DNA-damage-repair/toleration pr DRT102 AT3G04880 -1.03 -0.04 -0.22 0.8294586 0.9202381 -6.53 FALSE
257282_at  TNP2-like transposon protein, pu--- --- -1.03 -0.04 -0.22 0.8293948 0.9202381 -6.53 FALSE
246170_at  putative protein various predicte --- AT5G32450 -1.03 -0.04 -0.22 0.8295928 0.9202904 -6.53 FALSE
244952_at hypothetical protein --- --- 1.03 0.04 0.22 0.8295581 0.9202904 -6.53 FALSE
248428_at protein phosphatase-2C; PP2C-liAHG1 AT5G51760 1.02 0.03 0.22 0.8297068 0.9203721 -6.53 FALSE
251649_at  Ca2+-transporting ATPase-like pACA11 AT3G57330 1.04 0.06 0.22 0.829767 0.9203828 -6.53 FALSE
258869_at hypothetical protein similar to xyl AtVGT1 AT3G03090 -1.03 -0.04 -0.22 0.8298373 0.9203828 -6.53 FALSE
248325_at unknown protein --- AT5G52800 -1.02 -0.03 -0.22 0.8298375 0.9203828 -6.53 FALSE
260122_at  AIG1-like protein similar to AIG1--- AT1G33900 1.03 0.04 0.22 0.8299973 0.9205153 -6.53 FALSE
264409_s_ahypothetical protein similar to hyp--- --- -1.03 -0.05 -0.22 0.830086 0.9205689 -6.53 FALSE
265823_at hypothetical protein predicted by --- AT2G35760 -1.03 -0.04 -0.22 0.8304252 0.9207632 -6.53 TRUE
258648_at putative auxin-independent grow --- AT3G07900 -1.04 -0.06 -0.22 0.8303416 0.9207632 -6.53 FALSE
262320_at hypothetical protein predicted by --- AT1G27550 -1.02 -0.04 -0.22 0.8303589 0.9207632 -6.53 FALSE
254589_at hypothetical protein --- AT4G18850 1.03 0.04 0.22 0.8304343 0.9207632 -6.53 FALSE
264877_at putative obtusifoliol 14-alpha demCYP51G2 AT2G17330 1.02 0.03 0.22 0.830463 0.9207632 -6.53 FALSE
265411_at unknown protein --- AT2G16630 1.09 0.13 0.22 0.8305361 0.9207995 -6.53 TRUE
248328_at putative protein contains similarit --- AT5G52660 1.02 0.03 0.22 0.8306239 0.920852 -6.53 FALSE
264431_at  RNA polymerase II subunit (hsR--- AT1G61700 -1.03 -0.04 -0.22 0.8307248 0.9209191 -6.53 FALSE
251463_at hypothetical protein --- AT3G59800 1.03 0.04 0.22 0.8308169 0.9209419 -6.53 FALSE
261829_at  P-glycoprotein, putative similar t PGP10 AT1G10680 1.03 0.04 0.22 0.830826 0.9209419 -6.53 FALSE



248375_at potassium/proton antiporter-like pKEA5 AT5G51710 -1.02 -0.03 -0.22 0.8309905 0.9210347 -6.53 FALSE
254465_at  tapetum-specific A3 like protein A--- AT4G20420 -1.03 -0.04 -0.22 0.8309573 0.9210347 -6.53 FALSE
264109_at unknown protein --- AT2G13720 -1.02 -0.03 -0.22 0.8311582 0.9211758 -6.53 FALSE
257067_at unknown protein contains Pfam pCYP77A5P AT3G18270 -1.03 -0.04 -0.22 0.8312425 0.9212244 -6.53 FALSE
262032_at  biotin holocarboxylase synthetasHCS2 AT1G37150 1.02 0.03 0.22 0.8313619 0.921312 -6.53 FALSE
260871_at hypothetical protein predicted by --- AT1G29040 -1.02 -0.03 -0.22 0.8315009 0.9214213 -6.53 FALSE
252440_at  aquaporin-like protein aquaporinTIP5;1 AT3G47440 1.02 0.03 0.22 0.8317613 0.9215285 -6.53 FALSE
248229_at caffeic acid 3-O-methyltransferas--- AT5G53810 1.03 0.04 0.22 0.8318401 0.9215285 -6.53 FALSE
246448_at  putative protein putative N-acetly--- AT5G16800 1.03 0.04 0.22 0.831771 0.9215285 -6.53 FALSE
253517_at  predicted protein hypothetical pr --- AT4G31390 -1.03 -0.05 -0.22 0.8317234 0.9215285 -6.53 FALSE
266678_at hypothetical protein predicted by --- AT2G25870 -1.02 -0.03 -0.22 0.8317833 0.9215285 -6.53 FALSE
248873_at disease resistance protein-like --- AT5G46450 1.08 0.11 0.22 0.831829 0.9215285 -6.53 FALSE
245302_at Expressed protein ; supported byKAN3 AT4G17695 1.04 0.06 0.22 0.8322539 0.9218655 -6.53 FALSE
258387_at hypothetical protein predicted by --- AT3G15550 -1.03 -0.04 -0.22 0.8322655 0.9218655 -6.53 FALSE
265669_at unknown protein  ;supported by f --- AT2G32040 -1.04 -0.06 -0.22 0.8322406 0.9218655 -6.53 FALSE
256039_at hypothetical protein contains sim --- AT1G19190 -1.03 -0.04 -0.22 0.8323167 0.9218774 -6.53 FALSE
254822_at  polyubiquitin-like protein polyubi UPL5 AT4G12570 1.02 0.03 0.22 0.8324823 0.921971 -6.53 FALSE
258718_at unknown protein  ; supported by --- AT3G09760 -1.03 -0.04 -0.22 0.832536 0.921971 -6.53 FALSE
249664_at  putative protein histone stem-loo--- AT5G36722 // -1.02 -0.03 -0.22 0.8326487 0.921971 -6.53 FALSE
254544_at  putative chitinase chitinase (EC --- AT4G19820 1.03 0.04 0.22 0.832588 0.921971 -6.53 FALSE
247547_at putative protein --- AT5G61360 1.04 0.06 0.22 0.8326841 0.921971 -6.53 FALSE
266602_at hypothetical protein predicted by --- AT2G46050 1.02 0.03 0.22 0.8324794 0.921971 -6.53 FALSE
250594_at putative protein contains similarit --- AT5G07760 1.03 0.04 0.22 0.8326641 0.921971 -6.53 FALSE
248067_at unknown protein --- AT5G55600 1.03 0.04 0.22 0.8329221 0.9221522 -6.53 FALSE
256389_at hypothetical protein predicted by --- AT3G06220 -1.03 -0.04 -0.22 0.8329286 0.9221522 -6.53 FALSE
252141_at putative protein --- AT3G51100 1.02 0.03 0.22 0.833057 0.9221693 -6.53 FALSE
252306_at hypothetical protein --- AT3G49270 1.02 0.03 0.22 0.8330627 0.9221693 -6.53 FALSE
263388_at En/Spm-like transposon protein r --- --- 1.03 0.04 0.22 0.8330654 0.9221693 -6.53 FALSE
249715_at putative protein similar to unknow--- AT5G35760 1.03 0.04 0.22 0.8331356 0.9222023 -6.53 FALSE
250042_at  putative protein non-consensus --- AT5G18420 1.02 0.04 0.22 0.8331769 0.9222033 -6.53 FALSE
259522_at hypothetical protein --- AT1G12490 -1.02 -0.03 -0.22 0.8333764 0.9223794 -6.53 FALSE
257464_at hypothetical protein predicted by --- AT1G20940 1.02 0.03 0.22 0.8334255 0.922389 -6.53 FALSE
258420_at  putative RNA polymerase simila --- AT3G16680 1.02 0.03 0.22 0.8334831 0.9224079 -6.53 FALSE
249070_at cellulose synthase catalytic subu CESA4 AT5G44030 1.03 0.04 0.22 0.8337066 0.9226105 -6.53 FALSE
257912_at formin-like protein AHF1 identica AFH1 AT3G25500 -1.06 -0.08 -0.22 0.8338135 0.9226841 -6.53 TRUE



256761_at hypothetical protein predicted by --- AT3G25670 -1.03 -0.05 -0.22 0.8339681 0.9228103 -6.53 FALSE
251188_at  putative protein DESSICATION- --- AT3G62730 -1.03 -0.04 -0.22 0.8341648 0.9229833 -6.53 FALSE
254930_at  putative protein hypothetical pro --- AT4G11450 1.05 0.07 0.22 0.8342894 0.9230463 -6.53 FALSE
263012_at  homeotic protein, putative similaKNAT6 AT1G23380 -1.02 -0.03 -0.22 0.8343372 0.9230463 -6.53 FALSE
256355_at hypothetical protein predicted by --- AT1G55040 -1.03 -0.04 -0.22 0.8343432 0.9230463 -6.53 FALSE
252859_at  putative protein AP2 domain con--- AT4G39780 -1.04 -0.06 -0.22 0.8348511 0.9231605 -6.53 TRUE
262578_at hypothetical protein Similar to gi|2--- --- 1.03 0.04 0.22 0.8347248 0.9231605 -6.53 FALSE
246537_at  putative protein protochlorophyll --- AT5G15940 1.03 0.04 0.22 0.8347513 0.9231605 -6.53 FALSE
248257_at putative protein similar to unknow--- AT5G53410 -1.03 -0.05 -0.22 0.834655 0.9231605 -6.53 FALSE
250692_at putative protein strong similarity t--- AT5G06560 -1.03 -0.04 -0.22 0.8347884 0.9231605 -6.53 FALSE
263208_at  zinc finger protein 5, ZFP5 possiZFP5 AT1G10480 1.03 0.04 0.22 0.8347635 0.9231605 -6.53 FALSE
264812_at putative thaumatin-like pathogen --- AT2G17860 1.02 0.03 0.22 0.8348049 0.9231605 -6.53 FALSE
246626_at hypothetical protein contains sim --- AT1G48870 -1.04 -0.05 -0.22 0.8348041 0.9231605 -6.53 FALSE
262080_at unknown protein ; supported by cCW14 AT1G59650 1.03 0.05 0.22 0.8346285 0.9231605 -6.53 FALSE
247411_at putative protein contains similarit --- AT5G63000 -1.03 -0.04 -0.22 0.8348311 0.9231605 -6.53 FALSE
250337_at  putative protein SF21 protein, He--- AT5G11790 1.08 0.11 0.22 0.8353187 0.9232727 -6.53 FALSE
260372_at unknown protein contains a regio--- AT1G73980 1.02 0.03 0.22 0.8352563 0.9232727 -6.53 FALSE
245084_at putative MYB family transcriptionAtMYB70 AT2G23290 1.04 0.06 0.22 0.8352319 0.9232727 -6.53 TRUE
247642_at putative protein various predicted--- AT5G60590 -1.02 -0.03 -0.22 0.8353574 0.9232727 -6.53 FALSE
245040_at hypothetical protein predicted by --- AT2G26520 1.03 0.04 0.22 0.8352783 0.9232727 -6.53 FALSE
257817_at  putative RNA-binding protein con--- AT3G25150 1.02 0.03 0.22 0.8351244 0.9232727 -6.53 FALSE
262499_at unknown protein EST gb|T41993--- AT1G21770 1.03 0.05 0.22 0.8351572 0.9232727 -6.53 FALSE
260855_at  phosphatidylinositol-4-phosphate--- AT1G21920 -1.04 -0.05 -0.22 0.8351946 0.9232727 -6.53 FALSE
258589_at putative GDSL-motif lipase/acylh LTL1 AT3G04290 -1.03 -0.04 -0.22 0.8351498 0.9232727 -6.53 FALSE
248803_at selenium-binding protein-like --- AT5G47460 -1.03 -0.04 -0.22 0.8352613 0.9232727 -6.53 FALSE
258401_at unknown protein  ; supported by --- AT3G15430 -1.03 -0.04 -0.22 0.8354638 0.9233455 -6.53 FALSE
248826_at casein kinase II beta chain ; suppCKB1 AT5G47080 -1.03 -0.04 -0.22 0.8356897 0.9235057 -6.53 FALSE
250450_at putative transcription factor MYB ATMYB92 AT5G10280 -1.02 -0.03 -0.22 0.8356696 0.9235057 -6.53 FALSE
255402_at Expressed protein hemf2 AT4G03205 -1.05 -0.07 -0.22 0.8358837 0.923661 -6.53 FALSE
263508_s_ahypothetical protein --- --- 1.03 0.05 0.22 0.8359418 0.923661 -6.53 FALSE
247827_at  putative protein various predicte LSH5 AT5G58500 1.03 0.04 0.22 0.8359517 0.923661 -6.53 FALSE
265845_at unknown protein --- AT2G35610 -1.02 -0.03 -0.21 0.8361606 0.9238297 -6.53 FALSE
255325_at putative membrane trafficking facPUX4 AT4G04210 1.02 0.03 0.21 0.8362632 0.9238297 -6.53 FALSE
261233_at hypothetical protein similar to hyp--- AT1G32810 1.03 0.04 0.21 0.8362664 0.9238297 -6.53 FALSE
246495_at  putative protein hypothetical pro --- AT5G16200 -1.09 -0.12 -0.21 0.8362323 0.9238297 -6.53 FALSE



245337_at Expressed protein ; supported by--- AT4G16566 1.02 0.03 0.21 0.8364244 0.92387 -6.53 FALSE
250091_at unknown protein --- AT5G17340 1.02 0.03 0.21 0.8363876 0.92387 -6.53 FALSE
264278_at  myrosinase binding protein, puta--- AT1G60130 -1.02 -0.03 -0.21 0.8363869 0.92387 -6.53 FALSE
249146_at putative protein contains similarit --- AT5G43310 1.02 0.03 0.21 0.8365823 0.9239102 -6.53 FALSE
251168_at putative protein several hypothet --- AT3G63370 1.03 0.04 0.21 0.8365385 0.9239102 -6.53 FALSE
250606_s_a pectin methyl-esterase-like protePPME1 AT1G69940 // -1.02 -0.03 -0.21 0.8365774 0.9239102 -6.53 FALSE
252945_at putative protein  ;supported by fu --- AT4G39140 -1.03 -0.04 -0.21 0.8371183 0.9241333 -6.53 TRUE
261597_at hypothetical protein predicted by PUB26 AT1G49780 -1.09 -0.13 -0.21 0.837026 0.9241333 -6.53 FALSE
258428_at unknown protein --- AT3G16610 -1.02 -0.04 -0.21 0.8368505 0.9241333 -6.53 FALSE
257326_s_ahypothetical protein --- --- 1.03 0.04 0.21 0.8371894 0.9241333 -6.53 FALSE
246466_at  sugar transporter - like protein D--- AT5G17010 1.04 0.05 0.21 0.8370961 0.9241333 -6.53 FALSE
259634_at hypothetical protein --- AT1G56380 1.02 0.03 0.21 0.8371891 0.9241333 -6.53 FALSE
264088_at unknown protein emb1381 AT2G31340 1.03 0.04 0.21 0.8371889 0.9241333 -6.53 FALSE
257481_at hypothetical protein identical to hALMT1 AT1G08430 -1.02 -0.03 -0.21 0.8369705 0.9241333 -6.53 FALSE
263436_at hypothetical protein --- AT2G28690 1.03 0.04 0.21 0.8369481 0.9241333 -6.53 FALSE
267404_at hypothetical protein predicted by atnudt22 AT2G33980 -1.02 -0.04 -0.21 0.8369427 0.9241333 -6.53 FALSE
260707_s_aExpressed protein ; supported by--- AT1G32410 1.03 0.04 0.21 0.8375114 0.92444 -6.53 FALSE
246802_at kinesin-like heavy chain non-con ATK4 AT5G27000 1.03 0.04 0.21 0.8375483 0.92444 -6.53 FALSE
261926_at unknown protein PATL2 AT1G22530 -1.03 -0.04 -0.21 0.8376367 0.9244481 -6.53 TRUE
253449_at  putative protein hypothetical pro --- AT4G32700 1.02 0.03 0.21 0.8376325 0.9244481 -6.53 FALSE
256393_at hypothetical protein --- AT3G06280 1.02 0.03 0.21 0.8376994 0.9244726 -6.53 FALSE
249850_at putative protein similar to unknow--- AT5G23240 1.02 0.03 0.21 0.8379422 0.924651 -6.53 TRUE
250405_at  ubiquitin-specific protease 22 (UUBP22 AT5G10790 -1.04 -0.05 -0.21 0.8379305 0.924651 -6.53 FALSE
246931_at  putative protein apoptosis-relate --- AT5G25170 1.08 0.11 0.21 0.8380827 0.9247613 -6.53 FALSE
254722_at  putative protein predicted protein--- AT4G13530 -1.05 -0.06 -0.21 0.8382504 0.9249017 -6.53 FALSE
254770_at  extensin-like protein extensin-lik --- AT4G13340 1.06 0.09 0.21 0.8383441 0.9249156 -6.53 TRUE
249550_at  protein kinase - like protein wall- --- AT5G38210 1.05 0.07 0.21 0.838315 0.9249156 -6.53 TRUE
266845_at unknown protein --- AT2G26110 1.04 0.06 0.21 0.8384989 0.9249521 -6.53 TRUE
263301_x_ahypothetical protein predicted by --- --- -1.02 -0.03 -0.21 0.8384936 0.9249521 -6.53 FALSE
249488_at  putative protein putative transpo --- --- -1.02 -0.03 -0.21 0.8384325 0.9249521 -6.53 FALSE
247653_at  transcriptional coactivator - like p--- AT5G59950 -1.02 -0.03 -0.21 0.8386093 0.9250291 -6.53 FALSE
256738_at  geranylgeranyl pyrophosphate s --- AT3G29430 -1.03 -0.04 -0.21 0.8386776 0.9250598 -6.53 FALSE
245787_at unknown protein --- AT1G32130 -1.03 -0.04 -0.21 0.8387418 0.9250858 -6.53 FALSE
256454_at  NADPH oxidoreductase, putative--- AT1G75280 -1.07 -0.09 -0.21 0.838826 0.925134 -6.53 FALSE
267059_at putative carboxymethylenebuteno--- AT2G32520 1.02 0.03 0.21 0.8389773 0.9252561 -6.53 FALSE



253554_at  putative protein predicted protein--- AT4G30940 1.04 0.05 0.21 0.8392339 0.9254944 -6.53 FALSE
249369_at  putative protein Kelch motif cont --- AT5G40680 1.02 0.03 0.21 0.8393384 0.9255649 -6.53 FALSE
253198_at putative protein various predicted--- AT4G35360 1.02 0.03 0.21 0.8395704 0.9257759 -6.53 FALSE
260252_at putative mitochondrial carrier pro --- AT1G74240 -1.03 -0.05 -0.21 0.8396787 0.9258506 -6.53 FALSE
266611_at putative auxin-regulated protein GH3.1 AT2G14960 1.02 0.03 0.21 0.8397421 0.9258758 -6.53 FALSE
257269_at unknown protein contains Pfam pNPSN13 AT3G17440 1.04 0.05 0.21 0.8399471 0.9259303 -6.53 FALSE
257340_at  pseudogene, retroelement pol po--- --- -1.03 -0.04 -0.21 0.8398673 0.9259303 -6.53 FALSE
250103_at transcription factor (gb|AAD5309 MYB43 AT5G16600 -1.02 -0.03 -0.21 0.839954 0.9259303 -6.53 FALSE
264720_at hypothetical protein similar to vet --- AT1G70080 1.03 0.04 0.21 0.8399084 0.9259303 -6.53 FALSE
267209_at unknown protein  ;supported by f --- AT2G30930 -1.03 -0.04 -0.21 0.8400929 0.9260121 -6.53 TRUE
261705_at hypothetical protein predicted by --- AT1G32670 1.02 0.03 0.21 0.8401093 0.9260121 -6.53 FALSE
245229_at putative protein contains EST gb --- AT4G25620 -1.04 -0.06 -0.21 0.840281 0.9261492 -6.53 FALSE
248305_at putative protein similar to unknowATUSP AT5G52560 -1.03 -0.04 -0.21 0.8403957 0.9261492 -6.53 FALSE
258352_at putative auxin-induced protein simIAA31 AT3G17600 1.03 0.04 0.21 0.8403604 0.9261492 -6.53 FALSE
260751_at unknown protein SCD1 AT1G49040 1.04 0.05 0.21 0.8403961 0.9261492 -6.53 FALSE
248233_at  F-box protein family, AtFBL13 co--- AT5G53840 -1.02 -0.03 -0.21 0.8405853 0.9263129 -6.53 FALSE
245098_at ethylene response sensor (ERS) ERS1 AT2G40940 -1.05 -0.08 -0.21 0.8407391 0.9264376 -6.53 FALSE
258376_at hypothetical protein similar to GB--- AT3G17680 1.02 0.03 0.21 0.8408605 0.9264819 -6.53 FALSE
260072_at unknown protein supported by cD--- AT1G73650 1.03 0.04 0.21 0.8408242 0.9264819 -6.53 FALSE
251304_at putative protein several O-methy --- AT3G61990 1.08 0.12 0.21 0.8409951 0.9265855 -6.53 TRUE
266212_at putative retroelement pol polypro --- --- 1.03 0.04 0.21 0.8412432 0.9266851 -6.53 FALSE
262773_at putative nuclear matrix constituenLINC2 AT1G13220 -1.03 -0.04 -0.21 0.8411452 0.9266851 -6.53 FALSE
247262_at putative protein contains similarit AtFAAH AT5G64440 -1.02 -0.04 -0.21 0.8411866 0.9266851 -6.53 FALSE
263966_s_aputative TNP2-like transposon pr --- --- -1.02 -0.03 -0.21 0.8412481 0.9266851 -6.53 FALSE
263096_at class 1 non-symbiotic hemoglobi AHB1 AT2G16060 1.06 0.09 0.21 0.8413561 0.9267594 -6.53 FALSE
249723_at putative protein similar to unknow--- AT5G35430 1.02 0.03 0.21 0.8413971 0.9267598 -6.53 FALSE
256019_at  cytochrome P-450, putative simi --- AT1G58260 // 1.02 0.03 0.21 0.8415548 0.9267687 -6.53 FALSE
251909_at  putative protein initiator-binding TRFL4 AT3G53790 1.03 0.04 0.21 0.8415677 0.9267687 -6.53 FALSE
250059_at peroxidase ATP13a  ; supported --- AT5G17820 1.02 0.03 0.21 0.841553 0.9267687 -6.53 FALSE
251709_at  response regulator-like protein reARR17 AT3G56380 -1.02 -0.03 -0.21 0.8414466 0.9267687 -6.53 FALSE
258144_at hypothetical protein --- AT3G18180 1.02 0.03 0.21 0.84166 0.9268256 -6.53 FALSE
248642_at putative protein similar to unknow--- AT5G49120 -1.02 -0.03 -0.21 0.8417107 0.9268366 -6.53 FALSE
247114_at unknown protein  ; supported by --- AT5G65910 1.03 0.04 0.21 0.8418445 0.9268652 -6.53 FALSE
253314_at hypothetical protein --- AT4G33890 -1.02 -0.03 -0.21 0.8418179 0.9268652 -6.53 FALSE
245070_at metallothionein-like protein identi --- AT2G23240 1.03 0.04 0.21 0.8418585 0.9268652 -6.53 FALSE



263923_at Expressed protein ; supported by--- AT2G36485 1.03 0.05 0.21 0.8419378 0.9269077 -6.53 FALSE
257565_at hypothetical protein predicted by --- AT3G28620 1.02 0.03 0.21 0.8419986 0.9269299 -6.53 FALSE
245550_at cytochrome P450 like protein CYP705A1 AT4G15330 -1.02 -0.03 -0.21 0.8422678 0.9271816 -6.53 FALSE
267159_at putative SCARECROW gene reg--- AT2G37650 1.02 0.03 0.21 0.8429026 0.9272079 -6.53 FALSE
264821_at hypothetical protein predicted by --- AT1G03470 -1.04 -0.06 -0.21 0.8430182 0.9272079 -6.53 FALSE
265544_at putative cyclic nucleotide and  caATCNGC15AT2G28260 -1.03 -0.05 -0.21 0.8425952 0.9272079 -6.53 FALSE
253270_at cyclin delta-3 CYCD3;1 AT4G34160 -1.04 -0.05 -0.21 0.8429179 0.9272079 -6.53 FALSE
250143_at  ADP-ribosylation factor - like proATARFA1BAT5G14670 -1.02 -0.03 -0.21 0.8425295 0.9272079 -6.53 FALSE
264302_at  ATPase 70 kDa subunit, putativeVHA-A AT1G78900 1.03 0.04 0.21 0.8428968 0.9272079 -6.53 FALSE
251767_at  putative protein U4/U6 small nuc--- AT3G55930 1.02 0.03 0.21 0.8425014 0.9272079 -6.53 FALSE
253848_at  putative protein regulator protein--- AT4G28020 -1.03 -0.05 -0.21 0.8426946 0.9272079 -6.53 FALSE
256054_at unknown protein --- AT1G07120 -1.02 -0.03 -0.21 0.842821 0.9272079 -6.53 FALSE
250417_at  putative protein predicted protein--- AT5G11230 1.03 0.04 0.21 0.8424857 0.9272079 -6.53 FALSE
264473_at hypothetical protein predicted by --- AT1G67180 1.05 0.06 0.21 0.8428377 0.9272079 -6.53 FALSE
256727_at hypothetical protein --- AT3G52240 1.03 0.04 0.21 0.8426865 0.9272079 -6.53 FALSE
248182_at putative protein contains similarit --- AT5G54030 1.02 0.03 0.21 0.84283 0.9272079 -6.53 FALSE
264287_at hypothetical protein similar to hyp--- AT1G61930 1.03 0.04 0.21 0.8427509 0.9272079 -6.53 FALSE
255164_at hypothetical protein --- --- 1.02 0.03 0.21 0.8430234 0.9272079 -6.53 FALSE
250411_at putative protein --- AT5G11120 -1.02 -0.03 -0.21 0.8425064 0.9272079 -6.53 FALSE
265749_at putative retroelement pol polypro --- --- 1.02 0.04 0.21 0.8429924 0.9272079 -6.53 FALSE
266339_s_ahypothetical protein predicted by --- AT2G01360 // 1.03 0.04 0.21 0.842771 0.9272079 -6.53 FALSE
252547_at  putative protein many predicted --- AT3G45840 1.03 0.04 0.21 0.8430901 0.9272365 -6.53 FALSE
265807_at unknown protein --- AT2G17990 -1.02 -0.04 -0.21 0.8432789 0.9273994 -6.53 FALSE
251300_at hypothetical protein  ;supported b--- AT3G61980 -1.03 -0.05 -0.21 0.843375 0.9274604 -6.53 FALSE
246570_at  putative protein nonmuscle myos--- AT5G14990 1.02 0.03 0.21 0.8434477 0.9274956 -6.53 FALSE
265414_at nodulin-like protein --- AT2G16660 1.06 0.09 0.21 0.8435287 0.9275399 -6.53 TRUE
249517_at putative protein similar to unknow--- AT5G38580 1.02 0.03 0.20 0.8436457 0.9276239 -6.53 FALSE
260572_at putative molybdopterin synthase --- AT2G43760 -1.02 -0.03 -0.20 0.8438676 0.9278232 -6.53 FALSE
251631_at putative protein several hypothet --- AT3G57430 -1.03 -0.04 -0.20 0.8439955 0.9278265 -6.53 FALSE
262739_at  lipase, putative contains Pfam pr--- AT1G28650 1.04 0.06 0.20 0.844074 0.9278265 -6.53 FALSE
264711_at hypothetical protein predicted by --- AT1G09800 -1.02 -0.03 -0.20 0.843968 0.9278265 -6.53 FALSE
263988_at floral homeodomain transcription SHP2 AT2G42830 -1.02 -0.03 -0.20 0.8439642 0.9278265 -6.53 FALSE
257470_at hypothetical protein predicted by --- AT1G53770 -1.03 -0.04 -0.20 0.8440607 0.9278265 -6.53 FALSE
247186_at putative protein contains similarit --- AT5G65470 -1.04 -0.06 -0.20 0.844132 0.9278456 -6.53 TRUE
260549_at Expressed protein ; supported by--- AT2G43535 -1.07 -0.10 -0.20 0.844346 0.928036 -6.53 FALSE



262167_at  putative RING zinc finger protein--- AT1G74990 -1.03 -0.04 -0.20 0.8446177 0.9282899 -6.53 FALSE
248588_at unknown protein  ; supported by --- AT5G49540 1.02 0.03 0.20 0.8447484 0.9283888 -6.53 FALSE
254979_at subtilisin-like serine protease con--- AT4G10550 -1.02 -0.03 -0.20 0.8449876 0.9284284 -6.53 FALSE
248755_at putative protein strong similarity t--- AT5G47690 1.03 0.05 0.20 0.845048 0.9284284 -6.53 FALSE
249270_at putative protein similar to unknow--- AT5G41780 1.02 0.03 0.20 0.8450692 0.9284284 -6.53 FALSE
263818_at putative retroelement pol polypro --- --- -1.02 -0.02 -0.20 0.8449936 0.9284284 -6.53 FALSE
251128_at  putative protein crp1 protein, Zea--- AT5G01110 -1.02 -0.03 -0.20 0.8449066 0.9284284 -6.53 FALSE
261157_at  peroxidase ATP13a, putative sim--- AT1G34510 -1.02 -0.03 -0.20 0.845007 0.9284284 -6.53 FALSE
265009_at  putative protein kinase similar to --- AT1G24650 1.02 0.03 0.20 0.8449862 0.9284284 -6.53 FALSE
245555_at HSR201 like protein --- AT4G15390 -1.02 -0.03 -0.20 0.8452094 0.9285376 -6.53 FALSE
263019_at  trehalose 6-phosphate synthase ATTPS9 AT1G23870 1.07 0.10 0.20 0.8453209 0.928597 -6.53 FALSE
265631_at putative helicase --- --- 1.02 0.03 0.20 0.8453449 0.928597 -6.53 FALSE
257296_at hypothetical protein predicted by --- AT3G28020 1.02 0.03 0.20 0.845585 0.9288161 -6.53 FALSE
265412_at putative chloroplast outer membrTOC132 AT2G16640 1.02 0.03 0.20 0.8456697 0.9288643 -6.53 FALSE
245676_at  nodule-specific protein, putative --- AT1G56670 -1.02 -0.03 -0.20 0.8457251 0.9288805 -6.53 FALSE
265820_at hypothetical protein predicted by --- AT2G17940 1.03 0.04 0.20 0.8458591 0.9289381 -6.53 FALSE
251053_at  Ca2+/H+ exchanger-like protein CAX4 AT5G01490 -1.04 -0.06 -0.20 0.8458546 0.9289381 -6.53 FALSE
260552_at putative glyoxalase II  ; supportedGLX2-1 AT2G43430 -1.02 -0.03 -0.20 0.8459583 0.9290024 -6.53 FALSE
252954_at  putative thaumatin-like protein th--- AT4G38660 -1.08 -0.12 -0.20 0.8461272 0.9291432 -6.53 FALSE
247530_at  glycosylasparaginase - like prote--- AT5G61540 -1.03 -0.05 -0.20 0.8462173 0.9291973 -6.53 FALSE
252986_at  putative protein T19C21.18 Arab--- AT4G38380 1.02 0.02 0.20 0.8463428 0.9292685 -6.53 FALSE
250943_at putative protein --- AT5G03360 -1.02 -0.03 -0.20 0.8463947 0.9292685 -6.53 FALSE
247662_at  protein kinase - like protein kinas--- AT5G60090 1.03 0.05 0.20 0.8464043 0.9292685 -6.53 FALSE
245169_at unknown protein predicted by ge --- AT2G33220 -1.02 -0.03 -0.20 0.8464527 0.9292769 -6.53 FALSE
265389_at putative riboflavin synthase alpha--- AT2G20690 -1.03 -0.04 -0.20 0.8466893 0.9293143 -6.53 FALSE
247141_at putative protein strong similarity t--- AT5G65560 -1.03 -0.05 -0.20 0.8467128 0.9293143 -6.53 FALSE
259554_at hypothetical protein --- --- -1.03 -0.04 -0.20 0.8466479 0.9293143 -6.53 FALSE
258795_at  hypothetical protein similar to pu--- AT3G04570 1.03 0.04 0.20 0.846772 0.9293143 -6.53 FALSE
256946_at hypothetical protein contains Pfa HAF2 AT3G19040 1.04 0.05 0.20 0.8465897 0.9293143 -6.53 FALSE
247579_at  cytochrome P450 - like protein cCYP89A3 AT5G61320 -1.02 -0.03 -0.20 0.8467675 0.9293143 -6.53 FALSE
261730_s_a mutator-like transposase, putativ--- --- -1.02 -0.03 -0.20 0.8466798 0.9293143 -6.53 FALSE
255315_at hypothetical protein --- --- 1.02 0.03 0.20 0.8468485 0.9293536 -6.53 FALSE
253360_at  aminopeptidase- like protein am APM1 AT4G33090 1.03 0.04 0.20 0.846949 0.9294192 -6.53 FALSE
261093_at  non-LTR reverse transcriptase, pAT1G62880--- 1.03 0.04 0.20 0.8470999 0.9295025 -6.53 FALSE
258954_at unknown protein contains Pfam p--- AT3G01400 -1.02 -0.03 -0.20 0.8471064 0.9295025 -6.53 FALSE



252819_at putative protein several hypothet --- --- 1.02 0.03 0.20 0.8471949 0.9295548 -6.53 FALSE
263476_at putative poly(ADP-ribose) glycohTEJ AT2G31870 -1.02 -0.03 -0.20 0.8473054 0.9296314 -6.53 FALSE
246711_at putative protein --- AT5G28190 1.02 0.03 0.20 0.8474282 0.9296766 -6.53 FALSE
246172_s_a fragment of 1-aminocyclopropanACS1 AT3G61510 // 1.03 0.04 0.20 0.8474019 0.9296766 -6.53 FALSE
255217_s_ahypothetical protein --- --- -1.03 -0.05 -0.20 0.8474915 0.9297014 -6.53 FALSE
265734_at predicted by genscan and genefi --- AT2G01260 -1.02 -0.03 -0.20 0.847828 0.9300258 -6.53 FALSE
246737_at putative protein --- AT5G27710 -1.04 -0.06 -0.20 0.8479417 0.9301058 -6.53 FALSE
250560_at  replication factor A - like protein RPA70B AT5G08020 -1.04 -0.06 -0.20 0.8480936 0.9302277 -6.53 FALSE
246506_at  putative protein hypothetical pro --- AT5G16110 -1.03 -0.04 -0.20 0.8482222 0.9302793 -6.53 FALSE
258031_s_ahypothetical protein similar to hyp--- AT3G27480 // 1.03 0.04 0.20 0.8481958 0.9302793 -6.53 FALSE
259636_at  RNA pseudouridylate synthase, --- AT1G56345 -1.05 -0.07 -0.20 0.8483375 0.930361 -6.53 FALSE
257747_at hypothetical protein predicted by --- AT3G18700 1.02 0.03 0.20 0.8484633 0.9304542 -6.53 FALSE
248284_at Expressed protein ; supported by--- AT5G52975 -1.03 -0.04 -0.20 0.8485793 0.9305157 -6.53 FALSE
256190_at  9-cis-epoxycarotenoid dioxygenaNCED5 AT1G30100 -1.02 -0.03 -0.20 0.8486322 0.9305157 -6.53 FALSE
265955_at putative ABC transporter PDR5 AT2G37280 -1.02 -0.03 -0.20 0.8486417 0.9305157 -6.53 FALSE
251979_at  caffeic acid O-methyltransferaseLUT1 AT3G53130 // -1.02 -0.03 -0.20 0.8488037 0.9306198 -6.53 FALSE
259646_at  n-calpain-1 large subunit, putativDEK1 AT1G55350 -1.02 -0.03 -0.20 0.8488183 0.9306198 -6.53 FALSE
265834_at hypothetical protein predicted by --- AT2G14410 1.02 0.03 0.20 0.848976 0.930748 -6.53 FALSE
266387_at hypothetical protein predicted by --- AT2G32360 -1.02 -0.03 -0.20 0.849029 0.9307613 -6.53 FALSE
248420_at receptor-like protein kinase  ;sup --- AT5G51560 -1.06 -0.09 -0.20 0.8492687 0.9307899 -6.53 TRUE
261697_at hypothetical protein identical to h --- AT1G32610 1.04 0.05 0.20 0.8492999 0.9307899 -6.53 FALSE
264552_at hypothetical protein predicted by --- AT1G09470 -1.04 -0.05 -0.20 0.8491811 0.9307899 -6.53 FALSE
245857_at  putative protein various predicte --- --- 1.03 0.04 0.20 0.8492035 0.9307899 -6.53 FALSE
256532_at  PPR-repeat protein, putative con--- AT1G33350 1.03 0.05 0.20 0.8492616 0.9307899 -6.53 FALSE
257943_at  SKP1/ASK1 (At7), putative simil ASK7 AT3G21840 -1.02 -0.04 -0.20 0.8492825 0.9307899 -6.53 FALSE
246652_at  extensin -like protein extensin, s --- AT5G35190 -1.02 -0.03 -0.20 0.8493672 0.930819 -6.53 FALSE
264181_at  ubiquitin, putative similar to ubiq UBQ13 AT1G65350 -1.02 -0.03 -0.20 0.8495629 0.9309448 -6.53 FALSE
251698_at putative protein --- AT3G56610 1.02 0.03 0.20 0.8495636 0.9309448 -6.53 FALSE
250132_at putative protein similar to unknowKAN AT5G16560 -1.04 -0.06 -0.20 0.8496938 0.9309532 -6.54 TRUE
255675_at MYC1 transcription factor ATMYC1 AT4G00480 1.02 0.03 0.20 0.8496688 0.9309532 -6.54 FALSE
250100_at Expressed protein ; supported byGLN1;4 AT5G16570 1.06 0.09 0.20 0.8496264 0.9309532 -6.53 FALSE
254433_at  putative protein tripeptidyl-peptidTPP2 AT4G20850 1.02 0.03 0.20 0.8499276 0.9311105 -6.54 FALSE
255905_at  tonoplast intrinsic protein, putativBETA-TIP AT1G17810 -1.04 -0.06 -0.20 0.8499598 0.9311105 -6.54 FALSE
261275_at  Mlo protein, putative similar to GMLO14 AT1G26700 1.02 0.03 0.20 0.8499024 0.9311105 -6.54 FALSE
247341_at unknown protein --- AT5G63720 -1.02 -0.03 -0.20 0.8500194 0.9311311 -6.54 FALSE



246731_at  putative protein RING finger rng ACBP5 AT5G27630 1.02 0.03 0.20 0.8501212 0.9311979 -6.54 FALSE
249706_at histone deacetylase HDA7 AT5G35600 1.02 0.03 0.20 0.8502068 0.9312469 -6.54 FALSE
263075_at hypothetical protein predicted by --- AT2G17570 1.03 0.05 0.20 0.8505115 0.9312676 -6.54 FALSE
262990_at  E2, ubiquitin-conjugating enzym MMZ1 AT1G23260 1.02 0.03 0.20 0.8504252 0.9312676 -6.54 FALSE
248057_at putative protein strong similarity t--- AT5G55520 1.02 0.03 0.20 0.8504322 0.9312676 -6.54 FALSE
254600_at  4-coumarate-CoA ligase - like 4---- AT4G19010 -1.04 -0.06 -0.20 0.8504026 0.9312676 -6.54 FALSE
266403_at putative acid phosphatase contai --- AT2G38600 1.03 0.04 0.20 0.850497 0.9312676 -6.54 FALSE
256594_at hypothetical protein similar to put--- AT3G28520 -1.02 -0.03 -0.20 0.8503932 0.9312676 -6.54 FALSE
253059_s_aputative protein other predicted pHHP5 AT4G37680 // 1.04 0.05 0.20 0.8504227 0.9312676 -6.54 FALSE
251923_at  reductase-like protein abscisic a --- AT3G53880 1.05 0.07 0.20 0.8506176 0.9313391 -6.54 FALSE
266745_at unknown protein  ; supported by PKS1 AT2G02950 1.06 0.08 0.20 0.8507704 0.9314617 -6.54 TRUE
262768_at  putative beta-1,4-N-acetylglucos--- AT1G12990 1.05 0.07 0.20 0.8508962 0.9315547 -6.54 FALSE
253363_at hypothetical protein --- AT4G33130 -1.02 -0.03 -0.20 0.8509786 0.9316002 -6.54 FALSE
244920_s_aNADH dehydrogenase subunit 3 --- AT2G07751 1.02 0.04 0.20 0.8510713 0.931657 -6.54 FALSE
245808_at RNA binding protein identical to RATRBP1 AT1G58470 1.03 0.04 0.19 0.8511559 0.9317048 -6.54 FALSE
253989_at uncharacterized protein  ;support--- AT4G26130 1.04 0.05 0.19 0.8512108 0.9317202 -6.54 FALSE
249037_at putative protein contains similarit FLA13 AT5G44130 1.08 0.11 0.19 0.851253 0.9317217 -6.54 TRUE
249178_at putative protein similar to unknowSCP2 AT5G42890 1.02 0.03 0.19 0.8514741 0.9318479 -6.54 FALSE
249017_at C2 domain-containing protein-like--- AT5G44760 -1.03 -0.04 -0.19 0.8514908 0.9318479 -6.54 FALSE
AFFX-r2-BsB. subtilis /GEN=thrC, thrB /DB_X--- --- -1.05 -0.06 -0.19 0.8514844 0.9318479 -6.54 FALSE
244937_at NADH dehydrogenase 49KDa pr --- --- 1.04 0.06 0.19 0.8517177 0.9319679 -6.54 TRUE
251630_at  putative protein unknown protein--- AT3G57420 1.02 0.03 0.19 0.8516587 0.9319679 -6.54 FALSE
262330_at  disease resistance protein, putatRLM1 AT1G64070 -1.02 -0.03 -0.19 0.851723 0.9319679 -6.54 FALSE
252117_at  mucin -like protein hemomucin, YLS2 AT3G51430 1.04 0.05 0.19 0.8517942 0.932001 -6.54 TRUE
264976_at  peptide transporter, putative simNRT1.6 AT1G27080 -1.03 -0.04 -0.19 0.8518874 0.9320583 -6.54 FALSE
256385_at  60S ribosomal protein L10, puta --- AT1G66580 -1.04 -0.06 -0.19 0.8520279 0.9321673 -6.54 TRUE
255370_at putative protein --- --- 1.02 0.03 0.19 0.8520909 0.9321916 -6.54 FALSE
260508_at Unknown protein ; supported by cGAMMA CAAT1G47260 1.02 0.03 0.19 0.8521572 0.9322194 -6.54 FALSE
254009_at  pyruvate kinase like protein pyru--- AT4G26390 1.04 0.05 0.19 0.852331 0.93232 -6.54 FALSE
258098_at hypothetical protein similar to kin KINESIN-12AT3G23670 -1.03 -0.05 -0.19 0.8523209 0.93232 -6.54 FALSE
261371_at  ubiquitin-conjugating enzyme, puUBC26 AT1G53020 1.02 0.03 0.19 0.8523832 0.9323324 -6.54 FALSE
255739_at unknown protein similar to hypothANAC008 AT1G25580 -1.03 -0.04 -0.19 0.852548 0.9323339 -6.54 FALSE
267156_at hypothetical protein predicted by --- AT2G37610 -1.02 -0.03 -0.19 0.8525262 0.9323339 -6.54 FALSE
264426_at hypothetical protein similar to hyp--- AT1G61760 -1.02 -0.04 -0.19 0.8524776 0.9323339 -6.54 FALSE
254367_at hypothetical protein --- AT4G21700 1.03 0.04 0.19 0.852453 0.9323339 -6.54 FALSE



246488_at  steroid 5alpha-reductase-like pro--- AT5G16010 1.04 0.06 0.19 0.8528826 0.9324652 -6.54 TRUE
254592_at  heat shock transcription factor - HSF A4A AT4G18880 -1.07 -0.10 -0.19 0.8527839 0.9324652 -6.54 TRUE
257884_at hypothetical protein predicted by --- AT3G16960 1.02 0.03 0.19 0.8531178 0.9324652 -6.54 FALSE
247191_at homeobox-leucine zipper protein ATHB5 AT5G65310 1.04 0.05 0.19 0.8530042 0.9324652 -6.54 FALSE
263626_at transcription factor ZAP1 identicaZAP1 AT2G04880 -1.02 -0.03 -0.19 0.8530141 0.9324652 -6.54 FALSE
253169_at  putative protein various predicte --- AT4G35120 1.02 0.03 0.19 0.8528549 0.9324652 -6.54 FALSE
251248_at  P-glycoprotein-like proetin P-glycPGP21 AT3G62150 -1.10 -0.14 -0.19 0.852972 0.9324652 -6.54 FALSE
259857_at hypothetical protein predicted by --- AT1G68430 -1.02 -0.03 -0.19 0.852813 0.9324652 -6.54 FALSE
255206_at putative transposon protein --- --- -1.02 -0.02 -0.19 0.8527897 0.9324652 -6.54 FALSE
258785_at unknown protein --- --- -1.03 -0.04 -0.19 0.8530635 0.9324652 -6.54 FALSE
262475_at hypothetical protein predicted by --- AT1G50340 1.02 0.03 0.19 0.8530916 0.9324652 -6.54 FALSE
263450_at putative calcium-dependent proteCPK24 AT2G31500 -1.02 -0.03 -0.19 0.8531662 0.9324735 -6.54 FALSE
261464_at  disease resistance response pro--- AT1G07730 // -1.02 -0.04 -0.19 0.8534012 0.9326856 -6.54 FALSE
245407_at GTP-binding RAB2A like protein RABB1C AT4G17170 -1.02 -0.03 -0.19 0.8535357 0.9327794 -6.54 FALSE
256900_at  pectate lyase, putative similar to --- AT3G24670 1.03 0.04 0.19 0.8536085 0.9327794 -6.54 FALSE
255251_at see GB:U95973 similar to a famil--- AT4G04980 1.02 0.03 0.19 0.8536506 0.9327794 -6.54 FALSE
266793_at homeotic protein AGL30 AGL30 AT2G03060 -1.04 -0.05 -0.19 0.8536113 0.9327794 -6.54 FALSE
248110_at wax synthase-like protein --- AT5G55320 -1.02 -0.03 -0.19 0.8537565 0.9327802 -6.54 FALSE
263113_at unknown protein Belongs to PF|0--- AT1G03150 -1.02 -0.03 -0.19 0.8536945 0.9327802 -6.54 FALSE
262216_at hypothetical protein contains sim --- AT1G74780 1.03 0.04 0.19 0.853774 0.9327802 -6.54 FALSE
259408_at  protein phosphatase 2A 65 kDa PP2AA2 AT3G25800 1.02 0.03 0.19 0.8538438 0.9328118 -6.54 FALSE
253595_at  putative protein M1 protein, Stre --- AT4G30830 -1.02 -0.03 -0.19 0.8539872 0.9329237 -6.54 FALSE
260149_at putative oxidoreductase similar to--- AT1G52810 -1.05 -0.07 -0.19 0.8540507 0.9329484 -6.54 FALSE
253977_at putative protein various Caenorh --- AT4G26630 1.03 0.05 0.19 0.8542434 0.9329802 -6.54 FALSE
245234_at  myb-like protein similarity to ATMAtMYB18 AT4G25560 -1.02 -0.04 -0.19 0.8541357 0.9329802 -6.54 FALSE
252371_at  putative protein finger protein SI --- AT3G48070 1.02 0.03 0.19 0.8542117 0.9329802 -6.54 FALSE
264695_at  lipid transfer protein, putative sim--- AT1G70250 -1.03 -0.04 -0.19 0.8541942 0.9329802 -6.54 FALSE
259494_at  mitotic checkpoint protein, putati --- AT1G15850 1.03 0.04 0.19 0.8543314 0.9330317 -6.54 FALSE
265883_at unknown protein --- AT2G42310 -1.02 -0.03 -0.19 0.8543914 0.9330525 -6.54 FALSE
263713_at Expressed protein ; supported by--- AT2G20595 1.02 0.04 0.19 0.8544819 0.9331057 -6.54 FALSE
258720_at putative ankyrin similar to ankyrin--- AT3G09550 1.03 0.04 0.19 0.8545219 0.9331057 -6.54 FALSE
254221_at  putative polygalacturonase polyg--- AT4G23820 -1.09 -0.12 -0.19 0.8546372 0.9331869 -6.54 TRUE
248193_at  homogentisate 1,2-dioxygenase HGO AT5G54080 -1.04 -0.06 -0.19 0.854755 0.9332709 -6.54 FALSE
253022_at putative protein --- AT4G38060 1.04 0.06 0.19 0.8550706 0.9334089 -6.54 TRUE
259257_at unknown protein  ;supported by f --- AT3G07760 -1.02 -0.04 -0.19 0.8550861 0.9334089 -6.54 FALSE



256820_at  far-red impaired response protei FHY3 AT3G22170 1.02 0.03 0.19 0.8550044 0.9334089 -6.54 FALSE
253016_at  putative protein partial LG127/30--- AT4G37950 1.02 0.02 0.19 0.854945 0.9334089 -6.54 FALSE
251947_at  putative protein various predicte --- AT3G53550 -1.02 -0.03 -0.19 0.8550686 0.9334089 -6.54 FALSE
258381_at kinesin-like protein similar to mitoKINESIN-13AT3G16630 -1.02 -0.03 -0.19 0.8552162 0.9335063 -6.54 FALSE
246036_at  alpha-galactosidase - like proteinAtAGAL2 AT5G08370 -1.05 -0.07 -0.19 0.8553585 0.9335723 -6.54 FALSE
258754_at hypothetical protein similar to hyp--- AT3G11920 1.02 0.03 0.19 0.8553511 0.9335723 -6.54 FALSE
258871_at putative 26S proteosome regulat --- AT3G03060 1.05 0.07 0.19 0.8554474 0.9336061 -6.54 FALSE
252868_at  putative protein tubulin-folding coPOR AT4G39920 -1.02 -0.03 -0.19 0.8555888 0.9336061 -6.54 FALSE
251312_at MADS-box protein AGL13  ; suppAGL13 AT3G61120 1.02 0.03 0.19 0.8556347 0.9336061 -6.54 FALSE
249967_at putative protein --- AT5G19050 1.02 0.03 0.19 0.855676 0.9336061 -6.54 FALSE
259827_at hypothetical protein --- AT1G72270 1.02 0.03 0.19 0.855503 0.9336061 -6.54 FALSE
258261_at  putative RING zinc finger protein--- AT3G15740 1.04 0.05 0.19 0.8556586 0.9336061 -6.54 FALSE
250427_at  putative protein myosin heavy ch--- AT5G10500 -1.02 -0.03 -0.19 0.8555169 0.9336061 -6.54 FALSE
247686_at  receptor-like protein kinase prec --- AT5G59700 1.07 0.09 0.19 0.8559135 0.9337969 -6.54 FALSE
246577_at  MADS box transcription factor, pAGL92 AT1G31640 1.02 0.03 0.19 0.8559327 0.9337969 -6.54 FALSE
255715_s_ahypothetical protein --- AT4G00320 // 1.02 0.03 0.19 0.8562549 0.9340591 -6.54 FALSE
257961_at unknown protein --- AT3G19780 1.02 0.03 0.19 0.8562317 0.9340591 -6.54 FALSE
264171_at hypothetical protein predicted by --- AT1G02100 -1.03 -0.04 -0.19 0.85636 0.934129 -6.54 FALSE
261455_at unknown protein ;supported by fu--- AT1G21070 -1.04 -0.05 -0.19 0.8564518 0.9341398 -6.54 FALSE
261683_at hypothetical protein similar to hyp--- AT1G47300 -1.02 -0.03 -0.19 0.85642 0.9341398 -6.54 FALSE
260281_at unknown protein --- AT1G80500 -1.02 -0.03 -0.19 0.8566348 0.93425 -6.54 FALSE
252049_at putative protein putative and hyp --- AT3G52510 -1.02 -0.03 -0.19 0.8566082 0.93425 -6.54 FALSE
244909_at hypothetical protein --- --- 1.02 0.03 0.19 0.856714 0.9342917 -6.54 FALSE
250328_at putative protein --- AT5G11780 1.02 0.03 0.19 0.8568622 0.9343442 -6.54 FALSE
267439_at putative GDSL-motif lipase/hydro--- AT2G19060 1.02 0.03 0.19 0.8568347 0.9343442 -6.54 FALSE
248133_at unknown protein --- AT5G54850 -1.03 -0.04 -0.19 0.856885 0.9343442 -6.54 FALSE
258252_at putative polygalacturonase simila--- AT3G15720 1.04 0.06 0.19 0.8571039 0.9344936 -6.54 FALSE
251543_at putative protein --- AT3G58770 1.02 0.03 0.19 0.8570655 0.9344936 -6.54 FALSE
261833_at  ATP citrate-lyase, putative similaACLA-1 AT1G10670 -1.02 -0.03 -0.19 0.8572759 0.934604 -6.54 FALSE
250902_at  putative protein predicted protein--- AT5G03590 -1.03 -0.04 -0.19 0.8572871 0.934604 -6.54 FALSE
249010_at unknown protein  ; supported by --- AT5G44580 1.04 0.05 0.19 0.8576027 0.9349033 -6.54 FALSE
263337_at hypothetical protein predicted by --- --- 1.02 0.02 0.19 0.8577498 0.935019 -6.54 FALSE
248696_at putative protein similar to unknow--- AT5G48360 1.02 0.03 0.19 0.8579009 0.935139 -6.54 FALSE
266502_at hypothetical protein predicted by --- AT2G47720 // 1.02 0.03 0.19 0.8580003 0.9352027 -6.54 FALSE
252592_at mitogen-activated protein kinase NAXT1 AT3G45640 // -1.06 -0.09 -0.19 0.8581768 0.9352987 -6.54 FALSE



247012_at putative protein contains similarit TRB2 AT5G67580 -1.02 -0.03 -0.19 0.8582524 0.9352987 -6.54 FALSE
260104_x_ahypothetical protein predicted by --- AT1G35410 -1.02 -0.03 -0.19 0.8582135 0.9352987 -6.54 FALSE
247953_at cytochrome P450 CYP71B10 AT5G57260 -1.02 -0.02 -0.19 0.8582099 0.9352987 -6.54 FALSE
252528_at  E2, ubiquitin-conjugating enzym UBC13 AT3G46460 1.02 0.03 0.19 0.858403 0.9353849 -6.54 FALSE
261831_at  ADP-ribosylation factor, putativeATARFA1F AT1G10630 1.03 0.04 0.19 0.8584545 0.9353849 -6.54 FALSE
261642_at  ADP-glucose pyrophosphorylaseAPL2 AT1G27680 1.03 0.05 0.19 0.8584512 0.9353849 -6.54 FALSE
265281_at unknown protein  ; supported by --- AT2G28370 -1.03 -0.04 -0.18 0.8587195 0.9355593 -6.54 FALSE
260515_at  ATP-dependent transmembrane --- AT1G51460 -1.02 -0.03 -0.18 0.8587347 0.9355593 -6.54 FALSE
260778_at  splicing factor, putative similar to--- AT1G14640 1.03 0.04 0.18 0.8587376 0.9355593 -6.54 FALSE
255215_at putative athila transposon protein--- --- 1.02 0.02 0.18 0.858856 0.9356435 -6.54 FALSE
248471_at unknown protein --- AT5G50840 -1.03 -0.04 -0.18 0.8589537 0.9357053 -6.54 FALSE
258323_at unknown protein similar to putativ--- AT3G22750 -1.03 -0.04 -0.18 0.8591063 0.9357184 -6.54 FALSE
257081_at  RING zinc finger protein contain --- AT3G30460 -1.02 -0.03 -0.18 0.8591201 0.9357184 -6.54 FALSE
249832_at disease resistance protein-like --- AT5G23400 -1.03 -0.04 -0.18 0.8590492 0.9357184 -6.54 FALSE
255396_at hypothetical protein --- --- 1.02 0.03 0.18 0.8591708 0.9357184 -6.54 FALSE
256318_s_ahypothetical protein --- --- 1.02 0.02 0.18 0.8591533 0.9357184 -6.54 FALSE
264978_at unknown protein contains Pfam p--- AT1G27120 1.04 0.06 0.18 0.8592169 0.9357239 -6.54 FALSE
256637_at unknown protein similar to memb--- AT3G12030 1.03 0.04 0.18 0.8593138 0.9357401 -6.54 FALSE
257159_at  protein kinase, putative similar to--- AT3G24400 1.03 0.05 0.18 0.8593122 0.9357401 -6.54 FALSE
262639_at  calmodulin, putative similar to ca--- AT1G62820 -1.03 -0.05 -0.18 0.8593734 0.9357603 -6.54 FALSE
257976_at  putative transcription factor cont PLT1 AT3G20840 1.02 0.03 0.18 0.859495 0.935848 -6.54 FALSE
255966_at  14-3-3 protein GF14epsilon (grf1GRF10 AT1G22300 -1.02 -0.04 -0.18 0.8596121 0.9359309 -6.54 FALSE
260086_at hypothetical protein predicted by --- AT1G63240 -1.03 -0.04 -0.18 0.8598165 0.9360908 -6.54 FALSE
247868_at Myb-related transcription factor-liMYB36 AT5G57620 -1.02 -0.03 -0.18 0.8598411 0.9360908 -6.54 FALSE
252815_at hypothetical protein --- --- -1.02 -0.04 -0.18 0.8599126 0.936124 -6.54 FALSE
257929_at  RNA Polymerase II subunit 14.5 NRPB9A AT3G16980 -1.02 -0.03 -0.18 0.8601156 0.936211 -6.54 FALSE
257358_at unknown protein predicted by ge --- AT2G40990 1.03 0.05 0.18 0.8600829 0.936211 -6.54 FALSE
262319_s_aunknown protein similar to unkno--- AT1G27540 // -1.04 -0.05 -0.18 0.860038 0.936211 -6.54 FALSE
253414_at putative protein EDA39 AT4G33050 -1.11 -0.15 -0.18 0.8604194 0.9364209 -6.54 FALSE
248537_at putative protein similar to unknow--- AT5G50100 -1.03 -0.04 -0.18 0.8604316 0.9364209 -6.54 FALSE
262999_at  NAM protein, putative similar to ANAC020 AT1G54330 -1.03 -0.04 -0.18 0.8604022 0.9364209 -6.54 FALSE
247120_at amino acid transporter protein-lik --- AT5G65990 1.02 0.03 0.18 0.8604809 0.9364299 -6.54 FALSE
253380_at  hypothetical protein hypotheticalPGSIP3 AT4G33330 -1.02 -0.03 -0.18 0.8605703 0.9364825 -6.54 FALSE
259661_at Expressed protein ; supported by--- AT1G55265 1.03 0.04 0.18 0.8606403 0.9365139 -6.54 TRUE
252733_at  putative protein INDOLE-3-ACET--- AT3G43120 -1.02 -0.03 -0.18 0.8606882 0.9365214 -6.54 FALSE



251803_at  putative protein predicted protein--- AT3G55350 1.03 0.04 0.18 0.8607859 0.9365603 -6.54 TRUE
258299_at unknown protein contains GMC o--- AT3G23410 -1.03 -0.04 -0.18 0.8608061 0.9365603 -6.54 TRUE
248901_at putative protein contains similarit --- AT5G46410 -1.02 -0.04 -0.18 0.8609883 0.9366692 -6.54 FALSE
255097_at  predicted transposon protein sim--- --- -1.03 -0.04 -0.18 0.860972 0.9366692 -6.54 FALSE
255840_at unknown protein --- AT2G33520 1.03 0.04 0.18 0.8611076 0.9367543 -6.54 FALSE
261345_at hypothetical protein predicted by DTA4 AT1G79760 -1.02 -0.04 -0.18 0.861159 0.9367656 -6.54 FALSE
267321_at hypothetical protein predicted by --- AT2G19320 -1.02 -0.03 -0.18 0.8612314 0.9367996 -6.54 FALSE
252691_at  kinesin -like protein KLP2 protein--- AT3G44050 -1.02 -0.03 -0.18 0.8613385 0.9368714 -6.54 FALSE
251817_at  small GTP-binding protein - like ARA6 AT3G54840 1.02 0.03 0.18 0.8614809 0.936937 -6.54 FALSE
261274_at  myb-related protein, putative simMYB117 AT1G26780 -1.02 -0.02 -0.18 0.8614728 0.936937 -6.54 FALSE
257508_at  bZIP transcription factor, putative--- AT1G64320 -1.02 -0.03 -0.18 0.8615698 0.936989 -6.54 FALSE
251591_at  carboxyl terminal protease - like --- AT3G57680 1.04 0.05 0.18 0.861838 0.937236 -6.54 FALSE
265410_at putative protein kinase contains a--- AT2G16620 -1.02 -0.03 -0.18 0.8619581 0.9373219 -6.54 FALSE
264768_at hypothetical protein similar to put--- AT1G61410 1.02 0.03 0.18 0.862151 0.9374422 -6.54 FALSE
246729_at putative protein --- AT5G28070 -1.02 -0.03 -0.18 0.8621171 0.9374422 -6.54 FALSE
246970_at  cytochrome P450-like protein fatCYP714A2 AT5G24900 1.03 0.05 0.18 0.8623291 0.9375525 -6.54 FALSE
249447_at  PTEN -like protein PTEN/MMACPTEN1 AT5G39400 -1.03 -0.04 -0.18 0.8623346 0.9375525 -6.54 FALSE
253324_at Expressed protein ; supported by--- AT4G33940 1.02 0.03 0.18 0.8623885 0.9375664 -6.54 FALSE
260231_at  putative RING zinc finger protein--- AT1G74410 -1.03 -0.04 -0.18 0.8625943 0.9376122 -6.54 FALSE
263336_x_ahypothetical protein predicted by --- --- 1.02 0.03 0.18 0.8625266 0.9376122 -6.54 FALSE
257808_at  unknown protein, putative contai--- AT3G26935 -1.02 -0.03 -0.18 0.8625763 0.9376122 -6.54 FALSE
249660_at putative protein similar to unknow--- AT5G36720 // 1.03 0.04 0.18 0.862595 0.9376122 -6.54 FALSE
256730_at  floral homeotic protein AGL8, puAGL79 AT3G30260 -1.02 -0.02 -0.18 0.8627864 0.9377755 -6.54 FALSE
256403_at unknown protein similar to SPOPBPM2 AT3G06190 -1.02 -0.03 -0.18 0.8629724 0.937933 -6.54 FALSE
263540_at unknown protein --- AT2G24780 -1.02 -0.03 -0.18 0.8630367 0.9379582 -6.54 FALSE
263726_at putative ABC transporter  ;suppo --- AT2G13610 1.09 0.13 0.18 0.8631111 0.9379944 -6.54 FALSE
246914_at  putative protein various predicte --- AT5G25860 1.03 0.04 0.18 0.8632844 0.9381051 -6.54 FALSE
266328_at unknown protein  ; supported by --- AT2G01600 1.02 0.02 0.18 0.8632952 0.9381051 -6.54 FALSE
245075_at putative cytochrome P450 CYP96A1 AT2G23180 1.02 0.03 0.18 0.8634244 0.9381148 -6.54 FALSE
261818_at  similar to hypethetical 62.8 KD p--- AT1G11390 1.02 0.03 0.18 0.8634276 0.9381148 -6.54 FALSE
267183_at hypothetical protein predicted by --- AT2G44020 -1.02 -0.03 -0.18 0.8634077 0.9381148 -6.54 FALSE
247534_at  pyrophosphate-dependent phospPFK4 AT5G61580 1.02 0.02 0.18 0.8635572 0.9381962 -6.54 FALSE
246222_at TINY-like protein ; supported by cRAP2.10 AT4G36900 -1.04 -0.06 -0.18 0.8635847 0.9381962 -6.54 FALSE
264238_at hypothetical protein predicted by --- AT1G54740 1.05 0.07 0.18 0.8636671 0.9381999 -6.54 FALSE
267420_at hypothetical protein predicted by --- AT2G35030 1.04 0.06 0.18 0.8636704 0.9381999 -6.54 FALSE



259457_at  auxin response factor 1, putativeARF23 AT1G43950 1.02 0.03 0.18 0.8637428 0.9382339 -6.54 FALSE
265621_at NAM (no apical meristem)-like prNTL8 AT2G27300 -1.02 -0.03 -0.18 0.8638496 0.9383052 -6.54 FALSE
245005_at ribosomal protein S14 --- --- 1.03 0.05 0.18 0.8638969 0.9383119 -6.54 FALSE
261247_at hypothetical protein predicted by --- AT1G20070 1.08 0.11 0.18 0.8640625 0.9384326 -6.54 TRUE
254940_at  putative protein predicted protein--- AT4G10820 1.02 0.03 0.18 0.8640903 0.9384326 -6.54 FALSE
250909_at  S-receptor kinase - like protein S--- AT5G03700 -1.07 -0.10 -0.18 0.8641741 0.9384358 -6.54 FALSE
256351_at  NPK1-related protein kinase, pu ANP2 AT1G54960 -1.02 -0.03 -0.18 0.8641756 0.9384358 -6.54 FALSE
251087_at  putative protein unknown protein--- AT5G01460 1.02 0.03 0.18 0.8642458 0.938466 -6.54 FALSE
252911_at  cytochrome P450 -like protein cyCYP96A12 AT4G39510 1.06 0.08 0.18 0.8645325 0.938466 -6.54 FALSE
252212_at  protein kinase -like protein NTPKMAPKKK20AT3G50310 -1.05 -0.07 -0.18 0.864319 0.938466 -6.54 FALSE
249532_at  AtPP - like protein AtPP protein, --- AT5G38780 -1.05 -0.07 -0.18 0.8645174 0.938466 -6.54 FALSE
247252_at unknown protein --- AT5G64770 1.08 0.11 0.18 0.8643747 0.938466 -6.54 FALSE
267615_at putative phytocyanin --- AT2G26720 1.03 0.04 0.18 0.864482 0.938466 -6.54 FALSE
252438_at  putative protein riboflavin biosyn --- AT3G47390 -1.02 -0.02 -0.18 0.8644046 0.938466 -6.54 FALSE
263006_at hypothetical protein contains sim --- AT1G54240 1.02 0.03 0.18 0.8644322 0.938466 -6.54 FALSE
256697_at hypothetical protein contains sim AtOCT4 AT3G20660 -1.04 -0.06 -0.18 0.8647886 0.9386576 -6.54 FALSE
245634_at  MtN21 nodulin protein, putative s--- AT1G25270 1.02 0.03 0.18 0.8647913 0.9386576 -6.54 FALSE
258854_at  putative UDP-glucosyl transferas--- AT3G02100 -1.02 -0.03 -0.18 0.8650853 0.9387141 -6.54 FALSE
251417_at  putative protein prib5, Ribes nigrAT3G60420--- 1.02 0.02 0.18 0.8650903 0.9387141 -6.54 FALSE
246331_at  non-phototropic hypocotyl 3-like --- AT3G44820 -1.02 -0.03 -0.18 0.8649754 0.9387141 -6.54 FALSE
252832_at ubiquitin-specific protease 3 (UB ATUBP3 AT4G39910 1.02 0.02 0.18 0.8650554 0.9387141 -6.54 FALSE
258268_at  putative WD-repeat protein contaWSIP2 AT3G15880 -1.03 -0.04 -0.18 0.8648968 0.9387141 -6.54 FALSE
251894_at  putative protein predicted protein--- AT3G54380 -1.02 -0.03 -0.18 0.8649813 0.9387141 -6.54 FALSE
247596_at  putative protein predicted protein--- AT5G60840 1.04 0.05 0.18 0.8651834 0.9387705 -6.54 TRUE
265350_at unknown protein predicted by ge --- AT2G22620 -1.02 -0.03 -0.18 0.8652369 0.9387839 -6.54 FALSE
246671_at putative protein --- --- -1.02 -0.02 -0.18 0.8652785 0.9387843 -6.54 FALSE
267610_at  K+ transporter, AKT1 identical toAKT1 AT2G26650 -1.05 -0.08 -0.18 0.8653602 0.9388283 -6.54 TRUE
258101_at unknown protein RFR1 AT3G23590 -1.04 -0.06 -0.18 0.8654411 0.9388715 -6.54 FALSE
261355_at putative malate oxidoreductase sATNADP-MAT1G79750 1.02 0.03 0.18 0.8655788 0.9389762 -6.54 FALSE
251191_at  putative protein putative protein --- AT3G62590 -1.04 -0.06 -0.18 0.8659084 0.9391241 -6.54 TRUE
260590_at  phosphoenolpyruvate carboxylasATPPC1 AT1G53310 -1.03 -0.04 -0.18 0.8659995 0.9391241 -6.54 FALSE
262710_at unknown protein ESTs gb|T0435 --- AT1G16210 -1.02 -0.03 -0.18 0.8659498 0.9391241 -6.54 FALSE
263743_at coatomer alpha subunit --- AT2G21390 1.02 0.02 0.18 0.8657623 0.9391241 -6.54 FALSE
258017_at unknown protein --- AT3G19370 -1.04 -0.06 -0.18 0.8659497 0.9391241 -6.54 FALSE
248048_at nicotianamine synthase NAS2 AT5G56080 1.02 0.03 0.18 0.8659923 0.9391241 -6.54 FALSE



247104_at putative protein similar to unknowDAR6 AT5G66620 1.03 0.04 0.18 0.8660034 0.9391241 -6.54 FALSE
250949_at putative protein --- AT5G03510 -1.02 -0.03 -0.18 0.8660943 0.9391781 -6.54 FALSE
261937_at  peptide transporter, putative sim--- AT1G22570 1.05 0.07 0.18 0.8662026 0.9392509 -6.54 FALSE
259693_at hypothetical protein predicted by --- AT1G63060 1.02 0.03 0.17 0.8662558 0.9392639 -6.54 FALSE
253491_at  RNA lariat debranching enzyme --- AT4G31770 1.04 0.05 0.17 0.8663156 0.9392841 -6.54 FALSE
247016_at putative protein contains similarit --- AT5G66970 1.02 0.03 0.17 0.8664185 0.9393063 -6.54 FALSE
263775_at putative MYB family transcriptionCPC AT2G46410 1.02 0.03 0.17 0.8664077 0.9393063 -6.54 FALSE
249613_at  putative protein mDj10, Mus mus--- AT5G37380 -1.02 -0.04 -0.17 0.8666334 0.9393103 -6.54 FALSE
255498_at  putative vacuolar ATPase simila --- AT4G02620 -1.01 -0.02 -0.17 0.8666692 0.9393103 -6.54 FALSE
257322_at hypothetical protein AT2G07667--- 1.02 0.03 0.17 0.8666394 0.9393103 -6.54 FALSE
261452_s_ahypothetical protein predicted by --- --- -1.02 -0.03 -0.17 0.8665674 0.9393103 -6.54 FALSE
259796_at hypothetical protein predicted by --- --- -1.02 -0.03 -0.17 0.8666555 0.9393103 -6.54 FALSE
265992_at putative receptor-like protein kina--- AT2G24130 1.02 0.03 0.17 0.8664904 0.9393103 -6.54 FALSE
255050_at  putative protein hypothetical pro --- --- 1.03 0.04 0.17 0.8667839 0.93939 -6.54 FALSE
257858_at hypothetical protein predicted by --- AT3G12920 1.04 0.05 0.17 0.8674193 0.9398265 -6.54 TRUE
258468_at unknown protein predicted by ge --- AT3G06070 -1.05 -0.07 -0.17 0.8672979 0.9398265 -6.54 TRUE
256116_at unknown protein contains similar CPuORF55AT1G16858 // 1.02 0.03 0.17 0.8675163 0.9398265 -6.54 TRUE
246384_at  glutaredoxin, putative similar to g--- AT1G77370 1.02 0.02 0.17 0.8673779 0.9398265 -6.54 FALSE
250581_at  copine-like protein copine VII proBON2 AT5G07300 -1.02 -0.03 -0.17 0.8672929 0.9398265 -6.54 FALSE
252462_at  putative protein various predicte --- AT3G47250 1.02 0.03 0.17 0.8674972 0.9398265 -6.54 FALSE
245580_at hypothetical protein --- AT4G14820 1.03 0.04 0.17 0.8674594 0.9398265 -6.54 FALSE
252582_at putative protein several hypothet --- AT3G45530 -1.02 -0.03 -0.17 0.8674536 0.9398265 -6.54 FALSE
259010_at unknown protein contains helix-lo--- AT3G07340 1.03 0.05 0.17 0.8676447 0.9399209 -6.54 TRUE
257186_at hypothetical protein predicted by --- AT3G13130 1.02 0.03 0.17 0.8678994 0.9401522 -6.54 FALSE
262274_at  deaminase, putative similar to cyTADA AT1G68720 1.02 0.02 0.17 0.8679965 0.9402128 -6.54 FALSE
266094_at Expressed protein ; supported by--- AT2G37975 -1.02 -0.03 -0.17 0.8680727 0.9402507 -6.54 FALSE
257488_s_aputative RING-finger protein --- AT1G36950 // 1.01 0.02 0.17 0.868256 0.9404045 -6.54 FALSE
256682_at putative protein dihydrolipoamideLTA3 AT3G52200 1.02 0.02 0.17 0.8684604 0.9405366 -6.54 FALSE
257161_at hypothetical protein predicted by SMAP2 AT3G24280 -1.02 -0.03 -0.17 0.8684409 0.9405366 -6.54 FALSE
257265_at  PHD-finger protein, putative con --- AT3G14980 1.02 0.03 0.17 0.8686131 0.9406573 -6.54 FALSE
253673_at  putative protein putative phosph --- AT4G29530 1.02 0.03 0.17 0.8687461 0.9406673 -6.54 FALSE
258341_at unknown protein similar to centro--- AT3G22790 -1.06 -0.09 -0.17 0.8687067 0.9406673 -6.54 FALSE
249388_at  putative protein downy mildew re--- AT5G40090 -1.02 -0.03 -0.17 0.868668 0.9406673 -6.54 FALSE
261685_at  3-beta-hydroxysteroid dehydrogeAT3BETAHAT1G47290 -1.04 -0.06 -0.17 0.8688009 0.940682 -6.54 FALSE
263695_at  putative phosphoribosylglycinam--- AT1G31220 -1.02 -0.03 -0.17 0.8688542 0.9406951 -6.54 FALSE



259623_at hypothetical protein predicted by --- AT1G42700 1.02 0.03 0.17 0.8689473 0.9407512 -6.54 FALSE
261312_at putative NPK1-related protein kin--- AT1G05790 1.02 0.03 0.17 0.8690806 0.9408509 -6.54 FALSE
258060_at protein phosphatase 2A regulato ATB' DELTAAT3G26030 1.02 0.02 0.17 0.8695392 0.9413027 -6.54 FALSE
262119_s_a glutathione S-transferase, putativATGSTF6 AT1G02920 // -1.07 -0.09 -0.17 0.8697714 0.9413809 -6.54 TRUE
263275_at putative methylmalonate semi-aldALDH6B2 AT2G14170 1.03 0.04 0.17 0.870097 0.9413809 -6.54 FALSE
258980_at putative reversibly glycosylatableRGP3 AT3G08900 1.02 0.03 0.17 0.869752 0.9413809 -6.54 FALSE
253938_at  putative homeodomain protein h --- AT4G26920 1.02 0.03 0.17 0.8699181 0.9413809 -6.54 FALSE
263623_at hypothetical protein predicted by --- AT2G04860 -1.02 -0.02 -0.17 0.8698763 0.9413809 -6.54 FALSE
254874_at  putative protein beta-phosphoglu--- AT4G11570 1.03 0.04 0.17 0.8700958 0.9413809 -6.54 FALSE
252704_at  putative protein KIAA0161 gene --- AT3G43750 1.02 0.03 0.17 0.8698055 0.9413809 -6.54 FALSE
258506_at hypothetical protein predicted by --- AT3G06520 -1.03 -0.04 -0.17 0.8701067 0.9413809 -6.54 FALSE
254124_at hypothetical protein  ; supported --- AT4G24500 -1.02 -0.03 -0.17 0.8698249 0.9413809 -6.54 FALSE
259731_at unknown protein similar to unkno--- AT1G77460 1.04 0.06 0.17 0.8697241 0.9413809 -6.54 FALSE
248825_at  ATP synthase delta chain, mitoc --- AT5G47030 -1.02 -0.03 -0.17 0.8700366 0.9413809 -6.54 FALSE
248090_at putative protein contains similarit MAPKKK15AT5G55090 1.01 0.02 0.17 0.8699914 0.9413809 -6.54 FALSE
247954_at beta-galactosidase (emb|CAB647BGAL4 AT5G56870 -1.02 -0.03 -0.17 0.8702357 0.9413865 -6.54 TRUE
264945_at  MADS-box protein (MADS2), pu MAF1 AT1G77080 -1.04 -0.06 -0.17 0.8702087 0.9413865 -6.54 FALSE
257997_at hypothetical protein similar to hyp--- AT3G27500 1.02 0.02 0.17 0.8701568 0.9413865 -6.54 FALSE
246778_at mevalonate kinase  supported byMK AT5G27450 1.02 0.03 0.17 0.8705883 0.9414872 -6.54 FALSE
254340_at  putative protein hypothetical pro --- AT4G22120 1.04 0.06 0.17 0.8705042 0.9414872 -6.54 FALSE
265754_x_aEn/Spm transposon protein (mos--- --- 1.02 0.02 0.17 0.8705766 0.9414872 -6.54 FALSE
257657_at Expressed protein ; supported by--- AT3G13235 -1.02 -0.02 -0.17 0.8706403 0.9414872 -6.54 FALSE
254896_at MADS-box protein AGL14 AGL14 AT4G11880 1.02 0.02 0.17 0.8706142 0.9414872 -6.54 FALSE
247920_at putative protein contains similarit --- AT5G57670 -1.02 -0.03 -0.17 0.870659 0.9414872 -6.54 FALSE
254165_at  putative protein hypothetical pro --- AT4G24330 -1.03 -0.04 -0.17 0.8704829 0.9414872 -6.54 FALSE
246658_at  putative protein predicted protein--- --- 1.02 0.03 0.17 0.8705541 0.9414872 -6.54 FALSE
266769_s_aputative reverse transcriptase --- --- -1.02 -0.03 -0.17 0.8708491 0.9416481 -6.54 FALSE
261605_at  CDPK-related protein kinase, pu--- AT1G49580 -1.02 -0.03 -0.17 0.8710176 0.9416518 -6.54 FALSE
252194_at  putative tyrosine phosphatase phATPEN3 AT3G50110 -1.02 -0.03 -0.17 0.870948 0.9416518 -6.54 FALSE
254246_at  protein kinase - like protein rece EMB1290 AT4G23250 1.02 0.02 0.17 0.8710087 0.9416518 -6.54 FALSE
259183_at hypothetical protein similar to put--- AT3G01580 -1.03 -0.04 -0.17 0.8709 0.9416518 -6.54 FALSE
263547_at hypothetical protein predicted by --- AT2G21680 1.02 0.03 0.17 0.8710971 0.9416522 -6.54 FALSE
257496_s_ahypothetical protein predicted by --- AT2G43730 // 1.02 0.03 0.17 0.8711005 0.9416522 -6.54 FALSE
251344_at putative protein beige-like protein--- AT3G60920 1.02 0.03 0.17 0.8712613 0.9417368 -6.54 FALSE
258237_at myb protein identical to ATMYB3ATMYB21 AT3G27810 1.02 0.03 0.17 0.8712419 0.9417368 -6.54 FALSE



256369_at hypothetical protein predicted by --- AT1G66790 // 1.01 0.02 0.17 0.8713919 0.9418332 -6.54 FALSE
264650_at putative transcription factor Simil NF-YC9 AT1G08970 -1.02 -0.03 -0.17 0.8716436 0.9419714 -6.54 FALSE
265302_at Mutator-like transposase similar t--- --- 1.02 0.02 0.17 0.8716074 0.9419714 -6.54 FALSE
249157_at unknown protein --- AT5G43510 // 1.02 0.02 0.17 0.8715877 0.9419714 -6.54 FALSE
257595_at hypothetical protein predicted by --- AT3G24750 1.02 0.03 0.17 0.8717948 0.9420901 -6.54 FALSE
254517_at  putative protein conserved hypo --- AT4G20310 -1.02 -0.03 -0.17 0.871929 0.9421459 -6.54 FALSE
264303_s_a E2, ubiquitin-conjugating enzym UBC35 AT1G16890 // 1.02 0.03 0.17 0.8719055 0.9421459 -6.54 FALSE
248011_at S-adenosyl-L-methionine:salicylicGAMT2 AT5G56300 1.01 0.02 0.17 0.8719709 0.9421466 -6.54 FALSE
253109_at  putative protein predicted proteinMCA1 AT4G35920 -1.04 -0.05 -0.17 0.8720774 0.9422081 -6.54 TRUE
258783_at unknown protein --- AT3G11760 -1.02 -0.03 -0.17 0.8723541 0.9422081 -6.54 FALSE
260459_at hypothetical protein predicted by --- AT1G68240 1.02 0.03 0.17 0.8722496 0.9422081 -6.54 FALSE
263941_at unknown protein --- --- -1.02 -0.03 -0.17 0.8721184 0.9422081 -6.54 FALSE
255272_at putative protein (ubiquitin like) to --- AT4G05270 -1.02 -0.02 -0.17 0.8721761 0.9422081 -6.54 FALSE
258579_s_agermin-like protein contains Pfam--- AT3G04180 // 1.02 0.02 0.17 0.8723583 0.9422081 -6.54 FALSE
252772_at hypothetical protein --- --- 1.02 0.03 0.17 0.8723397 0.9422081 -6.54 FALSE
262255_at hypothetical protein similar to hyp--- AT1G53790 -1.02 -0.02 -0.17 0.8722975 0.9422081 -6.54 FALSE
267566_at unknown protein predicted by ge --- AT2G30760 1.01 0.02 0.17 0.8728567 0.942434 -6.54 FALSE
244942_at hypothetical protein --- --- 1.02 0.02 0.17 0.8728422 0.942434 -6.54 FALSE
260170_at putative sucrose transport proteinSUC5 AT1G71890 1.03 0.04 0.17 0.8726979 0.942434 -6.54 FALSE
258208_at putative acetyltransferase similar --- AT3G13930 1.03 0.04 0.17 0.8728096 0.942434 -6.54 FALSE
263777_at putative cyclic nucleotide-regulat ATCNGC12AT2G46450 -1.08 -0.11 -0.17 0.8727303 0.942434 -6.54 FALSE
246165_at putative protein --- --- 1.02 0.02 0.17 0.8727771 0.942434 -6.54 FALSE
247200_at unknown protein  ;supported by f --- AT5G65120 1.02 0.03 0.17 0.8727303 0.942434 -6.54 FALSE
261183_at hypothetical protein predicted by EMB2756 AT1G34550 -1.02 -0.03 -0.17 0.8730367 0.9425426 -6.54 FALSE
249205_at cycloartenol synthase MRN1 AT5G42600 1.03 0.05 0.17 0.8730399 0.9425426 -6.54 FALSE
257830_at MutT-like protein contains Pfam pATNUDX13AT3G26690 -1.04 -0.05 -0.17 0.8730855 0.9425472 -6.54 FALSE
262300_at  ripening-induced protein, putativ --- AT1G70870 -1.01 -0.02 -0.17 0.873141 0.9425625 -6.54 FALSE
248608_at ATP citrate lyase  ; supported by ACLB-2 AT5G49460 -1.02 -0.03 -0.17 0.8732208 0.9425989 -6.54 TRUE
257037_at  nuclear acid binding protein, put ATRBP47B AT3G19130 -1.04 -0.05 -0.17 0.8732574 0.9425989 -6.54 FALSE
255743_at unknown protein ; supported by c--- AT1G25375 -1.02 -0.03 -0.17 0.8734901 0.9428055 -6.54 FALSE
261939_at  cytochrome c oxidase subunit, pCOX6B AT1G22450 -1.03 -0.04 -0.17 0.8735641 0.9428408 -6.54 FALSE
252970_at small auxin up RNA (SAUR-AC1 SAUR15 AT4G38850 -1.03 -0.05 -0.17 0.8736842 0.9429257 -6.54 TRUE
245000_at hypothetical protein --- --- 1.02 0.03 0.16 0.8738329 0.942997 -6.54 FALSE
249005_at terpene cyclase/synthase --- AT5G44630 -1.01 -0.02 -0.16 0.873817 0.942997 -6.54 FALSE
246378_at  integral membrane protein, puta --- AT1G57620 -1.02 -0.02 -0.16 0.8739757 0.9431066 -6.54 FALSE



246763_at NHE1 Na+/H+ exchanger  ; suppNHX1 AT5G27150 1.03 0.04 0.16 0.8740873 0.9431824 -6.54 FALSE
250913_at  3-deoxy-D-manno-octulosonic a --- AT5G03770 -1.02 -0.02 -0.16 0.8741878 0.9432462 -6.54 FALSE
266873_at putative PREG1-like negative regCYCP4;1 AT2G44740 1.07 0.09 0.16 0.8747552 0.9432778 -6.54 TRUE
261363_at  pectinesterase, putative similar tSKS6 AT1G41830 1.12 0.17 0.16 0.8747076 0.9432778 -6.54 FALSE
257444_at hypothetical protein predicted by --- AT2G12550 -1.02 -0.03 -0.16 0.874842 0.9432778 -6.54 FALSE
260680_s_a GATA transcription factor 3, puta--- AT1G08000 // -1.02 -0.02 -0.16 0.8743461 0.9432778 -6.54 FALSE
256165_at hypothetical protein predicted by --- AT1G48780 -1.02 -0.03 -0.16 0.8743693 0.9432778 -6.54 FALSE
257420_at hypothetical protein predicted by --- AT1G77250 -1.02 -0.03 -0.16 0.8745852 0.9432778 -6.54 FALSE
266915_at hypothetical protein predicted by --- AT2G45870 -1.02 -0.02 -0.16 0.8749377 0.9432778 -6.54 FALSE
266096_at putative vacuolar protein sorting- VCL1 AT2G38020 1.02 0.02 0.16 0.8742889 0.9432778 -6.54 FALSE
258145_at  integral membrane protein, puta --- AT3G18200 -1.02 -0.03 -0.16 0.8749544 0.9432778 -6.54 FALSE
263195_at  non-specific lipid transfer protein--- AT1G36150 1.03 0.04 0.16 0.8749341 0.9432778 -6.54 FALSE
262069_at hypothetical protein similar to SN--- AT1G80090 -1.02 -0.03 -0.16 0.8748725 0.9432778 -6.54 FALSE
248131_at unknown protein --- AT5G54830 -1.04 -0.05 -0.16 0.8749338 0.9432778 -6.54 FALSE
259153_at unknown protein  ;supported by f --- AT3G10250 -1.02 -0.03 -0.16 0.8745295 0.9432778 -6.54 FALSE
245519_at retrotransposon like protein --- --- -1.01 -0.02 -0.16 0.8749615 0.9432778 -6.54 FALSE
252196_at  putative protein predicted protein--- AT3G50200 1.02 0.04 0.16 0.8744487 0.9432778 -6.54 FALSE
248214_at putative protein similar to unknow--- AT5G53670 1.03 0.04 0.16 0.8743843 0.9432778 -6.54 FALSE
249226_at GDSL-motif lipase/hydrolase-like --- AT5G42170 -1.02 -0.02 -0.16 0.8747486 0.9432778 -6.54 FALSE
245157_at putative polygalacturonase --- AT2G33160 -1.02 -0.02 -0.16 0.8747146 0.9432778 -6.54 FALSE
245834_at  transposon protein, putative sim --- --- -1.02 -0.02 -0.16 0.8750682 0.9433482 -6.54 FALSE
246469_at  putative protein predicted protein--- AT5G17070 1.02 0.02 0.16 0.8751749 0.9434187 -6.54 FALSE
263642_at putative fimbrin --- AT2G04750 -1.02 -0.02 -0.16 0.8754231 0.9435457 -6.54 FALSE
250295_at putative protein NEF1 AT5G13390 -1.02 -0.03 -0.16 0.875471 0.9435457 -6.54 FALSE
257995_at  putative monosaccharide transp --- AT3G19940 -1.02 -0.03 -0.16 0.8754608 0.9435457 -6.54 FALSE
255954_at hypothetical protein predicted by emb2204 AT1G22090 -1.02 -0.03 -0.16 0.8754797 0.9435457 -6.54 FALSE
246320_at unknown protein --- AT1G16560 -1.03 -0.04 -0.16 0.8754995 0.9435457 -6.54 FALSE
252517_at  receptor-like protein kinase hom --- AT3G46340 1.02 0.03 0.16 0.8756831 0.9436989 -6.54 FALSE
245077_at hypothetical protein predicted by --- AT2G23160 1.03 0.04 0.16 0.8757695 0.9437137 -6.54 FALSE
267390_at putative beta-glucosidase BGLU29 AT2G44470 -1.02 -0.02 -0.16 0.8757796 0.9437137 -6.54 FALSE
261743_s_a protein serine/threonine phosphaBSL2 AT1G08420 // -1.02 -0.03 -0.16 0.8758317 0.9437253 -6.54 FALSE
250876_at hypothetical protein --- AT5G04030 -1.02 -0.02 -0.16 0.8759743 0.9437452 -6.54 FALSE
266659_at putative poly(A) polymerase  ; su --- AT2G25850 1.02 0.03 0.16 0.8759418 0.9437452 -6.54 FALSE
258870_at putative NADP-dependent oxidor--- AT3G03080 -1.02 -0.03 -0.16 0.8759647 0.9437452 -6.54 FALSE
256523_at unknown protein ;supported by fu--- AT1G66070 -1.02 -0.03 -0.16 0.8760313 0.9437621 -6.54 FALSE



262218_at hypothetical protein contains sim --- AT1G74770 1.03 0.04 0.16 0.8761308 0.9438247 -6.54 FALSE
258339_at putative dynein light chain protein--- AT3G16120 -1.01 -0.02 -0.16 0.8762198 0.9438314 -6.54 FALSE
259850_at hypothetical protein predicted by --- AT1G72240 -1.03 -0.04 -0.16 0.8761871 0.9438314 -6.54 FALSE
263586_at unknown protein predicted by ge --- AT2G25350 1.03 0.04 0.16 0.8763572 0.9439349 -6.54 FALSE
261850_at hypothetical protein predicted by --- AT1G50470 -1.03 -0.04 -0.16 0.8765242 0.9440701 -6.54 FALSE
252933_at  putative receptor-like protein kin --- AT4G39110 -1.02 -0.03 -0.16 0.8767104 0.9441369 -6.54 FALSE
257630_at  cytochrome P450, putative similaCYP71B16 AT3G26150 1.02 0.02 0.16 0.8766512 0.9441369 -6.54 FALSE
257916_at unknown protein similar to hypoth--- AT3G23210 1.03 0.04 0.16 0.876692 0.9441369 -6.54 FALSE
246863_at  nodulin - like protein early noduli--- AT5G25940 1.04 0.06 0.16 0.8772779 0.944273 -6.54 FALSE
250795_at RING zinc finger protein-like CPuORF64AT5G05280 // -1.02 -0.03 -0.16 0.8772433 0.944273 -6.54 FALSE
264539_at hypothetical protein predicted by --- AT1G55590 1.02 0.03 0.16 0.8770186 0.944273 -6.54 FALSE
254579_at hypothetical protein  ;supported b--- AT4G19400 1.02 0.03 0.16 0.877276 0.944273 -6.54 FALSE
250183_at  putative protein various predicte --- AT5G14510 -1.03 -0.04 -0.16 0.8769237 0.944273 -6.54 FALSE
267486_at putative protein kinase contains aAPK2B AT2G02800 1.03 0.04 0.16 0.8771141 0.944273 -6.54 FALSE
263820_at hypothetical protein predicted by --- --- -1.03 -0.04 -0.16 0.8772274 0.944273 -6.54 FALSE
255039_at calmodulin-domain protein kinaseCPK4 AT4G09570 1.02 0.03 0.16 0.8772392 0.944273 -6.54 FALSE
256658_at unknown protein --- AT3G12010 // 1.02 0.02 0.16 0.8772921 0.944273 -6.54 FALSE
265201_at unknown protein --- AT2G36810 1.01 0.02 0.16 0.8772688 0.944273 -6.54 FALSE
261382_at hypothetical protein contains sim CVP2 AT1G05470 1.02 0.03 0.16 0.8769784 0.944273 -6.54 FALSE
249429_at putative protein --- AT5G39880 -1.01 -0.02 -0.16 0.8774833 0.9443897 -6.54 FALSE
250169_at  putative protein many predicted --- AT5G15340 1.03 0.04 0.16 0.877469 0.9443897 -6.54 FALSE
260447_at hypothetical protein similar to N-t --- AT1G72410 1.02 0.02 0.16 0.8775804 0.9444495 -6.54 FALSE
256713_at putative peroxidase --- AT2G34060 -1.03 -0.04 -0.16 0.8776781 0.9445102 -6.54 TRUE
259995_at  putative golgi transport complex --- AT1G67930 -1.02 -0.03 -0.16 0.877814 0.9445712 -6.54 TRUE
253333_at 2-dehydro-3-deoxyphosphoheptoDHS2 AT4G33510 1.02 0.03 0.16 0.8778591 0.9445712 -6.54 FALSE
262212_at  response regulator 7, putative si ARR15 AT1G74890 -1.02 -0.04 -0.16 0.8778352 0.9445712 -6.54 FALSE
263382_at putative anthranilate N-hydroxyci --- AT2G40230 1.02 0.03 0.16 0.8779018 0.9445727 -6.54 TRUE
257241_at hypothetical protein contains Pfa --- AT3G24210 -1.02 -0.03 -0.16 0.8780565 0.9446946 -6.54 FALSE
256732_at hypothetical protein predicted by --- --- 1.02 0.02 0.16 0.8780997 0.9446964 -6.54 FALSE
255265_at  kinesin - like protein kinesin like ATK5 AT4G05190 -1.02 -0.03 -0.16 0.8782727 0.944838 -6.54 FALSE
261941_at hypothetical protein contains sim --- AT1G22490 -1.04 -0.06 -0.16 0.878355 0.944882 -6.54 FALSE
261210_at  vacuolar ATP synthase subunit CDET3 AT1G12840 -1.01 -0.02 -0.16 0.8784046 0.9448908 -6.54 FALSE
246178_s_aputative protein predicted protein --- --- -1.02 -0.03 -0.16 0.8785543 0.9450072 -6.54 FALSE
258872_at  hypothetical protein similar to L1HDG8 AT3G03260 -1.03 -0.04 -0.16 0.8787525 0.9451758 -6.54 FALSE
258443_at unknown protein --- AT3G22290 1.02 0.03 0.16 0.87887 0.9452577 -6.54 FALSE



260703_at  syntaxin, putative similar to syntaATSYP24 AT1G32270 1.01 0.02 0.16 0.8789147 0.9452612 -6.54 FALSE
251728_at cysteine-tRNA ligase-like protein --- AT3G56300 -1.02 -0.03 -0.16 0.8789683 0.9452743 -6.54 FALSE
247515_at  ABC family transporter - like protATH14 AT5G61740 1.01 0.02 0.16 0.8790475 0.9453149 -6.54 FALSE
245174_at putative kinesin heavy chain --- AT2G47500 -1.03 -0.05 -0.16 0.8791306 0.9453596 -6.54 FALSE
247179_at putative protein contains similarit --- AT5G65320 -1.02 -0.02 -0.16 0.8791989 0.9453885 -6.54 FALSE
266628_at unknown protein --- AT2G35330 -1.02 -0.02 -0.16 0.8795159 0.9456402 -6.54 FALSE
261870_at  nuclear transport factor 2, putativNTL AT1G11570 -1.02 -0.03 -0.16 0.8794952 0.9456402 -6.54 FALSE
251967_at  putative protein DMR-N9 PROTE--- AT3G53390 1.02 0.02 0.16 0.8795716 0.9456555 -6.54 FALSE
251215_at  putative protein region within dis --- AT3G62510 1.02 0.03 0.16 0.8796241 0.9456674 -6.54 FALSE
262870_at  alcohol dehydrogenase, putative--- AT1G64710 -1.07 -0.09 -0.16 0.8797456 0.9457142 -6.54 FALSE
267075_at putative bZIP transcription factor EEL AT2G41070 1.02 0.02 0.16 0.8797506 0.9457142 -6.54 FALSE
249394_at  putative protein predicted protein--- AT5G40180 1.01 0.02 0.16 0.8798175 0.9457416 -6.54 FALSE
259904_at hypothetical protein predicted by --- AT1G74150 -1.02 -0.03 -0.16 0.8798703 0.9457538 -6.54 FALSE
256526_at  disease resistance protein, putat--- AT1G66090 -1.02 -0.03 -0.16 0.8799713 0.9457733 -6.54 FALSE
266118_at protease inhibitor II  ; supported bLCR68 AT2G02130 1.05 0.07 0.16 0.8799536 0.9457733 -6.54 FALSE
253685_at  putative protein nucleotide pyrop--- AT4G29710 -1.02 -0.02 -0.16 0.8800303 0.945792 -6.54 FALSE
256082_at hypothetical protein predicted by --- AT1G20720 1.03 0.05 0.16 0.8801015 0.9458241 -6.54 FALSE
267169_at putative oxidoreductase --- AT2G37540 1.04 0.05 0.16 0.8802522 0.9458339 -6.54 TRUE
245938_at  putative protein protein phospha--- AT5G19680 -1.02 -0.03 -0.16 0.8802814 0.9458339 -6.54 FALSE
261466_at hypothetical protein predicted by --- AT1G07690 1.02 0.03 0.16 0.8803059 0.9458339 -6.54 FALSE
246129_at  putative protein predicted protein--- --- -1.01 -0.02 -0.16 0.880318 0.9458339 -6.54 FALSE
262243_at hypothetical protein predicted by --- --- -1.02 -0.03 -0.16 0.8802057 0.9458339 -6.54 FALSE
252641_at  putative protein predicted protein--- AT3G44570 1.02 0.02 0.16 0.8803978 0.9458751 -6.54 FALSE
264395_at putative GDP-dissociation inhibito--- AT1G12070 1.02 0.03 0.16 0.8804439 0.94588 -6.54 FALSE
247049_at putative protein similar to unknow--- AT5G66440 -1.08 -0.12 -0.16 0.8806735 0.9460822 -6.54 FALSE
255780_at hypothetical protein contains Pfa GAUT11 AT1G18580 1.02 0.03 0.16 0.8807172 0.9460845 -6.54 FALSE
265065_at putative phytochelatin synthase ATPCS2 AT1G03980 -1.02 -0.02 -0.16 0.8808127 0.9461425 -6.54 FALSE
262174_at putative GDP-mannose pyrophos--- AT1G74910 -1.02 -0.03 -0.16 0.8809007 0.9461926 -6.54 TRUE
260761_at hypothetical protein predicted by --- AT1G49150 1.03 0.04 0.16 0.8809568 0.946208 -6.54 FALSE
252384_at  ABC-type transport protein-like pATH7 AT3G47790 -1.01 -0.02 -0.16 0.880998 0.946208 -6.54 FALSE
256378_at  receptor protein kinase, putative --- AT1G66830 1.02 0.02 0.16 0.8810493 0.9462185 -6.54 FALSE
249551_at  putative protein predicted protein--- AT5G38220 -1.02 -0.03 -0.16 0.8811778 0.9462312 -6.54 FALSE
252260_at putative protein several hypothet --- AT3G49480 1.02 0.04 0.16 0.8811856 0.9462312 -6.54 FALSE
266637_at hypothetical protein  ;supported bBRXL1 AT2G35600 1.03 0.04 0.16 0.8811135 0.9462312 -6.54 FALSE
262649_at unknown protein contains similar --- AT1G14040 1.05 0.07 0.16 0.8813596 0.9462931 -6.54 TRUE



257970_at putative sucrose cleavage protein--- AT3G27570 1.02 0.03 0.15 0.8813705 0.9462931 -6.54 FALSE
262997_at  disease resistance protein, putatRPP27 AT1G54470 -1.01 -0.02 -0.15 0.8814092 0.9462931 -6.54 FALSE
265607_at hypothetical protein predicted by --- AT2G25370 -1.02 -0.02 -0.16 0.8813501 0.9462931 -6.54 FALSE
259954_at  cytochrome P450, putative similaCYP721A1 AT1G75130 -1.03 -0.04 -0.15 0.8814688 0.9463126 -6.54 FALSE
255061_at putative protein disulfide isomeraATAPRL6 AT4G08930 -1.01 -0.02 -0.15 0.8815424 0.9463471 -6.54 FALSE
249689_at putative protein similar to unknow--- AT5G36190 -1.01 -0.02 -0.15 0.8816118 0.946377 -6.54 FALSE
258100_at unknown protein --- AT3G23550 1.09 0.13 0.15 0.881659 0.9463831 -6.54 FALSE
249538_at  kanadaptin - like protein unname--- AT5G38840 1.02 0.02 0.15 0.8819604 0.946436 -6.54 FALSE
250152_at  putative protein predicted protein--- AT5G15120 -1.02 -0.02 -0.15 0.882121 0.946436 -6.54 FALSE
255517_at  putative endo-1,4-beta glucanasAtGH9B13 AT4G02290 -1.02 -0.03 -0.15 0.8820425 0.946436 -6.54 FALSE
263178_at hypothetical protein predicted by --- AT1G05550 -1.02 -0.03 -0.15 0.8818982 0.946436 -6.54 FALSE
252259_at  putative protein acidic ribosomal --- AT3G49460 -1.03 -0.04 -0.15 0.8821189 0.946436 -6.54 FALSE
249882_at putative protein contains similarit --- AT5G22890 -1.01 -0.02 -0.15 0.8819475 0.946436 -6.54 FALSE
253375_at hypothetical protein --- AT4G33280 -1.02 -0.02 -0.15 0.8821232 0.946436 -6.54 FALSE
255229_at  F-box protein family, AtFBL22 co--- AT4G05490 -1.01 -0.02 -0.15 0.8819646 0.946436 -6.54 FALSE
266090_at unknown protein --- AT2G38000 1.02 0.03 0.15 0.8819753 0.946436 -6.54 FALSE
253078_at  putative receptor protein kinase --- AT4G36180 1.03 0.04 0.15 0.8820882 0.946436 -6.54 FALSE
256841_x_ahypothetical protein predicted by --- --- 1.03 0.04 0.15 0.8822286 0.9465046 -6.54 FALSE
258073_at  putative auxin-resistance protein--- AT3G25880 -1.02 -0.02 -0.15 0.882425 0.9466052 -6.54 FALSE
255515_at  putative pistil-specific protein sim--- AT4G02250 1.02 0.02 0.15 0.8825624 0.9466052 -6.54 FALSE
258567_at apyrase (Atapy1) identical to apyATAPY1 AT3G04080 -1.02 -0.03 -0.15 0.8825706 0.9466052 -6.54 FALSE
246526_at  putative protein RXF26 - ArabidoGLIP7 AT5G15720 1.02 0.02 0.15 0.8824733 0.9466052 -6.54 FALSE
257581_s_a RAV-like DNA-binding protein, p --- AT1G50680 // -1.01 -0.02 -0.15 0.8825714 0.9466052 -6.54 FALSE
265851_at hypothetical protein predicted by --- AT2G42340 -1.02 -0.03 -0.15 0.8823904 0.9466052 -6.54 FALSE
260059_at  trehalose-6-phosphate phosphatATTPPB AT1G78090 1.03 0.04 0.15 0.8826445 0.9466391 -6.54 FALSE
266939_at plasma membrane proton ATPasAHA1 AT2G18960 -1.01 -0.02 -0.15 0.8827761 0.9466467 -6.54 FALSE
267479_at hypothetical protein --- AT2G02690 -1.01 -0.02 -0.15 0.8827374 0.9466467 -6.54 FALSE
248086_at putative protein similar to unknowGEX1 AT5G55490 -1.01 -0.02 -0.15 0.8827211 0.9466467 -6.54 FALSE
253891_at putative protein  ;supported by fu --- AT4G27720 -1.04 -0.05 -0.15 0.8832244 0.9467003 -6.54 TRUE
258719_at putative pectate lyase simliar to p--- AT3G09540 -1.04 -0.06 -0.15 0.8829445 0.9467003 -6.54 TRUE
260501_at unknown protein  ; supported by --- AT2G41770 -1.02 -0.03 -0.15 0.8830807 0.9467003 -6.54 TRUE
256112_at  guanine nucleotide regulatory prATRABA1BAT1G16920 1.05 0.07 0.15 0.8832411 0.9467003 -6.54 TRUE
246918_at  putative protein hypothetical pro --- AT5G25340 1.02 0.03 0.15 0.8829553 0.9467003 -6.54 FALSE
264576_at unknown protein Similar to Arabid--- AT1G05360 -1.02 -0.02 -0.15 0.8831964 0.9467003 -6.54 FALSE
264348_at putative NPK1-related protein kinNRT1.1 AT1G12110 1.10 0.14 0.15 0.8831889 0.9467003 -6.54 FALSE



249599_at  putative protein AtPP protein, Br --- AT5G37990 1.02 0.03 0.15 0.8832178 0.9467003 -6.54 FALSE
255295_at putative sugar transporter --- AT4G04760 1.02 0.02 0.15 0.8830514 0.9467003 -6.54 FALSE
255049_at gibberellin-regulated protein GASGASA2 AT4G09610 1.01 0.02 0.15 0.8830735 0.9467003 -6.54 FALSE
266069_at putative RING zinc finger protein MEE16 AT2G18650 -1.03 -0.04 -0.15 0.8834723 0.9468796 -6.54 FALSE
265918_at putative fatty acid elongase KCS8 AT2G15090 -1.07 -0.10 -0.15 0.8834914 0.9468796 -6.54 FALSE
253367_at hypothetical protein --- AT4G33180 -1.03 -0.04 -0.15 0.8835695 0.9469188 -6.54 FALSE
254590_at hypothetical protein --- AT4G18860 1.02 0.02 0.15 0.8836572 0.9469683 -6.54 FALSE
261200_at  60S ribosomal protein L27a, put --- AT1G12960 1.02 0.02 0.15 0.8837575 0.9470313 -6.54 FALSE
245224_at gene_id:K17E7.8~unknown prote--- AT3G29796 -1.01 -0.02 -0.15 0.8838367 0.9470717 -6.54 FALSE
259325_at unknown protein --- AT3G05320 -1.11 -0.15 -0.15 0.8840587 0.9472206 -6.54 FALSE
256474_at unknown protein --- --- 1.02 0.03 0.15 0.8840395 0.9472206 -6.54 FALSE
258217_at unknown protein contains Pfam pXPL1 AT3G17998 // -1.03 -0.04 -0.15 0.8841171 0.9472387 -6.54 FALSE
261666_at hypothetical protein contains sim --- AT1G18440 1.02 0.03 0.15 0.8844698 0.9475721 -6.54 FALSE
256884_at hypothetical protein contains Pfa --- AT3G15200 -1.03 -0.04 -0.15 0.8845671 0.9476318 -6.54 FALSE
257556_at hypothetical protein predicted by --- AT3G28100 1.04 0.06 0.15 0.8847318 0.9477192 -6.54 TRUE
257421_at hypothetical protein predicted by --- AT1G12030 1.03 0.04 0.15 0.8847244 0.9477192 -6.54 FALSE
261105_at unknown protein ;supported by fuNRS/ER AT1G63000 -1.02 -0.03 -0.15 0.8848524 0.9477333 -6.54 FALSE
254130_at MADS-box protein AGL24  ; suppAGL24 AT4G24540 -1.03 -0.04 -0.15 0.8848259 0.9477333 -6.54 FALSE
264691_s_aputative reverse transcriptase --- --- 1.02 0.02 0.15 0.8848696 0.9477333 -6.54 FALSE
263983_at unknown protein  ;supported by f --- AT2G42780 -1.01 -0.02 -0.15 0.8849358 0.9477545 -6.54 FALSE
263444_at putative MADS-box protein AGL46 AT2G28700 1.02 0.03 0.15 0.8849725 0.9477545 -6.54 FALSE
252132_at  putative LEA protein Picea glauc--- AT3G50790 1.03 0.05 0.15 0.8852598 0.9479287 -6.54 FALSE
248865_at putative protein similar to unknow--- AT5G46790 -1.02 -0.03 -0.15 0.8852386 0.9479287 -6.54 FALSE
267469_at unknown protein  ; supported by WRKY21 AT2G30590 -1.02 -0.03 -0.15 0.8851977 0.9479287 -6.54 FALSE
246044_at calcium-dependent protein kinaseCDPK19 AT5G19450 -1.02 -0.03 -0.15 0.8853124 0.9479405 -6.54 FALSE
254484_at hypothetical protein --- AT4G20760 -1.02 -0.02 -0.15 0.8853733 0.9479612 -6.54 TRUE
263080_at hypothetical protein predicted by --- --- -1.02 -0.03 -0.15 0.8854501 0.9479989 -6.54 FALSE
264126_at hypothetical protein predicted by NUA AT1G79280 1.01 0.02 0.15 0.8855923 0.9481067 -6.54 FALSE
258717_at unknown protein  ; supported by SYP71 AT3G09740 -1.01 -0.02 -0.15 0.8856479 0.9481217 -6.54 FALSE
258178_at hypothetical protein predicted by --- AT3G21680 -1.01 -0.02 -0.15 0.8857761 0.9482145 -6.54 FALSE
255232_at  putative protein phosphatidylinosAGD13 AT4G05330 1.02 0.03 0.15 0.8859486 0.9482326 -6.54 TRUE
263033_s_aunknown protein ; supported by f --- AT1G23950 // -1.03 -0.04 -0.15 0.8859283 0.9482326 -6.54 FALSE
258231_at hypothetical protein contains Pfa RCK AT3G27730 1.01 0.02 0.15 0.8859594 0.9482326 -6.54 FALSE
264068_at putative homeodomain transcript BLH8 AT2G27990 -1.03 -0.05 -0.15 0.8859375 0.9482326 -6.54 FALSE
254290_at hypothetical protein --- AT4G23000 -1.02 -0.04 -0.15 0.8860356 0.9482697 -6.54 FALSE



255413_at putative alcohol dehydrogenase s--- AT4G03140 -1.02 -0.03 -0.15 0.8861577 0.9483446 -6.54 FALSE
267375_at G protein alpha subunit 1 (GPA1 GP ALPHA AT2G26300 -1.02 -0.03 -0.15 0.8861888 0.9483446 -6.54 FALSE
267290_at putative SET-domain transcriptio --- AT2G23740 1.02 0.03 0.15 0.8866386 0.9486931 -6.54 FALSE
263194_at  AP2 domain transcription factor, --- AT1G36060 -1.03 -0.04 -0.15 0.8865652 0.9486931 -6.54 FALSE
262036_at  ATP-dependent RNA helicase, p--- AT1G35530 -1.02 -0.03 -0.15 0.8866392 0.9486931 -6.54 FALSE
247841_at  putative protein predicted proteinATFIP1[V] AT5G58040 1.02 0.03 0.15 0.8868206 0.9488427 -6.54 FALSE
251968_at  putative protein proline-rich prote--- AT3G53100 1.02 0.03 0.15 0.887162 0.9489025 -6.54 FALSE
248006_at unknown protein HAP8 AT5G56250 1.02 0.02 0.15 0.8872287 0.9489025 -6.54 FALSE
252618_at lipoxygenase AtLOX2  ; supporteLOX2 AT3G45140 -1.02 -0.03 -0.15 0.8869613 0.9489025 -6.54 FALSE
248376_at unknown protein ; supported by f --- AT5G51880 -1.02 -0.02 -0.15 0.8869518 0.9489025 -6.54 FALSE
260470_at hypothetical protein predicted by --- AT1G11120 -1.02 -0.03 -0.15 0.8872483 0.9489025 -6.54 FALSE
253687_at putative protein  ;supported by fu --- AT4G29520 1.08 0.11 0.15 0.8870428 0.9489025 -6.54 FALSE
246670_at putative protein --- AT5G30520 1.02 0.03 0.15 0.8871865 0.9489025 -6.54 FALSE
259243_at  unknown protein similar to unkno--- AT3G07565 1.01 0.02 0.15 0.8871996 0.9489025 -6.54 FALSE
264739_at hypothetical protein predicted by --- AT1G62260 1.02 0.03 0.15 0.8872509 0.9489025 -6.54 FALSE
257283_at hypothetical protein predicted by --- AT3G29750 1.01 0.02 0.15 0.8876133 0.9492011 -6.54 FALSE
257582_at hypothetical protein --- AT1G50720 -1.01 -0.02 -0.15 0.8875995 0.9492011 -6.54 FALSE
259067_at  F-box protein family, AtFBL12 co--- AT3G07550 -1.01 -0.02 -0.15 0.8877006 0.9492322 -6.54 FALSE
257390_x_ahypothetical protein predicted by --- --- -1.02 -0.03 -0.15 0.8877256 0.9492322 -6.54 FALSE
248040_at putative protein contains similarit --- AT5G55970 -1.04 -0.05 -0.15 0.887795 0.9492619 -6.54 TRUE
267463_at Expressed protein ; supported by--- AT2G33845 -1.03 -0.04 -0.15 0.8878969 0.9493264 -6.54 FALSE
264888_at hypothetical protein --- AT1G23070 1.02 0.02 0.15 0.8880452 0.9494404 -6.54 FALSE
266424_at unknown protein --- AT2G41330 1.03 0.04 0.15 0.8883023 0.9494483 -6.54 TRUE
247436_at dehydrogenase  ; supported by cALDH12A1 AT5G62530 1.02 0.03 0.15 0.8882507 0.9494483 -6.54 FALSE
245726_at  homeobox protein, putative similHDG11 AT1G73360 1.02 0.02 0.15 0.8880968 0.9494483 -6.54 FALSE
254586_at  TMV resistance protein N-like TM--- AT4G19510 -1.02 -0.03 -0.15 0.8882875 0.9494483 -6.54 FALSE
254028_s_a putative protein N.crassa mRNAORP4B AT4G25850 // -1.02 -0.02 -0.15 0.8882375 0.9494483 -6.54 FALSE
253311_s_a putative protein xylan endohydro--- AT4G33830 // -1.01 -0.02 -0.15 0.8881722 0.9494483 -6.54 FALSE
250635_at  glycine-rich protein glycine-rich pGRP14 AT5G07510 -1.02 -0.03 -0.15 0.888411 0.9494754 -6.54 FALSE
254934_at  putative Ap2 domain protein DNACRF1 AT4G11140 1.02 0.03 0.15 0.8884044 0.9494754 -6.54 FALSE
246609_at  putative receptor-like protein kin --- AT5G35390 -1.01 -0.02 -0.15 0.8885632 0.9495856 -6.54 FALSE
261723_at unknown protein ; supported by f --- AT1G76200 -1.02 -0.02 -0.15 0.8885973 0.9495856 -6.54 FALSE
262722_at  sterol glucosyltransferase, putati--- AT1G43620 -1.02 -0.02 -0.15 0.8886828 0.9496325 -6.54 FALSE
260645_at hypothetical protein predicted by TTL1 AT1G53300 -1.03 -0.04 -0.15 0.8888389 0.9496639 -6.54 FALSE
250929_at putative protein  ; supported by c --- AT5G03290 -1.03 -0.04 -0.15 0.8888329 0.9496639 -6.54 FALSE



262334_at hypothetical protein similar to put--- AT1G64010 1.02 0.02 0.15 0.8888368 0.9496639 -6.54 FALSE
252750_at  putative protein hypothetical pro --- AT3G43420 -1.01 -0.02 -0.15 0.8888787 0.9496639 -6.54 FALSE
248084_at sodium proton exchanger NHX3 AT5G55470 -1.02 -0.03 -0.14 0.889115 0.9498555 -6.54 FALSE
246706_at  putative protein predicted protein--- --- 1.03 0.04 0.14 0.8891497 0.9498555 -6.55 FALSE
258234_at hypothetical protein similar to myMYB118 AT3G27785 -1.02 -0.02 -0.14 0.889183 0.9498555 -6.55 FALSE
254868_at  copper amine oxidase like protei--- AT4G12270 1.02 0.03 0.14 0.8893013 0.9498929 -6.55 FALSE
253130_at putative protein  ;supported by fu --- AT4G35510 -1.03 -0.04 -0.14 0.8892624 0.9498929 -6.55 FALSE
265986_at putative receptor-like protein kina--- AT2G24230 1.02 0.03 0.14 0.8894741 0.9500225 -6.55 FALSE
262994_at hypothetical protein predicted by --- AT1G54420 1.01 0.02 0.14 0.8895247 0.9500225 -6.55 FALSE
248772_at photoreceptor-interacting protein --- AT5G47800 -1.04 -0.05 -0.14 0.8895476 0.9500225 -6.55 FALSE
263406_at  subtilisin-like serine protease AIRAIR3 AT2G04160 1.05 0.07 0.14 0.8898021 0.9501922 -6.55 FALSE
255418_at predicted protein of unknown fun --- AT4G03200 -1.02 -0.03 -0.14 0.8898731 0.9501922 -6.55 FALSE
265047_at hypothetical protein similar to unkIQD27 AT1G51960 -1.02 -0.03 -0.14 0.8898559 0.9501922 -6.55 FALSE
263817_at hypothetical protein predicted by --- --- 1.02 0.03 0.14 0.8898695 0.9501922 -6.55 FALSE
256954_at  E2, ubiquitin-conjugating enzym FUS9 AT3G13550 1.02 0.03 0.14 0.8900747 0.9503629 -6.55 FALSE
265069_at awaiting functional assignment si--- AT1G55545 1.02 0.02 0.14 0.8901313 0.9503789 -6.55 FALSE
262478_at hypothetical protein similar to hyp--- AT1G11170 1.02 0.03 0.14 0.8903176 0.9504262 -6.55 FALSE
262527_at  SRG1-like protein Strong homolo--- AT1G17010 -1.02 -0.02 -0.14 0.8903423 0.9504262 -6.55 FALSE
263850_at hypothetical protein predicted by --- AT2G04480 -1.03 -0.04 -0.14 0.8902981 0.9504262 -6.55 FALSE
251398_at  zinc finger protein - like ZPT3-3, --- AT3G60580 1.02 0.03 0.14 0.8902238 0.9504262 -6.55 FALSE
252339_at hypothetical protein --- AT3G48900 1.01 0.02 0.14 0.8905342 0.9505866 -6.55 FALSE
266750_s_aputative pectinesterase VGDH1 AT2G47030 // -1.01 -0.02 -0.14 0.8908376 0.950862 -6.55 FALSE
266128_at hypothetical protein predicted by EMB2766 --- -1.02 -0.02 -0.14 0.8908756 0.950862 -6.55 FALSE
247578_at  putative protein predicted protein--- AT5G61300 1.02 0.03 0.14 0.8909617 0.9509095 -6.55 FALSE
255193_at  score=10.1, E=1.2, N=1 containsVFB3 AT4G07400 1.02 0.03 0.14 0.8911169 0.9510138 -6.55 FALSE
264411_at  mutator-like transposase, putativ--- --- -1.01 -0.02 -0.14 0.8911428 0.9510138 -6.55 FALSE
258797_at auxin-induced protein identical toIAA16 AT3G04730 1.02 0.03 0.14 0.8914564 0.9510814 -6.55 FALSE
256040_at hypothetical protein similar to put--- AT1G07270 1.01 0.02 0.14 0.891375 0.9510814 -6.55 FALSE
259475_at unknown protein ;supported by fu--- AT1G19140 -1.03 -0.04 -0.14 0.8913932 0.9510814 -6.55 FALSE
248016_at putative protein similar to unknow--- AT5G56380 -1.02 -0.03 -0.14 0.8914397 0.9510814 -6.55 FALSE
254528_at hypothetical protein --- AT4G19620 1.02 0.02 0.14 0.8914094 0.9510814 -6.55 FALSE
255124_at putative self-incompatability RNAAPUM15 AT4G08560 1.02 0.03 0.14 0.8913413 0.9510814 -6.55 FALSE
247798_at subtilisin-like serine protease con--- AT5G58830 -1.01 -0.02 -0.14 0.8915189 0.9511036 -6.55 FALSE
256160_at  pyruvate dehydrogenase E1 bet PDH-E1 BEAT1G30120 1.02 0.03 0.14 0.8919808 0.9515418 -6.55 FALSE
257577_at hypothetical protein predicted by --- --- -1.02 -0.02 -0.14 0.8920548 0.9515418 -6.55 FALSE



250376_at putative protein --- AT5G11550 1.03 0.04 0.14 0.8920202 0.9515418 -6.55 FALSE
251421_at  enoyl-CoA-hydratase - like prote--- AT3G60510 -1.02 -0.02 -0.14 0.8923276 0.9516548 -6.55 FALSE
247508_at  auxin response factor - like proteARF2 AT5G62000 1.02 0.03 0.14 0.892283 0.9516548 -6.55 FALSE
262403_s_a mutator-like transposase, putativ--- --- -1.01 -0.02 -0.14 0.8922744 0.9516548 -6.55 FALSE
256975_at unknown protein similar to putativ--- AT3G21000 -1.02 -0.03 -0.14 0.8923059 0.9516548 -6.55 FALSE
262934_s_ahypothetical protein contains sim --- AT1G16270 // 1.02 0.03 0.14 0.8923775 0.9516635 -6.55 FALSE
254328_at  adenine phosphoribosyltransferaAPT3 AT4G22570 1.03 0.05 0.14 0.8926925 0.9517369 -6.55 TRUE
267552_at putative purple acid phosphatasePAP13 AT2G32770 1.01 0.02 0.14 0.8929249 0.9517369 -6.55 FALSE
261656_at unknown protein similar to kinesi ARK2 AT1G01950 -1.04 -0.06 -0.14 0.8928892 0.9517369 -6.55 FALSE
266783_at putative laccase (diphenol oxidasLAC2 AT2G29130 -1.02 -0.03 -0.14 0.8928463 0.9517369 -6.55 FALSE
260318_at hypothetical protein predicted by --- AT1G63960 -1.02 -0.03 -0.14 0.8924978 0.9517369 -6.55 FALSE
252498_at putative protein several hypothet --- AT3G46810 -1.01 -0.02 -0.14 0.8929554 0.9517369 -6.55 FALSE
260612_at hypothetical protein similar to hyp--- AT1G53360 1.01 0.02 0.14 0.8926192 0.9517369 -6.55 FALSE
247245_at putative protein similar to unknow--- AT5G64720 -1.01 -0.02 -0.14 0.8928097 0.9517369 -6.55 FALSE
251385_at  putative protein various predicte --- AT3G60790 -1.02 -0.02 -0.14 0.8927322 0.9517369 -6.55 FALSE
258802_at  unknown protein predicted by ge--- AT3G04650 1.02 0.03 0.14 0.8929887 0.9517369 -6.55 FALSE
261548_at  DNA-binding protein, putative co--- AT1G63480 -1.02 -0.03 -0.14 0.892862 0.9517369 -6.55 FALSE
260659_s_ahypothetical protein predicted by --- AT1G19460 // 1.01 0.02 0.14 0.8927477 0.9517369 -6.55 FALSE
263977_at hypothetical protein predicted by --- AT2G42660 -1.02 -0.03 -0.14 0.8927494 0.9517369 -6.55 FALSE
255697_at hypothetical protein --- AT4G00130 1.02 0.03 0.14 0.8932153 0.951756 -6.55 FALSE
267408_at putative CTP synthase --- AT2G34890 1.01 0.02 0.14 0.8932022 0.951756 -6.55 FALSE
263258_at putative permease similar to puta--- AT1G10540 1.02 0.03 0.14 0.8931946 0.951756 -6.55 FALSE
264403_at  unknown protein similarity to HS--- AT2G25150 -1.01 -0.02 -0.14 0.8931076 0.951756 -6.55 FALSE
249857_at C2H2-type zinc finger protein-like--- AT5G22990 -1.02 -0.03 -0.14 0.8930995 0.951756 -6.55 FALSE
267561_at putative protein kinase contains a--- AT2G45590 1.03 0.04 0.14 0.8934198 0.9517961 -6.55 FALSE
254128_at  ubiquitin-specific protease 16 (UUBP16 AT4G24560 1.01 0.02 0.14 0.8933859 0.9517961 -6.55 FALSE
253151_at  putative polygalacturonase polyg--- AT4G35670 -1.01 -0.02 -0.14 0.8934103 0.9517961 -6.55 FALSE
260354_at unknown protein  ;supported by f --- AT1G69330 -1.02 -0.03 -0.14 0.8933145 0.9517961 -6.55 FALSE
246734_at  putative protein WRN (Werner syRECQSIM AT5G27680 -1.01 -0.02 -0.14 0.8934617 0.9517963 -6.55 FALSE
266151_x_aEn/Spm transposon protein (mos--- --- 1.02 0.02 0.14 0.893564 0.9518163 -6.55 FALSE
246531_at MADS box protein AGL2  ; suppo 01-ספט AT5G15800 -1.02 -0.03 -0.14 0.8935368 0.9518163 -6.55 FALSE
247729_at  1-aminocyclopropane-1-carboxy --- AT5G59530 1.03 0.04 0.14 0.8936793 0.9518502 -6.55 TRUE
252523_at  putative protein light repressible --- AT3G46400 -1.02 -0.03 -0.14 0.8936465 0.9518502 -6.55 FALSE
250972_at  putative protein various Myb relaLCL1 AT5G02840 -1.03 -0.04 -0.14 0.8938019 0.9519364 -6.55 FALSE
265045_s_a putative protein kinase, ADK1 duADK1 AT1G03930 // -1.03 -0.04 -0.14 0.8939066 0.9519618 -6.55 FALSE



252142_at  putative protein hypothetical pro --- AT3G51120 -1.02 -0.03 -0.14 0.8939092 0.9519618 -6.55 FALSE
252598_at  putative protein putative proteins--- --- 1.01 0.02 0.14 0.8940342 0.952006 -6.55 FALSE
261918_at hypothetical protein --- AT1G65940 1.01 0.02 0.14 0.8940296 0.952006 -6.55 FALSE
266817_at hypothetical protein similar to hypHUB1 AT2G44950 1.02 0.03 0.14 0.8940785 0.9520087 -6.55 FALSE
248426_at putative protein contains similarit --- AT5G51740 1.01 0.02 0.14 0.8941968 0.9520902 -6.55 FALSE
255752_at  secretory carrier membrane prot --- AT1G32050 -1.02 -0.03 -0.14 0.8943788 0.9520997 -6.55 FALSE
251693_at putative protein several hypothet --- AT3G56550 -1.02 -0.02 -0.14 0.8944065 0.9520997 -6.55 FALSE
249387_at  putative protein predicted protein--- AT5G40070 1.02 0.03 0.14 0.8944144 0.9520997 -6.55 FALSE
245901_at HOMEOBOX PROTEIN KNOTTEKNAT4 AT5G11060 1.02 0.03 0.14 0.8943842 0.9520997 -6.55 FALSE
267047_at putative selenium-binding protein--- AT2G34370 1.02 0.02 0.14 0.8942747 0.9520997 -6.55 FALSE
251100_at  aldose reductase-like protein ald--- AT5G01670 1.03 0.04 0.14 0.8945103 0.9521129 -6.55 TRUE
267021_at hypothetical protein predicted by --- AT2G39300 1.01 0.02 0.14 0.8944729 0.9521129 -6.55 FALSE
249996_at  glutaredoxin -like protein glutare --- AT5G18600 1.03 0.05 0.14 0.8945629 0.9521245 -6.55 FALSE
257319_at hypothetical protein --- --- -1.02 -0.03 -0.14 0.8946994 0.9522253 -6.55 FALSE
265254_at unknown protein  ; supported by DRB2 AT2G28380 1.02 0.02 0.14 0.8949058 0.9523525 -6.55 FALSE
245221_s_a polyprotein, putative similar to po--- --- -1.01 -0.02 -0.14 0.8949442 0.9523525 -6.55 FALSE
262604_at  unknown protein similar to unkno--- AT1G15060 -1.01 -0.02 -0.14 0.8948696 0.9523525 -6.55 FALSE
247162_at xyloglucan endo-transglycosylase--- AT5G65730 -1.04 -0.06 -0.14 0.8951131 0.9524508 -6.55 TRUE
246646_at putative protein  ;supported by fu --- AT5G35090 1.02 0.02 0.14 0.89512 0.9524508 -6.55 FALSE
255289_at  score=11/3, E=0.23, N=1 contain--- AT4G04690 1.02 0.02 0.14 0.8951816 0.9524673 -6.55 FALSE
250260_at putative protein contains similarit --- AT5G13810 -1.02 -0.02 -0.14 0.8952191 0.9524673 -6.55 FALSE
264853_at putative ligand-gated ion channe GLR2 AT2G17260 // -1.02 -0.03 -0.14 0.8953407 0.9524918 -6.55 FALSE
255182_at hypothetical protein --- --- 1.01 0.02 0.14 0.8953674 0.9524918 -6.55 FALSE
265428_at hypothetical protein predicted by --- AT2G20720 1.03 0.05 0.14 0.895292 0.9524918 -6.55 FALSE
254621_at  gene 11-1 protein - like gene 11-WAVE5 AT4G18600 -1.01 -0.02 -0.14 0.8954517 0.9525371 -6.55 FALSE
251836_at  lipase -like protein monoglycerid --- AT3G55190 -1.01 -0.02 -0.14 0.8954996 0.9525437 -6.55 FALSE
253427_at  putative protein phosphate/phos --- AT4G32390 -1.01 -0.02 -0.14 0.8956191 0.9526264 -6.55 FALSE
249919_at  putative protein predicted protein--- AT5G19250 1.02 0.03 0.14 0.8956849 0.9526519 -6.55 FALSE
249605_at  putative protein predicted protein--- AT5G37240 -1.02 -0.02 -0.14 0.8957885 0.9527177 -6.55 FALSE
249045_at berberine bridge enzyme-like pro--- AT5G44380 1.05 0.08 0.14 0.8959683 0.9527928 -6.55 TRUE
259415_at hypothetical protein contains sim --- AT1G02330 -1.02 -0.03 -0.14 0.8959845 0.9527928 -6.55 FALSE
258763_s_aputative beta-mannan endohydro--- AT3G10900 // 1.01 0.02 0.14 0.8959656 0.9527928 -6.55 FALSE
260747_at unknown protein ; supported by c--- AT1G78420 1.01 0.02 0.14 0.8961672 0.9528554 -6.55 FALSE
257853_at  hypothetical protein predicted by--- AT3G12960 -1.02 -0.02 -0.14 0.8961686 0.9528554 -6.55 FALSE
263068_at putative poly(A) polymerase --- AT2G17580 1.02 0.03 0.14 0.896142 0.9528554 -6.55 FALSE



248456_at putative protein similar to unknow--- AT5G51380 1.01 0.02 0.14 0.8962962 0.9529466 -6.55 FALSE
259395_at  GTP-binding protein(RAB11D), pARA-2 AT1G06400 1.01 0.02 0.14 0.8964599 0.9529739 -6.55 FALSE
263668_at putative 1-aminocyclopropane-1- --- AT1G04350 1.02 0.03 0.14 0.8965268 0.9529739 -6.55 FALSE
253615_at  cyclic nucleotide and calmodulinCNGC17 AT4G30360 1.02 0.03 0.14 0.8964435 0.9529739 -6.55 FALSE
263214_at hypothetical protein predicted by --- AT1G30660 -1.02 -0.03 -0.14 0.8965139 0.9529739 -6.55 FALSE
247669_at  putative protein transcriptional re--- AT5G60170 -1.02 -0.03 -0.13 0.8965726 0.9529739 -6.55 FALSE
245646_x_aF5A9.9 hypothetical protein --- AT1G24851 // 1.01 0.02 0.14 0.8965507 0.9529739 -6.55 FALSE
251316_s_a putative protein putative protein --- AT3G61480 // -1.02 -0.02 -0.13 0.8967204 0.9530866 -6.55 FALSE
253006_at  putative amino acid transport pro--- AT4G38250 -1.02 -0.03 -0.13 0.8968739 0.953161 -6.55 FALSE
246239_at putative protein --- AT4G36790 1.01 0.02 0.13 0.8968646 0.953161 -6.55 FALSE
257039_at  tRNA isopentenyl transferase, puATIPT8 AT3G19160 -1.02 -0.02 -0.13 0.897156 0.9534164 -6.55 FALSE
256079_at hypothetical protein predicted by --- AT1G20680 1.01 0.02 0.13 0.8972628 0.953441 -6.55 FALSE
246363_at hypothetical protein --- AT1G40390 -1.02 -0.02 -0.13 0.8972496 0.953441 -6.55 FALSE
265300_at unknown protein contains weak P--- AT2G13950 1.02 0.03 0.13 0.8973154 0.9534525 -6.55 FALSE
257133_at hypothetical protein predicted by --- AT3G17190 -1.01 -0.02 -0.13 0.8974479 0.9535488 -6.55 FALSE
251862_at  putative protein arm repeat contaPUB14 AT3G54850 1.01 0.02 0.13 0.8975841 0.9536491 -6.55 FALSE
250102_at receptor-like protein kinase LRR1 AT5G16590 -1.02 -0.03 -0.13 0.8977855 0.9537298 -6.55 TRUE
251960_at GTPase AtRAB8  ;supported by fHEMB1 AT1G69740 // 1.02 0.02 0.13 0.8977055 0.9537298 -6.55 FALSE
247750_at  protein kinase 6 - like protein kin--- AT5G58950 -1.02 -0.02 -0.13 0.8977711 0.9537298 -6.55 FALSE
252687_at  putative protein predicted protein--- --- -1.02 -0.03 -0.13 0.897841 0.9537444 -6.55 FALSE
256228_at  phosphoglycerate kinase, putativ--- AT1G56190 -1.02 -0.03 -0.13 0.8980641 0.9537876 -6.55 TRUE
267294_at hypothetical protein predicted by YCF37 AT2G23670 -1.02 -0.03 -0.13 0.8980783 0.9537876 -6.55 FALSE
254412_at  putative protein chloroplast DNAB160 AT4G21430 -1.02 -0.04 -0.13 0.8980908 0.9537876 -6.55 FALSE
256631_at At14a-like protein similar to At14a--- AT3G28320 1.03 0.04 0.13 0.8979785 0.9537876 -6.55 FALSE
253883_at hypothetical protein --- AT4G27660 1.02 0.02 0.13 0.8980831 0.9537876 -6.55 FALSE
255030_at putative protein retrovirus-related--- --- -1.01 -0.02 -0.13 0.8981946 0.9538535 -6.55 FALSE
262522_at putative amino acid transporter VCAT8 AT1G17120 1.02 0.02 0.13 0.8984361 0.9538901 -6.55 FALSE
254695_at  putative protein predicted proteinATL4H AT4G17905 // 1.02 0.02 0.13 0.89848 0.9538901 -6.55 FALSE
253327_at putative transcription factor MYB69 AT4G33450 -1.02 -0.03 -0.13 0.8983525 0.9538901 -6.55 FALSE
260883_at hypothetical protein predicted by --- AT1G29270 -1.01 -0.02 -0.13 0.8984143 0.9538901 -6.55 FALSE
265591_at hypothetical protein predicted by --- AT2G20150 1.02 0.03 0.13 0.898478 0.9538901 -6.55 FALSE
261631_at unknown protein contains similar --- AT1G49940 -1.01 -0.02 -0.13 0.8984404 0.9538901 -6.55 FALSE
252048_at expressed protein supported by c--- AT3G52500 1.02 0.03 0.13 0.8985676 0.9539387 -6.55 TRUE
256115_at unknown protein ; supported by c--- AT1G16880 -1.02 -0.03 -0.13 0.8986355 0.9539664 -6.55 FALSE
255546_at putative CHP-rich zinc finger prot--- AT4G01910 -1.04 -0.05 -0.13 0.8987518 0.9540454 -6.55 TRUE



263501_s_ahypothetical protein --- AT2G07673 -1.02 -0.02 -0.13 0.8987994 0.9540516 -6.55 FALSE
256441_at unknown protein  ;supported by f --- AT3G10940 -1.03 -0.04 -0.13 0.8990295 0.9540905 -6.55 TRUE
262093_at  receptor protein kinase, putative --- AT1G56145 1.02 0.03 0.13 0.8990683 0.9540905 -6.55 TRUE
262025_at  growth regulator, putative similar--- AT1G35510 -1.02 -0.02 -0.13 0.8992478 0.9540905 -6.55 FALSE
249314_at receptor kinase-like protein --- AT5G41180 -1.02 -0.03 -0.13 0.8992271 0.9540905 -6.55 FALSE
261600_x_ahypothetical protein similar to hyp--- AT1G49680 // 1.01 0.02 0.13 0.8989552 0.9540905 -6.55 FALSE
247211_at unknown protein  ; supported by --- AT5G64880 1.03 0.04 0.13 0.8992543 0.9540905 -6.55 FALSE
246812_at  putative protein predicted protein--- --- 1.01 0.02 0.13 0.8992278 0.9540905 -6.55 FALSE
264721_at hypothetical protein predicted by --- AT1G23000 -1.02 -0.02 -0.13 0.8989151 0.9540905 -6.55 FALSE
263169_at hypothetical protein similar to unk--- AT1G03010 1.02 0.03 0.13 0.8991878 0.9540905 -6.55 FALSE
266829_at hypothetical protein predicted by --- AT2G22940 -1.01 -0.02 -0.13 0.8989742 0.9540905 -6.55 FALSE
248502_at putative protein strong similarity t--- AT5G50450 -1.02 -0.03 -0.13 0.8994052 0.9541378 -6.55 FALSE
255352_at putative transposon protein simila--- --- -1.02 -0.02 -0.13 0.8993584 0.9541378 -6.55 FALSE
253655_at Expressed protein ;supported by LCR59 AT4G30070 -1.01 -0.02 -0.13 0.8994244 0.9541378 -6.55 FALSE
245786_at  G-Box binding protein, putative s--- AT1G32150 1.01 0.02 0.13 0.8995688 0.9542144 -6.55 FALSE
263997_at hypothetical protein predicted by --- AT2G22520 -1.01 -0.02 -0.13 0.8995803 0.9542144 -6.55 FALSE
245272_at hypothetical protein ; supported b--- AT4G17250 -1.03 -0.04 -0.13 0.8996329 0.9542258 -6.55 FALSE
266472_at unknown protein --- AT2G31150 -1.01 -0.02 -0.13 0.8999678 0.9542995 -6.55 FALSE
258931_at  hypothetical protein similar to hyDML2 AT3G10010 1.03 0.04 0.13 0.8998946 0.9542995 -6.55 FALSE
261677_at unknown protein ;supported by fu--- AT1G18470 -1.02 -0.03 -0.13 0.8998032 0.9542995 -6.55 FALSE
AFFX-ThrX-B. subtilis /GEN=thrC /DB_XREF--- --- -1.03 -0.04 -0.13 0.8999486 0.9542995 -6.55 FALSE
255858_at zinc finger protein (ZFP6) identic ZFP6 AT1G67030 -1.02 -0.03 -0.13 0.8997583 0.9542995 -6.55 FALSE
262090_at  CREB-binding protein, putative sHAC4 AT1G55970 1.01 0.02 0.13 0.8999953 0.9542995 -6.55 FALSE
265653_at hypothetical protein --- --- -1.01 -0.02 -0.13 0.8998354 0.9542995 -6.55 FALSE
265838_at putative spliceosome associated --- AT2G14550 -1.01 -0.02 -0.13 0.900165 0.9544351 -6.55 FALSE
253714_at  putative protein adaptor protein ---- AT4G29380 1.01 0.02 0.13 0.9003008 0.9545348 -6.55 FALSE
250310_at unknown protein --- AT5G12230 -1.02 -0.03 -0.13 0.9004481 0.9546023 -6.55 FALSE
251912_at  protein kinase-like protein wall-a --- AT3G53840 1.02 0.02 0.13 0.9004363 0.9546023 -6.55 FALSE
251077_at  putative protein COP1-interactin --- AT5G01980 1.01 0.02 0.13 0.9009232 0.9549038 -6.55 FALSE
261546_at hypothetical protein --- AT1G63520 1.01 0.02 0.13 0.9009452 0.9549038 -6.55 FALSE
257425_at hypothetical protein similar to hea--- AT1G60400 1.02 0.03 0.13 0.9009837 0.9549038 -6.55 FALSE
252078_at  putative protein brassinosteroid- IMK2 AT3G51740 -1.01 -0.02 -0.13 0.9008631 0.9549038 -6.55 FALSE
255067_at putative phosphotyrosyl phospha--- AT4G08960 -1.01 -0.02 -0.13 0.900848 0.9549038 -6.55 FALSE
264144_at  latex-abundant protein, putative AtMC6 AT1G79320 1.01 0.02 0.13 0.900781 0.9549038 -6.55 FALSE
254858_at  putative protein other predicted p--- AT4G12070 -1.01 -0.02 -0.13 0.9010826 0.954942 -6.55 FALSE



265423_at unknown protein --- AT2G20790 -1.02 -0.04 -0.13 0.9012288 0.954942 -6.55 FALSE
250033_at eukaryotic cap-binding protein (g NCBP AT5G18110 -1.01 -0.02 -0.13 0.9011843 0.954942 -6.55 FALSE
254525_at  putative protein predicted protein--- AT4G19580 -1.02 -0.02 -0.13 0.9011662 0.954942 -6.55 FALSE
260713_at  disease resistance protein RPP1--- AT1G17615 1.01 0.02 0.13 0.9012292 0.954942 -6.55 FALSE
259406_at hypothetical protein predicted by --- AT1G17690 1.01 0.02 0.13 0.9013707 0.9549929 -6.55 FALSE
265074_at hypothetical protein ; supported bemb1011 AT1G55540 -1.02 -0.02 -0.13 0.9014446 0.9549929 -6.55 FALSE
261915_at  amp-binding protein, putative simBZO1 AT1G65880 -1.01 -0.02 -0.13 0.9014178 0.9549929 -6.55 FALSE
264998_at unknown protein similar to hypoth--- AT1G67330 1.05 0.07 0.13 0.9014085 0.9549929 -6.55 FALSE
247353_at alcohol dehydrogenase-like prote--- AT5G63620 1.02 0.03 0.13 0.9015418 0.9550325 -6.55 FALSE
254071_at hypothetical protein --- AT4G25510 -1.01 -0.02 -0.13 0.9015657 0.9550325 -6.55 FALSE
259342_at unknown protein  ;supported by f --- AT3G03890 1.02 0.03 0.13 0.9017184 0.9551499 -6.55 FALSE
253889_at forever young gene (FEY) FEY AT4G27760 -1.01 -0.02 -0.13 0.9022862 0.9552184 -6.55 FALSE
264474_s_a ribulose-bisphosphate carboxylaRBCS1A AT1G06820 // 1.01 0.02 0.13 0.9023297 0.9552184 -6.55 FALSE
250220_at receptor protein kinase-like prote --- AT5G14210 -1.03 -0.05 -0.13 0.9022902 0.9552184 -6.55 FALSE
256025_at  xylan endohydrolase, putative si RXF12 AT1G58370 1.02 0.03 0.13 0.9023694 0.9552184 -6.55 FALSE
253135_at cytoplasmatic aconitate hydratas --- AT4G35830 -1.02 -0.03 -0.13 0.9023051 0.9552184 -6.55 FALSE
248621_at putative protein similar to unknow--- AT5G49350 1.01 0.02 0.13 0.9020114 0.9552184 -6.55 FALSE
247481_at  putative protein predicted protein--- AT5G62400 -1.01 -0.02 -0.13 0.9022896 0.9552184 -6.55 FALSE
265747_s_ahypothetical protein predicted by --- AT2G06570 // 1.02 0.02 0.13 0.9023021 0.9552184 -6.55 FALSE
249603_at  putative protein predicted protein--- AT5G37210 1.01 0.02 0.13 0.901905 0.9552184 -6.55 FALSE
252301_at  putative protein various predicte EMB2261 --- -1.02 -0.03 -0.13 0.9021462 0.9552184 -6.55 FALSE
248557_at  transport inhibitor response 1 (T AFB5 AT5G49980 -1.02 -0.02 -0.13 0.9020151 0.9552184 -6.55 FALSE
246657_at  putative protein predicted protein--- --- 1.01 0.02 0.13 0.9021388 0.9552184 -6.55 FALSE
258711_at  ubiquitin-like protein (UBQ8) ide UBQ8 AT3G09790 -1.01 -0.02 -0.13 0.9019134 0.9552184 -6.55 FALSE
256026_at  auxin response factor 1, putative--- AT1G34170 1.01 0.02 0.13 0.9021376 0.9552184 -6.55 FALSE
256447_at  nitrate transporter NTL1, putative--- AT1G33440 1.02 0.03 0.13 0.9024576 0.9552674 -6.55 FALSE
256413_at hypothetical protein predicted by --- AT3G11100 -1.02 -0.02 -0.13 0.902835 0.9553244 -6.55 FALSE
254850_at putative protein predicted protein --- AT4G12000 1.02 0.03 0.13 0.902762 0.9553244 -6.55 FALSE
267587_at unknown protein --- AT2G42080 1.02 0.03 0.13 0.9026089 0.9553244 -6.55 FALSE
265023_at unknown protein weak similarity t--- AT1G24440 1.02 0.03 0.13 0.9027971 0.9553244 -6.55 FALSE
261953_at  UDP-galactose 4-epimerase, pu RHD1 AT1G64440 -1.03 -0.04 -0.13 0.9028024 0.9553244 -6.55 FALSE
256931_at  LEA protein, putative similar to L--- AT3G22490 -1.01 -0.02 -0.13 0.9025606 0.9553244 -6.55 FALSE
263357_s_aMutator-like transposase similar t--- --- -1.01 -0.02 -0.13 0.9027848 0.9553244 -6.55 FALSE
252803_at  putative protein various predicte --- --- -1.02 -0.02 -0.13 0.9028465 0.9553244 -6.55 FALSE
247638_at  arabinogalactan protein - like araFLA12 AT5G60490 1.03 0.05 0.13 0.9031636 0.9554384 -6.55 FALSE



264366_at unknown protein EST gb|N96383--- AT1G03250 1.02 0.03 0.13 0.9030828 0.9554384 -6.55 FALSE
265525_at putative Ty3-gypsy-like retroelem--- --- 1.02 0.02 0.13 0.9030643 0.9554384 -6.55 FALSE
266165_at putative copper/zinc superoxide dCSD2 AT2G28190 -1.08 -0.11 -0.13 0.9030204 0.9554384 -6.55 FALSE
246037_at  putative protein predicted chrom--- AT5G19420 1.02 0.02 0.13 0.9031586 0.9554384 -6.55 FALSE
247514_at  peptide methionine sulfoxide redPMSR1 AT5G61640 1.02 0.03 0.13 0.9033072 0.955546 -6.55 FALSE
254777_at  putative protein hypothetical pro --- AT4G12960 -1.02 -0.03 -0.13 0.9033625 0.9555601 -6.55 FALSE
249507_at similar to unknown protein (pir||T --- AT5G38370 -1.01 -0.02 -0.13 0.9034377 0.9555954 -6.55 FALSE
257985_at hypothetical protein predicted by --- AT3G20810 1.02 0.03 0.13 0.9035798 0.9556828 -6.55 TRUE
253962_at hypothetical protein --- AT4G26460 1.01 0.02 0.13 0.9036041 0.9556828 -6.55 FALSE
256736_at  terpene synthase, putative simila--- AT3G29410 1.01 0.02 0.13 0.9036525 0.9556896 -6.55 FALSE
264561_at  uracil phosphoribosyltransferase--- AT1G55810 -1.02 -0.03 -0.13 0.9039676 0.9558633 -6.55 FALSE
260712_at  protein phosphatase 2C, putativeHAB2 AT1G17550 1.02 0.03 0.12 0.9042777 0.9558633 -6.55 FALSE
259416_at Expressed protein ; supported by--- AT1G02305 1.02 0.03 0.13 0.9038692 0.9558633 -6.55 FALSE
259649_at  Serine/arginine-rich protein, putaTAF7 AT1G55300 1.01 0.02 0.12 0.9042004 0.9558633 -6.55 FALSE
265257_at succinyl-CoA ligase beta subunit --- AT2G20420 1.03 0.04 0.12 0.9042728 0.9558633 -6.55 FALSE
254410_at serine/threonine kinase - like pro --- AT4G21410 1.04 0.06 0.13 0.9040946 0.9558633 -6.55 FALSE
252370_at putative protein --- AT3G48600 -1.03 -0.04 -0.13 0.9040299 0.9558633 -6.55 FALSE
254274_at  putative DNA binding protein DN--- AT4G22770 -1.02 -0.03 -0.12 0.9042532 0.9558633 -6.55 FALSE
257882_at hypothetical protein predicted by --- AT3G16930 -1.02 -0.02 -0.13 0.9040392 0.9558633 -6.55 FALSE
248641_at unknown protein --- AT5G49110 -1.01 -0.02 -0.12 0.9041842 0.9558633 -6.55 FALSE
248054_at unknown protein --- AT5G55820 1.02 0.03 0.13 0.9040182 0.9558633 -6.55 FALSE
254987_s_ahypothetical protein --- AT4G10660 // -1.01 -0.02 -0.12 0.9044748 0.9559484 -6.55 FALSE
260342_at hypothetical protein predicted by --- AT1G69280 1.02 0.02 0.12 0.9045258 0.9559484 -6.55 FALSE
252926_at  H+-transporting ATPase 16K chaATVHA-C3 AT4G38920 -1.02 -0.02 -0.12 0.904453 0.9559484 -6.55 FALSE
263059_at putative non-LTR retrolelement re--- --- 1.01 0.02 0.12 0.9045222 0.9559484 -6.55 FALSE
263198_at  lipase, putative similar to lipase GGLIP3 AT1G53990 1.02 0.03 0.12 0.9046019 0.9559845 -6.55 FALSE
267579_at metallothionein-like protein --- AT2G42000 -1.01 -0.02 -0.12 0.9046535 0.9559947 -6.55 FALSE
260928_at hypothetical protein similar to putGATL5 AT1G02720 -1.01 -0.02 -0.12 0.9048873 0.9561898 -6.55 FALSE
246650_at  putative protein p76, Homo sapie--- AT5G35160 -1.01 -0.02 -0.12 0.9051323 0.9561898 -6.55 FALSE
260636_at hypothetical protein contains sim ATCDS1 AT1G62430 1.03 0.04 0.12 0.9051735 0.9561898 -6.55 FALSE
264468_at unknown protein similar to dauno--- AT1G10310 -1.02 -0.03 -0.12 0.9050206 0.9561898 -6.55 FALSE
251982_at  pectate lyase -like protein pectat--- AT3G53190 -1.02 -0.03 -0.12 0.9050338 0.9561898 -6.55 FALSE
255713_s_apredicted protein --- AT4G00234 // -1.01 -0.02 -0.12 0.9049858 0.9561898 -6.55 FALSE
250641_at  putative bZIP protein bZIP prote --- AT5G07160 -1.02 -0.02 -0.12 0.9051613 0.9561898 -6.55 FALSE
263280_x_ahypothetical protein predicted by --- --- 1.01 0.02 0.12 0.9051579 0.9561898 -6.55 FALSE



265978_at putative retroelement pol polypro --- --- 1.01 0.02 0.12 0.9052525 0.956229 -6.55 FALSE
246919_at  putative protein hypothetical pro --- AT5G25460 1.11 0.15 0.12 0.9054952 0.956409 -6.55 TRUE
263653_at putative ethylene receptor (ERS2ERS2 AT1G04310 1.02 0.03 0.12 0.9055067 0.956409 -6.55 FALSE
258916_at putative ABC transporter ATPaseATNAP7 AT3G10670 -1.01 -0.02 -0.12 0.9055785 0.9564405 -6.55 FALSE
249191_at putative protein similar to unknow--- AT5G42760 -1.02 -0.03 -0.12 0.9057473 0.9565303 -6.55 FALSE
247603_at  microtubule-associated motor - l --- AT5G60930 1.02 0.03 0.12 0.9057419 0.9565303 -6.55 FALSE
265320_at unknown protein predicted by ge --- AT2G18320 1.01 0.02 0.12 0.9059041 0.9566515 -6.55 FALSE
245265_at hypothetical protein ; supported bACD6 AT4G14400 1.09 0.13 0.12 0.9061806 0.9568992 -6.55 FALSE
252800_at putative protein --- --- -1.01 -0.02 -0.12 0.9062551 0.9569336 -6.55 FALSE
260633_at  protein kinase, putative similar toHT1 AT1G62400 1.01 0.02 0.12 0.9063118 0.9569492 -6.55 FALSE
250476_at MADS box protein FLOWERING FLC AT5G10140 1.01 0.02 0.12 0.9063574 0.956953 -6.55 FALSE
246035_at succinyl-CoA-ligase alpha subun --- AT5G08300 1.03 0.05 0.12 0.9064118 0.9569661 -6.55 FALSE
260043_at hypothetical protein predicted by --- --- -1.02 -0.02 -0.12 0.9067305 0.9572583 -6.55 FALSE
262363_at  disease resistance protein, putat--- AT1G72850 1.01 0.02 0.12 0.9068709 0.957332 -6.55 FALSE
246709_s_a putative protein many predicted --- AT5G28160 // -1.01 -0.02 -0.12 0.9068843 0.957332 -6.55 FALSE
246155_at  putative protein predicted protein--- AT5G20030 1.01 0.02 0.12 0.9069883 0.9573675 -6.55 FALSE
247565_at  putative protein Atu, Drosophila VIP4 AT5G61150 1.01 0.02 0.12 0.9070018 0.9573675 -6.55 FALSE
252525_at putative protein hypothetical prot --- AT3G46450 1.01 0.02 0.12 0.9072724 0.9576088 -6.55 FALSE
248864_at bHLH protein-like --- AT5G46760 -1.01 -0.02 -0.12 0.9073589 0.9576558 -6.55 FALSE
267627_at putative ATP-dependent RNA he --- AT2G42270 1.03 0.04 0.12 0.9074268 0.9576832 -6.55 FALSE
259767_s_aunknown protein --- AT1G29350 // -1.01 -0.02 -0.12 0.9075385 0.9577341 -6.55 FALSE
263849_at putative retroelement pol polypro --- --- -1.02 -0.02 -0.12 0.9075591 0.9577341 -6.55 FALSE
247478_at  DC1.2 homologue - like protein D--- AT5G62360 -1.04 -0.06 -0.12 0.907727 0.9578321 -6.55 TRUE
258969_at  hypothetical protein predicted by--- AT3G10680 1.01 0.02 0.12 0.907736 0.9578321 -6.55 FALSE
261783_at  vacuolar assembly protein vps41--- AT1G08190 -1.02 -0.02 -0.12 0.9078763 0.9579359 -6.55 FALSE
265230_s_ahypothetical protein --- AT2G07707 -1.02 -0.03 -0.12 0.9083562 0.9580923 -6.55 FALSE
253552_at  ubiquitin-specific protease 24 (UUBP24 AT4G30890 1.01 0.02 0.12 0.9083474 0.9580923 -6.55 FALSE
246675_at putative protein --- AT5G30420 1.01 0.02 0.12 0.9081115 0.9580923 -6.55 FALSE
257703_at unknown protein ; supported by f --- AT3G12640 -1.01 -0.02 -0.12 0.9083605 0.9580923 -6.55 FALSE
258668_at hypothetical protein predicted by --- AT3G08780 1.01 0.02 0.12 0.9082575 0.9580923 -6.55 FALSE
255238_at see GB:AL022580) --- --- -1.01 -0.01 -0.12 0.908152 0.9580923 -6.55 FALSE
247897_at unknown protein  ;supported by f TET15 AT5G57810 1.01 0.02 0.12 0.9081186 0.9580923 -6.55 FALSE
263316_s_aputative ligand-gated ion channe ATGLR2.3 AT2G24710 // 1.01 0.02 0.12 0.9082341 0.9580923 -6.55 FALSE
266044_s_ahypothetical protein --- AT2G07725 1.03 0.04 0.12 0.9084545 0.9581201 -6.55 TRUE
252185_at putative protein --- AT3G50780 1.02 0.03 0.12 0.908513 0.9581201 -6.55 FALSE



249448_at cdc2-like protein cdc2cAt AT5G39420 1.02 0.03 0.12 0.9085109 0.9581201 -6.55 FALSE
258902_at  putative pyruvate dehydrogenas PDK AT3G06483 -1.01 -0.02 -0.12 0.9085977 0.9581209 -6.55 FALSE
264881_s_a lysine and histidine specific trans--- AT1G61270 // -1.01 -0.01 -0.12 0.9085922 0.9581209 -6.55 FALSE
251917_at putative protein --- AT3G53970 1.01 0.02 0.12 0.9087838 0.9582286 -6.55 FALSE
265534_at En/Spm-like transposon protein r --- --- 1.01 0.01 0.12 0.9087734 0.9582286 -6.55 FALSE
249432_at  putative ATP/GTP-binding prote CLPS5 AT5G39930 1.01 0.02 0.12 0.90883 0.958233 -6.55 FALSE
267080_at unknown protein  ; supported by --- AT2G41190 -1.04 -0.05 -0.12 0.9089933 0.9583608 -6.55 FALSE
251704_at  putative protein unknown protein--- AT3G56360 1.03 0.05 0.12 0.9091613 0.9584743 -6.55 FALSE
251731_at  manganese superoxide dismuta --- AT3G56350 -1.02 -0.02 -0.12 0.9091849 0.9584743 -6.55 FALSE
265942_at putative casein kinase I  ;support ckl5 AT2G19470 -1.01 -0.02 -0.12 0.9093344 0.9585875 -6.55 FALSE
262022_at hypothetical protein predicted by --- AT1G35490 -1.02 -0.02 -0.12 0.9093778 0.958589 -6.55 FALSE
254539_s_a chitinase - like protein chitinase /--- AT4G19750 // -1.01 -0.02 -0.12 0.9094428 0.9586133 -6.55 FALSE
245851_at  putative protein HERC2 - Homo KEG AT5G13530 -1.01 -0.02 -0.12 0.9095257 0.9586413 -6.55 FALSE
259851_at  kinesin, putative  --- AT1G72250 -1.01 -0.02 -0.12 0.9095535 0.9586413 -6.55 FALSE
252600_at  putative protein unknown proteinVPS24.2 AT3G45000 -1.02 -0.02 -0.12 0.9096448 0.958649 -6.55 FALSE
247387_at unknown protein --- AT5G63460 1.01 0.02 0.12 0.909635 0.958649 -6.55 FALSE
252127_at  putative protein ATP binding proPLP3a AT3G50960 -1.02 -0.03 -0.12 0.9097353 0.958659 -6.55 FALSE
248068_at unknown protein --- AT5G55610 1.02 0.03 0.12 0.9097384 0.958659 -6.55 FALSE
251190_at RING-H2 zinc finger protein ATL5ATL5 AT3G62690 -1.03 -0.04 -0.12 0.9098806 0.9587202 -6.55 FALSE
244963_at PSII cytochrome b559 --- --- -1.01 -0.01 -0.12 0.9098688 0.9587202 -6.55 FALSE
265115_at  rho GDP-dissociation inhibitor, p--- AT1G62450 1.01 0.02 0.12 0.9099732 0.9587735 -6.55 FALSE
260493_at hypothetical protein predicted by --- AT2G41830 -1.02 -0.03 -0.12 0.9102598 0.9588541 -6.55 TRUE
245822_at unknown protein ; supported by c--- AT1G26110 1.02 0.02 0.12 0.9102352 0.9588541 -6.55 FALSE
259468_at unknown protein TTN10 AT1G19080 // -1.02 -0.02 -0.12 0.9102019 0.9588541 -6.55 FALSE
246765_at  glutamic acid-rich protein hypoth--- AT5G27330 -1.01 -0.02 -0.12 0.9101815 0.9588541 -6.55 FALSE
264634_at  cytochrome P450, putative  CYP702A1 AT1G65670 1.01 0.01 0.12 0.9101021 0.9588541 -6.55 FALSE
255415_at hypothetical protein --- AT4G03160 1.01 0.01 0.12 0.9104512 0.9590114 -6.55 FALSE
259765_at unknown protein ;supported by fu--- AT1G64370 1.02 0.03 0.12 0.9106471 0.9591734 -6.55 FALSE
249208_at allene oxide synthase (emb CAA AOS AT5G42650 1.04 0.05 0.12 0.9107594 0.9592475 -6.55 FALSE
258123_at putative MAP kinase similar to bl MPK9 AT3G18040 1.03 0.04 0.12 0.9110922 0.9594795 -6.55 TRUE
264402_at  HSP100/ClpB, putative similar toCLPB4 AT2G25140 1.03 0.04 0.12 0.9113202 0.9594795 -6.55 TRUE
249233_at putative protein contains similarit --- AT5G42150 -1.04 -0.05 -0.12 0.9113341 0.9594795 -6.55 FALSE
250588_at SMC-like protein --- AT5G07660 1.01 0.02 0.12 0.9111596 0.9594795 -6.55 FALSE
259407_at  protein phosphatase 2A regulatoPP2AA3 AT1G13320 -1.01 -0.02 -0.12 0.9113583 0.9594795 -6.55 FALSE
264779_at  putative thioredoxin similar to ESACHT4 AT1G08570 -1.03 -0.04 -0.12 0.9112929 0.9594795 -6.55 FALSE



246645_at putative protein  ;supported by fu --- AT5G35080 -1.02 -0.02 -0.12 0.9110789 0.9594795 -6.55 FALSE
250759_at unknown protein --- AT5G06020 -1.01 -0.02 -0.12 0.9113353 0.9594795 -6.55 FALSE
267403_at MADS-box protein (AGL33) AGL33 AT2G26320 1.01 0.01 0.12 0.9113506 0.9594795 -6.55 FALSE
257243_at  pectate lyase, putative similar to --- AT3G24230 -1.01 -0.01 -0.12 0.9114013 0.9594805 -6.55 FALSE
265705_at unknown protein related to MO25--- AT2G03410 1.04 0.05 0.12 0.9114754 0.9595143 -6.55 FALSE
261442_at Expressed protein ; supported by--- AT1G28375 1.01 0.02 0.12 0.9117857 0.9597966 -6.55 FALSE
256059_at hypothetical protein contains sim --- AT1G06990 1.02 0.02 0.11 0.9119636 0.9599287 -6.55 FALSE
266067_s_ahypothetical protein predicted by --- AT2G18810 // 1.01 0.01 0.11 0.9119993 0.9599287 -6.55 FALSE
259778_at hypothetical protein predicted by --- AT1G29610 -1.01 -0.02 -0.11 0.9120375 0.9599287 -6.55 FALSE
257938_at  cell elongation protein, Dwarf1 idDWF1 AT3G19820 1.06 0.08 0.11 0.9121249 0.9599764 -6.55 FALSE
255177_at strong similarity to 1-aminocyclopACS11 AT4G08040 1.04 0.06 0.11 0.9121898 0.9599995 -6.55 TRUE
254331_s_a cytochrome P450 - like protein flCYP706A2 AT4G22690 // 1.04 0.05 0.11 0.912231 0.9599995 -6.55 FALSE
265255_at unknown protein  ; supported by --- AT2G28420 -1.02 -0.03 -0.11 0.9123499 0.9600361 -6.55 FALSE
262147_at  phospholipase D1, putative similPLDALPHAAT1G52570 1.01 0.02 0.11 0.9123196 0.9600361 -6.55 FALSE
263439_at hypothetical protein predicted by ATEXO70HAT2G28650 1.01 0.02 0.11 0.9124555 0.9601029 -6.55 FALSE
260724_at unknown protein ;supported by fu--- AT1G48140 -1.01 -0.02 -0.11 0.9127045 0.9602921 -6.55 FALSE
248543_at putative protein similar to unknow--- AT5G50230 1.01 0.01 0.11 0.9127599 0.9602921 -6.55 FALSE
253158_at  putative protein protein kinase 6 --- AT4G35780 -1.02 -0.02 -0.11 0.9127616 0.9602921 -6.55 FALSE
258272_at  unknown protein similar to serine--- AT3G15610 1.02 0.03 0.11 0.9129195 0.9604139 -6.55 FALSE
260349_at  mitotic checkpoint protein, putati --- AT1G69400 -1.01 -0.02 -0.11 0.9131823 0.9605575 -6.55 FALSE
262217_at hypothetical protein predicted by --- AT1G74770 -1.01 -0.01 -0.11 0.9131552 0.9605575 -6.55 FALSE
251625_at  beta-1,3-glucanase 2 (BG2) (PRBGL2 AT3G57260 1.17 0.23 0.11 0.9131064 0.9605575 -6.55 FALSE
258996_at putative ribosome recycling facto --- AT3G01800 -1.02 -0.02 -0.11 0.9133592 0.9605664 -6.55 FALSE
250615_at putative protein ankyrins - differe --- AT5G07270 -1.02 -0.02 -0.11 0.9133211 0.9605664 -6.55 FALSE
251799_at  putative protein P59 PROTEIN ( --- AT3G55520 1.02 0.02 0.11 0.9133456 0.9605664 -6.55 FALSE
252309_at cysteine protease contains simila--- AT3G49340 -1.01 -0.02 -0.11 0.9133375 0.9605664 -6.55 FALSE
261365_at  proton pump interactor, putative --- AT1G53110 1.03 0.05 0.11 0.9134428 0.96061 -6.55 FALSE
264669_at  putative RAS-related protein, RAATRAB11CAT1G09630 1.02 0.03 0.11 0.9139394 0.961088 -6.55 FALSE
256237_at  leucine rich repeat protein, putatDRT100 AT3G12610 1.14 0.19 0.11 0.9140174 0.9610918 -6.55 FALSE
260698_at unknown protein contains similar --- AT1G32300 -1.01 -0.01 -0.11 0.9140273 0.9610918 -6.55 FALSE
249796_at  26S proteasome, non-ATPase re--- AT5G23540 1.01 0.02 0.11 0.9141881 0.9612165 -6.55 FALSE
245128_at unknown protein similar to gi2344--- AT2G45380 1.01 0.02 0.11 0.9143398 0.9613317 -6.55 FALSE
249885_at putative protein strong similarity tF8H AT5G22940 -1.02 -0.03 -0.11 0.9144685 0.9613581 -6.55 FALSE
260489_at hypothetical protein ; supported b--- AT1G51610 -1.01 -0.02 -0.11 0.9144907 0.9613581 -6.55 FALSE
244912_at cytochrome c biogenesis orf382 --- AT2G07783 1.02 0.03 0.11 0.9144914 0.9613581 -6.55 FALSE



266412_at hypothetical protein predicted by MAP65-5 AT2G38720 1.01 0.02 0.11 0.9145998 0.9614141 -6.55 FALSE
252111_at  propable disease resistance pro --- AT3G51570 -1.02 -0.03 -0.11 0.9146289 0.9614141 -6.55 FALSE
248847_at disease resistance protein-like --- AT5G46510 1.01 0.02 0.11 0.9147583 0.9615058 -6.55 FALSE
256721_at  hypothetical protein predicted byWAVE1 AT2G34150 1.02 0.02 0.11 0.9148239 0.9615304 -6.55 FALSE
261423_at  homeodomain transcription factoAGL65 AT1G18750 -1.02 -0.02 -0.11 0.9150872 0.9616868 -6.55 FALSE
247658_at  actin depolymerizing factor 3 - likADF3 AT5G59880 -1.01 -0.02 -0.11 0.9150992 0.9616868 -6.55 FALSE
265904_at putative beta-glucosidase BGLU14 AT2G25630 -1.01 -0.02 -0.11 0.9150201 0.9616868 -6.55 FALSE
257571_at  hypothetical protein predicted by--- AT3G16870 -1.02 -0.03 -0.11 0.9153161 0.9618303 -6.55 FALSE
252224_at putative protein various ADP-RIBATARLA1B AT3G49860 -1.01 -0.02 -0.11 0.9153201 0.9618303 -6.55 FALSE
259029_at putative oxysterol-binding proteinORP3B AT3G09300 -1.01 -0.02 -0.11 0.9155811 0.9620603 -6.55 FALSE
257204_at Expressed protein ; supported byRALFL24 AT3G23805 1.03 0.05 0.11 0.9156649 0.962104 -6.55 TRUE
245760_s_a receptor serine/threonine kinase --- AT1G66910 // -1.03 -0.04 -0.11 0.915892 0.962194 -6.55 TRUE
258611_at unknown protein  ;supported by f --- AT3G02860 -1.01 -0.02 -0.11 0.9159192 0.962194 -6.55 FALSE
249655_at  putative helicase PIF1 protein - C--- --- 1.01 0.02 0.11 0.9158775 0.962194 -6.55 FALSE
248660_at RNA-binding protein-like --- AT5G48650 1.02 0.02 0.11 0.9159148 0.962194 -6.55 FALSE
262670_s_atransposase [Escherichia coli] mu--- --- -1.01 -0.02 -0.11 0.9162143 0.9624596 -6.55 FALSE
267280_at diacylglycerol O-acyltransferase TAG1 AT2G19450 1.02 0.02 0.11 0.9163405 0.9625479 -6.55 FALSE
266891_at putative GTP-binding protein  ; suARAC9 AT2G44690 -1.01 -0.02 -0.11 0.9164273 0.9625947 -6.55 FALSE
263503_s_ahypothetical protein --- AT2G07676 -1.01 -0.02 -0.11 0.9165564 0.9626416 -6.55 FALSE
248246_at putative protein contains similarit TRY AT5G53200 1.01 0.02 0.11 0.9165195 0.9626416 -6.55 FALSE
261901_at J8-like protein similar to DnaJ ho J8 AT1G80920 1.01 0.02 0.11 0.9166341 0.9626789 -6.55 FALSE
246414_at hypothetical protein similar to hyp--- AT1G77340 -1.01 -0.02 -0.11 0.9168965 0.9629102 -6.55 FALSE
261785_at hypothetical protein contains sim --- AT1G08230 -1.01 -0.02 -0.11 0.9171613 0.9630995 -6.55 TRUE
245559_at glycine-rich protein like --- AT4G15460 1.01 0.02 0.11 0.9171561 0.9630995 -6.55 FALSE
264974_at unknown protein contains Pfam pATHB54 AT1G27050 -1.01 -0.02 -0.11 0.9172248 0.9631219 -6.55 FALSE
258874_at hypothetical protein similar to unk--- AT3G03230 -1.02 -0.02 -0.11 0.9173687 0.9631534 -6.55 FALSE
257967_at hypothetical protein predicted by --- AT3G19910 1.01 0.02 0.11 0.9174133 0.9631534 -6.55 FALSE
264386_at  putative pyrophosphate-fructose --- AT1G12000 -1.03 -0.04 -0.11 0.9173978 0.9631534 -6.55 FALSE
255336_at putative transposon protein --- --- 1.01 0.01 0.11 0.9174237 0.9631534 -6.55 FALSE
262587_at unknown protein Contains PF|00 --- AT1G15490 -1.02 -0.03 -0.11 0.9174865 0.9631751 -6.55 FALSE
264611_at putative pectate lyase A11 simila --- AT1G04680 -1.05 -0.07 -0.11 0.9179639 0.963557 -6.55 TRUE
252025_at  putative protein chromosome as --- AT3G52900 1.01 0.02 0.11 0.9179692 0.963557 -6.55 FALSE
262851_at putative RNA helicase Contains D--- AT1G20920 1.01 0.02 0.11 0.9179771 0.963557 -6.55 FALSE
261820_at hypothetical protein predicted by --- AT1G11420 -1.02 -0.02 -0.11 0.9181764 0.9637219 -6.55 FALSE
263969_at putative VSF-1-like b-ZIP transcr UNE4 AT2G12940 1.01 0.02 0.11 0.9182422 0.9637466 -6.55 FALSE



246793_at  putative protein seven transmem--- AT5G27210 -1.01 -0.02 -0.11 0.9183117 0.9637717 -6.55 FALSE
251160_at  inositol-1,4,5-trisphosphate 5-Ph--- AT3G63240 1.01 0.02 0.11 0.9183506 0.9637717 -6.55 FALSE
253744_s_a putative protein hypothetical pro --- --- -1.01 -0.02 -0.11 0.9185661 0.9639534 -6.55 FALSE
256640_at hypothetical protein predicted by --- AT3G32260 1.01 0.02 0.11 0.918734 0.9640853 -6.55 FALSE
263896_at hypothetical protein predicted by --- AT2G21930 1.01 0.02 0.11 0.9188781 0.9641921 -6.55 FALSE
259474_at unknown protein ;supported by fu--- AT1G19130 -1.03 -0.04 -0.11 0.9189678 0.964242 -6.55 FALSE
259483_at hypothetical protein predicted by --- AT1G43980 -1.01 -0.02 -0.11 0.9190725 0.9642551 -6.55 FALSE
257418_at hypothetical protein predicted by --- AT1G30850 1.02 0.02 0.11 0.9190719 0.9642551 -6.55 FALSE
250747_at glucuronosyl transferase-like pro --- AT5G05900 1.01 0.02 0.11 0.9191072 0.9642551 -6.55 FALSE
255529_at CTP synthase - like protein --- AT4G02120 1.01 0.02 0.10 0.919458 0.9645788 -6.55 FALSE
245184_at F12A21.8 hypothetical protein --- AT1G67790 1.01 0.02 0.10 0.9195033 0.964582 -6.55 FALSE
249353_at oleosin  ; supported by cDNA: gi_OLEO2 AT5G40420 1.01 0.02 0.10 0.9195946 0.964598 -6.55 FALSE
264469_at hypothetical protein similar to hypLBD40 AT1G67100 -1.01 -0.02 -0.10 0.9196032 0.964598 -6.55 FALSE
258415_at putative s-adenosylmethionine syMTO3 AT3G17390 -1.03 -0.04 -0.10 0.9198449 0.9646134 -6.55 FALSE
258707_at putative histone H2B similar to hi --- AT3G09480 1.02 0.02 0.10 0.9198494 0.9646134 -6.55 FALSE
266323_at putative calcium-dependent proteCRK3 AT2G46700 1.01 0.02 0.10 0.9198716 0.9646134 -6.55 FALSE
255710_at predicted protein of unknown fun --- AT4G00030 // -1.02 -0.03 -0.10 0.9198474 0.9646134 -6.55 FALSE
245647_at F5A9.22 hypothetical protein --- AT1G24706 -1.01 -0.01 -0.10 0.9197582 0.9646134 -6.55 FALSE
248544_at putative protein contains similarit PIMT2 AT5G50240 -1.02 -0.03 -0.10 0.9198318 0.9646134 -6.55 FALSE
248383_at putative protein contains similarit --- AT5G51900 1.01 0.02 0.10 0.9200482 0.9647099 -6.55 FALSE
261468_s_ahypothetical protein predicted by --- AT1G27860 // -1.02 -0.02 -0.10 0.9200149 0.9647099 -6.55 FALSE
261035_at hypothetical protein contains Pfa --- --- -1.01 -0.01 -0.10 0.9203833 0.9650169 -6.55 FALSE
267267_at putative cytochrome P450 CYP71B9 AT2G02580 -1.01 -0.02 -0.10 0.9206501 0.9652079 -6.55 FALSE
265463_at unknown protein IRX9 AT2G37090 -1.02 -0.03 -0.10 0.9206482 0.9652079 -6.55 FALSE
255110_at  peroxidase C2 precursor like pro--- AT4G08770 -1.06 -0.08 -0.10 0.9209111 0.9653928 -6.55 TRUE
257305_at hypothetical protein predicted by --- --- -1.01 -0.02 -0.10 0.9209017 0.9653928 -6.55 FALSE
258777_at hypothetical protein predicted by --- AT3G11850 1.02 0.02 0.10 0.9211967 0.9656478 -6.55 FALSE
265167_at putative OBP32pep protein --- AT1G23680 1.01 0.02 0.10 0.9213375 0.965751 -6.55 FALSE
260974_at  receptor-like serine/threonine kin--- AT1G53440 -1.02 -0.04 -0.10 0.92138 0.9657512 -6.55 FALSE
245305_at Expressed protein ; supported by--- AT4G17215 1.04 0.06 0.10 0.9215147 0.9658037 -6.55 FALSE
262302_at hypothetical protein predicted by --- AT1G70910 1.01 0.02 0.10 0.9214927 0.9658037 -6.55 FALSE
245626_at unknown protein ;supported by fu--- AT1G56700 1.02 0.02 0.10 0.9218013 0.9660152 -6.55 FALSE
260990_at hypothetical protein predicted by --- AT1G12180 1.02 0.02 0.10 0.9217937 0.9660152 -6.55 FALSE
245975_at  putative protein CGI-107 protein --- AT5G13070 1.01 0.02 0.10 0.9218518 0.9660237 -6.55 FALSE
263348_at cytoplasmic aconitate hydratase --- AT2G05710 1.02 0.02 0.10 0.9221833 0.9662516 -6.55 TRUE



252343_at  putative protein hypothetical pro --- AT3G48610 1.04 0.05 0.10 0.9222174 0.9662516 -6.55 FALSE
265170_at putative carbonic anhydrase BCA3 AT1G23730 -1.07 -0.09 -0.10 0.922281 0.9662516 -6.55 FALSE
254841_at putative protein predicted protein --- AT4G11940 1.01 0.02 0.10 0.9221205 0.9662516 -6.55 FALSE
246643_s_a putative protein various predicte --- --- -1.01 -0.01 -0.10 0.9222704 0.9662516 -6.55 FALSE
255941_at  mitochondrial inner membrane trATTIM17-1 AT1G20350 -1.02 -0.03 -0.10 0.9224114 0.9663438 -6.55 FALSE
258021_at hypothetical protein predicted ge PUB25 AT3G19380 -1.04 -0.05 -0.10 0.9225771 0.9663842 -6.55 FALSE
249695_at putative protein similar to unknow--- --- -1.01 -0.02 -0.10 0.9225711 0.9663842 -6.55 FALSE
267254_at putative protein kinase contains aSNRK2.9 AT2G23030 -1.04 -0.05 -0.10 0.9225325 0.9663842 -6.55 FALSE
261473_at hypothetical protein similar to put--- AT1G14490 1.02 0.03 0.10 0.9226787 0.9664463 -6.55 FALSE
262697_at  beta-glucosidase, putative similaATA27 AT1G75940 -1.01 -0.01 -0.10 0.9227823 0.9665104 -6.55 FALSE
258274_at putative cytochrome c oxidase su--- AT3G15640 1.01 0.02 0.10 0.9228275 0.9665134 -6.55 FALSE
253470_s_a putative protein dnaK-type molecSDH3-2 AT4G32210 // -1.01 -0.01 -0.10 0.9228992 0.9665441 -6.55 FALSE
261306_at regulatory protein HAL3B similar --- AT1G48610 -1.01 -0.02 -0.10 0.9230596 0.9665535 -6.55 FALSE
262932_at  glutathione-s-transferase, putativ--- AT1G65820 -1.02 -0.02 -0.10 0.9229793 0.9665535 -6.55 FALSE
245700_at carbonate dehydratase - like protACA3 AT5G04180 1.01 0.01 0.10 0.92312 0.9665535 -6.55 FALSE
249923_at  conglutin gamma - like protein co--- AT5G19120 -1.02 -0.03 -0.10 0.923083 0.9665535 -6.55 FALSE
262688_at PPR-repeat protein contains mul --- AT1G62680 1.01 0.01 0.10 0.9230583 0.9665535 -6.55 FALSE
253707_at hypothetical protein --- AT4G29200 -1.01 -0.01 -0.10 0.9232415 0.9666364 -6.55 FALSE
248574_at putative protein strong similarity t--- AT5G49830 1.01 0.01 0.10 0.9233885 0.9667458 -6.55 FALSE
247733_at  putative protein heat shock prote--- AT5G59610 -1.02 -0.02 -0.10 0.9234726 0.9667895 -6.55 FALSE
265691_at unknown protein predicted by ge --- AT2G24330 1.02 0.03 0.10 0.9235666 0.9667991 -6.55 FALSE
267251_at putative casein kinase II catalytic --- AT2G23070 -1.01 -0.01 -0.10 0.9235616 0.9667991 -6.55 FALSE
266236_at putative glutathione S-transferaseATGSTZ2 AT2G02380 -1.01 -0.02 -0.10 0.9238484 0.9670054 -6.55 FALSE
255460_at hypothetical protein similar to A. --- AT4G02800 -1.01 -0.01 -0.10 0.9238427 0.9670054 -6.55 FALSE
245274_at ankyrin like protein ; supported b --- AT4G14360 1.01 0.02 0.10 0.9242296 0.9671825 -6.55 TRUE
247532_at  putative protein disease resistan--- AT5G61560 1.03 0.05 0.10 0.9242196 0.9671825 -6.55 FALSE
261555_s_ahypothetical protein predicted by --- AT1G63230 // 1.01 0.01 0.10 0.9241944 0.9671825 -6.55 FALSE
261123_at hypothetical protein predicted by --- AT1G62860 -1.02 -0.02 -0.10 0.9242126 0.9671825 -6.55 FALSE
265552_at putative plasma membrane protoAHA6 AT2G07560 1.01 0.02 0.10 0.9242144 0.9671825 -6.55 FALSE
254551_at  lectin like protein lectin phloem pATPP2-A1 AT4G19840 -1.01 -0.02 -0.10 0.9245557 0.967435 -6.55 FALSE
267282_at unknown protein  ; supported by --- AT2G19390 1.01 0.02 0.10 0.9245231 0.967435 -6.55 FALSE
265824_at putative glucosyltransferase  ;supATCSLA07 AT2G35650 1.02 0.02 0.10 0.9248315 0.9674765 -6.55 TRUE
260362_at putative protein kinase similar to --- AT1G70530 1.03 0.04 0.10 0.9246548 0.9674765 -6.55 FALSE
259484_at  calcium-dependent protein kinasPEPKR1 AT1G12580 -1.01 -0.02 -0.10 0.9250891 0.9674765 -6.55 FALSE
262876_at unknown protein ;supported by fuATDSS1(I) AT1G64750 -1.01 -0.02 -0.10 0.9251233 0.9674765 -6.55 FALSE



262538_at Expressed protein ; supported by--- AT1G17140 1.02 0.03 0.10 0.9251605 0.9674765 -6.55 FALSE
267043_at unknown protein --- AT2G34330 -1.01 -0.02 -0.10 0.9251497 0.9674765 -6.55 FALSE
245691_at zinc finger protein - like ELF6 AT5G04240 1.02 0.02 0.10 0.9251601 0.9674765 -6.55 FALSE
249569_at  putative protein Pit1 - Arabidops --- AT5G38070 1.01 0.02 0.10 0.9249799 0.9674765 -6.55 FALSE
256546_at hypothetical protein contains sim --- AT3G14820 -1.01 -0.01 -0.10 0.9249128 0.9674765 -6.55 FALSE
266195_at putative RING zinc finger protein --- AT2G39100 1.01 0.01 0.10 0.9248725 0.9674765 -6.55 FALSE
260516_at unknown protein --- AT1G51450 -1.01 -0.02 -0.10 0.9251656 0.9674765 -6.55 FALSE
256498_at hypothetical protein --- --- -1.01 -0.01 -0.10 0.9250098 0.9674765 -6.55 FALSE
253727_at profilin 2  ; supported by full-leng PFN2 AT4G29350 -1.01 -0.02 -0.10 0.9251507 0.9674765 -6.55 FALSE
248240_at CUC2 (dbj|BAA19529.1) CUC2 AT5G53950 -1.01 -0.02 -0.10 0.9251891 0.9674765 -6.55 FALSE
261647_at hypothetical protein similar to hyp--- AT1G27740 1.01 0.02 0.10 0.9252455 0.9674911 -6.55 FALSE
247064_at putative protein contains similarit --- AT5G66890 1.02 0.03 0.10 0.9253288 0.9675338 -6.55 FALSE
250111_at acetolactate synthase-like protein--- AT5G16290 1.02 0.02 0.10 0.9255529 0.9675907 -6.55 FALSE
251567_at putative protein several hypothet --- AT3G58230 1.01 0.02 0.10 0.9255376 0.9675907 -6.55 FALSE
248652_at putative protein contains similarit SHV2 AT5G49270 1.02 0.02 0.10 0.9254924 0.9675907 -6.55 FALSE
248441_at putative protein contains similarit --- AT5G51270 -1.01 -0.01 -0.10 0.9255278 0.9675907 -6.55 FALSE
249904_at unknown protein --- AT5G22700 1.01 0.01 0.10 0.9256776 0.9676324 -6.55 FALSE
266953_at hypothetical protein predicted by --- AT2G34540 1.01 0.02 0.10 0.9256762 0.9676324 -6.55 FALSE
259530_at hypothetical protein --- AT1G12450 1.02 0.03 0.10 0.9258017 0.9677178 -6.55 TRUE
245622_at A6 anther-specific protein MEE48 AT4G14080 -1.01 -0.02 -0.10 0.9259338 0.9678115 -6.55 FALSE
263936_at putative ATP-dependent RNA he --- AT2G35920 1.01 0.02 0.10 0.9259791 0.9678145 -6.55 FALSE
250447_at  putative protein KIAA0332 gene --- AT5G10800 1.01 0.01 0.10 0.926109 0.9678483 -6.55 FALSE
264612_at unknown protein similar to GB:AA--- AT1G04560 -1.01 -0.02 -0.10 0.9261388 0.9678483 -6.55 FALSE
264346_at putative amino-cyclopropane-car --- AT1G12010 1.01 0.02 0.10 0.9260956 0.9678483 -6.55 FALSE
253704_at  X-Pro dipeptidase - like protein ( --- AT4G29490 -1.01 -0.02 -0.10 0.9263628 0.9679991 -6.55 FALSE
266186_at unknown protein AERO2 AT2G38960 -1.01 -0.01 -0.10 0.9264107 0.9679991 -6.55 FALSE
253146_at  putative protein predicted protein--- AT4G35590 -1.01 -0.02 -0.10 0.9264952 0.9679991 -6.55 FALSE
252816_at putative protein several putative p--- AT3G42550 1.01 0.01 0.10 0.9264082 0.9679991 -6.55 FALSE
249617_at receptor protein kinase-like prote --- AT5G37450 -1.01 -0.02 -0.10 0.9264865 0.9679991 -6.55 FALSE
262748_at  lipase, putative contains Pfam pr--- AT1G28610 1.02 0.03 0.10 0.926747 0.9682058 -6.55 FALSE
250643_at putative protein similar to unknow--- AT5G06780 -1.01 -0.01 -0.10 0.926778 0.9682058 -6.55 FALSE
255252_at contains similarity to Gossypium --- AT4G04990 1.01 0.01 0.10 0.9268946 0.9682623 -6.55 FALSE
247140_at putative protein similar to unknow--- AT5G66250 1.01 0.01 0.10 0.9269594 0.9682623 -6.55 FALSE
250269_at  anthranilate phosphoribosyltrans--- AT5G12970 -1.01 -0.02 -0.10 0.9269386 0.9682623 -6.55 FALSE
266984_at unknown protein  ; supported by --- AT2G39570 1.02 0.03 0.09 0.9271167 0.9682698 -6.55 TRUE



260458_at unknown protein --- AT1G68250 1.01 0.02 0.09 0.9271558 0.9682698 -6.55 FALSE
254604_at cadmium-induced protein --- AT4G19070 1.01 0.02 0.09 0.9271788 0.9682698 -6.55 FALSE
267189_at putative methionine aminopeptidaMAP2A AT2G44180 -1.02 -0.03 -0.09 0.9270917 0.9682698 -6.55 FALSE
266996_at putative cytochrome P450  ;suppCYP710A2 AT2G34490 1.06 0.09 0.10 0.927033 0.9682698 -6.55 FALSE
266937_at hypothetical protein predicted by --- AT2G18930 -1.01 -0.02 -0.09 0.9272836 0.9683349 -6.55 FALSE
247916_at adenosylmethionine-8-amino-7-oBIO1 AT5G57590 -1.01 -0.02 -0.09 0.9273479 0.9683577 -6.55 FALSE
252967_at  amidophosphoribosyltransferaseATASE3 AT4G38880 -1.01 -0.02 -0.09 0.9275491 0.9685234 -6.55 FALSE
257531_at  putative RNA-binding protein con--- AT3G07250 1.01 0.01 0.09 0.9275951 0.9685272 -6.55 FALSE
257880_at  AMP-binding protein, putative coAAE7 AT3G16910 -1.02 -0.03 -0.09 0.9278327 0.9685994 -6.55 TRUE
258267_at putative delta 9 desaturase simila--- AT3G15870 -1.01 -0.01 -0.09 0.9278766 0.9685994 -6.55 FALSE
259040_at putative glutathione transferase sATGSTU8 AT3G09270 1.05 0.07 0.09 0.9278041 0.9685994 -6.55 FALSE
264334_at  calcium-dependent protein kinasCPK19 AT1G61950 1.01 0.01 0.09 0.9278762 0.9685994 -6.55 FALSE
255167_at  putative protein  hypothetical pro--- --- -1.01 -0.01 -0.09 0.9278452 0.9685994 -6.55 FALSE
246582_at hypothetical protein predicted by --- AT1G31750 1.02 0.04 0.09 0.9279977 0.9686815 -6.55 FALSE
247039_at putative protein contains similarit ATEB1C AT5G67270 1.01 0.02 0.09 0.9282079 0.9687679 -6.55 FALSE
263238_at putative auxin-induced protein --- AT2G16580 -1.01 -0.01 -0.09 0.9281923 0.9687679 -6.55 FALSE
249656_at putative protein hypothetical prot --- AT5G37130 1.01 0.01 0.09 0.9281573 0.9687679 -6.55 FALSE
248290_at Ca2+-transporting ATPase-like p --- AT5G53010 1.01 0.02 0.09 0.9283927 0.9689165 -6.55 FALSE
251314_at putative protein several hypothet --- AT3G61180 -1.01 -0.01 -0.09 0.9285098 0.9689943 -6.55 FALSE
246900_at  putative protein flavin-containingYUC6 AT5G25620 1.01 0.02 0.09 0.9287393 0.9691008 -6.55 FALSE
255661_at hypothetical protein ULP1B AT4G00690 -1.01 -0.01 -0.09 0.9286769 0.9691008 -6.55 FALSE
250046_at  putative protein predicted protein--- AT5G17720 -1.01 -0.02 -0.09 0.9287084 0.9691008 -6.55 FALSE
254942_at  putative protein predicted protein--- AT4G10880 1.01 0.01 0.09 0.9287834 0.9691025 -6.55 FALSE
254902_at putative protein several hypothet --- AT4G11550 -1.01 -0.01 -0.09 0.9288969 0.9691766 -6.55 FALSE
259800_at Expressed protein ; supported by--- AT1G72175 -1.01 -0.02 -0.09 0.929012 0.9692524 -6.55 TRUE
246393_at  phosphoglycerate kinase, putativ--- AT1G58150 1.01 0.02 0.09 0.9290646 0.9692629 -6.55 FALSE
266286_at putative tropinone reductase --- AT2G29160 // 1.01 0.02 0.09 0.9291557 0.9692692 -6.55 FALSE
264387_at putative growth regulator protein --- AT1G11990 1.01 0.02 0.09 0.9291288 0.9692692 -6.55 FALSE
258590_at  putative response regulator proteARR22 AT3G04280 -1.01 -0.01 -0.09 0.9292762 0.9693304 -6.55 FALSE
252726_at  putative protein predicted protein--- --- -1.02 -0.02 -0.09 0.9292993 0.9693304 -6.55 FALSE
248122_at unknown protein --- AT5G54700 1.01 0.01 0.09 0.9293802 0.9693705 -6.55 FALSE
256811_at  serine/threonine-specific protein --- AT3G21340 1.01 0.01 0.09 0.9294801 0.9693939 -6.55 FALSE
248370_at homeodomain transcription facto HDG7 AT5G52170 1.01 0.02 0.09 0.9295171 0.9693939 -6.55 FALSE
263163_at  fructokinase, putative predicted bFZL AT1G03160 1.02 0.03 0.09 0.9295302 0.9693939 -6.55 FALSE
248059_at putative protein similar to unknowTRN1 AT5G55540 -1.02 -0.03 -0.09 0.9296146 0.9694376 -6.55 FALSE



251376_at  scarecrow - like protein scarecro--- AT3G60630 -1.02 -0.02 -0.09 0.9298617 0.9694493 -6.55 FALSE
249711_at putative protein contains similarit --- AT5G35680 -1.01 -0.02 -0.09 0.929708 0.9694493 -6.55 FALSE
246473_at  putative protein cathepsin L-like --- AT5G17140 -1.01 -0.02 -0.09 0.9298193 0.9694493 -6.55 FALSE
261267_at unknown protein ;supported by fu--- AT1G26750 -1.01 -0.02 -0.09 0.9297242 0.9694493 -6.55 FALSE
247181_at putative protein similar to unknow--- AT5G65370 -1.01 -0.01 -0.09 0.9298672 0.9694493 -6.55 FALSE
266676_s_ahypothetical protein predicted by --- AT2G29605 // 1.01 0.01 0.09 0.9298808 0.9694493 -6.55 FALSE
245996_at putative protein predicted non-LT--- --- -1.01 -0.01 -0.09 0.9299808 0.969465 -6.55 FALSE
266143_at Expressed protein ; supported by--- AT2G38905 1.01 0.02 0.09 0.9299624 0.969465 -6.55 FALSE
251555_at shatterproof 1 (SHP1)/ agamous SHP1 AT3G58780 1.01 0.01 0.09 0.9300738 0.9695176 -6.55 FALSE
254498_at  membrane-associated salt-inducEMB1025 AT4G20090 -1.02 -0.02 -0.09 0.9301814 0.9695411 -6.55 FALSE
253771_at hypothetical protein  ;supported b--- AT4G28430 -1.01 -0.02 -0.09 0.9301672 0.9695411 -6.55 FALSE
266940_at unknown protein --- AT2G18970 -1.01 -0.02 -0.09 0.9302822 0.9696018 -6.55 FALSE
259570_at hypothetical protein COR47 AT1G20440 1.02 0.03 0.09 0.9305511 0.9696321 -6.55 FALSE
257894_at unknown protein ; supported by c--- AT3G17100 1.02 0.03 0.09 0.9306088 0.9696321 -6.55 FALSE
246410_at hypothetical protein predicted by --- AT1G57760 -1.01 -0.01 -0.09 0.9304045 0.9696321 -6.55 FALSE
263829_at unknown protein --- AT2G40435 1.03 0.04 0.09 0.9305673 0.9696321 -6.55 FALSE
248979_at putative protein contains similarit AtPP2-A6 AT5G45080 -1.01 -0.02 -0.09 0.9305283 0.9696321 -6.55 FALSE
259867_at hypothetical protein predicted by --- AT1G76740 1.01 0.01 0.09 0.9304194 0.9696321 -6.55 FALSE
259797_at unknown protein --- --- 1.01 0.02 0.09 0.9305927 0.9696321 -6.55 FALSE
261916_at  jasmonic acid, putative similar toanac028 AT1G65910 -1.01 -0.02 -0.09 0.9306716 0.9696533 -6.55 FALSE
252604_at  high-affinity nitrate transporter - NRT2.6 AT3G45060 -1.03 -0.05 -0.09 0.9308012 0.969728 -6.55 TRUE
263095_at Ac-like transposase related to Ac--- AT2G16040 1.01 0.01 0.09 0.9308708 0.969728 -6.55 FALSE
247301_at DNA topoisomerase III --- AT5G63920 1.02 0.02 0.09 0.9308655 0.969728 -6.55 FALSE
246411_at hypothetical protein contains sim --- AT1G57770 -1.02 -0.03 -0.09 0.9310901 0.9697584 -6.55 TRUE
246891_at  putative protein various predicte --- AT5G25490 1.01 0.01 0.09 0.9310073 0.9697584 -6.55 FALSE
253933_at hypothetical protein --- AT4G26820 1.01 0.02 0.09 0.9310239 0.9697584 -6.55 FALSE
251001_at putative protein --- AT5G02670 1.01 0.02 0.09 0.9311552 0.9697584 -6.55 FALSE
253904_at NWMU1 - 2S albumin 1 precurso--- AT4G27140 -1.01 -0.01 -0.09 0.9311143 0.9697584 -6.55 FALSE
252568_at  receptor-like protein kinase rece --- AT3G45410 1.02 0.02 0.09 0.9310339 0.9697584 -6.55 FALSE
249477_s_a germin - like protein probable ge--- AT5G38930 // 1.01 0.01 0.09 0.9312403 0.9698028 -6.55 FALSE
265294_at Mutator-like transposase similar t--- --- 1.01 0.02 0.09 0.9313865 0.9699108 -6.55 FALSE
245630_at hypothetical protein similar to put--- AT1G25360 1.01 0.01 0.09 0.9316278 0.9700292 -6.55 FALSE
259905_s_ahypothetical protein predicted by --- AT1G74130 // 1.01 0.01 0.09 0.9316081 0.9700292 -6.55 FALSE
250630_at hypothetical protein --- AT5G07400 -1.01 -0.02 -0.09 0.9316067 0.9700292 -6.55 FALSE
259772_at hypothetical protein predicted by --- AT1G29480 1.01 0.01 0.09 0.9316826 0.970042 -6.55 FALSE



249823_s_aputative protein contains similarit --- AT5G23350 // 1.01 0.02 0.09 0.9318219 0.9700543 -6.55 TRUE
249922_at  aluminium-induced protein - like AILP1 AT5G19140 -1.01 -0.01 -0.09 0.9318023 0.9700543 -6.55 FALSE
247837_at N-hydroxycinnamoyl/benzoyltran --- AT5G57840 1.01 0.02 0.09 0.931822 0.9700543 -6.55 FALSE
258368_at subtilisin-like serine protease con--- AT3G14240 -1.02 -0.03 -0.09 0.932097 0.970252 -6.55 TRUE
265277_at unknown protein  ;supported by f --- AT2G28410 -1.03 -0.04 -0.09 0.9320966 0.970252 -6.55 FALSE
246109_at hypothetical protein (fragment?) --- AT5G20120 -1.01 -0.02 -0.09 0.9321521 0.9702651 -6.55 FALSE
245336_at Expressed protein ; supported by--- AT4G16515 1.04 0.06 0.09 0.9322963 0.9703709 -6.55 TRUE
248378_at unknown protein  ;supported by f --- AT5G51840 1.01 0.01 0.09 0.9323829 0.9704168 -6.55 FALSE
250467_at  trehalose-6-phosphate phosphat--- AT5G10100 1.01 0.01 0.09 0.9324265 0.9704179 -6.55 FALSE
261374_at hypothetical protein contains thio --- AT1G52990 1.01 0.01 0.09 0.9325316 0.9704667 -6.55 FALSE
263908_at hypothetical protein predicted by --- AT2G36480 -1.01 -0.01 -0.09 0.9325837 0.9704667 -6.55 FALSE
246254_at MAP kinase like protein ATMPK14 AT4G36450 -1.02 -0.02 -0.09 0.9326011 0.9704667 -6.55 FALSE
249887_at putative protein similar to unknow--- AT5G22310 -1.03 -0.04 -0.09 0.9328263 0.9705542 -6.55 FALSE
252732_at  putative protein predicted protein--- --- 1.01 0.01 0.09 0.9328554 0.9705542 -6.55 FALSE
261137_at  auxin-induced protein, putative s--- AT1G19830 1.01 0.01 0.09 0.9327968 0.9705542 -6.55 FALSE
260340_at putative dihydropterin pyrophosp --- AT1G69190 1.01 0.01 0.09 0.9328193 0.9705542 -6.55 FALSE
258950_at unknown protein contains Pfam pMBD9 AT3G01460 1.01 0.01 0.09 0.9329499 0.9705641 -6.55 FALSE
263964_at putative CCHC-type zinc finger p --- AT2G12880 -1.01 -0.02 -0.09 0.9329438 0.9705641 -6.55 FALSE
252702_at  putative protein predicted protein--- --- -1.01 -0.01 -0.09 0.9330285 0.9706016 -6.55 FALSE
255985_at putative protein contains similarit --- AT1G34150 1.01 0.01 0.09 0.9330993 0.9706309 -6.55 FALSE
262929_at hypothetical protein ;supported b --- AT1G65720 -1.01 -0.02 -0.09 0.9332808 0.9707754 -6.55 FALSE
AFFX-Athal Arabidopsis thaliana /REF=M641GAPC1 --- 1.02 0.02 0.09 0.9333257 0.9707779 -6.55 TRUE
248601_at putative protein contains similarit --- AT5G49400 1.01 0.01 0.09 0.9333905 0.9708011 -6.55 FALSE
264087_at hypothetical protein predicted by emb1381 AT2G31340 -1.01 -0.01 -0.09 0.9335706 0.9708555 -6.55 FALSE
256037_at hypothetical protein predicted by --- AT1G19160 -1.01 -0.02 -0.09 0.9335597 0.9708555 -6.55 FALSE
266023_at copia-like retroelement pol polypr--- --- 1.01 0.01 0.09 0.9335483 0.9708555 -6.55 FALSE
254596_at  putative protein proline-rich prote--- AT4G18975 -1.01 -0.01 -0.09 0.9336806 0.9709257 -6.55 FALSE
256325_at hypothetical protein --- AT3G02330 -1.01 -0.02 -0.09 0.9337808 0.9709466 -6.55 FALSE
265921_at putative C2H2-type zinc finger pr --- AT2G18490 -1.01 -0.01 -0.09 0.9337859 0.9709466 -6.55 FALSE
257534_at hypothetical protein predicted by --- AT3G09670 1.01 0.01 0.09 0.9342592 0.9711679 -6.55 FALSE
256282_at unknown protein --- AT3G12550 -1.01 -0.02 -0.09 0.9342116 0.9711679 -6.55 FALSE
264541_at hypothetical protein predicted by --- AT1G55660 1.01 0.02 0.09 0.934161 0.9711679 -6.55 FALSE
246054_at  putative protein predicted protein--- AT5G08360 1.01 0.01 0.09 0.9340875 0.9711679 -6.55 FALSE
245090_at putative integral membrane prote--- AT2G40900 -1.01 -0.02 -0.09 0.9342793 0.9711679 -6.55 FALSE
267351_at unknown protein NRPD1B AT2G40030 1.01 0.01 0.09 0.9342967 0.9711679 -6.55 FALSE



256418_at hypothetical protein --- AT3G06160 -1.01 -0.01 -0.09 0.9341233 0.9711679 -6.55 FALSE
260529_at putative chloroplast protein CP12CP12-1 AT2G47400 1.01 0.01 0.09 0.9343396 0.9711682 -6.55 FALSE
259865_at putative casein kinase I similar toCKL2 AT1G72710 -1.01 -0.02 -0.09 0.9343898 0.9711762 -6.55 FALSE
261830_at  protein kinase, putative similar to--- AT1G10620 -1.01 -0.01 -0.09 0.9345213 0.9712686 -6.55 FALSE
250254_at 24-sterol C-methyltransferase  ; sSMT1 AT5G13710 -1.01 -0.02 -0.09 0.9345787 0.9712839 -6.55 TRUE
267394_s_aputative cellulase AtGH9B9 AT2G44540 // 1.01 0.01 0.09 0.9346963 0.9713177 -6.55 FALSE
251946_at  putative protein predicted protein--- AT3G53540 -1.04 -0.05 -0.09 0.934687 0.9713177 -6.55 FALSE
258846_at unknown protein  ; supported by --- AT3G03070 -1.01 -0.01 -0.08 0.9348376 0.9714202 -6.55 FALSE
245619_at hypothetical protein --- AT4G13990 1.01 0.02 0.08 0.9349704 0.9714697 -6.55 FALSE
253639_at  putative protein component of an--- AT4G30550 -1.01 -0.02 -0.08 0.93495 0.9714697 -6.55 FALSE
245869_at hypothetical protein predicted by --- AT1G26330 -1.01 -0.01 -0.08 0.9350756 0.9715348 -6.55 FALSE
260175_at  neutral invertase, putative simila --- AT1G72000 1.01 0.01 0.08 0.9351303 0.9715474 -6.55 FALSE
257151_at  blue copper protein, putative sim--- AT3G27200 1.01 0.02 0.08 0.9355054 0.9718928 -6.55 FALSE
265910_at putative vacuolar ATP synthase p--- AT2G25610 1.01 0.01 0.08 0.9359871 0.9723047 -6.55 FALSE
249444_at  putative protein S-locus-specific --- AT5G39370 1.01 0.01 0.08 0.9359466 0.9723047 -6.55 FALSE
246241_at patatin-like protein PLP4 AT4G37050 1.01 0.02 0.08 0.9361032 0.9723367 -6.55 FALSE
247535_at  transcriptional activator - like pro--- AT5G61620 1.01 0.02 0.08 0.9360644 0.9723367 -6.55 FALSE
251284_at hypothetical protein --- AT3G61840 -1.01 -0.02 -0.08 0.9362039 0.972397 -6.55 FALSE
253493_at putative protein various predictedENP AT4G31820 1.02 0.02 0.08 0.9364242 0.9725372 -6.55 TRUE
246839_at putative protein --- AT5G26720 -1.01 -0.01 -0.08 0.9363991 0.9725372 -6.55 FALSE
259269_at putative pectate lyase similar to p--- AT3G01270 1.01 0.01 0.08 0.9364879 0.9725592 -6.55 FALSE
267163_at unknown protein --- AT2G37520 -1.01 -0.02 -0.08 0.9367252 0.9726134 -6.55 FALSE
258536_at  Rab escort protein, putative simi --- AT3G06540 -1.01 -0.02 -0.08 0.9366064 0.9726134 -6.55 FALSE
258177_at  ubiquitin-regulatory protein, puta--- AT3G21660 -1.01 -0.01 -0.08 0.9367182 0.9726134 -6.55 FALSE
261441_at  NAM protein, putative similar to ANAC010 AT1G28470 1.02 0.02 0.08 0.9367533 0.9726134 -6.55 FALSE
249382_at  putative protein predicted protein--- AT5G40050 -1.01 -0.01 -0.08 0.9367352 0.9726134 -6.55 FALSE
245257_at calmodulin ; supported by cDNA:CAM8 AT4G14640 -1.01 -0.01 -0.08 0.9368691 0.972645 -6.55 FALSE
251381_at  secretory protein - like 33 kDa sePDLP8 AT3G60720 // -1.02 -0.03 -0.08 0.9368678 0.972645 -6.55 FALSE
266130_at putative transcription activator --- AT2G44980 1.01 0.02 0.08 0.9370044 0.9727413 -6.55 FALSE
248343_at putative protein contains similarit AtMYB19 AT5G52260 -1.01 -0.01 -0.08 0.9370512 0.9727455 -6.55 FALSE
249483_at Expressed protein ; supported by--- AT5G38895 -1.01 -0.02 -0.08 0.9371888 0.9728118 -6.55 FALSE
263886_at hypothetical protein predicted by TKI1 AT2G36960 -1.01 -0.01 -0.08 0.9372111 0.9728118 -6.55 FALSE
251577_at putative protein several hypothet --- AT3G58350 1.01 0.02 0.08 0.937243 0.9728118 -6.55 FALSE
261058_at  histone, putative similar to histonHTR12 AT1G01370 1.01 0.01 0.08 0.9375087 0.972954 -6.55 FALSE
246608_at  putative protein various predicte --- AT5G35380 1.01 0.02 0.08 0.937451 0.972954 -6.55 FALSE



258121_s_aputative geranylgeranyl pyrophosGGPS3 AT3G14530 // 1.01 0.02 0.08 0.9375506 0.972954 -6.55 FALSE
251377_at putative protein --- AT3G60650 -1.01 -0.01 -0.08 0.9375448 0.972954 -6.55 FALSE
258741_at  Lon protease, putative similar to LON4 AT3G05790 -1.01 -0.01 -0.08 0.9376533 0.9730163 -6.55 FALSE
253418_at  putative protein tom-1B protein, --- AT4G32760 1.01 0.01 0.08 0.9377945 0.9731185 -6.55 FALSE
257419_at hypothetical protein predicted by --- AT1G30800 1.01 0.01 0.08 0.9379767 0.9732634 -6.55 FALSE
257134_at hypothetical protein similar to oxi --- AT3G12870 1.01 0.02 0.08 0.9381919 0.973361 -6.55 FALSE
257993_at hypothetical protein similar to hyp--- AT3G19890 -1.01 -0.01 -0.08 0.9381454 0.973361 -6.55 FALSE
246872_at  extensin - like protein hydroxypro--- AT5G26080 1.01 0.02 0.08 0.9381989 0.973361 -6.55 FALSE
259567_at hypothetical protein --- AT1G20500 1.01 0.01 0.08 0.938339 0.9734622 -6.55 FALSE
260559_at putative polygalacturonase --- AT2G43860 -1.01 -0.02 -0.08 0.9384347 0.9734874 -6.55 FALSE
262638_at  oxidoreductase, putative contain--- AT1G06650 -1.01 -0.01 -0.08 0.938534 0.9734874 -6.55 FALSE
245241_at hypothetical protein contains sim --- AT1G44478 1.01 0.01 0.08 0.9384926 0.9734874 -6.55 FALSE
264225_at hypothetical protein predicted by --- AT1G67420 -1.01 -0.02 -0.08 0.9384663 0.9734874 -6.55 FALSE
253033_at  putative protein aminoacylase I ---- AT4G38220 -1.01 -0.01 -0.08 0.9386718 0.973586 -6.55 FALSE
259397_at hypothetical protein predicted by --- AT1G17680 -1.01 -0.01 -0.08 0.9387857 0.9736156 -6.55 FALSE
253508_at  putative protein various predicte --- AT4G31680 -1.01 -0.01 -0.08 0.9387459 0.9736156 -6.55 FALSE
262240_at  Pto kinase interactor 1, putative --- AT1G48220 -1.01 -0.01 -0.08 0.9389864 0.9737795 -6.55 FALSE
267009_at unknown protein --- AT2G39260 -1.01 -0.01 -0.08 0.9392674 0.973809 -6.55 FALSE
259331_at putative auxin-induced protein sim--- AT3G03840 1.01 0.02 0.08 0.939271 0.973809 -6.55 FALSE
253888_at hypothetical protein ISI1 AT4G27750 -1.01 -0.01 -0.08 0.9392416 0.973809 -6.55 FALSE
249378_at  putative protein microtubule-ass --- AT5G40450 -1.01 -0.02 -0.08 0.9391909 0.973809 -6.55 FALSE
248593_at pectin methylesterase  ;supporte --- AT5G49180 1.01 0.02 0.08 0.9391651 0.973809 -6.55 FALSE
260578_at unknown protein predicted by ge --- AT2G47350 -1.01 -0.01 -0.08 0.9390789 0.973809 -6.55 FALSE
264555_at hypothetical protein predicted by --- AT1G09360 -1.01 -0.01 -0.08 0.9393164 0.9738118 -6.55 FALSE
261430_at hypothetical protein predicted by --- AT1G18830 -1.01 -0.02 -0.08 0.9394999 0.9738575 -6.55 FALSE
262936_at hypothetical protein similar to putATCHX2 AT1G79400 -1.01 -0.02 -0.08 0.9395305 0.9738575 -6.55 FALSE
260382_at unknown protein --- AT1G73850 -1.01 -0.02 -0.08 0.9395312 0.9738575 -6.55 FALSE
263524_x_ahypothetical protein predicted by --- --- -1.01 -0.02 -0.08 0.9394566 0.9738575 -6.55 FALSE
255771_at hypothetical protein contains sim --- AT1G18550 -1.01 -0.01 -0.08 0.9396885 0.973963 -6.55 FALSE
267191_at similar to Mlo proteins from H. vuMLO15 AT2G44110 -1.01 -0.02 -0.08 0.9397185 0.973963 -6.55 FALSE
258074_at unknown protein --- AT3G25890 -1.02 -0.03 -0.08 0.939794 0.9739828 -6.55 TRUE
262556_at hypothetical protein --- AT1G31370 1.01 0.01 0.08 0.939823 0.9739828 -6.55 FALSE
261340_at hypothetical protein predicted by APUM9 AT1G35730 1.01 0.01 0.08 0.9398768 0.9739944 -6.55 FALSE
248276_at EspB-like protein YSL3 AT5G53550 1.01 0.02 0.08 0.9400827 0.9740308 -6.55 TRUE
263112_at unknown protein Strong similarity--- AT1G03080 -1.01 -0.01 -0.08 0.9400549 0.9740308 -6.55 FALSE



251675_at  helicase-like protein DNA helicasINO80 AT3G57300 1.01 0.01 0.08 0.9399877 0.9740308 -6.55 FALSE
246357_x_ahypothetical protein --- --- -1.01 -0.01 -0.08 0.9400699 0.9740308 -6.55 FALSE
266427_at hypothetical protein predicted by --- AT2G07170 -1.01 -0.02 -0.08 0.9403707 0.9742849 -6.55 FALSE
264041_at MADS-box protein (AGL3)  ; supp 04-ספט AT2G03710 -1.02 -0.03 -0.08 0.9405261 0.9744016 -6.55 FALSE
250677_at putative protein similar to unknow--- AT5G06520 1.01 0.01 0.08 0.9405855 0.9744189 -6.55 FALSE
258877_at putative expansin precursor similATEXPA13 AT3G03220 1.02 0.03 0.08 0.9408879 0.9745109 -6.55 TRUE
267341_at hypothetical protein predicted by --- AT2G44200 -1.01 -0.02 -0.08 0.940797 0.9745109 -6.55 FALSE
261847_at hypothetical protein predicted by --- AT1G11560 -1.01 -0.02 -0.08 0.9408029 0.9745109 -6.55 FALSE
259843_at hypothetical protein predicted by --- AT1G73570 1.01 0.02 0.08 0.9407781 0.9745109 -6.55 FALSE
249169_at putative protein strong similarity t--- AT5G42880 1.01 0.01 0.08 0.9408828 0.9745109 -6.55 FALSE
261399_at  receptor protein kinase, putative --- AT1G79620 1.01 0.01 0.08 0.9410369 0.9745936 -6.55 FALSE
254514_at hypothetical protein --- AT4G20250 -1.01 -0.02 -0.08 0.9410533 0.9745936 -6.55 FALSE
257472_at hypothetical protein predicted by --- AT1G56040 1.01 0.01 0.08 0.9412159 0.9747178 -6.55 FALSE
251092_at putative protein  ;supported by fu --- AT5G01470 -1.01 -0.01 -0.08 0.9412804 0.9747403 -6.55 FALSE
261063_at  transcription factor scarecrow-lik--- AT1G07520 1.03 0.05 0.08 0.9413469 0.9747649 -6.55 FALSE
248146_at translation initiation factor-like pro--- AT5G54940 1.01 0.01 0.08 0.9414673 0.9748453 -6.55 FALSE
253045_at Expressed protein ; supported by--- AT4G37445 1.01 0.02 0.08 0.9417066 0.9750489 -6.55 FALSE
245827_at  disease resistance protein RPS4--- AT1G57830 1.01 0.01 0.08 0.9418879 0.9750596 -6.55 FALSE
257158_at  3-hydroxyisobutyryl-coenzyme A--- AT3G24360 1.01 0.01 0.08 0.941834 0.9750596 -6.55 FALSE
248661_at putative protein contains similarit AGL80 AT5G48670 1.01 0.02 0.08 0.9418563 0.9750596 -6.55 FALSE
264425_at  serine/threonine protein kinase, --- AT1G61750 1.01 0.01 0.08 0.9417847 0.9750596 -6.55 FALSE
246584_at  putative protein predicted protein--- AT5G14730 -1.03 -0.04 -0.07 0.9429967 0.9751453 -6.55 TRUE
258298_at unknown protein  ; supported by --- AT3G23300 1.01 0.02 0.07 0.9426859 0.9751453 -6.55 FALSE
255077_at putative protein --- AT4G09150 1.01 0.02 0.08 0.9421284 0.9751453 -6.55 FALSE
260176_at unknown protein similar to Pi star--- AT1G71950 1.01 0.01 0.08 0.9423239 0.9751453 -6.55 FALSE
263526_at hypothetical protein predicted by --- AT2G24830 1.01 0.01 0.08 0.9423871 0.9751453 -6.55 FALSE
263037_at conserved hypothetical protein --- AT1G23230 -1.01 -0.01 -0.07 0.9428182 0.9751453 -6.55 FALSE
252769_at  arabinose kinase - like protein pu--- AT3G42850 1.01 0.01 0.07 0.9429403 0.9751453 -6.55 FALSE
254993_at putative protein kinase --- AT4G10730 -1.01 -0.01 -0.07 0.9424522 0.9751453 -6.55 FALSE
267544_at putative cytochrome b5 CB5-B AT2G32720 -1.02 -0.03 -0.08 0.9422467 0.9751453 -6.55 FALSE
247941_at putative protein strong similarity t--- AT5G57200 -1.01 -0.01 -0.07 0.9429494 0.9751453 -6.55 FALSE
246382_at hypothetical protein --- --- 1.01 0.01 0.08 0.9421747 0.9751453 -6.55 FALSE
262548_at unknown protein contains similar AGO2 AT1G31280 1.01 0.01 0.07 0.9428874 0.9751453 -6.55 FALSE
254161_at hypothetical protein  ;supported b--- AT4G24370 1.01 0.01 0.08 0.9422196 0.9751453 -6.55 FALSE
248262_at Avr9 elicitor response protein-like--- AT5G53340 1.01 0.02 0.07 0.94275 0.9751453 -6.55 FALSE



267053_s_aperoxidase --- AT2G38380 // -1.02 -0.03 -0.07 0.9429577 0.9751453 -6.55 FALSE
245208_at lateral root primordia (LRP1) LRP1 AT5G12330 -1.01 -0.01 -0.07 0.942505 0.9751453 -6.55 FALSE
249853_at farnesyl cysteine carboxyl methy ATSTE14A AT5G23320 -1.01 -0.01 -0.07 0.9424314 0.9751453 -6.55 FALSE
260611_at  putative beta-1,3-glucanase, C t --- AT2G43670 1.01 0.01 0.07 0.9428461 0.9751453 -6.55 FALSE
263343_at putative replication protein A1 --- --- -1.01 -0.01 -0.07 0.9424669 0.9751453 -6.55 FALSE
258246_s_ahypothetical protein similar to put--- --- -1.01 -0.01 -0.07 0.9429453 0.9751453 -6.55 FALSE
259820_at subtilisin-like serine protease con--- AT1G66210 1.01 0.01 0.07 0.9426471 0.9751453 -6.55 FALSE
252809_at  putative protein various predicte --- --- 1.01 0.01 0.08 0.9422064 0.9751453 -6.55 FALSE
263277_at hypothetical protein predicted by --- AT2G14110 -1.01 -0.01 -0.07 0.9427607 0.9751453 -6.55 FALSE
246276_at Cu2+-transporting ATPase-like p HMA1 AT4G37270 1.01 0.01 0.07 0.9429324 0.9751453 -6.55 FALSE
261114_at  bZIP transcription factor ATB2, pAtbZIP44 AT1G75388 // -1.05 -0.07 -0.07 0.9430437 0.9751497 -6.55 FALSE
259437_at  protein serine/threonine kinase, --- AT1G01540 -1.02 -0.02 -0.07 0.9434353 0.9754219 -6.55 TRUE
247000_at casein kinase II alpha subunit  ; sCKA1 AT5G67380 1.01 0.01 0.07 0.9434116 0.9754219 -6.55 FALSE
251732_at  putative protein prenylated Rab PRA1.B1 AT3G56110 -1.01 -0.01 -0.07 0.9433884 0.9754219 -6.55 FALSE
253209_at  putative protein membrane-asso--- AT4G34830 -1.01 -0.02 -0.07 0.943563 0.9754656 -6.55 FALSE
259203_at hypothetical protein predicted by --- AT3G09130 -1.01 -0.01 -0.07 0.94353 0.9754656 -6.55 FALSE
262709_at  unknown protein ESTs gb|F1549SYP51 AT1G16240 -1.01 -0.01 -0.07 0.9438971 0.9757225 -6.55 FALSE
249102_at patatin-like protein --- AT5G43590 1.01 0.01 0.07 0.9438656 0.9757225 -6.55 FALSE
251273_at  serine/threonine-protein kinase-l --- AT3G61960 -1.01 -0.02 -0.07 0.944074 0.9757772 -6.55 FALSE
255104_at Expressed protein ; supported bySAH7 AT4G08685 -1.03 -0.04 -0.07 0.9440126 0.9757772 -6.55 FALSE
246866_at  putative protein various predicte --- AT5G25960 1.01 0.01 0.07 0.9440784 0.9757772 -6.55 FALSE
256003_at  Ta11 non-LTR retroelement prot--- AT3G31430 1.01 0.01 0.07 0.944236 0.9758331 -6.55 FALSE
255831_at hypothetical protein predicted by --- AT2G33350 -1.01 -0.01 -0.07 0.9442608 0.9758331 -6.55 FALSE
257845_at unknown protein GC donor splice--- AT3G28430 1.01 0.01 0.07 0.944252 0.9758331 -6.55 FALSE
264089_at actin depolymerizing factor 6  ;suADF6 AT2G31200 -1.01 -0.02 -0.07 0.9443158 0.9758458 -6.55 FALSE
249758_at putative protein similar to unknow--- AT5G24350 1.01 0.02 0.07 0.9443886 0.9758768 -6.55 FALSE
252776_at  putative protein predicted protein--- AT3G42940 1.01 0.01 0.07 0.9448131 0.97623 -6.55 FALSE
257272_at unknown protein  ; supported by --- AT3G28130 1.01 0.01 0.07 0.9448161 0.97623 -6.55 FALSE
246342_at  putative protein male sterility proFAR6 AT3G56700 1.01 0.01 0.07 0.9448712 0.9762428 -6.55 FALSE
252096_at hypothetical protein  ; supported --- AT3G51180 -1.01 -0.02 -0.07 0.9450355 0.9762785 -6.55 FALSE
265116_at unknown protein ; supported by f --- AT1G62480 1.04 0.06 0.07 0.9450779 0.9762785 -6.55 FALSE
249771_at receptor-like protein kinase  ; sup--- AT5G24080 1.01 0.02 0.07 0.9449738 0.9762785 -6.55 FALSE
264273_s_ahypothetical protein contains sim --- AT1G60300 // 1.01 0.02 0.07 0.9451198 0.9762785 -6.55 FALSE
252992_at  putative protein phosphatase-2c --- AT4G38520 -1.01 -0.02 -0.07 0.9450517 0.9762785 -6.55 FALSE
259638_at  coatomer complex subunit, puta --- AT1G52360 -1.01 -0.01 -0.07 0.9452484 0.9763231 -6.55 FALSE



247116_at Mlo protein-like ; supported by cDMLO10 AT5G65970 1.01 0.01 0.07 0.9452486 0.9763231 -6.55 FALSE
267549_at hypothetical protein predicted by --- AT2G32640 1.02 0.03 0.07 0.9455412 0.9764939 -6.55 TRUE
264602_at putative Ser/Thr protein kinase si--- AT1G04700 1.01 0.01 0.07 0.9455116 0.9764939 -6.55 FALSE
259101_at hypothetical protein predicted by --- AT3G11640 1.01 0.01 0.07 0.9455692 0.9764939 -6.55 FALSE
248156_at unknown protein --- AT5G54410 1.01 0.01 0.07 0.9455852 0.9764939 -6.55 FALSE
257962_at hypothetical protein predicted by --- AT3G19790 1.01 0.02 0.07 0.9460214 0.9769002 -6.55 FALSE
258407_at unknown protein similar to unkno--- AT3G17620 1.01 0.02 0.07 0.9461413 0.9769398 -6.55 FALSE
263719_at hypothetical protein predicted by --- AT2G13600 1.01 0.01 0.07 0.9461454 0.9769398 -6.55 FALSE
262194_at hypothetical protein similar to put--- AT1G77930 1.01 0.02 0.07 0.9462119 0.9769642 -6.55 FALSE
248895_at receptor protein kinase FLS2 AT5G46330 -1.02 -0.03 -0.07 0.9464094 0.9771184 -6.55 TRUE
260114_at  AIG1-like protein similar to AIG1--- AT1G33880 -1.01 -0.01 -0.07 0.9464897 0.9771184 -6.55 FALSE
261908_at stig1-like protein similar to Stig1 G--- AT1G50650 1.01 0.01 0.07 0.9464529 0.9771184 -6.55 FALSE
253076_at  NAM like protein P.hybrida NAMANAC076 AT4G36160 -1.01 -0.01 -0.07 0.9465453 0.9771315 -6.55 FALSE
263909_at hypothetical protein predicted by DML1 AT2G36490 -1.01 -0.02 -0.07 0.9467778 0.9772698 -6.55 FALSE
263219_at putative serine proteinase Strong--- AT1G30600 -1.01 -0.02 -0.07 0.9468078 0.9772698 -6.55 FALSE
251153_at  putative protein predicted proteinNPL41 AT3G63000 1.01 0.01 0.07 0.9467895 0.9772698 -6.55 FALSE
258062_at unknown protein  ; supported by --- AT3G26000 -1.01 -0.02 -0.07 0.9470707 0.9773779 -6.55 FALSE
252008_at hypothetical protein ; supported b--- AT3G52610 1.01 0.01 0.07 0.947067 0.9773779 -6.55 FALSE
266263_at putative flavonol sulfotransferase--- AT2G27570 -1.01 -0.01 -0.07 0.9469663 0.9773779 -6.55 FALSE
256080_at  high mobility group protein (HMG--- AT1G20690 -1.01 -0.01 -0.07 0.9470839 0.9773779 -6.55 FALSE
250473_at  annexin -like protein annexin (AnANN6 AT5G10220 1.01 0.01 0.07 0.9471573 0.9774095 -6.55 FALSE
246724_at  putative protein CDPK substrate --- AT5G29000 1.01 0.01 0.07 0.9475337 0.9776251 -6.55 TRUE
265316_at unknown protein --- AT2G20400 1.01 0.02 0.07 0.9475378 0.9776251 -6.55 FALSE
246337_at  putative protein putative integral CHX12 AT3G44910 -1.01 -0.02 -0.07 0.94748 0.9776251 -6.55 FALSE
261079_s_atranscription factor IIA large subu--- AT1G07470 // 1.01 0.01 0.07 0.9475275 0.9776251 -6.55 FALSE
260003_at unknown protein  ;supported by f IAR1 AT1G68100 1.01 0.01 0.07 0.9476782 0.9777258 -6.55 FALSE
250374_at putative protein EMF1 AT5G11530 1.01 0.02 0.07 0.9478737 0.9778225 -6.55 FALSE
248643_at putative protein strong similarity t--- AT5G49130 1.01 0.01 0.07 0.9479434 0.9778225 -6.55 FALSE
250945_at putative protein --- AT5G03400 1.01 0.01 0.07 0.9478451 0.9778225 -6.55 FALSE
262720_s_ahypothetical protein similar to hyp--- AT1G43600 // 1.01 0.01 0.07 0.9479276 0.9778225 -6.55 FALSE
256157_at  longevity assurance protein, putaLAG13 AT1G13580 1.01 0.01 0.07 0.9484829 0.9781823 -6.55 FALSE
245847_at  MYB DNA-binding - like protein mMYB64 AT5G11050 -1.01 -0.01 -0.07 0.9485896 0.9781823 -6.55 FALSE
255721_at unknown protein ;supported by fu--- AT1G31940 -1.01 -0.01 -0.07 0.9484379 0.9781823 -6.55 FALSE
253106_at  putative protein predicted protein--- AT4G35870 1.01 0.01 0.07 0.9484887 0.9781823 -6.55 FALSE
247802_at  putative protein RING-H2 zinc finATL63 AT5G58580 -1.01 -0.01 -0.07 0.948429 0.9781823 -6.55 FALSE



247371_at histone deacetylase  ;supported bHDA6 AT5G63110 -1.01 -0.01 -0.07 0.9485743 0.9781823 -6.55 FALSE
255514_s_ahypothetical protein similar to MNAGL78 AT5G65330 -1.01 -0.01 -0.07 0.9485924 0.9781823 -6.55 FALSE
250165_at  putative protein many predicted --- AT5G15290 -1.01 -0.01 -0.07 0.9488156 0.9783683 -6.55 FALSE
248474_at  pyruvate dehydrogenase E1 comMAB1 AT5G50850 1.01 0.01 0.07 0.9489803 0.978422 -6.55 FALSE
258135_at Expressed protein ; supported by--- AT3G24506 1.01 0.01 0.07 0.948959 0.978422 -6.55 FALSE
248481_at putative protein similar to unknow--- AT5G50930 1.01 0.01 0.07 0.9489964 0.978422 -6.55 FALSE
255146_at  putative protein disease resistan--- AT4G08450 -1.01 -0.01 -0.07 0.9490574 0.9784407 -6.55 FALSE
262627_at hypothetical protein --- AT1G06580 -1.01 -0.01 -0.07 0.9491798 0.9784784 -6.55 FALSE
249634_at putative protein several hypothet --- --- -1.01 -0.01 -0.07 0.9491748 0.9784784 -6.55 FALSE
265560_at putative glycine-rich protein GRP-3 AT2G05520 -1.01 -0.01 -0.07 0.9492438 0.9784974 -6.55 FALSE
256814_at  beta-glucosidase, putative similaBGLU19 AT3G21370 1.01 0.02 0.07 0.9492841 0.9784974 -6.55 FALSE
267619_at putative receptor-like protein kina--- AT2G26730 -1.01 -0.02 -0.07 0.9493378 0.9785086 -6.55 TRUE
245464_at hypothetical protein UGLYAH AT4G17050 -1.01 -0.01 -0.07 0.9495618 0.9786952 -6.55 FALSE
245318_at Expressed protein ; supported by--- AT4G16980 -1.05 -0.06 -0.07 0.9496175 0.9787059 -6.55 FALSE
264786_at putative Ta11-like non-LTR retroe--- AT2G17920 1.01 0.01 0.07 0.9496579 0.9787059 -6.55 FALSE
258925_at  unknown protein similar to hypot--- AT3G10420 1.01 0.01 0.07 0.9497423 0.9787341 -6.55 FALSE
252461_at  putative protein predicted protein--- --- 1.01 0.01 0.07 0.9497711 0.9787341 -6.55 FALSE
249136_at putative protein similar to unknow--- AT5G43180 1.01 0.02 0.07 0.9498778 0.9787556 -6.55 FALSE
262016_at unknown protein --- --- 1.01 0.01 0.07 0.9498727 0.9787556 -6.55 FALSE
257954_at putative UDP-glucose glucosyltra--- AT3G21760 1.01 0.01 0.06 0.9501739 0.9788885 -6.55 FALSE
249041_at male sterility MS5; pollenless3 --- AT5G44330 -1.01 -0.01 -0.06 0.9500873 0.9788885 -6.55 FALSE
259266_at hypothetical protein predicted by --- AT3G01240 1.01 0.01 0.06 0.9501785 0.9788885 -6.55 FALSE
249621_at  putative protein predicted protein--- AT5G37530 1.01 0.01 0.06 0.950106 0.9788885 -6.55 FALSE
257273_at hypothetical protein contains Pfa UVH3 AT3G28030 -1.01 -0.01 -0.06 0.9502262 0.9788935 -6.55 FALSE
253008_at  expansin -like protein expansin (ATEXPA20 AT4G38210 -1.01 -0.02 -0.06 0.9503042 0.9789297 -6.55 FALSE
251966_at  receptor lectin kinase -like protei--- AT3G53380 -1.01 -0.01 -0.06 0.9505074 0.9790947 -6.55 FALSE
264066_at Argonaute (AGO1)-like protein AGO5 AT2G27880 -1.01 -0.01 -0.06 0.9506042 0.9791502 -6.55 FALSE
254037_at  hypothetical protein hypotheticalATGDU2 AT4G25760 -1.01 -0.01 -0.06 0.950666 0.9791696 -6.55 FALSE
258431_at hypothetical protein predicted by --- AT3G16580 1.01 0.01 0.06 0.9508384 0.9792967 -6.55 FALSE
249336_at putative protein similar to unknowDRB5 AT5G41070 1.01 0.02 0.06 0.9508994 0.9792967 -6.55 FALSE
258546_at hypothetical protein predicted by emb1974 AT3G07060 -1.01 -0.01 -0.06 0.9509182 0.9792967 -6.55 FALSE
245374_at hypothetical protein --- AT4G17620 -1.01 -0.01 -0.06 0.9511223 0.9793382 -6.55 FALSE
259170_at hypothetical protein similar to put--- AT3G03510 -1.01 -0.01 -0.06 0.9510834 0.9793382 -6.55 FALSE
264459_at putative reverse transcriptase sim--- --- 1.01 0.02 0.06 0.9511301 0.9793382 -6.55 FALSE
246628_at  signal recognition particle 54 kD --- AT1G48900 1.01 0.01 0.06 0.9510763 0.9793382 -6.55 FALSE



246995_at formin-like protein --- AT5G67470 1.01 0.02 0.06 0.9512298 0.9793482 -6.55 TRUE
252253_at Expressed protein ; supported by--- AT3G49300 1.01 0.01 0.06 0.9512687 0.9793482 -6.55 FALSE
255349_at hypothetical protein --- AT4G03830 -1.01 -0.01 -0.06 0.9512567 0.9793482 -6.55 FALSE
247995_at putative protein contains similarit --- AT5G56160 -1.01 -0.01 -0.06 0.9513364 0.9793737 -6.55 FALSE
258666_at hypothetical protein KOB1 AT3G08550 -1.01 -0.01 -0.06 0.9514946 0.9794924 -6.55 FALSE
260101_at putative trypsin inhibitor similar to--- AT1G73260 1.01 0.01 0.06 0.9519404 0.979901 -6.55 TRUE
261999_at hypothetical protein predicted by --- AT1G33800 -1.01 -0.01 -0.06 0.9519775 0.979901 -6.55 FALSE
257285_at unknown protein --- AT3G29760 1.01 0.01 0.06 0.9521674 0.9800522 -6.55 FALSE
266921_at putative cytochrome P450 CYP86A8 AT2G45970 -1.02 -0.03 -0.06 0.9522522 0.9800954 -6.55 FALSE
255787_at putative cinnamoyl-CoA reductas--- AT2G33590 -1.01 -0.01 -0.06 0.9523723 0.9801747 -6.55 FALSE
259622_at hypothetical protein predicted by --- AT1G43010 -1.01 -0.01 -0.06 0.952632 0.9803978 -6.55 FALSE
265066_at  unknown protein location of ESTFLA9 AT1G03870 -1.01 -0.02 -0.06 0.9529649 0.9805032 -6.55 TRUE
261279_at  class I chitinase, putative similarPOM1 AT1G05850 1.03 0.05 0.06 0.9530611 0.9805032 -6.55 TRUE
250011_at  putative protein crp1 protein, ma--- AT5G18475 1.01 0.01 0.06 0.9530989 0.9805032 -6.55 FALSE
248731_at phosphoribosylanthranilate transf--- AT5G48060 1.01 0.01 0.06 0.9531354 0.9805032 -6.55 FALSE
251789_at  serine/threonine-specific protein --- AT3G55450 1.01 0.01 0.06 0.9529184 0.9805032 -6.55 FALSE
255659_at Expressed protein ; supported by--- AT4G00895 1.01 0.02 0.06 0.9531643 0.9805032 -6.55 FALSE
255912_at  2,3-oxidosqualene-triterpenoid c --- AT1G66960 1.01 0.01 0.06 0.952795 0.9805032 -6.55 FALSE
247809_at unknown protein --- AT5G58280 -1.01 -0.01 -0.06 0.9530398 0.9805032 -6.55 FALSE
263102_at unknown protein --- AT2G05270 -1.01 -0.01 -0.06 0.9530782 0.9805032 -6.55 FALSE
247712_at  E2, ubiquitin-conjugating enzym UBC7 AT5G59300 1.01 0.01 0.06 0.9531157 0.9805032 -6.55 FALSE
261407_at unknown protein ;supported by fu--- AT1G18810 1.01 0.02 0.06 0.953497 0.9806913 -6.55 TRUE
257129_at  cytochrome P450, putative contaCYP705A19AT3G20100 1.01 0.02 0.06 0.9535191 0.9806913 -6.55 TRUE
246273_at globulin-like protein --- AT4G36700 -1.01 -0.01 -0.06 0.953478 0.9806913 -6.55 FALSE
245223_at gene_id:K17E7.5~unknown prote--- AT3G29791 -1.01 -0.01 -0.06 0.9534166 0.9806913 -6.55 FALSE
264515_at hypothetical protein similar to hyp--- AT1G10090 -1.01 -0.01 -0.06 0.9539442 0.9806965 -6.55 FALSE
248495_at putative protein strong similarity t--- AT5G50780 1.01 0.01 0.06 0.9538205 0.9806965 -6.55 FALSE
267158_at putative expansin EXP3 AT2G37640 1.04 0.05 0.06 0.9538527 0.9806965 -6.55 FALSE
267216_at hypothetical protein --- AT2G02620 -1.01 -0.01 -0.06 0.9536024 0.9806965 -6.55 FALSE
255804_at  putative protein IB1C3-1 protein --- AT4G10220 1.01 0.01 0.06 0.9538873 0.9806965 -6.55 FALSE
251020_at  ABC transporter -like protein NBNAP9 AT5G02270 1.02 0.03 0.06 0.9539814 0.9806965 -6.55 FALSE
258618_at Expressed protein ; supported byGASA5 AT3G02885 1.01 0.01 0.06 0.9536551 0.9806965 -6.55 FALSE
265111_at similar to 14KD proline-rich prote --- AT1G62510 -1.04 -0.05 -0.06 0.9539971 0.9806965 -6.55 FALSE
249289_at N-hydroxycinnamoyl/benzoyltran --- AT5G41040 1.03 0.04 0.06 0.9536822 0.9806965 -6.55 FALSE
256084_at hypothetical protein predicted by --- AT1G20750 1.01 0.01 0.06 0.9539813 0.9806965 -6.55 FALSE



260186_at hypothetical protein predicted by --- AT1G36020 1.01 0.01 0.06 0.9538097 0.9806965 -6.55 FALSE
246171_at  putative protein centrosomal Nek--- AT5G32440 -1.01 -0.01 -0.06 0.9540454 0.9807019 -6.55 FALSE
263232_at  putative light repressible recepto--- AT1G05700 -1.01 -0.01 -0.06 0.9541259 0.9807404 -6.55 FALSE
250566_at  putative helix-loop-helix DNA binTCP17 AT5G08070 -1.01 -0.01 -0.06 0.9542732 0.9808476 -6.55 FALSE
257991_at unknown protein --- AT3G19870 1.01 0.01 0.06 0.9543892 0.9808785 -6.55 FALSE
251154_at  tRNA isopentenyl transferase -likATIPT3 AT3G63110 -1.02 -0.03 -0.06 0.9543497 0.9808785 -6.55 FALSE
257001_at  Sm protein, putative similar to G --- AT3G14080 1.01 0.01 0.06 0.954516 0.9808811 -6.55 FALSE
258224_at LEA76 homologue type2 identica--- AT3G15670 1.01 0.01 0.06 0.9545637 0.9808811 -6.55 FALSE
262190_at unknown protein --- AT1G78030 1.01 0.01 0.06 0.9545359 0.9808811 -6.55 FALSE
254974_at  putative flavanone 3-beta-hydrox--- AT4G10490 -1.01 -0.01 -0.06 0.9545595 0.9808811 -6.55 FALSE
248711_at putative protein similar to unknow--- AT5G48270 1.01 0.01 0.06 0.9549278 0.981211 -6.55 FALSE
248198_at putative protein contains similarit --- AT5G54200 -1.01 -0.02 -0.06 0.9552914 0.981298 -6.55 TRUE
262195_at  allergen, putative similar to allerg--- AT1G78040 1.02 0.02 0.06 0.9553997 0.981298 -6.55 FALSE
263730_at  beta-glucosidase, putative similaBGLU4 AT1G60090 1.01 0.01 0.06 0.9551135 0.981298 -6.55 FALSE
256272_at unknown protein --- AT3G12100 1.01 0.01 0.06 0.9553795 0.981298 -6.55 FALSE
257474_at  DNA-3-methyladenine glycosida --- AT1G80850 1.01 0.01 0.06 0.9551946 0.981298 -6.55 FALSE
246029_at leucine-rich repeat protein  ; supp--- AT5G21090 -1.01 -0.01 -0.06 0.9552408 0.981298 -6.55 FALSE
262406_at  myb-related protein, putative simAtMYB93 AT1G34670 -1.01 -0.01 -0.06 0.955354 0.981298 -6.55 FALSE
246905_at putative protein  ;supported by fu --- AT5G25570 -1.01 -0.02 -0.06 0.9551561 0.981298 -6.55 FALSE
254519_at putative protein W15DMY30S --- AT4G19940 -1.01 -0.01 -0.06 0.9551715 0.981298 -6.55 FALSE
253321_at  putative protein prolyl 4-hydroxy --- AT4G33910 -1.01 -0.01 -0.06 0.9555308 0.9813127 -6.55 FALSE
249956_at  putative protein CGI-66 protein, --- AT5G18940 1.01 0.01 0.06 0.955543 0.9813127 -6.55 FALSE
245617_at hypothetical protein --- AT4G14490 -1.01 -0.01 -0.06 0.9555262 0.9813127 -6.55 FALSE
253100_at  cytochrome P450 monooxygenaCYP81F3 AT4G37400 -1.02 -0.03 -0.06 0.9558445 0.9815782 -6.55 FALSE
250318_at dihydropyrimidinase  ; supported --- AT5G12200 1.01 0.01 0.06 0.9559753 0.9816014 -6.55 FALSE
253649_at  putative protein predicted protein--- AT4G29790 1.01 0.02 0.06 0.9559427 0.9816014 -6.55 FALSE
259844_at  lipid transfer protein, putative sim--- AT1G73560 1.01 0.01 0.06 0.9559963 0.9816014 -6.55 FALSE
265788_at putative auxin-induced protein IAA32 AT2G01200 -1.01 -0.01 -0.06 0.956054 0.9816165 -6.55 FALSE
250570_at putative protein hypothetical bactEMB1873 AT5G08170 1.01 0.01 0.06 0.9562096 0.9816442 -6.55 FALSE
258889_at putative pectinesterase similar to --- AT3G05610 -1.01 -0.01 -0.06 0.9561957 0.9816442 -6.55 FALSE
262332_at hypothetical protein similar to put--- AT1G64030 -1.01 -0.01 -0.06 0.9562101 0.9816442 -6.55 FALSE
248005_at unknown protein --- AT5G56240 1.01 0.01 0.06 0.9565061 0.9819039 -6.55 FALSE
263470_at putative unconventional myosin XIF AT2G31900 -1.01 -0.01 -0.06 0.956784 0.9820974 -6.56 FALSE
249788_at putative protein contains similarit ATXR6 AT5G24330 1.01 0.01 0.06 0.9568355 0.9820974 -6.56 FALSE
265829_at unknown protein --- AT2G14490 1.01 0.01 0.06 0.9567937 0.9820974 -6.56 FALSE



257428_at hypothetical protein predicted by --- AT1G78990 -1.01 -0.01 -0.06 0.9568669 0.9820974 -6.56 FALSE
259472_at hypothetical protein contains sim --- AT1G18910 1.01 0.01 0.06 0.9570735 0.9822653 -6.56 FALSE
267070_at putative DnaJ protein --- AT2G41000 -1.01 -0.01 -0.06 0.957119 0.9822678 -6.56 FALSE
245735_at  myb-like transcription factor, put MYB54 AT1G73410 -1.00 -0.01 -0.06 0.9572849 0.9823938 -6.56 FALSE
257623_at  cytochrome P450, putative contaCYP71B23 AT3G26210 -1.02 -0.03 -0.06 0.9574902 0.9824278 -6.56 TRUE
249602_at  porin -like protein porin, Prunus --- AT5G37610 -1.01 -0.01 -0.06 0.9574113 0.9824278 -6.56 FALSE
262998_at hypothetical protein predicted by --- AT1G54280 1.00 0.01 0.06 0.9574556 0.9824278 -6.56 FALSE
248482_at unknown protein --- AT5G50970 1.01 0.01 0.06 0.957461 0.9824278 -6.56 FALSE
259531_at hypothetical protein --- AT1G12460 -1.01 -0.01 -0.06 0.9576928 0.9825915 -6.56 FALSE
245071_at putative vetispiradiene synthase --- AT2G23230 -1.01 -0.01 -0.05 0.9578879 0.9827474 -6.56 FALSE
254428_at  putative protein Human mRNA foZAC AT4G21160 -1.01 -0.01 -0.05 0.9579802 0.9827973 -6.56 FALSE
254473_s_a putative protein kinase like prote--- AT4G20520 // -1.01 -0.01 -0.05 0.9580227 0.9827973 -6.56 FALSE
254266_at protein kinase - like protein serineCRK5 AT4G23130 1.02 0.03 0.05 0.9581242 0.9828572 -6.56 FALSE
257847_at hypothetical protein predicted by --- AT3G13020 1.01 0.01 0.05 0.958204 0.9828948 -6.56 FALSE
248497_at putative protein strong similarity tATEXO70F AT5G50380 1.01 0.01 0.05 0.9583783 0.9829852 -6.56 FALSE
259332_at putative auxin-induced protein sim--- AT3G03830 -1.01 -0.01 -0.05 0.9583647 0.9829852 -6.56 FALSE
263335_x_ahypothetical protein --- --- 1.01 0.01 0.05 0.9584786 0.9830439 -6.56 FALSE
256671_at unknown protein IQD3 AT3G52290 1.01 0.01 0.05 0.9585953 0.9830534 -6.56 FALSE
246169_at  putative protein predicted protein--- AT5G32470 -1.01 -0.01 -0.05 0.9586171 0.9830534 -6.56 FALSE
250976_at  putative protein various predicte --- AT5G03060 -1.01 -0.01 -0.05 0.9585847 0.9830534 -6.56 FALSE
267349_at 60S acidic ribosomal protein P0 --- AT2G40010 1.01 0.01 0.05 0.9586616 0.9830548 -6.56 FALSE
249986_at  putative protein predicted protein--- AT5G18460 -1.01 -0.02 -0.05 0.9587639 0.9830784 -6.56 TRUE
257070_at hypothetical protein predicted by --- AT3G28190 -1.01 -0.01 -0.05 0.9587708 0.9830784 -6.56 FALSE
247224_at MADS box transcription factor-likMAF5 AT5G65080 1.01 0.01 0.05 0.9588182 0.9830828 -6.56 FALSE
263453_at hypothetical protein predicted by --- AT2G22180 -1.00 -0.01 -0.05 0.9590124 0.9832377 -6.56 FALSE
259752_at spore coat protein-like protein simLPR2 AT1G71040 1.01 0.01 0.05 0.9591567 0.9832844 -6.56 FALSE
254154_at hypothetical protein --- AT4G24460 -1.01 -0.01 -0.05 0.9593151 0.9832844 -6.56 FALSE
249598_at  putative protein AtPP protein, Br --- AT5G37970 -1.01 -0.01 -0.05 0.9592264 0.9832844 -6.56 FALSE
266343_at putative non-LTR retroelement re--- --- 1.01 0.01 0.05 0.9593208 0.9832844 -6.56 FALSE
248844_s_aextA (emb CAA47807.1) --- AT5G46890 // 1.01 0.01 0.05 0.9592359 0.9832844 -6.56 FALSE
264206_at putative topoisomerase strong sim--- AT1G22730 1.01 0.01 0.05 0.9593597 0.9832844 -6.56 FALSE
261978_at  Athila retroelment ORF 1, putativ--- --- 1.00 0.01 0.05 0.9592718 0.9832844 -6.56 FALSE
259546_at unknown protein --- AT1G35350 -1.02 -0.02 -0.05 0.9595641 0.9833824 -6.56 FALSE
262684_s_avacuolar ATP synthase subunit B--- AT1G20260 // -1.01 -0.01 -0.05 0.9595846 0.9833824 -6.56 FALSE
263910_at hypothetical protein predicted by --- AT2G36550 -1.01 -0.01 -0.05 0.9595715 0.9833824 -6.56 FALSE



251395_at unknown protein  ;supported by f FLA8 AT2G45470 -1.04 -0.06 -0.05 0.9596448 0.9833848 -6.56 FALSE
254166_at  HSP90-like protein HSP90 homoSHD AT4G24190 1.02 0.03 0.05 0.9596987 0.9833848 -6.56 FALSE
263091_at unknown protein --- AT2G16200 -1.01 -0.01 -0.05 0.9597164 0.9833848 -6.56 FALSE
258632_s_a putative MAP3K epsilon protein MAPKKK7 AT3G07980 // -1.01 -0.01 -0.05 0.9599536 0.9833881 -6.56 TRUE
247824_at  putative protein Na+/H+-exchangCHX25 AT5G58460 1.01 0.01 0.05 0.9600644 0.9833881 -6.56 FALSE
255205_at putative transposon protein --- --- 1.00 0.01 0.05 0.9599573 0.9833881 -6.56 FALSE
254381_at  putative protein membrane-asso--- AT4G21880 1.01 0.01 0.05 0.959801 0.9833881 -6.56 FALSE
252857_at  putative protein various predicte --- AT4G39756 1.01 0.01 0.05 0.9599407 0.9833881 -6.56 FALSE
257462_at hypothetical protein --- AT1G65740 -1.01 -0.01 -0.05 0.9600638 0.9833881 -6.56 FALSE
258248_at hypothetical protein predicted by --- AT3G29140 1.01 0.01 0.05 0.9600066 0.9833881 -6.56 FALSE
266669_at putative flavonol 3-O-glucosyltranUGT71C1 AT2G29750 -1.01 -0.01 -0.05 0.9598573 0.9833881 -6.56 FALSE
258472_at unknown protein identical to unkn--- AT3G06080 1.01 0.01 0.05 0.9606904 0.983411 -6.56 TRUE
258662_at unknown protein --- AT3G02900 1.01 0.02 0.05 0.9604166 0.983411 -6.56 TRUE
250851_at  putative protein rngB protein, Dic--- AT5G04420 -1.01 -0.01 -0.05 0.9603019 0.983411 -6.56 FALSE
263756_at putative ubiquitin fusion-degrada --- AT2G21270 1.00 0.01 0.05 0.9605706 0.983411 -6.56 FALSE
258500_at S-adenosylmethionine decarboxyCPuORF9 AT3G02468 // -1.01 -0.01 -0.05 0.9606675 0.983411 -6.56 FALSE
259697_at  putative DNA-binding protein sim--- AT1G68920 -1.01 -0.01 -0.05 0.9603934 0.983411 -6.56 FALSE
267431_at unknown protein  ;supported by f MEE26 AT2G34870 1.01 0.01 0.05 0.9604065 0.983411 -6.56 FALSE
266082_at hypothetical protein predicted by --- AT2G37830 1.01 0.01 0.05 0.9606167 0.983411 -6.56 FALSE
245782_at  60S ribosomal protein (fragment --- AT1G35200 1.01 0.01 0.05 0.9604588 0.983411 -6.56 FALSE
257842_at  P-glycoprotein, putative similar t PGP18 AT3G28390 1.01 0.01 0.05 0.960641 0.983411 -6.56 FALSE
256571_at hypothetical protein predicted by --- AT3G30730 -1.00 -0.01 -0.05 0.9605399 0.983411 -6.56 FALSE
252768_at putative protein hypothetical prot --- --- 1.00 0.01 0.05 0.9604742 0.983411 -6.56 FALSE
258564_at  poly(A) polymerase, putative sim--- AT3G06560 1.01 0.01 0.05 0.9603045 0.983411 -6.56 FALSE
254766_at  putative protein predicted proteinTPS12 AT4G13280 1.00 0.01 0.05 0.9606828 0.983411 -6.56 FALSE
263191_at  polyprotein, putative similar to po--- --- -1.01 -0.01 -0.05 0.9608754 0.9835563 -6.56 FALSE
253446_at  putative protein predicted protein--- AT4G32620 -1.01 -0.01 -0.05 0.9609821 0.9835665 -6.56 FALSE
264618_at hypothetical protein predicted by --- AT2G17680 -1.01 -0.01 -0.05 0.9610148 0.9835665 -6.56 FALSE
250775_at putative protein contains similarit --- AT5G05460 1.01 0.02 0.05 0.9609779 0.9835665 -6.56 FALSE
263342_at putative helicase --- --- -1.00 -0.01 -0.05 0.9611168 0.9836268 -6.56 FALSE
257264_at hypothetical protein contains Pfa --- AT3G22060 1.02 0.03 0.05 0.9612628 0.9836648 -6.56 TRUE
255596_at  putative DNA-binding protein simWRKY47 AT4G01720 -1.01 -0.02 -0.05 0.9612833 0.9836648 -6.56 FALSE
267306_at Ran binding protein (AtRanBP1b --- AT2G30060 -1.01 -0.01 -0.05 0.9612648 0.9836648 -6.56 FALSE
260560_at putative endochitinase --- AT2G43590 -1.01 -0.01 -0.05 0.9615505 0.9838941 -6.56 FALSE
260077_at thaumatin-like protein contains P --- AT1G73620 1.01 0.01 0.05 0.9616361 0.9839375 -6.56 FALSE



246928_at  putative protein Scythe protein - --- AT5G25270 -1.01 -0.01 -0.05 0.9617774 0.9839588 -6.56 FALSE
257776_at terpene synthase-related protein --- AT3G29190 -1.01 -0.01 -0.05 0.9617006 0.9839588 -6.56 FALSE
247666_at  putative protein various predicte --- AT5G60140 -1.00 -0.01 -0.05 0.9617863 0.9839588 -6.56 FALSE
263443_at putative fatty acid elongase  ;supKCS12 AT2G28630 -1.02 -0.03 -0.05 0.9619439 0.9840759 -6.56 FALSE
256472_at unknown protein --- --- -1.01 -0.01 -0.05 0.962039 0.9841291 -6.56 FALSE
258127_at unknown protein --- AT3G24570 -1.00 -0.01 -0.05 0.9623595 0.9843245 -6.56 FALSE
262057_at unknown protein ;supported by fu--- AT1G80040 -1.01 -0.01 -0.05 0.9622949 0.9843245 -6.56 FALSE
265890_s_aEn/Spm-like transposon protein r --- --- -1.00 -0.01 -0.05 0.9623526 0.9843245 -6.56 FALSE
255267_at  putative protein LpxD gene, Bruc--- AT4G05210 1.00 0.01 0.05 0.9624995 0.9843744 -6.56 FALSE
266070_at hypothetical protein predicted by EXLB3 AT2G18660 -1.06 -0.09 -0.05 0.9624796 0.9843744 -6.56 FALSE
245741_at hypothetical protein similar to unk--- AT1G44120 1.01 0.01 0.05 0.9625378 0.9843744 -6.56 FALSE
257983_at unknown protein --- AT3G20790 -1.01 -0.02 -0.05 0.9626277 0.9843997 -6.56 TRUE
266651_at putative casein kinase I --- AT2G25760 -1.01 -0.01 -0.05 0.9626678 0.9843997 -6.56 FALSE
248244_at heat shock transcription factor HS--- AT5G53640 1.01 0.01 0.05 0.962692 0.9843997 -6.56 FALSE
263841_at putative xyloglucan endo-transgly--- AT2G36870 -1.04 -0.05 -0.05 0.9628874 0.9844242 -6.56 FALSE
260837_at  fructose 1,6-bisphosphatase, pu --- AT1G43670 -1.01 -0.01 -0.05 0.9628495 0.9844242 -6.56 FALSE
257230_at DegP protease contains similarityDegP11 AT3G16540 1.00 0.01 0.05 0.9628886 0.9844242 -6.56 FALSE
263970_at putative cytochrome P450 CYP718 AT2G42850 1.01 0.01 0.05 0.9628476 0.9844242 -6.56 FALSE
254660_at  receptor serine/threonine kinase --- AT4G18250 1.01 0.01 0.05 0.962973 0.9844664 -6.56 FALSE
267050_at putative RNA-binding protein  ; su--- AT2G41060 -1.01 -0.01 -0.05 0.963167 0.9846206 -6.56 FALSE
265447_at putative laccase (diphenol oxidasLAC6 AT2G46570 -1.01 -0.01 -0.05 0.9634117 0.9846501 -6.56 FALSE
262443_at Expressed protein ; supported by--- AT1G47655 1.01 0.01 0.05 0.9634115 0.9846501 -6.56 FALSE
256303_at  disease resistance protein, putat--- AT1G69550 -1.01 -0.01 -0.05 0.9633377 0.9846501 -6.56 FALSE
255658_at hypothetical protein  ;supported b--- AT4G00770 1.01 0.01 0.05 0.9633694 0.9846501 -6.56 FALSE
260517_at unknown protein SPP1 AT1G51420 -1.00 -0.01 -0.05 0.9633996 0.9846501 -6.56 FALSE
265043_at Expressed protein ; supported byATNAP4 AT1G03900 -1.01 -0.01 -0.05 0.9636374 0.9848367 -6.56 FALSE
256565_at hypothetical protein AT3G19515--- -1.01 -0.01 -0.05 0.9636934 0.9848497 -6.56 FALSE
267118_at hypothetical protein --- AT2G32590 -1.01 -0.01 -0.05 0.9637882 0.9849025 -6.56 FALSE
247839_at  eukaryotic initiation factor 4, eIF4--- AT5G57870 1.01 0.01 0.05 0.9640079 0.9849337 -6.56 FALSE
251773_at  putative protein HSPC058, Hom --- AT3G55960 -1.01 -0.01 -0.05 0.964108 0.9849337 -6.56 FALSE
261153_at unknown protein ;supported by fu--- AT1G04850 1.01 0.01 0.05 0.9641047 0.9849337 -6.56 FALSE
251390_at  guanine nucleotide exchange fac--- AT3G60860 1.01 0.01 0.05 0.964121 0.9849337 -6.56 FALSE
255388_at  hypothetical protein similar to A. --- --- -1.00 -0.01 -0.05 0.9640496 0.9849337 -6.56 FALSE
258634_at  putative RNA-binding protein con--- AT3G08000 -1.01 -0.01 -0.05 0.9640157 0.9849337 -6.56 FALSE
252620_at hypothetical protein --- --- 1.00 0.01 0.05 0.9639142 0.9849337 -6.56 FALSE



245752_at hypothetical protein similar to Ac---- AT1G35150 1.00 0.01 0.05 0.964184 0.9849539 -6.56 FALSE
254749_at  putative protein various predicte --- AT4G13130 1.00 0.01 0.05 0.964376 0.9850096 -6.56 FALSE
256688_at  non-LTR reverse transcriptase, p--- AT3G32130 1.00 0.01 0.05 0.964284 0.9850096 -6.56 FALSE
261980_at hypothetical protein predicted by --- AT1G33820 1.00 0.01 0.05 0.9643841 0.9850096 -6.56 FALSE
259127_at putative translation initiation facto--- AT3G02270 1.01 0.01 0.05 0.9644306 0.9850096 -6.56 FALSE
260202_at hypothetical protein predicted by --- --- 1.00 0.01 0.05 0.9644544 0.9850096 -6.56 FALSE
257789_at unknown protein  ;supported by f YSL6 AT3G27020 -1.01 -0.01 -0.05 0.96467 0.9851679 -6.56 FALSE
249728_at GTPase activator-like protein of R--- AT5G24390 -1.01 -0.01 -0.05 0.9646957 0.9851679 -6.56 FALSE
247861_at strong similarity to unknown prote--- AT5G58160 1.01 0.01 0.05 0.9648686 0.9852294 -6.56 FALSE
253371_at  putative protein FAB1 protein, S --- AT4G33240 -1.01 -0.01 -0.05 0.9648277 0.9852294 -6.56 FALSE
246825_at  putative protein various predicte --- AT5G26260 1.00 0.01 0.05 0.9648855 0.9852294 -6.56 FALSE
250660_at RNA-binding protein-like --- AT5G07060 -1.00 -0.01 -0.05 0.9649491 0.9852501 -6.56 FALSE
261008_at hypothetical protein contains sim --- AT1G26370 -1.01 -0.01 -0.05 0.9650162 0.9852746 -6.56 FALSE
260997_at  zinc-finger protein (ZPT4-4), put --- AT1G26610 -1.00 -0.01 -0.05 0.9650807 0.9852964 -6.56 FALSE
260332_at hypothetical protein predicted by --- AT1G70470 -1.00 -0.01 -0.05 0.9651452 0.9853181 -6.56 FALSE
264449_at hypothetical protein predicted by NPGR1 AT1G27460 -1.01 -0.01 -0.04 0.9654145 0.9854286 -6.56 TRUE
257651_at  polygalacturonase, putative simi --- AT3G16850 1.01 0.01 0.05 0.9653706 0.9854286 -6.56 FALSE
245340_at elicitor like protein ; supported by--- AT4G14420 1.01 0.01 0.05 0.9653505 0.9854286 -6.56 FALSE
252493_at hypothetical protein --- AT3G46750 -1.01 -0.01 -0.04 0.9654263 0.9854286 -6.56 FALSE
255545_at  putative polygalacturonidase sim--- AT4G01890 -1.00 -0.01 -0.04 0.9654902 0.9854498 -6.56 FALSE
260588_at unknown protein contains similar AtTLP7 AT1G53320 -1.01 -0.01 -0.04 0.9656694 0.9855886 -6.56 FALSE
250361_at  putative protein various predicte --- AT5G11370 -1.00 -0.01 -0.04 0.9657927 0.9856703 -6.56 FALSE
256869_at  nodulin, putative similar to nodul --- AT3G26420 // 1.01 0.01 0.04 0.9658428 0.9856774 -6.56 FALSE
254973_at  putative retrotransposon Oryza a--- --- -1.01 -0.01 -0.04 0.9659108 0.9857026 -6.56 FALSE
260924_at hypothetical protein similar to Pto--- AT1G21590 1.01 0.01 0.04 0.9661542 0.985795 -6.56 TRUE
266194_at unknown protein --- AT2G39090 -1.00 -0.01 -0.04 0.9662115 0.985795 -6.56 FALSE
247595_at  ring finger protein - like ring finge--- AT5G60820 -1.01 -0.01 -0.04 0.9660473 0.985795 -6.56 FALSE
266411_at putative peptidyl-prolyl cis-trans i --- AT2G38730 1.01 0.01 0.04 0.9662877 0.985795 -6.56 FALSE
264418_at  nuclear ribonucleoprotein, putati --- AT1G43190 -1.01 -0.01 -0.04 0.9663331 0.985795 -6.56 FALSE
252340_at myb-like protein AtMYB45 AT3G48920 1.01 0.01 0.04 0.9661922 0.985795 -6.56 FALSE
251268_at putative protein hypothetical prot --- AT3G62350 -1.01 -0.01 -0.04 0.966347 0.985795 -6.56 FALSE
246107_at  putative protein various predicte --- --- -1.00 -0.01 -0.04 0.9662202 0.985795 -6.56 FALSE
245278_at syntaxin ; supported by cDNA: gi SYP23 AT4G17730 -1.01 -0.01 -0.04 0.9664599 0.9858219 -6.56 FALSE
246991_at peroxidase (emb|CAA66967.1) --- AT5G67400 -1.00 -0.01 -0.04 0.9664326 0.9858219 -6.56 FALSE
251655_at hypothetical protein AT3G57157--- -1.01 -0.01 -0.04 0.9665707 0.9858908 -6.56 FALSE



248341_at unknown protein --- AT5G52220 1.01 0.01 0.04 0.9667169 0.9859959 -6.56 FALSE
264593_at putative GTP-binding protein  ; suARAC1 AT2G17800 1.00 0.01 0.04 0.9667913 0.9860277 -6.56 FALSE
264807_at putative presenilin similar to pres --- AT1G08700 1.01 0.01 0.04 0.9668977 0.9860335 -6.56 FALSE
252238_at peroxidase ATP21a --- AT3G49960 1.01 0.01 0.04 0.9669267 0.9860335 -6.56 FALSE
263528_at putative peroxidase --- AT2G24800 -1.01 -0.01 -0.04 0.9668589 0.9860335 -6.56 FALSE
254570_s_a puatative protein various predict --- AT4G19250 // 1.01 0.01 0.04 0.9670021 0.9860663 -6.56 FALSE
250647_at putative protein contains similarit --- AT5G06770 1.00 0.01 0.04 0.9671383 0.986117 -6.56 FALSE
250507_at putative protein similar to unknow--- AT5G09940 1.00 0.01 0.04 0.9671271 0.986117 -6.56 FALSE
263992_at putative retroelement pol polypro --- --- 1.00 0.01 0.04 0.9673513 0.9862901 -6.56 FALSE
260809_at hypothetical protein predicted by --- AT1G43730 1.00 0.01 0.04 0.9675407 0.9862985 -6.56 FALSE
262677_at unknown protein --- AT1G75860 -1.01 -0.01 -0.04 0.967549 0.9862985 -6.56 FALSE
254637_at  putative protein KIAA0244 gene --- AT4G18720 -1.00 -0.01 -0.04 0.9675476 0.9862985 -6.56 FALSE
249738_at 60s acidic ribosomal protein P1 --- AT5G24510 1.00 0.01 0.04 0.9675452 0.9862985 -6.56 FALSE
263967_at En/Spm-like transposon protein --- --- 1.00 0.01 0.04 0.9675757 0.9862985 -6.56 FALSE
257312_at Expressed protein ; supported byAT3G26590--- 1.00 0.01 0.04 0.9677522 0.986424 -6.56 FALSE
266341_at hypothetical protein predicted by --- AT2G01510 1.00 0.01 0.04 0.9677853 0.986424 -6.56 FALSE
261192_at  NAM protein, putative similar to ANAC13 AT1G32870 1.01 0.01 0.04 0.968077 0.9864576 -6.56 TRUE
246290_at calmodulin-3  ;supported by full-leCAM3 AT3G56800 1.00 0.01 0.04 0.9679559 0.9864576 -6.56 FALSE
264380_at unknown protein predicted by ge --- AT2G25190 -1.00 -0.01 -0.04 0.9680413 0.9864576 -6.56 FALSE
258627_at unknown protein similar to peroxiPEX12 AT3G04460 1.01 0.01 0.04 0.9679259 0.9864576 -6.56 FALSE
253015_at hypothetical protein --- AT4G37950 1.00 0.01 0.04 0.9680777 0.9864576 -6.56 FALSE
255504_at  drought-induced-19-like 1 simila --- AT4G02200 -1.02 -0.02 -0.04 0.968004 0.9864576 -6.56 FALSE
255906_at hypothetical protein similar to RIN--- AT1G17790 -1.00 -0.01 -0.04 0.9681724 0.98651 -6.56 FALSE
259224_at putative thymidine kinase similar --- AT3G07800 1.01 0.01 0.04 0.9682901 0.9865858 -6.56 FALSE
261284_at hypothetical protein predicted by --- --- 1.00 0.01 0.04 0.9683925 0.9866461 -6.56 FALSE
248899_at carboxy-terminal proteinase D1-l --- AT5G46390 1.00 0.01 0.04 0.9684528 0.9866634 -6.56 FALSE
254951_at putative protein various kinesin li --- AT4G10840 1.00 0.01 0.04 0.9685653 0.986734 -6.56 FALSE
251600_at  protein kinase - like protein wall- --- AT3G57710 -1.00 -0.01 -0.04 0.9688065 0.9869357 -6.56 FALSE
256538_x_ahypothetical protein predicted by --- --- 1.00 0.01 0.04 0.9689607 0.9870046 -6.56 FALSE
257266_at  RNA-binding protein contains Pf --- AT3G15010 1.00 0.01 0.04 0.9689206 0.9870046 -6.56 FALSE
260736_at hypothetical protein predicted by --- AT1G17630 -1.00 -0.01 -0.04 0.9692765 0.9872822 -6.56 FALSE
248266_at putative protein similar to unknow--- AT5G53440 1.00 0.01 0.04 0.9693719 0.9872941 -6.56 FALSE
255903_at  myb-like protein, putative similarMYB52 AT1G17950 1.00 0.01 0.04 0.9693747 0.9872941 -6.56 FALSE
258843_at putative protein kinase similar to --- AT3G04690 1.00 0.01 0.04 0.9694791 0.9873563 -6.56 FALSE
260091_at  putative serine carboxypeptidasescpl5 AT1G73290 -1.00 -0.01 -0.04 0.9696733 0.9875099 -6.56 FALSE



258737_at unknown protein similar to unkno--- AT3G05940 -1.00 -0.01 -0.04 0.9697667 0.9875202 -6.56 FALSE
261527_at hypothetical protein similar to put--- AT1G14390 -1.01 -0.01 -0.04 0.9697699 0.9875202 -6.56 FALSE
249409_at  putative protein KED, Nicotiana --- AT5G40340 1.01 0.02 0.04 0.9698333 0.9875407 -6.56 FALSE
253155_at  putative protein predicted protein--- AT4G35720 1.00 0.01 0.04 0.9699806 0.9876465 -6.56 FALSE
262061_at hypothetical protein contains sim ATPP2-B11AT1G80110 -1.00 -0.01 -0.04 0.9700512 0.9876744 -6.56 FALSE
254632_at  putative protein predicted protein--- AT4G18630 1.00 0.01 0.04 0.9701141 0.9876943 -6.56 FALSE
249651_at auxin response factor 8 (ARF8)  ARF8 AT5G37020 1.01 0.01 0.04 0.970249 0.9877875 -6.56 FALSE
259496_at hypothetical protein predicted by --- AT1G15900 1.00 0.01 0.04 0.9703911 0.9878232 -6.56 FALSE
258867_at hypothetical protein predicted by --- AT3G03130 -1.00 -0.01 -0.04 0.970414 0.9878232 -6.56 FALSE
258962_at putative cytochrome P450 similarCYP77A6 AT3G10570 -1.02 -0.03 -0.04 0.9703353 0.9878232 -6.56 FALSE
258840_at unknown protein similar to unkno--- AT3G04620 -1.00 -0.01 -0.04 0.9707013 0.9880275 -6.56 FALSE
248606_at putative protein contains similarit CPuORF4 AT5G49448 // 1.01 0.01 0.04 0.9706614 0.9880275 -6.56 FALSE
266458_at unknown protein  ;supported by f --- AT2G47710 1.00 0.01 0.04 0.9708747 0.9880397 -6.56 FALSE
254918_at  putative protein phosphatase likeSGT1B AT4G11260 -1.00 -0.01 -0.04 0.9708865 0.9880397 -6.56 FALSE
254585_at  resistence protein - like downy m--- AT4G19500 -1.00 -0.01 -0.04 0.9708087 0.9880397 -6.56 FALSE
258530_at hypothetical protein predicted by --- AT3G06840 -1.00 -0.01 -0.04 0.970849 0.9880397 -6.56 FALSE
248706_at unknown protein --- AT5G48530 1.00 0.01 0.04 0.9711003 0.9882132 -6.56 FALSE
253207_at  putative protein small auxin up-r --- AT4G34770 -1.01 -0.02 -0.04 0.9712375 0.9882599 -6.56 TRUE
256226_at unknown protein ; supported by cATDI19 AT1G56280 -1.01 -0.01 -0.04 0.9713109 0.9882599 -6.56 FALSE
267037_at hypothetical protein  ; supported --- AT2G38320 1.00 0.01 0.04 0.9713196 0.9882599 -6.56 FALSE
266688_at hypothetical protein --- AT2G19660 -1.00 0.00 -0.04 0.9712789 0.9882599 -6.56 FALSE
248654_at importin alpha IMPA-5 AT5G49310 1.00 0.01 0.04 0.971417 0.9883082 -6.56 FALSE
254296_at hypothetical protein --- AT4G23090 1.01 0.01 0.04 0.9714537 0.9883082 -6.56 FALSE
264025_at AUX1-like amino acid permease --- AT2G21050 1.01 0.02 0.04 0.9715311 0.9883429 -6.56 FALSE
251607_at hypothetical protein --- AT3G57850 -1.00 -0.01 -0.04 0.9716384 0.988408 -6.56 FALSE
249082_at legumin-like protein CRA1 AT5G44120 1.00 0.01 0.04 0.9717954 0.9885236 -6.56 FALSE
254616_at shaggy-like protein kinase etha ( BIN2 AT4G18710 -1.00 -0.01 -0.04 0.971855 0.9885402 -6.56 FALSE
245805_at hypothetical protein predicted by --- AT1G46336 -1.00 0.00 -0.04 0.9721296 0.9887754 -6.56 FALSE
256021_at unknown protein contains Pfam pZW9 AT1G58270 -1.01 -0.01 -0.04 0.9722507 0.9888544 -6.56 FALSE
263204_at hypothetical protein contains sim chr31 AT1G05490 -1.00 0.00 -0.04 0.9723668 0.9889059 -6.56 FALSE
245922_at  putative protein predicted protein--- AT5G28810 1.00 0.01 0.04 0.972388 0.9889059 -6.56 FALSE
247246_at invertase inhibitor homolog (emb C/VIF2 AT5G64620 -1.01 -0.01 -0.04 0.972503 0.9889788 -6.56 TRUE
265089_at hypothetical protein similar to hypSUVR1 AT1G04050 1.00 0.01 0.04 0.9729816 0.9894214 -6.56 FALSE
266087_at putative alcohol dehydrogenase --- AT2G37790 1.00 0.01 0.04 0.9730921 0.9894455 -6.56 FALSE
246990_at subtilisin-like serine protease AR ARA12 AT5G67360 1.01 0.01 0.04 0.9730721 0.9894455 -6.56 FALSE



250611_at gibberellin 20-oxidase GA20OX3 AT5G07200 -1.01 -0.01 -0.03 0.9732323 0.9894781 -6.56 TRUE
255385_at putative hydrolase --- AT4G03610 -1.01 -0.01 -0.03 0.9732543 0.9894781 -6.56 FALSE
246550_at  putative protein predicted protein--- AT5G14920 1.02 0.02 0.03 0.9731807 0.9894781 -6.56 FALSE
266843_at hypothetical protein predicted by --- AT2G26135 1.00 0.01 0.03 0.9734443 0.9895155 -6.56 FALSE
267457_at putative proline-rich protein AGP30 AT2G33790 -1.00 -0.01 -0.03 0.9733763 0.9895155 -6.56 FALSE
253082_at  putative glycine-rich cell wall pro--- AT4G36230 1.01 0.01 0.03 0.973394 0.9895155 -6.56 FALSE
249646_at  SEN1-like protein SEN1 - Sacch--- AT5G37030 -1.00 0.00 -0.03 0.9734646 0.9895155 -6.56 FALSE
247687_at  protein serine /threonine kinase --- AT5G59740 -1.00 -0.01 -0.03 0.973826 0.9898388 -6.56 FALSE
246116_at putative protein predicted protein --- AT5G20310 1.00 0.01 0.03 0.9739474 0.9899037 -6.56 FALSE
251384_at putative protein --- AT3G60760 1.00 0.00 0.03 0.9739768 0.9899037 -6.56 FALSE
256567_at  amino acid permease, putative c--- AT3G19553 1.00 0.01 0.03 0.9740836 0.9899682 -6.56 FALSE
247657_at Expressed protein ; supported by--- AT5G59845 -1.00 -0.01 -0.03 0.9741388 0.9899802 -6.56 FALSE
253723_at extensin-like protein  ;supported --- AT4G29240 1.00 0.01 0.03 0.9742022 0.9900006 -6.56 FALSE
259166_at unknown protein  ; supported by --- AT3G01670 1.01 0.02 0.03 0.9746275 0.9900803 -6.56 TRUE
246864_at cytochrome P450 GA3 ; supporteGA3 AT5G25900 1.01 0.01 0.03 0.9743438 0.9900803 -6.56 FALSE
264735_s_ahypothetical protein similar to hyp--- AT1G62000 // -1.00 -0.01 -0.03 0.9744435 0.9900803 -6.56 FALSE
260960_at  calcium-binding protein, putative--- AT1G05990 1.00 0.01 0.03 0.9745766 0.9900803 -6.56 FALSE
248858_at AP47 50p (gb|AAB88283.1) ; sup--- AT5G46630 -1.00 -0.01 -0.03 0.9745454 0.9900803 -6.56 FALSE
250200_at peroxidase ATP20a (emb|CAA67--- AT5G14130 1.00 0.01 0.03 0.9746279 0.9900803 -6.56 FALSE
259556_at hypothetical protein --- --- 1.00 0.00 0.03 0.9743743 0.9900803 -6.56 FALSE
263507_s_ahypothetical protein --- --- -1.01 -0.01 -0.03 0.9745828 0.9900803 -6.56 FALSE
266656_at putative CCCH-type zinc finger pATCTH AT2G25900 -1.01 -0.01 -0.03 0.9747556 0.9901338 -6.56 FALSE
245718_at putative protein --- AT5G04110 1.00 0.01 0.03 0.9747674 0.9901338 -6.56 FALSE
257337_at NADH dehydrogenase subunit 5 --- --- -1.01 -0.01 -0.03 0.9752245 0.9902211 -6.56 TRUE
264301_at hypothetical protein contains sim --- AT1G78780 1.01 0.01 0.03 0.9752225 0.9902211 -6.56 TRUE
251445_at  putative protein hypothetical pro --- AT3G59870 -1.00 0.00 -0.03 0.9751742 0.9902211 -6.56 FALSE
253431_at  putative protein predicted protein--- AT4G32440 -1.00 -0.01 -0.03 0.9753743 0.9902211 -6.56 FALSE
263086_at putative non-LTR retrolelement re--- AT2G16110 1.00 0.01 0.03 0.9753246 0.9902211 -6.56 FALSE
247998_at unknown protein --- AT5G56200 -1.01 -0.01 -0.03 0.9752161 0.9902211 -6.56 FALSE
257115_at kinesin-like protein contains Pfam--- AT3G20150 1.00 0.01 0.03 0.9752045 0.9902211 -6.56 FALSE
257614_at putative non-LTR retroelement re--- --- -1.00 -0.01 -0.03 0.9752706 0.9902211 -6.56 FALSE
258594_at hypothetical protein predicted by --- AT3G04490 -1.00 -0.01 -0.03 0.9751777 0.9902211 -6.56 FALSE
244905_at hypothetical protein --- --- -1.00 -0.01 -0.03 0.9753577 0.9902211 -6.56 FALSE
251231_at  Glutathione transferase III-like p ATGSTF13 AT3G62760 -1.00 -0.01 -0.03 0.9751789 0.9902211 -6.56 FALSE
250977_at  importin alpha - like protein impoIMPA-9 AT5G03070 1.00 0.01 0.03 0.9749936 0.9902211 -6.56 FALSE



246041_at phospholipase - like protein vario--- AT5G19290 -1.00 0.00 -0.03 0.9755522 0.9902614 -6.56 FALSE
255677_at putative calmodulin-binding heat --- AT4G00500 -1.01 -0.01 -0.03 0.9757265 0.9902614 -6.56 FALSE
259544_at hypothetical protein ; supported bCAT3 AT1G20620 -1.00 0.00 -0.03 0.975678 0.9902614 -6.56 FALSE
260601_at Expressed protein ; supported byZIP11 AT1G55910 -1.01 -0.01 -0.03 0.9757763 0.9902614 -6.56 FALSE
256075_at  mitogen-activated protein kinaseATMPK8 AT1G18150 -1.00 -0.01 -0.03 0.9757542 0.9902614 -6.56 FALSE
261181_at  monosaccharide transporter, put--- AT1G34580 1.00 0.01 0.03 0.9758284 0.9902614 -6.56 FALSE
259978_at putative cell division control proteCDKB2;1 AT1G76540 1.01 0.01 0.03 0.9755622 0.9902614 -6.56 FALSE
253110_at hypothetical protein --- AT4G35930 1.01 0.01 0.03 0.9757079 0.9902614 -6.56 FALSE
254386_at peroxidase prxr1  ;supported by fPRXR1 AT4G21960 -1.01 -0.01 -0.03 0.9758482 0.9902614 -6.56 FALSE
252341_at  remorin -like protein remorin, So --- AT3G48940 -1.00 0.00 -0.03 0.9755278 0.9902614 -6.56 FALSE
247254_at  CLE21, putative CLAVATA3/ES CLE21 AT5G64800 1.01 0.01 0.03 0.9759149 0.9902851 -6.56 FALSE
255741_at  tRNA isopentenyl transferase, puATIPT6 AT1G25410 1.00 0.01 0.03 0.9760176 0.9903452 -6.56 FALSE
259730_at unknown protein similar to hypoth--- AT1G77660 1.01 0.01 0.03 0.9766799 0.9909732 -6.56 TRUE
267039_at hypothetical protein predicted by --- AT2G34270 -1.00 0.00 -0.03 0.9767584 0.9910087 -6.56 FALSE
256556_at  mutator-like transposase, putativ--- --- 1.00 0.00 0.03 0.9768132 0.9910203 -6.56 FALSE
255129_at  nodulin-like protein nodulin gene--- AT4G08290 -1.01 -0.01 -0.03 0.9769691 0.9910319 -6.56 FALSE
250632_at  putative protein cyclin 2 - TrypanCYCP4;3 AT5G07450 -1.00 -0.01 -0.03 0.977001 0.9910319 -6.56 FALSE
253899_at  putative protein protein disulfide-ATPDIL5-4 AT4G27080 1.00 0.01 0.03 0.9770419 0.9910319 -6.56 FALSE
263901_at unknown protein  ;supported by f --- AT2G36320 1.00 0.01 0.03 0.977033 0.9910319 -6.56 FALSE
256559_at  Athila ORF 1, putative similar to --- --- -1.00 0.00 -0.03 0.9769311 0.9910319 -6.56 FALSE
245588_at putative protein --- AT4G15030 -1.00 -0.01 -0.03 0.9771308 0.9910781 -6.56 FALSE
253260_at hypothetical protein --- AT4G34420 // 1.00 0.01 0.03 0.9772594 0.9911323 -6.56 FALSE
249880_at putative protein similar to unknow--- AT5G23180 -1.00 0.00 -0.03 0.9772712 0.9911323 -6.56 FALSE
259853_at  leucine-rich receptor-like protein --- AT1G72300 1.00 0.01 0.03 0.9775358 0.9912508 -6.56 FALSE
261359_at hypothetical protein predicted by --- --- -1.00 0.00 -0.03 0.9777054 0.9912508 -6.56 FALSE
258909_at  putative DnaJ protein Pfam HMM--- AT3G06340 -1.00 0.00 -0.03 0.9775828 0.9912508 -6.56 FALSE
264997_at hypothetical protein contains sim HAC2 AT1G67220 1.00 0.01 0.03 0.9776245 0.9912508 -6.56 FALSE
258593_at unknown protein --- AT3G04480 1.00 0.01 0.03 0.9778661 0.9912508 -6.56 FALSE
259205_at hypothetical protein similar to put--- AT3G09030 1.00 0.01 0.03 0.9777231 0.9912508 -6.56 FALSE
266063_at putative SNF2/RAD54 family DNACHR8 AT2G18760 -1.00 0.00 -0.03 0.9775889 0.9912508 -6.56 FALSE
266485_at putative phospholipase  ;supporte--- AT2G47630 1.01 0.01 0.03 0.9775561 0.9912508 -6.56 FALSE
253018_at  putative protein Zn finger protein--- AT4G38000 -1.00 0.00 -0.03 0.9778596 0.9912508 -6.56 FALSE
259684_at unknown protein --- AT1G63070 -1.00 0.00 -0.03 0.9777787 0.9912508 -6.56 FALSE
257662_at  low affinity calcium antiporter CACAX2 AT3G13320 -1.00 0.00 -0.03 0.9778309 0.9912508 -6.56 FALSE
251213_at putative protein hypothetical prot --- --- -1.00 0.00 -0.03 0.9779682 0.9912662 -6.56 FALSE



264495_at hypothetical protein predicted by RIC2 AT1G27380 -1.00 0.00 -0.03 0.9779575 0.9912662 -6.56 FALSE
259011_s_aunknown protein similar to putativ--- AT3G07380 // -1.00 0.00 -0.03 0.9780544 0.9913096 -6.56 FALSE
263622_at hypothetical protein predicted by --- AT2G04870 -1.00 0.00 -0.03 0.9781014 0.9913131 -6.56 FALSE
251896_at  putative protein predicted protein--- AT3G54390 1.00 0.01 0.03 0.9781562 0.9913246 -6.56 FALSE
255220_at polyubiquitin (UBQ10) identical toUBQ10 AT4G05320 1.00 0.01 0.03 0.9782237 0.9913489 -6.56 FALSE
247189_at unknown protein  ;supported by f AGP7 AT5G65390 1.01 0.01 0.03 0.9784459 0.9914482 -6.56 FALSE
264840_at unknown protein similar to leucin --- AT1G03440 1.00 0.00 0.03 0.978462 0.9914482 -6.56 FALSE
267094_at putative diphenol oxidase  ; supp IRX12 AT2G38080 -1.01 -0.02 -0.03 0.9785021 0.9914482 -6.56 FALSE
249176_at thioredoxin (clone GIF1) (pir||S58ATTRX3 AT5G42980 1.00 0.00 0.03 0.978539 0.9914482 -6.56 FALSE
265107_s_asimilar to glucose 1-dehydrogena--- AT1G62610 // 1.00 0.00 0.03 0.978505 0.9914482 -6.56 FALSE
257896_at  basic chitinase, putative similar t--- AT3G16920 1.01 0.02 0.03 0.9786809 0.991548 -6.56 FALSE
251133_at LAX1 / AUX1 -like permease --- AT5G01240 -1.00 -0.01 -0.03 0.9787299 0.9915536 -6.56 FALSE
250988_at  putative protein thyroid receptor UPL4 AT5G02880 -1.00 0.00 -0.03 0.9790052 0.9915784 -6.56 FALSE
266572_at unknown protein --- AT2G23840 1.00 0.01 0.03 0.9790152 0.9915784 -6.56 FALSE
264050_at putative non-LTR retroelement re--- --- 1.00 0.01 0.03 0.9789081 0.9915784 -6.56 FALSE
259220_at  expressed protein predicted by g--- AT3G03550 1.00 0.01 0.03 0.9790051 0.9915784 -6.56 FALSE
251897_at  RING finger - like protein DNA-b --- AT3G54360 -1.00 -0.01 -0.03 0.9789191 0.9915784 -6.56 FALSE
251287_at  putative protein nucleoid DNA-bi--- AT3G61820 -1.01 -0.01 -0.03 0.9788943 0.9915784 -6.56 FALSE
266726_at  SKP1/ASK1 (At19), putative simASK19 AT2G03160 -1.00 -0.01 -0.03 0.979079 0.991599 -6.56 FALSE
249865_at unknown protein  ; supported by --- AT5G22820 -1.00 -0.01 -0.03 0.9791298 0.9916064 -6.56 FALSE
253631_at  nucleotide sugar epimerase-like GAE1 AT4G30440 -1.00 -0.01 -0.03 0.9793616 0.9917971 -6.56 TRUE
251797_at  putative protein AT-hook protein AGF2 AT3G55560 1.00 0.01 0.03 0.9794264 0.9918187 -6.56 FALSE
245458_at kinase like protein --- AT4G16970 1.00 0.00 0.03 0.9795867 0.9918768 -6.56 FALSE
246144_at  dynein light chain - like protein d --- AT5G20110 -1.01 -0.01 -0.03 0.9795503 0.9918768 -6.56 FALSE
258605_at phi-1-like protein similar to phi-1 EXL6 AT3G02970 -1.00 0.00 -0.03 0.9796199 0.9918768 -6.56 FALSE
266840_at hypothetical protein predicted by --- AT2G26160 -1.00 0.00 -0.03 0.9796578 0.9918768 -6.56 FALSE
266571_at unknown protein --- AT2G23830 1.01 0.01 0.03 0.9797925 0.9919692 -6.56 FALSE
257548_s_ahypothetical protein LBD23 AT3G26620 // 1.00 0.00 0.03 0.9799583 0.992093 -6.56 FALSE
259117_at  unknown protein similar to hypotSNL1 AT3G01320 -1.00 0.00 -0.03 0.9802193 0.9920931 -6.56 FALSE
248741_at putative protein similar to unknowSLY2 AT5G48170 1.00 0.01 0.03 0.9800773 0.9920931 -6.56 FALSE
254205_at  putative protein kinesin heavy ch--- AT4G24170 -1.00 0.00 -0.03 0.9801457 0.9920931 -6.56 FALSE
263641_at putative non-LTR retroelement re--- --- -1.00 0.00 -0.03 0.9800139 0.9920931 -6.56 FALSE
264706_at hypothetical protein predicted by --- AT1G09720 -1.00 0.00 -0.03 0.9801082 0.9920931 -6.56 FALSE
255180_at putative polyprotein --- --- -1.00 0.00 -0.03 0.9802191 0.9920931 -6.56 FALSE
260081_at unknown protein --- AT1G78170 1.01 0.02 0.03 0.980357 0.9921223 -6.56 FALSE



267160_at putative WD-40 repeat protein --- AT2G37670 -1.00 0.00 -0.03 0.9803469 0.9921223 -6.56 FALSE
263463_at putative ARI-like RING zinc finge --- AT2G31770 -1.00 0.00 -0.03 0.9803786 0.9921223 -6.56 FALSE
249081_at protein phosphatase 2A 62 kDa B--- AT5G44090 1.00 0.00 0.03 0.9805062 0.9921633 -6.56 FALSE
257696_at  protein kinase, putative similar toAGC1.5 AT3G12690 -1.00 -0.01 -0.03 0.9805008 0.9921633 -6.56 FALSE
254652_at  DNA binding-like protein SPF1 pWRKY28 AT4G18170 -1.01 -0.02 -0.03 0.9805818 0.9921958 -6.56 FALSE
249549_at  lipid transfer - like protein lipid tra--- AT5G38180 -1.00 0.00 -0.03 0.9806425 0.9922132 -6.56 FALSE
261066_at hypothetical protein predicted by --- AT1G07485 1.00 0.00 0.03 0.9807528 0.9922808 -6.56 FALSE
254232_at  tyrosine transaminase like proteiCORI3 AT4G23600 1.01 0.01 0.02 0.9808751 0.9923605 -6.56 TRUE
256280_at unknown protein --- AT3G12590 1.00 0.00 0.02 0.9810661 0.9924883 -6.56 FALSE
259019_at hypothetical protein similar to serCHIP AT3G07370 1.00 0.00 0.02 0.9810975 0.9924883 -6.56 FALSE
262546_at  iron-regulated transporter proteinZIP10 AT1G31260 1.01 0.01 0.02 0.9811319 0.9924883 -6.56 FALSE
266409_at hypothetical protein predicted by --- AT2G38510 1.00 0.00 0.02 0.9814813 0.9927977 -6.56 FALSE
245923_at  putative protein predicted protein--- AT5G28820 1.00 0.00 0.02 0.9815272 0.9928001 -6.56 FALSE
252307_at  putative protein SAE1-S9-protein--- --- 1.00 0.00 0.02 0.9815847 0.9928142 -6.56 FALSE
266905_at putative katanin  ;supported by fu--- AT2G34560 -1.00 -0.01 -0.02 0.9816733 0.9928598 -6.56 TRUE
261608_at unknown protein similar to putativ--- AT1G49650 1.00 0.00 0.02 0.9817355 0.9928644 -6.56 FALSE
256832_at  meiotic recombination protein (ADMC1 AT3G22880 -1.00 -0.01 -0.02 0.9817649 0.9928644 -6.56 FALSE
256342_at unknown protein ; supported by f --- AT1G72020 1.00 0.00 0.02 0.9820105 0.9930688 -6.56 FALSE
249653_at  putative protein REPLICATION P--- --- -1.00 0.00 -0.02 0.9822022 0.9932187 -6.56 FALSE
248311_at beta-carotene hydroxylase BETA-OHA AT5G52570 -1.00 -0.01 -0.02 0.9824829 0.9933496 -6.56 TRUE
260355_at transcription factor CRC identicalCRC AT1G69180 1.00 0.00 0.02 0.982506 0.9933496 -6.56 FALSE
245819_at cauliflower identical to CAULIFLOCAL AT1G26310 1.00 0.00 0.02 0.9824643 0.9933496 -6.56 FALSE
247758_at subtilisin-like serine protease conATSBT4.13AT5G59120 1.00 0.00 0.02 0.9824607 0.9933496 -6.56 FALSE
262686_at  proteasome regulatory subunit S--- AT1G75990 -1.00 0.00 -0.02 0.9825977 0.9933983 -6.56 FALSE
249580_at  putative protein predicted protein--- AT5G37740 1.00 0.00 0.02 0.9828408 0.9935561 -6.56 FALSE
246264_at hypothetical protein FRL2 AT1G31814 1.00 0.00 0.02 0.9828356 0.9935561 -6.56 FALSE
259507_at unknown protein --- AT1G43910 1.01 0.01 0.02 0.9828879 0.9935596 -6.56 TRUE
267617_at heme oxygenase 1 (HO1) identicTED4 AT2G26670 -1.00 -0.01 -0.02 0.9830011 0.9935981 -6.56 FALSE
252585_s_a putative protein UbcH 7-binding --- AT3G45570 // -1.00 0.00 -0.02 0.9830131 0.9935981 -6.56 FALSE
245489_at FCA gamma protein FCA AT4G16280 -1.00 0.00 -0.02 0.9830933 0.9936351 -6.56 FALSE
259249_at hypothetical protein predicted by --- AT3G07790 1.00 0.01 0.02 0.983318 0.9937896 -6.56 FALSE
263229_s_aputative polygalacturonase simila--- AT1G05650 // 1.00 0.00 0.02 0.9834012 0.9937896 -6.56 FALSE
260307_at unknown protein similar to unkno--- AT1G70620 1.00 0.00 0.02 0.9834203 0.9937896 -6.56 FALSE
260503_at  proteasome, 30 kda subunit (ec PAF2 AT1G47250 -1.00 0.00 -0.02 0.9834154 0.9937896 -6.56 FALSE
255188_at contains similarity to Xenopus lae--- --- 1.00 0.00 0.02 0.9835412 0.9938677 -6.56 FALSE



245356_at adenosylhomocysteinase ;suppo MEE58 AT4G13940 -1.00 -0.01 -0.02 0.9836357 0.9938738 -6.56 FALSE
261780_at  cyclin, putative similar to B-like cCYCB2;4 AT1G76310 -1.00 0.00 -0.02 0.9837025 0.9938738 -6.56 FALSE
266906_at Expressed protein ; supported by--- AT2G34585 1.00 0.00 0.02 0.9837215 0.9938738 -6.56 FALSE
256495_at hypothetical protein contains sim --- AT1G31530 1.00 0.00 0.02 0.9835993 0.9938738 -6.56 FALSE
262492_at unknown protein Contains similar--- AT1G21630 1.00 0.00 0.02 0.9839061 0.9938919 -6.56 FALSE
255454_at hypothetical protein --- AT4G02910 -1.00 0.00 -0.02 0.9839161 0.9938919 -6.56 FALSE
248220_at 26S proteasome regulatory partic--- AT5G53540 1.00 0.00 0.02 0.9838997 0.9938919 -6.56 FALSE
264596_at unknown protein similar to polyga--- AT1G04625 1.00 0.00 0.02 0.984001 0.9938919 -6.56 FALSE
249661_x_aputative protein similar to unknow--- --- 1.00 0.00 0.02 0.9839666 0.9938919 -6.56 FALSE
267221_at similar to prokaryotic DNA polym STI AT2G02480 -1.00 0.00 -0.02 0.9839543 0.9938919 -6.56 FALSE
248447_at putative protein contains similarit PABN1 AT5G51120 1.00 0.00 0.02 0.9841016 0.9939496 -6.56 FALSE
246950_at  transcription initiation factor IID-aTAF5 AT5G25150 1.00 0.00 0.02 0.9841741 0.9939788 -6.56 FALSE
263587_at putative synaptobrevin ATVAMP71AT2G25340 -1.00 0.00 -0.02 0.9842971 0.994015 -6.56 FALSE
260845_at  transcription factor, putative simi--- AT1G17310 -1.00 0.00 -0.02 0.984294 0.994015 -6.56 FALSE
246120_at  tetratricopeptide repeat protein t --- AT5G20360 -1.00 0.00 -0.02 0.9843885 0.9940633 -6.56 FALSE
261144_s_aunknown protein ;supported by fu--- AT1G19660 // 1.00 0.00 0.02 0.9845823 0.9940885 -6.56 FALSE
257524_at hypothetical protein similar to putDEL3 AT3G01330 -1.00 0.00 -0.02 0.984673 0.9940885 -6.56 FALSE
258991_at unknown protein contains Pfam p--- AT3G08820 -1.00 0.00 -0.02 0.9846536 0.9940885 -6.56 FALSE
261125_at  zinc finger protein 2, putative sim--- AT1G04990 1.00 0.01 0.02 0.9848493 0.9940885 -6.56 FALSE
245140_at unknown protein predicted by ge LBD18 AT2G45420 1.00 0.00 0.02 0.9846851 0.9940885 -6.56 FALSE
265393_at unknown protein  ; supported by --- AT2G20830 -1.00 -0.01 -0.02 0.9847708 0.9940885 -6.56 FALSE
253210_at  putative protein predicted proteinMTN2 AT4G34840 -1.00 0.00 -0.02 0.9848358 0.9940885 -6.56 FALSE
262015_at hypothetical protein predicted by --- --- -1.00 0.00 -0.02 0.9844889 0.9940885 -6.56 FALSE
247604_at  putative phytochelatin synthetas COBL5 AT5G60950 -1.01 -0.02 -0.02 0.9848354 0.9940885 -6.56 FALSE
260865_at  reverse transcriptase, putative s --- AT1G43760 -1.00 0.00 -0.02 0.9847098 0.9940885 -6.56 FALSE
265344_at unknown protein predicted by ge --- AT2G22660 -1.00 0.00 -0.02 0.9849005 0.9940962 -6.56 FALSE
262623_at  integral membrane protein, puta --- AT1G06470 -1.00 0.00 -0.02 0.9853051 0.9941937 -6.56 FALSE
258878_at hypothetical protein predicted by --- AT3G03170 1.00 0.00 0.02 0.9853458 0.9941937 -6.56 FALSE
259630_at  peptide chain release factor 2, p --- AT1G56350 1.00 0.00 0.02 0.9851169 0.9941937 -6.56 FALSE
248924_at GDSL-motif lipase/hydrolase-like --- AT5G45960 1.00 0.00 0.02 0.9853152 0.9941937 -6.56 FALSE
257334_at hypothetical protein --- --- -1.01 -0.01 -0.02 0.9851556 0.9941937 -6.56 FALSE
254113_at hypothetical protein --- AT4G24900 1.00 0.00 0.02 0.9851763 0.9941937 -6.56 FALSE
245452_at retrotransposon like protein --- --- 1.00 0.00 0.02 0.9852636 0.9941937 -6.56 FALSE
258361_at unknown protein similar to hypoth--- AT3G14270 -1.00 -0.01 -0.02 0.9850411 0.9941937 -6.56 FALSE
262819_at putative cytochrome P450 strongCYP77B1 AT1G11600 1.00 0.00 0.02 0.9854942 0.9942555 -6.56 FALSE



257543_at hypothetical protein predicted by --- AT3G28960 -1.00 0.00 -0.02 0.9854618 0.9942555 -6.56 FALSE
263110_at unknown protein ;supported by fu--- AT1G65220 -1.00 0.00 -0.02 0.9855556 0.9942735 -6.56 FALSE
248689_at SCARECROW gene regulator-likPAT1 AT5G48150 -1.00 0.00 -0.02 0.9857004 0.9943325 -6.56 FALSE
246104_at  DNA-binding protein - like DNA-bWRKY74 AT5G28650 -1.00 0.00 -0.02 0.9857013 0.9943325 -6.56 FALSE
264355_at  unknown protein similar to PHZF--- AT1G03210 -1.00 0.00 -0.02 0.9857699 0.9943577 -6.56 FALSE
265802_at predicted protein --- AT2G35733 -1.00 0.00 -0.02 0.9859526 0.9944981 -6.56 FALSE
250923_at putative protein  ; supported by fuCDC25 AT5G03455 1.00 0.00 0.02 0.9863384 0.9946286 -6.56 FALSE
252313_at  RNA-binding - like protein RNA-bCID10 AT3G49390 -1.00 -0.01 -0.02 0.9863381 0.9946286 -6.56 FALSE
259294_at hypothetical protein predicted by ATN AT3G05330 1.00 0.00 0.02 0.9863873 0.9946286 -6.56 FALSE
267265_at putative serine carboxypeptidaseSCPL13 AT2G22980 1.00 0.00 0.02 0.986381 0.9946286 -6.56 FALSE
252119_at thioredoxin h  ;supported by full-l ATTRX1 AT3G51030 -1.00 -0.01 -0.02 0.9862139 0.9946286 -6.56 FALSE
263235_at  serine/threonine protein phosphaPP2A-2 AT1G10430 -1.00 0.00 -0.02 0.9861264 0.9946286 -6.56 FALSE
245823_at hypothetical protein predicted by --- AT1G57906 -1.00 0.00 -0.02 0.9862352 0.9946286 -6.56 FALSE
247323_at putative protein similar to unknow--- AT5G64170 1.00 0.00 0.02 0.9865148 0.9947132 -6.56 FALSE
266125_at putative GATA-type zinc finger tr --- AT2G45050 -1.00 0.00 -0.02 0.9866477 0.9947601 -6.56 FALSE
259086_at hypothetical protein predicted by --- AT3G04990 -1.00 0.00 -0.02 0.9866485 0.9947601 -6.56 FALSE
248519_at 11-beta-hydroxysteroid dehydrogAtHSD7 AT5G50590 // -1.00 0.00 -0.02 0.9867711 0.9948047 -6.56 FALSE
251547_at  putative protein predicted protein--- AT3G58860 1.00 0.00 0.02 0.98678 0.9948047 -6.56 FALSE
250021_at casein kinase-like protein --- AT5G18190 -1.00 0.00 -0.02 0.9868899 0.9948715 -6.56 FALSE
264521_at unknown protein Location of EST--- AT1G10020 -1.00 -0.01 -0.02 0.9871388 0.9949471 -6.56 TRUE
259944_at hypothetical protein predicted by --- AT1G71470 1.00 0.00 0.02 0.987131 0.9949471 -6.56 FALSE
258236_at hypothetical protein predicted by --- AT3G27800 1.00 0.00 0.02 0.9871394 0.9949471 -6.56 FALSE
259324_at unknown protein MIRO3 AT3G05310 -1.00 0.00 -0.02 0.9870987 0.9949471 -6.56 FALSE
264009_at putative disease resistance respo--- AT2G21110 -1.00 0.00 -0.02 0.9873117 0.9949889 -6.56 FALSE
246186_at  PINHEAD - like protein PINHEA --- AT5G21030 -1.00 0.00 -0.02 0.9872833 0.9949889 -6.56 FALSE
257471_at  G-box binding factor, putative simATBZIP4 AT1G59530 1.00 0.00 0.02 0.9872589 0.9949889 -6.56 FALSE
256332_at  trihelix DNA-binding protein (GT GT2 AT1G76890 1.00 0.01 0.02 0.9873566 0.9949903 -6.56 FALSE
266865_at omega-3 fatty acid desaturase id FAD3 AT2G29980 -1.02 -0.02 -0.02 0.9875845 0.9951759 -6.56 FALSE
256375_at unknown protein --- AT1G66720 1.00 0.00 0.02 0.9878923 0.9954244 -6.56 FALSE
261875_at  receptor-like protein kinase, puta--- AT1G50610 1.00 0.00 0.02 0.9879183 0.9954244 -6.56 FALSE
264954_at  carboxyphosphonoenolpyruvate --- AT1G77060 -1.00 0.00 -0.01 0.9885231 0.9955049 -6.56 TRUE
267609_at unknown protein similar to GP|52--- AT2G26780 1.00 0.00 0.01 0.9884854 0.9955049 -6.56 FALSE
246136_at  peptide transporter - like protein --- AT5G28470 -1.00 0.00 -0.02 0.9882131 0.9955049 -6.56 FALSE
257361_at putative Ta11-like non-LTR retroe--- --- -1.00 0.00 -0.02 0.9880611 0.9955049 -6.56 FALSE
254423_at  Lsd1 like protein zinc-finger prot LOL2 AT4G21610 -1.00 0.00 -0.01 0.9885344 0.9955049 -6.56 FALSE



254838_at hypothetical protein --- AT4G12380 -1.00 0.00 -0.01 0.9885656 0.9955049 -6.56 FALSE
252744_at  putative protein hypothetical pro --- AT3G43310 -1.00 0.00 -0.02 0.9882344 0.9955049 -6.56 FALSE
252279_at  1-aminocyclopropane-1-carboxyACS9 AT3G49700 -1.00 0.00 -0.01 0.9884745 0.9955049 -6.56 FALSE
257301_at hypothetical protein predicted by --- --- -1.00 0.00 -0.02 0.9884406 0.9955049 -6.56 FALSE
259842_at  phosphoethanolamine N-methyltCPuORF32AT1G73600 // 1.01 0.02 0.01 0.9884941 0.9955049 -6.56 FALSE
255649_at contains region of similarity to mo--- AT4G00920 1.00 0.00 0.02 0.9883904 0.9955049 -6.56 FALSE
260187_at hypothetical protein LBD5 AT1G36000 -1.00 0.00 -0.02 0.9884127 0.9955049 -6.56 FALSE
249246_at unknown protein --- AT5G42290 1.00 0.00 0.02 0.9880928 0.9955049 -6.56 FALSE
260745_at  2,4-D inducible glutathione S-traATGSTU20AT1G78370 1.00 0.01 0.01 0.9887686 0.995648 -6.56 TRUE
250878_at  maturase -like protein gene cob --- AT5G04050 -1.00 0.00 -0.01 0.9887951 0.995648 -6.56 FALSE
262707_at hypothetical protein --- AT1G16290 -1.00 0.00 -0.01 0.9888518 0.9956612 -6.56 FALSE
263041_at putative alliinase similar to alliina TAR1 AT1G23320 -1.00 0.00 -0.01 0.9888984 0.9956642 -6.56 FALSE
251811_at  APETALA2 - like protein APETASMZ AT3G54990 1.00 0.00 0.01 0.9889858 0.9957082 -6.56 FALSE
249027_at ATP dependent copper transport RAN1 AT5G44790 -1.00 0.00 -0.01 0.989321 0.995723 -6.56 TRUE
258658_at putative adenosine kinase similarADK1 AT3G09820 -1.00 -0.01 -0.01 0.9892009 0.995723 -6.56 FALSE
249236_at putative protein similar to unknow--- AT5G41950 -1.00 0.00 -0.01 0.9892434 0.995723 -6.56 FALSE
265930_at putative spliceosome associated emb2444 AT2G18510 1.00 0.00 0.01 0.9893556 0.995723 -6.56 FALSE
257917_at  ethylene responsive element bin--- AT3G23220 -1.00 0.00 -0.01 0.9893871 0.995723 -6.56 FALSE
254540_s_a putative protein chitinase / lysoz --- AT4G19770 // 1.00 0.00 0.01 0.9892429 0.995723 -6.56 FALSE
248736_at terpene synthase --- AT5G48110 1.00 0.00 0.01 0.9891684 0.995723 -6.56 FALSE
250142_at  polygalacturonase - like protein p--- AT5G14650 -1.00 0.00 -0.01 0.9890781 0.995723 -6.56 FALSE
258442_at hypothetical protein predicted by --- AT3G01015 1.00 0.00 0.01 0.9893933 0.995723 -6.56 FALSE
264814_at putative SET-domain transcriptio SDG37 AT2G17900 -1.00 0.00 -0.01 0.9896176 0.9959048 -6.56 FALSE
266706_at hypothetical protein predicted by --- AT2G03320 -1.00 0.00 -0.01 0.9898074 0.9960079 -6.56 FALSE
247646_at  putative protein various predicte --- AT5G59990 1.00 0.00 0.01 0.9898002 0.9960079 -6.56 FALSE
253742_at  putative protein retrofit - Oryza lo--- --- 1.00 0.00 0.01 0.9900656 0.9962238 -6.56 FALSE
265256_at hypothetical protein predicted by --- AT2G28390 1.00 0.00 0.01 0.9901924 0.9962602 -6.56 FALSE
250081_at unknown protein --- AT5G17180 1.00 0.00 0.01 0.9902329 0.9962602 -6.56 FALSE
260720_at hypothetical protein predicted by --- AT1G48095 1.00 0.00 0.01 0.9901919 0.9962602 -6.56 FALSE
250844_at putative protein  ;supported by fuSIM AT5G04470 -1.00 0.00 -0.01 0.9903767 0.996361 -6.56 FALSE
259829_at  oligopeptide transporter, putative--- --- -1.00 0.00 -0.01 0.9904484 0.9963892 -6.56 FALSE
257734_at unknown protein contains Pfam pATSYTF AT3G18370 1.00 0.00 0.01 0.9906368 0.9964678 -6.56 FALSE
246209_at BEL1-like homeobox 2 protein (BBLH2 AT4G36870 1.00 0.00 0.01 0.9906092 0.9964678 -6.56 FALSE
245162_at putative myosin heavy chain XID AT2G33240 1.00 0.00 0.01 0.9906577 0.9964678 -6.56 FALSE
251440_at  SKP1/ASK1 (At13), putative simASK13 AT3G60010 -1.00 0.00 -0.01 0.9907192 0.9964858 -6.56 FALSE



257980_at hypothetical protein predicted by --- AT3G20760 1.00 0.00 0.01 0.9908574 0.996493 -6.56 FALSE
249804_at galactinol synthase AtGolS5 AT5G23790 1.00 0.00 0.01 0.9908407 0.996493 -6.56 FALSE
254580_at putative protein  ; supported by c --- AT4G19390 -1.00 0.00 -0.01 0.9908519 0.996493 -6.56 FALSE
254199_at  putative protein Ste-20 related k --- AT4G24100 -1.00 0.00 -0.01 0.9910354 0.9966281 -6.56 FALSE
249442_at putative protein  ; supported by c --- AT5G39590 1.00 0.00 0.01 0.9912764 0.9967826 -6.56 FALSE
257737_at  uridine kinase/uracil phosphoribo--- AT3G27440 1.00 0.00 0.01 0.9912418 0.9967826 -6.56 FALSE
261863_at unknown protein ; supported by c--- AT1G50630 -1.00 0.00 -0.01 0.9913702 0.9968329 -6.56 FALSE
260067_at putative lipid transfer protein simi--- AT1G73780 1.00 0.00 0.01 0.9914733 0.9968501 -6.56 FALSE
259663_at hypothetical protein predicted by PRA7 AT1G55190 -1.00 0.00 -0.01 0.9914747 0.9968501 -6.56 FALSE
253476_at  S-receptor kinase -like protein seSD2-5 AT4G32300 -1.00 0.00 -0.01 0.9916022 0.9968738 -6.56 FALSE
256915_at unknown protein --- AT3G23900 1.00 0.00 0.01 0.9916294 0.9968738 -6.56 FALSE
257306_at  hypothetical protein contains reg--- AT3G30200 -1.00 0.00 -0.01 0.9915556 0.9968738 -6.56 FALSE
251220_at  cytochrome c oxidase subunit 5c--- AT3G62400 1.00 0.00 0.01 0.9917145 0.9969155 -6.56 FALSE
253083_at  aldehyde dehydrogenase like pr ALDH3F1 AT4G36250 1.00 0.00 0.01 0.9918217 0.9969792 -6.56 FALSE
248501_at golgi SNARE protein MEMB12 AT5G50440 -1.00 0.00 -0.01 0.9918666 0.9969805 -6.56 FALSE
255111_at  peroxidase C2 precursor like pro--- AT4G08780 -1.01 -0.01 -0.01 0.9924595 0.9970742 -6.56 TRUE
253397_at  putative protein kinase protein ki--- AT4G32710 1.00 0.00 0.01 0.9922114 0.9970742 -6.56 FALSE
264179_at hypothetical protein predicted by --- AT1G02180 -1.00 0.00 -0.01 0.992423 0.9970742 -6.56 FALSE
255693_s_aputative BRCA2 homolog BRCA2(IV) AT4G00020 // 1.00 0.00 0.01 0.992431 0.9970742 -6.56 FALSE
253650_at EST GB:N37377 spans last intro --- AT4G30020 -1.01 -0.01 -0.01 0.9920375 0.9970742 -6.56 FALSE
255484_at  putative protein similar to A. thal --- AT4G02540 -1.00 0.00 -0.01 0.9923096 0.9970742 -6.56 FALSE
265882_at putative copper amine oxidase --- AT2G42490 -1.00 0.00 -0.01 0.9923813 0.9970742 -6.56 FALSE
254151_at  F-box protein family, AtFBX14 si--- AT4G24390 1.00 0.00 0.01 0.9921996 0.9970742 -6.56 FALSE
265489_at hypothetical protein predicted by --- AT2G15640 -1.00 0.00 -0.01 0.9924844 0.9970742 -6.56 FALSE
258418_at unknown protein --- AT3G16660 1.00 0.01 0.01 0.9922507 0.9970742 -6.56 FALSE
252674_at  cytochrome P450-like protein CYCYP71B38 AT3G44250 1.00 0.00 0.01 0.9924609 0.9970742 -6.56 FALSE
256527_at  thionin, putative similar to thionin--- AT1G66100 -1.00 0.00 -0.01 0.9922157 0.9970742 -6.56 FALSE
267081_at putative phosphatidylinositol-4-phPIP5K5 AT2G41210 1.00 0.00 0.01 0.99258 0.9970824 -6.56 FALSE
248670_at receptor protein kinase-like prote --- AT5G48740 -1.00 0.00 -0.01 0.9925735 0.9970824 -6.56 FALSE
261541_at unknown protein contains Pfam p--- AT1G63600 1.00 0.00 0.01 0.9927269 0.9971861 -6.56 FALSE
261431_at  Myb-related transcription factor mAtMYB47 AT1G18710 1.00 0.00 0.01 0.9929344 0.9973505 -6.56 TRUE
261032_at unknown protein ;supported by fu--- AT1G17430 -1.00 0.00 -0.01 0.9931669 0.9973889 -6.56 TRUE
250072_at putative protein similar to unknow--- AT5G17210 -1.00 0.00 -0.01 0.9931772 0.9973889 -6.56 FALSE
260378_at putative actin similar to actin GB:ATARP4A AT1G73910 -1.00 0.00 -0.01 0.993175 0.9973889 -6.56 FALSE
247938_at putative protein similar to unknow--- AT5G57140 // 1.00 0.00 0.01 0.9930515 0.9973889 -6.56 FALSE



253514_at  putative protein DNA-binding pro--- AT4G31805 -1.00 0.00 -0.01 0.9931912 0.9973889 -6.56 FALSE
263662_at ankyrin-like protein EST gb|ATTS--- AT1G04430 -1.00 0.00 -0.01 0.9933145 0.9974688 -6.56 TRUE
247860_at bis(5'-adenosyl)-triphosphatase-l --- AT5G58240 -1.00 0.00 -0.01 0.9933695 0.9974801 -6.56 FALSE
267116_at unknown protein --- AT2G32560 1.00 0.00 0.01 0.9934572 0.9974803 -6.56 TRUE
261641_at hypothetical protein similar to hyp--- AT1G27670 1.00 0.00 0.01 0.9934196 0.9974803 -6.56 FALSE
246309_at putative transmembrane protein GATG1 AT3G51790 -1.00 0.00 -0.01 0.9935118 0.9974913 -6.56 FALSE
264044_at putative pyrophosphate--fructosePFK5 AT2G22480 -1.00 0.00 -0.01 0.9938905 0.9977837 -6.56 FALSE
257138_at hypothetical protein predicted by --- AT3G28870 -1.00 0.00 -0.01 0.9938523 0.9977837 -6.56 FALSE
264261_at putative nicotianamine synthase NAS3 AT1G09240 -1.00 -0.01 -0.01 0.9939573 0.9978068 -6.56 FALSE
258894_at putative disease resistance proteAtRLP32 AT3G05650 1.00 0.00 0.01 0.9940808 0.9978808 -6.56 FALSE
251988_at  CYTOCHROME P450-like prote CYP71B31 AT3G53300 -1.00 0.00 -0.01 0.9941185 0.9978808 -6.56 FALSE
260338_at putative RNA-binding protein sim--- AT1G69250 1.00 0.00 0.01 0.9941874 0.997906 -6.56 FALSE
257287_at hypothetical protein predicted by --- --- -1.00 0.00 -0.01 0.9942603 0.9979353 -6.56 FALSE
264349_at putative Proline synthetase assoc--- AT1G11930 1.00 0.00 0.01 0.9943554 0.9979869 -6.56 FALSE
263904_at putative ABC transporter related PDR6 AT2G36380 -1.00 0.00 -0.01 0.9944537 0.9980416 -6.56 FALSE
262980_at  endo-beta-1,4-glucanase, putativAtGH9B7 AT1G75680 1.00 0.00 0.01 0.9946785 0.9980963 -6.56 TRUE
245369_at Expressed protein ; supported by--- AT4G15975 1.00 0.00 0.01 0.9947539 0.9980963 -6.56 FALSE
265700_at putative MYB family transcription --- AT2G03470 1.00 0.00 0.01 0.9947668 0.9980963 -6.56 FALSE
263457_at unknown protein SR1 AT2G22300 1.00 0.00 0.01 0.9947708 0.9980963 -6.56 FALSE
262553_at hypothetical protein similar to hypRECQL2 AT1G31360 -1.00 0.00 -0.01 0.99457 0.9980963 -6.56 FALSE
254672_at hypothetical protein --- --- -1.00 0.00 -0.01 0.9947167 0.9980963 -6.56 FALSE
258631_at putative polygalacturonase similaQRT2 AT3G07970 -1.00 0.00 -0.01 0.9948607 0.9980991 -6.56 FALSE
249184_at receptor kinase-like protein --- AT5G43020 1.00 0.00 0.01 0.9948611 0.9980991 -6.56 FALSE
254383_at hypothetical protein --- AT4G21950 -1.00 0.00 -0.01 0.9951075 0.9982491 -6.56 FALSE
251873_at  putative protein KIAA0122 gene --- AT3G54230 1.00 0.00 0.01 0.9950576 0.9982491 -6.56 FALSE
248658_at chromosome condensation proteATSMC3 AT5G48600 1.00 0.00 0.01 0.9951418 0.9982491 -6.56 FALSE
259488_at hypothetical protein preedicted b --- AT1G15780 -1.00 0.00 -0.01 0.9953957 0.9982842 -6.56 FALSE
267173_at origin recognition complex proteinORC2 AT2G37560 1.00 0.00 0.01 0.9953407 0.9982842 -6.56 FALSE
261115_at hypothetical protein predicted by --- AT1G75360 -1.00 0.00 -0.01 0.995328 0.9982842 -6.56 FALSE
261924_at  peptide transporter, putative sim--- AT1G22550 1.00 0.00 0.01 0.99526 0.9982842 -6.56 FALSE
256138_at  Nt-gh3 deduced protein, putative--- AT1G48670 1.00 0.00 0.01 0.9953918 0.9982842 -6.56 FALSE
264125_at hypothetical protein predicted by EMB1135 AT1G79350 -1.00 0.00 -0.01 0.9955398 0.9983848 -6.56 FALSE
257624_at  cytochrome P450 monooxygenaCYP71B3 AT3G26220 -1.00 0.00 0.00 0.9965276 0.9984573 -6.56 TRUE
265150_at unknown protein  ; supported by --- AT1G51200 1.00 0.00 0.00 0.9964615 0.9984573 -6.56 FALSE
249718_at  putative protein contains similari --- AT5G35740 1.00 0.00 0.00 0.9965 0.9984573 -6.56 FALSE



251714_at  putative protein leucine-rich rece--- AT3G56370 1.00 0.00 0.00 0.9965026 0.9984573 -6.56 FALSE
261460_at  MAP kinase, putative similar to GATMPK13 AT1G07880 1.00 0.00 0.01 0.9958501 0.9984573 -6.56 FALSE
250539_at WD-repeat protein-like  ; support --- AT5G08560 -1.00 0.00 0.00 0.9961689 0.9984573 -6.56 FALSE
265343_at unknown protein ; supported by f NIC1 AT2G22570 -1.00 0.00 -0.01 0.9957218 0.9984573 -6.56 FALSE
262628_at  glucan synthase, putative similarATGSL07 AT1G06490 -1.00 0.00 0.00 0.9965313 0.9984573 -6.56 FALSE
249915_at putative protein similar to unknow--- AT5G22870 -1.00 0.00 0.00 0.9965308 0.9984573 -6.56 FALSE
252402_s_a putative protein predicted protein--- AT3G48050 // -1.00 0.00 -0.01 0.996119 0.9984573 -6.56 FALSE
258349_at Expressed protein ; supported byHYH AT3G17609 -1.00 0.00 -0.01 0.9960867 0.9984573 -6.56 FALSE
246894_at  heat-shock protein - like heat-sh --- AT5G25530 -1.00 0.00 0.00 0.9964521 0.9984573 -6.56 FALSE
258770_at hypothetical protein --- AT3G10830 1.00 0.00 0.01 0.9960565 0.9984573 -6.56 FALSE
265165_at putative OBP32pep protein --- AT1G23610 -1.00 0.00 0.00 0.996306 0.9984573 -6.56 FALSE
266517_at glycine decarboxylase complex H--- AT2G35120 -1.00 0.00 0.00 0.9964266 0.9984573 -6.56 FALSE
253290_at  putative protein predicted protein--- AT4G34330 1.00 0.00 0.01 0.996065 0.9984573 -6.56 FALSE
251692_s_a serine carboxypeptidase-like pro--- AT3G52020 // -1.00 0.00 0.00 0.996343 0.9984573 -6.56 FALSE
253658_at  cadmium-transporting ATPase-liHMA3 AT4G30120 -1.00 0.00 -0.01 0.9961444 0.9984573 -6.56 FALSE
251014_at  putative protein fimbriae-associa--- AT5G02520 1.00 0.00 0.01 0.9960707 0.9984573 -6.56 FALSE
265368_at hypothetical protein identical to h --- AT2G13350 -1.00 0.00 0.00 0.996443 0.9984573 -6.56 FALSE
265134_at putative acyl-CoA : 1-acylglyceroLPAT3 AT1G51260 1.00 0.00 0.00 0.996436 0.9984573 -6.56 FALSE
255565_at  putative CHP-rich zinc finger pro--- AT4G01760 -1.00 0.00 0.00 0.9966851 0.9985675 -6.56 FALSE
251526_at putative protein several serine/th --- AT3G58640 1.00 0.00 0.00 0.996839 0.9986779 -6.56 FALSE
249883_at Na+/H+ antiporter-like protein CHX3 AT5G22900 -1.00 0.00 0.00 0.9968934 0.9986885 -6.56 FALSE
265198_at putative glucosyl transferase UGT73C2 AT2G36760 1.00 0.00 0.00 0.9972523 0.9987424 -6.56 FALSE
262106_at hypothetical protein similar to WeWEE1 AT1G02970 1.00 0.00 0.00 0.9972719 0.9987424 -6.56 FALSE
250346_at  lysine decarboxylase - like prote --- AT5G11950 -1.00 0.00 0.00 0.997131 0.9987424 -6.56 FALSE
253781_at  putative protein predicted protein--- AT4G28580 -1.00 0.00 0.00 0.9972975 0.9987424 -6.56 FALSE
261940_at hypothetical protein predicted by --- AT1G22520 1.00 0.00 0.00 0.9971384 0.9987424 -6.56 FALSE
245450_at disease resistance RPP5 like pro--- AT4G16880 1.00 0.00 0.00 0.997201 0.9987424 -6.56 FALSE
248712_at unknown protein --- AT5G48280 -1.00 0.00 0.00 0.9970929 0.9987424 -6.56 FALSE
252169_at putative protein several bacterial --- AT3G50520 1.00 0.00 0.00 0.9972354 0.9987424 -6.56 FALSE
249740_at unknown protein --- AT5G24500 1.00 0.00 0.00 0.9974116 0.9988129 -6.56 FALSE
265520_at hypothetical protein predicted by --- AT2G06020 -1.00 0.00 0.00 0.9974697 0.9988271 -6.56 FALSE
266404_at hypothetical protein predicted by --- AT2G38590 -1.00 0.00 0.00 0.997639 0.9989529 -6.56 FALSE
252689_at  putative protein predicted protein--- AT3G44030 -1.00 0.00 0.00 0.9977683 0.9989946 -6.56 FALSE
263454_at putative cysteine proteinase --- AT2G22160 -1.00 0.00 0.00 0.9977602 0.9989946 -6.56 FALSE
266122_at putative helicase  ; supported by ETL1 AT2G02090 1.00 0.00 0.00 0.9983493 0.9992785 -6.56 FALSE



250946_at putative protein --- AT5G03420 1.00 0.00 0.00 0.9983668 0.9992785 -6.56 FALSE
267148_at hypothetical protein predicted by --- AT2G23470 -1.00 0.00 0.00 0.9984004 0.9992785 -6.56 FALSE
267203_at hypothetical protein predicted by --- AT2G31035 1.00 0.00 0.00 0.9984133 0.9992785 -6.56 FALSE
260312_at putative disease resistance prote--- AT1G63880 1.00 0.00 0.00 0.9983518 0.9992785 -6.56 FALSE
258746_at germin-like protein similar to germ--- AT3G05950 -1.00 0.00 0.00 0.9982902 0.9992785 -6.56 FALSE
264207_at  unknown protein strong similarity--- AT1G22750 -1.00 0.00 0.00 0.9984151 0.9992785 -6.56 FALSE
264358_at hypothetical protein predicted by --- AT1G03180 1.00 0.00 0.00 0.9982338 0.9992785 -6.56 FALSE
256758_at hypothetical protein similar to Ath--- --- -1.00 0.00 0.00 0.9984461 0.9992785 -6.56 FALSE
255063_at putative transposon protein simila--- --- -1.00 0.00 0.00 0.9985124 0.999301 -6.56 FALSE
257800_at unknown protein  ;supported by f --- AT3G15900 -1.00 0.00 0.00 0.9986245 0.9993693 -6.56 FALSE
260804_at hypothetical protein predicted by --- AT1G78410 1.00 0.00 0.00 0.9987566 0.99937 -6.56 TRUE
263328_at hypothetical protein similar to hyp--- AT2G15280 1.00 0.00 0.00 0.9986707 0.99937 -6.56 FALSE
252743_at  guanine nucleotide-exchange - l ATMIN7 AT3G43300 1.00 0.00 0.00 0.9987399 0.99937 -6.56 FALSE
266599_at unknown protein --- AT2G46100 -1.00 0.00 0.00 0.9989683 0.9993792 -6.56 FALSE
265958_at putative adenylate kinase  ;suppoADK AT2G37250 1.00 0.00 0.00 0.9990287 0.9993792 -6.56 FALSE
246883_at  putative protein many predicted --- AT5G26190 -1.00 0.00 0.00 0.998943 0.9993792 -6.56 FALSE
251363_at putative transcription factor (MYBAtMYB17 AT3G61250 1.00 0.00 0.00 0.9989935 0.9993792 -6.56 FALSE
267003_at hypothetical protein predicted by --- AT2G34340 1.00 0.00 0.00 0.9990036 0.9993792 -6.56 FALSE
265487_at hypothetical protein --- --- 1.00 0.00 0.00 0.9989945 0.9993792 -6.56 FALSE
250591_at alpha galactosyltransferase prote--- AT5G07720 -1.00 0.00 0.00 0.9991333 0.99944 -6.56 FALSE
265140_at  F-box protein family, AtFBX11 co--- AT1G51320 -1.00 0.00 0.00 0.9991841 0.999447 -6.56 FALSE
260347_at  DHHC-type zinc finger protein, p--- AT1G69420 1.00 0.00 0.00 0.9995616 0.9997063 -6.56 TRUE
258142_at unknown protein --- AT3G18120 -1.00 0.00 0.00 0.9995099 0.9997063 -6.56 FALSE
262267_at hypothetical protein predicted by --- --- 1.00 0.00 0.00 0.9995748 0.9997063 -6.56 FALSE
255898_at hypothetical protein similar to hyp--- AT1G17930 -1.00 0.00 0.00 0.9997856 0.9998733 -6.56 FALSE
247739_at  40S ribosomal protein S8 - like 4--- AT5G59240 -1.00 0.00 0.00 0.9998973 0.9998973 -6.56 FALSE
252483_at  scarecrow-like protein scarecrow--- AT3G46600 1.00 0.00 0.00 0.9998778 0.9998973 -6.56 FALSE


